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Score     E
Sequences producing significant alignments:                       
(Bits)  Value

WP_063856423.1  MULTISPECIES: tetracycline resistance ribosoma...  
1313    0.0   
WP_075877655.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1311    0.0   
WP_087325445.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1310    0.0   
AMP42199.1  tetracycline resistance protein Tet(W) [uncultured...  
1308    0.0   
WP_043170315.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1308    0.0   
WP_033126273.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1307    0.0   
WP_078934043.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1305    0.0   
WP_063856418.1  tetracycline resistance ribosomal protection p...  
1305    0.0   
WP_087193190.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1302    0.0   
WP_032746258.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1302    0.0   



WP_063856417.1  tetracycline resistance ribosomal protection p...  
1301    0.0   
WP_005876003.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1301    0.0   
WP_033523205.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1301    0.0   
DAB17102.1  TPA: tetracycline resistance ribosomal protection ...  
1300    0.0   
WP_066647691.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1300    0.0   
WP_005924790.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1299    0.0   
WP_063856414.1  tetracycline resistance ribosomal protection p...  
1298    0.0   
APO35064.1  ferrous iron transport protein B [uncultured bacte...  
1298    0.0   
AMP53489.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1298    0.0   
AMP51295.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1298    0.0   
WP_035010862.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1298    0.0   
CBL36335.1  small GTP-binding protein domain [butyrate-produci...  
1298    0.0   
AMP47980.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1297    0.0   
WP_013702080.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1297    0.0   
WP_033493020.1  MULTISPECIES: tetracycline resistance ribosoma...  
1297    0.0   
APO28712.1  ferrous iron transport protein B [uncultured bacte...  
1297    0.0   
AMJ37860.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1297    0.0   
WP_013411012.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1297    0.0   
APO30252.1  Ferrous iron transport protein B [uncultured bacte...  
1296    0.0   
WP_090548148.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1296    0.0   
WP_000691721.1  MULTISPECIES: tetracycline resistance ribosoma...  
1296    0.0   
APO34064.1  ferrous iron transport protein B [uncultured bacte...  
1296    0.0   
APO32472.1  ferrous iron transport protein B [uncultured bacte...  
1296    0.0   
SCJ49094.1  Tetracycline resistance protein tetM from transpos...  
1296    0.0   
WP_058985878.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1296    0.0   
WP_058966934.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1296    0.0   
WP_033163194.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1295    0.0   



WP_002586627.1  MULTISPECIES: tetracycline resistance ribosoma...  
1295    0.0   
WP_039689012.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1295    0.0   
CCA30603.1  tetracycline resistance protein [Clostridioides di...  
1295    0.0   
WP_087988639.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1295    0.0   
WP_075576245.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1295    0.0   
SCI66756.1  Tetracycline resistance protein tetM from transpos...  
1295    0.0   
SCH27787.1  Tetracycline resistance protein tetM from transpos...  
1295    0.0   
AMP49021.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1295    0.0   
WP_060941960.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1295    0.0   
CUN67961.1  Tetracycline resistance protein tetM from transpos...  
1295    0.0   
WP_039199418.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1295    0.0   
WP_063856424.1  tetracycline resistance ribosomal protection p...  
1294    0.0   
APO30266.1  Ferrous iron transport protein B [uncultured bacte...  
1294    0.0   
WP_070570683.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1294    0.0   
AMP52575.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1294    0.0   
AMP49255.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1294    0.0   
WP_060812403.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1294    0.0   
WP_056994958.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1294    0.0   
WP_013136942.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1294    0.0   
WP_008863485.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1294    0.0   
ABF72129.1  TetW [Trueperella pyogenes]                            
1294    0.0   
WP_102343532.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1294    0.0   
WP_097800170.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1294    0.0   
WP_087248211.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1294    0.0   
WP_078931819.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1294    0.0   
APO29840.1  Ferrous iron transport protein B [uncultured bacte...  
1294    0.0   
WP_070739220.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1294    0.0   



AMP47119.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1294    0.0   
WP_014078528.1  MULTISPECIES: tetracycline resistance ribosoma...  
1294    0.0   
AIW80467.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1294    0.0   
ACT97610.1  TetW [uncultured organism]                             
1294    0.0   
WP_097782597.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_074754411.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_071129837.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_061870345.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1293    0.0   
AMP57701.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1293    0.0   
AMJ35140.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1293    0.0   
WP_052792087.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_052829461.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_034502607.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_021612625.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_098924880.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_070363278.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_066860834.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_033507052.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_009305318.1  MULTISPECIES: tetracycline resistance ribosoma...  
1293    0.0   
WP_087376933.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_090529887.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
WP_090152943.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1293    0.0   
AMP57752.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1293    0.0   
AMP53595.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1293    0.0   
AMP48954.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1293    0.0   
AHH55322.1  tetracycline resistance protein [Streptococcus suis]   
1293    0.0   
ASQ15577.1  TetW [Bifidobacterium longum subsp. longum]            
1292    0.0   



WP_087253332.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1292    0.0   
WP_087384078.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1292    0.0   
AMP49401.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1292    0.0   
WP_025299865.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1292    0.0   
WP_063856416.1  tetracycline resistance ribosomal protection p...  
1292    0.0   
APO30931.1  ferrous iron transport protein B [uncultured bacte...  
1292    0.0   
WP_066661399.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1292    0.0   
WP_022542861.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1292    0.0   
APO28864.1  Ferrous iron transport protein B [uncultured bacte...  
1291    0.0   
WP_072574872.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1291    0.0   
AMP56620.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1291    0.0   
WP_024729649.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1291    0.0   
WP_087236340.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1291    0.0   
WP_086131634.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1291    0.0   
WP_091695423.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1291    0.0   
AMP49509.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1291    0.0   
WP_003672618.1  tetracycline resistance ribosomal protection p...  
1291    0.0   
WP_003819032.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1291    0.0   
WP_105305034.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1291    0.0   
WP_099570919.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1291    0.0   
WP_063856425.1  tetracycline resistance ribosomal protection p...  
1291    0.0   
APO35541.1  ferrous iron transport protein B [uncultured bacte...  
1291    0.0   
AMP56769.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1291    0.0   
AMP56061.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1291    0.0   
AMP51613.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1291    0.0   
WP_004217777.1  tetracycline resistance ribosomal protection p...  
1290    0.0   
WP_085380940.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1290    0.0   



AMP55046.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1290    0.0   
WP_098045504.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1290    0.0   
WP_098036734.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1290    0.0   
WP_087236767.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1290    0.0   
WP_087363777.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1290    0.0   
AMJ37421.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1290    0.0   
WP_080907810.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1289    0.0   
WP_071573697.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1289    0.0   
WP_069988272.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1289    0.0   
SCI17595.1  Tetracycline resistance protein tetM from transpos...  
1289    0.0   
ACT97618.1  tetracycline resistance protein tetW [uncultured o...  
1289    0.0   
ACT97617.1  tetracycline resistance protein tetW [uncultured o...  
1289    0.0   
APO28173.1  ferrous iron transport protein B [uncultured bacte...  
1289    0.0   
WP_072369412.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1289    0.0   
WP_063164311.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1289    0.0   
AMP53586.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1289    0.0   
CUR43792.1  Tetracycline resistance protein TetW [Lactobacillu...  
1289    0.0   
WP_087284258.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
ACA23181.1  TetW [Bifidobacterium longum]                          
1288    0.0   
WP_070691289.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
AMP58041.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1288    0.0   
AMP55465.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1288    0.0   
WP_046921744.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
WP_098045951.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
AMP54790.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1288    0.0   
AMP53110.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1288    0.0   
AMP52280.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1288    0.0   



WP_014566327.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
WP_107208979.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
WP_101693181.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
WP_098047066.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
WP_087713428.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1288    0.0   
WP_087190428.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1288    0.0   
AMP54855.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1288    0.0   
WP_098035490.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1287    0.0   
WP_086118050.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1287    0.0   
AMP52265.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1287    0.0   
WP_105303201.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1287    0.0   
WP_006500706.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1287    0.0   
WP_013642473.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1287    0.0   
WP_098039738.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1286    0.0   
WP_095183509.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1286    0.0   
WP_089145870.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1286    0.0   
WP_089150173.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1286    0.0   
WP_052543100.1  tetracycline resistance ribosomal protection p...  
1286    0.0   
WP_065991006.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1286    0.0   
WP_063856415.1  tetracycline resistance ribosomal protection p...  
1285    0.0   
WP_016497304.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1285    0.0   
WP_090265483.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1285    0.0   
AMP50237.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1285    0.0   
WP_086143532.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1285    0.0   
WP_003695455.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1285    0.0   
WP_089150426.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1284    0.0   
WP_086120764.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1284    0.0   



WP_090862004.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1284    0.0   
WP_070628949.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1284    0.0   
WP_086132636.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1284    0.0   
ABF72138.1  TetW [Trueperella pyogenes]                            
1284    0.0   
WP_089147928.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1283    0.0   
WP_065436612.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1283    0.0   
WP_089143419.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1283    0.0   
WP_086141728.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1283    0.0   
WP_086141437.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1283    0.0   
APO34595.1  ferrous iron transport protein B Edit: TetW [uncul...  
1283    0.0   
WP_033524005.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1283    0.0   
APO33185.1  ferrous iron transport protein B [uncultured bacte...  
1283    0.0   
WP_033510437.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1282    0.0   
WP_031474227.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1282    0.0   
WP_049342005.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1282    0.0   
AMP58106.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1281    0.0   
AMP55886.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1281    0.0   
WP_050618045.1  MULTISPECIES: tetracycline resistance ribosoma...  
1281    0.0   
WP_086143304.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1281    0.0   
WP_004010384.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1281    0.0   
WP_024532698.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1280    0.0   
WP_049362095.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1279    0.0   
SCI53441.1  Tetracycline resistance protein tetM from transpos...  
1278    0.0   
AMP54005.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1278    0.0   
WP_055251078.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1278    0.0   
WP_070648983.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1278    0.0   
WP_070593944.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1277    0.0   



WP_049353247.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1277    0.0   
WP_070643840.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1276    0.0   
WP_019541681.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1276    0.0   
AMP54009.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1275    0.0   
WP_070824660.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1274    0.0   
WP_066305045.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1274    0.0   
WP_042433210.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1274    0.0   
WP_070738148.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1273    0.0   
WP_075843486.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1272    0.0   
AMP42228.1  tetracycline resistance protein Tet(W) [uncultured...  
1272    0.0   
WP_009141881.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1272    0.0   
WP_075279296.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1271    0.0   
WP_070633855.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1271    0.0   
WP_099432720.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1270    0.0   
WP_068539726.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1270    0.0   
WP_005987406.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1270    0.0   
APO33657.1  ferrous iron transport protein B [uncultured bacte...  
1269    0.0   
WP_102240720.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1269    0.0   
APO35550.1  ferrous iron transport protein B [uncultured bacte...  
1269    0.0   
WP_063856422.1  MULTISPECIES: tetracycline resistance ribosoma...  
1268    0.0   
AMP49825.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1268    0.0   
WP_029731081.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1267    0.0   
WP_073324048.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1266    0.0   
APO33653.1  ferrous iron transport protein B [uncultured bacte...  
1262    0.0   
AAR29969.1  mosaic tetracycline-resistance protein [Megasphaer...  
1261    0.0   
WP_066743970.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1259    0.0   
AMP53584.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1248    0.0   



CAP09895.1  mosaic tetracycline resistance protein [Bifidobact...  
1247    0.0   
CAP09892.1  mosaic tetracycline resistance protein [Bifidobact...  
1246    0.0   
AMP42147.1  tetracycline resistance protein Tet(W/N/W) [uncult...  
1242    0.0   
AMP51298.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1242    0.0   
CAP09894.1  mosaic tetracycline resistance protein [Bifidobact...  
1242    0.0   
ALE37170.1  tetracycline resistance protein TetW [Bifidobacter...  
1241    0.0   
CAP09896.1  mosaic tetracycline resistance protein [Bifidobact...  
1241    0.0   
AMP55635.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1239    0.0   
WP_080908661.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1239    0.0   
WP_102815896.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1238    0.0   
WP_052822407.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1237    0.0   
WP_075704061.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1237    0.0   
WP_055244167.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1237    0.0   
WP_070637913.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1235    0.0   
CAP09893.1  mosaic tetracycline resistance protein [Bifidobact...  
1234    0.0   
WP_101549584.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1229    0.0   
WP_026385517.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1222    0.0   
KFI80889.1  tetracycline resistance protein [Bifidobacterium p...  
1219    0.0   
WP_055161581.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1217    0.0   
WP_077597359.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1216    0.0   
WP_054336482.1  tetracycline resistance ribosomal protection p...  
1215    0.0   
PKU93883.1  tetracycline resistance protein [Bifidobacterium p...  
1210    0.0   
WP_063856421.1  tetracycline resistance ribosomal protection p...  
1207    0.0   
PKU99030.1  tetracycline resistance protein [Bifidobacterium p...  
1206    0.0   
KOP61953.1  tetracycline resistance protein [Bifidobacterium l...  
1206    0.0   
WP_086129278.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1197    0.0   
WP_024963478.1  tetracycline resistance ribosomal protection p...  
1189    0.0   



AAO42741.1  tetracycline resistance protein [Megasphaera elsde...  
1184    0.0   
WP_016230557.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1174    0.0   
WP_031583918.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1172    0.0   
WP_050625029.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1170    0.0   
WP_011526261.1  MULTISPECIES: tetracycline resistance ribosoma...  
1169    0.0   
WP_070835237.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1166    0.0   
WP_096920879.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1165    0.0   
ACX71625.1  tetracycline resistance protein [Streptococcus suis]   
1162    0.0   
CBK96064.1  small GTP-binding protein domain [ [[Eubacterium] ...  
1159    0.0   
AMP53220.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1142    0.0   
EQI16708.1  tetracycline resistance protein tetM [Clostridioid...  
1141    0.0   
CAM97383.1  mosaic tetracycline resistance protein [Bifidobact...  
1134    0.0   
APO27506.1  EF-G: translation elongation factor [uncultured ba...  
1125    0.0   
WP_063856419.1  tetracycline resistance ribosomal protection p...  
1122    0.0   
KFI71207.1  TetW [Bifidobacterium merycicum]                       
1120    0.0   
WP_063856420.1  tetracycline resistance ribosomal protection p...  
1119    0.0   
WP_044674422.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1116    0.0   
ACJ38544.1  tetracycline resistance protein [Trueperella pyoge...  
1116    0.0   
WP_105136801.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1115    0.0   
WP_027971259.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1114    0.0   
KFI69516.1  Tetracycline resistance protein tetW [Bifidobacter...  
1112    0.0   
WP_029176297.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1112    0.0   
WP_038817059.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1112    0.0   
WP_029177869.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1112    0.0   
WP_105207356.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1111    0.0   
WP_107209023.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1110    0.0   
WP_024408858.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1109    0.0   



WP_013646121.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1108    0.0   
ATD53312.1  ribosomal protection tetracycline resistance prote...  
1108    0.0   
WP_105160480.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1107    0.0   
WP_105126631.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1107    0.0   
WP_105211840.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1106    0.0   
ABN79416.1  mosaic tetracycline resistance protein [uncultured...  
1106    0.0   
WP_052777607.1  TetM/TetW/TetO/TetS family tetracycline resist...  
1105    0.0   
AMP53218.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1091    0.0   
AMP53219.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1082    0.0   
AMP49819.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1077    0.0   
KXB53642.1  elongation factor Tu GTP binding domain protein [C...  
1065    0.0   
WP_035300359.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
1061    0.0   
ERI78723.1  putative translation elongation factor G [Clostrid...  
1060    0.0   
APO34062.1  ferrous iron transport protein B [uncultured bacte...  
1058    0.0   
ALB05595.1  tetracycline resistance protein W [Bifidobacterium...  
1055    0.0   
ACX71626.1  tetracycline resistance protein [Streptococcus suis]   
1034    0.0   
AMP50917.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1025    0.0   
KFI74536.1  tetracycline resistance protein tetW [Bifidobacter...  
1023    0.0   
AMP56474.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
1013    0.0   
WP_070087585.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
972     0.0   
APO27487.1  ferrous iron transport protein B [uncultured bacte...  
971     0.0   
AMP50126.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
971     0.0   
WP_009266810.1  TetM/TetW/TetO/TetS family tetracycline resist...  
966     0.0   
APO27459.1  EF-G: translation elongation factor [uncultured ba...  
964     0.0   
WP_059430671.1  TetM/TetW/TetO/TetS family tetracycline resist...  
963     0.0   
APO28175.1  ferrous iron transport protein B [uncultured bacte...  
959     0.0   
SCJ12353.1  Tetracycline resistance protein tetM from transpos...  
945     0.0   



AMP50067.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
942     0.0   
WP_074390203.1  TetM/TetW/TetO/TetS family tetracycline resist...  
941     0.0   
WP_055195147.1  TetM/TetW/TetO/TetS family tetracycline resist...  
941     0.0   
WP_107435213.1  TetM/TetW/TetO/TetS family tetracycline resist...  
940     0.0   
APO27580.1  ferrous iron transport protein B [uncultured bacte...  
939     0.0   
WP_053865959.1  TetM/TetW/TetO/TetS family tetracycline resist...  
939     0.0   
WP_074924842.1  TetM/TetW/TetO/TetS family tetracycline resist...  
938     0.0   
WP_105310307.1  TetM/TetW/TetO/TetS family tetracycline resist...  
937     0.0   
WP_078768811.1  TetM/TetW/TetO/TetS family tetracycline resist...  
937     0.0   
APO28015.1  ferrous iron transport protein B [uncultured bacte...  
936     0.0   
WP_002602099.1  MULTISPECIES: tetracycline resistance ribosoma...  
936     0.0   
WP_044761229.1  TetM/TetW/TetO/TetS family tetracycline resist...  
935     0.0   
WP_055065785.1  TetM/TetW/TetO/TetS family tetracycline resist...  
934     0.0   
WP_002584856.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
933     0.0   
WP_073282779.1  TetM/TetW/TetO/TetS family tetracycline resist...  
932     0.0   
WP_063725249.1  TetM/TetW/TetO/TetS family tetracycline resist...  
932     0.0   
AMP47017.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
932     0.0   
WP_002605705.1  TetM/TetW/TetO/TetS family tetracycline resist...  
932     0.0   
WP_055257520.1  TetM/TetW/TetO/TetS family tetracycline resist...  
932     0.0   
WP_105105938.1  TetM/TetW/TetO/TetS family tetracycline resist...  
932     0.0   
AMP50690.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
932     0.0   
WP_003505402.1  MULTISPECIES: tetracycline resistance ribosoma...  
932     0.0   
WP_105153139.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_075759481.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
APO32499.1  feoB: ferrous iron transport protein [uncultured b...  
931     0.0   
WP_070432258.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_055159350.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
931     0.0   



WP_044774256.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_044770894.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_044677300.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_024377848.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_024397217.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
CDD17739.1  small GTP-binding protein domain [Clostridium sp. ...  
931     0.0   
WP_000691759.1  MULTISPECIES: tetracycline resistance ribosoma...  
931     0.0   
SCI83194.1  Tetracycline resistance protein tetM from transpos...  
931     0.0   
WP_044991838.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_006858004.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_002935081.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_009440328.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_014636938.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_014636291.1  MULTISPECIES: tetracycline resistance ribosoma...  
931     0.0   
APO28702.1  ferrous iron transport protein B [uncultured bacte...  
931     0.0   
AMP50099.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
931     0.0   
AMP49403.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
931     0.0   
WP_055182589.1  TetM/TetW/TetO/TetS family tetracycline resist...  
931     0.0   
WP_105157116.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_105145235.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
AUS90925.1  tetracycline resistance protein TetO [Streptococcu...  
930     0.0   
SCJ84798.1  Tetracycline resistance protein tetM from transpos...  
930     0.0   
AMP57970.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
930     0.0   
AMP51260.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
930     0.0   
WP_055284540.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_044776625.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_008399617.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
930     0.0   



WP_105158873.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_087378658.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
930     0.0   
WP_076773831.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
AMP55043.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
930     0.0   
WP_063856401.1  tetracycline resistance ribosomal protection p...  
930     0.0   
WP_044772610.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_044769057.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_044762341.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_024413659.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_024402538.1  TetM/TetW/TetO/TetS family tetracycline resist...  
930     0.0   
WP_105135974.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_099778982.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_074413645.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
AMP50505.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
929     0.0   
WP_006427719.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
929     0.0   
WP_057485305.1  tetracycline resistance protein tetM [Streptoc...  
929     0.0   
WP_055160143.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_029943221.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_014638231.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
AUS91022.1  tetracycline resistance protein tetM [Streptococcu...  
929     0.0   
WP_099779911.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
AFK31665.1  tetracycline resistance protein O/32/O [Streptococ...  
929     0.0   
ALA07062.1  tetracycline resistance protein TetO [Streptococcu...  
929     0.0   
AMP55640.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
929     0.0   
WP_049496346.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_028086456.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
929     0.0   
WP_002594219.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   



WP_105146473.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_105124962.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_105115755.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
APO27460.1  ferrous iron transport protein B [uncultured bacte...  
929     0.0   
AMP50086.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
929     0.0   
WP_044977943.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_044681968.1  TetM/TetW/TetO/TetS family tetracycline resist...  
929     0.0   
WP_031912846.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
929     0.0   
WP_009300547.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
929     0.0   
WP_100664818.1  TetM/TetW/TetO/TetS family tetracycline resist...  
928     0.0   
WP_074392924.1  TetM/TetW/TetO/TetS family tetracycline resist...  
928     0.0   
WP_074392551.1  TetM/TetW/TetO/TetS family tetracycline resist...  
928     0.0   
AMP52239.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
928     0.0   
WP_029180377.1  TetM/TetW/TetO/TetS family tetracycline resist...  
928     0.0   
WP_024418038.1  TetM/TetW/TetO/TetS family tetracycline resist...  
928     0.0   
ACT76129.1  TetO [Streptococcus suis]                              
928     0.0   
ACT76128.1  TetO [Streptococcus suis]                              
928     0.0   
WP_055169801.1  TetM/TetW/TetO/TetS family tetracycline resist...  
928     0.0   
WP_054705475.1  TetM/TetW/TetO/TetS family tetracycline resist...  
928     0.0   
WP_015573056.1  tetracycline resistance ribosomal protection p...  
928     0.0   
WP_105123813.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_105122866.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_086301235.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_073930560.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_073689108.1  tetracycline resistance ribosomal protection p...  
927     0.0   
SCJ39489.1  Tetracycline resistance protein tetM from transpos...  
927     0.0   
WP_024415696.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   



WP_105141148.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_105130533.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_105095358.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_095122938.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_063856404.1  tetracycline resistance ribosomal protection p...  
927     0.0   
AMP46920.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
927     0.0   
WP_047205445.1  tetracycline resistance ribosomal protection p...  
927     0.0   
WP_024395804.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_017144211.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_009321211.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_012775603.1  tetracycline resistance ribosomal protection p...  
927     0.0   
WP_009015508.1  TetM/TetW/TetO/TetS family tetracycline resist...  
927     0.0   
WP_000691746.1  MULTISPECIES: tetracycline resistance ribosoma...  
927     0.0   
AMP54850.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
926     0.0   
EFM82549.1  putative translation elongation factor G [Enteroco...  
926     0.0   
ACT76131.1  TetO [Streptococcus suis]                              
926     0.0   
WP_105155653.1  TetM/TetW/TetO/TetS family tetracycline resist...  
926     0.0   
P23835.1  RecName: Full=Tetracycline resistance protein TetO; ...  
926     0.0   
WP_105129783.1  TetM/TetW/TetO/TetS family tetracycline resist...  
926     0.0   
WP_105108102.1  TetM/TetW/TetO/TetS family tetracycline resist...  
926     0.0   
WP_099806636.1  TetM/TetW/TetO/TetS family tetracycline resist...  
926     0.0   
AMP54781.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
926     0.0   
WP_044666383.1  MULTISPECIES: tetracycline resistance ribosoma...  
926     0.0   
WP_028254891.1  TetM/TetW/TetO/TetS family tetracycline resist...  
926     0.0   
CCY07492.1  small GTP-binding protein domain protein [Coprobac...  
926     0.0   
WP_014636626.1  TetM/TetW/TetO/TetS family tetracycline resist...  
926     0.0   
ACT76126.1  TetO [Streptococcus suis]                              
926     0.0   



WP_063856395.1  tetracycline resistance ribosomal protection p...  
926     0.0   
WP_075680358.1  TetM/TetW/TetO/TetS family tetracycline resist...  
925     0.0   
APO27493.1  ferrous iron transport protein B [uncultured bacte...  
925     0.0   
WP_065736305.1  tetracycline resistance ribosomal protection p...  
925     0.0   
WP_029173152.1  TetM/TetW/TetO/TetS family tetracycline resist...  
925     0.0   
WP_024415386.1  TetM/TetW/TetO/TetS family tetracycline resist...  
925     0.0   
WP_002846154.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
925     0.0   
AVY51757.1  tetracycline resistance ribosomal protection prote...  
925     0.0   
WP_098923458.1  TetM/TetW/TetO/TetS family tetracycline resist...  
925     0.0   
WP_087367883.1  tetracycline resistance ribosomal protection p...  
925     0.0   
WP_065736257.1  tetracycline resistance ribosomal protection p...  
925     0.0   
AMP52947.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
925     0.0   
CUP58281.1  Tetracycline resistance protein tetM from transpos...  
925     0.0   
WP_029998948.1  TetM/TetW/TetO/TetS family tetracycline resist...  
925     0.0   
ACT76127.1  TetO [Streptococcus suis]                              
925     0.0   
APO27484.1  ferrous iron transport protein B [uncultured bacte...  
924     0.0   
WP_069168329.1  MULTISPECIES: tetracycline resistance ribosoma...  
924     0.0   
SCI82746.1  Tetracycline resistance protein tetM from transpos...  
924     0.0   
WP_049523834.1  TetM/TetW/TetO/TetS family tetracycline resist...  
924     0.0   
WP_052782741.1  TetM/TetW/TetO/TetS family tetracycline resist...  
924     0.0   
WP_032510825.1  TetM/TetW/TetO/TetS family tetracycline resist...  
924     0.0   
WP_057036446.1  TetM/TetW/TetO/TetS family tetracycline resist...  
924     0.0   
WP_055940423.1  TetM/TetW/TetO/TetS family tetracycline resist...  
924     0.0   
WP_052659138.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
924     0.0   
CDL74663.1  conjugative transposon tetracycline resistance pro...  
924     0.0   
WP_102743419.1  TetM/TetW/TetO/TetS family tetracycline resist...  
924     0.0   
APO28170.1  ferrous iron transport protein B [uncultured bacte...  
924     0.0   



AMP48943.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
924     0.0   
WP_063668083.1  TetM/TetW/TetO/TetS family tetracycline resist...  
924     0.0   
WP_024478494.1  tetracycline resistance ribosomal protection p...  
924     0.0   
WP_015521635.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
924     0.0   
WP_017766893.1  TetM/TetW/TetO/TetS family tetracycline resist...  
924     0.0   
WP_105309243.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_084588712.1  tetracycline resistance ribosomal protection p...  
923     0.0   
APO34055.1  ferrous iron transport protein B [uncultured bacte...  
923     0.0   
WP_065465655.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_059429510.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_052855148.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
923     0.0   
WP_052805581.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_052785290.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_050117422.1  tetracycline resistance ribosomal protection p...  
923     0.0   
WP_029171436.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_024376808.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
AHZ86999.1  Tet(M) [Streptococcus mitis]                           
923     0.0   
WP_002576223.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_002904444.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_002823161.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
923     0.0   
WP_005825846.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_094130791.1  tetracycline resistance ribosomal protection p...  
923     0.0   
WP_094141197.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_087203225.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_075478885.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_072447158.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
923     0.0   
WP_074664471.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   



WP_070043520.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_061825287.1  tetracycline resistance ribosomal protection p...  
923     0.0   
WP_059434794.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_057827665.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
KPA68082.1  tetracycline resistance protein tetM [Streptococcu...  
923     0.0   
WP_029172349.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_031794799.1  tetracycline resistance ribosomal protection p...  
923     0.0   
WP_035401840.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_006191702.1  tetracycline resistance ribosomal protection p...  
923     0.0   
WP_002812495.1  TetM/TetW/TetO/TetS family tetracycline resist...  
923     0.0   
WP_010729924.1  MULTISPECIES: tetracycline resistance ribosoma...  
923     0.0   
WP_101479534.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_100881386.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
prf||1408188A  tetracycline resistance gene tetO                   
922     0.0   
WP_000691747.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_075721707.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
AMP53111.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
922     0.0   
KXB43475.1  hypothetical protein HMPREF3188_01537 [Tissierelli...  
922     0.0   
WP_002596250.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
922     0.0   
WP_002843300.1  MULTISPECIES: tetracycline resistance ribosoma...  
922     0.0   
EEN74261.1  putative translation elongation factor G [Enteroco...  
922     0.0   
WP_005357924.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
922     0.0   
ABF36201.1  Tetracycline resistance protein tetM [Streptococcu...  
922     0.0   
WP_095761997.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_088868051.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_000691758.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
922     0.0   
KXB72354.1  putative translation elongation factor G [Peptostr...  
922     0.0   



WP_057498847.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_024406177.1  MULTISPECIES: tetracycline resistance ribosoma...  
922     0.0   
WP_032593159.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_016398734.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_000691731.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_002569200.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_104846472.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_101248398.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_095761390.1  tetracycline resistance ribosomal protection p...  
922     0.0   
APO27488.1  ferrous iron transport protein B [uncultured bacte...  
922     0.0   
WP_073053263.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
922     0.0   
WP_011187228.1  tetracycline resistance ribosomal protection p...  
922     0.0   
AMP50063.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
922     0.0   
WP_043029018.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_058652115.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_060473528.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
922     0.0   
WP_052802401.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_052782483.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_044773055.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_043035760.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
WP_033655463.1  tetracycline resistance ribosomal protection p...  
922     0.0   
WP_029188156.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
EPI45798.1  putative translation elongation factor G [Gardnere...  
922     0.0   
WP_008976815.1  TetM/TetW/TetO/TetS family tetracycline resist...  
922     0.0   
ACT76130.1  TetO [Streptococcus suis]                              
922     0.0   
ACS92754.1  tetracycline resistance determinant [Streptococcus...  
922     0.0   
APO27574.1  ferrous iron transport protein B [uncultured bacte...  
921     0.0   



WP_072510068.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
WP_070811548.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
921     0.0   
WP_070310173.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
AMJ37901.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
921     0.0   
WP_063856405.1  tetracycline resistance ribosomal protection p...  
921     0.0   
WP_057096870.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
WP_057043774.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
WP_049545748.1  tetracycline resistance ribosomal protection p...  
921     0.0   
WP_049527354.1  tetracycline resistance ribosomal protection p...  
921     0.0   
WP_052797194.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
WP_052780628.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
WP_044681400.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
WP_032812904.1  MULTISPECIES: tetracycline resistance ribosoma...  
921     0.0   
WP_019107244.1  MULTISPECIES: tetracycline resistance ribosoma...  
921     0.0   
EJX98572.1  putative translation elongation factor G [Enteroco...  
921     0.0   
WP_010248735.1  tetracycline resistance ribosomal protection p...  
921     0.0   
WP_002896813.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
WP_002371500.1  MULTISPECIES: tetracycline resistance ribosoma...  
921     0.0   
WP_101636627.1  tetracycline resistance ribosomal protection p...  
921     0.0   
WP_086228892.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
921     0.0   
WP_081123660.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
APO26810.1  ferrous iron transport protein B [uncultured bacte...  
921     0.0   
WP_074470838.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
WP_070315526.1  TetM/TetW/TetO/TetS family tetracycline resist...  
921     0.0   
AMP50395.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
921     0.0   
WP_052790168.1  tetracycline resistance protein tetM [Campylob...  
921     0.0   
WP_047207765.1  tetracycline resistance ribosomal protection p...  
921     0.0   



WP_039931034.1  MULTISPECIES: tetracycline resistance ribosoma...  
921     0.0   
WP_002860782.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
921     0.0   
EFX39748.1  putative translation elongation factor G [Streptoc...  
921     0.0   
WP_041972879.1  MULTISPECIES: tetracycline resistance ribosoma...  
921     0.0   
WP_003125887.1  MULTISPECIES: tetracycline resistance ribosoma...  
921     0.0   
ACS92759.1  tetracycline resistance determinant [Streptococcus...  
921     0.0   
WP_002909882.1  MULTISPECIES: tetracycline resistance ribosoma...  
921     0.0   
WP_063856113.1  tetracycline resistance ribosomal protection p...  
921     0.0   
WP_063856111.1  tetracycline resistance ribosomal protection p...  
921     0.0   
WP_105209091.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_086251283.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_081201664.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_072237618.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
920     0.0   
AMP58109.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
920     0.0   
AMP56778.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
920     0.0   
AMP49313.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
920     0.0   
AMP47007.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
920     0.0   
WP_061329395.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_012669445.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_057993037.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_044685046.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
CDO19407.1  tetM protein [Streptococcus pneumoniae]                
920     0.0   
WP_031912030.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_022864100.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_001668880.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_000691749.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_000691744.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   



EFQ13124.1  putative translation elongation factor G [Enteroco...  
920     0.0   
EFM26596.1  putative translation elongation factor G [Streptoc...  
920     0.0   
EEI87258.1  putative translation elongation factor G [Anaeroco...  
920     0.0   
WP_003454408.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_050824634.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_050232631.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_105135456.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_104774283.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_096013982.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_086233925.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_078755722.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_072230499.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_072215556.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
920     0.0   
WP_069159276.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_002779752.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
AMP52275.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
920     0.0   
AMP49243.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
920     0.0   
WP_061461548.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_057032384.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_057043153.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_049552042.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_050224152.1  tetracycline resistance ribosomal protection p...  
920     0.0   
AKO48464.1  tetracycline resistance protein tetM [[Haemophilus...  
920     0.0   
WP_044979124.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_000691739.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_024052575.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_000691736.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   



WP_023890664.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
920     0.0   
WP_021414738.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_019117172.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_016456422.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_000691725.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_002808760.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
920     0.0   
WP_004007597.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
920     0.0   
WP_063856112.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_100425802.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_002989474.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_086290661.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
920     0.0   
WP_070654311.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_070579738.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_000691727.1  MULTISPECIES: tetracycline resistance ribosoma...  
920     0.0   
WP_061853025.1  tetracycline resistance ribosomal protection p...  
920     0.0   
AMJ38195.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
920     0.0   
AMJ34666.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
920     0.0   
CWI49647.1  tetracycline resistance protein TetM [Streptococcu...  
920     0.0   
WP_057980547.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_049098680.1  tetracycline resistance ribosomal protection p...  
920     0.0   
CTP13009.1  putative conjugative element protein [Streptococcu...  
920     0.0   
WP_055348549.1  tetracycline resistance protein tetM [Streptoc...  
920     0.0   
WP_044601084.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_002403674.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_031919647.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_019213884.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_002818118.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   



WP_003831706.1  TetM/TetW/TetO/TetS family tetracycline resist...  
920     0.0   
WP_004137776.1  tetracycline resistance ribosomal protection p...  
920     0.0   
WP_010790859.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
920     0.0   
EFM24959.1  putative translation elongation factor G [Peptonip...  
920     0.0   
EFH06235.1  putative translation elongation factor G [Clostrid...  
920     0.0   
EEI57513.1  putative translation elongation factor G [Enteroco...  
920     0.0   
WP_061364406.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_061815145.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_096421997.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_088666504.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_071315221.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_075227092.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_070301896.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
AMP42232.1  tetracycline resistance protein Tet(O) [uncultured...  
919     0.0   
KXA54623.1  putative translation elongation factor G [Streptoc...  
919     0.0   
WP_052817824.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_052793287.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_052783935.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_050971349.1  tetracycline resistance ribosomal protection p...  
919     0.0   
CTO84842.1  putative conjugative element protein [Streptococcu...  
919     0.0   
CTO36092.1  putative conjugative element protein [Streptococcu...  
919     0.0   
WP_063856109.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_050272947.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_050247506.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_050234184.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_041981115.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_038851197.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   



CDL74246.1  conjugative transposon tetracycline resistance pro...  
919     0.0   
WP_024477701.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_020998529.1  MULTISPECIES: tetracycline resistance ribosoma...  
919     0.0   
WP_016397077.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_003711229.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_000691745.1  MULTISPECIES: tetracycline resistance ribosoma...  
919     0.0   
WP_063855884.1  tetracycline resistance ribosomal protection p...  
919     0.0   
ADH21996.1  Tn916, tetracycline resistance protein [synthetic ...  
919     0.0   
WP_015646599.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_107974002.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_061841616.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_100004275.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_086268246.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_086234301.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
919     0.0   
WP_086232400.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_085613781.1  tetracycline resistance ribosomal protection p...  
919     0.0   
AMP55627.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
919     0.0   
WP_057980088.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_057036876.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_052802847.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_052799797.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_050313386.1  tetracycline resistance ribosomal protection p...  
919     0.0   
KLS39627.1  tetracycline resistance protein tetM [Neisseria go...  
919     0.0   
WP_047339182.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_047241744.1  tetracycline resistance ribosomal protection p...  
919     0.0   
AIW80587.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
919     0.0   
WP_050091355.1  tetracycline resistance ribosomal protection p...  
919     0.0   



WP_047922456.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_050242154.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_039975152.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_039095955.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
ADF36620.1  TetM [Neisseria gonorrhoeae]                           
919     0.0   
WP_002834238.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
EFX53501.1  putative translation elongation factor G [Streptoc...  
919     0.0   
WP_000691742.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_063856397.1  MULTISPECIES: tetracycline resistance ribosoma...  
919     0.0   
WP_061654034.1  MULTISPECIES: tetracycline resistance ribosoma...  
919     0.0   
WP_104722935.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_101882586.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_086252249.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_076995854.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_075213493.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_072236497.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_071705138.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
BAV93039.1  tetracycline resistance protein TetM [Haemophilus ...  
919     0.0   
WP_070852878.1  tetracycline resistance ribosomal protection p...  
919     0.0   
AOV09463.1  tetracycline resistance protein [Campylobacter jej...  
919     0.0   
WP_070299010.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_061457615.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_060812114.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_060472723.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
CTF67619.1  putative conjugative element protein [Streptococcu...  
919     0.0   
WP_050142810.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_050274428.1  tetracycline resistance ribosomal protection p...  
919     0.0   



AKO45297.1  tetracycline resistance protein tetM [[Haemophilus...  
919     0.0   
WP_055347831.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_044766725.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_041974943.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_044908248.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_047511001.1  tetracycline resistance ribosomal protection p...  
919     0.0   
AID58520.1  tet(M) [Haemophilus parainfluenzae]                    
919     0.0   
ADE19326.1  tetM [Tri-shuttle cloning vector pmycYACTn]            
919     0.0   
WP_063856406.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_016441094.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_001614674.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_002807700.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
919     0.0   
WP_007392011.1  TetM/TetW/TetO/TetS family tetracycline resist...  
919     0.0   
WP_004026801.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_063856398.1  tetracycline resistance ribosomal protection p...  
919     0.0   
WP_105249165.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_105211910.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_104885338.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_104835953.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_063856391.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_063856392.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_095256818.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_002857791.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
918     0.0   
WP_086239295.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_072234042.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_070663994.1  tetracycline resistance ribosomal protection p...  
918     0.0   
AMP58099.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
918     0.0   



WP_061824231.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_000691743.1  MULTISPECIES: tetracycline resistance ribosoma...  
918     0.0   
WP_057991785.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
918     0.0   
WP_052943236.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_050308251.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_050131553.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_063856107.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_063856115.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_060458520.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_032587445.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
918     0.0   
WP_031904673.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_031774827.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_037612731.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_023916197.1  MULTISPECIES: tetracycline resistance ribosoma...  
918     0.0   
WP_017647393.1  MULTISPECIES: tetracycline resistance ribosoma...  
918     0.0   
WP_002804228.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
918     0.0   
WP_002785822.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_000691728.1  tetracycline resistance ribosomal protection p...  
918     0.0   
ADI70435.1  putative translation elongation factor G [Streptoc...  
918     0.0   
WP_061748924.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_061367944.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_061847427.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_100608496.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_105577399.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_006155610.1  MULTISPECIES: tetracycline resistance ribosoma...  
918     0.0   
WP_083977868.1  tetracycline resistance ribosomal protection p...  
918     0.0   
APO27237.1  ferrous iron transport protein B [uncultured bacte...  
918     0.0   



WP_072661552.1  tetracycline resistance ribosomal protection p...  
918     0.0   
AMP51392.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
918     0.0   
WP_060811023.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_063674638.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_058692378.1  tetracycline resistance ribosomal protection p...  
918     0.0   
ALT05248.1  tetracycline resistance protein [Staphylococcus au...  
918     0.0   
WP_053794614.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_049532577.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_052793722.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_050216613.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_050305062.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_055348096.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_050093829.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_024721683.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
ADB66722.1  ribosomal protection protein [Streptococcus agalac...  
918     0.0   
ACH85962.1  tetracycline resistance protein [Staphylococcus au...  
918     0.0   
WP_021382096.1  MULTISPECIES: tetracycline resistance ribosoma...  
918     0.0   
WP_000691729.1  MULTISPECIES: tetracycline resistance ribosoma...  
918     0.0   
3J25_A  Chain A, Structural Basis For Tetm-Mediated Tetracycli...  
918     0.0   
WP_002836924.1  TetM/TetW/TetO/TetS family tetracycline resist...  
918     0.0   
WP_000691735.1  tetracycline resistance ribosomal protection p...  
918     0.0   
CBW39416.1  conjugative transposon tetracycline resistance pro...  
918     0.0   
EFX36382.1  putative translation elongation factor G [Streptoc...  
918     0.0   
EFU09414.1  putative translation elongation factor G [Enteroco...  
918     0.0   
WP_063856393.1  tetracycline resistance ribosomal protection p...  
918     0.0   
WP_102170272.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_099875793.1  tetracycline resistance ribosomal protection p...  
917     0.0   



WP_088849421.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_088792637.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_086032702.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_070544140.1  MULTISPECIES: tetracycline resistance ribosoma...  
917     0.0   
AMP46943.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
917     0.0   
WP_057099610.1  TetM/TetW/TetO/TetS family tetracycline resist...  
917     0.0   
WP_049513432.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_052853097.1  TetM/TetW/TetO/TetS family tetracycline resist...  
917     0.0   
WP_052778388.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
917     0.0   
WP_050308000.1  tetracycline resistance ribosomal protection p...  
917     0.0   
CRH83910.1  Protein translation elongation factor G (EF-G) [Ch...  
917     0.0   
WP_050079309.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_050212334.1  tetracycline resistance ribosomal protection p...  
917     0.0   
CDL74203.1  conjugative transposon tetracycline resistance pro...  
917     0.0   
WP_031912118.1  tetracycline resistance ribosomal protection p...  
917     0.0   
CDF09859.1  tet(M) [Eubacterium sp. CAG:76]                        
917     0.0   
WP_002819063.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
917     0.0   
WP_002843722.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
917     0.0   
WP_095906095.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_081526881.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_070709775.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_061763260.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_061646118.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_060793390.1  tetracycline resistance ribosomal protection p...  
917     0.0   
KXA16596.1  putative translation elongation factor G [Fusobact...  
917     0.0   
WP_057491875.1  TetM/TetW/TetO/TetS family tetracycline resist...  
917     0.0   
WP_050974015.1  tetracycline resistance ribosomal protection p...  
917     0.0   



WP_050971803.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_050201474.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_050072437.1  MULTISPECIES: tetracycline resistance ribosoma...  
917     0.0   
WP_044329681.1  tetracycline resistance ribosomal protection p...  
917     0.0   
AJE60963.1  TetM [Enterococcus faecium]                            
917     0.0   
WP_025187938.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_031793925.1  tetracycline resistance ribosomal protection p...  
917     0.0   
ELU61350.1  putative translation elongation factor G [Streptoc...  
917     0.0   
AEX58674.1  tetracycline resistance protein [Streptococcus pyo...  
917     0.0   
WP_001820713.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_063856400.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_105142289.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_104929836.1  TetM/TetW/TetO/TetS family tetracycline resist...  
917     0.0   
WP_088804464.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_070583403.1  MULTISPECIES: tetracycline resistance ribosoma...  
917     0.0   
WP_070309696.1  TetM/TetW/TetO/TetS family tetracycline resist...  
917     0.0   
AMP54192.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
917     0.0   
AMP50513.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
917     0.0   
WP_061465177.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_061763772.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_057032430.1  TetM/TetW/TetO/TetS family tetracycline resist...  
917     0.0   
WP_057030943.1  TetM/TetW/TetO/TetS family tetracycline resist...  
917     0.0   
WP_057037575.1  TetM/TetW/TetO/TetS family tetracycline resist...  
917     0.0   
WP_057036252.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
917     0.0   
WP_054384447.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_050253426.1  tetracycline resistance ribosomal protection p...  
917     0.0   
CTG81086.1  putative conjugative element protein [Streptococcu...  
917     0.0   



WP_050168486.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_031910311.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_050203260.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_050235045.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_050205550.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_057486053.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_057518699.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_044764178.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_044761286.1  tetracycline resistance ribosomal protection p...  
917     0.0   
CDL74131.1  conjugative transposon tetracycline resistance pro...  
917     0.0   
WP_030127075.1  MULTISPECIES: tetracycline resistance ribosoma...  
917     0.0   
WP_003701913.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_000691741.1  MULTISPECIES: tetracycline resistance ribosoma...  
917     0.0   
WP_019109213.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
917     0.0   
WP_010777232.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_000691730.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_000691734.1  MULTISPECIES: tetracycline resistance ribosoma...  
917     0.0   
WP_025456273.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_063856399.1  tetracycline resistance ribosomal protection p...  
917     0.0   
WP_101928442.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_000691726.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_081538458.1  MULTISPECIES: tetracycline resistance ribosoma...  
916     0.0   
WP_069288536.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_061088007.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_032490535.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_057992781.1  TetM/TetW/TetO/TetS family tetracycline resist...  
916     0.0   
CTG46355.1  putative conjugative element protein [Streptococcu...  
916     0.0   



WP_050280708.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_050218283.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_050211189.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_050237755.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_031797197.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_017646602.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_010729706.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_002781029.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
916     0.0   
WP_103219860.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_094372133.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_086241454.1  TetM/TetW/TetO/TetS family tetracycline resist...  
916     0.0   
WP_084879979.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_081573876.1  tetracycline resistance ribosomal protection p...  
916     0.0   
APO31175.1  Ferrous iron transport protein B [uncultured bacte...  
916     0.0   
AMP53771.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
916     0.0   
BAU68108.1  tetracycline resistance protein TetO [Streptococcu...  
916     0.0   
WP_060470565.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_057100161.1  TetM/TetW/TetO/TetS family tetracycline resist...  
916     0.0   
WP_049366043.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_052774203.1  TetM/TetW/TetO/TetS family tetracycline resist...  
916     0.0   
WP_050247433.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_050101597.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_049510748.1  MULTISPECIES: tetracycline resistance ribosoma...  
916     0.0   
WP_050077833.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_050200822.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_038835108.1  TetM/TetW/TetO/TetS family tetracycline resist...  
916     0.0   
CDL73864.1  conjugative transposon tetracycline resistance pro...  
916     0.0   



EJX44727.1  putative translation elongation factor G [Enteroco...  
916     0.0   
WP_011117014.1  tetracycline resistance ribosomal protection p...  
916     0.0   
WP_061702631.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_106775878.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_105184076.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_105139211.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_101785285.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_100059493.1  TetM/TetW/TetO/TetS family tetracycline resist...  
915     0.0   
WP_086246158.1  TetM/TetW/TetO/TetS family tetracycline resist...  
915     0.0   
WP_077327446.1  tetracycline resistance ribosomal protection p...  
915     0.0   
APO28016.1  ferrous iron transport protein B [uncultured bacte...  
915     0.0   
ABP89888.1  Translation elongation factor (GTPases) [Streptoco...  
915     0.0   
WP_060936428.1  MULTISPECIES: tetracycline resistance ribosoma...  
915     0.0   
WP_050117940.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_050089233.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_039234362.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_002915791.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
915     0.0   
WP_010727156.1  MULTISPECIES: tetracycline resistance ribosoma...  
915     0.0   
WP_002345005.1  MULTISPECIES: tetracycline resistance ribosoma...  
915     0.0   
WP_063856110.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_002934567.1  TetM/TetW/TetO/TetS family tetracycline resist...  
915     0.0   
ADK91600.1  TetS/M [Streptococcus equinus]                         
915     0.0   
WP_061842897.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_061761042.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_063856390.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_087302314.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
915     0.0   
KXB37895.1  putative translation elongation factor G [Aerococc...  
915     0.0   



WP_059280319.1  TetM/TetW/TetO/TetS family tetracycline resist...  
915     0.0   
WP_052800762.1  TetM/TetW/TetO/TetS family tetracycline resist...  
915     0.0   
WP_050967045.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_001574275.1  MULTISPECIES: tetracycline resistance ribosoma...  
915     0.0   
WP_023042854.1  TetM/TetW/TetO/TetS family tetracycline resist...  
915     0.0   
WP_021034343.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
915     0.0   
WP_000691740.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_000691724.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_088819470.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_086309543.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_081529600.1  tetracycline resistance ribosomal protection p...  
915     0.0   
AQM74965.1  Tetracycline resistance ribosomal protection prote...  
915     0.0   
WP_069469652.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_050364126.1  tetracycline resistance ribosomal protection p...  
915     0.0   
WP_047389487.1  tetracycline resistance ribosomal protection p...  
915     0.0   
AIF29636.1  tetracycline resistance protein [Campylobacter coli]   
915     0.0   
WP_024388620.1  TetM/TetW/TetO/TetS family tetracycline resist...  
915     0.0   
WP_063856403.1  tetracycline resistance ribosomal protection p...  
915     0.0   
CBW38865.1  conjugative transposon tetracycline resistance pro...  
915     0.0   
WP_061642374.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_100728246.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_098183854.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_086097496.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_081535763.1  tetracycline resistance ribosomal protection p...  
914     0.0   
ACB89423.1  tetracycline resistance protein TetM [Streptococcu...  
914     0.0   
APO27467.1  ferrous iron transport protein B [uncultured bacte...  
914     0.0   
CTN85508.1  putative conjugative element protein [Streptococcu...  
914     0.0   



WP_050116747.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_050198644.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_050203222.1  tetracycline resistance ribosomal protection p...  
914     0.0   
EFH13796.1  putative translation elongation factor G [Clostrid...  
914     0.0   
WP_012775613.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_078122686.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_002414694.1  MULTISPECIES: tetracycline resistance ribosoma...  
914     0.0   
WP_097698785.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_083989376.1  tetracycline resistance ribosomal protection p...  
914     0.0   
APO34026.1  ferrous iron transport protein B [uncultured bacte...  
914     0.0   
WP_055275199.1  MULTISPECIES: tetracycline resistance ribosoma...  
914     0.0   
WP_057531665.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_050236762.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_063856402.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_000691733.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_000691732.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_002343718.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_061648168.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_104670782.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_086131656.1  MULTISPECIES: tetracycline resistance ribosoma...  
914     0.0   
AQM75603.1  Tetracycline resistance protein TetO [Campylobacte...  
914     0.0   
APO33640.1  ferrous iron transport protein B [uncultured bacte...  
914     0.0   
WP_071132114.1  TetM/TetW/TetO/TetS family tetracycline resist...  
914     0.0   
WP_050219862.1  tetracycline resistance ribosomal protection p...  
914     0.0   
WP_025989258.1  MULTISPECIES: tetracycline resistance ribosoma...  
914     0.0   
WP_020224358.1  MULTISPECIES: tetracycline resistance ribosoma...  
914     0.0   
WP_061746200.1  tetracycline resistance ribosomal protection p...  
913     0.0   



WP_084357849.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_061857705.1  tetracycline resistance ribosomal protection p...  
913     0.0   
AMP50910.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
913     0.0   
WP_061758507.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_057531327.1  tetracycline resistance ribosomal protection p...  
913     0.0   
AIJ27535.1  TetO [Campylobacter jejuni]                            
913     0.0   
CDQ30209.1  putative integrative and conjugative element prote...  
913     0.0   
WP_018368128.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_089144890.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_084588758.1  tetracycline resistance ribosomal protection p...  
913     0.0   
APO33206.1  ferrous iron transport protein B [uncultured bacte...  
913     0.0   
WP_066127145.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_061573585.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_050356456.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_044667602.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_043027138.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_044812736.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_002206236.1  tetracycline resistance ribosomal protection p...  
913     0.0   
WP_004632336.1  MULTISPECIES: tetracycline resistance ribosoma...  
913     0.0   
WP_104884981.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_098034699.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_105208278.1  tetracycline resistance ribosomal protection p...  
912     0.0   
AMJ37079.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
912     0.0   
KRL89337.1  tetracycline resistance protein tetm [Lactobacillu...  
912     0.0   
WP_050392063.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_099987656.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_096920339.1  GTP-binding protein [Eubacterium sp. YI]           
912     0.0   



WP_057041522.1  TetM/TetW/TetO/TetS family tetracycline resist...  
912     0.0   
WP_052776466.1  TetM/TetW/TetO/TetS family tetracycline resist...  
912     0.0   
WP_050246763.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_033626236.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_018659523.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_041160408.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_059443098.1  TetM/TetW/TetO/TetS family tetracycline resist...  
912     0.0   
WP_056955036.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_049515420.1  tetracycline resistance ribosomal protection p...  
912     0.0   
WP_070044453.1  TetM/TetW/TetO/TetS family tetracycline resist...  
911     0.0   
WP_055387115.1  tetracycline resistance ribosomal protection p...  
911     0.0   
WP_044681819.1  tetracycline resistance ribosomal protection p...  
911     0.0   
WP_031929533.1  tetracycline resistance ribosomal protection p...  
911     0.0   
WP_021137831.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
911     0.0   
WP_063856114.1  tetracycline resistance ribosomal protection p...  
911     0.0   
AFD04636.1  tetracycline resistance protein [Veillonella parvula]  
911     0.0   
WP_002872163.1  MULTISPECIES: tetracycline resistance ribosoma...  
911     0.0   
WP_074626734.1  tetracycline resistance ribosomal protection p...  
911     0.0   
BAU68106.1  tetracycline resistance protein TetO [Streptococcu...  
911     0.0   
WP_019418832.1  MULTISPECIES: tetracycline resistance ribosoma...  
911     0.0   
WP_000691751.1  tetracycline resistance ribosomal protection p...  
911     0.0   
WP_099832549.1  tetracycline resistance ribosomal protection p...  
910     0.0   
WP_099971156.1  tetracycline resistance ribosomal protection p...  
910     0.0   
WP_026389858.1  MULTISPECIES: tetracycline resistance ribosoma...  
910     0.0   
WP_000691750.1  tetracycline resistance ribosomal protection p...  
910     0.0   
WP_002317540.1  tetracycline resistance ribosomal protection p...  
910     0.0   
ELU79162.1  putative translation elongation factor G [Streptoc...  
910     0.0   



WP_063856396.1  tetracycline resistance ribosomal protection p...  
910     0.0   
WP_101514745.1  tetracycline resistance ribosomal protection p...  
910     0.0   
WP_099460258.1  tetracycline resistance ribosomal protection p...  
910     0.0   
WP_081571465.1  tetracycline resistance ribosomal protection p...  
910     0.0   
BAU68111.1  tetracycline resistance protein TetO [Streptococcu...  
910     0.0   
CBW38807.1  Tetracycline resistance protein [Streptococcus pne...  
910     0.0   
WP_070439364.1  tetracycline resistance ribosomal protection p...  
910     0.0   
WP_061756818.1  tetracycline resistance ribosomal protection p...  
910     0.0   
WP_060809800.1  TetM/TetW/TetO/TetS family tetracycline resist...  
910     0.0   
WP_057095767.1  TetM/TetW/TetO/TetS family tetracycline resist...  
910     0.0   
WP_018574723.1  tetracycline resistance ribosomal protection p...  
910     0.0   
EFT39102.1  putative translation elongation factor G [Enteroco...  
910     0.0   
WP_039136739.1  tetracycline resistance ribosomal protection p...  
909     0.0   
AIF29622.1  tetracycline resistance protein [Campylobacter coli]   
909     0.0   
WP_004070750.1  TetM/TetW/TetO/TetS family tetracycline resist...  
909     0.0   
WP_002364936.1  MULTISPECIES: tetracycline resistance ribosoma...  
909     0.0   
WP_063856394.1  tetracycline resistance ribosomal protection p...  
909     0.0   
WP_105127927.1  tetracycline resistance ribosomal protection p...  
909     0.0   
WP_050201754.1  tetracycline resistance ribosomal protection p...  
909     0.0   
WP_000691723.1  tetracycline resistance ribosomal protection p...  
909     0.0   
WP_099958901.1  tetracycline resistance ribosomal protection p...  
909     0.0   
WP_050207143.1  tetracycline resistance ribosomal protection p...  
909     0.0   
WP_002335119.1  tetracycline resistance ribosomal protection p...  
909     0.0   
WP_002324549.1  tetracycline resistance ribosomal protection p...  
909     0.0   
ADV76307.1  TetM [Streptococcus oralis]                            
909     0.0   
WP_014386813.1  MULTISPECIES: tetracycline resistance ribosoma...  
909     0.0   
APO27569.1  ferrous iron transport protein B [uncultured bacte...  
908     0.0   



WP_045773567.1  tetracycline resistance ribosomal protection p...  
908     0.0   
WP_044793436.1  tetracycline resistance ribosomal protection p...  
908     0.0   
WP_032582765.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
908     0.0   
EOJ57657.1  tetracycline resistance protein tetM transposon [E...  
908     0.0   
WP_076005168.1  tetracycline resistance ribosomal protection p...  
908     0.0   
BAU68114.1  tetracycline resistance protein TetO [Streptococcu...  
908     0.0   
KXA54208.1  putative translation elongation factor G [Streptoc...  
908     0.0   
WP_050111690.1  tetracycline resistance ribosomal protection p...  
908     0.0   
WP_000691753.1  MULTISPECIES: tetracycline resistance ribosoma...  
908     0.0   
BAU68109.1  tetracycline resistance protein TetO [Streptococcu...  
907     0.0   
WP_049487775.1  MULTISPECIES: tetracycline resistance ribosoma...  
907     0.0   
WP_032581261.1  TetM/TetW/TetO/TetS family tetracycline resist...  
907     0.0   
WP_096541504.1  tetracycline resistance ribosomal protection p...  
907     0.0   
WP_094754176.1  tetracycline resistance ribosomal protection p...  
907     0.0   
WP_049474483.1  tetracycline resistance ribosomal protection p...  
907     0.0   
WP_033842223.1  tetracycline resistance ribosomal protection p...  
907     0.0   
WP_044116373.1  tetracycline resistance ribosomal protection p...  
907     0.0   
WP_010726404.1  tetracycline resistance ribosomal protection p...  
907     0.0   
BAU68107.1  tetracycline resistance protein TetO [Streptococcu...  
906     0.0   
WP_052996649.1  tetracycline resistance ribosomal protection p...  
906     0.0   
ADL64463.1  tetracycline resistance protein TetM [Staphylococc...  
906     0.0   
WP_000691748.1  tetracycline resistance ribosomal protection p...  
906     0.0   
WP_065736057.1  tetracycline resistance ribosomal protection p...  
906     0.0   
WP_000691737.1  MULTISPECIES: tetracycline resistance ribosoma...  
906     0.0   
WP_047200574.1  tetracycline resistance ribosomal protection p...  
906     0.0   
ACZ73819.1  TetO [Clostridium butyricum]                           
905     0.0   
ADB66720.1  ribosomal protection protein [Streptococcus agalac...  
905     0.0   



WP_010724539.1  tetracycline resistance ribosomal protection p...  
905     0.0   
WP_094969908.1  tetracycline resistance ribosomal protection p...  
905     0.0   
WP_063284549.1  tetracycline resistance ribosomal protection p...  
905     0.0   
WP_053015161.1  tetracycline resistance ribosomal protection p...  
905     0.0   
WP_010706106.1  tetracycline resistance ribosomal protection p...  
905     0.0   
AIU85825.1  Tetracycline resistance protein TetM [Staphylococc...  
904     0.0   
WP_042857111.1  tetracycline resistance ribosomal protection p...  
904     0.0   
WP_107372276.1  tetracycline resistance ribosomal protection p...  
903     0.0   
WP_060544734.1  tetracycline resistance ribosomal protection p...  
903     0.0   
WP_103242225.1  TetM/TetW/TetO/TetS family tetracycline resist...  
903     0.0   
APO28030.1  ferrous iron transport protein B [uncultured bacte...  
903     0.0   
WP_053015717.1  tetracycline resistance ribosomal protection p...  
903     0.0   
WP_063856108.1  tetracycline resistance ribosomal protection p...  
903     0.0   
WP_000691738.1  tetracycline resistance ribosomal protection p...  
903     0.0   
WP_063856410.1  tetracycline resistance ribosomal protection p...  
903     0.0   
WP_073120086.1  tetracycline resistance ribosomal protection p...  
902     0.0   
SCT38110.1  tetracycline resistance protein TetM [Staphylococc...  
902     0.0   
ACZ73820.1  TetO [Clostridium butyricum]                           
902     0.0   
WP_016227219.1  TetM/TetW/TetO/TetS family tetracycline resist...  
902     0.0   
WP_086325430.1  tetracycline resistance ribosomal protection p...  
902     0.0   
WP_084099453.1  tetracycline resistance ribosomal protection p...  
902     0.0   
KXW28397.1  tetracycline resistance protein tetM [Streptococcu...  
901     0.0   
WP_079042646.1  TetM/TetW/TetO/TetS family tetracycline resist...  
900     0.0   
APO28881.1  Ferrous iron transport protein B [uncultured bacte...  
897     0.0   
ADO27721.1  tetracycline-resistance protein [Streptococcus suis]   
896     0.0   
APO30942.1  ferrous iron transport protein B [uncultured bacte...  
895     0.0   
WP_002405437.1  MULTISPECIES: tetracycline resistance ribosoma...  
895     0.0   



WP_000691722.1  tetracycline resistance ribosomal protection p...  
895     0.0   
WP_095803332.1  TetM/TetW/TetO/TetS family tetracycline resist...  
895     0.0   
APO29877.1  Ferrous iron transport protein B [uncultured bacte...  
895     0.0   
AMP54002.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
894     0.0   
EOL83668.1  tetracycline resistance protein tetS [Enterococcus...  
894     0.0   
WP_021401470.1  MULTISPECIES: tetracycline resistance ribosoma...  
894     0.0   
WP_080115046.1  TetM/TetW/TetO/TetS family tetracycline resist...  
894     0.0   
WP_101912895.1  tetracycline resistance ribosomal protection p...  
893     0.0   
WP_011997530.1  tetracycline resistance ribosomal protection p...  
893     0.0   
WP_063856411.1  tetracycline resistance ribosomal protection p...  
893     0.0   
WP_014262666.1  MULTISPECIES: tetracycline resistance ribosoma...  
892     0.0   
WP_005228367.1  TetM/TetW/TetO/TetS family tetracycline resist...  
892     0.0   
WP_011860841.1  MULTISPECIES: tetracycline resistance ribosoma...  
890     0.0   
AMP55630.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
890     0.0   
WP_050975574.1  tetracycline resistance ribosomal protection p...  
889     0.0   
WP_031255279.1  tetracycline resistance ribosomal protection p...  
889     0.0   
AAL27026.1  tetracycline resistance protein TetM [Staphylococc...  
887     0.0   
AAL27025.1  tetracycline resistance protein TetM [Staphylococc...  
884     0.0   
KWW83509.1  tetracycline resistance protein tetM [Enterococcus...  
882     0.0   
WP_065735440.1  tetracycline resistance ribosomal protection p...  
877     0.0   
AAO24820.1  TetM [Clostridioides difficile]                        
877     0.0   
APO28168.1  ferrous iron transport protein B [uncultured bacte...  
876     0.0   
AAO16478.1  putative tetracycline resistance protein [uncultur...  
871     0.0   
AAL27024.1  tetracycline resistance protein TetM [Staphylococc...  
870     0.0   
APO32506.1  ferrous iron transport protein B [uncultured bacte...  
863     0.0   
WP_078154654.1  tetracycline resistance ribosomal protection p...  
863     0.0   
WP_085826518.1  tetracycline resistance ribosomal protection p...  
860     0.0   



WP_044769927.1  TetM/TetW/TetO/TetS family tetracycline resist...  
859     0.0   
ASQ41002.1  TetO [Campylobacter coli]                              
858     0.0   
EPX10696.1  tetracycline resistance protein tetM [Streptococcu...  
856     0.0   
WP_080440411.1  tetracycline resistance ribosomal protection p...  
855     0.0   
SMJ13358.1  tetracycline resistance protein TetP [Enterococcus...  
853     0.0   
CIR68804.1  tetracycline resistance protein TetM [Streptococcu...  
849     0.0   
AIG19304.1  TetM [Escherichia coli]                                
849     0.0   
WP_081291434.1  elongation factor G [Bifidobacterium longum]       
848     0.0   
AIG19305.1  TetM [Escherichia coli]                                
847     0.0   
AMP50231.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
847     0.0   
CYU66281.1  tetracycline resistance protein tetM [Streptococcu...  
845     0.0   
WP_101527334.1  TetM/TetW/TetO/TetS family tetracycline resist...  
843     0.0   
OBV22681.1  putative tetracycline resistance protein TetM [Sta...  
843     0.0   
WP_070673567.1  TetM/TetW/TetO/TetS family tetracycline resist...  
841     0.0   
CAJ09686.1  tetracycline resistance protein [Lactococcus garvi...  
839     0.0   
CAJ09688.1  tetracycline resistance protein [Enterococcus faec...  
839     0.0   
CAJ09687.1  tetracycline resistance protein [Enterococcus durans]  
837     0.0   
AHN92781.1  elongation factor Tu GTP binding domain-containing...  
837     0.0   
AAO16479.1  putative tetracycline resistance protein [uncultur...  
834     0.0   
AMP57965.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
833     0.0   
AMP53019.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
829     0.0   
CAJ09689.1  tetracycline resistance protein [Enterococcus faec...  
826     0.0   
ACL29762.1  tetracycline resistance protein TetW [Bifidobacter...  
823     0.0   
SCP96838.1  translation elongation factor 2 (EF-2/EF-G) [Anaer...  
823     0.0   
APO33198.1  EF-G: translation elongation factor [uncultured ba...  
821     0.0   
WP_070604146.1  GTP-binding protein [Rothia sp. HMSC062H08]        
816     0.0   
CAJ09685.1  tetracycline resistance protein [Lactobacillus pla...  
816     0.0   



WP_050282912.1  TetM/TetW/TetO/TetS family tetracycline resist...  
814     0.0   
WP_081636729.1  TetM/TetW/TetO/TetS family tetracycline resist...  
811     0.0   
KOA53398.1  elongation factor G [Bifidobacterium breve MCC 0305]   
811     0.0   
AVE02224.1  TetM [Neisseria gonorrhoeae]                           
810     0.0   
AVE02236.1  TetM [Neisseria gonorrhoeae]                           
810     0.0   
AVE02243.1  TetM [Neisseria gonorrhoeae]                           
810     0.0   
AVE02230.1  TetM [Neisseria gonorrhoeae]                           
809     0.0   
AVE02216.1  TetM [Neisseria gonorrhoeae]                           
808     0.0   
AVE02221.1  TetM [Neisseria gonorrhoeae]                           
808     0.0   
ACI02031.1  tetracycline resistance protein [uncultured bacter...  
807     0.0   
AVE02231.1  TetM [Neisseria gonorrhoeae]                           
807     0.0   
AMJ37087.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
807     0.0   
AMP50915.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
806     0.0   
AVE02223.1  TetM [Neisseria gonorrhoeae]                           
805     0.0   
WP_087663472.1  TetM/TetW/TetO/TetS family tetracycline resist...  
805     0.0   
WP_070015747.1  TetM/TetW/TetO/TetS family tetracycline resist...  
805     0.0   
WP_086141897.1  hypothetical protein [Lactobacillus reuteri]       
805     0.0   
WP_102790109.1  TetM/TetW/TetO/TetS family tetracycline resist...  
803     0.0   
WP_070032070.1  TetM/TetW/TetO/TetS family tetracycline resist...  
800     0.0   
WP_070047116.1  TetM/TetW/TetO/TetS family tetracycline resist...  
799     0.0   
WP_069988658.1  TetM/TetW/TetO/TetS family tetracycline resist...  
796     0.0   
AMP57957.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
792     0.0   
WP_080610153.1  TetM/TetW/TetO/TetS family tetracycline resist...  
791     0.0   
EPD48595.1  tetracycline resistance protein tetO [Corynebacter...  
791     0.0   
WP_050209792.1  TetM/TetW/TetO/TetS family tetracycline resist...  
788     0.0   
CQH34122.1  tetracycline resistance protein TetM [Streptococcu...  
787     0.0   
WP_100618510.1  TetM/TetW/TetO/TetS family tetracycline resist...  
786     0.0   



CFP99304.1  tetracycline resistance protein TetM [Streptococcu...  
786     0.0   
WP_078127095.1  TetM/TetW/TetO/TetS family tetracycline resist...  
784     0.0   
WP_050269353.1  TetM/TetW/TetO/TetS family tetracycline resist...  
783     0.0   
CAR48432.1  tetracycline resistance protein Tet(M) [Enterococc...  
783     0.0   
CAR48433.1  tetracycline resistance protein Tet(M) [Enterococc...  
780     0.0   
EEG70485.1  GTP-binding domain protein [Bifidobacterium pseudo...  
779     0.0   
CJI69577.1  tetracycline resistance protein TetM [Streptococcu...  
778     0.0   
ABC61394.1  tetracycline resistance [uncultured organism]          
778     0.0   
ACY03204.1  tetracycline resistance protein [uncultured organism]  
777     0.0   
ACY03229.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03216.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03231.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03224.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03161.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03156.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03110.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03109.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03096.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03093.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03086.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03059.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03053.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03049.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03044.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ACY03024.1  tetracycline resistance protein [uncultured organism]  
776     0.0   
ABC61437.1  tetracycline resistance [uncultured organism]          
776     0.0   
ABC61396.1  tetracycline resistance [uncultured organism]          
776     0.0   



ACY03177.1  tetracycline resistance protein [uncultured organism]  
775     0.0   
ACY03167.1  tetracycline resistance protein [uncultured organism]  
775     0.0   
ACY03056.1  tetracycline resistance protein [uncultured organism]  
775     0.0   
ABC61443.1  tetracycline resistance [uncultured organism]          
775     0.0   
ABC61401.1  tetracycline resistance [uncultured organism]          
775     0.0   
ABC61400.1  tetracycline resistance [uncultured organism]          
775     0.0   
ABC61438.1  tetracycline resistance [uncultured organism]          
775     0.0   
ACY03198.1  tetracycline resistance protein [uncultured organism]  
775     0.0   
ACY03026.1  tetracycline resistance protein [uncultured organism]  
775     0.0   
ABC61393.1  tetracycline resistance [uncultured organism]          
775     0.0   
ABC61398.1  tetracycline resistance [uncultured organism]          
775     0.0   
ACY03265.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ACY03213.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ACY03112.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ACY03088.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ACY03039.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ACY03034.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
CAR48431.1  tetracycline resistance protein Tet(M) [Enterococc...  
774     0.0   
ABC61428.1  tetracycline resistance [uncultured organism]          
774     0.0   
ACY03272.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ACY03233.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ACY03202.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ACY03089.1  tetracycline resistance protein [uncultured organism]  
774     0.0   
ABC61432.1  tetracycline resistance [uncultured organism]          
774     0.0   
ABC61421.1  tetracycline resistance [uncultured organism]          
774     0.0   
ABC61452.1  tetracycline resistance [uncultured organism]          
774     0.0   
ACY03259.1  tetracycline resistance protein [uncultured organism]  
773     0.0   



ACY03242.1  tetracycline resistance protein [uncultured organism]  
773     0.0   
ACY03241.1  tetracycline resistance protein [uncultured organism]  
773     0.0   
ACY03218.1  tetracycline resistance protein [uncultured organism]  
773     0.0   
ACY03138.1  tetracycline resistance protein [uncultured organism]  
773     0.0   
ACY03122.1  tetracycline resistance protein [uncultured organism]  
773     0.0   
ACY03235.1  tetracycline resistance protein [uncultured organism]  
773     0.0   
ACY03152.1  tetracycline resistance protein [uncultured organism]  
773     0.0   
ACY03166.1  tetracycline resistance protein [uncultured organism]  
773     0.0   
ABC61446.1  tetracycline resistance [uncultured organism]          
773     0.0   
ACY03197.1  tetracycline resistance protein [uncultured organism]  
772     0.0   
ACY03188.1  tetracycline resistance protein [uncultured organism]  
772     0.0   
ACY03215.1  tetracycline resistance protein [uncultured organism]  
772     0.0   
ACY03148.1  tetracycline resistance protein [uncultured organism]  
772     0.0   
ACY03232.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ACY03169.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ACY03038.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ACY03033.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ABC61444.1  tetracycline resistance [uncultured organism]          
771     0.0   
ABC61464.1  tetracycline resistance [uncultured organism]          
771     0.0   
ACY03251.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ACY03244.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ACY03238.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ACY03228.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ACY03222.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ACY03046.1  tetracycline resistance protein [uncultured organism]  
771     0.0   
ABC61453.1  tetracycline resistance [uncultured organism]          
771     0.0   
ACY03264.1  tetracycline resistance protein [uncultured organism]  
771     0.0   



ABC61434.1  tetracycline resistance [uncultured organism]          
771     0.0   
AMP55651.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
770     0.0   
ACY03267.1  tetracycline resistance protein [uncultured organism]  
770     0.0   
ACY03128.1  tetracycline resistance protein [uncultured organism]  
770     0.0   
ACY03023.1  tetracycline resistance protein [uncultured organism]  
770     0.0   
ACY03203.1  tetracycline resistance protein [uncultured organism]  
769     0.0   
ACY03214.1  tetracycline resistance protein [uncultured organism]  
769     0.0   
ACY03035.1  tetracycline resistance protein [uncultured organism]  
769     0.0   
ACY03070.1  tetracycline resistance protein [uncultured organism]  
769     0.0   
ACY03041.1  tetracycline resistance protein [uncultured organism]  
769     0.0   
ACY03040.1  tetracycline resistance protein [uncultured organism]  
769     0.0   
ABC61439.1  tetracycline resistance [uncultured organism]          
769     0.0   
ACY03126.1  tetracycline resistance protein [uncultured organism]  
768     0.0   
ACY03067.1  tetracycline resistance protein [uncultured organism]  
768     0.0   
ABC61431.1  tetracycline resistance [uncultured organism]          
768     0.0   
ABC61442.1  tetracycline resistance [uncultured organism]          
768     0.0   
ABC61399.1  tetracycline resistance [uncultured organism]          
768     0.0   
ABC61430.1  tetracycline resistance [uncultured organism]          
768     0.0   
ACY03127.1  tetracycline resistance protein [uncultured organism]  
767     0.0   
ACY03083.1  tetracycline resistance protein [uncultured organism]  
767     0.0   
ABC61433.1  tetracycline resistance [uncultured organism]          
767     0.0   
ACY03226.1  tetracycline resistance protein [uncultured organism]  
766     0.0   
ACY03130.1  tetracycline resistance protein [uncultured organism]  
766     0.0   
ACY03117.1  tetracycline resistance protein [uncultured organism]  
766     0.0   
ACY03257.1  tetracycline resistance protein [uncultured organism]  
765     0.0   
ACY03190.1  tetracycline resistance protein [uncultured organism]  
765     0.0   
ACY03055.1  tetracycline resistance protein [uncultured organism]  
764     0.0   



ACY03240.1  tetracycline resistance protein [uncultured organism]  
764     0.0   
ACY03136.1  tetracycline resistance protein [uncultured organism]  
764     0.0   
ACY03123.1  tetracycline resistance protein [uncultured organism]  
764     0.0   
ACY03146.1  tetracycline resistance protein [uncultured organism]  
764     0.0   
ACY03078.1  tetracycline resistance protein [uncultured organism]  
764     0.0   
ACY03072.1  tetracycline resistance protein [uncultured organism]  
764     0.0   
ACY03029.1  tetracycline resistance protein [uncultured organism]  
764     0.0   
ACY03025.1  tetracycline resistance protein [uncultured organism]  
763     0.0   
APO32512.1  EF-G: translation elongation factor [uncultured ba...  
763     0.0   
ACY03042.1  tetracycline resistance protein [uncultured organism]  
763     0.0   
ABC61429.1  tetracycline resistance [uncultured organism]          
763     0.0   
AAO16480.1  putative tetracycline resistance protein [uncultur...  
763     0.0   
APO35565.1  EF-G: translation elongation factor [uncultured ba...  
763     0.0   
ACY03061.1  tetracycline resistance protein [uncultured organism]  
763     0.0   
ACY03223.1  tetracycline resistance protein [uncultured organism]  
762     0.0   
ABC61449.1  tetracycline resistance [uncultured organism]          
762     0.0   
ACY03178.1  tetracycline resistance protein [uncultured organism]  
762     0.0   
ACY03071.1  tetracycline resistance protein [uncultured organism]  
762     0.0   
ACY03069.1  tetracycline resistance protein [uncultured organism]  
762     0.0   
ACY03211.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
EMG24351.1  Tetracycline resistance protein tetS [Streptococcu...  
761     0.0   
ACY03150.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03103.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03084.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03079.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03062.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ABC61440.1  tetracycline resistance [uncultured organism]          
761     0.0   



ACY03186.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03181.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03160.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03140.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03124.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03101.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ACY03097.1  tetracycline resistance protein [uncultured organism]  
761     0.0   
ABC61460.1  tetracycline resistance [uncultured organism]          
761     0.0   
ABC61459.1  tetracycline resistance [uncultured organism]          
761     0.0   
ACY03270.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03217.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03205.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03196.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03173.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03147.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03105.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03091.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03065.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03063.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03037.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ABC61424.1  tetracycline resistance [uncultured organism]          
760     0.0   
AMP51880.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
760     0.0   
ACY03227.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03179.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03135.1  tetracycline resistance protein [uncultured organism]  
760     0.0   
ACY03154.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ABC61467.1  tetracycline resistance [uncultured organism]          
759     0.0   



ABC61376.1  tetracycline resistance [uncultured organism]          
759     0.0   
ACY03263.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ACY03254.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ACY03185.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ACY03098.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ABC61397.1  tetracycline resistance [uncultured organism]          
759     0.0   
WP_050273534.1  TetM/TetW/TetO/TetS family tetracycline resist...  
759     0.0   
ACY03266.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ACY03261.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ACY03250.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ACY03210.1  tetracycline resistance protein [uncultured organism]  
759     0.0   
ABC61450.1  tetracycline resistance [uncultured organism]          
759     0.0   
ABC61458.1  tetracycline resistance [uncultured organism]          
759     0.0   
ACY03195.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03174.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03171.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03151.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03120.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03047.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03028.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
CAR48430.1  tetracycline resistance protein Tet(M) [Enterococc...  
758     0.0   
ACY03208.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03159.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03104.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ABC61381.1  tetracycline resistance [uncultured organism]          
758     0.0   
ACY03077.1  tetracycline resistance protein [uncultured organism]  
758     0.0   
ACY03050.1  tetracycline resistance protein [uncultured organism]  
758     0.0   



ABC61383.1  tetracycline resistance [uncultured organism]          
758     0.0   
ABC61390.1  tetracycline resistance [uncultured organism]          
758     0.0   
AAP21776.1  putative ribosomal protection protein [uncultured ...  
758     0.0   
ACY03268.1  tetracycline resistance protein [uncultured organism]  
757     0.0   
ACY03107.1  tetracycline resistance protein [uncultured organism]  
757     0.0   
ACY03192.1  tetracycline resistance protein [uncultured organism]  
757     0.0   
ACY03144.1  tetracycline resistance protein [uncultured organism]  
757     0.0   
ACY03057.1  tetracycline resistance protein [uncultured organism]  
757     0.0   
ABC61388.1  tetracycline resistance [uncultured organism]          
757     0.0   
ACY03225.1  tetracycline resistance protein [uncultured organism]  
756     0.0   
ACY03043.1  tetracycline resistance protein [uncultured organism]  
756     0.0   
ACY03219.1  tetracycline resistance protein [uncultured organism]  
756     0.0   
ABC61426.1  tetracycline resistance [uncultured organism]          
756     0.0   
ABC61375.1  tetracycline resistance [uncultured organism]          
756     0.0   
ABC61391.1  tetracycline resistance [uncultured organism]          
756     0.0   
ACY03194.1  tetracycline resistance protein [uncultured organism]  
755     0.0   
ACY03051.1  tetracycline resistance protein [uncultured organism]  
755     0.0   
ACY03247.1  tetracycline resistance protein [uncultured organism]  
754     0.0   
ABC61384.1  tetracycline resistance [uncultured organism]          
754     0.0   
ABC61448.1  tetracycline resistance [uncultured organism]          
754     0.0   
ACY03189.1  tetracycline resistance protein [uncultured organism]  
754     0.0   
ACY03153.1  tetracycline resistance protein [uncultured organism]  
754     0.0   
ABC61386.1  tetracycline resistance [uncultured organism]          
754     0.0   
ACY03256.1  tetracycline resistance protein [uncultured organism]  
754     0.0   
ACY03249.1  tetracycline resistance protein [uncultured organism]  
753     0.0   
ACY03191.1  tetracycline resistance protein [uncultured organism]  
753     0.0   
ACY03074.1  tetracycline resistance protein [uncultured organism]  
753     0.0   



ACY03132.1  tetracycline resistance protein [uncultured organism]  
752     0.0   
ABC61441.1  tetracycline resistance [uncultured organism]          
751     0.0   
ABC61413.1  tetracycline resistance [uncultured organism]          
751     0.0   
ACY03113.1  tetracycline resistance protein [uncultured organism]  
751     0.0   
ACY03187.1  tetracycline resistance protein [uncultured organism]  
750     0.0   
AHF25349.1  tetracycline resistance [uncultured bacterium Cont...  
750     0.0   
ACY03157.1  tetracycline resistance protein [uncultured organism]  
749     0.0   
ABC61463.1  tetracycline resistance [uncultured organism]          
748     0.0   
OQM49056.1  tetracycline resistance protein tetM [Bifidobacter...  
748     0.0   
ACY03022.1  tetracycline resistance protein [uncultured organism]  
748     0.0   
ACY03073.1  tetracycline resistance protein [uncultured organism]  
747     0.0   
ABC61445.1  tetracycline resistance [uncultured organism]          
747     0.0   
WP_095296275.1  tetracycline resistance ribosomal protection p...  
744     0.0   
ACY03182.1  tetracycline resistance protein [uncultured organism]  
744     0.0   
WP_085811604.1  GTP-binding protein [Enterococcus faecium]         
743     0.0   
ACY03184.1  tetracycline resistance protein [uncultured organism]  
743     0.0   
ACY03082.1  tetracycline resistance protein [uncultured organism]  
741     0.0   
ABC61427.1  tetracycline resistance [uncultured organism]          
741     0.0   
ACY03058.1  tetracycline resistance protein [uncultured organism]  
740     0.0   
WP_085842501.1  GTP-binding protein [Enterococcus faecium]         
739     0.0   
ABC61409.1  tetracycline resistance [uncultured organism]          
739     0.0   
WP_085852053.1  GTP-binding protein [Enterococcus faecium]         
738     0.0   
ACY03066.1  tetracycline resistance protein [uncultured organism]  
738     0.0   
ACY03064.1  tetracycline resistance protein [uncultured organism]  
738     0.0   
ACY03142.1  tetracycline resistance protein [uncultured organism]  
738     0.0   
ACY03175.1  tetracycline resistance protein [uncultured organism]  
738     0.0   
ACY03121.1  tetracycline resistance protein [uncultured organism]  
738     0.0   



ABC61416.1  tetracycline resistance [uncultured organism]          
737     0.0   
ABC61425.1  tetracycline resistance [uncultured organism]          
737     0.0   
ABC61462.1  tetracycline resistance [uncultured organism]          
737     0.0   
OUK46079.1  tetracycline resistance ribosomal protection prote...  
737     0.0   
WP_085815752.1  GTP-binding protein [Enterococcus faecium]         
737     0.0   
ACY03271.1  tetracycline resistance protein [uncultured organism]  
737     0.0   
ABC61402.1  tetracycline resistance [uncultured organism]          
736     0.0   
ACY03221.1  tetracycline resistance protein [uncultured organism]  
736     0.0   
ACY03170.1  tetracycline resistance protein [uncultured organism]  
736     0.0   
ABC61412.1  tetracycline resistance [uncultured organism]          
736     0.0   
APO27858.1  ferrous iron transport protein B [uncultured bacte...  
735     0.0   
ACY03116.1  tetracycline resistance protein [uncultured organism]  
735     0.0   
ABC61415.1  tetracycline resistance [uncultured organism]          
735     0.0   
WP_050273543.1  GTP-binding protein [Streptococcus pneumoniae]     
734     0.0   
ABC61414.1  tetracycline resistance [uncultured organism]          
734     0.0   
ABC61420.1  tetracycline resistance [uncultured organism]          
734     0.0   
ABC61410.1  tetracycline resistance [uncultured organism]          
733     0.0   
ABC61407.1  tetracycline resistance [uncultured organism]          
733     0.0   
ABC61408.1  tetracycline resistance [uncultured organism]          
732     0.0   
ACY03085.1  tetracycline resistance protein [uncultured organism]  
732     0.0   
ABC61417.1  tetracycline resistance [uncultured organism]          
732     0.0   
ABC61423.1  tetracycline resistance [uncultured organism]          
731     0.0   
ABC61457.1  tetracycline resistance [uncultured organism]          
731     0.0   
WP_105166162.1  GTP-binding protein [Escherichia coli]             
731     0.0   
AMJ37904.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
731     0.0   
ACY03237.1  tetracycline resistance protein [uncultured organism]  
730     0.0   
ACY03115.1  tetracycline resistance protein [uncultured organism]  
729     0.0   



ACY03076.1  tetracycline resistance protein [uncultured organism]  
729     0.0   
ABC61455.1  tetracycline resistance [uncultured organism]          
729     0.0   
APO34029.1  ferrous iron transport protein B [uncultured bacte...  
729     0.0   
ABC61422.1  tetracycline resistance [uncultured organism]          
728     0.0   
ACY03027.1  tetracycline resistance protein [uncultured organism]  
727     0.0   
ACY03131.1  tetracycline resistance protein [uncultured organism]  
726     0.0   
ACY03045.1  tetracycline resistance protein [uncultured organism]  
726     0.0   
ACY03172.1  tetracycline resistance protein [uncultured organism]  
725     0.0   
EFT49119.1  GTP-binding domain protein [Enterococcus faecalis ...  
724     0.0   
WP_025187974.1  TetM/TetW/TetO/TetS family tetracycline resist...  
724     0.0   
ACY03137.1  tetracycline resistance protein [uncultured organism]  
724     0.0   
WP_061099911.1  GTP-binding protein [Enterococcus faecium]         
723     0.0   
ACY03134.1  tetracycline resistance protein [uncultured organism]  
721     0.0   
ABC61461.1  tetracycline resistance [uncultured organism]          
717     0.0   
AMP53599.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
717     0.0   
AMJ32412.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
717     0.0   
ACY03258.1  tetracycline resistance protein [uncultured organism]  
717     0.0   
ACY03200.1  tetracycline resistance protein [uncultured organism]  
716     0.0   
ACY03180.1  tetracycline resistance protein [uncultured organism]  
715     0.0   
AMJ33417.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
714     0.0   
ACY03036.1  tetracycline resistance protein [uncultured organism]  
713     0.0   
ACD97480.1  truncated tetracycline resistance protein [Bifidob...  
711     0.0   
WP_060786374.1  tetracycline resistance protein tetM [Campylob...  
708     0.0   
OUZ18231.1  tetracycline resistance protein TetM transposon [E...  
707     0.0   
AKS25200.1  TetM [Ureaplasma parvum]                               
705     0.0   
AAR22500.1  tetracycline resistance protein [Lactobacillus sakei]  
701     0.0   
ACY03165.1  tetracycline resistance protein [uncultured organism]  
699     0.0   



ABC61465.1  tetracycline resistance [uncultured organism]          
698     0.0   
WP_050305670.1  GTP-binding protein [Streptococcus agalactiae]     
693     0.0   
WP_105223001.1  GTP-binding protein [Enterococcus faecium]         
690     0.0   
CCH26394.1  tetracycline-resistance protein [Streptococcus pyo...  
689     0.0   
WP_104760463.1  GTP-binding protein [Enterococcus faecium]         
688     0.0   
ACY03168.1  tetracycline resistance protein [uncultured organism]  
687     0.0   
WP_104771991.1  GTP-binding protein [Enterococcus faecium]         
686     0.0   
EEA80120.1  elongation factor Tu domain 2 [Tyzzerella nexilis ...  
686     0.0   
WP_072419560.1  tetracycline resistance protein [Ruminococcus ...  
683     0.0   
APO26792.1  ferrous iron transport protein B [uncultured bacte...  
682     0.0   
WP_057557796.1  GTP-binding protein [Streptococcus pneumoniae]     
679     0.0   
WP_100042644.1  tetracycline resistance ribosomal protection p...  
674     0.0   
WP_086142194.1  elongation factor G [Lactobacillus reuteri]        
672     0.0   
APO28025.1  ferrous iron transport protein B [uncultured bacte...  
672     0.0   
CUO81801.1  Tetracycline resistance protein tetM from transpos...  
671     0.0   
WP_050696799.1  tetracycline resistance ribosomal protection p...  
671     0.0   
WP_025234518.1  TetM/TetW/TetO/TetS family tetracycline resist...  
671     0.0   
ACY03030.1  tetracycline resistance protein [uncultured organism]  
669     0.0   
WP_092244206.1  tetracycline resistance ribosomal protection p...  
669     0.0   
WP_002323361.1  TetM/TetW/TetO/TetS family tetracycline resist...  
669     0.0   
CAJ57437.1  tetracycline resistance protein [Bifidobacterium p...  
669     0.0   
EFY04904.1  GTP-binding domain protein [Phascolarctobacterium ...  
665     0.0   
KZK31390.1  tetracycline resistance protein tetM [Enterococcus...  
664     0.0   
APO31176.1  EF-G: translation elongation factor [uncultured ba...  
662     0.0   
SCG90217.1  Tetracycline resistance protein tetM from transpos...  
662     0.0   
AMP47123.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
661     0.0   
CAJ57440.1  tetracycline resistance protein [Bifidobacterium a...  
661     0.0   



AMP55463.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
660     0.0   
CAJ57439.1  tetracycline resistance protein [Bifidobacterium a...  
660     0.0   
CAJ57441.1  tetracycline resistance protein [Bifidobacterium a...  
659     0.0   
ACT97609.1  TetW [uncultured organism]                             
658     0.0   
WP_026891211.1  TetM/TetW/TetO/TetS family tetracycline resist...  
657     0.0   
AMP54011.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
654     0.0   
WP_085910368.1  elongation factor G [Enterococcus faecium]         
653     0.0   
WP_100303572.1  tetracycline resistance ribosomal protection p...  
653     0.0   
WP_081140374.1  GTP-binding protein [Enterococcus faecium]         
652     0.0   
WP_084913399.1  elongation factor G [Streptococcus salivarius]     
652     0.0   
WP_044755690.1  TetM/TetW/TetO/TetS family tetracycline resist...  
652     0.0   
WP_013273781.1  TetM/TetW/TetO/TetS family tetracycline resist...  
650     0.0   
AAN84500.1  tetracycline resistance protein [Lactobacillus sak...  
650     0.0   
AIW80491.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
649     0.0   
AAN84489.1  tetracycline resistance protein [Lactobacillus ali...  
648     0.0   
CKE26186.1  tetracycline resistance protein TetM [Streptococcu...  
648     0.0   
AAN84498.1  tetracycline resistance protein [Lactobacillus pla...  
647     0.0   
AAN84481.1  tetracycline resistance protein [Lactobacillus sak...  
646     0.0   
AAN84484.1  tetracycline resistance protein [Lactobacillus cur...  
646     0.0   
CAG28845.1  tetracycline resistance protein tetM [Listeria mon...  
646     0.0   
AAN84492.1  tetracycline resistance protein [Lactobacillus pla...  
646     0.0   
AAN84486.1  tetracycline resistance protein [Lactobacillus sak...  
645     0.0   
AAN84482.1  tetracycline resistance protein [Lactobacillus sak...  
645     0.0   
AAN84478.1  tetracycline resistance protein [Lactobacillus pla...  
644     0.0   
AAN84496.1  tetracycline resistance protein [Lactobacillus sak...  
644     0.0   
CAG28846.1  tetracycline resistance protein tetM [Listeria inn...  
644     0.0   
WP_049099061.1  GTP-binding protein [Enterococcus faecalis]        
644     0.0   



EGG59021.1  elongation factor Tu domain 2 [Enterococcus faecal...  
644     0.0   
CAE51931.1  tetracycline resistance protein TetM [Enterococcus...  
644     0.0   
AAN84501.1  tetracycline resistance protein [Lactobacillus pla...  
644     0.0   
AAN84493.1  tetracycline resistance protein [Lactobacillus pla...  
644     0.0   
CAE51932.1  tetracycline resistance protein TetM [Enterococcus...  
643     0.0   
CAE51930.1  tetracycline resistance protein TetM [Enterococcus...  
643     0.0   
WP_080466125.1  elongation factor G [Enterococcus faecium]         
642     0.0   
APO27239.1  ferrous iron transport protein B [uncultured bacte...  
642     0.0   
AAN84480.1  tetracycline resistance protein [Lactobacillus cur...  
642     0.0   
AAN84485.1  tetracycline resistance protein [Lactobacillus sak...  
642     0.0   
ANC47981.1  TetW [Haemophilus parainfluenzae]                      
641     0.0   
AAN84491.1  tetracycline resistance protein [Lactobacillus ali...  
641     0.0   
AAN84488.1  tetracycline resistance protein [Lactobacillus sak...  
641     0.0   
AAN84479.1  tetracycline resistance protein [Lactobacillus sak...  
641     0.0   
ACY03114.1  tetracycline resistance protein [uncultured organism]  
640     0.0   
AAN84497.1  tetracycline resistance protein [Lactobacillus pla...  
640     0.0   
WP_085851141.1  elongation factor G [Enterococcus faecium]         
639     0.0   
AAN84483.1  tetracycline resistance protein [Lactobacillus sak...  
639     0.0   
AAN84487.1  tetracycline resistance protein [Lactobacillus sak...  
639     0.0   
AAN84494.1  tetracycline resistance protein [Lactobacillus pla...  
638     0.0   
WP_100626586.1  tetracycline resistance ribosomal protection p...  
637     0.0   
CAG28847.1  tetracycline resistance protein tetM [Listeria mon...  
637     0.0   
AMJ37115.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
637     0.0   
AAN84499.1  tetracycline resistance protein [Lactobacillus cur...  
637     0.0   
AMP48008.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
636     0.0   
WP_074400133.1  elongation factor G [Enterococcus faecium]         
635     0.0   
WP_065429291.1  TetM/TetW/TetO/TetS family tetracycline resist...  
635     0.0   



AMP55037.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
635     0.0   
WP_085837565.1  tetracycline resistance ribosomal protection p...  
634     0.0   
ABP01799.1  TetW [Bifidobacterium longum]                          
632     0.0   
WP_085812146.1  GTP-binding protein [Enterococcus faecium]         
630     0.0   
WP_024411341.1  TetM/TetW/TetO/TetS family tetracycline resist...  
630     0.0   
KWW59413.1  tetracycline resistance protein tetM [Enterococcus...  
629     0.0   
KWW87505.1  tetracycline resistance protein tetM [Enterococcus...  
628     0.0   
EFY05111.1  elongation factor G domain protein [Phascolarctoba...  
627     0.0   
WP_050306474.1  tetracycline resistance protein tetM [Streptoc...  
627     0.0   
WP_040565034.1  tetracycline resistance protein tetM [Phascola...  
627     0.0   
WP_057030721.1  tetracycline resistance protein tetM [Campylob...  
626     0.0   
WP_002347658.1  tetracycline resistance protein tetM transposo...  
625     0.0   
WP_101706231.1  elongation factor G [Enterococcus faecium]         
625     0.0   
KWX94480.1  tetracycline resistance protein tetM [Enterococcus...  
625     0.0   
APO35061.1  EF-G: translation elongation factor [uncultured ba...  
624     0.0   
AUT06869.1  Tetracycline resistance protein TetS [Streptococcu...  
624     0.0   
ELB79897.1  tetracycline resistance protein tetM transposon [E...  
624     0.0   
WP_086322141.1  elongation factor G [Enterococcus faecium]         
623     0.0   
WP_080440977.1  elongation factor G [Enterococcus faecium]         
623     0.0   
WP_080440513.1  elongation factor G [Enterococcus faecium]         
623     0.0   
WP_080032870.1  elongation factor G [Enterococcus faecium]         
623     0.0   
WP_033644845.1  TetM/TetW/TetO/TetS family tetracycline resist...  
623     0.0   
WP_057034403.1  tetracycline resistance protein tetM [Campylob...  
622     0.0   
BAG12531.1  tetracycline resistance protein [Streptococcus pne...  
621     0.0   
WP_060806737.1  tetracycline resistance protein tetM [Enteroco...  
621     0.0   
KLO68607.1  tetracycline resistance protein tetM [Enterococcus...  
621     0.0   
BAG12549.1  tetracycline resistance protein [Streptococcus pne...  
620     0.0   



CAJ57438.1  tetracycline resistance protein, partial [Bifidoba...  
620     0.0   
DAB15977.1  TPA: tetracycline resistance ribosomal protection ...  
620     0.0   
WP_060776014.1  tetracycline resistance protein tetM [Enteroco...  
619     0.0   
CNE17273.1  tetracycline resistance protein TetM [Streptococcu...  
619     0.0   
CTO47219.1  putative conjugative element protein [Streptococcu...  
618     0.0   
CVK50895.1  tetracycline resistance protein TetM [Streptococcu...  
616     0.0   
WP_047341729.1  tetracycline resistance protein tetM [Enteroco...  
614     0.0   
APO35070.1  Elongation factor G, domain IV [uncultured bacterium]  
614     0.0   
AMP49329.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
613     0.0   
ACT97608.1  TetW [uncultured organism]                             
613     0.0   
KFI81886.1  TetW [Bifidobacterium pullorum]                        
611     0.0   
APO32484.1  EF-G: translation elongation factor [uncultured ba...  
610     0.0   
EWH39648.1  tetracycline resistance protein tetW [Bifidobacter...  
610     0.0   
AMP50714.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
607     0.0   
APO35111.1  Elongation factor G, domain IV [uncultured bacterium]  
602     0.0   
ASQ41001.1  TetO [Campylobacter coli]                              
602     0.0   
SFW54395.1  Elongation Factor G, domain II [Ruminococcus sp. Y...  
602     0.0   
WP_060793231.1  GTP-binding protein [Campylobacter coli]           
600     0.0   
WP_060787652.1  GTP-binding protein [Campylobacter coli]           
598     0.0   
AIF29591.1  truncated tetracycline resistance protein [Campylo...  
598     0.0   
WP_024413125.1  TetM/TetW/TetO/TetS family tetracycline resist...  
598     0.0   
APO28026.1  Elongation factor G, domain IV [uncultured bacterium]  
598     0.0   
AFJ97266.1  truncated tetracycline resistant protein [Campylob...  
597     0.0   
AGN49056.1  truncated tetracycline resistance protein [Campylo...  
597     0.0   
AIF29618.1  truncated tetracycline resistance protein [Campylo...  
597     0.0   
AMP50518.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
596     0.0   
WP_069285002.1  GTP-binding protein [Campylobacter jejuni]         
593     0.0   



ABW36895.1  TetW [Bifidobacterium adolescentis]                    
593     0.0   
WP_007391378.1  TetM/TetW/TetO/TetS family tetracycline resist...  
591     0.0   
AIF29604.1  truncated tetracycline resistance protein [Campylo...  
590     0.0   
WP_070059241.1  tetracycline resistance ribosomal protection p...  
587     0.0   
WP_070014217.1  tetracycline resistance ribosomal protection p...  
587     0.0   
AAO16469.1  putative tetracycline resistance protein [uncultur...  
586     0.0   
CNA02064.1  tetracycline resistance protein TetM [Streptococcu...  
585     0.0   
AAP21775.1  putative ribosomal protection protein [uncultured ...  
585     0.0   
AAO16470.1  putative tetracycline resistance protein [uncultur...  
584     0.0   
AAO16471.1  putative tetracycline resistance protein [uncultur...  
583     0.0   
BAC99974.1  ribosomal protection protein Tet(M) [Vibrio sp. KR...  
580     0.0   
BAC99972.1  ribosomal protection protein Tet(M) [Gram-positive...  
579     0.0   
WP_055170010.1  GTP-binding protein [[Ruminococcus] gnavus]        
579     0.0   
BAC99975.1  ribosomal protection protein Tet(M) [Lactococcus g...  
577     0.0   
AAO16472.1  putative tetracycline resistance protein [uncultur...  
577     0.0   
BAC99973.1  ribosomal protection protein Tet(M) [Photobacteriu...  
577     0.0   
WP_057037234.1  tetracycline resistance protein tetM [Campylob...  
576     0.0   
AMP50909.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
573     0.0   
WP_080440083.1  elongation factor G [Enterococcus faecium]         
573     0.0   
AMP51376.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
573     0.0   
APR29429.1  elongation factor G [Pediococcus acidilactici]         
571     0.0   
BAC99976.1  ribosomal protection protein Tet(M) [Lactococcus g...  
569     0.0   
WP_080961993.1  elongation factor G [Enterococcus cecorum]         
568     0.0   
EVK37104.1  tetracycline resistance protein tetM transposon Tn...  
568     0.0   
KFI81887.1  tetracycline resistance protein TetW [Bifidobacter...  
567     0.0   
WP_085839204.1  elongation factor G [Enterococcus faecium]         
566     0.0   
WP_074399838.1  elongation factor G [Enterococcus faecium]         
563     0.0   



WP_087704884.1  GTP-binding protein [Campylobacter jejuni]         
560     0.0   
WP_094850703.1  GTP-binding protein [Enterococcus faecium]         
558     0.0   
WP_098381401.1  elongation factor G [Enterococcus faecium]         
556     0.0   
GAK48687.1  putative tetracycline resistance protein tetM [Lac...  
555     0.0   
WP_087121934.1  elongation factor G [Enterococcus faecium]         
554     0.0   
WP_010731388.1  tetracycline resistance protein tetM [Enteroco...  
553     0.0   
WP_013668947.1  tetracycline resistance ribosomal protection p...  
553     0.0   
WP_063856413.1  tetracycline resistance ribosomal protection p...  
552     0.0   
AFC62153.1  translation elongation factor G [Enterococcus faec...  
552     0.0   
WP_077149101.1  MULTISPECIES: elongation factor G [Bacilli]        
552     0.0   
EJX67401.1  elongation factor Tu domain 2 [Enterococcus faeciu...  
551     0.0   
WP_095257136.1  tetracycline resistance ribosomal protection p...  
551     0.0   
WP_045078625.1  tetracycline resistance ribosomal protection p...  
550     0.0   
WP_010730930.1  tetracycline resistance protein tetM [Enteroco...  
550     0.0   
WP_095283056.1  tetracycline resistance ribosomal protection p...  
550     0.0   
WP_025642386.1  MULTISPECIES: tetracycline resistance ribosoma...  
550     0.0   
WP_054252248.1  tetracycline resistance ribosomal protection p...  
550     0.0   
WP_063856412.1  tetracycline resistance ribosomal protection p...  
550     0.0   
ANZ79471.1  tetracycline resistance protein TetQ [Helcococcus ...  
549     0.0   
SOD12959.1  small GTP-binding protein domain-containing protei...  
548     0.0   
AMP53212.1  elongation factor Tu GTP binding domain protein [u...  
548     0.0   
WP_095236811.1  tetracycline resistance ribosomal protection p...  
547     0.0   
AMP50920.1  elongation factor Tu GTP binding domain protein [u...  
547     0.0   
WP_039256333.1  tetracycline resistance ribosomal protection p...  
547     0.0   
WP_100630146.1  GTP-binding protein [Campylobacter jejuni]         
547     0.0   
WP_095335272.1  tetracycline resistance ribosomal protection p...  
546     0.0   
WP_075660133.1  tetracycline resistance ribosomal protection p...  
546     0.0   



WP_095307524.1  tetracycline resistance ribosomal protection p...  
546     0.0   
WP_095286326.1  tetracycline resistance ribosomal protection p...  
546     0.0   
WP_095341175.1  tetracycline resistance ribosomal protection p...  
545     0.0   
PAH56484.1  tetracycline resistance protein tetQ [Staphylococc...  
545     0.0   
WP_095258580.1  tetracycline resistance ribosomal protection p...  
545     0.0   
WP_018579533.1  tetracycline resistance ribosomal protection p...  
545     0.0   
WP_009247736.1  hypothetical protein [Lachnospiraceae bacteriu...  
545     0.0   
WP_095279100.1  tetracycline resistance ribosomal protection p...  
544     0.0   
WP_095239735.1  tetracycline resistance ribosomal protection p...  
544     0.0   
APO34030.1  Elongation factor G, domain IV [uncultured bacterium]  
544     0.0   
WP_095257003.1  tetracycline resistance ribosomal protection p...  
543     0.0   
WP_095243793.1  tetracycline resistance ribosomal protection p...  
543     0.0   
WP_095339879.1  tetracycline resistance ribosomal protection p...  
543     0.0   
WP_095259616.1  tetracycline resistance ribosomal protection p...  
543     0.0   
WP_095251357.1  tetracycline resistance ribosomal protection p...  
543     0.0   
WP_095337211.1  tetracycline resistance ribosomal protection p...  
542     0.0   
WP_095339683.1  tetracycline resistance ribosomal protection p...  
542     0.0   
WP_095337399.1  tetracycline resistance ribosomal protection p...  
541     0.0   
WP_095280129.1  tetracycline resistance ribosomal protection p...  
541     0.0   
WP_095341257.1  tetracycline resistance ribosomal protection p...  
540     0.0   
EFW05334.1  Tet(32) protein [Coprobacillus sp. 29_1]               
540     0.0   
EGN48717.1  hypothetical protein HMPREF0990_00618 [Lachnospira...  
538     0.0   
KQI48375.1  tetracycline resistance protein tetM [Campylobacte...  
536     0.0   
KQI04765.1  tetracycline resistance protein tetM [Campylobacte...  
536     0.0   
KQI56696.1  tetracycline resistance protein tetM [Campylobacte...  
535     0.0   
APO31155.1  Elongation factor G, domain IV [uncultured bacterium]  
532     0.0   
CMY16834.1  tetracycline resistance protein TetM [Streptococcu...  
531     0.0   



WP_080440770.1  elongation factor G [Enterococcus faecium]         
530     0.0   
EQC82011.1  hypothetical protein HSIEG1_3466 [Enterococcus sp....  
530     0.0   
AFC92984.1  tetracycline resistance protein TetM [Streptococcu...  
530     0.0   
WP_084744561.1  elongation factor G [Dielma fastidiosa]            
530     0.0   
WP_001827031.1  TetM/TetW/TetO/TetS family tetracycline resist...  
530     0.0   
WP_001842401.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
530     0.0   
EFO68117.1  elongation factor G domain protein [Lactobacillus ...  
530     0.0   
WP_087449168.1  elongation factor G [Lactobacillus salivarius]     
529     0.0   
EFQ49657.1  elongation factor G domain protein [Lactobacillus ...  
529     0.0   
WP_001818474.1  TetM/TetW/TetO/TetS family tetracycline resist...  
529     0.0   
WP_000288739.1  TetM/TetW/TetO/TetS family tetracycline resist...  
528     0.0   
WP_005592190.1  TetM/TetW/TetO/TetS family tetracycline resist...  
528     0.0   
EFO69476.1  elongation factor G domain protein [Lactobacillus ...  
528     0.0   
EZM54652.1  tetracycline resistance protein tetM [Streptococcu...  
527     0.0   
WP_001826584.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
526     0.0   
WP_088745803.1  elongation factor G [Enterococcus hirae]           
524     1e-180
EGL86972.1  elongation factor G, domain IV [Streptococcus oral...  
524     1e-180
WP_095306029.1  tetracycline resistance ribosomal protection p...  
536     2e-180
WP_078846499.1  elongation factor G [Streptococcus pneumoniae]     
524     2e-180
WP_088775667.1  elongation factor G [Enterococcus hirae]           
523     2e-180
PAF98180.1  tetracycline resistance protein tetQ [Staphylococc...  
535     3e-180
ALQ80975.1  truncated tetracycline resistance protein TetO [Ca...  
523     5e-180
WP_095338440.1  tetracycline resistance ribosomal protection p...  
534     6e-180
AMP50106.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
523     2e-179
WP_095303420.1  tetracycline resistance ribosomal protection p...  
532     4e-179
AMP52936.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
525     4e-179
WP_095337545.1  tetracycline resistance ribosomal protection p...  
531     8e-179



WP_082425725.1  GTP-binding protein [[Eubacterium] hallii]         
521     1e-178
AMP55021.1  elongation factor G, domain IV [uncultured bacterium]  
518     8e-178
WP_095314941.1  tetracycline resistance ribosomal protection p...  
528     9e-178
WP_001817446.1  MULTISPECIES: TetM/TetW/TetO/TetS family tetra...  
516     1e-177
WP_080441669.1  elongation factor G [Enterococcus faecium]         
516     2e-177
EJG80815.1  elongation factor G family protein [Streptococcus ...  
516     2e-177
EHT67641.1  elongation factor G family protein [Staphylococcus...  
514     1e-176
WP_095242221.1  tetracycline resistance ribosomal protection p...  
525     2e-176
KQI39558.1  tetracycline resistance protein tetM [Campylobacte...  
512     5e-176
WP_104885109.1  elongation factor G [Enterococcus faecalis]        
511     1e-175
WP_095276488.1  tetracycline resistance ribosomal protection p...  
523     1e-175
KQI16481.1  tetracycline resistance protein tetM [Campylobacte...  
510     2e-175
APO35579.1  ferrous iron transport protein B [uncultured bacte...  
512     3e-175
CRH79370.1  Protein translation elongation factor G (EF-G) [Ch...  
509     5e-175
WP_095231744.1  tetracycline resistance ribosomal protection p...  
521     6e-175
AMP47006.1  TetM-TetW-TetO-TetS [uncultured bacterium]             
508     7e-175
CMZ52844.1  tetracycline resistance protein TetM [Streptococcu...  
506     5e-174
ABN50376.1  TetW [Bifidobacterium longum subsp. longum]            
503     6e-174
WP_095157387.1  elongation factor G [Escherichia coli]             
505     1e-173
AMP52945.1  elongation factor Tu GTP binding domain protein [u...  
508     1e-173
WP_095239837.1  tetracycline resistance ribosomal protection p...  
517     3e-173
SMH82925.1  tetracycline resistance protein TetP [Enterococcus...  
508     3e-173
WP_095248115.1  tetracycline resistance ribosomal protection p...  
516     7e-173
WP_095315064.1  tetracycline resistance ribosomal protection p...  
516     7e-173
WP_018109503.1  tetracycline resistance ribosomal protection p...  
516     7e-173
WP_088656287.1  tetracycline resistance ribosomal protection p...  
515     1e-172
CJG39265.1  tetracycline resistance protein TetM [Streptococcu...  
503     1e-172



ABN50371.1  TetW [Bifidobacterium bifidum]                         
500     1e-172
ABN50372.1  TetW [Bifidobacterium bifidum]                         
499     2e-172
WP_006744283.1  tetracycline resistance ribosomal protection p...  
514     3e-172
ABN50378.1  TetW [Bifidobacterium animalis subsp. lactis]          
499     4e-172
WP_086980648.1  MULTISPECIES: tetracycline resistance ribosoma...  
513     6e-172
WP_095237498.1  tetracycline resistance ribosomal protection p...  
510     1e-171
ABN50373.1  TetW [Bifidobacterium bifidum]                         
497     1e-171
SDA33454.1  small GTP-binding protein domain-containing protei...  
497     2e-171
ABN50370.1  TetW [Bifidobacterium longum subsp. longum]            
496     4e-171
CJD86533.1  tetracycline resistance protein TetM [Streptococcu...  
498     7e-171
WP_095316442.1  tetracycline resistance ribosomal protection p...  
508     6e-170
CJE23849.1  tetracycline resistance protein TetM [Streptococcu...  
497     3e-169
WP_095235796.1  tetracycline resistance ribosomal protection p...  
506     6e-169
EWH39649.1  tetracycline resistance protein tetW [Bifidobacter...  
490     1e-168
PAJ44070.1  tetracycline resistance protein tetQ [Staphylococc...  
505     2e-168
CMV04022.1  tetracycline resistance protein TetM [Streptococcu...  
494     6e-168
ACI02008.1  tetracycline resistance protein [uncultured bacter...  
487     7e-168
EFO70334.1  elongation factor G domain protein [Lactobacillus ...  
490     1e-167
APO31201.1  Elongation factor G, domain IV [uncultured bacterium]  
490     1e-167
EHZ99044.1  elongation factor G, domain IV family protein [Str...  
489     1e-167
ACD97481.1  truncated tetracycline resistance protein [Bifidob...  
488     2e-167
WP_001825260.1  elongation factor G [Streptococcus pneumoniae]     
489     2e-167
AHF25350.1  ribosomal protection tetracycline resistance prote...  
485     9e-167
AMJ37888.1  elongation factor G, domain IV [uncultured bacterium]  
487     1e-166
KQI20590.1  tetracycline resistance protein tetM [Campylobacte...  
487     2e-165
WP_100356330.1  tetracycline resistance ribosomal protection p...  
494     2e-164
ABN50377.1  TetW [Bifidobacterium animalis subsp. lactis]          
478     6e-164



WP_005799729.1  tetracycline resistance ribosomal protection p...  
492     9e-164
ABI26642.1  TetM [Streptococcus sp. CJ]                            
482     1e-163
PQF67328.1  tetracycline resistance ribosomal protection prote...  
483     1e-163
WP_005794074.1  tetracycline resistance ribosomal protection p...  
492     1e-163
WP_095337845.1  tetracycline resistance ribosomal protection p...  
491     3e-163
ABN50379.1  TetW [Bifidobacterium animalis subsp. lactis]          
476     3e-163
WP_008645586.1  MULTISPECIES: tetracycline resistance ribosoma...  
491     4e-163
AEW22283.1  elongation factor Tu GTP binding domain protein [T...  
490     6e-163
WP_007366526.1  MULTISPECIES: tetracycline resistance ribosoma...  
490     6e-163
OWW57410.1  tetracycline resistance protein tetM [Enterococcus...  
480     9e-163
AMP49708.1  tet_ribosomoal_protect [uncultured bacterium]          
489     1e-162
AMP55332.1  tet_ribosomoal_protect [uncultured bacterium]          
489     1e-162
AMP52289.1  tet_ribosomoal_protect [uncultured bacterium]          
489     2e-162
WP_016278665.1  tetracycline resistance ribosomal protection p...  
489     3e-162
WP_049702038.1  tetracycline resistance ribosomal protection p...  
488     3e-162
WP_074705912.1  tetracycline resistance ribosomal protection p...  
488     6e-162
APO33635.1  feoB: ferrous iron transport protein [uncultured b...  
488     7e-162
WP_005861693.1  MULTISPECIES: tetracycline resistance ribosoma...  
487     8e-162
WP_094380917.1  tetracycline resistance ribosomal protection p...  
487     1e-161
WP_036865782.1  tetracycline resistance ribosomal protection p...  
487     1e-161
WP_044066144.1  tetracycline resistance ribosomal protection p...  
487     2e-161
EEU51539.1  putative translation elongation factor G [Parabact...  
487     2e-161
WP_074708051.1  tetracycline resistance ribosomal protection p...  
486     2e-161
WP_095264430.1  tetracycline resistance ribosomal protection p...  
486     2e-161
EFV16581.1  elongation factor G [Lachnospiraceae bacterium 5_1...  
473     2e-161
WP_005816789.1  tetracycline resistance ribosomal protection p...  
486     2e-161
WP_006255810.1  tetracycline resistance ribosomal protection p...  
486     3e-161



WP_004310568.1  MULTISPECIES: tetracycline resistance ribosoma...  
486     3e-161
WP_036887565.1  tetracycline resistance ribosomal protection p...  
486     3e-161
WP_042987717.1  tetracycline resistance ribosomal protection p...  
486     3e-161
WP_042520198.1  tetracycline resistance ribosomal protection p...  
486     4e-161
WP_044080776.1  tetracycline resistance ribosomal protection p...  
486     4e-161
WP_002560998.1  MULTISPECIES: tetracycline resistance ribosoma...  
486     4e-161
CAA79727.1  TetA(Q)2 protein [Bacteroides fragilis]                
486     5e-161
WP_032557833.1  tetracycline resistance ribosomal protection p...  
485     5e-161
OYN69742.1  tetracycline resistance ribosomal protection prote...  
471     6e-161
WP_005796948.1  tetracycline resistance ribosomal protection p...  
485     6e-161
WP_005802293.1  tetracycline resistance ribosomal protection p...  
485     6e-161
WP_089543219.1  tetracycline resistance ribosomal protection p...  
485     6e-161
WP_102187702.1  tetracycline resistance ribosomal protection p...  
485     6e-161
ABN50369.1  TetW [Bifidobacterium breve]                           
470     6e-161
APO35112.1  ferrous iron transport protein B [uncultured bacte...  
473     7e-161
WP_106813142.1  tetracycline resistance ribosomal protection p...  
485     8e-161
WP_094423033.1  tetracycline resistance ribosomal protection p...  
484     9e-161
WP_095239968.1  tetracycline resistance ribosomal protection p...  
485     1e-160
WP_005799343.1  tetracycline resistance ribosomal protection p...  
484     1e-160
WP_077195545.1  tetracycline resistance ribosomal protection p...  
484     1e-160
WP_032589565.1  tetracycline resistance ribosomal protection p...  
484     1e-160
WP_057058907.1  tetracycline resistance ribosomal protection p...  
484     1e-160
WP_063856408.1  tetracycline resistance ribosomal protection p...  
485     1e-160
EFI05973.1  tetracycline resistance protein [Bacteroides sp. 1...  
485     1e-160
WP_063856409.1  tetracycline resistance ribosomal protection p...  
484     1e-160
WP_009127153.1  tetracycline resistance ribosomal protection p...  
484     1e-160
AUA17601.1  truncated TetO [Campylobacter coli]                    
471     1e-160



WP_079046502.1  elongation factor G [Streptococcus pneumoniae]     
473     2e-160
AMP55648.1  tet_ribosomoal_protect [uncultured bacterium]          
484     2e-160
WP_004293868.1  MULTISPECIES: tetracycline resistance ribosoma...  
484     2e-160
WP_074783792.1  tetracycline resistance ribosomal protection p...  
484     2e-160
WP_074635749.1  tetracycline resistance ribosomal protection p...  
484     2e-160
AAB51122.1  tetracycline resistance protein [Prevotella interm...  
484     2e-160
WP_044075064.1  tetracycline resistance ribosomal protection p...  
483     3e-160
EFA20356.1  putative translation elongation factor G [Bacteroi...  
484     3e-160
WP_055236246.1  tetracycline resistance ribosomal protection p...  
483     3e-160
AAZ79478.1  TetQ [Bifidobacterium longum]                          
484     3e-160
WP_032538282.1  tetracycline resistance ribosomal protection p...  
483     3e-160
WP_049139058.1  tetracycline resistance ribosomal protection p...  
483     4e-160
EKA87903.1  tetracycline resistance protein tetQ [Bacteroides ...  
483     4e-160
WP_106504845.1  elongation factor G [Escherichia coli]             
471     5e-160
WP_071148955.1  tetracycline resistance ribosomal protection p...  
483     5e-160
WP_018676468.1  tetracycline resistance ribosomal protection p...  
483     5e-160
WP_005680575.1  tetracycline resistance ribosomal protection p...  
483     5e-160
WP_065739727.1  MULTISPECIES: tetracycline resistance ribosoma...  
483     5e-160
WP_044073065.1  tetracycline resistance ribosomal protection p...  
483     5e-160
WP_005944279.1  tetracycline resistance ribosomal protection p...  
482     7e-160
CRH91225.1  Protein translation elongation factor G (EF-G) [Ch...  
469     7e-160
WP_094466893.1  tetracycline resistance ribosomal protection p...  
482     9e-160
WP_049129063.1  tetracycline resistance ribosomal protection p...  
482     1e-159
WP_072831140.1  MULTISPECIES: tetracycline resistance ribosoma...  
482     1e-159
AMP54775.1  tet_ribosomoal_protect [uncultured bacterium]          
482     1e-159
WP_006849477.1  tetracycline resistance ribosomal protection p...  
482     1e-159
WP_074560483.1  tetracycline resistance ribosomal protection p...  
482     1e-159



WP_063856407.1  tetracycline resistance ribosomal protection p...  
482     1e-159
WP_074558868.1  tetracycline resistance ribosomal protection p...  
482     1e-159
WP_004371707.1  MULTISPECIES: tetracycline resistance ribosoma...  
481     2e-159
WP_049100682.1  tetracycline resistance ribosomal protection p...  
481     2e-159
WP_032846090.1  tetracycline resistance ribosomal protection p...  
481     2e-159
WP_032602870.1  tetracycline resistance ribosomal protection p...  
481     2e-159
AMP53998.1  tet_ribosomoal_protect [uncultured bacterium]          
481     2e-159
AMP47132.1  tet_ribosomoal_protect [uncultured bacterium]          
481     2e-159
SHH94198.1  ribosomal protection tetracycline resistance prote...  
481     2e-159
AMP47005.1  tet_ribosomoal_protect [uncultured bacterium]          
481     2e-159
WP_044225003.1  tetracycline resistance ribosomal protection p...  
481     2e-159
OWT31781.1  teto [Campylobacter coli HN-CCD07046]                  
479     2e-159
WP_023056813.1  MULTISPECIES: tetracycline resistance ribosoma...  
481     2e-159
EXZ93467.1  tetracycline resistance protein tetM [Bacteroides ...  
481     2e-159
WP_005850524.1  tetracycline resistance ribosomal protection p...  
481     3e-159
CBK68392.1  small GTP-binding protein domain [Bacteroides xyla...  
481     3e-159
WP_032586787.1  tetracycline resistance ribosomal protection p...  
481     3e-159
WP_004291466.1  MULTISPECIES: tetracycline resistance ribosoma...  
481     3e-159
WP_036878672.1  tetracycline resistance ribosomal protection p...  
481     3e-159
WP_036630022.1  tetracycline resistance ribosomal protection p...  
481     4e-159
WP_073342757.1  tetracycline resistance ribosomal protection p...  
481     4e-159
WP_087382020.1  tetracycline resistance ribosomal protection p...  
480     4e-159
AMP53480.1  tet_ribosomoal_protect [uncultured bacterium]          
480     5e-159
PCS24729.1  tetracycline resistance ribosomal protection prote...  
464     5e-159
WP_086325387.1  elongation factor G [Enterococcus faecium]         
467     6e-159
WP_102697449.1  tetracycline resistance ribosomal protection p...  
480     6e-159
WP_060933101.1  tetracycline resistance ribosomal protection p...  
480     6e-159



EXZ85794.1  tetracycline resistance protein tetM [Bacteroides ...  
480     7e-159
WP_032543185.1  MULTISPECIES: tetracycline resistance ribosoma...  
480     7e-159
WP_096920801.1  elongation factor G [Eubacterium sp. YI]           
464     8e-159
WP_070706770.1  tetracycline resistance ribosomal protection p...  
480     8e-159
WP_032595419.1  tetracycline resistance ribosomal protection p...  
480     8e-159
WP_101603347.1  tetracycline resistance ribosomal protection p...  
480     8e-159
WP_007896729.1  tetracycline resistance ribosomal protection p...  
479     8e-159
WP_008148693.1  MULTISPECIES: tetracycline resistance ribosoma...  
480     9e-159
WP_004331540.1  tetracycline resistance ribosomal protection p...  
480     9e-159
WP_101542859.1  tetracycline resistance ribosomal protection p...  
479     1e-158
AMP57743.1  tet_ribosomoal_protect [uncultured bacterium]          
479     1e-158
CFA01818.1  tetracycline resistance protein TetM [Streptococcu...  
465     1e-158
WP_095231440.1  tetracycline resistance ribosomal protection p...  
479     2e-158
ABP01800.1  TetW [Bifidobacterium longum]                          
463     2e-158
AMP57708.1  tet_ribosomoal_protect [uncultured bacterium]          
479     2e-158
EEG70484.1  elongation factor G domain protein [Bifidobacteriu...  
463     2e-158
ABN50380.1  TetW [Bifidobacterium animalis]                        
463     2e-158
AFH53885.1  TetW tetracycline resistance protein [uncultured o...  
462     3e-158
WP_071122301.1  tetracycline resistance ribosomal protection p...  
477     4e-158
WP_036926136.1  tetracycline resistance ribosomal protection p...  
478     4e-158
WP_066041057.1  tetracycline resistance ribosomal protection p...  
478     4e-158
APO29854.1  ferrous iron transport protein B [uncultured bacte...  
468     5e-158
WP_032571255.1  tetracycline resistance ribosomal protection p...  
478     5e-158
AMP53022.1  tet_ribosomoal_protect [uncultured bacterium]          
476     6e-158
OKZ42324.1  tetracycline resistance ribosomal protection prote...  
477     9e-158
AMP57961.1  tet_ribosomoal_protect [uncultured bacterium]          
477     9e-158
WP_095341089.1  tetracycline resistance ribosomal protection p...  
476     3e-157



APO26791.1  Elongation factor G, domain IV [uncultured bacterium]  
459     5e-157
WP_044656661.1  tetracycline resistance ribosomal protection p...  
471     5e-156
WP_095337479.1  tetracycline resistance ribosomal protection p...  
473     6e-156
WP_015391965.1  tetracycline resistance ribosomal protection p...  
472     2e-155
AMP54852.1  tet_ribosomoal_protect [uncultured bacterium]          
471     2e-155
WP_027631504.1  tetracycline resistance ribosomal protection p...  
471     2e-155
PLK29559.1  tetracycline resistance ribosomal protection prote...  
453     1e-154
WP_077829768.1  tetracycline resistance ribosomal protection p...  
469     2e-154
AMP57963.1  elongation factor Tu GTP binding domain protein [u...  
458     3e-154
AMP56085.1  elongation factor Tu domain 2 [uncultured bacterium]   
453     3e-154
WP_017210340.1  tetracycline resistance ribosomal protection p...  
468     3e-154
OUN15238.1  tetracycline resistance ribosomal protection prote...  
451     8e-154
AMP53228.1  tet_ribosomoal_protect [uncultured bacterium]          
466     9e-154
AMP56777.1  elongation factor G, domain IV [uncultured bacterium]  
450     1e-153
APO28708.1  Elongation factor G, domain IV [uncultured bacterium]  
453     2e-153
AMP52570.1  tet_ribosomoal_protect [uncultured bacterium]          
465     3e-153
WP_006440995.1  MULTISPECIES: tetracycline resistance ribosoma...  
466     3e-153
WP_068759696.1  tetracycline resistance ribosomal protection p...  
464     1e-152
KQI09701.1  tetracycline resistance protein tetM [Campylobacte...  
451     1e-152
WP_023974176.1  tetracycline resistance ribosomal protection p...  
464     1e-152
WP_083303604.1  elongation factor G [Rothia sp. HMSC062H08]        
447     2e-152
WP_039634701.1  tetracycline resistance ribosomal protection p...  
463     3e-152
WP_026885591.1  tetracycline resistance ribosomal protection p...  
463     3e-152
AMP48947.1  tet_ribosomoal_protect [uncultured bacterium]          
462     3e-152
WP_078116767.1  tetracycline resistance ribosomal protection p...  
463     4e-152
KIE45688.1  small GTP-binding domain protein [Clostridium arge...  
463     5e-152
AMP56792.1  elongation factor G, domain IV [uncultured bacterium]  
456     5e-152



PQF66632.1  hypothetical protein CUS68_13010 [Enterococcus fae...  
448     6e-152
AMP55022.1  elongation factor G, domain IV [uncultured bacterium]  
448     6e-152
PJP40542.1  tetracycline resistance ribosomal protection prote...  
448     8e-152
WP_077855104.1  tetracycline resistance ribosomal protection p...  
462     8e-152
WP_002405377.1  MULTISPECIES: elongation factor G [Enterococcus]   
447     1e-151
WP_077843733.1  tetracycline resistance ribosomal protection p...  
462     1e-151
WP_010964757.1  MULTISPECIES: tetracycline resistance ribosoma...  
461     1e-151
WP_032122132.1  tetracycline resistance ribosomal protection p...  
461     1e-151
WP_055342657.1  tetracycline resistance ribosomal protection p...  
461     2e-151
AMP53115.1  tet_ribosomoal_protect [uncultured bacterium]          
461     2e-151
WP_023050237.1  MULTISPECIES: tetracycline resistance ribosoma...  
459     7e-151
EFV16582.1  elongation factor Tu GTP binding domain-containing...  
449     8e-151
KQI09521.1  tetracycline resistance protein tetM [Campylobacte...  
448     8e-151
WP_103698728.1  tetracycline resistance ribosomal protection p...  
459     1e-150
AMJ37424.1  tet_ribosomoal_protect [uncultured bacterium]          
458     1e-150
AMP58094.1  tet_ribosomoal_protect [uncultured bacterium]          
458     1e-150
WP_004456831.1  tetracycline resistance ribosomal protection p...  
458     3e-150
SMM96685.1  tetracycline resistance protein TetP [Enterococcus...  
443     4e-150
AMP54171.1  tet_ribosomoal_protect [uncultured bacterium]          
457     4e-150
WP_003479689.1  tetracycline resistance ribosomal protection p...  
457     4e-150
KKJ73154.1  tetracycline resistance protein tetM [Enterococcus...  
447     5e-150
COK17373.1  tetracycline resistance protein TetM [Streptococcu...  
442     1e-149
WP_057258411.1  tetracycline resistance ribosomal protection p...  
456     2e-149
WP_095237487.1  tetracycline resistance ribosomal protection p...  
454     2e-149
WP_012478245.1  tetracycline resistance ribosomal protection p...  
454     7e-149
WP_102013996.1  hypothetical protein [Klebsiella pneumoniae]       
443     7e-149
AFQ32088.1  tetracycline resistance protein [Enterococcus sp. ...  
441     9e-149



WP_107196944.1  hypothetical protein [Megasphaera sp. AJH120]      
439     9e-149
WP_002581202.1  tetracycline resistance ribosomal protection p...  
454     9e-149
WP_008627130.1  tetracycline resistance ribosomal protection p...  
453     1e-148
SJT57314.1  Tetracycline resistance protein tetM from transpos...  
453     2e-148
KQI39023.1  tetracycline resistance protein tetM [Campylobacte...  
441     4e-148
WP_043664816.1  tetracycline resistance ribosomal protection p...  
451     1e-147
KQI19705.1  tetracycline resistance protein tetM [Campylobacte...  
436     3e-147
EIA67973.1  teto [Campylobacter coli 1417]                         
436     3e-147
WP_021656448.1  tetracycline resistance ribosomal protection p...  
450     3e-147
AMP53986.1  elongation factor G, domain IV [uncultured bacterium]  
436     3e-147
AMJ37436.1  elongation factor Tu GTP binding domain protein [u...  
446     7e-147
AMP58049.1  tet_ribosomoal_protect [uncultured bacterium]          
448     9e-147
WP_088764565.1  hypothetical protein [Enterococcus hirae]          
434     1e-146
WP_050356083.1  tetracycline resistance ribosomal protection p...  
448     2e-146
WP_083599922.1  tetracycline resistance ribosomal protection p...  
447     6e-146
AMJ37843.1  elongation factor Tu GTP binding domain protein [u...  
446     7e-146
SNO84620.1  tetracycline resistance protein TetM [Streptococcu...  
435     1e-145
ACZ73821.1  TetO/32/O [Clostridium butyricum]                      
433     6e-145
CFA01815.1  tetracycline resistance protein TetM [Streptococcu...  
432     9e-145
OWW58801.1  tetracycline resistance protein tetM [Enterococcus...  
427     5e-144
WP_094436070.1  tetracycline resistance ribosomal protection p...  
436     2e-143
CVO25194.1  tetracycline resistance protein TetM [Streptococcu...  
429     3e-143
WP_094435820.1  tetracycline resistance ribosomal protection p...  
436     4e-143
KFI85012.1  elongation factor G [Bifidobacterium reuteri DSM 2...  
423     7e-143
WP_051685219.1  GTP-binding protein [Clostridium sp. KNHs205]      
438     1e-142
WP_101368346.1  GTP-binding protein [Plantactinospora sp. CNZ320]  
438     2e-142
EHZ07660.1  small GTP-binding domain protein [Streptococcus pn...  
426     3e-142



WP_049130509.1  tetracycline resistance ribosomal protection p...  
432     9e-142
KKJ72448.1  tetracycline resistance protein tetM [Enterococcus...  
421     1e-141
WP_069876276.1  GTP-binding protein [Fusibacter sp. 3D3]           
436     1e-141
WP_035130938.1  tetracycline resistance ribosomal protection p...  
432     5e-141
ABN50375.1  TetW [Bifidobacterium animalis]                        
418     5e-141
WP_001878374.1  hypothetical protein [Enterococcus faecium]        
417     2e-140
WP_077073062.1  GTP-binding protein [Mailhella massiliensis]       
416     2e-140
AMP54797.1  elongation factor Tu GTP binding domain protein [u...  
416     3e-140
AMP53491.1  elongation factor Tu GTP binding domain protein [u...  
428     2e-139
AMP57964.1  elongation factor Tu GTP binding domain protein [u...  
415     3e-139
CMV03996.1  tetracycline resistance protein TetM [Streptococcu...  
414     3e-139
GAK48696.1  putative tetracycline resistance protein tetM [Lac...  
415     4e-138
WP_093550044.1  GTP-binding protein [Streptomyces sp. DvalAA-43]   
427     4e-138
WP_055742361.1  tetracycline resistance ribosomal protection p...  
427     4e-138
KID49811.1  tetracycline resistance protein tetQ [Fusobacteriu...  
424     5e-138
WP_072665882.1  hypothetical protein [Escherichia coli]            
410     1e-137
WP_093258249.1  GTP-binding protein [Thermostaphylospora chrom...  
424     3e-137
WP_019421067.1  tetracycline resistance ribosomal protection p...  
424     7e-137
AMP50402.1  elongation factor G, domain IV [uncultured bacterium]  
409     1e-136
WP_089977705.1  GTP-binding protein [Lachnospiraceae bacterium...  
422     2e-136
WP_072483911.1  GTP-binding protein [Streptomyces atratus]         
422     2e-136
APO29855.1  Elongation factor G, domain IV [uncultured bacterium]  
407     2e-136
WP_071699236.1  GTP-binding protein [Eisenbergiella tayi]          
421     2e-136
AMP55028.1  elongation factor Tu GTP binding domain protein [u...  
405     3e-136
WP_009250390.1  MULTISPECIES: GTP-binding protein [Clostridiales]  
421     4e-136
WP_069431425.1  GTP-binding protein [Eisenbergiella tayi]          
421     5e-136
WP_069430568.1  GTP-binding protein [Eisenbergiella tayi]          
419     1e-135



WP_021639419.1  GTP-binding protein [Clostridium sp. KLE 1755]     
419     1e-135
WP_069158534.1  GTP-binding protein [Eisenbergiella tayi]          
419     1e-135
WP_102286891.1  GTP-binding protein [Eisenbergiella massiliensis]  
419     2e-135
WP_016131565.1  tetracycline resistance ribosomal protection p...  
420     3e-135
WP_069154626.1  GTP-binding protein [Eisenbergiella tayi]          
419     3e-135
WP_073587271.1  GTP-binding protein [Anaerocolumna xylanovorans]   
418     4e-135
WP_040020662.1  GTP-binding protein [Streptomyces sp. 150FB]       
419     8e-135
WP_069409953.1  MULTISPECIES: GTP-binding protein [Lachnospira...  
417     1e-134
EEA80788.1  hypothetical protein CLONEX_03343, partial [Tyzzer...  
406     1e-133
WP_090666926.1  GTP-binding protein [Paenibacillus tianmuensis]    
415     1e-133
WP_025846249.1  GTP-binding protein [Paenibacillus ehimensis]      
415     2e-133
WP_098360021.1  tetracycline resistance ribosomal protection p...  
414     3e-133
WP_088833155.1  GTP-binding protein [Paenibacillus elgii]          
414     4e-133
WP_098777649.1  tetracycline resistance ribosomal protection p...  
413     6e-133
WP_096541513.1  hypothetical protein [Enterococcus faecium]        
398     6e-133
WP_088961973.1  GTP-binding protein [Micromonospora purpureoch...  
414     9e-133
WP_098157013.1  tetracycline resistance ribosomal protection p...  
413     9e-133
WP_042511105.1  tetracycline resistance ribosomal protection p...  
413     1e-132
WP_098604074.1  tetracycline resistance ribosomal protection p...  
413     2e-132
WP_097833579.1  tetracycline resistance ribosomal protection p...  
412     2e-132
WP_016115276.1  MULTISPECIES: tetracycline resistance ribosoma...  
412     2e-132
WP_000207835.1  tetracycline resistance ribosomal protection p...  
412     2e-132
AMP50704.1  elongation factor Tu GTP binding domain protein [u...  
399     2e-132
WP_001982467.1  tetracycline resistance ribosomal protection p...  
412     3e-132
WP_088094443.1  tetracycline resistance ribosomal protection p...  
412     4e-132
WP_003198288.1  MULTISPECIES: tetracycline resistance ribosoma...  
412     4e-132
WP_044438193.1  tetracycline resistance ribosomal protection p...  
411     4e-132



WP_016127190.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
411     5e-132
WP_000207834.1  tetracycline resistance ribosomal protection p...  
411     5e-132
WP_097787011.1  tetracycline resistance ribosomal protection p...  
411     6e-132
WP_098719375.1  tetracycline resistance ribosomal protection p...  
411     6e-132
WP_098632468.1  GTP-binding protein [Bacillus mycoides]            
411     6e-132
WP_097969867.1  tetracycline resistance ribosomal protection p...  
411     6e-132
WP_098114173.1  tetracycline resistance ribosomal protection p...  
411     7e-132
WP_098040140.1  tetracycline resistance ribosomal protection p...  
411     8e-132
WP_098610209.1  tetracycline resistance ribosomal protection p...  
411     8e-132
WP_033797794.1  MULTISPECIES: tetracycline resistance ribosoma...  
411     8e-132
WP_097898825.1  MULTISPECIES: tetracycline resistance ribosoma...  
411     9e-132
WP_087962609.1  GTP-binding protein [Bacillus mycoides]            
410     9e-132
WP_098716262.1  tetracycline resistance ribosomal protection p...  
410     9e-132
WP_000207804.1  GTP-binding protein [Bacillus cereus]              
410     1e-131
WP_097849062.1  tetracycline resistance ribosomal protection p...  
410     1e-131
WP_098165280.1  tetracycline resistance ribosomal protection p...  
410     1e-131
WP_069627467.1  GTP-binding protein [Streptomyces niveus]          
410     1e-131
WP_098270667.1  GTP-binding protein [Bacillus cereus]              
410     1e-131
WP_098784134.1  tetracycline resistance ribosomal protection p...  
410     1e-131
WP_072180934.1  tetracycline resistance ribosomal protection p...  
410     1e-131
WP_098801556.1  tetracycline resistance ribosomal protection p...  
410     1e-131
WP_098136043.1  tetracycline resistance ribosomal protection p...  
410     1e-131
WP_098666379.1  GTP-binding protein [Bacillus cereus]              
410     1e-131
WP_003190174.1  MULTISPECIES: GTP-binding protein [Bacillus]       
410     1e-131
WP_088311840.1  MULTISPECIES: GTP-binding protein [Bacillus]       
410     1e-131
WP_078203520.1  tetracycline resistance ribosomal protection p...  
410     1e-131
WP_098159301.1  tetracycline resistance ribosomal protection p...  
410     2e-131



WP_040118804.1  tetracycline resistance ribosomal protection p...  
410     2e-131
WP_098328240.1  tetracycline resistance ribosomal protection p...  
409     2e-131
WP_063225765.1  tetracycline resistance ribosomal protection p...  
409     2e-131
WP_078214468.1  tetracycline resistance ribosomal protection p...  
409     2e-131
WP_098206819.1  tetracycline resistance ribosomal protection p...  
410     2e-131
WP_018780740.1  MULTISPECIES: tetracycline resistance ribosoma...  
409     3e-131
WP_000207829.1  GTP-binding protein [Bacillus cereus]              
409     3e-131
WP_016101144.1  tetracycline resistance ribosomal protection p...  
409     3e-131
WP_098217427.1  tetracycline resistance ribosomal protection p...  
409     3e-131
WP_061688473.1  GTP-binding protein [Bacillus cereus]              
409     3e-131
WP_000207828.1  GTP-binding protein [Bacillus thuringiensis]       
409     3e-131
WP_088045037.1  MULTISPECIES: tetracycline resistance ribosoma...  
409     4e-131
WP_023542570.1  GTP-binding protein [Streptomyces niveus]          
409     4e-131
WP_098806626.1  tetracycline resistance ribosomal protection p...  
409     4e-131
WP_090690119.1  MULTISPECIES: tetracycline resistance ribosoma...  
409     5e-131
WP_107886692.1  GTP-binding protein [Bacillus sp. OV752]           
408     5e-131
WP_091258620.1  GTP-binding protein [Micromonospora chaiyaphum...  
409     6e-131
WP_087885812.1  GTP-binding protein [Streptomyces alboflavus]      
409     6e-131
WP_107078481.1  GTP-binding protein [Micromonospora sp. MH33]      
409     6e-131
WP_078437912.1  tetracycline resistance ribosomal protection p...  
408     6e-131
KQI57121.1  tetracycline resistance protein tetM [Campylobacte...  
395     6e-131
WP_026592882.1  tetracycline resistance ribosomal protection p...  
408     8e-131
WP_070139576.1  GTP-binding protein [Bacillus mycoides]            
408     1e-130
WP_071727303.1  GTP-binding protein [Bacillus anthracis]           
407     1e-130
WP_098160195.1  tetracycline resistance ribosomal protection p...  
408     1e-130
WP_098198108.1  tetracycline resistance ribosomal protection p...  
408     1e-130
WP_098475563.1  GTP-binding protein [Bacillus cereus]              
407     1e-130



WP_070168131.1  GTP-binding protein [Bacillus mycoides]            
407     1e-130
WP_000207826.1  GTP-binding protein [Bacillus cereus]              
407     2e-130
WP_000207831.1  MULTISPECIES: tetracycline resistance ribosoma...  
407     2e-130
WP_070146670.1  GTP-binding protein [Bacillus mycoides]            
407     2e-130
KQI04128.1  tetracycline resistance protein tetM [Campylobacte...  
394     2e-130
WP_093772799.1  GTP-binding protein [Streptomyces sp. 136MFCol...  
408     2e-130
WP_078178770.1  GTP-binding protein [Bacillus mycoides]            
407     2e-130
WP_098362301.1  GTP-binding protein [Bacillus cereus]              
407     3e-130
WP_087932007.1  tetracycline resistance ribosomal protection p...  
407     3e-130
WP_071151433.1  GTP-binding protein [Bacillus mycoides]            
407     3e-130
WP_036681001.1  GTP-binding protein [Paenibacillus tyrfis]         
407     3e-130
WP_003207541.1  tetracycline resistance ribosomal protection p...  
407     3e-130
WP_002127951.1  GTP-binding protein [Bacillus cereus]              
406     4e-130
WP_006095187.1  tetracycline resistance ribosomal protection p...  
407     4e-130
WP_033730733.1  GTP-binding protein [Bacillus mycoides]            
406     4e-130
WP_088292138.1  tetracycline resistance ribosomal protection p...  
406     4e-130
WP_002110574.1  GTP-binding protein [Bacillus cereus]              
406     5e-130
WP_074543706.1  GTP-binding protein [Bacillus cereus]              
406     5e-130
WP_061686980.1  tetracycline resistance ribosomal protection p...  
406     5e-130
OJV64369.1  hypothetical protein BGO41_12150 [Clostridiales ba...  
405     5e-130
WP_085311774.1  GTP-binding protein [Bacillus mycoides]            
406     5e-130
WP_017561331.1  tetracycline resistance ribosomal protection p...  
406     5e-130
WP_070128573.1  GTP-binding protein [Bacillus mycoides]            
406     5e-130
WP_063179400.1  GTP-binding protein [Paenibacillus elgii]          
406     6e-130
WP_060750414.1  GTP-binding protein [Bacillus mycoides]            
405     6e-130
WP_100536632.1  GTP-binding protein [Paenibacillus sp. GM2FR]      
405     6e-130
WP_061674877.1  tetracycline resistance ribosomal protection p...  
405     6e-130



WP_007130363.1  GTP-binding protein [Paenibacillus lactis]         
405     6e-130
KQI58253.1  tetracycline resistance protein tetM [Campylobacte...  
393     6e-130
WP_002168116.1  tetracycline resistance ribosomal protection p...  
405     6e-130
WP_043446900.1  GTP-binding protein [Streptomyces nodosus]         
406     6e-130
WP_053493716.1  GTP-binding protein [Bacillus sp. FJAT-18019]      
405     7e-130
WP_028405524.1  GTP-binding protein [Bacillus sp. J13]             
405     8e-130
WP_093929439.1  GTP-binding protein [Streptomyces sp. ok210]       
406     9e-130
WP_098947067.1  tetracycline resistance ribosomal protection p...  
405     1e-129
WP_098608772.1  GTP-binding protein [Bacillus cereus]              
405     1e-129
WP_098264717.1  GTP-binding protein [Bacillus cereus]              
405     1e-129
WP_049144675.1  tetracycline resistance protein tetM [Enteroco...  
393     1e-129
WP_098321019.1  tetracycline resistance ribosomal protection p...  
405     1e-129
WP_088078813.1  GTP-binding protein [Bacillus mycoides]            
405     1e-129
COF14579.1  tetracycline resistance protein tetM [Streptococcu...  
405     1e-129
WP_098635641.1  GTP-binding protein [Bacillus mycoides]            
405     2e-129
WP_098124708.1  tetracycline resistance ribosomal protection p...  
405     2e-129
WP_078175727.1  GTP-binding protein [Bacillus mycoides]            
404     2e-129
WP_088099180.1  GTP-binding protein [Bacillus mycoides]            
404     2e-129
WP_089547083.1  GTP-binding protein [Paenibacillus sp. SSG-1]      
404     2e-129
WP_062745233.1  GTP-binding protein [Bacillus clausii]             
404     2e-129
WP_000207769.1  GTP-binding protein [Bacillus anthracis]           
404     2e-129
WP_087996040.1  GTP-binding protein [Bacillus mycoides]            
404     2e-129
WP_070143784.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
404     2e-129
WP_098773602.1  tetracycline resistance ribosomal protection p...  
404     2e-129
WP_088994432.1  GTP-binding protein [Micromonospora echinauran...  
404     3e-129
WP_000207832.1  GTP-binding protein [Bacillus cereus]              
404     3e-129
WP_016105246.1  GTP-binding protein [Bacillus cereus]              
404     3e-129



WP_061403017.1  GTP-binding protein [Bacillus thuringiensis]       
404     3e-129
WP_098953021.1  GTP-binding protein [Bacillus cereus]              
404     3e-129
WP_048374724.1  tetracycline resistance ribosomal protection p...  
404     3e-129
WP_002161322.1  GTP-binding protein [Bacillus cereus]              
404     4e-129
WP_082527939.1  GTP-binding protein [Devosia sp. Root105]          
405     4e-129
WP_098586771.1  GTP-binding protein [Bacillus cereus]              
403     5e-129
WP_038813258.1  GTP-binding protein [Bacillus anthracis]           
403     5e-129
WP_095294276.1  GTP-binding protein [Bacillus clausii]             
403     5e-129
WP_058921329.1  GTP-binding protein [Streptomyces sp. CdTB01]      
404     5e-129
WP_002142307.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
403     5e-129
WP_029442677.1  GTP-binding protein [Bacillus thuringiensis]       
403     5e-129
WP_028798584.1  GTP-binding protein [Streptomyces sp. 142MFCol...  
404     6e-129
WP_000207827.1  GTP-binding protein [Bacillus cereus]              
403     6e-129
WP_088031470.1  GTP-binding protein [Bacillus thuringiensis]       
403     6e-129
WP_095296390.1  hypothetical protein [Staphylococcus aureus]       
387     6e-129
OQR57093.1  tetracycline resistance protein [Bacillus sp. CDB3]    
403     6e-129
WP_061981245.1  GTP-binding protein [Amycolatopsis regifaucium]    
403     7e-129
WP_063346325.1  GTP-binding protein [Streptomyces sp. MJM8645]     
404     7e-129
WP_075395781.1  MULTISPECIES: tetracycline resistance ribosoma...  
403     8e-129
WP_098835740.1  tetracycline resistance ribosomal protection p...  
403     8e-129
WP_002146954.1  GTP-binding protein [Bacillus cereus]              
403     8e-129
WP_033677936.1  tetracycline resistance ribosomal protection p...  
403     9e-129
WP_055617616.1  GTP-binding protein [Streptomyces phaeochromog...  
403     9e-129
WP_071725854.1  MULTISPECIES: tetracycline resistance ribosoma...  
402     9e-129
EFI65603.1  small GTP-binding protein [Bacillus cereus SJ1]        
402     1e-128
WP_030915314.1  GTP-binding protein [Streptomyces sp. NRRL B-2...  
404     1e-128
WP_071224254.1  GTP-binding protein [Paenibacillus sp. LC231]      
402     1e-128



WP_098870698.1  GTP-binding protein [Bacillus cereus]              
402     1e-128
WP_098561585.1  GTP-binding protein [Bacillus cereus]              
402     1e-128
WP_011248562.1  GTP-binding protein [Bacillus clausii]             
402     1e-128
WP_098743630.1  GTP-binding protein [Paenibacillus sp. EZ-K15]     
402     1e-128
WP_088115473.1  GTP-binding protein [Bacillus thuringiensis]       
402     1e-128
WP_075720334.1  tetracycline resistance ribosomal protection p...  
402     1e-128
WP_038414160.1  GTP-binding protein [Bacillus anthracis]           
402     1e-128
WP_101194573.1  GTP-binding protein [Bacillus sp. HBCD-sjtu]       
402     1e-128
WP_071734271.1  MULTISPECIES: GTP-binding protein [Bacillus]       
402     1e-128
WP_097950242.1  GTP-binding protein [Bacillus cereus]              
402     1e-128
WP_000207770.1  GTP-binding protein [Bacillus anthracis]           
402     1e-128
WP_108530622.1  GTP-binding protein [Paenibacillus elgii]          
402     2e-128
WP_035206202.1  GTP-binding protein [Bacillus clausii]             
402     2e-128
WP_002172516.1  GTP-binding protein [Bacillus cereus]              
402     2e-128
WP_098228202.1  GTP-binding protein [Bacillus anthracis]           
402     2e-128
WP_076870557.1  tetracycline resistance ribosomal protection p...  
402     2e-128
KOS27869.1  tetracycline resistance protein [Bacillus anthracis]   
402     2e-128
WP_010494296.1  GTP-binding protein [Paenibacillus elgii]          
402     2e-128
WP_016129768.1  GTP-binding protein [Bacillus cereus]              
402     2e-128
WP_002032917.1  MULTISPECIES: GTP-binding protein [Bacillus]       
402     2e-128
WP_042978785.1  GTP-binding protein [Bacillus mycoides]            
402     2e-128
WP_103626420.1  GTP-binding protein [Bacillus thuringiensis]       
402     2e-128
WP_098250590.1  tetracycline resistance ribosomal protection p...  
402     2e-128
WP_071759057.1  tetracycline resistance ribosomal protection p...  
402     2e-128
WP_098991876.1  GTP-binding protein [Bacillus cereus]              
402     2e-128
WP_016091670.1  GTP-binding protein [Bacillus cereus]              
402     2e-128
WP_044856292.1  GTP-binding protein [Amycolatopsis orientalis]     
401     3e-128



ABN50374.1  TetW [Bifidobacterium longum subsp. infantis]          
385     3e-128
WP_042516359.1  GTP-binding protein [Bacillus cereus]              
401     3e-128
WP_098225754.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
401     3e-128
WP_098882388.1  GTP-binding protein [Bacillus cereus]              
401     3e-128
WP_095254472.1  GTP-binding protein [Bacillus clausii]             
401     3e-128
WP_095236425.1  GTP-binding protein [Bacillus clausii]             
401     3e-128
WP_016362130.1  GTP-binding protein [Bacillus cereus]              
401     3e-128
WP_088314844.1  GTP-binding protein [Bacillus cereus]              
401     3e-128
WP_087964529.1  GTP-binding protein [Bacillus thuringiensis]       
401     3e-128
WP_026877278.1  GTP-binding protein [Jiangella gansuensis]         
402     3e-128
WP_002013560.1  GTP-binding protein [Bacillus cereus]              
401     3e-128
WP_063245371.1  GTP-binding protein [Bacillus cereus]              
401     3e-128
WP_063218313.1  GTP-binding protein [Bacillus cereus]              
401     4e-128
WP_070170321.1  GTP-binding protein [Bacillus mycoides]            
401     4e-128
WP_095326647.1  GTP-binding protein [Bacillus clausii]             
401     4e-128
WP_001988924.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
401     4e-128
WP_099476583.1  GTP-binding protein [Paenibacillus ihbetae]        
401     4e-128
WP_093897522.1  GTP-binding protein [Streptomyces sp. Ncost-T1...  
402     4e-128
WP_099933493.1  GTP-binding protein [Streptomyces sp. 70]          
401     4e-128
WP_078184917.1  GTP-binding protein [Bacillus mycoides]            
401     4e-128
WP_078181859.1  GTP-binding protein [Bacillus cereus]              
401     4e-128
WP_037307843.1  GTP-binding protein [Amycolatopsis orientalis]     
400     5e-128
WP_000207836.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
401     5e-128
WP_098305786.1  GTP-binding protein [Bacillus cereus]              
401     5e-128
WP_000207837.1  GTP-binding protein [Bacillus cereus]              
400     6e-128
WP_016331722.1  GTP-binding protein [Amycolatopsis orientalis]     
400     6e-128
WP_103240809.1  GTP-binding protein [Acetatifactor muris]          
400     6e-128



WP_071746398.1  GTP-binding protein [Bacillus sp. TD42]            
400     6e-128
WP_055998563.1  GTP-binding protein [Devosia sp. Root413D1]        
400     6e-128
WP_000207830.1  MULTISPECIES: GTP-binding protein [Bacillus]       
400     6e-128
WP_098209806.1  GTP-binding protein [Bacillus toyonensis]          
400     6e-128
WP_016124781.1  GTP-binding protein [Bacillus cereus]              
400     6e-128
WP_009247735.1  GTP-binding protein [Lachnospiraceae bacterium...  
387     7e-128
WP_105585111.1  GTP-binding protein [Bacillus sp. MYb209]          
400     7e-128
WP_098569164.1  GTP-binding protein [Bacillus thuringiensis]       
400     7e-128
OOG94265.1  hypothetical protein BTH41_01964 [Bacillus mycoides]   
400     7e-128
WP_076326053.1  GTP-binding protein [Paenibacillus lautus]         
400     7e-128
WP_063220522.1  MULTISPECIES: GTP-binding protein [Bacillus]       
400     7e-128
WP_078986107.1  tetracycline resistance ribosomal protection p...  
400     7e-128
WP_050844106.1  tetracycline resistance ribosomal protection p...  
400     7e-128
WP_108015583.1  GTP-binding protein [Streptomyces sp. VMFN-G11Ma]  
401     7e-128
WP_041993552.1  GTP-binding protein [Streptomyces sp. AcH 505]     
400     8e-128
WP_097808112.1  GTP-binding protein [Bacillus cereus]              
400     8e-128
WP_002200055.1  GTP-binding protein [Bacillus cereus]              
400     8e-128
WP_016081116.1  GTP-binding protein [Bacillus cereus]              
400     8e-128
WP_077317067.1  GTP-binding protein [Bacillus cereus]              
400     8e-128
WP_088039658.1  GTP-binding protein [Bacillus mycoides]            
400     8e-128
WP_076166380.1  GTP-binding protein [Paenibacillus rhizosphaerae]  
400     9e-128
WP_002190029.1  GTP-binding protein [Bacillus cereus]              
400     9e-128
WP_000207771.1  GTP-binding protein [Bacillus anthracis]           
400     9e-128
WP_030969548.1  GTP-binding protein [Streptomyces sp. NRRL S-1...  
401     9e-128
ATI53282.1  tetracycline resistance protein [Bacillus cereus]      
400     9e-128
WP_098096393.1  tetracycline resistance ribosomal protection p...  
400     9e-128
WP_071719171.1  GTP-binding protein [Bacillus sp. NH24A2]          
400     9e-128



PJN59947.1  Tetracycline resistance protein TetO [Bacillus myc...  
399     1e-127
WP_105989931.1  GTP-binding protein [Bacillus sp. M21]             
400     1e-127
WP_098431652.1  GTP-binding protein [Bacillus cereus]              
400     1e-127
WP_081143295.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
400     1e-127
WP_042512565.1  GTP-binding protein [Bacillus cereus]              
400     1e-127
WP_098679128.1  GTP-binding protein [Bacillus thuringiensis]       
400     1e-127
WP_088118606.1  GTP-binding protein [Bacillus thuringiensis]       
400     1e-127
WP_051811298.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
400     1e-127
WP_098487293.1  GTP-binding protein [Bacillus cereus]              
400     1e-127
WP_088327538.1  tetracycline resistance ribosomal protection p...  
400     1e-127
WP_002192815.1  GTP-binding protein [Bacillus cereus]              
400     1e-127
WP_044782840.1  GTP-binding protein [Bacillus thuringiensis]       
399     1e-127
WP_041046650.1  GTP-binding protein [Paenibacillus sp. VKM B-2...  
400     2e-127
WP_054402068.1  GTP-binding protein [Paenibacillus solani]         
399     2e-127
WP_000207810.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
399     2e-127
WP_098137662.1  GTP-binding protein [Bacillus cereus]              
399     2e-127
WP_098874532.1  GTP-binding protein [Bacillus cereus]              
399     2e-127
WP_087953267.1  tetracycline resistance ribosomal protection p...  
399     2e-127
WP_070178899.1  GTP-binding protein [Bacillus mycoides]            
399     2e-127
WP_098566928.1  GTP-binding protein [Bacillus thuringiensis]       
399     2e-127
WP_065212576.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
399     2e-127
WP_097795505.1  tetracycline resistance ribosomal protection p...  
399     2e-127
WP_097947204.1  GTP-binding protein [Bacillus thuringiensis]       
399     2e-127
WP_088351260.1  GTP-binding protein [Bacillus cereus]              
399     2e-127
WP_098889288.1  GTP-binding protein [Bacillus cereus]              
399     2e-127
WP_071711782.1  GTP-binding protein [Bacillus sp. TD41]            
399     2e-127
WP_098055673.1  GTP-binding protein [Bacillus toyonensis]          
399     3e-127



WP_106101995.1  tetracycline resistance ribosomal protection p...  
399     3e-127
WP_074625853.1  GTP-binding protein [Bacillus cereus]              
399     3e-127
WP_002137036.1  GTP-binding protein [Bacillus cereus]              
399     3e-127
WP_098169382.1  tetracycline resistance ribosomal protection p...  
399     3e-127
WP_042875224.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
399     3e-127
WP_073304529.1  GTP-binding protein [Bacillus rhizosphaerae]       
399     3e-127
WP_073493684.1  GTP-binding protein [Streptomyces phaeoluteigr...  
399     3e-127
WP_048565472.1  GTP-binding protein [Bacillus cereus]              
399     3e-127
WP_001826586.1  GTP-binding protein [Streptococcus mitis]          
386     3e-127
WP_065224575.1  GTP-binding protein [Bacillus cereus]              
399     3e-127
WP_063675491.1  GTP-binding protein [Bacillus thuringiensis]       
399     3e-127
WP_030675138.1  GTP-binding protein [Streptomyces cellulosae]      
399     3e-127
WP_098630095.1  GTP-binding protein [Bacillus cereus]              
399     3e-127
WP_098791130.1  GTP-binding protein [Bacillus cereus]              
399     3e-127
WP_043716335.1  GTP-binding protein [Kutzneria sp. 744]            
399     3e-127
WP_071736035.1  tetracycline resistance ribosomal protection p...  
399     3e-127
WP_000207820.1  tetracycline resistance ribosomal protection p...  
399     4e-127
WP_097855462.1  GTP-binding protein [Bacillus cereus]              
399     4e-127
WP_005592232.1  GTP-binding protein [Streptococcus cristatus]      
385     4e-127
WP_048558405.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
398     4e-127
WP_065703803.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
398     4e-127
WP_098488863.1  GTP-binding protein [Bacillus cereus]              
398     4e-127
WP_000207838.1  GTP-binding protein [Bacillus thuringiensis]       
398     4e-127
WP_073541995.1  GTP-binding protein [Bacillus cereus]              
398     5e-127
WP_098339567.1  tetracycline resistance ribosomal protection p...  
399     5e-127
WP_088068882.1  GTP-binding protein [Bacillus thuringiensis]       
398     5e-127
WP_098453222.1  GTP-binding protein [Bacillus cereus]              
398     5e-127



WP_086403602.1  GTP-binding protein [Bacillus thuringiensis]       
398     5e-127
WP_098363740.1  GTP-binding protein [Bacillus anthracis]           
398     5e-127
WP_061659307.1  GTP-binding protein [Bacillus cereus]              
398     5e-127
WP_098216642.1  GTP-binding protein [Bacillus cereus]              
398     5e-127
WP_094424885.1  GTP-binding protein [Bacillus clausii]             
398     5e-127
WP_097999643.1  GTP-binding protein [Bacillus cereus]              
398     5e-127
WP_071739201.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
398     5e-127
WP_033695866.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
398     5e-127
WP_000207814.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
398     6e-127
WP_097881992.1  GTP-binding protein [Bacillus cereus]              
398     6e-127
WP_098080641.1  GTP-binding protein [Bacillus wiedmannii]          
398     6e-127
WP_098601565.1  GTP-binding protein [Bacillus cereus]              
398     6e-127
WP_098652469.1  GTP-binding protein [Bacillus toyonensis]          
398     6e-127
WP_027772293.1  GTP-binding protein [Streptomyces sp. CNQ329]      
399     6e-127
WP_098156070.1  GTP-binding protein [Bacillus wiedmannii]          
398     7e-127
WP_088009402.1  GTP-binding protein [Bacillus mycoides]            
398     7e-127
WP_000207813.1  GTP-binding protein [Bacillus cereus]              
398     7e-127
WP_001977398.1  GTP-binding protein [Bacillus cereus]              
398     7e-127
WP_048538277.1  GTP-binding protein [Bacillus cereus]              
398     7e-127
WP_098603752.1  GTP-binding protein [Bacillus cereus]              
398     7e-127
WP_098938717.1  GTP-binding protein [Bacillus cereus]              
398     7e-127
WP_016091155.1  tetracycline resistance ribosomal protection p...  
398     7e-127
WP_098288925.1  GTP-binding protein [Bacillus cereus]              
398     8e-127
WP_098913240.1  GTP-binding protein [Bacillus cereus]              
397     8e-127
WP_086601557.1  GTP-binding protein [Streptomyces swartbergensis]  
398     8e-127
WP_061655559.1  GTP-binding protein [Bacillus cereus]              
397     8e-127
WP_000207797.1  GTP-binding protein [Bacillus cereus]              
397     8e-127



WP_098125916.1  GTP-binding protein [Bacillus cereus]              
397     8e-127
WP_044792915.1  GTP-binding protein [Bacillus thuringiensis]       
397     8e-127
WP_098270357.1  GTP-binding protein [Bacillus anthracis]           
397     8e-127
EGN48718.1  hypothetical protein HMPREF0990_00619 [Lachnospira...  
385     9e-127
WP_098880723.1  GTP-binding protein [Bacillus cereus]              
397     9e-127
WP_089171336.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
397     9e-127
WP_098144011.1  GTP-binding protein [Bacillus wiedmannii]          
397     9e-127
WP_098768440.1  GTP-binding protein [Bacillus cereus]              
397     9e-127
WP_073939854.1  GTP-binding protein [Streptomyces sp. TSRI0107]    
398     9e-127
WP_098072013.1  GTP-binding protein [Bacillus toyonensis]          
397     9e-127
WP_077016163.1  GTP-binding protein [Kribbella sp. ALI-6-A]        
398     1e-126
WP_098281203.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_059194595.1  GTP-binding protein [Streptomyces antibioticus]    
397     1e-126
WP_001826764.1  GTP-binding protein [Streptococcus pneumoniae]     
384     1e-126
WP_000207801.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_074563084.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_098235357.1  GTP-binding protein [Bacillus thuringiensis]       
397     1e-126
WP_100061905.1  GTP-binding protein [Bacillus toyonensis]          
397     1e-126
WP_071679760.1  MULTISPECIES: GTP-binding protein [Bacillus]       
397     1e-126
WP_042514915.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
397     1e-126
WP_098431991.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_076137651.1  GTP-binding protein [Paenibacillus odorifer]       
397     1e-126
WP_098375902.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_098380667.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_000207815.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
397     1e-126
WP_074602035.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_000207796.1  GTP-binding protein [Bacillus cereus]              
397     1e-126



WP_001817445.1  MULTISPECIES: GTP-binding protein [Bacilli]        
384     1e-126
WP_061457388.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_016110228.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_049563573.1  GTP-binding protein [Nonomuraea sp. SBT364]        
397     1e-126
WP_098852368.1  GTP-binding protein [Bacillus thuringiensis]       
397     1e-126
EHD87858.1  small GTP-binding domain protein [Streptococcus pn...  
384     1e-126
WP_098298136.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_075677246.1  MULTISPECIES: GTP-binding protein [Bacillus]       
397     1e-126
WP_098015982.1  GTP-binding protein [Bacillus toyonensis]          
397     1e-126
WP_000207793.1  GTP-binding protein [Bacillus cereus]              
397     1e-126
WP_044584586.1  GTP-binding protein [Bacillus bombysepticus]       
397     1e-126
WP_001821424.1  MULTISPECIES: GTP-binding protein [Streptococcus]  
384     1e-126
WP_003068336.1  MULTISPECIES: GTP-binding protein [Lactobacill...  
384     1e-126
WP_107724531.1  GTP-binding protein [Desmospora activa]            
397     1e-126
WP_022524490.1  GTP-binding protein [Streptococcus constellatus]   
384     1e-126
WP_000207787.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
397     1e-126
WP_098767570.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_095938230.1  GTP-binding protein [Streptomyces sp. Tue6028]     
397     2e-126
WP_098286740.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_098069168.1  GTP-binding protein [Bacillus wiedmannii]          
397     2e-126
WP_048555101.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_098423546.1  GTP-binding protein [Bacillus anthracis]           
397     2e-126
WP_100618842.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_070173394.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
397     2e-126
WP_077565691.1  GTP-binding protein [Paenibacillus ihbetae]        
397     2e-126
PJP40604.1  tetracycline resistance ribosomal protection prote...  
384     2e-126
WP_097854653.1  GTP-binding protein [Bacillus toyonensis]          
397     2e-126



WP_000207794.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
397     2e-126
EFO69518.1  GTP-binding domain protein [Lactobacillus iners La...  
384     2e-126
WP_099935351.1  GTP-binding protein [Streptomyces sp. 1121.2]      
397     2e-126
WP_071740767.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_098319669.1  GTP-binding protein [Bacillus anthracis]           
397     2e-126
WP_098184567.1  GTP-binding protein [Bacillus toyonensis]          
397     2e-126
WP_098180473.1  GTP-binding protein [Bacillus toyonensis]          
397     2e-126
WP_078438923.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_098296801.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_076207755.1  GTP-binding protein [Paenibacillus odorifer]       
397     2e-126
WP_030931205.1  GTP-binding protein [Streptomyces violaceoruber]   
397     2e-126
WP_030282618.1  GTP-binding protein [Streptomyces sp. NRRL B-5...  
397     2e-126
WP_098300198.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_048535731.1  GTP-binding protein [Bacillus cereus]              
397     2e-126
WP_080326834.1  tetracycline resistance ribosomal protection p...  
396     2e-126
WP_070184032.1  MULTISPECIES: GTP-binding protein [Bacillus]       
396     2e-126
WP_016118171.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
396     2e-126
WP_097980569.1  GTP-binding protein [Bacillus toyonensis]          
396     2e-126
WP_098379193.1  GTP-binding protein [Bacillus cereus]              
396     2e-126
WP_098349869.1  GTP-binding protein [Bacillus anthracis]           
396     2e-126
WP_098887702.1  GTP-binding protein [Bacillus cereus]              
396     2e-126
WP_091306093.1  GTP-binding protein [Micromonospora chersina]      
397     2e-126
WP_098826159.1  GTP-binding protein [Bacillus toyonensis]          
396     2e-126
WP_000207773.1  GTP-binding protein [Bacillus cereus]              
396     2e-126
WP_048568594.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_098785967.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_098581792.1  GTP-binding protein [Bacillus cereus]              
396     3e-126



WP_097954308.1  GTP-binding protein [Bacillus toyonensis]          
396     3e-126
WP_025147870.1  GTP-binding protein [Bacillus sp. H1a]             
396     3e-126
WP_098681228.1  GTP-binding protein [Bacillus wiedmannii]          
396     3e-126
WP_098880230.1  GTP-binding protein [Bacillus anthracis]           
396     3e-126
WP_000207784.1  MULTISPECIES: tetracycline resistance ribosoma...  
396     3e-126
WP_044796897.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_098238255.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_098541970.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_098876292.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_098616777.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_000207807.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_009593478.1  GTP-binding protein [Paenibacillus sp. HGF5]       
396     3e-126
WP_000207795.1  MULTISPECIES: GTP-binding protein [Bacillus]       
396     3e-126
WP_078110412.1  tetracycline resistance ribosomal protection p...  
396     3e-126
WP_097882251.1  GTP-binding protein [Bacillus toyonensis]          
396     3e-126
WP_088115829.1  GTP-binding protein [Bacillus cereus]              
395     3e-126
WP_097996165.1  GTP-binding protein [Bacillus anthracis]           
396     3e-126
WP_069604671.1  GTP-binding protein [Bacillus cereus]              
396     3e-126
WP_098487951.1  GTP-binding protein [Bacillus cereus]              
396     4e-126
WP_098355296.1  GTP-binding protein [Bacillus cereus]              
396     4e-126
WP_098132503.1  GTP-binding protein [Bacillus wiedmannii]          
396     4e-126
WP_000207790.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
396     4e-126
WP_098581325.1  GTP-binding protein [Bacillus cereus]              
396     4e-126
WP_000207806.1  MULTISPECIES: GTP-binding protein [Bacillus]       
396     4e-126
WP_028539038.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
397     4e-126
EOS55661.1  translation elongation factor G [Paenibacillus bar...  
397     4e-126
WP_098123664.1  GTP-binding protein [Bacillus wiedmannii]          
396     4e-126



WP_088091599.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
396     4e-126
CJV61492.1  tetracycline resistance protein TetM [Streptococcu...  
380     4e-126
WP_098274036.1  GTP-binding protein [Bacillus cereus]              
396     4e-126
WP_030026231.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
396     4e-126
WP_000207785.1  MULTISPECIES: GTP-binding protein [Bacillus]       
395     4e-126
WP_098718789.1  GTP-binding protein [Bacillus toyonensis]          
395     4e-126
WP_088046323.1  GTP-binding protein [Bacillus thuringiensis]       
395     4e-126
WP_072655305.1  GTP-binding protein [Streptomyces viridifaciens]   
396     4e-126
WP_097879342.1  tetracycline resistance ribosomal protection p...  
395     4e-126
WP_063536710.1  GTP-binding protein [Bacillus cereus]              
395     4e-126
WP_098631347.1  GTP-binding protein [Bacillus wiedmannii]          
395     5e-126
AFT65577.1  TetM, partial [Clostridioides difficile]               
384     5e-126
WP_050821928.1  MULTISPECIES: GTP-binding protein [Bacillus]       
395     5e-126
SME99119.1  ribosomal protection tetracycline resistance prote...  
396     5e-126
WP_085169366.1  GTP-binding protein [Paenibacillus sp. J6]         
396     5e-126
WP_053564128.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
395     5e-126
WP_088299050.1  GTP-binding protein [Bacillus cereus]              
395     5e-126
WP_058004226.1  tetracycline resistance ribosomal protection p...  
396     5e-126
WP_097995016.1  GTP-binding protein [Bacillus cereus]              
395     5e-126
WP_087981043.1  GTP-binding protein [Bacillus cereus]              
395     5e-126
WP_106074913.1  tetracycline resistance ribosomal protection p...  
395     5e-126
WP_098771490.1  GTP-binding protein [Bacillus cereus]              
395     5e-126
WP_098822820.1  GTP-binding protein [Bacillus toyonensis]          
395     5e-126
CUB51017.1  Tetracycline resistance protein TetO [Bacillus sub...  
395     5e-126
AMP51306.1  elongation factor Tu GTP binding domain protein [u...  
393     5e-126
WP_073523415.1  GTP-binding protein [Bacillus cereus]              
395     5e-126
WP_098174194.1  GTP-binding protein [Bacillus toyonensis]          
395     6e-126



WP_078186747.1  GTP-binding protein [Bacillus cereus]              
395     6e-126
WP_098651237.1  GTP-binding protein [Bacillus toyonensis]          
395     6e-126
WP_098387102.1  GTP-binding protein [Bacillus cereus]              
395     6e-126
CUB13758.1  Tetracycline resistance protein TetO [Bacillus cer...  
395     6e-126
WP_098358159.1  MULTISPECIES: GTP-binding protein [Bacillus]       
395     6e-126
WP_078421523.1  GTP-binding protein [Bacillus cereus]              
395     6e-126
WP_061139140.1  MULTISPECIES: GTP-binding protein [Bacillus]       
395     6e-126
WP_053512514.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
395     6e-126
WP_063225298.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
395     6e-126
KOS27491.1  tetracycline resistance protein [Bacillus anthracis]   
395     6e-126
WP_086403399.1  GTP-binding protein [Bacillus thuringiensis]       
395     6e-126
WP_098627842.1  tetracycline resistance ribosomal protection p...  
395     6e-126
WP_088106656.1  GTP-binding protein [Bacillus cereus]              
395     6e-126
WP_098520520.1  GTP-binding protein [Bacillus cereus]              
395     7e-126
WP_097918509.1  GTP-binding protein [Bacillus cereus]              
395     7e-126
WP_000207786.1  MULTISPECIES: GTP-binding protein [Bacillus]       
395     7e-126
WP_071381934.1  GTP-binding protein [Streptomyces sp. MUSC 1]      
395     7e-126
WP_097905485.1  GTP-binding protein [Bacillus cereus]              
395     7e-126
WP_098390105.1  GTP-binding protein [Bacillus thuringiensis]       
395     7e-126
WP_098207495.1  GTP-binding protein [Bacillus cereus]              
395     7e-126
WP_058083215.1  GTP-binding protein [Streptomyces hygroscopicus]   
396     7e-126
WP_061182873.1  GTP-binding protein [Bacillus cereus]              
395     7e-126
WP_070806371.1  GTP-binding protein [Bacillus sp. ABP14]           
395     8e-126
WP_103652782.1  GTP-binding protein [Bacillus thuringiensis]       
395     8e-126
WP_097861031.1  GTP-binding protein [Bacillus toyonensis]          
395     8e-126
WP_087970853.1  GTP-binding protein [Bacillus thuringiensis]       
395     8e-126
WP_098202919.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
395     8e-126



WP_042598191.1  GTP-binding protein [Bacillus thuringiensis]       
395     8e-126
WP_098294807.1  GTP-binding protein [Bacillus cereus]              
395     8e-126
WP_005164048.1  GTP-binding protein [Amycolatopsis azurea]         
395     8e-126
WP_098814471.1  GTP-binding protein [Bacillus wiedmannii]          
395     8e-126
WP_071772934.1  GTP-binding protein [Bacillus sp. NH11B]           
395     8e-126
WP_044090702.1  GTP-binding protein [Bifidobacterium reuteri]      
378     9e-126
WP_091344501.1  GTP-binding protein [Micromonospora rhizosphae...  
395     9e-126
WP_098878908.1  GTP-binding protein [Bacillus cereus]              
395     9e-126
WP_071977357.1  GTP-binding protein [Bacillus obstructivus]        
395     9e-126
WP_000207799.1  MULTISPECIES: GTP-binding protein [Bacillus]       
395     9e-126
WP_016430685.1  GTP-binding protein [Streptomyces sp. HGB0020]     
395     9e-126
WP_088046657.1  tetracycline resistance ribosomal protection p...  
395     9e-126
WP_086390623.1  GTP-binding protein [Bacillus thuringiensis]       
395     9e-126
WP_070179873.1  GTP-binding protein [Bacillus thuringiensis]       
395     9e-126
WP_098126762.1  GTP-binding protein [Bacillus toyonensis]          
395     9e-126
COS31641.1  putative tetracycline resistance protein tet(O/W/3...  
393     1e-125
WP_098587722.1  GTP-binding protein [Bacillus thuringiensis]       
395     1e-125
WP_097820242.1  GTP-binding protein [Bacillus cereus]              
395     1e-125
WP_016108676.1  GTP-binding protein [Bacillus cereus]              
395     1e-125
WP_002066047.1  GTP-binding protein [Bacillus cereus]              
395     1e-125
WP_098103118.1  tetracycline resistance ribosomal protection p...  
395     1e-125
WP_000207821.1  MULTISPECIES: GTP-binding protein [Bacillus]       
395     1e-125
WP_097864155.1  GTP-binding protein [Bacillus cereus]              
395     1e-125
ATI60177.1  tetracycline resistance protein [Bacillus cereus]      
395     1e-125
WP_000207800.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
394     1e-125
WP_016136730.1  MULTISPECIES: GTP-binding protein [Bacillus]       
394     1e-125
WP_030549954.1  MULTISPECIES: GTP-binding protein [Streptomyce...  
395     1e-125



WP_000207772.1  tetracycline resistance ribosomal protection p...  
394     1e-125
WP_000207839.1  GTP-binding protein [Bacillus cereus]              
394     1e-125
WP_098266313.1  GTP-binding protein [Bacillus cereus]              
394     1e-125
WP_053849966.1  GTP-binding protein [Streptomyces sp. NRRL B-2...  
395     1e-125
WP_033348106.1  GTP-binding protein [Kitasatospora aureofaciens]   
395     1e-125
WP_016717851.1  GTP-binding protein [Bacillus cereus]              
394     1e-125
WP_098651355.1  GTP-binding protein [Bacillus toyonensis]          
394     1e-125
WP_074650727.1  GTP-binding protein [Bacillus cereus]              
394     1e-125
WP_064471179.1  GTP-binding protein [Bacillus wiedmannii]          
394     1e-125
WP_078498386.1  GTP-binding protein [Paenibacillus selenitired...  
394     1e-125
WP_087949617.1  GTP-binding protein [Bacillus thuringiensis]       
394     2e-125
WP_076538512.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_064057545.1  GTP-binding protein [Bacillus wiedmannii]          
394     2e-125
WP_061530631.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
394     2e-125
WP_099919045.1  GTP-binding protein [Streptomyces sp. 94]          
395     2e-125
WP_036663538.1  GTP-binding protein [Paenibacillus sp. FSL H8-...  
394     2e-125
WP_000207775.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_098395841.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
394     2e-125
WP_098213081.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_026931358.1  GTP-binding protein [Glycomyces tenuis]            
395     2e-125
WP_062821705.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_061682005.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_098935345.1  GTP-binding protein [Bacillus toyonensis]          
394     2e-125
WP_087984601.1  GTP-binding protein [Bacillus thuringiensis]       
394     2e-125
WP_054711139.1  GTP-binding protein [Bacillus sp. JCM 19041]       
394     2e-125
WP_076303356.1  GTP-binding protein [Paenibacillus odorifer]       
394     2e-125
WP_000207819.1  GTP-binding protein [Bacillus cereus]              
394     2e-125



WP_021727846.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
394     2e-125
WP_098840828.1  GTP-binding protein [Bacillus sp. AFS033286]       
394     2e-125
WP_060487229.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_000207791.1  GTP-binding protein [Bacillus thuringiensis]       
394     2e-125
WP_098356146.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_087875509.1  GTP-binding protein [Bacillus thuringiensis]       
394     2e-125
WP_048656357.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_074554723.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_102956528.1  GTP-binding protein [Bacillus thuringiensis]       
394     2e-125
WP_070756619.1  GTP-binding protein [Bacillus sp. RZ2MS9]          
394     2e-125
WP_048566143.1  MULTISPECIES: GTP-binding protein [Bacillus]       
394     2e-125
WP_071723687.1  GTP-binding protein [Bacillus sp. 0711P9-1]        
394     2e-125
WP_098688864.1  GTP-binding protein [Bacillus toyonensis]          
394     2e-125
WP_000207776.1  GTP-binding protein [Bacillus thuringiensis]       
394     2e-125
WP_097223686.1  GTP-binding protein [Streptomyces sp. OV198]       
394     2e-125
WP_097858981.1  GTP-binding protein [Bacillus wiedmannii]          
394     2e-125
WP_071732015.1  GTP-binding protein [Bacillus thuringiensis]       
394     2e-125
WP_041183863.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_063272418.1  GTP-binding protein [Amycolatopsis keratiniphila]  
394     2e-125
WP_098341682.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_000207817.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_067360068.1  GTP-binding protein [Streptomyces olivochromog...  
394     2e-125
WP_098577319.1  GTP-binding protein [Bacillus wiedmannii]          
394     2e-125
WP_098560664.1  GTP-binding protein [Bacillus cereus]              
394     2e-125
WP_086388295.1  GTP-binding protein [Bacillus thuringiensis]       
394     2e-125
WP_085927335.1  GTP-binding protein [Streptomyces platensis]       
395     2e-125
WP_033318981.1  GTP-binding protein [Streptomyces yerevanensis]    
394     2e-125



WP_098063664.1  GTP-binding protein [Bacillus toyonensis]          
394     2e-125
WP_079657901.1  GTP-binding protein [Streptomyces sp. 3214.6]      
394     2e-125
WP_100633937.1  GTP-binding protein [Bacillus cereus]              
394     3e-125
WP_088096824.1  GTP-binding protein [Bacillus cereus]              
394     3e-125
WP_095850877.1  GTP-binding protein [Streptomyces sp. Ag82_O1-15]  
394     3e-125
WP_098688062.1  GTP-binding protein [Bacillus toyonensis]          
394     3e-125
AMP46867.1  elongation factor Tu GTP binding domain protein [u...  
380     3e-125
WP_098759426.1  GTP-binding protein [Bacillus anthracis]           
394     3e-125
WP_097830202.1  GTP-binding protein [Bacillus cereus]              
394     3e-125
WP_098298894.1  GTP-binding protein [Bacillus anthracis]           
394     3e-125
WP_097822362.1  GTP-binding protein [Bacillus thuringiensis]       
394     3e-125
WP_072028650.1  GTP-binding protein [Amycolatopsis keratiniphila]  
393     3e-125
WP_086385810.1  GTP-binding protein [Bacillus thuringiensis]       
394     3e-125
WP_016134813.1  GTP-binding protein [Bacillus cereus]              
394     3e-125
WP_074540974.1  GTP-binding protein [Bacillus cereus]              
394     3e-125
WP_087966943.1  GTP-binding protein [Bacillus thuringiensis]       
394     3e-125
WP_084064178.1  MULTISPECIES: GTP-binding protein [Bacillus]       
394     3e-125
WP_098115864.1  GTP-binding protein [Bacillus wiedmannii]          
394     3e-125
WP_061671897.1  GTP-binding protein [Bacillus wiedmannii]          
394     3e-125
WP_098130182.1  GTP-binding protein [Bacillus wiedmannii]          
394     3e-125
OEV31870.1  GTP-binding protein [Streptomyces nanshensis]          
394     3e-125
WP_098099331.1  GTP-binding protein [Bacillus toyonensis]          
393     4e-125
WP_097960934.1  GTP-binding protein [Bacillus thuringiensis]       
393     4e-125
WP_088229516.1  MULTISPECIES: GTP-binding protein [Bacillus]       
393     4e-125
WP_064449298.1  GTP-binding protein [Bacillus wiedmannii]          
393     4e-125
WP_030986857.1  GTP-binding protein [Streptomyces sp. NRRL WC-...  
394     4e-125
WP_059262515.1  GTP-binding protein [Streptomyces corchorusii]     
394     4e-125



WP_000207803.1  GTP-binding protein [Bacillus cereus]              
393     4e-125
AMJ35357.1  elongation factor Tu GTP binding domain protein [u...  
380     4e-125
WP_070172510.1  GTP-binding protein [Bacillus anthracis]           
393     4e-125
WP_020673402.1  GTP-binding protein [Amycolatopsis nigrescens]     
393     4e-125
WP_044307263.1  GTP-binding protein [Bacillus cereus]              
393     4e-125
WP_097987378.1  GTP-binding protein [Bacillus thuringiensis]       
393     4e-125
WP_048557758.1  GTP-binding protein [Bacillus cereus]              
393     4e-125
WP_098985922.1  GTP-binding protein [Bacillus cereus]              
393     4e-125
WP_106103319.1  GTP-binding protein [Bacillus thuringiensis]       
393     4e-125
WP_098253599.1  GTP-binding protein [Bacillus anthracis]           
393     4e-125
WP_076277910.1  GTP-binding protein [Paenibacillus odorifer]       
394     4e-125
WP_098048452.1  GTP-binding protein [Bacillus wiedmannii]          
393     4e-125
WP_097936194.1  GTP-binding protein [Bacillus toyonensis]          
393     4e-125
WP_016087331.1  GTP-binding protein [Bacillus cereus]              
393     4e-125
WP_038518607.1  GTP-binding protein [Amycolatopsis japonica]       
393     4e-125
WP_106081949.1  GTP-binding protein [Bacillus thuringiensis]       
393     4e-125
WP_098009604.1  GTP-binding protein [Bacillus toyonensis]          
393     4e-125
WP_106824753.1  GTP-binding protein [Bacillus cereus]              
393     4e-125
WP_000207782.1  GTP-binding protein [Bacillus cereus]              
393     4e-125
WP_098781735.1  GTP-binding protein [Bacillus cereus]              
393     4e-125
WP_000207812.1  GTP-binding protein [Bacillus cereus]              
393     5e-125
WP_074615634.1  GTP-binding protein [Bacillus cereus]              
393     5e-125
WP_094594591.1  GTP-binding protein [Paenibacillus sp. XY044]      
393     5e-125
WP_096775460.1  GTP-binding protein [Paenibacillus lautus]         
393     5e-125
WP_074083232.1  GTP-binding protein [Paenibacillus sp. P32E]       
394     5e-125
WP_091288457.1  GTP-binding protein [Amycolatopsis xylanica]       
392     5e-125
WP_098578189.1  GTP-binding protein [Bacillus thuringiensis]       
393     5e-125



WP_014676696.1  GTP-binding protein [Streptomyces hygroscopicus]   
394     5e-125
WP_079107999.1  GTP-binding protein [Streptococcus pneumoniae]     
380     5e-125
WP_060631344.1  GTP-binding protein [Bacillus thuringiensis]       
393     5e-125
WP_076145470.1  GTP-binding protein [Paenibacillus odorifer]       
393     5e-125
WP_098661250.1  GTP-binding protein [Bacillus toyonensis]          
393     5e-125
WP_098179351.1  GTP-binding protein [Bacillus toyonensis]          
393     5e-125
WP_000209604.1  MULTISPECIES: GTP-binding protein [Bacillus]       
393     5e-125
WP_006301404.1  GTP-binding protein [Aminomonas paucivorans]       
393     5e-125
WP_015734827.1  GTP-binding protein [Paenibacillus sp. Y412MC10]   
393     5e-125
WP_098582829.1  GTP-binding protein [Bacillus cereus]              
393     5e-125
WP_098597779.1  GTP-binding protein [Bacillus cereus]              
393     5e-125
WP_060851999.1  GTP-binding protein [Bacillus thuringiensis]       
393     5e-125
WP_098347023.1  GTP-binding protein [Bacillus anthracis]           
393     6e-125
WP_098405331.1  GTP-binding protein [Bacillus cereus]              
393     6e-125
WP_097914093.1  GTP-binding protein [Bacillus thuringiensis]       
393     6e-125
WP_098645458.1  GTP-binding protein [Bacillus cereus]              
393     6e-125
WP_098326990.1  GTP-binding protein [Bacillus cereus]              
393     6e-125
WP_078993835.1  GTP-binding protein [Bacillus thuringiensis]       
393     6e-125
WP_074101168.1  GTP-binding protein [Paenibacillus sp. P3E]        
393     6e-125
OUB20038.1  tetracycline resistance protein [Bacillus thuringi...  
393     6e-125
WP_025966074.1  GTP-binding protein [Bacillus cereus]              
393     6e-125
WP_023522319.1  GTP-binding protein [Bacillus thuringiensis]       
393     6e-125
WP_043936983.1  MULTISPECIES: GTP-binding protein [Bacillus]       
393     6e-125
WP_098276660.1  GTP-binding protein [Bacillus thuringiensis]       
393     6e-125
WP_097920775.1  GTP-binding protein [Bacillus thuringiensis]       
393     6e-125
WP_087955843.1  GTP-binding protein [Bacillus thuringiensis]       
393     6e-125
WP_076856476.1  GTP-binding protein [Bacillus cereus]              
392     7e-125



WP_046199296.1  MULTISPECIES: GTP-binding protein [Bacillus]       
392     7e-125
WP_061660011.1  GTP-binding protein [Bacillus cereus]              
392     7e-125
WP_037750473.1  GTP-binding protein [Streptomyces mirabilis]       
393     8e-125
WP_063547740.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
392     8e-125
WP_000207778.1  GTP-binding protein [Bacillus cereus]              
392     8e-125
WP_095755238.1  GTP-binding protein [Streptomyces sp. SA15]        
393     8e-125
CGG62230.1  putative tetracycline resistance protein tet(O/W/3...  
392     8e-125
WP_098914269.1  GTP-binding protein [Bacillus cereus]              
392     8e-125
WP_046262628.1  GTP-binding protein [Streptomyces sp. WM6386]      
393     9e-125
WP_000207802.1  GTP-binding protein [Bacillus cereus]              
392     9e-125
WP_076309578.1  GTP-binding protein [Paenibacillus odorifer]       
393     9e-125
WP_046110059.1  GTP-binding protein [Devosia geojensis]            
392     9e-125
WP_098204289.1  GTP-binding protein [Bacillus wiedmannii]          
392     9e-125
WP_000207777.1  GTP-binding protein [Bacillus cereus]              
392     1e-124
WP_073935346.1  GTP-binding protein [Streptomyces sp. CB02400]     
392     1e-124
WP_098785410.1  GTP-binding protein [Bacillus cereus]              
392     1e-124
WP_030244424.1  GTP-binding protein [Streptomyces sp. NRRL S-350]  
392     1e-124
WP_088745802.1  GTP-binding protein [Enterococcus hirae]           
379     1e-124
WP_070011477.1  GTP-binding protein [Streptomyces abyssalis]       
393     1e-124
WP_046946010.1  GTP-binding protein [Bacillus cereus]              
392     1e-124
WP_076316927.1  GTP-binding protein [Paenibacillus odorifer]       
392     1e-124
WP_000207774.1  GTP-binding protein [Bacillus cereus]              
392     1e-124
WP_074789888.1  GTP-binding protein [Bacillus thuringiensis]       
392     1e-124
EGL86977.1  GTP-binding domain protein [Streptococcus oralis S...  
380     1e-124
WP_084744559.1  GTP-binding protein [Dielma fastidiosa]            
379     1e-124
WP_098227245.1  GTP-binding protein [Bacillus toyonensis]          
392     1e-124
WP_098091366.1  GTP-binding protein [Bacillus wiedmannii]          
392     1e-124



WP_076129526.1  GTP-binding protein [Paenibacillus odorifer]       
392     1e-124
WP_098670710.1  GTP-binding protein [Bacillus sp. AFS059628]       
392     1e-124
WP_098106955.1  GTP-binding protein [Bacillus toyonensis]          
392     1e-124
WP_098925948.1  GTP-binding protein [Bacillus anthracis]           
392     1e-124
WP_097997376.1  GTP-binding protein [Bacillus thuringiensis]       
392     2e-124
WP_048526200.1  GTP-binding protein [Bacillus cereus]              
392     2e-124
WP_000207841.1  GTP-binding protein [Bacillus cereus]              
392     2e-124
WP_098722196.1  GTP-binding protein [Bacillus wiedmannii]          
392     2e-124
WP_098451801.1  GTP-binding protein [Bacillus thuringiensis]       
392     2e-124
WP_101787645.1  GTP-binding protein [Nonomuraea indica]            
392     2e-124
WP_065229002.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
392     2e-124
WP_000207798.1  GTP-binding protein [Bacillus cereus]              
392     2e-124
WP_098259317.1  GTP-binding protein [Bacillus cereus]              
392     2e-124
WP_076282042.1  GTP-binding protein [Paenibacillus odorifer]       
392     2e-124
WP_000207779.1  MULTISPECIES: GTP-binding protein [Bacillus]       
392     2e-124
WP_078418104.1  GTP-binding protein [Bacillus cereus]              
392     2e-124
WP_030845064.1  GTP-binding protein [Streptomyces sp. NRRL S-475]  
392     2e-124
WP_093698327.1  GTP-binding protein [Streptomyces sp. 2231.1]      
392     2e-124
WP_098672105.1  GTP-binding protein [Bacillus cereus]              
391     2e-124
WP_097981879.1  MULTISPECIES: GTP-binding protein [Bacillus]       
391     2e-124
WP_098953430.1  GTP-binding protein [Bacillus wiedmannii]          
391     2e-124
WP_098252462.1  GTP-binding protein [Bacillus cereus]              
391     2e-124
WP_061130392.1  GTP-binding protein [Bacillus cereus]              
391     2e-124
AMP54771.1  elongation factor Tu GTP binding domain protein [u...  
379     2e-124
WP_098366028.1  GTP-binding protein [Bacillus thuringiensis]       
391     2e-124
WP_098815310.1  GTP-binding protein [Bacillus wiedmannii]          
391     2e-124
WP_062921122.1  MULTISPECIES: GTP-binding protein [Bacillus]       
391     2e-124



WP_000207818.1  GTP-binding protein [Bacillus thuringiensis]       
391     2e-124
WP_097841252.1  MULTISPECIES: GTP-binding protein [Bacillus]       
391     2e-124
WP_000207781.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
391     2e-124
WP_016095714.1  GTP-binding protein [Bacillus cereus]              
391     2e-124
WP_098684107.1  GTP-binding protein [Bacillus thuringiensis]       
391     2e-124
WP_079245696.1  GTP-binding protein [Bacillus thuringiensis]       
391     2e-124
WP_000207809.1  GTP-binding protein [Bacillus cereus]              
391     2e-124
WP_000207816.1  GTP-binding protein [Bacillus cereus]              
391     2e-124
WP_000207811.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
391     3e-124
WP_098162334.1  GTP-binding protein [Bacillus toyonensis]          
391     3e-124
WP_061884320.1  GTP-binding protein [Bacillus thuringiensis]       
391     3e-124
WP_103622490.1  GTP-binding protein [Bacillus thuringiensis]       
391     3e-124
WP_098284721.1  GTP-binding protein [Bacillus thuringiensis]       
391     3e-124
WP_088867818.1  GTP-binding protein [Bacillus cereus]              
391     3e-124
WP_098911125.1  GTP-binding protein [Bacillus thuringiensis]       
391     3e-124
WP_064475662.1  GTP-binding protein [Bacillus wiedmannii]          
391     3e-124
WP_076305359.1  GTP-binding protein [Paenibacillus odorifer]       
391     3e-124
AFT65576.1  TetM, partial [Clostridioides difficile]               
380     3e-124
WP_000207792.1  GTP-binding protein [Bacillus cereus]              
391     3e-124
WP_074533382.1  GTP-binding protein [Bacillus cereus]              
391     3e-124
WP_074110803.1  GTP-binding protein [Paenibacillus sp. P46E]       
391     3e-124
WP_000691752.1  GTP-binding protein [Streptococcus pneumoniae]     
378     3e-124
WP_089149480.1  GTP-binding protein [Bacillus sp. M13(2017)]       
391     4e-124
WP_090911413.1  GTP-binding protein [Paenibacillus sp. cl141a]     
391     4e-124
WP_097271842.1  GTP-binding protein [Streptomyces sp. TLI_55]      
391     4e-124
WP_098834199.1  GTP-binding protein [Bacillus thuringiensis]       
391     4e-124
WP_098926545.1  GTP-binding protein [Bacillus cereus]              
391     4e-124



WP_074608511.1  GTP-binding protein [Bacillus cereus]              
390     4e-124
WP_098022276.1  GTP-binding protein [Bacillus cereus]              
390     4e-124
WP_106535987.1  GTP-binding protein [Haloactinopolyspora alba]     
391     4e-124
WP_054236553.1  GTP-binding protein [Actinobacteria bacterium ...  
391     4e-124
WP_098977837.1  GTP-binding protein [Bacillus wiedmannii]          
390     4e-124
WP_000207808.1  GTP-binding protein [Bacillus cereus]              
390     4e-124
WP_016122745.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
390     4e-124
WP_088059261.1  GTP-binding protein [Bacillus mycoides]            
390     4e-124
WP_098057015.1  GTP-binding protein [Bacillus wiedmannii]          
390     4e-124
WP_098686565.1  GTP-binding protein [Bacillus cereus]              
390     5e-124
WP_098430929.1  GTP-binding protein [Bacillus cereus]              
390     5e-124
WP_018759654.1  GTP-binding protein [Paenibacillus terrigena]      
390     5e-124
WP_035700787.1  GTP-binding protein [Glycomyces tenuis]            
390     5e-124
WP_076307103.1  GTP-binding protein [Paenibacillus odorifer]       
391     5e-124
WP_006677586.1  GTP-binding protein [Paenibacillus dendritifor...  
391     5e-124
WP_093782400.1  GTP-binding protein [Streptomyces guanduensis]     
391     5e-124
WP_086387007.1  GTP-binding protein [Bacillus thuringiensis]       
390     5e-124
WP_098147955.1  GTP-binding protein [Bacillus wiedmannii]          
390     5e-124
WP_037346117.1  GTP-binding protein [Amycolatopsis sp. MJM2582]    
390     5e-124
WP_060895799.1  GTP-binding protein [Streptomyces diastatochro...  
390     5e-124
WP_059128016.1  GTP-binding protein [Streptomyces sp. NRRL F-5...  
391     5e-124
WP_103591471.1  GTP-binding protein [Bacillus thuringiensis]       
390     5e-124
WP_012923280.1  GTP-binding protein [Kribbella flavida]            
390     6e-124
WP_098280350.1  GTP-binding protein [Bacillus cereus]              
390     6e-124
WP_098596160.1  GTP-binding protein [Bacillus cereus]              
390     6e-124
WP_051855603.1  GTP-binding protein [Streptomyces sp. NRRL B-1...  
391     6e-124
WP_061536650.1  MULTISPECIES: GTP-binding protein [Bacillus]       
390     6e-124



WP_098868136.1  GTP-binding protein [Bacillus thuringiensis]       
390     6e-124
WP_026923627.1  GTP-binding protein [Glycomyces arizonensis]       
390     7e-124
WP_045862942.1  GTP-binding protein [Streptomyces sp. WMMB 714]    
391     7e-124
WP_020272080.1  GTP-binding protein [Streptomyces afghaniensis]    
390     7e-124
WP_088084525.1  GTP-binding protein [Bacillus cereus]              
390     7e-124
WP_098639898.1  GTP-binding protein [Bacillus wiedmannii]          
390     7e-124
WP_012921159.1  GTP-binding protein [Kribbella flavida]            
390     8e-124
WP_098872226.1  GTP-binding protein [Bacillus cereus]              
390     8e-124
WP_088363862.1  GTP-binding protein [Bacillus cereus]              
390     8e-124
WP_098650532.1  GTP-binding protein [Bacillus wiedmannii]          
390     8e-124
WP_000207825.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
390     8e-124
WP_006927594.1  GTP-binding protein [Bacillus sp. GeD10]           
390     8e-124
WP_098911284.1  GTP-binding protein [Bacillus toyonensis]          
390     8e-124
WP_000207805.1  GTP-binding protein [Bacillus thuringiensis]       
390     8e-124
WP_098855141.1  GTP-binding protein [Bacillus thuringiensis]       
390     8e-124
WP_001992644.1  GTP-binding protein [Bacillus cereus]              
390     9e-124
WP_099683621.1  GTP-binding protein [Bacillus sp. 100374]          
390     9e-124
WP_098509032.1  GTP-binding protein [Bacillus cereus]              
390     9e-124
WP_098137940.1  GTP-binding protein [Bacillus toyonensis]          
390     9e-124
WP_078077952.1  GTP-binding protein [Streptomyces niveus]          
390     9e-124
WP_103141466.1  GTP-binding protein [Bacillus cereus]              
390     9e-124
WP_098084642.1  GTP-binding protein [Bacillus wiedmannii]          
390     9e-124
WP_010724625.1  transposase [Enterococcus faecium]                 
374     9e-124
WP_098116165.1  GTP-binding protein [Bacillus wiedmannii]          
390     9e-124
WP_098843072.1  GTP-binding protein [Bacillus thuringiensis]       
390     9e-124
WP_098902478.1  GTP-binding protein [Bacillus thuringiensis]       
390     1e-123
WP_016514015.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
390     1e-123



WP_093932369.1  GTP-binding protein [Amycolatopsis thailandensis]  
389     1e-123
WP_031027523.1  GTP-binding protein [Streptomyces sp. NRRL WC-...  
390     1e-123
WP_101169116.1  GTP-binding protein [Bacillus sp. SN10]            
390     1e-123
WP_097960038.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
389     1e-123
WP_097843615.1  GTP-binding protein [Bacillus cereus]              
389     1e-123
WP_057294845.1  GTP-binding protein [Nocardioides sp. Soil796]     
390     1e-123
WP_056889944.1  GTP-binding protein [Nocardioides sp. Root151]     
390     1e-123
WP_098541581.1  GTP-binding protein [Bacillus cereus]              
389     1e-123
WP_098001540.1  GTP-binding protein [Bacillus toyonensis]          
389     1e-123
WP_098711493.1  GTP-binding protein [Bacillus toyonensis]          
389     1e-123
AFT65575.1  TetM, partial [Clostridioides difficile]               
378     1e-123
WP_003994940.1  GTP-binding protein [Streptomyces viridochromo...  
390     1e-123
WP_067127113.1  GTP-binding protein [Microtetraspora malaysien...  
390     1e-123
WP_000209603.1  GTP-binding protein [Bacillus thuringiensis]       
389     1e-123
WP_097908587.1  GTP-binding protein [Bacillus wiedmannii]          
389     1e-123
WP_098821275.1  GTP-binding protein [Bacillus toyonensis]          
389     2e-123
WP_061676917.1  GTP-binding protein [Bacillus wiedmannii]          
389     2e-123
WP_010040474.1  GTP-binding protein [Streptomyces chartreusis]     
389     2e-123
WP_097959893.1  GTP-binding protein [Bacillus toyonensis]          
389     2e-123
WP_076875058.1  GTP-binding protein [Bacillus cereus]              
389     2e-123
WP_098805272.1  GTP-binding protein [Bacillus toyonensis]          
389     2e-123
WP_046954224.1  GTP-binding protein [Bacillus cereus]              
389     2e-123
WP_106382945.1  GTP-binding protein [Bacillus wiedmannii]          
389     2e-123
WP_089007929.1  GTP-binding protein [Micromonospora viridifaci...  
389     2e-123
WP_098954518.1  GTP-binding protein [Bacillus toyonensis]          
389     2e-123
WP_030659124.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
390     2e-123
WP_097797620.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
389     2e-123



WP_098222129.1  GTP-binding protein [Bacillus wiedmannii]          
389     2e-123
WP_098709482.1  GTP-binding protein [Bacillus toyonensis]          
389     2e-123
WP_000207823.1  GTP-binding protein [Bacillus cereus]              
389     2e-123
WP_010706236.1  transposase [Enterococcus faecium]                 
373     3e-123
WP_098607789.1  GTP-binding protein [Bacillus cereus]              
389     3e-123
WP_098906152.1  GTP-binding protein [Bacillus cereus]              
388     3e-123
WP_028433974.1  GTP-binding protein [Streptomyces sp. TAA486]      
389     3e-123
WP_075307713.1  GTP-binding protein [Bacillus cereus]              
388     3e-123
WP_106583421.1  GTP-binding protein [Murinocardiopsis flavida]     
389     3e-123
WP_062930886.1  GTP-binding protein [Streptomyces sp. S10(2016)]   
389     3e-123
WP_000207822.1  GTP-binding protein [Bacillus cereus]              
388     3e-123
WP_098209106.1  GTP-binding protein [Bacillus wiedmannii]          
388     4e-123
WP_027346317.1  GTP-binding protein [Hamadaea tsunoensis]          
388     4e-123
WP_000207780.1  GTP-binding protein [Bacillus cereus]              
388     4e-123
WP_059413886.1  GTP-binding protein [Streptomyces azureus]         
388     4e-123
WP_074108390.1  GTP-binding protein [Paenibacillus sp. P26E]       
388     4e-123
WP_088054828.1  GTP-binding protein [Bacillus thuringiensis]       
388     4e-123
WP_036638349.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
388     5e-123
WP_067026426.1  GTP-binding protein [Streptomyces sp. RV15]        
388     5e-123
ANN35368.1  tetracycline resistance protein [Bacillus thuringi...  
388     5e-123
WP_007386640.1  GTP-binding protein [Streptomyces sviceus]         
388     6e-123
WP_097287913.1  GTP-binding protein [Streptomyces sp. OK228]       
388     6e-123
WP_098079316.1  GTP-binding protein [Bacillus wiedmannii]          
387     6e-123
WP_076273581.1  GTP-binding protein [Paenibacillus odorifer]       
388     6e-123
WP_099944941.1  GTP-binding protein [Streptomyces sp. 93]          
388     6e-123
WP_098509130.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
387     6e-123
WP_030252322.1  GTP-binding protein [Streptacidiphilus jeojiense]  
388     6e-123



WP_030605290.1  GTP-binding protein [Streptomyces fulvoviolaceus]  
388     6e-123
WP_104784234.1  GTP-binding protein [Streptomyces sp. 46]          
388     7e-123
WP_034317801.1  GTP-binding protein [Amycolatopsis lurida]         
387     7e-123
WP_007914803.1  GTP-binding protein [Ktedonobacter racemifer]      
388     7e-123
AFT65574.1  TetM, partial [Clostridioides difficile]               
376     7e-123
ABM65169.1  TetW [Bifidobacterium thermophilum]                    
370     7e-123
WP_020633936.1  GTP-binding protein [Amycolatopsis alba]           
387     7e-123
WP_088029897.1  GTP-binding protein [Bacillus cereus]              
387     8e-123
WP_031098384.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
388     8e-123
WP_068782386.1  GTP-binding protein [Paenibacillus sp. GM2]        
389     8e-123
WP_053757057.1  GTP-binding protein [Streptomyces sp. AS58]        
387     8e-123
WP_103492161.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
388     8e-123
WP_080041786.1  GTP-binding protein [Nonomuraea sp. ATCC 55076]    
388     8e-123
WP_006209881.1  GTP-binding protein [Paenibacillus vortex]         
387     8e-123
WP_068620994.1  GTP-binding protein [Paenibacillus tuaregi]        
387     8e-123
WP_076117876.1  GTP-binding protein [Paenibacillus odorifer]       
387     9e-123
WP_000207783.1  GTP-binding protein [Bacillus cereus]              
387     9e-123
WP_031046543.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
387     9e-123
WP_062321889.1  GTP-binding protein [Paenibacillus pabuli]         
387     1e-122
WP_055485788.1  GTP-binding protein [Streptomyces sp. WMMB 322]    
388     1e-122
WP_048547720.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
387     1e-122
WP_098220272.1  GTP-binding protein [Bacillus cereus]              
387     1e-122
WP_073847927.1  GTP-binding protein [Amycolatopsis sp. CB00013]    
387     1e-122
WP_038569059.1  GTP-binding protein [Paenibacillus odorifer]       
387     1e-122
WP_094903857.1  GTP-binding protein [Paenibacillus odorifer]       
387     1e-122
WP_033364982.1  GTP-binding protein [Dactylosporangium auranti...  
387     1e-122
WP_069768779.1  GTP-binding protein [Streptomyces sp. LUP30]       
387     1e-122



WP_098082541.1  GTP-binding protein [Bacillus wiedmannii]          
387     1e-122
WP_107134524.1  GTP-binding protein [Bacillus wiedmannii]          
387     1e-122
KMS88978.1  GTP-binding protein [Streptomyces regensis]            
387     1e-122
WP_042266215.1  GTP-binding protein [Paenibacillus graminis]       
387     1e-122
WP_030350511.1  GTP-binding protein [Streptomyces scopuliridis]    
387     2e-122
WP_098617594.1  GTP-binding protein [Bacillus thuringiensis]       
387     2e-122
WP_076225049.1  GTP-binding protein [Paenibacillus odorifer]       
387     2e-122
WP_046587741.1  GTP-binding protein [Bacillus sp. SA1-12]          
387     2e-122
WP_031133712.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
387     2e-122
WP_098127963.1  GTP-binding protein [Bacillus wiedmannii]          
386     2e-122
WP_098200540.1  GTP-binding protein [Bacillus wiedmannii]          
386     2e-122
WP_042124754.1  GTP-binding protein [Paenibacillus sp. FSL R5-...  
387     2e-122
WP_098201457.1  GTP-binding protein [Bacillus wiedmannii]          
386     2e-122
WP_086407383.1  MULTISPECIES: GTP-binding protein [Bacillus]       
386     2e-122
WP_067443508.1  GTP-binding protein [Streptomyces lincolnensis]    
386     2e-122
WP_046563544.1  GTP-binding protein [Micromonospora sp. HK10]      
387     2e-122
WP_037714123.1  GTP-binding protein [Streptomyces mirabilis]       
386     2e-122
WP_061666951.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
386     3e-122
WP_098867149.1  GTP-binding protein [Bacillus thuringiensis]       
386     3e-122
WP_088947873.1  GTP-binding protein [Micromonospora zamorensis]    
386     3e-122
WP_088122469.1  GTP-binding protein [Bacillus cereus]              
386     3e-122
WP_098133135.1  GTP-binding protein [Bacillus wiedmannii]          
386     3e-122
PJQ99820.1  tetracycline resistance ribosomal protection prote...  
370     3e-122
WP_030172602.1  GTP-binding protein [Streptomyces sp. NRRL S-813]  
386     3e-122
WP_000207789.1  GTP-binding protein [Bacillus cereus]              
385     4e-122
KOV87046.1  GTP-binding protein [Streptomyces sp. NRRL WC-3723]    
386     4e-122
WP_098641881.1  GTP-binding protein [Bacillus wiedmannii]          
385     4e-122



WP_088113343.1  GTP-binding protein [Bacillus cereus]              
385     4e-122
WP_076100045.1  GTP-binding protein [Paenibacillus odorifer]       
385     5e-122
WP_101612711.1  GTP-binding protein [Amycolatopsis sp. BJA-103]    
385     5e-122
WP_093472534.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
386     5e-122
WP_073890912.1  GTP-binding protein [Streptomyces sp. CB01883]     
386     5e-122
WP_048560638.1  MULTISPECIES: GTP-binding protein [Bacillus ce...  
385     5e-122
WP_025117848.1  MULTISPECIES: GTP-binding protein [Bacillus]       
385     5e-122
KOV72169.1  GTP-binding protein [Streptomyces sp. AS58]            
385     5e-122
WP_086734279.1  GTP-binding protein [Streptomyces glaucescens]     
385     5e-122
WP_098517190.1  GTP-binding protein [Bacillus thuringiensis]       
385     6e-122
WP_020525111.1  GTP-binding protein [Catelliglobosispora koree...  
385     6e-122
WP_060862270.1  GTP-binding protein [Paenibacillus riograndensis]  
385     6e-122
WP_098374038.1  GTP-binding protein [Bacillus cereus]              
385     6e-122
WP_072938814.1  GTP-binding protein [Bacillus sp. bc15]            
385     6e-122
KWX54318.1  tetracycline resistance protein tetM [Campylobacte...  
369     6e-122
WP_076284038.1  GTP-binding protein [Paenibacillus odorifer]       
385     7e-122
WP_068778043.1  GTP-binding protein [Paenibacillus sp. GM2]        
385     7e-122
WP_063260315.1  GTP-binding protein [Bacillus cereus]              
385     8e-122
WP_036686792.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
385     8e-122
WP_090993395.1  GTP-binding protein [Paenibacillus sp. OK003]      
385     9e-122
WP_016512644.1  MULTISPECIES: GTP-binding protein [Bacillus]       
384     9e-122
WP_015622942.1  GTP-binding protein [Actinoplanes sp. N902-109]    
385     9e-122
WP_075028184.1  GTP-binding protein [Streptomyces mirabilis]       
385     9e-122
WP_103816462.1  GTP-binding protein [Streptomyces sp. Ru62]        
385     1e-121
WP_067232841.1  GTP-binding protein [Streptomyces longwoodensis]   
385     1e-121
WP_091406681.1  GTP-binding protein [Micromonospora saelicesen...  
385     1e-121
WP_089153402.1  GTP-binding protein [Paenibacillus rubinfantis]    
385     1e-121



WP_086870746.1  GTP-binding protein [Streptomyces viridochromo...  
385     1e-121
WP_103842088.1  GTP-binding protein [Streptomyces sp. Ru72]        
385     1e-121
WP_036324150.1  GTP-binding protein [Microbispora sp. ATCC PTA...  
384     1e-121
WP_078636267.1  GTP-binding protein [Streptomyces antibioticus]    
384     1e-121
WP_093506731.1  GTP-binding protein [Streptomyces sp. Ag109_O5...  
384     1e-121
WP_067279567.1  GTP-binding protein [Streptomyces jeddahensis]     
385     1e-121
WP_094876316.1  GTP-binding protein [Paenibacillus sp. VTT E-1...  
384     2e-121
WP_000207788.1  GTP-binding protein [Bacillus cereus]              
384     2e-121
WP_094874042.1  GTP-binding protein [Paenibacillus sp. VTT E-1...  
384     2e-121
WP_098945939.1  GTP-binding protein [Bacillus sp. AFS029637]       
384     2e-121
WP_103623351.1  GTP-binding protein [Bacillus thuringiensis]       
382     2e-121
WP_042210947.1  GTP-binding protein [Paenibacillus borealis]       
384     2e-121
SNT39461.1  ribosomal protection tetracycline resistance prote...  
384     2e-121
WP_030937792.1  GTP-binding protein [Streptomyces sp. NRRL S-646]  
385     2e-121
CCX36685.1  small GTP-binding protein [Clostridium sp. CAG:1013]   
384     2e-121
WP_015655786.1  GTP-binding protein [Streptomyces davaonensis]     
384     2e-121
WP_042233132.1  GTP-binding protein [Paenibacillus sp. FSL R5-...  
384     2e-121
WP_066367314.1  GTP-binding protein [Bacillus sp. FJAT-27264]      
384     2e-121
WP_030344712.1  GTP-binding protein [Streptomyces sp. NRRL S-1...  
384     2e-121
WP_090891717.1  GTP-binding protein [Bacillus caseinilyticus]      
384     2e-121
WP_063564692.1  GTP-binding protein [Paenibacillus sp. O199]       
384     2e-121
WP_031110204.1  GTP-binding protein [Streptomyces sp. NRRL S-146]  
384     2e-121
WP_053193661.1  GTP-binding protein [Streptomyces resistomycif...  
384     2e-121
WP_085206754.1  GTP-binding protein [Streptomyces sp. Amel2xC10]   
384     2e-121
WP_000207824.1  GTP-binding protein [Bacillus cereus]              
384     2e-121
WP_024492581.1  GTP-binding protein [Streptomyces sp. AW19M42]     
384     2e-121
WP_086730612.1  GTP-binding protein [Streptomyces carpinensis]     
384     3e-121



WP_076151083.1  GTP-binding protein [Paenibacillus glucanolyti...  
383     3e-121
WP_062665501.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
384     3e-121
WP_098230648.1  GTP-binding protein [Bacillus wiedmannii]          
383     3e-121
WP_097890251.1  GTP-binding protein [Bacillus wiedmannii]          
383     3e-121
WP_018384796.1  GTP-binding protein [Streptomyces vitaminophilus]  
384     4e-121
WP_019912996.1  GTP-binding protein [Paenibacillus sp. HW567]      
383     4e-121
WP_026162623.1  GTP-binding protein [Kribbella catacumbae]         
383     4e-121
WP_042134229.1  GTP-binding protein [Paenibacillus sp. FSL P4-...  
383     4e-121
WP_063479332.1  GTP-binding protein [Paenibacillus glucanolyti...  
383     4e-121
WP_076298378.1  GTP-binding protein [Paenibacillus odorifer]       
383     5e-121
WP_046959814.1  GTP-binding protein [Bacillus cereus]              
382     5e-121
WP_097923941.1  GTP-binding protein [Bacillus thuringiensis]       
382     5e-121
WP_086170746.1  GTP-binding protein [Streptomyces pharetrae]       
383     6e-121
WP_088609194.1  GTP-binding protein [Bacillus sp. K2I17]           
382     6e-121
WP_024630144.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
383     6e-121
WP_096189851.1  GTP-binding protein [Bacillus sp. FJAT-44876]      
382     6e-121
WP_046503944.1  GTP-binding protein [Streptomyces odonnellii]      
384     6e-121
WP_053196001.1  GTP-binding protein [Streptomyces viridochromo...  
383     7e-121
WP_099852807.1  GTP-binding protein [Micromonospora sp. CNZ299]    
383     7e-121
WP_090805321.1  GTP-binding protein [Paenibacillus sp. 276b]       
383     7e-121
WP_074309255.1  GTP-binding protein [Micromonospora cremea]        
383     7e-121
GAK38578.1  small GTP-binding protein [Paenibacillus sp. TCA20]    
382     8e-121
WP_042185495.1  GTP-binding protein [Paenibacillus sp. FSL H7-...  
382     8e-121
WP_076242340.1  GTP-binding protein [Paenibacillus sp. FSL H8-...  
382     8e-121
WP_036649654.1  GTP-binding protein [Paenibacillus wynnii]         
382     8e-121
WP_089210847.1  GTP-binding protein [Streptosporangium subroseum]  
382     1e-120
WP_062833737.1  GTP-binding protein [Paenibacillus amylolyticus]   
382     1e-120



WP_052511656.1  GTP-binding protein [Paenibacillus sp. TCA20]      
382     1e-120
WP_101402599.1  GTP-binding protein [Streptomyces sp. OK885]       
382     1e-120
WP_088063841.1  GTP-binding protein [Bacillus cereus]              
382     1e-120
WP_090949071.1  GTP-binding protein [Paenibacillus sp. OK060]      
382     1e-120
WP_098858081.1  GTP-binding protein [Bacillus wiedmannii]          
381     1e-120
WP_039301914.1  GTP-binding protein [Paenibacillus sp. IHB B 3...  
382     1e-120
AMJ36824.1  elongation factor G, domain IV [uncultured bacterium]  
379     1e-120
WP_046501621.1  GTP-binding protein [Paenibacillus riograndensis]  
382     2e-120
WP_086576182.1  tetracycline resistance ribosomal protection p...  
382     2e-120
WP_102638281.1  GTP-binding protein [Streptomyces sp. SMS_SU21]    
381     2e-120
WP_079347056.1  GTP-binding protein [Paenibacillus sp. VT-16-81]   
381     2e-120
WP_038694233.1  GTP-binding protein [Paenibacillus stellifer]      
381     2e-120
WP_073515491.1  GTP-binding protein [Bacillus cereus]              
381     2e-120
WP_037885331.1  GTP-binding protein [Streptomyces viridochromo...  
381     2e-120
WP_104791053.1  GTP-binding protein [Streptomyces sp. QL37]        
382     3e-120
WP_079694783.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
381     3e-120
WP_029137645.1  GTP-binding protein [Nakamurella lactea]           
381     3e-120
WP_094095010.1  GTP-binding protein [Paenibacillus physcomitre...  
382     3e-120
WP_089014005.1  GTP-binding protein [Micromonospora inositola]     
381     3e-120
WP_098830153.1  GTP-binding protein [Bacillus wiedmannii]          
380     3e-120
WP_043350686.1  GTP-binding protein [Beutenbergia cavernae]        
381     4e-120
WP_073728811.1  GTP-binding protein [Streptomyces sp. TSRI0281]    
381     4e-120
WP_098625819.1  GTP-binding protein [Bacillus wiedmannii]          
380     4e-120
WP_031165186.1  tetracycline resistance ribosomal protection p...  
380     4e-120
WP_093909984.1  GTP-binding protein [Streptomyces sp. cf386]       
381     4e-120
WP_076111228.1  GTP-binding protein [Paenibacillus borealis]       
380     4e-120
WP_107459851.1  GTP-binding protein [Streptomyces sp. A244]        
380     5e-120



WP_031487082.1  GTP-binding protein [Streptomyces bicolor]         
380     6e-120
WP_086564096.1  GTP-binding protein [Streptomyces africanus]       
380     7e-120
CUQ11287.1  Tetracycline resistance protein tetM from transpos...  
366     7e-120
WP_053783744.1  GTP-binding protein [Paenibacillus sp. A59]        
380     7e-120
WP_010988902.1  GTP-binding protein [Streptomyces avermitilis]     
380     8e-120
ACQ82047.1  small GTP-binding protein [Beutenbergia cavernae D...  
380     8e-120
WP_091154973.1  GTP-binding protein [Paenibacillus sp. 453mf]      
380     1e-119
WP_083180455.1  GTP-binding protein [Paenibacillus yonginensis]    
381     1e-119
SFS47170.1  ribosomal protection tetracycline resistance prote...  
380     1e-119
WP_048578961.1  GTP-binding protein [Streptomyces viridochromo...  
380     1e-119
WP_076289457.1  GTP-binding protein [Paenibacillus pabuli]         
379     1e-119
WP_064639114.1  GTP-binding protein [Paenibacillus sp. AD87]       
379     2e-119
WP_058849791.1  GTP-binding protein [Streptomyces silvensis]       
379     2e-119
WP_038586981.1  GTP-binding protein [Paenibacillus sp. FSL H7-...  
379     2e-119
WP_019544083.1  tetracycline resistance ribosomal protection p...  
379     2e-119
WP_053752191.1  GTP-binding protein [Streptomyces sp. MMG1533]     
379     2e-119
WP_067455119.1  GTP-binding protein [Actinomadura macra]           
378     2e-119
WP_090895831.1  GTP-binding protein [Paenibacillus sp. OK076]      
379     2e-119
ACC86068.1  putative ribosomal protection protein [Clostridiac...  
366     2e-119
WP_086421795.1  GTP-binding protein [Bacillus thuringiensis]       
378     2e-119
WP_077015246.1  GTP-binding protein [Kribbella sp. ALI-6-A]        
379     2e-119
WP_094056801.1  GTP-binding protein [Streptomyces sp. XY006]       
379     2e-119
ELS58735.1  putative Translation elongation factor G [Streptom...  
379     2e-119
SDK43429.1  ribosomal protection tetracycline resistance prote...  
379     2e-119
WP_068580501.1  GTP-binding protein [Paenibacillus macquariensis]  
379     3e-119
WP_030045349.1  GTP-binding protein [Streptomyces resistomycif...  
375     3e-119
WP_108467308.1  GTP-binding protein [Paenibacillus sp. CAA11]      
379     3e-119



WP_098190439.1  GTP-binding protein [Bacillus wiedmannii]          
378     3e-119
AMJ37778.1  elongation factor G, domain IV [uncultured bacterium]  
376     3e-119
WP_092882214.1  GTP-binding protein [Actinopolymorpha cephalot...  
378     3e-119
WP_054939188.1  GTP-binding protein [Paenibacillus ihuae]          
378     3e-119
WP_099501283.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
379     4e-119
WP_056919357.1  GTP-binding protein [Phycicoccus sp. Root101]      
377     4e-119
WP_099853395.1  GTP-binding protein [Paenibacillus polymyxa]       
378     4e-119
AMP52929.1  elongation factor G, domain IV [uncultured bacterium]  
374     4e-119
WP_037571424.1  GTP-binding protein [Streptacidiphilus oryzae]     
379     5e-119
WP_097915395.1  GTP-binding protein [Bacillus wiedmannii]          
377     5e-119
AHN92783.1  hypothetical protein [uncultured bacterium DCM005T...  
362     6e-119
WP_020393203.1  GTP-binding protein [Kribbella catacumbae]         
377     6e-119
WP_056916266.1  GTP-binding protein [Phycicoccus sp. Root563]      
377     7e-119
WP_087443748.1  GTP-binding protein [Paenibacillus thiaminolyt...  
377     7e-119
WP_093889762.1  GTP-binding protein [Streptosporangium canum]      
377     7e-119
PKC90356.1  tetracycline resistance protein tetW [Bifidobacter...  
361     7e-119
WP_098802486.1  GTP-binding protein [Bacillus wiedmannii]          
377     8e-119
WP_062239896.1  GTP-binding protein [Streptomyces griseorubigi...  
377     8e-119
WP_089021306.1  GTP-binding protein [Micromonospora coriariae]     
377     8e-119
WP_062020304.1  GTP-binding protein [Streptomyces phaeopurpureus]  
377     9e-119
WP_085922271.1  tetracycline resistance ribosomal protection p...  
377     1e-118
AFT65578.1  TetM, partial [Clostridioides difficile]               
366     1e-118
WP_046587315.1  GTP-binding protein [Streptomyces mangrovisoli]    
377     1e-118
WP_097318893.1  GTP-binding protein [Actinoplanes atraurantiacus]  
377     1e-118
WP_054977783.1  GTP-binding protein [Paenibacillus sp. A3]         
376     1e-118
OME83711.1  hypothetical protein BK122_09865 [Paenibacillus pa...  
377     1e-118
WP_103515238.1  GTP-binding protein [Streptomyces sp. SM10]        
377     1e-118



WP_076082619.1  GTP-binding protein [Streptomyces sp. IMTB 2501]   
377     1e-118
WP_077010096.1  GTP-binding protein [Saccharothrix sp. ALI-22-I]   
376     1e-118
KOU61854.1  GTP-binding protein [Streptomyces sp. MMG1533]         
376     1e-118
WP_023958886.1  GTP-binding protein [Paenibacillus sp. JCM 10914]  
376     2e-118
WP_055624457.1  GTP-binding protein [Streptomyces sp. JHA19]       
377     2e-118
AFT65573.1  TetM, partial [Clostridioides difficile]               
365     2e-118
WP_052589207.1  GTP-binding protein [Luteipulveratus mongolien...  
376     2e-118
CDD30461.1  small GTP-binding protein [Firmicutes bacterium CA...  
376     2e-118
WP_087986521.1  GTP-binding protein [Bacillus thuringiensis]       
375     2e-118
WP_076168364.1  GTP-binding protein [Paenibacillus rhizosphaerae]  
376     3e-118
WP_050671488.1  GTP-binding protein [Luteipulveratus halotoler...  
375     3e-118
WP_030790530.1  GTP-binding protein [Streptomyces sp. NRRL S-920]  
376     3e-118
WP_026257429.1  GTP-binding protein [Actinopolymorpha alba]        
375     3e-118
WP_093623424.1  GTP-binding protein [Streptomyces sp. 3213.3]      
375     3e-118
WP_070018520.1  GTP-binding protein [Streptomyces nanshensis]      
376     4e-118
AFD32972.1  TetS [Enterococcus gallinarum]                         
362     4e-118
WP_053804350.1  tetracycline resistance ribosomal protection p...  
375     4e-118
WP_094593705.1  GTP-binding protein [Paenibacillus sp. XY044]      
375     5e-118
WP_031187249.1  MULTISPECIES: tetracycline resistance ribosoma...  
375     5e-118
WP_030596573.1  MULTISPECIES: tetracycline resistance ribosoma...  
375     5e-118
WP_026211992.1  GTP-binding protein [Longispora albida]            
375     6e-118
WP_003981038.1  MULTISPECIES: tetracycline resistance ribosoma...  
375     6e-118
WP_073749651.1  GTP-binding protein [Streptomyces sp. CB02058]     
375     6e-118
SDW17994.1  ribosomal protection tetracycline resistance prote...  
375     6e-118
WP_053673433.1  GTP-binding protein [Streptomyces sp. NRRL B-1...  
375     7e-118
WP_028279377.1  GTP-binding protein [Arthrobacter sp. H5]          
374     7e-118
WP_073736610.1  GTP-binding protein [Streptomyces sp. CB02488]     
375     8e-118



WP_068728233.1  GTP-binding protein [Paenibacillus sp. DMB5]       
375     8e-118
WP_030629387.1  tetracycline resistance ribosomal protection p...  
375     8e-118
SMF81208.1  ribosomal protection tetracycline resistance prote...  
375     8e-118
WP_090715404.1  GTP-binding protein [Paenibacillus typhae]         
375     9e-118
WP_087913507.1  GTP-binding protein [Paenibacillus donghaensis]    
375     9e-118
AKJ08989.1  GTP-binding protein [Streptomyces incarnatus]          
374     9e-118
WP_052482014.1  GTP-binding protein [Streptomyces albus]           
376     1e-117
WP_027750437.1  GTP-binding protein [Streptomyces sp. CNH287]      
375     1e-117
WP_106614004.1  GTP-binding protein [Saccharothrix carnea]         
374     1e-117
WP_039870362.1  GTP-binding protein [Paenibacillus sp. FSL R7-...  
374     1e-117
WP_099171569.1  GTP-binding protein [Streptomyces sp. LamerLS-...  
375     1e-117
WP_090723024.1  GTP-binding protein [Paenibacillus sp. PDC88]      
374     1e-117
WP_027743837.1  GTP-binding protein [Streptomyces sp. CNT371]      
375     1e-117
WP_068597041.1  GTP-binding protein [Paenibacillus macquariensis]  
374     1e-117
WP_024883416.1  GTP-binding protein [Streptomyces sp. CNH189]      
374     1e-117
WP_074648684.1  GTP-binding protein [Paenibacillus jilunlii]       
374     1e-117
SHN59487.1  ribosomal protection tetracycline resistance prote...  
374     1e-117
WP_107910239.1  GTP-binding protein [Streptomyces chartreusis]     
375     2e-117
WP_042199732.1  GTP-binding protein [Paenibacillus camerounensis]  
374     2e-117
WP_076330539.1  GTP-binding protein [Paenibacillus amylolyticus]   
374     2e-117
WP_030372719.1  tetracycline resistance ribosomal protection p...  
374     2e-117
KOY14136.1  hypothetical protein AMS66_23215 [Paenibacillus sp...  
374     2e-117
AMP53612.1  elongation factor Tu GTP binding domain protein [u...  
368     2e-117
WP_099518086.1  GTP-binding protein [Paenibacillus sp. BIHB4019]   
374     2e-117
WP_106246637.1  GTP-binding protein [Allonocardiopsis opalescens]  
374     2e-117
WP_037698501.1  GTP-binding protein [Streptomyces scabiei]         
374     2e-117
ALP02588.1  Tetracycline resistance protein TetM [Clostridioid...  
360     3e-117



WP_033031213.1  tetracycline resistance ribosomal protection p...  
373     3e-117
WP_030879823.1  tetracycline resistance ribosomal protection p...  
373     3e-117
OMC71145.1  GTP-binding protein [Paenibacillus sp. FSL H7-0326]    
373     3e-117
WP_062714720.1  GTP-binding protein [Streptomyces regalis]         
374     3e-117
OZH72043.1  elongation factor G [Enterococcus faecium]             
357     3e-117
WP_019057847.1  GTP-binding protein [Streptomyces prunicolor]      
373     4e-117
WP_010731387.1  GTP-binding protein [Enterococcus faecium]         
359     4e-117
WP_083655696.1  GTP-binding protein [Paenibacillus sp. FSL H7-...  
373     4e-117
WP_079910133.1  GTP-binding protein [Paenibacillus sp. 32352]      
373     4e-117
WP_075124903.1  GTP-binding protein [Actinophytocola xanthii]      
372     4e-117
WP_030641547.1  tetracycline resistance ribosomal protection p...  
373     4e-117
EJX67630.1  GTP-binding domain protein [Enterococcus faecium P...  
359     4e-117
WP_089546508.1  GTP-binding protein [Paenibacillus sp. SSG-1]      
373     5e-117
WP_092885270.1  GTP-binding protein [Actinopolymorpha cephalot...  
372     5e-117
ETK35607.1  GTP-binding protein [Microbispora sp. ATCC PTA-5024]   
372     5e-117
WP_018844188.1  GTP-binding protein [Streptomyces sp. CNS335]      
373     5e-117
WP_056884328.1  GTP-binding protein [Phycicoccus sp. Soil748]      
372     5e-117
EJX78721.1  elongation factor Tu domain 2 [Enterococcus faeciu...  
358     5e-117
WP_002345019.1  MULTISPECIES: GTP-binding protein [Bacilli]        
358     5e-117
PSL58321.1  ribosomal protection tetracycline resistance prote...  
372     5e-117
SEA63444.1  ribosomal protection tetracycline resistance prote...  
372     6e-117
WP_043670067.1  GTP-binding protein [Streptomyces xylophagus]      
373     6e-117
WP_053709350.1  GTP-binding protein [Streptomyces sp. NRRL B-3...  
372     7e-117
WP_053699798.1  tetracycline resistance ribosomal protection p...  
372     7e-117
WP_097222482.1  GTP-binding protein [Streptomyces sp. Ag82_G6-1]   
372     7e-117
WP_092657465.1  GTP-binding protein [Actinopolymorpha singapor...  
372     8e-117
WP_020521069.1  GTP-binding protein [Catelliglobosispora koree...  
371     8e-117



WP_030663885.1  tetracycline resistance ribosomal protection p...  
372     8e-117
KOV97088.1  GTP-binding protein [Streptomyces sp. NRRL B-1140]     
372     8e-117
WP_103889659.1  GTP-binding protein [Streptomyces yanglinensis]    
373     8e-117
WP_060731365.1  tetracycline resistance ribosomal protection p...  
372     8e-117
WP_093722930.1  GTP-binding protein [Streptomyces sp. DI166]       
372     9e-117
PKU99047.1  TetW [Bifidobacterium pseudolongum subsp. pseudolo...  
354     1e-116
WP_079415894.1  GTP-binding protein [Paenibacillus ferrarius]      
372     1e-116
WP_077073063.1  (d)CMP kinase [Mailhella massiliensis]             
360     1e-116
AFD29105.1  TetS [Enterococcus faecalis]                           
358     1e-116
WP_062519581.1  GTP-binding protein [Paenibacillus jilunlii]       
372     1e-116
AFD32983.1  TetS [Enterococcus faecium]                            
357     1e-116
WP_095358740.1  GTP-binding protein [Paenibacillus sp. 7523-1]     
371     1e-116
WP_080695809.1  tetracycline resistance ribosomal protection p...  
368     1e-116
WP_042173515.1  GTP-binding protein [Paenibacillus sp. FSL R7-...  
371     2e-116
WP_073501082.1  GTP-binding protein [Streptomyces paucisporeus]    
372     2e-116
WP_030630763.1  MULTISPECIES: tetracycline resistance ribosoma...  
371     2e-116
SLJ87924.1  ribosomal protection tetracycline resistance prote...  
371     2e-116
WP_092655347.1  GTP-binding protein [Actinopolymorpha singapor...  
372     2e-116
WP_085809117.1  hypothetical protein [Enterococcus faecium]        
355     2e-116
WP_093748296.1  GTP-binding protein [Streptomyces sp. PAN_FS17]    
372     2e-116
WP_020575777.1  GTP-binding protein [Actinopolymorpha alba]        
372     2e-116
SDD10449.1  ribosomal protection tetracycline resistance prote...  
370     2e-116
WP_019068592.1  GTP-binding protein [Streptomyces hokutonensis]    
371     2e-116
WP_049580573.1  GTP-binding protein [Streptomyces sp. SBT349]      
371     2e-116
WP_105410658.1  GTP-binding protein [Paenibacillus sp. PCH8]       
371     2e-116
WP_091451254.1  GTP-binding protein [Alloactinosynnema iranicum]   
370     3e-116
WP_029197645.1  GTP-binding protein [Paenibacillus alginolyticus]  
371     3e-116



CMY16859.1  tetracycline resistance protein TetM [Streptococcu...  
358     3e-116
WP_015847478.1  GTP-binding protein [Paenibacillus sp. JDR-2]      
370     3e-116
OAX48496.1  Tetracycline resistance protein TetO [Paenibacillu...  
370     3e-116
WP_023362944.1  GTP-binding protein [Actinoplanes friuliensis]     
370     3e-116
WP_093868422.1  GTP-binding protein [Streptomyces sp. KS_5]        
371     3e-116
KOV96771.1  GTP-binding protein [Streptomyces sp. NRRL B-3648]     
370     3e-116
WP_090951708.1  GTP-binding protein [Paenibacillus sp. OK060]      
370     3e-116
WP_054968289.1  GTP-binding protein [Alicyclobacillus ferrooxy...  
370     3e-116
WP_046231214.1  GTP-binding protein [Paenibacillus algorifonti...  
370     3e-116
WP_030560687.1  GTP-binding protein [Streptomyces aureocircula...  
371     4e-116
WP_099161420.1  GTP-binding protein [Micromonospora sp. WMMA2032]  
370     4e-116
WP_037780130.1  GTP-binding protein [Streptomyces sp. CNH099]      
371     4e-116
WP_088645945.1  GTP-binding protein [Micromonospora wenchangen...  
370     4e-116
WP_098381402.1  GTP-binding protein [Enterococcus faecium]         
357     4e-116
SDS20277.1  ribosomal protection tetracycline resistance prote...  
370     5e-116
SOD49833.1  ribosomal protection tetracycline resistance prote...  
370     5e-116
WP_014444434.1  GTP-binding protein [Actinoplanes missouriensis]   
370     6e-116
WP_036670278.1  GTP-binding protein [Paenibacillus sp. FSL R5-...  
370     6e-116
AKJ08846.1  GTP-binding protein [Streptomyces incarnatus]          
370     6e-116
WP_012893562.1  tetracycline resistance ribosomal protection p...  
370     6e-116
WP_040950387.1  GTP-binding protein [Gorillibacterium massilie...  
370     6e-116
WP_083678877.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
369     7e-116
EEL45061.1  GTP-binding elongation factor protein, TetM/TetO [...  
369     7e-116
WP_091069160.1  GTP-binding protein [Paenibacillus sp. NFR01]      
369     8e-116
WP_073827900.1  GTP-binding protein [Micromonospora sp. TSRI0369]  
369     8e-116
WP_042187779.1  GTP-binding protein [Kibdelosporangium sp. MJ1...  
368     8e-116
WP_025510906.1  GTP-binding protein [Lachnospiraceae bacterium...  
365     9e-116



WP_091576591.1  GTP-binding protein [Micromonospora sediminicola]  
369     9e-116
AGS74493.1  translation elongation factor G [Enterococcus faec...  
356     1e-115
OLE28133.1  GTP-binding protein [Actinobacteria bacterium 13_1...  
369     1e-115
EJG80816.1  small GTP-binding domain protein [Streptococcus pn...  
357     1e-115
EQC82012.1  Tetracycline resistance protein TetM [Enterococcus...  
356     1e-115
WP_010730929.1  GTP-binding protein [Enterococcus faecium]         
355     1e-115
EHT67642.1  small GTP-binding domain protein [Staphylococcus a...  
356     1e-115
WP_085815349.1  hypothetical protein [Enterococcus faecium]        
352     1e-115
WP_067219782.1  GTP-binding protein [Marinomonas gallaica]         
369     1e-115
WP_013862151.1  GTP-binding protein [Microlunatus phosphovorus]    
369     2e-115
WP_037754408.1  GTP-binding protein [Streptomyces sp. CNQ-525]     
369     2e-115
WP_007917907.1  GTP-binding protein [Ktedonobacter racemifer]      
369     2e-115
WP_081220688.1  GTP-binding protein [Streptomyces sp. M41(2017)]   
369     2e-115
WP_091032003.1  GTP-binding protein [Paenibacillus sp. CF095]      
369     2e-115
ESA52577.1  50S ribosome-binding GTPase [Streptococcus pyogene...  
356     2e-115
WP_020943791.1  GTP-binding protein [Streptomyces collinus]        
369     2e-115
WP_095287887.1  GTP-binding protein [Paenibacillus sp. 7516]       
369     2e-115
WP_078981364.1  GTP-binding protein [Streptomyces scabrisporus]    
369     2e-115
KIF02847.1  GTP-binding protein [Streptomyces sp. RSD-27]          
368     2e-115
WP_097867307.1  GTP-binding protein [Streptomyces sp. rh34]        
369     2e-115
WP_056036530.1  GTP-binding protein [Paenibacillus sp. Leaf72]     
368     2e-115
EGI85972.1  small GTP-binding domain protein [Streptococcus pn...  
355     2e-115
WP_107732006.1  GTP-binding protein [Chromobacterium haemolyti...  
368     3e-115
ACT97612.1  TetA(Q) [uncultured organism]                          
365     3e-115
SPL96878.1  Oxytetracycline resistance protein OtrA [Actinomad...  
368     3e-115
EVA35755.1  tetracycline resistance protein tetM [Staphylococc...  
354     3e-115
WP_100529364.1  GTP-binding protein [Paenibacillus sp. GM1FR]      
368     3e-115



WP_052581730.1  GTP-binding protein [Actinosporangium sp. NRRL...  
368     3e-115
WP_059246843.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
368     3e-115
WP_076318479.1  GTP-binding protein [Paenibacillus amylolyticus]   
368     4e-115
KJK33637.1  GTP-binding protein [Lechevalieria aerocolonigenes]    
365     4e-115
WP_086698833.1  GTP-binding protein [Streptomyces tricolor]        
368     4e-115
WP_091027997.1  GTP-binding protein [Glycomyces harbinensis]       
368     4e-115
OFE17018.1  hypothetical protein BA895_17680 [Humibacillus sp....  
367     4e-115
WP_091189770.1  GTP-binding protein [Paenibacillus catalpae]       
368     4e-115
WP_082704145.1  GTP-binding protein [Paenibacillus pabuli]         
367     5e-115
WP_097248842.1  GTP-binding protein [Streptomyces sp. 1222.2]      
368     5e-115
WP_067044099.1  GTP-binding protein [Streptomyces sp. FXJ1.172]    
369     5e-115
WP_068661669.1  GTP-binding protein [Paenibacillus sp. 1ZS3-15]    
367     6e-115
WP_046769230.1  GTP-binding protein [Jiangella alkaliphila]        
367     7e-115
EHE01245.1  elongation factor G, domain IV family protein [Str...  
352     7e-115
WP_092884428.1  GTP-binding protein [Actinopolymorpha cephalot...  
368     7e-115
WP_056921987.1  GTP-binding protein [Phycicoccus sp. Soil802]      
367     7e-115
WP_036609508.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
367     7e-115
WP_090980187.1  GTP-binding protein [Paenibacillus sp. CF384]      
367     7e-115
WP_076208951.1  GTP-binding protein [Paenibacillus sp. FSL R5-...  
367     7e-115
WP_037282496.1  GTP-binding protein [Saccharibacillus sacchari]    
367     7e-115
WP_091083523.1  GTP-binding protein [Nonomuraea wenchangensis]     
367     8e-115
WP_046915797.1  GTP-binding protein [Streptomyces stelliscabiei]   
367     8e-115
WP_091668895.1  GTP-binding protein [Micromonospora auratinigra]   
367     9e-115
WP_079571409.1  GTP-binding protein [Krasilnikoviella flava]       
366     9e-115
WP_030671742.1  GTP-binding protein [Streptomyces sp. NRRL B-1...  
367     1e-114
WP_098247510.1  GTP-binding protein [Streptomyces formicae]        
368     1e-114
WP_082350871.1  GTP-binding protein [Paenibacillus sp. A59]        
366     1e-114



WP_042169003.1  GTP-binding protein [Paenibacillus gorillae]       
367     1e-114
KNB70578.1  hypothetical protein ADS79_16860 [Brevibacillus re...  
367     1e-114
WP_083283123.1  GTP-binding protein [Humibacillus sp. DSM 29435]   
368     1e-114
ATL30409.1  Oxytetracycline resistance protein OtrA [Streptomy...  
367     1e-114
EEL33958.1  GTP-binding elongation factor protein, TetM/TetO [...  
365     1e-114
WP_013017024.1  GTP-binding protein [Stackebrandtia nassauensis]   
367     1e-114
PLX04511.1  GTP-binding protein [Marinilabiliales bacterium]       
366     1e-114
WP_010733535.1  tetracycline resistance protein tetM transposo...  
350     1e-114
WP_063810217.1  GTP-binding protein [Kibdelosporangium phytoha...  
364     1e-114
WP_095206223.1  GTP-binding protein [Paenibacillus sp. O199]       
366     2e-114
WP_018156866.1  GTP-binding protein [Demetria terragena]           
366     2e-114
WP_086790078.1  GTP-binding protein [Crossiella equi]              
366     2e-114
WP_105598174.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
366     2e-114
WP_091017379.1  GTP-binding protein [Paenibacillus amylolyticus]   
366     2e-114
WP_043627550.1  GTP-binding protein [Nonomuraea candida]           
367     2e-114
WP_068650680.1  GTP-binding protein [Paenibacillus antarcticus]    
365     3e-114
WP_055709911.1  GTP-binding protein [Streptomyces puniciscabiei]   
365     3e-114
WP_086750285.1  GTP-binding protein [Streptomyces scabiei]         
366     3e-114
WP_091064578.1  GTP-binding protein [Micromonospora humi]          
365     3e-114
WP_083584658.1  GTP-binding protein [Paenibacillus sp. ov031]      
365     3e-114
WP_091249948.1  GTP-binding protein [Micromonospora matsumotoe...  
365     4e-114
WP_037060640.1  GTP-binding protein [Rhizobium leguminosarum]      
365     4e-114
WP_067099538.1  GTP-binding protein [Marinomonas atlantica]        
365     4e-114
WP_091328730.1  GTP-binding protein [Micromonospora aurantiaca]    
365     4e-114
SFF66120.1  ribosomal protection tetracycline resistance prote...  
366     4e-114
BAR83764.1  GTP-binding elongation factor protein, TetM/TetO f...  
364     4e-114
WP_060647963.1  GTP-binding protein [Paenibacillus sp. Soil724D2]  
365     5e-114



WP_020134762.1  GTP-binding protein [Streptomyces sp. 351MFTsu...  
364     5e-114
WP_094212894.1  GTP-binding protein [Streptomyces sp. 2R]          
365     6e-114
WP_090807525.1  GTP-binding protein [Paenibacillus sp. 276b]       
364     6e-114
ADK05618.1  tetracycline resistance protein, GTP-binding elong...  
363     7e-114
WP_096761568.1  GTP-binding protein [Micromonospora sp. Rc5]       
364     7e-114
WP_079694252.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
364     7e-114
WP_067498620.1  GTP-binding protein [Actinoplanes sp. TFC3]        
364     8e-114
WP_056622295.1  GTP-binding protein [Paenibacillus sp. Soil750]    
365     8e-114
WP_090822327.1  GTP-binding protein [Paenibacillus sp. yr247]      
365     8e-114
WP_046706840.1  GTP-binding protein [Streptomyces europaeiscab...  
365     8e-114
WP_067037992.1  GTP-binding protein [Marinomonas gallaica]         
365     9e-114
WP_076326844.1  GTP-binding protein [Paenibacillus amylolyticus]   
364     9e-114
WP_057376394.1  GTP-binding protein [Phycicoccus sp. Soil803]      
363     9e-114
SBT21816.1  Tetracycline resistance protein TetO [Marinomonas ...  
364     9e-114
WP_017644183.1  GTP-binding protein [Streptococcus agalactiae]     
350     1e-113
WP_075132401.1  GTP-binding protein [Actinophytocola xinjiange...  
363     1e-113
WP_085816978.1  hypothetical protein [Enterococcus faecium]        
347     1e-113
WP_098892387.1  GTP-binding protein [Streptomyces sp. or3]         
363     1e-113
WP_019423546.1  GTP-binding protein [Paenibacillus sp. OSY-SE]     
363     2e-113
WP_074094524.1  GTP-binding protein [Paenibacillus xylanexedens]   
363     2e-113
WP_030268770.1  GTP-binding protein [Micromonospora globosa]       
363     2e-113
WP_009155796.1  GTP-binding protein [Saccharomonospora marina]     
363     2e-113
APO27433.1  ferrous iron transport protein B [uncultured bacte...  
346     2e-113
WP_060890206.1  GTP-binding protein [Streptomyces europaeiscab...  
363     2e-113
WP_103954083.1  GTP-binding protein [Nonomuraea solani]            
363     2e-113
WP_076249849.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
363     2e-113
WP_047683683.1  GTP-binding protein [Paenibacillus chondroitinus]  
363     2e-113



WP_033308524.1  GTP-binding protein [Streptomyces iakyrus]         
363     2e-113
KZD40308.1  Ribosome protection-type tetracycline resistance r...  
362     2e-113
WP_054212791.1  GTP-binding protein [Actinobacteria bacterium ...  
363     2e-113
WP_033278824.1  GTP-binding protein [Streptomyces sp. NRRL F-525]  
363     2e-113
WP_082935267.1  GTP-binding protein [Paenibacillus sp. AD87]       
363     3e-113
WP_018348410.1  GTP-binding protein [Longispora albida]            
362     3e-113
WP_093716798.1  GTP-binding protein [Streptomyces alni]            
364     3e-113
WP_071095573.1  GTP-binding protein [Micromonospora sp. WMMB235]   
362     3e-113
CKH18343.1  tetracycline resistance protein TetM [Streptococcu...  
349     3e-113
WP_078174720.1  GTP-binding protein [Bacillus cereus]              
362     3e-113
WP_091530565.1  GTP-binding protein [Microlunatus soli]            
363     3e-113
WP_073960390.1  GTP-binding protein [Streptomyces sp. TSRI0395]    
362     4e-113
WP_094013456.1  GTP-binding protein [Paenibacillus rigui]          
363     4e-113
WP_046724499.1  GTP-binding protein [Streptomyces xiamenensis]     
362     5e-113
WP_033172074.1  GTP-binding protein [Streptomyces sp. URHA0041]    
363     5e-113
WP_021653378.1  GTP-binding protein [Clostridiales bacterium o...  
362     5e-113
AKN68844.1  GTP-binding protein [Streptomyces sp. PBH53]           
363     5e-113
WP_028608445.1  GTP-binding protein [Paenibacillus harenae]        
362     5e-113
WP_090929080.1  GTP-binding protein [Nonomuraea jiangxiensis]      
362     5e-113
WP_057661166.1  GTP-binding protein [Streptomyces anulatus]        
362     5e-113
WP_106681444.1  GTP-binding protein [Streptosporangium nondias...  
362     6e-113
WP_050362714.1  GTP-binding protein [Streptomyces europaeiscab...  
361     7e-113
WP_079074500.1  GTP-binding protein [Streptomyces atriruber]       
363     7e-113
WP_073805610.1  GTP-binding protein [Streptomyces sp. TSRI0261]    
362     7e-113
AVR54585.1  tetracycline resistance protein TetM [Actinobacill...  
346     8e-113
WP_007455273.1  GTP-binding protein [Streptomyces sp. W007]        
362     8e-113
WP_067367508.1  GTP-binding protein [Micromonospora rosaria]       
362     8e-113



WP_018838230.1  GTP-binding protein [Streptomyces sp. CNQ766]      
362     9e-113
WP_097912592.1  GTP-binding protein [Streptomyces sp. b84]         
362     9e-113
WP_057302783.1  GTP-binding protein [Paenibacillus sp. Root444D2]  
362     9e-113
ACH92687.1  tetracycline resistance protein [Enterococcus durans]  
346     1e-112
WP_018681915.1  GTP-binding protein [Actinokineospora enzanensis]  
361     1e-112
WP_018853606.1  GTP-binding protein [Streptomyces sp. CNY243]      
362     1e-112
WP_103547400.1  GTP-binding protein [Streptomyces sp. A249]        
361     1e-112
WP_091786258.1  GTP-binding protein [Phycicoccus dokdonensis]      
360     1e-112
WP_056700192.1  GTP-binding protein [Streptomyces sp. Root1295]    
361     1e-112
WP_017582536.1  GTP-binding protein [Nocardiopsis valliformis]     
361     1e-112
WP_037617651.1  GTP-binding protein [Streptomyces aureus]          
361     1e-112
WP_035033836.1  GTP-binding protein [Devosia sp. DBB001]           
361     1e-112
WP_093615859.1  GTP-binding protein [Actinoplanes philippinensis]  
361     1e-112
PID94477.1  GTP-binding protein [Bacteroidetes bacterium]          
361     2e-112
WP_065851019.1  GTP-binding protein [Paenibacillus pectinilyti...  
361     2e-112
ASM62156.1  tetracycline resistance protein tetM [Enterococcus...  
347     2e-112
WP_035090097.1  GTP-binding protein [Devosia sp. 17-2-E-8]         
360     3e-112
WP_098513541.1  GTP-binding protein [Amycolatopsis sulphurea]      
360     3e-112
SDH01799.1  ribosomal protection tetracycline resistance prote...  
360     3e-112
WP_055559772.1  GTP-binding protein [Streptomyces luridiscabiei]   
360     3e-112
WP_013285700.1  GTP-binding protein [Micromonospora aurantiaca]    
360     4e-112
WP_056908261.1  GTP-binding protein [Nocardioides sp. Root122]     
360     4e-112
WP_030430361.1  GTP-binding protein [Allokutzneria albata]         
358     4e-112
AIA10470.1  elongation factor Tu GTP binding domain protein [u...  
358     4e-112
WP_012998773.1  GTP-binding protein [Streptomyces scabiei]         
360     5e-112
WP_106581006.1  GTP-binding protein [Murinocardiopsis flavida]     
360     5e-112
WP_086829108.1  GTP-binding protein [Allokutzneria sp. NRRL B-...  
358     5e-112



WP_087767437.1  GTP-binding protein [Streptomyces sp. CS057]       
359     5e-112
WP_037726743.1  GTP-binding protein [Streptomyces scabiei]         
360     5e-112
OMF07155.1  GTP-binding protein [Paenibacillus sp. FSL H7-0331]    
360     5e-112
PLW96498.1  GTP-binding protein [Marinilabiliales bacterium]       
360     6e-112
SEF74622.1  ribosomal protection tetracycline resistance prote...  
359     6e-112
WP_083689717.1  GTP-binding protein [Paenibacillus sp. FSL H7-...  
360     6e-112
WP_013477235.1  GTP-binding protein [Micromonospora sp. L5]        
359     7e-112
ACH92689.1  tetracycline resistance protein [Enterococcus faec...  
343     7e-112
WP_005483987.1  GTP-binding protein [Streptomyces bottropensis]    
360     8e-112
WP_031126850.1  GTP-binding protein [Streptomyces sp. NRRL S-623]  
359     8e-112
WP_099126970.1  GTP-binding protein [Streptomyces sp. ScaeMP-e48]  
359     8e-112
WP_093151315.1  GTP-binding protein [Saccharopolyspora antimic...  
357     1e-111
ASM62155.1  tetracycline resistance protein tetM [Listeria mon...  
345     1e-111
WP_043177079.1  GTP-binding protein [Streptomyces sp. NRRL F-2...  
358     1e-111
WP_018539074.1  tetracycline resistance ribosomal protection p...  
358     1e-111
AKG44647.1  gtp-binding protein [Streptomyces xiamenensis]         
358     1e-111
EEK78367.1  GTP-binding elongation factor protein, TetM/TetO [...  
357     2e-111
WP_027767877.1  GTP-binding protein [Streptomyces sp. CNQ865]      
358     2e-111
WP_073781949.1  tetracycline resistance ribosomal protection p...  
358     2e-111
SBO93662.1  Oxytetracycline resistance protein OtrA [Nonomurae...  
359     2e-111
WP_047175224.1  GTP-binding protein [Streptomyces sp. MNU77]       
358     2e-111
WP_060877830.1  GTP-binding protein [Streptomyces scabiei]         
356     2e-111
WP_069631354.1  GTP-binding protein [Streptomyces griseus]         
358     2e-111
WP_061334743.1  GTP-binding protein [Streptomyces scabiei]         
356     2e-111
WP_094928628.1  GTP-binding protein [Pseudonocardia sp. MH-G8]     
359     2e-111
WP_051569350.1  GTP-binding protein [Alkaliphilus transvaalensis]  
357     2e-111
WP_036745743.1  GTP-binding protein [Paenibacillus sp. UNC451MF]   
358     2e-111



WP_073343070.1  GTP-binding protein [Caldanaerobius fijiensis]     
357     3e-111
CDP52193.1  Ribosome protection-type tetracycline resistance r...  
357     3e-111
WP_049741027.1  GTP-binding protein [Brevibacillus reuszeri]       
357     3e-111
WP_061927785.1  GTP-binding protein [Streptomyces bungoensis]      
358     3e-111
WP_003970925.1  GTP-binding protein [Streptomyces griseus]         
358     3e-111
WP_091224856.1  GTP-binding protein [Paenibacillus sp. BC26]       
358     3e-111
WP_088971135.1  GTP-binding protein [Micromonospora siamensis]     
357     3e-111
WP_030323194.1  GTP-binding protein [Streptomyces sp. NRRL B-3...  
357     4e-111
WP_069886168.1  GTP-binding protein [Streptomyces luteocolor]      
358     4e-111
WP_091174333.1  GTP-binding protein [Paenibacillus sp. 1_12]       
357     4e-111
WP_049714089.1  GTP-binding protein [Streptomyces caatingaensis]   
357     5e-111
WP_035154545.1  GTP-binding protein [Cohnella thermotolerans]      
357     6e-111
WP_106326020.1  GTP-binding protein [Actinoplanes italicus]        
357     7e-111
WP_028683953.1  MULTISPECIES: GTP-binding protein [Pseudomonas]    
357     7e-111
WP_056628693.1  GTP-binding protein [Paenibacillus sp. Soil522]    
357     7e-111
OSC85072.1  tetracycline resistance protein tetM [Enterococcus...  
342     8e-111
WP_015606904.1  GTP-binding protein [Streptomyces fulvissimus]     
357     9e-111
WP_093561750.1  GTP-binding protein [Streptomyces sp. OspMP-M43]   
357     9e-111
WP_067343820.1  GTP-binding protein [Streptomyces noursei]         
357     9e-111
WP_020550843.1  GTP-binding protein [Streptomyces scabrisporus]    
356     1e-110
WP_059078408.1  GTP-binding protein [Streptomyces scabiei]         
357     1e-110
WP_051861185.1  GTP-binding protein [Streptomyces ochraceiscle...  
356     1e-110
WP_030703094.1  GTP-binding protein [Streptomyces griseus]         
356     1e-110
WP_106767107.1  GTP-binding protein [Paenibacillus sp. Marseil...  
356     1e-110
WP_079036352.1  GTP-binding protein [Streptomyces silaceus]        
357     1e-110
WP_057470182.1  GTP-binding protein [Rhizobium sp. Root1203]       
355     1e-110
WP_097932402.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
356     2e-110



WP_102924936.1  tetracycline resistance ribosomal protection p...  
356     2e-110
WP_028555190.1  GTP-binding protein [Paenibacillus sp. URHA0014]   
356     2e-110
AHH94550.1  Oxytetracycline resistance protein [Kutzneria albi...  
355     2e-110
AMP54018.1  elongation factor Tu domain 2 [uncultured bacterium]   
339     2e-110
WP_079043944.1  GTP-binding protein [Streptomyces kanamyceticus]   
356     2e-110
WP_061982171.1  GTP-binding protein [Amycolatopsis regifaucium]    
355     3e-110
WP_093683803.1  GTP-binding protein [Streptomyces sp. MnatMP-M77]  
355     3e-110
WP_107155380.1  GTP-binding protein [Micromonospora sp. RP3T]      
355     3e-110
WP_081139858.1  hypothetical protein [Enterococcus faecium]        
339     3e-110
WP_032754132.1  GTP-binding protein [Streptomyces alboviridis]     
355     3e-110
WP_020574476.1  GTP-binding protein [Actinopolymorpha alba]        
355     3e-110
WP_067687215.1  GTP-binding protein [Actinoplanes awajinensis]     
355     3e-110
AHF55841.1  tetracycline resistance protein [bacterium KGJ-3-10]   
339     4e-110
WP_067904776.1  GTP-binding protein [Actinomadura chibensis]       
354     4e-110
WP_018956676.1  GTP-binding protein [Streptomyces sp. CNB091]      
355     4e-110
WP_091289612.1  GTP-binding protein [Amycolatopsis xylanica]       
353     5e-110
WP_067589256.1  GTP-binding protein [Nocardia terpenica]           
353     5e-110
WP_094045244.1  MULTISPECIES: GTP-binding protein [Cohnella]       
355     5e-110
WP_016702946.1  GTP-binding protein [Pseudomonas chlororaphis]     
354     5e-110
WP_060888820.1  GTP-binding protein [Streptomyces scabiei]         
352     5e-110
WP_076260549.1  GTP-binding protein [Monashia flava]               
355     5e-110
WP_070202857.1  GTP-binding protein [Streptomyces nanshensis]      
354     6e-110
OQX97406.1  hypothetical protein B6I20_12670 [Bacteroidetes ba...  
354     6e-110
SMD19259.1  ribosomal protection tetracycline resistance prote...  
352     7e-110
KUO75292.1  hypothetical protein APF81_17550 [Desulfosporosinu...  
353     8e-110
WP_091304439.1  GTP-binding protein [Amycolatopsis tolypomycina]   
353     8e-110
WP_060881072.1  GTP-binding protein [Streptomyces scabiei]         
352     8e-110



WP_014651989.1  GTP-binding protein [Paenibacillus mucilaginosus]  
354     8e-110
WP_034263388.1  GTP-binding protein [Actinospica robiniae]         
355     8e-110
WP_097231815.1  GTP-binding protein [Streptomyces zhaozhouensis]   
354     1e-109
WP_081177270.1  GTP-binding protein [Rhizobium rhizosphaerae]      
353     1e-109
WP_051115578.1  GTP-binding protein [Actinoplanes globisporus]     
353     1e-109
WP_044856247.1  GTP-binding protein [Amycolatopsis orientalis]     
353     1e-109
WP_090799009.1  GTP-binding protein [Asanoa ishikariensis]         
353     1e-109
AHF55847.1  tetracycline resistance protein [bacterium KGJ-3-22]   
338     1e-109
WP_075637212.1  GTP-binding protein [Rhizobium rhizosphaerae]      
353     1e-109
WP_077601884.1  GTP-binding protein [Oceanobacillus sojae]         
352     1e-109
WP_076994264.1  GTP-binding protein [Actinosynnema sp. ALI-1.44]   
351     2e-109
WP_026241993.1  GTP-binding protein [Streptomyces sp. ScaeMP-e10]  
353     2e-109
WP_076335606.1  GTP-binding protein [Paenibacillus sp. FSL H8-...  
353     2e-109
WP_028059603.1  GTP-binding protein [Solirubrobacter sp. URHD0...  
352     2e-109
WP_053562322.1  GTP-binding protein [Streptomyces sp. CFMR 7]      
353     2e-109
WP_076966976.1  GTP-binding protein [Streptomyces sp. IB2014 0...  
353     3e-109
WP_052394416.1  GTP-binding protein [Kutzneria sp. 744]            
351     3e-109
WP_030566475.1  GTP-binding protein [Streptomyces cyaneofuscatus]  
353     3e-109
WP_076220604.1  GTP-binding protein [Paenibacillus odorifer]       
348     3e-109
AHF55828.1  tetracycline resistance protein [bacterium KGJ-3-14]   
337     3e-109
WP_090294166.1  GTP-binding protein [Ensifer sp. YR511]            
352     4e-109
WP_030442672.1  GTP-binding protein [Actinoplanes subtropicus]     
351     4e-109
WP_019527195.1  GTP-binding protein [Streptomyces sp. FxanaD5]     
352     5e-109
WP_055633440.1  GTP-binding protein [Streptomyces griseoruber]     
352     5e-109
WP_098754677.1  GTP-binding protein [Streptomyces sp. Ru87]        
352     5e-109
WP_099213815.1  GTP-binding protein [Tenacibaculum sp. 4G03]       
352     5e-109
ASM62154.1  tetracycline resistance protein tetM [Listeria mon...  
338     5e-109



WP_093752766.1  GTP-binding protein [Streptomyces sp. DvalAA-19]   
352     6e-109
WP_090642395.1  GTP-binding protein [Paenibacillus sp. UNC496MF]   
352     6e-109
WP_068925930.1  GTP-binding protein [Planobispora rosea]           
351     6e-109
AHF55837.1  tetracycline resistance protein [bacterium KWD-2-2]    
336     7e-109
WP_098694911.1  GTP-binding protein [Nocardia terpenica]           
350     7e-109
WP_037341661.1  GTP-binding protein [Amycolatopsis sp. MJM2582]    
350     8e-109
WP_073744089.1  GTP-binding protein [Streptomyces sp. CB02115]     
351     8e-109
WP_069911606.1  GTP-binding protein [Devosia insulae]              
350     9e-109
AHF55848.1  tetracycline resistance protein [bacterium KGJ-3-23]   
335     1e-108
WP_038579068.1  GTP-binding protein [Pseudomonas chlororaphis]     
351     1e-108
WP_025354783.1  GTP-binding protein [Kutzneria albida]             
350     1e-108
KQI00749.1  tetracycline resistance protein tetM [Campylobacte...  
337     1e-108
WP_088939695.1  GTP-binding protein [Rhizobium sp. N122]           
350     1e-108
WP_020134823.1  tetracycline resistance ribosomal protection p...  
349     1e-108
WP_097963679.1  GTP-binding protein [Streptomyces sp. or20]        
350     1e-108
KQI16217.1  tetracycline resistance protein tetM [Campylobacte...  
336     2e-108
AHF55846.1  tetracycline resistance protein [bacterium KGJ-3-18]   
335     2e-108
WP_032123147.1  GTP-binding protein [Clostridium amazonitimone...  
350     2e-108
WP_018765788.1  GTP-binding protein [Bacillus sp. 105MF]           
349     2e-108
SDJ58151.1  ribosomal protection tetracycline resistance prote...  
351     2e-108
WP_097534149.1  GTP-binding protein [Rhizobium hidalgonense]       
350     2e-108
WP_076266373.1  GTP-binding protein [Paenibacillus sp. FSL A5-...  
350     2e-108
PVD01959.1  GTP-binding protein [Streptomyces sp. CS090A]          
350     2e-108
AEP33194.1  TetS [Enterococcus faecium]                            
336     2e-108
WP_093607794.1  GTP-binding protein [Streptomyces indicus]         
351     2e-108
WP_020631031.1  GTP-binding protein [Amycolatopsis alba]           
349     3e-108
WP_073870060.1  GTP-binding protein [Streptomyces sp. CB00072]     
350     3e-108



WP_053660898.1  GTP-binding protein [Micromonospora sp. NRRL B...  
350     3e-108
AHF55845.1  tetracycline resistance protein [bacterium KGJ-3-16]   
334     3e-108
AHF55827.1  tetracycline resistance protein [bacterium KGJ-3-1]    
334     3e-108
WP_054025580.1  GTP-binding protein [Bacillus sp. FJAT-28004]      
350     3e-108
WP_030431697.1  GTP-binding protein [Allokutzneria albata]         
348     3e-108
WP_017965008.1  GTP-binding protein [Rhizobium leguminosarum]      
350     3e-108
WP_103419141.1  GTP-binding protein [Streptomyces sp. ZL-24]       
350     3e-108
WP_037308011.1  GTP-binding protein [Amycolatopsis orientalis]     
349     3e-108
WP_089243950.1  GTP-binding protein [Asanoa hainanensis]           
349     3e-108
WP_047019259.1  GTP-binding protein [Streptomyces sp. CNQ-509]     
350     4e-108
WP_028735758.1  MULTISPECIES: GTP-binding protein [Rhizobium]      
349     4e-108
WP_031521737.1  GTP-binding protein [Streptomyces sp. NRRL F-5...  
350     4e-108
WP_043831916.1  GTP-binding protein [Amycolatopsis orientalis]     
349     4e-108
WP_029451945.1  GTP-binding protein [Clostridium algidicarnis]     
350     4e-108
AHF55824.1  tetracycline resistance protein [bacterium KWD-2-3]    
334     4e-108
WP_041048094.1  GTP-binding protein [Paenibacillus sp. VKM B-2...  
350     4e-108
WP_079431487.1  GTP-binding protein [Streptomyces katrae]          
349     4e-108
OFY36837.1  hypothetical protein A2W91_00175 [Bacteroidetes ba...  
349     4e-108
WP_013919165.1  GTP-binding protein [Paenibacillus mucilaginosus]  
350     5e-108
WP_088490834.1  GTP-binding protein [Saccharibacillus sp. O23]     
350     5e-108
WP_069464604.1  GTP-binding protein [Streptomyces rubidus]         
350     5e-108
WP_020517034.1  GTP-binding protein [Actinoplanes globisporus]     
348     5e-108
WP_062369874.1  GTP-binding protein [Rhizobium altiplani]          
349     5e-108
AHF55842.1  tetracycline resistance protein [bacterium KGJ-3-11]   
333     5e-108
WP_089296998.1  GTP-binding protein [Actinoplanes regularis]       
349     6e-108
WP_090116095.1  GTP-binding protein [Cohnella sp. OV330]           
349     6e-108
AHF55839.1  tetracycline resistance protein [bacterium KGJ-3-5]    
333     6e-108



AHF55836.1  tetracycline resistance protein [bacterium KWD-2-18]   
333     6e-108
AHF55826.1  tetracycline resistance protein [bacterium KWD-2-5]    
333     6e-108
WP_057311173.1  GTP-binding protein [Paenibacillus sp. Soil766]    
349     6e-108
OIV36439.1  GTP-binding protein [Streptomyces gilvigriseus]        
348     7e-108
WP_060516073.1  MULTISPECIES: GTP-binding protein [Ensifer]        
348     7e-108
WP_104410087.1  GTP-binding protein [Clostridium algidicarnis]     
349     7e-108
EPH39370.1  putative Oxytetracycline resistance protein [Strep...  
351     1e-107
WP_042157825.1  tetracycline resistance ribosomal protection p...  
348     1e-107
WP_079422478.1  GTP-binding protein [Clostridium oryzae]           
348     1e-107
WP_047508868.1  GTP-binding protein [Rhizobium sp. YR528]          
348     1e-107
WP_056760020.1  GTP-binding protein [Terrabacter sp. Root181]      
350     1e-107
AHF55838.1  tetracycline resistance protein [bacterium KGJ-3-3]    
333     1e-107
WP_102413038.1  GTP-binding protein [Clostridiales bacterium M...  
348     1e-107
AHF55832.1  tetracycline resistance protein [bacterium KWD-2-4]    
333     1e-107
WP_034793153.1  MULTISPECIES: GTP-binding protein [Ensifer]        
348     1e-107
ANC47978.1  TetM [Butyrivibrio sp. 268.8]                          
336     1e-107
AHF55825.1  tetracycline resistance protein [bacterium KGJ-3-4]    
332     1e-107
WP_053373614.1  GTP-binding protein [Paenibacillus sp. FJAT-27...  
348     1e-107
AHF55852.1  tetracycline resistance protein [bacterium KGJ-3-30]   
332     1e-107
WP_013017334.1  GTP-binding protein [Stackebrandtia nassauensis]   
348     1e-107
WP_028958988.1  GTP-binding protein [Streptomyces sp. UNC401CL...  
348     2e-107
WP_027087725.1  GTP-binding protein [Cohnella panacarvi]           
348     2e-107
WP_047520919.1  GTP-binding protein [Rhizobium sp. CF048]          
347     2e-107
WP_077836582.1  GTP-binding protein [Enterococcus faecium]         
333     2e-107
AHF55843.1  tetracycline resistance protein [bacterium KGJ-3-13]   
332     2e-107
WP_037124502.1  GTP-binding protein [Rhizobium sp. OV201]          
347     2e-107
WP_079170395.1  GTP-binding protein [Streptomyces gilvigriseus]    
347     2e-107



PKP01044.1  GTP-binding protein [Bacteroidetes bacterium HGW-B...  
348     2e-107
ACQ85279.1  TetO [Campylobacter jejuni]                            
335     2e-107
AHF55851.1  tetracycline resistance protein [bacterium KGJ-3-29]   
332     2e-107
WP_101046161.1  GTP-binding protein [Tenacibaculum sp. Bg11-29]    
348     2e-107
WP_082942297.1  GTP-binding protein [Neglecta timonensis]          
350     2e-107
AHF55833.1  tetracycline resistance protein [bacterium KWD-2-6]    
332     2e-107
AHF55835.1  tetracycline resistance protein [bacterium KWD-2-12]   
332     2e-107
WP_065387043.1  GTP-binding protein [Bacillus sp. FJAT-26390]      
347     3e-107
WP_028937230.1  GTP-binding protein [Pseudonocardia spinosispora]  
346     3e-107
PKB00878.1  ribosomal protection tetracycline resistance prote...  
347     3e-107
ACQ85278.1  TetO [Campylobacter jejuni]                            
334     4e-107
WP_100864842.1  GTP-binding protein [Streptomyces sp. Ag109_G2-1]  
347     4e-107
BAQ18917.1  tetracycline-resistance protein [Enterococcus faec...  
331     4e-107
WP_102715800.1  GTP-binding protein [Paenibacillus castaneae]      
347     4e-107
WP_076688896.1  GTP-binding protein [Streptomyces alfalfae]        
348     4e-107
KND42633.1  GTP-binding protein [Streptomyces stelliscabiei]       
344     4e-107
WP_038509069.1  GTP-binding protein [Amycolatopsis japonica]       
346     4e-107
WP_067990619.1  GTP-binding protein [Nocardia pseudobrasiliensis]  
345     5e-107
ACK58049.1  tetracycline resistance protein [Vibrio tasmaniensis]  
331     5e-107
AHF55834.1  tetracycline resistance protein [bacterium KWD-2-10]   
331     5e-107
WP_062782474.1  GTP-binding protein [Streptomyces sp. NRRL S-1...  
347     5e-107
WP_095435748.1  GTP-binding protein [Rhizobium sp. 10195]          
346     6e-107
ABR22527.1  tetracycline resistance protein [Vibrio tasmaniensis]  
331     7e-107
WP_057586367.1  GTP-binding protein [Terrabacter sp. Soil810]      
348     7e-107
OKP70014.1  GTP-binding protein [Ensifer adhaerens]                
346     7e-107
WP_030156384.1  GTP-binding protein [Glycomyces sp. NRRL B-16210]  
346     9e-107
WP_091587648.1  GTP-binding protein [Micromonospora krabiensis]    
346     9e-107



WP_037815988.1  GTP-binding protein [Streptomyces sp. NRRL F-3...  
345     1e-106
WP_005165950.1  GTP-binding protein [Amycolatopsis azurea]         
345     1e-106
WP_049144669.1  GTP-binding protein [Enterococcus faecium]         
332     1e-106
OFY07980.1  hypothetical protein A2W94_08540 [Bacteroidetes ba...  
345     1e-106
ACQ85281.1  TetO [Campylobacter coli]                              
333     1e-106
KGK88547.1  GTP-binding protein [Clostridium sp. HMP27]            
345     2e-106
WP_015797426.1  GTP-binding protein [Catenulispora acidiphila]     
345     2e-106
WP_047789600.1  GTP-binding protein [Tenacibaculum mesophilum]     
345     2e-106
KSV70644.1  hypothetical protein N182_05010 [Sinorhizobium sp....  
345     2e-106
ABR21775.1  TetM [Pseudoalteromonas marina]                        
329     2e-106
ACQ85276.1  TetO [Campylobacter jejuni]                            
332     2e-106
WP_025416584.1  GTP-binding protein [Rhizobium leguminosarum]      
345     2e-106
WP_072830076.1  GTP-binding protein [Clostridium collagenovorans]  
345     2e-106
WP_000418263.1  GTP-binding protein [Bacillus cereus]              
343     3e-106
WP_033293268.1  GTP-binding protein [Amycolatopsis jejuensis]      
343     3e-106
WP_039629441.1  tetracycline resistance ribosomal protection p...  
345     3e-106
WP_053249997.1  GTP-binding protein [Ensifer adhaerens]            
344     3e-106
WP_092712344.1  GTP-binding protein [Rhizobium multihospitium]     
344     3e-106
WP_037365918.1  GTP-binding protein [Amycolatopsis orientalis]     
343     3e-106
WP_035748704.1  GTP-binding protein [Glycomyces sp. NRRL B-16210]  
343     4e-106
WP_093948742.1  GTP-binding protein [Amycolatopsis sp. H5]         
343     4e-106
WP_065656397.1  GTP-binding protein [Agrobacterium tumefaciens]    
344     4e-106
ABQ23358.1  tetracycline resistance efflux pump [Edwardsiella ...  
328     4e-106
WP_072474510.1  GTP-binding protein [Amycolatopsis australiensis]  
343     4e-106
WP_093350263.1  MULTISPECIES: GTP-binding protein [Saccharopol...  
343     4e-106
WP_079110165.1  GTP-binding protein [Streptomyces sp. MBT76]       
347     5e-106
WP_073848196.1  GTP-binding protein [Amycolatopsis sp. CB00013]    
343     5e-106



WP_104679733.1  GTP-binding protein [Agrobacterium tumefaciens]    
343     5e-106
WP_090575047.1  GTP-binding protein [Paenibacillus sp. OV219]      
344     6e-106
WP_073183306.1  GTP-binding protein [Tenacibaculum mesophilum]     
343     8e-106
WP_084428751.1  GTP-binding protein [Kibdelosporangium aridum]     
342     9e-106
ABQ23360.1  tetracycline resistance efflux pump, partial [Aero...  
327     1e-105
BAF95550.1  tetracycline resistance protein [Streptomyces sp. ...  
327     1e-105
WP_092748867.1  GTP-binding protein [Rhizobium aethiopicum]        
343     1e-105
EFR32593.1  GTP-binding domain protein [Peptoniphilus harei AC...  
328     1e-105
WP_003580605.1  GTP-binding protein [Rhizobium leguminosarum]      
343     1e-105
WP_047623375.1  GTP-binding protein [Rhizobium leguminosarum]      
343     1e-105
WP_033357111.1  GTP-binding protein [Dactylosporangium auranti...  
343     1e-105
EGL39683.1  GTP-binding domain protein [Megasphaera sp. UPII 1...  
328     1e-105
ABQ23359.1  tetracycline resistance efflux pump, partial [Aero...  
327     2e-105
WP_069814409.1  GTP-binding protein [Streptomyces sp. TP-A0874]    
342     2e-105
WP_063854497.1  tetracycline resistance ribosomal protection p...  
343     2e-105
WP_097598021.1  GTP-binding protein [Rhizobium sp. L9]             
342     2e-105
WP_006731900.1  GTP-binding protein [Lactobacillus iners]          
328     2e-105
WP_016336704.1  GTP-binding protein [Amycolatopsis orientalis]     
342     2e-105
WP_091529320.1  GTP-binding protein [Microlunatus soli]            
342     2e-105
WP_062240025.1  tetracycline resistance ribosomal protection p...  
341     2e-105
WP_028890491.1  GTP-binding protein [Tenacibaculum ovolyticum]     
342     3e-105
WP_043841447.1  GTP-binding protein [Roseivivax atlanticus]        
342     3e-105
WP_023363761.1  GTP-binding protein [Actinoplanes friuliensis]     
342     3e-105
WP_093575845.1  GTP-binding protein [Amycolatopsis rubida]         
341     3e-105
WP_091609574.1  GTP-binding protein [Micromonospora mirobrigen...  
342     3e-105
WP_054182740.1  GTP-binding protein [Rhizobium acidisoli]          
342     3e-105
WP_106998838.1  GTP-binding protein [Rhizobium sp. JAB6]           
341     4e-105



OLE01321.1  hypothetical protein AUG91_01940 [Actinobacteria b...  
340     4e-105
WP_067698781.1  GTP-binding protein [Actinoplanes awajinensis]     
341     4e-105
WP_064249559.1  GTP-binding protein [Rhizobium leguminosarum]      
341     4e-105
WP_077690258.1  GTP-binding protein [Nocardiopsis sinuspersici]    
342     4e-105
WP_010074806.1  GTP-binding protein [Clostridium cellulovorans]    
342     4e-105
WP_060603596.1  GTP-binding protein [Sinorhizobium sp. GW3]        
341     4e-105
WP_007890980.1  GTP-binding protein [Streptococcus pseudoporci...  
327     5e-105
WP_064705513.1  GTP-binding protein [Rhizobium bangladeshense]     
341     5e-105
WP_047614130.1  GTP-binding protein [Rhizobium leguminosarum]      
341     6e-105
WP_100445478.1  GTP-binding protein [Glycomyces sp. TRM 41368]     
340     7e-105
WP_051308702.1  GTP-binding protein [Streptomyces sp. CNS606]      
342     7e-105
WP_011722765.1  GTP-binding protein [Clostridium novyi]            
341     1e-104
BAF02677.1  tetracycline resistance protein [Vibrio sp. 04Ya057]   
325     1e-104
WP_072030488.1  GTP-binding protein [Amycolatopsis keratiniphila]  
340     1e-104
WP_097542187.1  GTP-binding protein [Rhizobium anhuiense]          
340     1e-104
WP_017585393.1  GTP-binding protein [Nocardiopsis ganjiahuensis]   
340     1e-104
WP_101917382.1  GTP-binding protein [Tenacibaculum sp. TNO020]     
341     1e-104
WP_080277886.1  GTP-binding protein [Bacillus anthracis]           
338     1e-104
BAF95547.1  tetracycline resistance protein [Brachybacterium s...  
325     1e-104
WP_049868737.1  GTP-binding protein [Paenibacillus sp. D9]         
341     1e-104
WP_047610790.1  GTP-binding protein [Rhizobium tropici]            
340     1e-104
KUJ70082.1  GTP-binding protein [Streptomyces albus subsp. albus]  
340     1e-104
SDS83464.1  ribosomal protection tetracycline resistance prote...  
340     1e-104
AMP51625.1  hypothetical protein [uncultured bacterium]            
323     1e-104
WP_086082386.1  GTP-binding protein [Rhizobium etli]               
340     1e-104
WP_037771319.1  tetracycline resistance ribosomal protection p...  
340     2e-104
WP_017988897.1  GTP-binding protein [Rhizobium leguminosarum]      
340     2e-104



WP_039283559.1  GTP-binding protein [Clostridium botulinum]        
340     2e-104
ABP96836.1  tetracycline resistance protein [Vibrio splendidus]    
324     2e-104
ABM65168.1  TetW [Bifidobacterium pseudolongum subsp. globosum]    
322     2e-104
WP_091425021.1  GTP-binding protein [Micromonospora tulbaghiae]    
340     2e-104
WP_039257044.1  GTP-binding protein [Clostridium botulinum]        
340     2e-104
WP_062213991.1  GTP-binding protein [Streptomyces sp. NBRC 109...  
340     2e-104
WP_105734727.1  GTP-binding protein [Phyllobacterium myrsinace...  
339     2e-104
WP_093939169.1  GTP-binding protein [Amycolatopsis thailandensis]  
338     3e-104
WP_017591673.1  GTP-binding protein [Nocardiopsis potens]          
340     3e-104
WP_069611866.1  GTP-binding protein [Rhizobium sp. YK2]            
339     3e-104
WP_086857843.1  GTP-binding protein [Amycolatopsis lexingtonen...  
338     3e-104
WP_039245283.1  GTP-binding protein [Clostridium novyi]            
340     3e-104
WP_003541224.1  GTP-binding protein [Rhizobium leguminosarum]      
339     4e-104
WP_039259388.1  GTP-binding protein [Clostridium botulinum]        
339     4e-104
WP_091413159.1  GTP-binding protein [Friedmanniella luteola]       
340     4e-104
AHI45106.1  TetO [Campylobacter jejuni]                            
326     4e-104
WP_025395228.1  GTP-binding protein [Rhizobium leguminosarum]      
338     5e-104
WP_052865430.1  tetracycline resistance ribosomal protection p...  
338     5e-104
WP_095565394.1  GTP-binding protein [Plantactinospora sp. KBS50]   
339     5e-104
WP_039276861.1  GTP-binding protein [Clostridium botulinum]        
339     5e-104
WP_026413758.1  GTP-binding protein [Actinomadura oligospora]      
338     6e-104
AUI41095.1  tetracycline resistance ribosomal protection prote...  
322     6e-104
WP_063274413.1  GTP-binding protein [Amycolatopsis keratiniphila]  
338     6e-104
BAF95546.1  tetracycline resistance protein [Brachybacterium s...  
323     7e-104
WP_095315242.1  tetracycline resistance ribosomal protection p...  
333     7e-104
BAF02689.1  tetracycline resistance protein [Vibrio sp. 04Ya004]   
323     7e-104
WP_037671305.1  tetracycline resistance ribosomal protection p...  
338     7e-104



WP_091039199.1  GTP-binding protein [Glycomyces harbinensis]       
338     8e-104
WP_064694617.1  GTP-binding protein [Rhizobium aegyptiacum]        
338     8e-104
WP_077978721.1  GTP-binding protein [Rhizobium laguerreae]         
338     9e-104
WP_064536790.1  GTP-binding protein [Streptomyces sp. SAT1]        
338     9e-104
WP_064810768.1  MULTISPECIES: GTP-binding protein [Rhizobium]      
338     9e-104
AFU65884.1  DacR1 [Dactylosporangium sp. SC14051]                  
338     1e-103
WP_098215846.1  GTP-binding protein [Bacillus pseudomycoides]      
336     1e-103
WP_085015334.1  GTP-binding protein [Frankia sp. KB5]              
338     1e-103
WP_039251942.1  GTP-binding protein [Clostridium novyi]            
338     1e-103
WP_081633949.1  GTP-binding protein [Terracoccus sp. 273MFTsu3.1]  
342     1e-103
WP_068705992.1  GTP-binding protein [Tenacibaculum soleae]         
338     1e-103
WP_067589893.1  GTP-binding protein [Amycolatopsis sp. M39]        
337     1e-103
AMP52232.1  elongation factor Tu domain 2 [uncultured bacterium]   
322     1e-103
EJB07701.1  LOW QUALITY PROTEIN: small GTP-binding protein dom...  
337     1e-103
WP_069113481.1  GTP-binding protein [Jiangella alba]               
338     1e-103
WP_053852026.1  tetracycline resistance ribosomal protection p...  
336     1e-103
WP_090940822.1  GTP-binding protein [Nonomuraea jiangxiensis]      
337     1e-103
WP_085778704.1  GTP-binding protein [Rhizobium sp. NXC14]          
337     1e-103
WP_064839413.1  MULTISPECIES: GTP-binding protein [Rhizobium]      
337     2e-103
WP_047930292.1  GTP-binding protein [Clostridium botulinum]        
338     2e-103
AHI45110.1  TetO [Campylobacter jejuni]                            
324     2e-103
PLX01135.1  GTP-binding protein [Marinilabiliales bacterium]       
337     2e-103
WP_063474642.1  GTP-binding protein [Rhizobium anhuiense]          
337     2e-103
WP_057468060.1  GTP-binding protein [Rhizobium sp. Root1203]       
337     2e-103
WP_028740902.1  GTP-binding protein [Rhizobium leguminosarum]      
337     2e-103
BAF95552.1  tetracycline resistance protein [Arthrobacter sp. ...  
322     2e-103
WP_030367961.1  GTP-binding protein [Streptomyces roseovertici...  
337     2e-103



WP_006733447.1  GTP-binding protein [Lactobacillus iners]          
322     2e-103
WP_056823271.1  GTP-binding protein [Rhizobium sp. Root708]        
337     2e-103
WP_017961207.1  GTP-binding protein [Rhizobium leguminosarum]      
337     2e-103
WP_011652714.1  GTP-binding protein [Rhizobium leguminosarum]      
337     2e-103
ANP86357.1  GTP-binding protein [Rhizobium leguminosarum]          
337     2e-103
ANZ45594.1  hypothetical protein BED41_11235 [Cloacibacillus p...  
337     2e-103
WP_075224069.1  GTP-binding protein [Rhizobium leguminosarum]      
337     2e-103
WP_101435808.1  GTP-binding protein [Amycolatopsis niigatensis]    
336     2e-103
WP_020662538.1  GTP-binding protein [Amycolatopsis benzoatilyt...  
337     2e-103
WP_064803668.1  MULTISPECIES: GTP-binding protein [Rhizobium]      
337     2e-103
WP_018074229.1  GTP-binding protein [Rhizobium leguminosarum]      
337     2e-103
ACH43046.1  tetracycline resistance protein Tet(M) [Enterococc...  
321     2e-103
WP_088687521.1  GTP-binding protein [Rhizobium sp. R634]           
337     3e-103
WP_069812828.1  GTP-binding protein [Streptomyces sp. TP-A0874]    
337     3e-103
WP_013726215.1  GTP-binding protein [Clostridium botulinum]        
337     3e-103
WP_099161828.1  GTP-binding protein [Micromonospora sp. WMMA2032]  
336     3e-103
WP_053284784.1  GTP-binding protein [Clostridium botulinum]        
337     3e-103
WP_015341029.1  GTP-binding protein [Rhizobium tropici]            
336     4e-103
WP_009072799.1  MULTISPECIES: GTP-binding protein [Actinobacte...  
336     4e-103
WP_024320831.1  GTP-binding protein [Rhizobium leguminosarum]      
336     5e-103
WP_029870343.1  GTP-binding protein [Rhizobium leguminosarum]      
336     5e-103
WP_039240195.1  GTP-binding protein [Clostridium botulinum]        
336     5e-103
BAF95553.1  tetracycline resistance protein [Brachybacterium s...  
320     5e-103
WP_039250656.1  GTP-binding protein [Clostridium novyi]            
337     5e-103
AAP21774.1  putative ribosomal protection protein [uncultured ...  
329     6e-103
WP_097630451.1  GTP-binding protein [Rhizobium anhuiense]          
336     6e-103
WP_064682644.1  GTP-binding protein [Rhizobium bangladeshense]     
336     7e-103



WP_003366748.1  GTP-binding protein [Clostridium botulinum]        
336     7e-103
AHI45108.1  TetO [Campylobacter jejuni]                            
323     7e-103
WP_086341339.1  GTP-binding protein [Enterococcus sp. 6C8_DIV0...  
335     8e-103
BAG23437.1  putative tetracycline resistance protein [Streptom...  
336     8e-103
WP_085828953.1  GTP-binding protein [Clostridium massiliodielm...  
336     8e-103
AHI45109.1  TetO [Campylobacter jejuni]                            
322     8e-103
WP_042180585.1  GTP-binding protein [Kibdelosporangium sp. MJ1...  
334     9e-103
WP_030248611.1  GTP-binding protein [Streptacidiphilus jeojiense]  
336     9e-103
WP_012758195.1  GTP-binding protein [Rhizobium leguminosarum]      
335     9e-103
WP_017994661.1  GTP-binding protein [Rhizobium leguminosarum]      
335     1e-102
WP_025662269.1  GTP-binding protein [Rhizobium sp. IBUN]           
335     1e-102
WP_086683054.1  GTP-binding protein [Amycolatopsis pretoriensis]   
334     1e-102
WP_071613075.1  GTP-binding protein [Clostridium estertheticum]    
335     1e-102
WP_097592648.1  GTP-binding protein [Rhizobium sp. J15]            
335     1e-102
WP_079035534.1  GTP-binding protein [Streptomyces flocculus]       
336     1e-102
SBO97526.1  Ribosome protection-type tetracycline resistance r...  
335     1e-102
WP_100605928.1  tetracycline resistance ribosomal protection p...  
335     1e-102
BAL04138.1  tetracycline resistance protein [Vibrio ichthyoent...  
319     1e-102
WP_076359067.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
335     2e-102
WP_054292861.1  GTP-binding protein [Kibdelosporangium phytoha...  
333     2e-102
BAF95544.1  tetracycline resistance protein [Bacillus sp. APFT...  
319     2e-102
KJK11378.1  hypothetical protein UB45_14010 [Terrabacter sp. 28]   
336     2e-102
WP_017621924.1  GTP-binding protein [Nocardiopsis gilva]           
335     2e-102
AHI45107.1  TetO [Campylobacter jejuni]                            
322     2e-102
WP_007028189.1  GTP-binding protein [Amycolatopsis decaplanina]    
333     2e-102
WP_056826659.1  GTP-binding protein [Terrabacter sp. Root85]       
336     2e-102
WP_067360275.1  tetracycline resistance ribosomal protection p...  
333     3e-102



BAF95545.1  tetracycline resistance protein [Bacillus sp. APFT...  
318     3e-102
WP_084958049.1  GTP-binding protein [Thermoactinospora rubra]      
333     3e-102
WP_017624595.1  GTP-binding protein [Nocardiopsis chromatogenes]   
334     3e-102
WP_018446486.1  GTP-binding protein [Rhizobium gallicum]           
334     3e-102
WP_086571522.1  tetracycline resistance ribosomal protection p...  
335     3e-102
AHI45112.1  TetO [Campylobacter jejuni]                            
321     3e-102
WP_088683289.1  GTP-binding protein [Rhizobium sp. R635]           
333     4e-102
WP_047629084.1  GTP-binding protein [Rhizobium tropici]            
333     4e-102
WP_056773652.1  GTP-binding protein [Terrabacter sp. Soil811]      
335     4e-102
WP_018482862.1  GTP-binding protein [Rhizobium leguminosarum]      
333     6e-102
WP_097629337.1  GTP-binding protein [Rhizobium sp. L18]            
333     7e-102
WP_028732787.1  GTP-binding protein [Rhizobium leguminosarum]      
333     7e-102
WP_037091390.1  GTP-binding protein [Rhizobium leguminosarum]      
333     8e-102
WP_013454445.1  GTP-binding protein [Marivirga tractuosa]          
333     9e-102
SMI87769.1  tetracycline resistance protein TetP [Enterococcus...  
316     9e-102
WP_087925631.1  GTP-binding protein [Streptomyces albireticuli]    
333     1e-101
WP_106193694.1  GTP-binding protein [Umezawaea tangerina]          
331     1e-101
WP_004950796.1  GTP-binding protein [Streptomyces mobaraensis]     
334     1e-101
PHS08958.1  GTP-binding protein [Kordia sp.]                       
333     1e-101
WP_034476055.1  GTP-binding protein [Agrobacterium rhizogenes]     
332     1e-101
WP_094085597.1  GTP-binding protein [Rhizobium leguminosarum]      
332     1e-101
WP_101610104.1  GTP-binding protein [Amycolatopsis sp. BJA-103]    
332     1e-101
WP_085515285.1  GTP-binding protein [Marivirga sericea]            
333     1e-101
WP_091578945.1  GTP-binding protein [Micromonospora sediminicola]  
332     2e-101
WP_035737742.1  GTP-binding protein [Glycomyces arizonensis]       
332     2e-101
WP_026930414.1  GTP-binding protein [Glycomyces tenuis]            
332     2e-101
WP_096764780.1  GTP-binding protein [Rhizobium sophoriradicis]     
332     2e-101



WP_071087632.1  GTP-binding protein [Rhizobium sp. RSm-3]          
332     2e-101
WP_043619619.1  GTP-binding protein [Ensifer sp. ZNC0028]          
332     2e-101
CNA02039.1  tetracycline resistance protein TetM [Streptococcu...  
315     2e-101
WP_085737717.1  GTP-binding protein [Rhizobium sp. CIAT894]        
332     2e-101
WP_097223733.1  tetracycline resistance ribosomal protection p...  
330     3e-101
WP_028738651.1  MULTISPECIES: GTP-binding protein [Rhizobium]      
331     3e-101
WP_020050745.1  GTP-binding protein [Rhizobium leguminosarum]      
331     3e-101
EJZ18119.1  tetracycline resistance protein [Rhizobium sp. Pop5]   
331     3e-101
WP_047468645.1  GTP-binding protein [Agrobacterium rhizogenes]     
331     4e-101
AMP46949.1  elongation factor G, domain IV [uncultured bacterium]  
317     4e-101
EJC75820.1  small GTP-binding protein domain protein [Rhizobiu...  
332     5e-101
WP_007630281.1  GTP-binding protein [Rhizobium sp. CCGE 510]       
331     5e-101
WP_095850965.1  tetracycline resistance ribosomal protection p...  
330     5e-101
AMP51668.1  elongation factor G, domain IV [uncultured bacterium]  
326     5e-101
WP_058884870.1  GTP-binding protein [Tenacibaculum dicentrarchi]   
331     5e-101
ANM05045.1  translation elongation factor/tetracycline resista...  
331     6e-101
WP_049733560.1  GTP-binding protein [Rhizobium ecuadorense]        
330     6e-101
WP_085742851.1  GTP-binding protein [Rhizobium phaseoli]           
330     7e-101
WP_090791959.1  GTP-binding protein [Asanoa ishikariensis]         
330     7e-101
WP_018242774.1  GTP-binding protein [Rhizobium leguminosarum]      
330     7e-101
WP_098745613.1  GTP-binding protein [Micromonospora sp. WMMA1996]  
330     7e-101
AMP49507.1  elongation factor Tu GTP binding domain protein [u...  
316     9e-101
WP_078875480.1  GTP-binding protein [Streptomyces sp. NRRL F-5...  
331     1e-100
WP_030899138.1  GTP-binding protein [Streptomyces sp. NRRL F-5...  
331     1e-100
WP_046628486.1  GTP-binding protein [Neorhizobium galegae]         
330     1e-100
WP_099944884.1  tetracycline resistance ribosomal protection p...  
329     1e-100
WP_097621729.1  GTP-binding protein [Rhizobium sp. L43]            
330     1e-100



WP_078872690.1  GTP-binding protein [Streptomyces sp. NRRL S-1...  
331     1e-100
AAO16476.1  putative tetracycline resistance protein [uncultur...  
323     2e-100
WP_007693710.1  GTP-binding protein [Rhizobium sp. AP16]           
330     2e-100
WP_075851581.1  GTP-binding protein [Rhizobium hainanense]         
329     2e-100
WP_091049845.1  GTP-binding protein [Glycomyces sambucus]          
328     2e-100
WP_086817188.1  GTP-binding protein [Streptomyces cacaoi]          
330     2e-100
WP_016471516.1  GTP-binding protein [Streptomyces sp. HPH0547]     
330     3e-100
WP_080790836.1  GTP-binding protein [Agrobacterium genomosp. 9]    
328     3e-100
WP_101914537.1  GTP-binding protein [Tenacibaculum finnmarkense]   
329     3e-100
WP_088948994.1  GTP-binding protein [Micromonospora zamorensis]    
329     3e-100
AAO16475.1  putative tetracycline resistance protein [uncultur...  
322     4e-100
WP_033180886.1  GTP-binding protein [Rhizobium leguminosarum]      
328     4e-100
WP_108493615.1  GTP-binding protein [Promicromonospora sp. AC04]   
327     4e-100
WP_106366688.1  GTP-binding protein [Glycomyces artemisiae]        
328     4e-100
WP_038689909.1  GTP-binding protein [Rhizobium sp. IE4771]         
328     4e-100
WP_088673344.1  GTP-binding protein [Rhizobium sp. R339]           
328     4e-100
WP_057216731.1  GTP-binding protein [Ensifer sp. Root127]          
328     5e-100
WP_072380130.1  GTP-binding protein [Rhizobium tibeticum]          
328     5e-100
PCI34160.1  GTP-binding protein [Flavobacteriaceae bacterium]      
328     5e-100
WP_097667096.1  GTP-binding protein [Rhizobium sp. M1]             
328     5e-100
WP_037107199.1  GTP-binding protein [Rhizobium sp. OK665]          
328     7e-100
WP_034315358.1  GTP-binding protein [Amycolatopsis lurida]         
327     7e-100
WP_035103788.1  GTP-binding protein [Devosia sp. LC5]              
328     7e-100
WP_052589716.1  GTP-binding protein [Luteipulveratus mongolien...  
327     9e-100
WP_084814088.1  GTP-binding protein [Ensifer sp. 1H6]              
328     9e-100
WP_057206998.1  GTP-binding protein [Ensifer sp. Root31]           
328     9e-100
WP_030408550.1  GTP-binding protein [Streptomyces sp. NRRL F-5...  
328     1e-99 



PKP17033.1  GTP-binding protein [Bacteroidetes bacterium HGW-B...  
328     1e-99 
PHR24012.1  GTP-binding protein [Fluviicola sp.]                   
328     1e-99 
WP_080866109.1  GTP-binding protein [Agrobacterium tumefaciens]    
327     1e-99 
WP_012649611.1  GTP-binding protein [Agrobacterium tumefaciens]    
327     1e-99 
WP_012558297.1  GTP-binding protein [Rhizobium leguminosarum]      
327     1e-99 
WP_093871562.1  GTP-binding protein [Tenacibaculum sp. MAR_201...  
327     1e-99 
WP_057226042.1  GTP-binding protein [Ensifer sp. Root142]          
327     2e-99 
WP_084070521.1  GTP-binding protein [Desulfobacterium vacuolatum]  
327     2e-99 
WP_101954789.1  GTP-binding protein [Tenacibaculum finnmarkense]   
327     2e-99 
WP_101932033.1  GTP-binding protein [Tenacibaculum dicentrarchi]   
327     2e-99 
WP_101901742.1  GTP-binding protein [Tenacibaculum dicentrarchi]   
327     2e-99 
WP_103785291.1  tetracycline resistance ribosomal protection p...  
325     2e-99 
WP_025430445.1  GTP-binding protein [Ensifer adhaerens]            
327     2e-99 
WP_034087015.1  GTP-binding protein [Streptacidiphilus albus]      
325     2e-99 
WP_099919107.1  tetracycline resistance ribosomal protection p...  
325     3e-99 
WP_092620003.1  GTP-binding protein [Jiangella sp. DSM 45060]      
326     3e-99 
WP_087743847.1  GTP-binding protein [Agrobacterium tumefaciens]    
326     3e-99 
WP_031028518.1  GTP-binding protein [Streptomyces sp. NRRL F-5...  
327     3e-99 
WP_030323068.1  tetracycline resistance ribosomal protection p...  
325     3e-99 
WP_020809762.1  GTP-binding protein [Agrobacterium tumefaciens]    
326     3e-99 
WP_053202290.1  GTP-binding protein [Jiangella muralis]            
326     4e-99 
AAO16473.1  putative tetracycline resistance protein [uncultur...  
319     4e-99 
WP_077150566.1  hypothetical protein [Enterococcus faecium]        
309     4e-99 
KPC96456.1  GTP-binding protein [Streptomyces sp. NRRL F-6602]     
325     4e-99 
WP_062945390.1  GTP-binding protein [Rhizobium leguminosarum]      
326     4e-99 
WP_003502521.1  GTP-binding protein [Agrobacterium tumefaciens]    
325     5e-99 
WP_057221147.1  MULTISPECIES: GTP-binding protein [Ensifer]        
325     6e-99 



WP_007457364.1  GTP-binding protein [Micromonospora lupini]        
325     6e-99 
WP_064965718.1  GTP-binding protein [Tenacibaculum ovolyticum]     
325     6e-99 
WP_101907180.1  GTP-binding protein [Tenacibaculum dicentrarchi]   
326     6e-99 
WP_080864274.1  GTP-binding protein [Agrobacterium tumefaciens]    
325     6e-99 
WP_099085457.1  GTP-binding protein [Agrobacterium tumefaciens]    
325     7e-99 
AMP56067.1  elongation factor G, domain IV [uncultured bacterium]  
310     7e-99 
WP_107027067.1  GTP-binding protein [Ensifer sp. NM-2]             
325     8e-99 
WP_103836572.1  tetracycline resistance ribosomal protection p...  
325     8e-99 
WP_091877371.1  GTP-binding protein [Phyllobacterium sp. OV277]    
325     8e-99 
WP_068400263.1  GTP-binding protein [Rhizobium sp. AC27/96]        
325     9e-99 
WP_028870517.1  GTP-binding protein [Psychroserpens burtonensis]   
325     9e-99 
WP_018494747.1  GTP-binding protein [Rhizobium leguminosarum]      
325     1e-98 
OWT31778.1  mosaic tetracycline resistance protein [Campylobac...  
308     1e-98 
WP_016430778.1  tetracycline resistance ribosomal protection p...  
323     1e-98 
WP_094923030.1  GTP-binding protein [Pseudonocardia sp. MH-G8]     
323     2e-98 
WP_076988305.1  GTP-binding protein [Actinosynnema sp. ALI-1.44]   
323     2e-98 
WP_018528928.1  tetracycline resistance ribosomal protection p...  
323     2e-98 
WP_049571435.1  GTP-binding protein [Nonomuraea sp. SBT364]        
324     2e-98 
WP_068953105.1  GTP-binding protein [Pararhizobium polonicum]      
324     3e-98 
WP_055508442.1  tetracycline resistance ribosomal protection p...  
323     3e-98 
WP_051823248.1  tetracycline resistance ribosomal protection p...  
323     5e-98 
OJU39843.1  tetracycline resistance ribosomal protection prote...  
319     6e-98 
WP_014151327.1  GTP-binding protein [Streptomyces cattleya]        
323     8e-98 
WP_095126029.1  GTP-binding protein [Pseudomonas sp. Irchel s3...  
322     9e-98 
WP_077062765.1  GTP-binding protein [Streptomyces sp. MP131-18]    
323     9e-98 
WP_016733539.1  GTP-binding protein [Rhizobium phaseoli]           
322     1e-97 
WP_064818588.1  GTP-binding protein [Rhizobium phaseoli]           
322     1e-97 



WP_015023938.1  GTP-binding protein [Psychroflexus torquis]        
322     1e-97 
WP_038524612.1  GTP-binding protein [Streptomyces albulus]         
322     2e-97 
WP_015796768.1  GTP-binding protein [Catenulispora acidiphila]     
322     2e-97 
WP_053165149.1  GTP-binding protein [Streptomyces albulus]         
322     2e-97 
WP_091416501.1  GTP-binding protein [Friedmanniella luteola]       
322     2e-97 
WP_077982397.1  GTP-binding protein [Agrobacterium salinitoler...  
322     2e-97 
WP_086950907.1  GTP-binding protein [Vagococcus fluvialis]         
320     2e-97 
WP_047461124.1  GTP-binding protein [Agrobacterium rhizogenes]     
322     2e-97 
AQZ61532.1  GTP-binding protein [Nonomuraea sp. ATCC 55076]        
322     2e-97 
WP_046664630.1  GTP-binding protein [Neorhizobium galegae]         
321     2e-97 
WP_086158027.1  GTP-binding protein [Streptomyces sp. SCSIO 03...  
322     2e-97 
SDR78662.1  ribosomal protection tetracycline resistance prote...  
322     2e-97 
WP_064827966.1  GTP-binding protein [Rhizobium phaseoli]           
321     3e-97 
WP_080046591.1  GTP-binding protein [Nonomuraea sp. ATCC 55076]    
322     3e-97 
WP_027668604.1  GTP-binding protein [Rhizobium leguminosarum]      
321     3e-97 
WP_106517566.1  tetracycline resistance ribosomal protection p...  
320     3e-97 
WP_028798647.1  tetracycline resistance ribosomal protection p...  
320     3e-97 
WP_095049040.1  GTP-binding protein [Pseudomonas sp. Irchel s3h9]  
321     4e-97 
WP_055584822.1  GTP-binding protein [Streptomyces diastatochro...  
321     4e-97 
CNE17313.1  tetracycline resistance protein TetM [Streptococcu...  
306     4e-97 
WP_030869320.1  tetracycline resistance ribosomal protection p...  
320     4e-97 
WP_103963050.1  GTP-binding protein [Nonomuraea solani]            
320     4e-97 
CTO47212.1  putative conjugative element protein [Streptococcu...  
306     5e-97 
WP_020931295.1  GTP-binding protein [Streptomyces albulus]         
320     5e-97 
PLX13322.1  GTP-binding protein [Marinilabiliales bacterium]       
319     5e-97 
KUL36925.1  GTP-binding protein [Streptomyces sp. NRRL F-4489]     
321     5e-97 
SPL98248.1  Ribosome protection-type tetracycline resistance r...  
322     6e-97 



WP_051798217.1  tetracycline resistance ribosomal protection p...  
320     6e-97 
WP_011027352.1  tetracycline resistance ribosomal protection p...  
320     6e-97 
WP_024316514.1  GTP-binding protein [Rhizobium favelukesii]        
320     7e-97 
WP_045016004.1  GTP-binding protein [Agrobacterium arsenijevicii]  
320     7e-97 
AOS89055.1  TetM [Lactococcus garvieae]                            
304     7e-97 
PKP50826.1  GTP-binding protein [Bacteroidetes bacterium HGW-B...  
320     8e-97 
WP_057612944.1  tetracycline resistance ribosomal protection p...  
318     9e-97 
WP_059204263.1  tetracycline resistance ribosomal protection p...  
318     1e-96 
WP_105429325.1  GTP-binding protein [Neorhizobium sp. T6_25]       
319     1e-96 
WP_027420549.1  GTP-binding protein [Crocinitomix catalasitica]    
320     1e-96 
WP_079064357.1  GTP-binding protein [Streptomyces sp. NRRL F-4...  
321     1e-96 
WP_107156361.1  GTP-binding protein [Micromonospora sp. RP3T]      
319     1e-96 
CAM59625.1  tetracycline resistance protein [Lactobacillus par...  
307     1e-96 
WP_099276621.1  GTP-binding protein [Rhodobacteraceae bacteriu...  
315     1e-96 
WP_046640980.1  GTP-binding protein [Neorhizobium galegae]         
319     2e-96 
AMJ37914.1  elongation factor G, domain IV [uncultured bacterium]  
313     2e-96 
SMH99378.1  translation elongation factor G [Enterococcus faec...  
303     2e-96 
WP_105434621.1  GTP-binding protein [Neorhizobium sp. T20_22]      
318     2e-96 
WP_010971555.1  MULTISPECIES: GTP-binding protein [Agrobacteri...  
319     2e-96 
WP_089253453.1  GTP-binding protein [Asanoa hainanensis]           
319     2e-96 
AMP55632.1  elongation factor Tu GTP binding domain protein [u...  
303     2e-96 
WP_020014263.1  GTP-binding protein [Promicromonospora sukumoe]    
318     2e-96 
WP_031175002.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
319     2e-96 
EHL64011.1  small GTP-binding protein domain protein [Synergis...  
318     2e-96 
WP_062715834.1  tetracycline resistance ribosomal protection p...  
318     2e-96 
WP_099933415.1  tetracycline resistance ribosomal protection p...  
317     3e-96 
WP_009949137.1  GTP-binding protein [Saccharopolyspora erythraea]  
317     3e-96 



WP_071655982.1  GTP-binding protein [Streptomyces gilvigriseus]    
318     3e-96 
WP_105426565.1  GTP-binding protein [Neorhizobium sp. T17_20]      
318     3e-96 
WP_108015656.1  tetracycline resistance ribosomal protection p...  
317     4e-96 
CDZ57213.1  GTP-binding elongation factor protein, TetM/TetO [...  
315     4e-96 
WP_083829741.1  GTP-binding protein [Synergistes sp. 3_1_syn1]     
318     4e-96 
WP_106017159.1  GTP-binding protein [Enterococcus faecium]         
303     4e-96 
WP_080440097.1  GTP-binding protein [Enterococcus faecium]         
302     5e-96 
WP_029681450.1  MULTISPECIES: GTP-binding protein [Enterococcus]   
302     5e-96 
EPI26045.1  GTP-binding domain protein [Enterococcus faecium S...  
303     5e-96 
WP_053615648.1  GTP-binding protein [Nocardiopsis sp. NRRL B-1...  
318     5e-96 
AMP49519.1  elongation factor Tu GTP binding domain protein [u...  
310     6e-96 
EJX65240.1  GTP-binding domain protein [Enterococcus faecium P...  
303     6e-96 
WP_095938152.1  tetracycline resistance ribosomal protection p...  
317     6e-96 
WP_033651157.1  MULTISPECIES: GTP-binding protein [Enterococcus]   
302     6e-96 
WP_037196453.1  GTP-binding protein [Rhizobium sp. OK494]          
317     7e-96 
WP_037714257.1  tetracycline resistance ribosomal protection p...  
316     7e-96 
EJX82487.1  GTP-binding domain protein [Enterococcus faecium E...  
302     7e-96 
WP_033658535.1  MULTISPECIES: GTP-binding protein [Enterococcus]   
302     8e-96 
WP_105402079.1  GTP-binding protein [Neorhizobium sp. T7_12]       
317     9e-96 
ONN39273.1  hypothetical protein BTN91_17075 [Enterococcus fae...  
302     9e-96 
WP_026197042.1  GTP-binding protein [Sciscionella marina]          
315     1e-95 
SNT61137.1  ribosomal protection tetracycline resistance prote...  
317     1e-95 
CVK50870.1  tetracycline resistance protein TetM [Streptococcu...  
301     2e-95 
WP_062040124.1  tetracycline resistance ribosomal protection p...  
315     2e-95 
WP_037085515.1  GTP-binding protein [Rhizobium vignae]             
316     2e-95 
WP_044398207.1  GTP-binding protein [Lacinutrix sp. Hel_I_90]      
316     2e-95 
WP_049134477.1  tetracycline resistance ribosomal protection p...  
309     3e-95 



WP_087563939.1  GTP-binding protein [Polaribacter sp. SA4-10]      
316     3e-95 
WP_105436481.1  GTP-binding protein [Neorhizobium sp. T11_12]      
315     4e-95 
WP_063775610.1  GTP-binding protein [Actinoplanes rectilineatus]   
315     4e-95 
WP_046800259.1  MULTISPECIES: GTP-binding protein [Rhizobium/A...  
315     4e-95 
AUT30819.1  TetM [Enterococcus faecalis]                           
301     4e-95 
OJX16406.1  GTP-binding protein [Devosia sp. 67-54]                
315     4e-95 
AOS89057.1  TetM [Lactococcus garvieae]                            
299     5e-95 
WP_031046115.1  MULTISPECIES: tetracycline resistance ribosoma...  
314     5e-95 
WP_102919458.1  tetracycline resistance ribosomal protection p...  
315     6e-95 
WP_093455492.1  tetracycline resistance ribosomal protection p...  
314     6e-95 
WP_016325250.1  MULTISPECIES: tetracycline resistance ribosoma...  
314     7e-95 
WP_105154317.1  GTP-binding protein [Streptococcus suis]           
300     7e-95 
PCH76293.1  GTP-binding protein [Flavobacteriaceae bacterium]      
315     7e-95 
WP_045534099.1  MULTISPECIES: GTP-binding protein [Rhizobium]      
315     8e-95 
AMP49322.1  elongation factor Tu GTP binding domain protein [u...  
299     1e-94 
WP_095683712.1  GTP-binding protein [Streptomyces sp. CLI2509]     
315     1e-94 
WP_030607306.1  tetracycline resistance ribosomal protection p...  
313     1e-94 
WP_064831270.1  GTP-binding protein [Rhizobium phaseoli]           
314     2e-94 
WP_086829605.1  GTP-binding protein [Allokutzneria sp. NRRL B-...  
312     2e-94 
WP_073900276.1  GTP-binding protein [Saccharothrix sp. CB00851]    
314     2e-94 
WP_020117114.1  tetracycline resistance ribosomal protection p...  
312     2e-94 
BAF95548.1  tetracycline resistance protein [Bacillus sp. APFT...  
298     2e-94 
WP_007830218.1  GTP-binding protein [Streptomyces sp. Tu6071]      
314     2e-94 
WP_027735987.1  GTP-binding protein [Streptomyces sp. CNT360]      
315     2e-94 
WP_106504825.1  GTP-binding protein [Escherichia coli]             
297     3e-94 
ATU88011.1  TetM [Enterococcus faecalis]                           
300     3e-94 
WP_078983558.1  tetracycline resistance ribosomal protection p...  
313     3e-94 



WP_084482346.1  GTP-binding protein [Cloacibacillus evryensis]     
313     3e-94 
WP_047555357.1  GTP-binding protein [Rhizobium leguminosarum]      
313     3e-94 
WP_002359507.1  GTP-binding protein [Enterococcus faecium]         
298     4e-94 
WP_034271652.1  GTP-binding protein [Actinospica robiniae]         
311     4e-94 
WP_089965059.1  GTP-binding protein [Clostridium gasigenes]        
313     5e-94 
WP_037738227.1  tetracycline resistance ribosomal protection p...  
311     5e-94 
ONN47801.1  elongation factor G [Enterococcus faecium]             
296     6e-94 
WP_093816482.1  GTP-binding protein [Streptomyces sp. TverLS-915]  
313     6e-94 
WP_093583229.1  GTP-binding protein [Streptomyces sp. LcepLS]      
313     7e-94 
WP_105614890.1  GTP-binding protein [Vallitalea sp. S15]           
312     7e-94 
WP_077469487.1  GTP-binding protein [Rhizobium sp. P44RR-XXIV]     
312     7e-94 
WP_033699270.1  GTP-binding protein [Enterococcus faecium]         
297     9e-94 
WP_046611450.1  GTP-binding protein [Neorhizobium galegae]         
311     1e-93 
WP_010267699.1  MULTISPECIES: GTP-binding protein [Streptomyces]   
311     2e-93 
WP_052842639.1  tetracycline resistance ribosomal protection p...  
311     2e-93 
WP_046603362.1  GTP-binding protein [Neorhizobium galegae]         
311     2e-93 
WP_063736000.1  tetracycline resistance ribosomal protection p...  
310     2e-93 
WP_093737480.1  GTP-binding protein [Streptomyces sp. DvalAA-14]   
311     2e-93 
WP_063854498.1  tetracycline resistance ribosomal protection p...  
310     2e-93 
SMJ68293.1  translation elongation factor G [Enterococcus faec...  
296     2e-93 
WP_049099151.1  tetracycline resistance protein tetM [Enteroco...  
294     2e-93 
WP_073764118.1  tetracycline resistance ribosomal protection p...  
311     3e-93 
AIA10937.1  elongation factor Tu GTP binding domain protein [u...  
310     4e-93 
WP_050503017.1  tetracycline resistance ribosomal protection p...  
310     4e-93 
PLW92762.1  GTP-binding protein [Marinilabiliales bacterium]       
308     1e-92 
WP_097271705.1  tetracycline resistance ribosomal protection p...  
308     1e-92 
WP_037948005.1  tetracycline resistance ribosomal protection p...  
309     1e-92 



WP_012484426.1  GTP-binding protein [Rhizobium etli]               
309     1e-92 
WP_090765475.1  GTP-binding protein [Nonomuraea maritima]          
309     1e-92 
WP_010726522.1  transposase [Enterococcus faecium]                 
292     1e-92 
WP_079046514.1  GTP-binding protein [Streptococcus pneumoniae]     
293     1e-92 
AGP55678.1  tetracycline resistance protein tetM [Streptomyces...  
309     1e-92 
APO32513.1  ferrous iron transport protein B [uncultured bacte...  
292     1e-92 
AHK46947.1  peptide chain release factor 3 [Ensifer adhaerens ...  
308     2e-92 
SEG75335.1  ribosomal protection tetracycline resistance prote...  
301     2e-92 
AMP55645.1  elongation factor Tu domain 2 [uncultured bacterium]   
291     2e-92 
WP_092769184.1  MULTISPECIES: GTP-binding protein [Rhizobium]      
308     2e-92 
ACJ38543.1  tetracycline resistance protein [Trueperella pyoge...  
294     3e-92 
WP_069760792.1  tetracycline resistance ribosomal protection p...  
307     3e-92 
APO35566.1  ferrous iron transport protein B [uncultured bacte...  
292     3e-92 
WP_086882709.1  tetracycline resistance ribosomal protection p...  
308     4e-92 
WP_053752111.1  tetracycline resistance ribosomal protection p...  
306     4e-92 
WP_105439003.1  GTP-binding protein [Neorhizobium sp. T25_13]      
307     4e-92 
WP_106618717.1  GTP-binding protein [Saccharothrix carnea]         
308     5e-92 
WP_102910277.1  tetracycline resistance ribosomal protection p...  
306     5e-92 
WP_009715689.1  tetracycline resistance ribosomal protection p...  
306     6e-92 
WP_006312585.1  GTP-binding protein [Agrobacterium sp. ATCC 31...  
307     6e-92 
PLX23049.1  GTP-binding protein [Salinivirgaceae bacterium]        
306     8e-92 
PSL52798.1  ribosomal protection tetracycline resistance prote...  
307     9e-92 
WP_046630937.1  GTP-binding protein [Neorhizobium galegae]         
306     1e-91 
WP_044367550.1  tetracycline resistance ribosomal protection p...  
306     2e-91 
KFI82701.1  tetracycline resistance protein [Bifidobacterium r...  
288     2e-91 
WP_053923900.1  tetracycline resistance ribosomal protection p...  
305     2e-91 
WP_061440853.1  tetracycline resistance ribosomal protection p...  
305     2e-91 



WP_107478756.1  tetracycline resistance ribosomal protection p...  
305     2e-91 
PCI04775.1  GTP-binding protein [Flavobacteriaceae bacterium]      
305     3e-91 
WP_100045794.1  tetracycline resistance ribosomal protection p...  
304     6e-91 
WP_073728628.1  tetracycline resistance ribosomal protection p...  
303     6e-91 
WP_072664661.1  hypothetical protein [Escherichia coli]            
288     6e-91 
EEM59365.1  GTP-binding elongation factor protein, TetM/TetO [...  
297     8e-91 
AMP50125.1  elongation factor Tu GTP binding domain protein [u...  
287     8e-91 
PRX69439.1  ribosomal protection tetracycline resistance prote...  
301     1e-90 
WP_030185600.1  tetracycline resistance ribosomal protection p...  
303     2e-90 
WP_044571383.1  GTP-binding protein [Streptomyces iranensis]       
303     3e-90 
AOS89056.1  truncated TetM [Lactococcus garvieae]                  
286     5e-90 
WP_084913470.1  GTP-binding protein [Streptococcus salivarius]     
286     6e-90 
WP_020539169.1  GTP-binding protein [Lewinella cohaerens]          
302     6e-90 
APO28710.1  feoB: ferrous iron transport protein [uncultured b...  
285     8e-90 
WP_030937601.1  tetracycline resistance ribosomal protection p...  
300     1e-89 
AMP50695.1  elongation factor G, domain IV [uncultured bacterium]  
296     1e-89 
AEN80267.1  TetM [Enterococcus sp. R41]                            
284     1e-89 
OSC69059.1  GTP-binding protein [Streptomyces sp. 4F]              
300     2e-89 
WP_069571338.1  tetracycline resistance ribosomal protection p...  
301     2e-89 
WP_053745107.1  tetracycline resistance ribosomal protection p...  
300     2e-89 
AMP51655.1  elongation factor Tu domain 2 [uncultured bacterium]   
285     2e-89 
WP_087804965.1  tetracycline resistance ribosomal protection p...  
300     3e-89 
WP_018684401.1  GTP-binding protein [Actinokineospora enzanensis]  
299     3e-89 
AOS89058.1  truncated TetM [Lactococcus garvieae]                  
284     3e-89 
KII54090.1  tetracycline resistance protein tetM [Enterococcus...  
287     3e-89 
ASQ96433.1  GTP-binding protein [Streptomyces sp. 11-1-2]          
300     3e-89 
WP_046256897.1  tetracycline resistance ribosomal protection p...  
299     4e-89 



WP_100806474.1  tetracycline resistance ribosomal protection p...  
299     5e-89 
WP_055421184.1  tetracycline resistance ribosomal protection p...  
298     9e-89 
WP_086667986.1  GTP-binding protein [Lentzea kentuckyensis]        
295     1e-88 
WP_107019526.1  tetracycline resistance ribosomal protection p...  
298     1e-88 
WP_014910024.1  GTP-binding protein [Nocardiopsis alba]            
298     2e-88 
EGG58291.1  GTP-binding domain protein [Enterococcus faecalis ...  
282     2e-88 
WP_103631420.1  GTP-binding protein [Bacillus thuringiensis]       
291     2e-88 
AEA35204.1  tetracycline resistance protein class S [unculture...  
283     2e-88 
WP_013229872.1  GTP-binding protein [Amycolatopsis mediterranei]   
296     3e-88 
WP_078643040.1  tetracycline resistance ribosomal protection p...  
297     3e-88 
WP_037348098.1  GTP-binding protein [Sciscionella sp. SE31]        
295     3e-88 
ADI48098.1  tetracycline-resistance protein [Clostridium perfr...  
285     3e-88 
KWW51894.1  tetracycline resistance protein [Bacillus cereus]      
290     3e-88 
WP_083107992.1  tetracycline resistance ribosomal protection p...  
297     3e-88 
PJN97650.1  elongation factor G [Enterococcus faecium]             
281     3e-88 
AEA35208.1  tetracycline resistance protein class S [unculture...  
283     3e-88 
WP_079258644.1  tetracycline resistance ribosomal protection p...  
297     4e-88 
WP_017533353.1  GTP-binding protein [Nocardiopsis alba]            
297     4e-88 
CJH79444.1  tetracycline resistance protein TetM [Streptococcu...  
280     4e-88 
WP_095583585.1  GTP-binding protein [Streptomyces albireticuli]    
296     5e-88 
WP_102937569.1  tetracycline resistance ribosomal protection p...  
296     7e-88 
WP_057327374.1  tetracycline resistance protein tetQ [Parabact...  
290     9e-88 
WP_079457349.1  hypothetical protein [Streptococcus agalactiae]    
279     1e-87 
CUQ43171.1  Tetracycline resistance protein tetM [Parabacteroi...  
289     1e-87 
KII55329.1  tetracycline resistance protein tetM [Enterococcus...  
283     1e-87 
WP_076972834.1  tetracycline resistance ribosomal protection p...  
295     1e-87 
CIV86160.1  tetracycline resistance protein TetM [Streptococcu...  
279     2e-87 



WP_020427483.1  GTP-binding protein [Paenibacillus riograndensis]  
289     2e-87 
AEA35206.1  tetracycline resistance protein class S [unculture...  
281     2e-87 
WP_046089663.1  GTP-binding protein [Streptomyces antioxidans]     
296     2e-87 
WP_104634297.1  tetracycline resistance ribosomal protection p...  
295     2e-87 
WP_100772166.1  GTP-binding protein [Bacillus cereus]              
292     3e-87 
WP_053210483.1  tetracycline resistance ribosomal protection p...  
295     3e-87 
WP_072418866.1  MULTISPECIES: GTP-binding protein [Ruminococcus]   
300     3e-87 
WP_059148850.1  GTP-binding protein [Streptomyces violaceusniger]  
295     6e-87 
WP_067443428.1  tetracycline resistance ribosomal protection p...  
293     7e-87 
PLX12895.1  GTP-binding protein [Marinilabiliales bacterium]       
288     7e-87 
WP_086710200.1  GTP-binding protein [Streptomyces castelarensis]   
294     7e-87 
WP_082404254.1  GTP-binding protein [Saccharothrix sp. NRRL B-...  
294     7e-87 
WP_059194672.1  tetracycline resistance ribosomal protection p...  
293     8e-87 
WP_033278915.1  tetracycline resistance ribosomal protection p...  
293     9e-87 
WP_053140772.1  tetracycline resistance ribosomal protection p...  
293     9e-87 
PIS15418.1  elongation factor G [Candidatus Shapirobacteria ba...  
295     1e-86 
AMP56071.1  elongation factor Tu GTP binding domain protein [u...  
278     1e-86 
SFP48736.1  ribosomal protection tetracycline resistance prote...  
291     1e-86 
WP_007389370.1  tetracycline resistance ribosomal protection p...  
292     2e-86 
WP_071422986.1  GTP-binding protein [Ruminococcaceae bacterium...  
292     3e-86 
WP_062133520.1  tetracycline resistance ribosomal protection p...  
291     3e-86 
KII52668.1  tetracycline resistance protein tetM [Enterococcus...  
275     3e-86 
WP_030043927.1  tetracycline resistance ribosomal protection p...  
291     4e-86 
WP_063483863.1  tetracycline resistance ribosomal protection p...  
291     4e-86 
WP_099014622.1  tetracycline resistance ribosomal protection p...  
291     4e-86 
WP_069455734.1  GTP-binding protein [Streptomyces griseus]         
290     8e-86 
CJH78357.1  tetracycline resistance protein TetM [Streptococcu...  
277     8e-86 



WP_077850345.1  GTP-binding protein [Enterococcus faecium]         
276     8e-86 
WP_043670310.1  tetracycline resistance ribosomal protection p...  
290     1e-85 
WP_069864988.1  tetracycline resistance ribosomal protection p...  
290     1e-85 
WP_059296825.1  tetracycline resistance ribosomal protection p...  
290     1e-85 
KPC76460.1  GTP-binding protein [Streptomyces sp. NRRL WC-3753]    
290     1e-85 
WP_079150242.1  GTP-binding protein [Streptomyces sp. NBRC 109...  
292     1e-85 
WP_049060605.1  GTP-binding protein [Enterococcus faecium]         
275     2e-85 
KOX19037.1  GTP-binding protein [Saccharothrix sp. NRRL B-16348]   
290     2e-85 
WP_051818878.1  tetracycline resistance ribosomal protection p...  
290     2e-85 
WP_064731132.1  tetracycline resistance ribosomal protection p...  
288     3e-85 
WP_092561486.1  GTP-binding protein [[Clostridium] populeti]       
289     4e-85 
CDE42291.1  tetracycline resistance protein TetO [Clostridium ...  
272     6e-85 
WP_087788470.1  tetracycline resistance ribosomal protection p...  
288     6e-85 
PJP85164.1  tetracycline resistance ribosomal protection prote...  
273     6e-85 
WP_066464840.1  GTP-binding protein [Caryophanon latum]            
288     8e-85 
AMP51281.1  hypothetical protein [uncultured bacterium]            
272     8e-85 
WP_079118662.1  GTP-binding protein [Streptococcus pneumoniae]     
272     8e-85 
WP_072830040.1  GTP-binding protein [Clostridium collagenovorans]  
288     1e-84 
WP_006380594.1  MULTISPECIES: tetracycline resistance ribosoma...  
287     1e-84 
WP_103337124.1  GTP-binding protein [Amycolatopsis sp. CA-126428]  
286     1e-84 
SCJ71024.1  Tetracycline resistance protein tetM from transpos...  
271     1e-84 
WP_066028268.1  GTP-binding protein [Streptomyces hygroscopicus]   
290     1e-84 
WP_087161275.1  GTP-binding protein [Lachnoclostridium sp. An169]  
294     1e-84 
WP_096270147.1  GTP-binding protein [Paucisalibacillus globulus]   
288     1e-84 
OWW57409.1  tetracycline resistance protein tetM [Enterococcus...  
271     2e-84 
WP_086851149.1  GTP-binding protein [Amycolatopsis kentuckyensis]  
285     2e-84 
WP_088775802.1  GTP-binding protein [Enterococcus hirae]           
270     3e-84 



WP_085803961.1  GTP-binding protein [Enterococcus faecium]         
271     3e-84 
WP_031015919.1  tetracycline resistance ribosomal protection p...  
286     4e-84 
AMP55647.1  elongation factor Tu GTP binding domain protein [u...  
270     4e-84 
AGU02289.1  TetO [Streptococcus uberis]                            
270     7e-84 
WP_013624993.1  GTP-binding protein [Syntrophobotulus glycolicus]  
286     7e-84 
KKP61449.1  Elongation factor G [Candidatus Roizmanbacteria ba...  
286     8e-84 
PLQ02832.1  hypothetical protein CYQ99_15070 [Enterococcus fae...  
269     8e-84 
ANS48646.1  tetracycline resistance protein TetP [Bacillus thu...  
283     1e-83 
WP_089509560.1  GTP-binding protein [Streptomyces sp. NBS 14/10]   
287     1e-83 
ABK81676.1  TetS [Streptococcus uberis]                            
271     1e-83 
WP_014054313.1  GTP-binding protein [Streptomyces violaceusniger]  
286     1e-83 
WP_028510304.1  GTP-binding protein [Ruminococcus sp. NK3A76]      
290     1e-83 
WP_013781759.1  elongation factor G [Mahella australiensis]        
286     1e-83 
ONI44112.1  hypothetical protein AN641_08275 [Epulopiscium sp....  
290     1e-83 
APO26817.1  Elongation factor G C-terminus [uncultured bacterium]  
267     2e-83 
WP_086875633.1  tetracycline resistance ribosomal protection p...  
284     2e-83 
WP_019327708.1  tetracycline resistance ribosomal protection p...  
283     3e-83 
PIV01874.1  elongation factor G [Candidatus Shapirobacteria ba...  
285     4e-83 
WP_100797582.1  GTP-binding protein [Viridibacillus sp. OK051]     
283     5e-83 
WP_105969624.1  tetracycline resistance ribosomal protection p...  
283     5e-83 
AEA35213.1  tetracycline resistance protein class O [unculture...  
267     6e-83 
PQW15828.1  elongation factor G [Enterococcus faecium]             
267     7e-83 
OGD96528.1  translation elongation factor G [Candidatus Curtis...  
285     7e-83 
WP_019057737.1  tetracycline resistance ribosomal protection p...  
282     8e-83 
GBD10978.1  Elongation factor G [bacterium HR23]                   
284     8e-83 
WP_096918739.1  GTP-binding protein [Eubacterium sp. YI]           
283     8e-83 
WP_099204091.1  GTP-binding protein [Neglecta sp. Marseille-P3...  
288     1e-82 



OGE13101.1  translation elongation factor G [Candidatus Curtis...  
284     1e-82 
KKR58682.1  Elongation factor G [Candidatus Curtissbacteria ba...  
284     1e-82 
WP_088800563.1  MULTISPECIES: tetracycline resistance ribosoma...  
282     1e-82 
WP_002352610.1  GTP-binding protein [Enterococcus faecium]         
267     1e-82 
AGM39434.1  TetO [Staphylococcus aureus]                           
266     2e-82 
WP_071312686.1  GTP-binding protein [Anaerobacillus arsenicise...  
282     2e-82 
WP_093491555.1  tetracycline resistance ribosomal protection p...  
282     2e-82 
WP_049932630.1  GTP-binding protein [Lachnospiraceae bacterium...  
287     2e-82 
ETP71420.1  small GTP-binding domain-containing protein [Lachn...  
287     2e-82 
WP_003059844.1  GTP-binding protein [Amycolatopsis vancoresmyc...  
278     3e-82 
WP_093643011.1  tetracycline resistance ribosomal protection p...  
281     3e-82 
ONI44590.1  hypothetical protein AN642_02200 [Epulopiscium sp....  
286     3e-82 
OGK18226.1  translation elongation factor G [Candidatus Roizma...  
282     3e-82 
WP_008860288.1  elongation factor G [Dialister succinatiphilus]    
282     4e-82 
PIZ64024.1  elongation factor G [Candidatus Roizmanbacteria ba...  
282     4e-82 
WP_058696196.1  GTP-binding protein [Eubacterium limosum]          
281     5e-82 
WP_074616473.1  GTP-binding protein [Eubacterium limosum]          
281     6e-82 
WP_092354504.1  GTP-binding protein [[Clostridium] cocleatum]      
285     1e-81 
KKQ01599.1  Elongation factor G [Candidatus Roizmanbacteria ba...  
281     1e-81 
WP_093623495.1  tetracycline resistance ribosomal protection p...  
279     1e-81 
WP_006420036.1  elongation factor G [delta proteobacterium Nap...  
280     1e-81 
WP_018659661.1  elongation factor G [Allofustis seminis]           
281     2e-81 
WP_031046532.1  tetracycline resistance ribosomal protection p...  
279     2e-81 
WP_102691995.1  GTP-binding protein [Rummeliibacillus pycnus]      
279     2e-81 
WP_093648431.1  tetracycline resistance ribosomal protection p...  
279     2e-81 
WP_094792268.1  tetracycline resistance ribosomal protection p...  
280     2e-81 
OGE71612.1  translation elongation factor G [Candidatus Davies...  
280     3e-81 



WP_108308693.1  elongation factor G [Thermodesulfobium acidiph...  
280     3e-81 
ABK81674.1  TetO [Streptococcus uberis]                            
263     3e-81 
GBD28583.1  Elongation factor G [bacterium HR31]                   
280     3e-81 
WP_029199713.1  GTP-binding protein [Oribacterium sp. NK2B42]      
284     3e-81 
PTQ51252.1  Translation elongation factor G [Brockia lithotrop...  
280     3e-81 
WP_093392979.1  elongation factor G [Thermodesulforhabdus norv...  
280     3e-81 
AAD48368.1  tetracycline resistance protein [Neisseria gonorrh...  
266     3e-81 
WP_087302683.1  GTP-binding protein [Erysipelatoclostridium sp...  
283     3e-81 
EKD84761.1  hypothetical protein ACD_38C00165G0018 [uncultured...  
280     3e-81 
WP_054645867.1  elongation factor G [Lactobacillus lindneri]       
280     3e-81 
WP_022777853.1  GTP-binding protein [Butyrivibrio sp. AE3009]      
284     4e-81 
WP_068719878.1  elongation factor G [Veillonellaceae bacterium...  
280     4e-81 
WP_052230178.1  GTP-binding protein [Streptomyces sp. CT34]        
279     4e-81 
WP_013755869.1  elongation factor G [Thermodesulfobium narugense]  
280     4e-81 
KII55114.1  tetracycline resistance protein tetM [Enterococcus...  
262     4e-81 
WP_072889071.1  GTP-binding protein [Ornithinibacillus halophi...  
278     5e-81 
CRH93428.1  Protein translation elongation factor G (EF-G) [Ch...  
271     5e-81 
WP_055148632.1  GTP-binding protein [[Ruminococcus] torques]       
284     5e-81 
KMP74408.1  tetracycline resistance protein [Bacillus cereus]      
271     5e-81 
WP_054405439.1  GTP-binding protein [Paenibacillus solani]         
278     5e-81 
WP_052856795.1  tetracycline resistance ribosomal protection p...  
278     6e-81 
WP_010098752.1  GTP-binding protein [Ornithinibacillus scaphar...  
278     6e-81 
WP_007070676.1  elongation factor G [Dialister invisus]            
279     6e-81 
WP_027088750.1  GTP-binding protein [[Clostridium] saccharogumia]  
283     6e-81 
CUQ91200.1  Tetracycline resistance protein tetM from transpos...  
283     7e-81 
WP_017262646.1  elongation factor G [Lactobacillus rossiae]        
279     8e-81 
WP_055173065.1  GTP-binding protein [[Ruminococcus] torques]       
284     8e-81 



WP_052848087.1  GTP-binding protein [Streptomyces avicenniae]      
278     8e-81 
WP_051733642.1  tetracycline resistance ribosomal protection p...  
278     9e-81 
WP_057880298.1  GTP-binding protein [Lactobacillus kimchiensis]    
278     9e-81 
CCZ53729.1  elongation factor G [Dialister invisus CAG:218]        
278     9e-81 
OGH10512.1  translation elongation factor G [Candidatus Levyba...  
279     1e-80 
WP_007391713.1  MULTISPECIES: elongation factor G [Megasphaera]    
278     1e-80 
WP_019068508.1  tetracycline resistance ribosomal protection p...  
276     1e-80 
WP_062106466.1  GTP-binding protein [Bacillus niameyensis]         
277     1e-80 
AIL24707.1  tetracycline-resistance protein TetO [Nocardia vet...  
261     1e-80 
WP_069679706.1  GTP-binding protein [Clostridium taeniosporum]     
277     2e-80 
WP_046325358.1  elongation factor G [Lactobacillus melliventris]   
278     2e-80 
WP_041101244.1  GTP-binding protein [Bacillus badius]              
276     2e-80 
WP_024722797.1  GTP-binding protein [Clostridiales bacterium V...  
281     2e-80 
WP_038353213.1  GTP-binding protein [Eubacterium limosum]          
276     2e-80 
WP_072536333.1  elongation factor G [Anaerococcus mediterranee...  
278     2e-80 
PIZ27478.1  elongation factor G [Candidatus Berkelbacteria bac...  
278     2e-80 
WP_072211623.1  elongation factor G [Candidatus Kryptobacter t...  
278     2e-80 
WP_075062243.1  elongation factor G [Ornatilinea apprima]          
278     2e-80 
WP_063442095.1  GTP-binding protein [Bacillus badius]              
276     2e-80 
WP_056979033.1  MULTISPECIES: elongation factor G [Lactobacillus]  
278     2e-80 
WP_090837612.1  elongation factor G [Paraburkholderia hospita]     
277     2e-80 
WP_013740885.1  elongation factor G [Selenomonas sputigena]        
277     3e-80 
WP_034572629.1  GTP-binding protein [Clostridiales bacterium o...  
276     3e-80 
WP_087285613.1  GTP-binding protein [[Clostridium] spiroforme]     
281     3e-80 
WP_042833882.1  elongation factor G [Thermoanaerobacter sp. YS13]  
277     3e-80 
CDC18888.1  putative uncharacterized protein [Eubacterium sp. ...  
276     3e-80 
WP_097073121.1  GTP-binding protein [Lysinibacillus xyleni]        
276     3e-80 



WP_066929768.1  GTP-binding protein [Streptomyces sp. NBRC 110...  
277     3e-80 
WP_099871253.1  tetracycline resistance ribosomal protection p...  
276     3e-80 
WP_057706172.1  GTP-binding protein [Lactobacillus xiangfangen...  
276     3e-80 
CDC15180.1  small GTP-binding protein domain [Ruminococcus sp....  
282     3e-80 
KKP60975.1  Elongation factor G [Candidatus Roizmanbacteria ba...  
277     3e-80 
WP_055157681.1  GTP-binding protein [[Ruminococcus] torques]       
282     4e-80 
WP_073386739.1  GTP-binding protein [Butyrivibrio fibrisolvens]    
281     4e-80 
WP_073346338.1  elongation factor G [Caldanaerobius fijiensis]     
276     4e-80 
AEA35217.1  tetracycline resistance protein class O [unculture...  
260     4e-80 
WP_010022706.1  elongation factor G [Lactobacillus fructivorans]   
277     5e-80 
WP_060203648.1  GTP-binding protein [Sporosarcina koreensis]       
275     5e-80 
WP_077193787.1  tetracycline resistance ribosomal protection p...  
276     5e-80 
KKQ59843.1  Elongation factor G [Candidatus Daviesbacteria bac...  
276     5e-80 
WP_008791700.1  GTP-binding protein [Coprobacillus sp. 8_2_54B...  
280     5e-80 
WP_093988072.1  GTP-binding protein [Massilimaliae timonensis]     
275     6e-80 
WP_090411765.1  GTP-binding protein [Eubacterium callanderi]       
275     7e-80 
WP_042148661.1  GTP-binding protein [Paucisalibacillus sp. EB02]   
275     7e-80 
ERI89773.1  putative translation elongation factor G [Clostrid...  
275     7e-80 
WP_053491222.1  GTP-binding protein [Bacillus sp. FJAT-18019]      
275     7e-80 
AIW80581.1  elongation factor Tu GTP binding domain protein [u...  
261     7e-80 
AUD72267.1  ribosomal protection tetracycline resistance prote...  
260     8e-80 
OGF26485.1  translation elongation factor G [Candidatus Falkow...  
276     8e-80 
WP_026486974.1  elongation factor G [Caldanaerobius polysaccha...  
276     8e-80 
WP_072892239.1  GTP-binding protein [Clostridium fallax]           
275     8e-80 
SCH35930.1  Tetracycline resistance protein tetM from transpos...  
275     8e-80 
WP_057888472.1  GTP-binding protein [Lactobacillus mindensis]      
275     8e-80 
WP_004609887.1  GTP-binding protein [[Clostridium] spiroforme]     
280     8e-80 



WP_081832666.1  GTP-binding protein [Oribacterium sp. P6A1]        
280     9e-80 
KKR72666.1  Elongation factor G [Candidatus Roizmanbacteria ba...  
276     9e-80 
WP_105326397.1  elongation factor G [Acidaminococcus sp. Marse...  
276     9e-80 
WP_087255436.1  GTP-binding protein [[Clostridium] spiroforme]     
279     1e-79 
SKC92731.1  translation elongation factor 2 (EF-2/EF-G) [Maled...  
275     1e-79 
WP_041114214.1  GTP-binding protein [Bacillus badius]              
275     1e-79 
AEA35215.1  tetracycline resistance protein class O [unculture...  
259     1e-79 
WP_078035884.1  GTP-binding protein [Oribacterium sp. C9]          
280     1e-79 
WP_079496076.1  elongation factor G [Maledivibacter halophilus]    
276     1e-79 
WP_087373948.1  GTP-binding protein [Erysipelatoclostridium sp...  
279     1e-79 
WP_009301056.1  GTP-binding protein [Coprobacillus sp. 3_3_56FAA]  
279     2e-79 
WP_009645153.1  elongation factor G [Selenomonas sp. CM52]         
275     2e-79 
OGE18986.1  translation elongation factor G [Candidatus Davies...  
276     2e-79 
WP_090567578.1  GTP-binding protein [Paenisporosarcina quisqui...  
274     2e-79 
WP_021283040.1  GTP-binding protein [Clostridium sp. BL8]          
273     2e-79 
PIR27235.1  elongation factor G [Candidatus Berkelbacteria bac...  
275     2e-79 
WP_009009888.1  GTP-binding protein [Coprobacillus sp. D7]         
279     2e-79 
WP_047133619.1  elongation factor G [Candidatus Kryptonium tho...  
275     2e-79 
WP_015164461.1  elongation factor G [Pseudanabaena sp. PCC 7367]   
275     2e-79 
WP_062189630.1  elongation factor G [Anaerolinea thermolimosa]     
275     2e-79 
CUU09042.1  translation elongation factor 2 (EF-2/EF-G) [Candi...  
275     2e-79 
WP_106779097.1  GTP-binding protein [Lysinibacillus sp. Marsei...  
274     2e-79 
OIN88790.1  translation elongation factor G [Candidatus Berkel...  
275     2e-79 
ABI95379.1  TetS [Lactococcus sp. LP-P1-2]                         
259     3e-79 
CDC22708.1  putative uncharacterized protein [Clostridium nexi...  
279     3e-79 
WP_068550218.1  elongation factor G [Thermosulfidibacter takaii]   
275     3e-79 
OLA06806.1  translation elongation factor G [Eubacterium sp. 3...  
279     3e-79 



AEA35224.1  tetracycline resistance protein class O [unculture...  
258     3e-79 
WP_077847757.1  GTP-binding protein [Clostridium puniceum]         
274     3e-79 
WP_084092933.1  elongation factor G [Andreprevotia lacus]          
274     3e-79 
WP_074950875.1  elongation factor G [Alicyclobacillus macrospo...  
274     4e-79 
WP_096231733.1  elongation factor G [Thermoanaerobacterium sp....  
274     4e-79 
WP_031390650.1  GTP-binding protein [Kineothrix alysoides]         
278     4e-79 
WP_104438723.1  GTP-binding protein [Bacteroides xylanolyticus]    
278     4e-79 
WP_065547771.1  MULTISPECIES: GTP-binding protein [Lachnoclost...  
279     5e-79 
WP_009656098.1  elongation factor G [Selenomonas sp. FOBRC6]       
274     5e-79 
CBL41369.1  small GTP-binding protein domain [butyrate-produci...  
279     5e-79 
WP_044916722.1  GTP-binding protein [Oribacterium sp. FC2011]      
278     5e-79 
WP_045313550.1  GTP-binding protein [Lechevalieria aerocolonig...  
269     5e-79 
WP_029421883.1  elongation factor G [Alicyclobacillus macrospo...  
274     5e-79 
WP_037358720.1  elongation factor G [Selenomonas sp. oral taxo...  
274     5e-79 
OMG45220.1  translation elongation factor G [Paenibacillus mac...  
272     5e-79 
CBL25338.1  small GTP-binding protein domain [Ruminococcus tor...  
278     6e-79 
WP_049675302.1  elongation factor G [Desulfocarbo indianensis]     
273     6e-79 
WP_013382676.1  MULTISPECIES: GTP-binding protein [Clostridiales]  
273     6e-79 
WP_071120016.1  GTP-binding protein [Romboutsia timonensis]        
273     6e-79 
OJV65739.1  translation elongation factor G [Clostridiales bac...  
273     6e-79 
KKR33664.1  Elongation factor G [Candidatus Gottesmanbacteria ...  
274     7e-79 
WP_074663369.1  GTP-binding protein [[Clostridium] clostridiof...  
278     7e-79 
AEA35223.1  tetracycline resistance protein class O [unculture...  
256     7e-79 
AEA35218.1  tetracycline resistance protein class O [unculture...  
256     7e-79 
WP_047986014.1  GTP-binding protein [Ornithinibacillus califor...  
272     8e-79 
WP_069126086.1  elongation factor G [Candidatus Thiodiazotroph...  
273     8e-79 
WP_003537696.1  GTP-binding protein [Erysipelatoclostridium ra...  
277     8e-79 



ANC47979.1  TetO [Veillonella parvula]                             
256     8e-79 
WP_084774746.1  tetracycline resistance ribosomal protection p...  
272     8e-79 
CDC10905.1  putative uncharacterized protein [Roseburia sp. CA...  
277     9e-79 
WP_063384009.1  GTP-binding protein [Bacillus badius]              
272     9e-79 
SFG35042.1  small GTP-binding protein domain-containing protei...  
278     9e-79 
WP_009166711.1  elongation factor G [Lactobacillus florum]         
273     9e-79 
WP_004612550.1  MULTISPECIES: GTP-binding protein [Tyzzerella]     
278     1e-78 
WP_091265309.1  elongation factor G [Alkalibacterium thalassium]   
273     1e-78 
WP_087740010.1  elongation factor G [Paraburkholderia piptaden...  
273     1e-78 
WP_007556212.1  elongation factor G [Dialister micraerophilus]     
273     1e-78 
WP_018088912.1  tetracycline resistance ribosomal protection p...  
272     1e-78 
PLQ10613.1  elongation factor G [Enterococcus faecium]             
256     1e-78 
WP_076326457.1  GTP-binding protein [Paenibacillus lautus]         
272     1e-78 
WP_009756995.1  GTP-binding protein [Lachnospiraceae bacterium...  
277     1e-78 
KRT69044.1  fusA-3, elongation factor G, elongation factor G [...  
273     1e-78 
WP_040330363.1  GTP-binding protein [Clostridium ihumii]           
272     1e-78 
WP_093495490.1  GTP-binding protein [Psychrobacillus psychrodu...  
271     1e-78 
WP_022201621.1  GTP-binding protein [Clostridium sp. C105KSO14]    
278     1e-78 
WP_008300674.1  GTP-binding protein [Bhargavaea cecembensis]       
271     1e-78 
AMP46962.1  elongation factor Tu domain 2 [uncultured bacterium]   
259     1e-78 
WP_002587585.1  GTP-binding protein [[Clostridium] clostridiof...  
278     1e-78 
WP_067204196.1  GTP-binding protein [Sporosarcina psychrophila]    
271     1e-78 
WP_006555650.1  elongation factor G [Veillonella seminalis]        
273     1e-78 
WP_057571551.1  GTP-binding protein [[Clostridium] clostridiof...  
278     1e-78 
WP_091205828.1  GTP-binding protein [Oribacterium sp. WCC10]       
277     1e-78 
WP_003525381.1  GTP-binding protein [[Clostridium] clostridiof...  
278     1e-78 
WP_027640156.1  GTP-binding protein [Clostridium cadaveris]        
271     1e-78 



OFW63305.1  translation elongation factor G [Actinobacteria ba...  
273     2e-78 
WP_057805226.1  GTP-binding protein [Pediococcus ethanolidurans]   
271     2e-78 
WP_039957433.1  elongation factor G [Selenomonas infelix]          
272     2e-78 
WP_057800125.1  elongation factor G [Lactobacillus kalixensis]     
273     2e-78 
APO66172.1  translation elongation factor/tetracycline resista...  
269     2e-78 
WP_069181131.1  elongation factor G [Selenomonas sp. oral taxo...  
272     2e-78 
WP_013705453.1  elongation factor G [Desulfobacca acetoxidans]     
272     2e-78 
WP_090815323.1  GTP-binding protein [Oribacterium sp. KHPX15]      
276     2e-78 
WP_021638349.1  MULTISPECIES: GTP-binding protein [Clostridiales]  
277     2e-78 
WP_071354284.1  GTP-binding protein [Bacillus sp. MUM 116]         
271     2e-78 
WP_059075190.1  GTP-binding protein [Lactobacillus farciminis]     
271     2e-78 
WP_028043497.1  GTP-binding protein [Candidatus Stoquefichus m...  
276     2e-78 
WP_006307576.1  elongation factor G [Centipeda periodontii]        
272     3e-78 
WP_066846696.1  elongation factor G [Selenomonas sp. oral taxo...  
272     3e-78 
WP_026886519.1  GTP-binding protein [Clostridium beijerinckii]     
271     3e-78 
SCJ80828.1  Tetracycline resistance protein tetM from transpos...  
276     3e-78 
AKP03759.1  elongation factor G [Lactobacillus farciminis]         
271     3e-78 
WP_054648241.1  elongation factor G [Desulfovibrio brasiliensis]   
271     3e-78 
WP_006213006.1  GTP-binding protein [Paenibacillus vortex]         
271     3e-78 
WP_022753643.1  GTP-binding protein [Butyrivibrio fibrisolvens]    
276     3e-78 
WP_062353716.1  GTP-binding protein [Bacillus kwashiorkori]        
271     3e-78 
AMP50723.1  elongation factor G, domain IV [uncultured bacterium]  
263     3e-78 
WP_024544870.1  MULTISPECIES: elongation factor G [Synechococcus]  
272     3e-78 
WP_077533798.1  GTP-binding protein [Massilimaliae massiliensis]   
271     3e-78 
WP_102889573.1  elongation factor G [Megasphaera genomosp. typ...  
272     3e-78 
CDD80643.1  elongation factor G [Dialister sp. CAG:357]            
272     3e-78 
WP_093062393.1  GTP-binding protein [Psychrobacillus sp. OK028]    
271     3e-78 



WP_007555316.1  elongation factor G [Dialister micraerophilus]     
272     3e-78 
WP_100540888.1  GTP-binding protein [Paenibacillus sp. GM2FR]      
271     3e-78 
WP_002564819.1  GTP-binding protein [[Clostridium] bolteae]        
276     3e-78 
WP_024728790.1  GTP-binding protein [Anaerostipes sp. BG01]        
276     3e-78 
WP_002572577.1  GTP-binding protein [[Clostridium] bolteae]        
276     3e-78 
KKS84649.1  Elongation factor G [Candidatus Gottesmanbacteria ...  
272     3e-78 
WP_006695836.1  elongation factor G [Selenomonas noxia]            
271     3e-78 
AMP54817.1  elongation factor G, domain IV [uncultured bacterium]  
263     4e-78 
WP_027714011.1  elongation factor G [Desulfuromonas sp. TF]        
271     4e-78 
OGG05096.1  translation elongation factor G [Candidatus Gottes...  
271     4e-78 
SCH47786.1  Tetracycline resistance protein tetM [uncultured R...  
275     4e-78 
WP_007392634.1  elongation factor G [Megasphaera sp. UPII 135-E]   
271     4e-78 
GBC85303.1  Elongation factor G [bacterium HR11]                   
271     4e-78 
OGD92110.1  translation elongation factor G [Candidatus Curtis...  
272     4e-78 
WP_022757233.1  GTP-binding protein [Butyrivibrio fibrisolvens]    
276     4e-78 
WP_059364073.1  elongation factor G [Veillonella tobetsuensis]     
271     4e-78 
WP_011668502.1  elongation factor G [Lactobacillus brevis]         
271     4e-78 
WP_027415326.1  elongation factor G [Aneurinibacillus terranov...  
271     4e-78 
OIO06013.1  translation elongation factor G [Candidatus Falkow...  
271     4e-78 
WP_061776008.1  elongation factor G [Lactobacillus senmaizukei]    
271     4e-78 
WP_074925007.1  GTP-binding protein [[Clostridium] clostridiof...  
276     4e-78 
OGL05271.1  translation elongation factor G [Candidatus Rokuba...  
271     4e-78 
CDC81560.1  small GTP-binding protein domain [Clostridium sp. ...  
275     4e-78 
WP_106626491.1  elongation factor G [Selenomonas massiliensis]     
271     4e-78 
AMP55462.1  elongation factor Tu GTP binding domain protein [u...  
254     4e-78 
SCI32144.1  Tetracycline resistance protein tetM from transpos...  
276     4e-78 
WP_093042785.1  GTP-binding protein [Ruminococcaceae bacterium...  
275     4e-78 



WP_034491140.1  GTP-binding protein [Butyrivibrio fibrisolvens]    
276     4e-78 
WP_108477457.1  elongation factor G [Lactobacillus brevis]         
271     5e-78 
WP_067403399.1  GTP-binding protein [Sporosarcina sp. HYO08]       
270     5e-78 
WP_035913850.1  GTP-binding protein [Lechevalieria aerocolonig...  
267     5e-78 
CUM79245.1  Tetracycline resistance protein tetM [[Ruminococcu...  
276     5e-78 
OGE25985.1  translation elongation factor G [Candidatus Davies...  
272     5e-78 
WP_076153330.1  GTP-binding protein [Paenibacillus glucanolyti...  
270     5e-78 
WP_034489465.1  GTP-binding protein [Butyrivibrio fibrisolvens]    
276     5e-78 
WP_106459859.1  elongation factor G [Anaerococcus sp. Marseill...  
271     6e-78 
WP_009729158.1  elongation factor G [Selenomonas sp. F0473]        
271     6e-78 
WP_074758725.1  GTP-binding protein [Butyrivibrio fibrisolvens]    
276     6e-78 
WP_079413367.1  elongation factor G [[Clostridium] thermoalcal...  
271     6e-78 
WP_063477964.1  GTP-binding protein [Paenibacillus glucanolyti...  
270     6e-78 
OLA04425.1  translation elongation factor G [Clostridiales bac...  
276     6e-78 
EJX57124.1  elongation factor G [Enterococcus faecium R497]        
253     6e-78 
OGG07316.1  translation elongation factor G [Candidatus Gottes...  
271     6e-78 
WP_055109419.1  GTP-binding protein [Paenibacillus ihumii]         
270     7e-78 
WP_084113261.1  GTP-binding protein [Clostridium acidisoli]        
270     7e-78 
WP_015009809.1  GTP-binding protein [Amphibacillus xylanus]        
270     7e-78 
WP_057815988.1  GTP-binding protein [Lactobacillus futsaii]        
270     7e-78 
WP_075759551.1  GTP-binding protein [Anaerostipes sp. 494a]        
275     7e-78 
OGG12299.1  translation elongation factor G [Candidatus Gottes...  
271     7e-78 
WP_107925658.1  GTP-binding protein [Lysinibacillus parviboron...  
270     7e-78 
WP_034484646.1  GTP-binding protein [Butyrivibrio fibrisolvens]    
275     7e-78 
OGK23396.1  translation elongation factor G [Candidatus Roizma...  
271     8e-78 
SCH85645.1  Vegetative protein 19 [uncultured Eubacterium sp.]     
275     8e-78 
WP_056831315.1  GTP-binding protein [Psychrobacillus sp. FJAT-...  
269     8e-78 



OON97347.1  hypothetical protein ATN31_08270 [Epulopiscium sp....  
274     8e-78 
WP_027216775.1  GTP-binding protein [Butyrivibrio fibrisolvens]    
275     8e-78 
WP_035792592.1  GTP-binding protein [Clostridium botulinum]        
270     8e-78 
WP_024526561.1  elongation factor G [Lactobacillus brevis]         
271     1e-77 
WP_021742678.1  elongation factor G [Lactobacillus brevis]         
271     1e-77 
ABB70063.1  TetS [Lactococcus lactis]                              
255     1e-77 
OGG33099.1  translation elongation factor G [Candidatus Gottes...  
271     1e-77 
SLL32007.1  translation elongation factor 2 (EF-2/EF-G) [Mycob...  
269     1e-77 
WP_087094260.1  elongation factor G [Lactobacillus brevis]         
270     1e-77 
WP_043022653.1  elongation factor G [Lactobacillus brevis]         
270     1e-77 
PIQ72936.1  elongation factor G [Candidatus Roizmanbacteria ba...  
270     1e-77 
WP_044505176.1  elongation factor G [Megasphaera massiliensis]     
270     1e-77 
PUU86428.1  elongation factor G [Halanaerobium sp.]                
270     1e-77 
WP_066721154.1  GTP-binding protein [Clostridium sp. Marseille...  
274     1e-77 
PIR20472.1  elongation factor G [Deltaproteobacteria bacterium...  
270     1e-77 
WP_035586554.1  elongation factor G [Hippea jasoniae]              
270     1e-77 
WP_091481990.1  elongation factor G [Alkalibacterium pelagium]     
270     1e-77 
WP_073297585.1  elongation factor G [Atopostipes suicloacalis]     
270     1e-77 
WP_033159693.1  elongation factor G [Mycoplasma alvi]              
270     1e-77 
WP_010619587.1  elongation factor G [Lactobacillus maleferment...  
270     1e-77 
WP_081834113.1  GTP-binding protein [Lachnospiraceae bacterium...  
274     1e-77 
WP_056966148.1  elongation factor G [Lactobacillus ozensis]        
270     1e-77 
OKY72037.1  translation elongation factor G [Limnothrix sp. CA...  
270     1e-77 
WP_015797864.1  elongation factor G [Acidimicrobium ferrooxidans]  
270     2e-77 
WP_072621274.1  elongation factor G [Spirulina major]              
270     2e-77 
WP_062413030.1  elongation factor G [Megasphaera sp. MJR8396C]     
270     2e-77 
WP_036639869.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
269     2e-77 



WP_066678229.1  GTP-binding protein [Clostridium septicum]         
269     2e-77 
WP_090164669.1  elongation factor G [Eubacterium pyruvativorans]   
270     2e-77 
OGJ88160.1  translation elongation factor G [Candidatus Raymon...  
270     2e-77 
WP_019228643.1  GTP-binding protein [Sedimentibacter sp. B4]       
269     2e-77 
WP_092055083.1  GTP-binding protein [Bhargavaea ginsengi]          
268     2e-77 
WP_011375452.1  elongation factor G [Lactobacillus sakei]          
270     2e-77 
OGE62981.1  translation elongation factor G [Candidatus Davies...  
270     2e-77 
EEL50311.1  GTP-binding elongation factor protein, TetM/TetO [...  
258     2e-77 
EFM70282.1  GTP-binding domain protein [Enterococcus faecalis ...  
252     2e-77 
KXA66863.1  translation elongation factor G [Megasphaera sp. M...  
270     2e-77 
WP_099320988.1  elongation factor G [Anaerococcus sp. Marseill...  
270     2e-77 
WP_065360576.1  elongation factor G [Megasphaera sp. DISK 18]      
270     2e-77 
WP_105092679.1  elongation factor G [Veillonella tobetsuensis]     
270     2e-77 
WP_044922697.1  GTP-binding protein [Lachnospiraceae bacterium...  
273     2e-77 
WP_078766419.1  GTP-binding protein [Eubacterium uniforme]         
274     2e-77 
CDB18463.1  putative translation elongation factor G [Eubacter...  
274     2e-77 
WP_036487778.1  elongation factor G [Myxosarcina sp. GI1]          
270     2e-77 
WP_014256908.1  GTP-binding protein [[Clostridium] clariflavum]    
273     2e-77 
WP_044149654.1  GTP-binding protein [Epulopiscium sp. 'N.t. mo...  
273     2e-77 
WP_106056138.1  elongation factor G [Mogibacterium diversum]       
270     2e-77 
WP_013537013.1  elongation factor G [Thermovibrio ammonificans]    
270     2e-77 
OGU19087.1  translation elongation factor G [Ignavibacteria ba...  
270     2e-77 
WP_049660171.1  GTP-binding protein [Bacillus sp. FJAT-27231]      
268     2e-77 
WP_050638909.1  GTP-binding protein [Eubacterium sp. SB2]          
274     2e-77 
WP_107950795.1  GTP-binding protein [Lysinibacillus parviboron...  
268     2e-77 
WP_093537945.1  GTP-binding protein [Psychrobacillus psychroto...  
268     2e-77 
WP_055155184.1  GTP-binding protein [Faecalicatena contorta]       
274     2e-77 



WP_057829630.1  elongation factor G [Lactobacillus cacaonum]       
270     2e-77 
WP_098548384.1  GTP-binding protein [Bacillus megaterium]          
268     2e-77 
WP_092613280.1  elongation factor G [Raineyella antarctica]        
270     3e-77 
EEX77972.1  translation elongation factor G [Selenomonas sputi...  
269     3e-77 
WP_037346671.1  elongation factor G [Selenomonas sp. oral taxo...  
269     3e-77 
WP_068658173.1  GTP-binding protein [Paenibacillus crassostreae]   
268     3e-77 
WP_077391271.1  elongation factor G [Mobilibacterium timonense]    
269     3e-77 
KKS45459.1  Elongation factor G [Candidatus Gottesmanbacteria ...  
270     3e-77 
WP_060929288.1  elongation factor G [Anaerococcus tetradius]       
269     3e-77 
WP_004837180.1  elongation factor G [Anaerococcus tetradius]       
269     3e-77 
WP_035779163.1  GTP-binding protein [Butyrivibrio sp. MC2013]      
274     3e-77 
WP_035781202.1  GTP-binding protein [Butyrivibrio sp. LB2008]      
274     3e-77 
WP_009353908.1  MULTISPECIES: elongation factor G [Veillonella]    
269     3e-77 
WP_016265721.1  elongation factor G [Lactobacillus sakei]          
269     3e-77 
WP_096212298.1  tetracycline resistance ribosomal protection p...  
268     3e-77 
WP_049458103.1  elongation factor G [Stenotrophomonas maltophi...  
269     3e-77 
WP_026905861.1  GTP-binding protein [Paucisalibacillus globulus]   
268     3e-77 
WP_057886466.1  elongation factor G [Lactobacillus nagelii]        
269     3e-77 
WP_105083569.1  MULTISPECIES: elongation factor G [Veillonella]    
269     4e-77 
OIO97028.1  translation elongation factor G [Anaerolineae bact...  
269     4e-77 
WP_004828288.1  elongation factor G [Anaerococcus lactolyticus]    
269     4e-77 
OQY07155.1  elongation factor G [Desulfobacteraceae bacterium ...  
268     4e-77 
KRM90069.1  elongation factor G [Lactobacillus cacaonum DSM 21...  
269     4e-77 
WP_013559426.1  elongation factor G [Anaerolinea thermophila]      
269     4e-77 
WP_067978349.1  elongation factor G [Aerococcus urinaehominis]     
269     4e-77 
WP_009753871.1  MULTISPECIES: elongation factor G [Selenomonas]    
269     4e-77 
WP_029739039.1  MULTISPECIES: GTP-binding protein [Enterococcus]   
251     4e-77 



WP_092041823.1  GTP-binding protein [Butyrivibrio sp. TB]          
273     4e-77 
WP_057769089.1  GTP-binding protein [Lactobacillus selangorensis]  
268     4e-77 
WP_099798388.1  elongation factor G [Synechococcus lividus]        
269     4e-77 
WP_038153000.1  elongation factor G [Veillonella montpellieren...  
269     4e-77 
WP_086043510.1  elongation factor G [Macrococcus canis]            
269     4e-77 
WP_015393117.1  GTP-binding protein [Clostridium saccharoperbu...  
268     4e-77 
WP_053591227.1  GTP-binding protein [Bacillus sp. FJAT-22090]      
267     4e-77 
OGC60812.1  translation elongation factor G [candidate divisio...  
269     5e-77 
OUW95936.1  elongation factor G [Chloroflexi bacterium TMED230]    
269     5e-77 
WP_084139632.1  GTP-binding protein [Lachnospiraceae bacterium...  
273     5e-77 
KKS76370.1  Elongation factor G [Candidatus Gottesmanbacteria ...  
270     5e-77 
WP_016476503.1  elongation factor G [Veillonella sp. HPA0037]      
268     5e-77 
WP_004270213.1  elongation factor G [Lactobacillus curvatus]       
269     5e-77 
WP_093485991.1  MULTISPECIES: tetracycline resistance ribosoma...  
267     5e-77 
WP_066390093.1  elongation factor G [Bacillus mesonae]             
268     5e-77 
WP_094673072.1  elongation factor G [Hydrocoleum sp. CS-953]       
269     5e-77 
WP_025086707.1  elongation factor G [Lactobacillus apodemi]        
268     5e-77 
WP_075577029.1  GTP-binding protein [Olsenella sp. Marseille-P...  
268     5e-77 
WP_098749161.1  GTP-binding protein [Paenibacillus sp. EZ-K15]     
267     5e-77 
WP_023965562.1  GTP-binding protein [Paenibacillus sp. JCM 10914]  
267     5e-77 
WP_014431694.1  elongation factor G [Caldilinea aerophila]         
268     5e-77 
WP_015739499.1  elongation factor G [Ammonifex degensii]           
268     5e-77 
WP_105176556.1  GTP-binding protein [Clostridium sp. Marseille...  
267     6e-77 
PIS25265.1  elongation factor G [bacterium (Candidatus Stahlba...  
268     6e-77 
WP_072968773.1  elongation factor G [Caminicella sporogenes]       
268     6e-77 
WP_087238449.1  GTP-binding protein [Anaeromassilibacillus sp....  
268     6e-77 
WP_029332256.1  MULTISPECIES: elongation factor G [Exiguobacte...  
268     6e-77 



WP_056945156.1  GTP-binding protein [Lactobacillus farciminis]     
267     6e-77 
WP_005377031.1  MULTISPECIES: elongation factor G [Veillonella]    
268     6e-77 
SCI33380.1  Vegetative protein 19 [uncultured Eubacterium sp.]     
272     6e-77 
WP_057810434.1  elongation factor G [Lactobacillus siliginis]      
268     6e-77 
WP_010019535.1  GTP-binding protein [Lactobacillus farciminis]     
267     6e-77 
PJE63980.1  elongation factor G [Candidatus Roizmanbacteria ba...  
269     6e-77 
WP_099532980.1  elongation factor G [Limnothrix sp. PR1529]        
268     6e-77 
WP_010580238.1  elongation factor G [Lactobacillus vini]           
268     6e-77 
WP_098277897.1  GTP-binding protein [Bacillus megaterium]          
267     6e-77 
WP_011916517.1  elongation factor G [Caldicellulosiruptor sacc...  
268     7e-77 
WP_086662059.1  elongation factor G [Lentzea kentuckyensis]        
268     7e-77 
WP_013433112.1  MULTISPECIES: elongation factor G [Caldicellul...  
268     7e-77 
WP_009016333.1  MULTISPECIES: elongation factor G [Acidaminoco...  
268     7e-77 
EEU99562.1  putative translation elongation factor G [Roseburi...  
271     7e-77 
WP_045165672.1  elongation factor G [Caldicellulosiruptor naga...  
268     7e-77 
WP_013411632.1  elongation factor G [Caldicellulosiruptor owen...  
268     7e-77 
WP_096077876.1  elongation factor G [Macrococcus sp. IME1552]      
268     7e-77 
WP_098600495.1  GTP-binding protein [Bacillus megaterium]          
267     8e-77 
WP_065713057.1  elongation factor G [Synechococcus sp. PCC 7003]   
268     8e-77 
WP_006567674.1  MULTISPECIES: GTP-binding protein [Anaerostipes]   
272     8e-77 
WP_023859682.1  elongation factor G [Lactobacillus equi]           
268     8e-77 
WP_005345641.1  GTP-binding protein [[Eubacterium] hallii]         
272     8e-77 
WP_038038870.1  elongation factor G [Thermorudis peleae]           
268     8e-77 
AMJ37807.1  elongation factor Tu GTP binding domain protein [u...  
250     8e-77 
WP_097010996.1  elongation factor G [Pseudodesulfovibrio profu...  
268     8e-77 
AMP55644.1  elongation factor G C-terminus [uncultured bacterium]  
249     8e-77 
OPX33626.1  translation elongation factor G [Desulfobacteracea...  
268     8e-77 



KUK84206.1  translation elongation factor G [Microgenomates ba...  
268     8e-77 
WP_066547691.1  GTP-binding protein [Caryophanon tenue]            
267     8e-77 
WP_095299362.1  GTP-binding protein [Bacillus sp. 7586-K]          
267     8e-77 
WP_091363128.1  elongation factor G [Allisonella histaminiform...  
268     9e-77 
WP_025306585.1  elongation factor G [Thermocrinis ruber]           
268     9e-77 
CUN86194.1  Vegetative protein 19 [[Eubacterium] hallii]           
272     9e-77 
PKN81822.1  elongation factor G [Chloroflexi bacterium HGW-Chl...  
268     9e-77 
WP_057908165.1  elongation factor G [Lactobacillus graminis]       
268     9e-77 
WP_015225447.1  elongation factor G [Halothece sp. PCC 7418]       
268     1e-76 
WP_095132221.1  GTP-binding protein [Anaeromicrobium sediminis]    
266     1e-76 
KXB86033.1  translation elongation factor G [Veillonella dispar]   
268     1e-76 
WP_013430774.1  elongation factor G [Caldicellulosiruptor kron...  
268     1e-76 
WP_005385490.1  elongation factor G [Veillonella dispar]           
268     1e-76 
WP_098901042.1  GTP-binding protein [Bacillus megaterium]          
267     1e-76 
WP_092246829.1  GTP-binding protein [Butyrivibrio sp. INlla21]     
272     1e-76 
WP_040773669.1  elongation factor G [Megasphaera micronuciformis]  
268     1e-76 
WP_091761011.1  elongation factor G [Marinilactibacillus psych...  
268     1e-76 
WP_068781520.1  GTP-binding protein [Paenibacillus sp. GM2]        
267     1e-76 
WP_021876179.1  GTP-binding protein [Clostridium chauvoei]         
266     1e-76 
PIY93887.1  elongation factor G [Candidatus Levybacteria bacte...  
268     1e-76 
WP_035354112.1  elongation factor G [Bacillus ginsengihumi]        
268     1e-76 
WP_012422849.1  GTP-binding protein [Clostridium botulinum]        
266     1e-76 
WP_039235715.1  GTP-binding protein [Quasibacillus thermotoler...  
266     1e-76 
PIV11069.1  elongation factor G [Candidatus Roizmanbacteria ba...  
268     1e-76 
WP_096145335.1  GTP-binding protein [Clostridium chauvoei]         
266     1e-76 
CCX55647.1  elongation factor G [Veillonella sp. CAG:933]          
268     1e-76 
SCH92033.1  Tetracycline resistance protein tetM from transpos...  
273     1e-76 



KXB84505.1  translation elongation factor G [Veillonella parvula]  
268     1e-76 
WP_099577392.1  elongation factor G [Macrococcus goetzii]          
268     1e-76 
SCI31423.1  Tetracycline resistance protein tetM [uncultured C...  
272     1e-76 
WP_077363227.1  GTP-binding protein [Clostridium saccharoperbu...  
267     1e-76 
WP_015907356.1  elongation factor G [Caldicellulosiruptor bescii]  
267     1e-76 
WP_068623488.1  MULTISPECIES: elongation factor G [Trichococcus]   
268     1e-76 
WP_069176737.1  elongation factor G [Dialister pneumosintes]       
267     1e-76 
WP_004693557.1  MULTISPECIES: elongation factor G [Veillonella]    
267     1e-76 
WP_077839457.1  GTP-binding protein [Clostridium beijerinckii]     
267     1e-76 
CDA57645.1  small GTP-binding protein domain [Roseburia intest...  
272     1e-76 
WP_009657363.1  MULTISPECIES: elongation factor G [Selenomonas]    
267     1e-76 
WP_015737677.1  GTP-binding protein [Paenibacillus sp. Y412MC10]   
266     1e-76 
CED94179.1  Tetracycline resistance protein TetP [Romboutsia i...  
266     2e-76 
WP_008714945.1  elongation factor G [Veillonella sp. 3_1_44]       
267     2e-76 
WP_083624950.1  GTP-binding protein [Roseburia sp. 831b]           
271     2e-76 
WP_067846524.1  elongation factor G [Alicyclobacillus mali]        
267     2e-76 
WP_077842625.1  GTP-binding protein [Clostridium beijerinckii]     
267     2e-76 
PIP74576.1  elongation factor G [Candidatus Levybacteria bacte...  
267     2e-76 
WP_071274296.1  GTP-binding protein [Bacillus aryabhattai]         
266     2e-76 
WP_098325311.1  GTP-binding protein [Bacillus megaterium]          
266     2e-76 
ARF99847.1  elongation factor G [Veillonella atypica]              
267     2e-76 
WP_045574719.1  GTP-binding protein [Desulfosporosinus sp. I2]     
271     2e-76 
WP_087058384.1  elongation factor G [Marinilactibacillus psych...  
267     2e-76 
CBL14198.1  small GTP-binding protein domain [Roseburia intest...  
271     2e-76 
OLR40953.1  translation elongation factor G [Roseburia sp. 831b]   
271     2e-76 
CUN04340.1  Vegetative protein 19 [[Eubacterium] hallii]           
271     2e-76 
WP_070430142.1  MULTISPECIES: elongation factor G [Aerococcus]     
267     2e-76 



OGL66124.1  translation elongation factor G [Candidatus Uhrbac...  
267     2e-76 
WP_039307741.1  GTP-binding protein [Clostridium botulinum]        
266     2e-76 
WP_055182960.1  GTP-binding protein [[Eubacterium] hallii]         
271     2e-76 
CNJ03978.1  tetracycline resistance protein TetM [Streptococcu...  
249     2e-76 
WP_028257523.1  elongation factor G [Veillonella montpellieren...  
267     2e-76 
WP_038092251.1  elongation factor G [Tumebacillus flagellatus]     
267     2e-76 
WP_031434859.1  elongation factor G [Methylomarinum vadi]          
267     2e-76 
PKM75866.1  elongation factor G [Firmicutes bacterium HGW-Firm...  
267     2e-76 
WP_086439865.1  elongation factor G [Lactobacillus fermentum]      
267     2e-76 
WP_012065444.1  elongation factor G [Alkaliphilus metalliredig...  
267     2e-76 
WP_020310057.1  MULTISPECIES: elongation factor G [Megasphaera]    
267     2e-76 
WP_008976776.1  GTP-binding protein [Lachnospiraceae bacterium...  
271     2e-76 
WP_026573398.1  GTP-binding protein [Bacillus sp. UNC438CL73Ts...  
266     2e-76 
WP_090096306.1  elongation factor G [Lentzea jiangxiensis]         
266     2e-76 
WP_069998086.1  GTP-binding protein [Cellulosilyticum sp. I15G...  
271     2e-76 
WP_086335294.1  elongation factor G [Enterococcus mundtii]         
267     2e-76 
WP_025270584.1  elongation factor G [Hippea sp. KM1]               
267     2e-76 
WP_010859228.1  GTP-binding protein [Lysinibacillus sphaericus]    
266     2e-76 
WP_107933357.1  GTP-binding protein [Lysinibacillus chungkukja...  
266     2e-76 
WP_045317523.1  elongation factor G [Lechevalieria aerocolonig...  
266     2e-76 
WP_015639813.1  GTP-binding protein [Lactobacillus plantarum]      
266     2e-76 
SCG94959.1  Tetracycline resistance protein tetM from transpos...  
271     2e-76 
WP_017352507.1  GTP-binding protein [Clostridium botulinum]        
266     2e-76 
OGK57427.1  translation elongation factor G [Candidatus Roizma...  
267     2e-76 
WP_073152663.1  elongation factor G [Paramaledivibacter camini...  
266     2e-76 
OGD26070.1  translation elongation factor G [Candidatus Aminic...  
267     2e-76 
OGK19650.1  translation elongation factor G [Candidatus Roizma...  
267     2e-76 



WP_095066420.1  elongation factor G [Veillonella rodentium]        
266     2e-76 
WP_057243523.1  GTP-binding protein [Bacillus sp. Root239]         
266     2e-76 
GBD22370.1  Elongation factor G [bacterium HR28]                   
267     2e-76 
ABO87316.1  TetO [Streptococcus pyogenes]                          
252     2e-76 
WP_003870266.1  MULTISPECIES: elongation factor G [Thermoanaer...  
266     3e-76 
SDZ76817.1  small GTP-binding protein domain-containing protei...  
271     3e-76 
WP_022792003.1  elongation factor G [Weissella halotolerans]       
267     3e-76 
WP_055193477.1  GTP-binding protein [Roseburia intestinalis]       
271     3e-76 
WP_007122710.1  elongation factor G [Lactobacillus gastricus]      
267     3e-76 
OPX30908.1  translation elongation factor G [Candidatus Omnitr...  
266     3e-76 
OGE25349.1  translation elongation factor G [Candidatus Davies...  
267     3e-76 
WP_004402356.1  elongation factor G [Thermoanaerobacter thermo...  
266     3e-76 
WP_055739678.1  GTP-binding protein [Bacillus shackletonii]        
266     3e-76 
PIE26444.1  elongation factor G [Micrococcales bacterium]          
267     3e-76 
WP_088460070.1  elongation factor G [Lactobacillus fermentum]      
266     3e-76 
WP_025729841.1  elongation factor G [Bacillus ginsengihumi]        
266     3e-76 
ABO87322.1  TetM [Streptococcus pyogenes]                          
251     3e-76 
WP_078081863.1  GTP-binding protein [Bacillus megaterium]          
265     3e-76 
WP_070618524.1  MULTISPECIES: elongation factor G [Aerococcus]     
266     3e-76 
WP_013403742.1  elongation factor G [Caldicellulosiruptor hydr...  
266     3e-76 
WP_082141799.1  GTP-binding protein [Clostridium cylindrosporum]   
269     3e-76 
WP_076149115.1  elongation factor G [Lactobacillus murinus]        
266     3e-76 
WP_014063493.1  MULTISPECIES: elongation factor G [Thermoanaer...  
266     3e-76 
SCJ86555.1  Tetracycline resistance protein tetM from transpos...  
270     3e-76 
WP_073598145.1  elongation factor G [Hydrococcus rivularis]        
266     3e-76 
WP_103434485.1  elongation factor G [Lactobacillus sanfrancisc...  
266     3e-76 
WP_015359647.1  GTP-binding protein [[Clostridium] stercorarium]   
270     3e-76 



WP_065715831.1  elongation factor G [Synechococcus sp. PCC 8807]   
266     3e-76 
WP_038116211.1  MULTISPECIES: elongation factor G [Veillonella]    
266     3e-76 
WP_066128796.1  elongation factor G [Gemella asaccharolytica]      
266     3e-76 
WP_054025331.1  elongation factor G [Bacillus sp. FJAT-28004]      
266     3e-76 
WP_025083315.1  elongation factor G [Lactobacillus fuchuensis]     
266     3e-76 
WP_066162473.1  GTP-binding protein [[Bacillus] sp. KCTC 13219]    
265     3e-76 
WP_017763331.1  tetracycline resistance protein [Bacillus thur...  
263     3e-76 
WP_077368848.1  elongation factor G [Anaerosalibacter sp. Mars...  
266     3e-76 
WP_034993732.1  elongation factor G [Lactobacillus vini]           
266     4e-76 
WP_045174337.1  elongation factor G [Caldicellulosiruptor dani...  
266     4e-76 
WP_029321921.1  MULTISPECIES: GTP-binding protein [Bacillus]       
265     4e-76 
EXY76255.1  small GTP-binding domain protein [Bacteroides frag...  
254     4e-76 
WP_008406632.1  MULTISPECIES: GTP-binding protein [Solibacillus]   
265     4e-76 
WP_089940407.1  GTP-binding protein [Lachnospiraceae bacterium...  
271     4e-76 
WP_022670822.1  elongation factor G [Hippea alviniae]              
266     4e-76 
WP_076546208.1  elongation factor G [Halanaerobium kushneri]       
266     4e-76 
WP_066354480.1  elongation factor G [Fervidicola ferrireducens]    
266     4e-76 
WP_057864746.1  elongation factor G [Lactobacillus diolivorans]    
266     4e-76 
WP_099448720.1  GTP-binding protein [Lachnospiraceae bacterium]    
270     4e-76 
WP_012963495.1  elongation factor G [Hydrogenobacter thermophi...  
266     4e-76 
WP_028255445.1  elongation factor G [Veillonella magna]            
266     4e-76 
KRT71003.1  elongation factor G, elongation factor G [candidat...  
266     4e-76 
WP_014082380.1  elongation factor G [Lactobacillus sanfrancisc...  
266     4e-76 
WP_098563177.1  GTP-binding protein [Bacillus megaterium]          
265     4e-76 
ABO87314.1  TetO [Streptococcus pyogenes]                          
251     4e-76 
WP_057273225.1  GTP-binding protein [Bacillus sp. Soil531]         
265     4e-76 
WP_034819253.1  elongation factor G [[Eubacterium] nodatum]        
266     4e-76 



WP_053984608.1  GTP-binding protein [Niameybacter massiliensis]    
270     4e-76 
OGH39059.1  translation elongation factor G [Candidatus Levyba...  
266     4e-76 
WP_015144239.1  elongation factor G [Pleurocapsa minor]            
266     4e-76 
WP_087975039.1  elongation factor G [Oceanobacillus rekensis]      
266     5e-76 
OEU50646.1  translation elongation factor G [Desulfobacterales...  
266     5e-76 
WP_013787147.1  elongation factor G [Thermoanaerobacterium xyl...  
266     5e-76 
WP_072745447.1  elongation factor G [Sporanaerobacter acetigenes]  
266     5e-76 
WP_005214458.1  GTP-binding protein [Clostridium celatum]          
265     5e-76 
PIR57075.1  elongation factor G [Parcubacteria group bacterium...  
266     5e-76 
PIU28529.1  elongation factor G [Actinobacteria bacterium CG08...  
266     5e-76 
WP_098196519.1  GTP-binding protein [Bacillus megaterium]          
265     5e-76 
WP_013057167.1  MULTISPECIES: GTP-binding protein [Bacillus]       
265     5e-76 
WP_061858888.1  MULTISPECIES: GTP-binding protein [Clostridium]    
265     5e-76 
KYH28346.1  tetracycline resistance protein TetO [Clostridium ...  
265     5e-76 
WP_076712804.1  elongation factor G [Desulfurobacterium indicum]   
266     5e-76 
WP_062305129.1  elongation factor G [Alicyclobacillus sendaien...  
266     5e-76 
WP_008265364.1  elongation factor G [Stenotrophomonas sp. SKA14]   
265     5e-76 
WP_088217580.1  elongation factor G [Caldicellulosiruptor bescii]  
266     6e-76 
WP_027895363.1  elongation factor G [Megasphaera elsdenii]         
266     6e-76 
WP_047242126.1  elongation factor G [Enterococcus cecorum]         
266     6e-76 
WP_053509024.1  elongation factor G [Stenotrophomonas maltophi...  
265     6e-76 
WP_036203202.1  elongation factor G [Megasphaera elsdenii]         
266     6e-76 
WP_014015732.1  elongation factor G [Megasphaera elsdenii]         
266     6e-76 
WP_024867029.1  GTP-binding protein [Butyrivibrio sp. FCS014]      
270     6e-76 
WP_034989692.1  elongation factor G [Lactobacillus sucicola]       
266     6e-76 
WP_029594429.1  elongation factor G [Exiguobacterium chiriqhucha]  
266     6e-76 
WP_071219757.1  GTP-binding protein [Paenibacillus sp. LC231]      
265     6e-76 



WP_019502051.1  elongation factor G [Pseudanabaena sp. PCC 6802]   
266     6e-76 
WP_013083280.1  GTP-binding protein [Bacillus megaterium]          
265     6e-76 
WP_097643724.1  elongation factor G [Chloroflexi bacterium Kir...  
266     6e-76 
WP_039041593.1  GTP-binding protein [Sporosarcina sp. ZBG7A]       
265     6e-76 
WP_066394237.1  GTP-binding protein [Bacillus horneckiae]          
265     6e-76 
WP_017751846.1  GTP-binding protein [Clostridium tyrobutyricum]    
265     6e-76 
WP_076271434.1  elongation factor G [Paenibacillus sp. FSL A5-...  
266     6e-76 
WP_101646634.1  GTP-binding protein [Bacillus cucumis]             
265     6e-76 
ABO87317.1  TetO [Streptococcus pyogenes]                          
251     6e-76 
WP_049685823.1  elongation factor G [Thermoanaerobacter kivui]     
265     6e-76 
WP_010694173.1  elongation factor G [Treponema denticola]          
265     6e-76 
WP_087227048.1  GTP-binding protein [Olsenella sp. An270]          
265     7e-76 
WP_096368910.1  elongation factor G [Lactococcus garvieae]         
266     7e-76 
ERJ95606.1  translation elongation factor G [Selenomonas sp. o...  
265     7e-76 
OGE41585.1  translation elongation factor G [Candidatus Davies...  
266     7e-76 
WP_061859810.1  GTP-binding protein [Bacillus megaterium]          
265     7e-76 
WP_025028109.1  elongation factor G [Bacillus mannanilyticus]      
265     7e-76 
WP_066894529.1  GTP-binding protein [Clostridium nigeriense]       
265     7e-76 
WP_098314956.1  GTP-binding protein [Bacillus megaterium]          
265     7e-76 
WP_017370008.1  elongation factor G [Lactococcus garvieae]         
266     7e-76 
WP_056942092.1  elongation factor G [Lactobacillus kimchicus]      
266     7e-76 
OGH04541.1  translation elongation factor G [Candidatus Levyba...  
266     7e-76 
WP_052168199.1  elongation factor G [Desulfurobacterium sp. TC...  
266     7e-76 
WP_033934656.1  elongation factor G [Lactobacillus mucosae]        
265     7e-76 
WP_018125648.1  elongation factor G [Desulfovibrio oxyclinae]      
265     7e-76 
WP_025751824.1  MULTISPECIES: GTP-binding protein [Bacillus]       
265     7e-76 
WP_026964707.1  elongation factor G [Alicyclobacillus pomorum]     
265     7e-76 



WP_013290054.1  elongation factor G [Caldicellulosiruptor obsi...  
265     7e-76 
WP_017295627.1  elongation factor G [Geminocystis herdmanii]       
266     7e-76 
WP_066505595.1  GTP-binding protein [Clostridiales bacterium M...  
264     8e-76 
OGW93077.1  translation elongation factor G [Omnitrophica bact...  
265     8e-76 
WP_019637176.1  GTP-binding protein [Paenibacillus fonticola]      
265     8e-76 
WP_039767328.1  elongation factor G [Caldicellulosiruptor sp. ...  
265     8e-76 
SCH62478.1  Tetracycline resistance protein tetM from transpos...  
270     8e-76 
KXK09097.1  Elongation factor G [Microgenomates bacterium OLB22]   
266     8e-76 
OJV64300.1  translation elongation factor G [Clostridiales bac...  
270     8e-76 
WP_093587804.1  GTP-binding protein [Lentzea waywayandensis]       
261     8e-76 
WP_024372179.1  MULTISPECIES: elongation factor G [Exiguobacte...  
265     8e-76 
WP_027643561.1  GTP-binding protein [[Clostridium] clostridiof...  
270     8e-76 
WP_015136214.1  elongation factor G [Leptolyngbya sp. PCC 7376]    
265     8e-76 
WP_044665946.1  elongation factor G [Syntrophaceticus schinkii]    
265     8e-76 
WP_063671653.1  MULTISPECIES: GTP-binding protein [Bacillus]       
264     8e-76 
WP_057756444.1  GTP-binding protein [Lactobacillus dextrinicus]    
265     8e-76 
WP_056959057.1  elongation factor G [Lactobacillus murinus]        
265     8e-76 
GBD15522.1  Elongation factor G [bacterium HR26]                   
265     9e-76 
WP_083429811.1  GTP-binding protein [Blautia sp. Marseille-P32...  
269     9e-76 
WP_066444786.1  GTP-binding protein [Candidatus Stoquefichus s...  
269     9e-76 
ABO87326.1  TetM [Streptococcus pyogenes]                          
250     9e-76 
WP_007048812.1  elongation factor G [Anaerofustis stercorihomi...  
265     9e-76 
OGW77013.1  translation elongation factor G [Omnitrophica bact...  
265     9e-76 
WP_098238777.1  GTP-binding protein [Bacillus megaterium]          
264     9e-76 
WP_091526921.1  elongation factor G [Microlunatus soli]            
265     9e-76 
WP_075727553.1  elongation factor G [Tissierella creatinophila]    
265     9e-76 
WP_012511014.1  elongation factor G [Stenotrophomonas maltophi...  
265     1e-75 



KPK87120.1  elongation factor G [bacterium SM23_31]                
265     1e-75 
WP_016764228.1  GTP-binding protein [Bacillus megaterium]          
264     1e-75 
ABO87360.1  TetM [Streptococcus pyogenes]                          
250     1e-75 
WP_063724116.1  GTP-binding protein [Lactobacillus plantarum]      
265     1e-75 
WP_068453776.1  GTP-binding protein [Kurthia sp. 11kri321]         
264     1e-75 
WP_090871934.1  GTP-binding protein [Oceanobacillus limi]          
264     1e-75 
OGW99723.1  translation elongation factor G [Omnitrophica bact...  
265     1e-75 
AMP47122.1  elongation factor Tu GTP binding domain protein [u...  
248     1e-75 
CBL09694.1  small GTP-binding protein domain [Roseburia intest...  
269     1e-75 
WP_040467015.1  elongation factor G [[Eubacterium] brachy]         
265     1e-75 
OGP77075.1  translation elongation factor G [Deltaproteobacter...  
265     1e-75 
WP_002681223.1  elongation factor G [Treponema denticola]          
265     1e-75 
ABO87319.1  TetM [Streptococcus pyogenes]                          
250     1e-75 
APO27240.1  Elongation factor G C-terminus [uncultured bacterium]  
247     1e-75 
WP_014562616.1  elongation factor G [Lactobacillus fermentum]      
265     1e-75 
WP_074592834.1  elongation factor G [Thermoanaerobacter thermo...  
265     1e-75 
ABO87318.1  TetO [Streptococcus pyogenes]                          
250     1e-75 
OLA53452.1  translation elongation factor G [Roseburia intesti...  
269     1e-75 
WP_026962529.1  elongation factor G [Alicyclobacillus herbarius]   
265     1e-75 
WP_079439476.1  GTP-binding protein [Clostridium chromiireducens]  
265     1e-75 
WP_098980117.1  GTP-binding protein [Bacillus megaterium]          
264     1e-75 
KPK98538.1  elongation factor G [Omnitrophica WOR_2 bacterium ...  
265     1e-75 
WP_097004485.1  GTP-binding protein [[Clostridium] amygdalinum]    
269     1e-75 
WP_075718252.1  GTP-binding protein [Roseburia sp. 499]            
269     1e-75 
KPJ81771.1  elongation factor G [Gemmatimonas sp. SG8_23]          
265     1e-75 
WP_047932425.1  GTP-binding protein [Bacillus megaterium]          
264     1e-75 
EGC78697.1  elongation factor G 1 [Treponema denticola F0402]      
265     1e-75 



WP_087374817.1  GTP-binding protein [Butyricicoccus pullicaeco...  
268     1e-75 
WP_106172571.1  elongation factor G [filamentous cyanobacteriu...  
265     1e-75 
WP_086874619.1  elongation factor G [Lactobacillus johnsonii]      
265     1e-75 
ESE29699.1  translation elongation factor G [Eubacterium brach...  
265     1e-75 
WP_087284777.1  elongation factor G [Lactobacillus johnsonii]      
265     1e-75 
WP_072693480.1  MULTISPECIES: elongation factor G [Marinilacti...  
265     1e-75 
WP_034813846.1  elongation factor G [[Eubacterium] sulci]          
265     1e-75 
WP_098804724.1  GTP-binding protein [Bacillus megaterium]          
264     1e-75 
WP_003681566.1  MULTISPECIES: elongation factor G [Lactobacillus]  
265     1e-75 
WP_084067091.1  elongation factor G [Desulfobacterium vacuolatum]  
265     1e-75 
WP_091651387.1  elongation factor G [Megasphaera paucivorans]      
265     1e-75 
WP_059075693.1  MULTISPECIES: elongation factor G [Veillonella...  
265     1e-75 
WP_067532962.1  elongation factor G [Emergencia timonensis]        
265     1e-75 
OPX41791.1  translation elongation factor G [Desulfobacteracea...  
265     1e-75 
OGW94332.1  translation elongation factor G [Omnitrophica bact...  
265     1e-75 
WP_051654590.1  GTP-binding protein [Lachnospiraceae bacterium...  
268     1e-75 
WP_056937303.1  elongation factor G [Lactobacillus gastricus]      
265     1e-75 
OGB64916.1  translation elongation factor G [Caldithrix sp. RB...  
265     1e-75 
WP_034804017.1  MULTISPECIES: elongation factor G [Exiguobacte...  
265     1e-75 
PDO11306.1  translation elongation factor G [Paenibacillaceae ...  
265     1e-75 
KPU26423.1  elongation factor G [Caloranaerobacter sp. TR13]       
265     1e-75 
WP_036223427.1  elongation factor G [Mesoaciditoga lauensis]       
265     1e-75 
WP_002608208.1  GTP-binding protein [[Clostridium] innocuum]       
268     1e-75 
WP_105412275.1  MULTISPECIES: GTP-binding protein [Clostridium]    
264     1e-75 
WP_016147750.1  GTP-binding protein [Butyricicoccus pullicaeco...  
268     1e-75 
WP_072978060.1  elongation factor G [Tissierella praeacuta]        
265     2e-75 
GBD24541.1  Elongation factor G [bacterium HR29]                   
265     2e-75 



WP_068335040.1  elongation factor G [Photobacterium jeanii]        
265     2e-75 
WP_104878538.1  elongation factor G [Lactobacillus fermentum]      
265     2e-75 
WP_097812491.1  GTP-binding protein [Bacillus megaterium]          
263     2e-75 
WP_066713831.1  elongation factor G [Clostridiales bacterium K...  
265     2e-75 
WP_076345527.1  elongation factor G [Alicyclobacillus vulcanalis]  
265     2e-75 
WP_005998591.1  elongation factor G [[Eubacterium] infirmum]       
265     2e-75 
WP_039658496.1  GTP-binding protein [Clostridium tyrobutyricum]    
263     2e-75 
WP_009269507.1  GTP-binding protein [Erysipelotrichaceae bacte...  
268     2e-75 
WP_008755239.1  GTP-binding protein [Lachnoanaerobaculum sabur...  
268     2e-75 
KKR86526.1  Elongation factor G [Candidatus Curtissbacteria ba...  
265     2e-75 
WP_072338030.1  MULTISPECIES: elongation factor G [Paenibacillus]  
265     2e-75 
WP_066546913.1  GTP-binding protein [Clostridium sp. AT4]          
269     2e-75 
SNR92387.1  translation elongation factor 2 (EF-2/EF-G) [Desul...  
265     2e-75 
WP_056995813.1  GTP-binding protein [Lactobacillus equigenerosi]   
263     2e-75 
WP_069775732.1  elongation factor G [Lactobacillus fermentum]      
265     2e-75 
OQX65653.1  elongation factor G [Desulfococcus sp. 4484_242]       
264     2e-75 
WP_004050332.1  MULTISPECIES: elongation factor G [Lactobacillus]  
265     2e-75 
ABO87345.1  TetM [Streptococcus pyogenes]                          
249     2e-75 
EQC59548.1  elongation factor P [Lactobacillus fermentum MTCC ...  
265     2e-75 
OGH47673.1  translation elongation factor G [Candidatus Levyba...  
265     2e-75 
OGH24286.1  translation elongation factor G [Candidatus Levyba...  
265     2e-75 
WP_057313455.1  elongation factor G [Paenibacillus sp. Soil766]    
264     2e-75 
WP_011697909.1  elongation factor G [Syntrophobacter fumaroxid...  
265     2e-75 
WP_050636613.1  GTP-binding protein [Candidatus Stoquefichus s...  
268     2e-75 
WP_079653813.1  elongation factor G [Thermocrinis minervae]        
265     2e-75 
WP_025786283.1  GTP-binding protein [Sporosarcina sp. D27]         
263     2e-75 
WP_012991662.1  elongation factor G [Thermocrinis albus]           
265     2e-75 



AOR74003.1  Elongation factor G [Lactobacillus fermentum]          
265     2e-75 
WP_004831805.1  elongation factor G [Parvimonas micra]             
264     2e-75 
KKS04740.1  Elongation factor G [Candidatus Curtissbacteria ba...  
265     2e-75 
WP_048735482.1  elongation factor G [Lactobacillus koreensis]      
265     2e-75 
WP_003373544.1  GTP-binding protein [Clostridium botulinum]        
263     2e-75 
WP_095183405.1  elongation factor G [Lactobacillus johnsonii]      
265     2e-75 
WP_044351937.1  elongation factor G [Dethiosulfatarculus sandi...  
264     2e-75 
WP_092337349.1  GTP-binding protein [Butyrivibrio sp. M55]         
268     2e-75 
WP_053487289.1  GTP-binding protein [Bacillus sp. FJAT-21351]      
263     2e-75 
WP_055260322.1  GTP-binding protein [Coprococcus comes]            
269     2e-75 
WP_077568371.1  GTP-binding protein [Paenibacillus ihbetae]        
263     2e-75 
WP_014465736.1  elongation factor G [Alicyclobacillus acidocal...  
264     2e-75 
WP_012081649.1  elongation factor G [Nitratiruptor sp. SB155-2]    
264     2e-75 
WP_013682368.1  elongation factor G [Hippea maritima]              
264     2e-75 
WP_058953796.1  GTP-binding protein [Clostridium tyrobutyricum]    
262     2e-75 
EHG20589.1  elongation factor G [Selenomonas infelix ATCC 43532]   
264     2e-75 
XP_001513499.2  PREDICTED: ribosome-releasing factor 2, mitoch...  
266     2e-75 
WP_009052835.1  MULTISPECIES: elongation factor G [Thermoanaer...  
264     2e-75 
WP_038269301.1  GTP-binding protein [[Clostridium] clostridiof...  
269     2e-75 
WP_070329247.1  elongation factor G [Exiguobacterium aurantiacum]  
264     2e-75 
GBC90903.1  Elongation factor G [bacterium HR14]                   
264     2e-75 
WP_006308033.1  elongation factor G [Caldisalinibacter kiritim...  
264     2e-75 
WP_085098709.1  elongation factor G [Desulfovibrio sp. K3S]        
264     2e-75 
WP_012305975.1  MULTISPECIES: elongation factor G [Synechococcus]  
264     2e-75 
WP_057194486.1  elongation factor G [Lactobacillus fermentum]      
264     2e-75 
WP_091064689.1  GTP-binding protein [Paenibacillus sp. NFR01]      
263     2e-75 
WP_057872464.1  elongation factor G [Lactobacillus ghanensis]      
264     2e-75 



WP_049164662.1  GTP-binding protein [Bacillus megaterium]          
263     2e-75 
PIQ80104.1  elongation factor G [Parcubacteria group bacterium...  
264     2e-75 
WP_002684885.1  elongation factor G [Treponema denticola]          
264     2e-75 
WP_049150646.1  elongation factor G [Lactobacillus gasseri]        
264     2e-75 
WP_103328834.1  elongation factor G [Staphylococcus petrasii]      
264     2e-75 
WP_011161520.1  elongation factor G [Lactobacillus johnsonii]      
264     3e-75 
WP_003549022.1  elongation factor G [Lactobacillus acidophilus]    
264     3e-75 
WP_096239236.1  GTP-binding protein [[Eubacterium] hallii]         
268     3e-75 
WP_046401283.1  elongation factor G [Lactococcus garvieae]         
264     3e-75 
WP_065198605.1  elongation factor G [Stenotrophomonas maltophi...  
264     3e-75 
WP_056987470.1  elongation factor G [Lactobacillus paracollino...  
264     3e-75 
WP_012845640.1  MULTISPECIES: elongation factor G [Lactobacillus]  
264     3e-75 
WP_014727708.1  elongation factor G [Streptococcus thermophilus]   
264     3e-75 
WP_012480150.1  elongation factor G [Stenotrophomonas maltophi...  
264     3e-75 
WP_013907996.1  elongation factor G [Thermodesulfatator indicus]   
264     3e-75 
OGY18853.1  translation elongation factor G [Candidatus Chisho...  
265     3e-75 
WP_065937620.1  elongation factor G [Lactobacillus paracollino...  
264     3e-75 
EFF66634.1  translation elongation factor G [Selenomonas noxia...  
263     3e-75 
WP_065183791.1  elongation factor G [Stenotrophomonas maltophi...  
263     3e-75 
WP_096494589.1  elongation factor G [Lactobacillus fermentum]      
264     3e-75 
WP_040347119.1  elongation factor G [Anaeroglobus geminatus]       
264     3e-75 
KPH03387.1  elongation factor G [Lactobacillus fermentum]          
264     3e-75 
WP_054464837.1  elongation factor G [Planktothricoides sp. SR001]  
264     3e-75 
WP_098287531.1  GTP-binding protein [Bacillus megaterium]          
263     3e-75 
WP_054871841.1  elongation factor G [Caloranaerobacter sp. TR13]   
264     3e-75 
WP_060931721.1  GTP-binding protein [Lachnoanaerobaculum sabur...  
268     3e-75 
CDA53410.1  putative translation elongation factor G [Clostrid...  
268     3e-75 



WP_003868704.1  elongation factor G [Thermoanaerobacter ethano...  
264     3e-75 
PIR71184.1  elongation factor G [Candidatus Nealsonbacteria ba...  
264     3e-75 
WP_087253572.1  GTP-binding protein [Pseudoflavonifractor sp. ...  
267     3e-75 
WP_056991606.1  elongation factor G [Lactobacillus mali]           
264     3e-75 
WP_038283151.1  GTP-binding protein [[Clostridium] bolteae]        
268     3e-75 
WP_035992322.1  elongation factor G [Leptolyngbya sp. KIOST-1]     
264     3e-75 
WP_070508652.1  MULTISPECIES: elongation factor G [Streptococcus]  
264     3e-75 
CDF13081.1  elongation factor G [Eubacterium sp. CAG:581]          
264     3e-75 
OGC93730.1  translation elongation factor G [candidate divisio...  
264     3e-75 
WP_098399462.1  GTP-binding protein [Bacillus megaterium]          
263     3e-75 
EXZ30955.1  elongation factor G, domain IV family protein [Bac...  
254     3e-75 
WP_075526621.1  elongation factor G [Lysinibacillus sphaericus]    
264     3e-75 
WP_027627768.1  GTP-binding protein [[Clostridium] cellobioparum]  
263     3e-75 
OGG38429.1  translation elongation factor G [Candidatus Gottes...  
262     3e-75 
WP_077303338.1  elongation factor G [Virgibacillus pantothenti...  
264     3e-75 
WP_029196464.1  elongation factor G [Paenibacillus alginolyticus]  
264     3e-75 
ABO87344.1  TetM [Streptococcus pyogenes]                          
249     3e-75 
ABO87333.1  TetM [Streptococcus pyogenes]                          
249     3e-75 
WP_028937642.1  elongation factor G [Pseudonocardia spinosispora]  
264     3e-75 
WP_026693319.1  elongation factor G [Bacillus kribbensis]          
264     3e-75 
WP_019292792.1  elongation factor G [Lactococcus garvieae]         
264     3e-75 
WP_043982583.1  GTP-binding protein [Bacillus aryabhattai]         
263     3e-75 
WP_035630030.1  GTP-binding protein [Lachnospiraceae bacterium...  
267     3e-75 
WP_090246804.1  elongation factor G [Eubacterium barkeri]          
264     3e-75 
ABO87324.1  TetM [Streptococcus pyogenes]                          
249     3e-75 
WP_015943930.1  GTP-binding protein [Desulfitobacterium hafnie...  
268     3e-75 
WP_089323718.1  elongation factor G [Desulfurobacterium atlant...  
264     3e-75 



WP_004895883.1  elongation factor G [Lactobacillus johnsonii]      
264     4e-75 
WP_102116081.1  elongation factor G [Lactobacillus fermentum]      
264     4e-75 
WP_014567086.1  elongation factor G [Lactobacillus johnsonii]      
264     4e-75 
WP_031497869.1  elongation factor G [Bryobacter aggregatus]        
264     4e-75 
WP_005358645.1  GTP-binding protein [Eubacterium ventriosum]       
267     4e-75 
KRN27818.1  elongation factor G [Lactobacillus mali]               
264     4e-75 
WP_028125025.1  elongation factor G [Eremococcus coleocola]        
264     4e-75 
WP_006417914.1  elongation factor G [Eremococcus coleocola]        
264     4e-75 
EFM71690.1  elongation factor Tu domain 2 [Enterococcus faecal...  
250     4e-75 
WP_003647836.1  elongation factor G [Lactobacillus gasseri]        
264     4e-75 
WP_017895410.1  GTP-binding protein [Clostridium tyrobutyricum]    
262     4e-75 
WP_069876426.1  elongation factor G [Fusibacter sp. 3D3]           
263     4e-75 
WP_085322635.1  GTP-binding protein [Clostridium botulinum]        
263     4e-75 
WP_094906133.1  elongation factor G [Salinicoccus roseus]          
263     4e-75 
WP_040106275.1  elongation factor G [Salinicoccus roseus]          
263     4e-75 
WP_034842828.1  GTP-binding protein [[Clostridium] stercorarium]   
268     4e-75 
OIP73706.1  translation elongation factor G [Candidatus Paceba...  
264     4e-75 
WP_057897069.1  MULTISPECIES: elongation factor G [Aneurinibac...  
263     4e-75 
WP_089151025.1  GTP-binding protein [Lactobacillus crispatus]      
262     4e-75 
WP_065217061.1  GTP-binding protein [Solibacillus silvestris]      
262     4e-75 
WP_056948924.1  elongation factor G [Lactobacillus odoratitofui]   
264     4e-75 
WP_075364416.1  elongation factor G [Desulfosporosinus sp. OL]     
263     4e-75 
WP_056834176.1  MULTISPECIES: elongation factor G [Paenibacillus]  
263     4e-75 
EKE12321.1  hypothetical protein ACD_13C00245G0001 [uncultured...  
262     4e-75 
WP_033610868.1  GTP-binding protein [Lactobacillus paraplantarum]  
263     4e-75 
WP_061313343.1  GTP-binding protein [Clostridium botulinum]        
263     4e-75 
ABO87320.1  TetM [Streptococcus pyogenes]                          
249     4e-75 



WP_062050705.1  elongation factor G [Bacillus sp. JCM 19034]       
263     4e-75 
WP_009449112.1  elongation factor G [Parvimonas sp. oral taxon...  
263     4e-75 
CDB88539.1  yacP-like NYN domain protein [Firmicutes bacterium...  
267     4e-75 
AAP88028.1  tetracycline resistance protein B [Clostridium per...  
257     4e-75 
WP_098044260.1  GTP-binding protein [Lactobacillus sp. UMNPBX4]    
262     4e-75 
WP_090003744.1  elongation factor G [Lentzea violacea]             
263     4e-75 
WP_009263154.1  GTP-binding protein [Lachnospiraceae bacterium...  
268     4e-75 
WP_106799300.1  GTP-binding protein [Desulfosporosinus sp. SbF1]   
267     4e-75 
WP_057756708.1  elongation factor G [Lactobacillus dextrinicus]    
263     4e-75 
WP_003865303.1  GTP-binding protein [Holdemanella biformis]        
266     4e-75 
WP_065723259.1  elongation factor G [Stenotrophomonas maltophi...  
263     4e-75 
PHR92397.1  elongation factor G [Robiginitomaculum sp.]            
263     4e-75 
WP_053451742.1  elongation factor G [Exiguobacterium sp. BMC-KP]   
263     4e-75 
WP_072726381.1  elongation factor G [Tepidibacter thalassicus]     
263     4e-75 
WP_026826915.1  elongation factor G [Exiguobacterium sibiricum]    
263     4e-75 
WP_013274959.1  elongation factor G [Thermosediminibacter oceani]  
263     4e-75 
WP_033579056.1  GTP-binding protein [Bacillus aryabhattai]         
262     4e-75 
PIP21698.1  elongation factor G [Candidatus Nealsonbacteria ba...  
263     4e-75 
OQX75958.1  hypothetical protein B6D64_10735 [Bacteroidetes ba...  
260     4e-75 
WP_024726337.1  GTP-binding protein [[Clostridium] bolteae]        
268     4e-75 
WP_057737822.1  elongation factor G [Lactobacillus uvarum]         
263     4e-75 
WP_072969619.1  elongation factor G [Thermoanaerobacter uzonen...  
263     5e-75 
WP_102412536.1  GTP-binding protein [Clostridiales bacterium M...  
263     5e-75 
WP_103107982.1  GTP-binding protein [Brevibacillus reuszeri]       
262     5e-75 
OQY51919.1  elongation factor G [Desulfobacteraceae bacterium ...  
263     5e-75 
AED99117.1  tetracycline resistance protein [Streptococcus pyo...  
246     5e-75 
WP_057717990.1  elongation factor G [Lactobacillus taiwanensis]    
263     5e-75 



WP_026834302.1  elongation factor G [Exiguobacterium undae]        
263     5e-75 
WP_043662060.1  GTP-binding protein [Clostridium butyricum]        
262     5e-75 
KRN09665.1  elongation factor G [Lactobacillus mali KCTC 3596 ...  
263     5e-75 
WP_108534903.1  elongation factor G [Paenibacillus elgii]          
263     5e-75 
WP_041895779.1  GTP-binding protein [Clostridium beijerinckii]     
263     5e-75 
KUK96311.1  Elongation factor G [Anaerolineaceae bacterium 46_22]  
263     5e-75 
WP_050349641.1  MULTISPECIES: elongation factor G [Virgibacillus]  
263     5e-75 
WP_003656622.1  elongation factor G [Lactobacillus gasseri]        
263     5e-75 
WP_059034415.1  elongation factor G [Stenotrophomonas maltophi...  
263     5e-75 
WP_107230510.1  MULTISPECIES: elongation factor G [Stenotropho...  
263     5e-75 
OGY92350.1  translation elongation factor G [Candidatus Komeil...  
263     5e-75 
WP_107510334.1  elongation factor G [Staphylococcus equorum]       
263     5e-75 
WP_058295656.1  GTP-binding protein [Clostridium neonatale]        
263     5e-75 
WP_098034917.1  GTP-binding protein [Lactobacillus sp. UMNPBX1]    
262     5e-75 
WP_087617633.1  GTP-binding protein [Solibacillus kalamii]         
262     5e-75 
WP_017549967.1  elongation factor G [Salinicoccus carnicancri]     
263     5e-75 
WP_061915233.1  elongation factor G [Bellilinea caldifistulae]     
263     5e-75 
ABO87325.1  TetM [Streptococcus pyogenes]                          
248     6e-75 
WP_048020793.1  GTP-binding protein [Bacillus aryabhattai]         
262     6e-75 
WP_010498882.1  elongation factor G [Paenibacillus elgii]          
263     6e-75 
WP_055296506.1  GTP-binding protein [Coprococcus comes]            
268     6e-75 
WP_099531224.1  elongation factor G [Stenotrophomonas maltophi...  
263     6e-75 
WP_017208934.1  GTP-binding protein [Clostridium beijerinckii]     
263     6e-75 
WP_015921950.1  elongation factor G [Thermomicrobium roseum]       
263     6e-75 
WP_047683196.1  elongation factor G [Paenibacillus chondroitinus]  
263     6e-75 
WP_012995916.1  elongation factor G [Thermoanaerobacter italicus]  
263     6e-75 
WP_021730390.1  GTP-binding protein [Lactobacillus plantarum]      
263     6e-75 



WP_011969066.1  GTP-binding protein [Clostridium beijerinckii]     
263     6e-75 
CDB21767.1  putative uncharacterized protein [Blautia sp. CAG:52]  
268     6e-75 
WP_003518959.1  GTP-binding protein [Ruminiclostridium thermoc...  
267     6e-75 
WP_107942884.1  GTP-binding protein [Lysinibacillus fluoroglyc...  
262     6e-75 
WP_019335264.1  MULTISPECIES: elongation factor G [Lactococcus]    
263     6e-75 
WP_002441110.1  MULTISPECIES: elongation factor G [Staphylococ...  
263     6e-75 
WP_056618302.1  elongation factor G [Paenibacillus sp. Soil750]    
263     6e-75 
WP_066228088.1  GTP-binding protein [Bacillus fastidiosus]         
262     6e-75 
WP_100443335.1  elongation factor G [Stenotrophomonas maltophi...  
263     6e-75 
WP_003511944.1  GTP-binding protein [Ruminiclostridium thermoc...  
267     6e-75 
CDA14281.1  putative tetracycline resistance protein TetP [Fir...  
267     6e-75 
PIR96914.1  elongation factor G [Candidatus Doudnabacteria bac...  
263     6e-75 
WP_014621968.1  elongation factor G [Streptococcus thermophilus]   
263     6e-75 
WP_026518150.1  GTP-binding protein [Butyrivibrio sp. MC2021]      
267     6e-75 
WP_090826709.1  elongation factor G [Paenibacillus sp. yr247]      
263     6e-75 
WP_100434613.1  elongation factor G [Stenotrophomonas maltophi...  
263     6e-75 
WP_055155459.1  GTP-binding protein [Coprococcus comes]            
268     6e-75 
SCH43387.1  Tetracycline resistance protein tetM [uncultured C...  
262     6e-75 
SJZ37248.1  small GTP-binding protein domain-containing protei...  
263     6e-75 
WP_067718287.1  elongation factor G [Acidibacillus ferrooxidans]   
263     6e-75 
WP_003689449.1  elongation factor G [Lactobacillus mali]           
263     6e-75 
WP_062490494.1  elongation factor G [Paenibacillus sp. 32O-W]      
263     6e-75 
OGY15888.1  translation elongation factor G [Candidatus Chisho...  
263     6e-75 
WP_102812763.1  GTP-binding protein [Bacillus megaterium]          
262     6e-75 
OHD56776.1  translation elongation factor G [Spirochaetes bact...  
263     7e-75 
WP_065902678.1  elongation factor G [Lactobacillus paracollino...  
263     7e-75 
OGC56693.1  translation elongation factor G [candidate divisio...  
263     7e-75 



KMK74861.1  elongation factor G [Bacillus pseudalcaliphilus]       
263     7e-75 
WP_072874897.1  elongation factor G [Alicyclobacillus montanus]    
263     7e-75 
WP_019146776.1  elongation factor G [Timonella senegalensis]       
263     7e-75 
WP_035761642.1  GTP-binding protein [Clostridium butyricum]        
262     7e-75 
WP_003136105.1  elongation factor G [Lactococcus garvieae]         
263     7e-75 
WP_004094855.1  elongation factor G [Acetonema longum]             
263     7e-75 
WP_017826325.1  GTP-binding protein [Clostridium botulinum]        
262     7e-75 
AFY23863.1  tetracycline resistance protein [Campylobacter coli]   
246     7e-75 
WP_054761515.1  elongation factor G [Lactobacillus collinoides]    
263     7e-75 
WP_073049726.1  GTP-binding protein [Dethiosulfatibacter amino...  
262     7e-75 
WP_100468420.1  elongation factor G [Stenotrophomonas maltophi...  
263     7e-75 
WP_061279896.1  GTP-binding protein [Clostridium botulinum]        
262     7e-75 
WP_071398660.1  elongation factor G [Exiguobacterium sp. SH31]     
263     7e-75 
WP_023073714.1  elongation factor G [Leptolyngbya sp. Heron Is...  
263     7e-75 
WP_034433733.1  elongation factor G [Clostridiales bacterium S...  
263     7e-75 
WP_040985103.1  elongation factor G [Oceanobacillus jeddahense]    
263     7e-75 
WP_003428100.1  MULTISPECIES: GTP-binding protein [Clostridium]    
262     7e-75 
WP_031545908.1  elongation factor G [Salinicoccus luteus]          
263     7e-75 
WP_009587903.1  MULTISPECIES: GTP-binding protein [Firmicutes]     
266     7e-75 
WP_002508564.1  MULTISPECIES: elongation factor G [Staphylococ...  
263     7e-75 
WP_074897346.1  GTP-binding protein [Bacillus megaterium]          
262     8e-75 
WP_050613629.1  elongation factor G [Bacillus testis]              
263     8e-75 
WP_068661876.1  elongation factor G [Paenibacillus sp. 1ZS3-15]    
263     8e-75 
WP_019294137.1  MULTISPECIES: elongation factor G [Lactococcus]    
263     8e-75 
SCI87271.1  Tetracycline resistance protein tetM [uncultured C...  
262     8e-75 
WP_002951942.1  elongation factor G [Streptococcus thermophilus]   
263     8e-75 
WP_085295485.1  GTP-binding protein [Clostridium botulinum]        
262     8e-75 



WP_040968303.1  GTP-binding protein [Clostridium botulinum]        
262     8e-75 
WP_054975994.1  elongation factor G [Paenibacillus sp. A3]         
263     8e-75 
WP_098823480.1  GTP-binding protein [Lactobacillus silagincola]    
261     8e-75 
WP_099601094.1  elongation factor G [Stenotrophomonas maltophi...  
262     8e-75 
WP_006351934.1  elongation factor G [Lactobacillus amylolyticus]   
263     8e-75 
WP_099523875.1  elongation factor G [Stenotrophomonas maltophi...  
262     8e-75 
WP_034266336.1  GTP-binding protein [Bacillus sp. Aph1]            
262     8e-75 
SCJ87272.1  Tetracycline resistance protein tetM from transpos...  
267     8e-75 
WP_056993361.1  elongation factor G [Lactobacillus saniviri]       
263     8e-75 
WP_087701440.1  GTP-binding protein [Clostridium diolis]           
262     8e-75 
WP_096658567.1  elongation factor G [Calothrix parasitica]         
263     8e-75 
WP_018248770.1  GTP-binding protein [Orenia marismortui]           
261     8e-75 
BAY50755.1  translation elongation factor EF-G [Thermosynechoc...  
263     8e-75 
WP_092098076.1  GTP-binding protein [Bhargavaea beijingensis]      
261     9e-75 
OGG24279.1  translation elongation factor G [Candidatus Gottes...  
263     9e-75 
WP_067561546.1  elongation factor G [Acidibacillus ferrooxidans]   
263     9e-75 
WP_013177533.1  elongation factor G [Truepera radiovictrix]        
263     9e-75 
SKC00846.1  small GTP-binding protein domain-containing protei...  
267     9e-75 
WP_075419827.1  GTP-binding protein [Bacillus megaterium]          
261     9e-75 
WP_017867216.1  elongation factor G [Lactobacillus pobuzihii]      
263     9e-75 
WP_099305471.1  elongation factor G [Bacillus sp. Marseille-P3...  
263     9e-75 
PSB64547.1  elongation factor G [filamentous cyanobacterium CCP1]  
263     9e-75 
WP_019413740.1  GTP-binding protein [Paenisporosarcina sp. TG20]   
261     9e-75 
WP_082309139.1  elongation factor G [Streptococcus thermophilus]   
263     9e-75 
WP_013921165.1  elongation factor G [Paenibacillus mucilaginosus]  
263     9e-75 
WP_101353545.1  GTP-binding protein [Bacillus camelliae]           
261     9e-75 
WP_035782898.1  GTP-binding protein [Clostridium botulinum]        
261     9e-75 



WP_068559000.1  MULTISPECIES: elongation factor G [Trichococcus]   
263     9e-75 
KPK99944.1  elongation factor G [candidate division Zixibacter...  
263     9e-75 
KUK34306.1  Elongation factor G [Caldanaerobacter subterraneus]    
262     9e-75 
WP_049460032.1  elongation factor G [Stenotrophomonas maltophi...  
262     9e-75 
WP_073282333.1  GTP-binding protein [Anaerosporobacter mobilis]    
266     9e-75 
SHJ32519.1  small GTP-binding protein domain-containing protei...  
262     9e-75 
EKD65191.1  hypothetical protein ACD_50C00164G0002 [uncultured...  
263     9e-75 
WP_075980313.1  elongation factor G [Bacillus massilionigerien...  
263     9e-75 
WP_040379534.1  GTP-binding protein [Clostridiales bacterium 1...  
267     1e-74 
BBA80144.1  elongation factor G [cyanobacterium endosymbiont o...  
263     1e-74 
WP_106871514.1  elongation factor G [Campylobacter blaseri]        
262     1e-74 
KRK10112.1  elongation factor G [Lactobacillus pobuzihii E1003...  
263     1e-74 
CDF14599.1  small GTP-binding protein domain [Eubacterium sp. ...  
266     1e-74 
WP_058141875.1  GTP-binding protein [Clostridium butyricum]        
261     1e-74 
WP_069194438.1  MULTISPECIES: GTP-binding protein [Clostridium]    
266     1e-74 
WP_017646832.1  elongation factor G [Streptococcus agalactiae]     
262     1e-74 
WP_012811934.1  elongation factor G [Alicyclobacillus acidocal...  
262     1e-74 
WP_068225480.1  elongation factor G [Lactobacillus backii]         
263     1e-74 
WP_067973080.1  MULTISPECIES: elongation factor G [Aerococcus]     
263     1e-74 
WP_035413156.1  MULTISPECIES: elongation factor G [Exiguobacte...  
262     1e-74 
WP_045486728.1  MULTISPECIES: elongation factor G [Bacillus]       
262     1e-74 
WP_045170267.1  elongation factor G [Caldicellulosiruptor morg...  
262     1e-74 
WP_099466826.1  GTP-binding protein [Lachnospiraceae bacterium...  
266     1e-74 
WP_094884259.1  GTP-binding protein [Virgibacillus indicus]        
261     1e-74 
WP_057727553.1  elongation factor G [Lactobacillus fermentum]      
262     1e-74 
WP_003133544.1  elongation factor G [Lactococcus garvieae]         
263     1e-74 
WP_066787354.1  GTP-binding protein [Rummeliibacillus stabekisii]  
261     1e-74 



WP_101891288.1  GTP-binding protein [Lactobacillus crispatus]      
261     1e-74 
WP_035386105.1  elongation factor G [Exiguobacterium sp. S17]      
262     1e-74 
WP_023466625.1  MULTISPECIES: elongation factor G [Exiguobacte...  
262     1e-74 
WP_060380914.1  MULTISPECIES: elongation factor G [Stenotropho...  
262     1e-74 
WP_066460172.1  GTP-binding protein [Anaerotruncus rubiinfantis]   
266     1e-74 
WP_103672970.1  GTP-binding protein [Clostridium sp. 3-3]          
261     1e-74 
OGI21072.1  translation elongation factor G [Candidatus Melain...  
262     1e-74 
WP_094093158.1  GTP-binding protein [Paenibacillus physcomitre...  
262     1e-74 
EXZ31087.1  small GTP-binding domain protein [Bacteroides frag...  
253     1e-74 
WP_086987667.1  MULTISPECIES: elongation factor G [Trichococcus]   
262     1e-74 
WP_015783324.1  elongation factor G [Cyanothece sp. PCC 8802]      
262     1e-74 
ABO87349.1  TetM [Streptococcus pyogenes]                          
248     1e-74 
WP_013239112.1  MULTISPECIES: GTP-binding protein [Clostridium]    
261     1e-74 
CCZ04874.1  elongation factor Tu GTP binding domain-containing...  
266     1e-74 
WP_062607001.1  elongation factor G [Stenotrophomonas maltophi...  
262     1e-74 
OGG11871.1  translation elongation factor G [Candidatus Gottes...  
262     1e-74 
WP_053478267.1  MULTISPECIES: elongation factor G [Bacillus]       
262     1e-74 
WP_070558374.1  MULTISPECIES: elongation factor G [Aerococcus]     
262     1e-74 
PJA02744.1  elongation factor G [Gammaproteobacteria bacterium...  
262     1e-74 
WP_002579813.1  GTP-binding protein [Clostridium butyricum]        
261     1e-74 
WP_099478291.1  GTP-binding protein [Paenibacillus ihbetae]        
261     1e-74 
WP_027339550.1  elongation factor G [Halonatronum saccharophilum]  
262     1e-74 
WP_012594128.1  elongation factor G [Cyanothece sp. PCC 8801]      
262     1e-74 
KUK09995.1  Elongation factor G [Clostridia bacterium 41_269]      
262     1e-74 
WP_078697797.1  elongation factor G [Caloramator quimbayensis]     
262     1e-74 
WP_080849043.1  elongation factor G [Bacillus gottheilii]          
262     1e-74 
WP_084275206.1  elongation factor G [Nitratiruptor tergarcus]      
262     1e-74 



WP_097823348.1  GTP-binding protein [Bacillus megaterium]          
261     1e-74 
WP_087803519.1  elongation factor G [Stenotrophomonas maltophi...  
262     1e-74 
WP_026860144.1  elongation factor G [Jeotgalicoccus psychrophi...  
262     1e-74 
WP_067290882.1  elongation factor G [Marinobacterium profundum]    
262     1e-74 
WP_098526477.1  GTP-binding protein [Bacillus megaterium]          
261     1e-74 
KUJ90102.1  elongation factor G [Thermoanaerobacter thermocopr...  
262     1e-74 
WP_087415003.1  GTP-binding protein [Butyricicoccus pullicaeco...  
265     1e-74 
WP_012369006.1  elongation factor G [Exiguobacterium sibiricum]    
262     1e-74 
WP_065411733.1  GTP-binding protein [Bacillus wudalianchiensis]    
261     1e-74 
OOL50811.1  hypothetical protein B1P89_04185 [Enterococcus fae...  
244     1e-74 
WP_042353186.1  elongation factor G [Bacillus massiliogorillae]    
262     1e-74 
WP_046513157.1  elongation factor G [Salinicoccus sediminis]       
262     1e-74 
WP_038475780.1  MULTISPECIES: elongation factor G [Bacillus]       
262     1e-74 
WP_009550873.1  elongation factor G [Lactobacillus saerimneri]     
262     1e-74 
WP_009354890.1  elongation factor G [Parvimonas sp. oral taxon...  
262     1e-74 
KKS32913.1  Elongation factor G [Candidatus Collierbacteria ba...  
262     1e-74 
WP_098626533.1  GTP-binding protein [Bacillus aryabhattai]         
261     1e-74 
OGC08211.1  translation elongation factor G [candidate divisio...  
262     1e-74 
WP_027636511.1  GTP-binding protein [Clostridium butyricum]        
261     1e-74 
PLX20623.1  elongation factor G [Candidatus Parcubacteria bact...  
262     1e-74 
WP_071982459.1  GTP-binding protein [Clostridium butyricum]        
261     1e-74 
WP_103297570.1  elongation factor G [Staphylococcus petrasii]      
262     1e-74 
WP_011226574.1  elongation factor G [Streptococcus thermophilus]   
262     1e-74 
WP_011837737.1  GTP-binding protein [Ruminiclostridium thermoc...  
266     2e-74 
WP_036137722.1  elongation factor G [Luteibacter sp. 9135]         
262     2e-74 
WP_048514604.1  elongation factor G [Megasphaera cerevisiae]       
262     2e-74 
WP_042219518.1  elongation factor G [Lactococcus garvieae]         
262     2e-74 



WP_086942423.1  elongation factor G [Trichococcus pasteurii]       
262     2e-74 
WP_098322386.1  GTP-binding protein [Bacillus megaterium]          
261     2e-74 
WP_010010483.1  GTP-binding protein [Lactobacillus coryniformis]   
261     2e-74 
WP_108031820.1  elongation factor G [Trichococcus patagoniensis]   
262     2e-74 
WP_018663734.1  elongation factor G [Thermobrachium celere]        
262     2e-74 
WP_077859443.1  GTP-binding protein [Clostridium sp. BL-8]         
261     2e-74 
PNW37915.1  translation elongation factor G [Euhalothece sp. K...  
262     2e-74 
WP_090009365.1  GTP-binding protein [Lachnospiraceae bacterium...  
266     2e-74 
PMQ01883.1  elongation factor G [Dictyoglomus sp. NZ13-RE01]       
262     2e-74 
WP_096600416.1  elongation factor G [Hydrogenobacter hydrogeno...  
262     2e-74 
WP_035395642.1  elongation factor G [Bacillus sp. JCM 19047]       
262     2e-74 
WP_011057586.1  elongation factor G [Thermosynechococcus elong...  
262     2e-74 
WP_008373340.1  GTP-binding protein [Coprococcus comes]            
266     2e-74 
WP_098432881.1  GTP-binding protein [Bacillus megaterium]          
261     2e-74 
ABO87354.1  TetM [Streptococcus pyogenes]                          
247     2e-74 
WP_023062232.1  GTP-binding protein [Ruminiclostridium thermoc...  
266     2e-74 
WP_011026341.1  elongation factor G [Caldanaerobacter subterra...  
262     2e-74 
WP_044978293.1  elongation factor G [Treponema putidum]            
261     2e-74 
WP_069424280.1  GTP-binding protein [Eisenbergiella tayi]          
266     2e-74 
WP_090910000.1  GTP-binding protein [Paenibacillus sp. cl141a]     
261     2e-74 
WP_014969147.1  MULTISPECIES: elongation factor G [Exiguobacte...  
262     2e-74 
ABO87323.1  TetM [Streptococcus pyogenes]                          
247     2e-74 
WP_008418050.1  GTP-binding protein [Clostridium sp. LS]           
261     2e-74 
CDB02480.1  elongation factor G [Firmicutes bacterium CAG:145]     
261     2e-74 
WP_056988326.1  GTP-binding protein [Lactobacillus paraplantarum]  
261     2e-74 
WP_021771529.1  elongation factor G [Mitsuokella sp. oral taxo...  
262     2e-74 
WP_084826148.1  elongation factor G [Streptococcus thermophilus]   
262     2e-74 



WP_006963924.1  elongation factor G [Desulfotignum phosphitoxi...  
261     2e-74 
WP_031586621.1  elongation factor G [Selenomonas bovis]            
261     2e-74 
WP_011712523.1  elongation factor G [Magnetococcus marinus]        
261     2e-74 
WP_028992520.1  elongation factor G [Thermoanaerobacter thermo...  
261     2e-74 
WP_062904580.1  elongation factor G [Pediococcus damnosus]         
262     2e-74 
WP_053449713.1  elongation factor G [Stenotrophomonas maltophi...  
261     2e-74 
ABO87334.1  TetM [Streptococcus pyogenes]                          
247     2e-74 
WP_074462231.1  GTP-binding protein [Butyrivibrio hungatei]        
266     2e-74 
OIO03475.1  translation elongation factor G [Candidatus Desant...  
261     2e-74 
WP_008356523.1  elongation factor G [Bacillus xiamenensis]         
261     2e-74 
WP_005488212.1  elongation factor G [Halanaerobium saccharolyt...  
261     2e-74 
WP_020225530.1  GTP-binding protein [Holdemania massiliensis]      
265     2e-74 
WP_084829867.1  elongation factor G [Streptococcus thermophilus]   
261     2e-74 
ENZ14888.1  small GTP-binding protein domain protein [ [[Clost...  
266     2e-74 
WP_074751979.1  elongation factor G [Lactococcus garvieae]         
262     2e-74 
WP_002511359.1  elongation factor G [Staphylococcus equorum]       
262     2e-74 
WP_010014492.1  GTP-binding protein [Lactobacillus coryniformis]   
261     2e-74 
WP_011983243.1  elongation factor G [Bacillus cytotoxicus]         
261     2e-74 
WP_103699173.1  GTP-binding protein [Clostridium sp. 2-1]          
261     2e-74 
WP_055247467.1  GTP-binding protein [Coprococcus comes]            
266     2e-74 
WP_069716742.1  GTP-binding protein [Bacillus solimangrovi]        
261     2e-74 
WP_050202073.1  elongation factor G [Streptococcus agalactiae]     
261     2e-74 
WP_098525018.1  GTP-binding protein [Bacillus megaterium]          
261     2e-74 
WP_102272412.1  elongation factor G [Bacillus massiliogabonensis]  
261     2e-74 
WP_051594264.1  GTP-binding protein [Butyrivibrio sp. AE3003]      
266     2e-74 
WP_057151906.1  elongation factor G [Lactobacillus similis]        
261     2e-74 
WP_005409615.1  elongation factor G [Stenotrophomonas maltophi...  
261     2e-74 



WP_003322606.1  elongation factor G [Bacillus alcalophilus]        
261     2e-74 
WP_050690129.1  GTP-binding protein [Bacillus flexus]              
261     2e-74 
WP_028573681.1  elongation factor G [Desulfonatronovibrio hydr...  
261     2e-74 
OGH13690.1  translation elongation factor G [Candidatus Levyba...  
262     2e-74 
WP_076338907.1  elongation factor G [Paenibacillus sp. FSL H8-...  
261     2e-74 
WP_061326597.1  GTP-binding protein [Clostridium botulinum]        
260     2e-74 
WP_013669335.1  MULTISPECIES: elongation factor G [Aerococcus]     
261     2e-74 
WP_099484206.1  elongation factor G [Stenotrophomonas maltophi...  
261     2e-74 
WP_099473137.1  elongation factor G [Stenotrophomonas maltophi...  
261     2e-74 
WP_028405464.1  GTP-binding protein [Bacillus sp. J13]             
260     2e-74 
WP_020700448.1  elongation factor G [Selenomonas bovis]            
261     2e-74 
WP_015228369.1  elongation factor G [Dactylococcopsis salina]      
261     2e-74 
WP_072773019.1  GTP-binding protein [Desulfitobacterium chloro...  
265     2e-74 
WP_057904119.1  elongation factor G [Lactobacillus bifermentans]   
261     2e-74 
KPK98721.1  elongation factor G [Omnitrophica WOR_2 bacterium ...  
261     2e-74 
PSP19610.1  elongation factor G [Cyanobacteria bacterium QS_8_...  
261     2e-74 
WP_090306579.1  elongation factor G [Eubacterium aggregans]        
261     2e-74 
WP_108586567.1  GTP-binding protein [Paenisporosarcina sp. OV554]  
260     2e-74 
WP_095379751.1  GTP-binding protein [Bacillus megaterium]          
260     2e-74 
WP_041105661.1  elongation factor G [Bacillus pumilus]             
261     2e-74 
WP_016441059.1  GTP-binding protein [Coprococcus sp. HPP0048]      
266     2e-74 
WP_090013927.1  GTP-binding protein [Clostridium sp. DSM 8431]     
260     2e-74 
OLD68252.1  translation elongation factor G [Acidobacteria bac...  
261     2e-74 
WP_089145613.1  GTP-binding protein [Lactobacillus crispatus]      
260     2e-74 
WP_036691423.1  MULTISPECIES: elongation factor G [Paenibacillus]  
261     2e-74 
WP_054735143.1  GTP-binding protein [Lactobacillus similis]        
261     2e-74 
KKQ74836.1  Elongation factor G [Candidatus Woesebacteria bact...  
262     2e-74 



WP_012449900.1  GTP-binding protein [Clostridium botulinum]        
260     2e-74 
WP_029343088.1  MULTISPECIES: elongation factor G [Exiguobacte...  
261     2e-74 
WP_079418025.1  elongation factor G [Paenibacillus ferrarius]      
261     2e-74 
WP_099479667.1  elongation factor G [Stenotrophomonas maltophi...  
261     2e-74 
WP_088428737.1  elongation factor G [Stenotrophomonas maltophi...  
261     2e-74 
WP_078393391.1  elongation factor G [Bacillus patagoniensis]       
261     2e-74 
EKE02213.1  hypothetical protein ACD_20C00411G0014 [uncultured...  
261     2e-74 
OLC14124.1  translation elongation factor G [Candidatus Rokuba...  
261     2e-74 
WP_091976048.1  elongation factor G [Peptostreptococcus russel...  
261     2e-74 
OLC37343.1  translation elongation factor G [Acidobacteria bac...  
261     2e-74 
WP_050677142.1  MULTISPECIES: elongation factor G [Exiguobacte...  
261     2e-74 
WP_090144866.1  GTP-binding protein [Lachnospiraceae bacterium...  
265     2e-74 
OFV98154.1  translation elongation factor G [Acidobacteria bac...  
261     3e-74 
WP_093625107.1  elongation factor G [Lactobacillus gorillae]       
261     3e-74 
WP_024425594.1  MULTISPECIES: elongation factor G [Bacillus]       
261     3e-74 
ENZ43482.1  small GTP-binding protein domain protein [ [[Clost...  
266     3e-74 
WP_075621308.1  elongation factor G [Bacillus safensis]            
261     3e-74 
WP_057767199.1  elongation factor G [Bacillus praedii]             
261     3e-74 
WP_018366302.1  elongation factor G [Streptococcus didelphis]      
261     3e-74 
SCK03025.1  Vegetative protein 19 [uncultured Eubacterium sp.]     
261     3e-74 
WP_058353273.1  GTP-binding protein [Acetivibrio ethanolgignens]   
265     3e-74 
WP_106789845.1  GTP-binding protein [Mordavella sp. Marseille-...  
265     3e-74 
AFZ47282.1  translation elongation factor 2 (EF-2/EF-G) [Cyano...  
261     3e-74 
PKM39504.1  elongation factor G [Firmicutes bacterium HGW-Firm...  
261     3e-74 
WP_003664573.1  elongation factor G [Lactobacillus reuteri]        
261     3e-74 
WP_087150906.1  GTP-binding protein [Lachnoclostridium sp. An298]  
266     3e-74 
WP_023347697.1  GTP-binding protein [Firmicutes bacterium ASF500]  
265     3e-74 



KKQ79244.1  Elongation factor G [Parcubacteria group bacterium...  
261     3e-74 
WP_108674725.1  elongation factor G [Bacillus megaterium]          
260     3e-74 
WP_098573691.1  elongation factor G [Bacillus sp. AFS073361]       
261     3e-74 
WP_000090325.1  MULTISPECIES: elongation factor G [Streptococcus]  
261     3e-74 
EKX96305.1  translation elongation factor G [Selenomonas sp. o...  
261     3e-74 
WP_069155327.1  MULTISPECIES: GTP-binding protein [Lachnospira...  
265     3e-74 
WP_025656647.1  GTP-binding protein [Clostridiales bacterium V...  
265     3e-74 
WP_025488908.1  GTP-binding protein [Clostridiales bacterium V...  
266     3e-74 
WP_034781711.1  elongation factor G [Exiguobacterium mexicanum]    
261     3e-74 
WP_018663964.1  elongation factor G [Bacillus acidiproducens]      
261     3e-74 
WP_065418349.1  GTP-binding protein [Clostridium beijerinckii]     
261     3e-74 
WP_022588777.1  elongation factor G [Caldanaerobacter subterra...  
261     3e-74 
KRL92316.1  tetracycline resistance protein Tet (M) [Lactobaci...  
260     3e-74 
WP_105097400.1  elongation factor G [Veillonella sp. S13053-19]    
261     3e-74 
WP_095456182.1  elongation factor G [Streptococcus agalactiae]     
261     3e-74 
WP_019206166.1  elongation factor G [Lactobacillus ingluviei]      
261     3e-74 
WP_089109067.1  elongation factor G [Lactobacillus mixtipabuli]    
261     3e-74 
SEL33874.1  small GTP-binding protein domain-containing protei...  
261     3e-74 
CDA30096.1  putative translation elongation factor G [Eubacter...  
265     3e-74 
WP_071227414.1  elongation factor G [Stenotrophomonas maltophi...  
261     3e-74 
WP_032970205.1  elongation factor G [Stenotrophomonas maltophi...  
261     3e-74 
WP_084727520.1  GTP-binding protein [Faecalicatena fissicatena]    
265     3e-74 
ENZ51586.1  small GTP-binding protein domain protein [ [[Clost...  
265     3e-74 
WP_047750913.1  GTP-binding protein [Bacillus aryabhattai]         
260     3e-74 
OCW82736.1  elongation factor G [Pelagibacteraceae bacterium G...  
261     3e-74 
WP_024124793.1  elongation factor G [Thermosynechococcus sp. N...  
261     3e-74 
WP_089120474.1  elongation factor G [Lactobacillus pentosiphilus]  
261     3e-74 



WP_015770877.1  elongation factor G [Jonesia denitrificans]        
261     3e-74 
CCZ93301.1  putative translation elongation factor G [Coprococ...  
266     3e-74 
WP_009170479.1  GTP-binding protein [Clostridium sp. DL-VIII]      
260     3e-74 
WP_100070891.1  elongation factor G [Lactobacillus backii]         
261     3e-74 
WP_078115248.1  GTP-binding protein [Clostridium beijerinckii]     
261     3e-74 
WP_098249656.1  GTP-binding protein [Bacillus megaterium]          
260     3e-74 
OLA15355.1  translation elongation factor G [Coprococcus sp. 4...  
266     3e-74 
WP_107519012.1  elongation factor G [Staphylococcus equorum]       
261     3e-74 
WP_085436174.1  elongation factor G [unicellular cyanobacteriu...  
261     3e-74 
WP_033647865.1  elongation factor G [Bacillus anthracis]           
261     3e-74 
WP_092087994.1  elongation factor G [Peptostreptococcaceae bac...  
261     3e-74 
WP_015122190.1  elongation factor G [Rivularia sp. PCC 7116]       
261     3e-74 
WP_037595560.1  elongation factor G [Streptococcus phocae]         
261     3e-74 
EEQ47756.1  translation elongation factor G [Selenomonas flueg...  
261     3e-74 
WP_007466141.1  elongation factor G [Photobacterium marinum]       
261     3e-74 
OZV96347.1  elongation factor G [Bacillus coagulans]               
261     3e-74 
WP_006508157.1  elongation factor G [Xenococcus sp. PCC 7305]      
261     3e-74 
WP_087236200.1  GTP-binding protein [Lactobacillus gallinarum]     
259     3e-74 
OJX04134.1  translation elongation factor G [Caedibacter sp. 3...  
261     3e-74 
WP_008819190.1  GTP-binding protein [[Clostridium] innocuum]       
265     4e-74 
WP_073037067.1  elongation factor G [Desulfacinum infernum]        
261     4e-74 
WP_086627523.1  elongation factor G [Sedimentibacter sp. SX930]    
261     4e-74 
WP_057749912.1  GTP-binding protein [Pediococcus cellicola]        
260     4e-74 
WP_026478440.1  GTP-binding protein [Alkaliphilus transvaalensis]  
260     4e-74 
WP_098045902.1  GTP-binding protein [Lactobacillus sp. UMNPBX17]   
259     4e-74 
WP_090674751.1  elongation factor G [Paenibacillus tianmuensis]    
261     4e-74 
WP_019535588.1  elongation factor G [Paenibacillus ginsengihumi]   
261     4e-74 



WP_054732081.1  elongation factor G [Lactobacillus parafarragi...  
261     4e-74 
WP_102815792.1  elongation factor G [Lactobacillus reuteri]        
261     4e-74 
SCH40167.1  Tetracycline resistance protein tetM [uncultured C...  
265     4e-74 
KUK12912.1  Elongation factor G [Moorella sp. 60_41]               
261     4e-74 
KKU35927.1  Elongation factor G [Candidatus Beckwithbacteria b...  
261     4e-74 
WP_087176800.1  GTP-binding protein [Lactobacillus gallinarum]     
259     4e-74 
OQY01315.1  elongation factor G [Desulfobacteraceae bacterium ...  
260     4e-74 
WP_026528241.1  GTP-binding protein [Butyrivibrio sp. VCD2006]     
265     4e-74 
WP_078009230.1  elongation factor G [Lactobacillus reuteri]        
261     4e-74 
WP_044481390.1  GTP-binding protein [Paenibacillus antibiotico...  
260     4e-74 
WP_078787009.1  GTP-binding protein [Eubacterium ruminantium]      
265     4e-74 
WP_099552242.1  elongation factor G [Stenotrophomonas maltophi...  
260     4e-74 
WP_028408440.1  MULTISPECIES: GTP-binding protein [Bacillus]       
260     4e-74 
WP_085650556.1  elongation factor G [Lactobacillus reuteri]        
261     4e-74 
WP_013226314.1  elongation factor G [Amycolatopsis mediterranei]   
260     4e-74 
WP_027309282.1  elongation factor G [Caloramator sp. ALD01]        
261     4e-74 
WP_049429298.1  elongation factor G [Stenotrophomonas maltophi...  
260     4e-74 
WP_057974644.1  elongation factor G [Lactobacillus algidus]        
261     4e-74 
WP_038263716.1  GTP-binding protein [Peptoclostridium litorale]    
265     4e-74 
WP_055214899.1  GTP-binding protein [Dorea longicatena]            
265     4e-74 
WP_087033330.1  elongation factor G [Trichococcus palustris]       
261     4e-74 
WP_101540199.1  elongation factor G [Anaerococcus octavius]        
261     4e-74 
WP_049397259.1  elongation factor G [Stenotrophomonas maltophi...  
260     4e-74 
WP_099560486.1  elongation factor G [Stenotrophomonas maltophi...  
260     4e-74 
WP_036201395.1  GTP-binding protein [Lysinibacillus sinduriensis]  
259     4e-74 
WP_069429054.1  GTP-binding protein [Eisenbergiella tayi]          
265     4e-74 
WP_024355278.1  elongation factor G [Brevundimonas naejangsane...  
261     4e-74 



AOT56860.1  Elongation factor [Weissella soli]                     
261     4e-74 
WP_035771038.1  GTP-binding protein [Butyrivibrio sp. FCS006]      
265     4e-74 
OGR59452.1  translation elongation factor G [Elusimicrobia bac...  
261     4e-74 
WP_047199443.1  elongation factor G [Streptococcus agalactiae]     
261     4e-74 
KKW00863.1  Elongation factor G [Parcubacteria group bacterium...  
261     4e-74 
OUX65179.1  elongation factor G [Pelagibacteraceae bacterium T...  
261     4e-74 
WP_042347237.1  GTP-binding protein [Bacillus massiliogorillae]    
259     5e-74 
WP_063247958.1  GTP-binding protein [Bacillus aryabhattai]         
259     5e-74 
WP_026974605.1  elongation factor G [Alicyclobacillus contamin...  
261     5e-74 
WP_030468686.1  elongation factor G [Lechevalieria aerocolonig...  
260     5e-74 
WP_014824113.1  GTP-binding protein [Solibacillus silvestris]      
259     5e-74 
OGI05073.1  translation elongation factor G [Candidatus Melain...  
261     5e-74 
WP_016429288.1  GTP-binding protein [Paenisporosarcina sp. HGH...  
259     5e-74 
WP_057236454.1  GTP-binding protein [Bacillus sp. Root147]         
259     5e-74 
WP_014099980.1  elongation factor G [Chloracidobacterium therm...  
261     5e-74 
WP_091414457.1  elongation factor G [Friedmanniella luteola]       
261     5e-74 
WP_106468005.1  elongation factor G [Stenotrophomonas maltophi...  
260     5e-74 
WP_016439669.1  GTP-binding protein [Coprococcus sp. HPP0074]      
265     5e-74 
OGC46606.1  translation elongation factor G [candidate divisio...  
261     5e-74 
WP_039291576.1  GTP-binding protein [Paenibacillus sp. IHB B 3...  
259     5e-74 
KKQ67441.1  Elongation factor G [Candidatus Daviesbacteria bac...  
261     5e-74 
WP_060459197.1  elongation factor G [Lactobacillus acetotolerans]  
261     5e-74 
WP_086340780.1  elongation factor G [Enterococcus sp. 6C8_DIV0...  
261     5e-74 
WP_004851356.1  GTP-binding protein [Coprococcus eutactus]         
265     5e-74 
GBE17144.1  elongation factor G [bacterium BMS3Abin15]             
261     5e-74 
WP_054748732.1  elongation factor G [Veillonella rogosae]          
260     5e-74 
WP_008825032.1  elongation factor G [Haloplasma contractile]       
260     5e-74 



PKO23793.1  elongation factor G [Chloroflexi bacterium HGW-Chl...  
261     5e-74 
OGJ69373.1  translation elongation factor G [Candidatus Periba...  
261     5e-74 
WP_019554402.1  MULTISPECIES: elongation factor G [Propionispira]  
260     5e-74 
OJV60435.1  translation elongation factor G [Cellulomonas sp. ...  
261     5e-74 
WP_089982126.1  GTP-binding protein [Lachnospiraceae bacterium...  
265     5e-74 
SCH65513.1  Elongation factor G [uncultured Clostridium sp.]       
265     5e-74 
OUW10205.1  elongation factor G [Cellvibrionales bacterium TME...  
260     5e-74 
WP_084830785.1  elongation factor G [Streptococcus thermophilus]   
260     5e-74 
WP_025748458.1  MULTISPECIES: elongation factor G [Caldicoprob...  
260     5e-74 
WP_098333134.1  GTP-binding protein [Bacillus megaterium]          
259     5e-74 
WP_101576226.1  MULTISPECIES: elongation factor G [Bacillus]       
260     5e-74 
WP_039175978.1  MULTISPECIES: elongation factor G [Bacillus]       
260     5e-74 
WP_027130944.1  elongation factor G [Gemella cuniculi]             
260     5e-74 
WP_064604823.1  elongation factor G [Photobacterium sp. J15]       
260     5e-74 
WP_021168691.1  MULTISPECIES: elongation factor G [Sporomusa]      
260     5e-74 
WP_015076456.1  elongation factor G [Carnobacterium maltaromat...  
260     6e-74 
WP_024377775.1  elongation factor G [Streptococcus suis]           
260     6e-74 
WP_100403556.1  GTP-binding protein [Bacillus sp. FJAT-42315]      
259     6e-74 
WP_026684118.1  elongation factor G [Bacillus coagulans]           
260     6e-74 
ETI90689.1  Tetracycline resistance protein TetP, containing G...  
259     6e-74 
WP_065530896.1  GTP-binding protein [[Clostridium] innocuum]       
264     6e-74 
WP_010734473.1  MULTISPECIES: elongation factor G [Enterococcus]   
260     6e-74 
WP_020682432.1  elongation factor G [Marinobacterium rhizophilum]  
260     6e-74 
WP_056969525.1  elongation factor G [Lactobacillus acetotolerans]  
261     6e-74 
WP_060697843.1  elongation factor G [Bacillus australimaris]       
260     6e-74 
GBD83803.1  elongation factor G [bacterium BMS3Abin02]             
261     6e-74 
WP_089088838.1  elongation factor G [Lactobacillus pentosiphilus]  
261     6e-74 



WP_074199243.1  elongation factor G [Acetomicrobium flavidum]      
260     6e-74 
WP_073155167.1  elongation factor G [Seinonella peptonophila]      
260     6e-74 
OGJ67201.1  translation elongation factor G [Candidatus Periba...  
260     6e-74 
WP_050198658.1  elongation factor G [Streptococcus agalactiae]     
260     6e-74 
WP_000090326.1  elongation factor G [Streptococcus agalactiae]     
260     6e-74 
WP_105143417.1  elongation factor G [Streptococcus suis]           
260     6e-74 
KMK72471.1  elongation factor G [Bacillus pumilus]                 
260     6e-74 
WP_046323140.1  elongation factor G [Bifidobacterium asteroides]   
261     6e-74 
WP_061086384.1  elongation factor G [Bacillus coagulans]           
260     6e-74 
WP_048240166.1  MULTISPECIES: elongation factor G [Bacillus]       
260     6e-74 
WP_089150527.1  GTP-binding protein [Lactobacillus crispatus]      
259     6e-74 
CDA19413.1  putative translation elongation factor G [Ruminoco...  
263     6e-74 
WP_061793001.1  elongation factor G [Bacillus firmus]              
260     6e-74 
OGC45478.1  translation elongation factor G [candidate divisio...  
260     6e-74 
WP_106187109.1  elongation factor G [Umezawaea tangerina]          
260     6e-74 
WP_028557498.1  elongation factor G [Paenibacillus sp. URHA0014]   
260     6e-74 
WP_098823979.1  elongation factor G [Lactobacillus silagincola]    
260     6e-74 
WP_010767912.1  elongation factor G [Enterococcus phoeniculicola]  
260     6e-74 
WP_089525808.1  elongation factor G [Paenibacillus herberti]       
260     6e-74 
WP_075269191.1  elongation factor G [Weissella jogaejeotgali]      
261     6e-74 
WP_014806363.1  elongation factor G [Acetomicrobium mobile]        
260     6e-74 
WP_042682353.1  elongation factor G [Anaerosalibacter massilie...  
260     6e-74 
OGH41476.1  translation elongation factor G [Candidatus Levyba...  
260     6e-74 
WP_049467693.1  MULTISPECIES: elongation factor G [Stenotropho...  
260     6e-74 
WP_071396719.1  elongation factor G [Bacillus tuaregi]             
260     6e-74 
WP_013382421.1  MULTISPECIES: elongation factor G [Clostridiales]  
260     6e-74 
WP_074681142.1  GTP-binding protein [Bacillus aryabhattai]         
259     7e-74 



WP_076759851.1  GTP-binding protein [Edaphobacillus lindanitol...  
259     7e-74 
WP_095333387.1  GTP-binding protein [Bacillus circulans]           
259     7e-74 
WP_099643033.1  elongation factor G [Pseudoalteromonas piscicida]  
260     7e-74 
WP_009555174.1  elongation factor G [Oscillatoriales cyanobact...  
260     7e-74 
KKR30282.1  Elongation factor G [Candidatus Woesebacteria bact...  
261     7e-74 
EFQ04402.1  translation elongation factor G [Megasphaera micro...  
260     7e-74 
WP_025976279.1  elongation factor G [Brevundimonas naejangsane...  
260     7e-74 
WP_019006422.1  elongation factor G [Cohnella laeviribosi]         
260     7e-74 
WP_098484328.1  elongation factor G [Georgenia soli]               
260     7e-74 
SIT92670.1  small GTP-binding protein domain-containing protei...  
259     7e-74 
WP_061800844.1  GTP-binding protein [Bacillus circulans]           
259     7e-74 
WP_088849920.1  elongation factor G [Streptococcus pneumoniae]     
260     7e-74 
OGD50788.1  translation elongation factor G [Candidatus Beckwi...  
261     7e-74 
WP_068125554.1  elongation factor G [Rhodothermaceae bacterium...  
260     7e-74 
WP_016250284.1  elongation factor G [Enterococcus cecorum]         
260     7e-74 
WP_075333891.1  elongation factor G [Pseudonocardia sp. Ae717_...  
260     7e-74 
WP_010053699.1  elongation factor G [Carnobacterium maltaromat...  
260     7e-74 
WP_026072930.1  elongation factor G [Nodosilinea nodulosa]         
260     7e-74 
WP_098658366.1  GTP-binding protein [Bacillus megaterium]          
259     7e-74 
WP_079427565.1  GTP-binding protein [Clostridium oryzae]           
259     7e-74 
OQW63950.1  translation elongation factor G [Nitrospira sp. ST...  
260     7e-74 
WP_008232939.1  elongation factor G [Richelia intracellularis]     
260     7e-74 
WP_100445630.1  elongation factor G [Stenotrophomonas maltophi...  
260     7e-74 
WP_061566913.1  elongation factor G [Bacillus coagulans]           
260     7e-74 
WP_000090324.1  elongation factor G [Streptococcus agalactiae]     
260     7e-74 
WP_098112650.1  GTP-binding protein [Bacillus aryabhattai]         
259     7e-74 
WP_027106710.1  elongation factor G [Lactobacillus ceti]           
260     7e-74 



WP_050254854.1  elongation factor G [Streptococcus pneumoniae]     
260     7e-74 
WP_019722053.1  elongation factor G [Bacillus coagulans]           
260     7e-74 
WP_027718943.1  elongation factor G [Desulfovirgula thermocuni...  
260     8e-74 
WP_098792218.1  GTP-binding protein [Bacillus megaterium]          
259     8e-74 
SCH36046.1  Elongation factor G [uncultured Clostridium sp.]       
265     8e-74 
WP_043033549.1  elongation factor G [Stenotrophomonas maltophi...  
259     8e-74 
WP_020876986.1  elongation factor G [Desulfococcus multivorans]    
259     8e-74 
SME87918.1  elongation factor G [Pseudobacteriovorax antillogo...  
260     8e-74 
WP_027399002.1  GTP-binding protein [Anaerovorax odorimutans]      
264     8e-74 
WP_000090323.1  MULTISPECIES: elongation factor G [Streptococcus]  
260     8e-74 
WP_100212789.1  GTP-binding protein [Pediococcus damnosus]         
259     8e-74 
WP_044538539.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
260     8e-74 
WP_003678160.1  GTP-binding protein [Lactobacillus coryniformis]   
259     8e-74 
OHA64696.1  translation elongation factor G [Candidatus Wilder...  
260     8e-74 
WP_068474483.1  elongation factor G [Parvimonas sp. KA00067]       
260     8e-74 
WP_027018760.1  elongation factor G [Corynebacterium massiliense]  
260     8e-74 
WP_017554004.1  elongation factor G [Bacillus coagulans]           
260     8e-74 
WP_063556439.1  GTP-binding protein [Clostridium ljungdahlii]      
259     8e-74 
WP_089120419.1  GTP-binding protein [Lactobacillus pentosiphilus]  
259     8e-74 
WP_098999352.1  GTP-binding protein [Bacillus aryabhattai]         
259     8e-74 
WP_047154550.1  elongation factor G [Aneurinibacillus tyrosini...  
260     8e-74 
CDC06074.1  elongation factor G 1 [Clostridium sp. CAG:343]        
260     8e-74 
AKQ03427.1  elongation factor G, elongation factor G [uncultur...  
260     8e-74 
WP_045500513.1  elongation factor G [Streptococcus cristatus]      
260     8e-74 
SCH28555.1  Vegetative protein 19 [uncultured Eubacterium sp.]     
260     8e-74 
WP_041971696.1  elongation factor G [Geobacter sp. OR-1]           
260     8e-74 
CCY57876.1  putative tetracycline resistance protein TetP [Clo...  
264     8e-74 



WP_066330430.1  elongation factor G [Bacillus litoralis]           
260     8e-74 
WP_061565127.1  elongation factor G [Bacillus coagulans]           
260     8e-74 
WP_086987888.1  elongation factor G [Trichococcus flocculiformis]  
260     8e-74 
ASS41726.1  translation elongation factor G [Eubacterium minut...  
260     8e-74 
WP_061574734.1  elongation factor G [Bacillus coagulans]           
260     9e-74 
WP_065078130.1  GTP-binding protein [Clostridium ragsdalei]        
259     9e-74 
KKT26658.1  Elongation factor G [Parcubacteria group bacterium...  
260     9e-74 
WP_084829113.1  elongation factor G [Streptococcus thermophilus]   
260     9e-74 
WP_025006117.1  GTP-binding protein [Lactobacillus gallinarum]     
259     9e-74 
SCI37977.1  Tetracycline resistance protein tetM from transpos...  
265     9e-74 
WP_049436395.1  elongation factor G [Stenotrophomonas maltophi...  
259     9e-74 
CDC58361.1  elongation factor G [Lactobacillus ruminis CAG:367]    
260     9e-74 
WP_107431864.1  elongation factor G [[Pseudomonas] geniculata]     
259     9e-74 
WP_003672254.1  MULTISPECIES: elongation factor G [Lactobacillus]  
260     9e-74 
WP_078811129.1  elongation factor G [Selenihalanaerobacter shr...  
260     9e-74 
WP_009243369.1  GTP-binding protein [Lachnospiraceae bacterium...  
261     9e-74 
WP_084578494.1  elongation factor G [Sporomusa malonica]           
260     9e-74 
WP_028413267.1  GTP-binding protein [Bacillus sp. 278922_107]      
259     9e-74 
WP_075688634.1  GTP-binding protein [Bacillus sp. MRMR6]           
259     9e-74 
WP_005965298.1  MULTISPECIES: elongation factor G [sulfur-oxid...  
260     9e-74 
EJQ50665.1  small GTP-binding protein domain protein [Bacillus...  
249     9e-74 
WP_097049066.1  elongation factor G [Stenotrophomonas sp. CC12...  
259     9e-74 
WP_011010149.1  GTP-binding protein [Clostridium perfringens]      
259     9e-74 
WP_013458254.1  elongation factor G [Oceanithermus profundus]      
260     9e-74 
OIO14240.1  translation elongation factor G [Candidatus Gottes...  
260     9e-74 
CCQ77858.1  translation elongation factor G [Streptococcus aga...  
260     9e-74 
WP_073025172.1  GTP-binding protein [Lutispora thermophila]        
264     9e-74 



WP_063507518.1  elongation factor G [Lactobacillus acetotolerans]  
260     9e-74 
WP_089145850.1  MULTISPECIES: GTP-binding protein [Lactobacillus]  
258     9e-74 
WP_099561323.1  elongation factor G [Stenotrophomonas maltophi...  
259     9e-74 
WP_008751070.1  GTP-binding protein [Lachnoanaerobaculum sabur...  
263     1e-73 
WP_078686713.1  GTP-binding protein [Olsenella sp. KH1P3]          
259     1e-73 
WP_046464998.1  elongation factor G [Staphylococcus equorum]       
260     1e-73 
WP_025851027.1  elongation factor G [Paenibacillus ehimensis]      
259     1e-73 
WP_017551221.1  elongation factor G [Bacillus coagulans]           
259     1e-73 
WP_000090322.1  elongation factor G [Streptococcus agalactiae]     
259     1e-73 
WP_099331020.1  GTP-binding protein [Bacillus aryabhattai]         
259     1e-73 
WP_088025936.1  elongation factor G [Stenotrophomonas maltophi...  
259     1e-73 
WP_024957368.1  MULTISPECIES: elongation factor G [Stenotropho...  
259     1e-73 
WP_046871422.1  GTP-binding protein [Pediococcus damnosus]         
259     1e-73 
WP_010496686.1  elongation factor G [Lactobacillus acidipiscis]    
260     1e-73 
OKZ36168.1  translation elongation factor G [Butyrivibrio cros...  
263     1e-73 
WP_089143186.1  GTP-binding protein [Lactobacillus crispatus]      
258     1e-73 
OGW43049.1  translation elongation factor G [Nitrospirae bacte...  
259     1e-73 
SER28428.1  small GTP-binding protein domain-containing protei...  
259     1e-73 
WP_016290443.1  GTP-binding protein [Lachnospiraceae bacterium...  
264     1e-73 
WP_041219825.1  GTP-binding protein [Desulfitobacterium dichlo...  
263     1e-73 
WP_075366530.1  GTP-binding protein [Desulfosporosinus sp. OL]     
263     1e-73 
WP_014096503.1  elongation factor G [Bacillus coagulans]           
259     1e-73 
WP_063187735.1  elongation factor G [Paenibacillus elgii]          
259     1e-73 
CDX01055.1  Tetracycline resistance protein TetP [Desulfitobac...  
263     1e-73 
WP_014295289.1  MULTISPECIES: elongation factor G [Streptococcus]  
259     1e-73 
OGY28492.1  translation elongation factor G [Candidatus Woykeb...  
260     1e-73 
WP_040537650.1  elongation factor G [Lactobacillus parafarragi...  
259     1e-73 



EEQ56873.1  putative translation elongation factor G [Clostrid...  
264     1e-73 
WP_095313560.1  elongation factor G [Paenibacillus sp. 7884-2]     
259     1e-73 
WP_103282370.1  elongation factor G [Stenotrophomonas pavanii]     
259     1e-73 
WP_016184212.1  elongation factor G [Enterococcus columbae]        
259     1e-73 
KRM30943.1  elongation factor G [Lactobacillus acidipiscis DSM...  
260     1e-73 
WP_092073795.1  elongation factor G [Dendrosporobacter quercic...  
259     1e-73 
WP_009336567.1  MULTISPECIES: elongation factor G [Bacillus]       
259     1e-73 
WP_004824930.1  elongation factor G [Peptoniphilus lacrimalis]     
259     1e-73 
WP_009469203.1  elongation factor G [Roseibium sp. TrichSKD4]      
259     1e-73 
WP_073339058.1  GTP-binding protein [Clostridium grantii]          
258     1e-73 
EFW29716.1  translation elongation factor G [Selenomonas artem...  
259     1e-73 
WP_014072856.1  elongation factor G [Lactobacillus ruminis]        
259     1e-73 
WP_090175459.1  elongation factor G [Luteibacter sp. UNC138MFC...  
259     1e-73 
WP_071140202.1  elongation factor G [Sporanaerobacter sp. PP17...  
259     1e-73 
WP_075843423.1  GTP-binding protein [Collinsella bouchesdurhon...  
259     1e-73 
AWD63000.1  elongation factor P [Lactobacillus reuteri]            
259     1e-73 
CDA68907.1  putative uncharacterized protein [Clostridium sp. ...  
263     1e-73 
WP_044106831.1  elongation factor G [cyanobacterium endosymbio...  
259     1e-73 
WP_071659927.1  elongation factor G [Streptococcus agalactiae]     
259     1e-73 
OUM99086.1  translation elongation factor G [Paenibacillaceae ...  
259     1e-73 
OLC30207.1  translation elongation factor G [Armatimonadetes b...  
259     1e-73 
OGI25903.1  translation elongation factor G [Candidatus Moranb...  
259     1e-73 
WP_034665610.1  MULTISPECIES: elongation factor G [Bacillus]       
259     1e-73 
WP_041139494.1  GTP-binding protein [Beduini massiliensis]         
263     1e-73 
WP_098036905.1  MULTISPECIES: GTP-binding protein [Lactobacillus]  
258     1e-73 
OQY27113.1  elongation factor G [Candidatus Cloacimonetes bact...  
259     1e-73 
WP_035172214.1  elongation factor G [Lactobacillus ruminis]        
259     1e-73 



WP_085719857.1  elongation factor G [Lactobacillus reuteri]        
259     1e-73 
WP_106031908.1  elongation factor G [Bacillus sp. NMCC4]           
259     1e-73 
WP_093589776.1  elongation factor G [Lentzea waywayandensis]       
259     1e-73 
WP_076768484.1  elongation factor G [Jeotgalibaca sp. PTS2502]     
259     1e-73 
WP_007496301.1  MULTISPECIES: elongation factor G [Bacillus]       
259     1e-73 
WP_015219284.1  elongation factor G [Cyanobacterium aponinum]      
259     1e-73 
WP_010750805.1  elongation factor G [Enterococcus villorum]        
259     1e-73 
WP_092597975.1  elongation factor G [Jeotgalicoccus halophilus]    
259     1e-73 
WP_003692839.1  elongation factor G [Lactobacillus ruminis]        
259     1e-73 
WP_050197374.1  elongation factor G [Streptococcus agalactiae]     
259     1e-73 
WP_062916619.1  GTP-binding protein [Pediococcus damnosus]         
258     1e-73 
WP_050168154.1  elongation factor G [Streptococcus pneumoniae]     
259     1e-73 
WP_016623869.1  elongation factor G [Enterococcus faecalis]        
259     1e-73 
WP_090776231.1  elongation factor G [Bacillus lonarensis]          
259     1e-73 
OGJ64412.1  translation elongation factor G [Candidatus Periba...  
259     1e-73 
WP_056949311.1  elongation factor G [Lactobacillus kisonensis]     
259     1e-73 
WP_090572474.1  GTP-binding protein [Paenibacillus sp. OV219]      
258     1e-73 
KXK05746.1  Elongation factor EF-G [Chlorobi bacterium OLB4]       
259     1e-73 
WP_066347212.1  elongation factor G [Geminocystis sp. NIES-3708]   
259     1e-73 
WP_003674892.1  elongation factor G [Lactobacillus reuteri]        
259     1e-73 
KGM17565.1  elongation factor G [Actinotalea fermentans ATCC 4...  
259     1e-73 
WP_003656857.1  GTP-binding protein [Lactobacillus gasseri]        
258     1e-73 
SCH70892.1  Tetracycline resistance protein tetM [uncultured C...  
263     1e-73 
WP_047036237.1  GTP-binding protein [Lactobacillus salivarius]     
258     1e-73 
WP_087476557.1  elongation factor G [Nitrospira cf. moscoviens...  
259     1e-73 
KKU57286.1  Elongation factor G [Candidatus Amesbacteria bacte...  
260     1e-73 
WP_098388715.1  elongation factor G [Corynebacterium renale]       
259     1e-73 



EFR60752.1  translation elongation factor G [Veillonella sp. o...  
259     1e-73 
AGA69022.1  small GTP-binding protein domain protein [Desulfit...  
263     1e-73 
WP_043063754.1  elongation factor G [Aneurinibacillus migulanus]   
259     1e-73 
WP_095136212.1  elongation factor G [Anaeromicrobium sediminis]    
259     1e-73 
WP_047946815.1  elongation factor G [Bacillus altitudinis]         
259     1e-73 
OJX09652.1  translation elongation factor G [Caedibacter sp. 3...  
259     1e-73 
WP_007132255.1  GTP-binding protein [Paenibacillus lactis]         
258     1e-73 
WP_081115156.1  elongation factor G [Enterococcus hirae]           
259     1e-73 
WP_100542026.1  GTP-binding protein [Lysinibacillus xylanilyti...  
258     2e-73 
WP_093335349.1  elongation factor G [Pseudonocardia ammonioxyd...  
259     2e-73 
WP_049450242.1  elongation factor G [Stenotrophomonas maltophi...  
259     2e-73 
CDD84703.1  putative translation elongation factor G [Collinse...  
258     2e-73 
WP_000090327.1  elongation factor G [Streptococcus agalactiae]     
259     2e-73 
WP_048669813.1  elongation factor G [Candidatus Competibacter ...  
259     2e-73 
WP_055193481.1  GTP-binding protein [Dorea longicatena]            
263     2e-73 
EHL99178.1  translation elongation factor G [Lactobacillus par...  
259     2e-73 
WP_105166615.1  elongation factor G [Pseudoalteromonas sp. T1l...  
259     2e-73 
WP_034323229.1  MULTISPECIES: elongation factor G [Bacillus]       
259     2e-73 
WP_103976500.1  GTP-binding protein [Lysinibacillus sphaericus]    
258     2e-73 
WP_097018994.1  GTP-binding protein [Orenia metallireducens]       
258     2e-73 
WP_057001039.1  elongation factor G [Carnobacterium maltaromat...  
259     2e-73 
CDC80071.1  elongation factor G 1 [Clostridium sp. CAG:465]        
259     2e-73 
WP_027868399.1  elongation factor G [Eubacterium sp. AB3007]       
259     2e-73 
WP_093728582.1  elongation factor G [Terribacillus halophilus]     
259     2e-73 
WP_046176545.1  elongation factor G [Domibacillus indicus]         
259     2e-73 
OGN61498.1  translation elongation factor G [Chlamydiae bacter...  
259     2e-73 
WP_005545160.1  GTP-binding protein [Paenibacillus alvei]          
258     2e-73 



WP_020585502.1  elongation factor G [Desulfobacter curvatus]       
259     2e-73 
WP_039121816.1  elongation factor G [Lactobacillus ruminis]        
259     2e-73 
PKN33574.1  elongation factor G [Deltaproteobacteria bacterium...  
259     2e-73 
WP_100442003.1  elongation factor G [Stenotrophomonas maltophi...  
259     2e-73 
WP_024532235.1  elongation factor G [Streptococcus suis]           
259     2e-73 
APO31209.1  feoB: ferrous iron transport protein [uncultured b...  
241     2e-73 
WP_022415881.1  GTP-binding protein [Dorea longicatena]            
263     2e-73 
WP_017380687.1  GTP-binding protein [Paenisporosarcina sp. TG-14]  
258     2e-73 
WP_071452225.1  elongation factor G [Bacillus coagulans]           
259     2e-73 
WP_068724550.1  GTP-binding protein [Paenibacillus sp. DMB5]       
258     2e-73 
WP_098036108.1  MULTISPECIES: GTP-binding protein [Lactobacillus]  
258     2e-73 
WP_093275166.1  GTP-binding protein [Psychrobacillus sp. OK032]    
258     2e-73 
WP_046213349.1  elongation factor G [Paenibacillus wulumuqiensis]  
259     2e-73 
WP_034926817.1  elongation factor G [Erysipelotrichaceae bacte...  
259     2e-73 
WP_063600566.1  GTP-binding protein [Clostridium coskatii]         
258     2e-73 
WP_045091291.1  GTP-binding protein [Clostridium sp. FS41]         
263     2e-73 
WP_107668160.1  elongation factor G [Cyanothece sp. BG0011]        
259     2e-73 
WP_101702517.1  elongation factor G [Carnobacterium maltaromat...  
259     2e-73 
WP_009344724.1  MULTISPECIES: elongation factor G [Peptoniphilus]  
259     2e-73 
CCX47210.1  elongation factor G [Firmicutes bacterium CAG:103]     
259     2e-73 
CCZ85265.1  elongation factor G [Firmicutes bacterium CAG:631]     
259     2e-73 
ABO87328.1  TetM [Streptococcus pyogenes]                          
244     2e-73 
GBE52227.1  elongation factor G [bacterium BMS3Bbin14]             
259     2e-73 
WP_039649463.1  elongation factor G [Campylobacter insulaenigrae]  
259     2e-73 
EGM49933.1  elongation factor G [Lactobacillus ruminis SPM0211]    
259     2e-73 
WP_053415842.1  GTP-binding protein [Viridibacillus arvi]          
258     2e-73 
WP_005603474.1  GTP-binding protein [Butyrivibrio crossotus]       
262     2e-73 



KRT77453.1  translation elongation factor G, elongation factor...  
259     2e-73 
AVM22448.1  elongation factor G [Bacillus pumilus]                 
259     2e-73 
WP_055267945.1  GTP-binding protein [Clostridium disporicum]       
258     2e-73 
CDA89546.1  putative translation elongation factor G [Ruminoco...  
262     2e-73 
WP_069697081.1  elongation factor G [Enterococcus rivorum]         
259     2e-73 
WP_026522632.1  GTP-binding protein [Butyrivibrio sp. VCB2001]     
263     2e-73 
WP_053418538.1  elongation factor G [Viridibacillus arvi]          
259     2e-73 
WP_019253132.1  elongation factor G [Lactobacillus reuteri]        
259     2e-73 
WP_088270042.1  elongation factor G [Enterococcus wangshanyuanii]  
259     2e-73 
WP_060528235.1  elongation factor G [endosymbiont of Ridgeia p...  
259     2e-73 
WP_026583279.1  elongation factor G [Bacillus sp. J33]             
259     2e-73 
WP_090779784.1  elongation factor G [Paenibacillaceae bacteriu...  
259     2e-73 
CDA92133.1  elongation factor G [Firmicutes bacterium CAG:238]     
259     2e-73 
CDD59178.1  elongation factor G [Eggerthella sp. CAG:298]          
259     2e-73 
WP_066226667.1  elongation factor G [Bacillus sporothermodurans]   
259     2e-73 
WP_070372669.1  elongation factor G [Acetobacterium wieringae]     
259     2e-73 
WP_012008700.1  elongation factor G [Bacillus pumilus]             
259     2e-73 
WP_057942043.1  elongation factor G [Lysobacter gummosus]          
258     2e-73 
WP_014037168.1  elongation factor G [Stenotrophomonas maltophi...  
258     2e-73 
WP_014067553.1  elongation factor G [Rhodothermus marinus]         
259     2e-73 
WP_040203233.1  MULTISPECIES: elongation factor G [Bacillus]       
259     2e-73 
WP_085070577.1  elongation factor G [Candidatus Pelagibacter s...  
259     2e-73 
WP_045516743.1  GTP-binding protein [Bacillus niacini]             
258     2e-73 
WP_062913227.1  GTP-binding protein [Pediococcus damnosus]         
258     2e-73 
WP_083806164.1  GTP-binding protein [Clostridium sp. D5]           
263     2e-73 
EGB93079.1  putative tetracycline resistance protein TetP [Clo...  
263     2e-73 
SCJ13374.1  Elongation factor G [uncultured Flavonifractor sp.]    
262     2e-73 



WP_041084119.1  GTP-binding protein [Clostridium botulinum]        
258     2e-73 
WP_016466269.1  elongation factor G [Streptococcus sp. HPH0090]    
259     2e-73 
WP_088116363.1  elongation factor G [Bacillus atrophaeus]          
259     2e-73 
WP_017327001.1  elongation factor G [Synechococcus sp. PCC 7336]   
259     2e-73 
CDA30508.1  elongation factor G 1 [Clostridium sp. CAG:492]        
259     2e-73 
WP_075397861.1  elongation factor G [Domibacillus antri]           
259     2e-73 
AIL12567.1  elongation factor G [Candidatus Paracaedimonas aca...  
259     2e-73 
WP_062484676.1  elongation factor G [Candidatus Nitrospira ino...  
259     2e-73 
WP_027969352.1  elongation factor G [Streptococcus castoreus]      
259     2e-73 
WP_092034889.1  elongation factor G [Bradyrhizobium sp. OK095]     
259     2e-73 
WP_091075644.1  elongation factor G [Friedmanniella sagamihare...  
259     2e-73 
PMP62232.1  elongation factor G [Sulfurihydrogenibium sp.]         
259     2e-73 
PQC52936.1  hypothetical protein CUN09_04880 [Enterococcus fae...  
241     2e-73 
KZK73747.1  elongation factor G [Pelodictyon luteolum]             
259     2e-73 
WP_006515832.1  elongation factor G [Leptolyngbya sp. PCC 7375]    
259     2e-73 
WP_026233180.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
259     2e-73 
WP_056978569.1  elongation factor G [Lactobacillus senioris]       
259     2e-73 
KFD41249.1  elongation factor G [Peptococcaceae bacterium SCAD...  
259     2e-73 
WP_047000990.1  GTP-binding protein [Clostridium sp. C8]           
258     2e-73 
WP_049439864.1  elongation factor G [Stenotrophomonas maltophi...  
258     2e-73 
EHL72128.1  small GTP-binding protein domain protein [Bacillus...  
247     2e-73 
EJX54514.1  elongation factor G [Enterococcus faecium R497]        
241     2e-73 
PLX46385.1  elongation factor G [Desulfobulbaceae bacterium]       
259     2e-73 
WP_050341610.1  MULTISPECIES: elongation factor G [Selenomonas]    
259     2e-73 
SEH36212.1  small GTP-binding protein domain-containing protei...  
258     2e-73 
WP_071062267.1  elongation factor G [Andreesenia angusta]          
258     2e-73 
WP_098623170.1  GTP-binding protein [Bacillus aryabhattai]         
258     3e-73 



WP_075712786.1  elongation factor G [Eubacterium sp. 68-3-10]      
258     3e-73 
WP_065178578.1  elongation factor G [Stenotrophomonas maltophi...  
258     3e-73 
WP_021623682.1  elongation factor G [Aneurinibacillus aneurini...  
259     3e-73 
WP_005814361.1  GTP-binding protein [Desulfitobacterium hafnie...  
262     3e-73 
WP_056635998.1  elongation factor G [Paenibacillus sp. Soil522]    
258     3e-73 
WP_007505930.1  elongation factor G [Caldalkalibacillus therma...  
258     3e-73 
AMP51642.1  elongation factor G, domain IV [uncultured bacterium]  
243     3e-73 
WP_018399485.1  elongation factor G [filamentous cyanobacteriu...  
258     3e-73 
WP_016288260.1  GTP-binding protein [Lachnospiraceae bacterium...  
263     3e-73 
WP_071542801.1  GTP-binding protein [Lactobacillus plantarum]      
258     3e-73 
WP_034905182.1  elongation factor G [Campylobacter sp. MIT 97-...  
258     3e-73 
WP_003464697.1  GTP-binding protein [Clostridium perfringens]      
258     3e-73 
WP_099435239.1  elongation factor G [Cyanobacterium aponinum]      
259     3e-73 
WP_074725105.1  elongation factor G [Stenotrophomonas pavanii]     
258     3e-73 
WP_049399339.1  elongation factor G [Stenotrophomonas maltophi...  
258     3e-73 
OKZ87125.1  translation elongation factor G [Clostridium sp. C...  
259     3e-73 
WP_057776535.1  elongation factor G [Bacillus sp. FJAT-25496]      
258     3e-73 
WP_038179055.1  MULTISPECIES: elongation factor G [Viridibacil...  
258     3e-73 
WP_018364994.1  elongation factor G [Streptococcus caballi]        
258     3e-73 
WP_018380518.1  elongation factor G [Streptococcus thoraltensis]   
258     3e-73 
OGM04931.1  translation elongation factor G [Candidatus Woeseb...  
259     3e-73 
WP_082375085.1  elongation factor G [Pseudonocardia sp. HH1306...  
259     3e-73 
WP_066397956.1  GTP-binding protein [Bacillus mesonae]             
258     3e-73 
WP_010720460.1  MULTISPECIES: elongation factor G [Enterococcus]   
258     3e-73 
WP_061643205.1  elongation factor G [Streptococcus pneumoniae]     
258     3e-73 
WP_053505299.1  elongation factor G [Stenotrophomonas maltophi...  
258     3e-73 
WP_076996498.1  elongation factor G [Streptococcus azizii]         
258     3e-73 



WP_048690854.1  MULTISPECIES: elongation factor G [Streptococcus]  
258     3e-73 
WP_007203554.1  elongation factor G [Fictibacillus macauensis]     
258     3e-73 
WP_067407706.1  elongation factor G [Sporosarcina sp. HYO08]       
258     3e-73 
WP_019337460.1  elongation factor G [Stenotrophomonas maltophi...  
258     3e-73 
WP_048789970.1  elongation factor G [Streptococcus sp. 1171_SSPC]  
258     3e-73 
WP_013837835.1  elongation factor G [Isoptericola variabilis]      
259     3e-73 
EFM69780.1  elongation factor Tu domain 2 [Enterococcus faecal...  
245     3e-73 
WP_057746997.1  elongation factor G [Weissella viridescens]        
259     3e-73 
CCY77601.1  tetracycline resistance protein TetP [Butyrivibrio...  
262     3e-73 
WP_106052145.1  MULTISPECIES: elongation factor G [Bacillus]       
258     3e-73 
WP_099679359.1  elongation factor G [Bacillus pumilus]             
258     3e-73 
WP_095224640.1  elongation factor G [Virgibacillus sp. 7505]       
258     3e-73 
WP_048930200.1  GTP-binding protein [[Clostridium] citroniae]      
263     3e-73 
WP_024626602.1  elongation factor G [Bifidobacterium sp. A11]      
259     3e-73 
WP_094001402.1  elongation factor G [Stenotrophomonas sp. CC12...  
258     3e-73 
WP_057779933.1  GTP-binding protein [Lactobacillus vaccinoster...  
258     3e-73 
WP_081184005.1  elongation factor G [Enterococcus villorum]        
258     3e-73 
WP_017815360.1  MULTISPECIES: elongation factor G [Paenibacillus]  
258     3e-73 
WP_064238509.1  elongation factor G [Stenotrophomonas maltophi...  
258     3e-73 
CDF02722.1  small GTP-binding protein domain [Ruminococcus sp....  
262     3e-73 
WP_083424310.1  GTP-binding protein [[Clostridium] citroniae]      
263     3e-73 
WP_087178859.1  GTP-binding protein [Lachnoclostridium sp. An76]   
263     3e-73 
WP_014647099.1  elongation factor G [Stenotrophomonas maltophi...  
258     3e-73 
WP_050114591.1  elongation factor G [Streptococcus pneumoniae]     
258     3e-73 
WP_049665521.1  GTP-binding protein [Lysinibacillus xylanilyti...  
257     3e-73 
WP_028863565.1  elongation factor G [Psychromonas aquimarina]      
258     3e-73 
WP_047876990.1  elongation factor G [Photobacterium aquae]         
258     3e-73 



KKS33278.1  Elongation factor G [Candidatus Amesbacteria bacte...  
259     3e-73 
WP_050237858.1  elongation factor G [Streptococcus pneumoniae]     
258     3e-73 
WP_027518591.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
258     3e-73 
WP_089862848.1  elongation factor G [Halanaerobium salsuginis]     
258     3e-73 
WP_080021671.1  GTP-binding protein [Clostridium thermobutyricum]  
257     3e-73 
PFG27250.1  translation elongation factor 2 (EF-2/EF-G) [Coryn...  
259     3e-73 
OGF83144.1  translation elongation factor G [Candidatus Giovan...  
259     3e-73 
WP_009764296.1  elongation factor G [Microvirga lotononidis]       
258     3e-73 
WP_022946271.1  elongation factor G [Pseudoalteromonas ruthenica]  
258     3e-73 
OGD20006.1  translation elongation factor G [Candidatus Aminic...  
258     3e-73 
WP_105145607.1  elongation factor G [Streptococcus suis]           
258     3e-73 
WP_018372174.1  elongation factor G [Streptococcus massiliensis]   
258     3e-73 
WP_057494214.1  elongation factor G [Stenotrophomonas pavanii]     
258     3e-73 
WP_000090351.1  elongation factor G [Streptococcus pneumoniae]     
258     3e-73 
WP_019157083.1  elongation factor G [Bacillus massiliosenegale...  
258     3e-73 
WP_089146917.1  GTP-binding protein [Lactobacillus crispatus]      
257     3e-73 
WP_092651835.1  elongation factor G [Isobaculum melis]             
258     3e-73 
WP_026565519.1  elongation factor G [Bacillus sp. UNC41MFS5]       
258     3e-73 
WP_099728192.1  elongation factor G [Bacillus pumilus]             
258     3e-73 
WP_063995933.1  elongation factor G [Bradyrhizobium sp.]           
258     3e-73 
WP_054663815.1  elongation factor G [Lactobacillus camelliae]      
258     3e-73 
WP_053463179.1  elongation factor G [Stenotrophomonas maltophi...  
258     3e-73 
WP_100666547.1  elongation factor G [Kyrpidia sp. EA-1]            
258     3e-73 
WP_057162622.1  elongation factor G [Lysobacter sp. Root916]       
258     3e-73 
WP_020613353.1  elongation factor G [Sediminispirochaeta bajac...  
258     3e-73 
WP_105114182.1  elongation factor G [Streptococcus suis]           
258     3e-73 
WP_101887225.1  GTP-binding protein [Lactobacillus crispatus]      
257     3e-73 



WP_026395054.1  elongation factor G [Acetobacterium dehalogenans]  
258     3e-73 
WP_060791163.1  GTP-binding protein [Lactobacillus gasseri]        
257     4e-73 
WP_007603010.1  elongation factor G [Bradyrhizobium sp. WSM1253]   
258     4e-73 
WP_092516563.1  elongation factor G [Afipia sp. GAS231]            
258     4e-73 
WP_044906613.1  GTP-binding protein [[Clostridium] innocuum]       
262     4e-73 
WP_070990078.1  elongation factor G [Pseudoalteromonas byunsan...  
258     4e-73 
WP_100450026.1  elongation factor G [Stenotrophomonas maltophi...  
258     4e-73 
WP_086284177.1  elongation factor G [Enterococcus sp. 10A9_DIV...  
258     4e-73 
WP_099811378.1  elongation factor G [Streptococcus suis]           
258     4e-73 
WP_011356943.1  elongation factor G [Pelodictyon luteolum]         
258     4e-73 
WP_105302359.1  elongation factor G [Anaerotruncus sp. Marseil...  
258     4e-73 
WP_014459970.1  GTP-binding protein [Bacillus megaterium]          
257     4e-73 
WP_012843348.1  elongation factor G [Rhodothermus marinus]         
258     4e-73 
WP_048764138.1  elongation factor G [Streptococcus cristatus]      
258     4e-73 
WP_089748259.1  MULTISPECIES: elongation factor G [Candidatus ...  
258     4e-73 
CCX51027.1  small GTP-binding protein domain [Clostridium sp. ...  
262     4e-73 
CDA59535.1  elongation factor G [Clostridium sp. CAG:245]          
258     4e-73 
OGP34241.1  translation elongation factor G [Deltaproteobacter...  
258     4e-73 
WP_039663069.1  elongation factor G [Campylobacter subantarcti...  
258     4e-73 
WP_031551436.1  elongation factor G [Gemella sanguinis]            
258     4e-73 
WP_089088067.1  GTP-binding protein [Lactobacillus pentosiphilus]  
257     4e-73 
WP_065858854.1  elongation factor G [Paenibacillus pectinilyti...  
258     4e-73 
WP_006455436.1  elongation factor G [Synechococcus sp. PCC 7335]   
258     4e-73 
CCZ90208.1  putative uncharacterized protein [Clostridium sp. ...  
261     4e-73 
WP_074828473.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
258     4e-73 
WP_054171727.1  elongation factor G [Stenotrophomonas maltophi...  
258     4e-73 
WP_043395678.1  elongation factor G [Stenotrophomonas maltophi...  
258     4e-73 



WP_060536436.1  elongation factor G [Paenibacillus bovis]          
258     4e-73 
WP_043277197.1  MULTISPECIES: elongation factor G [Pseudonocar...  
258     4e-73 
WP_006902830.1  elongation factor G [Thermaerobacter subterran...  
258     4e-73 
OGI29469.1  translation elongation factor G [Candidatus Moranb...  
258     4e-73 
WP_031450709.1  elongation factor G [Desulfobacula sp. TS]         
258     4e-73 
WP_057788353.1  elongation factor G [Weissella minor]              
258     4e-73 
WP_027119723.1  elongation factor G [Mycoplasma testudinis]        
258     4e-73 
WP_006037952.1  elongation factor G [Paenibacillus curdlanolyt...  
258     4e-73 
WP_069662406.1  elongation factor G [Enterococcus termitis]        
258     4e-73 
WP_036660355.1  GTP-binding protein [Paenibacillus sp. FSL H8-...  
257     4e-73 
WP_077869462.1  GTP-binding protein [Clostridium beijerinckii]     
258     4e-73 
WP_004634174.1  elongation factor G [Gemella morbillorum]          
258     4e-73 
WP_089282911.1  elongation factor G [Anaerovirgula multivorans]    
258     4e-73 
WP_075521567.1  elongation factor G [Candidatus Pelagibacter u...  
258     4e-73 
WP_063489172.1  GTP-binding protein [Lactobacillus plantarum]      
258     4e-73 
OIP57978.1  translation elongation factor G [Candidatus Levyba...  
258     4e-73 
WP_091757741.1  GTP-binding protein [Butyrivibrio sp. INlla18]     
262     4e-73 
WP_094496403.1  GTP-binding protein [Lactobacillus taiwanensis]    
257     4e-73 
WP_073274859.1  GTP-binding protein [Anaerocolumna jejuensis]      
262     4e-73 
WP_099596737.1  elongation factor G [Stenotrophomonas maltophi...  
258     4e-73 
WP_049412827.1  elongation factor G [Stenotrophomonas maltophi...  
258     4e-73 
WP_049618591.1  elongation factor G [Streptococcus sp. X13SY08]    
258     4e-73 
WP_040636155.1  elongation factor G [Mitsuokella multacida]        
258     4e-73 
AMP54214.1  elongation factor G, domain IV [uncultured bacterium]  
243     4e-73 
WP_068698246.1  elongation factor G [Paenibacillus yonginensis]    
258     4e-73 
WP_047399143.1  elongation factor G [Bacillus anthracis]           
258     4e-73 
WP_007611610.1  elongation factor G [Bradyrhizobium sp. WSM471]    
258     4e-73 



OIP03492.1  translation elongation factor G [Candidatus Beckwi...  
258     4e-73 
WP_013355092.1  MULTISPECIES: GTP-binding protein [Lactobacillus]  
258     5e-73 
WP_095322600.1  GTP-binding protein [Bacillus circulans]           
257     5e-73 
WP_075572878.1  elongation factor G [Colibacter massiliensis]      
258     5e-73 
WP_077714674.1  GTP-binding protein [Desulfotomaculum ferrired...  
262     5e-73 
WP_068105954.1  elongation factor G [Nocardioides dokdonensis]     
258     5e-73 
WP_023606956.1  elongation factor G [Vagococcus lutrae]            
258     5e-73 
WP_067618685.1  elongation factor G [Dissulfuribacter thermoph...  
258     5e-73 
WP_048695560.1  elongation factor G [Catenovulum maritimum]        
258     5e-73 
WP_099435968.1  elongation factor G [Cyanobacterium aponinum]      
258     5e-73 
WP_045924656.1  elongation factor G [Bifidobacterium asteroides]   
258     5e-73 
GBD01351.1  Elongation factor G [bacterium HR18]                   
258     5e-73 
CDN15846.1  Translation elongation factor G [Richelia intracel...  
258     5e-73 
WP_079561098.1  MULTISPECIES: GTP-binding protein [Lysinibacil...  
257     5e-73 
WP_047876445.1  elongation factor G [Photobacterium aphoticum]     
258     5e-73 
WP_088555345.1  elongation factor G [Calderihabitans maritimus]    
258     5e-73 
WP_101640209.1  elongation factor G [Bacillus deserti]             
258     5e-73 
WP_058015803.1  elongation factor G [Bacillus pumilus]             
258     5e-73 
WP_047401463.1  elongation factor G [Bacillus anthracis]           
258     5e-73 
OWV27159.1  GTP-binding protein [Fibrobacter sp. UWB1]             
240     5e-73 
WP_093797719.1  elongation factor G [Sporomusa acidovorans]        
258     5e-73 
WP_003648118.1  GTP-binding protein [Lactobacillus gasseri]        
256     5e-73 
AVK85207.1  elongation factor G [Lysinibacillus sp. B2A1]          
257     5e-73 
WP_105109217.1  elongation factor G [Streptococcus suis]           
258     5e-73 
WP_057138417.1  GTP-binding protein [Lactobacillus plantarum]      
257     5e-73 
WP_095246001.1  elongation factor G [Bacillus sp. 7894-2]          
258     5e-73 
WP_022782312.1  GTP-binding protein [Lachnospiraceae bacterium...  
261     5e-73 



WP_072152530.1  elongation factor G [Weissella viridescens]        
258     5e-73 
WP_090076423.1  GTP-binding protein [Lachnospiraceae bacterium...  
262     5e-73 
WP_066192178.1  MULTISPECIES: elongation factor G [Bacillus]       
258     5e-73 
WP_012993096.1  elongation factor G [Mageeibacillus indolicus]     
258     5e-73 
WP_075075974.1  elongation factor G [Stenotrophomonas maltophi...  
258     5e-73 
WP_090003432.1  elongation factor G [Candidatus Frackibacter s...  
258     5e-73 
WP_044963795.1  GTP-binding protein [Clostridiaceae bacterium ...  
262     5e-73 
WP_003495873.1  GTP-binding protein [Clostridium sporogenes]       
257     5e-73 
WP_100478086.1  elongation factor G [Stenotrophomonas maltophi...  
258     5e-73 
WP_063851738.1  GTP-binding protein [Lactobacillus plantarum]      
257     5e-73 
WP_087370265.1  GTP-binding protein [Pseudoflavonifractor sp. ...  
261     5e-73 
WP_098533578.1  MULTISPECIES: GTP-binding protein [Bacillus]       
257     5e-73 
WP_024333613.1  elongation factor G [Desulfotignum balticum]       
258     5e-73 
ALP53439.1  elongation factor G [Candidatus Tenderia electroph...  
258     5e-73 
WP_066578407.1  GTP-binding protein [Clostridium sp. Marseille...  
262     5e-73 
WP_041823244.1  GTP-binding protein [Lactobacillus salivarius]     
256     5e-73 
WP_053994762.1  GTP-binding protein [Lysinibacillus macroides]     
256     5e-73 
WP_088784845.1  elongation factor G [Streptococcus pneumoniae]     
258     5e-73 
WP_002940034.1  elongation factor G [Streptococcus suis]           
258     5e-73 
WP_096721131.1  elongation factor G [Chondrocystis sp. NIES-4102]  
258     5e-73 
WP_049463343.1  elongation factor G [Stenotrophomonas maltophi...  
258     5e-73 
AKI05344.1  Tetracycline resistance protein [Lactobacillus sal...  
256     5e-73 
WP_087378537.1  GTP-binding protein [Anaeromassilibacillus sp....  
257     5e-73 
WP_049402997.1  elongation factor G [Stenotrophomonas maltophi...  
257     5e-73 
WP_063205721.1  GTP-binding protein [Lactobacillus plantarum]      
257     5e-73 
OCQ92869.1  translation elongation factor G [Nostoc sp. MBR 210]   
258     5e-73 
WP_099605732.1  elongation factor G [Stenotrophomonas maltophi...  
257     5e-73 



WP_061647819.1  elongation factor G [Streptococcus pneumoniae]     
258     5e-73 
WP_027306276.1  elongation factor G [Campylobacter cuniculorum]    
258     5e-73 
ADE56759.1  translation elongation factor G [Aminobacterium co...  
258     5e-73 
SCB31424.1  ribosomal protection tetracycline resistance prote...  
255     6e-73 
WP_049421977.1  elongation factor G [Stenotrophomonas maltophi...  
257     6e-73 
WP_057704896.1  GTP-binding protein [Lactobacillus plantarum]      
257     6e-73 
WP_104968575.1  elongation factor G [Streptococcus pluranimalium]  
258     6e-73 
WP_044139654.1  elongation factor G [Bacillus pumilus]             
258     6e-73 
WP_034574717.1  elongation factor G [Mageeibacillus indolicus]     
258     6e-73 
WP_099495648.1  elongation factor G [Stenotrophomonas maltophi...  
257     6e-73 
PIR01470.1  elongation factor G [Nitrospinae bacterium CG11_bi...  
258     6e-73 
WP_089150635.1  GTP-binding protein [Lactobacillus crispatus]      
256     6e-73 
WP_045980256.1  MULTISPECIES: elongation factor G [Pseudoalter...  
258     6e-73 
WP_055069751.1  GTP-binding protein [Clostridium sp. ND2]          
257     6e-73 
WP_067393995.1  elongation factor G [Enterococcus canis]           
258     6e-73 
WP_012057172.1  elongation factor G [Thermosipho melanesiensis]    
258     6e-73 
SCJ31224.1  Elongation factor G [uncultured Clostridium sp.]       
262     6e-73 
WP_010998476.1  MULTISPECIES: elongation factor G [Nostocaceae]    
258     6e-73 
WP_006526016.1  elongation factor G [Solobacterium moorei]         
258     6e-73 
WP_047941806.1  GTP-binding protein [Bacillus circulans]           
256     6e-73 
WP_087922518.1  elongation factor G [Stenotrophomonas sp. WZN-1]   
257     6e-73 
WP_066462912.1  elongation factor G [Caryophanon latum]            
258     6e-73 
WP_105452529.1  elongation factor G [Lactobacillus sp. CBA3605]    
258     6e-73 
WP_068131188.1  MULTISPECIES: elongation factor G [Nosocomiico...  
258     6e-73 
WP_041459518.1  elongation factor G [Aminobacterium colombiense]   
257     6e-73 
WP_075485272.1  elongation factor G [Candidatus Pelagibacter u...  
258     6e-73 
WP_049452888.1  elongation factor G [Stenotrophomonas maltophi...  
257     6e-73 



WP_050945820.1  elongation factor G [Bacillus pumilus]             
258     6e-73 
WP_071132294.1  elongation factor G [Ileibacterium massiliense]    
258     6e-73 
WP_071854647.1  elongation factor G [Enterococcus ratti]           
258     6e-73 
EFP63302.1  putative translation elongation factor G [Erysipel...  
261     6e-73 
WP_084947309.1  elongation factor G [Streptococcus mitis]          
258     6e-73 
WP_073076115.1  elongation factor G [Sporobacter termitidis]       
258     6e-73 
WP_069129668.1  elongation factor G [Streptococcus pneumoniae]     
258     6e-73 
WP_019244373.1  elongation factor G [Bacillus massilioanorexius]   
258     6e-73 
WP_107742108.1  elongation factor G [Opitutaceae bacterium EW11]   
258     6e-73 
OGX17584.1  translation elongation factor G [Omnitrophica WOR_...  
258     6e-73 
WP_055282914.1  GTP-binding protein [Dorea longicatena]            
262     6e-73 
WP_088805962.1  elongation factor G [Streptococcus pneumoniae]     
258     7e-73 
WP_013074221.1  elongation factor G [Kyrpidia tusciae]             
258     7e-73 
WP_007858906.1  GTP-binding protein [[Clostridium] citroniae]      
262     7e-73 
OGV91364.1  translation elongation factor G [Microgenomates gr...  
258     7e-73 
WP_102170194.1  elongation factor G [Streptococcus sp. UMB1385]    
258     7e-73 
WP_010249729.1  GTP-binding protein [Acetivibrio cellulolyticus]   
261     7e-73 
WP_087323053.1  GTP-binding protein [Faecalibacterium sp. An58]    
261     7e-73 
WP_075230781.1  elongation factor G [Streptococcus sp. HMSC071...  
258     7e-73 
OGC47285.1  translation elongation factor G [candidate divisio...  
258     7e-73 
WP_048011519.1  elongation factor G [Bacillus firmus]              
258     7e-73 
WP_029690723.1  elongation factor G [Streptococcus hyovaginalis]   
258     7e-73 
WP_003649710.1  GTP-binding protein [Lactobacillus gasseri]        
256     7e-73 
WP_013085625.1  GTP-binding protein [Lactobacillus crispatus]      
256     7e-73 
WP_009253943.1  GTP-binding protein [Lachnospiraceae bacterium...  
261     7e-73 
WP_079571025.1  elongation factor G [Bradyrhizobium erythrophlei]  
257     7e-73 
WP_102210835.1  elongation factor G [Streptococcus sp. UMB0029]    
258     7e-73 



WP_050307884.1  elongation factor G [Streptococcus pneumoniae]     
258     7e-73 
WP_022374856.1  GTP-binding protein [Anaerostipes hadrus]          
261     7e-73 
WP_048603305.1  elongation factor G [Enterococcus massiliensis]    
258     7e-73 
WP_045613413.1  elongation factor G [Streptococcus infantis]       
258     7e-73 
WP_084002095.1  elongation factor G [Streptococcus pneumoniae]     
258     7e-73 
WP_050222825.1  elongation factor G [Streptococcus pneumoniae]     
258     7e-73 
WP_000090345.1  MULTISPECIES: elongation factor G [Streptococcus]  
258     7e-73 
WP_045008218.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
257     7e-73 
WP_075674500.1  elongation factor G [Stenotrophomonas sp. TD3]     
257     7e-73 
WP_085114381.1  elongation factor G [Candidatus Pelagibacter s...  
257     7e-73 
WP_086950531.1  elongation factor G [Vagococcus fluvialis]         
258     7e-73 
COO07927.1  elongation factor G [Streptococcus pneumoniae]         
257     7e-73 
WP_026678037.1  elongation factor G [Fictibacillus gelatini]       
257     7e-73 
PIU55416.1  elongation factor G [Chloroflexi bacterium CG07_la...  
257     7e-73 
PID40615.1  elongation factor G [Proteobacteria bacterium]         
257     7e-73 
WP_075105326.1  elongation factor G [Streptococcus cuniculi]       
257     7e-73 
WP_072935384.1  elongation factor G [Schwartzia succinivorans]     
257     7e-73 
WP_027092004.1  elongation factor G [Cohnella thermotolerans]      
257     7e-73 
WP_087642000.1  elongation factor G [Enterococcus sp. 9D6_DIV0...  
257     7e-73 
WP_049543655.1  elongation factor G [Streptococcus pseudopneum...  
257     7e-73 
WP_000090355.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     7e-73 
WP_060745564.1  GTP-binding protein [Bacillus megaterium]          
256     7e-73 
WP_015022139.1  elongation factor G [Bifidobacterium asteroides]   
258     7e-73 
WP_033679614.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     7e-73 
WP_000090348.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     7e-73 
KRK48933.1  elongation factor G [Lactobacillus kimchicus JCM 1...  
257     7e-73 
WP_003646156.1  GTP-binding protein [Lactobacillus plantarum]      
257     8e-73 



WP_068507460.1  elongation factor G [Leptolyngbya sp. O-77]        
258     8e-73 
WP_034998433.1  GTP-binding protein [Lactobacillus salivarius]     
256     8e-73 
WP_089147968.1  MULTISPECIES: GTP-binding protein [Lactobacillus]  
256     8e-73 
WP_054435075.1  elongation factor G [Streptococcus pneumoniae]     
257     8e-73 
OQY33846.1  elongation factor G [Anaerolineaceae bacterium 457...  
257     8e-73 
KOS31159.1  elongation factor G [Bacillus anthracis]               
257     8e-73 
WP_040286092.1  GTP-binding protein [Sporosarcina koreensis]       
256     8e-73 
WP_062436629.1  elongation factor G [Synechococcus sp. PCC 73109]  
257     8e-73 
WP_090117919.1  elongation factor G [Cohnella sp. OV330]           
257     8e-73 
WP_009201490.1  elongation factor G [Acetomicrobium hydrogenif...  
257     8e-73 
WP_000090339.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     8e-73 
WP_032077838.1  GTP-binding protein [Clostridium drakei]           
261     8e-73 
WP_015466081.1  elongation factor G [Psychromonas sp. CNPT3]       
257     8e-73 
KFI37745.1  elongation factor G [Peptococcaceae bacterium SCAD...  
257     8e-73 
WP_088813858.1  elongation factor G [Streptococcus pneumoniae]     
257     8e-73 
WP_000090350.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     8e-73 
WP_045612723.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     8e-73 
WP_000090357.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     8e-73 
WP_000090354.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     8e-73 
WP_101432624.1  elongation factor G [Bifidobacterium asteroides]   
258     8e-73 
WP_075891010.1  elongation factor G [Limnothrix rosea]             
257     8e-73 
WP_053496663.1  MULTISPECIES: elongation factor G [Stenotropho...  
257     8e-73 
WP_048802540.1  elongation factor G [Staphylococcus pasteuri]      
257     8e-73 
WP_105450095.1  elongation factor G [Lactobacillus sp. CBA3606]    
257     8e-73 
WP_050216661.1  elongation factor G [Streptococcus pneumoniae]     
257     8e-73 
WP_003217255.1  elongation factor G [Bacillus pumilus]             
257     8e-73 
WP_034467410.1  GTP-binding protein [Butyrivibrio proteoclasti...  
261     8e-73 



WP_063992118.1  elongation factor G [Streptococcus pneumoniae]     
257     8e-73 
WP_072524777.1  GTP-binding protein [Clostridium sp. Marseille...  
262     8e-73 
WP_087391517.1  GTP-binding protein [Pseudoflavonifractor sp. ...  
260     8e-73 
WP_050247722.1  elongation factor G [Streptococcus pneumoniae]     
257     9e-73 
ODT62745.1  translation elongation factor G [Phenylobacterium ...  
257     9e-73 
WP_050074157.1  elongation factor G [Streptococcus pneumoniae]     
257     9e-73 
WP_108072413.1  elongation factor G [Bacillus sporothermodurans]   
257     9e-73 
WP_088811705.1  elongation factor G [Streptococcus pneumoniae]     
257     9e-73 
WP_042981369.1  elongation factor G [Bacillus mycoides]            
257     9e-73 
AEJ38522.1  translation elongation factor G [Sulfobacillus aci...  
257     9e-73 
WP_063490702.1  GTP-binding protein [Lactobacillus plantarum]      
257     9e-73 
WP_000090358.1  elongation factor G [Streptococcus pneumoniae]     
257     9e-73 
WP_017068221.1  elongation factor G [Vibrio crassostreae]          
257     9e-73 
WP_006364511.1  elongation factor G [Gemella sanguinis]            
257     9e-73 
WP_006155877.1  elongation factor G [Streptococcus infantis]       
257     9e-73 
WP_004275220.1  elongation factor G [Campylobacter upsaliensis]    
257     9e-73 
WP_100733100.1  GTP-binding protein [Lactobacillus crispatus]      
256     9e-73 
WP_088849708.1  elongation factor G [Streptococcus pneumoniae]     
257     9e-73 
WP_054363045.1  elongation factor G [Streptococcus pneumoniae]     
257     9e-73 
WP_000090349.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     9e-73 
WP_021152596.1  elongation factor G [Streptococcus salivarius]     
257     9e-73 
WP_028559475.1  elongation factor G [Paenibacillus pinihumi]       
257     9e-73 
WP_003061460.1  elongation factor G [Streptococcus dysgalactiae]   
257     9e-73 
WP_022667421.1  elongation factor G [Desulfospira joergensenii]    
257     9e-73 
KRL26843.1  elongation factor EF2 [Lactobacillus mucosae DSM 1...  
257     9e-73 
WP_087583697.1  elongation factor G [Campylobacter concisus]       
257     9e-73 
WP_077620213.1  elongation factor G [Bacillus sinesaloumensis]     
257     9e-73 



WP_011955948.1  elongation factor G [Roseiflexus sp. RS-1]         
257     9e-73 
WP_045151885.1  elongation factor G [Photobacterium angustum]      
257     9e-73 
WP_072587180.1  GTP-binding protein [Clostridium botulinum]        
256     9e-73 
WP_073073405.1  elongation factor G [Thermosipho atlanticus]       
257     9e-73 
WP_054747205.1  elongation factor G [Lactobacillus rapi]           
257     9e-73 
WP_081014872.1  elongation factor G [Propionibacterium freuden...  
257     9e-73 
WP_013160482.1  elongation factor G [Propionibacterium freuden...  
257     9e-73 
WP_005828865.1  MULTISPECIES: elongation factor G [Bacillales]     
257     9e-73 
KXK53096.1  elongation factor EF-G [Chlorobi bacterium OLB7]       
257     1e-72 
WP_000090332.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     1e-72 
WP_039668128.1  elongation factor G [Campylobacter lari]           
257     1e-72 
SCH53814.1  Elongation factor G [uncultured Clostridium sp.]       
261     1e-72 
WP_050150886.1  elongation factor G [Streptococcus agalactiae]     
257     1e-72 
WP_079543870.1  elongation factor G [Bradyrhizobium lablabi]       
257     1e-72 
WP_020090162.1  GTP-binding protein [Lactobacillus parabrevis]     
256     1e-72 
WP_005727117.1  GTP-binding protein [Lactobacillus crispatus]      
256     1e-72 
WP_017054076.1  elongation factor G [Vibrio genomosp. F6]          
257     1e-72 
SCJ81780.1  Tetracycline resistance protein tetM [uncultured E...  
260     1e-72 
WP_018374688.1  elongation factor G [Streptococcus merionis]       
257     1e-72 
WP_079907273.1  elongation factor G [Carboxydocella sp. JDF658]    
257     1e-72 
WP_085912590.1  elongation factor G [Pseudonocardia autotrophica]  
257     1e-72 
WP_081367762.1  GTP-binding protein [Ruminococcus flavefaciens]    
260     1e-72 
WP_061826366.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_000090335.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     1e-72 
WP_084974052.1  elongation factor G [Streptococcus oralis]         
257     1e-72 
WP_042453948.1  elongation factor G [Bacillus dielmoensis]         
257     1e-72 
WP_004277750.1  elongation factor G [Campylobacter upsaliensis]    
257     1e-72 



WP_023920905.1  GTP-binding protein [Ruminococcus lactaris]        
261     1e-72 
WP_072910152.1  elongation factor G [Malonomonas rubra]            
257     1e-72 
WP_003328292.1  MULTISPECIES: elongation factor G [Bacillus su...  
257     1e-72 
WP_091008012.1  GTP-binding protein [Olsenella umbonata]           
256     1e-72 
WP_077894121.1  GTP-binding protein [Clostridium felsineum]        
256     1e-72 
WP_003058029.1  elongation factor G [Streptococcus dysgalactiae]   
257     1e-72 
WP_019506413.1  elongation factor G [Pleurocapsa sp. PCC 7319]     
257     1e-72 
WP_062470812.1  elongation factor G [Jeotgalibaca dankookensis]    
257     1e-72 
WP_023853698.1  elongation factor G [Candidatus Pelagibacter u...  
257     1e-72 
KUK58938.1  Elongation factor G [Synergistales bacterium 53_16]    
257     1e-72 
WP_056172417.1  elongation factor G [Lysobacter sp. Root604]       
257     1e-72 
CBK81843.1  small GTP-binding protein domain [Coprococcus catu...  
262     1e-72 
WP_097850867.1  elongation factor G [Propionibacterium freuden...  
257     1e-72 
WP_057726854.1  GTP-binding protein [Lactobacillus crispatus]      
256     1e-72 
WP_071442000.1  GTP-binding protein [Traorella massiliensis]       
260     1e-72 
WP_061568474.1  elongation factor G [Caldibacillus debilis]        
257     1e-72 
WP_087245441.1  GTP-binding protein [Faecalibacterium sp. An77]    
260     1e-72 
WP_075980746.1  GTP-binding protein [Bacillus massilionigerien...  
256     1e-72 
CDD01808.1  putative uncharacterized protein [Clostridium sp. ...  
261     1e-72 
WP_024753212.1  elongation factor G [Treponema phagedenis]         
257     1e-72 
WP_041092028.1  GTP-binding protein [Lactobacillus hokkaidonen...  
256     1e-72 
WP_068708485.1  elongation factor G [Tetragenococcus solitarius]   
257     1e-72 
WP_082199267.1  elongation factor G [Campylobacter helveticus]     
257     1e-72 
WP_065970328.1  elongation factor G [Acidiferrobacter thiooxyd...  
257     1e-72 
WP_069790140.1  elongation factor G [Cyanobacterium sp. IPPAS ...  
257     1e-72 
WP_087190456.1  elongation factor G [Gordonibacter urolithinfa...  
257     1e-72 
OQY48703.1  elongation factor G [Desulfobacteraceae bacterium ...  
256     1e-72 



WP_070535927.1  elongation factor G [Streptococcus sp. HMSC077...  
257     1e-72 
WP_000090347.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     1e-72 
WP_044727750.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_000090331.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     1e-72 
WP_088780524.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
CAQ63495.1  tetracycline resistance protein Tet(S) [Streptococ...  
242     1e-72 
WP_025640187.1  elongation factor G [[Clostridium] ultunense]      
257     1e-72 
WP_002845990.1  elongation factor G [Peptostreptococcus anaero...  
257     1e-72 
WP_049039725.1  GTP-binding protein [Clostridium perfringens]      
256     1e-72 
WP_061644257.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_002889328.1  elongation factor G [Streptococcus salivarius]     
257     1e-72 
WP_084945608.1  elongation factor G [Streptococcus oralis]         
257     1e-72 
WP_076764338.1  elongation factor G [Domibacillus epiphyticus]     
257     1e-72 
WP_063846677.1  GTP-binding protein [Lactobacillus plantarum]      
256     1e-72 
WP_050086604.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_045617709.1  elongation factor G [Streptococcus oralis]         
257     1e-72 
WP_100332788.1  elongation factor G [Bacillus sp. FJAT-46582]      
257     1e-72 
WP_096605351.1  elongation factor G [Calothrix sp. NIES-2100]      
257     1e-72 
CCQ95441.1  elongation factor G [[Clostridium] ultunense Esp]      
257     1e-72 
EGV03539.1  translation elongation factor G [Streptococcus inf...  
257     1e-72 
WP_087366411.1  GTP-binding protein [Faecalibacterium sp. An192]   
260     1e-72 
WP_096071607.1  GTP-binding protein [Clostridium perfringens]      
256     1e-72 
WP_107379573.1  elongation factor G [Stenotrophomonas maltophi...  
256     1e-72 
WP_027304870.1  elongation factor G [Campylobacter upsaliensis]    
257     1e-72 
WP_009319930.1  MULTISPECIES: GTP-binding protein [unclassifie...  
261     1e-72 
WP_019617175.1  elongation factor G [Psychromonas ossibalaenae]    
257     1e-72 
WP_056969368.1  GTP-binding protein [Lactobacillus thailandensis]  
256     1e-72 



WP_099476086.1  elongation factor G [Stenotrophomonas maltophi...  
256     1e-72 
WP_012727681.1  MULTISPECIES: elongation factor G [Exiguobacte...  
257     1e-72 
WP_053494712.1  elongation factor G [Stenotrophomonas maltophi...  
256     1e-72 
WP_057894291.1  elongation factor G [Lactobacillus brantae]        
257     1e-72 
WP_022940178.1  elongation factor G [Psychromonas hadalis]         
257     1e-72 
WP_057890202.1  GTP-binding protein [Lactobacillus oligofermen...  
256     1e-72 
WP_046388351.1  elongation factor G [Streptococcus uberis]         
257     1e-72 
WP_068387248.1  elongation factor G [Leptolyngbya sp. NIES-3755]   
256     1e-72 
WP_041977005.1  elongation factor G [Pyrinomonas methylaliphat...  
257     1e-72 
WP_005609896.1  GTP-binding protein [Ruminococcus lactaris]        
261     1e-72 
WP_105202637.1  elongation factor G [Streptococcus suis]           
257     1e-72 
WP_023511459.1  elongation factor G [Sporolactobacillus laevol...  
257     1e-72 
WP_106342792.1  elongation factor G [Laceyella sediminis]          
257     1e-72 
WP_003641688.1  MULTISPECIES: GTP-binding protein [Lactobacillus]  
256     1e-72 
WP_029068954.1  elongation factor G [Jonesia quinghaiensis]        
257     1e-72 
WP_061421415.1  elongation factor G [Streptococcus oralis]         
257     1e-72 
WP_049535536.1  elongation factor G [Streptococcus pseudopneum...  
257     1e-72 
WP_050208495.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_095371227.1  elongation factor G [Bacillus kochii]              
257     1e-72 
WP_046791256.1  elongation factor G [Salinicoccus halodurans]      
257     1e-72 
WP_057541402.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_092910280.1  elongation factor G [Hydrogenimonas thermophila]   
257     1e-72 
WP_063488688.1  GTP-binding protein [Lactobacillus plantarum]      
256     1e-72 
OZB48273.1  elongation factor G [Cellulomonas sp. 14-74-6]         
257     1e-72 
WP_084672283.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_055158730.1  GTP-binding protein [[Ruminococcus] torques]       
261     1e-72 
WP_002844198.1  elongation factor G [Peptostreptococcus anaero...  
257     1e-72 



OQX01858.1  translation elongation factor G [Desulfobacteracea...  
256     1e-72 
WP_012344663.1  GTP-binding protein [Clostridium botulinum]        
256     1e-72 
WP_068805403.1  elongation factor G [Pediococcus parvulus]         
257     1e-72 
WP_068816985.1  elongation factor G [Phormidesmis priestleyi]      
257     1e-72 
WP_060795457.1  GTP-binding protein [Clostridium perfringens]      
256     1e-72 
WP_057231358.1  GTP-binding protein [Clostridium perfringens]      
256     1e-72 
WP_024833279.1  GTP-binding protein [[Clostridium] josui]          
261     1e-72 
WP_063721126.1  GTP-binding protein [Lactobacillus plantarum]      
256     1e-72 
PIT88850.1  elongation factor G [Candidatus Levybacteria bacte...  
257     1e-72 
OGO41753.1  translation elongation factor G [Chloroflexi bacte...  
257     1e-72 
WP_075218816.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_069155479.1  GTP-binding protein [Eisenbergiella tayi]          
261     1e-72 
WP_011592075.1  GTP-binding protein [Clostridium perfringens]      
256     1e-72 
WP_078666624.1  MULTISPECIES: elongation factor G [Carboxydoce...  
257     1e-72 
OGX26546.1  translation elongation factor G [Omnitrophica WOR_...  
257     1e-72 
WP_021746413.1  elongation factor G [Leptotrichia wadei]           
257     1e-72 
WP_032127341.1  elongation factor G [Stenotrophomonas maltophi...  
256     1e-72 
WP_088784084.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_003094680.1  MULTISPECIES: elongation factor G [Streptococcus]  
257     1e-72 
WP_087542695.1  elongation factor G [Nostocales cyanobacterium...  
257     1e-72 
WP_003146926.1  elongation factor G [Gemella haemolysans]          
257     1e-72 
WP_105128343.1  elongation factor G [Streptococcus suis]           
257     1e-72 
WP_106287279.1  elongation factor G [Merismopedia glauca]          
257     1e-72 
CDB45226.1  elongation factor G [Phascolarctobacterium sp. CAG...  
257     1e-72 
WP_000090353.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_040928643.1  elongation factor G [Nosocomiicoccus massilien...  
257     1e-72 
WP_084233660.1  elongation factor G [Papillibacter cinnamivorans]  
257     1e-72 



WP_107630402.1  GTP-binding protein [Intestinibacillus sp. Mar...  
260     1e-72 
WP_050223623.1  elongation factor G [Streptococcus pneumoniae]     
257     1e-72 
WP_000090352.1  elongation factor G [Streptococcus sp. oral ta...  
257     1e-72 
WP_021357392.1  GTP-binding protein [Lactobacillus plantarum]      
256     1e-72 
WP_025434532.1  elongation factor G [Peptoclostridium acidamin...  
256     1e-72 
WP_010485812.1  elongation factor G [[Pseudomonas] geniculata]     
256     1e-72 
WP_070458525.1  elongation factor G [Streptococcus sp. HMSC074...  
257     1e-72 
WP_032462601.1  elongation factor G [Streptococcus pyogenes]       
256     1e-72 
WP_006445772.1  MULTISPECIES: elongation factor G [Alicyclobac...  
256     1e-72 
OIN96725.1  translation elongation factor G [Deltaproteobacter...  
256     1e-72 
WP_087233304.1  GTP-binding protein [Pseudoflavonifractor sp. ...  
260     1e-72 
KPK86886.1  elongation factor G [Deltaproteobacteria bacterium...  
256     1e-72 
WP_050279077.1  elongation factor G [Streptococcus pneumoniae]     
256     1e-72 
WP_101356114.1  elongation factor G [Bacillus camelliae]           
256     1e-72 
WP_046865358.1  elongation factor G [Microvirga massiliensis]      
256     1e-72 
WP_094834521.1  GTP-binding protein [Bacillaceae bacterium SAS...  
256     1e-72 
WP_092276970.1  elongation factor G [Brevibacillus sp. OK042]      
256     1e-72 
WP_042213600.1  GTP-binding protein [Paenibacillus borealis]       
256     1e-72 
WP_096411629.1  elongation factor G [Thermus thermophilus]         
256     1e-72 
WP_088795084.1  elongation factor G [Streptococcus pneumoniae]     
256     1e-72 
WP_038538444.1  elongation factor G [Bacillus sp. X1(2014)]        
256     1e-72 
WP_094369384.1  GTP-binding protein [Romboutsia weinsteinii]       
256     1e-72 
WP_029178041.1  elongation factor G [Streptococcus suis]           
256     1e-72 
WP_075503646.1  elongation factor G [Candidatus Pelagibacter u...  
256     1e-72 
WP_070109889.1  GTP-binding protein [Clostridium acetireducens]    
256     1e-72 
WP_051635853.1  GTP-binding protein [Lachnospiraceae bacterium...  
260     1e-72 
WP_057906205.1  elongation factor G [Lactobacillus aviarius]       
257     1e-72 



WP_071306134.1  elongation factor G [Stenotrophomonas maltophi...  
256     1e-72 
WP_061390990.1  elongation factor G [Streptococcus pneumoniae]     
256     1e-72 
WP_015911930.1  elongation factor G [Streptococcus uberis]         
256     1e-72 
CCY47774.1  elongation factor G [Peptostreptococcus anaerobius...  
256     1e-72 
WP_099297988.1  elongation factor G [Corynebacterium sp. Marse...  
257     1e-72 
WP_057983436.1  GTP-binding protein [Bacillus cecembensis]         
255     1e-72 
WP_000090346.1  elongation factor G [Streptococcus pneumoniae]     
256     1e-72 
KRN65994.1  translation elongation factor G [Pediococcus celli...  
257     1e-72 
WP_048715725.1  elongation factor G [Streptococcus sp. 343_SSPC]   
256     1e-72 
WP_021084241.1  elongation factor G [Campylobacter concisus]       
256     2e-72 
WP_018376715.1  elongation factor G [Streptococcus orisratti]      
256     2e-72 
KRK35077.1  translation elongation factor (GTPase) [Lactobacil...  
256     2e-72 
WP_091184632.1  elongation factor G [Friedmanniella flava]         
256     2e-72 
WP_101786175.1  elongation factor G [Streptococcus mitis]          
256     2e-72 
WP_050227729.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
WP_057522493.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
WP_068984136.1  GTP-binding protein [Lysinibacillus xylanilyti...  
255     2e-72 
WP_046391624.1  elongation factor G [Streptococcus uberis]         
256     2e-72 
WP_075904455.1  elongation factor G [Moorea bouillonii]            
256     2e-72 
WP_069512387.1  GTP-binding protein [Lysinibacillus sphaericus]    
255     2e-72 
WP_083474341.1  elongation factor G [Pseudonocardia sp. AL0410...  
257     2e-72 
EFX35860.1  translation elongation factor G [Streptococcus inf...  
257     2e-72 
WP_011197193.1  elongation factor G [Symbiobacterium thermophi...  
256     2e-72 
WP_049403886.1  elongation factor G [Stenotrophomonas maltophi...  
256     2e-72 
WP_000090334.1  elongation factor G [Streptococcus mitis]          
256     2e-72 
WP_094752520.1  elongation factor G [Psychromonas sp. CD1]         
256     2e-72 
WP_000090344.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 



WP_095367452.1  elongation factor G [Pseudoalteromonas sp. NBT...  
256     2e-72 
WP_080066149.1  GTP-binding protein [[Clostridium] hungatei]       
260     2e-72 
WP_010285039.1  elongation factor G [Bacillus timonensis]          
256     2e-72 
WP_088783115.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
WP_047208063.1  elongation factor G [Campylobacter lari]           
256     2e-72 
EEM41248.1  GTP-binding elongation factor protein, TetM/TetO [...  
245     2e-72 
WP_024402277.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_078233635.1  GTP-binding protein [Clostridium perfringens]      
255     2e-72 
WP_025845254.1  elongation factor G [Brevibacillus agri]           
256     2e-72 
WP_057826626.1  elongation factor G [Lactobacillus aviarius]       
256     2e-72 
WP_032510536.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_037592623.1  elongation factor G [Streptococcus uberis]         
256     2e-72 
WP_002596948.1  GTP-binding protein [Clostridium colicanis]        
255     2e-72 
OGS22190.1  translation elongation factor G [Elusimicrobia bac...  
256     2e-72 
WP_065527575.1  elongation factor G [Planococcus donghaensis]      
256     2e-72 
WP_035602222.1  elongation factor G [Haloferula sp. BvORR071]      
256     2e-72 
WP_088791654.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
WP_000090329.1  elongation factor G [Streptococcus sp. SK643]      
256     2e-72 
WP_067621080.1  elongation factor G [Alicyclobacillus acidiphi...  
256     2e-72 
WP_103339151.1  elongation factor G [Amycolatopsis sp. CA-126428]  
255     2e-72 
WP_057751135.1  elongation factor G [Pediococcus cellicola]        
256     2e-72 
WP_088780110.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
WP_086142281.1  elongation factor G [Lactobacillus reuteri]        
256     2e-72 
WP_050283644.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
WP_049552296.1  elongation factor G [Streptococcus pseudopneum...  
256     2e-72 
WP_036377666.1  elongation factor G [Mitsuokella jalaludinii]      
256     2e-72 
WP_057257754.1  GTP-binding protein [Clostridium perfringens]      
255     2e-72 



WP_050242575.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
ESA45171.1  translation elongation factor G [Streptococcus pyo...  
256     2e-72 
WP_049532147.1  elongation factor G [Streptococcus pseudopneum...  
256     2e-72 
WP_087228095.1  GTP-binding protein [Faecalibacterium sp. An121]   
259     2e-72 
WP_088776626.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
WP_084947294.1  elongation factor G [Streptococcus oralis]         
256     2e-72 
WP_099156799.1  elongation factor G [Virgibacillus ndiopensis]     
256     2e-72 
WP_066441588.1  elongation factor G [Bacillus gottheilii]          
256     2e-72 
KKR08521.1  Elongation factor G [Parcubacteria group bacterium...  
256     2e-72 
WP_003712477.1  GTP-binding protein [Lactobacillus oris]           
255     2e-72 
WP_053596052.1  elongation factor G [Lysinibacillus sp. FJAT-1...  
256     2e-72 
WP_022852742.1  elongation factor G [Thermodesulfatator atlant...  
256     2e-72 
KJS78732.1  elongation factor G [Desulfosporosinus sp. BICA1-9]    
256     2e-72 
PIE61635.1  elongation factor G [Desulfobacterales bacterium]      
256     2e-72 
WP_073069226.1  elongation factor G [Phormidesmis priestleyi]      
256     2e-72 
WP_070982843.1  MULTISPECIES: elongation factor G [Pseudoalter...  
256     2e-72 
OFX12900.1  translation elongation factor G [Armatimonadetes b...  
256     2e-72 
WP_021090006.1  elongation factor G [Campylobacter concisus]       
256     2e-72 
WP_003045330.1  elongation factor G [Streptococcus canis]          
256     2e-72 
WP_091459799.1  elongation factor G [Acetomicrobium thermoterr...  
256     2e-72 
WP_028598195.1  elongation factor G [Paenibacillus pasadenensis]   
256     2e-72 
WP_107297717.1  elongation factor G [Photobacterium rosenbergii]   
256     2e-72 
WP_017095473.1  elongation factor G [Vibrio splendidus]            
256     2e-72 
WP_006150857.1  elongation factor G [Streptococcus infantis]       
256     2e-72 
WP_008535635.1  elongation factor G [Streptococcus sp. C150]       
256     2e-72 
WP_075535975.1  elongation factor G [Candidatus Pelagibacter u...  
256     2e-72 
WP_012560440.1  elongation factor G [Streptococcus pyogenes]       
256     2e-72 



WP_029678608.1  elongation factor G [Bifidobacterium sp. 7101]     
256     2e-72 
WP_066777308.1  elongation factor G [Campylobacter hepaticus]      
256     2e-72 
WP_037614817.1  elongation factor G [Streptococcus sinensis]       
256     2e-72 
WP_057496360.1  elongation factor G [Stenotrophomonas maltophi...  
256     2e-72 
WP_045935561.1  elongation factor G [Bifidobacterium asteroides]   
256     2e-72 
WP_102458232.1  elongation factor G [Vibrio splendidus]            
256     2e-72 
WP_092326181.1  GTP-binding protein [Butyrivibrio sp. YAB3001]     
260     2e-72 
WP_013656980.1  GTP-binding protein [Cellulosilyticum lentocel...  
260     2e-72 
OUW07943.1  elongation factor G [Cellvibrionales bacterium TME...  
256     2e-72 
WP_068990483.1  elongation factor G [Streptococcus himalayensis]   
256     2e-72 
WP_053592771.1  GTP-binding protein [Lysinibacillus sp. FJAT-1...  
255     2e-72 
WP_049151171.1  GTP-binding protein [Lactobacillus gasseri]        
255     2e-72 
WP_105105711.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_009754780.1  elongation factor G [Streptococcus sp. oral ta...  
256     2e-72 
WP_103636832.1  elongation factor G [Campylobacter concisus]       
256     2e-72 
WP_103608424.1  MULTISPECIES: elongation factor G [Campylobacter]  
256     2e-72 
PSD19797.1  elongation factor G [Stenotrophomonas maltophilia]     
256     2e-72 
WP_075506811.1  elongation factor G [Candidatus Pelagibacter u...  
256     2e-72 
WP_030035366.1  GTP-binding protein [Clostridium botulinum]        
255     2e-72 
WP_057545214.1  GTP-binding protein [Paeniclostridium sordellii]   
256     2e-72 
WP_090991416.1  GTP-binding protein [Olsenella umbonata]           
255     2e-72 
WP_075565740.1  MULTISPECIES: elongation factor G [Streptococcus]  
256     2e-72 
WP_077832478.1  GTP-binding protein [Clostridium roseum]           
255     2e-72 
WP_092139224.1  elongation factor G [Cupriavidus sp. YR651]        
256     2e-72 
WP_012678553.1  elongation factor G [Streptococcus equi]           
256     2e-72 
WP_040225102.1  GTP-binding protein [Bhargavaea cecembensis]       
255     2e-72 
WP_096421647.1  elongation factor G [Streptococcus oralis]         
256     2e-72 



WP_014735306.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_108207788.1  elongation factor G [Vibrio splendidus]            
256     2e-72 
WP_091234486.1  elongation factor G [Fontibacillus panacisegetis]  
256     2e-72 
WP_062107672.1  elongation factor G [Bacillus niameyensis]         
256     2e-72 
WP_039617755.1  MULTISPECIES: elongation factor G [Campylobacter]  
256     2e-72 
WP_087951331.1  MULTISPECIES: elongation factor G [Bacillus ce...  
256     2e-72 
WP_070395710.1  elongation factor G [Moorea producens]             
256     2e-72 
WP_053566374.1  GTP-binding protein [Lactobacillus plantarum]      
255     2e-72 
WP_058919506.1  elongation factor G [Carnobacterium sp. CP1]       
256     2e-72 
WP_002938501.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_002986045.1  elongation factor G [Streptococcus pyogenes]       
256     2e-72 
WP_011888592.1  elongation factor G [Streptococcus pyogenes]       
256     2e-72 
WP_012514927.1  elongation factor G [Streptococcus equi]           
256     2e-72 
WP_045763095.1  elongation factor G [Streptococcus infantis]       
256     2e-72 
WP_074032427.1  elongation factor G [Exiguobacterium sp. AT1b]     
256     2e-72 
PIZ00262.1  elongation factor G [bacterium (Candidatus Howlett...  
256     2e-72 
OEW17830.1  translation elongation factor G [Campylobacter sp....  
256     2e-72 
WP_013637808.1  elongation factor G [Desulfurobacterium thermo...  
256     2e-72 
WP_005368615.1  MULTISPECIES: elongation factor G [Photobacter...  
256     2e-72 
OYT70504.1  elongation factor G [Chloracidobacterium sp. CP2_5A]   
256     2e-72 
WP_000090342.1  MULTISPECIES: elongation factor G [Streptococcus]  
256     2e-72 
WP_018978371.1  elongation factor G [Saccharibacillus kuerlensis]  
256     2e-72 
WP_102444415.1  elongation factor G [Vibrio splendidus]            
256     2e-72 
WP_004734469.1  MULTISPECIES: elongation factor G [Vibrio]         
256     2e-72 
WP_000090364.1  MULTISPECIES: elongation factor G [Bacillus]       
256     2e-72 
WP_066006856.1  elongation factor G [Campylobacter ornithocola]    
256     2e-72 
GAO62847.1  elongation factor G [Bacillus anthracis]               
256     2e-72 



PIP33490.1  elongation factor G [Candidatus Falkowbacteria bac...  
256     2e-72 
WP_045605422.1  elongation factor G [Streptococcus mitis]          
256     2e-72 
WP_029032356.1  elongation factor G [Salinarimonas rosea]          
256     2e-72 
WP_042236339.1  GTP-binding protein [Paenibacillus sp. FSL R5-...  
255     2e-72 
WP_057873827.1  elongation factor G [Lactobacillus rennini]        
256     2e-72 
WP_049455047.1  elongation factor G [Stenotrophomonas maltophi...  
256     2e-72 
WP_057766370.1  elongation factor G [Lactobacillus tucceti]        
256     2e-72 
WP_049409834.1  elongation factor G [Stenotrophomonas maltophi...  
256     2e-72 
WP_003102218.1  elongation factor G [Streptococcus iniae]          
256     2e-72 
WP_054760433.1  GTP-binding protein [Lactobacillus collinoides]    
255     2e-72 
PIR93683.1  elongation factor G [Candidatus Falkowbacteria bac...  
256     2e-72 
OHA08988.1  translation elongation factor G [Candidatus Sungba...  
256     2e-72 
WP_101168954.1  elongation factor G [Bacillus sp. SN10]            
256     2e-72 
WP_032117908.1  GTP-binding protein [Clostridium sp. CL-2]         
255     2e-72 
CUO52751.1  Elongation factor G [Dorea longicatena]                
260     2e-72 
WP_068615394.1  elongation factor G [Woeseia oceani]               
256     2e-72 
WP_105104941.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_074389611.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_000090363.1  elongation factor G [Bacillus anthracis]           
256     2e-72 
KLU39779.1  elongation factor G [Peptococcaceae bacterium 1109]    
256     2e-72 
KPJ57322.1  elongation factor G [Parcubacteria bacterium DG_74_2]  
256     2e-72 
WP_000196384.1  MULTISPECIES: elongation factor G [Bacillus]       
256     2e-72 
WP_060914141.1  elongation factor G [Gemella haemolysans]          
256     2e-72 
WP_014703768.1  elongation factor G [Methylophaga frappieri]       
256     2e-72 
OYV59010.1  elongation factor G [Actinobacteria bacterium 21-7...  
256     2e-72 
WP_045593079.1  elongation factor G [Streptococcus oralis]         
256     2e-72 
WP_007518588.1  elongation factor G [Streptococcus oralis]         
256     2e-72 



WP_049439636.1  elongation factor G [Stenotrophomonas maltophi...  
256     2e-72 
WP_008432482.1  elongation factor G [Planococcus donghaensis]      
256     2e-72 
WP_039462474.1  elongation factor G [Photobacterium gaetbulicola]  
256     2e-72 
WP_066916838.1  elongation factor G [Streptococcus sp. DD12]       
256     2e-72 
WP_009294502.1  MULTISPECIES: elongation factor G [Campylobacter]  
256     2e-72 
WP_002921034.1  elongation factor G [Campylobacter jejuni]         
256     2e-72 
WP_036973554.1  MULTISPECIES: elongation factor G [Pseudoalter...  
256     2e-72 
WP_093998891.1  elongation factor G [Streptococcus canis]          
256     2e-72 
WP_013296974.1  elongation factor G [Thermoanaerobacterium the...  
256     2e-72 
WP_074863934.1  elongation factor G [Lysobacter enzymogenes]       
256     2e-72 
WP_061418724.1  elongation factor G [Streptococcus oralis]         
256     2e-72 
WP_029752531.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_018379168.1  elongation factor G [Streptococcus ovis]           
256     2e-72 
WP_050182399.1  elongation factor G [Domibacillus robiginosus]     
256     2e-72 
WP_077718345.1  elongation factor G [Novibacillus thermophilus]    
256     2e-72 
WP_083992459.1  elongation factor G [Streptococcus pneumoniae]     
256     2e-72 
WP_053442993.1  elongation factor G [Stenotrophomonas maltophi...  
256     2e-72 
WP_049481260.1  elongation factor G [Stenotrophomonas maltophi...  
256     2e-72 
WP_103572176.1  elongation factor G [Campylobacter concisus]       
256     2e-72 
WP_071458939.1  elongation factor G [Bacillus mediterraneensis]    
256     2e-72 
WP_008090094.1  elongation factor G [Streptococcus ictaluri]       
256     2e-72 
WP_044777415.1  elongation factor G [Streptococcus suis]           
256     2e-72 
EGM49699.1  Tetracycline resistance protein [Lactobacillus sal...  
255     2e-72 
WP_055666952.1  GTP-binding protein [Desnuesiella massiliensis]    
255     2e-72 
PLT44147.1  Translation elongation factor G [Paenibacillus pas...  
256     2e-72 
WP_044760201.1  elongation factor G [Streptococcus suis]           
256     2e-72 
WP_029174305.1  elongation factor G [Streptococcus suis]           
256     2e-72 



WP_098842438.1  elongation factor G [Bacillus toyonensis]          
256     2e-72 
WP_006828916.1  elongation factor G [Planococcus antarcticus]      
256     2e-72 
WP_093674103.1  elongation factor G [Sporolactobacillus nakaya...  
256     2e-72 
WP_032463626.1  elongation factor G [Streptococcus pyogenes]       
256     2e-72 
WP_015218285.1  elongation factor G [Cyanobacterium aponinum]      
256     2e-72 
WP_070174027.1  MULTISPECIES: elongation factor G [Bacillus ce...  
256     3e-72 
WP_080831988.1  elongation factor G [Cohnella sp. 6021052837]      
256     3e-72 
OHB26365.1  translation elongation factor G [Desulfuromonadace...  
256     3e-72 
WP_062341106.1  GTP-binding protein [Herbidospora sakaeratensis]   
253     3e-72 
WP_009854983.1  elongation factor G [Streptococcus gallolyticus]   
256     3e-72 
WP_000196385.1  MULTISPECIES: elongation factor G [Bacillus]       
256     3e-72 
WP_087246660.1  MULTISPECIES: elongation factor G [Faecalibact...  
256     3e-72 
WP_053267572.1  GTP-binding protein [Lactobacillus plantarum]      
255     3e-72 
WP_006440493.1  elongation factor G [[Clostridium] hiranonis]      
256     3e-72 
WP_042513813.1  elongation factor G [Bacillus anthracis]           
256     3e-72 
KKR48488.1  Elongation factor G [Candidatus Magasanikbacteria ...  
256     3e-72 
WP_000196383.1  MULTISPECIES: elongation factor G [Bacillus]       
256     3e-72 
WP_087381609.1  elongation factor G [Faecalibacterium sp. An122]   
256     3e-72 
OGD13074.1  translation elongation factor G [Candidatus Aminic...  
256     3e-72 
EEL25061.1  Elongation factor G 2 [Bacillus cereus Rock1-3]        
256     3e-72 
WP_102543666.1  elongation factor G [Vibrio lentus]                
256     3e-72 
WP_022605150.1  elongation factor G [Rubidibacter lacunae]         
256     3e-72 
WP_045505313.1  elongation factor G [Streptococcus gordonii]       
256     3e-72 
GBC83022.1  Elongation factor G [bacterium HR10]                   
256     3e-72 
WP_070088120.1  GTP-binding protein [Merdimonas faecis]            
260     3e-72 
WP_057488777.1  elongation factor G [Streptococcus oralis]         
256     3e-72 
WP_024398330.1  elongation factor G [Streptococcus suis]           
256     3e-72 



OGZ61534.1  translation elongation factor G [Candidatus Specht...  
256     3e-72 
WP_057962321.1  elongation factor G [Lactobacillus parakefiri]     
256     3e-72 
WP_028516650.1  GTP-binding protein [Ruminococcus flavefaciens]    
259     3e-72 
WP_047672460.1  GTP-binding protein [Lactobacillus plantarum]      
255     3e-72 
WP_105122116.1  elongation factor G [Streptococcus suis]           
256     3e-72 
WP_054380198.1  elongation factor G [Streptococcus pneumoniae]     
256     3e-72 
WP_002891917.1  MULTISPECIES: elongation factor G [Streptococcus]  
256     3e-72 
WP_095378011.1  elongation factor G [Stenotrophomonas maltophi...  
256     3e-72 
WP_037291591.1  elongation factor G [Saccharibacillus sacchari]    
256     3e-72 
WP_102189299.1  elongation factor G [Gemella sanguinis]            
256     3e-72 
WP_055276772.1  GTP-binding protein [Turicibacter sanguinis]       
255     3e-72 
WP_103346558.1  elongation factor G [Streptococcus parauberis]     
256     3e-72 
WP_090222001.1  elongation factor G [Fervidobacterium changbai...  
256     3e-72 
WP_099030921.1  elongation factor G [Pseudoalteromonas sp. GCY]    
256     3e-72 
WP_053827661.1  elongation factor G [Helicobacter heilmannii]      
256     3e-72 
CDA40702.1  elongation factor EF-G [Eubacterium eligens CAG:72]    
259     3e-72 
WP_018166348.1  elongation factor G [Streptococcus minor]          
256     3e-72 
WP_071516762.1  elongation factor G [Geitlerinema sp. PCC 9228]    
256     3e-72 
WP_017293370.1  elongation factor G [Geminocystis herdmanii]       
256     3e-72 
KUK84876.1  Elongation factor G [Synergistales bacterium 58_81]    
256     3e-72 
WP_057160002.1  elongation factor G [Lysobacter sp. Root983]       
255     3e-72 
WP_094517122.1  GTP-binding protein [Lactobacillus taiwanensis]    
254     3e-72 
WP_011173716.1  elongation factor G [Thermus thermophilus]         
256     3e-72 
WP_057502830.1  elongation factor G [[Pseudomonas] geniculata]     
255     3e-72 
WP_103612738.1  elongation factor G [Campylobacter concisus]       
256     3e-72 
WP_076634174.1  elongation factor G [Streptococcus pyogenes]       
256     3e-72 
WP_071793999.1  elongation factor G [Streptococcus bovimastiti...  
256     3e-72 



WP_074581692.1  elongation factor G [Streptococcus gallolyticus]   
256     3e-72 
WP_049694536.1  elongation factor G [Planococcus sp. L10.15]       
256     3e-72 
WP_003052842.1  elongation factor G [Streptococcus dysgalactiae]   
256     3e-72 
WP_069137793.1  elongation factor G [Streptococcus pneumoniae]     
256     3e-72 
CRR21017.1  Elongation factor G [Pseudomonas aeruginosa]           
255     3e-72 
WP_084058381.1  elongation factor G [Desulfacinum hydrothermale]   
256     3e-72 
WP_000090365.1  elongation factor G [Bacillus cereus]              
256     3e-72 
WP_004101432.1  elongation factor G [Thermosipho africanus]        
256     3e-72 
WP_063731188.1  GTP-binding protein [Lactobacillus plantarum]      
255     3e-72 
WP_055304762.1  GTP-binding protein [Turicibacter sanguinis]       
255     3e-72 
WP_038701886.1  elongation factor G [Planococcus sp. PAMC 21323]   
256     3e-72 
EEM43904.1  Elongation factor G 2 [Bacillus thuringiensis sero...  
256     3e-72 
WP_105142578.1  elongation factor G [Streptococcus suis]           
256     3e-72 
WP_018213139.1  GTP-binding protein [Desulfitobacterium hafnie...  
259     3e-72 
WP_098927043.1  GTP-binding protein [Clostridium sporogenes]       
255     3e-72 
WP_095480827.1  GTP-binding protein [Bacillaceae bacterium SAO...  
255     3e-72 
WP_054376407.1  elongation factor G [Streptococcus pneumoniae]     
256     3e-72 
OUW94389.1  elongation factor G [Pelagibacteraceae bacterium T...  
256     3e-72 
WP_094549421.1  elongation factor G [Rubricoccus marinus]          
256     3e-72 
WP_099950267.1  elongation factor G [Ezakiella peruensis]          
256     3e-72 
AUC62127.1  translation elongation factor G [Cyanobacterium sp...  
256     3e-72 
WP_017072746.1  elongation factor G [Vibrio splendidus]            
256     3e-72 
GAL24930.1  translation elongation factor G paralog [Vibrio va...  
256     3e-72 
GAD59891.1  LOW QUALITY PROTEIN: translation elongation factor...  
256     3e-72 
WP_102312451.1  elongation factor G [Vibrio lentus]                
256     3e-72 
WP_056018022.1  MULTISPECIES: elongation factor G [Phenylobact...  
256     3e-72 
WP_105111026.1  elongation factor G [Streptococcus suis]           
256     3e-72 



WP_061592470.1  elongation factor G [Streptococcus sanguinis]      
256     3e-72 
WP_107856669.1  elongation factor G [Campylobacter concisus]       
256     3e-72 
WP_103593121.1  elongation factor G [Campylobacter concisus]       
256     3e-72 
WP_071351396.1  elongation factor G [Bacillus sp. MUM 13]          
256     3e-72 
WP_049449507.1  elongation factor G [Stenotrophomonas maltophi...  
255     3e-72 
WP_012175037.1  elongation factor G [Desulfococcus oleovorans]     
255     3e-72 
WP_103580806.1  elongation factor G [Campylobacter concisus]       
256     3e-72 
WP_098508947.1  elongation factor G [Bacillus cereus]              
256     3e-72 
WP_065182206.1  elongation factor G [Stenotrophomonas maltophi...  
255     3e-72 
WP_065991122.1  GTP-binding protein [Lactobacillus crispatus]      
254     3e-72 
WP_057717355.1  GTP-binding protein [Lactobacillus plantarum]      
255     3e-72 
WP_061329513.1  GTP-binding protein [Clostridium botulinum]        
254     3e-72 
WP_035759237.1  MULTISPECIES: elongation factor G [Arthrospira]    
256     3e-72 
WP_048767366.1  elongation factor G [Streptococcus gordonii]       
256     3e-72 
WP_018370313.1  elongation factor G [Streptococcus marimammalium]  
256     3e-72 
EEM31001.1  Elongation factor G 2 [Bacillus thuringiensis Bt407]   
256     3e-72 
WP_105134156.1  elongation factor G [Streptococcus suis]           
256     3e-72 
CDB00896.1  small GTP-binding protein domain [Firmicutes bacte...  
259     3e-72 
WP_053828665.1  elongation factor G [Helicobacter heilmannii]      
256     3e-72 
WP_012803380.1  elongation factor G [Cryptobacterium curtum]       
256     3e-72 
WP_061101958.1  elongation factor G [Peptostreptococcus anaero...  
256     3e-72 
OGM28139.1  translation elongation factor G [Candidatus Woeseb...  
256     3e-72 
WP_029160211.1  GTP-binding protein [Clostridium scatologenes]     
259     3e-72 
WP_070678707.1  elongation factor G [Streptococcus sp. HMSC062...  
256     3e-72 
WP_000090356.1  elongation factor G [Streptococcus pneumoniae]     
256     3e-72 
WP_097043544.1  elongation factor G [Terribacillus aidingensis]    
256     3e-72 
WP_102468413.1  MULTISPECIES: elongation factor G [Vibrio]         
256     3e-72 



WP_084669694.1  elongation factor G [Streptococcus pneumoniae]     
256     3e-72 
WP_042969299.1  elongation factor G [Bacillus thuringiensis]       
256     3e-72 
WP_014355309.1  elongation factor G [Acetobacterium woodii]        
256     3e-72 
WP_075526715.1  GTP-binding protein [Lysinibacillus sphaericus]    
254     3e-72 
KRM87208.1  elongation factor g [Lactobacillus thailandensis D...  
254     3e-72 
SCI39602.1  Tetracycline resistance protein tetM [uncultured B...  
259     3e-72 
WP_049863889.1  elongation factor G [Pseudoalteromonas rubra]      
256     3e-72 
WP_023939638.1  elongation factor G [Streptococcus pseudopneum...  
256     3e-72 
WP_069651096.1  elongation factor G [Caloranaerobacter ferrire...  
256     3e-72 
WP_050323827.1  elongation factor G [Streptococcus equi]           
256     3e-72 
WP_042514117.1  elongation factor G [Bacillus anthracis]           
256     3e-72 
WP_003456407.1  GTP-binding protein [Clostridium perfringens]      
254     3e-72 
WP_036756654.1  elongation factor G [Streptococcus infantis]       
256     3e-72 
WP_103606020.1  elongation factor G [Campylobacter concisus]       
256     3e-72 
WP_023487862.1  GTP-binding protein [Lactobacillus crispatus]      
254     3e-72 
WP_061642981.1  elongation factor G [Streptococcus pneumoniae]     
256     3e-72 
WP_004250723.1  elongation factor G [Streptococcus infantis]       
256     3e-72 
WP_098689191.1  elongation factor G [Bacillus toyonensis]          
256     3e-72 
WP_074781722.1  GTP-binding protein [Sharpea azabuensis]           
259     3e-72 
WP_061750250.1  elongation factor G [Streptococcus pneumoniae]     
256     3e-72 
EFI63952.1  elongation factor G [Bacillus cereus SJ1]              
256     3e-72 
WP_105131489.1  elongation factor G [Streptococcus suis]           
256     4e-72 
WP_073525552.1  MULTISPECIES: elongation factor G [Bacillus]       
256     4e-72 
WP_004233287.1  elongation factor G [Streptococcus equinus]        
256     4e-72 
PNV86669.1  elongation factor G [Desulfobacteraceae bacterium]     
256     4e-72 
OLD17045.1  translation elongation factor G [Acidobacteriales ...  
255     4e-72 
WP_038182716.1  MULTISPECIES: GTP-binding protein [Viridibacil...  
254     4e-72 



OOL50878.1  elongation factor G [Enterococcus faecium]             
241     4e-72 
WP_041521587.1  elongation factor G [Gilvimarinus agarilyticus]    
256     4e-72 
WP_032495869.1  elongation factor G [Streptococcus pneumoniae]     
256     4e-72 
WP_061478675.1  elongation factor G [Stenotrophomonas sp. DDT-1]   
255     4e-72 
ABK83520.1  translation elongation factor 2 (EF-2/EF-G) [Bacil...  
256     4e-72 
WP_024399880.1  elongation factor G [Streptococcus suis]           
256     4e-72 
WP_069328351.1  elongation factor G [Paenibacillus sp. TI45-13ar]  
255     4e-72 
WP_074628068.1  elongation factor G [Streptococcus gallolyticus]   
255     4e-72 
WP_092614272.1  elongation factor G [Jiangella sp. DSM 45060]      
256     4e-72 
OEV42019.1  translation elongation factor G [Campylobacter jej...  
255     4e-72 
OUU06786.1  elongation factor G [Gammaproteobacteria bacterium...  
256     4e-72 
CCZ78719.1  translation elongation factor G [Roseburia sp. CAG...  
259     4e-72 
WP_003448683.1  GTP-binding protein [Clostridium perfringens]      
254     4e-72 
WP_033260776.1  elongation factor G [Amycolatopsis vancoresmyc...  
254     4e-72 
SIA40766.1  translation elongation factor 2 (EF-2/EF-G) [Mycob...  
255     4e-72 
WP_103576219.1  elongation factor G [Campylobacter concisus]       
255     4e-72 
OGO10837.1  translation elongation factor G [Chloroflexi bacte...  
255     4e-72 
WP_072539434.1  GTP-binding protein [Lactobacillus plantarum]      
255     4e-72 
WP_060670222.1  GTP-binding protein [Clostridium perfringens]      
254     4e-72 
WP_088850796.1  elongation factor G [Streptococcus pneumoniae]     
255     4e-72 
WP_100878740.1  elongation factor G [Pseudonocardia alni]          
256     4e-72 
WP_028515623.1  GTP-binding protein [Ruminococcus flavefaciens]    
259     4e-72 
OUU76318.1  elongation factor G [Chloroflexi bacterium TMED70]     
255     4e-72 
WP_087936601.1  GTP-binding protein [Massiliomicrobiota sp. An80]  
259     4e-72 
WP_049445332.1  elongation factor G [Stenotrophomonas maltophi...  
255     4e-72 
WP_025772185.1  elongation factor G [Thioalkalivibrio sp. HK1]     
256     4e-72 
WP_086330793.1  elongation factor G [Enterococcus sp. 4G2_DIV0...  
255     4e-72 



WP_007638037.1  elongation factor G [Paraglaciecola psychrophila]  
256     4e-72 
WP_050973908.1  elongation factor G [Streptococcus pneumoniae]     
255     4e-72 
WP_071520323.1  elongation factor G [Moorella thermoacetica]       
255     4e-72 
WP_061599806.1  elongation factor G [Streptococcus gordonii]       
255     4e-72 
WP_014793657.1  GTP-binding protein [Desulfitobacterium dehalo...  
259     4e-72 
WP_106495536.1  elongation factor G [Lentibacillus sp. Marseil...  
255     4e-72 
WP_098268761.1  elongation factor G [Bacillus cereus]              
255     4e-72 
WP_004457970.1  GTP-binding protein [Clostridium perfringens]      
254     4e-72 
WP_063364933.1  elongation factor G [Pseudoalteromonas luteovi...  
255     4e-72 
WP_105993384.1  elongation factor G [Staphylococcus simulans]      
255     4e-72 
WP_053941528.1  elongation factor G [Helicobacter ailurogastri...  
255     4e-72 
WP_073272147.1  elongation factor G [Alkalibacter saccharoferm...  
255     4e-72 
WP_087245653.1  GTP-binding protein [Massiliomicrobiota sp. An...  
258     4e-72 
WP_094676224.1  elongation factor G [Hydrocoleum sp. CS-953]       
255     4e-72 
WP_035984836.1  elongation factor G [Leptolyngbya sp. KIOST-1]     
255     4e-72 
WP_017084234.1  elongation factor G [Vibrio splendidus]            
255     4e-72 
WP_088835701.1  elongation factor G [Streptococcus pneumoniae]     
255     4e-72 
4JUW_Y  Chain Y, Crystal Structure Of The Ribosome Bound To El...  
255     4e-72 
WP_041051295.1  elongation factor G [Paenibacillus sp. VKM B-2...  
255     4e-72 
WP_011503582.1  elongation factor G [Rhodopseudomonas palustris]   
255     4e-72 
EHM41558.1  translation elongation factor G [Anaeroglobus gemi...  
255     4e-72 
WP_074732147.1  GTP-binding protein [Sharpea azabuensis]           
258     4e-72 
WP_028488538.1  elongation factor G [Thiothrix lacustris]          
255     4e-72 
WP_087845241.1  elongation factor G [Photobacterium sp. CECT 9...  
255     4e-72 
WP_063357342.1  elongation factor G [Pseudoalteromonas luteovi...  
255     4e-72 
OGT32796.1  translation elongation factor G [Gammaproteobacter...  
256     4e-72 
WP_098477718.1  elongation factor G [Bacillus cereus]              
255     4e-72 



GBC78339.1  Elongation factor G [bacterium HR08]                   
256     4e-72 
WP_029184949.1  elongation factor G [Streptococcus suis]           
255     4e-72 
WP_090991240.1  elongation factor G [Bacillus sp. OV322]           
255     4e-72 
WP_010528984.1  elongation factor G [Lentibacillus jeotgali]       
255     4e-72 
WP_040537261.1  GTP-binding protein [Lactobacillus pasteurii]      
254     4e-72 
WP_073249886.1  elongation factor G [Caloramator proteoclasticus]  
255     4e-72 
WP_074898876.1  elongation factor G [Stenotrophomonas maltophi...  
255     4e-72 
4M1K_A  Chain A, Crystal Structure Of Elongation Factor G (efg)    
255     4e-72 
WP_055215704.1  GTP-binding protein [[Eubacterium] eligens]        
259     4e-72 
WP_048685829.1  GTP-binding protein [Lactobacillus gasseri]        
254     4e-72 
WP_097658738.1  elongation factor G [Bradyrhizobium sp. Y36]       
255     4e-72 
WP_060552331.1  elongation factor G [Staphylococcus agnetis]       
255     4e-72 
WP_098545541.1  elongation factor G [Bacillus cereus]              
255     4e-72 
WP_068813080.1  GTP-binding protein [Lactobacillus crispatus]      
254     4e-72 
WP_094523670.1  GTP-binding protein [Lactobacillus taiwanensis]    
254     4e-72 
WP_093649739.1  elongation factor G [Streptococcus varani]         
255     4e-72 
WP_087368078.1  GTP-binding protein [Lactobacillus salivarius]     
254     4e-72 
WP_100621688.1  elongation factor G [Campylobacter jejuni]         
255     4e-72 
WP_033161875.1  GTP-binding protein [Sharpea azabuensis]           
258     4e-72 
WP_017106964.1  MULTISPECIES: elongation factor G [Vibrio]         
255     4e-72 
WP_098262329.1  elongation factor G [Bacillus sp. AFS006103]       
255     4e-72 
WP_075231889.1  elongation factor G [Streptococcus sp. HMSC034...  
255     4e-72 
WP_061452096.1  elongation factor G [Streptococcus oralis]         
255     4e-72 
OLA20580.1  translation elongation factor G [[Eubacterium] eli...  
259     5e-72 
WP_014629062.1  elongation factor G [Thermus thermophilus]         
255     5e-72 
WP_007788540.1  elongation factor G [Peptostreptococcus stomatis]  
255     5e-72 
PID60000.1  elongation factor G [Gammaproteobacteria bacterium]    
255     5e-72 



OQY60116.1  elongation factor G [Desulfobacteraceae bacterium ...  
255     5e-72 
WP_070256354.1  elongation factor G [Campylobacter lari]           
255     5e-72 
WP_010279586.1  elongation factor G [Paenibacillus senegalensis]   
255     5e-72 
EEL42445.1  Elongation factor G 2 [Bacillus cereus Rock3-29]       
256     5e-72 
WP_105922062.1  GTP-binding protein [Lactobacillus pentosus]       
254     5e-72 
WP_017150124.1  elongation factor G [Bacillus bingmayongensis]     
255     5e-72 
WP_000090360.1  elongation factor G [Bacillus cereus]              
255     5e-72 
WP_068695603.1  GTP-binding protein [Paenibacillus yonginensis]    
255     5e-72 
KKT13510.1  Elongation factor G [Candidatus Falkowbacteria bac...  
255     5e-72 
WP_002091512.1  elongation factor G [Bacillus cereus]              
255     5e-72 
4MYT_A  Chain A, Crystal Structure Of Elongation Factor G (efg)    
255     5e-72 
WP_005544561.1  elongation factor G [Paenibacillus alvei]          
255     5e-72 
WP_021201794.1  elongation factor G [Stenotrophomonas maltophi...  
255     5e-72 
WP_054205307.1  MULTISPECIES: elongation factor G [Pseudoalter...  
255     5e-72 
WP_088876750.1  elongation factor G [Vibrio shilonii]              
255     5e-72 
WP_067087679.1  elongation factor G [Streptococcus marmotae]       
255     5e-72 
A7H4P5.1  RecName: Full=Elongation factor G; Short=EF-G            
255     5e-72 
WP_029505054.1  GTP-binding protein [Lachnoclostridium phytofe...  
259     5e-72 
WP_073585891.1  elongation factor G [Vibrio quintilis]             
255     5e-72 
WP_061595327.1  elongation factor G [Streptococcus sanguinis]      
255     5e-72 
WP_049548396.1  elongation factor G [Streptococcus pseudopneum...  
255     5e-72 
PKM61604.1  elongation factor G [Firmicutes bacterium HGW-Firm...  
255     5e-72 
ADJ79897.1  Tetracycline resistance protein [Lactobacillus sal...  
254     5e-72 
WP_057536678.1  GTP-binding protein [Paeniclostridium sordellii]   
254     5e-72 
CDE84203.1  elongation factor G [Clostridium sp. CAG:273]          
255     5e-72 
WP_024859676.1  GTP-binding protein [Ruminococcus flavefaciens]    
258     5e-72 
WP_094942215.1  elongation factor G [Tetzosporium hominis]         
255     5e-72 



WP_005416500.1  elongation factor G [Stenotrophomonas maltophi...  
255     5e-72 
WP_065918448.1  elongation factor G [Lentzea guizhouensis]         
254     5e-72 
WP_060629211.1  MULTISPECIES: elongation factor G [Bacillus ce...  
255     5e-72 
EEL52497.1  Elongation factor G 2 [Bacillus cereus Rock3-44]       
255     5e-72 
WP_009543829.1  MULTISPECIES: elongation factor G [Cyanothece]     
255     5e-72 
KXJ40776.1  elongation factor G [Methylothermaceae bacteria B42]   
255     5e-72 
WP_049736641.1  GTP-binding protein [Brevibacillus reuszeri]       
254     5e-72 
WP_053872511.1  MULTISPECIES: elongation factor G [Campylobacter]  
255     5e-72 
WP_004193818.1  elongation factor G [Streptococcus sanguinis]      
255     5e-72 
WP_002884537.1  MULTISPECIES: elongation factor G [Streptococcus]  
255     5e-72 
WP_098347744.1  elongation factor G [Bacillus cereus]              
255     5e-72 
WP_003066533.1  MULTISPECIES: elongation factor G [Streptococcus]  
255     5e-72 
AMP52955.1  elongation factor G, domain IV [uncultured bacterium]  
246     5e-72 
WP_076634743.1  GTP-binding protein [Lactobacillus plantarum]      
254     5e-72 
WP_003105809.1  elongation factor G [Streptococcus parauberis]     
255     5e-72 
WP_062711497.1  elongation factor G [Streptococcus halotolerans]   
255     5e-72 
WP_045851850.1  elongation factor G [Domibacillus enclensis]       
255     5e-72 
OLA40292.1  translation elongation factor G [Firmicutes bacter...  
255     5e-72 
WP_011228848.1  elongation factor G [Thermus thermophilus]         
255     5e-72 
WP_092085687.1  elongation factor G [Dolosicoccus paucivorans]     
255     5e-72 
WP_099807131.1  elongation factor G [Streptococcus suis]           
255     5e-72 
WP_049527297.1  MULTISPECIES: elongation factor G [Streptococcus]  
255     5e-72 
WP_057807139.1  elongation factor G [Pediococcus ethanolidurans]   
255     5e-72 
WP_016315398.1  elongation factor G [Anaerotruncus sp. G3(2012)]   
255     5e-72 
WP_101695959.1  GTP-binding protein [Dorea sp. Marseille-P4003]    
259     5e-72 
WP_077852098.1  GTP-binding protein [Clostridium aurantibutyri...  
254     5e-72 
OFW75518.1  translation elongation factor G [Alicyclobacillus ...  
255     6e-72 



WP_039666716.1  elongation factor G [Campylobacter sp. RM16704]    
255     6e-72 
CCI84652.1  Elongation factor G [Lactobacillus pasteurii DSM 2...  
254     6e-72 
4KBT_Y  Chain Y, 70s Ribosome Translocation Intermediate Gdpnp...  
255     6e-72 
PKQ18919.1  elongation factor G [Actinobacteria bacterium HGW-...  
255     6e-72 
WP_013661465.1  elongation factor G [Marinomonas mediterranea]     
255     6e-72 
WP_088795322.1  elongation factor G [Streptococcus pneumoniae]     
255     6e-72 
WP_061650205.1  elongation factor G [Streptococcus pneumoniae]     
255     6e-72 
WP_069657633.1  elongation factor G [Vulcanibacillus modestica...  
255     6e-72 
WP_019659660.1  elongation factor G [Stenotrophomonas maltophi...  
254     6e-72 
PDM38615.1  elongation factor G [Bacillus cereus]                  
255     6e-72 
WP_038225468.1  MULTISPECIES: elongation factor G [Vibrio]         
255     6e-72 
KUK46625.1  Elongation factor G [Anaerolinea thermophila]          
255     6e-72 
PID49263.1  elongation factor G [Proteobacteria bacterium]         
255     6e-72 
WP_015431346.1  elongation factor G [Paraglaciecola psychrophila]  
255     6e-72 
WP_061318050.1  GTP-binding protein [Clostridium botulinum]        
254     6e-72 
WP_065792759.1  elongation factor G [Pseudoalteromonas luteovi...  
255     6e-72 
WP_075999087.1  MULTISPECIES: elongation factor G [Halioglobus]    
255     6e-72 
WP_029998358.1  elongation factor G [Streptococcus suis]           
255     6e-72 
WP_003089490.1  elongation factor G [Streptococcus ratti]          
255     6e-72 
WP_105563626.1  MULTISPECIES: elongation factor G [Brevundimonas]  
255     6e-72 
WP_047421075.1  elongation factor G [Bacillus anthracis]           
255     6e-72 
WP_092685302.1  elongation factor G [Rhodopseudomonas pseudopa...  
255     6e-72 
WP_012225296.1  elongation factor G [Candidatus Microthrix par...  
255     6e-72 
WP_074741931.1  GTP-binding protein [Ruminococcus flavefaciens]    
258     6e-72 
WP_099983236.1  elongation factor G [Streptococcus canis]          
255     6e-72 
WP_076360227.1  MULTISPECIES: elongation factor G [Paenibacillus]  
255     6e-72 
OJY35522.1  translation elongation factor G [Rhizobiales bacte...  
255     6e-72 



WP_004819166.1  elongation factor G [Peptoniphilus indolicus]      
255     6e-72 
WP_005723577.1  GTP-binding protein [Lactobacillus crispatus]      
254     6e-72 
WP_027868964.1  GTP-binding protein [Eubacterium sp. AB3007]       
258     6e-72 
WP_003107724.1  elongation factor G [Streptococcus parauberis]     
255     6e-72 
1EFG_A  Chain A, The Crystal Structure Of Elongation Factor G ...  
255     6e-72 
WP_057771854.1  elongation factor G [Pediococcus inopinatus]       
255     6e-72 
PJN96892.1  tetracycline resistance ribosomal protection prote...  
241     6e-72 
WP_044623083.1  elongation factor G [Photobacterium gaetbulicola]  
255     6e-72 
WP_102227411.1  elongation factor G [Dolosicoccus paucivorans]     
255     6e-72 
WP_098307104.1  elongation factor G [Bacillus cereus]              
255     6e-72 
WP_073254188.1  elongation factor G [Caldanaerovirga acetigign...  
255     6e-72 
WP_015847667.1  GTP-binding protein [Paenibacillus sp. JDR-2]      
254     6e-72 
OLA51608.1  translation elongation factor G [Oscillibacter sp....  
258     6e-72 
WP_004185285.1  MULTISPECIES: elongation factor G [Streptococcus]  
255     6e-72 
WP_045798441.1  elongation factor G [Streptococcus equinus]        
255     6e-72 
CDB43580.1  elongation factor G [Firmicutes bacterium CAG:240]     
255     6e-72 
WP_039877408.1  elongation factor G [Paenibacillus sp. FSL R7-...  
255     6e-72 
OFW62561.1  translation elongation factor G [Actinobacteria ba...  
255     6e-72 
WP_038855191.1  elongation factor G [Campylobacter coli]           
255     6e-72 
WP_095670193.1  GTP-binding protein [Lactobacillus gasseri]        
254     6e-72 
WP_098338758.1  elongation factor G [Bacillus cereus]              
255     6e-72 
WP_020155388.1  elongation factor G [Caldibacillus debilis]        
255     6e-72 
WP_070768186.1  elongation factor G [Corynebacterium sp. HMSC0...  
255     6e-72 
WP_099352738.1  elongation factor G [Bacillus onubensis]           
255     6e-72 
WP_097898937.1  MULTISPECIES: elongation factor G [Bacillus]       
255     6e-72 
WP_078111072.1  GTP-binding protein [Bacillus oleronius]           
254     6e-72 
WP_006531903.1  elongation factor G [Streptococcus infantarius]    
255     6e-72 



WP_021143166.1  elongation factor G [Streptococcus equinus]        
255     6e-72 
WP_048743618.1  MULTISPECIES: elongation factor G [Paenibacillus]  
255     6e-72 
WP_063378556.1  elongation factor G [Pseudoalteromonas luteovi...  
255     6e-72 
CDB13241.1  putative translation elongation factor G [Eubacter...  
258     6e-72 
WP_011664988.1  elongation factor G [Rhodopseudomonas palustris]   
255     6e-72 
WP_083562721.1  elongation factor G [Oceanococcus atlanticus]      
255     6e-72 
WP_059283708.1  elongation factor G [Bacillus coahuilensis]        
255     6e-72 
WP_000090343.1  MULTISPECIES: elongation factor G [Streptococcus]  
255     6e-72 
WP_103594975.1  elongation factor G [Campylobacter concisus]       
255     6e-72 
OLP63406.1  Elongation factor G [Bacillus pumilus]                 
255     6e-72 
WP_073458720.1  elongation factor G [Pseudonocardia thermophila]   
255     7e-72 
WP_018767347.1  MULTISPECIES: elongation factor G [Bacillus]       
255     7e-72 
WP_020379542.1  elongation factor G [Candidatus Microthrix par...  
255     7e-72 
WP_038602382.1  elongation factor G [Rickettsiales bacterium A...  
255     7e-72 
WP_004347288.1  elongation factor G [Streptococcus parauberis]     
255     7e-72 
APO35069.1  Elongation factor G C-terminus [uncultured bacterium]  
236     7e-72 
WP_087724213.1  elongation factor G [Campylobacter jejuni]         
255     7e-72 
WP_012084985.1  elongation factor G [Kineococcus radiotolerans]    
255     7e-72 
WP_101774014.1  elongation factor G [Peptostreptococcus sp. Ma...  
254     7e-72 
WP_021085492.1  elongation factor G [Campylobacter concisus]       
255     7e-72 
OGO88484.1  translation elongation factor G [Clostridiales bac...  
255     7e-72 
WP_092593487.1  elongation factor G [Acidaminobacter hydrogeno...  
254     7e-72 
WP_035799555.1  elongation factor G [Cyanothece sp. CCY0110]       
255     7e-72 
WP_050149143.1  elongation factor G [Streptococcus pneumoniae]     
255     7e-72 
OLA86974.1  translation elongation factor G [Desulfovibrio piger]  
255     7e-72 
WP_040195945.1  GTP-binding protein [Candidatus Soleaferrea ma...  
254     7e-72 
COO08007.1  elongation factor G [Streptococcus pneumoniae]         
255     7e-72 



WP_016397201.1  elongation factor G [Streptococcus pneumoniae]     
255     7e-72 
WP_071542395.1  elongation factor G [Moorella thermoacetica]       
255     7e-72 
WP_027972176.1  elongation factor G [Streptococcus plurextorum]    
255     7e-72 
WP_008179642.1  elongation factor G [Moorea producens]             
255     7e-72 
WP_087582021.1  elongation factor G [Campylobacter concisus]       
255     7e-72 
OQY25033.1  elongation factor G [Anaerolineaceae bacterium 457...  
255     7e-72 
WP_000090369.1  MULTISPECIES: elongation factor G [Bacillus ce...  
255     7e-72 
OUX46199.1  elongation factor G [Candidatus Pelagibacter sp. T...  
254     7e-72 
WP_023482173.1  elongation factor G [Paenibacillus larvae]         
254     7e-72 
OGZ24602.1  translation elongation factor G [Candidatus Nealso...  
255     7e-72 
WP_073602552.1  elongation factor G [Vibrio aerogenes]             
255     7e-72 
WP_050235237.1  elongation factor G [Streptococcus pneumoniae]     
255     7e-72 
PKM79620.1  elongation factor G [Firmicutes bacterium HGW-Firm...  
254     7e-72 
WP_002797112.1  MULTISPECIES: elongation factor G [Campylobacter]  
254     7e-72 
PSD25296.1  elongation factor G [Stenotrophomonas maltophilia]     
254     7e-72 
WP_049161894.1  GTP-binding protein [Lactobacillus gasseri]        
253     7e-72 
WP_045518748.1  GTP-binding protein [Clostridium sporogenes]       
254     7e-72 
WP_000532231.1  MULTISPECIES: elongation factor G [Bacillus]       
254     7e-72 
WP_025149625.1  MULTISPECIES: elongation factor G [Bacillus]       
254     7e-72 
WP_060809643.1  elongation factor G [Campylobacter jejuni]         
254     7e-72 
WP_057096452.1  elongation factor G [Campylobacter jejuni]         
254     7e-72 
WP_014510797.1  elongation factor G [Thermus thermophilus]         
254     7e-72 
WP_002916556.1  MULTISPECIES: elongation factor G [Streptococcus]  
254     7e-72 
WP_077996268.1  elongation factor G [Paenibacillus larvae]         
254     7e-72 
OLB33661.1  translation elongation factor G [Ktedonobacter sp....  
254     7e-72 
WP_024118743.1  elongation factor G [Thermus thermophilus]         
255     7e-72 
WP_028977337.1  elongation factor G [Sporolactobacillus terrae]    
254     7e-72 



PID47937.1  elongation factor G [Proteobacteria bacterium]         
254     7e-72 
WP_053591311.1  MULTISPECIES: elongation factor G [Bacillaceae]    
254     7e-72 
WP_086278224.1  MULTISPECIES: elongation factor G [Enterococcus]   
255     7e-72 
WP_060468519.1  elongation factor G [Vibrio toranzoniae]           
255     7e-72 
WP_073612297.1  elongation factor G [Desulfopila aestuarii]        
254     7e-72 
WP_049164945.1  GTP-binding protein [Lactobacillus salivarius]     
253     7e-72 
CCZ55841.1  elongation factor G 2 [Clostridium sp. CAG:1219]       
254     7e-72 
WP_006428250.1  GTP-binding protein [Dorea longicatena]            
259     8e-72 
EAZ90564.1  elongation factor G [Cyanothece sp. CCY0110]           
254     8e-72 
AMP51886.1  elongation factor G, domain IV [uncultured bacterium]  
245     8e-72 
WP_049497248.1  elongation factor G [Streptococcus pseudopneum...  
254     8e-72 
WP_002139943.1  MULTISPECIES: elongation factor G [Bacillus ce...  
254     8e-72 
WP_002852973.1  GTP-binding protein [Ruminococcus albus]           
258     8e-72 
WP_054325840.1  GTP-binding protein [Clostridia bacterium UC5....  
258     8e-72 
WP_076631172.1  GTP-binding protein [Lactobacillus plantarum]      
254     8e-72 
WP_104401491.1  elongation factor G [Vibrio penaeicida]            
254     8e-72 
WP_094094352.1  elongation factor G [Paenibacillus physcomitre...  
254     8e-72 
WP_091236329.1  GTP-binding protein [Fontibacillus panacisegetis]  
254     8e-72 
WP_055244610.1  GTP-binding protein [Turicibacter sanguinis]       
254     8e-72 
WP_014637332.1  elongation factor G [Streptococcus suis]           
254     8e-72 
WP_071679104.1  elongation factor G [Bacillus cereus]              
254     8e-72 
WP_024386346.1  elongation factor G [Streptococcus suis]           
254     8e-72 
WP_002899105.1  elongation factor G [Streptococcus sanguinis]      
254     8e-72 
WP_078174992.1  elongation factor G [Bacillus cereus]              
254     8e-72 
WP_071711513.1  elongation factor G [Bacillus sp. TD41]            
254     8e-72 
PKN67404.1  elongation factor G [Deltaproteobacteria bacterium...  
254     8e-72 
WP_056940300.1  GTP-binding protein [Lactobacillus amylovorus]     
253     8e-72 



WP_103628906.1  elongation factor G [Campylobacter concisus]       
254     8e-72 
EEM49935.1  Elongation factor G 2 [Bacillus thuringiensis sero...  
255     8e-72 
SDG49401.1  small GTP-binding protein domain-containing protei...  
254     8e-72 
WP_024406062.1  elongation factor G [Streptococcus suis]           
254     8e-72 
WP_011393940.1  elongation factor G [Moorella thermoacetica]       
254     8e-72 
WP_071106975.1  elongation factor G [Moorea producens]             
254     8e-72 
EEM07335.1  Elongation factor G 2 [Bacillus mycoides Rock1-4]      
255     8e-72 
PIT97940.1  elongation factor G [Candidatus Andersenbacteria b...  
255     8e-72 
WP_099566357.1  elongation factor G [Bacillus velezensis]          
254     8e-72 
WP_011921743.1  elongation factor G [Streptococcus suis]           
254     8e-72 
WP_050254439.1  elongation factor G [Streptococcus pneumoniae]     
254     8e-72 
WP_087591976.1  elongation factor G [unicellular cyanobacteriu...  
254     8e-72 
WP_087228914.1  elongation factor G [Anaeromassilibacillus sp....  
254     8e-72 
WP_024419398.1  elongation factor G [Streptococcus suis]           
254     8e-72 
WP_061678372.1  MULTISPECIES: elongation factor G [Bacillus]       
254     8e-72 
WP_100647413.1  elongation factor G [Campylobacter jejuni]         
254     8e-72 
WP_057542258.1  GTP-binding protein [Paeniclostridium sordellii]   
254     8e-72 
WP_067194981.1  elongation factor G [Streptococcus sp. DD10]       
254     8e-72 
WP_055342125.1  GTP-binding protein [Paeniclostridium sordellii]   
254     8e-72 
WP_054324208.1  elongation factor G [Clostridia bacterium UC5....  
254     8e-72 
WP_015123965.1  elongation factor G [Synechococcus sp. PCC 6312]   
254     8e-72 
WP_044756315.1  elongation factor G [Streptococcus suis]           
254     9e-72 
WP_100625448.1  elongation factor G [Campylobacter jejuni]         
254     9e-72 
WP_053373894.1  MULTISPECIES: elongation factor G [Bacillales]     
254     9e-72 
WP_039458084.1  elongation factor G [Thermus sp. 2.9]              
254     9e-72 
WP_014757921.1  MULTISPECIES: elongation factor G [Thermoanaer...  
254     9e-72 
PDH18310.1  elongation factor G [Pelagibacterales bacterium ME...  
254     9e-72 



WP_073576472.1  elongation factor G [Pseudonocardia autotrophica]  
254     9e-72 
WP_094201702.1  elongation factor G [Oceanimonas doudoroffii]      
254     9e-72 
EDK21959.1  elongation factor G [Campylobacter jejuni subsp. j...  
254     9e-72 
KPK75066.1  elongation factor G [candidate division Zixibacter...  
254     9e-72 
WP_067064300.1  elongation factor G [Streptococcus pantholopis]    
254     9e-72 
WP_033153375.1  elongation factor G [Streptococcus equinus]        
254     9e-72 
EEL72892.1  Elongation factor G 2 [Bacillus cereus AH603]          
254     9e-72 
WP_050338009.1  GTP-binding protein [Lactobacillus pentosus]       
254     9e-72 
WP_016220410.1  GTP-binding protein [Dorea sp. 5-2]                
258     9e-72 
WP_050105611.1  elongation factor G [Streptococcus pneumoniae]     
254     9e-72 
WP_025782819.1  elongation factor G [Sporosarcina sp. D27]         
254     9e-72 
WP_091543805.1  GTP-binding protein [Alkaliphilus peptidiferme...  
258     9e-72 
WP_104708270.1  elongation factor G [Helicobacter ailurogastri...  
254     9e-72 
WP_078385506.1  elongation factor G [Bacillus cereus]              
254     9e-72 
WP_073197409.1  elongation factor G [Caloranaerobacter azorensis]  
254     9e-72 
WP_050230042.1  elongation factor G [Streptococcus pneumoniae]     
254     9e-72 
OUV44660.1  elongation factor G [Candidatus Pelagibacter sp. T...  
254     9e-72 
PMP69921.1  elongation factor G [Mesoaciditoga sp.]                
254     9e-72 
WP_064783202.1  MULTISPECIES: elongation factor G [Staphylococ...  
254     9e-72 
WP_002159606.1  MULTISPECIES: elongation factor G [Bacillus ce...  
254     9e-72 
WP_002204575.1  elongation factor G [Bacillus cereus]              
254     9e-72 
WP_068758759.1  GTP-binding protein [Turicibacter sp. H121]        
254     9e-72 
WP_033521145.1  elongation factor G [Bifidobacterium bohemicum]    
255     9e-72 
WP_105138339.1  elongation factor G [Streptococcus suis]           
254     9e-72 
WP_042473637.1  elongation factor G [Vibrio maritimus]             
254     9e-72 
WP_024389892.1  elongation factor G [Streptococcus suis]           
254     9e-72 
WP_053945301.1  elongation factor G [Helicobacter ailurogastri...  
254     9e-72 



WP_103580605.1  elongation factor G [Campylobacter concisus]       
254     9e-72 
WP_088841067.1  elongation factor G [Streptococcus pneumoniae]     
254     9e-72 
WP_067102864.1  elongation factor G [Streptococcus sp. DD13]       
254     9e-72 
WP_054366279.1  elongation factor G [Streptococcus pneumoniae]     
254     9e-72 
WP_104850488.1  elongation factor G [Bacillaceae bacterium EAG3]   
254     9e-72 
WP_007146546.1  elongation factor G [Methylophaga aminisulfidi...  
254     9e-72 
GAF25699.1  translation elongation factors [Moorella thermoace...  
254     9e-72 
WP_085533004.1  elongation factor G [Anaeromassilibacillus sp....  
254     9e-72 
WP_061408636.1  elongation factor G [Streptococcus lutetiensis]    
254     1e-71 
WP_089609466.1  elongation factor G [Dehalobacterium formicoac...  
254     1e-71 
WP_102509359.1  elongation factor G [Sanguibacter massileinsis]    
254     1e-71 
WP_014314628.1  GTP-binding protein [Clostridium sp. BNL1100]      
258     1e-71 
WP_068678652.1  GTP-binding protein [Paenibacillus oryzae]         
253     1e-71 
WP_090714122.1  GTP-binding protein [Paenibacillus typhae]         
253     1e-71 
WP_000090370.1  MULTISPECIES: elongation factor G [Bacillus]       
254     1e-71 
WP_012661189.1  elongation factor G [Campylobacter lari]           
254     1e-71 
WP_094397428.1  elongation factor G [Thermoanaerobacterium the...  
254     1e-71 
WP_077412573.1  elongation factor G [Marinicella sp. F2]           
254     1e-71 
WP_078546666.1  GTP-binding protein [Bacillus alkalitelluris]      
253     1e-71 
WP_046354275.1  elongation factor G [Pseudoalteromonas luteovi...  
254     1e-71 
WP_058386735.1  MULTISPECIES: elongation factor G [Planococcus]    
254     1e-71 
WP_044598456.1  elongation factor G [Campylobacter peloridis]      
254     1e-71 
WP_106777015.1  elongation factor G [Peptostreptococcus russel...  
254     1e-71 
AMP46856.1  elongation factor G C-terminus [uncultured bacterium]  
237     1e-71 
WP_098933841.1  elongation factor G [Bacillus sp. AFS031507]       
254     1e-71 
WP_035160602.1  elongation factor G [Campylobacter concisus]       
254     1e-71 
WP_028609661.1  elongation factor G [Paenibacillus harenae]        
254     1e-71 



WP_071130202.1  elongation factor G [Enterococcus timonensis]      
254     1e-71 
WP_105156390.1  elongation factor G [Streptococcus suis]           
254     1e-71 
WP_005720614.1  GTP-binding protein [Lactobacillus crispatus]      
253     1e-71 
WP_071176635.1  GTP-binding protein [Butyrivibrio hungatei]        
258     1e-71 
WP_075279662.1  GTP-binding protein [Olsenella provencensis]       
254     1e-71 
WP_072372467.1  GTP-binding protein [Olsenella mediterranea]       
254     1e-71 
WP_058031342.1  elongation factor G [Pseudoalteromonas phenolica]  
254     1e-71 
WP_010606886.1  MULTISPECIES: elongation factor G [Pseudoalter...  
254     1e-71 
WP_107686541.1  elongation factor G [Campylobacter concisus]       
254     1e-71 
WP_103582595.1  elongation factor G [Campylobacter concisus]       
254     1e-71 
WP_000090371.1  elongation factor G [Bacillus cereus]              
254     1e-71 
WP_090793756.1  elongation factor G [Paenibacillus sp. GP183]      
254     1e-71 
WP_010376483.1  elongation factor G [Pseudoalteromonas piscicida]  
254     1e-71 
WP_039493397.1  MULTISPECIES: elongation factor G [Pseudoalter...  
254     1e-71 
WP_052788463.1  elongation factor G [Campylobacter jejuni]         
254     1e-71 
WP_090697395.1  elongation factor G [Beijerinckia sp. 28-YEA-48]   
254     1e-71 
WP_037620074.1  elongation factor G [Streptococcus parauberis]     
254     1e-71 
CDE10470.1  elongation factor G 1 [Clostridium sp. CAG:354]        
254     1e-71 
KRK07648.1  translation elongation factor G [Lactobacillus pas...  
253     1e-71 
WP_103604832.1  elongation factor G [Campylobacter concisus]       
254     1e-71 
WP_072668834.1  elongation factor G [Vibrio sp. M12-1144]          
254     1e-71 
WP_011757351.1  MULTISPECIES: elongation factor G [Nocardioides]   
254     1e-71 
EXZ31133.1  small GTP-binding domain protein [Bacteroides frag...  
242     1e-71 
WP_042162251.1  GTP-binding protein [Paenibacillus gorillae]       
253     1e-71 
WP_090033659.1  GTP-binding protein [Lachnospiraceae bacterium...  
258     1e-71 
WP_012739643.1  GTP-binding protein [[Eubacterium] eligens]        
258     1e-71 
WP_108672018.1  elongation factor G [Bacillus sp. XY-L28]          
254     1e-71 



WP_019850220.1  GTP-binding protein [Desulfitobacterium sp. PCE1]  
258     1e-71 
WP_002914093.1  elongation factor G [Streptococcus sanguinis]      
254     1e-71 
WP_107969067.1  elongation factor G [Campylobacter concisus]       
254     1e-71 
WP_033192027.1  elongation factor G [Fervidobacterium islandicum]  
254     1e-71 
OQW96570.1  translation elongation factor G [Desulfobacteracea...  
254     1e-71 
WP_018498506.1  elongation factor G [Leptotrichia wadei]           
254     1e-71 
WP_103600667.1  elongation factor G [Campylobacter concisus]       
254     1e-71 
WP_103570830.1  elongation factor G [Campylobacter concisus]       
254     1e-71 
WP_087386393.1  elongation factor G [Megamonas hypermegale]        
254     1e-71 
WP_085113705.1  elongation factor G [Thermoanaerobacterium sp....  
254     1e-71 
WP_035642117.1  GTP-binding protein [Lachnospiraceae bacterium...  
259     1e-71 
AMP52937.1  elongation factor G C-terminus [uncultured bacterium]  
236     1e-71 
CDD47051.1  small GTP-binding protein [Firmicutes bacterium CA...  
258     1e-71 
WP_054052256.1  elongation factor G [Alloactinosynnema sp. L-07]   
254     1e-71 
WP_061292963.1  GTP-binding protein [Clostridium botulinum]        
253     1e-71 
WP_058005491.1  GTP-binding protein [Bacillus farraginis]          
253     1e-71 
WP_042137141.1  GTP-binding protein [Paenibacillus sp. FSL P4-...  
253     1e-71 
WP_103624494.1  elongation factor G [Campylobacter concisus]       
254     1e-71 
WP_072760487.1  elongation factor G [Fervidobacterium gondwane...  
254     1e-71 
KXU26434.1  elongation factor G [Campylobacter coli]               
254     1e-71 
WP_002825107.1  MULTISPECIES: elongation factor G [Campylobacter]  
254     1e-71 
WP_063656138.1  elongation factor G [Aliivibrio fischeri]          
254     1e-71 
WP_035622374.1  GTP-binding protein [Lachnospiraceae bacterium...  
258     1e-71 
WP_061427625.1  GTP-binding protein [Clostridium perfringens]      
253     1e-71 
WP_010026424.1  elongation factor G [Sporolactobacillus inulinus]  
254     1e-71 
WP_033797762.1  elongation factor G [Bacillus mycoides]            
254     1e-71 
WP_103651466.1  elongation factor G [Campylobacter concisus]       
254     1e-71 



PJB18244.1  elongation factor G [Candidatus Falkowbacteria bac...  
254     1e-71 
WP_066360521.1  GTP-binding protein [Herbidospora mongoliensis]    
252     1e-71 
PJE69771.1  elongation factor G [Candidatus Staskawiczbacteria...  
254     1e-71 
WP_060917606.1  elongation factor G [Leptotrichia wadei]           
254     1e-71 
WP_000090341.1  elongation factor G [Streptococcus oralis]         
254     1e-71 
WP_078185653.1  elongation factor G [Bacillus mycoides]            
254     1e-71 
KEP24076.1  elongation factor G [Georgenia sp. SUBG003]            
254     1e-71 
WP_075432286.1  elongation factor G [Campylobacter coli]           
254     1e-71 
WP_070761044.1  elongation factor G [Corynebacterium sp. HMSC2...  
254     1e-71 
WP_105323437.1  elongation factor G [Corynebacterium sp. J010B...  
254     1e-71 
CDC10759.1  elongation factor G [Clostridium sp. CAG:413]          
254     1e-71 
WP_088265997.1  elongation factor G [Bacillus mycoides]            
254     1e-71 
OLE13756.1  translation elongation factor G [Acidobacteria bac...  
254     1e-71 
WP_088788544.1  elongation factor G [Streptococcus pneumoniae]     
254     1e-71 
WP_072074650.1  elongation factor G [Streptococcus sanguinis]      
254     1e-71 
WP_002905422.1  elongation factor G [Streptococcus sanguinis]      
254     1e-71 
WP_066728907.1  elongation factor G [Sneathia sanguinegens]        
254     1e-71 
WP_061654309.1  elongation factor G [Streptococcus pneumoniae]     
254     1e-71 
WP_088232925.1  MULTISPECIES: elongation factor G [Bacillus]       
254     1e-71 
WP_015605812.1  elongation factor G [Streptococcus cristatus]      
254     1e-71 
WP_028868773.1  elongation factor G [Psychromonas arctica]         
254     1e-71 
WP_004740609.1  elongation factor G [Vibrio splendidus]            
254     1e-71 
WP_073033080.1  GTP-binding protein [Desulfosporosinus lacus]      
258     1e-71 
WP_104741914.1  elongation factor G [Helicobacter ailurogastri...  
254     1e-71 
WP_029377926.1  elongation factor G [Staphylococcus xylosus]       
254     1e-71 
WP_002893862.1  elongation factor G [Streptococcus sanguinis]      
254     1e-71 
WP_075470353.1  elongation factor G [Campylobacter coli]           
254     1e-71 



WP_025563168.1  elongation factor G [Psychromonas sp. SP041]       
254     1e-71 
WP_005721932.1  GTP-binding protein [Lactobacillus crispatus]      
253     1e-71 
WP_071677257.1  elongation factor G [Thermus brockianus]           
254     1e-71 
EEK52837.1  Elongation factor G 2 [Bacillus cereus ATCC 10876]     
254     1e-71 
WP_059066257.1  GTP-binding protein [Ruminococcus sp. AT10]        
258     1e-71 
WP_088532065.1  elongation factor G [Pseudoalteromonas piscicida]  
254     1e-71 
WP_066036837.1  GTP-binding protein [Lysinibacillus sp. AR18-8]    
253     1e-71 
WP_107627406.1  GTP-binding protein [Lachnospiraceae bacterium...  
258     1e-71 
WP_105171162.1  elongation factor G [Pseudoalteromonas sp. T1l...  
254     1e-71 
WP_049672550.1  elongation factor G [Bacillus sp. FJAT-27916]      
254     1e-71 
WP_053433188.1  elongation factor G [Sporosarcina globispora]      
254     1e-71 
WP_000196382.1  MULTISPECIES: elongation factor G [Bacillus ce...  
254     1e-71 
WP_065184866.1  elongation factor G [Stenotrophomonas maltophi...  
254     1e-71 
CDC09170.1  small GTP-binding protein domain protein [Clostrid...  
257     1e-71 
WP_010959892.1  elongation factor G [Methylococcus capsulatus]     
254     1e-71 
KJS82355.1  translation elongation factor G [Desulfosporosinus...  
258     1e-71 
WP_002922484.1  elongation factor G [Streptococcus sanguinis]      
254     1e-71 
WP_029540491.1  elongation factor G [Selenomonas ruminantium]      
254     1e-71 
WP_070311315.1  elongation factor G [Campylobacter jejuni]         
254     1e-71 
PIE54531.1  elongation factor G [Dethiosulfovibrio peptidovorans]  
254     1e-71 
WP_103851630.1  GTP-binding protein [Lactobacillus plantarum]      
254     1e-71 
SDI89845.1  small GTP-binding protein domain-containing protei...  
254     1e-71 
WP_056987502.1  GTP-binding protein [Lactobacillus paracollino...  
253     1e-71 
WP_075887607.1  GTP-binding protein [Lactobacillus crustorum]      
253     1e-71 
CCZ33757.1  putative uncharacterized protein [Firmicutes bacte...  
258     1e-71 
WP_097858990.1  elongation factor G [Bacillus wiedmannii]          
254     1e-71 
WP_034990588.1  GTP-binding protein [Lactobacillus salivarius]     
253     1e-71 



WP_040220028.1  GTP-binding protein [Collinsella sp. MS5]          
253     1e-71 
WP_075492050.1  elongation factor G [Campylobacter coli]           
254     1e-71 
WP_053583250.1  GTP-binding protein [Lysinibacillus contaminans]   
253     1e-71 
CCY72824.1  putative translation elongation factor G [Eubacter...  
257     1e-71 
PKN26279.1  elongation factor G [Deltaproteobacteria bacterium...  
254     1e-71 
WP_002928022.1  elongation factor G [Streptococcus sanguinis]      
254     1e-71 
WP_049727444.1  GTP-binding protein [Dorea sp. D27]                
258     1e-71 
WP_087557086.1  elongation factor G [Rhodococcus sp. NCIMB 12038]  
254     1e-71 
WP_020975134.1  elongation factor G [Campylobacter coli]           
254     1e-71 
WP_099589527.1  elongation factor G [Stenotrophomonas maltophi...  
254     1e-71 
OGF52990.1  translation elongation factor G [Candidatus Fraser...  
254     1e-71 
WP_100062070.1  elongation factor G [Bacillus toyonensis]          
254     1e-71 
WP_099346413.1  GTP-binding protein [Clostridium tertium]          
253     1e-71 
WP_027973851.1  elongation factor G [Streptococcus porci]          
254     1e-71 
WP_093912298.1  elongation factor G [Succiniclasticum ruminis]     
254     1e-71 
WP_012459027.1  elongation factor G [Sulfurihydrogenibium sp. ...  
254     1e-71 
WP_098417451.1  elongation factor G [Bacillus cereus]              
254     1e-71 
WP_012688821.1  elongation factor G [Rhodococcus opacus]           
254     1e-71 
WP_015656269.1  elongation factor G [Streptomyces davaonensis]     
254     1e-71 
WP_015310892.1  elongation factor G [Thermoanaerobacterium the...  
254     1e-71 
WP_105920163.1  GTP-binding protein [Lactobacillus pentosus]       
253     1e-71 
WP_006071965.1  elongation factor G [Vibrio shilonii]              
254     1e-71 
WP_070140533.1  MULTISPECIES: elongation factor G [Bacillus ce...  
254     1e-71 
WP_000196381.1  MULTISPECIES: elongation factor G [Bacillus]       
254     1e-71 
WP_061598603.1  MULTISPECIES: elongation factor G [Streptococcus]  
254     1e-71 
AVP65986.1  elongation factor G [Clostridium botulinum]            
253     1e-71 
WP_016962445.1  elongation factor G [Enterovibrio norvegicus]      
254     1e-71 



WP_042496632.1  elongation factor G [Vibrio maritimus]             
254     1e-71 
WP_015106397.1  elongation factor G [Helicobacter heilmannii]      
254     1e-71 
WP_007908604.1  elongation factor G [Ktedonobacter racemifer]      
254     1e-71 
AMP50096.1  elongation factor G, domain IV [uncultured bacterium]  
244     1e-71 
WP_053310827.1  elongation factor G [Vibrio alginolyticus]         
254     1e-71 
WP_077610847.1  GTP-binding protein [Clostridium sp. Marseille...  
253     1e-71 
OLA25410.1  translation elongation factor G [Dorea sp. 42_8]       
258     1e-71 
WP_044107440.1  elongation factor G [cyanobacterium endosymbio...  
254     1e-71 
SCH18337.1  Elongation factor G [uncultured Clostridium sp.]       
258     1e-71 
WP_100912400.1  elongation factor G [Pseudoalteromonas spongiae]   
254     1e-71 
WP_052853052.1  elongation factor G [Campylobacter jejuni]         
254     1e-71 
WP_087297347.1  GTP-binding protein [Massiliomicrobiota sp. An...  
257     1e-71 
PIZ89365.1  elongation factor G [Candidatus Nealsonbacteria ba...  
254     1e-71 
WP_037566321.1  MULTISPECIES: elongation factor G [Staphylococ...  
254     1e-71 
WP_106497863.1  GTP-binding protein [Lentibacillus sp. Marseil...  
253     1e-71 
WP_074560918.1  elongation factor G [Streptococcus equinus]        
254     1e-71 
WP_000196380.1  MULTISPECIES: elongation factor G [Bacillus]       
254     1e-71 
WP_017485509.1  elongation factor G [Methylobacterium sp. MB200]   
254     1e-71 
WP_076542643.1  elongation factor G [Bacillus cereus]              
254     1e-71 
WP_075475057.1  elongation factor G [Campylobacter coli]           
254     1e-71 
EEM01438.1  Elongation factor G 2 [Bacillus mycoides DSM 2048]     
254     1e-71 
AMP47996.1  elongation factor G C-terminus [uncultured bacterium]  
236     1e-71 
WP_036747762.1  elongation factor G [Photobacterium galatheae]     
254     1e-71 
WP_021338309.1  GTP-binding protein [Lactobacillus plantarum]      
253     1e-71 
WP_087066601.1  elongation factor G [Intestinibacillus massili...  
254     1e-71 
WP_073519016.1  elongation factor G [Bacillus cereus]              
254     1e-71 
EEK64167.1  Elongation factor G 2 [Bacillus cereus 172560W]        
254     1e-71 



WP_090056473.1  elongation factor G [Luteibacter sp. 329MFSha]     
254     1e-71 
WP_012874664.1  elongation factor G [Thermobaculum terrenum]       
254     1e-71 
AMM40290.1  elongation factor P [Candidatus Desulfofervidus au...  
254     1e-71 
WP_044685446.1  elongation factor G [Streptococcus suis]           
254     1e-71 
WP_058300192.1  elongation factor G [Gorillibacterium timonense]   
254     1e-71 
WP_052779069.1  elongation factor G [Campylobacter coli]           
254     1e-71 
WP_024295458.1  GTP-binding protein [[Clostridium] indolis]        
253     1e-71 
WP_061657391.1  elongation factor G [Bacillus cereus]              
254     1e-71 
WP_038401063.1  elongation factor G [Campylobacter jejuni]         
254     1e-71 
WP_087382620.1  GTP-binding protein [Faecalibacterium sp. An122]   
257     2e-71 
WP_100620556.1  elongation factor G [Campylobacter jejuni]         
254     2e-71 
WP_026593163.1  MULTISPECIES: elongation factor G [Bacillus]       
254     2e-71 
WP_002169326.1  MULTISPECIES: elongation factor G [Bacillus]       
254     2e-71 
WP_002868787.1  MULTISPECIES: elongation factor G [Campylobacter]  
254     2e-71 
WP_085660288.1  elongation factor G [Prosthecochloris sp. HL-1...  
254     2e-71 
WP_071878739.1  elongation factor G [Enterococcus silesiacus]      
254     2e-71 
WP_002920299.1  elongation factor G [Streptococcus sanguinis]      
254     2e-71 
WP_086048833.1  elongation factor G [Vibrio alginolyticus]         
254     2e-71 
WP_010562292.1  elongation factor G [Pseudoalteromonas spongiae]   
254     2e-71 
WP_008218763.1  elongation factor G [Vibrio splendidus]            
254     2e-71 
WP_023626434.1  elongation factor G [Bacillus sp. 17376]           
254     2e-71 
WP_019713054.1  elongation factor G [Bacillus subtilis]            
254     2e-71 
KPJ85412.1  elongation factor G [Parcubacteria bacterium SG8_24]   
253     2e-71 
WP_065168251.1  elongation factor G [Photobacterium aquimaris]     
254     2e-71 
WP_066238100.1  elongation factor G [Anaerosporomusa subterranea]  
254     2e-71 
KXT70772.1  Translation elongation factor G [Streptococcus gor...  
254     2e-71 
WP_060971223.1  elongation factor G [Streptococcus sp. CCH8-G7]    
254     2e-71 



WP_043012759.1  elongation factor G [Campylobacter jejuni]         
254     2e-71 
WP_038814876.1  elongation factor G [Campylobacter jejuni]         
254     2e-71 
OGX43041.1  translation elongation factor G [Omnitrophica WOR_...  
254     2e-71 
EEK75388.1  Elongation factor G 2 [Bacillus cereus AH621]          
254     2e-71 
WP_061736704.1  elongation factor G [Staphylococcus aureus]        
254     2e-71 
EGV11803.1  translation elongation factor G [Streptococcus inf...  
254     2e-71 
WP_054611831.1  GTP-binding protein [Lysinibacillus sp. ZYM-1]     
253     2e-71 
WP_002113318.1  MULTISPECIES: elongation factor G [Bacillus]       
254     2e-71 
KUK03224.1  Elongation factor G [Thermotoga sp. 50_64]             
254     2e-71 
WP_075098544.1  elongation factor G [Streptococcus acidominimus]   
254     2e-71 
WP_011999744.1  elongation factor G [Streptococcus gordonii]       
254     2e-71 
WP_063524498.1  elongation factor G [Vibrio sp. HI00D65]           
254     2e-71 
WP_102695763.1  GTP-binding protein [Lactobacillus gasseri]        
253     2e-71 
WP_103158763.1  elongation factor G [Staphylococcus chromogenes]   
254     2e-71 
WP_102180336.1  elongation factor G [Fischerella thermalis]        
254     2e-71 
WP_070286226.1  MULTISPECIES: elongation factor G [Campylobacter]  
254     2e-71 
EEK69719.1  Elongation factor G 2 [Bacillus cereus MM3]            
254     2e-71 
OGE32777.1  translation elongation factor G [Candidatus Davies...  
253     2e-71 
WP_017035766.1  elongation factor G [Vibrio genomosp. F10]         
254     2e-71 
WP_047380866.1  MULTISPECIES: elongation factor G [Cetobacterium]  
254     2e-71 
WP_045634430.1  MULTISPECIES: elongation factor G [Streptococcus]  
254     2e-71 
WP_107793179.1  elongation factor G [Campylobacter concisus]       
254     2e-71 
WP_002788669.1  MULTISPECIES: elongation factor G [Campylobacter]  
254     2e-71 
WP_021137656.1  elongation factor G [Campylobacter jejuni]         
254     2e-71 
WP_009726264.1  elongation factor G [Methylophaga lonarensis]      
254     2e-71 
WP_094325237.1  elongation factor G [Campylobacter avium]          
254     2e-71 
WP_075499254.1  elongation factor G [Campylobacter coli]           
254     2e-71 



WP_076315699.1  MULTISPECIES: elongation factor G [Paenibacillus]  
254     2e-71 
WP_002779472.1  MULTISPECIES: elongation factor G [Campylobacter]  
254     2e-71 
WP_002888146.1  MULTISPECIES: elongation factor G [Campylobacter]  
254     2e-71 
WP_048612295.1  MULTISPECIES: elongation factor G [Vibrio]         
254     2e-71 
WP_017056696.1  MULTISPECIES: elongation factor G [Vibrio]         
254     2e-71 
WP_075440179.1  elongation factor G [Campylobacter coli]           
254     2e-71 
WP_060794071.1  elongation factor G [Campylobacter coli]           
254     2e-71 
WP_058982731.1  elongation factor G [Stenotrophomonas maltophi...  
253     2e-71 
WP_013496670.1  elongation factor G [Thermaerobacter marianensis]  
254     2e-71 
WP_104814208.1  elongation factor G [Kitasatospora sp. MMS16-B...  
253     2e-71 
WP_090038778.1  GTP-binding protein [Clostridium frigidicarnis]    
253     2e-71 
WP_099364818.1  elongation factor G [Bacillus onubensis]           
254     2e-71 
WP_095301353.1  elongation factor G [Bacillus sp. 7586-K]          
254     2e-71 
WP_021090828.1  elongation factor G [Campylobacter concisus]       
254     2e-71 
1FNM_A  Chain A, STRUCTURE OF THERMUS THERMOPHILUS EF-G H573A      
254     2e-71 
WP_015016434.1  elongation factor G [Campylobacter jejuni]         
254     2e-71 
CUQ81810.1  Tetracycline resistance protein tetM [[Eubacterium...  
257     2e-71 
WP_049495285.1  elongation factor G [Streptococcus pseudopneum...  
254     2e-71 
WP_085148194.1  elongation factor G [Candidatus Pelagibacter s...  
254     2e-71 
ORI08667.1  elongation factor G [Campylobacter concisus]           
254     2e-71 
WP_092871023.1  GTP-binding protein [Acetitomaculum ruminis]       
257     2e-71 
WP_069994188.1  elongation factor G [Staphylococcus saprophyti...  
254     2e-71 
WP_065576732.1  elongation factor G [Vibrio genomosp. F10]         
254     2e-71 
WP_063181721.1  GTP-binding protein [Bhargavaea cecembensis]       
253     2e-71 
WP_071027939.1  elongation factor G [Peptoniphilus sp. KHD4]       
254     2e-71 
KEF42352.1  elongation factor G [Cyanobium sp. CACIAM 14]          
254     2e-71 
WP_025869855.1  MULTISPECIES: elongation factor G [Enterococcus]   
254     2e-71 



OLD83814.1  translation elongation factor G [Chloroflexi bacte...  
254     2e-71 
WP_014516949.1  elongation factor G [Campylobacter jejuni]         
254     2e-71 
CDC02792.1  elongation factor G [Eubacterium sp. CAG:202]          
254     2e-71 
WP_062201135.1  elongation factor G [Streptococcus sp. DD04]       
254     2e-71 
WP_026786433.1  MULTISPECIES: elongation factor G [Planktothrix]   
254     2e-71 
WP_025168770.1  elongation factor G [Streptococcus peroris]        
254     2e-71 
WP_042493691.1  elongation factor G [Weissella hellenica]          
254     2e-71 
WP_059167460.1  elongation factor G [Campylobacter jejuni]         
254     2e-71 
WP_087023977.1  elongation factor G [Thaumasiovibrio subtropicus]  
254     2e-71 
WP_060461905.1  GTP-binding protein [Lactobacillus crispatus]      
253     2e-71 
WP_055286271.1  GTP-binding protein [[Eubacterium] eligens]        
257     2e-71 
WP_074365396.1  GTP-binding protein [Clostridium sp. N3C]          
257     2e-71 
WP_087578605.1  elongation factor G [Campylobacter concisus]       
254     2e-71 
APU71244.1  hypothetical protein BI355_0925 [Lactobacillus cru...  
253     2e-71 
WP_091351167.1  elongation factor G [Anaerobranca gottschalkii]    
254     2e-71 
WP_039611345.1  elongation factor G [Pseudoalteromonas luteovi...  
254     2e-71 
WP_034551700.1  elongation factor G [Carnobacterium funditum]      
254     2e-71 
OGH91849.1  translation elongation factor G [Candidatus Magasa...  
254     2e-71 
WP_026623979.1  GTP-binding protein [Eggerthia catenaformis]       
256     2e-71 
WP_084231603.1  elongation factor G [Peptoniphilus asaccharoly...  
253     2e-71 
3IZP_E  Chain E, Conformation Of Ef-G During Translocation         
253     2e-71 
WP_007410399.1  MULTISPECIES: elongation factor G [Bacillus]       
254     2e-71 
WP_020917479.1  MULTISPECIES: elongation factor G [Streptococcus]  
254     2e-71 
WP_065438820.1  GTP-binding protein [Bifidobacterium pseudocat...  
253     2e-71 
WP_054387161.1  elongation factor G [Streptococcus pneumoniae]     
254     2e-71 
WP_023024498.1  elongation factor G [Streptococcus sp. I-P16]      
254     2e-71 
WP_087449157.1  GTP-binding protein [Lactobacillus salivarius]     
252     2e-71 



WP_009731747.1  elongation factor G [Streptococcus sp. F0442]      
254     2e-71 
WP_066267946.1  elongation factor G [Bacillus acidicola]           
253     2e-71 
WP_072235689.1  elongation factor G [Campylobacter coli]           
253     2e-71 
WP_070310361.1  elongation factor G [Campylobacter jejuni]         
253     2e-71 
EEL90000.1  Elongation factor G 2 [Bacillus cereus AH1272]         
254     2e-71 
KGG79789.1  elongation factor G [Caloranaerobacter azorensis H...  
253     2e-71 
WP_019819832.1  MULTISPECIES: elongation factor G [Vibrio]         
254     2e-71 
SCI37962.1  Elongation factor G [uncultured Flavonifractor sp.]    
257     2e-71 
WP_046442670.1  elongation factor G [Catabacter hongkongensis]     
253     2e-71 
WP_003156450.1  elongation factor G [Bacillus velezensis]          
253     2e-71 
WP_084803765.1  elongation factor G [Bradyrhizobium sp. NAS80.1]   
253     2e-71 
WP_106904638.1  GTP-binding protein [Lactobacillus plantarum]      
253     2e-71 
WP_017629642.1  elongation factor G [Vibrio gigantis]              
254     2e-71 
WP_046005822.1  elongation factor G [Pseudoalteromonas rubra]      
254     2e-71 
WP_091189528.1  GTP-binding protein [Paenibacillus catalpae]       
253     2e-71 
WP_048733566.1  GTP-binding protein [Lactobacillus koreensis]      
253     2e-71 
4MYU_A  Chain A, Crystal Structure Of Elongation Factor G Muta...  
253     2e-71 
WP_075977314.1  elongation factor G [Actinokineospora bangkoke...  
254     2e-71 
WP_068715991.1  elongation factor G [Orenia metallireducens]       
253     2e-71 
WP_031503257.1  elongation factor G [Pseudothermotoga hypogea]     
253     2e-71 
OGP97989.1  translation elongation factor G [Deltaproteobacter...  
253     2e-71 
WP_106348931.1  elongation factor G [Antricoccus suffuscus]        
254     2e-71 
WP_087579882.1  elongation factor G [Campylobacter concisus]       
253     2e-71 
WP_084040680.1  elongation factor G [Campylobacter concisus]       
253     2e-71 
WP_026731491.1  elongation factor G [Fischerella sp. PCC 9605]     
253     2e-71 
ATX83338.1  elongation factor G [Bacillus velezensis]              
253     2e-71 
WP_082307260.1  elongation factor G [Streptococcus gordonii]       
253     2e-71 



WP_098917209.1  elongation factor G [Bacillus pseudomycoides]      
253     2e-71 
KRN23882.1  elongation factor EF2 [Lactobacillus similis DSM 2...  
253     2e-71 
WP_107896344.1  GTP-binding protein [Lysinibacillus mangiferih...  
252     2e-71 
EEK80974.1  Elongation factor G 2 [Bacillus cereus R309803]        
254     2e-71 
WP_029584565.1  elongation factor G [Bradyrhizobium sp. URHD0069]  
253     2e-71 
SCJ38971.1  Tetracycline resistance protein tetM [uncultured E...  
257     2e-71 
WP_040953128.1  elongation factor G [Gorillibacterium massilie...  
253     2e-71 
WP_068556780.1  elongation factor G [Thermotalea metallivorans]    
253     2e-71 
WP_077959294.1  GTP-binding protein [Lactobacillus gasseri]        
252     2e-71 
WP_107523267.1  elongation factor G [Staphylococcus chromogenes]   
253     2e-71 
WP_107788972.1  elongation factor G [Campylobacter concisus]       
253     2e-71 
WP_020816094.1  GTP-binding protein [[Clostridium] papyrosolvens]  
257     2e-71 
WP_076540504.1  elongation factor G [Shewanella sp. UCD-KL21]      
253     2e-71 
WP_085558996.1  elongation factor G [Carnobacterium iners]         
253     2e-71 
WP_066066399.1  elongation factor G [Candidatus Desulfofervidu...  
253     2e-71 
WP_085492754.1  GTP-binding protein [Paenibacillus aquistagni]     
253     2e-71 
WP_035288968.1  GTP-binding protein [Clostridium sp. KNHs214]      
253     2e-71 
PLX25714.1  elongation factor G [Candidatus Parcubacteria bact...  
253     2e-71 
KJS32633.1  elongation factor G [Desulfatitalea sp. BRH_c12]       
253     2e-71 
WP_034785410.1  GTP-binding protein [Eubacterium xylanophilum]     
257     2e-71 
WP_005258137.1  MULTISPECIES: elongation factor G [Rhodococcus]    
254     2e-71 
WP_085657556.1  elongation factor G [Campylobacter concisus]       
253     2e-71 
WP_084886809.1  elongation factor G [Vibrio sp. qd031]             
253     2e-71 
WP_008497423.1  elongation factor G [Planococcus halocryophilus]   
253     2e-71 
WP_021252462.1  MULTISPECIES: elongation factor G [Paenibacillus]  
253     2e-71 
OGM21318.1  translation elongation factor G [Candidatus Woeseb...  
253     2e-71 
PJA84140.1  elongation factor G [Candidatus Nealsonbacteria ba...  
254     2e-71 



WP_013977664.1  GTP-binding protein [Clostridium sp. SY8519]       
258     2e-71 
KKR55630.1  Elongation factor G, partial [Candidatus Curtissba...  
252     2e-71 
OGW88111.1  translation elongation factor G [Omnitrophica bact...  
254     2e-71 
WP_036835587.1  elongation factor G [Pontibacillus litoralis]      
253     2e-71 
WP_026824828.1  elongation factor G [Exiguobacterium marinum]      
253     2e-71 
WP_002912722.1  elongation factor G [Campylobacter jejuni]         
253     2e-71 
WP_007475267.1  elongation factor G [Caminibacter mediatlanticus]  
253     2e-71 
WP_107646074.1  GTP-binding protein [Bifidobacterium adolescen...  
253     2e-71 
KKU12456.1  Elongation factor G, partial [Candidatus Azambacte...  
253     2e-71 
OGX31513.1  translation elongation factor G [Omnitrophica WOR_...  
253     2e-71 
WP_028588273.1  elongation factor G [Desulfocurvus vexinensis]     
253     2e-71 
WP_077059563.1  elongation factor G [Streptomyces sp. MP131-18]    
254     2e-71 
WP_091190697.1  elongation factor G [Paenibacillus catalpae]       
253     2e-71 
WP_096657893.1  elongation factor G [Calothrix parasitica]         
253     2e-71 
WP_059110443.1  elongation factor G [Campylobacter coli]           
253     2e-71 
WP_072700414.1  GTP-binding protein [Butyrivibrio hungatei]        
257     2e-71 
WP_017768900.1  MULTISPECIES: elongation factor G [Streptococcus]  
253     2e-71 
WP_014516708.1  MULTISPECIES: elongation factor G [Campylobacter]  
253     2e-71 
WP_101515081.1  GTP-binding protein [Clostridium botulinum]        
252     2e-71 
WP_029816480.1  elongation factor G [Vibrio parahaemolyticus]      
253     2e-71 
WP_039725069.1  elongation factor G [Lyngbya confervoides]         
253     2e-71 
WP_071975969.1  GTP-binding protein [Bacillus obstructivus]        
252     2e-71 
WP_084588754.1  elongation factor G [Streptococcus pneumoniae]     
253     2e-71 
OUV01792.1  elongation factor G [Acidimicrobiaceae bacterium T...  
253     2e-71 
WP_065528392.1  elongation factor G [Planococcus halocryophilus]   
253     2e-71 
2J7K_A  Chain A, Crystal Structure Of The T84a Mutant Ef-G:gdp...  
253     2e-71 
WP_031537190.1  GTP-binding protein [Bacillus sp. MB2021]          
252     2e-71 



WP_063371444.1  elongation factor G [Pseudoalteromonas luteovi...  
253     2e-71 
WP_032592207.1  elongation factor G [Campylobacter jejuni]         
253     2e-71 
WP_058016031.1  GTP-binding protein [Clostridium sporogenes]       
252     2e-71 
WP_013861986.1  elongation factor G [Microlunatus phosphovorus]    
253     2e-71 
WP_073997420.1  elongation factor G [Anaerococcus sp. Marseill...  
253     2e-71 
WP_044413371.1  elongation factor G [Rhodopseudomonas palustris]   
253     2e-71 
WP_072540309.1  GTP-binding protein [Lactobacillus plantarum]      
253     2e-71 
WP_066301541.1  elongation factor G [Bacillus sp. FJAT-29937]      
253     2e-71 
WP_075438389.1  elongation factor G [Campylobacter coli]           
253     2e-71 
WP_075516906.1  elongation factor G [Moorella thermoacetica]       
253     2e-71 
KRK43966.1  translation elongation factor (GTPase) [Lactobacil...  
253     2e-71 
WP_048605637.1  MULTISPECIES: elongation factor G [Vibrio]         
253     2e-71 
WP_004801076.1  GTP-binding protein [Eggerthia catenaformis]       
256     2e-71 
WP_055331316.1  GTP-binding protein [Paeniclostridium sordellii]   
253     2e-71 
WP_045964730.1  elongation factor G [Pseudoalteromonas piscicida]  
253     2e-71 
WP_017003174.1  elongation factor G [Enterovibrio norvegicus]      
253     2e-71 
WP_023051097.1  elongation factor G [Cetobacterium somerae]        
253     2e-71 
WP_006597107.1  elongation factor G [Streptococcus australis]      
253     2e-71 
WP_106267321.1  MULTISPECIES: elongation factor G [Isoptericola]   
253     2e-71 
CDB41834.1  elongation factor G [Ruminococcus sp. CAG:177]         
253     2e-71 
WP_102423091.1  elongation factor G [Vibrio sp. 10N.261.52.A1]     
253     2e-71 
WP_017058825.1  MULTISPECIES: elongation factor G [Vibrio]         
253     2e-71 
WP_006269211.1  elongation factor G [Streptococcus constellatus]   
253     3e-71 
OUM90565.1  translation elongation factor G [Caldibacillus deb...  
253     3e-71 
WP_035433719.1  MULTISPECIES: elongation factor G [Bacillus]       
253     3e-71 
WP_085381719.1  GTP-binding protein [Bifidobacterium adolescen...  
253     3e-71 
WP_004219610.1  GTP-binding protein [Bifidobacterium pseudocat...  
253     3e-71 



WP_009474623.1  MULTISPECIES: elongation factor G [Rhodococcus]    
253     3e-71 
WP_014514871.1  elongation factor G [Thermus sp. CCB_US3_UF1]      
253     3e-71 
WP_024027562.1  GTP-binding protein [Bacillus vireti]              
252     3e-71 
CNJ14268.1  tetracycline resistance protein TetM [Streptococcu...  
236     3e-71 
WP_107698475.1  elongation factor G [Campylobacter concisus]       
253     3e-71 
WP_098262645.1  GTP-binding protein [Bacillus sp. AFS006103]       
252     3e-71 
WP_105923455.1  GTP-binding protein [Lactobacillus pentosus]       
253     3e-71 
WP_038836141.1  elongation factor G [Campylobacter coli]           
253     3e-71 
OAI42641.1  elongation factor G [Verrucomicrobia bacterium SCG...  
254     3e-71 
WP_087584812.1  elongation factor G [Campylobacter concisus]       
253     3e-71 
WP_048570056.1  elongation factor G [Clostridium cylindrosporum]   
253     3e-71 
CPR56879.1  Protein translation elongation factor G (EF-G) [Ch...  
252     3e-71 
WP_102341921.1  elongation factor G [Lactomassilus timonensis]     
253     3e-71 
WP_038638964.1  elongation factor G [Pseudoalteromonas piratica]   
253     3e-71 
WP_097849711.1  elongation factor G [Bacillus pseudomycoides]      
253     3e-71 
WP_100400587.1  elongation factor G [Bacillus sp. FJAT-44742]      
253     3e-71 
WP_027889347.1  elongation factor G [Megamonas hypermegale]        
253     3e-71 
WP_068225892.1  GTP-binding protein [Lactobacillus backii]         
253     3e-71 
WP_026079934.1  elongation factor G [Spirulina subsalsa]           
253     3e-71 
WP_025366241.1  GTP-binding protein [Paenibacillus polymyxa]       
252     3e-71 
WP_069937431.1  elongation factor G [Domibacillus iocasae]         
253     3e-71 
WP_055737799.1  elongation factor G [Bacillus shackletonii]        
253     3e-71 
WP_040108420.1  GTP-binding protein [Clostridium botulinum]        
252     3e-71 
WP_023400238.1  elongation factor G [Pseudoalteromonas luteovi...  
253     3e-71 
WP_069988515.1  GTP-binding protein [Massilioclostridium coli]     
257     3e-71 
OGP16054.1  translation elongation factor G [Deltaproteobacter...  
253     3e-71 
SCN23737.1  Tetracycline resistance protein TetO [Clostridium ...  
257     3e-71 



WP_061754072.1  elongation factor G [Streptococcus pneumoniae]     
253     3e-71 
WP_048792369.1  elongation factor G [Staphylococcus saprophyti...  
253     3e-71 
PIR71737.1  elongation factor G [Candidatus Nealsonbacteria ba...  
253     3e-71 
WP_105985710.1  elongation factor G [Staphylococcus chromogenes]   
253     3e-71 
WP_071350900.1  GTP-binding protein [Bacillus sp. MUM 13]          
252     3e-71 
WP_054520521.1  elongation factor G [Thermanaerothrix daxensis]    
253     3e-71 
WP_037572918.1  elongation factor G [Staphylococcus chromogenes]   
253     3e-71 
WP_061906081.1  GTP-binding protein [Clostridium sporogenes]       
252     3e-71 
WP_041501327.1  elongation factor G [Lactobacillus heilongjian...  
253     3e-71 
WP_106240562.1  elongation factor G [Pleurocapsa sp. CCALA 161]    
253     3e-71 
WP_090833517.1  MULTISPECIES: elongation factor G [Bacillus]       
253     3e-71 
WP_050633924.1  MULTISPECIES: elongation factor G [Vibrio]         
253     3e-71 
WP_053830004.1  elongation factor G [Helicobacter heilmannii]      
253     3e-71 
WP_033677182.1  elongation factor G [Bacillus gaemokensis]         
253     3e-71 
WP_057866805.1  GTP-binding protein [Lactobacillus crustorum]      
252     3e-71 
WP_086349653.1  elongation factor G [Enterococcus sp. 9E7_DIV0...  
253     3e-71 
WP_094833971.1  elongation factor G [Bacillaceae bacterium SAS...  
253     3e-71 
WP_088789748.1  elongation factor G [Streptococcus pneumoniae]     
253     3e-71 
WP_052045301.1  elongation factor G [Caloranaerobacter azorensis]  
253     3e-71 
WP_064666775.1  elongation factor G [Pseudoalteromonas prydzen...  
253     3e-71 
WP_100486451.1  elongation factor G [Sporolactobacillus pectin...  
253     3e-71 
WP_072594869.1  elongation factor G [Campylobacter concisus]       
253     3e-71 
WP_030427390.1  elongation factor G [Allokutzneria albata]         
253     3e-71 
WP_053597966.1  GTP-binding protein [Bacillus sp. FJAT-18017]      
252     3e-71 
WP_066067323.1  elongation factor G [[Clostridium] paradoxum]      
253     3e-71 
WP_012311095.1  elongation factor G [Thermotoga sp. RQ2]           
253     3e-71 
WP_107543886.1  elongation factor G [Staphylococcus simulans]      
253     3e-71 



WP_003070974.1  MULTISPECIES: elongation factor G [Streptococcus]  
253     3e-71 
WP_099460289.1  GTP-binding protein [Lactobacillus salivarius]     
252     3e-71 
OQX73336.1  elongation factor G [Campylobacteraceae bacterium ...  
253     3e-71 
WP_066399772.1  elongation factor G [Bacillus horneckiae]          
253     3e-71 
WP_041072014.1  elongation factor G [Bacillus sp. OxB-1]           
253     3e-71 
OGD64112.1  translation elongation factor G [Candidatus Berkel...  
253     3e-71 
EFX40038.1  translation elongation factor G [Streptococcus per...  
254     3e-71 
WP_039043317.1  elongation factor G [Sporosarcina sp. ZBG7A]       
253     3e-71 
WP_017315324.1  elongation factor G [Mastigocladopsis repens]      
253     3e-71 
WP_070299952.1  elongation factor G [Campylobacter jejuni]         
253     3e-71 
WP_091712835.1  elongation factor G [Methylophaga sulfidovorans]   
253     3e-71 
WP_084971853.1  elongation factor G [Streptococcus oralis]         
253     3e-71 
OGV08888.1  translation elongation factor G [Ignavibacteria ba...  
253     3e-71 
WP_059107363.1  elongation factor G [Staphylococcus auricularis]   
253     3e-71 
WP_050221618.1  elongation factor G [Streptococcus pneumoniae]     
253     3e-71 
OCW79078.1  elongation factor G [Pelagibacteraceae bacterium G...  
253     3e-71 
WP_105126475.1  elongation factor G [Streptococcus suis]           
253     3e-71 
WP_088491087.1  elongation factor G [Saccharibacillus sp. O23]     
253     3e-71 
WP_003351430.1  elongation factor G [Bacillus methanolicus]        
253     3e-71 
WP_069875985.1  GTP-binding protein [Fusibacter sp. 3D3]           
257     3e-71 
PIU08838.1  elongation factor G [Candidatus Moranbacteria bact...  
253     3e-71 
OQX88415.1  elongation factor G [Candidatus Omnitrophica bacte...  
253     3e-71 
WP_099099762.1  elongation factor G [Nostoc sp. 'Peltigera mal...  
253     3e-71 
WP_079546909.1  elongation factor G [Christensenella massilien...  
253     3e-71 
WP_102991327.1  elongation factor G [Laceyella sp. FBKL4.010]      
253     3e-71 
WP_086746069.1  elongation factor G [Pseudoalteromonas ulvae]      
253     3e-71 
WP_043721502.1  elongation factor G [Kutzneria sp. 744]            
253     3e-71 



WP_056967763.1  GTP-binding protein [Lactobacillus paralimenta...  
252     3e-71 
WP_025649133.1  GTP-binding protein [Clostridium perfringens]      
252     3e-71 
WP_070466788.1  MULTISPECIES: elongation factor G [Aerococcus]     
253     3e-71 
KKT06370.1  Elongation factor G [Parcubacteria group bacterium...  
253     3e-71 
WP_044765841.1  elongation factor G [Streptococcus suis]           
253     3e-71 
WP_075496205.1  elongation factor G [Campylobacter coli]           
253     3e-71 
WP_061295623.1  GTP-binding protein [Clostridium botulinum]        
252     3e-71 
WP_073007701.1  GTP-binding protein [Clostridium amylolyticum]     
257     3e-71 
WP_023353785.1  GTP-binding protein [Catonella morbi]              
256     3e-71 
WP_010761694.1  elongation factor G [Enterococcus haemoperoxidus]  
253     3e-71 
WP_070684312.1  elongation factor G [Staphylococcus sp. HMSC05...  
253     3e-71 
OLE52404.1  translation elongation factor G [Acidobacteria bac...  
253     3e-71 
WP_040209029.1  MULTISPECIES: GTP-binding protein [Bacillus]       
252     3e-71 
WP_028773858.1  elongation factor G [Shewanella waksmanii]         
253     3e-71 
WP_002481336.1  MULTISPECIES: elongation factor G [Staphylococ...  
253     3e-71 
OOX94452.1  translation elongation factor G [Campylobacter coli]   
253     3e-71 
PJE76032.1  elongation factor G [Candidatus Uhrbacteria bacter...  
253     3e-71 
WP_098034820.1  MULTISPECIES: GTP-binding protein [Lactobacillus]  
251     3e-71 
WP_042394861.1  MULTISPECIES: GTP-binding protein [Clostridium]    
252     3e-71 
CDB27238.1  putative translation elongation factor G [Oscillib...  
256     4e-71 
WP_049476300.1  elongation factor G [Streptococcus intermedius]    
253     4e-71 
OCW78413.1  elongation factor G [Pelagibacteraceae bacterium G...  
253     4e-71 
WP_002902612.1  elongation factor G [Campylobacter jejuni]         
253     4e-71 
OGY21926.1  translation elongation factor G [Candidatus Woykeb...  
253     4e-71 
OGD25259.1  translation elongation factor G [Candidatus Azamba...  
253     4e-71 
WP_107604679.1  elongation factor G [Staphylococcus simulans]      
253     4e-71 
WP_023027302.1  elongation factor G [Streptococcus sp. I-G2]       
253     4e-71 



WP_091499758.1  elongation factor G [Amphibacillus marinus]        
253     4e-71 
WP_087576841.1  elongation factor G [Campylobacter concisus]       
253     4e-71 
WP_023929237.1  elongation factor G [Helicobacter canis]           
253     4e-71 
KKT52920.1  Elongation factor G [candidate division Kazan bact...  
253     4e-71 
WP_074427544.1  elongation factor G [Weissella hellenica]          
253     4e-71 
WP_022133117.1  GTP-binding protein [Negativibacillus massilie...  
252     4e-71 
WP_103576751.1  elongation factor G [Campylobacter concisus]       
253     4e-71 
WP_011590618.1  GTP-binding protein [Clostridium perfringens]      
252     4e-71 
WP_076248298.1  GTP-binding protein [Paenibacillus sp. FSL H8-...  
252     4e-71 
WP_062520336.1  elongation factor G [Paenibacillus jilunlii]       
253     4e-71 
OUX06207.1  elongation factor G [Flavobacteriales bacterium TM...  
253     4e-71 
WP_025015532.1  GTP-binding protein [Lactobacillus kitasatonis]    
251     4e-71 
WP_055680228.1  GTP-binding protein [Bifidobacterium adolescen...  
252     4e-71 
WP_009249298.1  GTP-binding protein [Lachnospiraceae bacterium...  
256     4e-71 
WP_027121844.1  elongation factor G [Mycoplasma imitans]           
253     4e-71 
WP_008808227.1  MULTISPECIES: elongation factor G [Streptococcus]  
253     4e-71 
WP_006172308.1  elongation factor G [Synechococcus sp. WH 5701]    
253     4e-71 
WP_072233564.1  elongation factor G [Campylobacter coli]           
253     4e-71 
WP_052784768.1  elongation factor G [Campylobacter coli]           
253     4e-71 
SHE50703.1  small GTP-binding protein domain-containing protei...  
244     4e-71 
WP_020427073.1  MULTISPECIES: elongation factor G [Paenibacill...  
253     4e-71 
WP_098462744.1  elongation factor G [Isoptericola jiangsuensis]    
253     4e-71 
WP_047017551.1  elongation factor G [Streptomyces sp. CNQ-509]     
253     4e-71 
KIM01911.1  GTP-binding protein [Bifidobacterium adolescentis]     
252     4e-71 
OGJ50629.1  translation elongation factor G [Candidatus Peregr...  
253     4e-71 
AMS07852.1  elongation factor G [Lactobacillus oris]               
252     4e-71 
WP_091847160.1  elongation factor G [Bifidobacterium commune]      
253     4e-71 



WP_087358550.1  GTP-binding protein [Massiliomicrobiota timone...  
256     4e-71 
WP_002270330.1  elongation factor G [Streptococcus mutans]         
253     4e-71 
WP_017718048.1  elongation factor G [Oscillatoria sp. PCC 10802]   
253     4e-71 
WP_028339317.1  elongation factor G [Bradyrhizobium elkanii]       
253     4e-71 
WP_061296664.1  GTP-binding protein [Herbidospora cretacea]        
250     4e-71 
WP_026797907.1  MULTISPECIES: elongation factor G [Planktothrix]   
253     4e-71 
OUV52511.1  elongation factor G [Actinomycetales bacterium TME...  
253     4e-71 
WP_027185835.1  elongation factor G [Desulfovibrio inopinatus]     
253     4e-71 
WP_044428641.1  GTP-binding protein [Lactobacillus plantarum]      
252     4e-71 
OIO08593.1  translation elongation factor G [Candidatus Falkow...  
253     4e-71 
WP_058840389.1  elongation factor G [Bacillus sp. G3(2015)]        
253     4e-71 
WP_085392909.1  GTP-binding protein [Bifidobacterium adolescen...  
252     4e-71 
WP_059108824.1  elongation factor G [Catabacter hongkongensis]     
253     4e-71 
WP_061855461.1  MULTISPECIES: elongation factor G [Staphylococ...  
253     4e-71 
WP_017242553.1  elongation factor G [Vibrio breoganii]             
253     4e-71 
WP_045516547.1  elongation factor G [Bacillus niacini]             
253     4e-71 
WP_014451931.1  elongation factor G [Fervidobacterium pennivor...  
253     4e-71 
WP_074350999.1  elongation factor G [Proteiniborus sp. DW1]        
253     4e-71 
WP_056467398.1  elongation factor G [Bacillus sp. FJAT-25509]      
253     4e-71 
WP_019508352.1  elongation factor G [Pleurocapsa sp. PCC 7319]     
253     4e-71 
WP_100077816.1  elongation factor G [Pediococcus damnosus]         
253     4e-71 
AVP62348.1  elongation factor G [Clostridium botulinum]            
252     4e-71 
WP_104977679.1  elongation factor G [Sorangium cellulosum]         
253     4e-71 
WP_010770616.1  elongation factor G [Enterococcus caccae]          
253     4e-71 
WP_106257756.1  elongation factor G [Leptolyngbya frigida]         
253     4e-71 
WP_002780804.1  MULTISPECIES: elongation factor G [Campylobacter]  
253     4e-71 
WP_105960937.1  GTP-binding protein [Lactobacillus pentosus]       
252     4e-71 



WP_026567234.1  GTP-binding protein [Bacillus sp. UNC41MFS5]       
252     4e-71 
WP_002907926.1  elongation factor G [Streptococcus sanguinis]      
253     4e-71 
KIE50096.1  elongation factor G [marine actinobacterium MedAci...  
253     4e-71 
WP_009617604.1  elongation factor G [Desulfosporosinus sp. OT]     
253     4e-71 
WP_005591660.1  elongation factor G [Streptococcus cristatus]      
253     4e-71 
KKS96536.1  Elongation factor G [Candidatus Giovannonibacteria...  
253     4e-71 
WP_088412308.1  elongation factor G [Bacillus velezensis]          
253     4e-71 
OGH20388.1  translation elongation factor G [Candidatus Levyba...  
253     4e-71 
SCJ05046.1  Tetracycline resistance protein tetM [uncultured C...  
252     4e-71 
WP_061908706.1  elongation factor G [Streptococcus cristatus]      
253     4e-71 
WP_002850108.1  elongation factor G [Campylobacter fetus]          
253     4e-71 
EKD33072.1  hypothetical protein ACD_76C00094G0003 [uncultured...  
253     4e-71 
WP_103640703.1  elongation factor G [Campylobacter concisus]       
253     4e-71 
WP_103082777.1  GTP-binding protein [[Clostridium] thermosucci...  
256     4e-71 
WP_102196923.1  GTP-binding protein [Lactobacillus sp. SYF10-1a]   
252     4e-71 
WP_019190852.1  MULTISPECIES: elongation factor G [Firmicutes]     
253     4e-71 
KUO61924.1  elongation factor G [Gracilibacter sp. BRH_c7a]        
251     4e-71 
KKT38648.1  Elongation factor G [Candidatus Gottesmanbacteria ...  
253     4e-71 
WP_090016930.1  GTP-binding protein [Lachnospiraceae bacterium...  
257     4e-71 
WP_063606025.1  elongation factor G [Vibrio barjaei]               
253     4e-71 
WP_107541522.1  elongation factor G [Staphylococcus xylosus]       
253     4e-71 
PIR73202.1  elongation factor G [Candidatus Moranbacteria bact...  
253     4e-71 
WP_102284761.1  elongation factor G [Vibrio lentus]                
253     4e-71 
WP_035020884.1  elongation factor G [Carnobacterium sp. WN1374]    
253     4e-71 
WP_065175697.1  elongation factor G [Stenotrophomonas maltophi...  
252     5e-71 
WP_002699433.1  elongation factor G [Treponema phagedenis]         
252     5e-71 
WP_011318126.1  elongation factor G [Trichormus variabilis]        
253     5e-71 



EFV99831.1  translation elongation factor G [Streptococcus aus...  
253     5e-71 
WP_068963099.1  elongation factor G [Desulfosporosinus sp. BG]     
253     5e-71 
WP_023558744.1  elongation factor G [Brevibacillus panacihumi]     
253     5e-71 
WP_004395904.1  elongation factor G [Vibrio metschnikovii]         
253     5e-71 
WP_098862512.1  elongation factor G [Bacillus sp. AFS053548]       
253     5e-71 
KKQ70085.1  Elongation factor G [Candidatus Shapirobacteria ba...  
253     5e-71 
WP_073022427.1  GTP-binding protein [Clostridium intestinale]      
251     5e-71 
WP_010268957.1  elongation factor G [Corynebacterium bovis]        
253     5e-71 
WP_065440599.1  GTP-binding protein [Bifidobacterium pseudocat...  
252     5e-71 
WP_065540596.1  MULTISPECIES: GTP-binding protein [Blautia]        
256     5e-71 
OGE78260.1  translation elongation factor G [Candidatus Doudna...  
253     5e-71 
WP_017028876.1  elongation factor G [Vibrio breoganii]             
253     5e-71 
WP_003474778.1  GTP-binding protein [Clostridium perfringens]      
251     5e-71 
WP_085280077.1  GTP-binding protein [Clostridium botulinum]        
251     5e-71 
WP_088429180.1  elongation factor G [Halomicronema hongdechloris]  
253     5e-71 
WP_027554151.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
253     5e-71 
WP_035399359.1  elongation factor G [Exiguobacterium sp. OS-77]    
251     5e-71 
WP_044677676.1  elongation factor G [Streptococcus suis]           
253     5e-71 
WP_014372959.1  elongation factor G [Melissococcus plutonius]      
253     5e-71 
WP_091752408.1  elongation factor G [Propionispora vibrioides]     
253     5e-71 
OGE32266.1  translation elongation factor G [Candidatus Davies...  
251     5e-71 
WP_106421105.1  elongation factor G [Staphylococcus simulans]      
253     5e-71 
WP_013773175.1  elongation factor G [Melissococcus plutonius]      
253     5e-71 
WP_072685389.1  elongation factor G [Holdemania sp. Marseille-...  
253     5e-71 
OGT92554.1  translation elongation factor G [Gemmatimonadetes ...  
253     5e-71 
WP_102124596.1  GTP-binding protein [Lactobacillus plantarum]      
252     5e-71 
WP_077453910.1  MULTISPECIES: elongation factor G [Enterococcus]   
253     5e-71 



WP_042152460.1  elongation factor G [Planktothrix agardhii]        
253     5e-71 
WP_003003071.1  MULTISPECIES: elongation factor G [Streptococcus]  
253     5e-71 
KXT86849.1  Translation elongation factor G [Streptococcus par...  
253     5e-71 
WP_003074701.1  MULTISPECIES: elongation factor G [Streptococcus]  
253     5e-71 
WP_095842292.1  GTP-binding protein [Lactobacillus salivarius]     
251     5e-71 
WP_019774991.1  elongation factor G [Streptococcus sobrinus]       
253     5e-71 
WP_044482525.1  elongation factor G [Paenibacillus antibiotico...  
253     5e-71 
CCZ53164.1  small GTP-binding protein domain [Clostridium sp. ...  
256     5e-71 
WP_028303818.1  elongation factor G [Oceanospirillum maris]        
253     5e-71 
WP_011994301.1  elongation factor G [Fervidobacterium nodosum]     
252     5e-71 
WP_020807260.1  GTP-binding protein [Lactobacillus gasseri]        
251     5e-71 
WP_076175560.1  GTP-binding protein [Clostridium botulinum]        
251     5e-71 
WP_025387078.1  MULTISPECIES: elongation factor G [Corynebacte...  
253     5e-71 
WP_028949098.1  elongation factor G [Synechocystis sp. PCC 6714]   
253     5e-71 
WP_049489304.1  elongation factor G [Streptococcus parasanguinis]  
252     5e-71 
WP_094050632.1  MULTISPECIES: elongation factor G [Cohnella]       
252     5e-71 
WP_014185997.1  GTP-binding protein [Desulfosporosinus orientis]   
256     5e-71 
AMP50241.1  elongation factor G, domain IV [uncultured bacterium]  
242     5e-71 
WP_084877396.1  elongation factor G [Streptococcus oralis]         
252     5e-71 
WP_012664234.1  elongation factor G [Staphylococcus carnosus]      
252     5e-71 
WP_025403594.1  elongation factor G [Corynebacterium falsenii]     
253     5e-71 
WP_040015934.1  elongation factor G [Desulfobacter postgatei]      
252     5e-71 
CDE55990.1  elongation factor G [Clostridium sp. CAG:269]          
252     5e-71 
WP_063204863.1  elongation factor G [Bdellovibrio bacteriovorus]   
253     5e-71 
WP_073712286.1  elongation factor G [Domibacillus mangrovi]        
252     5e-71 
WP_027536821.1  elongation factor G [Bradyrhizobium sp. URHA0002]  
252     5e-71 
EGL98081.1  ribosome protection-type tetracycline resistance r...  
251     5e-71 



WP_057576598.1  GTP-binding protein [Paeniclostridium sordellii]   
252     5e-71 
WP_092190621.1  elongation factor G [Desulfomicrobium norvegicum]  
252     5e-71 
WP_103118067.1  GTP-binding protein [Lysinibacillus sp. YS11]      
251     5e-71 
WP_036187802.1  GTP-binding protein [Lysinibacillus manganicus]    
251     5e-71 
OGO77665.1  translation elongation factor G [Clostridiales bac...  
254     6e-71 
WP_010385001.1  elongation factor G [Pseudoalteromonas rubra]      
252     6e-71 
WP_094349486.1  elongation factor G [Nostoc sp. 'Peltigera mem...  
252     6e-71 
OGF21011.1  translation elongation factor G [Candidatus Falkow...  
252     6e-71 
OIQ00561.1  translation elongation factor G [Candidatus Wirthb...  
252     6e-71 
WP_003028662.1  MULTISPECIES: elongation factor G [Streptococcus]  
252     6e-71 
WP_027771072.1  elongation factor G [Streptomyces sp. CNQ329]      
253     6e-71 
WP_047423155.1  elongation factor G [Bacillus anthracis]           
252     6e-71 
WP_014692622.1  MULTISPECIES: elongation factor G [Actinoplanes]   
251     6e-71 
KKU95892.1  Elongation factor G [Candidatus Gottesmanbacteria ...  
253     6e-71 
WP_011742953.1  GTP-binding protein [Bifidobacterium adolescen...  
251     6e-71 
WP_070758474.1  elongation factor G [Corynebacterium sp. HMSC2...  
253     6e-71 
WP_096379480.1  elongation factor G [Lysobacter enzymogenes]       
252     6e-71 
WP_075864472.1  elongation factor G [Carboxydothermus islandicus]  
252     6e-71 
WP_023599012.1  GTP-binding protein [Lactobacillus johnsonii]      
251     6e-71 
WP_061204989.1  GTP-binding protein [Lactobacillus crispatus]      
251     6e-71 
OGD66091.1  translation elongation factor G [Candidatus Berkel...  
253     6e-71 
WP_031923805.1  elongation factor G [Staphylococcus aureus]        
252     6e-71 
WP_007579829.1  elongation factor G [Pseudoalteromonas sp. BSi...  
252     6e-71 
SCI32276.1  Vegetative protein 19 [uncultured Clostridium sp.]     
252     6e-71 
WP_069278751.1  elongation factor G [Bradyrhizobium elkanii]       
252     6e-71 
PHS32164.1  elongation factor G [Methylophaga sp.]                 
252     6e-71 
WP_024364106.1  GTP-binding protein [Lysinibacillus sphaericus]    
251     6e-71 



WP_015891263.1  GTP-binding protein [Brevibacillus brevis]         
251     6e-71 
WP_078925631.1  elongation factor G [Vibrio cincinnatiensis]       
252     6e-71 
WP_065599698.1  elongation factor G [Vibrio breoganii]             
252     6e-71 
COG93254.1  elongation factor G [Streptococcus pneumoniae]         
253     6e-71 
WP_005252201.1  MULTISPECIES: elongation factor G [Rhodococcus]    
253     6e-71 
WP_040953945.1  elongation factor G [Virgibacillus sp. SK37]       
252     6e-71 
WP_026276090.1  MULTISPECIES: elongation factor G [Streptomyces]   
253     6e-71 
WP_037567135.1  elongation factor G [Streptococcus anginosus]      
252     6e-71 
WP_026335546.1  elongation factor G [Acidobacteriaceae bacteri...  
252     6e-71 
OJJ16882.1  translation elongation factor G [Roseofilum reptot...  
252     6e-71 
WP_052849177.1  elongation factor G [Streptomyces avicenniae]      
253     6e-71 
WP_019768574.1  elongation factor G [Streptococcus sobrinus]       
252     6e-71 
WP_006738928.1  elongation factor G [Streptococcus urinalis]       
252     6e-71 
WP_002712304.1  elongation factor G [Afipia clevelandensis]        
252     6e-71 
KKT28843.1  Elongation factor G [Parcubacteria group bacterium...  
252     6e-71 
AMP50072.1  elongation factor G, domain IV [uncultured bacterium]  
243     6e-71 
WP_015006842.1  MULTISPECIES: elongation factor G [Cycloclasti...  
252     6e-71 
WP_105992166.1  elongation factor G [Staphylococcus chromogenes]   
252     6e-71 
WP_104690681.1  elongation factor G [Helicobacter heilmannii]      
252     6e-71 
WP_009624947.1  GTP-binding protein [Desulfosporosinus sp. OT]     
256     6e-71 
WP_025085026.1  GTP-binding protein [Lactobacillus paralimenta...  
251     6e-71 
WP_007729153.1  GTP-binding protein [Brevibacillus sp. BC25]       
251     6e-71 
WP_010766236.1  elongation factor G [Enterococcus moraviensis]     
252     6e-71 
WP_006245076.1  elongation factor G [Mycobacterium tusciae]        
252     6e-71 
WP_049474640.1  elongation factor G [Streptococcus parasanguinis]  
252     6e-71 
WP_088014607.1  elongation factor G [Bacillus acidiceler]          
252     6e-71 
KKS90154.1  Elongation factor G [Microgenomates group bacteriu...  
253     6e-71 



WP_099080208.1  elongation factor G [Vibrio sp. PID17_43]          
252     6e-71 
WP_102426766.1  elongation factor G [Vibrio breoganii]             
252     6e-71 
PJE68745.1  elongation factor G [Candidatus Shapirobacteria ba...  
253     6e-71 
WP_061320868.1  GTP-binding protein [Clostridium botulinum]        
251     6e-71 
WP_010874145.1  MULTISPECIES: elongation factor G [Synechocystis]  
252     6e-71 
WP_086273290.1  elongation factor G [Enterococcus sp. 8G7_MSG3...  
252     6e-71 
WP_009218305.1  GTP-binding protein [Lachnospiraceae bacterium...  
256     6e-71 
WP_003026447.1  MULTISPECIES: elongation factor G [Streptococcus]  
252     6e-71 
WP_054981439.1  elongation factor G [Pseudoalteromonas sp. P1-9]   
252     6e-71 
KKQ31333.1  Elongation factor G [Candidatus Shapirobacteria ba...  
252     6e-71 
WP_022765010.1  GTP-binding protein [Butyrivibrio sp. XPD2006]     
256     6e-71 
WP_046967036.1  elongation factor G [Luteibacter rhizovicinus]     
252     6e-71 
WP_036350591.1  elongation factor G [Microvirga sp. BSC39]         
252     6e-71 
WP_087531296.1  elongation factor G [Pseudoalteromonas sp. A601]   
252     7e-71 
WP_034287981.1  elongation factor G [Bacillus sp. 72]              
252     7e-71 
WP_094407680.1  elongation factor G [Elstera cyanobacteriorum]     
252     7e-71 
WP_072986233.1  GTP-binding protein [Clostridium cavendishii]      
251     7e-71 
OGT25679.1  translation elongation factor G [Gammaproteobacter...  
252     7e-71 
WP_004227233.1  elongation factor G [Streptococcus criceti]        
252     7e-71 
OQY79343.1  elongation factor G [Ignavibacteriales bacterium U...  
252     7e-71 
SFC68788.1  small GTP-binding protein domain-containing protei...  
251     7e-71 
WP_065209511.1  elongation factor G [Vibrio breoganii]             
252     7e-71 
WP_055678481.1  elongation factor G [Labrenzia alba]               
252     7e-71 
SCJ74497.1  Tetracycline resistance protein tetM from transpos...  
255     7e-71 
WP_095656289.1  GTP-binding protein [Virgibacillus profundi]       
251     7e-71 
WP_008170635.1  elongation factor G [Pseudoalteromonas sp. BSi...  
252     7e-71 
WP_098428740.1  elongation factor G [Bacillus sp. AFS088145]       
252     7e-71 



OIP12915.1  translation elongation factor G [Caldisericum sp. ...  
252     7e-71 
WP_089108435.1  GTP-binding protein [Lactobacillus mixtipabuli]    
251     7e-71 
WP_066086986.1  GTP-binding protein [Bacillus novalis]             
251     7e-71 
WP_069137231.1  GTP-binding protein [Lactobacillus plantarum]      
251     7e-71 
PKO13242.1  elongation factor G [Chloroflexi bacterium HGW-Chl...  
252     7e-71 
ASY51282.1  elongation factor G [Clostridium perfringens]          
251     7e-71 
WP_035794855.1  GTP-binding protein [Butyrivibrio sp. WCD3002]     
256     7e-71 
WP_070888825.1  elongation factor G [Streptococcus sp. HMSC34B10]  
252     7e-71 
WP_057032889.1  elongation factor G [Campylobacter jejuni]         
252     7e-71 
WP_108030281.1  GTP-binding protein [Lysinibacillus tabacifolii]   
251     7e-71 
WP_003477672.1  GTP-binding protein [Clostridium perfringens]      
251     7e-71 
OGZ18768.1  translation elongation factor G [Candidatus Nealso...  
252     7e-71 
WP_069641180.1  elongation factor G [Enterococcus ureilyticus]     
252     7e-71 
WP_084108344.1  elongation factor G [Campylobacter concisus]       
252     7e-71 
OUR64580.1  translation elongation factor G [Methylophaga sp. ...  
252     7e-71 
WP_000951555.1  elongation factor G [Streptococcus agalactiae]     
252     7e-71 
PIP62100.1  elongation factor G [Candidatus Roizmanbacteria ba...  
252     7e-71 
WP_069635477.1  MULTISPECIES: elongation factor G [Enterococcus]   
252     7e-71 
WP_010392256.1  MULTISPECIES: elongation factor G [Pseudoalter...  
252     7e-71 
WP_096991833.1  elongation factor G [Vibrio thalassae]             
252     7e-71 
WP_088003790.1  elongation factor G [Bacillus solisilvae]          
252     7e-71 
WP_070273999.1  MULTISPECIES: elongation factor G [Campylobacter]  
252     7e-71 
WP_057537562.1  GTP-binding protein [Paeniclostridium sordellii]   
251     7e-71 
WP_055063097.1  GTP-binding protein [Bifidobacterium pseudocat...  
251     7e-71 
WP_005504794.1  elongation factor G [Grimontia hollisae]           
252     7e-71 
WP_006793851.1  MULTISPECIES: elongation factor G [Pseudoalter...  
252     7e-71 
WP_085379386.1  GTP-binding protein [Bifidobacterium adolescen...  
251     7e-71 



WP_062692218.1  elongation factor G [Photobacterium sanguinica...  
252     7e-71 
WP_004615927.1  GTP-binding protein [[Clostridium] papyrosolvens]  
256     7e-71 
WP_107588164.1  elongation factor G [Staphylococcus simulans]      
252     7e-71 
SNT51645.1  translation elongation factor 2 (EF-2/EF-G) [Rhodo...  
252     7e-71 
WP_068783694.1  elongation factor G [Paenibacillus phocaensis]     
252     7e-71 
WP_041156133.1  elongation factor G [Vibrio mytili]                
252     7e-71 
WP_107375279.1  elongation factor G [Staphylococcus chromogenes]   
252     7e-71 
WP_080863515.1  GTP-binding protein [Bifidobacterium adolescen...  
251     7e-71 
WP_094956782.1  elongation factor G [Photobacterium sanguinica...  
252     7e-71 
WP_002908654.1  MULTISPECIES: elongation factor G [Streptococcus]  
252     7e-71 
WP_006288640.1  elongation factor G [Parascardovia denticolens]    
252     7e-71 
CAA46277.1  elongation factor G [Synechocystis sp. PCC 6803]       
252     8e-71 
GBD34879.1  Elongation factor G [bacterium HR35]                   
252     8e-71 
WP_000090336.1  elongation factor G [Streptococcus oralis]         
252     8e-71 
WP_024578570.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
252     8e-71 
WP_017723032.1  elongation factor G [Staphylococcus xylosus]       
252     8e-71 
WP_009226635.1  elongation factor G [Paenibacillus sp. oral ta...  
252     8e-71 
WP_055068323.1  GTP-binding protein [Roseburia faecis]             
256     8e-71 
WP_029276482.1  elongation factor G [Carnobacterium jeotgali]      
252     8e-71 
WP_100795235.1  elongation factor G [Viridibacillus sp. OK051]     
252     8e-71 
WP_025117220.1  GTP-binding protein [Lysinibacillus fusiformis]    
251     8e-71 
WP_010554859.1  MULTISPECIES: elongation factor G [Pseudoalter...  
252     8e-71 
WP_070278906.1  MULTISPECIES: elongation factor G [Campylobacter]  
252     8e-71 
PID83138.1  elongation factor G [Candidatus Campbellbacteria b...  
253     8e-71 
WP_085380244.1  GTP-binding protein [Bifidobacterium adolescen...  
251     8e-71 
WP_054251760.1  elongation factor G [Neofamilia massiliensis]      
252     8e-71 
WP_087801954.1  elongation factor G [Saccharibacillus sp. O16]     
252     8e-71 



WP_003085284.1  MULTISPECIES: elongation factor G [Streptococcus]  
252     8e-71 
WP_004184294.1  elongation factor G [Streptococcus sanguinis]      
252     8e-71 
WP_089252708.1  elongation factor G [Rhodococcus kyotonensis]      
252     8e-71 
WP_033499211.1  GTP-binding protein [Bifidobacterium adolescen...  
251     8e-71 
WP_053818937.1  GTP-binding protein [Clostridium sporogenes]       
251     8e-71 
WP_026971002.1  elongation factor G [Aliagarivorans marinus]       
252     8e-71 
WP_055105069.1  elongation factor G [Paenibacillus ihumii]         
252     8e-71 
WP_006598935.1  elongation factor G [Pseudoramibacter alactoly...  
252     8e-71 
WP_013119205.1  MULTISPECIES: elongation factor G [Thermincola]    
252     8e-71 
WP_088770300.1  GTP-binding protein [Lactobacillus pentosus]       
251     8e-71 
WP_016709925.1  MULTISPECIES: elongation factor G [Pseudoalter...  
252     8e-71 
WP_019375537.1  elongation factor G [Virgibacillus halodenitri...  
252     8e-71 
WP_012809248.1  elongation factor G [Atopobium parvulum]           
252     8e-71 
WP_053518559.1  elongation factor G [Stenotrophomonas maltophi...  
251     8e-71 
WP_089977310.1  elongation factor G [Carnobacterium viridans]      
252     8e-71 
ABW36896.1  mutant TetW [Bifidobacterium adolescentis]             
235     9e-71 
WP_026196347.1  elongation factor G [Corynebacterium lubricantis]  
252     9e-71 
WP_075345743.1  elongation factor G [Streptococcus sp. 'caviae']   
252     9e-71 
WP_034572145.1  elongation factor G [Carnobacterium divergens]     
252     9e-71 
WP_096023697.1  elongation factor G [Campylobacter lanienae]       
252     9e-71 
KKT24107.1  Elongation factor G [candidate division TM6 bacter...  
252     9e-71 
WP_076661284.1  GTP-binding protein [Lactobacillus plantarum]      
251     9e-71 
WP_085382424.1  GTP-binding protein [Bifidobacterium adolescen...  
251     9e-71 
WP_075619034.1  GTP-binding protein [Paenisporosarcina indica]     
251     9e-71 
WP_094241614.1  elongation factor G [Fusobacterium sp. oral ta...  
252     9e-71 
WP_038804156.1  elongation factor G [Streptococcus oralis]         
252     9e-71 
WP_023943516.1  elongation factor G [Streptococcus mitis]          
252     9e-71 



WP_095479275.1  elongation factor G [Bacillaceae bacterium SAO...  
252     9e-71 
WP_021296613.1  elongation factor G [Alicyclobacillus acidoter...  
252     9e-71 
KPP97540.1  translation elongation factor G [Bacteroidetes bac...  
252     9e-71 
AMJ37435.1  elongation factor Tu domain 2 [uncultured bacterium]   
238     9e-71 
EDP20009.1  translation elongation factor G [Faecalibacterium ...  
252     9e-71 
WP_107551125.1  elongation factor G [Staphylococcus xylosus]       
252     9e-71 
PIE57963.1  elongation factor G [Desulfobulbus propionicus]        
252     9e-71 
WP_106767170.1  elongation factor G [Paenibacillus sp. Marseil...  
252     9e-71 
OGF59968.1  translation elongation factor G [Candidatus Fische...  
252     9e-71 
WP_101890880.1  GTP-binding protein [Lactobacillus gasseri]        
251     9e-71 
OGY24172.1  translation elongation factor G [Candidatus Woykeb...  
252     9e-71 
WP_035820762.1  elongation factor G [Cupriavidus sp. SK-4]         
252     9e-71 
OIP81195.1  translation elongation factor G [Parcubacteria gro...  
252     9e-71 
WP_087585694.1  elongation factor G [Campylobacter concisus]       
252     9e-71 
WP_063964484.1  elongation factor G [Domibacillus aminovorans]     
252     9e-71 
PVE16865.1  elongation factor G [Clostridium perfringens]          
251     9e-71 
WP_072715194.1  elongation factor G [Rhodothermus profundi]        
252     9e-71 
WP_074716985.1  GTP-binding protein [Lachnobacterium bovis]        
256     9e-71 
WP_003715495.1  GTP-binding protein [Lactobacillus oris]           
251     9e-71 
WP_084662971.1  elongation factor G [Thermanaeromonas toyohensis]  
252     9e-71 
WP_066390663.1  elongation factor G [Fictibacillus phosphorivo...  
252     9e-71 
WP_013499485.1  GTP-binding protein [Ruminococcus albus]           
255     9e-71 
WP_029081774.1  elongation factor G [Bradyrhizobium sp. th.b2]     
252     9e-71 
WP_021081659.1  elongation factor G [Bradyrhizobium sp. MOS004]    
252     9e-71 
WP_010436214.1  MULTISPECIES: elongation factor G [Vibrio]         
252     9e-71 
WP_025024850.1  GTP-binding protein [Lactobacillus nodensis]       
251     9e-71 
WP_039774894.1  GTP-binding protein [Bifidobacterium adolescen...  
251     9e-71 



WP_058404706.1  elongation factor G [Pseudoalteromonas sp. H71]    
252     1e-70 
WP_107530606.1  elongation factor G [Staphylococcus xylosus]       
252     1e-70 
SHJ84602.1  elongation factor G [Dethiosulfatibacter aminovora...  
251     1e-70 
WP_016860904.1  elongation factor G [Fischerella muscicola]        
252     1e-70 
WP_085333414.1  GTP-binding protein [Clostridium sporogenes]       
251     1e-70 
WP_106988943.1  elongation factor G [Lachnoclostridium sp. SNU...  
251     1e-70 
WP_087478714.1  MULTISPECIES: elongation factor G [Megasphaera]    
251     1e-70 
WP_078485552.1  GTP-binding protein [Solemya elarraichensis gi...  
251     1e-70 
ARO65866.1  Elongation factor G [Bacillus cereus]                  
251     1e-70 
WP_032089390.1  elongation factor G [bacterium LF-3]               
251     1e-70 
WP_022660810.1  elongation factor G [Desulfovibrio longus]         
251     1e-70 
WP_090990084.1  GTP-binding protein [Bacillus sp. OV322]           
251     1e-70 
WP_025219608.1  GTP-binding protein [Lysinibacillus varians]       
251     1e-70 
WP_107690991.1  elongation factor G [Campylobacter concisus]       
251     1e-70 
WP_095267535.1  MULTISPECIES: elongation factor G [Paenibacillus]  
251     1e-70 
OFZ24020.1  translation elongation factor G [Bdellovibrionales...  
251     1e-70 
WP_068731500.1  elongation factor G [Tardiphaga robiniae]          
251     1e-70 
WP_028650464.1  elongation factor G [Nocardioides halotolerans]    
252     1e-70 
WP_021276168.1  elongation factor G [Bacteriovorax sp. DB6_IX]     
252     1e-70 
WP_000090340.1  MULTISPECIES: elongation factor G [Streptococcus]  
251     1e-70 
OUV77783.1  elongation factor G [Acidimicrobiaceae bacterium T...  
251     1e-70 
WP_085345852.1  GTP-binding protein [Bifidobacterium adolescen...  
251     1e-70 
WP_088186608.1  GTP-binding protein [Desulfosporosinus sp. FKA]    
255     1e-70 
WP_010623587.1  GTP-binding protein [Lactobacillus versmoldensis]  
250     1e-70 
WP_088921737.1  elongation factor G [Granulosicoccus antarcticus]  
252     1e-70 
WP_071311376.1  elongation factor G [Anaerobacillus arsenicise...  
251     1e-70 
WP_069033608.1  MULTISPECIES: elongation factor G [Bacillus]       
251     1e-70 



WP_046328180.1  elongation factor G [Sneathia amnii]               
251     1e-70 
WP_010558083.1  elongation factor G [Pseudoalteromonas marina]     
251     1e-70 
WP_049514482.1  elongation factor G [Streptococcus anginosus]      
251     1e-70 
CDF11252.1  elongation factor EF-G [Eubacterium sp. CAG:76]        
255     1e-70 
WP_072235837.1  elongation factor G [Campylobacter coli]           
251     1e-70 
OJJ08974.1  translation elongation factor G [Alphaproteobacter...  
251     1e-70 
WP_035009914.1  GTP-binding protein [Bifidobacterium adolescen...  
251     1e-70 
AJO24893.1  translation elongation factor G [Bacillus coagulans]   
251     1e-70 
WP_101875390.1  GTP-binding protein [Lachnoclostridium edouardi]   
250     1e-70 
PKQ36618.1  elongation factor G [Actinobacteria bacterium HGW-...  
251     1e-70 
WP_038806425.1  elongation factor G [Streptococcus oralis]         
251     1e-70 
WP_080979556.1  GTP-binding protein [Lactobacillus salivarius]     
250     1e-70 
WP_009847514.1  MULTISPECIES: elongation factor G [Vibrio]         
251     1e-70 
EKD91562.1  hypothetical protein ACD_30C00001G0003 [uncultured...  
252     1e-70 
WP_106006348.1  elongation factor G [Moorella humiferrea]          
251     1e-70 
WP_070956728.1  GTP-binding protein [Clostridium perfringens]      
250     1e-70 
WP_000090337.1  MULTISPECIES: elongation factor G [Streptococcus]  
251     1e-70 
WP_088369560.1  elongation factor G [endosymbiont 'TC1' of Tri...  
251     1e-70 
WP_027745160.1  MULTISPECIES: elongation factor G [Streptomyces]   
252     1e-70 
WP_048925245.1  elongation factor G [Coprobacillus sp. 8_1_38FAA]  
251     1e-70 
WP_013263377.1  elongation factor G [gamma proteobacterium HdN1]   
251     1e-70 
WP_019323886.1  elongation factor G [Streptococcus mutans]         
251     1e-70 
WP_003808506.1  GTP-binding protein [Bifidobacterium adolescen...  
251     1e-70 
CDC66931.1  small GTP-binding protein [Ruminococcus sp. CAG:57]    
254     1e-70 
WP_019322034.1  elongation factor G [Streptococcus mutans]         
251     1e-70 
WP_002302260.1  elongation factor G [Streptococcus mutans]         
251     1e-70 
WP_101422298.1  elongation factor G [Streptomyces sp. CMB-StM0...  
252     1e-70 



WP_066237971.1  elongation factor G [Fictibacillus phosphorivo...  
251     1e-70 
WP_075652249.1  elongation factor G [Vibrio ponticus]              
251     1e-70 
AMP49715.1  elongation factor G, domain IV [uncultured bacterium]  
242     1e-70 
WP_018395152.1  MULTISPECIES: elongation factor G [Bacillaceae]    
251     1e-70 
WP_070122193.1  GTP-binding protein [Bifidobacterium adolescen...  
251     1e-70 
WP_107558153.1  elongation factor G [Staphylococcus xylosus]       
251     1e-70 
WP_099090501.1  elongation factor G [Staphylococcus edaphicus]     
251     1e-70 
WP_102391247.1  elongation factor G [Enterovibrio norvegicus]      
251     1e-70 
OCH56848.1  translation elongation factor G [Vibrio cyclitroph...  
251     1e-70 
WP_069110683.1  elongation factor G [Jiangella alba]               
252     1e-70 
PIY96364.1  elongation factor G [Candidatus Kerfeldbacteria ba...  
251     1e-70 
WP_006823211.1  elongation factor G [Corynebacterium casei]        
252     1e-70 
OGZ26655.1  translation elongation factor G [Candidatus Nealso...  
252     1e-70 
OGM29594.1  translation elongation factor G [Candidatus Woeseb...  
252     1e-70 
WP_102436739.1  MULTISPECIES: elongation factor G [Shewanella]     
251     1e-70 
WP_069654067.1  elongation factor G [Enterococcus plantarum]       
251     1e-70 
WP_035013251.1  elongation factor G [Catenovulum agarivorans]      
251     1e-70 
WP_007546161.1  elongation factor G [Sulfurihydrogenibium yell...  
251     1e-70 
PJC40345.1  elongation factor G [Parcubacteria group bacterium...  
249     1e-70 
OGR23469.1  translation elongation factor G [Desulfobacterales...  
251     1e-70 
WP_096260121.1  elongation factor G [Lebetimonas natsushimae]      
251     1e-70 
WP_054254526.1  elongation factor G [Clostridiales bacterium S...  
251     1e-70 
WP_033676064.1  elongation factor G [Streptococcus mitis]          
251     1e-70 
WP_100899835.1  elongation factor G [Nostoc flagelliforme]         
251     1e-70 
WP_060681362.1  elongation factor G [Virgibacillus halodenitri...  
251     1e-70 
WP_057560284.1  GTP-binding protein [Paeniclostridium sordellii]   
251     1e-70 
WP_057569863.1  GTP-binding protein [Paeniclostridium sordellii]   
251     1e-70 



WP_024613216.1  GTP-binding protein [Clostridium sp. Ade.TY]       
250     1e-70 
2BM1_A  Chain A, Ribosomal Elongation Factor G (Ef-G) Fusidic ...  
251     1e-70 
WP_036763261.1  elongation factor G [Peptostreptococcus sp. MV1]   
251     1e-70 
KUK33840.1  Elongation factor G [Thermotoga sp. 47_83]             
251     1e-70 
WP_096463196.1  elongation factor G [Aneurinibacillus soli]        
251     1e-70 
WP_015924569.1  GTP-binding protein [[Clostridium] cellulolyti...  
255     1e-70 
WP_096013469.1  elongation factor G [Campylobacter lanienae]       
251     1e-70 
WP_104612845.1  elongation factor G [Thermobifida fusca]           
252     1e-70 
WP_101214614.1  elongation factor G [Alteromonadales bacterium...  
251     1e-70 
WP_019322324.1  elongation factor G [Streptococcus mutans]         
251     1e-70 
WP_100404156.1  elongation factor G [Bacillus sp. FJAT-42315]      
251     1e-70 
PKN09561.1  elongation factor G [Deltaproteobacteria bacterium...  
251     1e-70 
WP_024599704.1  elongation factor G [Pseudoalteromonas sp. TAE56]  
251     1e-70 
WP_095106859.1  elongation factor G [Staphylococcus pisciferme...  
251     1e-70 
WP_096024343.1  elongation factor G [Campylobacter lanienae]       
251     1e-70 
CDE82161.1  small GTP-binding protein domain [Ruminococcus sp....  
254     1e-70 
WP_021106895.1  GTP-binding protein [Clostridium botulinum]        
250     1e-70 
WP_089271662.1  elongation factor G [Desulfovibrio mexicanus]      
251     1e-70 
WP_086293699.1  elongation factor G [Campylobacter sp. P0024]      
251     1e-70 
WP_101216228.1  MULTISPECIES: elongation factor G [Pseudoalter...  
251     1e-70 
CDD30971.1  gTP-binding domain protein [Firmicutes bacterium C...  
255     1e-70 
WP_086242591.1  elongation factor G [Campylobacter sp. P0124]      
251     1e-70 
KXK13560.1  elongation factor G [Chloroflexi bacterium OLB14]      
251     1e-70 
WP_002715366.1  elongation factor G [Afipia felis]                 
251     1e-70 
WP_076925899.1  elongation factor G [Pseudoalteromonas sp. EB27]   
251     1e-70 
WP_108305976.1  elongation factor G [Lysinibacillus jejuensis]     
251     1e-70 
WP_075483600.1  elongation factor G [Candidatus Pelagibacter u...  
251     1e-70 



WP_079492322.1  GTP-binding protein [Maledivibacter halophilus]    
250     1e-70 
WP_016798306.1  elongation factor G [Vibrio cyclitrophicus]        
251     1e-70 
WP_094344972.1  elongation factor G [Nostoc sp. 'Peltigera mem...  
251     1e-70 
WP_096021118.1  elongation factor G [Campylobacter lanienae]       
251     1e-70 
WP_075573969.1  elongation factor G [Ezakiella massiliensis]       
251     1e-70 
WP_056487561.1  GTP-binding protein [Brevibacillus sp. Leaf182]    
250     1e-70 
WP_087018979.1  elongation factor G [Butyricicoccus porcorum]      
251     1e-70 
WP_075501283.1  elongation factor G [Candidatus Pelagibacter u...  
251     1e-70 
WP_072732030.1  elongation factor G [Paenibacillus sp. NAIST15-1]  
251     1e-70 
WP_067541854.1  GTP-binding protein [Emergencia timonensis]        
254     1e-70 
WP_080545323.1  elongation factor G [Faecalibacterium prausnit...  
252     1e-70 
WP_019932693.1  elongation factor G [Nocardia sp. BMG111209]       
251     1e-70 
WP_069633186.1  elongation factor G [Campylobacter pinnipediorum]  
251     1e-70 
WP_107348263.1  elongation factor G [Photobacterium lutimaris]     
251     1e-70 
WP_063696477.1  GTP-binding protein [Pediococcus inopinatus]       
250     1e-70 
WP_024593825.1  elongation factor G [Pseudoalteromonas sp. TB13]   
251     1e-70 
WP_002307411.1  elongation factor G [Streptococcus mutans]         
251     1e-70 
WP_093062482.1  elongation factor G [Psychrobacillus sp. OK028]    
251     1e-70 
PSR00624.1  elongation factor G [Bacteroidetes bacterium QS_9_...  
251     1e-70 
WP_046180691.1  elongation factor G [Domibacillus tundrae]         
251     1e-70 
WP_096016432.1  elongation factor G [Campylobacter lanienae]       
251     1e-70 
WP_074961081.1  GTP-binding protein [Ruminococcus albus]           
254     1e-70 
WP_045518156.1  GTP-binding protein [Clostridium sporogenes]       
250     1e-70 
WP_068099558.1  MULTISPECIES: elongation factor G [Rhodococcus]    
251     1e-70 
WP_074276035.1  elongation factor G [Bradyrhizobium erythrophlei]  
251     1e-70 
WP_091984585.1  elongation factor G [Pseudoalteromonas denitri...  
251     1e-70 
WP_071644101.1  GTP-binding protein [Paenibacillus polymyxa]       
250     1e-70 



PAY32988.1  elongation factor G [Lactobacillus salivarius]         
250     1e-70 
WP_002806559.1  elongation factor G [Campylobacter coli]           
251     1e-70 
WP_011473878.1  elongation factor G [Rhodopseudomonas palustris]   
251     1e-70 
WP_089868516.1  GTP-binding protein [Lachnospiraceae bacterium...  
254     1e-70 
WP_002351865.1  elongation factor G [Streptococcus mutans]         
251     1e-70 
WP_107695337.1  elongation factor G [Campylobacter concisus]       
251     1e-70 
WP_024955257.1  elongation factor G [Sulfurospirillum arcachon...  
251     1e-70 
SCI16473.1  Tetracycline resistance protein tetM from transpos...  
255     1e-70 
WP_106809337.1  elongation factor G [Candidatus Sulfotelmatoba...  
251     1e-70 
WP_072534233.1  GTP-binding protein [Lactobacillus plantarum]      
251     1e-70 
WP_008105597.1  elongation factor G [Verrucomicrobiae bacteriu...  
251     1e-70 
WP_043032008.1  GTP-binding protein [Clostridium botulinum]        
250     1e-70 
WP_078424308.1  elongation factor G [Campylobacter pinnipediorum]  
251     1e-70 
WP_100417512.1  elongation factor G [Bradyrhizobium lablabi]       
251     1e-70 
WP_086994389.1  elongation factor G [Pseudoalteromonas sp. JB197]  
251     1e-70 
WP_002277579.1  elongation factor G [Streptococcus mutans]         
251     1e-70 
WP_027187298.1  elongation factor G [Desulfovibrio cuneatus]       
251     1e-70 
WP_030456365.1  GTP-binding protein [Herbidospora cretacea]        
249     1e-70 
WP_006703606.1  elongation factor G [Granulicatella elegans]       
251     1e-70 
WP_097773654.1  elongation factor G [Faecalibacterium prausnit...  
251     1e-70 
WP_020007569.1  elongation factor G [Salinicoccus albus]           
251     1e-70 
CDD57279.1  putative uncharacterized protein [Bacteroides pect...  
255     1e-70 
WP_101080903.1  elongation factor G [Psychromonas sp. Urea-02u...  
251     1e-70 
CUO62749.1  Tetracycline resistance protein tetM from transpos...  
254     1e-70 
WP_050355665.1  elongation factor G [Gottschalkia purinilyticum]   
251     1e-70 
WP_107282919.1  elongation factor G [Photobacterium lipolyticum]   
251     1e-70 
WP_105200389.1  MULTISPECIES: elongation factor G [Pseudoalter...  
251     1e-70 



WP_041511338.1  elongation factor G [Shewanella sp. cp20]          
251     1e-70 
WP_088547371.1  GTP-binding protein [Paenibacillus sp. St-s]       
250     1e-70 
WP_020620135.1  elongation factor G [Paenibacillus daejeonensis]   
251     2e-70 
WP_011293072.1  elongation factor G [Thermobifida fusca]           
251     2e-70 
EKE16153.1  hypothetical protein ACD_11C00029G0033 [uncultured...  
251     2e-70 
WP_086201018.1  GTP-binding protein [Lactobacillus salivarius]     
250     2e-70 
OKZ56369.1  translation elongation factor G [Clostridium sp. 2...  
251     2e-70 
WP_049523435.1  elongation factor G [Streptococcus parasanguinis]  
251     2e-70 
WP_002268028.1  elongation factor G [Streptococcus mutans]         
251     2e-70 
WP_094331157.1  MULTISPECIES: elongation factor G [Nostoc]         
251     2e-70 
WP_088070812.1  elongation factor G [Bacillus luciferensis]        
251     2e-70 
WP_032551575.1  MULTISPECIES: elongation factor G [Vibrio]         
251     2e-70 
WP_107399949.1  elongation factor G [Staphylococcus chromogenes]   
251     2e-70 
WP_061388951.1  elongation factor G [Staphylococcus aureus]        
251     2e-70 
WP_023385633.1  elongation factor G [Campylobacter fetus]          
251     2e-70 
KKW17595.1  Elongation factor G [Candidatus Magasanikbacteria ...  
251     2e-70 
WP_102315855.1  elongation factor G [Enterovibrio norvegicus]      
251     2e-70 
CCY30688.1  putative uncharacterized protein [Roseburia inulin...  
255     2e-70 
OGY26099.1  translation elongation factor G [Candidatus Woykeb...  
251     2e-70 
WP_104148140.1  elongation factor G [Campylobacter hyointestin...  
251     2e-70 
WP_021259837.1  MULTISPECIES: elongation factor G [Paenibacillus]  
251     2e-70 
WP_049483638.1  elongation factor G [Streptococcus parasanguinis]  
251     2e-70 
WP_078387411.1  elongation factor G [Campylobacter pinnipediorum]  
251     2e-70 
WP_074126944.1  elongation factor G [Bradyrhizobium sp. NAS96.2]   
251     2e-70 
WP_039068588.1  elongation factor G [Staphylococcus xylosus]       
251     2e-70 
WP_003637329.1  GTP-binding protein [Lactobacillus pentosus]       
250     2e-70 
WP_047811629.1  GTP-binding protein [Desulfosporosinus acididu...  
255     2e-70 



WP_058430294.1  MULTISPECIES: elongation factor G [Pseudoalter...  
251     2e-70 
WP_075522351.1  elongation factor G [Candidatus Pelagibacter u...  
251     2e-70 
WP_015847229.1  elongation factor G [Paenibacillus sp. JDR-2]      
251     2e-70 
WP_101104080.1  elongation factor G [Staphylococcus xylosus]       
251     2e-70 
WP_066731180.1  GTP-binding protein [Bariatricus massiliensis]     
255     2e-70 
WP_002262490.1  elongation factor G [Streptococcus mutans]         
251     2e-70 
WP_086237864.1  elongation factor G [Campylobacter sp. P0078]      
251     2e-70 
WP_070297985.1  elongation factor G [Campylobacter coli]           
251     2e-70 
WP_038034548.1  elongation factor G [Thermotoga sp. Xyl54]         
251     2e-70 
AVQ40527.1  elongation factor G [Clostridium botulinum]            
250     2e-70 
WP_011986616.1  GTP-binding protein [Clostridium botulinum]        
250     2e-70 
OXE35226.1  elongation factor G [Phenylobacterium zucineum]        
251     2e-70 
WP_055302926.1  GTP-binding protein [Roseburia inulinivorans]      
255     2e-70 
WP_095720292.1  elongation factor G [Calothrix elsteri]            
251     2e-70 
WP_028543505.1  elongation factor G [Paenibacillus taiwanensis]    
251     2e-70 
WP_017311595.1  MULTISPECIES: elongation factor G [Hapalosipho...  
251     2e-70 
WP_066118241.1  elongation factor G [Geminocystis sp. NIES-3709]   
251     2e-70 
WP_006530855.1  elongation factor G [Gloeocapsa sp. PCC 73106]     
251     2e-70 
WP_025023859.1  elongation factor G [Lactobacillus nodensis]       
251     2e-70 
WP_011345195.1  MULTISPECIES: elongation factor G [Carboxydoth...  
251     2e-70 
SCI52053.1  Vegetative protein 19 [uncultured Clostridium sp.]     
251     2e-70 
SCI55470.1  Vegetative protein 19 [uncultured Butyricicoccus sp.]  
251     2e-70 
WP_028848710.1  elongation factor G [Thermocrispum agreste]        
251     2e-70 
PPR42115.1  Elongation factor G [Alphaproteobacteria bacterium...  
251     2e-70 
EEU97609.1  translation elongation factor G [Faecalibacterium ...  
251     2e-70 
WP_066114993.1  elongation factor G [Geminocystis sp. NIES-3709]   
251     2e-70 
OGL14180.1  translation elongation factor G [Candidatus Rokuba...  
251     2e-70 



OOL50865.1  tetracycline resistance ribosomal protection prote...  
237     2e-70 
WP_104629501.1  elongation factor G [Helicobacter bizzozeronii]    
251     2e-70 
WP_086297046.1  elongation factor G [Campylobacter sp. RM6137]     
251     2e-70 
SCH92935.1  Elongation factor G [uncultured Blautia sp.]           
256     2e-70 
KKP79782.1  Elongation factor G [Candidatus Moranbacteria bact...  
251     2e-70 
WP_024610804.1  elongation factor G [Pseudoalteromonas sp. TB64]   
251     2e-70 
WP_074402168.1  elongation factor G [Carnobacterium divergens]     
251     2e-70 
WP_098798327.1  elongation factor G [Bacillus sp. AFS040349]       
251     2e-70 
WP_086827468.1  elongation factor G [Allokutzneria sp. NRRL B-...  
251     2e-70 
WP_091382666.1  elongation factor G [Alloactinosynnema album]      
251     2e-70 
AUC60456.1  translation elongation factor G [Cyanobacterium sp...  
251     2e-70 
WP_056035778.1  MULTISPECIES: elongation factor G [Paenibacillus]  
251     2e-70 
WP_011943783.1  MULTISPECIES: elongation factor G [Thermotoga]     
251     2e-70 
WP_048033133.1  GTP-binding protein [Brevibacillus brevis]         
250     2e-70 
AVV97781.1  elongation factor G [Lactobacillus plantarum]          
251     2e-70 
WP_012410238.1  elongation factor G [Nostoc punctiforme]           
251     2e-70 
WP_088740334.1  elongation factor G [Haliangium sp. UPWRP_2]       
251     2e-70 
WP_035130122.1  GTP-binding protein [Clostridium sulfidigenes]     
250     2e-70 
WP_048395714.1  GTP-binding protein [Lysinibacillus sp. LK3]       
250     2e-70 
OGW58930.1  translation elongation factor G [Nitrospirae bacte...  
251     2e-70 
WP_015381229.1  elongation factor G [Corynebacterium urealyticum]  
251     2e-70 
WP_024782052.1  elongation factor G [Streptococcus mutans]         
251     2e-70 
WP_100041987.1  GTP-binding protein [[Clostridium] sphenoides]     
250     2e-70 
WP_004459119.1  GTP-binding protein [Clostridium perfringens]      
250     2e-70 
WP_068537333.1  elongation factor G [Paenibacillus glacialis]      
251     2e-70 
WP_046234220.1  elongation factor G [Paenibacillus algorifonti...  
251     2e-70 
SFC35877.1  small GTP-binding protein domain-containing protei...  
254     2e-70 



WP_069645951.1  elongation factor G [Enterococcus ureasiticus]     
251     2e-70 
WP_057799805.1  GTP-binding protein [Lactobacillus kalixensis]     
250     2e-70 
2BM0_A  Chain A, Ribosomal elongation factor G (EF-G) Fusidic ...  
251     2e-70 
WP_071979286.1  MULTISPECIES: elongation factor G [Alteromonas]    
251     2e-70 
WP_097018169.1  elongation factor G [Orenia metallireducens]       
251     2e-70 
OJY13277.1  translation elongation factor G [Rhizobiales bacte...  
251     2e-70 
SCV02387.1  protein chain elongation factor EF-G, GTP-binding ...  
251     2e-70 
OGP14672.1  translation elongation factor G [Deltaproteobacter...  
251     2e-70 
WP_015134470.1  elongation factor G [Leptolyngbya sp. PCC 7376]    
251     2e-70 
WP_105309632.1  GTP-binding protein [Dorea sp. Marseille-P4042]    
255     2e-70 
WP_080804146.1  elongation factor G [Desulfamplus magnetovalli...  
251     2e-70 
WP_077605126.1  elongation factor G [Oceanobacillus sojae]         
251     2e-70 
CCY18773.1  putative translation elongation factor G [Bifidoba...  
250     2e-70 
OGS46668.1  translation elongation factor G [Elusimicrobia bac...  
251     2e-70 
WP_024533824.1  GTP-binding protein [Sporosarcina sp. EUR3 2.2.2]  
250     2e-70 
WP_098121853.1  MULTISPECIES: elongation factor G [Bacillus]       
251     2e-70 
WP_006292610.1  elongation factor G [Scardovia inopinata]          
251     2e-70 
WP_012604685.1  elongation factor G [Vibrio tasmaniensis]          
251     2e-70 
WP_018591139.1  MULTISPECIES: GTP-binding protein [Peptostrept...  
250     2e-70 
WP_098574641.1  GTP-binding protein [Bacillus sp. AFS073361]       
250     2e-70 
WP_059430723.1  MULTISPECIES: elongation factor G [Campylobacter]  
251     2e-70 
WP_006916610.1  elongation factor G [Lactobacillus coleohominis]   
251     2e-70 
WP_054549242.1  GTP-binding protein [Lysinibacillus sphaericus]    
250     2e-70 
PHX97285.1  elongation factor G [Gemmatimonadetes bacterium]       
251     2e-70 
WP_070051991.1  elongation factor G [Staphylococcus xylosus]       
251     2e-70 
WP_016294151.1  GTP-binding protein [Lachnospiraceae bacterium...  
255     2e-70 
WP_077538889.1  elongation factor G [Pseudoalteromonas aliena]     
251     2e-70 



WP_103091247.1  GTP-binding protein [[Clostridium] thermosucci...  
254     2e-70 
WP_096515876.1  GTP-binding protein [Clostridium perfringens]      
250     2e-70 
WP_075520593.1  elongation factor G [Candidatus Pelagibacter u...  
251     2e-70 
WP_012506609.1  elongation factor G [Prosthecochloris aestuarii]   
251     2e-70 
OGH19088.1  translation elongation factor G [Candidatus Levyba...  
251     2e-70 
WP_075858210.1  elongation factor G [Carboxydothermus pertinax]    
251     2e-70 
WP_053364767.1  elongation factor G [Bacillus sp. FJAT-27245]      
251     2e-70 
WP_044763254.1  elongation factor G [Streptococcus suis]           
251     2e-70 
WP_018272141.1  elongation factor G [Bradyrhizobium elkanii]       
251     2e-70 
KYC65035.1  hypothetical protein B4100_1251 [Bacillus coagulans]   
251     2e-70 
WP_107740916.1  GTP-binding protein [Lactobacillus sp. PFC-70]     
250     2e-70 
WP_008136532.1  elongation factor G [Pseudoalteromonas sp. BSi...  
251     2e-70 
WP_024785878.1  elongation factor G [Streptococcus mutans]         
251     2e-70 
WP_028510794.1  elongation factor G [Ruminococcus sp. NK3A76]      
251     2e-70 
WP_108066792.1  elongation factor G [Vitiosangium sp. GDMCC 1....  
251     2e-70 
WP_072581463.1  elongation factor G [Bacillus weihaiensis]         
251     2e-70 
KRO56217.1  elongation factor G [Pelagibacteraceae bacterium B...  
251     2e-70 
WP_068727197.1  elongation factor G [Tepidibacillus decaturensis]  
251     2e-70 
WP_008633428.1  elongation factor G [Thermus parvatiensis]         
251     2e-70 
WP_017218327.1  elongation factor G [Pseudoalteromonas sp. NJ631]  
251     2e-70 
WP_033059782.1  GTP-binding protein [Clostridium sporogenes]       
250     2e-70 
WP_055040468.1  GTP-binding protein [Roseburia inulinivorans]      
255     2e-70 
KRL88797.1  translation elongation factor G [Lactobacillus kal...  
249     2e-70 
WP_040198065.1  elongation factor G [Candidatus Soleaferrea ma...  
251     2e-70 
WP_013255109.1  elongation factor G [Sediminispirochaeta smara...  
250     2e-70 
WP_020062290.1  elongation factor G [Bacillus sp. 123MFChir2]      
251     2e-70 
OKZ61310.1  translation elongation factor G [Clostridium sp. 4...  
254     2e-70 



WP_046999129.1  GTP-binding protein [Bifidobacterium adolescen...  
250     2e-70 
WP_073203332.1  elongation factor G [Gracilibacillus kekensis]     
251     2e-70 
WP_036580031.1  elongation factor G [Paenibacillus darwinianus]    
251     2e-70 
WP_050335477.1  elongation factor G [Campylobacter ureolyticus]    
251     2e-70 
WP_087611366.1  elongation factor G [Marinomonas sp. QM202]        
251     2e-70 
WP_053340906.1  GTP-binding protein [Clostridium botulinum]        
250     2e-70 
OGI26932.1  translation elongation factor G [Candidatus Moranb...  
251     2e-70 
WP_008291355.1  elongation factor G [Methylophaga thiooxydans]     
251     2e-70 
WP_098809316.1  elongation factor G [Bacillus sp. AFS041924]       
251     2e-70 
WP_095526879.1  elongation factor G [Actinobacteria bacterium ...  
251     2e-70 
WP_057565429.1  GTP-binding protein [Paeniclostridium sordellii]   
250     2e-70 
WP_012359570.1  elongation factor G [Corynebacterium urealyticum]  
251     2e-70 
WP_058548791.1  MULTISPECIES: elongation factor G [Pseudoalter...  
251     2e-70 
WP_027975825.1  elongation factor G [Streptococcus devriesei]      
251     2e-70 
WP_021801216.1  GTP-binding protein [Clostridium intestinale]      
249     2e-70 
OUW26578.1  elongation factor G [Rhizobiales bacterium TMED168]    
251     2e-70 
WP_008116254.1  GTP-binding protein [[Bacteroides] pectinophilus]  
253     2e-70 
WP_082210757.1  elongation factor G [Faecalibacterium prausnit...  
251     2e-70 
OGT41876.1  translation elongation factor G [Gammaproteobacter...  
251     2e-70 
CUQ52805.1  Tetracycline resistance protein tetM [[Ruminococcu...  
256     2e-70 
WP_043787610.1  elongation factor G [Amycolatopsis rifamycinica]   
249     2e-70 
PIT97614.1  elongation factor G [Candidatus Berkelbacteria bac...  
251     2e-70 
PIV65098.1  elongation factor G [Candidatus Nealsonbacteria ba...  
251     2e-70 
OGF52474.1  translation elongation factor G [Candidatus Giovan...  
251     2e-70 
WP_012501436.1  elongation factor G [Chlorobaculum parvum]         
251     2e-70 
WP_016843742.1  elongation factor G [Bradyrhizobium elkanii]       
251     2e-70 
BBD67779.1  protein synthesis factor, GTP-binding [Nostoc comm...  
251     2e-70 



WP_010872942.1  MULTISPECIES: elongation factor G [Synechocystis]  
251     2e-70 
WP_043408975.1  elongation factor G [Archangium violaceum]         
251     2e-70 
WP_012454024.1  elongation factor G [Methylobacterium populi]      
251     2e-70 
WP_033538392.1  elongation factor G [Shewanella sp. ECSMB14101]    
251     2e-70 
WP_107548585.1  elongation factor G [Staphylococcus xylosus]       
251     2e-70 
WP_104660478.1  elongation factor G [Enterococcus durans]          
251     2e-70 
WP_072233266.1  elongation factor G [Campylobacter coli]           
251     2e-70 
WP_048782836.1  elongation factor G [Streptococcus sp. 263_SSPC]   
251     2e-70 
WP_069637770.1  elongation factor G [Campylobacter pinnipediorum]  
251     2e-70 
WP_098958586.1  elongation factor G [Pseudonocardia sp. N23]       
251     2e-70 
WP_106318322.1  elongation factor G [Rhizobium tropici]            
251     2e-70 
WP_079603860.1  elongation factor G [Bradyrhizobium erythrophlei]  
251     2e-70 
WP_004208726.1  MULTISPECIES: elongation factor G [Sphingobium]    
251     2e-70 
WP_006442249.1  GTP-binding protein [[Clostridium] hylemonae]      
254     2e-70 
WP_089762176.1  elongation factor G [Halarsenatibacter silverm...  
251     2e-70 
WP_063485540.1  GTP-binding protein [Lactobacillus plantarum]      
250     2e-70 
WP_050625740.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
251     2e-70 
WP_046202860.1  elongation factor G [Corynebacterium kroppenst...  
251     2e-70 
KPJ99869.1  elongation factor G [Gemmatimonas sp. SG8_28]          
251     2e-70 
WP_053206287.1  elongation factor G [Jiangella muralis]            
251     2e-70 
WP_016310712.1  MULTISPECIES: elongation factor G [Paenibacillus]  
251     2e-70 
WP_054016093.1  elongation factor G [Pseudoalteromonas sp. R3]     
251     3e-70 
WP_028050106.1  elongation factor G [Cellulomonas sp. URHD0024]    
251     3e-70 
WP_062904125.1  elongation factor G [Pediococcus damnosus]         
251     3e-70 
WP_085498984.1  MULTISPECIES: elongation factor G [Paenibacillus]  
251     3e-70 
OLC52098.1  translation elongation factor G [Acidobacteria bac...  
251     3e-70 
KKU34116.1  Elongation factor G [Candidatus Uhrbacteria bacter...  
251     3e-70 



WP_096606049.1  elongation factor G [Staphylococcus delphini]      
251     3e-70 
WP_107904032.1  elongation factor G [Bacillus sp. OV186]           
251     3e-70 
WP_036619500.1  elongation factor G [Paenibacillus macerans]       
251     3e-70 
WP_061038674.1  elongation factor G [Vibrio splendidus]            
251     3e-70 
WP_078121310.1  elongation factor G [Chromatiaceae bacterium 2...  
251     3e-70 
WP_057489966.1  elongation factor G [Streptococcus orisasini]      
251     3e-70 
WP_018164835.1  elongation factor G [Streptococcus henryi]         
251     3e-70 
WP_020559519.1  elongation factor G [Thiothrix flexilis]           
251     3e-70 
WP_066217567.1  elongation factor G [Balneola sp. EhC07]           
251     3e-70 
WP_069811010.1  elongation factor G [Chlorobaculum limnaeum]       
251     3e-70 
WP_044056756.1  elongation factor G [Alteromonas australica]       
251     3e-70 
WP_027822280.1  GTP-binding protein [Lactobacillus plantarum]      
250     3e-70 
AID38888.1  Tetracycline resistance protein TetM [Staphylococc...  
234     3e-70 
PIV39162.1  elongation factor G [Candidatus Omnitrophica bacte...  
250     3e-70 
KXB49586.1  translation elongation factor G [Corynebacterium k...  
251     3e-70 
WP_016116950.1  MULTISPECIES: elongation factor G [Bacillus ce...  
250     3e-70 
WP_012863405.1  elongation factor G [Sebaldella termitidis]        
250     3e-70 
WP_057539884.1  GTP-binding protein [Paeniclostridium sordellii]   
250     3e-70 
WP_041628919.1  elongation factor G [Corynebacterium kroppenst...  
251     3e-70 
WP_045101297.1  elongation factor G [Aliivibrio wodanis]           
251     3e-70 
WP_063998570.1  elongation factor G [Campylobacter hyointestin...  
250     3e-70 
KKT20529.1  Elongation factor G [Candidatus Giovannonibacteria...  
251     3e-70 
WP_090567786.1  MULTISPECIES: elongation factor G [Bacillales]     
250     3e-70 
WP_102115657.1  GTP-binding protein [Lactobacillus plantarum]      
250     3e-70 
WP_014276030.1  elongation factor G [Arthrospira platensis]        
251     3e-70 
KKR44767.1  Elongation factor G [Candidatus Moranbacteria bact...  
251     3e-70 
WP_074486077.1  elongation factor G [Streptococcus henryi]         
250     3e-70 



WP_053830265.1  elongation factor G [Helicobacter heilmannii]      
250     3e-70 
WP_087444230.1  elongation factor G [Paenibacillus thiaminolyt...  
250     3e-70 
PLX89747.1  elongation factor G [Desulfuromonas sp.]               
250     3e-70 
KPJ62621.1  elongation factor G [Planctomycetes bacterium DG_23]   
250     3e-70 
WP_029369151.1  MULTISPECIES: elongation factor G [Mycobacterium]  
251     3e-70 
WP_036652489.1  elongation factor G [Paenibacillus pini]           
250     3e-70 
WP_024786228.1  elongation factor G [Streptococcus mutans]         
250     3e-70 
WP_028926946.1  elongation factor G [Pseudonocardia acaciae]       
251     3e-70 
WP_053485949.1  GTP-binding protein [Lysinibacillus sp. FJAT-1...  
249     3e-70 
WP_105050919.1  elongation factor G [Psychrosphaera saromensis]    
251     3e-70 
KKQ86027.1  Elongation factor G [Candidatus Woesebacteria bact...  
251     3e-70 
WP_050347838.1  elongation factor G [Arsenicicoccus sp. oral t...  
251     3e-70 
WP_104640465.1  elongation factor G [Helicobacter bizzozeronii]    
250     3e-70 
WP_024932789.1  GTP-binding protein [Clostridium botulinum]        
249     3e-70 
WP_047914092.1  elongation factor G [Paenibacillus sp. TCA20]      
250     3e-70 
WP_071864206.1  elongation factor G [Enterococcus canintestini]    
250     3e-70 
WP_041326296.1  elongation factor G [Ruminococcus champanellen...  
250     3e-70 
WP_057734983.1  GTP-binding protein [Lactobacillus hammesii]       
249     3e-70 
WP_069799562.1  elongation factor G [Tepidibacillus sp. HK-1]      
250     3e-70 
KGM07401.1  Translation elongation factor G-like [Methylophaga...  
251     3e-70 
WP_022721914.1  elongation factor G [Rhodopseudomonas sp. B29]     
250     3e-70 
PHY12003.1  elongation factor G [Acidobacterium sp.]               
251     3e-70 
WP_039446224.1  elongation factor G [Thermotoga sp. Cell2]         
250     3e-70 
WP_064011015.1  elongation factor G [Fervidobacterium pennivor...  
250     3e-70 
WP_058305735.1  elongation factor G [Gracilibacillus massilien...  
250     3e-70 
WP_107240870.1  elongation factor G [Photobacterium frigidiphi...  
250     3e-70 
WP_104907513.1  elongation factor G [Nostoc sp. 'Lobaria pulmo...  
250     3e-70 



WP_062665456.1  elongation factor G [Grimontia celer]              
250     3e-70 
WP_083124560.1  elongation factor G [Mycobacterium tusciae]        
251     3e-70 
WP_003643647.1  GTP-binding protein [Lactobacillus plantarum]      
250     3e-70 
KTD47461.1  Elongation factor G 2 [Legionella quinlivanii]         
251     3e-70 
WP_038444250.1  GTP-binding protein [Bifidobacterium adolescen...  
249     3e-70 
WP_106233012.1  elongation factor G [Pleurocapsa sp. CCALA 161]    
250     3e-70 
WP_024782939.1  elongation factor G [Streptococcus mutans]         
250     3e-70 
WP_057878163.1  GTP-binding protein [Lactobacillus paucivorans]    
249     3e-70 
WP_061468158.1  GTP-binding protein [Lactobacillus plantarum]      
250     3e-70 
WP_107851444.1  elongation factor G [Oceanimonas sp. 102-Na3]      
250     3e-70 
WP_085461830.1  GTP-binding protein [Bifidobacterium adolescen...  
249     3e-70 
WP_016176307.1  elongation factor G [Enterococcus saccharolyti...  
250     3e-70 
WP_085408224.1  GTP-binding protein [Bifidobacterium adolescen...  
249     3e-70 
WP_046871291.1  elongation factor G [Pediococcus damnosus]         
250     3e-70 
OMG46883.1  translation elongation factor G [Paenibacillus mac...  
250     3e-70 
WP_106780177.1  GTP-binding protein [Brevibacillus sp. NRRL NR...  
249     3e-70 
WP_087350364.1  GTP-binding protein [Brevibacillus brevis]         
249     3e-70 
WP_103998014.1  elongation factor G [Paenibacillus sp. UNC499MF]   
250     3e-70 
WP_097770297.1  elongation factor G [Faecalibacterium prausnit...  
251     3e-70 
WP_096652072.1  elongation factor G [Staphylococcus delphini]      
250     3e-70 
PDH18649.1  elongation factor G [Pelagibacterales bacterium ME...  
250     3e-70 
WP_056945046.1  GTP-binding protein [Lactobacillus namurensis]     
249     3e-70 
WP_068591148.1  elongation factor G [Paenibacillus macquariensis]  
250     3e-70 
WP_015117214.1  elongation factor G [Rivularia sp. PCC 7116]       
250     3e-70 
EHQ89774.1  small GTP-binding protein domain protein [Desulfos...  
254     3e-70 
AAB19927.2  EF-G [Thermotoga maritima]                             
250     3e-70 
WP_038811054.1  elongation factor G [Enterococcus faecium]         
250     3e-70 



PQB55767.1  elongation factor G [Enterococcus faecium]             
233     3e-70 
WP_100070640.1  GTP-binding protein [Lactobacillus backii]         
249     3e-70 
WP_016423664.1  elongation factor G [Paenibacillus sp. HGH0039]    
250     3e-70 
WP_076632829.1  GTP-binding protein [Lactobacillus plantarum]      
250     3e-70 
WP_028766989.1  elongation factor G [Shewanella fidelis]           
250     3e-70 
WP_058508473.1  elongation factor G [Legionella quinlivanii]       
250     3e-70 
WP_013712038.1  elongation factor G [Carnobacterium sp. 17-4]      
250     3e-70 
WP_107764198.1  elongation factor G [Coprothermobacter proteol...  
250     3e-70 
WP_074685289.1  GTP-binding protein [Kandleria vitulina]           
253     3e-70 
WP_038312209.1  elongation factor G [bacterium YEK0313]            
250     3e-70 
WP_073032198.1  elongation factor G [Desulfosporosinus lacus]      
250     3e-70 
WP_075534966.1  elongation factor G [Candidatus Pelagibacter u...  
250     3e-70 
WP_028352166.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
250     3e-70 
WP_008400114.1  GTP-binding protein [Clostridium sp. L2-50]        
254     3e-70 
WP_057985531.1  MULTISPECIES: elongation factor G [Bacillaceae]    
250     3e-70 
WP_091312368.1  elongation factor G [Amycolatopsis tolypomycina]   
249     3e-70 
WP_062713376.1  elongation factor G [Streptomyces regalis]         
250     3e-70 
WP_085380801.1  GTP-binding protein [Bifidobacterium adolescen...  
249     3e-70 
WP_019136322.1  elongation factor G [Cellulomonas massiliensis]    
250     3e-70 
WP_042614102.1  elongation factor G [Stenotrophomonas maltophi...  
250     3e-70 
WP_061975666.1  elongation factor G [Fictibacillus enclensis]      
250     3e-70 
WP_040372536.1  elongation factor G [Bacillus psychrosaccharol...  
250     3e-70 
WP_019227366.1  elongation factor G [Sedimentibacter sp. B4]       
250     3e-70 
WP_009768832.1  elongation factor G [Oscillatoriales cyanobact...  
250     3e-70 
WP_107690279.1  elongation factor G [Coprothermobacter proteol...  
250     3e-70 
WP_092114996.1  elongation factor G [Bradyrhizobium erythrophlei]  
250     4e-70 
WP_095728810.1  MULTISPECIES: elongation factor G [Pseudoalter...  
250     4e-70 



WP_088084982.1  elongation factor G [Bacillus sp. OV166]           
250     4e-70 
WP_063723168.1  GTP-binding protein [Lactobacillus plantarum]      
249     4e-70 
WP_076235089.1  GTP-binding protein [Clostridium botulinum]        
249     4e-70 
KFF41940.1  translation elongation factor 2 (EF-2/EF-G) [Candi...  
250     4e-70 
WP_063700970.1  MULTISPECIES: elongation factor G [Pseudoalter...  
250     4e-70 
WP_106452634.1  elongation factor G [Zobellella taiwanensis]       
250     4e-70 
WP_042339699.1  GTP-binding protein [Desulfosporosinus youngiae]   
254     4e-70 
WP_056986280.1  elongation factor G [Pediococcus damnosus]         
250     4e-70 
WP_015523525.1  GTP-binding protein [Ruminococcus bromii]          
254     4e-70 
WP_107272270.1  elongation factor G [Photobacterium sanctipauli]   
250     4e-70 
WP_043930383.1  GTP-binding protein [Bacillus sp. EB01]            
249     4e-70 
WP_057019548.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
250     4e-70 
WP_062430832.1  GTP-binding protein [Herbidospora daliensis]       
248     4e-70 
CDC05662.1  elongation factor G [Clostridium leptum CAG:27]        
250     4e-70 
WP_041101789.1  elongation factor G [Bacillus badius]              
250     4e-70 
WP_042235509.1  elongation factor G [Paenibacillus chitinolyti...  
250     4e-70 
KKU05206.1  Elongation factor G [Candidatus Giovannonibacteria...  
250     4e-70 
WP_066503524.1  elongation factor G [Clostridiales bacterium M...  
250     4e-70 
WP_003929600.1  elongation factor G [Mycobacterium vaccae]         
250     4e-70 
WP_068650943.1  elongation factor G [Paenibacillus antarcticus]    
250     4e-70 
WP_048313319.1  elongation factor G [Anaerobacillus macyae]        
250     4e-70 
WP_036122389.1  GTP-binding protein [Lysinibacillus sphaericus]    
249     4e-70 
OGH49897.1  translation elongation factor G [Candidatus Levyba...  
250     4e-70 
WP_100752919.1  elongation factor G [Vibrio salilacus]             
250     4e-70 
WP_013176383.1  elongation factor G [Syntrophothermus lipocali...  
250     4e-70 
WP_026958960.1  elongation factor G [Aliagarivorans taiwanensis]   
250     4e-70 
WP_020162682.1  elongation factor G [Cycloclasticus pugetii]       
250     4e-70 



WP_063440045.1  elongation factor G [Bacillus badius]              
250     4e-70 
WP_050402249.1  elongation factor G [Bradyrhizobium embrapense]    
250     4e-70 
WP_079346409.1  elongation factor G [Vagococcus martis]            
250     4e-70 
WP_005880821.1  MULTISPECIES: elongation factor G [Enterococcus]   
250     4e-70 
WP_035793477.1  GTP-binding protein [Butyrivibrio sp. AE3006]      
254     4e-70 
KXK00782.1  elongation factor G [Acidobacteria bacterium OLB17]    
250     4e-70 
WP_062350794.1  GTP-binding protein [Herbidospora yilanensis]      
248     4e-70 
WP_070123547.1  elongation factor G [Alteromonas confluentis]      
250     4e-70 
WP_068806355.1  GTP-binding protein [Pediococcus parvulus]         
249     4e-70 
WP_011100870.1  GTP-binding protein [Lactobacillus plantarum]      
249     4e-70 
WP_004334977.1  MULTISPECIES: elongation factor G [Pseudoalter...  
250     4e-70 
WP_070379202.1  elongation factor G [Rhodococcus sp. WMMA185]      
250     4e-70 
WP_062567513.1  elongation factor G [Pseudoalteromonas arabien...  
250     4e-70 
WP_092978358.1  elongation factor G [Ruminococcus bromii]          
250     4e-70 
WP_084099224.1  elongation factor G [Aerococcus suis]              
250     4e-70 
WP_056984447.1  GTP-binding protein [Lactobacillus oris]           
249     4e-70 
WP_057891254.1  elongation factor G [Lactobacillus nantensis]      
250     4e-70 
WP_009383850.1  elongation factor G [Staphylococcus massiliensis]  
250     4e-70 
WP_093523464.1  elongation factor G [Pseudovibrio ascidiaceicola]  
250     4e-70 
WP_095266985.1  GTP-binding protein [Paenibacillus campinasensis]  
249     4e-70 
WP_073586817.1  GTP-binding protein [Anaerocolumna xylanovorans]   
254     4e-70 
WP_054717766.1  elongation factor G [Lactobacillus manihotivor...  
250     4e-70 
WP_049520835.1  elongation factor G [Streptococcus oralis]         
250     4e-70 
WP_046860327.1  elongation factor G [Sedimenticola thiotaurini]    
250     4e-70 
WP_094585986.1  elongation factor G [Synechococcus sp. BO 8801]    
250     4e-70 
WP_044895190.1  elongation factor G [Bacillus alveayuensis]        
250     4e-70 
WP_101526608.1  GTP-binding protein [Clostridium botulinum]        
249     4e-70 



WP_106491940.1  GTP-binding protein [Blautia sp. SG-772]           
254     4e-70 
WP_066249390.1  elongation factor G [Bacillus drentensis]          
250     4e-70 
WP_096674901.1  elongation factor G [Fischerella sp. NIES-4106]    
250     4e-70 
WP_057773323.1  GTP-binding protein [Pediococcus inopinatus]       
249     4e-70 
CBK99301.1  translation elongation factor 2 (EF-2/EF-G) [Faeca...  
250     4e-70 
CCX89585.1  small GTP-binding protein domain [Clostridium sp. ...  
253     4e-70 
WP_038175031.1  elongation factor G [Vibrio pacinii]               
250     4e-70 
WP_070083183.1  GTP-binding protein [Lactobacillus plantarum]      
249     4e-70 
WP_044929289.1  GTP-binding protein [[Clostridium] leptum]         
249     4e-70 
WP_045540125.1  GTP-binding protein [Clostridium botulinum]        
249     4e-70 
WP_068777674.1  elongation factor G [Paenibacillus sp. FJAT-26...  
250     4e-70 
EEX68059.1  translation elongation factor G [Mitsuokella multa...  
249     4e-70 
WP_017262522.1  GTP-binding protein [Lactobacillus rossiae]        
249     4e-70 
WP_059121472.1  elongation factor G [Vibrio sp. MEBiC08052]        
250     4e-70 
WP_057556228.1  GTP-binding protein [Paeniclostridium sordellii]   
249     4e-70 
OGD05207.1  translation elongation factor G [Candidatus Amesba...  
250     5e-70 
WP_085438849.1  GTP-binding protein [Lactobacillus plantarum]      
249     5e-70 
WP_010731719.1  MULTISPECIES: elongation factor G [Enterococcus]   
250     5e-70 
WP_063845867.1  GTP-binding protein [Lactobacillus plantarum]      
249     5e-70 
WP_101898194.1  GTP-binding protein [Lactobacillus salivarius]     
249     5e-70 
PHS70748.1  elongation factor G [Methylophaga sp.]                 
250     5e-70 
WP_042151970.1  MULTISPECIES: elongation factor G [Pseudoalter...  
250     5e-70 
WP_031200974.1  GTP-binding protein [Eubacterium sp. 14-2]         
254     5e-70 
KUK72726.1  Translation elongation factor G [Clostridiales bac...  
250     5e-70 
WP_023493334.1  elongation factor G [Methyloglobulus morosus]      
250     5e-70 
WP_103222495.1  elongation factor G [Labrenzia marina]             
250     5e-70 
WP_059432139.1  MULTISPECIES: elongation factor G [Campylobacter]  
250     5e-70 



WP_002309841.1  MULTISPECIES: elongation factor G [Enterococcus]   
250     5e-70 
WP_033162374.1  elongation factor G [Sharpea azabuensis]           
250     5e-70 
WP_011363347.1  elongation factor G [Synechococcus sp. CC9605]     
250     5e-70 
WP_010299428.1  elongation factor G [Candidatus Odyssella thes...  
250     5e-70 
WP_070085100.1  GTP-binding protein [Lactobacillus plantarum]      
249     5e-70 
WP_076546111.1  GTP-binding protein [Halanaerobium kushneri]       
249     5e-70 
WP_042363298.1  elongation factor G [Staphylococcus xylosus]       
250     5e-70 
WP_096575159.1  MULTISPECIES: elongation factor G [Nostocales]     
250     5e-70 
WP_074732210.1  elongation factor G [Sharpea azabuensis]           
250     5e-70 
WP_076655321.1  GTP-binding protein [Lactobacillus plantarum]      
249     5e-70 
WP_008523087.1  MULTISPECIES: elongation factor G [Jonquetella]    
250     5e-70 
SCH04273.1  Elongation factor G [uncultured Dorea sp.]             
254     5e-70 
WP_065763756.1  elongation factor G [Enterococcus faecium]         
250     5e-70 
WP_027400067.1  elongation factor G [Anaerovorax odorimutans]      
249     5e-70 
WP_102522177.1  elongation factor G [Vibrio tapetis]               
250     5e-70 
OGO34996.1  translation elongation factor G [Chloroflexi bacte...  
250     5e-70 
WP_029134277.1  elongation factor G [Sedimenticola selenatired...  
250     5e-70 
PIP71038.1  elongation factor G [Nitrospirae bacterium CG22_co...  
250     5e-70 
WP_077968977.1  elongation factor G [Streptomyces tsukubensis]     
250     5e-70 
WP_002902195.1  MULTISPECIES: elongation factor G [Streptococcus]  
250     5e-70 
OUW97985.1  elongation factor G [Pelagibacteraceae bacterium T...  
250     5e-70 
WP_040192560.1  GTP-binding protein [Clostridium sp. CL-6]         
249     5e-70 
WP_104878287.1  GTP-binding protein [Lactobacillus fermentum]      
249     5e-70 
ACR18569.1  elongation factor EF-G [Corynebacterium kroppenste...  
250     5e-70 
EGN47930.1  hypothetical protein HMPREF0991_01845 [Lachnospira...  
251     5e-70 
AEI79100.1  elongation factor G 2 [Cupriavidus necator N-1]        
250     5e-70 
WP_034562425.1  elongation factor G [Carnobacterium gallinarum]    
250     5e-70 



WP_063384342.1  elongation factor G [Bacillus badius]              
250     5e-70 
WP_046826835.1  elongation factor G [Afipia massiliensis]          
249     5e-70 
PIR43983.1  elongation factor G [Candidatus Wolfebacteria bact...  
250     5e-70 
KUO58209.1  elongation factor G [Gracilibacter sp. BRH_c7a]        
250     5e-70 
WP_062913106.1  elongation factor G [Pediococcus damnosus]         
250     5e-70 
WP_062909695.1  elongation factor G [Pediococcus damnosus]         
250     5e-70 
WP_090087883.1  GTP-binding protein [Clostridium uliginosum]       
249     5e-70 
WP_092724720.1  GTP-binding protein [Romboutsia lituseburensis]    
249     5e-70 
WP_096555032.1  elongation factor G [Staphylococcus delphini]      
250     5e-70 
WP_019166642.1  elongation factor G [Staphylococcus delphini]      
250     5e-70 
WP_104758762.1  elongation factor G [Helicobacter bizzozeronii]    
250     5e-70 
CBL03058.1  translation elongation factor 2 (EF-2/EF-G) [Faeca...  
250     5e-70 
WP_094372042.1  GTP-binding protein [Lactobacillus salivarius]     
248     5e-70 
WP_035236495.1  elongation factor G [Desulfobacter vibrioformis]   
249     5e-70 
PKL72271.1  elongation factor G [Candidatus Kuenenbacteria bac...  
249     5e-70 
WP_086248558.1  elongation factor G [Campylobacter sp. RM8965]     
249     5e-70 
WP_006715015.1  GTP-binding protein [Desulfitobacterium metall...  
253     5e-70 
OIP06852.1  translation elongation factor G [Candidatus Berkel...  
250     5e-70 
WP_041228508.1  elongation factor G [Cupriavidus necator]          
250     5e-70 
OUX91508.1  elongation factor G [Alteromonas sp. TMED35]           
250     5e-70 
WP_087842112.1  GTP-binding protein [Lactobacillus plantarum]      
249     5e-70 
OTF89903.1  elongation factor G [Lactobacillus salivarius]         
249     5e-70 
WP_021260870.1  GTP-binding protein [Paenibacillus alvei]          
249     5e-70 
WP_025254791.1  elongation factor G [Alteromonas sp. ALT199]       
249     5e-70 
WP_095227357.1  elongation factor G [Helicobacter sp. 13S00401-1]  
249     5e-70 
WP_104066610.1  elongation factor G [Campylobacter hyointestin...  
249     5e-70 
WP_018712744.1  elongation factor G [Campylobacter ureolyticus]    
249     5e-70 



WP_006619094.1  elongation factor G [Arthrospira platensis]        
250     5e-70 
WP_036125633.1  MULTISPECIES: GTP-binding protein [Lysinibacil...  
249     5e-70 
WP_107554887.1  elongation factor G [Staphylococcus xylosus]       
250     5e-70 
WP_015919483.1  elongation factor G [Thermotoga neapolitana]       
250     5e-70 
WP_084943301.1  elongation factor G [Streptococcus oralis]         
249     5e-70 
OGC93020.1  translation elongation factor G [Candidatus Amesba...  
250     5e-70 
WP_041966527.1  elongation factor G [Bacillus selenatarsenatis]    
249     5e-70 
PIT94988.1  elongation factor G [Candidatus Falkowbacteria bac...  
249     5e-70 
WP_076922352.1  elongation factor G [Pseudoalteromonas sp. SK20]   
249     5e-70 
WP_087310882.1  GTP-binding protein [Lactobacillus salivarius]     
248     6e-70 
OJF16397.1  translation elongation factor G [Bacillaceae bacte...  
249     6e-70 
WP_069790791.1  elongation factor G [Cyanobacterium sp. IPPAS ...  
249     6e-70 
OLC23543.1  translation elongation factor G [Chloroflexi bacte...  
249     6e-70 
WP_049552869.1  elongation factor G [Streptococcus sanguinis]      
249     6e-70 
WP_091161592.1  elongation factor G [Paenibacillus sp. 453mf]      
249     6e-70 
WP_006676487.1  elongation factor G [Paenibacillus dendritifor...  
249     6e-70 
WP_063489839.1  GTP-binding protein [Lactobacillus plantarum]      
249     6e-70 
WP_046037859.1  GTP-binding protein [Lactobacillus plantarum]      
249     6e-70 
WP_071457769.1  elongation factor G [Vagococcus teuberi]           
249     6e-70 
WP_006881028.1  elongation factor G [Vibrio brasiliensis]          
249     6e-70 
SCJ02929.1  Tetracycline resistance protein tetM [uncultured R...  
253     6e-70 
WP_008679825.1  MULTISPECIES: GTP-binding protein [Clostridium]    
249     6e-70 
WP_036145897.1  GTP-binding protein [Lysinibacillus fusiformis]    
248     6e-70 
WP_104706391.1  elongation factor G [Helicobacter bizzozeronii]    
249     6e-70 
WP_098445971.1  elongation factor G [Bacillus sp. es.036]          
249     6e-70 
WP_096364375.1  GTP-binding protein [Lysinibacillus fusiformis]    
248     6e-70 
PIP28423.1  elongation factor G [Candidatus Moranbacteria bact...  
249     6e-70 



WP_038352020.1  elongation factor G [Eubacterium limosum]          
249     6e-70 
PKL04290.1  elongation factor G [Synergistetes bacterium HGW-S...  
249     6e-70 
KPA11652.1  elongation factor P [Candidatus Magnetomorum sp. H...  
249     6e-70 
PIW90299.1  elongation factor G [Nitrospirae bacterium CG_4_8_...  
249     6e-70 
WP_007378013.1  MULTISPECIES: elongation factor G [Pseudoalter...  
249     6e-70 
WP_045213697.1  elongation factor G [Desulfonatronovibrio magnus]  
249     6e-70 
ESQ08206.1  hypothetical protein N839_06715 [uncultured Desulf...  
249     6e-70 
KJR41087.1  translation elongation factor 2 (EF-2/EF-G) [Candi...  
249     6e-70 
WP_028520478.1  GTP-binding protein [Ruminococcus flavefaciens]    
253     6e-70 
OIP28623.1  translation elongation factor G [Dehalococcoidia b...  
249     6e-70 
WP_016390898.1  MULTISPECIES: elongation factor G [Cycloclasti...  
249     6e-70 
WP_096647868.1  elongation factor G [Staphylococcus delphini]      
249     6e-70 
WP_008195163.1  elongation factor G [Labrenzia alexandrii]         
249     6e-70 
OGK77830.1  translation elongation factor G [Candidatus Rokuba...  
249     6e-70 
WP_101052791.1  elongation factor G [Shewanella chilikensis]       
249     6e-70 
WP_075663213.1  elongation factor G [Corynebacterium frankenfo...  
250     6e-70 
WP_086305830.1  MULTISPECIES: elongation factor G [Enterococcus]   
249     6e-70 
WP_066058583.1  elongation factor G [Bacillus korlensis]           
249     6e-70 
WP_026719867.1  elongation factor G [Fischerella sp. PCC 9431]     
249     6e-70 
WP_006059338.1  GTP-binding protein [Holdemania filiformis]        
253     6e-70 
WP_066834240.1  GTP-binding protein [Collinsella ihuae]            
249     6e-70 
WP_044010299.1  GTP-binding protein [Lactobacillus wasatchensis]   
249     6e-70 
KKQ26886.1  Elongation factor G [Candidatus Levybacteria bacte...  
249     6e-70 
BBA79599.1  elongation factor G [cyanobacterium endosymbiont o...  
249     6e-70 
CCY60805.1  putative translation elongation factor G [Clostrid...  
253     6e-70 
WP_002290441.1  MULTISPECIES: elongation factor G [Enterococcus]   
249     6e-70 
WP_074029531.1  GTP-binding protein [Lactobacillus plantarum]      
249     6e-70 



WP_042202211.1  GTP-binding protein [Paenibacillus camerounensis]  
249     6e-70 
OFV82485.1  translation elongation factor G [Acidobacteria bac...  
249     7e-70 
WP_010782065.1  elongation factor G [Enterococcus gilvus]          
249     7e-70 
WP_071315268.1  elongation factor G [Anaerobacillus isosacchar...  
249     7e-70 
WP_028472763.1  elongation factor G [Nocardioides alkalitolerans]  
249     7e-70 
OLA47208.1  translation elongation factor G [Ruminococcus bici...  
253     7e-70 
WP_104638210.1  elongation factor G [Helicobacter bizzozeronii]    
249     7e-70 
WP_062139721.1  elongation factor G [Caedimonas varicaedens]       
249     7e-70 
SHK06230.1  elongation factor G [Geosporobacter subterraneus D...  
249     7e-70 
WP_081529514.1  GTP-binding protein [Lactobacillus salivarius]     
248     7e-70 
WP_097802192.1  elongation factor G [Faecalibacterium prausnit...  
250     7e-70 
SFE44034.1  small GTP-binding protein domain-containing protei...  
253     7e-70 
KKS94328.1  Elongation factor G [Parcubacteria group bacterium...  
249     7e-70 
WP_045111328.1  elongation factor G [Moritella viscosa]            
249     7e-70 
WP_037472406.1  MULTISPECIES: elongation factor G [Sphingobium]    
249     7e-70 
WP_010754773.1  elongation factor G [Enterococcus asini]           
249     7e-70 
WP_007990371.1  MULTISPECIES: elongation factor G [Alteromonad...  
249     7e-70 
WP_017040336.1  elongation factor G [Vibrio genomosp. F10]         
249     7e-70 
WP_024781486.1  elongation factor G [Streptococcus mutans]         
249     7e-70 
WP_063872934.1  elongation factor G [Nodularia spumigena]          
249     7e-70 
WP_059435429.1  MULTISPECIES: elongation factor G [Campylobacter]  
249     7e-70 
WP_015109450.1  MULTISPECIES: elongation factor G [Cyanobacteria]  
249     7e-70 
WP_036943533.1  elongation factor G [Pseudobacteroides cellulo...  
249     7e-70 
WP_055161229.1  GTP-binding protein [Anaerostipes hadrus]          
253     7e-70 
WP_057766019.1  GTP-binding protein [Lactobacillus tucceti]        
248     7e-70 
WP_018963297.1  elongation factor G [Coprothermobacter platensis]  
249     7e-70 
WP_100382420.1  elongation factor G [Afipia broomeae]              
249     7e-70 



WP_057849130.1  elongation factor G [Bradyrhizobium valentinum]    
249     7e-70 
WP_008174819.1  GTP-binding protein [Bacillus sp. B14905]          
248     7e-70 
SCJ21485.1  Elongation factor G [uncultured Ruminococcus sp.]      
253     7e-70 
WP_013156108.1  elongation factor G [Nocardiopsis dassonvillei]    
249     7e-70 
WP_081028376.1  elongation factor G [Faecalibacterium prausnit...  
249     7e-70 
OIO37618.1  translation elongation factor G [Candidatus Omnitr...  
249     7e-70 
WP_010814028.1  MULTISPECIES: elongation factor G [Cupriavidus]    
249     7e-70 
WP_072690598.1  elongation factor G [Rhodococcus marinonascens]    
249     7e-70 
WP_066542794.1  elongation factor G [Caryophanon tenue]            
249     7e-70 
WP_103354190.1  elongation factor G [Amycolatopsis sp. CA-128772]  
248     7e-70 
WP_073185569.1  elongation factor G [Anaerosphaera aminiphila]     
249     7e-70 
PID31125.1  elongation factor G [Candidatus Cloacimonetes bact...  
249     7e-70 
OQX65622.1  elongation factor G [Anaerolinea sp. 4484_236]         
249     7e-70 
WP_003079725.1  elongation factor G [Streptococcus macacae]        
249     7e-70 
WP_004606698.1  GTP-binding protein [[Clostridium] scindens]       
253     7e-70 
CUQ74317.1  Tetracycline resistance protein tetM from transpos...  
253     7e-70 
WP_045953930.1  elongation factor G [Vibrio galatheae]             
249     7e-70 
KKU92971.1  Elongation factor G [Candidatus Yanofskybacteria b...  
249     7e-70 
WP_008521539.1  elongation factor G [Jonquetella anthropi]         
249     7e-70 
OGK55061.1  translation elongation factor G [Candidatus Roizma...  
249     7e-70 
OHC97444.1  translation elongation factor G [Sphingomonadales ...  
249     7e-70 
WP_069065536.1  elongation factor G [Sphingobium sp. RAC03]        
249     7e-70 
WP_075476842.1  elongation factor G [Moritella viscosa]            
249     8e-70 
CCZ94516.1  elongation factor G 1 [Corallococcus sp. CAG:1435]     
249     8e-70 
WP_071662577.1  elongation factor G [Candidatus Rickettsiella ...  
249     8e-70 
KKR11571.1  Elongation factor G [Candidatus Woesebacteria bact...  
250     8e-70 
WP_071160258.1  elongation factor G [Methylomonas sp. LWB]         
249     8e-70 



CDA62318.1  elongation factor G [Clostridium sp. CAG:169]          
249     8e-70 
OGO44787.1  translation elongation factor G [Chloroflexi bacte...  
249     8e-70 
WP_066626632.1  GTP-binding protein [Clostridium magnum]           
253     8e-70 
PDH41716.1  elongation factor G [OM182 bacterium MED-G24]          
249     8e-70 
WP_027754780.1  elongation factor G [Streptomyces sp. CNH099]      
249     8e-70 
WP_068600247.1  elongation factor G [Paenibacillus macquariensis]  
249     8e-70 
WP_006196401.1  elongation factor G [Nodularia spumigena]          
249     8e-70 
WP_055015545.1  MULTISPECIES: elongation factor G [Pseudoalter...  
249     8e-70 
WP_046772614.1  elongation factor G [Jiangella alkaliphila]        
249     8e-70 
WP_029211822.1  elongation factor G [Arsenicicoccus bolidensis]    
249     8e-70 
WP_083624165.1  elongation factor G [Planktothrix serta]           
249     8e-70 
WP_033608170.1  GTP-binding protein [Lactobacillus plantarum]      
249     8e-70 
ALE81903.1  elongation factor G [Pseudonocardia sp. HH130629-09]   
249     8e-70 
WP_099329811.1  GTP-binding protein [Clostridium paraputrificum]   
248     8e-70 
WP_088535214.1  elongation factor G [Geobacter sp. DSM 9736]       
249     8e-70 
WP_013890395.1  elongation factor G [Helicobacter bizzozeronii]    
249     8e-70 
WP_101636951.1  elongation factor G [Campylobacter ureolyticus]    
249     8e-70 
WP_088535038.1  elongation factor G [Geobacter sp. DSM 9736]       
249     8e-70 
SDR99885.1  translation elongation factor 2 (EF-2/EF-G) [Brady...  
249     8e-70 
WP_015774942.1  elongation factor G [Desulfomicrobium baculatum]   
249     8e-70 
WP_107989431.1  elongation factor G [Breoghania corrubedonensis]   
249     8e-70 
OUU67074.1  elongation factor G [Candidatus Pelagibacter sp. T...  
249     8e-70 
WP_097792477.1  elongation factor G [Faecalibacterium prausnit...  
249     8e-70 
WP_004625701.1  GTP-binding protein [[Clostridium] termitidis]     
249     8e-70 
PSD20233.1  elongation factor G [Stenotrophomonas maltophilia]     
249     8e-70 
WP_099295182.1  elongation factor G [Pseudoalteromonas sp. 3D05]   
249     8e-70 
WP_097780182.1  elongation factor G [Faecalibacterium prausnit...  
249     8e-70 



WP_074831076.1  GTP-binding protein [Ruminococcus albus]           
253     8e-70 
WP_081531099.1  GTP-binding protein [Lactobacillus salivarius]     
248     8e-70 
OGG20547.1  translation elongation factor G [Candidatus Gottes...  
249     8e-70 
WP_024111006.1  elongation factor G [Propionimicrobium sp. BV2F7]  
249     8e-70 
OQX01800.1  translation elongation factor G [Thiothrix lacustris]  
249     8e-70 
WP_013770162.1  elongation factor G [Cellulomonas fimi]            
249     8e-70 
WP_068367602.1  elongation factor G [Peptoniphilus coxii]          
249     8e-70 
WP_104740689.1  elongation factor G [Helicobacter bizzozeronii]    
249     8e-70 
WP_103202272.1  GTP-binding protein [Herbinix hemicellulosilyt...  
253     8e-70 
WP_037288051.1  GTP-binding protein [Ruminococcus albus]           
252     8e-70 
WP_081511418.1  GTP-binding protein [Lactobacillus salivarius]     
248     8e-70 
OUU45851.1  elongation factor G [Gammaproteobacteria bacterium...  
249     8e-70 
WP_024962193.1  elongation factor G [Campylobacter ureolyticus]    
249     8e-70 
CDD40661.1  putative uncharacterized protein [Collinsella sp. ...  
249     9e-70 
WP_089984469.1  MULTISPECIES: GTP-binding protein [Lysinibacil...  
248     9e-70 
WP_056938376.1  GTP-binding protein [Lactobacillus hayakitensis]   
248     9e-70 
CCX83865.1  small GTP-binding protein domain [Ruminococcus sp....  
253     9e-70 
WP_055339794.1  GTP-binding protein [Paeniclostridium sordellii]   
248     9e-70 
WP_014614745.1  MULTISPECIES: elongation factor G [Staphylococ...  
249     9e-70 
WP_078769102.1  GTP-binding protein [Eubacterium coprostanolig...  
252     9e-70 
WP_066254567.1  GTP-binding protein [Bacillus drentensis]          
248     9e-70 
PIR13025.1  elongation factor G [Candidatus Falkowbacteria bac...  
249     9e-70 
WP_034963282.1  MULTISPECIES: elongation factor G [Campylobacter]  
249     9e-70 
WP_014162797.1  elongation factor G [Thermovirga lienii]           
249     9e-70 
WP_057775778.1  GTP-binding protein [Bacillus sp. FJAT-25496]      
248     9e-70 
OGV63651.1  translation elongation factor G [Lentisphaerae bac...  
249     9e-70 
WP_013784676.1  elongation factor G [Alteromonas naphthalenivo...  
249     9e-70 



WP_008538886.1  MULTISPECIES: elongation factor G [Megamonas]      
249     9e-70 
WP_021682584.1  elongation factor G [Ruminococcus callidus]        
249     9e-70 
WP_064025317.1  elongation factor G [Methylomonas koyamae]         
249     9e-70 
WP_105307868.1  GTP-binding protein [Lactobacillus plantarum]      
249     9e-70 
WP_099034312.1  elongation factor G [Lacimicrobium alkaliphilum]   
249     9e-70 
WP_023648424.1  elongation factor G [Candidatus Pelagibacter u...  
249     9e-70 
WP_042176629.1  GTP-binding protein [Paenibacillus sp. FSL R7-...  
248     9e-70 
PIY68848.1  elongation factor G [Candidatus Roizmanbacteria ba...  
248     9e-70 
WP_102280580.1  elongation factor G [Lactobacillus timonensis]     
249     9e-70 
WP_011992520.1  elongation factor G [Campylobacter curvus]         
249     9e-70 
WP_015780022.1  elongation factor G [Kytococcus sedentarius]       
249     9e-70 
WP_057894745.1  GTP-binding protein [Lactobacillus brantae]        
248     9e-70 
CDD54103.1  elongation factor G [Ruminococcus sp. CAG:379]         
249     9e-70 
WP_027699449.1  elongation factor G [Weissella oryzae]             
249     9e-70 
WP_069294410.1  elongation factor G [Pelagibacteraceae bacteri...  
249     9e-70 
WP_028657518.1  MULTISPECIES: elongation factor G [Novosphingo...  
249     9e-70 
WP_097148707.1  GTP-binding protein [Lysinibacillus acetophenoni]  
248     9e-70 
OGH23609.1  translation elongation factor G [Candidatus Levyba...  
249     9e-70 
OUX09743.1  elongation factor G [Candidatus Pelagibacter sp. T...  
249     9e-70 
WP_016147576.1  elongation factor G [Butyricicoccus pullicaeco...  
249     9e-70 
WP_072696614.1  elongation factor G [Desulfovibrio litoralis]      
249     9e-70 
OHC90987.1  translation elongation factor G [Sphingomonadales ...  
249     1e-69 
WP_054115690.1  elongation factor G [Enterococcus sp. RIT-PI-f]    
249     1e-69 
PIS34601.1  elongation factor G [Parcubacteria group bacterium...  
249     1e-69 
PIR60535.1  elongation factor G [Candidatus Pacebacteria bacte...  
249     1e-69 
PIE00625.1  elongation factor G [Thiothrix nivea]                  
249     1e-69 
OUW44189.1  elongation factor G [Acidimicrobiaceae bacterium T...  
249     1e-69 



WP_056948563.1  GTP-binding protein [Lactobacillus odoratitofui]   
248     1e-69 
WP_087325872.1  GTP-binding protein [Clostridium perfringens]      
248     1e-69 
WP_015336998.1  elongation factor G [Desulfovibrio hydrotherma...  
249     1e-69 
OGE11689.1  translation elongation factor G [Candidatus Curtis...  
248     1e-69 
WP_024346648.1  GTP-binding protein [[Clostridium] methoxybenz...  
248     1e-69 
WP_074956966.1  elongation factor G [Myxococcus fulvus]            
249     1e-69 
WP_011558403.1  MULTISPECIES: elongation factor G [Mycobacterium]  
249     1e-69 
WP_075724661.1  elongation factor G [Corynebacterium aquilae]      
249     1e-69 
WP_103272442.1  elongation factor G [Achromobacter sp. AONIH1]     
249     1e-69 
WP_077335154.1  elongation factor G [Vibrio ruber]                 
249     1e-69 
WP_002294317.1  MULTISPECIES: elongation factor G [Enterococcus]   
249     1e-69 
PQC13294.1  tetracycline resistance ribosomal protection prote...  
235     1e-69 
PHX89143.1  elongation factor G [Pelagibacteraceae bacterium]      
249     1e-69 
WP_076232058.1  GTP-binding protein [Clostridium botulinum]        
248     1e-69 
SEA58371.1  small GTP-binding protein domain-containing protei...  
252     1e-69 
WP_091079412.1  elongation factor G [Micromonospora nigra]         
249     1e-69 
KPJ83599.1  elongation factor G [Spirochaetes bacterium DG_61]     
248     1e-69 
WP_032808409.1  elongation factor G [Oenococcus oeni]              
249     1e-69 
WP_058843194.1  GTP-binding protein [Lysinibacillus sp. F5]        
248     1e-69 
WP_054202747.1  MULTISPECIES: elongation factor G [Pseudoalter...  
249     1e-69 
WP_008108561.1  MULTISPECIES: elongation factor G [Pseudoalter...  
249     1e-69 
WP_100391429.1  elongation factor G [Desulfofaba hansenii]         
248     1e-69 
WP_071188297.1  elongation factor G [Trichormus sp. NMC-1]         
249     1e-69 
WP_063573678.1  elongation factor G [Luteibacter rhizovicinus]     
249     1e-69 
OIP71221.1  translation elongation factor G [Oscillatoriales c...  
249     1e-69 
WP_069070113.1  elongation factor G [Nostoc sp. KVJ20]             
249     1e-69 
SCJ97430.1  Elongation factor G [uncultured Clostridium sp.]       
248     1e-69 



WP_095759015.1  GTP-binding protein [Lactobacillus salivarius]     
248     1e-69 
OGY98914.1  translation elongation factor G [Candidatus Lipton...  
249     1e-69 
WP_059105433.1  elongation factor G [Bacillus shacheensis]         
249     1e-69 
WP_044878722.1  elongation factor G [Paenibacillus sp. IHBB 10...  
249     1e-69 
WP_012594863.1  MULTISPECIES: elongation factor G [Cyanothece]     
249     1e-69 
OUX52285.1  elongation factor G [Candidatus Pelagibacter sp. T...  
249     1e-69 
EJX83305.1  elongation factor G [Enterococcus faecium ERV99]       
231     1e-69 
WP_058552757.1  elongation factor G [Pseudoalteromonas sp. 10-33]  
249     1e-69 
WP_057792668.1  MULTISPECIES: elongation factor G [Alteromonas]    
249     1e-69 
KJS49200.1  elongation factor G [Peptococcaceae bacterium BRH_...  
248     1e-69 
WP_007099834.1  elongation factor G [Synechococcus sp. RS9916]     
249     1e-69 
WP_025729602.1  elongation factor G [Atopobacter phocae]           
249     1e-69 
WP_049530761.1  elongation factor G [Streptococcus pseudopneum...  
249     1e-69 
WP_003539659.1  MULTISPECIES: elongation factor G [Erysipelotr...  
249     1e-69 
WP_072823591.1  elongation factor G [Bradyrhizobium erythrophlei]  
249     1e-69 
WP_072956113.1  elongation factor G [Vibrio gazogenes]             
249     1e-69 
WP_079217923.1  MULTISPECIES: elongation factor G [Herbaspiril...  
249     1e-69 
WP_101070252.1  GTP-binding protein [Ruminococcus bromii]          
252     1e-69 
WP_027089792.1  elongation factor G [[Clostridium] saccharogumia]  
249     1e-69 
WP_012543752.1  elongation factor G [Coprothermobacter proteol...  
249     1e-69 
WP_024575000.1  MULTISPECIES: elongation factor G [Afipia]         
249     1e-69 
WP_046497492.1  elongation factor G [Syntrophomonas zehnderi]      
248     1e-69 
WP_025633017.1  elongation factor G [Vibrio parahaemolyticus]      
249     1e-69 
KIT57219.1  elongation factor P [Vibrio parahaemolyticus EN970...  
249     1e-69 
WP_086254135.1  MULTISPECIES: elongation factor G [Campylobacter]  
249     1e-69 
WP_019911111.1  GTP-binding protein [Paenibacillus sp. HW567]      
248     1e-69 
KPJ54903.1  elongation factor G [Parcubacteria bacterium DG_72]    
249     1e-69 



WP_066523481.1  elongation factor G [Christensenella minuta]       
249     1e-69 
EXY76976.1  elongation factor G, domain IV family protein [Bac...  
239     1e-69 
WP_023179574.1  elongation factor G [Carnobacterium inhibens]      
249     1e-69 
WP_099037226.1  elongation factor G [Mycobacterium sp. CECT 8778]  
249     1e-69 
OGZ71491.1  translation elongation factor G [Candidatus Staska...  
249     1e-69 
OLA52029.1  translation elongation factor G [Ruminococcus sp. ...  
252     1e-69 
OED34175.1  translation elongation factor G [PVC group bacteri...  
249     1e-69 
WP_053530524.1  GTP-binding protein [Clostridium botulinum]        
248     1e-69 
WP_014209179.1  elongation factor G [Mycobacterium rhodesiae]      
249     1e-69 
WP_041276493.1  GTP-binding protein [Desulfosporosinus acidiph...  
253     1e-69 
WP_006021071.1  elongation factor G [Afipia broomeae]              
249     1e-69 
WP_018018649.1  elongation factor G [Corynebacterium ciconiae]     
249     1e-69 
WP_086874541.1  GTP-binding protein [Lactobacillus johnsonii]      
248     1e-69 
WP_087378737.1  elongation factor G [Anaeromassilibacillus sp....  
249     1e-69 
WP_105368582.1  GTP-binding protein [Herbivorax saccincola]        
252     1e-69 
CDB68227.1  elongation factor EF-G [Eubacterium sp. CAG:252]       
252     1e-69 
OGO46660.1  translation elongation factor G [Chloroflexi bacte...  
248     1e-69 
WP_049179017.1  GTP-binding protein [Clostridium botulinum]        
248     1e-69 
WP_009801140.1  elongation factor G [Oceanicaulis sp. HTCC2633]    
249     1e-69 
WP_059427707.1  elongation factor G [Campylobacter fetus]          
249     1e-69 
WP_089268268.1  MULTISPECIES: elongation factor G [Tardiphaga]     
249     1e-69 
WP_024858492.1  GTP-binding protein [Ruminococcus albus]           
252     1e-69 
WP_056585864.1  elongation factor G [Cellulomonas sp. Leaf334]     
249     1e-69 
CIV74790.1  elongation factor G [Streptococcus pneumoniae]         
248     1e-69 
OGT40086.1  translation elongation factor G [Gammaproteobacter...  
249     1e-69 
WP_086432893.1  GTP-binding protein [Eggerthia catenaformis]       
251     1e-69 
WP_103649433.1  elongation factor G [Campylobacter concisus]       
249     1e-69 



WP_089752379.1  elongation factor G [Halobacillus alkaliphilus]    
249     1e-69 
SCI86862.1  Tetracycline resistance protein tetM from transpos...  
248     1e-69 
KKP94068.1  Elongation factor G [Candidatus Moranbacteria bact...  
249     1e-69 
WP_097838602.1  elongation factor G [Faecalibacterium prausnit...  
249     1e-69 
WP_046713543.1  elongation factor G [Myxococcus fulvus]            
249     1e-69 
WP_092267337.1  GTP-binding protein [Brevibacillus sp. OK042]      
248     1e-69 
WP_021257364.1  MULTISPECIES: GTP-binding protein [Paenibacillus]  
248     1e-69 
WP_064662704.1  elongation factor G [Pseudoalteromonas sp. MQS...  
249     1e-69 
WP_057564590.1  GTP-binding protein [Paeniclostridium sordellii]   
248     1e-69 
OUT94900.1  elongation factor G [Rhizobiales bacterium TMED29]     
249     1e-69 
PLS76064.1  elongation factor G [Actinobacteria bacterium]         
249     1e-69 
WP_045575451.1  elongation factor G [Desulfosporosinus sp. I2]     
249     1e-69 
WP_063718162.1  elongation factor G [Leptolyngbya valderiana]      
249     1e-69 
WP_088330454.1  elongation factor G [Lacimicrobium sp. SS2-24]     
249     1e-69 
WP_006959822.1  elongation factor G [Vibrio coralliilyticus]       
249     1e-69 
OQX02366.1  translation elongation factor G [Desulfobacteracea...  
248     1e-69 
WP_035796504.1  GTP-binding protein [Butyrivibrio sp. MB2005]      
252     1e-69 
WP_088044562.1  elongation factor G [Bacillus sp. EAC]             
249     1e-69 
WP_090649059.1  elongation factor G [Paenibacillus sp. UNC496MF]   
249     1e-69 
WP_016173509.1  elongation factor G [Enterococcus dispar]          
249     1e-69 
SEK52715.1  small GTP-binding protein domain-containing protei...  
252     1e-69 
AFM41654.1  small GTP-binding protein domain protein [Desulfos...  
252     1e-69 
WP_020879814.1  elongation factor G [Desulfovibrio sp. X2]         
248     1e-69 
WP_074686019.1  elongation factor G [Kandleria vitulina]           
249     1e-69 
SCJ73837.1  Elongation factor G [uncultured Blautia sp.]           
253     1e-69 
WP_021356239.1  GTP-binding protein [Lactobacillus plantarum]      
248     1e-69 
PIS42277.1  elongation factor G [Candidatus Kerfeldbacteria ba...  
249     1e-69 



WP_018998535.1  elongation factor G [Megamonas rupellensis]        
249     1e-69 
WP_075672342.1  GTP-binding protein [Anaerostipes sp. 992a]        
252     1e-69 
WP_014426761.1  elongation factor G [Rubrivivax gelatinosus]       
248     1e-69 
KKS16856.1  Elongation factor G [candidate division WWE3 bacte...  
249     1e-69 
WP_016646699.1  elongation factor G [Campylobacter ureolyticus]    
248     1e-69 
WP_028953573.1  elongation factor G [Synechococcus sp. CC9616]     
248     1e-69 
WP_060776013.1  elongation factor G [Enterococcus faecium]         
249     1e-69 
WP_103205496.1  GTP-binding protein [Lactobacillus fermentum]      
248     1e-69 
WP_067040324.1  elongation factor G [Moritella sp. JT01]           
249     1e-69 
OGQ44180.1  translation elongation factor G [Deltaproteobacter...  
248     1e-69 
EFO54203.1  translation elongation factor G [Streptococcus inf...  
249     1e-69 
WP_014641418.1  elongation factor G [Halobacillus halophilus]      
248     1e-69 
WP_094555933.1  elongation factor G [Synechococcus sp. 1G10]       
248     1e-69 
OUX22435.1  elongation factor G [Candidatus Pelagibacter sp. T...  
248     1e-69 
WP_007058952.1  GTP-binding protein [Clostridium carboxidivorans]  
252     1e-69 
WP_055176974.1  GTP-binding protein [[Clostridium] symbiosum]      
253     1e-69 
WP_039873047.1  GTP-binding protein [Paenibacillus sp. FSL R7-...  
248     1e-69 
WP_066911120.1  elongation factor G [Millisia brevis]              
249     1e-69 
WP_092952638.1  elongation factor G [Sphingobium faniae]           
248     1e-69 
WP_104685343.1  elongation factor G [Helicobacter bizzozeronii]    
248     1e-69 
WP_017144235.1  GTP-binding protein [Coprobacillus sp. D6]         
252     1e-69 
WP_005270083.1  elongation factor G [Arthrobacter crystallopoi...  
249     1e-69 
WP_035165777.1  GTP-binding protein [Lactobacillus salivarius]     
247     1e-69 
SCI41324.1  Elongation factor G [uncultured Ruminococcus sp.]      
252     1e-69 
WP_106874159.1  elongation factor G [Candidatus Phycorickettsi...  
248     1e-69 
WP_055232789.1  GTP-binding protein [Anaerostipes hadrus]          
252     1e-69 
WP_075868551.1  elongation factor G [Kytococcus sp. CUA-901]       
249     1e-69 



WP_069665551.1  elongation factor G [Vibrio europaeus]             
249     1e-69 
WP_068151643.1  elongation factor G [Rhodococcus corynebacteri...  
249     1e-69 
WP_056963289.1  GTP-binding protein [Lactobacillus spicheri]       
248     1e-69 
WP_086478991.1  elongation factor G [Oceanospirillum sanctuarii]   
248     1e-69 
WP_014949028.1  elongation factor G [Alteromonas macleodii]        
248     1e-69 
WP_091072718.1  elongation factor G [Paenibacillus sp. NFR01]      
248     1e-69 
WP_096140981.1  elongation factor G [Shewanella algae]             
249     1e-69 
WP_040285479.1  elongation factor G [Sporosarcina koreensis]       
248     1e-69 
OUV13197.1  elongation factor G [Rhizobiales bacterium TMED94]     
248     1e-69 
WP_011618353.1  elongation factor G [Synechococcus sp. CC9311]     
248     1e-69 
WP_020330549.1  MULTISPECIES: elongation factor G [Vibrio]         
248     1e-69 
WP_012155042.1  elongation factor G [Shewanella pealeana]          
248     1e-69 
WP_009371285.1  GTP-binding protein [Lysinibacillus fusiformis]    
247     2e-69 
WP_053457133.1  elongation factor G [Hapalosiphon sp. MRB220]      
248     2e-69 
WP_095563684.1  elongation factor G [Plantactinospora sp. KBS50]   
249     2e-69 
WP_024722188.1  elongation factor G [Clostridiales bacterium V...  
248     2e-69 
WP_070853701.1  elongation factor G [Enterococcus sp. HMSC070F12]  
248     2e-69 
WP_005456593.1  MULTISPECIES: elongation factor G [Vibrio]         
248     2e-69 
WP_004747811.1  elongation factor G [Vibrio tubiashii]             
248     2e-69 
KRT72345.1  translation elongation factor G, elongation factor...  
248     2e-69 
PIQ00517.1  elongation factor G [Shewanella sp. CG18_big_fil_W...  
248     2e-69 
WP_009298315.1  GTP-binding protein [Clostridium sp. 7_3_54FAA]    
252     2e-69 
WP_077275940.1  elongation factor G [Vagococcus penaei]            
248     2e-69 
WP_055286657.1  GTP-binding protein [Collinsella aerofaciens]      
248     2e-69 
WP_040225897.1  elongation factor G [Bhargavaea cecembensis]       
248     2e-69 
WP_019138506.1  MULTISPECIES: elongation factor G [Peptoniphilus]  
248     2e-69 
WP_043152131.1  elongation factor G [Sphingobium sp. Ant17]        
248     2e-69 



WP_094926676.1  elongation factor G [Pseudonocardia sp. MH-G8]     
249     2e-69 
WP_044924825.1  GTP-binding protein [Dorea longicatena]            
253     2e-69 
WP_094083403.1  elongation factor G [Prosthecochloris sp. GSB1]    
249     2e-69 
WP_011133137.1  elongation factor G [Prochlorococcus marinus]      
248     2e-69 
WP_082970461.1  elongation factor G [Mycobacterium sp. E2989]      
249     2e-69 
WP_021641362.1  GTP-binding protein [[Clostridium] symbiosum]      
252     2e-69 
OFZ27597.1  translation elongation factor G [Bdellovibrionales...  
248     2e-69 
WP_104431741.1  elongation factor G [Kineococcus xinjiangensis]    
248     2e-69 
WP_074688462.1  GTP-binding protein [Kandleria vitulina]           
251     2e-69 
PIU56687.1  elongation factor G [Chloroflexi bacterium CG07_la...  
248     2e-69 
XP_017783014.1  PREDICTED: ribosome-releasing factor 2, mitoch...  
249     2e-69 
KKP89730.1  translation elongation factor 2 (EF-2/EF-G), elong...  
248     2e-69 
PIP26382.1  elongation factor G [Candidatus Moranbacteria bact...  
248     2e-69 
WP_060779254.1  elongation factor G [Enterococcus faecium]         
248     2e-69 
CBL24633.1  small GTP-binding protein domain [Blautia obeum A2...  
253     2e-69 
WP_036983338.1  MULTISPECIES: elongation factor G [Pseudoalter...  
248     2e-69 
EOT26916.1  small GTP-binding protein domain protein [Eubacter...  
253     2e-69 
WP_024739161.1  GTP-binding protein [[Clostridium] symbiosum]      
252     2e-69 
SCI65233.1  Elongation factor G [uncultured Blautia sp.]           
252     2e-69 
WP_101225871.1  elongation factor G [Bacillus sp. BA3]             
248     2e-69 
WP_082499865.1  MULTISPECIES: elongation factor G [Nocardioides]   
248     2e-69 
WP_086158610.1  elongation factor G [Streptomyces sp. SCSIO 03...  
249     2e-69 
WP_057579018.1  GTP-binding protein [Paeniclostridium sordellii]   
248     2e-69 
OHA70131.1  translation elongation factor G [Candidatus Wilder...  
248     2e-69 
WP_047131408.1  MULTISPECIES: elongation factor G [Staphylococ...  
248     2e-69 
WP_048342520.1  elongation factor G [Cellulomonas sp. A375-1]      
248     2e-69 
WP_067754976.1  elongation factor G [Orrella dioscoreae]           
248     2e-69 



WP_072411396.1  elongation factor G [Chryseobacterium limigeni...  
248     2e-69 
WP_031590095.1  GTP-binding protein [Kandleria vitulina]           
251     2e-69 
OFZ22279.1  translation elongation factor G [Bdellovibrionales...  
248     2e-69 
WP_041844250.1  elongation factor G [Thermotoga sp. RQ7]           
248     2e-69 
WP_003501284.1  GTP-binding protein [[Clostridium] symbiosum]      
252     2e-69 
SMF68770.1  translation elongation factor 2 (EF-2/EF-G) [Paeni...  
248     2e-69 
WP_077568290.1  elongation factor G [Paenibacillus ihbetae]        
248     2e-69 
WP_014955028.1  elongation factor G [alpha proteobacterium HIM...  
248     2e-69 
WP_008544337.1  elongation factor G [Candidatus Pelagibacter s...  
248     2e-69 
WP_096043726.1  GTP-binding protein [Clostridium botulinum]        
247     2e-69 
WP_072729192.1  GTP-binding protein [Paenibacillus sp. NAIST15-1]  
247     2e-69 
OYU70662.1  elongation factor G [Alphaproteobacteria bacterium...  
248     2e-69 
WP_005607488.1  elongation factor G [Granulicatella adiacens]      
248     2e-69 
OUU09056.1  elongation factor G [Gammaproteobacteria bacterium...  
248     2e-69 
OGH83201.1  translation elongation factor G [Candidatus Magasa...  
248     2e-69 
KRL15289.1  translation elongation factor G [Lactobacillus rap...  
248     2e-69 
WP_097230381.1  elongation factor G [Streptomyces zhaozhouensis]   
248     2e-69 
CCY92015.1  elongation factor G [Eubacterium sp. CAG:180]          
248     2e-69 
WP_053544131.1  elongation factor G [Corynebacterium deserti]      
249     2e-69 
WP_067961230.1  elongation factor G [Mycobacterium sp. NAZ190054]  
248     2e-69 
WP_102050585.1  GTP-binding protein [Pygmaiobacter massiliensis]   
251     2e-69 
WP_025008927.1  MULTISPECIES: elongation factor G [Shewanella]     
248     2e-69 
OGV19947.1  translation elongation factor G [Lentisphaerae bac...  
248     2e-69 
WP_054405487.1  elongation factor G [Paenibacillus solani]         
248     2e-69 
WP_053537044.1  MULTISPECIES: elongation factor G [Bacillus]       
248     2e-69 
PIR52658.1  elongation factor G [Candidatus Peregrinibacteria ...  
248     2e-69 
WP_010383884.1  elongation factor G [Leuconostoc gelidum]          
248     2e-69 



WP_107110782.1  elongation factor G [Shewanella algae]             
248     2e-69 
WP_085323021.1  elongation factor G [Mycobacterium sp. TBL 120...  
248     2e-69 
WP_049555348.1  MULTISPECIES: elongation factor G [Granulicate...  
248     2e-69 
WP_018970385.1  elongation factor G [Rubritalea marina]            
249     2e-69 
WP_097778123.1  elongation factor G [Faecalibacterium prausnit...  
248     2e-69 
WP_059432755.1  elongation factor G [Campylobacter fetus]          
248     2e-69 
WP_070439188.1  elongation factor G [Granulicatella sp. HMSC30...  
248     2e-69 
WP_063278646.1  elongation factor G [Staphylococcus pseudinter...  
248     2e-69 
WP_081537620.1  GTP-binding protein [Lactobacillus salivarius]     
247     2e-69 
WP_046860157.1  GTP-binding protein [Sedimenticola thiotaurini]    
248     2e-69 
WP_062422021.1  elongation factor G [Leptolinea tardivitalis]      
248     2e-69 
WP_104752948.1  elongation factor G [Helicobacter baculiformis]    
248     2e-69 
OUM87993.1  translation elongation factor G [Bacillus thermoze...  
248     2e-69 
SCJ12023.1  Elongation factor G [uncultured Ruminococcus sp.]      
251     2e-69 
WP_009607065.1  GTP-binding protein [Turicibacter sp. HGF1]        
247     2e-69 
WP_081514384.1  GTP-binding protein [Lactobacillus salivarius]     
247     2e-69 
OHA64028.1  translation elongation factor G [Candidatus Wilder...  
248     2e-69 
WP_015650382.1  elongation factor G [Corynebacterium callunae]     
248     2e-69 
WP_026489331.1  GTP-binding protein [Butyrivibrio sp. XBB1001]     
252     2e-69 
WP_106539050.1  elongation factor G [Haloactinopolyspora alba]     
248     2e-69 
WP_082694104.1  elongation factor G [Mycobacterium sp. GA-1379]    
248     2e-69 
CDC56630.1  putative uncharacterized protein [Dorea formicigen...  
252     2e-69 
WP_108602785.1  elongation factor G [Catenovulum sp. CCB-QB4]      
248     2e-69 
WP_029732548.1  GTP-binding protein [Dorea sp. AGR2135]            
252     2e-69 
SHE13651.1  elongation factor G [Chlamydia abortus]                
248     2e-69 
WP_015325926.1  elongation factor G [Halobacteroides halobius]     
248     2e-69 
XP_004651446.1  PREDICTED: ribosome-releasing factor 2, mitoch...  
249     2e-69 



WP_045353254.1  GTP-binding protein [Lactobacillus plantarum]      
248     2e-69 
WP_090495157.1  elongation factor G [Pseudoalteromonas sp. DSM...  
248     2e-69 
WP_017011740.1  MULTISPECIES: elongation factor G [Enterovibrio]   
248     2e-69 
WP_049042317.1  GTP-binding protein [Clostridium sporogenes]       
247     2e-69 
WP_036143371.1  elongation factor G [Lysinibacillus sp. BF-4]      
248     2e-69 
WP_056293072.1  elongation factor G [Afipia sp. Root123D2]         
248     2e-69 
PNR89753.1  elongation factor P [Petrotoga sp. 9T1HF07.CasAA.8.2]  
248     2e-69 
KPJ73344.1  elongation factor G [Parcubacteria bacterium DG_74_1]  
248     2e-69 
WP_042513903.1  GTP-binding protein [Lactobacillus fermentum]      
247     2e-69 
WP_006058546.1  elongation factor G [Holdemania filiformis]        
248     2e-69 
WP_106730048.1  elongation factor G [Zobellella sp. 59N8]          
248     2e-69 
WP_038671903.1  GTP-binding protein [Ruminococcus bicirculans]     
251     2e-69 
WP_027697576.1  elongation factor G [Vibrio litoralis]             
248     2e-69 
WP_056088903.1  elongation factor G [Cellulomonas sp. Root137]     
248     2e-69 
WP_100066090.1  elongation factor G [Miniphocibacter massilien...  
248     2e-69 
KWX85856.1  elongation factor G [Paenibacillus riograndensis]      
248     2e-69 
WP_025531155.1  GTP-binding protein [Hungatella hathewayi]         
252     2e-69 
WP_088907582.1  GTP-binding protein [Brevibacillus formosus]       
247     2e-69 
WP_048823006.1  elongation factor G [Bacillus sp. B-jedd]          
248     2e-69 
WP_066561482.1  GTP-binding protein [Clostridiales bacterium K...  
252     2e-69 
WP_081511106.1  GTP-binding protein [Lactobacillus salivarius]     
247     2e-69 
WP_042171460.1  elongation factor G [Paenibacillus gorillae]       
248     2e-69 
PRD25058.1  fusA2 [Nephila clavipes]                               
248     2e-69 
WP_098749101.1  elongation factor G [Paenibacillus sp. EZ-K15]     
248     2e-69 
CUM73615.1  Tetracycline resistance protein tetM [Roseburia in...  
252     2e-69 
WP_095276567.1  elongation factor G [Helicobacter sp. 11S02629-2]  
248     2e-69 
WP_077150365.1  elongation factor G [Enterococcus faecium]         
248     2e-69 



WP_006030775.1  elongation factor G [Moritella sp. PE36]           
248     2e-69 
WP_070711184.1  elongation factor G [Corynebacterium sp. HMSC0...  
248     2e-69 
WP_099019991.1  elongation factor G [Marinicella litoralis]        
248     2e-69 
WP_013777319.1  elongation factor G [Tepidanaerobacter acetato...  
248     2e-69 
WP_065109809.1  elongation factor G [Shewanella sp. UCD-FRSSP1...  
248     2e-69 
WP_096016825.1  elongation factor G [Campylobacter lanienae]       
248     2e-69 
WP_070645245.1  MULTISPECIES: elongation factor G [Corynebacte...  
248     2e-69 
WP_016455360.1  elongation factor G [Propionimicrobium lymphop...  
248     2e-69 
WP_088225433.1  GTP-binding protein [Desulfosporosinus sp. FKB]    
251     2e-69 
PKN53464.1  elongation factor G [Deltaproteobacteria bacterium...  
248     2e-69 
WP_005332210.1  GTP-binding protein [Dorea formicigenerans]        
252     2e-69 
WP_087170488.1  elongation factor G [Gemmiger sp. An120]           
248     2e-69 
CEK29441.1  small GTP-binding protein [[Clostridium] sordellii]    
247     2e-69 
WP_072322089.1  elongation factor G [Luteibacter sp. UNCMF366T...  
248     2e-69 
WP_069293242.1  elongation factor G [Fervidobacterium thailand...  
248     2e-69 
WP_087037533.1  elongation factor G [Oceanisphaera profunda]       
248     2e-69 
SCH06144.1  Tetracycline resistance protein tetM from transpos...  
247     2e-69 
WP_053491292.1  elongation factor G [Bacillus sp. FJAT-18019]      
248     2e-69 
OGM91224.1  translation elongation factor G [Candidatus Wolfeb...  
248     2e-69 
KRL62944.1  translation elongation factor G [Lactobacillus par...  
248     2e-69 
WP_094869399.1  GTP-binding protein [Paenibacillus sp. VTT E-1...  
247     2e-69 
SCI37537.1  Vegetative protein 19 [uncultured Butyricicoccus sp.]  
248     2e-69 
WP_058155543.1  elongation factor G [Pseudoalteromonas issache...  
248     2e-69 
PIU77808.1  elongation factor G [Candidatus Moranbacteria bact...  
248     2e-69 
WP_027365854.1  elongation factor G [Desulfotomaculum alcoholi...  
248     2e-69 
WP_029072394.1  GTP-binding protein [Kandleria vitulina]           
251     2e-69 
WP_009431661.1  elongation factor G [Peptoniphilus sp. oral ta...  
248     2e-69 



WP_021316768.1  elongation factor G [Sphingobium ummariense]       
248     2e-69 
WP_073293852.1  GTP-binding protein [Libanicoccus massiliensis]    
247     2e-69 
WP_043737735.1  elongation factor G [Lactococcus lactis]           
248     2e-69 
WP_094498792.1  GTP-binding protein [Lactobacillus taiwanensis]    
247     2e-69 
WP_062419017.1  elongation factor G [Levilinea saccharolytica]     
248     2e-69 
OGM73149.1  translation elongation factor G [Candidatus Woeseb...  
248     3e-69 
OUX06851.1  elongation factor G [Acidimicrobiaceae bacterium T...  
248     3e-69 
WP_092777657.1  elongation factor G [Actinokineospora terrae]      
248     3e-69 
WP_036719580.1  elongation factor G [Paenibacillus sp. JCM 10914]  
248     3e-69 
WP_007132571.1  elongation factor G [Paenibacillus lactis]         
248     3e-69 
WP_084171901.1  GTP-binding protein [Blautia schinkii]             
252     3e-69 
WP_098924940.1  elongation factor G [Faecalibacterium prausnit...  
248     3e-69 
WP_061311090.1  GTP-binding protein [Clostridium sporogenes]       
247     3e-69 
WP_101889179.1  GTP-binding protein [Lactobacillus fermentum]      
247     3e-69 
WP_019196579.1  MULTISPECIES: elongation factor G [Bradyrhizob...  
248     3e-69 
WP_045085422.1  GTP-binding protein [[Clostridium] cellulosi]      
251     3e-69 
WP_095547648.1  elongation factor G [Corynebacterium sp. NML00...  
248     3e-69 
PIR49261.1  elongation factor G [Candidatus Peregrinibacteria ...  
248     3e-69 
WP_099208953.1  elongation factor G [Urinacoccus sp. Marseille...  
248     3e-69 
WP_091319669.1  elongation factor G [Geodermatophilus ruber]       
248     3e-69 
WP_015172868.1  elongation factor G [Geitlerinema sp. PCC 7407]    
248     3e-69 
WP_002600766.1  GTP-binding protein [Hungatella hathewayi]         
252     3e-69 
WP_082703132.1  elongation factor G [Mycobacterium sp. IS-1496]    
248     3e-69 
WP_018414176.1  elongation factor G [Candidatus Pelagibacter u...  
248     3e-69 
WP_066640572.1  elongation factor G [Desulfotomaculum intricatum]  
248     3e-69 
OUU87489.1  elongation factor G [Verrucomicrobia bacterium TME...  
248     3e-69 
WP_066866703.1  GTP-binding protein [Neglecta timonensis]          
247     3e-69 



WP_053997227.1  elongation factor G [Lysinibacillus macroides]     
248     3e-69 
WP_022133012.1  elongation factor G [Negativibacillus massilie...  
248     3e-69 
WP_011836173.1  elongation factor G [Lactococcus lactis]           
248     3e-69 
WP_099478352.1  elongation factor G [Paenibacillus ihbetae]        
248     3e-69 
WP_081561844.1  GTP-binding protein [Lactobacillus salivarius]     
246     3e-69 
WP_087282172.1  GTP-binding protein [Eubacterium sp. An3]          
253     3e-69 
WP_012070050.1  elongation factor G [Marinomonas sp. MWYL1]        
248     3e-69 
WP_038892244.1  MULTISPECIES: elongation factor G [Vibrio harv...  
248     3e-69 
WP_098865955.1  elongation factor G [Bacillus sp. AFS043905]       
248     3e-69 
PCJ94271.1  elongation factor G [Porticoccaceae bacterium]         
248     3e-69 
WP_099990051.1  elongation factor G [Fusobacterium periodonticum]  
248     3e-69 
WP_090849678.1  elongation factor G [Nocardioides lianchengensis]  
248     3e-69 
WP_055657295.1  GTP-binding protein [Hungatella hathewayi]         
251     3e-69 
WP_050739796.1  elongation factor G [Acetobacterium bakii]         
248     3e-69 
OGM21843.1  translation elongation factor G [Candidatus Woeseb...  
248     3e-69 
PHS55323.1  elongation factor G [Alteromonas sp.]                  
248     3e-69 
WP_065594310.1  MULTISPECIES: elongation factor G [Aliivibrio]     
248     3e-69 
WP_014573452.1  elongation factor G [Lactococcus lactis]           
248     3e-69 
GBE15735.1  elongation factor G [bacterium BMS3Abin14]             
247     3e-69 
EHJ62365.1  elongation factor EF-G [Novosphingobium pentaromat...  
248     3e-69 
WP_005338921.1  GTP-binding protein [Dorea formicigenerans]        
252     3e-69 
WP_010687963.1  elongation factor G [Leuconostoc gelidum]          
248     3e-69 
OIO47803.1  translation elongation factor G [Parcubacteria gro...  
248     3e-69 
WP_075599487.1  elongation factor G [Leptolyngbya sp. 'hensonii']  
248     3e-69 
KKR16649.1  Elongation factor G [Candidatus Levybacteria bacte...  
248     3e-69 
WP_102775847.1  elongation factor G [Achromobacter pulmonis]       
248     3e-69 
WP_006996809.1  elongation factor G [Candidatus Pelagibacter u...  
248     3e-69 



WP_104371772.1  elongation factor G [Desulfocucumis palustris]     
248     3e-69 
WP_062279922.1  elongation factor G [Flexilinea flocculi]          
248     3e-69 
AMP49024.1  elongation factor G C-terminus [uncultured bacterium]  
229     3e-69 
WP_067440747.1  elongation factor G [Nocardioides jensenii]        
248     3e-69 
WP_010189691.1  elongation factor G [Corynebacterium aurimucosum]  
248     3e-69 
EET59252.1  putative translation elongation factor G [Marvinbr...  
252     3e-69 
WP_063494232.1  GTP-binding protein [Lactobacillus plantarum]      
247     3e-69 
WP_033120245.1  GTP-binding protein [Oscillibacter sp. ER4]        
251     3e-69 
WP_068620422.1  elongation factor G [Paenibacillus tuaregi]        
248     3e-69 
WP_086963738.1  elongation factor G [Oceanisphaera sp. AMac2203]   
248     3e-69 
WP_044039391.1  elongation factor G [Clostridium bornimense]       
248     3e-69 
WP_027700851.1  elongation factor G [Clostridioides mangenotii]    
248     3e-69 
OGX34967.1  translation elongation factor G [Omnitrophica WOR_...  
248     3e-69 
KLR49785.1  tetracycline resistance protein [[Clostridium] sor...  
247     3e-69 
CDC04553.1  putative translation elongation factor G [Clostrid...  
246     3e-69 
WP_082695780.1  elongation factor G [Mycobacterium sp. IS-1742]    
248     3e-69 
WP_010621089.1  GTP-binding protein [Lactobacillus suebicus]       
247     3e-69 
WP_086302477.1  MULTISPECIES: elongation factor G [Campylobacter]  
248     3e-69 
WP_068788210.1  elongation factor G [Phormidium willei]            
248     3e-69 
WP_033100618.1  elongation factor G [Thermoactinomyces daqus]      
248     3e-69 
WP_070444764.1  elongation factor G [Corynebacterium sp. HMSC0...  
248     3e-69 
PKN88871.1  elongation factor G [Deltaproteobacteria bacterium...  
247     3e-69 
WP_024621754.1  elongation factor G [Clostridioides mangenotii]    
248     3e-69 
WP_004587465.1  elongation factor G [Pseudoalteromonas agarivo...  
248     3e-69 
WP_003533720.1  GTP-binding protein [[Clostridium] leptum]         
248     3e-69 
PIR17307.1  elongation factor G [Deltaproteobacteria bacterium...  
248     3e-69 
WP_071407912.1  elongation factor G [Globicatella sp. HMSC072A10]  
248     3e-69 



AMP51607.1  elongation factor Tu GTP binding domain protein [u...  
230     3e-69 
WP_048677880.1  MULTISPECIES: elongation factor G [Bacillus]       
248     3e-69 
WP_086983205.1  elongation factor G [Vibrio aphrogenes]            
248     3e-69 
WP_015077775.1  elongation factor G [Carnobacterium maltaromat...  
248     3e-69 
WP_099837837.1  GTP-binding protein [[Eubacterium] combesii]       
247     3e-69 
WP_091502465.1  elongation factor G [Fructobacillus durionis]      
248     3e-69 
WP_101100465.1  MULTISPECIES: elongation factor G [Stenotropho...  
247     3e-69 
KXT85474.1  Translation elongation factor G [Streptococcus sp....  
248     3e-69 
WP_003854224.1  elongation factor G [Corynebacterium glutamicum]   
248     3e-69 
SCJ41157.1  Tetracycline resistance protein tetM from transpos...  
251     3e-69 
WP_040784682.1  GTP-binding protein [Marvinbryantia formatexig...  
251     3e-69 
WP_102979764.1  elongation factor G [Chryseobacterium scophtha...  
248     3e-69 
ALA96902.1  elongation factor G [Candidatus Carsonella ruddii]     
247     3e-69 
WP_084203484.1  GTP-binding protein [Ruminococcaceae bacterium...  
251     3e-69 
WP_038206129.1  elongation factor G [Vibrio tubiashii]             
248     3e-69 
WP_093073172.1  elongation factor G [Salisediminibacterium hal...  
248     3e-69 
WP_044841782.1  elongation factor G [Thalassomonas viridans]       
248     3e-69 
WP_088904699.1  elongation factor G [Shewanella marisflavi]        
248     3e-69 
WP_057551220.1  GTP-binding protein [Paeniclostridium sordellii]   
247     3e-69 
WP_039035538.1  MULTISPECIES: elongation factor G [Shewanella]     
248     3e-69 
WP_076372873.1  elongation factor G [Bacillus simplex]             
248     3e-69 
OUV82761.1  elongation factor G [Verrucomicrobiaceae bacterium...  
248     3e-69 
WP_071661110.1  elongation factor G [Rickettsiella grylli]         
248     3e-69 
WP_089988585.1  GTP-binding protein [Clostridium sp. C105KSO15]    
246     3e-69 
KKP23308.1  Elongation factor G [Candidatus Woesebacteria bact...  
248     3e-69 
WP_029467916.1  GTP-binding protein [Clostridiales bacterium V...  
251     3e-69 
WP_087480343.1  elongation factor G [Vibrio mangrovi]              
248     3e-69 



WP_090126295.1  GTP-binding protein [Eubacteriaceae bacterium ...  
252     3e-69 
WP_013466210.1  MULTISPECIES: elongation factor G [Alteromonad...  
248     3e-69 
WP_026866141.1  elongation factor G [Jeotgalicoccus marinus]       
248     3e-69 
WP_100509847.1  GTP-binding protein [Bifidobacterium sp. TRE 1]    
246     3e-69 
WP_089798425.1  elongation factor G [Cellulomonas sp. KH9]         
248     3e-69 
KKU18131.1  Elongation factor G 1 [Candidatus Azambacteria bac...  
248     3e-69 
WP_058000123.1  elongation factor G [Bacillus humi]                
248     3e-69 
WP_085216078.1  elongation factor G [Methylomagnum ishizawai]      
248     3e-69 
WP_082693965.1  MULTISPECIES: elongation factor G [Mycobacterium]  
248     3e-69 
WP_045381403.1  elongation factor G [Vibrio campbellii]            
248     3e-69 
KXJ50055.1  elongation factor G [Cycloclasticus sp. Phe_18]        
248     3e-69 
OGO59604.1  translation elongation factor G [Chloroflexi bacte...  
248     3e-69 
PAY49108.1  elongation factor G [Lactobacillus salivarius]         
246     3e-69 
WP_071238444.1  elongation factor G [Shewanella algae]             
248     4e-69 
WP_011865670.1  elongation factor G [Shewanella loihica]           
248     4e-69 
PIV24964.1  elongation factor G [Deltaproteobacteria bacterium...  
248     4e-69 
WP_080914906.1  elongation factor G [Shewanella japonica]          
248     4e-69 
WP_070705858.1  MULTISPECIES: elongation factor G [Kytococcus]     
248     4e-69 
WP_045451315.1  elongation factor G [Vibrio campbellii]            
248     4e-69 
WP_075133147.1  elongation factor G [Actinophytocola xinjiange...  
248     4e-69 
WP_076326227.1  elongation factor G [Paenibacillus lautus]         
248     4e-69 
WP_066790937.1  elongation factor G [Rummeliibacillus stabekisii]  
248     4e-69 
WP_024790286.1  elongation factor G [Lebetimonas sp. JH292]        
248     4e-69 
WP_082968344.1  elongation factor G [Mycobacterium scrofulaceum]   
248     4e-69 
WP_012778325.1  GTP-binding protein [Lactobacillus plantarum]      
247     4e-69 
WP_005518274.1  MULTISPECIES: elongation factor G [Rhodococcus]    
248     4e-69 
WP_032095015.1  MULTISPECIES: elongation factor G [Alteromonas]    
248     4e-69 



WP_096597799.1  elongation factor G [Staphylococcus delphini]      
248     4e-69 
WP_072622119.1  elongation factor G [Spirulina major]              
248     4e-69 
WP_010933845.1  elongation factor G [Chlorobaculum tepidum]        
248     4e-69 
WP_094180759.1  elongation factor G [Cellulomonas sp. PSBB021]     
248     4e-69 
WP_097149273.1  elongation factor G [Lysinibacillus acetophenoni]  
247     4e-69 
WP_066344832.1  elongation factor G [Geminocystis sp. NIES-3708]   
247     4e-69 
OQY33857.1  elongation factor G [Spirochaetaceae bacterium 457...  
247     4e-69 
WP_079914986.1  elongation factor G [Paenibacillus sp. 32352]      
247     4e-69 
WP_099186378.1  elongation factor G [Sphingobium fuliginis]        
247     4e-69 
WP_072683803.1  GTP-binding protein [Holdemania sp. Marseille-...  
251     4e-69 
WP_095535281.1  elongation factor G [Corynebacterium sp. NML93...  
248     4e-69 
WP_086290433.1  elongation factor G [Campylobacter sp. P0107]      
247     4e-69 
WP_033827291.1  elongation factor G [Bacillus andreraoultii]       
247     4e-69 
WP_058586096.1  elongation factor G [Pseudoalteromonas sp. XI10]   
248     4e-69 
WP_009650482.1  elongation factor G [Campylobacter sp. FOBRC14]    
247     4e-69 
WP_025725066.1  elongation factor G [Acholeplasma granularum]      
247     4e-69 
WP_104639521.1  elongation factor G [Helicobacter bizzozeronii]    
247     4e-69 
WP_068263811.1  elongation factor G [Rubripirellula obstinata]     
247     4e-69 
WP_068541847.1  elongation factor G [Thermodesulfatator autotr...  
247     4e-69 
WP_094279351.1  elongation factor G [Oceanimonas baumannii]        
248     4e-69 
WP_044661334.1  MULTISPECIES: elongation factor G [Sphingomona...  
247     4e-69 
WP_088244843.1  elongation factor G [Chlamydiales bacterium SC...  
247     4e-69 
WP_074624614.1  GTP-binding protein [Kandleria vitulina]           
250     4e-69 
WP_102404804.1  elongation factor G [Vibrio sp. 10N.261.55.A7]     
247     4e-69 
EGJ47372.2  hypothetical protein HMPREF0866_00312 [Ruminococca...  
251     4e-69 
WP_068688275.1  elongation factor G [Thermobifida halotolerans]    
248     4e-69 
WP_029072788.1  elongation factor G [Kandleria vitulina]           
247     4e-69 



WP_076116953.1  GTP-binding protein [Paenibacillus odorifer]       
246     4e-69 
WP_069865220.1  MULTISPECIES: elongation factor G [Streptomyces]   
248     4e-69 
KUJ55211.1  elongation factor G [Chryseobacterium greenlandense]   
247     4e-69 
WP_095394237.1  elongation factor G [Bacillus simplex]             
247     4e-69 
WP_055022652.1  elongation factor G [Shewanella sp. P1-14-1]       
247     4e-69 
WP_013832929.1  MULTISPECIES: elongation factor G [Novosphingo...  
247     4e-69 
WP_088133504.1  elongation factor G [Vibrio gazogenes]             
247     4e-69 
WP_097015759.1  GTP-binding protein [Anaerocolumna aminovalerica]  
246     4e-69 
WP_101966630.1  GTP-binding protein [Lysinibacillus fusiformis]    
246     4e-69 
WP_087908232.1  GTP-binding protein [Lactobacillus fermentum]      
246     4e-69 
WP_101878485.1  GTP-binding protein [[Ruminococcus] gnavus]        
251     4e-69 
WP_028761942.1  elongation factor G [Shewanella colwelliana]       
247     4e-69 
WP_029056350.1  MULTISPECIES: elongation factor G [Staphylococ...  
247     4e-69 
WP_006212928.1  MULTISPECIES: elongation factor G [Paenibacillus]  
247     4e-69 
WP_054955719.1  GTP-binding protein [Paenibacillus sp. FF9]        
246     4e-69 
WP_014973682.1  elongation factor G [Leuconostoc carnosum]         
248     4e-69 
WP_088239611.1  elongation factor G [Calothrix rhizosoleniae]      
247     4e-69 
WP_031590161.1  elongation factor G [Kandleria vitulina]           
247     4e-69 
WP_058693314.1  MULTISPECIES: elongation factor G [Eubacterium]    
247     4e-69 
WP_081560183.1  GTP-binding protein [Lactobacillus salivarius]     
246     4e-69 
WP_032081770.1  elongation factor G [Vibrio fluvialis]             
247     4e-69 
WP_032112440.1  elongation factor G [Candidatus Paracaedibacte...  
247     4e-69 
PCI72420.1  elongation factor G [Gammaproteobacteria bacterium]    
247     4e-69 
WP_002317544.1  elongation factor G [Enterococcus faecium]         
247     4e-69 
WP_036712558.1  elongation factor G [Paenibacillus sp. P1XP2]      
247     4e-69 
WP_031874895.1  elongation factor G [Staphylococcus aureus]        
247     4e-69 
WP_090583219.1  elongation factor G [Paenibacillus sp. OV219]      
247     4e-69 



WP_101870444.1  GTP-binding protein [[Ruminococcus] gnavus]        
251     4e-69 
WP_010365214.1  elongation factor G [Pseudoalteromonas citrea]     
247     4e-69 
OUR69082.1  translation elongation factor G [Cycloclasticus sp...  
247     4e-69 
WP_035279515.1  elongation factor G [Actinokineospora sphecios...  
247     5e-69 
WP_103868489.1  GTP-binding protein [Butyrivibrio sp. Su6]         
251     5e-69 
WP_058012587.1  GTP-binding protein [Clostridium sporogenes]       
246     5e-69 
KPH03658.1  elongation factor G [Lactobacillus fermentum]          
246     5e-69 
WP_019441928.1  elongation factor G [Moritella marina]             
247     5e-69 
WP_091224752.1  GTP-binding protein [Paenibacillus sp. BC26]       
246     5e-69 
WP_106655330.1  GTP-binding protein [Brevibacillus brevis]         
246     5e-69 
WP_015957947.1  GTP-binding protein [Clostridium botulinum]        
246     5e-69 
WP_036080630.1  GTP-binding protein [Lysinibacillus boronitole...  
246     5e-69 
WP_007882802.1  GTP-binding protein [Roseburia inulinivorans]      
251     5e-69 
WP_050343628.1  elongation factor G [Olsenella sp. oral taxon ...  
247     5e-69 
WP_076858260.1  elongation factor G [Bradyrhizobium mercantei]     
247     5e-69 
WP_086256469.1  MULTISPECIES: elongation factor G [Campylobacter]  
247     5e-69 
OLC18577.1  translation elongation factor G [Chloroflexi bacte...  
247     5e-69 
WP_007622453.1  elongation factor G [Paraglaciecola arctica]       
247     5e-69 
WP_063516483.1  MULTISPECIES: GTP-binding protein [Lactobacillus]  
246     5e-69 
WP_002828927.1  elongation factor G [Weissella paramesenteroides]  
248     5e-69 
WP_040966969.1  elongation factor G [Corynebacterium glutamicum]   
248     5e-69 
WP_029231668.1  GTP-binding protein [Butyrivibrio sp. VCB2006]     
251     5e-69 
WP_101176310.1  elongation factor G [Bacillus nealsonii]           
247     5e-69 
WP_079678030.1  elongation factor G [Planktothrix sp. PCC 11201]   
247     5e-69 
WP_082961933.1  elongation factor G [Mycobacterium sp. 852014-...  
247     5e-69 
WP_066453276.1  elongation factor G [Helicobacter sp. CLO-3]       
247     5e-69 
WP_029071096.1  elongation factor G [Kandleria vitulina]           
247     5e-69 



WP_076585918.1  elongation factor G [Vibrio ostreicida]            
247     5e-69 
WP_012208620.1  elongation factor G [Petrotoga mobilis]            
247     5e-69 
WP_038862710.1  elongation factor G [Vibrio campbellii]            
247     5e-69 
WP_090986339.1  elongation factor G [Paenibacillus sp. CF384]      
247     5e-69 
WP_098848452.1  elongation factor G [Bacillus sp. AFS055030]       
247     5e-69 
KRM19169.1  elongation factor g [Lactobacillus hayakitensis DS...  
246     5e-69 
CDD75159.1  elongation factor Tu GTP binding domain-containing...  
251     5e-69 
WP_028400854.1  elongation factor G [Bacillus panaciterrae]        
247     5e-69 
WP_006234536.1  GTP-binding protein [Collinsella aerofaciens]      
246     5e-69 
WP_106574729.1  GTP-binding protein [Clostridium botulinum]        
246     5e-69 
WP_041066946.1  elongation factor G [Cohnella kolymensis]          
247     5e-69 
WP_090980676.1  GTP-binding protein [Paenibacillus sp. CF384]      
246     5e-69 
WP_016525534.1  elongation factor G [Treponema maltophilum]        
247     5e-69 
WP_066020389.1  MULTISPECIES: GTP-binding protein [Clostridium]    
246     5e-69 
WP_104749642.1  elongation factor G [Helicobacter cynogastricus]   
247     5e-69 
WP_080325204.1  elongation factor G [Anaerovibrio lipolyticus]     
247     5e-69 
OGS19446.1  translation elongation factor G [Elusimicrobia bac...  
247     5e-69 
WP_101029414.1  GTP-binding protein [Ruminococcus bromii]          
250     5e-69 
WP_055167402.1  GTP-binding protein [Roseburia inulinivorans]      
251     5e-69 
WP_108467057.1  elongation factor G [Paenibacillus sp. CAA11]      
247     5e-69 
WP_087432357.1  elongation factor G [Paenibacillus apiarius]       
247     5e-69 
WP_075666000.1  MULTISPECIES: elongation factor G [Thermosipho]    
247     5e-69 
WP_084049985.1  elongation factor G [Deinococcus hopiensis]        
247     5e-69 
WP_017637540.1  MULTISPECIES: elongation factor G [Staphylococ...  
247     5e-69 
OGZ44143.1  translation elongation factor G [Candidatus Ryanba...  
247     5e-69 
CDB51547.1  elongation factor G [Clostridium sp. CAG:217]          
247     5e-69 
WP_061141101.1  elongation factor G [Bacillus simplex]             
247     5e-69 



KJS16771.1  elongation factor G [Peptococcaceae bacterium BRH_...  
247     5e-69 
WP_091475270.1  elongation factor G [Aliicoccus persicus]          
247     5e-69 
WP_057562080.1  GTP-binding protein [Paeniclostridium sordellii]   
246     5e-69 
WP_026877500.1  elongation factor G [Jiangella gansuensis]         
247     5e-69 
WP_012301375.1  elongation factor G [Candidatus Desulforudis a...  
247     5e-69 
WP_005530296.1  elongation factor G [Vibrio campbellii]            
247     5e-69 
OGS33889.1  translation elongation factor G [Elusimicrobia bac...  
247     5e-69 
KEA46180.1  elongation factor G [Campylobacter mucosalis]          
247     5e-69 
WP_014953361.1  elongation factor G [alpha proteobacterium HIMB5]  
247     5e-69 
WP_089905529.1  GTP-binding protein [Lachnospiraceae bacterium...  
251     5e-69 
WP_076613695.1  elongation factor G [Lactobacillus allii]          
247     5e-69 
WP_010621623.1  elongation factor G [Lactobacillus suebicus]       
247     5e-69 
WP_048018158.1  elongation factor G [Synechococcus sp. GFB01]      
247     5e-69 
WP_054510534.1  elongation factor G [Chryseobacterium sp. ERMR...  
247     5e-69 
WP_006035680.1  elongation factor G [Rickettsiella grylli]         
247     5e-69 
WP_006678336.1  GTP-binding protein [Paenibacillus dendritifor...  
246     5e-69 
WP_079286646.1  GTP-binding protein [Clostridium baratii]          
246     5e-69 
EJQ06209.1  small GTP-binding protein domain protein [Bacillus...  
235     5e-69 
WP_003549264.1  GTP-binding protein [Lactobacillus acidophilus]    
246     5e-69 
CDA85526.1  small GTP-binding protein domain [Clostridium sp. ...  
250     5e-69 
WP_028505882.1  elongation factor G [Ruminococcus sp. FC2018]      
247     5e-69 
WP_038582668.1  elongation factor G [Corynebacterium glutamicum]   
247     5e-69 
WP_091587318.1  MULTISPECIES: elongation factor G [Bacillaceae]    
247     5e-69 
WP_086240165.1  elongation factor G [Campylobacter sp. P0222]      
247     5e-69 
PIR58172.1  elongation factor G [Parcubacteria group bacterium...  
247     5e-69 
WP_096816557.1  elongation factor G [Lactococcus lactis]           
247     5e-69 
WP_011896755.1  elongation factor G [Corynebacterium glutamicum]   
247     5e-69 



WP_078502828.1  GTP-binding protein [Paenibacillus selenitired...  
246     5e-69 
WP_011254014.1  GTP-binding protein [Lactobacillus acidophilus]    
246     6e-69 
WP_024791559.1  elongation factor G [Lebetimonas sp. JS032]        
247     6e-69 
WP_059040318.1  elongation factor G [Paenibacillus rubinfantis]    
247     6e-69 
WP_031556120.1  GTP-binding protein [Lachnospira multipara]        
250     6e-69 
WP_030986137.1  elongation factor G [Streptomyces sp. NRRL S-1...  
247     6e-69 
WP_058561089.1  elongation factor G [Pseudoalteromonas sp. H105]   
247     6e-69 
WP_046680957.1  elongation factor G [Paenibacillus sp. DMB20]      
247     6e-69 
KUO75065.1  translation elongation factor G [Clostridia bacter...  
251     6e-69 
KPJ56345.1  elongation factor G [Parcubacteria bacterium DG_74_2]  
246     6e-69 
WP_082961854.1  MULTISPECIES: elongation factor G [Mycobacterium]  
247     6e-69 
WP_011217975.1  elongation factor G [Photobacterium profundum]     
247     6e-69 
KKT21559.1  Elongation factor G 1 [Parcubacteria group bacteri...  
247     6e-69 
WP_067425779.1  elongation factor G [Erysipelotrichaceae bacte...  
247     6e-69 
WP_070957642.1  MULTISPECIES: elongation factor G [Helicobacter]   
247     6e-69 
WP_087709679.1  elongation factor G [Phormidium sp. HE10JO]        
247     6e-69 
WP_078232521.1  elongation factor G [Candidatus Synechococcus ...  
247     6e-69 
OUV08801.1  elongation factor G [Gammaproteobacteria bacterium...  
247     6e-69 
WP_057749458.1  GTP-binding protein [Lactobacillus frumenti]       
246     6e-69 
PPD50900.1  elongation factor G [Methylobacter sp.]                
247     6e-69 
WP_088891814.1  elongation factor G [Leptolyngbya ohadii]          
247     6e-69 
OGC49993.1  translation elongation factor G [candidate divisio...  
247     6e-69 
WP_013735956.1  elongation factor G [Verrucosispora maris]         
247     6e-69 
WP_012100086.1  GTP-binding protein [Clostridium botulinum]        
246     6e-69 
WP_004081841.1  MULTISPECIES: elongation factor G [Thermotoga]     
247     6e-69 
P38525.2  RecName: Full=Elongation factor G; Short=EF-G            
247     6e-69 
WP_005038108.1  elongation factor G [Holophaga foetida]            
247     6e-69 



EFK79546.1  putative translation elongation factor G [Lactobac...  
246     6e-69 
WP_068448947.1  elongation factor G [Caviibacter abscessus]        
247     6e-69 
WP_069972671.1  elongation factor G [Enterococcus faecium]         
247     6e-69 
WP_050004476.1  elongation factor G [Ruthenibacterium lactatif...  
247     6e-69 
WP_036224605.1  GTP-binding protein [Lysinibacillus sphaericus]    
246     6e-69 
WP_069567066.1  elongation factor G [Streptomyces lydicus]         
247     6e-69 
WP_076459818.1  GTP-binding protein [Lactobacillus sp. Marseil...  
246     6e-69 
WP_076919855.1  elongation factor G [Pseudoalteromonas sp. SK18]   
247     6e-69 
WP_093537868.1  elongation factor G [Psychrobacillus psychroto...  
247     6e-69 
PSO57437.1  elongation factor G [Cyanobacteria bacterium QH_7_...  
247     6e-69 
WP_094590888.1  elongation factor G [Vulcanococcus limneticus]     
247     6e-69 
KYF73885.1  elongation factor G [Sorangium cellulosum]             
247     6e-69 
CDZ99446.1  Elongation factor G [Lysinibacillus saudimassilien...  
247     6e-69 
WP_073619363.1  elongation factor G [Calothrix sp. HK-06]          
247     6e-69 
WP_028406467.1  elongation factor G [Bacillus sp. J13]             
247     6e-69 
WP_101703856.1  elongation factor G [Carnobacterium maltaromat...  
247     6e-69 
WP_061485411.1  elongation factor G [Alteromonas macleodii]        
247     6e-69 
WP_055078615.1  elongation factor G [Lagierella massiliensis]      
247     6e-69 
WP_058258076.1  GTP-binding protein [Herbinix luporum]             
251     6e-69 
WP_053361315.1  elongation factor G [Bacillus sp. FJAT-27251]      
247     6e-69 
PIX66748.1  elongation factor G [Sphingomonadales bacterium CG...  
247     6e-69 
OKZ69635.1  translation elongation factor G [Clostridiales bac...  
251     6e-69 
WP_003683291.1  GTP-binding protein [Lactobacillus fermentum]      
246     6e-69 
WP_062566304.1  elongation factor G [Pseudoalteromonas shioyas...  
247     6e-69 
WP_104636977.1  elongation factor G [Helicobacter felis]           
247     7e-69 
WP_010320574.1  elongation factor G [Vibrio ordalii]               
247     7e-69 
WP_076598030.1  elongation factor G [Corynebacterium appendicis]   
247     7e-69 



WP_107716004.1  elongation factor G [Novosphingobium sp. GV064]    
247     7e-69 
WP_090023216.1  GTP-binding protein [Lachnospiraceae bacterium...  
251     7e-69 
OPL08158.1  elongation factor G [delta proteobacterium ML8_F1]     
246     7e-69 
KKR17911.1  Elongation factor G [candidate division CPR2 bacte...  
247     7e-69 
WP_057881423.1  elongation factor G [Lactobacillus kimchiensis]    
247     7e-69 
WP_036168156.1  GTP-binding protein [Lysinibacillus sphaericus]    
246     7e-69 
WP_034529340.1  GTP-binding protein [Lactobacillus oryzae]         
246     7e-69 
WP_004413001.1  elongation factor G [Vibrio orientalis]            
247     7e-69 
OGC56648.1  translation elongation factor G [candidate divisio...  
246     7e-69 
WP_029166025.1  elongation factor G [Aminiphilus circumscriptus]   
246     7e-69 
WP_012475666.1  elongation factor G [Chlorobium phaeobacteroides]  
247     7e-69 
WP_086253047.1  MULTISPECIES: elongation factor G [Campylobacter]  
247     7e-69 
WP_057587634.1  GTP-binding protein [Paeniclostridium sordellii]   
246     7e-69 
WP_085146491.1  elongation factor G [Mycobacterium wolinskyi]      
247     7e-69 
WP_045806608.1  GTP-binding protein [Lactobacillus spicheri]       
246     7e-69 
WP_023923948.1  GTP-binding protein [[Ruminococcus] gnavus]        
251     7e-69 
WP_100931931.1  GTP-binding protein [Clostridium sp. HMb25]        
251     7e-69 
WP_014291652.1  elongation factor G [Oceanimonas sp. GK1]          
247     7e-69 
WP_103986871.1  GTP-binding protein [Eubacterium ruminantium]      
251     7e-69 
WP_077587634.1  elongation factor G [Planococcus maritimus]        
247     7e-69 
WP_073641191.1  elongation factor G [Nostoc calcicola]             
247     7e-69 
WP_015113496.1  elongation factor G [Nostoc sp. PCC 7107]          
247     7e-69 
WP_092462759.1  elongation factor G [Weissella bombi]              
247     7e-69 
WP_092478327.1  GTP-binding protein [[Clostridium] polysacchar...  
250     7e-69 
WP_086233968.1  elongation factor G [Campylobacter sp. P0138]      
246     7e-69 
WP_004843565.1  GTP-binding protein [[Ruminococcus] gnavus]        
251     7e-69 
WP_007686589.1  MULTISPECIES: elongation factor G [Sphingomona...  
246     7e-69 



WP_029840350.1  elongation factor G [Vibrio parahaemolyticus]      
247     7e-69 
WP_005661692.1  elongation factor G [Dethiosulfovibrio peptido...  
246     7e-69 
OIP49481.1  translation elongation factor G [Desulfobacterales...  
247     7e-69 
WP_062099009.1  MULTISPECIES: elongation factor G [Caulobacter]    
246     7e-69 
PDH20689.1  elongation factor G [Pelagibacterales bacterium ME...  
246     7e-69 
WP_048716430.1  GTP-binding protein [Bacillus sp. 522_BSPC]        
246     7e-69 
WP_014903742.1  GTP-binding protein [Desulfosporosinus meridiei]   
250     7e-69 
WP_054327682.1  elongation factor G [Intestinibacillus sp. Mar...  
247     7e-69 
KKU21596.1  Elongation factor G [Microgenomates group bacteriu...  
247     7e-69 
WP_082462561.1  MULTISPECIES: elongation factor G [Mycobacterium]  
247     7e-69 
ODS56336.1  translation elongation factor G [Acidobacteria bac...  
247     7e-69 
WP_026303430.1  elongation factor G [Gordonia kroppenstedtii]      
247     7e-69 
WP_095277979.1  MULTISPECIES: elongation factor G [Corynebacte...  
247     7e-69 
WP_048340079.1  GTP-binding protein [Lactobacillus fermentum]      
246     7e-69 
Q8FS85.2  RecName: Full=Elongation factor G; Short=EF-G            
247     7e-69 
WP_011889494.1  elongation factor G [Chlorobium phaeovibrioides]   
247     7e-69 
PIQ83805.1  elongation factor G [Candidatus Omnitrophica bacte...  
247     7e-69 
WP_094450770.1  elongation factor G [Propionibacteriaceae bact...  
247     7e-69 
WP_062207502.1  elongation factor G [Streptomyces sp. NBRC 109...  
247     7e-69 
CDC79368.1  elongation factor G [Clostridium sp. CAG:964]          
247     7e-69 
WP_093268261.1  elongation factor G [Vibrio xiamenensis]           
247     7e-69 
WP_073962993.1  GTP-binding protein [[Ruminococcus] gnavus]        
250     7e-69 
WP_087157477.1  GTP-binding protein [Lachnoclostridium sp. An181]  
250     7e-69 
OHA73496.1  translation elongation factor G [Candidatus Wilder...  
247     7e-69 
WP_068522690.1  elongation factor G [Tsukamurella tyrosinosolv...  
247     7e-69 
WP_058965812.1  elongation factor G [Fournierella massiliensis]    
247     8e-69 
ETI86395.1  Elongation factor G 2 [Negativicoccus succinicivor...  
246     8e-69 



WP_034665191.1  elongation factor G [Corynebacterium tuscaniense]  
247     8e-69 
WP_082973944.1  elongation factor G [Mycobacterium sp. E740]       
247     8e-69 
WP_012294343.1  GTP-binding protein [Lysinibacillus sphaericus]    
246     8e-69 
ALE79120.1  elongation factor G [Pseudonocardia sp. AL041005-10]   
246     8e-69 
WP_067483552.1  MULTISPECIES: elongation factor G [Bacilli]        
246     8e-69 
WP_026895848.1  elongation factor G [Clostridiisalibacter pauc...  
246     8e-69 
WP_064462538.1  elongation factor G [Bacillus muralis]             
246     8e-69 
WP_015404279.1  elongation factor G [Desulfocapsa sulfexigens]     
246     8e-69 
PIE98424.1  elongation factor G [Treponema sp.]                    
246     8e-69 
WP_035149480.1  GTP-binding protein [Lactobacillus salivarius]     
245     8e-69 
WP_003860540.1  MULTISPECIES: elongation factor G [Corynebacte...  
247     8e-69 
WP_019635766.1  elongation factor G [Paenibacillus fonticola]      
246     8e-69 
WP_012258228.1  MULTISPECIES: elongation factor G [Chloroflexus]   
247     8e-69 
WP_066732546.1  elongation factor G [Cupriavidus sp. D384]         
247     8e-69 
WP_068450115.1  elongation factor G [Kurthia sp. 11kri321]         
246     8e-69 
WP_101677706.1  elongation factor G [Corynebacterium pyruvicip...  
247     8e-69 
WP_013558076.1  elongation factor G [Deinococcus maricopensis]     
246     8e-69 
OFX30824.1  translation elongation factor G [Armatimonadetes b...  
247     8e-69 
WP_094455569.1  elongation factor G [Propionibacteriaceae bact...  
246     8e-69 
2BV3_A  Chain A, Crystal structure of a mutant elongation fact...  
246     8e-69 
WP_093315608.1  elongation factor G [Tindallia californiensis]     
246     8e-69 
PHS16774.1  elongation factor G [Kangiella sp.]                    
246     8e-69 
WP_081562363.1  GTP-binding protein [Lactobacillus salivarius]     
245     8e-69 
WP_091225559.1  elongation factor G [Paenibacillus sp. BC26]       
246     8e-69 
WP_062955414.1  elongation factor G [Thalassospira sp. MCCC 1A...  
246     8e-69 
PIP49052.1  elongation factor G [Chloroflexi bacterium CG23_co...  
246     8e-69 
WP_066859667.1  elongation factor G [Sphingobium sp. TCM1]         
246     8e-69 



WP_025233063.1  GTP-binding protein [Clostridium sp. ASBs410]      
246     8e-69 
PJA40817.1  elongation factor G [candidate division WWE3 bacte...  
247     8e-69 
WP_081516132.1  GTP-binding protein [Lactobacillus salivarius]     
245     8e-69 
OGP07081.1  translation elongation factor G [Deltaproteobacter...  
246     8e-69 
OUU79583.1  elongation factor G [Gammaproteobacteria bacterium...  
246     8e-69 
OUR82142.1  translation elongation factor G [Cycloclasticus sp...  
246     8e-69 
WP_029772901.1  elongation factor G [Pseudoalteromonas sp. TB51]   
246     8e-69 
WP_027397546.1  elongation factor G [Anaerovibrio lipolyticus]     
246     8e-69 
WP_045670701.1  elongation factor G [Paenibacillus beijingensis]   
246     8e-69 
WP_043605541.1  elongation factor G [Cellulomonas carbonis]        
246     8e-69 
WP_010233058.1  GTP-binding protein [Clostridium arbusti]          
245     8e-69 
WP_096379402.1  elongation factor G [Stanieria sp. NIES-3757]      
246     9e-69 
WP_072805663.1  elongation factor G [Rhodococcus yunnanensis]      
246     9e-69 
WP_024299905.1  elongation factor G [Methylosarcina lacus]         
246     9e-69 
WP_003836931.1  GTP-binding protein [Bifidobacterium dentium]      
246     9e-69 
WP_026223772.1  elongation factor G [Methylosarcina fibrata]       
246     9e-69 
WP_004803428.1  elongation factor G [Eggerthia catenaformis]       
246     9e-69 
WP_094868179.1  elongation factor G [Enterococcus faecium]         
246     9e-69 
WP_055168495.1  GTP-binding protein [[Ruminococcus] gnavus]        
250     9e-69 
WP_104728426.1  elongation factor G [Helicobacter felis]           
246     9e-69 
WP_076560436.1  elongation factor G [Salimicrobium flavidum]       
246     9e-69 
WP_013468808.1  elongation factor G [Helicobacter felis]           
246     9e-69 
WP_008687388.1  GTP-binding protein [Eubacterium sp. 3_1_31]       
249     9e-69 
WP_063595514.1  elongation factor G [Bacillus simplex]             
246     9e-69 
WP_052915590.1  elongation factor G [Mycobacterium haemophilum]    
246     9e-69 
WP_071221021.1  elongation factor G [Paenibacillus sp. LC231]      
246     9e-69 
WP_067842054.1  elongation factor G [Mycobacterium wolinskyi]      
246     9e-69 



WP_019678641.1  GTP-binding protein [Ruminococcus flavefaciens]    
249     9e-69 
OGW60531.1  translation elongation factor G [Nitrospirae bacte...  
246     9e-69 
AIV03404.1  elongation factor G [Candidatus Mycoplasma girerdii]   
246     9e-69 
WP_058475903.1  elongation factor G [Legionella steigerwaltii]     
246     9e-69 
OGJ81494.1  translation elongation factor G [Candidatus Periba...  
246     9e-69 
WP_065466918.1  GTP-binding protein [Bifidobacterium dentium]      
246     9e-69 
WP_096181020.1  elongation factor G [Effusibacillus lacus]         
246     9e-69 
WP_009323180.1  MULTISPECIES: elongation factor G [Ruminococca...  
247     9e-69 
ETP68263.1  hypothetical protein G159_13165 [Planomicrobium gl...  
245     9e-69 
WP_020743283.1  elongation factor G [Alteromonas mediterranea]     
246     9e-69 
WP_024501010.1  GTP-binding protein [Lactobacillus fermentum]      
245     9e-69 
WP_077198341.1  MULTISPECIES: elongation factor G [Thermosipho]    
246     9e-69 
WP_022774988.1  GTP-binding protein [Butyrivibrio sp. AE2015]      
250     9e-69 
WP_057809621.1  GTP-binding protein [Lactobacillus intestinalis]   
245     9e-69 
WP_006645265.1  elongation factor G [Photobacterium sp. SKA34]     
246     9e-69 
WP_102067749.1  elongation factor G [Ralstonia pickettii]          
246     1e-68 
WP_094600181.1  elongation factor G [Paenibacillus sp. XY044]      
246     1e-68 
WP_033165746.1  GTP-binding protein [Clostridium sp. KNHs205]      
250     1e-68 
PID51844.1  elongation factor G [Candidatus Moranbacteria bact...  
246     1e-68 
WP_004230228.1  GTP-binding protein [Lysinibacillus fusiformis]    
245     1e-68 
WP_031561192.1  GTP-binding protein [Ruminococcus flavefaciens]    
249     1e-68 
WP_083506436.1  elongation factor G [Chryseobacterium greenlan...  
247     1e-68 
OUT72414.1  elongation factor G [Synechococcus sp. TMED20]         
246     1e-68 
WP_055072866.1  GTP-binding protein [Anaerostipes hadrus]          
250     1e-68 
PKQ26694.1  elongation factor G [Actinobacteria bacterium HGW-...  
246     1e-68 
KIF37701.1  elongation factor G [Hassallia byssoidea VB512170]     
246     1e-68 
KKR10201.1  Elongation factor G [Parcubacteria group bacterium...  
246     1e-68 



WP_054880671.1  elongation factor G [Mycobacterium haemophilum]    
246     1e-68 
KUO69923.1  elongation factor G [Clostridia bacterium BRH_c25]     
246     1e-68 
WP_049153568.1  GTP-binding protein [Lactobacillus salivarius]     
245     1e-68 
PIS22264.1  elongation factor G [candidate division WWE3 bacte...  
246     1e-68 
SCI99378.1  Elongation factor G [uncultured Clostridium sp.]       
251     1e-68 
WP_035109769.1  elongation factor G [Corynebacterium efficiens]    
246     1e-68 
WP_066159547.1  elongation factor G [Bacillus krulwichiae]         
246     1e-68 
KKQ23478.1  Elongation factor G [Parcubacteria group bacterium...  
246     1e-68 
WP_024033968.1  MULTISPECIES: elongation factor G [Pseudoalter...  
246     1e-68 
WP_042126435.1  GTP-binding protein [Paenibacillus sp. FSL R5-...  
246     1e-68 
OUT81872.1  elongation factor G [Roseibacillus sp. TMED18]         
247     1e-68 
GAK54321.1  elongation factor G 2 [Candidatus Moduliflexus flo...  
246     1e-68 
EPJ43720.1  FusA protein [Osedax symbiont Rs1]                     
246     1e-68 
WP_070740307.1  MULTISPECIES: elongation factor G [Corynebacte...  
246     1e-68 
WP_015174048.1  elongation factor G [Oscillatoria nigro-viridis]   
246     1e-68 
WP_082310695.1  elongation factor G [Nonomuraea sp. SBT364]        
246     1e-68 
WP_070525756.1  MULTISPECIES: elongation factor G [Corynebacte...  
246     1e-68 
OUV41745.1  elongation factor G [Candidatus Marinimicrobia bac...  
246     1e-68 
PSO53265.1  elongation factor G [Cyanobacteria bacterium QH_10...  
246     1e-68 
APR82482.1  Translation elongation factor G [Minicystis rosea]     
246     1e-68 
WP_015210287.1  elongation factor G [Cylindrospermum stagnale]     
246     1e-68 
WP_107562447.1  elongation factor G [Staphylococcus xylosus]       
246     1e-68 
WP_027421686.1  GTP-binding protein [Lachnobacterium bovis]        
250     1e-68 
WP_058210165.1  elongation factor G [Lactococcus lactis]           
246     1e-68 
WP_066780101.1  elongation factor G [Coriobacteriales bacteriu...  
246     1e-68 
WP_095537560.1  elongation factor G [Corynebacterium sp. NML99...  
246     1e-68 
EDK72571.1  translation elongation factor G [candidate divisio...  
246     1e-68 



WP_093274824.1  elongation factor G [Psychrobacillus sp. OK032]    
246     1e-68 
KKS20484.1  translation elongation factor g, elongation factor...  
246     1e-68 
WP_068756717.1  elongation factor G [Thermobifida cellulosilyt...  
246     1e-68 
AKQ03851.1  translation elongation factor G, elongation factor...  
247     1e-68 
OGP12848.1  translation elongation factor G [Deltaproteobacter...  
246     1e-68 
WP_048347870.1  elongation factor G [Synechococcus sp. WH 8020]    
246     1e-68 
WP_045986127.1  elongation factor G [Vibrio coralliilyticus]       
246     1e-68 
WP_042475827.1  GTP-binding protein [Bacillus ndiopicus]           
245     1e-68 
WP_024788193.1  MULTISPECIES: elongation factor G [Lebetimonas]    
246     1e-68 
WP_034519115.1  GTP-binding protein [Bifidobacterium sp. MSTE12]   
246     1e-68 
WP_099045870.1  elongation factor G [Mycobacterium grossiae]       
246     1e-68 
WP_038164967.1  elongation factor G [Vibrio sp. B183]              
246     1e-68 
PIW92013.1  elongation factor G [Candidatus Nealsonbacteria ba...  
246     1e-68 
WP_013103429.1  MULTISPECIES: elongation factor G [Leuconostoc]    
246     1e-68 
WP_065740688.1  elongation factor G [Vibrio coralliilyticus]       
246     1e-68 
WP_072940144.1  MULTISPECIES: elongation factor G [Rhodococcus]    
246     1e-68 
OGC93271.1  translation elongation factor G [candidate divisio...  
246     1e-68 
WP_044924115.1  GTP-binding protein [Anaerostipes hadrus]          
249     1e-68 
KXS24737.1  GTP-binding protein [Bifidobacterium dentium]          
246     1e-68 
WP_105258484.1  elongation factor G [Pseudoalteromonas sp. T1l...  
246     1e-68 
WP_100658327.1  elongation factor G [Alteromonas sp. P0211]        
246     1e-68 
WP_089932187.1  MULTISPECIES: GTP-binding protein [Lysinibacil...  
245     1e-68 
WP_015838551.1  elongation factor G [Geobacter sp. M21]            
246     1e-68 
WP_101086185.1  elongation factor G [Shewanella sp. ALD9]          
246     1e-68 
WP_011636038.1  MULTISPECIES: elongation factor G [Shewanella]     
246     1e-68 
WP_036808106.1  GTP-binding protein [Planomicrobium glaciei]       
245     1e-68 
WP_082946878.1  elongation factor G [Mycobacterium sp. ACS4054]    
246     1e-68 



WP_076041670.1  GTP-binding protein [Clostridium botulinum]        
245     1e-68 
WP_105189512.1  elongation factor G [Pseudoalteromonas sp. T1l...  
246     1e-68 
WP_015639178.1  GTP-binding protein [Lactobacillus fermentum]      
245     1e-68 
WP_033490412.1  MULTISPECIES: elongation factor G [Bifidobacte...  
246     1e-68 
WP_091275148.1  elongation factor G [Alteribacillus persepolen...  
246     1e-68 
WP_071471524.1  elongation factor G [Oceanisphaera psychrotole...  
246     1e-68 
WP_018313741.1  elongation factor G [Cupriavidus sp. UYPR2.512]    
246     1e-68 
KKQ26274.1  Elongation factor G [Microgenomates group bacteriu...  
247     1e-68 
WP_075839235.1  elongation factor G [Rhodococcus sp. CUA-806]      
246     1e-68 
WP_092793421.1  elongation factor G [Rheinheimera pacifica]        
246     1e-68 
WP_086224031.1  MULTISPECIES: elongation factor G [Campylobacter]  
246     1e-68 
WP_069304992.1  elongation factor G [Pelagibacteraceae bacteri...  
246     1e-68 
WP_085544297.1  elongation factor G [Dethiosulfovibrio salsugi...  
246     1e-68 
WP_080539651.1  elongation factor G [Leuconostoc pseudomesente...  
246     1e-68 
WP_053095175.1  elongation factor G [Moorella thermoacetica]       
246     1e-68 
WP_070156848.1  elongation factor G [Sphingobium phenoxybenzoa...  
246     1e-68 
WP_094376139.1  GTP-binding protein [Lachnotalea glycerini]        
249     1e-68 
OTO43979.1  tetracycline resistance protein TetM transposon [E...  
229     1e-68 
WP_100142503.1  elongation factor G [Shewanella carassii]          
246     1e-68 
WP_070955009.1  elongation factor G [Candidatus Rhodoluna plan...  
246     1e-68 
WP_101177902.1  GTP-binding protein [Bacillus nealsonii]           
245     1e-68 
WP_020207797.1  elongation factor G [Gilvimarinus chinensis]       
246     1e-68 
WP_068230957.1  elongation factor G [Rheinheimera sp. EpRS3]       
246     1e-68 
WP_081027624.1  elongation factor G [Faecalibacterium prausnit...  
246     1e-68 
WP_077287537.1  elongation factor G [Thermosipho sp. 1074]         
246     1e-68 
WP_019124176.1  elongation factor G [Peptoniphilus grossensis]     
246     1e-68 
WP_054552334.1  MULTISPECIES: elongation factor G [Pseudoalter...  
246     1e-68 



OHA49498.1  translation elongation factor G [Candidatus Terryb...  
246     1e-68 
WP_047258941.1  elongation factor G [Corynebacterium uterequi]     
246     1e-68 
WP_008392300.1  GTP-binding protein [Clostridium sp. SS2/1]        
249     1e-68 
WP_070766532.1  elongation factor G [Fusobacterium sp. HMSC064...  
246     1e-68 
WP_005286785.1  elongation factor G [Corynebacterium genitalium]   
246     1e-68 
WP_097245167.1  elongation factor G [Nocardia amikacinitolerans]   
246     1e-68 
WP_006784720.1  GTP-binding protein [Turicibacter sanguinis]       
245     1e-68 
WP_089348968.1  elongation factor G [Pseudoalteromonas espejiana]  
246     1e-68 
WP_092118156.1  elongation factor G [Desulfonatronum thiosulfa...  
246     1e-68 
WP_037299095.1  GTP-binding protein [Ruminococcus flavefaciens]    
249     1e-68 
WP_101302453.1  GTP-binding protein [Herbivorax saccincola]        
249     1e-68 
WP_011128993.1  elongation factor G [Synechococcus sp. WH 8102]    
246     1e-68 
WP_086439761.1  GTP-binding protein [Lactobacillus fermentum]      
245     1e-68 
WP_027639825.1  elongation factor G [Clostridium cadaveris]        
246     1e-68 
WP_027407294.1  elongation factor G [Anaerovibrio sp. RM50]        
246     1e-68 
OUV61208.1  elongation factor G [Candidatus Pelagibacter sp. T...  
246     1e-68 
WP_055258388.1  GTP-binding protein [Anaerostipes hadrus]          
249     1e-68 
WP_034440937.1  elongation factor G [Tissierellia bacterium S5...  
246     1e-68 
WP_102152576.1  elongation factor G [Fischerella thermalis]        
246     1e-68 
WP_011895900.1  MULTISPECIES: elongation factor G [Mycobacterium]  
246     1e-68 
WP_072841939.1  MULTISPECIES: elongation factor G [Marinomonas]    
246     1e-68 
WP_096623314.1  elongation factor G [Calothrix sp. NIES-3974]      
246     1e-68 
WP_105452008.1  GTP-binding protein [Lactobacillus sp. CBA3605]    
245     1e-68 
WP_060810328.1  elongation factor G [Enterococcus faecium]         
246     1e-68 
WP_024605154.1  MULTISPECIES: elongation factor G [Pseudoalter...  
246     1e-68 
OFJ54343.1  translation elongation factor G [Mycobacterium gro...  
246     1e-68 
WP_094693546.1  elongation factor G [Bifidobacterium aquikefiri]   
246     1e-68 



WP_059048876.1  elongation factor G [Paenibacillus senegalimas...  
246     1e-68 
OHA02990.1  translation elongation factor G [Candidatus Sungba...  
246     1e-68 
WP_084229215.1  elongation factor G [Mycobacterium sherrisii]      
246     1e-68 
WP_084008197.1  elongation factor G [Planomonospora sphaerica]     
246     1e-68 
WP_095295600.1  elongation factor G [Helicobacter sp. 13S00482-2]  
246     1e-68 
WP_022789475.1  GTP-binding protein [Faecalicoccus pleomorphus]    
249     1e-68 
WP_105265668.1  elongation factor G [Pseudoalteromonas sp. T1l...  
246     1e-68 
WP_039225640.1  MULTISPECIES: elongation factor G [Alteromonas]    
246     1e-68 
ASJ88926.1  elongation factor G [Candidatus Mycoplasma girerdii]   
246     1e-68 
PIP20271.1  elongation factor G [Candidatus Omnitrophica bacte...  
246     1e-68 
CDF08721.1  putative uncharacterized protein [Firmicutes bacte...  
249     1e-68 
WP_094503094.1  GTP-binding protein [Lactobacillus taiwanensis]    
244     1e-68 
WP_102178138.1  elongation factor G [Fischerella thermalis]        
246     1e-68 
WP_014582831.1  elongation factor G [Mycoplasma haemofelis]        
246     1e-68 
WP_019274079.1  elongation factor G [Vibrio coralliilyticus]       
246     1e-68 
WP_056023402.1  elongation factor G [Cellulomonas sp. Leaf395]     
246     1e-68 
KKT11769.1  Elongation factor G [candidate division WWE3 bacte...  
246     1e-68 
WP_090892778.1  elongation factor G [Bacillus caseinilyticus]      
246     1e-68 
WP_019935950.1  elongation factor G [Oceanimonas smirnovii]        
246     1e-68 
OGZ45935.1  translation elongation factor G [Candidatus Ryanba...  
246     1e-68 
WP_065962965.1  elongation factor G [Streptomyces sparsogenes]     
246     1e-68 
WP_066669698.1  elongation factor G [Desulfotomaculum copahuen...  
246     1e-68 
CCZ45504.1  elongation factor G [Firmicutes bacterium CAG:129]     
246     1e-68 
WP_087434758.1  GTP-binding protein [Paenibacillus apiarius]       
245     1e-68 
WP_086246770.1  elongation factor G [Campylobacter sp. S0112]      
246     1e-68 
WP_068381533.1  elongation factor G [Rhodococcus sp. EPR-157]      
246     1e-68 
WP_105559256.1  elongation factor G [Achromobacter sp. MYb9]       
246     1e-68 



OUW21593.1  elongation factor G [Candidatus Pelagibacter sp. T...  
246     1e-68 
WP_075763385.1  elongation factor G [Photobacterium proteolyti...  
246     1e-68 
WP_089743879.1  GTP-binding protein [Gracilibacillus ureilyticus]  
245     1e-68 
KKR79240.1  Elongation factor G [Parcubacteria group bacterium...  
246     1e-68 
WP_072469149.1  elongation factor G [Urinacoccus massiliensis]     
246     1e-68 
WP_049572478.1  elongation factor G [Streptomyces sp. SBT349]      
246     1e-68 
WP_009456045.1  MULTISPECIES: elongation factor G [Fischerella]    
246     1e-68 
WP_101197482.1  elongation factor G [Paraglaciecola sp. MB-3u-78]  
246     1e-68 
WP_102866715.1  elongation factor G [Nesiotobacter exalbescens]    
246     1e-68 
WP_102412314.1  elongation factor G [Clostridiales bacterium M...  
246     1e-68 
EIC28588.1  translation elongation factor EF-G [Methylomicrobi...  
246     1e-68 
WP_038543042.1  elongation factor G [Synechococcus sp. KORDI-100]  
246     1e-68 
WP_104718098.1  elongation factor G [Helicobacter trogontum]       
246     1e-68 
OFW15761.1  translation elongation factor G [Acidobacteria bac...  
246     1e-68 
WP_028482324.1  elongation factor G [Nesiotobacter exalbescens]    
246     1e-68 
WP_067409071.1  elongation factor G [Mycobacterium sp. 1423905.2]  
246     1e-68 
WP_060992420.1  MULTISPECIES: elongation factor G [Aliivibrio]     
246     1e-68 
XP_021795150.1  ribosome-releasing factor 2, mitochondrial iso...  
247     2e-68 
WP_095546811.1  elongation factor G [Corynebacterium sp. NML 1...  
246     2e-68 
WP_057583755.1  elongation factor G [Paeniclostridium sordellii]   
246     2e-68 
WP_061612077.1  elongation factor G [Sorangium cellulosum]         
246     2e-68 
KGA04794.1  elongation factor EF-G [actinobacterium acMicro-4]     
246     2e-68 
AWE07172.1  elongation factor G [Lysinibacillus sp. 2017]          
244     2e-68 
WP_027829467.1  GTP-binding protein [Lactobacillus harbinensis]    
245     2e-68 
BBA71284.1  Elongation factor G [Geobacter sulfurreducens]         
246     2e-68 
WP_018367584.1  elongation factor G [Streptococcus entericus]      
246     2e-68 
WP_086243888.1  MULTISPECIES: elongation factor G [Campylobacter]  
246     2e-68 



WP_009204669.1  GTP-binding protein [Anaerostipes hadrus]          
249     2e-68 
WP_083171591.1  elongation factor G [Mycobacterium paraseoulense]  
246     2e-68 
WP_010052042.1  elongation factor G [Carnobacterium maltaromat...  
246     2e-68 
WP_034437241.1  elongation factor G [Tissierellia bacterium S5...  
246     2e-68 
EQC59314.1  elongation factor G [Lactobacillus fermentum MTCC ...  
244     2e-68 
PHS24936.1  elongation factor G [Methylophaga sp.]                 
246     2e-68 
ODV42482.1  elongation factor G [Cupriavidus sp. UYMMa02A]         
246     2e-68 
WP_028036889.1  elongation factor G [Candidatus Pelagibacter u...  
246     2e-68 
WP_103953376.1  GTP-binding protein [Lachnospira multipara]        
249     2e-68 
WP_066744963.1  elongation factor G [Sphingomonadales bacteriu...  
246     2e-68 
WP_012324824.1  MULTISPECIES: elongation factor G [Shewanella]     
246     2e-68 
WP_104710312.1  elongation factor G [Helicobacter felis]           
246     2e-68 
WP_075608999.1  MULTISPECIES: elongation factor G [Alteromonad...  
246     2e-68 
PIR02060.1  elongation factor G [Candidatus Nealsonbacteria ba...  
246     2e-68 
PQM54370.1  elongation factor G [Deltaproteobacteria bacterium]    
246     2e-68 
WP_011274173.1  elongation factor G [Corynebacterium jeikeium]     
246     2e-68 
BAC17326.1  putative translation elongation factor EF-G [Coryn...  
246     2e-68 
PCJ48891.1  elongation factor G [Gammaproteobacteria bacterium]    
246     2e-68 
PIU40606.1  elongation factor G [Candidatus Omnitrophica bacte...  
246     2e-68 
WP_089856846.1  GTP-binding protein [Lachnospiraceae bacterium...  
249     2e-68 
WP_099805172.1  GTP-binding protein [Lysinibacillus sphaericus]    
244     2e-68 
WP_105441901.1  elongation factor G [Paenibacillus sp. AR247]      
246     2e-68 
WP_033068676.1  elongation factor G [Thalassospira australica]     
246     2e-68 
WP_048416413.1  MULTISPECIES: elongation factor G [Mycobacteri...  
246     2e-68 
WP_100590511.1  elongation factor G [Campylobacter lanienae]       
246     2e-68 
WP_089702885.1  elongation factor G [Clostridiales bacterium C...  
246     2e-68 
OHA46224.1  translation elongation factor G [Candidatus Terryb...  
246     2e-68 



WP_036216060.1  GTP-binding protein [Lysinibacillus sphaericus]    
244     2e-68 
WP_104686260.1  elongation factor G [Helicobacter felis]           
246     2e-68 
WP_047252301.1  elongation factor G [Corynebacterium testudino...  
246     2e-68 
WP_075705098.1  GTP-binding protein [Intestinimonas butyricipr...  
249     2e-68 
AJK67994.1  Elongation factor G [Corynebacterium marinum DSM 4...  
246     2e-68 
PIQ81735.1  elongation factor G [Candidatus Omnitrophica bacte...  
246     2e-68 
WP_087180357.1  MULTISPECIES: elongation factor G [Gemmiger]       
246     2e-68 
WP_081662175.1  MULTISPECIES: elongation factor G [Mycobacterium]  
246     2e-68 
OGP19597.1  translation elongation factor G [Deltaproteobacter...  
245     2e-68 
WP_095664581.1  elongation factor G [Vibrio coralliilyticus]       
246     2e-68 
WP_096025764.1  elongation factor G [Campylobacter lanienae]       
246     2e-68 
WP_104697455.1  MULTISPECIES: elongation factor G [Helicobacter]   
246     2e-68 
WP_094536345.1  elongation factor G [Pseudanabaena sp. SR411]      
246     2e-68 
WP_015193497.1  elongation factor G [Stanieria cyanosphaera]       
246     2e-68 
WP_021382502.1  elongation factor G [Clostridioides difficile]     
246     2e-68 
WP_086226549.1  MULTISPECIES: elongation factor G [Campylobacter]  
246     2e-68 
WP_088184257.1  elongation factor G [Sphingobium sp. Z007]         
246     2e-68 
WP_083405430.1  elongation factor G [Mycobacterium rutilum]        
246     2e-68 
WP_101759827.1  elongation factor G [Oceanicoccus sp. KOV_DT_Chl]  
246     2e-68 
PKM20389.1  elongation factor G [Gammaproteobacteria bacterium...  
246     2e-68 
WP_020429795.1  elongation factor G [Vibrio fluvialis]             
246     2e-68 
SHK36771.1  translation elongation factor 2 (EF-2/EF-G) [Rubri...  
246     2e-68 
KKR46592.1  Elongation factor G [Parcubacteria group bacterium...  
246     2e-68 
WP_079425267.1  elongation factor G [Clostridium oryzae]           
245     2e-68 
AGS06674.1  elongation factor G [Candidatus Carsonella ruddii DC]  
245     2e-68 
WP_069481220.1  GTP-binding protein [Lysinibacillus fusiformis]    
244     2e-68 
WP_020226031.1  elongation factor G [Holdemania massiliensis]      
246     2e-68 



WP_038183339.1  elongation factor G [Vibrio rhizosphaerae]         
246     2e-68 
PSP02877.1  elongation factor G [Cyanobacteria bacterium SW_7_...  
246     2e-68 
WP_065046089.1  elongation factor G [Mycobacterium gordonae]       
246     2e-68 
PIR66622.1  elongation factor G [Parcubacteria group bacterium...  
246     2e-68 
WP_056992603.1  GTP-binding protein [Lactobacillus saniviri]       
244     2e-68 
OGO19430.1  translation elongation factor G [Chloroflexi bacte...  
246     2e-68 
WP_004911302.1  MULTISPECIES: elongation factor G [Leuconostoc]    
246     2e-68 
WP_029455111.1  elongation factor G [Candidatus Pelagibacter u...  
246     2e-68 
CDD35508.1  yacP-like NYN domain protein [Roseburia sp. CAG:309]   
249     2e-68 
WP_054562931.1  MULTISPECIES: elongation factor G [Pseudoalter...  
246     2e-68 
WP_014205711.1  elongation factor G [Vibrio furnissii]             
246     2e-68 
WP_092969157.1  elongation factor G [Ruminococcaceae bacterium...  
246     2e-68 
WP_030489584.1  elongation factor G [Micromonospora chokoriensis]  
246     2e-68 
WP_020888149.1  elongation factor G [Desulfovibrio alkalitoler...  
245     2e-68 
WP_046227954.1  GTP-binding protein [Paenibacillus dauci]          
244     2e-68 
WP_034246519.1  GTP-binding protein [Lachnospira multipara]        
249     2e-68 
OON94631.1  translation elongation factor G [Epulopiscium sp. ...  
246     2e-68 
WP_019783950.1  elongation factor G [Streptococcus sobrinus]       
246     2e-68 
WP_072948577.1  GTP-binding protein [Ruminococcus flavefaciens]    
249     2e-68 
WP_094819858.1  elongation factor G [Bordetella genomosp. 4]       
246     2e-68 
WP_066751818.1  elongation factor G [Chryseobacterium glaciei]     
245     2e-68 
WP_042620702.1  elongation factor G [Corynebacterium marinum]      
246     2e-68 
WP_071243061.1  elongation factor G [Enterococcus faecium]         
246     2e-68 
WP_044833186.1  elongation factor G [Thalassomonas actiniarum]     
246     2e-68 
WP_074493471.1  elongation factor G [Corynebacterium glutamicum]   
246     2e-68 
WP_011329565.1  elongation factor G [Pseudoalteromonas halopla...  
245     2e-68 
WP_012549434.1  elongation factor G [Aliivibrio salmonicida]       
245     2e-68 



SCH50014.1  Vegetative protein 19 [uncultured Ruminococcus sp.]    
245     2e-68 
WP_026374651.1  elongation factor G [Aestuariibacter salexigens]   
246     2e-68 
WP_066062948.1  GTP-binding protein [Bacillus soli]                
244     2e-68 
WP_052890672.1  elongation factor G [Thermogemmatispora carbox...  
245     2e-68 
WP_060945186.1  elongation factor G [Streptomyces hygroscopicus]   
246     2e-68 
WP_046948261.1  GTP-binding protein [Lactobacillus fermentum]      
244     2e-68 
WP_059012852.1  elongation factor G [Streptomyces specialis]       
246     2e-68 
WP_034929935.1  GTP-binding protein [Erysipelotrichaceae bacte...  
248     2e-68 
OGD71119.1  translation elongation factor G [Candidatus Collie...  
246     2e-68 
WP_030074773.1  elongation factor G [Streptomyces decoyicus]       
246     2e-68 
WP_082950935.1  elongation factor G [Mycobacterium sp. 1164985.4]  
246     2e-68 
WP_073885922.1  elongation factor G [Saccharothrix sp. CB00851]    
246     2e-68 
SCH21196.1  Elongation factor G [uncultured Blautia sp.]           
250     2e-68 
WP_101113196.1  elongation factor G [Vibrio sp. vnigr-6D03]        
245     2e-68 
WP_029070269.1  GTP-binding protein [Kandleria vitulina]           
248     2e-68 
WP_017220942.1  elongation factor G [Moritella dasanensis]         
245     2e-68 
WP_055912141.1  elongation factor G [Cellulomonas sp. Root485]     
246     2e-68 
WP_027678874.1  elongation factor G [Ralstonia sp. UNC404CL21Col]  
246     2e-68 
WP_082600175.1  MULTISPECIES: elongation factor G [Nocardioides]   
246     2e-68 
OKZ78058.1  translation elongation factor G [Clostridium sp. 2...  
245     2e-68 
AHF24165.1  elongation factor G [uncultured bacterium Contig1831]  
245     2e-68 
ADL04589.1  small GTP-binding protein [[Clostridium] saccharol...  
244     2e-68 
PIW75152.1  elongation factor G [Candidatus Portnoybacteria ba...  
245     2e-68 
WP_102171786.1  elongation factor G [Fischerella thermalis]        
245     2e-68 
WP_105059898.1  elongation factor G [Photobacterium angustum]      
245     2e-68 
WP_057778655.1  elongation factor G [Lactobacillus vaccinoster...  
246     2e-68 
WP_106534190.1  GTP-binding protein [Planomicrobium soli]          
244     2e-68 



WP_101508999.1  GTP-binding protein [Paeniclostridium sordellii]   
245     2e-68 
WP_087570304.1  elongation factor G [Paenibacillus sp. MY03]       
245     2e-68 
WP_034585995.1  elongation factor G [Clostridium acetobutylicum]   
245     2e-68 
WP_011530994.1  elongation factor G [Deinococcus geothermalis]     
245     2e-68 
PIS05441.1  elongation factor G [Candidatus Buchananbacteria b...  
245     2e-68 
WP_008218496.1  elongation factor G [Rheinheimera nanhaiensis]     
245     2e-68 
WP_049283640.1  elongation factor G [Staphylococcus aureus]        
245     2e-68 
WP_087117141.1  elongation factor G [Corynebacterium urinapleo...  
246     2e-68 
WP_054968801.1  elongation factor G [Alicyclobacillus ferrooxy...  
245     2e-68 
WP_087440373.1  GTP-binding protein [Paenibacillus thiaminolyt...  
244     2e-68 
WP_091102550.1  elongation factor G [Micromonospora citrea]        
245     2e-68 
WP_072415168.1  GTP-binding protein [Collinsella phocaeensis]      
245     2e-68 
WP_009341972.1  MULTISPECIES: elongation factor G [Aphanizomen...  
245     2e-68 
WP_016865166.1  elongation factor G [Fischerella muscicola]        
245     2e-68 
WP_061957648.1  elongation factor G [Cupriavidus pauculus]         
246     2e-68 
WP_019000481.1  elongation factor G [Succinimonas amylolytica]     
245     2e-68 
KKQ68261.1  translation elongation factor G, elongation factor...  
245     2e-68 
EPR43748.1  translation elongation factor G [Desulfovibrio sp....  
245     2e-68 
OYZ09057.1  elongation factor G [Novosphingobium sp. 28-62-57]     
245     2e-68 
OUV05624.1  elongation factor G [bacterium TMED80]                 
245     2e-68 
WP_090031897.1  elongation factor G [Cellulomonas marina]          
245     2e-68 
WP_033428573.1  elongation factor G [Saccharothrix syringae]       
245     2e-68 
SDY28014.1  translation elongation factor 2 (EF-2/EF-G) [Tessa...  
245     2e-68 
WP_087220019.1  GTP-binding protein [Blautia sp. An249]            
249     2e-68 
WP_060624300.1  GTP-binding protein [Paenibacillus etheri]         
244     2e-68 
GBE31571.1  elongation factor G [bacterium BMS3Bbin05]             
245     2e-68 
WP_054399532.1  GTP-binding protein [Lactobacillus plantarum]      
245     2e-68 



WP_014182789.1  elongation factor G [Desulfosporosinus orientis]   
245     2e-68 
WP_035040696.1  elongation factor G [Desulfovibrio sp. X2]         
245     2e-68 
WP_064883868.1  elongation factor G [Mycobacterium colombiense]    
245     2e-68 
WP_012705401.1  GTP-binding protein [Clostridium botulinum]        
244     2e-68 
KKU07330.1  Elongation factor G [Candidatus Magasanikbacteria ...  
245     2e-68 
ERJ13284.1  Elongation factor G protein [Haloplasma contractil...  
249     2e-68 
WP_038865922.1  MULTISPECIES: elongation factor G [Vibrio harv...  
245     2e-68 
WP_089368884.1  elongation factor G [Pseudoalteromonas nigrifa...  
245     2e-68 
OGY80431.1  translation elongation factor G [Candidatus Kerfel...  
245     2e-68 
WP_066818169.1  elongation factor G [Mycobacterium sp. 1100029.7]  
245     2e-68 
WP_034546946.1  elongation factor G [Carnobacterium alterfundi...  
245     2e-68 
OGC82986.1  translation elongation factor G [Candidatus Abawac...  
245     2e-68 
WP_099431355.1  GTP-binding protein [Collinsella aerofaciens]      
244     2e-68 
WP_031928956.1  elongation factor G [Staphylococcus aureus]        
245     2e-68 
WP_008825975.1  GTP-binding protein [Haloplasma contractile]       
249     2e-68 
WP_027087346.1  elongation factor G [Cohnella panacarvi]           
245     2e-68 
WP_055310009.1  GTP-binding protein [Collinsella aerofaciens]      
244     2e-68 
EKD94753.1  hypothetical protein ACD_25C00239G0001 [uncultured...  
245     2e-68 
WP_104696027.1  elongation factor G [Helicobacter salomonis]       
245     2e-68 
WP_104689667.1  elongation factor G [Helicobacter felis]           
245     2e-68 
WP_091663700.1  elongation factor G [Alteribacillus iranensis]     
245     2e-68 
CDC36938.1  putative uncharacterized protein [Butyrivibrio sp....  
248     2e-68 
WP_058007700.1  GTP-binding protein [Clostridium sporogenes]       
244     2e-68 
EFQ07439.1  translation elongation factor G [Faecalibacterium ...  
245     3e-68 
WP_076176733.1  MULTISPECIES: elongation factor G [Paenibacillus]  
245     3e-68 
WP_062838529.1  elongation factor G [Achromobacter xylosoxidans]   
245     3e-68 
KGI66984.1  elongation factor G [Mycobacterium rufum]              
245     3e-68 



WP_017815037.1  GTP-binding protein [Paenibacillus sp. A9]         
244     3e-68 
WP_066453355.1  elongation factor G [Anaerotruncus rubiinfantis]   
245     3e-68 
OGP25054.1  translation elongation factor G [Deltaproteobacter...  
245     3e-68 
WP_090300277.1  GTP-binding protein [Pseudobutyrivibrio sp. AC...  
248     3e-68 
WP_085240535.1  elongation factor G [Mycobacterium europaeum]      
245     3e-68 
OLA26091.1  translation elongation factor G [Firmicutes bacter...  
248     3e-68 
WP_107029414.1  GTP-binding protein [Lachnoclostridium sp. SNU...  
248     3e-68 
WP_034296159.1  elongation factor G [Herbaspirillum sp. RV1423]    
245     3e-68 
WP_087199853.1  GTP-binding protein [Collinsella sp. An271]        
245     3e-68 
WP_068606583.1  elongation factor G [Paenibacillus swuensis]       
245     3e-68 
ABE11443.1  elongation factor G [uncultured Prochlorococcus ma...  
245     3e-68 
WP_006632195.1  elongation factor G [Microcoleus vaginatus]        
245     3e-68 
SCI51730.1  Tetracycline resistance protein tetM [uncultured R...  
248     3e-68 
WP_047069426.1  GTP-binding protein [Brevibacillus formosus]       
244     3e-68 
Q8NT19.1  RecName: Full=Elongation factor G; Short=EF-G            
245     3e-68 
KKS03467.1  Elongation factor G [candidate division WWE3 bacte...  
245     3e-68 
WP_097786264.1  elongation factor G [Faecalibacterium prausnit...  
245     3e-68 
WP_024835884.1  GTP-binding protein [Clostridium sp. 12(A)]        
244     3e-68 
WP_068657356.1  elongation factor G [Paenibacillus crassostreae]   
245     3e-68 
WP_034580137.1  elongation factor G [Helicobacter bilis]           
245     3e-68 
WP_087118838.1  GTP-binding protein [Lactobacillus salivarius]     
244     3e-68 
WP_068284507.1  elongation factor G [Mycobacterium sp. E2462]      
245     3e-68 
WP_073608944.1  elongation factor G [Phormidium tenue]             
245     3e-68 
WP_055306333.1  GTP-binding protein [Lachnospira pectinoschiza]    
248     3e-68 
ORU94926.1  elongation factor G [Cycloclasticus sp. symbiont o...  
245     3e-68 
WP_010966416.1  MULTISPECIES: elongation factor G [Clostridium]    
245     3e-68 
WP_006042263.1  elongation factor G [Synechococcus sp. WH 7805]    
245     3e-68 



WP_011476678.1  GTP-binding protein [Lactobacillus salivarius]     
244     3e-68 
WP_030912936.1  elongation factor G [Streptosporangium amethys...  
245     3e-68 
WP_077388463.1  elongation factor G [Helicobacter bilis]           
245     3e-68 
WP_082946167.1  elongation factor G [Mycobacterium sp. E1747]      
245     3e-68 
WP_065161808.1  elongation factor G [Mycobacterium gordonae]       
245     3e-68 
WP_075752818.1  elongation factor G [Sporomusa sphaeroides]        
245     3e-68 
WP_031892102.1  elongation factor G [Staphylococcus aureus]        
245     3e-68 
WP_055668486.1  elongation factor G [Desnuesiella massiliensis]    
245     3e-68 
OPL12776.1  elongation factor G [delta proteobacterium ML8_D]      
244     3e-68 
WP_060949304.1  MULTISPECIES: elongation factor G [Streptomyces]   
245     3e-68 
PIZ69817.1  elongation factor G [Candidatus Portnoybacteria ba...  
245     3e-68 
WP_027964791.1  elongation factor G [Halalkalibacillus halophi...  
245     3e-68 
WP_017185244.1  elongation factor G [Alkalibacillus haloalkali...  
245     3e-68 
WP_102794239.1  elongation factor G [Bowmanella denitrificans]     
245     3e-68 
WP_100184098.1  GTP-binding protein [Lactobacillus fermentum]      
244     3e-68 
WP_025738358.1  elongation factor G [Mycobacterium genavense]      
245     3e-68 
CDA36477.1  putative translation elongation factor G [Collinse...  
244     3e-68 
OYV98551.1  elongation factor G [Acidobacteria bacterium 21-70...  
245     3e-68 
WP_022841852.1  elongation factor G [Acidobacteriaceae bacteri...  
245     3e-68 
WP_055262561.1  GTP-binding protein [Roseburia faecis]             
249     3e-68 
EEJ73406.1  putative translation elongation factor G [Lactobac...  
244     3e-68 
WP_091198337.1  elongation factor G [Nocardioides alpinus]         
245     3e-68 
WP_068679378.1  elongation factor G [Paenibacillus oryzae]         
245     3e-68 
WP_087234713.1  GTP-binding protein [Anaeromassilibacillus sp....  
248     3e-68 
XP_024646553.1  ribosome-releasing factor 2, mitochondrial iso...  
246     3e-68 
WP_073087989.1  elongation factor G [Selenomonas ruminantium]      
245     3e-68 
WP_042529272.1  MULTISPECIES: elongation factor G [Corynebacte...  
245     3e-68 



WP_034210477.1  GTP-binding protein [Lachnospira multipara]        
248     3e-68 
WP_012277564.1  elongation factor G [Shewanella halifaxensis]      
245     3e-68 
WP_033269710.1  MULTISPECIES: elongation factor G [Streptomyces]   
245     3e-68 
WP_057507246.1  elongation factor G [Stenotrophomonas chelatip...  
244     3e-68 
WP_082210838.1  elongation factor G [Faecalibacterium prausnit...  
245     3e-68 
WP_106457273.1  elongation factor G [Aphanothece hegewaldii]       
245     3e-68 
WP_018753996.1  elongation factor G [Paenibacillus sanguinis]      
245     3e-68 
WP_053833003.1  GTP-binding protein [Candidatus Dorea massilie...  
244     3e-68 
WP_097774838.1  elongation factor G [Faecalibacterium prausnit...  
245     3e-68 
OGZ53646.1  translation elongation factor G [Candidatus Ryanba...  
245     3e-68 
CCX93731.1  elongation factor G [Firmicutes bacterium CAG:110]     
245     3e-68 
PQC52044.1  elongation factor G [Enterococcus faecium]             
228     3e-68 
WP_107836224.1  elongation factor G [Opitutus sp. ER46]            
246     3e-68 
WP_030538850.1  elongation factor G [Sphingobium sp. DC-2]         
245     3e-68 
WP_092476095.1  elongation factor G [Desulfotomaculum arcticum]    
245     3e-68 
WP_075667605.1  GTP-binding protein [Lactobacillus fermentum]      
244     3e-68 
WP_007167814.1  MULTISPECIES: elongation factor G [Mycobacterium]  
245     3e-68 
KXS56389.1  elongation factor G [Candidatus Adiutrix intracell...  
244     3e-68 
WP_009221950.1  elongation factor G [Peptoniphilus sp. oral ta...  
245     3e-68 
PIR96442.1  elongation factor G [Candidatus Doudnabacteria bac...  
245     3e-68 
WP_061342282.1  GTP-binding protein [Clostridium botulinum]        
244     3e-68 
WP_040199028.1  elongation factor G [Geoalkalibacter subterran...  
245     3e-68 
OUW65355.1  elongation factor G [Opitutales bacterium TMED207]     
245     3e-68 
OGZ64530.1  translation elongation factor G [Candidatus Staska...  
245     3e-68 
WP_102168401.1  GTP-binding protein [Gardnerella vaginalis]        
244     3e-68 
WP_082953480.1  MULTISPECIES: elongation factor G [Mycobacterium]  
245     3e-68 
WP_006231309.1  elongation factor G [Photobacterium profundum]     
245     3e-68 



OKZ58792.1  translation elongation factor G [Clostridiales bac...  
250     3e-68 
WP_012391404.1  GTP-binding protein [Lactobacillus fermentum]      
244     3e-68 
WP_087377186.1  GTP-binding protein [Flavonifractor sp. An135]     
248     3e-68 
WP_093373932.1  elongation factor G [Tindallia magadiensis]        
245     3e-68 
WP_064199425.1  GTP-binding protein [Brevibacillus brevis]         
244     3e-68 
WP_037354388.1  elongation factor G [Selenomonas sp. FC4001]       
245     3e-68 
WP_069775629.1  GTP-binding protein [Lactobacillus fermentum]      
244     3e-68 
WP_085532706.1  GTP-binding protein [Anaeromassilibacillus sp....  
248     3e-68 
WP_101696352.1  elongation factor G [Clostridium minihomine]       
245     3e-68 
WP_060564020.1  MULTISPECIES: elongation factor G [Corynebacte...  
245     3e-68 
WP_019528764.1  elongation factor G [Dasania marina]               
245     3e-68 
KHF32742.1  Tetracycline resistance protein TetO [Paenibacillu...  
236     3e-68 
WP_099032433.1  GTP-binding protein [Lactobacillus fermentum]      
244     3e-68 
WP_070465712.1  elongation factor G [Corynebacterium sp. HMSC2...  
245     3e-68 
WP_012950485.1  elongation factor G [Geodermatophilus obscurus]    
245     3e-68 
WP_009783218.1  elongation factor G [Lyngbya sp. PCC 8106]         
245     3e-68 
WP_021244942.1  elongation factor G [Sphingobium baderi]           
245     3e-68 
WP_095506429.1  elongation factor G [Paraferrimonas sedimentic...  
245     3e-68 
WP_019787844.1  elongation factor G [Streptococcus sobrinus]       
245     3e-68 
WP_056327895.1  MULTISPECIES: elongation factor G [Achromobacter]  
245     3e-68 
WP_041709088.1  GTP-binding protein [[Clostridium] saccharolyt...  
244     3e-68 
WP_021239766.1  MULTISPECIES: elongation factor G [Sphingomona...  
245     3e-68 
WP_011013694.1  elongation factor G [Corynebacterium glutamicum]   
245     3e-68 
ODU67999.1  translation elongation factor G [Novosphingobium s...  
245     3e-68 
WP_066606494.1  elongation factor G [Sphingobium czechense]        
245     3e-68 
WP_057738094.1  GTP-binding protein [Lactobacillus alimentarius]   
244     4e-68 
WP_107736073.1  elongation factor G [Desulfonatronum sp. SC1]      
245     4e-68 



OLA01899.1  translation elongation factor G [Clostridium sp. C...  
248     4e-68 
KGO32739.1  elongation factor G [Desulfobulbus sp. Tol-SR]         
245     4e-68 
WP_021673417.1  elongation factor G [Streptococcus sobrinus]       
245     4e-68 
WP_034548151.1  elongation factor G [Tissierellia bacterium S7...  
244     4e-68 
PKV09661.1  GTP-binding protein [Bifidobacterium asteroides]       
244     4e-68 
WP_105253877.1  elongation factor G [Pseudoalteromonas sp. T1l...  
245     4e-68 
WP_020647437.1  elongation factor G [Amycolatopsis balhimycina]    
244     4e-68 
WP_085022938.1  elongation factor G [Anaerovibrio sp. JC8]         
245     4e-68 
WP_004729572.1  elongation factor G [Vibrio furnissii]             
245     4e-68 
WP_072842736.1  elongation factor G [Rhodococcus tukisamuensis]    
245     4e-68 
WP_076045379.1  GTP-binding protein [Clostridium botulinum]        
244     4e-68 
WP_023870153.1  elongation factor G [Mycobacterium avium]          
245     4e-68 
KPJ80449.1  elongation factor G [Gemmatimonas sp. SG8_23]          
243     4e-68 
WP_066816168.1  elongation factor G [Sphingomonas mali]            
245     4e-68 
WP_066103001.1  elongation factor G [Bacillus sp. FJAT-27986]      
245     4e-68 
WP_079526343.1  GTP-binding protein [Solibacillus isronensis]      
244     4e-68 
WP_084293953.1  elongation factor G [Mycobacterium flavescens]     
245     4e-68 
KOO14310.1  elongation factor G [Vibrio xuii]                      
245     4e-68 
WP_045085724.1  elongation factor G [[Clostridium] cellulosi]      
244     4e-68 
AKQ02576.1  elongation factor G, elongation factor G [uncultur...  
245     4e-68 
WP_016458990.1  elongation factor G [Corynebacterium pyruvicip...  
245     4e-68 
OUT73407.1  elongation factor G [Synechococcus sp. TMED19]         
244     4e-68 
WP_014423832.1  elongation factor G [Selenomonas ruminantium]      
244     4e-68 
WP_067698013.1  elongation factor G [Actinoplanes awajinensis]     
243     4e-68 
KYF55148.1  elongation factor G [Sorangium cellulosum]             
245     4e-68 
WP_041903691.1  elongation factor G [Bacillus thermoamylovorans]   
244     4e-68 
GAO53952.1  translation elongation factor G [Novosphingobium s...  
244     4e-68 



PON16893.1  elongation factor G [Candidatus Entotheonella serta]   
244     4e-68 
OLA68527.1  translation elongation factor G [Ruminococcus sp. ...  
248     4e-68 
PAW68718.1  elongation factor G [Opitutae bacterium Tous-C1TDCM]   
245     4e-68 
WP_105219138.1  elongation factor G [Gloeocapsopsis sp. AAB1 =...  
244     4e-68 
WP_057475288.1  elongation factor G [Rhodococcus sp. Leaf278]      
245     4e-68 
WP_071800893.1  elongation factor G [Synechococcus sp. SynAce01]   
244     4e-68 
WP_043694757.1  elongation factor G [Synechococcus sp. KORDI-49]   
244     4e-68 
PIS17150.1  elongation factor G [Candidatus Portnoybacteria ba...  
244     4e-68 
WP_025559539.1  elongation factor G [Vibrio parahaemolyticus]      
244     4e-68 
WP_071441958.1  elongation factor G [Traorella massiliensis]       
244     4e-68 
SOX52210.1  elongation factor G [Mycobacterium sp. AFP003]         
245     4e-68 
WP_035136992.1  GTP-binding protein [Collinsella sp. 4_8_47FAA]    
244     4e-68 
OIO18322.1  translation elongation factor G [Candidatus Magasa...  
244     4e-68 
WP_094335332.1  GTP-binding protein [[Collinsella] massiliensis]   
244     4e-68 
APO35553.1  Elongation factor G C-terminus [uncultured bacterium]  
227     4e-68 
KKS39502.1  Elongation factor G [candidate division WWE3 bacte...  
244     4e-68 
WP_059174125.1  elongation factor G [Bacillus sp. FJAT-27445]      
244     4e-68 
WP_074572785.1  elongation factor G [Selenomonas ruminantium]      
244     4e-68 
OKZ60537.1  translation elongation factor G [Clostridium sp. C...  
244     4e-68 
KKS68685.1  Elongation factor G [candidate division TM6 bacter...  
244     4e-68 
WP_031790566.1  elongation factor G [Staphylococcus aureus]        
244     4e-68 
AOR73671.1  Elongation factor G [Lactobacillus fermentum]          
243     4e-68 
WP_066644163.1  elongation factor G [Clostridium sp. W14A]         
244     4e-68 
WP_011015672.1  elongation factor G [Fusobacterium nucleatum]      
244     4e-68 
WP_022937639.1  GTP-binding protein [Dielma fastidiosa]            
248     4e-68 
WP_049692528.1  elongation factor G [Synechococcus sp. WH 8103]    
244     4e-68 
WP_092317288.1  elongation factor G [Brevinema andersonii]         
244     4e-68 



WP_068950020.1  elongation factor G [Achromobacter xylosoxidans]   
245     4e-68 
WP_066168852.1  MULTISPECIES: elongation factor G [Lysinibacil...  
244     4e-68 
WP_006564712.1  elongation factor G [Helicobacter suis]            
244     4e-68 
WP_029066822.1  GTP-binding protein [Lachnobacterium bovis]        
248     4e-68 
CUM95510.1  Tetracycline resistance protein tetM [Roseburia fa...  
249     4e-68 
WP_031430851.1  elongation factor G [Methylomicrobium agile]       
244     4e-68 
WP_078543149.1  elongation factor G [Bacillus alkalitelluris]      
244     4e-68 
WP_058116901.1  GTP-binding protein [Intestinimonas butyricipr...  
248     4e-68 
WP_030483039.1  elongation factor G [Marmoricola aequoreus]        
245     4e-68 
WP_019225209.1  MULTISPECIES: elongation factor G [Dehalobacter]   
244     4e-68 
WP_090174528.1  GTP-binding protein [Eubacterium oxidoreducens]    
248     4e-68 
WP_010943489.1  elongation factor G [Geobacter sulfurreducens]     
244     4e-68 
CCZ65986.1  elongation factor Tu GTP binding domain-containing...  
248     4e-68 
WP_107318559.1  elongation factor G [Kandleria vitulina]           
244     4e-68 
WP_096284733.1  elongation factor G [Mycobacterium sp. AFP003]     
245     4e-68 
WP_058374410.1  elongation factor G [Pseudoalteromonas translu...  
244     4e-68 
WP_042273869.1  GTP-binding protein [[Clostridium] dakarense]      
244     4e-68 
WP_060534717.1  GTP-binding protein [Paenibacillus bovis]          
244     4e-68 
WP_022749606.1  GTP-binding protein [Lachnobacterium bovis]        
248     4e-68 
WP_105903237.1  elongation factor G [Vibrio gangliei]              
244     4e-68 
WP_084792338.1  elongation factor G [Mycobacterium sp. E136]       
244     4e-68 
WP_019420693.1  elongation factor G [Paenibacillus sp. OSY-SE]     
244     4e-68 
WP_057566245.1  GTP-binding protein [Paeniclostridium sordellii]   
244     4e-68 
WP_094359687.1  MULTISPECIES: elongation factor G [unclassifie...  
244     4e-68 
WP_008645473.1  MULTISPECIES: elongation factor G [Cupriavidus]    
244     4e-68 
WP_013889248.1  elongation factor G [Corynebacterium resistens]    
245     5e-68 
WP_039315141.1  GTP-binding protein [Clostridium baratii]          
243     5e-68 



WP_035883047.1  elongation factor G [Cupriavidus metallidurans]    
244     5e-68 
KPK56915.1  elongation factor G [Gammaproteobacteria bacterium...  
244     5e-68 
WP_047768514.1  GTP-binding protein [Lactobacillus panis]          
243     5e-68 
WP_011758702.1  elongation factor G [Shewanella amazonensis]       
244     5e-68 
WP_009591969.1  MULTISPECIES: elongation factor G [Paenibacillus]  
244     5e-68 
WP_055462931.1  elongation factor G [Marinomonas fungiae]          
244     5e-68 
SDB31324.1  small GTP-binding protein domain-containing protei...  
248     5e-68 
WP_100541551.1  elongation factor G [Paenibacillus sp. GM2FR]      
244     5e-68 
WP_005903498.1  elongation factor G [Fusobacterium nucleatum]      
244     5e-68 
WP_016741900.1  MULTISPECIES: GTP-binding protein [Bacillales]     
243     5e-68 
WP_004086491.1  MULTISPECIES: elongation factor G [Helicobacter]   
244     5e-68 
WP_052205409.1  elongation factor G [Corynebacterium riegelii]     
245     5e-68 
CDE12658.1  elongation factor G [Ruminococcus sp. CAG:330]         
244     5e-68 
WP_005993017.1  elongation factor G [Desulfovibrio fructosivor...  
244     5e-68 
WP_038885134.1  elongation factor G [Vibrio rotiferianus]          
244     5e-68 
WP_100641770.1  elongation factor G [Alteromonas sp. P0213]        
244     5e-68 
WP_090914106.1  elongation factor G [Paenibacillus sp. cl141a]     
244     5e-68 
WP_060677507.1  GTP-binding protein [Lactobacillus plantarum]      
244     5e-68 
WP_008979488.1  GTP-binding protein [Erysipelotrichaceae bacte...  
248     5e-68 
WP_102373094.1  GTP-binding protein [Enorma phocaeensis]           
244     5e-68 
WP_006284341.1  elongation factor G [Paenibacillus popilliae]      
244     5e-68 
WP_037191357.1  MULTISPECIES: elongation factor G [Rhodococcus]    
244     5e-68 
WP_029298547.1  elongation factor G [Chryseobacterium hispalense]  
244     5e-68 
WP_082964035.1  elongation factor G [Mycobacterium sp. 852002-...  
244     5e-68 
WP_076518814.1  elongation factor G [Achromobacter sp. MFA1 R4]    
244     5e-68 
WP_010649885.1  elongation factor G [Vibrio campbellii]            
244     5e-68 
KUO77668.1  elongation factor G [Desulfosporosinus sp. BRH_c37]    
244     5e-68 



CDB15270.1  tetracycline resistant protein [Clostridium sp. CA...  
243     5e-68 
WP_071044914.1  elongation factor G [Microbacteriaceae bacterium]  
244     5e-68 
WP_034584073.1  GTP-binding protein [Clostridium acetobutylicum]   
243     5e-68 
WP_007746012.1  elongation factor G [Oenococcus kitaharae]         
244     5e-68 
OGM78636.1  translation elongation factor G [Candidatus Woeseb...  
245     5e-68 
WP_025803092.1  elongation factor G [Campylobacter corcagiensis]   
244     5e-68 
WP_092093197.1  elongation factor G [Bhargavaea beijingensis]      
244     5e-68 
WP_067143264.1  elongation factor G [Oceanivirga salmonicida]      
244     5e-68 
WP_016838551.1  elongation factor G [Ureibacillus thermosphaer...  
244     5e-68 
WP_083176311.1  elongation factor G [Mycobacterium scrofulaceum]   
244     5e-68 
WP_034223457.1  elongation factor G [Actinotalea ferrariae]        
244     5e-68 
PIX21343.1  elongation factor G [Deltaproteobacteria bacterium...  
244     5e-68 
OGR17939.1  translation elongation factor G [Desulfobacterales...  
244     5e-68 
WP_074890836.1  GTP-binding protein [Butyrivibrio proteoclasti...  
248     5e-68 
OGY79639.1  translation elongation factor G [Candidatus Kerfel...  
244     5e-68 
WP_053195442.1  elongation factor G [Herbaspirillum hiltneri]      
244     5e-68 
WP_034563002.1  elongation factor G [Helicobacter bilis]           
244     5e-68 
WP_066769652.1  elongation factor G [Sphingobium sp. CCH11-B1]     
244     5e-68 
WP_003421177.1  elongation factor G [Clostridioides difficile]     
244     5e-68 
WP_074716388.1  GTP-binding protein [Ruminococcus flavefaciens]    
247     5e-68 
WP_065133603.1  elongation factor G [Mycobacterium gordonae]       
244     5e-68 
WP_027326827.1  elongation factor G [Helicobacter pametensis]      
244     5e-68 
WP_013190148.1  elongation factor G [Trichormus azollae]           
244     5e-68 
PVC65768.1  elongation factor G [Bacillus megaterium]              
243     5e-68 
WP_037952877.1  MULTISPECIES: elongation factor G [Streptomyces]   
244     5e-68 
GBD06721.1  Elongation factor G [bacterium HR21]                   
244     5e-68 
WP_053735725.1  GTP-binding protein [Nocardia sp. NRRL S-836]      
240     5e-68 



WP_035168161.1  elongation factor G [Lactobacillus curieae]        
244     5e-68 
WP_006287293.1  elongation factor G [Corynebacterium crenatum]     
244     5e-68 
OIN89808.1  translation elongation factor G [Anaerolineae bact...  
244     5e-68 
WP_102565207.1  elongation factor G [Vibrio sp. 10N.286.49.B3]     
244     5e-68 
KKS46040.1  Elongation factor G [Candidatus Giovannonibacteria...  
244     5e-68 
WP_008245809.1  elongation factor G [Sulfurovum sp. AR]            
244     6e-68 
WP_017021085.1  elongation factor G [Aliivibrio logei]             
244     6e-68 
WP_055328393.1  GTP-binding protein [Paeniclostridium sordellii]   
244     6e-68 
WP_066803620.1  elongation factor G [Sphingomonas asaccharolyt...  
244     6e-68 
KGP77163.1  elongation factor G [Desulfosporosinus sp. Tol-M]      
244     6e-68 
WP_101513899.1  elongation factor G [Thermotoga sp. SG1]           
244     6e-68 
WP_024854148.1  GTP-binding protein [[Ruminococcus] gnavus]        
248     6e-68 
WP_011138410.1  elongation factor G [Wolinella succinogenes]       
244     6e-68 
PIY93680.1  elongation factor G [Candidatus Magasanikbacteria ...  
244     6e-68 
WP_074371755.1  elongation factor G [Vibrio spartinae]             
244     6e-68 
WP_094875059.1  GTP-binding protein [Paenibacillus sp. VTT E-1...  
243     6e-68 
OIP79329.1  translation elongation factor G [Parcubacteria gro...  
244     6e-68 
WP_049588862.1  elongation factor G [Alteromonas macleodii]        
244     6e-68 
OGW19973.1  translation elongation factor G [Nitrospirae bacte...  
244     6e-68 
WP_086241096.1  MULTISPECIES: elongation factor G [Campylobacter]  
244     6e-68 
OUX63481.1  elongation factor G [bacterium TMED274]                
244     6e-68 
OLA67985.1  translation elongation factor G [Subdoligranulum s...  
244     6e-68 
WP_011497385.1  elongation factor G [Shewanella denitrificans]     
244     6e-68 
PIR64030.1  elongation factor G [Candidatus Pacebacteria bacte...  
244     6e-68 
WP_007042500.1  elongation factor G [Thiorhodococcus drewsii]      
244     6e-68 
WP_007287142.1  GTP-binding protein [Intestinibacter bartlettii]   
244     6e-68 
ORU92083.1  elongation factor G [Cycloclasticus sp. symbiont o...  
244     6e-68 



WP_069844958.1  GTP-binding protein [Brevibacillus brevis]         
243     6e-68 
WP_076178215.1  GTP-binding protein [Clostridium botulinum]        
243     6e-68 
WP_093291979.1  elongation factor G [Thermoactinomyces sp. DSM...  
244     6e-68 
OGZ63543.1  translation elongation factor G [Candidatus Staska...  
244     6e-68 
WP_006854775.1  elongation factor G [Synechococcus sp. WH 8016]    
244     6e-68 
SCJ45626.1  Elongation factor G [uncultured Oscillibacter sp.]     
248     6e-68 
WP_012570652.1  elongation factor G [Coxiella burnetii]            
244     6e-68 
WP_089984061.1  GTP-binding protein [Clostridium sp. C105KSO13]    
248     6e-68 
WP_087217727.1  GTP-binding protein [Lachnoclostridium sp. An14]   
243     6e-68 
WP_011573387.1  elongation factor G [Pseudoalteromonas atlantica]  
244     6e-68 
WP_018090905.1  MULTISPECIES: elongation factor G [Streptomyces]   
244     6e-68 
WP_083549590.1  elongation factor G [Stappia sp. 22II-S9-Z10]      
244     6e-68 
WP_073880591.1  MULTISPECIES: elongation factor G [Mycobacterium]  
244     6e-68 
PIZ73645.1  elongation factor G [Candidatus Peregrinibacteria ...  
244     6e-68 
WP_015737625.1  MULTISPECIES: elongation factor G [Paenibacillus]  
244     6e-68 
WP_091451947.1  elongation factor G [Micromonospora inyonensis]    
244     6e-68 
WP_087294413.1  elongation factor G [Gemmiger sp. An194]           
244     6e-68 
WP_057763001.1  GTP-binding protein [Bacillus praedii]             
243     6e-68 
WP_028600708.1  GTP-binding protein [Paenibacillus pasadenensis]   
243     6e-68 
WP_106589952.1  elongation factor G [Salsuginibacillus halophi...  
244     6e-68 
WP_101032891.1  elongation factor G [Shewanella sp. Actino-tra...  
244     6e-68 
OHB89872.1  translation elongation factor G [Planctomycetes ba...  
244     6e-68 
WP_067869481.1  elongation factor G [Neptuniibacter marinus]       
244     6e-68 
WP_088976127.1  elongation factor G [Micromonospora coxensis]      
244     6e-68 
WP_044393517.1  elongation factor G [Bacillus subterraneus]        
244     6e-68 
WP_099702727.1  elongation factor G [Chroococcales cyanobacter...  
244     6e-68 
CDA90447.1  translation elongation factor G [Ruminococcus sp. ...  
244     6e-68 



OUS25514.1  translation elongation factor G ['Osedax' symbiont...  
244     7e-68 
WP_100201506.1  elongation factor G [Streptomyces sp. TRM SA0054]  
244     7e-68 
WP_091454090.1  elongation factor G [Alloactinosynnema iranicum]   
244     7e-68 
WP_068072882.1  elongation factor G [Novosphingobium lentum]       
244     7e-68 
WP_067913269.1  elongation factor G [Novosphingobium fuchskuhl...  
244     7e-68 
PSQ93581.1  elongation factor G [Bacteroidetes bacterium SW_4_...  
244     7e-68 
WP_088798410.1  MULTISPECIES: elongation factor G [Streptomyces]   
244     7e-68 
WP_006012393.1  elongation factor G [Glaciecola pallidula]         
244     7e-68 
WP_084463567.1  elongation factor G [Microtetraspora fusca]        
244     7e-68 
WP_046806157.1  MULTISPECIES: elongation factor G [Achromobacter]  
244     7e-68 
WP_066340191.1  elongation factor G [Helicobacter sp. MIT 01-6...  
244     7e-68 
WP_107206249.1  MULTISPECIES: elongation factor G [Photobacter...  
244     7e-68 
WP_023042726.1  elongation factor G [Enterococcus faecalis]        
244     7e-68 
WP_046086841.1  elongation factor G [Streptomyces antioxidans]     
244     7e-68 
WP_023946738.1  elongation factor G [Helicobacter fennelliae]      
244     7e-68 
WP_058469444.1  elongation factor G [Fluoribacter gormanii]        
244     7e-68 
WP_013171090.1  elongation factor G [[Bacillus] selenitireducens]  
244     7e-68 
WP_084771812.1  elongation factor G [Streptomyces sp. MOE7]        
244     7e-68 
WP_030677047.1  elongation factor G [Streptomyces rimosus]         
244     7e-68 
WP_008547931.1  elongation factor G [Pseudovibrio sp. JE062]       
244     7e-68 
WP_077040758.1  elongation factor G [Rhodococcus sp. MTM3W5.2]     
244     7e-68 
WP_045976608.1  elongation factor G [Vibrio neptunius]             
244     7e-68 
WP_021418072.1  elongation factor G [Clostridioides difficile]     
244     7e-68 
WP_082972724.1  MULTISPECIES: elongation factor G [Mycobacterium]  
244     7e-68 
DAB39805.1  TPA: elongation factor G [Sulfurovum sp. UBA12169]     
244     7e-68 
WP_003842473.1  GTP-binding protein [Bifidobacterium dentium]      
244     7e-68 
WP_089336458.1  elongation factor G [Blastococcus sp. DSM 44272]   
244     7e-68 



PKL90459.1  elongation factor G [Candidatus Goldbacteria bacte...  
244     7e-68 
WP_108410443.1  elongation factor G [Chryseobacterium sp. HMWF...  
244     7e-68 
WP_040392698.1  elongation factor G [Cellvibrio sp. BR]            
244     7e-68 
CCY67652.1  elongation factor G [Clostridium sp. CAG:678]          
244     7e-68 
WP_006604871.1  elongation factor G [Streptomyces auratus]         
244     7e-68 
WP_055578872.1  elongation factor G [Mycobacterium gordonae]       
244     7e-68 
WP_051234077.1  GTP-binding protein [Butyrivibrio sp. NC3005]      
248     7e-68 
WP_039334378.1  MULTISPECIES: elongation factor G [Novosphingo...  
244     7e-68 
WP_087147668.1  elongation factor G [Crenothrix polyspora]         
244     7e-68 
WP_057199780.1  elongation factor G [Acidovorax sp. Root217]       
244     7e-68 
WP_104694833.1  elongation factor G [Clostridioides difficile]     
244     7e-68 
WP_063216043.1  elongation factor G [Rhodococcus sp. PBTS 2]       
244     7e-68 
WP_001930725.1  elongation factor G [Helicobacter pylori]          
244     8e-68 
CCQ11337.1  Translation elongation factor G paralog [Pseudoalt...  
244     8e-68 
WP_092335404.1  GTP-binding protein [Desulfosporosinus hippei]     
247     8e-68 
WP_073768997.1  elongation factor G [Streptomyces sp. CB02923]     
244     8e-68 
SCI31826.1  Elongation factor G [uncultured Ruminococcus sp.]      
247     8e-68 
WP_036630144.1  MULTISPECIES: GTP-binding protein [Oscillibacter]  
248     8e-68 
OIP27214.1  translation elongation factor G [Dehalococcoidia b...  
244     8e-68 
WP_036466679.1  elongation factor G [Mycobacterium triplex]        
244     8e-68 
EKO40379.1  translation elongation factor EF-G [Desulfovibrio ...  
244     8e-68 
WP_024546583.1  elongation factor G [Synechococcus sp. NKBG150...  
244     8e-68 
WP_075219907.1  elongation factor G [Acuticoccus yangtzensis]      
244     8e-68 
WP_067936567.1  elongation factor G [Mycobacterium sp. E2479]      
244     8e-68 
WP_032407315.1  elongation factor G [Rhodococcus fascians]         
244     8e-68 
WP_027498159.1  MULTISPECIES: elongation factor G [Rhodococcus]    
244     8e-68 
WP_101879361.1  GTP-binding protein [[Ruminococcus] gnavus]        
248     8e-68 



ALIGNMENTS
>WP_063856423.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Clostridiales]
 CAO78565.1 tetracycline resistance protein [Clostridioides 
difficile]
 OUP67538.1 tetracycline resistance ribosomal protection protein 
[Anaerotruncus 
colihominis]
 OUP71768.1 tetracycline resistance ribosomal protection protein 
[Anaerotruncus 
colihominis]
Length=639

 Score = 1313 bits (3398),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 639/639 (100%), Positives = 639/639 (100%), Gaps = 
0/639 (0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_075877655.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Merdibacter massiliensis]
Length=639

 Score = 1311 bits (3394),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 638/639 (99%), Positives = 639/639 (100%), Gaps = 
0/639 (0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_087325445.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium sp. An58]
 OUN67604.1 tetracycline resistance ribosomal protection protein 
[Faecalibacterium 
sp. An58]
Length=639

 Score = 1310 bits (3389),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 638/639 (99%), Positives = 638/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP42199.1 tetracycline resistance protein Tet(W) [uncultured 
bacterium 



IN-04]
Length=639

 Score = 1308 bits (3385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 637/639 (99%), Positives = 638/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY



Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_043170315.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium pullorum]
Length=639

 Score = 1308 bits (3384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 636/639 (99%), Positives = 638/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL 
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_033126273.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Clostridiales]
 OUN72156.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Drancourtella sp. An57]
Length=639

 Score = 1307 bits (3383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 636/639 (99%), Positives = 638/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_078934043.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Treponema porcinum]
 SJZ73215.1 ribosomal protection tetracycline resistance protein 
[Treponema 
porcinum]
Length=639

 Score = 1305 bits (3377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 636/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGIL 
HVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILGHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_063856418.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
longum]
 ABC18266.1 TetW [Bifidobacterium longum subsp. longum F8]
Length=639

 Score = 1305 bits (3376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 634/639 (99%), Positives = 637/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_087193190.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein [Gordonibacter sp. An230]
 OUO91052.1 tetracycline resistance ribosomal protection protein 
[Gordonibacter 
sp. An230]
Length=639

 Score = 1302 bits (3369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 633/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_032746258.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium longum]
 KEY22021.1 tetracycline resistance protein tetM [Bifidobacterium 
longum 
subsp. longum 17-1B]
Length=639

 Score = 1302 bits (3369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 633/639 (99%), Positives = 637/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKLVREEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_063856417.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Selenomonas 
ruminantium]
 ABC18245.1 TetW [Selenomonas ruminantium]
 ABC18250.1 TetW [Selenomonas ruminantium]
 ABC18255.1 TetW [Selenomonas ruminantium]
Length=639

 Score = 1301 bits (3368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 637/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_005876003.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Oxalobacter formigenes]
 EEO27145.1 tetracycline resistance protein tetW [Oxalobacter 
formigenes 
HOxBLS]
Length=639



 Score = 1301 bits (3368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 637/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFQKVM  639

>WP_033523205.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Actinobacteria]
 CVH77936.1 Tetracycline resistance protein TetO [Coriobacteriaceae 
bacterium 
CHKCI002]
 SHE70123.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
merycicum DSM 6492]
 OUO95347.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Gordonibacter sp. An232A]
 PNV66097.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rubneribacter badeniensis]
Length=639

 Score = 1301 bits (3366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL



Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>DAB17102.1 TPA: tetracycline resistance ribosomal protection 
protein [Candidatus 
Gastranaerophilales bacterium HUM_19]
Length=639

 Score = 1300 bits (3364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_066647691.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Christensenella timonensis]
Length=639

 Score = 1300 bits (3363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 



LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAYHDAPKYCATIET Q 
KKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETVQEKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_005924790.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium prausnitzii]
 EDP21237.1 putative translation elongation factor G 
[Faecalibacterium prausnitzii 
M21/2]
 PDX83922.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium prausnitzii]
Length=639

 Score = 1299 bits (3362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 631/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_063856414.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
sp. ISO3519]
 AAL30847.1 TetW [Bifidobacterium sp. ISO3519]
Length=639

 Score = 1298 bits (3360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 637/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>APO35064.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1298 bits (3358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 631/639 (99%), Positives = 637/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKVM  639

>AMP53489.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1298 bits (3358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL 
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  



IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP51295.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1298 bits (3358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 631/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV



Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY 
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKIM  639

>WP_035010862.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium adolescentis]
 OSH02963.1 tetracycline resistance protein tetM [Bifidobacterium 
adolescentis]
Length=639

 Score = 1298 bits (3358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP



Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKVM  639

>CBL36335.1 small GTP-binding protein domain [butyrate-producing 
bacterium 
SM4/1]
Length=639



 Score = 1298 bits (3358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ+VM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQEVM  639

>AMP47980.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1297 bits (3357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKLVREEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLVREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



>WP_013702080.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Treponema succinifaciens]
 AEB14821.1 small GTP-binding protein [Treponema succinifaciens DSM 
2489]
Length=639

 Score = 1297 bits (3357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 637/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
++IY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLT+LKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTKLKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_033493020.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Bifidobacterium]
 ACA23187.1 TetW [Bifidobacterium longum]
 ACA23189.1 TetW [Bifidobacterium thermophilum]
Length=639

 Score = 1297 bits (3356),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND
+LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>APO28712.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1297 bits (3356),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRL+KVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLNKVRHMFQKVM  639

>AMJ37860.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1297 bits (3356),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHM QKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMLQKVM  639

>WP_013411012.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium longum]
 ADQ03530.1 Hypothetical protein BBMN68_786 [Bifidobacterium longum 
subsp. 
longum BBMN68]
 AMP46864.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP53769.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1297 bits (3356),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 632/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



>APO30252.1 Ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1296 bits (3355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 631/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY



Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM QKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMIQKVM  639

>WP_090548148.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Terrabacteria group]
 AET35523.1 TetW [uncultured bacterium]
 SDR79377.1 ribosomal protection tetracycline resistance protein 
[Olsenella 
umbonata]
 SFH97142.1 ribosomal protection tetracycline resistance protein 
[Pseudobutyrivibrio 
sp. OR37]
Length=639

 Score = 1296 bits (3355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKVM  639

>WP_000691721.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Bacteria]
 ABF68767.1 TetW [Trueperella pyogenes]
 EDN00027.1 putative translation elongation factor G 
[Pseudoflavonifractor 
capillosus ATCC 29799]
 ACL81257.1 tetracycline resistance protein [Lactobacillus reuteri]
 EEI28000.1 putative translation elongation factor G 
[Corynebacterium glucuronolyticum 
ATCC 51867]
 EEI64008.1 putative translation elongation factor G 
[Corynebacterium glucuronolyticum 
ATCC 51866]
 CAZ39314.1 tetracycline resistance protein [Streptococcus suis]
 ADE30941.1 TetW [Streptococcus suis GZ1]
 ADH00696.1 translation elongation factor G [Bifidobacterium longum 
subsp. 
longum JDM301]
 CBR26881.1 tetracycline resistance protein [Streptococcus phage 
phi-SsUD.1]
 EGN34188.1 tetracycline resistance protein tetW [Lachnospiraceae 
bacterium 
5_1_57FAA]
 AEX48439.1 tetracycline resistance protein [Corynebacterium 
diphtheriae 
BH8]
 AGH40332.1 TetW [Bifidobacterium thermophilum RBL67]
 EPV34625.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00679]
 ERI88045.1 putative translation elongation factor G 
[Bifidobacterium breve 
JCP7499]
 ERI98526.1 putative translation elongation factor G [Clostridium 
sp. ATCC 
29733]
 AGW28779.1 translation elongation factors (GTPases) [uncultured 
bacterium 
EB3]
 ERS77806.1 tetracycline resistance protein tetW [Corynebacterium 



sp. KPL1859]
 AIF90764.1 tetracycline resistance protein tetM [Bifidobacterium 
longum]
 KFI47265.1 tetracycline resistance protein TetW [Bifidobacterium 
boum]
 KFI72919.1 TetW [Bifidobacterium longum subsp. suis]
 KFI98584.1 TetW [Bifidobacterium stercoris JCM 15918]
 KGI73145.1 tetracycline resistance protein tetW [Eggerthella lenta 
1_1_60AFAA]
 AIW80578.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 CQD12654.1 Tetracycline resistance protein TetW [Corynebacterium 
striatum]
 KOA45972.1 tetracycline resistance protein tetM [Bifidobacterium 
breve MCC 
0121]
 CUQ23447.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Anaerotruncus 
colihominis]
 KRK07180.1 hypothetical protein FC52_GL001084 [Lactobacillus 
pasteurii DSM 
23907 = CRBIP 24.76]
 KRL24550.1 hypothetical protein FC37_GL000387 [Lactobacillus 
gallinarum 
DSM 10532 = JCM 2011]
 KRL92160.1 hypothetical protein FC43_GL000093 [Lactobacillus 
ingluviei DSM 
15946]
 KRN89434.1 hypothetical protein IV44_GL001046 [Lactobacillus 
amylovorus 
DSM 16698]
 CUR39809.1 Tetracycline resistance protein TetW [Lactobacillus 
reuteri]
 CYV18322.1 TetW [Streptococcus suis]
 AMJ36429.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 KXN76983.1 tetracycline resistance protein tetM [Lactobacillus 
johnsonii]
 AMP55527.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 CVI74148.1 Tetracycline resistance protein TetO [Eubacteriaceae 
bacterium 
CHKCI004]
 OCX48011.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
animalis]
 SCH65814.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Collinsella sp.]
 OFK29245.1 tetracycline resistance ribosomal protection protein 
[Turicella 
sp. HMSC062E11]
 SDO68498.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
longum]
 OHO81140.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 



sp. HMSC036E10]
 OIR43477.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 
sp. NML140438]
 SHG43262.1 ribosomal protection tetracycline resistance protein 
[Clostridium 
sp. DSM 4029]
 APO27241.1 ferrous iron transport protein B [uncultured bacterium]
 OLR56544.1 tetracycline resistance ribosomal protection protein 
[Eubacterium 
sp. 68-3-10]
 SKA90423.1 ribosomal protection tetracycline resistance protein 
[Gemmiger 
formicilis]
 SKA89138.1 ribosomal protection tetracycline resistance protein 
[Gemmiger 
formicilis]
 SKA84017.1 ribosomal protection tetracycline resistance protein 
[Gemmiger 
formicilis]
 SKA82527.1 ribosomal protection tetracycline resistance protein 
[Gemmiger 
formicilis]
 OUN43347.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Enorma 
massiliensis]
 OUN87158.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Gemmiger 
sp. An50]
 OUN89233.1 tetracycline resistance ribosomal protection protein 
Tet(W) [[Collinsella] 
massiliensis]
 OUO28178.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Lachnoclostridium 
sp. An298]
 OUO65884.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Anaerotruncus 
colihominis]
 OWM42766.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 
diphtheriae]
 OWN45067.1 tetracycline resistance protein tetM [Corynebacterium 
diphtheriae 
bv. mitis]
 OWN64369.1 tetracycline resistance protein tetM [Corynebacterium 
diphtheriae 
bv. mitis]
 OZG55310.1 tetracycline resistance protein [Aeriscardovia 
aeriphila]
 PAK16797.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
longum]
 DAB26354.1 TPA: tetracycline resistance ribosomal protection 
protein Tet(W) 



[Candidatus Gastranaerophilales bacterium HUM_23]
 ATZ09232.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Corynebacterium 
striatum]
 AUD98523.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
breve]
 AUX16243.1 tetracycline resistance protein tetM [Lactobacillus 
amylovorus]
 AVK72381.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Corynebacterium 
jeikeium]
 AVM43940.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Victivallales 
bacterium CCUG 44730]
Length=639

 Score = 1296 bits (3354),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>APO34064.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1296 bits (3353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDKTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>APO32472.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1296 bits (3353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 631/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRL+KVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLEKVRHMFQKVM  639

>SCJ49094.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=639

 Score = 1296 bits (3353),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 631/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVYYGSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_058985878.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Eggerthellaceae bacterium AT8]
Length=639

 Score = 1296 bits (3353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL+EKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLAEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639



>WP_058966934.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Fournierella massiliensis]
Length=639

 Score = 1296 bits (3353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 631/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTI 
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIDIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_033163194.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Sharpea azabuensis]
Length=639

 Score = 1295 bits (3352),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPAVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 



QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_002586627.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Bacteria]
 O52836.1 RecName: Full=Tetracycline resistance protein TetW; 
Short=Tet(W)
 CAA10975.1 tetracycline resistance protein [Butyrivibrio 
fibrisolvens]
 CAD20560.1 TetW protein [Butyrivibrio fibrisolvens]
 CAD20561.1 TetW protein [Mitsuokella multacida]
 AAT12289.1 tetracycline resistance protein [Mitsuokella multacida]
 AAT27386.1 tetracycline resistance protein [Clostridiaceae 
bacterium K10]
 ACA23197.1 TetW [Bifidobacterium longum]
 EEG28895.1 putative translation elongation factor G 
[ [[Clostridium] methylpentosum 
DSM 5476]
 EEG88154.1 putative translation elongation factor G [Coprococcus 
comes ATCC 
27758]
 EEI80537.1 putative translation elongation factor G 
[Bifidobacterium longum 
subsp. longum ATCC 55813]
 ACT97607.1 tetracycline resistance protein tetW [uncultured 
organism]
 EFB76893.1 putative translation elongation factor G 
[Subdoligranulum variabile 
DSM 15176]
 EFD93357.1 putative translation elongation factor G [Megasphaera 
genomosp. 
type_1 str. 28L]
 EFE13268.1 putative translation elongation factor G [Clostridium 
sp. M62/1]
 CBK70657.1 small GTP-binding protein domain [Bifidobacterium longum 
subsp. 
longum F8]
 CBL34482.1 small GTP-binding protein domain [ [[Eubacterium] 
siraeum V10Sc8a]
 CBK76449.1 small GTP-binding protein domain [ [[Clostridium] cf. 
saccharolyticum 
K10]
 CBK98114.1 small GTP-binding protein domain [Faecalibacterium 
prausnitzii 
L2-6]
 EGG90070.1 tetracycline resistance protein tetW [Lachnospiraceae 
oral taxon 



107 str. F0167]
 EGJ47164.1 tetracycline resistance protein tetW [Ruminococcaceae 
bacterium 
D16]
 CCA30602.1 tetracycline resistance protein [Clostridioides 
difficile]
 BAK46968.1 hypothetical protein CXIVA_10010 [Clostridium sp. 
SY8519]
 EHE98624.1 tetracycline resistance protein tetW [ [[Clostridium] 
citroniae 
WAL-17108]
 EHG30528.1 tetracycline resistance protein tetW [ [[Clostridium] 
clostridioforme 
2_1_49FAA]
 EHI55192.1 tetracycline resistance protein tetW [Johnsonella ignava 
ATCC 
51276]
 EHL10185.1 tetracycline resistance protein tetW [Oribacterium 
parvum ACB1]
 EHL67737.1 tetracycline resistance protein tetW [Subdoligranulum 
sp. 4_3_54A2FAA]
 EHO15637.1 tetracycline resistance protein tetW [Stomatobaculum 
longum]
 EHO32061.1 tetracycline resistance protein tetW [Lachnospiraceae 
bacterium 
7_1_58FAA]
 EJF14102.1 tetracycline resistance protein TetM [Oribacterium 
parvum ACB8]
 EJG15429.1 tetracycline resistance protein TetM [Actinomyces sp. 
ICM47]
 EKU79042.1 tetracycline resistance protein tetW [Veillonella 
seminalis ACS-216-V-Col6b]
 ENY94381.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
CM201]
 ENZ04096.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
90B1]
 ENZ19503.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
90A3]
 ENZ22372.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
90A1]
 ENZ24342.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
90A1]
 ENZ63897.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
90A6]
 EOQ38030.1 tetracycline resistance protein tetW [Butyricicoccus 
pullicaecorum 
1.2]
 ERI71263.1 putative translation elongation factor G [Clostridium 



sp. KLE 
1755]
 ERK58323.1 putative translation elongation factor G [Oscillibacter 
sp. KLE 
1728]
 ERK62770.1 putative translation elongation factor G [Oscillibacter 
sp. KLE 
1745]
 AHH55323.1 tetracycline resistance protein [Streptococcus suis]
 AHN92780.1 hypothetical protein BIFPSEUDO_03502 [uncultured 
bacterium DCM001Tet01]
 AHN92785.1 elongation factor Tu GTP binding domain-containing 
protein [uncultured 
bacterium DCM004Tet02]
 KMW11759.1 tetracycline resistance protein tetW [[Clostridium] 
clostridioforme 
WAL-7855]
 KOA62526.1 tetracycline resistance protein tetM [Bifidobacterium 
breve MCC 
1604]
 CUQ85797.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Eubacterium] 
siraeum]
 CUQ28597.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Fusicatenibacter 
saccharivorans]
 CUO95857.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Fusicatenibacter 
saccharivorans]
 CUN09955.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Roseburia 
inulinivorans]
 CUQ44819.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Flavonifractor 
plautii]
 CUO03890.1 small GTP-binding protein domain [[Clostridium] 
symbiosum]
 CUQ59147.1 small GTP-binding protein domain [Flavonifractor 
plautii]
 ALP95157.1 Tetracycline resistance protein TetW [Intestinimonas 
butyriciproducens]
 KSV60166.1 tetracycline resistance protein tetM [Acetivibrio 
ethanolgignens]
 KXA69444.1 putative translation elongation factor G [Megasphaera 
sp. MJR8396C]
 CYW11284.1 TetW [Streptococcus suis]
 KXK66666.1 putative translation elongation factor G 
[Christensenella minuta]
 AMP46940.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP47001.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP49318.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP49706.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP50702.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP51311.1 TetM-TetW-TetO-TetS [uncultured bacterium]



 AMP51381.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP52917.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP53033.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP53886.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP55128.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP55335.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 CVH75252.1 Tetracycline resistance protein TetO [Clostridiales 
bacterium 
CHKCI006]
 OAQ36904.1 tetracycline resistance ribosomal protection protein 
[Christensenella 
minuta]
 SCI00736.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Megasphaera sp.]
 SCI45558.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Flavonifractor sp.]
 SCI17219.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Oscillibacter sp.]
 SCJ58395.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Butyricicoccus sp.]
 SCJ30909.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Oscillibacter sp.]
 SCI80665.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Flavonifractor sp.]
 SCJ65430.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCG93933.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCI58288.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Flavonifractor sp.]
 SCJ93079.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Eubacterium sp.]
 SCI94326.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCJ98308.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCJ58203.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
 ODR34013.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Eisenbergiella 
tayi]



 OFK71604.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC065G12]
 SCY22593.1 ribosomal protection tetracycline resistance protein 
[Blautia 
sp. SF-50]
 SDF66147.1 ribosomal protection tetracycline resistance protein 
[Eubacterium 
pyruvativorans]
 SDK54921.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
breve]
 SEU21916.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
lavalense]
 SFH77745.1 ribosomal protection tetracycline resistance protein 
[Megasphaera 
elsdenii]
 SFR66562.1 ribosomal protection tetracycline resistance protein 
[Pseudobutyrivibrio 
sp. NOR37]
 SFR80718.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
aminophilum]
 SFS18891.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
citroniae]
 OIN61705.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
longum subsp. suis]
 OIN62141.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
longum subsp. infantis]
 SHN53919.1 ribosomal protection tetracycline resistance protein 
[Butyrivibrio 
hungatei DSM 14810]
 SHK36119.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
lactatifermentans DSM 14214]
 SHE91933.1 ribosomal protection tetracycline resistance protein 
[Lactonifactor 
longoviformis DSM 17459]
 APO27584.1 ferrous iron transport protein B [uncultured bacterium]
 APO32222.1 ferrous iron transport protein B [uncultured bacterium]
 APO32229.1 ferrous iron transport protein B [uncultured bacterium]
 SKA55164.1 ribosomal protection tetracycline resistance protein 
[Butyricicoccus 
pullicaecorum DSM 23266]
 OUC50682.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Eggerthia 
catenaformis]
 OUM19307.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Butyricicoccus 
porcorum]



 OUN09345.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Flavonifractor 
sp. An91]
 OUN15889.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Gemmiger 
sp. An87]
 OUN33894.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Lachnoclostridium 
sp. An76]
 OUN96285.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Pseudoflavonifractor 
sp. An44]
 OUO12324.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Flavonifractor 
sp. An4]
 OUO32606.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Flavonifractor 
sp. An306]
 OUO73126.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Anaeromassilibacillus 
sp. An250]
 OUP27183.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Faecalibacterium 
sp. An192]
 OUP56995.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Butyricicoccus 
pullicaecorum]
 OUP87131.1 tetracycline resistance ribosomal protection protein 
Tet(W) [[Clostridium] 
saccharolyticum]
 OUQ14510.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Lachnoclostridium 
sp. An14]
 OUQ44861.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Drancourtella 
sp. An12]
 OUQ60136.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Flavonifractor 
sp. An112]
 OUQ67004.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Eubacterium 
sp. An11]
 ATO39299.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
pseudolongum subsp. globosum DSM 20092]
 PHU37324.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Agathobacter 
ruminis]
 PKD29120.1 Tetracycline resistance protein TetO [Ruminococcus 
bromii]
 PNC55690.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Akkermansia 
muciniphila]
 PNC69561.1 tetracycline resistance ribosomal protection protein 



Tet(W) [Akkermansia 
muciniphila]
 PNC80700.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Akkermansia 
muciniphila]
 POO04379.1 Tetracycline resistance protein TetW [Bifidobacterium 
breve]
 POP32879.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Lactonifactor 
longoviformis]
Length=639

 Score = 1295 bits (3351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 631/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_039689012.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Coriobacteriaceae bacterium 68-1-3]
 AJC12014.1 tetracycline resistance protein tetM [Coriobacteriaceae 
bacterium 
68-1-3]
Length=639

 Score = 1295 bits (3351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>CCA30603.1 tetracycline resistance protein [Clostridioides 
difficile]
Length=639

 Score = 1295 bits (3351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL 
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_087988639.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Anaerotignum lactatifermentans]
 OUN45235.1 tetracycline resistance ribosomal protection protein 
Tet(W) [[Clostridium] 
lactatifermentans]



Length=639

 Score = 1295 bits (3350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
+ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGSALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_075576245.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Olsenella sp. Marseille-P2300]
Length=639

 Score = 1295 bits (3350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDK 
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKFLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>SCI66756.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=639

 Score = 1295 bits (3350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER



Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGE
+PARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEMPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>SCH27787.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCI77658.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=639

 Score = 1295 bits (3350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM LE
+QRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILEQQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP49021.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1295 bits (3350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_060941960.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium kroppenstedtii]
 KXB50177.1 putative translation elongation factor G 
[Corynebacterium kroppenstedtii]
Length=639

 Score = 1295 bits (3350),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 628/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARC
+QAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCMQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>CUN67961.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Flavonifractor 
plautii]
Length=639

 Score = 1295 bits (3350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKIRHMFQKIM  639



>WP_039199418.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Bifidobacterium]
 AIZ15232.1 tetracycline resistance protein tetM [Bifidobacterium 
kashiwanohense 
PV20-2]
 PIB84403.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium sp. N4G05]
Length=639

 Score = 1295 bits (3350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_063856424.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
longum]
 ACA23185.1 TetW [Bifidobacterium longum]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL 
GREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALGGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>APO30266.1 Ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDK RHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKARHMFQKVM  639

>WP_070570683.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium sp. HMSC055D05]
 OFL92063.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 
sp. HMSC055D05]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLS TPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSATPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP52575.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDK+RHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKMRHMFQKVM  639



>AMP49255.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP49268.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLD+VRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDRVRHMFQKVM  639

>WP_060812403.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium breve]
 KWZ85953.1 putative translation elongation factor G 
[Bifidobacterium breve]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK+P
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 



QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_056994958.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lactobacillus]
 KRN43123.1 hypothetical protein IV41_GL001882 [Lactobacillus 
ingluviei]
 OTA84831.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
 OUN47902.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
 OUP88538.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_013136942.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium resistens]



 YP_003657308.1 tetracycline resistance protein (plasmid) 
[Corynebacterium resistens 
DSM 45100]
 CBL95078.1 tetracycline resistance protein (plasmid) 
[Corynebacterium resistens 
DSM 45100]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS LLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSTLLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_008863485.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Parasutterella excrementihominis]
 EGG57129.1 putative translation elongation factor G [Parasutterella 
excrementihominis 
YIT 11859]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL LGSGVQ
+ESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQHESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>ABF72129.1 TetW [Trueperella pyogenes]
Length=639

 Score = 1294 bits (3349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKLVREEQRRVQ
+ASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQEASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_102343532.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactomassilus timonensis]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL 
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFQKVM  639

>WP_097800170.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium prausnitzii]
 PDX62079.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Faecalibacterium 
prausnitzii]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQA VGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAVVGQPVIQPRRPNSRLDKVRHMFQKVM  639



>WP_087248211.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium sp. An77]
 OUN38164.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Faecalibacterium 
sp. An77]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_078931819.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Treponema berlinense]
 SKA06552.1 ribosomal protection tetracycline resistance protein 
[Treponema 
berlinense]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND
+LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>APO29840.1 Ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_070739220.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Rothia]
 OFO77233.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC065D02]
 PLA17928.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia dentocariosa]
Length=639



 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAYHDAPKYCATIETAQVKKD
+VVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDKVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP47119.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



>WP_014078528.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Clostridiales]
 CAD13485.1 TetW protein [Roseburia sp. A2-183]
 AEN95456.1 hypothetical protein RHOM_01670 [Roseburia hominis 
A2-183]
 AUO18771.1 translation elongation and release factors (GTPases) 
[Monoglobus 
pectinilyticus]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISR+KL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISRKKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AIW80467.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLD VRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDNVRHMFQKVM  639

>ACT97610.1 TetW [uncultured organism]
Length=639

 Score = 1294 bits (3348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  



IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPKEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_097782597.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium prausnitzii]
 PDX73438.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Faecalibacterium 
prausnitzii]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVI PSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVIFPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG



Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_074754411.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Butyrivibrio fibrisolvens]
 SER26224.1 ribosomal protection tetracycline resistance protein 
[Butyrivibrio 
fibrisolvens]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG AALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRSVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



>WP_071129837.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Varibaculum sp. Marseille-P2802]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTD 
AFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDQAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_061870345.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Actinobacteria]
 KYJ81078.1 tetracycline resistance protein tetM [Bifidobacterium 
longum]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT+GR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTSGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP57701.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKV HMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVSHMFQKVM  639

>AMJ35140.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRT TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTHTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_052792087.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium breve]
 KOA52309.1 tetracycline resistance protein tetM [Bifidobacterium 
breve MCC 
1340]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/638 (98%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M 
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP



Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP 
RCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPVRCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQA VG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQATVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_052829461.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium breve]
 KOA39499.1 tetracycline resistance protein tetM [Bifidobacterium 



breve MCC 
1094]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP+L
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPHL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_034502607.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Actinomyces sp. S6-Spd3]
 KGE99081.1 tetracycline resistance protein tetM [Actinomyces sp. 
S6-Spd3]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKI
+QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKINQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_021612625.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Actinomyces sp. oral taxon 172]
 ERH21819.1 putative translation elongation factor G [Actinomyces 
sp. oral 
taxon 172 str. F0311]
Length=639

 Score = 1293 bits (3347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEV
+SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVNSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_098924880.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium prausnitzii]
 ATL91090.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Faecalibacterium 
prausnitzii]
Length=639

 Score = 1293 bits (3346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 



LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV 
TGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVITGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_070363278.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium sp. NML98-0116]
 AOX06437.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 
sp. NML98-0116]
Length=639

 Score = 1293 bits (3346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE



Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEI 
ARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEISARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M



Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_066860834.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Neglecta timonensis]
 SCJ20334.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
Length=639

 Score = 1293 bits (3346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT



+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET Q 
KKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQEKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_033507052.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium thermacidophilum]
Length=639

 Score = 1293 bits (3346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISR 
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISRAKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_009305318.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Actinobacteria]
 AAY62597.1 TetW [Bifidobacterium longum]
 EFV33626.1 elongation factor Tu GTP binding domain-containing 
protein [Eggerthella 
sp. 1_3_56FAA]
 EGC89372.1 putative translation elongation factor G [Eggerthella 
sp. HGA1]
 AHN92782.1 elongation factor Tu GTP binding domain-containing 
protein [uncultured 
bacterium DCM003Tet07]
 AMP54158.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 PNV67184.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Enteroscipio 
rubneri]
Length=639

 Score = 1293 bits (3346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT 
IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTAIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_087376933.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Flavonifractor sp. An135]
 OUQ26342.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Flavonifractor 
sp. An135]
Length=639

 Score = 1293 bits (3345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_090529887.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Pseudobutyrivibrio sp. UC1225]
 SFO16568.1 ribosomal protection tetracycline resistance protein 
[Pseudobutyrivibrio 
sp. UC1225]
Length=639

 Score = 1293 bits (3345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAY 
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYQDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_090152943.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Pseudobutyrivibrio sp. AR14]
 SCY08685.1 ribosomal protection tetracycline resistance protein 
[Pseudobutyrivibrio 
sp. AR14]
Length=639

 Score = 1293 bits (3345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNS LDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSLLDKVRYMFQKIM  639

>AMP57752.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639



 Score = 1293 bits (3345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQE
+LSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEFLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF+KVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFKKVM  639

>AMP53595.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1293 bits (3345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM QK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMLQKIM  639



>AMP48954.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1293 bits (3345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKVM  639

>AHH55322.1 tetracycline resistance protein [Streptococcus suis]
Length=639

 Score = 1293 bits (3345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSV LNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVGLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>ASQ15577.1 TetW [Bifidobacterium longum subsp. longum]
 ASQ15579.1 TetW [Bifidobacterium longum subsp. longum]
 ASQ15581.1 TetW [Bifidobacterium bifidum]
 ASQ15583.1 TetW [Bifidobacterium bifidum]
 ASQ15585.1 TetW [Bifidobacterium pseudocatenulatum]
 ASQ15587.1 TetW [Bifidobacterium pseudocatenulatum]
 ASQ15589.1 TetW [Bifidobacterium pseudocatenulatum]
 ASQ15591.1 TetW [Bifidobacterium pseudocatenulatum]
 ASQ15593.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15595.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15597.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15599.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15601.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15603.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15605.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15607.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15609.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15611.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15613.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASQ15615.1 TetW [Bifidobacterium animalis subsp. lactis]
 ASU06799.1 TetW [Bifidobacterium animalis subsp. lactis]
Length=639

 Score = 1292 bits (3344),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL LGSGVQY
+SRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYKSRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639



>WP_087253332.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Pseudoflavonifractor sp. An85]
 OUN26073.1 tetracycline resistance ribosomal protection protein 
[Pseudoflavonifractor 
sp. An85]
Length=639

 Score = 1292 bits (3344),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  



EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_087384078.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium sp. An122]
 AMP50091.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 OUQ38223.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Faecalibacterium 
sp. An122]
Length=639

 Score = 1292 bits (3344),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP49401.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1292 bits (3344),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSVVQS 
RDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSARDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKLVREEQRRVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLVREEQRRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_025299865.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium breve]
 AHJ15785.1 tetracycline resistance protein tetW [Bifidobacterium 
breve 12L]
Length=639

 Score = 1292 bits (3344),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELK YQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKRYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_063856416.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Megasphaera 
elsdenii]
 AAR29972.1 tetracycline resistance protein [Megasphaera elsdenii]
Length=639

 Score = 1292 bits (3344),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGLFGW 
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWXVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



>APO30931.1 ferrous iron transport protein B [uncultured bacterium]
 APO30936.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1292 bits (3343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT 
IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTAIAPKTAAQRER  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRL+KVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLNKVRHMFQKVM  639

>WP_066661399.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Denitrobacterium detoxificans]
 ANE22345.1 tetracycline resistance protein tetM [Denitrobacterium 
detoxificans]
 SEP02471.1 ribosomal protection tetracycline resistance protein 
[Denitrobacterium 
detoxificans]
Length=639

 Score = 1292 bits (3343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_022542861.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium animalis]
 AGW85165.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis subsp. lactis ATCC 27673]
 KOA47472.1 tetracycline resistance protein tetM [Bifidobacterium 
animalis 
subsp. lactis ATCC 27673]
Length=639

 Score = 1292 bits (3343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>APO28864.1 Ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=643



 Score = 1291 bits (3342),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  5    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  64

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  65   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  124

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  125  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  184

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  185  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  244

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  245  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  304

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT 
IAPKTAAQRER
Sbjct  305  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTAIAPKTAAQRER  364

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  365  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  424



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  425  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  484

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  485  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  544

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  545  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  604

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM QKVM
Sbjct  605  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMSQKVM  643

>WP_072574872.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 OJI11592.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
 OJI11598.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=644

 Score = 1291 bits (3342),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 636/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN



Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK++
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIL  639

>AMP56620.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=640

 Score = 1291 bits (3342),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/637 (99%), Positives = 632/637 (99%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637

>WP_024729649.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Clostridiales bacterium VE202-13]
Length=639

 Score = 1291 bits (3342),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTI 
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIDIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_087236340.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus gallinarum]
 OUP98695.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
gallinarum]
Length=641

 Score = 1291 bits (3341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLT
+SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTDSLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP



Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_086131634.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 OTA59508.1 tetracycline resistance ribosomal protection protein 



[Lactobacillus 
reuteri]
Length=641

 Score = 1291 bits (3341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/638 (98%), Positives = 635/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP



+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_091695423.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Megamonas sp. Calf98-2]
 SEN71291.1 ribosomal protection tetracycline resistance protein 
[Megamonas 
sp. Calf98-2]
Length=646

 Score = 1291 bits (3341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/637 (99%), Positives = 632/637 (99%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN



Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637

>AMP49509.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1291 bits (3341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET Q 
KKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQEKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_003672618.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Lactobacillus 
reuteri]
 YP_001840820.1 tetracycline resistance protein (plasmid) 
[Lactobacillus reuteri]
 ABO43851.1 TetW [Lactobacillus reuteri]
 ACB86596.1 tetracycline resistance protein (plasmid) [Lactobacillus 
reuteri]
 EEI65626.1 putative translation elongation factor G [Lactobacillus 
reuteri 
CF48-3A]
 AEI58466.1 tetracycline resistance protein TetP (plasmid) 
[Lactobacillus 
reuteri SD2112]
Length=639



 Score = 1291 bits (3341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_003819032.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium bifidum]
 EKF16735.1 TetW [Bifidobacterium bifidum IPLA 20015]
 KLN83356.1 translation elongation factor G [Bifidobacterium 
bifidum]
Length=639

 Score = 1291 bits (3341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  



SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKVM  639

>WP_105305034.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Anaerotruncus sp. Marseille-P4302]
Length=639

 Score = 1291 bits (3340),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA 
YTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLASYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_099570919.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium sp. N5G01]
 PIB82403.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
sp. N5G01]
Length=639

 Score = 1291 bits (3340),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAYHDA 
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDALKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_063856425.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
bifidum]
 ACA23195.1 TetW [Bifidobacterium bifidum]
Length=639

 Score = 1291 bits (3340),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP



Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAAS 
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASPTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>APO35541.1 ferrous iron transport protein B [uncultured bacterium]
 APO35546.1 ferrous iron transport protein B Edit: TetW tetracycline 
resistance 
protein [uncultured bacterium]



Length=639

 Score = 1291 bits (3340),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY 
LETVVKEPSVIY
Sbjct  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYNLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP56769.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP56785.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1291 bits (3340),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP56061.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1291 bits (3340),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 630/639 (99%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR 
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP51613.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1291 bits (3340),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M 
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG AALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR



Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRL+KVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLNKVRHMFQKVM  639

>WP_004217777.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
animalis]
 ACA23192.1 TetW [Bifidobacterium animalis subsp. lactis]
 EDT89751.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis subsp. lactis HN019]
 ACS46328.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis subsp. lactis Bl-04]
 ACS47895.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis subsp. lactis DSM 10140]
 ADC85983.1 TetW [Bifidobacterium animalis subsp. lactis BB-12]
 ADG33520.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis subsp. lactis V9]
 ADG64869.1 tetracycline resistance protein [Bifidobacterium 
animalis subsp. 
lactis]
 AEK30420.1 Tetracycline resistance protein tetW [Bifidobacterium 
animalis 
subsp. lactis CNCM I-2494]
 AEN76701.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis subsp. lactis BLC1]
 EHN17670.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis subsp. lactis BS 01]
 AFJ16693.1 Tetracycline resistance protein TetW [Bifidobacterium 
animalis 
subsp. lactis B420]
 AFJ18274.1 Tetracycline resistance protein TetW [Bifidobacterium 
animalis 
subsp. lactis Bi-07]
 AGO52421.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis subsp. lactis Bl12]
 CDL71416.1 tetracycline resistance protein tetM from transposon 
Tn916 [Bifidobacterium 
animalis subsp. lactis CECT 8145]
 AIA32969.1 tetracycline resistance protein tetM [Bifidobacterium 
animalis]
 AJC76652.1 tetracycline resistance protein tetM [Bifidobacterium 
animalis 
subsp. lactis KLDS2.0603]



 AJD34077.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
animalis]
 AJD88694.1 tetracycline resistance protein tetM [Bifidobacterium 
animalis 
subsp. lactis]
 KOA46237.1 tetracycline resistance protein tetM [Bifidobacterium 
animalis 
subsp. lactis ATCC 27536]
 KOA52581.1 tetracycline resistance protein tetM [Bifidobacterium 
animalis 
subsp. lactis ATCC 27674]
 OJS85673.1 tetracycline resistance protein [Bifidobacterium 
animalis subsp. 
lactis]
 ASL77806.1 tetracycline resistance ribosomal protection protein 
[Bifidobacterium 
animalis]
 PIN32171.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
animalis subsp. lactis BB-12]
 PJP06261.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Bifidobacterium 
animalis subsp. lactis]
 POO06789.1 Tetracycline resistance protein TetW [Bifidobacterium 
animalis 
subsp. lactis]
 POO07579.1 Tetracycline resistance protein TetW [Bifidobacterium 
animalis 
subsp. lactis]
Length=639

 Score = 1290 bits (3339),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL LGSGVQY
+SRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYKSRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_085380940.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium adolescentis]
 OSG96521.1 mosaic tetracycline-resistance protein [Bifidobacterium 
adolescentis]
 OSG99968.1 mosaic tetracycline-resistance protein [Bifidobacterium 
adolescentis]
Length=639

 Score = 1290 bits (3338),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVYYGSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP55046.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP55053.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1290 bits (3338),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL



Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_098045504.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lactobacillus]
 PEH03599.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX5]
 PEH08097.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX3]
Length=639

 Score = 1290 bits (3337),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_098036734.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 



ribosomal protection protein [Lactobacillus]
 PEG86928.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX14]
 PEH02477.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX6]
 PEH06372.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX4]
Length=641

 Score = 1290 bits (3337),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTT 
TDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTSTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_087236767.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Flavonifractor sp. An10]
 OUQ83729.1 tetracycline resistance ribosomal protection protein 
[Flavonifractor 
sp. An10]
Length=639

 Score = 1290 bits (3337),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT



+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFQKVM  639

>WP_087363777.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus gallinarum]
 OUQ45948.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
gallinarum]
Length=641

 Score = 1290 bits (3337),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 635/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSVVQSVRD
+LSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDRLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>AMJ37421.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639



 Score = 1290 bits (3337),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKVM  639

>WP_080907810.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Pseudoflavonifractor sp. Marseille-P3106]
Length=639

 Score = 1289 bits (3336),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/638 (98%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFSKI  638

>WP_071573697.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium sp. NML120713]
 OIR41933.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 
sp. NML120713]
Length=643

 Score = 1289 bits (3336),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/638 (98%), Positives = 634/638 (99%), Gaps = 0/638 
(0%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT
Sbjct  6    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SFQWHRCKVNIVDTPGHMDFLA 
VYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI
Sbjct  66   
SFQWHRCKVNIVDTPGHMDFLAAVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  125

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN
Sbjct  126  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  185

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI
Sbjct  186  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  245

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
            GEQGSAALCGSVFKVEYT
+CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE
Sbjct  246  
GEQGSAALCGSVFKVEYTNCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  305

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



            IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERL
Sbjct  306  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERL  365

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIYM
Sbjct  366  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIYM  425

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDGI
Sbjct  426  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDGI  485

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS
Sbjct  486  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  545

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+S
Sbjct  546  
FTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQS  605

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            VCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  606  VCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  643

>WP_069988272.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Clostridiaceae]
Length=639

 Score = 1289 bits (3336),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/638 (98%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL



Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVGQPVIQPRRPNSR+DKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRIDKVRHMFHKL  638

>SCI17595.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
Length=639

 Score = 1289 bits (3336),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFQKVM  639

>ACT97618.1 tetracycline resistance protein tetW [uncultured 
organism]
Length=639

 Score = 1289 bits (3336),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHV  
GKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVFFGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG



Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>ACT97617.1 tetracycline resistance protein tetW [uncultured 
organism]
Length=639

 Score = 1289 bits (3336),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAH  
+GKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHFFSGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>APO28173.1 ferrous iron transport protein B [uncultured bacterium]
Length=639



 Score = 1289 bits (3335),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_072369412.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Olsenella mediterranea]
Length=639

 Score = 1289 bits (3335),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVYYGSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKVM  639

>WP_063164311.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 AMY14099.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=639

 Score = 1289 bits (3335),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV 
KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVAKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP53586.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=646

 Score = 1289 bits (3335),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/637 (99%), Positives = 631/637 (99%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM QK
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMLQK  637

>CUR43792.1 Tetracycline resistance protein TetW [Lactobacillus 
reuteri]
Length=639

 Score = 1289 bits (3335),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPG
+VEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGNVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK 
LGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKDLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_087284258.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus johnsonii]
 OUP16886.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
johnsonii]
Length=639

 Score = 1288 bits (3334),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISE 
GSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISERGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR 
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 



LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>ACA23181.1 TetW [Bifidobacterium longum]
 ACA23183.1 TetW [Bifidobacterium longum]
Length=639

 Score = 1288 bits (3334),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAAS 
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASPTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT+GR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTSGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_070691289.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Rothia sp. HMSC076D04]
 OFP58510.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC076D04]
Length=639

 Score = 1288 bits (3334),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFNALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP58041.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1288 bits (3334),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR 
TVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRGTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR



Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRL KVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLYKVRHMFQKVM  639

>AMP55465.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1288 bits (3334),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT



+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET Q 
KKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQEKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_046921744.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus ruminis]
 KLA43507.1 hypothetical protein LRP_1002 [Lactobacillus ruminis]
Length=640

 Score = 1288 bits (3334),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISE 
GSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISERGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL



Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIE  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIEPVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKM  638

>WP_098045951.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX17]
 PEG79967.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX17]
Length=641

 Score = 1288 bits (3333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTT 
TDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTSTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDP RLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPNRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP54790.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1288 bits (3333),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 625/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKLVREEQRRVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLVREEQRRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET Q 
KKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQEKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP53110.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=636

 Score = 1288 bits (3333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 628/636 (99%), Positives = 631/636 (99%), Gaps = 0/636 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAG
+DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGIDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR 
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636

>AMP52280.1 TetM-TetW-TetO-TetS [uncultured bacterium]



Length=639

 Score = 1288 bits (3333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_014566327.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus amylovorus]
 AEA32895.1 translation elongation factor G (plasmid) [Lactobacillus 
amylovorus 
GRL1118]
Length=642

 Score = 1288 bits (3333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/638 (98%), Positives = 634/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+



Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_107208979.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 PTB15716.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Streptococcus 
suis]
Length=639

 Score = 1288 bits (3332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/638 (98%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  



IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_101693181.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Clostridium sp. SN20]
Length=639

 Score = 1288 bits (3332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_098047066.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX10]
 PEG94235.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX10]
Length=641

 Score = 1288 bits (3332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/638 (98%), Positives = 634/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP L
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPCL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_087713428.1 MULTISPECIES: TetM/TetW/TetO/TetS family 



tetracycline resistance 
ribosomal protection protein [Lactobacillus]
 ARW75805.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
johnsonii]
 ARW76235.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
johnsonii]
 PAB43314.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
johnsonii]
 PAB52008.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
johnsonii]
 PAB53400.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
johnsonii]
 PEG66900.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus johnsonii]
 PEG76973.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX19]
Length=641

 Score = 1288 bits (3332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTT 
TDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTSTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_087190428.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Gordonibacter urolithinfaciens]



 OUO88223.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Gordonibacter 
urolithinfaciens]
Length=639

 Score = 1288 bits (3332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 629/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LLDALTQLADTDPLLR 
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA 
YTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLASYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP54855.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1288 bits (3332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_098035490.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lactobacillus]
 PEG88374.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX13]
 PEH00967.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX7]
Length=639

 Score = 1287 bits (3331),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRFEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIE  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIEPVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_086118050.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 OTA47671.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
 OTA92969.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=639



 Score = 1287 bits (3331),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISE GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISERGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP52265.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1287 bits (3331),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 627/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK
+SGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAYHDAPKYCATIE 
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIEPAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  639



>WP_105303201.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Anaerotruncus sp. Marseille-P4302]
Length=639

 Score = 1287 bits (3330),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 625/638 (98%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP 
RCIQAYRTDLAFYT+G+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPVRCIQAYRTDLAFYTSGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFSKI  638

>WP_006500706.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus mucosae]
 AJT49830.1 tetracycline resistance protein tetM [Lactobacillus 
mucosae LM1]
Length=639

 Score = 1287 bits (3330),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV 
KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVAKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL LGSGVQYESRVSLGYLNQ 
FQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQGFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_013642473.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus amylovorus]
 ADZ08019.1 translation elongation factor G [Lactobacillus 
amylovorus]
Length=640

 Score = 1287 bits (3330),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/638 (98%), Positives = 634/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLT
+SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTDSLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_098039738.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX18]
 PEG78674.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX18]
Length=639

 Score = 1286 bits (3329),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 626/639 (98%), Positives = 634/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAA G+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAADGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_095183509.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus johnsonii]
 PAB55068.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
johnsonii]
 PEG68642.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus johnsonii]
Length=641

 Score = 1286 bits (3329),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAIS 
PGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISGPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  



SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_089145870.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lactobacillus]
 OXC26114.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC31357.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC39436.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC41134.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC42054.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC44575.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 PEG82365.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX16]
 PEG97953.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX8]
Length=640

 Score = 1286 bits (3329),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 625/638 (98%), Positives = 634/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTD
+MFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDSMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
KIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+



Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_089150173.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus crispatus]
 OXC13285.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC17662.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC19085.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
Length=640

 Score = 1286 bits (3328),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 625/638 (98%), Positives = 634/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTD
+MFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDSMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
KIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPNVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_052543100.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Lactobacillus 
sp. OTU4228]
 ACI02041.1 tetracycline resistance protein [uncultured bacterium]
Length=639



 Score = 1286 bits (3328),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 626/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGA 
SEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGATSEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRFEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_065991006.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus crispatus]
 OCX09023.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
Length=643

 Score = 1286 bits (3327),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 625/638 (98%), Positives = 634/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTD
+MFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDSMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
KIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_063856415.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Megasphaera 
elsdenii]
 AAR29971.1 tetracycline resistance protein [Megasphaera elsdenii]
Length=639

 Score = 1285 bits (3326),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 625/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFQKVM  639

>WP_016497304.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 AGO00228.1 TetW (plasmid) [Lactobacillus reuteri I5007]
Length=639

 Score = 1285 bits (3325),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 625/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             ERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
KERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET Q 
KKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQEKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAA G+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAADGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_090265483.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Eubacteriaceae bacterium CHKCI005]
 CZT56114.1 Tetracycline resistance protein TetO [Eubacteriaceae 
bacterium 
CHKCI005]
Length=639

 Score = 1285 bits (3324),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP



Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP50237.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1285 bits (3324),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 623/639 (97%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_086143532.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 CUR37509.1 Tetracycline resistance protein TetW [Lactobacillus 
reuteri]
 OTA44014.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=641

 Score = 1285 bits (3324),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 625/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISE GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISERGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  



SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_003695455.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus ruminis]
 EGM51752.1 hypothetical protein LRU_01266 [Lactobacillus ruminis 
SPM0211]
Length=639

 Score = 1285 bits (3324),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 622/639 (97%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR 
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRASIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKIRHMFQKIM  639

>WP_089150426.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus crispatus]
 OXC25414.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
Length=640

 Score = 1284 bits (3323),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTD
+MFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDSMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
KIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPN RLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNRRLDKVRYMFQKI  638

>WP_086120764.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 OTA53930.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
 OTA71053.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
 OTA71405.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=645

 Score = 1284 bits (3323),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAP+YCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPEYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAA G+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAADGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_090862004.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Olsenella umbonata]
 SDR72479.1 ribosomal protection tetracycline resistance protein 
[Olsenella 
umbonata]
Length=639

 Score = 1284 bits (3323),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/639 (98%), Positives = 631/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILS+LGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSYLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_070628949.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia sp. HMSC065C12]
 OFJ97827.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC065C12]
Length=639

 Score = 1284 bits (3323),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 623/639 (97%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFNALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNNRLDKVRHMFQKVM  639

>WP_086132636.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 OTA72357.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=645

 Score = 1284 bits (3322),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGR QLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRTQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAA G+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAADGKPVIQPRRPNSRLDKVRYMFQKI  638



>ABF72138.1 TetW [Trueperella pyogenes]
Length=639

 Score = 1284 bits (3322),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 623/639 (97%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQRRVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQRRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY



Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_089147928.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lactobacillus]
 OXC47181.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC50041.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC51127.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC54411.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC56772.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC57334.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 PEG85303.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX15]
 PEG90300.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Lactobacillus sp. UMNPBX12]
 PEG92214.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX11]
Length=640

 Score = 1283 bits (3321),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTD
+MFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDSMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE PLPMLRT
+IAPKTAAQRER
Sbjct  301  
KIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREAPLPMLRTSIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPNVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_065436612.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium longum]
Length=634

 Score = 1283 bits (3321),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/634 (98%), Positives = 628/634 (99%), Gaps = 0/634 
(0%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            
+GILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW
Sbjct  1    
MGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI



Sbjct  61   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  120

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+L
Sbjct  121  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDEL  180

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQG
Sbjct  181  
LEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQG  240

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
Sbjct  241  
GAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  300

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            DTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT 
IAPKTAAQRERLLDAL
Sbjct  301  
DTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTAIAPKTAAQRERLLDAL  360

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL
Sbjct  361  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  420

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL
Sbjct  421  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  480

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY
Sbjct  481  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  540

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605



            
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT
Sbjct  541  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  600

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  634

>WP_089143419.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lactobacillus]
 OXC13377.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC17726.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC22163.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC24768.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC30722.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC33259.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC35321.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 OXC36330.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
crispatus]
 PEH12424.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus sp. UMNPBX1]
Length=640

 Score = 1283 bits (3320),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTD
+MFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDSMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE PLPMLRT
+IAPKTAAQRER
Sbjct  301  
KIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREAPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_086141728.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 OTA76215.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=641

 Score = 1283 bits (3320),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISE GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISERGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV+EP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVEEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_086141437.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 OTA48382.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]



Length=641

 Score = 1283 bits (3320),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 633/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISE GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISERGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAP+YCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPEYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  638

>APO34595.1 ferrous iron transport protein B Edit: TetW [uncultured 
bacterium]
Length=639

 Score = 1283 bits (3320),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/639 (98%), Positives = 633/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDS+RLND+LGD T+LPR+ WREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSLRLNDILGDKTQLPREMWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTI IEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIDIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



            SVCLTELKGYQAAVGQPVIQPRRPNSRLD+VRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDEVRHMFQKVM  639

>WP_033524005.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium pseudocatenulatum]
 KFI75787.1 tetracycline resistance protein TetW [Bifidobacterium 
pseudocatenulatum 
DSM 20438 = JCM 1200 = LMG 10505]
 BAR03454.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
pseudocatenulatum DSM 20438 = JCM 1200 = LMG 10505]
Length=639

 Score = 1283 bits (3319),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 623/638 (98%), Positives = 630/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>APO33185.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 1283 bits (3319),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/639 (98%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDS+RLND+LGD T+LPR+ WREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSLRLNDILGDKTQLPREMWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTI IEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIDIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF KVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFHKVM  639

>WP_033510437.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Bifidobacterium saeculare]
Length=632

 Score = 1282 bits (3318),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/632 (99%), Positives = 629/632 (99%), Gaps = 0/632 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVR  632

>WP_031474227.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Clostridiales]
 KUE74776.1 tetracycline resistance protein tetM [Ruthenibacterium 
lactatiformans]
 SCI58526.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 



Flavonifractor sp.]
 SCJ03778.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Flavonifractor sp.]
 SCJ93164.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SFQ17752.1 ribosomal protection tetracycline resistance protein 
[Oscillibacter 
sp. PC13]
 OUN08774.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Flavonifractor sp. An92]
 OUN10306.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Flavonifractor sp. An9]
 OUN20964.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Flavonifractor sp. An82]
 OUN83256.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Flavonifractor sp. An52]
 OUP59312.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Pseudoflavonifractor sp. An184]
 GBF70292.1 hypothetical protein P3BBH22_3023 [Lawsonibacter 
asaccharolyticus]
Length=639

 Score = 1282 bits (3318),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 623/639 (97%), Positives = 631/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFQKVM  639



>WP_049342005.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia mucilaginosa]
Length=640

 Score = 1282 bits (3317),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 622/638 (97%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFNALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>AMP58106.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=629

 Score = 1281 bits (3316),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 625/629 (99%), Positives = 626/629 (99%), Gaps = 0/629 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL 
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY 
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            SVCLTELKGYQAAVGQPVIQPRRPNSRLD
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLD  629

>AMP55886.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=635

 Score = 1281 bits (3316),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/635 (98%), Positives = 627/635 (99%), Gaps = 0/635 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN DIE 
WDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENNDIEEWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER



Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP 
RCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPDRCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635

>WP_050618045.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Firmicutes]
 CAX85496.1 tetracycline resistance protein [Streptococcus suis]
 CAZ39277.1 tetracycline resistance protein [Streptococcus suis]
 CAZ39293.1 tetracycline resistance protein [Streptococcus suis]
 APO31165.1 Ferrous iron transport protein B [uncultured bacterium]
 AUS90889.1 TetW [Streptococcus suis]
Length=639

 Score = 1281 bits (3316),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 623/639 (97%), Positives = 631/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVYYGSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_086143304.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 OTA58516.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
reuteri]
Length=645

 Score = 1281 bits (3315),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 624/638 (98%), Positives = 632/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR REDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRLREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLA 
YTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAA G+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  601  SVCLTELKGYQAADGKPVIQPRRPNSRLDKVRYMFQKI  638

>WP_004010384.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 



ribosomal protection protein [Mobiluncus]
 EEZ91703.1 putative translation elongation factor G [Mobiluncus 
mulieris 
28-1]
 EFU82924.1 putative translation elongation factor G [Mobiluncus 
curtisii 
subsp. holmesii ATCC 35242]
Length=639

 Score = 1281 bits (3314),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 622/639 (97%), Positives = 631/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYH
+APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHNAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFQKVM  639

>WP_024532698.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 1280 bits (3312),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 621/638 (97%), Positives = 631/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM LE
+QRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILEQQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_049362095.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Rothia]
 OFM21067.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC069D01]
 OFN70303.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC078H08]
 OFQ29149.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC072E10]
 OFR47435.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC073B08]
 ATF63696.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia mucilaginosa]
Length=640

 Score = 1279 bits (3309),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 621/638 (97%), Positives = 631/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFNALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>SCI53441.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Roseburia sp.]
Length=639

 Score = 1278 bits (3308),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 621/639 (97%), Positives = 632/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM LE
+QRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILEQQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRL DVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  



EIVRTDTAYPGEIVILPSDSVRLFDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>AMP54005.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1278 bits (3308),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 621/639 (97%), Positives = 630/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN



Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_055251078.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Collinsella aerofaciens]
 CUO98060.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Collinsella 
aerofaciens]
Length=639

 Score = 1278 bits (3308),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 621/639 (97%), Positives = 630/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 



+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV 
TGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVITGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKIM  639

>WP_070648983.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia sp. HMSC068F09]
 OFR65982.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC068F09]
Length=640

 Score = 1278 bits (3307),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 621/638 (97%), Positives = 630/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFNALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP 
VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPPVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_070593944.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia sp. HMSC075F09]
 OFL75663.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC075F09]
Length=640

 Score = 1277 bits (3305),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 619/638 (97%), Positives = 629/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ SLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEVSLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_049353247.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia mucilaginosa]
Length=640

 Score = 1277 bits (3305),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 621/638 (97%), Positives = 628/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  



EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_070643840.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia sp. HMSC069C10]
 OFJ78480.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC069C10]
Length=640

 Score = 1276 bits (3302),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 619/638 (97%), Positives = 630/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFNALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL



Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_019541681.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Selenomonas bovis]
Length=639

 Score = 1276 bits (3301),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 619/638 (97%), Positives = 628/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQA VG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQATVGEPVIQPRRPNSRLDKVRHMFSKI  638

>AMP54009.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1275 bits (3300),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 619/639 (97%), Positives = 628/639 (98%), Gaps = 0/639 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASG 
ISEPGSVEKGTTRTDTMFLERQRGITIQ AV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH 
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHSCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  639

>WP_070824660.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Rothia]
 OHP74004.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC062F03]
 OHQ19053.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC065C03]
Length=640

 Score = 1274 bits (3297),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 618/638 (97%), Positives = 628/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ SLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEVSLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_066305045.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Atopobium deltae]
 KXB34974.1 putative translation elongation factor G [Atopobium 
deltae]
Length=639

 Score = 1274 bits (3297),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 619/638 (97%), Positives = 627/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 



PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
++IY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTLIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR 
IQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARYIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_042433210.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Senegalimassilia anaerobia]
Length=639

 Score = 1274 bits (3296),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 619/639 (97%), Positives = 630/639 (99%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_070738148.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia sp. HMSC061C12]
 OFO23565.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC061C12]
Length=640

 Score = 1273 bits (3293),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 618/638 (97%), Positives = 627/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ SLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEVSLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP 
VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPPVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_075843486.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Actinobacteria]
 PLA22237.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium pyruviciproducens]



Length=639

 Score = 1272 bits (3292),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 618/639 (97%), Positives = 629/639 (98%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>AMP42228.1 tetracycline resistance protein Tet(W) [uncultured 
bacterium 
IN-05]
Length=639

 Score = 1272 bits (3291),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 619/639 (97%), Positives = 628/639 (98%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR 
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQA VG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQATVGEPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_009141881.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Collinsella tanakaei]
 EGX69294.1 tetracycline resistance protein tetW [Collinsella 
tanakaei YIT 
12063]
Length=639

 Score = 1272 bits (3291),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 619/639 (97%), Positives = 626/639 (98%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE PLPMLRT 
IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTAIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAY 
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYRDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQA VG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQATVGEPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_075279296.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Olsenella provencensis]
Length=639

 Score = 1271 bits (3290),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 618/639 (97%), Positives = 629/639 (98%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    



MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPAVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_070633855.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Rothia sp. HMSC065B04]
 OFJ74226.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC065B04]
Length=640

 Score = 1271 bits (3288),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 616/638 (97%), Positives = 628/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP



Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_099432720.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Collinsella aerofaciens]
 ATP54798.1 tetracycline resistance ribosomal protection protein 



[Collinsella 
aerofaciens]
Length=639

 Score = 1270 bits (3287),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 617/639 (97%), Positives = 629/639 (98%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP



+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP+L
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPHL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  639

>WP_068539726.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Coriobacteriales]
Length=639

 Score = 1270 bits (3287),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 616/638 (97%), Positives = 627/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  



SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_005987406.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Actinomyces graevenitzii]
 EHM87253.1 tetracycline resistance protein tetW [Actinomyces 
graevenitzii 
C83]
Length=640

 Score = 1270 bits (3287),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 616/638 (97%), Positives = 629/638 (99%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ 
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLE+YIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEEYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>APO33657.1 ferrous iron transport protein B [uncultured bacterium]
Length=678

 Score = 1269 bits (3285),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 621/635 (98%), Positives = 625/635 (98%), Gaps = 0/635 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSV 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVDQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            SVCLTELKGYQAAVGQPVIQPRRPNSRL KVRHMF
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLYKVRHMF  635

>WP_102240720.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Actinomyces graevenitzii]
 PMC91340.1 tetracycline resistance ribosomal protection protein 
[Actinomyces 
graevenitzii]
Length=640

 Score = 1269 bits (3283),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 616/638 (97%), Positives = 628/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ 
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP



Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTD GQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDYGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>APO35550.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=627



 Score = 1269 bits (3283),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 618/627 (99%), Positives = 622/627 (99%), Gaps = 0/627 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY 
LETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYNLETVVKEPSVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
            SVCLTELKGYQAAVGQPVIQPRRPNSR
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627

>WP_063856422.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Rothia]
 ABN80187.1 tet(W) [Rothia sp. T40-1]
 OFM96490.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC072B03]
 OFQ61728.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC072B04]
 OFQ65278.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC061E04]
 OFR62370.1 tetracycline resistance ribosomal protection protein 
[Rothia 
sp. HMSC069C04]
Length=640

 Score = 1268 bits (3281),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 615/638 (96%), Positives = 627/638 (98%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    



MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>AMP49825.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1268 bits (3280),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 616/639 (96%), Positives = 626/639 (98%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVI PSDSV LNDVLGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVIFPSDSVGLNDVLGDQTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDK RHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKARHMFQKVM  639

>WP_029731081.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Dorea sp. AGR2135]
Length=639

 Score = 1267 bits (3278),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 614/638 (96%), Positives = 626/638 (98%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLND+LGD T+LPR+ W + P PMLRTTI PKTA 
QR+R
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDR  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLTEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG



Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  638

>WP_073324048.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Fibrobacter sp. UWOV1]
 SHL88965.1 ribosomal protection tetracycline resistance protein 
[Fibrobacter 
sp. UWOV1]
Length=639

 Score = 1266 bits (3277),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 616/639 (96%), Positives = 626/639 (98%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW
+AVIE
Sbjct  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWNAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKIM  639



>APO33653.1 ferrous iron transport protein B [uncultured bacterium]
Length=678

 Score = 1262 bits (3266),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 616/635 (97%), Positives = 624/635 (98%), Gaps = 0/635 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSV 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVDQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL+EKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            SVCLTELKGYQAAVGQPVIQPRRPNSRL KVRHMF
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLYKVRHMF  635

>AAR29969.1 mosaic tetracycline-resistance protein [Megasphaera 
elsdenii]
 AAR29973.1 mosaic tetracycline-resistance protein [Megasphaera 
elsdenii]
Length=639

 Score = 1261 bits (3264),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 613/639 (96%), Positives = 625/639 (98%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   



TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 



LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFQKVM  639

>WP_066743970.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Cloacibacillus porcorum]
 ANZ44645.1 tetracycline resistance ribosomal protection protein 
[Cloacibacillus 
porcorum]
Length=639

 Score = 1259 bits (3259),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 608/638 (95%), Positives = 622/638 (97%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASG 
ISEPGSVEKGTTRTDTMFLERQRGITIQ AV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR
+LFHALRK+N
Sbjct  61   
TSFQWHSCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ  +DL+ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTIIFINKIDQVDIDLEGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVGQPVIQPRRPN+RLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRHMFSKI  638

>AMP53584.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
 AMP53593.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=625

 Score = 1248 bits (3229),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 608/616 (99%), Positives = 611/616 (99%), Gaps = 0/616 
(0%)

Query  22   
SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF  81



            
SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF
Sbjct  1    
SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF  60

Query  82   
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVV  141
            
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVV
Sbjct  61   
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVV  120

Query  142  
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLV  201
            QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL 
Sbjct  121  
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLA  180

Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC  261
            REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDC
Sbjct  181  
REEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDC  240

Query  262  
GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSV  321
            GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDSV
Sbjct  241  
GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSV  300

Query  322  
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDS  381
            RLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDS
Sbjct  301  
RLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDS  360

Query  382  
ITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF  441
            
ITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF
Sbjct  361  
ITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF  420

Query  442  
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICF  501
            
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICF
Sbjct  421  
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICF  480



Query  502  
EYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  561
            
EYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY
Sbjct  481  
EYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  540

Query  562  
CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  621
            
CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP
Sbjct  541  
CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  600

Query  622  RRPNSRLDKVRHMFQK  637
            RRPNSRLDKVRHMFQK
Sbjct  601  RRPNSRLDKVRHMFQK  616

>CAP09895.1 mosaic tetracycline resistance protein, partial 
[Bifidobacterium 
thermophilum]
Length=629

 Score = 1247 bits (3226),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 607/629 (97%), Positives = 619/629 (98%), Gaps = 0/629 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP



Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
IERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            SVCLTELKGYQAAVG+PVIQPRRPN+RLD
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNNRLD  629

>CAP09892.1 mosaic tetracycline resistance protein, partial 
[Bifidobacterium 
thermophilum]
Length=629



 Score = 1246 bits (3223),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 606/629 (96%), Positives = 619/629 (98%), Gaps = 0/629 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRL+DVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLSDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLNALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            SVCLTELKGYQAAVG+PVIQPRRPN+RLD
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNNRLD  629

>AMP42147.1 tetracycline resistance protein Tet(W/N/W) [uncultured 
bacterium 
IN-02]
Length=639

 Score = 1242 bits (3214),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 602/638 (94%), Positives = 618/638 (97%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSV 



QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG AALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ W + P PMLRTTI PKTA 
QR+R
Sbjct  301  
EIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDR  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLL  EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLHYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGYQA VG+P+IQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQATVGEPIIQPRRPNSRLDKVRHMFSKI  638

>AMP51298.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1242 bits (3213),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 600/639 (94%), Positives = 617/639 (97%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR
+LFHALRK+N
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QSVRDKLSADIIIKQTVSLS +I L ENT  E WD
+VIE
Sbjct  121  
IPTIIFINKIDQVGIDLEGVYQSVRDKLSADIIIKQTVSLSSKITLTENTSAEVWDSVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LL KYIAGE IS+++L +EEQRRVQDASL PVY+GSAK GLGIQ 
LMDAVTGLFQ 
Sbjct  181  
NNDELLAKYIAGESISQKELAQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVTGLFQS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              EQGSAALCG VFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
TKEQGSAALCGRVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDS+RLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSLRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKIM  639

>CAP09894.1 mosaic tetracycline resistance protein, partial 
[Bifidobacterium 
thermophilum]
Length=629

 Score = 1242 bits (3213),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 605/629 (96%), Positives = 616/629 (98%), Gaps = 0/629 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKL 
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLAREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQR R
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRAR  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL  
GSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPPGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            SVCLTELKGYQAAVG+PVIQPRRPN+RLD
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNNRLD  629

>ALE37170.1 tetracycline resistance protein TetW [Bifidobacterium 
longum]
 OQM49593.1 tetracycline resistance protein [Bifidobacterium longum]
Length=693

 Score = 1241 bits (3211),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 609/627 (97%), Positives = 614/627 (98%), Gaps = 3/627 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTE---LKGYQAAVGQPVIQPRRP  624
            SVCLTE   + G   + G P    ++P
Sbjct  601  SVCLTEPERISGRCRSAGHPAPPSKQP  627

>CAP09896.1 mosaic tetracycline resistance protein, partial 
[Bifidobacterium 
thermophilum]
Length=629

 Score = 1241 bits (3211),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 606/629 (96%), Positives = 617/629 (98%), Gaps = 0/629 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GI AHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGIPAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR REDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRRREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            SVCLTELKGYQAAVG+PVIQPRRPN+RLD
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNNRLD  629

>AMP55635.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP55659.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 1239 bits (3207),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 603/639 (94%), Positives = 619/639 (97%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQSV 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LL KYIAGE IS+++L +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV 
GLFQ 
Sbjct  181  
NNDELLAKYIAGESISQKELAQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              EQGSAALCG VFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
TKEQGSAALCGRVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDS+RLND+LGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSLRLNDILGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL LGSGV
+YESRVSLGYLNQSFQNAVRDG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVKYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDK+RHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKMRHMFQKVM  639

>WP_080908661.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Pseudoflavonifractor sp. Marseille-P3106]
Length=639

 Score = 1239 bits (3206),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 603/638 (95%), Positives = 618/638 (97%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQ GVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQTGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP 
RCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPVRCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_102815896.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus reuteri]
 CUR40217.1 Tetracycline resistance protein TetM [Lactobacillus 
reuteri]
Length=639

 Score = 1238 bits (3204),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 599/638 (94%), Positives = 618/638 (97%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLR EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGLFGWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_052822407.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium breve]
 KOA37393.1 tetracycline resistance protein tetM [Bifidobacterium 
breve MCC 
0476]
Length=639

 Score = 1237 bits (3201),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 602/638 (94%), Positives = 616/638 (97%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V QSVRDKLS DIIIKQTVSL 
PEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSVDIIIKQTVSLPPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+LVREEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELVREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR +YLRLYSGTL 
LRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLIYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP 
RCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPVRCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQA VG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAVVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_075704061.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Intestinimonas butyriciproducens]
 OLR66990.1 tetracycline resistance ribosomal protection protein 
[Intestinimonas 
butyriciproducens]
Length=639

 Score = 1237 bits (3200),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 602/638 (94%), Positives = 617/638 (97%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 



LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQ GVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQTGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP 
RCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPVRCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_055244167.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Bacteria]
 CUP41015.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Anaerotruncus 
colihominis]
 OVA26478.1 tetracycline resistance protein TetW [Klebsiella 
pneumoniae]
Length=639

 Score = 1237 bits (3200),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 601/638 (94%), Positives = 615/638 (96%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V QSVRDKLS DIIIKQTVSL 
PEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSVDIIIKQTVSLPPEIVLEENTDIEAWDAVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR +YLRLYSGTL 
LRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLIYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP 
RCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPVRCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQA VG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAVVGEPVIQPRRPNSRLDKVRHMFSKI  638



>WP_070637913.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Olsenella sp. HMSC062G07]
 OFK23027.1 tetracycline resistance ribosomal protection protein 
[Olsenella 
sp. HMSC062G07]
Length=639

 Score = 1235 bits (3195),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 601/638 (94%), Positives = 616/638 (97%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQ GVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQTGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RWR+ PLPMLRT 
IAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDDTRLPRERWRDAPLPMLRTAIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP 
RCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPVRCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>CAP09893.1 mosaic tetracycline resistance protein, partial 
[Bifidobacterium 
thermophilum]
Length=629

 Score = 1234 bits (3194),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 603/629 (96%), Positives = 615/629 (98%), Gaps = 0/629 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI



+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLL 
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLGKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCG 
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGRVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLNALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAAS TIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASRTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPAR 
IQAYRTDLAFYTNG+
Sbjct  541  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARRIQAYRTDLAFYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            SVCLTELKGYQAAVG+PVIQPRRPN+RLD
Sbjct  601  SVCLTELKGYQAAVGKPVIQPRRPNNRLD  629

>WP_101549584.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Anaerotruncus sp. AT3]
Length=639

 Score = 1229 bits (3180),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 598/638 (94%), Positives = 614/638 (96%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQ GVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQTGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDC QR +YLRLYSGTLRLRDTVALAGREKLKITE
+RIP KG
Sbjct  241  



IGEQGSAALCGSVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEIRIPFKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTA 
QRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTATQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF GEIP 
RCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFIGEIPVRCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_026385517.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Acidaminococcus intestini]
Length=639

 Score = 1222 bits (3162),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 597/638 (94%), Positives = 615/638 (96%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFYALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+E+L +EEQRRVQ ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDGLLEKYIAGEPISQEELAQEEQRRVQAASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR +YLRLYSGTL 
LRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLIYLRLYSGTLCLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVI PSDSV LNDVLGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVIFPSDSVGLNDVLGDQTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLKAA+HTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKAANHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK
+SGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR 
IQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARYIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>KFI80889.1 tetracycline resistance protein [Bifidobacterium 
pullorum]
Length=594

 Score = 1219 bits (3154),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 591/594 (99%), Positives = 593/594 (99%), Gaps = 0/594 
(0%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV
Sbjct  1    
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV
Sbjct  61   
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            LEENTDIEAWDAVIENND+LLEKYIAGEPISREKL 
REEQRRVQDASLFPVYYGSAKKGL
Sbjct  121  
LEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQRRVQDASLFPVYYGSAKKGL  180

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG
Sbjct  181  



GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  240

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM
Sbjct  241  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  300

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            LRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE
Sbjct  301  
LRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  360

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS
Sbjct  361  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  420

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE
Sbjct  421  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  480

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC
Sbjct  481  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  540

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  541  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
594

>WP_055161581.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Firmicutes]
 CUN75580.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Mitsuokella 
jalaludinii]
 PST30064.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] lavalense]
Length=639



 Score = 1217 bits (3148),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 595/638 (93%), Positives = 614/638 (96%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMN
Sbjct  61   
TSFLWRRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFYALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V QSVRDKLSADIIIKQTVSLSPEIVL
+ENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLDENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCG+VFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGNVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RW + PLPMLRTTI 
PKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDNTRLPRERWCDAPLPMLRTTITPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK
+SGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCA IETAQVKKDEVVFTGEIPAR 
IQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCAAIETAQVKKDEVVFTGEIPARYIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_077597359.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Olsenella urininfantis]
Length=639

 Score = 1216 bits (3146),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 594/638 (93%), Positives = 613/638 (96%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKM+
Sbjct  61   
TSFLWRRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFYALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V QSVRDKLSADIIIKQTVSLSPEIVL



+ENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLDENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCG+VFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGNVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RW + PLPMLRT I 
PKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDNTRLPRERWCDAPLPMLRTAITPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK
+SGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCA IETAQVKKDEVVFTGEIPAR 
IQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCAAIETAQVKKDEVVFTGEIPARYIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_054336482.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Megasphaera 
elsdenii]
 AAO42740.1 tetracycline resistance protein [Megasphaera elsdenii]
 ALG42441.1 tetracycline resistance protein tetM [Megasphaera 
elsdenii 14-14]
Length=639

 Score = 1215 bits (3143),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 588/638 (92%), Positives = 610/638 (96%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
SFTLYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>PKU93883.1 tetracycline resistance protein [Bifidobacterium 
pseudolongum 
subsp. globosum]
 PKV01677.1 tetracycline resistance protein [Bifidobacterium 
pseudolongum 
subsp. globosum]
Length=594

 Score = 1210 bits (3131),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 587/594 (99%), Positives = 591/594 (99%), Gaps = 0/594 
(0%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            



MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV
Sbjct  1    
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV
Sbjct  61   
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL
Sbjct  121  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  180

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG
Sbjct  181  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  240

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM
Sbjct  241  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  300

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            LRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE
Sbjct  301  
LRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  360

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KYKLETVVKEP+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVS
Sbjct  361  
KYKLETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVS  420

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE
Sbjct  421  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  480

Query  526  



QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QALKESGTQLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARC
Sbjct  481  
QALKESGTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARC  540

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            IQAYRTDLAFYTNG+SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  541  IQAYRTDLAFYTNGQSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
594

>WP_063856421.1 tetracycline resistance ribosomal protection protein 
Tet(W) [uncultured 
bacterium]
 ABN79417.1 mosaic tetracycline resistance protein [uncultured 
bacterium]
Length=639

 Score = 1207 bits (3123),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 585/638 (92%), Positives = 607/638 (95%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL 
HALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILLHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             ERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
TERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TN +
Sbjct  541  
SFTLYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNEQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>PKU99030.1 tetracycline resistance protein [Bifidobacterium 
pseudolongum 
subsp. pseudolongum]
 PKV06547.1 tetracycline resistance protein [Bifidobacterium 
pseudolongum 
subsp. pseudolongum]
Length=594



 Score = 1206 bits (3120),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 584/594 (98%), Positives = 591/594 (99%), Gaps = 0/594 
(0%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV
Sbjct  1    
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV
Sbjct  61   
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL
Sbjct  121  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  180

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG
Sbjct  181  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  240

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM
Sbjct  241  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  300

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            LRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE
Sbjct  301  
LRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  360

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KYKLETVVKEP+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVS
Sbjct  361  
KYKLETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVS  420



Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE
Sbjct  421  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  480

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QALKESGTQLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARC
Sbjct  481  
QALKESGTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARC  540

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            IQAYRTDLAFYTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  541  IQAYRTDLAFYTNGQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  
594

>KOP61953.1 tetracycline resistance protein [Bifidobacterium longum 
subsp. 
longum]
Length=594

 Score = 1206 bits (3119),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 586/594 (99%), Positives = 589/594 (99%), Gaps = 0/594 
(0%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV
Sbjct  1    
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV
Sbjct  61   
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            LEENTDIEAWDAVIENND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY
+GSAK GL
Sbjct  121  
LEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGL  180

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285



            GIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG
Sbjct  181  
GIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  240

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            REKLKITEMRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPM
Sbjct  241  
REKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPM  300

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE
Sbjct  301  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  360

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS
Sbjct  361  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  420

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE
Sbjct  421  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  480

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC
Sbjct  481  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  540

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  541  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
594

>WP_086129278.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Lactobacillus reuteri]
 OTA48603.1 tetracycline resistance ribosomal protection protein, 
partial 
[Lactobacillus reuteri]
Length=591



 Score = 1197 bits (3098),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 583/591 (99%), Positives = 588/591 (99%), Gaps = 0/591 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            SF LYAP+EYLSRAYHDAP+YCATIET QVKKDEVVFTGEIPARCIQAYRT
Sbjct  541  SFTLYAPREYLSRAYHDAPEYCATIETVQVKKDEVVFTGEIPARCIQAYRT  591

>WP_024963478.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Trueperella 
pyogenes]
 AAL09826.1 ribosomal protection tetracycline resistance protein 
[Trueperella 
pyogenes]
 AHU89330.1 tetracycline resistance protein tetM [Trueperella 
pyogenes]
 AWA43289.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Trueperella 
pyogenes]
Length=639

 Score = 1189 bits (3076),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 577/639 (90%), Positives = 600/639 (94%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASG 
ISEPGSVEKGTTRTDTMFLERQRGITIQ AV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLAVLDGAILV+SA+DGVQAQTR
+LFHALRK+N
Sbjct  61   
TSFQWHSCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVLSARDGVQAQTRVLFHALRKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+IFINKIDQ  +DL+ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTIIFINKIDQVDIDLEGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPISRE+L REEQRRVQ ASLFPVY+GSAK GLGIQ LMDAV 
GLFQP
Sbjct  181  
NNDGLLEKYIAGEPISREELAREEQRRVQAASLFPVYHGSAKNGLGIQRLMDAVIGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              EQG  ALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
TKEQGRTALCGSVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ W + P  MLRTTI PKTA 
QR+R
Sbjct  301  
EIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSDAPFSMLRTTITPKTAEQRDR  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLL  EVDSIT EIILSFLGRVQLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLCYEVDSITQEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE 
ALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLELALKESGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQ+KKDEVVFTGEIPARCIQAYRTDLA 
YTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQIKKDEVVFTGEIPARCIQAYRTDLASYTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLD+VRHMFQKVM
Sbjct  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDRVRHMFQKVM  639

>AAO42741.1 tetracycline resistance protein [Megasphaera elsdenii]
Length=639

 Score = 1184 bits (3063),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 570/638 (89%), Positives = 603/638 (95%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRER  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK+ETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKIETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFNKL  638

>WP_016230557.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Lachnospiraceae bacterium 10-1]
 EOS72341.1 tetracycline resistance protein tetW, partial 
[Lachnospiraceae 
bacterium 10-1]
Length=582

 Score = 1174 bits (3036),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 574/582 (99%), Positives = 577/582 (99%), Gaps = 0/582 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP
Sbjct  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582

>WP_031583918.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Selenomonas bovis]
Length=639

 Score = 1172 bits (3031),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 562/638 (88%), Positives = 595/638 (93%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASG 
ISEPGSVEKGTTRTDTMFLERQRGITIQ AV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR
+LFHALRK+N
Sbjct  61   
TSFQWHSCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+SV QSVRDKLSADIIIKQTVSLS +I L ENT  E WD
+VIE
Sbjct  121  
IPTIIFINKIDQVGIDLESVYQSVRDKLSADIIIKQTVSLSSKITLTENTSAEVWDSVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LL KYIAGE IS+++L +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV 
GLFQ 
Sbjct  181  
NNDELLAKYIAGESISQKELAQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              EQGSAALCG VFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
TKEQGSAALCGRVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ W + P PMLRTTI PKTA 
QR+R
Sbjct  301  
EIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDR  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLL  EVDS THEIILSFLGR+QLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLHYEVDSTTHEIILSFLGRMQLEVVSALLTEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL LGSGV
+YESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVKYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGL QGL+GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK
+SGTQLLEPYL
Sbjct  481  
IRYGLGQGLYGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQ
+KKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQIKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQA VG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQATVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_050625029.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Clostridiales]
Length=639

 Score = 1170 bits (3026),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 562/638 (88%), Positives = 594/638 (93%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASG 
ISEPGSVEKGTTRTDTMFLERQRGITIQ AV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR
+LFHALRK+N
Sbjct  61   
TSFQWHSCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+SV QSVRDKLSADIIIKQTVSLS +I L ENT  E WD
+VIE
Sbjct  121  
IPTIIFINKIDQVGIDLESVYQSVRDKLSADIIIKQTVSLSSKITLTENTSAEVWDSVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LL KYIAGE IS+++L +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV 
GLFQ 
Sbjct  181  
NNDELLAKYIAGESISQKELAQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              EQGSAALCG VFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
TKEQGSAALCGRVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ W + P PMLRTTI PKTA 
QR+R
Sbjct  301  
EIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDR  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLL  EVDS THEIILSFLGR+QLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLHYEVDSTTHEIILSFLGRMQLEVVSALLTEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL LGSGV
+YESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVKYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGL QGL GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK
+SGTQLLEPYL



Sbjct  481  
IRYGLGQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQ
+KKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQIKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQA VG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQATVGEPVIQPRRPNSRLDKVRHMFSKI  638

>WP_011526261.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(W) [Bacteria]
 CAJ54235.1 ribosomal protection tetracycline resistance protein 
[Lawsonia 
intracellularis PHE/MN1-00]
 AGC49582.1 ribosomal protection tetracycline resistance protein 
[Lawsonia 
intracellularis N343]
Length=639

 Score = 1169 bits (3023),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 561/638 (88%), Positives = 594/638 (93%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASG 
ISEPGSVEKGTTRTDTMFLERQRGITIQ AV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR
+LFHALRK+N
Sbjct  61   
TSFQWHSCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+SV QSVRDKLSADIIIKQTVSLS +I L ENT  E WD
+VIE
Sbjct  121  
IPTIIFINKIDQVGIDLESVYQSVRDKLSADIIIKQTVSLSSKITLTENTSAEVWDSVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



            NND+LL KYIAGE IS+++L +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV 
GLFQ 
Sbjct  181  
NNDELLAKYIAGESISQKELAQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              EQGSAALCG VFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
TKEQGSAALCGRVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ W + P PMLRTTI PKTA 
QR+R
Sbjct  301  
EIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDR  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLL  EVDS THEIILSFLGR+QLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLHYEVDSTTHEIILSFLGRMQLEVVSALLTEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL LGSGV
+YESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVKYESRVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGL QGL GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK
+SGTQLLEPYL
Sbjct  481  
IRYGLGQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCATIETAQ
+KKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCATIETAQIKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQA VG+P+IQPRRPNSRLDKVRHMF K+
Sbjct  601  SVCLTELKGYQATVGEPIIQPRRPNSRLDKVRHMFSKI  638

>WP_070835237.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein, partial [Actinomyces sp. HMSC035G02]
 OHR17901.1 tetracycline resistance ribosomal protection protein, 
partial 
[Actinomyces sp. HMSC035G02]
Length=598

 Score = 1166 bits (3016),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 564/585 (96%), Positives = 576/585 (98%), Gaps = 0/585 
(0%)

Query  54   
ITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            
ITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
Sbjct  12   
ITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  71

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE  173
            HALRKM+IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIE
Sbjct  72   
HALRKMDIPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE  131

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            AWDAVIENND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDA
Sbjct  132  
AWDAVIENNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDA  191

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            VTGLFQPIGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITE
Sbjct  192  
VTGLFQPIGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITE  251

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPK
Sbjct  252  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPK  311

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV
Sbjct  312  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  371

Query  414  



KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            KEP+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSF
Sbjct  372  
KEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSF  431

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT
Sbjct  432  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  491

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDL
Sbjct  492  
QLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDL  551

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            AFYTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  552  AFYTNGQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  596

>WP_096920879.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Eubacterium sp. YI]
 PCS24331.1 tetracycline resistance ribosomal protection protein 
Tet(W), 
partial [Eubacterium sp. YI]
Length=577

 Score = 1165 bits (3015),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 568/577 (98%), Positives = 571/577 (99%), Gaps = 0/577 
(0%)

Query  23   
LLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFL  82
            
LLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFL
Sbjct  1    
LLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFL  60

Query  83   
AEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQ  142
            
AEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQ
Sbjct  61   
AEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQ  120

Query  143  
SVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVR  202



            SVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL R
Sbjct  121  
SVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAR  180

Query  203  
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCG  262
            EEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCG
Sbjct  181  
EEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCG  240

Query  263  
QRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVR  322
            QRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDSVR
Sbjct  241  
QRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVR  300

Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            LNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI
Sbjct  301  
LNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  360

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW
Sbjct  361  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  420

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE
Sbjct  421  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  480

Query  503  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
            YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF 
LYAPQEYLSRAYHDAPKYC
Sbjct  481  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFTLYAPQEYLSRAYHDAPKYC  540

Query  563  ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG
Sbjct  541  ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  577

>ACX71625.1 tetracycline resistance protein, partial [Streptococcus 
suis]



Length=575

 Score = 1162 bits (3006),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 567/575 (99%), Positives = 570/575 (99%), Gaps = 0/575 
(0%)

Query  28   
GAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYR  87
            
GAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYR
Sbjct  1    
GAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYR  60

Query  88   
SLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDK  147
            
SLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDK
Sbjct  61   
SLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDK  120

Query  148  
LSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            LSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEKYIAGEPISREKL 
REEQ+R
Sbjct  121  
LSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQQR  180

Query  208  
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVY  267
            VQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVY
Sbjct  181  
VQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVY  240

Query  268  
LRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL  327
            LRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDSVRLNDVL
Sbjct  241  
LRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVL  300

Query  328  
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
            GD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII
Sbjct  301  
GDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  360

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL  447
            
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL
Sbjct  361  



LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL  420

Query  448  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
            
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY
Sbjct  421  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  480

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET
Sbjct  481  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  540

Query  568  AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
            AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV
Sbjct  541  AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  575

>CBK96064.1 small GTP-binding protein domain [ [[Eubacterium] 
siraeum 70/3]
Length=650

 Score = 1159 bits (2998),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 566/574 (99%), Positives = 569/574 (99%), Gaps = 0/574 
(0%)

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI
Sbjct  77   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  136

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+L
Sbjct  137  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDEL  196

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQG
Sbjct  197  
LEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQG  256

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             



AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
Sbjct  257  
GAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  316

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            DTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL
Sbjct  317  
DTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  376

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL
Sbjct  377  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  436

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL
Sbjct  437  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  496

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY
Sbjct  497  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  556

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
            
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT
Sbjct  557  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  616

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  617  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  650

>AMP53220.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=596

 Score = 1142 bits (2954),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 555/596 (93%), Positives = 574/596 (96%), Gaps = 0/596 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQ+RVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQQRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG AALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ W + P PMLRTTI PKTA 
QR+R
Sbjct  301  
EIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDR  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLL  EVDS THEIILSFLGR+QLEVVSALL+EKYK+ET VKEP
+VIY
Sbjct  361  
LLDALTQIADTDPLLHYEVDSTTHEIILSFLGRMQLEVVSALLTEKYKIETAVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK ASHTIHIEVPPNPFWASIGLSVTPL LGSGV
+YESRVSLGYLNQSFQNAV DG
Sbjct  421  
LERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVKYESRVSLGYLNQSFQNAVMDG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGL QGL GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK
+SGTQLLEPYL
Sbjct  481  
IRYGLGQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  
596
            SF LYAPQEYLSRAYHDAPKYCATIETAQ+KKDEVVFTGEIPARCIQAYRTDLAFY
Sbjct  541  SFTLYAPQEYLSRAYHDAPKYCATIETAQIKKDEVVFTGEIPARCIQAYRTDLAFY  
596

>EQI16708.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
F501]
Length=567

 Score = 1141 bits (2952),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 556/567 (98%), Positives = 561/567 (99%), Gaps = 0/567 
(0%)

Query  73   
VDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ  132
            
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ
Sbjct  1    
MDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ  60

Query  133  
AGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAG  192
            AGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAG
Sbjct  61   
AGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAG  120

Query  193  
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGS  252
            EPISREKL REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGS
Sbjct  121  
EPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGS  180

Query  253  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGE  312
            
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY GE
Sbjct  181  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGE  240

Query  313  
IVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTD  372



            IVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT 
IAPKTAAQRERLLDALTQLADTD
Sbjct  241  
IVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTAIAPKTAAQRERLLDALTQLADTD  300

Query  373  
PLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTI  432
            
PLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTI
Sbjct  301  
PLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTI  360

Query  433  
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGW  492
            
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGW
Sbjct  361  
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGW  420

Query  493  
NVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS  552
            NVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP
+LSFILYAPQEYLS
Sbjct  421  
NVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPHLSFILYAPQEYLS  480

Query  553  
RAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
            
RAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA
Sbjct  481  
RAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  540

Query  613  AVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            AVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  541  AVGQPVIQPRRPNSRLDKVRHMFQKVM  567

>CAM97383.1 mosaic tetracycline resistance protein [Bifidobacterium 
thermophilum]
 CAM97386.1 mosaic tetracycline resistance protein [Bifidobacterium 
thermophilum]
 CAM97389.1 mosaic tetracycline resistance protein [Bifidobacterium 
thermophilum]
 CAM97390.1 mosaic tetracycline resistance protein [Bifidobacterium 
thermophilum]
 CAM97380.1 mosaic tetracycline resistance protein [Bifidobacterium 
thermophilum]
Length=639

 Score = 1134 bits (2932),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 540/638 (85%), Positives = 589/638 (92%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G



Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO27506.1 EF-G: translation elongation factor [uncultured 
bacterium]
Length=561

 Score = 1125 bits (2910),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 548/561 (98%), Positives = 555/561 (99%), Gaps = 0/561 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ
Sbjct  1    
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
            
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE
Sbjct  61   
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY
Sbjct  121  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318



            
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS
Sbjct  181  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  240

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            DSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCE
Sbjct  241  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCE  300

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIYMERPLKAASHTIHIEVPP
Sbjct  301  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIYMERPLKAASHTIHIEVPP  360

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK
Sbjct  361  
NPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  420

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICFEYGLYYSPVSTPADFRSLAP   EQALKESGTQLLEPYLSF LYAP
+EYLSRAYHDA
Sbjct  421  
ICFEYGLYYSPVSTPADFRSLAPSGWEQALKESGTQLLEPYLSFTLYAPREYLSRAYHDA  480

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG
+SVCLTELKGYQAAVG+PV
Sbjct  481  
PKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQSVCLTELKGYQAAVGKPV  540

Query  619  IQPRRPNSRLDKVRHMFQKVM  639
            IQPRRPNSRLDKVR+MFQK+M
Sbjct  541  IQPRRPNSRLDKVRYMFQKIM  561

>WP_063856419.1 tetracycline resistance ribosomal protection protein 
Tet(W) [Lactobacillus 
johnsonii]
 ABF69686.1 tetracycline resistance protein [Lactobacillus 
johnsonii]
Length=639

 Score = 1122 bits (2902),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 537/638 (84%), Positives = 586/638 (92%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            +ERPL+ A +TIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
IRYGLEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>KFI71207.1 TetW [Bifidobacterium merycicum]
 KFI89186.1 tetracycline resistance protein [Bifidobacterium 
saeculare DSM 
6531 = LMG 14934]
Length=569

 Score = 1120 bits (2898),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 548/553 (99%), Positives = 551/553 (99%), Gaps = 0/553 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  SFILYAPQEYLSR  553
            SF LYAP+EYLSR
Sbjct  541  SFTLYAPREYLSR  553

>WP_063856420.1 tetracycline resistance ribosomal protection protein 
Tet(W) [uncultured 
bacterium]
 ABG81258.1 tetracycline resistance protein [uncultured bacterium]
Length=639



 Score = 1119 bits (2895),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 536/638 (84%), Positives = 585/638 (92%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWASIGLSVTPL LGSGVQYESRVSLGYLNQS 
QNAVRDG
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSSQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
IRYGLEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFIYQPRRPNSRIDKVRHMFHKL  638

>WP_044674422.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 AHH55326.1 tetracycline resistance protein [Streptococcus suis]
 CYU93660.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
Length=639

 Score = 1116 bits (2886),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 530/638 (83%), Positives = 584/638 (92%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+



Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ACJ38544.1 tetracycline resistance protein, partial [Trueperella 
pyogenes]
Length=600

 Score = 1116 bits (2886),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 540/600 (90%), Positives = 563/600 (94%), Gaps = 0/600 
(0%)

Query  40   
TTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVI  99
            TTRTDTMFLERQRGITIQ AVTSFQWH 
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILV+
Sbjct  1    
TTRTDTMFLERQRGITIQTAVTSFQWHSCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVL  60

Query  100  
SAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS  159
            SA+DGVQAQTR+LFHALRK+NIPT+IFINKIDQ  +DL+ V 
QSVRDKLSADIIIKQTVS
Sbjct  61   
SARDGVQAQTRVLFHALRKLNIPTIIFINKIDQVDIDLEGVYQSVRDKLSADIIIKQTVS  120

Query  160  
LSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYG  219
            LSPEIVLEENTDIEAWDAVIENND LLEKYIAGEPISRE+L REEQRRVQ 
ASLFPVY+G
Sbjct  121  
LSPEIVLEENTDIEAWDAVIENNDGLLEKYIAGEPISREELAREEQRRVQAASLFPVYHG  180

Query  220  
SAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            SAK GLGIQ LMDAV GLFQP  EQG  ALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRD
Sbjct  181  
SAKNGLGIQRLMDAVIGLFQPTKEQGRTALCGSVFKVEYTDCGQRLVYLRLYSGTLRLRD  240

Query  280  
TVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWR  339
            TVALAGREKLKITEMRIPSKGEIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR
+ W 
Sbjct  241  
TVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWS  300

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399



            + P  MLRTTI PKTA QR+RLLDALTQ+ADTDPLL  EVDSIT 
EIILSFLGRVQLEVV
Sbjct  301  
DAPFSMLRTTITPKTAEQRDRLLDALTQIADTDPLLCYEVDSITQEIILSFLGRVQLEVV  360

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            SALL+EKYK+ET VKEP+VIY+ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQ
Sbjct  361  
SALLAEKYKIETAVKEPTVIYLERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQ  420

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YESRVSLGYLNQSFQNAV DGIRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSL
Sbjct  421  
YESRVSLGYLNQSFQNAVMDGIRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSL  480

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            APIVLE ALKESGTQLLEPYLSF LYAPQEYLSRAYHDAPKYCATIETAQ
+KKDEVVFTG
Sbjct  481  
APIVLELALKESGTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCATIETAQIKKDEVVFTG  540

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            EIPARCIQAYRTDLA YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD
+VRHMFQKVM
Sbjct  541  
EIPARCIQAYRTDLASYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDRVRHMFQKVM  600

>WP_105136801.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 1115 bits (2883),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 530/638 (83%), Positives = 584/638 (92%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI



+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY ++  
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVDVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_027971259.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Streptococcus]
 AFK31669.1 tetracycline resistance protein O/W/32/O [Streptococcus 
suis]
 AHH29650.1 Tet(O/W/32/O) [Streptococcus suis]
 CYU71212.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
Length=639

 Score = 1114 bits (2882),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 530/638 (83%), Positives = 583/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>KFI69516.1 Tetracycline resistance protein tetW [Bifidobacterium 
magnum]
Length=569

 Score = 1112 bits (2876),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 545/553 (99%), Positives = 548/553 (99%), Gaps = 0/553 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  SFILYAPQEYLSR  553
            SFILYAPQEYLSR
Sbjct  541  SFILYAPQEYLSR  553

>WP_029176297.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 AHH29649.1 Tet(O/W/32/O) [Streptococcus suis]
Length=639

 Score = 1112 bits (2876),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 529/638 (83%), Positives = 583/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_038817059.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
Length=639



 Score = 1112 bits (2875),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 529/638 (83%), Positives = 582/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV  G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMKG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_029177869.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 1112 bits (2875),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 529/638 (83%), Positives = 582/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE



Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL 
LRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105207356.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 1111 bits (2874),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 529/638 (83%), Positives = 582/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCG 
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGGVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_107209023.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 PTB14715.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
suis]
Length=639

 Score = 1110 bits (2871),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 528/638 (83%), Positives = 582/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISREKLVREEQRRV 
DASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVHDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  



VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024408858.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 1109 bits (2869),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 525/638 (82%), Positives = 583/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG
+QAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_013646121.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Streptococcus]
 CAQ58207.1 tetracycline resistance protein [Streptococcus suis]
 CBZ49489.1 putative tetracycline resistance protein tet(O/W/32/O) 
(plasmid) 
[Streptococcus gallolyticus subsp. gallolyticus ATCC BAA-2069]
 CBZ42067.1 ribosomal protection tetracycline resistance protein 
[Streptococcus 



suis]
 KHD42989.1 tetracycline resistance protein tetM [Streptococcus 
uberis]
 CZA80273.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
 CZA97916.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
 CZA83529.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
 CZB11747.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
 CYU43540.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
 CYV25871.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
 CYU95779.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
 AMP42276.1 tetracycline resistance protein Tet(O/W/32/O) 
[uncultured bacterium 
IN-07]
 AMP42313.1 tetracycline resistance protein Tet(O/W/32/O) 
[uncultured bacterium 
IN-08]
 ARS43256.1 Tet(O/W/32/O) (plasmid) [Streptococcus suis]
Length=639

 Score = 1108 bits (2867),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 528/638 (83%), Positives = 582/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ATD53312.1 ribosomal protection tetracycline resistance protein 
[Riemerella 
anatipestifer]
Length=639

 Score = 1108 bits (2865),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 528/638 (83%), Positives = 582/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 



Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYYVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105160480.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 1107 bits (2862),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 527/638 (83%), Positives = 581/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL 
LRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105126631.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 1107 bits (2862),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 527/638 (83%), Positives = 581/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I +  +K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTHIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105211840.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 1106 bits (2861),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 527/639 (82%), Positives = 582/639 (91%), Gaps = 0/639 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL 
LRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  



LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K++
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKLV  639

>ABN79416.1 mosaic tetracycline resistance protein [uncultured 
bacterium]
Length=639

 Score = 1106 bits (2860),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 527/638 (83%), Positives = 581/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSLAVLDGAI 
VISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAISVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052777607.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]



Length=639

 Score = 1105 bits (2858),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 527/638 (83%), Positives = 581/638 (91%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVRTDTAYPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  



LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + APQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEICAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP53218.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=539

 Score = 1091 bits (2821),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 531/539 (99%), Positives = 534/539 (99%), Gaps = 0/539 
(0%)

Query  101  
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL  160
            
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL
Sbjct  1    
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL  60

Query  161  
SPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
            SPEIVLEENTDIEAWDAVIENND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVY+GS
Sbjct  61   
SPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGS  120

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            AK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT



Sbjct  121  
AKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  180

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            VALAGREKLKITEMRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWRE
Sbjct  181  
VALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWRE  240

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS
Sbjct  241  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  300

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY
Sbjct  301  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  360

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA
Sbjct  361  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  420

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE
Sbjct  421  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  480

Query  581  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  481  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  539

>AMP53219.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=539

 Score = 1082 bits (2798),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 525/538 (98%), Positives = 531/538 (99%), Gaps = 0/538 
(0%)



Query  101  
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL  160
            
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL
Sbjct  1    
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL  60

Query  161  
SPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
            SPEIVLEENTDIEAWDAVIENND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVY+GS
Sbjct  61   
SPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGS  120

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            AK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT
Sbjct  121  
AKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  180

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            VALAGREKLKITEMRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWRE
Sbjct  181  
VALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWRE  240

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS
Sbjct  241  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  300

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY
Sbjct  301  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  360

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA
Sbjct  361  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  420

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE
Sbjct  421  



PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  480

Query  581  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            IPARCIQAYRTDLAFYTNGRSVCLTELKGYQA VG+P+IQPRRPNSRLDKVRHMF 
K+
Sbjct  481  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQATVGEPIIQPRRPNSRLDKVRHMFSKI  538

>AMP49819.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=546

 Score = 1077 bits (2785),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 528/546 (97%), Positives = 536/546 (98%), Gaps = 0/546 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVI PSDSV LNDVLGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVIFPSDSVGLNDVLGDQTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL
+EKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKLETVVKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540

Query  541  SFILYA  546
            SFILYA
Sbjct  541  SFILYA  546

>KXB53642.1 elongation factor Tu GTP binding domain protein 
[Coriobacteriales 
bacterium DNF00809]
Length=561

 Score = 1065 bits (2753),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 520/560 (93%), Positives = 539/560 (96%), Gaps = 0/560 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMNIPTVIFINKIDQAGVDLQ
Sbjct  1    
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFYALRKMNIPTVIFINKIDQAGVDLQ  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
             V QSVRDKLSADIIIKQTVSLSPEIVL+ENTDIEAWDAVIENND
+LLEKYIAGEPISRE
Sbjct  61   



GVYQSVRDKLSADIIIKQTVSLSPEIVLDENTDIEAWDAVIENNDELLEKYIAGEPISRE  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L +EEQRRVQDASLFPVY+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG
+VFKVEY
Sbjct  121  
ELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGNVFKVEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
            TDC QR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPS
Sbjct  181  
TDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPS  240

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            DSV LNDVLGD TRLPR+RW + PLPMLRT I PKTAAQRERLLDALTQ
+ADTDPLLR E
Sbjct  241  
DSVGLNDVLGDNTRLPRERWCDAPLPMLRTAITPKTAAQRERLLDALTQIADTDPLLRYE  300

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP+VIY
+ERPLKAASHTIHIEVPP
Sbjct  301  
VDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIYLERPLKAASHTIHIEVPP  360

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSVTPL LGSGVQYESRVSLGYLNQSFQNAV DGIRYGLEQGL 
GWNVTDCK
Sbjct  361  
NPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVMDGIRYGLEQGLCGWNVTDCK  420

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICFEYGLYYSPVSTPADFRSLAPIVLEQALK+SGTQLLEPYLSF 
LYAPQEYLSRAYHDA
Sbjct  421  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKKSGTQLLEPYLSFTLYAPQEYLSRAYHDA  480

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA IETAQVKKDEVVFTGEIPAR 
IQAYRTDLAFYTNGRSVCLTELKGYQAAVG+PV
Sbjct  481  
PKYCAAIETAQVKKDEVVFTGEIPARYIQAYRTDLAFYTNGRSVCLTELKGYQAAVGEPV  540

Query  619  IQPRRPNSRLDKVRHMFQKV  638
            IQPRRPNSRLDKVRHMF K+
Sbjct  541  IQPRRPNSRLDKVRHMFSKI  560



>WP_035300359.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Clostridiales]
 CUP60463.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Flavonifractor 
plautii]
 CUP72037.1 small GTP-binding protein domain [Flavonifractor 
plautii]
Length=645

 Score = 1061 bits (2743),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 502/639 (79%), Positives = 564/639 (88%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI  PGSV+
+GTTRTDTMFLERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIEAPGSVDQGTTRTDTMFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLA+LDGAILV+SAKDGVQAQTRILFHAL
+ M 
Sbjct  61   
TSFQWHDCKVNIVDTPGHMDFLAEVYRSLAILDGAILVVSAKDGVQAQTRILFHALQVMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQ G+DL  V QS+RDKLSA++IIKQ V LSP+I + EN  +E WD 
VI 
Sbjct  121  
IPTVIFINKIDQDGIDLPGVYQSIRDKLSANMIIKQNVQLSPDISIMENMGLENWDTVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            + D+LLEKYIAGEP+ +E+L+REE RR+Q  SLFPVY+GSAK  LGI+ L++AVT  
FQ 
Sbjct  181  
DCDELLEKYIAGEPMDKEELLREENRRIQSVSLFPVYHGSAKVNLGIRQLIEAVTDTFQS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               Q S+ LCG+VFKVEY +  QR  YLRLYSGTL LRD+VALAG
+EKLKITEMRIPSKG
Sbjct  241  
PTGQNSSELCGTVFKVEYANQSQRLAYLRLYSGTLHLRDSVALAGKEKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            EIVRT+ A+ GEIVI+P DS+RLNDVLG+   LPR+ W ++PLP+LRTTIAP+   
QRER
Sbjct  301  
EIVRTEIAHAGEIVIVPCDSLRLNDVLGNKLLLPRETWSDNPLPLLRTTIAPEKPEQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLLR EVD++THEIILSFLGRVQLE++S LL EKY+L T  KEP
+VIY
Sbjct  361  
LLNALTEIADTDPLLRYEVDAVTHEIILSFLGRVQLEIISDLLVEKYQLNTTAKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKA SHTIHIEVPPNPFWASIGLSVTPL LG+GVQYES+VS
+GYLNQSFQNAV DG
Sbjct  421  
MERPLKAVSHTIHIEVPPNPFWASIGLSVTPLPLGTGVQYESKVSVGYLNQSFQNAVLDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQG++GW VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
IRYGLEQGVYGWKVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQVLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCA+IET QVK  EV+FTGEIPARC+Q YR DL 
FYTNGR
Sbjct  541  
SFTLYAPQEYLSRAYHDAPKYCASIETTQVKNSEVIFTGEIPARCVQEYRNDLTFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ A G+PV QPRRPN+R+DKVRHMF K++
Sbjct  601  SVCLTELKGYQIASGEPVFQPRRPNTRIDKVRHMFNKIL  639

>ERI78723.1 putative translation elongation factor G [Clostridium 
sp. ATCC 
BAA-442]
Length=650

 Score = 1060 bits (2742),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 502/639 (79%), Positives = 564/639 (88%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI  PGSV+
+GTTRTDTMFLERQRGITIQ AV
Sbjct  6    
MKIINIGILAHVDAGKTTLTESLLYTSGAIEAPGSVDQGTTRTDTMFLERQRGITIQTAV  65



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLA+LDGAILV+SAKDGVQAQTRILFHAL
+ M 
Sbjct  66   
TSFQWHDCKVNIVDTPGHMDFLAEVYRSLAILDGAILVVSAKDGVQAQTRILFHALQVMK  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQ G+DL  V QS+RDKLSA++IIKQ V LSP+I + EN  +E WD 
VI 
Sbjct  126  
IPTVIFINKIDQDGIDLPGVYQSIRDKLSANMIIKQNVQLSPDISIMENMGLENWDTVIA  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            + D+LLEKYIAGEP+ +E+L+REE RR+Q  SLFPVY+GSAK  LGI+ L++AVT  
FQ 
Sbjct  186  
DCDELLEKYIAGEPMDKEELLREENRRIQSVSLFPVYHGSAKVNLGIRQLIEAVTDTFQS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               Q S+ LCG+VFKVEY +  QR  YLRLYSGTL LRD+VALAG
+EKLKITEMRIPSKG
Sbjct  246  
PTGQNSSELCGTVFKVEYANQSQRLAYLRLYSGTLHLRDSVALAGKEKLKITEMRIPSKG  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRT+ A+ GEIVI+P DS+RLNDVLG+   LPR+ W ++PLP+LRTTIAP+   
QRER
Sbjct  306  
EIVRTEIAHAGEIVIVPCDSLRLNDVLGNKLLLPRETWSDNPLPLLRTTIAPEKPEQRER  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLLR EVD++THEIILSFLGRVQLE++S LL EKY+L T  KEP
+VIY
Sbjct  366  
LLNALTEIADTDPLLRYEVDAVTHEIILSFLGRVQLEIISDLLVEKYQLNTTAKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKA SHTIHIEVPPNPFWASIGLSVTPL LG+GVQYES+VS
+GYLNQSFQNAV DG
Sbjct  426  
MERPLKAVSHTIHIEVPPNPFWASIGLSVTPLPLGTGVQYESKVSVGYLNQSFQNAVLDG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQG++GW VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ LK+
+GTQLLEPYL



Sbjct  486  
IRYGLEQGVYGWKVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQVLKKAGTQLLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCA+IET QVK  EV+FTGEIPARC+Q YR DL 
FYTNGR
Sbjct  546  
SFTLYAPQEYLSRAYHDAPKYCASIETTQVKNSEVIFTGEIPARCVQEYRNDLTFYTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ A G+PV QPRRPN+R+DKVRHMF K++
Sbjct  606  SVCLTELKGYQIASGEPVFQPRRPNTRIDKVRHMFNKIL  644

>APO34062.1 ferrous iron transport protein B [uncultured bacterium]
Length=650

 Score = 1058 bits (2737),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 501/639 (78%), Positives = 564/639 (88%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI  PGSV+
+GTTRTDTMFLERQRGITIQ AV
Sbjct  6    
MKIINIGILAHVDAGKTTLTESLLYTSGAIEAPGSVDQGTTRTDTMFLERQRGITIQTAV  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLA+LDGAILV+SAKDGVQAQTRILFHAL
+ M 
Sbjct  66   
TSFQWHDCKVNIVDTPGHMDFLAEVYRSLAILDGAILVVSAKDGVQAQTRILFHALQVMK  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQ G+DL  V QS+RDKLSA++IIKQ V LSP+I + E+  +E WD 
VI 
Sbjct  126  
IPTVIFINKIDQDGIDLPGVYQSIRDKLSANMIIKQNVQLSPDISIMEDMGLENWDTVIA  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            + D+LLEKYIAGEP+ +E+L+REE RR+Q  SLFPVY+GSAK  LGI+ L++AVT  
FQ 
Sbjct  186  
DCDELLEKYIAGEPMDKEELLREENRRIQSVSLFPVYHGSAKVNLGIRQLIEAVTDTFQS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               Q S+ LCG+VFKVEY +  QR  YLRLYSGTL LRD+VALAG



+EKLKITEMRIPSKG
Sbjct  246  
PTGQNSSELCGTVFKVEYANQSQRLAYLRLYSGTLHLRDSVALAGKEKLKITEMRIPSKG  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRT+ A+ GEIVI+P DS+RLNDVLG+   LPR+ W ++PLP+LRTTIAP+   
QRER
Sbjct  306  
EIVRTEIAHAGEIVIVPCDSLRLNDVLGNKLLLPRETWSDNPLPLLRTTIAPEKPEQRER  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLLR EVD++THEIILSFLGRVQLE++S LL EKY+L T  KEP
+VIY
Sbjct  366  
LLNALTEIADTDPLLRYEVDAVTHEIILSFLGRVQLEIISDLLVEKYQLNTTAKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKA SHTIHIEVPPNPFWASIGLSVTPL LG+GVQYES+VS
+GYLNQSFQNAV DG
Sbjct  426  
MERPLKAVSHTIHIEVPPNPFWASIGLSVTPLPLGTGVQYESKVSVGYLNQSFQNAVLDG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQG++GW VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ LK+
+GTQLLEPYL
Sbjct  486  
IRYGLEQGVYGWKVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQVLKKAGTQLLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAPQEYLSRAYHDAPKYCA+IET QVK  EV+FTGEIPARC+Q YR DL 
FYTNGR
Sbjct  546  
SFTLYAPQEYLSRAYHDAPKYCASIETTQVKNSEVIFTGEIPARCVQEYRNDLTFYTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ A G+PV QPRRPN+R+DKVRHMF K++
Sbjct  606  SVCLTELKGYQIASGEPVFQPRRPNTRIDKVRHMFNKIL  644

>ALB05595.1 tetracycline resistance protein W, partial 
[Bifidobacterium sp. 
F21]
Length=520

 Score = 1055 bits (2727),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 515/520 (99%), Positives = 518/520 (99%), Gaps = 0/520 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL LGSGVQY
+SRVSLGYLNQSFQNAVRDG
Sbjct  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYKSRVSLGYLNQSFQNAVRDG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA
Sbjct  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520

>ACX71626.1 tetracycline resistance protein, partial [Streptococcus 
suis]
Length=600

 Score = 1034 bits (2674),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 494/600 (82%), Positives = 545/600 (91%), Gaps = 0/600 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLY SGAI+E GSV++GTTRTDTM LERQRGITIQ AVTSFQW   KVNI
+DTPGHMD
Sbjct  1    
ESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAVTSFQWEDVKVNIIDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  
D+
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILADDT  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            ++LND+LG+   LP K   ++P+P+LRTT+ P+   QRE LL+AL ++ADTDPLL  



++D
Sbjct  301  
LKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREALLNALAEIADTDPLLHFDID  360

Query  381  
SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP  440
            ++THEI+LSFLG+VQLEV+ +LL EKY +   +KEPSVIY+ERPL+ A 
+TIHIEVPPNP
Sbjct  361  
TVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIYLERPLRKAEYTIHIEVPPNP  420

Query  441  
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKIC  500
            FWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTDCKIC
Sbjct  421  
FWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKIC  480

Query  501  
FEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPK  560
            FEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F 
+YAPQEYLSRAYHDAP+
Sbjct  481  
FEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPR  540

Query  561  
YCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
            YCA I + Q+K DEV+  GEIPARCIQ YR DL  +TNG+ VCLTELKGYQ A+G+ 
+ Q
Sbjct  541  
YCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQGVCLTELKGYQPAIGKFICQ  600

>AMP50917.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=539

 Score = 1025 bits (2651),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 494/538 (92%), Positives = 516/538 (96%), Gaps = 0/538 
(0%)

Query  101  
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL  160
            
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL
Sbjct  1    
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL  60

Query  161  
SPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
            SPEIVLEENTDIEAWDAVIENND+LLEKYIAGEPISREKL REEQ
+RVQDASLFPVY+GS
Sbjct  61   
SPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGS  120



Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            AK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT
Sbjct  121  
AKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  180

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            VALAGREKLKITEMRIPSKGEIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ 
W +
Sbjct  181  
VALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSD  240

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  EVDS THEIILSFLGR
+QLEVVS
Sbjct  241  
VPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVDSTTHEIILSFLGRMQLEVVS  300

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            ALL+EKYK+ET VKEP+VIY+ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGV+Y
Sbjct  301  
ALLTEKYKIETAVKEPTVIYLERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVKY  360

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            ESRVSLGYLNQSFQNAV DGIRYGL QGL 
GWNVTDCKICFEYGLYYSPVSTPADFRSLA
Sbjct  361  
ESRVSLGYLNQSFQNAVMDGIRYGLGQGLCGWNVTDCKICFEYGLYYSPVSTPADFRSLA  420

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            PIVLEQALK+SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ
+KKDEVVFTGE
Sbjct  421  
PIVLEQALKKSGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQIKKDEVVFTGE  480

Query  581  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            IPARCIQAYRTDLAFYTNGRSVCLTELKGYQA VG+P+IQPRRPNSRLDKVRHMF 
K+
Sbjct  481  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQATVGEPIIQPRRPNSRLDKVRHMFSKI  538

>KFI74536.1 tetracycline resistance protein tetW [Bifidobacterium 
pseudolongum 
subsp. globosum]



Length=524

 Score = 1023 bits (2646),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 500/508 (98%), Positives = 503/508 (99%), Gaps = 0/508 
(0%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV
Sbjct  1    
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV
Sbjct  61   
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            LEENTDIEAWDAVIENND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY
+GSAK GL
Sbjct  121  
LEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGL  180

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG
Sbjct  181  
GIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  240

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            REKLKITEMRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPM
Sbjct  241  
REKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPM  300

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE
Sbjct  301  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  360

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS
Sbjct  361  



KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  420

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE
Sbjct  421  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  480

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSR  553
            QALKESGTQLLEPYLSFILYAPQEYLSR
Sbjct  481  QALKESGTQLLEPYLSFILYAPQEYLSR  508

>AMP56474.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=504

 Score = 1013 bits (2618),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 495/504 (98%), Positives = 499/504 (99%), Gaps = 0/504 
(0%)

Query  71   
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKI  130
            
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKI
Sbjct  1    
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKI  60

Query  131  
DQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYI  190
            DQAGVDLQSVVQSVRDKLSA+IIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYI
Sbjct  61   
DQAGVDLQSVVQSVRDKLSANIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYI  120

Query  191  
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC  250
            AGEPISREKL REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALC
Sbjct  121  
AGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALC  180

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYP  310
            
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
Sbjct  181  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQ  240

Query  311  
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD



Sbjct  241  
GEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  300

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
            
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH
Sbjct  301  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  360

Query  431  
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF  490
            
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF
Sbjct  361  
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF  420

Query  491  
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEY  550
            
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEY
Sbjct  421  
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEY  480

Query  551  LSRAYHDAPKYCATIETAQVKKDE  574
            LSRAYHDAPKYCATIETAQVKKDE
Sbjct  481  LSRAYHDAPKYCATIETAQVKKDE  504

>WP_070087585.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Bacteria]
 CVI73754.1 Tetracycline resistance protein TetO [Eubacteriaceae 
bacterium 
CHKCI004]
 SHK50999.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
lactatifermentans DSM 14214]
 OUN91760.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Blautia sp. An46]
 OUO24576.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Eubacterium sp. An3]
 OUO72196.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Anaeromassilibacillus sp. An250]
 OUO81366.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Blautia sp. An249]
 OUO82615.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Flavonifractor plautii]
 OUQ03730.1 tetracycline resistance ribosomal protection protein 



Tet(32) 
[[Clostridium] spiroforme]
 OUQ05897.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[[Clostridium] spiroforme]
 OUQ07079.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Erysipelatoclostridium sp. An15]
 OUQ17054.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Lachnoclostridium sp. An138]
 OUQ28373.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Lachnoclostridium sp. An131]
 OUQ45027.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Drancourtella sp. An12]
 OUQ51788.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Lachnoclostridium sp. An118]
Length=639

 Score = 972 bits (2512),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 455/638 (71%), Positives = 541/638 (85%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGA+ E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAVPELGSVDKGTTRTDTMLLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   K+NIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR+LFHAL
+KM 
Sbjct  61   
TSFGWKNYKINIVDTPGHMDFLAEVYRSLAVLDGAILVVSAKDGVQAQTRVLFHALQKMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKIDQ G+DLQSV Q++R+KLS D+++ Q VSL+PE+ L +  DIE WD
++I 
Sbjct  121  
IPTIIFVNKIDQEGIDLQSVYQNIREKLSDDVMVMQDVSLTPEVSLTDIEDIEKWDSIIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKYIAGEP+  + L RE+ RR+Q+ SLFP+Y+GSAK  +G + L++ +   
F  
Sbjct  181  
GNDELLEKYIAGEPLKIQDLQREKCRRMQNGSLFPIYHGSAKNNIGTEKLIEVIAETFTS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCGSVFK+EYTD  +R VYLRLYSGTL LRDT+ L   
+KLKITEMRIPS G
Sbjct  241  
GADNDQSELCGSVFKIEYTDQKKRLVYLRLYSGTLHLRDTILLPQNQKLKITEMRIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EI+  DTA  GEIVIL +D+++LND LG+   LPRK W ++P+P+LRTT+ P+   
QR+ 
Sbjct  301  
EIIPADTACCGEIVILTNDTLKLNDTLGNVELLPRKAWEKNPIPLLRTTVEPQNQEQRDL  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL   VD+ITHEII+SFLG+VQLEVV +LL E+Y +   VKEP
+VIY
Sbjct  361  
LLNALTEIADTDPLLHYYVDTITHEIIISFLGKVQLEVVCSLLVERYHVNINVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK AS+TIHIEVPPNPFWASIGL+VTPL  GSG +++S
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPLKTASYTIHIEVPPNPFWASIGLTVTPLPAGSGTRFKSKVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFRSLAPIVLEQALK 
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWEVTDCEICFDYGVYYSPVSTPADFRSLAPIVLEQALKRAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEY+SRAY+DAPKYCA IE+  +K DEV+FTGEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYISRAYNDAPKYCAVIESTLLKNDEVIFTGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV+QPRRPNSRLDKVRHMFQK+
Sbjct  601  SVCLTELKGYQEISGEPVLQPRRPNSRLDKVRHMFQKI  638

>APO27487.1 ferrous iron transport protein B [uncultured bacterium]
 APO27589.1 ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 971 bits (2510),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 455/638 (71%), Positives = 541/638 (85%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGA+ E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  6    
MKIINIGILAHVDAGKTTLTESLLYTSGAVPELGSVDKGTTRTDTMLLERQRGITIQTAV  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   K+NIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR+LFHAL
+KM 
Sbjct  66   
TSFGWKNYKINIVDTPGHMDFLAEVYRSLAVLDGAILVVSAKDGVQAQTRVLFHALQKMK  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKIDQ G+DLQSV Q++R+KLS D+++ Q VSL+PE+ L +  DIE WD
++I 
Sbjct  126  
IPTIIFVNKIDQEGIDLQSVYQNIREKLSDDVMVMQDVSLTPEVSLTDIEDIEKWDSIIA  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKYIAGEP+  + L RE+ RR+Q+ SLFP+Y+GSAK  +G + L++ +   
F  
Sbjct  186  
GNDELLEKYIAGEPLKIQDLQREKCRRMQNGSLFPIYHGSAKNNIGTEKLIEVIAETFTS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCGSVFK+EYTD  +R VYLRLYSGTL LRDT+ L   
+KLKITEMRIPS G
Sbjct  246  
GADNDQSELCGSVFKIEYTDQKKRLVYLRLYSGTLHLRDTILLPQNQKLKITEMRIPSNG  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EI+  DTA  GEIVIL +D+++LND LG+   LPRK W ++P+P+LRTT+ P+   
QR+ 
Sbjct  306  
EIIPADTACCGEIVILTNDTLKLNDTLGNVELLPRKAWEKNPIPLLRTTVEPQNQEQRDL  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL   VD+ITHEII+SFLG+VQLEVV +LL E+Y +   VKEP
+VIY
Sbjct  366  
LLNALTEIADTDPLLHYYVDTITHEIIISFLGKVQLEVVCSLLVERYHVNINVKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            +ERPLK AS+TIHIEVPPNPFWASIGL+VTPL  GSG +++S
+VSLGYLNQSFQNAV +G
Sbjct  426  
LERPLKTASYTIHIEVPPNPFWASIGLTVTPLPAGSGTRFKSKVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFRSLAPIVLEQALK 
+GTQLLEPYL
Sbjct  486  
VRYGMEQGLYGWEVTDCEICFDYGVYYSPVSTPADFRSLAPIVLEQALKRAGTQLLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEY+SRAY+DAPKYCA IE+  +K DEV+FTGEIPARCI  YR DL 
FYTNGR
Sbjct  546  
SFTLFAPQEYISRAYNDAPKYCAVIESTLLKNDEVIFTGEIPARCIGEYRNDLNFYTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV+QPRRPNSRLDKVRHMFQK+
Sbjct  606  SVCLTELKGYQEISGEPVLQPRRPNSRLDKVRHMFQKI  643

>AMP50126.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=482

 Score = 971 bits (2510),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 470/482 (98%), Positives = 477/482 (99%), Gaps = 0/482 
(0%)

Query  158  
VSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVY  217
            +SLSPEIVLEENTDIEAWDAVIENND+LLEKYIAGEPISREKL 
REEQRRVQDASLFPVY
Sbjct  1    
MSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQRRVQDASLFPVY  60

Query  218  
YGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL  277
            +GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRL
Sbjct  61   
HGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL  120

Query  278  
RDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
            RDTVALAGREKLKITEMRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKR
Sbjct  121  
RDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKR  180

Query  338  



WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
            
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE
Sbjct  181  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  240

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG
Sbjct  241  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  300

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR
Sbjct  301  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  360

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF
Sbjct  361  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  420

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            TGEIPARCIQAYRTDLAFYTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR
+MFQK
Sbjct  421  
TGEIPARCIQAYRTDLAFYTNGQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQK  480

Query  638  VM  639
            +M
Sbjct  481  IM  482

>WP_009266810.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lachnospiraceae bacterium 1_4_56FAA]
 EGN31145.1 tetracycline resistance protein tetW [Lachnospiraceae 
bacterium 
1_4_56FAA]
Length=646

 Score = 966 bits (2496),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 453/637 (71%), Positives = 539/637 (85%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL EVYRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNGYKINIVDTPGHMDFLTEVYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L +  Q++++KLS DIII Q V+L+PE+ LE  TD+E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQYGINLHNTYQNIKEKLSTDIIIMQNVTLTPEVSLENITDLEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKYIAGE ++ ++L +EE  RVQ  SLFP+Y+GSAK  +G Q L++ ++ 
+F  
Sbjct  181  
GNDRLLEKYIAGETLTVQELKQEEYGRVQKGSLFPIYHGSAKNNIGTQQLIEVISDIFCS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++  + LCGSVFK+EYTD  QR  YLRLYSGTL LRDT+ L+ ++K+K+TEM 
IPS G
Sbjct  241  
EMDKSQSELCGSVFKIEYTDRKQRLAYLRLYSGTLHLRDTIILSEKKKMKLTEMYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T+ A  G+IVILP+D ++LND++G+   LP   W ++P+PMLRT I P    
QRE 
Sbjct  301  
EMIQTEIARSGDIVILPNDILKLNDIVGNEKMLPCNAWNDNPVPMLRTMIEPIKPEQREY  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL+EKY ++  VKEP
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLTEKYHIDINVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLSVTPL +GSG+QYES
+VSLGYLNQSFQNAV DG
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSVTPLPIGSGIQYESKVSLGYLNQSFQNAVMDG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTPADFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
IDYGLEQGLYGWKVTDCKICFEYGVYYSPVSTPADFRFLAPIVLEQVLKKTGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+ PQEYLSRAY+DAP+YCA IET+Q K DEV+FTG IP RCI AYR  L  
YTNG+
Sbjct  541  
SFTLFTPQEYLSRAYNDAPQYCAIIETSQPKNDEVIFTGHIPVRCISAYRNALTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +VCLTELKGYQAA  +PVIQ RRPNSR+DKVRHMF K
Sbjct  601  AVCLTELKGYQAAACEPVIQSRRPNSRIDKVRHMFNK  637

>APO27459.1 EF-G: translation elongation factor [uncultured 
bacterium]
Length=476

 Score = 964 bits (2492),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 465/476 (98%), Positives = 473/476 (99%), Gaps = 0/476 
(0%)

Query  164  
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
            
+VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK
Sbjct  1    
MVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  60

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL
Sbjct  61   
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  120

Query  284  
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL
Sbjct  121  
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL  180

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            PMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL
Sbjct  181  



PMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  240

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            SEKYKLETVVKEP+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESR
Sbjct  241  
SEKYKLETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESR  300

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV
Sbjct  301  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  360

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            LEQALKESGTQLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPA
Sbjct  361  
LEQALKESGTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPA  420

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            RCIQAYRTDLAFYTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  421  RCIQAYRTDLAFYTNGQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  
476

>WP_059430671.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter fetus]
 CUU82673.1 tetracycline resistance protein [Campylobacter fetus 
subsp. fetus]
Length=646

 Score = 963 bits (2490),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 451/637 (71%), Positives = 538/637 (84%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL EVYRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   



TSFNWNGYKINIVDTPGHMDFLTEVYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L +  Q++++KLS DIII Q V+L+PE+ LE  TD+E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQYGINLHNTYQNIKEKLSTDIIIMQNVTLTPEVSLENITDLEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKYI GE ++ ++L +EE  +VQ  SLFP+Y+GSAK  +G Q L++ ++ 
+F  
Sbjct  181  
GNDRLLEKYITGETLTVQELKQEEYEQVQKGSLFPIYHGSAKNNIGTQQLIEVISDIFCS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++  + LCGSVFK+EYTD  QR  YLRLYSGTL LRDT+ L+ ++K+K+TEM 
IPS G
Sbjct  241  
EMDKSQSELCGSVFKIEYTDRKQRLAYLRLYSGTLHLRDTIILSEKKKMKLTEMYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T+ A  G+IVILP+D+++LND++G+   LP   W ++P+PMLRT I P    
QRE 
Sbjct  301  
EMIQTEIACSGDIVILPNDTLKLNDIVGNEKMLPCNAWNDNPVPMLRTMIEPIKPEQREY  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL+EKY ++  VKEP
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLTEKYHIDINVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLSVTPL +GSG+QYES
+VSLGYLNQSFQNAV DG
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSVTPLPIGSGIQYESKVSLGYLNQSFQNAVMDG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTPADFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
IDYGLEQGLYGWKVTDCKICFEYGVYYSPVSTPADFRFLAPIVLEQVLKKTGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L  PQEYLSRAY+DAP+YCA IET+Q K DEV+FTG IP RCI AYR  L  



YTNG+
Sbjct  541  
SFTLSTPQEYLSRAYNDAPQYCAIIETSQPKNDEVIFTGHIPVRCISAYRNALTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +VCLTELKGYQAA  +PVIQ RRPNSR+DKVRHMF K
Sbjct  601  AVCLTELKGYQAAACEPVIQSRRPNSRIDKVRHMFNK  637

>APO28175.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=633

 Score = 959 bits (2480),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 449/632 (71%), Positives = 535/632 (85%), Gaps = 0/632 
(0%)

Query  7    
GILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWH  66
            GILAHVDAGKTTLTESLLY SGA+ E GSV+KGTTRTDTM LERQRGITIQ 
AVTSF W 
Sbjct  1    
GILAHVDAGKTTLTESLLYTSGAVPELGSVDKGTTRTDTMLLERQRGITIQTAVTSFGWK  60

Query  67   
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIF  126
              K+NIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR+LFHAL+KM 
IPT+IF
Sbjct  61   
NYKINIVDTPGHMDFLAEVYRSLAVLDGAILVVSAKDGVQAQTRVLFHALQKMKIPTIIF  120

Query  127  
INKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLL  186
            +NKIDQ G+DLQSV Q++R+KLS D+++ Q VSL+PE+ L +  DIE WD++I  
ND+LL
Sbjct  121  
VNKIDQEGIDLQSVYQNIREKLSDDVMVMQDVSLTPEVSLTDIEDIEKWDSIIAGNDELL  180

Query  187  
EKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS  246
            EKYIAGEP+  + L RE+ RR+Q+ SLFP+Y+GSAK  +G + L++ +   F    
+   
Sbjct  181  
EKYIAGEPLKIQDLQREKCRRMQNGSLFPIYHGSAKNNIGTEKLIEVIAETFTSGADNDQ  240

Query  247  
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTD  306
            + LCGSVFK+EYTD  +R VYLRLYSGTL LRDT+ L   +KLKITEMRIPS GEI
+  D
Sbjct  241  
SELCGSVFKIEYTDQKKRLVYLRLYSGTLHLRDTILLPQNQKLKITEMRIPSNGEIIPAD  300

Query  307  



TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            TA  GEIVIL +D+++LND LG+   LPRK W ++P+P+LRTT+ P+   QR+ LL
+ALT
Sbjct  301  
TACCGEIVILTNDTLKLNDTLGNVELLPRKAWEKNPIPLLRTTVEPQNQEQRDLLLNALT  360

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            ++ADTDPLL   VD+ITHEII+SFLG+VQLEVV +LL E+Y +   VKEP+VIY
+ERPLK
Sbjct  361  
EIADTDPLLHYYVDTITHEIIISFLGKVQLEVVCSLLVERYHVNINVKEPTVIYLERPLK  420

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             AS+TIHIEVPPNPFWASIGL+VTPL  GSG +++S+VSLGYLNQSFQNAV +G
+RYG+E
Sbjct  421  
TASYTIHIEVPPNPFWASIGLTVTPLPAGSGTRFKSKVSLGYLNQSFQNAVMEGVRYGME  480

Query  487  
QGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            QGL+GW VTDC+ICF+YG+YYSPVSTPADFRSLAPIVLEQALK +GTQLLEPYLSF 
L+A
Sbjct  481  
QGLYGWEVTDCEICFDYGVYYSPVSTPADFRSLAPIVLEQALKRAGTQLLEPYLSFTLFA  540

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            PQEY+SRAY+DAPKYCA IE+  +K DEV+FTGEIPARCI  YR DL 
FYTNGRSVCLTE
Sbjct  541  
PQEYISRAYNDAPKYCAVIESTLLKNDEVIFTGEIPARCIGEYRNDLNFYTNGRSVCLTE  600

Query  607  LKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LKGYQ   G+PV+QPRRPNSRLDKVRHMFQK+
Sbjct  601  LKGYQEISGEPVLQPRRPNSRLDKVRHMFQKI  632

>SCJ12353.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Blautia sp.]
 SCJ19923.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=639

 Score = 945 bits (2442),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 449/639 (70%), Positives = 533/639 (83%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIGILAHVDAGKTTLTESLLY SGAI EPGSV+KGTTRTD+M LERQR 
ITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIMEPGSVDKGTTRTDSMALERQRKITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF+W   KVN+VDTPGHMDFL EV+RSL+VLDGAILV+SAKDGVQAQTR
+LFHALRKM 
Sbjct  61   
TSFRWKGYKVNLVDTPGHMDFLTEVHRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ+GV L+   Q++R+KL+ D+I+ Q V L  EI+L +  D E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQSGVVLEQTYQNIREKLTEDMIVMQEVHLCSEIILSDVADFEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +LEKY++G P++  +L +E +RRVQ  +LFPVY+GSAK  +G++ L++ +T 
+F  
Sbjct  181  
GNDDILEKYLSGVPLTLWELQKEIKRRVQRGTLFPVYHGSAKDNIGVKELLEVITEVFSL  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFK+EYT+  +RR YLRLYSGTL LR+T+ L+ +EK+KITEM 
IP  G
Sbjct  241  
ETDDSQSELCGYVFKIEYTEQKKRRCYLRLYSGTLCLRETILLSKKEKIKITEMSIPFDG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV TDTA  GEIVIL  ++++LNDVLGD   LPRK W + PLP  RTTI P  A 
QRE 
Sbjct  301  
EIVPTDTADSGEIVILSDNTLKLNDVLGDEKLLPRKAWTDSPLPFFRTTIEPIKAEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLL   +DSITHEIILSFLGRVQLEVV +LL+EKY +E  +KEP
+VIY
Sbjct  361  
LLDALTEIADTDPLLHFMIDSITHEIILSFLGRVQLEVVCSLLNEKYGVEVAIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K A +TIHIEVPPNPFWASIGL+VTPL +GSG++YES
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPRKEAHYTIHIEVPPNPFWASIGLAVTPLPVGSGIEYESKVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQG++GW VTDC+ICFEYG+YYSPVSTPADFR LAP+VLEQ LK++GTQ
+LEPYL
Sbjct  481  
IRYGLEQGVYGWEVTDCRICFEYGVYYSPVSTPADFRFLAPVVLEQVLKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAYHDA KY A IET  +K +E + TGEIPAR I  Y++DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYHDAVKYDAVIETTSLKNNEAILTGEIPARRIGEYKSDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ   G+PV+QPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQETSGEPVVQPRRPNSRLDKVRHMFQKIM  639

>AMP50067.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 942 bits (2436),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 439/638 (69%), Positives = 534/638 (84%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFHKL  638

>WP_074390203.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 941 bits (2431),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 434/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQSMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+PS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_055195147.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Dorea longicatena]
 CUO42590.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Dorea 
longicatena]
Length=639

 Score = 941 bits (2431),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+PS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_107435213.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] lavalense]
 PST32733.1 tetracycline resistance ribosomal protection protein 
[[Clostridium] 
lavalense]
Length=639

 Score = 940 bits (2430),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 447/639 (70%), Positives = 532/639 (83%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI EPGSV+KGTTRTD+M LERQR 
ITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIMEPGSVDKGTTRTDSMALERQRKITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF+W   KVN+VDTPGHMDFL EV+RSL+VLDGAILV+SAKDGVQAQTR
+LFHALRKM 
Sbjct  61   
TSFRWKGYKVNLVDTPGHMDFLTEVHRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ+GV L+   Q++R+KL+ D+I+ Q V L  EI+L +  D E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQSGVVLEQTYQNIREKLTEDMIVMQEVHLCSEIILSDVADFEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +LEKY++G P++  +L +E +RRVQ  +LFPVY+GSAK  +G++ L++ +T 
+F  
Sbjct  181  
GNDDILEKYLSGVPLTLWELQKEIKRRVQRGTLFPVYHGSAKDNIGVKELLEVITEVFSL  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFK+EYT+  +RR YLRLYSGTL LR+T+ L+ +EK+KITEM 
IP  G
Sbjct  241  
ETDDSQSELCGYVFKIEYTEQKKRRCYLRLYSGTLCLRETILLSKKEKIKITEMSIPFDG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV TDTA  GEIVIL  ++++LNDVLGD   LPRK W ++PLP  RTTI P  A 
QR  
Sbjct  301  
EIVPTDTADSGEIVILSDNTLKLNDVLGDEKLLPRKAWTDNPLPFFRTTIEPIKAEQRGV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLL   +DSITHEIILSFLG+VQLEVV +LL+EKY +E  +KEP
+VIY
Sbjct  361  
LLDALTEIADTDPLLHFMIDSITHEIILSFLGKVQLEVVCSLLNEKYSVEVAIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K A +TIHIEVPPNPFWASIGL+VTPL +GSG +YES
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPRKEAHYTIHIEVPPNPFWASIGLAVTPLPVGSGTEYESKVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQG++GW VTDC+ICFEYG+YYSPVSTPADFR LAP+VLEQ LK++GTQ
+LEPYL
Sbjct  481  
IRYGLEQGVYGWEVTDCRICFEYGVYYSPVSTPADFRFLAPVVLEQVLKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAYHDA KY A IET  +K +E + TGEIPAR I  Y++DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYHDAVKYDAVIETTSLKNNEAILTGEIPARRIGEYKSDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ   G+PV+QPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQETSGEPVVQPRRPNSRLDKVRHMFQKIM  639

>APO27580.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 939 bits (2427),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 445/639 (70%), Positives = 526/639 (82%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI EPGSV+KGTTRTD+M 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIMEPGSVDKGTTRTDSMALERQRGITIQAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   KVN+VDTPGHMDFLAEVYRSL+VLDGAILV+SAKDGVQAQTR
+LFHALRKM 
Sbjct  61   
TSFHWKEYKVNLVDTPGHMDFLAEVYRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G       Q++R+KL+ D+++ Q V L  E+ L +  D E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQEGFVPAHTYQNIREKLTEDMMVMQEVHLFSELTLSDVADFEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G P++  +L  E +RRVQ  + FPVY+GSAK+ +G + L+D +T 
+F  
Sbjct  181  
GNDDLLEKYLSGAPLTLRELQEEIKRRVQQGTFFPVYHGSAKENIGTKELLDVITDIFSS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFK+EYT+  +RR Y+RLYSGTL LR+T+ L  REK+KITEM 
IP KG
Sbjct  241  
KTDNCQSVLCGYVFKIEYTEQKKRRCYVRLYSGTLCLRETIFLQKREKIKITEMSIPFKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV+ DTA  GEIVIL  ++++LND+LGD   LPRK W ++PLP+LRTTI P  A 
QRE 
Sbjct  301  
EIVQKDTADSGEIVILSDNTLKLNDILGDEKLLPRKAWTDNPLPLLRTTIEPAKAEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  +D +THEIILSFLG+VQLEVV +LL+EKY +E  VKEP
+VIY
Sbjct  361  
LLDALTEIADTDPLLRFVIDPVTHEIILSFLGKVQLEVVCSLLNEKYGIEAEVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K   +TIHIEVPPNPFWASIGL+VTPL  GSG +YES
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPRKEEHYTIHIEVPPNPFWASIGLAVTPLPAGSGTEYESKVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I+YGLEQG++GW VTDC+ICFEYG+YYSPVSTPADFR LAP+VLE ALK++GTQ
+LEPYL
Sbjct  481  



IQYGLEQGVYGWEVTDCRICFEYGIYYSPVSTPADFRFLAPVVLELALKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAYHDA KY A IET  +K +E + TGEIPAR I  Y++DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYHDAVKYDAVIETTSIKNNEAILTGEIPARRIGEYKSDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ   G+P +QPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQETSGEPAVQPRRPNSRLDKVRHMFQKIM  639

>WP_053865959.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 KPA66079.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 939 bits (2426),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_074924842.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] clostridioforme]
 SFG19940.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
clostridioforme]
 APO28178.1 ferrous iron transport protein B [uncultured bacterium]



Length=639

 Score = 938 bits (2424),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 445/639 (70%), Positives = 526/639 (82%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI EPGSV+KGTTRTD+M 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIMEPGSVDKGTTRTDSMALERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   KVN+VDTPGHMDFLAEVYRSL+VLDGAILV+SAKDGVQAQTR
+LFHALRKM 
Sbjct  61   
TSFHWKEYKVNLVDTPGHMDFLAEVYRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G       Q++R+KL+ D+++ Q V L  E+ L +  D E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQEGFVPAHTYQNIREKLTEDMMVMQEVHLFSELTLSDVADFEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G P++  +L  E +RRVQ  + FPVY+GSAK+ +G + L+D +T 
+F  
Sbjct  181  
GNDDLLEKYLSGAPLTLRELQEEIKRRVQQGTFFPVYHGSAKENIGTKELLDVITDIFSS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFK+EYT+  +RR Y+RLYSGTL LR+T+ L  REK+KITEM 
IP KG
Sbjct  241  
KTDNCQSELCGYVFKIEYTEQKKRRCYVRLYSGTLCLRETIFLQKREKIKITEMSIPFKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV+ DTA  GEIVIL  ++++LND+LGD   LPRK W ++PLP+LRTTI P  A 
QRE 
Sbjct  301  
EIVQKDTADSGEIVILSDNTLKLNDILGDEKLLPRKAWTDNPLPLLRTTIEPAKAEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  +D +THEIILSFLG+VQLEVV +LL+EKY +E  VKEP
+VIY
Sbjct  361  



LLDALTEIADTDPLLRFVIDPVTHEIILSFLGKVQLEVVCSLLNEKYGIEAEVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K   +TIHIEVPPNPFWASIGL+VTPL  GSG +YES
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPRKEEHYTIHIEVPPNPFWASIGLAVTPLPAGSGTEYESKVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I+YGLEQG++GW VTDC+ICFEYG+YYSPVSTPADFR LAP+VLE ALK++GTQ
+LEPYL
Sbjct  481  
IQYGLEQGVYGWEVTDCRICFEYGIYYSPVSTPADFRFLAPVVLELALKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAYHDA KY A IET  +K +E + TGEIPAR I  Y++DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYHDAVKYDAVIETTSIKNNEAILTGEIPARRIGEYKSDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ   G+P +QPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQETSGEPAVQPRRPNSRLDKVRHMFQKIM  639

>WP_105310307.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Dorea sp. Marseille-P4042]
 AMP51623.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP55141.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 937 bits (2423),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 445/639 (70%), Positives = 526/639 (82%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI EPGSV+KGTTRTD+M 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIIEPGSVDKGTTRTDSMALERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   KVN+VDTPGHMDFL EVYRSL+VLDGAILV+SAKDGVQAQTR
+LFHALRKM 
Sbjct  61   
TSFHWKEYKVNLVDTPGHMDFLTEVYRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G       Q++R+KL+ D+++ Q V L  E+ L +  D E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQEGFVPAQTYQNIREKLTEDMMVMQEVHLFSELTLSDVADFEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G P++  +L  E +RRVQ  + FPVY+GSAK+ +G + L+D +T 
+F  
Sbjct  181  
GNDDLLEKYLSGAPLTLRELQEEIKRRVQQGTFFPVYHGSAKENIGTKELLDVITDIFSS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFK+EYT+  +RR Y+RLYSGTL LR+T+ L  +EK+KITEM 
IP KG
Sbjct  241  
KTDNCQSELCGYVFKIEYTEQKKRRCYVRLYSGTLCLRETIFLQKKEKIKITEMSIPFKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV+TDTA  GEIVIL  ++++LND+LGD   LPRK W ++PLP+LRTTI P  A 
QRE 
Sbjct  301  
EIVQTDTADSGEIVILSDNTLKLNDILGDEKLLPRKAWTDNPLPLLRTTIEPAKAEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  +D +THEIILSFLG+VQLEVV +LL+EKY +E  VKEP
+VIY
Sbjct  361  
LLDALTEIADTDPLLRFVIDPVTHEIILSFLGKVQLEVVCSLLNEKYCIEAEVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERP K   +TIHIEVPPNPFWASIGL+VTPL  GSG +YES
+VSLGYLNQSFQNAV +G
Sbjct  421  
MERPRKEEHYTIHIEVPPNPFWASIGLAVTPLPAGSGTEYESKVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I+YGLEQG++GW VTDC+ICFEYG+YYSPVSTP+DFR LAPIVLE ALK++GTQ
+LEPYL
Sbjct  481  
IQYGLEQGVYGWEVTDCRICFEYGIYYSPVSTPSDFRFLAPIVLELALKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAYHDA KY A IET  +K +E + TGEIPAR I  Y++DL 
FYTNGR
Sbjct  541  



SFTLFAPQEYLSRAYHDAVKYDAVIETTSIKNNEAILTGEIPARRIGEYKSDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ   G+P +QPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQETSGEPAVQPRRPNSRLDKVRHMFQKIM  639

>WP_078768811.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Eubacterium coprostanoligenes]
 SJZ69450.1 ribosomal protection tetracycline resistance protein 
[Eubacterium 
coprostanoligenes]
Length=639

 Score = 937 bits (2422),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO28015.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 936 bits (2419),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 444/639 (69%), Positives = 525/639 (82%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI EPGSV+KGTTRTD+M 
LERQRGITIQAAV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYTSGAIMEPGSVDKGTTRTDSMALERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   KVN+VDTPGHMDFLAEVYRSL+VLDGAILV+SAKDGVQAQTR
+LFHALRKM 
Sbjct  61   
TSFHWKEYKVNLVDTPGHMDFLAEVYRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G       Q++R+KL+ D+++ Q V L  E+ L +  D E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQEGFVPAHTYQNIREKLTEDMMVMQEVHLFSELTLSDVADFEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G P++  +L  E +RRVQ  + FPVY+GSAK+ +G + L+D +T 
+F  
Sbjct  181  
GNDDLLEKYLSGAPLTLRELQEEIKRRVQQGTFFPVYHGSAKENIGTKELLDVITDIFSS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFK+EYT+  +RR Y+RLYSGTL LR+T+ L  REK+KITEM 
IP KG
Sbjct  241  
KTDNCQSELCGYVFKIEYTEQKKRRCYVRLYSGTLCLRETIFLQKREKIKITEMSIPFKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EI + DTA  GEIVIL  ++++LND+LGD   LPRK W ++PLP+LRTTI P  A 
QRE 
Sbjct  301  
EIFQKDTADSGEIVILSDNTLKLNDILGDEKLLPRKAWTDNPLPLLRTTIEPAKAEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  +D +THEIILSFLG+VQLEVV +LL+EKY +E  VKEP
+VIY
Sbjct  361  
LLDALTEIADTDPLLRFVIDPVTHEIILSFLGKVQLEVVCSLLNEKYGIEAEVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K   +TIHIEVPPNPFWASIGL+VTPL  GSG +YES
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPRKEEHYTIHIEVPPNPFWASIGLAVTPLPAGSGTEYESKVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I+YGLEQG++GW VTDC+ICFEYG+YYSPVSTPADFR LAP+VLE ALK++GTQ



+LEPYL
Sbjct  481  
IQYGLEQGVYGWEVTDCRICFEYGIYYSPVSTPADFRFLAPVVLELALKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAYHDA KY A IET  +K +E + TGEIPAR I  Y++DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYHDAVKYDAVIETTSIKNNEAILTGEIPARRIGEYKSDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQ   G+P +QPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCLTELKGYQETSGEPAVQPRRPNSRLDKVRHMFQKIM  639

>WP_002602099.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(32) [Bacteria]
 ABG36114.2 ribosomal protection type tetracycline resistance 
protein [Streptococcus 
salivarius]
 ABV82120.1 Tet32 [Lachnoanaerobaculum saburreum]
 ABV82122.1 Tet32 [Streptococcus salivarius]
 EEF68716.1 putative translation elongation factor G [Holdemania 
filiformis 
DSM 12042]
 EEG50113.1 putative translation elongation factor G [Blautia 
hydrogenotrophica 
DSM 10507]
 EFE91639.1 putative translation elongation factor G [Oribacterium 
sp. oral 
taxon 078 str. F0262]
 AEQ21926.1 conserved hypothetical protein [Acidaminococcus 
intestini RyC-MR95]
 AET35525.1 Tet32 [uncultured bacterium]
 EHL19320.1 tetracycline resistance protein tetO [Peptoanaerobacter 
stomatis]
 EHO51309.1 putative translation elongation factor G 
[Lachnospiraceae bacterium 
oral taxon 082 str. F0431]
 EIC95420.1 tetracycline resistance protein TetM 
[Lachnoanaerobaculum saburreum 
F0468]
 EJO23765.1 tetracycline resistance protein TetM [Selenomonas sp. 
FOBRC6]
 ENY96130.1 tetracycline resistance protein TetM [[Clostridium] 
hathewayi 
12489931]
 AGU73073.1 putative tetracycline resistance protein [Streptococcus 
constellatus 
subsp. pharyngis C232]
 AGU74828.1 putative tetracycline resistance protein [Streptococcus 
constellatus 



subsp. pharyngis C818]
 ERI76192.1 putative translation elongation factor G [Clostridium 
sp. ATCC 
BAA-442]
 ESL02384.1 putative translation elongation factor G [Catonella 
morbi ATCC 
51271]
 KKI51860.1 Tetracycline resistance protein TetM [Catabacter 
hongkongensis]
 AKO36342.1 tetracycline resistance protein tetM [[Haemophilus] 
ducreyi]
 AKO37791.1 tetracycline resistance protein tetM [[Haemophilus] 
ducreyi]
 AKO39349.1 tetracycline resistance protein tetM [[Haemophilus] 
ducreyi]
 AKO41858.1 tetracycline resistance protein tetM [[Haemophilus] 
ducreyi]
 AKO42291.1 tetracycline resistance protein tetM [[Haemophilus] 
ducreyi]
 CUN72612.1 small GTP-binding protein domain [Hungatella hathewayi]
 KXB92909.1 putative translation elongation factor G 
[Veillonellaceae bacterium 
DNF00751]
 OCL29209.1 tetracycline resistance ribosomal protection protein 
[Criibacterium 
bergeronii]
 SCI12731.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCH93921.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Blautia sp.]
 OFT80598.1 tetracycline resistance ribosomal protection protein 
[Granulicatella 
sp. HMSC30F09]
 OKQ24379.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 PKB54612.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Clostridium sp. HMb25]
 PLT52817.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[[Ruminococcus] gnavus]
 PLT52858.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[[Ruminococcus] gnavus]
 PNH21646.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Megasphaera genomosp. type_2]
 PNV62583.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Clostridium sp. chh4-2]
 PSJ02767.1 tetracycline resistance ribosomal protection protein 



Tet(32) 
[Blautia sp. SG-772]
 PSL10817.1 ribosomal protection tetracycline resistance protein 
[Fusobacterium 
naviforme]
Length=639

 Score = 936 bits (2418),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 439/639 (69%), Positives = 537/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALTEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_044761229.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 AHH55325.1 tetracycline resistance protein [Streptococcus suis]
 CYU80554.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 935 bits (2417),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_055065785.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Blautia obeum]
 CUN78436.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Blautia 
obeum]
Length=639

 Score = 934 bits (2414),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002584856.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lachnoclostridium]
 EGB18591.1 putative translation elongation factor G 
[ [[Clostridium] symbiosum 
WAL-14673]
 ENZ58503.1 tetracycline resistance protein TetM [ [[Clostridium] 



clostridioforme 
90A6]
 ENZ58640.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
90A4]
 KMW09116.1 tetracycline resistance protein tetO [[Clostridium] 
clostridioforme 
WAL-7855]
 SFG14178.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
clostridioforme]
Length=639

 Score = 933 bits (2411),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/639 (68%), Positives = 536/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_073282779.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Anaerosporobacter mobilis]
 SHM07585.1 ribosomal protection tetracycline resistance protein 
[Anaerosporobacter 
mobilis DSM 15930]
Length=639

 Score = 932 bits (2410),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/639 (69%), Positives = 535/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASCTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_063725249.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 ANC99818.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
suis]
Length=639

 Score = 932 bits (2410),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP47017.1 TetM-TetW-TetO-TetS [uncultured bacterium]



Length=639

 Score = 932 bits (2410),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFL E YR+L+VLDGA+LVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLTEAYRALSVLDGAVLVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  



LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002605705.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Hungatella hathewayi]
 ENY89979.1 tetracycline resistance protein TetM [[Clostridium] 
hathewayi 
12489931] [Hungatella hathewayi 12489931]
Length=639

 Score = 932 bits (2410),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/639 (69%), Positives = 536/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALTEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW  TDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGGTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR



Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_055257520.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Anaerostipes hadrus]
 CUM70860.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Anaerostipes 
hadrus]
Length=639

 Score = 932 bits (2409),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  



STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105105938.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 932 bits (2408),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP50690.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 932 bits (2408),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_003505402.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(32) [Firmicutes]
 ABV82118.1 Tet32 [Streptococcus parasanguinis]
 EDS08798.1 putative translation elongation factor G 
[ [[Clostridium] scindens 



ATCC 35704]
 EDS12311.1 putative translation elongation factor G [Anaerotruncus 
colihominis 
DSM 17241]
 ACH87088.1 Tet(32) [Escherichia coli]
 EGA91509.1 ribosomal protection type tetracycline resistance 
protein [ [[Clostridium] 
symbiosum WAL-14163]
 EHL15110.1 tetracycline resistance protein tetO [Peptoanaerobacter 
stomatis]
 EHO15797.1 small GTP-binding protein domain protein [Stomatobaculum 
longum]
 EJP24214.1 tetracycline resistance protein TetM 
[Peptostreptococcaceae bacterium 
AS15]
 EJZ70581.1 small GTP-binding protein domain protein 
[Lachnoanaerobaculum 
sp. OBRC5-5]
 AIK77516.1 tetracycline resistance protein tetM [Streptococcus 
anginosus]
 KMW18068.1 tetracycline resistance protein tetO [[Clostridium] 
citroniae 
WAL-19142]
 KXB52902.1 putative translation elongation factor G 
[Lachnoanaerobaculum 
saburreum]
 AMP53992.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 OFS50791.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC072D03]
 OHS92409.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC36C04]
 APO28870.1 Ferrous iron transport protein B [uncultured bacterium]
 OUP81678.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Lachnoclostridium sp. An169]
 AVM69083.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Lachnospiraceae bacterium oral taxon 500]
 PRT78934.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Streptococcus anginosus]
Length=639

 Score = 932 bits (2408),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/639 (68%), Positives = 534/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV



Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFYWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DLQ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLQCVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+   
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAIIETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASCTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_105153139.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQTAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_075759481.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Anaerostipes sp. 494a]
 OLR59286.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Anaerostipes 
sp. 494a]



Length=639

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+PS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  
+KEPSVIY
Sbjct  361  



LLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO32499.1 feoB: ferrous iron transport protein, partial 
[uncultured bacterium]
Length=635

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/635 (69%), Positives = 533/635 (84%), Gaps = 0/635 
(0%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM LERQRGITIQ 
AVTSF 
Sbjct  1    
NIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAVTSFC  60

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL+KM
+IPT+
Sbjct  61   
WNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMDIPTI  120

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD +I  



+D+
Sbjct  121  
IFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIISGSDE  180

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  F    
+ 
Sbjct  181  
LLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFITETDD  240

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM IPS 
GEIV 
Sbjct  241  
IQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNGEIVP  300

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   QRE 
LL+A
Sbjct  301  
ADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREALLNA  360

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L ++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   +KEPSVIY
+ERP
Sbjct  361  
LAEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIYLERP  420

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S VSLGYLNQSFQNAV +G
+RYG
Sbjct  421  
QKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEGVRYG  480

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            +EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYLSF L
Sbjct  481  
MEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYLSFTL  540

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
            +APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGRSVC+
Sbjct  541  
FAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGRSVCI  600

Query  605  TELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



            TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  TELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  635

>WP_070432258.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium sp. HMSC11H10]
 OFU53610.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 
sp. HMSC11H10]
Length=639

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTARSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_055159350.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Clostridiales]
 CUO37964.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
torques]
 SCI79103.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
 SCI58003.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
 SHJ73142.1 ribosomal protection tetracycline resistance protein 
[Hespellia 
stercorisuis DSM 15480]
Length=639



 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+PS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044774256.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYV12551.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044770894.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYU74129.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPAVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044677300.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYV10094.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVMDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024377848.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024397217.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639



 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P+   +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPLKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CDD17739.1 small GTP-binding protein domain [Clostridium sp. CAG:
798]
 CDE97032.1 small GTP-binding protein domain [Clostridium sp. CAG:
567]
Length=640

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/637 (68%), Positives = 532/637 (84%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 



VI 
Sbjct  121  
IPTIIFINKIDQYGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDEWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLL+KYIAGE ++ ++L +EE R V+  SLFP+Y+GSAK  +G Q L++A++ 
LF P
Sbjct  181  
KNDKLLKKYIAGEKLTIQELTQEEYRCVKKGSLFPIYHGSAKNNIGTQQLIEAISNLFCP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L+ ++K+K+TE+ 
IPS G
Sbjct  241  
EMNKNYSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIVLSEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T+    G+I I+P++++RLND++G+   LP   W + P+PMLRT I P    
+RE+
Sbjct  301  
EMIQTEIVCSGDIFIIPNNTLRLNDIIGNEKILPCNVWNDKPVPMLRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEI++SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYCVDTITHEIVISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQ YLSRAY+DA K+CA IET+Q K DE++FTG IP RCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQGYLSRAYNDAQKHCAIIETSQSKNDEIIFTGHIPVRCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637



            +V LTELKGYQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKGYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_000691759.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(O) [Terrabacteria group]
 P72533.1 RecName: Full=Tetracycline resistance protein TetO; 
Short=Tet(O)
 CAA69103.1 tet(O) [Streptococcus pneumoniae]
 EDP26737.1 putative translation elongation factor G [Coprococcus 
eutactus 
ATCC 27759]
 EDR45408.1 putative translation elongation factor G [Dorea 
formicigenerans 
ATCC 27755]
 EEB62247.1 putative translation elongation factor G 
[Corynebacterium amycolatum 
SK46]
 CBK82584.1 small GTP-binding protein domain [Coprococcus sp. 
ART55/1]
 EGJ26992.1 putative translation elongation factor G [Streptococcus 
porcinus 
str. Jelinkova 176]
 EPU28317.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-211]
 EPU31912.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-212]
 EPU53095.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00003]
 EPV07871.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00548]
 EPV30301.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00653]
 EPV57823.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00922]
 EPV77354.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00984]
 EPW16523.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 29376]
 EPW39142.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 44104]
 EPX00289.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-209]



 EPX24493.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 998A]
 ERI95065.1 putative translation elongation factor G [Blautia sp. 
KLE 1732]
 ESV55833.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
LMG 14747]
 ETJ94231.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae 
BV3L5]
 AHF59671.1 Tetracycline resistance protein TetO [Streptococcus suis 
05HAS68]
 KGF09145.1 tetracycline resistance protein tetM [Clostridiales 
bacterium 
S5-A14a]
 KIS12810.1 tetracycline resistance protein tetM [Streptococcus equi 
subsp. 
zooepidemicus SzAM60]
 COE25667.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 KLJ53112.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ70468.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK01279.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK02612.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK14071.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK35727.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK47555.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL34110.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL59626.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL89077.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CGG77682.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CIS35727.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CIS10940.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CJI03737.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CJH40353.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CNJ63018.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 COQ21058.1 tetracycline resistance protein tetM [Streptococcus 



pneumoniae]
 COO94127.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CQH67345.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 ALA28779.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 KPA55448.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 KPA58305.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 KPA61278.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV68424.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU35866.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU60528.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU04023.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU72955.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX11524.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX67867.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB01636.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV13084.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV59371.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB26707.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW19351.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYY19243.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV10867.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYY23935.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV11273.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX10453.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW39262.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX57268.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW67289.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW60217.1 tetracycline resistance protein tetM [Streptococcus 



suis]
 CYX42024.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX39412.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB03757.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX08611.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYT73643.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW79996.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV99367.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV95213.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX12234.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV42311.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYZ38604.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX39695.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX23843.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU51550.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU02839.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU12990.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZA73126.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW35162.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV91632.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU18540.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZA21454.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX68174.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW08979.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX21421.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX65547.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZA21682.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX75905.1 tetracycline resistance protein tetM [Streptococcus 



suis]
 CYX59072.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW78659.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB10165.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW43852.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW17882.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB46555.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB17217.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW40521.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU63862.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU46730.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYY44182.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZA90707.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV98172.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB07283.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU31261.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW41518.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU72514.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU40707.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV46194.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYZ62703.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU37204.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU36261.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV39697.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU37031.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYT94538.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV35909.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU82659.1 tetracycline resistance protein tetM [Streptococcus 



suis]
 CYW54868.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV74634.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV39577.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYT80511.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZA90777.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX23730.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU32071.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX32403.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV80772.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX18961.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX39829.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW85968.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW29482.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX16774.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW00920.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU49844.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX29167.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV88822.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV44287.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV53734.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV39181.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW40525.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYT66937.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX45190.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV06419.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW18158.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW71410.1 tetracycline resistance protein tetM [Streptococcus 



suis]
 CYV70921.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 AMU80520.1 putative elongation factor G [Streptococcus suis]
 ANJ64109.1 tetracycline resistance protein TetO [Streptococcus 
suis]
 OCL60731.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM51803.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM61078.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM64220.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 SCH35469.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Blautia sp.]
 AOO94963.1 tetracycline resistance protein TetO [Streptococcus 
suis]
 OFN92662.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC074F05]
 OFR64307.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC073A12]
 SFO47853.1 ribosomal protection tetracycline resistance protein 
[Eubacterium 
callanderi]
 OIX63345.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX64344.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX64959.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX66565.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX68556.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX70206.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX73945.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX76314.1 tetracycline resistance ribosomal protection protein 



[Streptococcus 
agalactiae serogroup III]
 OIX77737.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX80457.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX83808.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX87362.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OIX89873.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae serogroup III]
 OLN15430.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 
diphtheriae]
 AQY23908.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
agalactiae]
 OQO43522.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
hirae]
 OQO55540.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
hirae]
 ARS43228.1 TetO (plasmid) [Streptococcus suis]
 ASA79323.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
agalactiae]
 ASA89721.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
agalactiae]
 OXT30549.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
agalactiae]
 OXT46078.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
agalactiae]
 PLA54473.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
macedonicus]
 AUW26011.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
suis]
 PQC42738.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Enterococcus 
faecium]
Length=639

 Score = 931 bits (2407),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 432/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>SCI83194.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=639

 Score = 931 bits (2406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  



IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+E++ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEIICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_044991838.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYX92737.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 931 bits (2406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  



ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_006858004.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Roseburia intestinalis]
 EEV00180.1 putative translation elongation factor G [Roseburia 
intestinalis 
L1-82]
 APO32451.1 ferrous iron transport protein B [uncultured bacterium]
 APO32461.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 931 bits (2406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV



Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002935081.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 EEF65535.1 small GTP-binding protein [Streptococcus suis 89/1591]
Length=639

 Score = 931 bits (2406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P+   +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPLKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_009440328.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Selenomonas sp. oral taxon 138]
 EKX98430.1 putative translation elongation factor G [Selenomonas 
sp. oral 



taxon 138 str. F0429]
Length=639

 Score = 931 bits (2406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/639 (69%), Positives = 536/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   
+KEPSVIY



Sbjct  361  
LLNALTEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+I F+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQIWFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_014636938.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 AER17261.1 tetracycline resistance protein TetO [Streptococcus suis 
D9]
 ANJ63996.1 tetracycline resistance protein TetO [Streptococcus 
suis]
Length=639

 Score = 931 bits (2406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_014636291.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(O) [Streptococcus]
 ADO27720.1 tetracycline-resistance protein [Streptococcus suis]
 ADV69685.1 tetracycline resistance protein TetO [Streptococcus suis 
JS14]
 AET35518.1 Tet(O) [uncultured bacterium]
 AFC34419.2 tetracycline resistance protein TetO [Streptococcus 
suis]
 AFC34421.2 tetracycline resistance protein TetO [Streptococcus 
suis]
 AFC34423.2 tetracycline resistance protein TetO [Streptococcus 
suis]
 AGG64056.1 translation elongation factor (GTPases) [Streptococcus 
suis SC070731]
 KPA66912.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 KPA69361.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX59327.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZA11587.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYZ42026.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYY15736.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV76857.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV92832.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU71737.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU57389.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYU57789.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX41575.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV02921.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 AMP53470.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 ANJ64642.1 tetracycline resistance protein TetO [Streptococcus 
suis]



 ANJ64768.1 tetracycline resistance protein TetO [Streptococcus 
suis]
 AOM74538.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
suis]
 GAW39207.1 tetO [Streptococcus suis]
 AUC91423.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
suis]
 AUC91551.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
suis]
 AUS90966.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 AUW23615.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
suis]
Length=639

 Score = 931 bits (2406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO28702.1 ferrous iron transport protein B [uncultured bacterium]
 APO31191.1 Ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 931 bits (2405),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+PS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  



MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP50099.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 931 bits (2405),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  



Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP49403.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 931 bits (2405),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 432/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_055182589.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Eubacterium] hallii]
 CUM89219.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Eubacterium] 
hallii]
 AMP55326.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 931 bits (2405),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105157116.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 



QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105145235.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK+SGT
+LLEPYL
Sbjct  481  



VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKSGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AUS90925.1 tetracycline resistance protein TetO [Streptococcus 
suis]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 



+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>SCJ84798.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Lachnospira sp.]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/639 (69%), Positives = 535/639 (84%), Gaps = 0/639 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILF+AL
+KMN
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFNALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKIDQ G+DL+ V QS++DKL++D+I+ Q V+LSP+I + + +D++ WD 
VI 
Sbjct  121  
IPTIIFVNKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVALSPKITITDISDLDKWDIVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A +P+  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDPLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYTD  +R  YLRLY GTL LRD + L+ ++K+KITEM 
IP  G
Sbjct  241  
ETDDIQSELCGYVFKVEYTDRKKRLTYLRLYHGTLHLRDELPLSKKKKIKITEMCIPLNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIV+L  D+++LND+LG+   LP+K   +DP+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHADPGEIVVLADDTLKLNDILGNEKLLPQKTRIDDPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +  V 
KEPSVIY
Sbjct  361  
LLNALVEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVVTKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  



LERPQKKASCTIHIEVPPNPFWASIGLTVTPLPIGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAPIVLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPIVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKVRHMFQKIM  639

>AMP57970.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  



Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP51260.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 432/638 (68%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPSVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYG YYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGFYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_055284540.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Dorea longicatena]
 CUQ12588.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Dorea 
longicatena]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWASIGLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASIGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_044776625.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYU85363.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNHDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_008399617.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Firmicutes]
 EFE10671.1 putative translation elongation factor G [Clostridium 
sp. M62/1]
 CBK88143.1 small GTP-binding protein domain [Faecalitalea 
cylindroides T2-87]
 AGW28732.1 translation elongation factors (GTPases) [uncultured 
bacterium 
EB2]
 CUO21707.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Coprococcus 
comes]
 CUP42488.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Coprococcus 
comes]



 CUQ29424.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Fusicatenibacter 
saccharivorans]
 CUQ04507.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Blautia 
obeum]
 CUN87004.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Blautia 
wexlerae]
 CUP89135.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Blautia 
wexlerae]
 CUN15740.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
torques]
 SCI61689.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCI86029.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Blautia sp.]
 PLT59941.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Ruminococcus] gnavus]
Length=639

 Score = 930 bits (2404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_105158873.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein [Streptococcus suis]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY



Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_087378658.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Clostridiales]
 OUP77054.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Anaeromassilibacillus 
sp. An172]
 PST39197.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lachnoclostridium sp. SNUG30386]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_076773831.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium amycolatum]
 OMQ01622.1 tetracycline resistance ribosomal protection protein 
[Corynebacterium 
amycolatum]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPG V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGGVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP55043.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=643

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  5    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  64

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  65   
TSFYWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  124

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DLQ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  125  
IPTIIFINKIDQNGIDLQCVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  184

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+   
F  
Sbjct  185  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAIIETFIT  244

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  245  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  304

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  305  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  364

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  365  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  424

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  425  



MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  484

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  485  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  544

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  545  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  604

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  605  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  642

>WP_063856401.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
 CAL69903.1 tetracycline resistance protein [Streptococcus pyogenes]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYTSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVYYGSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELQQEESIRFHNCSLFPVYYGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044772610.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Streptococcus suis]
 CYZ56297.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYZ54792.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYZ82313.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 



Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E   KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAETKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044769057.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYU72128.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL  A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLGKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044762341.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYU07592.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +K+P
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024413659.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYZ51529.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB07794.1 tetracycline resistance protein tetM [Streptococcus 



suis]
 CZB00149.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYY40641.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYZ15349.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZA07034.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB10861.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZB11365.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024402538.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 930 bits (2403),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105135974.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_099778982.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639



 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_074413645.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTR DTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRIDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP50505.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEMR
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMRVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_006427719.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lachnospiraceae]
 EDM61985.1 putative translation elongation factor G [Dorea 
longicatena DSM 
13814]
 CUQ70530.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
torques]
 CUO43541.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Blautia 
obeum]
 AMP51629.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP51651.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP55108.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 SCI14462.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
 SCG91009.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Blautia sp.]
Length=639



 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057485305.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
Length=639

 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_055160143.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Anaerostipes hadrus]
 CUP55278.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Anaerostipes 
hadrus]
Length=639

 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 



QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_029943221.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRNFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  



VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_014638231.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 AER19607.1 tetracycline resistance protein TetO [Streptococcus suis 
D12]
 CYV58350.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV61753.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 929 bits (2402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   



F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AUS91022.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639



 Score = 929 bits (2401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFL EVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLVEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_099779911.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 929 bits (2401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 



WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AFK31665.1 tetracycline resistance protein O/32/O [Streptococcus 
suis]
Length=639

 Score = 929 bits (2401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFL E YR+L+VLDGA+LVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLTEAYRALSVLDGAVLVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DLQ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLQRVYQSIKDKLTSDMIVMQEVSLSPQISMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ALA07062.1 tetracycline resistance protein TetO [Streptococcus 
phage phiNJ3]
Length=639

 Score = 929 bits (2401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAP EYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPHEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP55640.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 929 bits (2401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_049496346.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus parasanguinis]
Length=639

 Score = 929 bits (2401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    



MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE  R Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENMRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT



+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_028086456.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Lachnospiraceae]
 SCJ84203.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Eubacterium sp.]
 OLR63201.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Anaerostipes 
sp. 992a]
Length=639

 Score = 929 bits (2401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002594219.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [[Clostridium] clostridioforme]
 ENZ08991.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
90A8]
Length=639

 Score = 929 bits (2401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALREISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105146473.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EYT+  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYTEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105124962.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105115755.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO27460.1 ferrous iron transport protein B [uncultured bacterium]
 APO27496.1 ferrous iron transport protein B [uncultured bacterium]
 APO28022.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++GEP    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGEPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEMR
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMRVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP50086.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ +  PRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICHPRRPNSRIDKVRHMFHKL  638

>WP_044977943.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYY06811.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  +GI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNMGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044681968.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYW93661.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYW46889.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_031912846.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Bacilli]
 EZS75590.1 tetracycline resistance protein tetO [Staphylococcus 
aureus VET0184R]
 EZS77234.1 tetracycline resistance protein tetO [Staphylococcus 
aureus VET0183R]
 EZT15778.1 tetracycline resistance protein tetO [Staphylococcus 
aureus VET0078R]
 KAA35719.1 tetracycline resistance protein tetO [Staphylococcus 
aureus VET0077R]
 KAD04820.1 tetracycline resistance protein tetO [Staphylococcus 
aureus VET0283R]
 KAD12991.1 tetracycline resistance protein tetO [Staphylococcus 
aureus VET0287R]
 KAE74568.1 tetracycline resistance protein tetO [Staphylococcus 



aureus VET0396R]
Length=639

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY



Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_009300547.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Firmicutes]
 EHM90339.1 small GTP-binding protein domain [Coprobacillus sp. 
3_3_56FAA]
 OMK36213.1 hypothetical protein BER34_003072 [Clostridioides 
difficile]
 OMK63657.1 hypothetical protein BER35_000531 [Clostridioides 
difficile]
 SJP39193.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJV27559.1 small GTP-binding protein domain [Clostridioides 
difficile]
 PCD10102.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 PCN55619.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 SHO34401.1 tetracycline resistance ribosomal protection protein 
478510:480432 
forward MW:72969 [Clostridioides difficile M120]
Length=640

 Score = 929 bits (2400),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 431/637 (68%), Positives = 531/637 (83%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQYGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDEWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLL+KYIAGE ++ ++L +EE R V+  SLFP+Y+GSAK  +G Q L++A++ 
LF P
Sbjct  181  
KNDKLLKKYIAGEKLTIQELTQEEYRCVKKGSLFPIYHGSAKNNIGTQQLIEAISNLFCP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L+ ++K+K+TE+ 
IPS G
Sbjct  241  
EMNKNYSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIVLSEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T+    G+I I+P++++RLND++G+   LP   W + P+PMLRT I P    
+RE+
Sbjct  301  
EMIQTEIVCSGDIFIIPNNTLRLNDIIGNEKILPCNVWNDKPVPMLRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEI++SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYCVDTITHEIVISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQ YLSRAY+DA K+CA IET+Q K DE++FTG IP RCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQGYLSRAYNDAQKHCAIIETSQSKNDEIIFTGHIPVRCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_100664818.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 ANJ64422.1 tetracycline resistance protein TetO [Streptococcus 
suis]
 ATZ03648.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
suis]
Length=639

 Score = 928 bits (2399),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_074392924.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 928 bits (2399),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V     I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHSHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 



QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_074392551.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=644

 Score = 928 bits (2399),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/637 (68%), Positives = 529/637 (83%), Gaps = 0/637 
(0%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM LERQRGITIQ 
AVT
Sbjct  7    
KIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAVT  66



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ 
M I
Sbjct  67   
SFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKI  126

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI  
Sbjct  127  
PTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMG  186

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F   
Sbjct  187  
NDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSS  246

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
              +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P
+ GE
Sbjct  247  
TPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNGE  306

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            +  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE L
Sbjct  307  
LYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREIL  366

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYM
Sbjct  367  
LGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYM  426

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV 
+G+
Sbjct  427  
ERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGV  486

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
             YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL 
Sbjct  487  



LYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLH  546

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+ 
Sbjct  547  
FEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQG  606

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  607  VCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  643

>AMP52239.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 928 bits (2399),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_029180377.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 928 bits (2399),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+T+G+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTHGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024418038.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 928 bits (2399),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   



F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ACT76129.1 TetO [Streptococcus suis]
Length=639



 Score = 928 bits (2399),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KI EM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKIPEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ACT76128.1 TetO [Streptococcus suis]
Length=639

 Score = 928 bits (2399),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P     L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSDLEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPGGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_055169801.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Ruminococcus] gnavus]
 CUO46767.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
gnavus]
 SCJ67513.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
Length=639

 Score = 928 bits (2398),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDA +YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAQRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_054705475.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] glycyrrhizinilyticum]
Length=639

 Score = 928 bits (2398),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_015573056.1 tetracycline resistance ribosomal protection protein 
Tet(32) 
[Clostridiaceae bacterium K10]
 CAC41371.2 tetracycline resistance protein [Clostridiaceae 
bacterium K10]
 CAM12478.1 Tet(O/32/O) protein [uncultured bacterium]
 CBK76341.1 small GTP-binding protein domain [ [[Clostridium] cf. 
saccharolyticum 
K10]
Length=639

 Score = 928 bits (2398),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DLQ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLQRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALTEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105123813.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein [Streptococcus suis]
Length=639

 Score = 927 bits (2397),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY



Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105122866.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 927 bits (2397),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_086301235.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P090]
Length=639

 Score = 927 bits (2397),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   



QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_073930560.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] symbiosum]
Length=638

 Score = 927 bits (2397),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/639 (68%), Positives = 534/639 (84%), Gaps = 1/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL ++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  LY-
ALAEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  419

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  420  
LERPQKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  479

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  480  



VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  539

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  540  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  599

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  600  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  638

>WP_073689108.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
salivarius]
Length=639

 Score = 927 bits (2397),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELAQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>SCJ39489.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Flavonifractor sp.]
Length=639

 Score = 927 bits (2397),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G



Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024415696.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 927 bits (2397),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            ME PL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MEIPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105141148.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 927 bits (2396),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP



+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105130533.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 927 bits (2396),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  



HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105095358.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 927 bits (2396),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_095122938.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus acidominimus]
 SNV41999.1 tetracycline resistance protein tetM [Streptococcus 
acidominimus]
Length=639

 Score = 927 bits (2396),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV



Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQTAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_063856404.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
pyogenes]
 CAG30567.1 tetracycline resistance protein [Streptococcus pyogenes]
 CAR95429.1 tetracycline-resistance protein [Streptococcus phage 
phi-m46.1]
Length=639

 Score = 927 bits (2396),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE R+ Q  +LFPVY+GSAK  LGI+ L   +   



F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRKFQTGTLFPVYHGSAKNNLGIRQLKKGIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP46920.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639



 Score = 927 bits (2395),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_047205445.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 KLJ80600.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
Length=639

 Score = 927 bits (2395),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 440/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEVLELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_024395804.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 927 bits (2395),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   L ++++ E+PLPML+TTIA K + 
QRE 



Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLLQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_017144211.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Coprobacillus sp. D6]
Length=639

 Score = 927 bits (2395),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/639 (68%), Positives = 534/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM LER
+RGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERKRGITIQTAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKIDQ G+DLQ V QS++DKL++D+I+ Q V+LSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFVNKIDQNGIDLQRVYQSIKDKLTSDMIVMQEVALSPKITITDISDLDKWDIIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYTD  +R  YLRLY GTL LRD + L+ ++K+KITEM 
IP  G
Sbjct  241  
ETDDIQSELCGYVFKVEYTDRKKRLSYLRLYHGTLHLRDALPLSKKKKIKITEMCIPLNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +IV  D AYPGEIVIL  D+++LND+LG+   LP+K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
KIVPADHAYPGEIVILADDTLKLNDILGNEKLLPQKTQIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  E+D++THEI+LSFLG+VQLEV+ +LL EKY +  V
+KEPSVIY
Sbjct  361  
LLNALVEIADTDPLLHFEIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVVMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASFTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VCYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DA KYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDALKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDKVRHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKVRHMFQKIM  639

>WP_009321211.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lachnospiraceae bacterium 8_1_57FAA]
 EFV19990.1 hypothetical protein HMPREF1026_00782 [Lachnospiraceae 
bacterium 
8_1_57FAA]
Length=639

 Score = 927 bits (2395),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/639 (68%), Positives = 533/639 (83%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A   +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAENSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ ++K+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLPLSKKKKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASCTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+  GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVILKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_012775603.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
suis]
 YP_003028699.1 tetracycline resistance protein TetO [Streptococcus 
suis BM407]
 CAZ55807.1 tetracycline resistance protein TetO [Streptococcus suis 
BM407]



 CYY85696.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYY47351.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYZ60449.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CZA68630.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 927 bits (2395),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 



Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E   KE 
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAETKESTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_009015508.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Acidaminococcus sp. D21]
 EEH90688.1 putative translation elongation factor G 
[Acidaminococcus sp. 
D21]
Length=639

 Score = 927 bits (2395),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/639 (69%), Positives = 536/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    



MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++ +T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIETITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALTEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+



+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_000691746.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 ABB70047.1 TetA(M) [Enterococcus faecalis]
 EEW61461.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium C68]
 EOG10042.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0175]
 EOH50046.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0191]
 EOI42401.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0313]
 EOK19530.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0329]
 EOL21295.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0331]
 EOL70169.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0305]
 EPV43472.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00901]
 ETT98531.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0403]
 ETU01495.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0404]
 ETU06200.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0405]
 ETU10166.1 tetracycline resistance protein tetM transposon 



[Enterococcus 
faecalis EnGen0406]
 ETU16577.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0408]
 ETU21302.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0410]
 ETU24420.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0412]
 ETU31957.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0415]
 ETU40575.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0418]
 EXG73476.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium C68]
 EXG73517.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium C68]
 AIF86183.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KJE99800.1 tetracycline resistance protein tetM [Streptococcus 
gallolyticus 
subsp. gallolyticus]
 AJW72810.1 tetracycline resistance protein [Erysipelothrix 
rhusiopathiae]
 CNF32730.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNE36190.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNI06148.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 KWW53866.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 CWW49546.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Listeria 
monocytogenes]
 KXW80675.1 tetracycline resistance protein tetM [Enterococcus 
faecium C68]
 KXW81194.1 tetracycline resistance protein tetM [Enterococcus 
faecium C68]
 KXW82618.1 tetracycline resistance protein tetM [Enterococcus 
faecium C68]
 AMS10715.1 tetracycline resistance ribosomal protection protein 
[Erysipelothrix 
rhusiopathiae]
 OCL38543.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCL47101.1 tetracycline resistance ribosomal protection protein 



[Streptococcus 
agalactiae]
 OCL62883.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCL66388.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCL67104.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCL73105.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCL73560.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCL76005.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCL76094.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCL81504.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM06948.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM09284.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM16853.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM20501.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM26428.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM31878.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM34003.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM34602.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM40088.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM50019.1 tetracycline resistance ribosomal protection protein 



[Streptococcus 
agalactiae]
 OCM55222.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM59761.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM61057.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM64241.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM67397.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM70692.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM75068.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM82869.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM87631.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM93420.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 OCM93576.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
 SCS89562.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 ASX97932.1 Tetracycline resistance protein TetM [Erysipelothrix 
rhusiopathiae]
 PCF85134.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
delphini]
 PDG14308.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDH10276.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PQC11078.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
Length=639

 Score = 927 bits (2395),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 440/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AMP54850.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 926 bits (2394),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>EFM82549.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX4248]
 EJV41397.1 putative translation elongation factor G [Enterococcus 
faecalis 
R508]
Length=644

 Score = 926 bits (2394),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 440/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>ACT76131.1 TetO [Streptococcus suis]
Length=639

 Score = 926 bits (2394),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   



TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                G + LCG VFK++Y++   R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPGGQSELCGQVFKIDYSEKRPRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +



+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105155653.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 926 bits (2393),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>P23835.1 RecName: Full=Tetracycline resistance protein TetO; 
Short=Tet(O)
Length=639

 Score = 926 bits (2393),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDT+ 
LERQRGITIQ AV
Sbjct  1    



MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTINLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLLLGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT



+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105129783.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 524/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY GEIVILP+D ++LN +LG+   LP++   E+PLP+L+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGEIVILPNDVLQLNSILGNEILLPQRESIENPLPILQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL  A +TIHIEVPPNPFWA+IGLSV PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLGKAEYTIHIEVPPNPFWATIGLSVEPLPLGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105108102.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 429/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_099806636.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>AMP54781.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP



+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044666383.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(O) [Streptococcus]
 P20174.1 RecName: Full=Tetracycline resistance protein TetO; 
Short=Tet(O)
 AAA26679.1 tetracycline-resistance protein (tetO-s) [Streptococcus 
mutans]
 CYV60322.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX69352.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_028254891.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Veillonella magna]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CCY07492.1 small GTP-binding protein domain protein [Coprobacillus 
sp. CAG:698]
Length=640

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/637 (68%), Positives = 528/637 (83%), Gaps = 0/637 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQYGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDDWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLLEKYIAGE ++ ++L  EE R V+  SLFP+Y+GSA+  +G Q L++A++ 
LF  
Sbjct  181  
KNDKLLEKYIAGEKLTIQELTYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENDSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIILPEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T+    G+I I+P++++RLND++G+   LP   W +  +PMLRT I P    
+RE+
Sbjct  301  
EMIQTEIVCSGDIFIIPNNTLRLNDIIGNEKLLPCNVWNDKTVPMLRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G



Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQEY SRAY+DA K+CA IET+Q K DEV+FTG IPARCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQEYFSRAYNDAQKHCAIIETSQSKNDEVIFTGHIPARCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_014636626.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 AER15073.1 tetracycline resistance protein TetO [Streptococcus suis 
SS12]
 ANJ64263.1 tetracycline resistance protein TetO [Streptococcus 
suis]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
              YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
GLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ACT76126.1 TetO [Streptococcus suis]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                G + LCG VFK+EY++  +R VY+ +YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPGGQSELCGQVFKIEYSEKRRRFVYVCIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_063856395.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 ABB70053.1 TetA(M) [Enterococcus faecalis]
Length=639

 Score = 926 bits (2392),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 440/638 (69%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQFKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_075680358.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Roseburia sp. 831b]
 OLR39051.1 tetracycline resistance ribosomal protection protein 
[Roseburia 
sp. 831b]
Length=639

 Score = 925 bits (2391),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 



+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFNKL  638

>APO27493.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=634

 Score = 925 bits (2391),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 440/634 (69%), Positives = 521/634 (82%), Gaps = 0/634 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI EPGSV+KGTTRTD+M 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIMEPGSVDKGTTRTDSMALERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   KVN+VDTPGHMDFLAEVYRSL+VLDGAILV+SAKDGVQAQTR
+LFHALRKM 
Sbjct  61   
TSFHWKEYKVNLVDTPGHMDFLAEVYRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G       Q++R+KL+ D+++ Q V L  E+ L +  D E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQEGFVPAHTYQNIREKLTEDMMVMQEVHLFSELTLSDVADFEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G P++  +L  E +RRVQ  + FPVY+GSAK+ +G + L+D +T 
+F  
Sbjct  181  
GNDDLLEKYLSGAPLTLRELQEEIKRRVQQGTFFPVYHGSAKENIGTKELLDVITDIFSS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFK+EYT+  +RR Y+RLYSGTL LR+T+ L  REK+KITEM 
IP KG
Sbjct  241  
KTDNCQSELCGYVFKIEYTEQKKRRCYVRLYSGTLCLRETIFLQKREKIKITEMSIPFKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV+ DTA  GEIVIL  ++++LND+LGD   LPRK W ++PLP+LRTTI P  A 
QRE 
Sbjct  301  
EIVQKDTADSGEIVILSDNTLKLNDILGDEKLLPRKAWTDNPLPLLRTTIEPAKAEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  +D +THEIILSFLG+VQLEVV +LL+EKY +E  VKEP
+VIY
Sbjct  361  
LLDALTEIADTDPLLRFVIDPVTHEIILSFLGKVQLEVVCSLLNEKYGIEAEVKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K   +TIHIEVPPNPFWASIGL+VTPL  GSG +YES
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPRKEEHYTIHIEVPPNPFWASIGLAVTPLPAGSGTEYESKVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I+YGLEQG++GW VTDC+ICFEYG+YYSPVSTPADFR LAP+VLE ALK++GTQ
+LEPYL
Sbjct  481  
IQYGLEQGVYGWEVTDCRICFEYGIYYSPVSTPADFRFLAPVVLELALKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAYHDA KY A IET  +K +E + TGEIPAR I  Y++DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYHDAVKYDAVIETTSIKNNEAILTGEIPARRIGEYKSDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            SVCLTELKGYQ   G+P +QPRRPNSRLDKVR+M
Sbjct  601  SVCLTELKGYQETSGEPAVQPRRPNSRLDKVRYM  634

>WP_065736305.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM24051.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
Length=639

 Score = 925 bits (2391),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 440/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRVRIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_029173152.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 925 bits (2391),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024415386.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 925 bits (2391),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERP + A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPFRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+



Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002846154.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EIB13299.1 tetracycline resistance protein Tet [Campylobacter coli 
H56]
 KQI00322.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41946]
Length=639

 Score = 925 bits (2391),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 



+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AVY51757.1 tetracycline resistance ribosomal protection protein 
[Campylobacter 
coli]
Length=639

 Score = 925 bits (2390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  



MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_098923458.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalibacterium prausnitzii]
 ATL89907.1 tetracycline resistance ribosomal protection protein 
[Faecalibacterium 
prausnitzii]
Length=639

 Score = 925 bits (2390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
ASFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_087367883.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 OUN17727.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
Length=645

 Score = 925 bits (2390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/639 (69%), Positives = 520/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEASELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYSDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNK  639

>WP_065736257.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCL51882.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
Length=639

 Score = 925 bits (2390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 439/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRVRIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
++IY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AMP52947.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 925 bits (2390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CUP58281.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
torques]
Length=639

 Score = 925 bits (2390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_029998948.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 925 bits (2390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   



F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ACT76127.1 TetO [Streptococcus suis]
Length=639



 Score = 925 bits (2390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                G + LCG VFK+EY++   R VY+ +YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPGGQSELCGQVFKIEYSEKRPRFVYVCIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO27484.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 924 bits (2389),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV +GTTRT TM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVAEGTTRTATMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++GEP    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGEPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEMR
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMRVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_069168329.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Lactobacillus]
 AOG25422.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
johnsonii]
 OTF88953.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY43512.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY48482.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY51181.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY52526.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY56599.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY58128.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY61397.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY63147.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY65235.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
Length=639

 Score = 924 bits (2389),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGLLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEASELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>SCI82746.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Eubacterium sp.]
Length=639

 Score = 924 bits (2389),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  



STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_049523834.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus parasanguinis]
Length=639

 Score = 924 bits (2389),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++ T
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAVTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK  EV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNVEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052782741.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 924 bits (2389),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  



Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_032510825.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=640



 Score = 924 bits (2389),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/637 (68%), Positives = 528/637 (83%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ W+ 
VI 
Sbjct  121  
IPTIIFINKIDQDGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDDWNPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLLEKYIAGE ++ ++L  EE R V+  SLFP+Y+GSA+  +G Q L++A++ 
LF P
Sbjct  181  
KNDKLLEKYIAGEKLTIQELTYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENDSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIILPEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T T   G+I I+P++++RLND++G+   LP   W +  +P+LRT I P    
+RE+
Sbjct  301  
EMIQTKTVCSGDIFIIPNNTLRLNDIIGNEKLLPCNVWNDKTVPILRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPY 
Sbjct  481  
INYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYC  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQEY SRAY+DA K+CA IET+Q K DEV+FTG IPARCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQEYFSRAYNDAQKHCAIIETSQSKNDEVIFTGHIPARCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_057036446.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 924 bits (2388),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 



WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMHVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_055940423.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lachnospiraceae bacterium TF01-11]
 KQC85666.1 tetracycline resistance protein tetM [Lachnospiraceae 
bacterium 
TF01-11]
Length=639

 Score = 924 bits (2388),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052659138.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
Length=639

 Score = 924 bits (2388),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CDL74663.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
Length=644

 Score = 924 bits (2388),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_102743419.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Akkermansia muciniphila]
 PND08154.1 tetracycline resistance ribosomal protection protein 
[Akkermansia 
muciniphila]
Length=639



 Score = 924 bits (2387),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFYWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DLQ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLQCVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+   
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAIIETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO28170.1 ferrous iron transport protein B [uncultured bacterium]
 APO35087.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 924 bits (2387),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  



IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>AMP48943.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 924 bits (2387),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_063668083.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KUY34830.1 Tetracycline resistance protein [Campylobacter jejuni 
HB-CJGB-XWM]
Length=639

 Score = 924 bits (2387),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024478494.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEZ63803.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFB64152.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP79287.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP84208.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP92910.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFQ01611.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFQ12762.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFU68076.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFU84125.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA95258.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA59826.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX07053.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ07264.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA27402.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW83129.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU23325.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX27458.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY96653.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ15068.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ23063.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU76816.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMU00622.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU57003.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU43651.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU72493.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMT87086.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU90781.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV05940.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV35815.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU46877.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU80473.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU95108.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV12232.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU42393.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU00289.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV01864.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU37353.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMT86381.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU38737.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU91216.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU33136.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMT69776.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU11563.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA08360.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV51102.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ48959.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW72525.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY14125.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMV54256.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ66408.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV40624.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ70822.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ39794.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ96835.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX33608.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA19699.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA37671.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY23067.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY70959.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX87312.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY85639.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW83978.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV33038.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY25568.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ13157.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX18471.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA56832.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY12148.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY07175.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY02013.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY01510.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ30430.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW42266.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV46285.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW63151.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMY94718.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA01187.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW06536.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ35441.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA65211.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA17127.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW18337.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX56104.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ64298.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA77193.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW36413.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ29838.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV53751.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX84551.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW73690.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA13417.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV19754.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV63297.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV59183.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV68478.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA75070.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY04669.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY36902.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX98494.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY48786.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX44980.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY11075.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMW85920.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV37279.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ27605.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA40362.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY75178.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA55757.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV60552.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA04405.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COT27993.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 924 bits (2387),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_015521635.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Firmicutes]
 CBL13258.1 small GTP-binding protein domain [Roseburia intestinalis 
XB6B4]
 AMP56062.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 OQO59221.1 tetracycline resistance ribosomal protection protein 



Tet(O) [Enterococcus 
hirae]
 PAK18800.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Megasphaera elsdenii]
 SOB73125.1 Ribosomal protein S5 domain 2-type fold, subgroup 
[[Eubacterium] 
hallii]
Length=639

 Score = 924 bits (2387),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 



Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_017766893.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus agalactiae]
Length=639

 Score = 924 bits (2387),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105309243.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Dorea sp. Marseille-P4042]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P + + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHVNVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 



+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_084588712.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>APO34055.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  



Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_065465655.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium breve]
Length=639



 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINVGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_059429510.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter fetus]
 CUU88875.1 tetracycline resistance protein [Campylobacter fetus 
subsp. fetus]
Length=640

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/637 (68%), Positives = 528/637 (83%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQYGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDDWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLLEKYIAGE ++ ++L  EE R V+  SLFP+Y+GSA+  +G Q L++A++ 
LF P
Sbjct  181  
KNDKLLEKYIAGEKLTIQELTYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENDSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIILPEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T T   G+I I+P++++RLND++G+   LP   W +  +P+LRT I P    
+RE+
Sbjct  301  
EMIQTKTVCSGDIFIIPNNTLRLNDIIGNEKLLPCNVWNDKTVPILRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEI++SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYCVDTITHEIVISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQ YLSRAY+DA K+CA IET+Q K DE++FTG IP RCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQGYLSRAYNDAQKHCAIIETSQSKNDEIIFTGHIPVRCINEYRNTLTLYTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_052855148.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
+AVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWEAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   



QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052805581.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGIQ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIQQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  



VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052785290.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  QR VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRQRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTI+ K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTISVKKSEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L +ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LFEALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050117422.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CKJ01739.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 438/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_029171436.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_024376808.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 524/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY GEIVILP+D ++LN +LG+   LP++   E+PLP+L+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGEIVILPNDVLQLNSILGNEILLPQRESIENPLPILQTTIEVKKSEQREV  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL  A +TIHIEVPPNPFWA+IGLSV PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLGKAEYTIHIEVPPNPFWATIGLSVEPLPLGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG EQG++GW VTDCKICFEYG YYSPVSTPADFR L+PIVLEQAL+ +GT
+LLEPYL
Sbjct  481  
VRYGCEQGMYGWEVTDCKICFEYGEYYSPVSTPADFRLLSPIVLEQALRRAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
YFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AHZ86999.1 Tet(M) [Streptococcus mitis]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELKQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  



SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRR NSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRLNSRIDKVRYMFNKI  638

>WP_002576223.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] bolteae]
 ENZ45698.1 tetracycline resistance protein TetM [ [[Clostridium] 
bolteae 
90B3]
 ENZ49552.1 tetracycline resistance protein TetM [ [[Clostridium] 
bolteae 
90A9]
 AMP49016.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP57693.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002904444.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 EIB56366.1 hypothetical protein cje161_05375 [Campylobacter jejuni 
subsp. 
jejuni 2008-831]
Length=639



 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMHVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002823161.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EIA84095.1 tetracycline resistance protein Tet [Campylobacter coli 
202/04]
 EIA89232.1 tetracycline resistance protein Tet [Campylobacter coli 
317/04]
 EIB47551.1 tetracycline resistance protein Tet [Campylobacter 
jejuni subsp. 
jejuni 2008-894]
 KQH37358.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_005825846.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Actinobacillus minor]
 EER46157.1 Tet(O) [Actinobacillus minor NM305]
Length=639

 Score = 923 bits (2386),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEMR



+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMRVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+ TIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQATIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_094130791.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
agilis]
 ASR41532.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
agilis]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 438/638 (69%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTEPEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGDP  LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDPKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGIQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYQVITGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_094141197.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus equinus]
 SNU09506.1 ribosomal protection tetracycline resistance protein 
[Streptococcus 
equinus]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 



WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEKLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_087203225.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Drancourtella sp. An210]
 OUO99847.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Drancourtella 
sp. An210]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_075478885.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_072447158.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Clostridiales]
 PBF10879.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Clostridioides 
difficile]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_074664471.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] clostridioforme]
 SEU20240.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 



clostridioforme]
 SEW49180.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
clostridioforme]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_070043520.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus agalactiae]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   



TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN++LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNNILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +



+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_061825287.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CVQ71001.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWM74167.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     



G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_059434794.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter fetus]
 CUU91932.1 tetracycline resistance protein [Campylobacter fetus 
subsp. fetus]
Length=640

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/637 (68%), Positives = 528/637 (83%), Gaps = 0/637 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQYGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKSIIDLDDWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLL+KYIAGE ++ ++L  EE R V+  SLFP+Y+GSA+  +G Q L++A++ 
LF  
Sbjct  181  
RNDKLLKKYIAGEKLTIQELTYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENDSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIILPEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T T   G+I I+P++++RLND++G+   LP   W +  +P+LRT I P    
+RE+
Sbjct  301  
EMIQTKTVCSGDIFIIPNNTLRLNDIIGNEKLLPCNVWNDKTVPILRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES



+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWKVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQEY SRAY+DA K+CA IET+Q K DEV+FTG IPARCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQEYFSRAYNDAQKHCAIIETSQSKNDEVIFTGHIPARCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_057827665.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus aviarius]
 KRM38573.1 tetracycline resistance protein tetm [Lactobacillus 
aviarius 
subsp. aviarius DSM 20655]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+KM 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQKMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD  THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDPTTHEIILSFLGNVQMEVICAILKEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV++G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVKEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFNKL  638

>KPA68082.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_029172349.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 525/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPKEQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCLADTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_031794799.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EZW12992.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2393-15]
 EZW15476.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2393-19]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVILP++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILPNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_035401840.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Faecalitalea cylindroides]
 ERK47512.1 putative translation elongation factor G [ [Faecalitalea 
cylindroides 
ATCC 27803]
Length=639



 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMWVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_006191702.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ENN58648.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M1216]
 EWP74479.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M1217]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD M 
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNMLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002812495.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 EIA72548.1 hypothetical protein cco4_02287 [Campylobacter coli 
7--1]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_010729924.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Bacteria]
 CBA13545.1 tetracycline resistance protein [Staphylococcus rostri]
 ADB66721.1 ribosomal protection protein [Streptococcus agalactiae]
 EOJ48522.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0361]
 EOK38188.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0330]



 EOK42041.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0335]
 EOK42719.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0332]
 EOL91269.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0366]
 EOL94653.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0344]
 EOL97934.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0341]
 EOM22424.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0253]
 EOM24964.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0253]
 EOM28400.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0232]
 EOM30474.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0232]
 KHG80112.1 tetracycline resistance protein tetM [Escherichia coli]
 KHG90517.1 tetracycline resistance protein tetM [Escherichia coli]
 KHH11180.1 tetracycline resistance protein tetM [Escherichia coli]
 KHI26090.1 tetracycline resistance protein tetM [Escherichia coli]
 KIG39011.1 tetracycline resistance protein tetM [Escherichia coli]
 KIG82090.1 tetracycline resistance protein tetM [Escherichia coli]
 KIG83553.1 tetracycline resistance protein tetM [Escherichia coli]
 KYV89111.1 tetracycline resistance protein tetM [Escherichia coli]
 OCJ80752.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 OFU22278.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
sp. HMSC19C08]
 OFU46157.1 tetracycline resistance ribosomal protection protein 
[Clostridioides 
difficile]
 OIU92525.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 OZQ86258.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Salmonella 
enterica subsp. enterica serovar Dublin]
 OZT37399.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Salmonella 
enterica subsp. enterica serovar Heidelberg]
 PAU09663.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Escherichia 
coli]
 PAU20077.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PHP46668.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Salmonella 
enterica subsp. enterica serovar Dublin]
 AVR91179.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
Length=639

 Score = 923 bits (2385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_101479534.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Fibrobacter sp. UWT1]
 PKV25713.1 ribosomal protection tetracycline resistance protein 
[Fibrobacter 
sp. UWT1]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEMR
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMRVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IV+LP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVVLPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL + 
TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYLTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_100881386.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 AUA19093.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
suis]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 524/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY GEIVILP+D ++LN +LG+   LP++   E+PLP+L+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGEIVILPNDVLQLNSILGNEILLPQRESIENPLPILQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWA+IGLSV PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWATIGLSVEPLPLGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG EQG++GW VTDCKICFEYG YYSPVSTPADFR L+PIVLEQAL+ +GT
+LLEPYL
Sbjct  481  
VRYGCEQGMYGWEVTDCKICFEYGEYYSPVSTPADFRLLSPIVLEQALRRAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>prf||1408188A tetracycline resistance gene tetO



Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+ ILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDT+ 
LERQRGITIQ AV
Sbjct  1    
MKIINLFILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTINLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  



LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLLLGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_000691747.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 ACA37605.1 tetracycline resistance protein [Streptococcus 
pneumoniae Hungary19A-6]
 ARD37108.1 tetracycline resistance protein [Streptococcus 
pneumoniae]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE +R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESKRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_075721707.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Roseburia sp. 499]
 OLR54307.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Roseburia 
sp. 499]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFNKL  638

>AMP53111.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>KXB43475.1 hypothetical protein HMPREF3188_01537 [Tissierellia 
bacterium 
KA00581]
Length=644

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  



GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_002596250.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Firmicutes]
 AAV80412.1 TetO [Enterococcus faecalis]
 EDR97108.1 putative translation elongation factor G [Anaerostipes 



caccae 
DSM 14662]
 EEQ61323.1 putative translation elongation factor G [Clostridiales 
bacterium 
1_7_47FAA]
 EGR89272.1 GTP-binding domain protein [Streptococcus dysgalactiae 
subsp. 
equisimilis SK1250]
 EGX75161.1 tetracycline resistance protein tetO [Dorea 
formicigenerans 4_6_53AFAA]
 ENY94408.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
CM201]
 CNC92611.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CNE09882.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CUO82728.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Eubacterium] 
rectale]
 CUP87882.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Blautia 
obeum]
 CUP31737.1 small GTP-binding protein [[Clostridium] 
clostridioforme]
 OCX07875.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
dysgalactiae subsp. equisimilis AKSDE4288]
 ODR40080.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Eisenbergiella 
tayi]
 OFK81430.1 tetracycline resistance ribosomal protection protein 
[Peptoniphilus 
sp. HMSC062D09]
 SHL82777.1 ribosomal protection tetracycline resistance protein 
[Eubacterium 
callanderi]
 APO34607.1 ferrous iron transport protein B [uncultured bacterium]
 OUP79540.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lachnoclostridium sp. An169]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 530/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002843300.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 EFD05557.1 putative translation elongation factor G 
[Peptostreptococcus 
anaerobius 653-L]
 CEO64913.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW84469.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX63633.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRE46010.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU56064.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG33356.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW57781.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT25400.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG33523.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN83483.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF17363.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA29877.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB57053.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM32657.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ34847.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA11298.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD74410.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CON79136.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD17553.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD03512.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD12421.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD07315.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD08336.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD10968.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G



Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>EEN74261.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX1322]
 EJX94680.1 putative translation elongation factor G [Enterococcus 
faecium 
ERV26]
 AMJ34464.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMJ34849.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_005357924.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Firmicutes]
 EDR99468.1 putative translation elongation factor G 
[ [[Eubacterium] siraeum 
DSM 15702]
 ADL53617.1 small GTP-binding protein [Clostridium cellulovorans 
743B]
 CUO65651.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Coprococcus 
eutactus]
 CYU53252.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX23522.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  



VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ABF36201.1 Tetracycline resistance protein tetM [Streptococcus 
pyogenes 
MGAS2096]
Length=639

 Score = 922 bits (2384),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY LE  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHLEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGY  A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYHPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_095761997.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY50593.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
Length=641

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 436/640 (68%), Positives = 521/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEAWELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478



            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_088868051.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 ASI88271.1 Ribosome protection-type tetracycline resistance protein 
(plasmid) 
[Campylobacter jejuni]
Length=639

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 



WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_000691758.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Bacteria]
 EDM88496.1 putative translation elongation factor G [Blautia obeum 
ATCC 
29174]
 EDN76032.1 putative translation elongation factor G [Ruminococcus 
gnavus 
ATCC 29149]
 EDO59803.1 putative translation elongation factor G 
[ [[Clostridium] leptum 
DSM 753]
 EDP11831.1 putative translation elongation factor G [Absiella 
dolichum DSM 
3991]
 EDS05614.1 putative translation elongation factor G 
[ [[Clostridium] scindens 
ATCC 35704]
 EEX20382.1 putative translation elongation factor G [Blautia 
hansenii DSM 
20583]
 ADI67532.1 putative translation elongation factor G [Mobiluncus 
curtisii 
ATCC 43063]
 EGB92700.1 tetracycline resistance protein [Clostridium sp. D5]
 EGG83725.1 tetracycline resistance protein tetO [Lachnospiraceae 
bacterium 
6_1_63FAA]
 EGG89986.1 tetracycline resistance protein tetO [Lachnospiraceae 
bacterium 
9_1_43BFAA]
 CBX20769.1 tetracycline resistance protein [Streptococcus pyogenes]
 EHD30599.1 tetracycline resistance protein tetM from transposon 
[Streptococcus 
pneumoniae GA47502]
 EHG31631.1 tetracycline resistance protein tetO [ [[Clostridium] 
clostridioforme 
2_1_49FAA]
 EHL12258.1 tetracycline resistance protein tetO [Oribacterium 
asaccharolyticum 
ACB7]
 EIB17565.1 tetracycline resistance protein Tet [Campylobacter coli 
Z156]
 ENZ09681.1 tetracycline resistance protein TetM [ [[Clostridium] 
clostridioforme 
90A7]
 ENZ31324.1 tetracycline resistance protein TetM [ [[Clostridium] 
bolteae 
90B8]
 EOJ29910.1 tetracycline resistance protein tetO [Enterococcus 



faecalis EnGen0290]
 EOS38958.1 tetracycline resistance protein tetO [Lachnospiraceae 
bacterium 
M18-1]
 EOS72167.1 tetracycline resistance protein tetO [Dorea sp. 5-2]
 EOS72371.1 tetracycline resistance protein tetO [Dorea sp. 5-2]
 EOX18694.1 tetracycline resistance protein tetO [Enterococcus 
cecorum DSM 
20682 = ATCC 43198]
 EPD57311.1 tetracycline resistance protein tetO [Coprococcus sp. 
HPP0074]
 EPD60683.1 tetracycline resistance protein tetO [Coprococcus sp. 
HPP0074]
 ESK61577.1 tetracycline resistance protein tetO [Enterococcus 
cecorum DSM 
20682 = ATCC 43198]
 ESU92022.1 tetracycline resistance protein TetM [Streptococcus 
pyogenes 
GA19702]
 ETD26061.1 tetracycline resistance protein tetO [Ruminococcus 
lactaris CC59_002D]
 ETI89573.1 Tetracycline resistance protein tetO [Negativicoccus 
succinicivorans 
DORA_17_25]
 EUC76884.1 tetracycline resistance protein TetM [Streptococcus sp. 
CM7]
 AIW80488.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 CJL94117.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CKB17259.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CNK87533.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KPA55729.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CUO78818.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Fusicatenibacter 
saccharivorans]
 CUO07683.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Eubacterium] 
contortum]
 CUP80134.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Fusicatenibacter 
sp. 2789STDY5834925]
 KSV60448.1 tetracycline resistance protein tetM [Acetivibrio 
ethanolgignens]
 CYO58899.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 AML46423.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 AMP49523.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP49818.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP50121.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP52598.1 TetM-TetW-TetO-TetS [uncultured bacterium]



 AMP53223.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP53884.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP53903.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP54014.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP58048.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 CVI65081.1 Tetracycline resistance protein TetO [Eubacteriaceae 
bacterium 
CHKCI004]
 SCH89370.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Eubacterium sp.]
 SCI86941.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCJ75834.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
 SCI05840.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCI36110.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 ODR47641.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Eisenbergiella 
tayi]
 ODR61734.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Eisenbergiella 
tayi]
 OFK01902.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC071D03]
 OFL61685.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC061D01]
 OFQ62771.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC078D09]
 SCY72864.1 ribosomal protection tetracycline resistance protein 
[Blautia 
sp. SF-50]
 SCY56280.1 ribosomal protection tetracycline resistance protein 
[Blautia 
sp. SF-50]
 SCY49489.1 ribosomal protection tetracycline resistance protein 
[Blautia 
sp. SF-50]
 OJG34523.1 tetracycline resistance protein Tet [Enterococcus 
cecorum DSM 
20682 = ATCC 43198]
 APO29859.1 Ferrous iron transport protein B [uncultured bacterium]
 APO29864.1 Ferrous iron transport protein B [uncultured bacterium]
 APO30287.1 Ferrous iron transport protein B [uncultured bacterium]
 APO30951.1 ferrous iron transport protein B [uncultured bacterium]



 APO32212.1 ferrous iron transport protein B [uncultured bacterium]
 ONK27735.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus azizii]
 ONK27838.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus azizii]
 OUN22448.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Blautia sp. An81]
 OUO25207.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Eubacterium sp. An3]
 OUO77577.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Blautia sp. An249]
 OUQ24824.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lachnoclostridium sp. An131]
 ASM68303.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Blautia hansenii DSM 20583]
 PBD88920.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Clostridioides 
difficile]
 ATD53311.1 ribosome protection tetracycline resistance protein 
[Riemerella 
anatipestifer]
 PEQ25321.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] leptum DSM 753]
 PHU35350.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Pseudobutyrivibrio ruminis]
 POP39605.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Blautia producta]
 PQD02315.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Enterococcus faecalis]
 PQL33387.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Ruminococcus gnavus ATCC 29149]
 PST32141.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] lavalense]
Length=639

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>KXB72354.1 putative translation elongation factor G 
[Peptostreptococcus 
anaerobius]
Length=644

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  



F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_057498847.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]



 CFQ20838.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
Length=639

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_024406177.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Lactobacillales]
 PQC82137.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE56474.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE72274.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF10650.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
Length=639

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 439/638 (69%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYDDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYQVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_032593159.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KDA30956.1 tetracycline resistance protein tetM [Campylobacter 
jejuni Cj3]
 OEX59173.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEZ10813.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 



WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGIQ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIQQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_016398734.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 EPD22163.1 tetracycline resistance protein TetM 1 [Streptococcus 
pneumoniae 
MNZ41]
Length=639

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691731.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 EHZ65769.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA47597]
 OKQ31060.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 OKQ51969.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 BAX30805.1 tetO [Streptococcus pneumoniae]
Length=639

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002569200.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] bolteae]
 EDP15418.1 hypothetical protein CLOBOL_04339 [ [[Clostridium] 
bolteae ATCC 
BAA-613]
 ENZ52889.1 tetracycline resistance protein TetM [ [[Clostridium] 
bolteae 
90A5]
 ENZ66591.1 tetracycline resistance protein TetM [ [[Clostridium] 
bolteae 
90B7]
 KMW12146.1 tetracycline resistance protein tetO [[Clostridium] 
bolteae WAL-14578]
 AMP49246.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP49277.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 ASN98524.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] bolteae]
 PQL50183.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] bolteae]
Length=639

 Score = 922 bits (2383),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  



MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_104846472.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQD74828.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_101248398.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
 AUG50584.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pyogenes]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_095761390.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY34845.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY39261.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY45310.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
Length=641

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/640 (68%), Positives = 520/640 (81%), Gaps = 2/640 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEASELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480



Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYSDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>APO27488.1 ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  



GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_073053263.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Fibrobacter]
 SHF59910.1 ribosomal protection tetracycline resistance protein 
[Fibrobacter 



sp. UWB8]
 SMG07293.1 ribosomal protection tetracycline resistance protein 
[Fibrobacter 
sp. UWB15]
 SMG38508.1 ribosomal protection tetracycline resistance protein 
[Fibrobacter 
sp. UWB13]
 OWV24151.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Fibrobacter 
sp. UWB2]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG +Q+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNLQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_011187228.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 YP_063446.1 tetO (plasmid) [Campylobacter jejuni subsp. jejuni 
81-176]
 YP_247562.1 pTet34 (plasmid) [Campylobacter jejuni subsp. jejuni 
81-176]
 3J36_1 Chain 1, Tetracycline Resistance Protein Tet(o) Bound To The 
Ribosome
 AAR29535.1 tetO (plasmid) [Campylobacter jejuni subsp. jejuni 
81-176]
 AAX31315.1 pTet34 (plasmid) [Campylobacter jejuni subsp. jejuni 
81-176]
 EAQ71799.1 tetO (plasmid) [Campylobacter jejuni subsp. jejuni 
81-176]
 OEY46207.1 tetracycline resistance ribosomal protection protein 



Tet(O) [Campylobacter 
jejuni]
 ASN93178.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 
[Campylobacter jejuni]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP50063.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_043029018.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 ABN11268.1 TetM [Streptococcus suis]
 ACS92743.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92744.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92745.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92746.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92749.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92750.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92755.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92757.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92758.1 tetracycline resistance determinant [Streptococcus suis]
 CYZ21544.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY60369.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA62899.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ51520.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY83357.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ50794.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX63093.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY95397.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY86990.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ21297.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZB32954.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ46369.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY10536.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ75481.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY94647.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX59343.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX65048.1 tetracycline resistance protein TetM [Streptococcus 



suis]
 CYZ57101.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ55905.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY84985.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY87862.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA20582.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA63910.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY31416.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY44012.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY73248.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA49640.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA38573.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY34540.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA36002.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA73878.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA46386.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY94354.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY34166.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ47778.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ45025.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX60839.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY60550.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ73104.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY63468.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ88469.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY31512.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA64239.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ57231.1 tetracycline resistance protein TetM [Streptococcus 



suis]
 CYZ61542.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA47744.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA30379.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY44168.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA03058.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA33841.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA41476.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA30679.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA65063.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA46760.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA33482.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY69471.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY47017.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY37634.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA23277.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ92205.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA26652.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA52197.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY55277.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ36628.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA45934.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY26882.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX48202.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA43323.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY66495.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ08936.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ62840.1 tetracycline resistance protein TetM [Streptococcus 



suis]
 CYZ87353.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ51687.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY57054.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY90274.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA56355.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ78471.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ55898.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY45929.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY43970.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY88666.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA80539.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY42695.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ62848.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA70764.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ22570.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ32482.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY66854.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ49261.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY97761.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY31618.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA73902.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY62515.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA69918.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY62252.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA30063.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA59254.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY36382.1 tetracycline resistance protein TetM [Streptococcus 



suis]
 CYY18166.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ74230.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ40513.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY94909.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY22914.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX64245.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX48174.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZB03076.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA94799.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ49838.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ77826.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY69253.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ48635.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_058652115.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Salmonella enterica]
 KTN69154.1 tetracycline resistance protein tetM [Salmonella 
enterica]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIVSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG +Q+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNLQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_060473528.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 ALL30989.1 tetracycline resistance protein tetM (plasmid) 
[Campylobacter 
coli]
 PJP30738.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP39172.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ32384.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ34174.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ35471.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ39628.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ40612.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ43943.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ91144.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIVSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052802401.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPG+V++GTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGNVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052782483.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 KRS92001.1 tetracycline resistance protein tetM [Campylobacter 
coli]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   



F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044773055.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]



 CYY88896.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYY94129.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_043035760.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYZ00122.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL



+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG +Q+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNLQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_033655463.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
Length=640

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 440/639 (69%), Positives = 522/639 (82%), Gaps = 1/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  



STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ-
SFQNAVRD  479
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES VSLGYLNQ 
SFQNAV +
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSSFQNAVME  480

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPY
Sbjct  481  
GIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPY  540

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNG
Sbjct  541  
LSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNG  600

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  639

>WP_029188156.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY GEIVILP+D ++LN +LG+   LP++   E+PLP+L+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGEIVILPNDVLQLNSILGNEILLPQRESIENPLPILQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL  A +TIHIEVPPNPFWA+IGLSV PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLGKAEYTIHIEVPPNPFWATIGLSVEPLPLGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG EQG++GW VTDCKICFEYG YYSPVSTPADFR L+PIVLEQAL+ +GT
+LLEPYL
Sbjct  481  
VRYGCEQGMYGWEVTDCKICFEYGEYYSPVSTPADFRLLSPIVLEQALRRAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
YFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>EPI45798.1 putative translation elongation factor G [Gardnerella 
vaginalis 
JCP8151A]
Length=644

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  



Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_008976815.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Clostridium sp. AT4]
 EGC74283.1 tetracycline resistance protein tetO [Lachnospiraceae 



bacterium 
6_1_37FAA]
 EGG85954.1 tetracycline resistance protein tetO [Lachnospiraceae 
bacterium 
3_1_46FAA]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWGDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ACT76130.1 TetO [Streptococcus suis]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL L++ + ++ +EK+ I EM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLKEVIKISEKEKITIPEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVI P+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVIFPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+



Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ACS92754.1 tetracycline resistance determinant [Streptococcus suis]
Length=639

 Score = 922 bits (2382),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    



QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>APO27574.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_072510068.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Urmitella timonensis]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
++IY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_070811548.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Streptococcus]
 OHO24312.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC034A12]
 OHO25029.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC034B04]
 PLA01277.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein [Streptococcus anginosus]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP+++  E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGILLPQRKIIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY



Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_070310173.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 OEY42310.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   



TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSKLCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +



+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMJ37901.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_063856405.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Enterococcus 
faecalis]
 AAV80411.1 TetO [Enterococcus faecalis]
 APO33645.1 ferrous iron transport protein B Edit: TetO tetracycline 
resistance 
Gene [uncultured bacterium]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +D A  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDIACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057096870.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KQI42079.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41943]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057043774.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Campylobacter coli]
 KQI27421.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41904]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D++ 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMKQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_049545748.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
salivarius]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL+LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLALGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_049527354.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pseudopneumoniae]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_052797194.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMHVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052780628.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
+AVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWEAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044681400.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYV56692.1 tetracycline resistance protein tetM [Streptococcus 
suis]



 CYW53279.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYV80968.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_032812904.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Terrabacteria group]
 OAC92429.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 OCX02026.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
dysgalactiae subsp. equisimilis]
 PKY91348.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Aerococcus 
christensenii]
 PMC45639.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Peptoniphilus 
lacrimalis]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_019107244.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  



F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>EJX98572.1 putative translation elongation factor G [Enterococcus 
faecium 
ERV168]



Length=645

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 440/639 (69%), Positives = 522/639 (82%), Gaps = 1/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  



LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ-
SFQNAVRD  479
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES VSLGYLNQ 
SFQNAV +
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSSFQNAVME  485

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPY
Sbjct  486  
GIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPY  545

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNG
Sbjct  546  
LSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNG  605

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  644

>WP_010248735.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Peptoniphilus 
rhinitidis]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCGSVFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGSVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002896813.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 EIB53426.1 tetracycline resistance protein Tet [Campylobacter 
jejuni subsp. 
jejuni 2008-988]
Length=639

 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002371500.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 YP_003028246.1 tetracycline resistance protein TetM 1 
[Streptococcus suis BM407]
 ACS92741.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92742.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92747.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92748.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92752.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92756.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92760.1 tetracycline resistance determinant [Streptococcus suis]
 ACS92761.1 tetracycline resistance determinant [Streptococcus suis]
 CAZ55317.1 tetracycline resistance protein TetM 1 [Streptococcus 
suis BM407]



 EEU73035.1 tetracycline resistance protein [Enterococcus faecalis 
JH1]
 EOE30408.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0084]
 EOF30915.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0115]
 EOJ25258.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0286]
 AIR11900.1 Tetracycline resistance protein TetM (plasmid) 
[Lactobacillus 
salivarius]
 KGN00618.1 tetracycline resistance protein tetM [Clostridium novyi 
A str. 
4570]
 CZA90024.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY57896.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY22999.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA99297.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY25198.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY35703.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY25005.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZB10269.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY86216.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX63842.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY13485.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX98615.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX64793.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZB32123.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 OFA19453.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 OFA24395.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 PQC52535.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
Length=639



 Score = 921 bits (2381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_101636627.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Campylobacter 
ureolyticus]
 PKZ30161.1 tetracycline resistance ribosomal protection protein 
[Campylobacter 
ureolyticus]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR+ 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQRKM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_086228892.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Bacteria]
 PSL13505.1 ribosomal protection tetracycline resistance protein 
[Fibrobacter 
sp. UWS2]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG +Q+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNLQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_081123660.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Enterococcus hirae]
 OQO40130.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Enterococcus 
hirae]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 525/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI  L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGILQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNDKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTE+KGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTEVKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO26810.1 ferrous iron transport protein B [uncultured bacterium]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
ASFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F  YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFETYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_074470838.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 OKY12391.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 



jejuni]
 OKY12717.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFIYQPRRPNSRIDKVRHMFHKL  638

>WP_070315526.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 OEY48911.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
coli]
 OEY49191.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
coli]
 OEY49439.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
coli]
 OEY49465.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
coli]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  



MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP50395.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  



Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_052790168.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
Length=639



 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_047207765.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Mycoplasma 
hominis]
 AKJ52741.1 tetracycline resistance protein TetM [Mycoplasma 
hominis]
 AUW37426.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Mycoplasma 
hominis]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDLVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_039931034.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Anaerococcus]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002860782.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EDZ32000.1 TetO [Campylobacter jejuni subsp. jejuni CG8421]
 AHY40033.1 pTet34 [Campylobacter jejuni subsp. jejuni CG8421]
 OEY32061.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY42747.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY53924.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY56378.1 tetracycline resistance ribosomal protection protein 



Tet(O) [Campylobacter 
jejuni]
 OEY58231.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>EFX39748.1 putative translation elongation factor G [Streptococcus 
peroris 
ATCC 700780]
 CDQ30369.1 putative integrative and conjugative element protein 
[Streptococcus 
pneumoniae]
 CTG30005.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTG35648.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTG58054.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTG36217.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  



MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_041972879.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 ADH43088.1 tetracycline resistant ribosomal protection protein 
[uncultured 
bacterium MID12]
 OZY72847.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
 OZY82504.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
 PLA53884.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
macedonicus]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
++IY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_003125887.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Lactobacillales]
 EEV31776.1 tetracycline resistance protein [Enterococcus gallinarum 
EG2]
 CEX79995.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX08975.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK82591.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP04708.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU46886.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU83791.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE71357.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ80746.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR57951.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI61385.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD01045.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE45057.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>ACS92759.1 tetracycline resistance determinant [Streptococcus suis]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  



STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNA
+ +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNALMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002909882.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(O) [Campylobacter]
 AAW34142.1 tetracycline resistant protein (plasmid) [Campylobacter 
jejuni]
 EIB62054.1 hypothetical protein cje22_08039 [Campylobacter jejuni 
subsp. 
jejuni 1997-10]
 KDA27130.1 tetracycline resistance protein tetM [Campylobacter 
jejuni Cj2]
 KDA27780.1 tetracycline resistance protein tetM [Campylobacter 
jejuni Cj1]



 KQI03446.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41927]
 KQI37114.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41900]
 KQK49510.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
 OEY22687.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY25949.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY26932.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY31614.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY32481.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY34194.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY34926.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY40190.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY41152.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY54631.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY60307.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY64063.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEZ13976.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEZ14688.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OKY20325.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 AVS37842.1 tetracycline resistance ribosomal protection protein 



Tet(O) (plasmid) 
[Campylobacter jejuni]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP



+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_063856113.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridium 
perfringens]
 AAK17952.1 Tet(M) [Clostridium perfringens]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856111.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Gardnerella 
vaginalis]
 AAB05245.1 tetracyline resistance gene Tet(M) [Gardnerella 
vaginalis]
Length=639

 Score = 921 bits (2380),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKRIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_105209091.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPKEQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY GEIVILP+D ++LN +LG+   LP++   E+PLP+L+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGEIVILPNDVLQLNSILGNEILLPQRESIENPLPILQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL  A +TIHIEVPPNPFWA+IGLSV PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLGKAEYTIHIEVPPNPFWATIGLSVEPLPLGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG EQG++GW VTDCKICFEYG YYSPVSTPADFR L+PIVLEQAL+ +GT
+LLEPYL
Sbjct  481  
VRYGCEQGMYGWEVTDCKICFEYGEYYSPVSTPADFRLLSPIVLEQALRRAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
YFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_086251283.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P031]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_081201664.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Enterococcus hirae]
 OQO46294.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Enterococcus 



hirae]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ ++K+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKKKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY



Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_072237618.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP58109.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  



ELYPSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP56778.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP49313.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP47007.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_061329395.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 KXM77284.1 tetracycline resistance protein tetM [Escherichia coli]
 KXM92717.1 tetracycline resistance protein tetM [Escherichia coli]
 KXN28869.1 tetracycline resistance protein tetM [Escherichia coli]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSR Y+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRVYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_012669445.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(O) [Pasteurellaceae]
 YP_002650692.1 Tet(O) (plasmid) [Pasteurella multocida]
 AAY54279.1 TetO (plasmid) [Actinobacillus pleuropneumoniae]
 ACN39595.1 Tet(O) (plasmid) [Pasteurella multocida]



Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG +Q+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  



LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNLQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057993037.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 KRS97951.1 tetracycline resistance protein tetM [Campylobacter 
coli]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +T  
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVITSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  



HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_044685046.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYW64669.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 CYX21416.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  



STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CDO19407.1 tetM protein [Streptococcus pneumoniae]
Length=644

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +



Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  643

>WP_031912030.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EZZ71506.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus USA7]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  



F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPYPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_022864100.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Varibaculum cambriense]



Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  +D+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  



LLGALTEISDGDPLLKYYLDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_001668880.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ENN23649.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1510]
 EVT16203.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1516]
 EVT20619.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1523]
 EVT28953.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1528]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMHTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691749.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 Q47810.2 RecName: Full=Tetracycline resistance protein TetM from 
transposon 
TnFO1; Short=Tet(M)
 AAA24784.1 tet(M) [Enterococcus faecalis]
 AAB60022.1 ORF11 [Enterococcus faecalis]
 AAB01101.1 tetracycline resistance protein [Cloning vector pAM120]
 AAY62599.1 TetM (plasmid) [Lactococcus lactis subsp. lactis]
 AAY62601.1 TetM (plasmid) [Lactococcus lactis subsp. lactis]
 ABB70044.1 TetA(M) [Enterococcus faecium]
 ABB70045.1 TetA(M) [Enterococcus faecalis]
 ABB70046.1 TetA(M) [Enterococcus faecalis]
 ABB70048.1 TetA(M) [Enterococcus faecium]
 ABB70051.1 TetA(M) [Enterococcus faecium]
 ABB70052.1 TetA(M) [Enterococcus faecium]
 ABB70055.1 TetA(M) [Enterococcus faecalis]
 ABB70057.1 TetA(M) [Enterococcus faecium]
 ACH85970.1 tetracycline resistance protein [Staphylococcus aureus]
 CAA63530.2 tetM [Enterococcus faecalis]
 AEF32783.1 tetracycline resistance protein [Escherichia coli]
 BAK28448.1 Tn916 ORF11 tetracycline resistance protein 
[Streptococcus gallolyticus 
subsp. gallolyticus ATCC 43143]
 EHO88243.1 GTP-binding domain protein [Staphylococcus aureus subsp. 
aureus 
21252]
 AFB74330.1 TetM protein [Clostridioides difficile]
 AFB74331.1 TetM protein [Clostridioides difficile]
 EKU84911.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium FB129-CNAB4]
 AFY24260.1 tetracycline resistance protein [Shuttle vector pKV12]
 ELA55207.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0010]
 ELA55808.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0010]
 ELA56650.1 tetracycline resistance protein tetM transposon TnFO1 



[Enterococcus 
faecium EnGen0022]
 ELA67468.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0008]
 ELA76156.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0011]
 ELA83413.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0021]
 ELB17409.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0025]
 EMC17228.1 hypothetical protein SMU77_05665 [Streptococcus mutans 
NV1996]
 AGI19285.1 tetracycline resistance protein [Clostridioides 
difficile]
 EOD92086.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0059]
 EOE09594.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0079]
 EOF57391.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0124]
 EOF62917.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0126]
 EOF67025.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0130]
 EOF71197.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0128]
 EOF73901.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0132]
 EOF79054.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0138]
 EOF82286.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0137]
 EOF83988.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0140]
 EOF85368.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0161]
 EOF91781.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0162]



 EOG30344.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0182]
 EOH47906.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0189]
 EOI36126.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0267]
 EOI51436.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0317]
 EOJ16346.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0279]
 EOJ43469.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0289]
 EOJ50039.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0285]
 EOJ59156.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis ATCC 35038]
 EOJ67159.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0351]
 EOJ67618.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0352]
 EOK57505.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0063]
 EOK68233.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0125]
 EOK69694.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0129]
 EOK72624.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0134]
 EOK76494.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0142]
 EOK76757.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0145]
 EOK79114.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0146]
 EOK82299.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0148]



 EOK84253.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0147]
 EOK86827.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0149]
 EOK89730.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0151]
 EOK91473.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0150]
 EOK96460.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0155]
 EOL02062.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0156]
 EOL09293.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0158]
 EOL10390.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0159]
 EOL18122.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0327]
 EOL33926.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0348]
 EOL70908.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0308]
 EOL98082.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0233]
 EOM03738.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0259]
 EOM13029.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0234]
 EOM27869.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0192]
 EOM63428.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0188]
 CCK92722.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
T20]
 ETT91055.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0401]



 ETT93904.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0400]
 ETT98635.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0402]
 ETU10920.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0407]
 ETU41548.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0419]
 ETU48385.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0420]
 ETU49328.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0421]
 ETU55347.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0423]
 KAJ69049.1 Tetracycline resistance protein TetM [Enterococcus 
faecalis AZ19]
 KEI57324.1 tetracycline resistance protein tetM [Enterococcus 
faecium UC7251]
 CEI56576.1 elongation factor G [Bacillus subtilis]
 CEI58391.1 elongation factor G [Bacillus subtilis]
 CEJ77354.1 elongation factor G [Bacillus sp. BS34A]
 AJP18150.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Bacillus 
subtilis]
 KNC01505.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KNC01632.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KNC04826.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 CYW15365.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYW16796.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CXL98344.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CXL00937.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CYB58268.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 ANS88620.1 Tetracycline resistance protein TetM [Staphylococcus 
pseudintermedius]
 ANS90560.1 Tetracycline resistance protein TetM [Staphylococcus 
pseudintermedius]
 SCH29090.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]



 SCI78321.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 OEU38470.1 tetracycline resistance protein tetM (plasmid) 
[Lactococcus lactis 
subsp. cremoris IBB477]
 SHE68162.1 translation elongation factor 2 (EF-2/EF-G) [Atopostipes 
suicloacalis 
DSM 15692]
 SJN52100.1 Tetracycline resistance protein TetM [Sphingobacterium 
faecium 
PCAi_F2.5]
 SJR02463.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJT01868.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJS31597.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 OSH38433.1 putative translation elongation factor G [Enterococcus 
faecalis]
 OTO07378.1 tetracycline resistance protein TetM transposon TnFO1 
[Enterococcus 
faecium]
 OTO72434.1 tetracycline resistance protein TetM transposon TnFO1 
[Enterococcus 
faecium]
 OTO78092.1 tetracycline resistance protein TetM transposon TnFO1 
[Enterococcus 
faecium]
 PCE20983.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 PCE51947.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 PCE52557.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 PCE53942.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 PCE57693.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 PCE61279.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 PCT37459.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PDD67553.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Listeria 
monocytogenes]
 PDF70431.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDF73020.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PEQ20206.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 SHO40566.1 tetracycline resistance ribosomal protection protein 
2175639:2177558 
reverse MW:72695 [Clostridioides difficile]
 SHO36047.1 tetracycline resistance ribosomal protection protein 
2175639:2177558 
reverse MW:72695 [Clostridioides difficile]
 PNE44856.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
avium]
 POY88403.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 POY93923.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 AVD37840.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 AVD38831.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 AVD41378.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 AVD42358.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 AVD35297.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 AVD37717.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 PQC37774.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQD63521.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE34139.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG10605.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Enterococcus 
faecalis]
 PRC72152.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 AVL43800.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Enterococcus faecium]
 PTJ51238.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
simulans]
 prf||2114402P tetracycline resistance gene
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691744.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Bacteria]
 EHZ58171.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA47210]
 EIC50981.1 putative tetracycline resistance protein [Streptococcus 
pneumoniae 
SV36]
 EIC58783.1 putative tetracycline resistance protein [Streptococcus 
pneumoniae 
SV35]
 CRD15253.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CTG59778.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CYI53094.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI20849.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM78842.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM71987.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYN56756.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYP03541.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI92186.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OFM32092.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC068C04]
 OYL02260.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae K2521]
 AUC45576.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 PMC00678.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. UMB0029]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>EFQ13124.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0102]
 EFT44780.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0017]
 EFT98524.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0031]
 EPI23784.1 putative translation elongation factor G [Enterococcus 
faecium 
OC2A-1]
 KRM54882.1 hypothetical protein FC18_GL001893 [Lactobacillus 
sharpeae JCM 
1186 = DSM 20505]
 AMP51635.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP55136.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>EFM26596.1 putative translation elongation factor G [Streptococcus 
equinus 
ATCC 700338]
 AGS06063.1 tetracycline resistance protein TetM [Streptococcus 
lutetiensis 
033]
 AMJ32603.1 TetM-TetW-TetO-TetS [uncultured bacterium]



 AMJ37313.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMJ37944.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 KXI13441.1 putative translation elongation factor G [Streptococcus 
pasteurianus]
 APY20206.1 tetracycline resistance protein (plasmid) [Streptococcus 
pasteurianus]
Length=644

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
++IY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTIIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>EEI87258.1 putative translation elongation factor G [Anaerococcus 
lactolyticus 
ATCC 51172]
Length=644

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_003454408.1 tetracycline resistance ribosomal protection protein 
Tet(44) 
[Clostridium perfringens]
 EDS78926.1 tetracycline resistance protein [Clostridium perfringens 
C str. 
JGS1495]
 EHO25108.1 small GTP-binding protein domain protein 
[Erysipelotrichaceae 
bacterium 21_3]
Length=640

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/637 (68%), Positives = 527/637 (83%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQDGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDDWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLL+KYIAGE ++ ++L  EE R V+  SLFP+Y+GSA+  +G Q L++A++ 
LF  
Sbjct  181  
RNDKLLKKYIAGEKLTIQELTYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENGSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIILPEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T     G+I I+P++++RLND++G+   LP   W ++  P+LRT I P    
+RE+
Sbjct  301  
EMIQTKIVCSGDIFIIPNNTLRLNDIIGNEKILPCNVWNDNTAPILRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWKVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQEY SRAY+DA K+CA IET+Q K DEV+FTG IPARCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQEYFSRAYNDAQKHCAIIETSQSKNDEVIFTGHIPARCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_050824634.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(O) [Terrabacteria group]
 AAR29970.1 tetracycline resistance protein [Megasphaera elsdenii]
 KND53808.1 tetracycline resistance protein tetM [Bifidobacterium 
breve]



 PKY88846.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Bifidobacterium 
breve]
 PMC73244.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Bifidobacterium 
breve]
Length=639

 Score = 920 bits (2379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050232631.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CAO82964.1 tetM protein [Streptococcus pneumoniae]
 CIY74823.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG50947.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF20794.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV00726.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO61133.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV66473.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT20213.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ98207.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJF01762.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF67195.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE91295.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ41434.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE48522.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  638

>WP_105135456.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL



Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_104774283.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Escherichia]
 PPX08462.1 tetracycline resistance ribosomal protection protein 
[Escherichia 
coli]
 PQK18308.1 tetracycline resistance ribosomal protection protein 
[Escherichia 
coli]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT+  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_096013982.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein [Campylobacter lanienae]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGIQ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIQQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY



Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_086233925.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P0138]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_078755722.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Globicatella 
sulfidifaciens]
 SJZ48999.1 translation elongation factor 2 (EF-2/EF-G) 
[Globicatella sulfidifaciens 
DSM 15739]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTT TD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTSTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_072230499.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV



Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_072215556.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_069159276.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 ODM04802.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Eisenbergiella 
tayi]



Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  



LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVEPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002779752.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(O) [Campylobacter]
 P10952.2 RecName: Full=Tetracycline resistance protein TetO; 
Short=Tet(O)
 AAA23033.2 TetO [Campylobacter jejuni]
 EAL55800.1 tetracycline resistance protein [Campylobacter coli 
RM2228]
 CAP04858.1 tetracycline resistant protein [Campylobacter jejuni]
 ADT73513.1 TetO (plasmid) [Campylobacter jejuni subsp. jejuni S3]
 EIA48780.1 hypothetical protein cco106_07837 [Campylobacter coli 
2553]
 EIA61124.1 hypothetical protein cco14_10069 [Campylobacter coli 
80352]
 EIA90121.1 hypothetical protein cco75_08556 [Campylobacter coli LMG 
9854]
 EIB16205.1 hypothetical protein cje1_03361 [Campylobacter jejuni 
subsp. 
jejuni 129-258]
 AGV48589.1 tetracycline resistance protein TetO (plasmid) 
[Campylobacter 
jejuni subsp. jejuni 00-2544]
 AJK83773.1 tetracycline resistance protein tetM (plasmid) 
[Campylobacter 
jejuni subsp. jejuni]
 AJK85657.1 tetracycline resistance protein tetM (plasmid) 



[Campylobacter 
jejuni subsp. jejuni]
 AKB09735.1 tetracycline resistance protein, TetO (plasmid) 
[Campylobacter 
jejuni]
 KQH23428.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS43243.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS53312.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS58448.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS71366.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS76845.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS86520.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS88969.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
 KRS93435.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS94308.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KUY35917.1 tetracycline resistance protein [Campylobacter jejuni 
HB-CJGB-LL]
 KXU23920.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KXU27129.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
 AMP66077.1 tetracycline resistance ribosomal protection protein 
(plasmid) 
[Campylobacter jejuni]
 AOH51015.1 tetracycline resistance protein (plasmid) [Campylobacter 
coli]
 OEW05980.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_6872]
 OEW37540.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_6461]
 OEW41643.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_6462]
 AOV09338.1 tetracycline resistance protein (plasmid) [Campylobacter 
jejuni]
 AOV09513.1 tetracycline resistance protein (plasmid) [Campylobacter 
jejuni]
 APA48198.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 
[Campylobacter jejuni]
 APA53363.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 



[Campylobacter coli]
 APA62407.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 
[Campylobacter coli]
 APA80287.1 Tetracycline resistance protein TetO (plasmid) 
[Campylobacter 
jejuni subsp. jejuni M129]
 APB38670.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 
[Campylobacter jejuni]
 APB40404.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 
[Campylobacter jejuni]
 OIU40495.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIU43633.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 ASE88905.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 
[Campylobacter jejuni subsp. jejuni]
 PNS88388.1 tetracycline resistance protein [Campylobacter jejuni 
HB-CJGB-ZX]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP52275.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP53910.1 TetM-TetW-TetO-TetS [uncultured bacterium]



Length=644

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  



LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQALK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQALKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKVYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>AMP49243.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE



Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+



Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_061461548.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 KXW03081.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 OCQ84217.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLS AY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSLAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_057032384.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 KQI09833.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41944]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057043153.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 KQH61945.1 tetracycline resistance protein tetM [Campylobacter 
coli]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 524/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHD P+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDTPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_049552042.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 



pseudopneumoniae]
 BBA59908.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050224152.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CJM55357.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS78430.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB53230.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY77700.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD11873.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +E+  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEKSIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTP DFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPVDFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AKO48464.1 tetracycline resistance protein tetM [[Haemophilus] 
ducreyi]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDDLLEKYMSGKSLEALELEQEESTRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044979124.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 CZA45321.1 tetracycline resistance protein TetM [Streptococcus 
suis]



Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  



LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRY  EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYSCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691739.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 ADB66717.1 ribosomal protection protein [Streptococcus agalactiae]
 EPV62545.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00924]
 EPV75306.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00959]
 CFQ96581.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CND47633.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNI57788.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 KLK56577.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL76323.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CNC64154.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNG10557.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ01269.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]



 CNC83182.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 OFN86762.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC074F10]
 OFU94092.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC11C05]
 PMC05573.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPGQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_024052575.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Bacilli]
 ACH85966.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85967.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85968.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85969.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85972.1 tetracycline resistance protein [Staphylococcus aureus]
 ETI84781.1 Tetracycline resistance protein tetM [Streptococcus 
anginosus 
DORA_7]
 OAF79600.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pyogenes]
 PLA09860.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Streptococcus 
anginosus]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691736.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Terrabacteria group]
 AAM19211.1 ribosomal protection protein [Bacillus sp. R89]
 EAO73775.1 tetracycline resistance protein (tetM) [Streptococcus 
agalactiae 
CJB111]
 CAJ00294.1 TetM protein [Clostridioides difficile]
 CAJ00296.1 TetM protein [Clostridioides difficile]
 ACH85971.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85976.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85977.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85978.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85979.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85980.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85981.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85982.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85983.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85984.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85985.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85986.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85987.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85988.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85989.1 tetracycline resistance protein [Staphylococcus aureus]



 ACH85990.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85991.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85992.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85993.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85994.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85995.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85996.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85997.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85998.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85999.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH86000.1 tetracycline resistance protein [Staphylococcus aureus]
 EEK09754.1 putative translation elongation factor G [Streptococcus 
salivarius 
SK126]
 ACS92753.1 tetracycline resistance determinant [Streptococcus suis]
 EET97988.1 tetracycline resistance protein [Enterococcus faecalis 
T2]
 EEU27118.1 tetracycline resistance protein [Enterococcus faecalis 
T8]
 EEU67409.1 tetracycline resistance protein [Enterococcus faecalis 
Merz96]
 EFA89616.1 putative translation elongation factor G [Peptoniphilus 
lacrimalis 
315-B]
 CAQ49384.1 TetM protein [Staphylococcus aureus subsp. aureus ST398]
 ADB66719.1 ribosomal protection protein [Streptococcus agalactiae]
 EFK38502.1 putative translation elongation factor G [Peptoniphilus 
sp. oral 
taxon 836 str. F0141]
 EFK76514.1 putative translation elongation factor G [Enterococcus 
faecalis 
TUSoD Ef11]
 EFR42786.1 putative translation elongation factor G [Dialister 
microaerophilus 
UPII 345-E]
 EHQ45367.1 tetracycline resistance protein tetM transposon TnFO1 
[Coprobacillus 
sp. 8_2_54BFAA]
 EJO19377.1 tetracycline resistance protein TetM [Streptococcus sp. 
AS14]
 AFR72973.1 tetracycline resistance protein [Staphylococcus aureus 
08BA02176]
 EKB57128.1 tetracycline resistance protein tetM transposon TnFO1 
[Facklamia 
ignava CCUG 37419]
 AGC70183.1 tetracycline resistance [Listeria monocytogenes]
 EOD82795.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0065]
 EOF33134.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0101]
 EOF33484.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 



faecalis EnGen0101]
 EOF35397.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0101]
 EOG95337.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0212]
 EOH59497.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0235]
 EOH59951.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0235]
 EOH63833.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0265]
 EOH66717.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0265]
 EOI16947.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0248]
 EOI17688.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0248]
 EOI18561.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0252]
 EOI19868.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0252]
 EOI77992.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0297]
 EOI78457.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0297]
 EOI86419.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0294]
 EOI90406.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0294]
 EOJ21492.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0287]
 EOJ26394.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0300]
 EOK18282.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0338]
 EOK18914.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 



faecalis EnGen0338]
 EOK26027.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0326]
 EOK46743.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0064]
 EOK46944.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0064]
 EOK48202.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0064]
 EOK48932.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0061]
 EOK56265.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0064]
 EOL73246.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0280]
 EOL73507.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0280]
 EOL73962.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0280]
 EOL79986.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis EnGen0280]
 CCW37436.1 Tetracycline resistance protein TetM [Streptococcus 
agalactiae 
09mas018883]
 EPI57738.1 putative translation elongation factor G [Gardnerella 
vaginalis 
JCP7275]
 EPR45229.1 tetracycline resistance protein tetM [Enterococcus 
faecalis 10244]
 EPT51193.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL F2-343]
 EPT54765.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 25532]
 EPT85296.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU247]
 EPT90065.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU442]
 EPU26737.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-039]



 EPU29752.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-211]
 EPU32796.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-212]
 EPU50583.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 992B]
 EPU56967.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00012]
 EPU57625.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00013]
 EPU59760.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00020]
 EPU83455.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00202]
 EPU88581.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00241]
 EPV08613.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00555]
 EPV16795.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00614]
 EPV19309.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00640]
 EPV45209.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00897]
 EPV51264.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00909]
 EPV70255.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00947]
 EPV71014.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00955]
 EPV73518.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00975]
 EPW09480.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL S3-001]
 EPW20131.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 30636]



 EPW28619.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 37740]
 EPW32343.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 44050]
 EPW44105.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 49072]
 EPW49896.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 49100]
 EPW65971.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU248]
 EPW84058.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
STIR-CD-14]
 EPW87595.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
STIR-CD-25]
 EPW95176.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-025]
 EPW98330.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-048]
 EPX01673.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-209]
 EPX09317.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-219]
 EPX17629.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 2864]
 EPX23104.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 13227]
 EPX44055.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00874]
 EPZ08627.1 tetracycline resistance protein tetM [Staphylococcus 
aureus S130]
 EPZ10821.1 tetracycline resistance protein tetM [Staphylococcus 
aureus S123]
 EQJ67594.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
P38]
 EQM93371.1 tetracycline resistance protein tetM [Staphylococcus 
aureus S1]
 AGU83539.1 putative tetracycline resistance protein [Streptococcus 
anginosus 
C238]



 CCL03640.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
E13]
 CCL67218.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
E7]
 ERT20477.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis BM4654]
 ERT21580.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis BM4654]
 ERT22231.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis BM4654]
 ERT22247.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecalis BM4654]
 ETE26094.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
1719]
 EUF93000.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M0498]
 EUJ49874.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus DAR948]
 EUP59470.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus UCIM6146]
 EUY99061.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M0435]
 EYF23580.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus F29447]
 EYN08154.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus DAR3584]
 EYN65118.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus DAR3761]
 EYP25888.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus DAR1157]
 EYP59046.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus DAR1311]
 EZR36314.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus ZTA09/03576-9HST]
 EZR37374.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus ZTA11/03130-3ST]



 EZR42529.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1915R]
 EZR44142.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1918S]
 EZR47500.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1910R]
 EZR52330.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1898R]
 EZR53372.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1896R]
 EZR55192.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1876R]
 EZR59922.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1869R]
 EZR64001.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1842R]
 EZR64735.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1858R]
 EZR67852.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1833R]
 EZR71490.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1515S]
 EZR73143.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1422S]
 EZR80543.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1103S]
 EZR85946.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0798S]
 EZR89860.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0612S]
 EZR90279.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0765S]
 EZR93818.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0489R]
 EZR96171.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0472R]



 EZR96815.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0473R]
 EZR98957.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0469R]
 EZS00799.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0471R]
 EZS05646.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0467R]
 EZS07843.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0437R]
 EZS11371.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0426R]
 EZS12104.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0424R]
 EZS15016.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0422R]
 EZS20378.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0414R]
 EZS21559.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0436R]
 EZS24018.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0400R]
 EZS24644.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0361R]
 EZS26192.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0368R]
 EZS32078.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0353R]
 EZS32193.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0358R]
 EZS34560.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0343R]
 EZS37659.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0342R]
 EZS39660.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0332R]



 EZS42317.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0319R]
 EZS47727.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0301R]
 EZS48350.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0306R]
 EZS52418.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0298R]
 EZS55603.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0293R]
 EZS56155.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0251R]
 EZS60222.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0244R]
 EZS62780.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0235R]
 EZS63798.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0232R]
 EZS67066.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0229R]
 EZS71339.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0203R]
 EZS73786.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0219R]
 EZS75879.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0197R]
 EZS77313.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0184R]
 EZS81465.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0183R]
 EZS81570.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0191R]
 EZS85791.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0158R]
 EZS90331.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0157R]



 EZS91050.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0159R]
 EZS93689.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0154R]
 EZS94908.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0150R]
 EZS98054.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0141R]
 EZT02480.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0136R]
 EZT05590.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0125R]
 EZT07877.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0120R]
 EZT08312.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0113R]
 EZT11759.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0111R]
 EZT12288.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0102R]
 EZT15578.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0081R]
 EZT18908.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0058R]
 EZT19598.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0078R]
 EZT24338.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VE08/02242ST1]
 EZT25142.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0050R]
 EZT30528.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus USA_6]
 EZT33065.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Tur-4]
 EZT35599.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Tur-5]



 EZT38478.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus S64_POEL]
 EZT41121.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Rd.290]
 EZT42125.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus S63_POEL]
 EZT46695.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus MSSA-47]
 EZT49675.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus MSSA-37]
 EZT52849.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus MSSA-123]
 EZT55087.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-169]
 EZT57057.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-159]
 EZT60603.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C3452]
 EZT68727.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 81629]
 EZT72150.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 53180-1]
 EZT72704.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 63-D10]
 EZT76455.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 45(2607)]
 EZT77947.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 28(3K2-5)]
 EZT80929.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22(2K81-5)]
 EZT85495.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2011-60-2275-7]
 EZT86000.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1484-9]
 EZT92293.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1111001578]



 EZT96509.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 10S00488]
 EZT99192.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1(04GN_04-02-52-07)]
 EZU02491.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 09S01694]
 EZU04913.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 09-00736]
 EZU06637.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08-01229]
 EZU09570.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08-01062]
 EZU11832.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08-01059]
 EZU19316.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08-01085]
 EZU20279.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08-01084]
 EZU24075.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08-01728]
 EZU26763.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08134-6]
 EZU31986.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08139-6]
 EZU34974.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08142-8]
 EZU37842.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 08143-5]
 EZU43633.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 10S01493]
 EZU45902.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 110802495]
 EZU47291.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1110601704]
 EZU49808.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1110601896]



 EZU53416.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1110700562]
 EZU54307.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1110700610]
 EZU58329.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1110701127]
 EZU59077.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1110802883]
 EZU63452.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1110807699]
 EZU64519.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1110904178]
 EZU77990.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1111101949]
 EZU81141.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1111102620]
 EZU83882.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1111200013]
 EZU85926.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1111203374]
 EZU90020.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1111205429]
 EZU91114.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 1111206270]
 EZU92873.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 11P4]
 EZU94442.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 11P8]
 EZU99736.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 11S00627]
 EZV06006.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 11S01586]
 EZV11683.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 12464]
 EZV21064.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 12S00881]



 EZV21841.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 12S00579]
 EZV25619.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 12S01153]
 EZV27360.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 12S01399]
 EZV32913.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 12-ST01988]
 EZV37358.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 14(11MN_17-08-66-05)]
 EZV40262.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 150211/pool 1]
 EZV43291.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 18439-17]
 EZV43905.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 16(11S1S4-09)]
 EZV46960.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 18439-62]
 EZV49692.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 18754-2]
 EZV54794.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2(04HN_17-03-52-05)]
 EZV58531.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2009-60-561-1]
 EZV61291.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2010-60-6063-29]
 EZV63099.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2010-60-1240-1]
 EZV66214.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2010-60-6063-39]
 EZV67750.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2010-60-6511-10]
 EZV68488.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2010-60-6511-39]
 EZV75063.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2010-60-6511-5]



 EZV76353.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2010-60-7626-19]
 EZV81065.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2011-60-2078-5]
 EZV81822.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2011-60-1490-31]
 EZV83673.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2011-60-2256-5]
 EZV85304.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22825]
 EZV90396.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 2011-60-2275-1]
 EZV91616.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22835]
 EZV95738.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22837]
 EZV97352.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22838]
 EZV99866.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22841]
 EZW02781.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22843]
 EZW05602.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22846]
 EZW07872.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 22P79]
 EZW10398.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 23237]
 EZW18183.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 25(2889)]
 EZW20442.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 27999-3]
 EZW21511.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 28(18S1K13-24-05)]
 EZW24458.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 36P1]



 EZW26686.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 36P5]
 EZW28818.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 40P10]
 EZW31063.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 37(18S2S5-05)]
 EZW34253.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 40P5 1_1]
 EZW37804.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 43P3]
 EZW40535.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 43P8]
 EZW42977.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 47P5]
 EZW46282.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 44(2608)]
 EZW46761.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 47P9]
 EZW51280.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 5670-1]
 EZW53710.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 56824-10]
 EZW55959.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 56824-15]
 EZW58938.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 56824-2]
 EZW62355.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 56824-5]
 EZW64024.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 56824-21]
 EZW66967.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 56824-7]
 EZW68040.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 56864-11]
 EZW70394.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 6665-5]



 EZW76751.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 76669-6]
 EZW82270.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 81070]
 EZW84566.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 84069-2]
 EZW88802.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 86770-7]
 EZW89564.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 87807-1]
 EZW92808.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 87807-11]
 EZW95617.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 87807-12]
 EZW98012.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 87807-16]
 EZX00164.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 87807-9]
 EZX03329.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 88088-1]
 EZX05135.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 9P9]
 EZX06382.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 88088-2]
 EZX12121.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus BG407]
 EZX18891.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C1655]
 EZX21887.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C1673]
 EZX25995.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C1842]
 EZX29342.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C1891]
 EZX34298.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C1894]



 EZX40359.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C2706]
 EZX42694.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C2928]
 EZX43291.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C2930]
 EZX50419.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C2942]
 EZX51085.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C3672]
 EZX53472.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C3865]
 EZX60039.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C4151]
 EZX63359.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C4155]
 EZX66915.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C4668]
 EZX69011.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus C5453]
 EZX74767.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Chi-4]
 EZX75159.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Chi-10]
 EZX77796.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Chi-8]
 EZX81774.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus DICM09/01587-13HST]
 EZX83684.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus DICM09/00997-9HST2]
 EZX86509.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus FP_N239]
 EZX88984.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus FP_N5203 OX]
 EZX91298.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus FP_N5208 OX]



 EZX94288.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-052]
 EZX96009.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-061]
 EZX99154.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-090]
 EZY02128.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-102]
 EZY02762.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-107]
 EZY06521.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-110]
 EZY06731.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-112]
 EZY11806.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-115]
 EZY16623.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-131]
 EZY18751.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-155]
 EZY22334.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-158]
 EZY24617.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-177]
 EZY25724.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-168]
 EZY31122.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M118-B]
 EZY32075.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M267-1]
 EZY34311.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M357]
 EZY38372.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M457-1]
 EZY41343.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus M520-1]



 EZY46570.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus MRSA-136]
 EZY81070.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Rd.3]
 EZY83842.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Rd.40]
 EZY87642.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Rd.545]
 EZY87832.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Rd.51]
 EZY92810.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Rd.60]
 EZY94531.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Rd.614]
 EZY98642.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Rd.9]
 EZZ03696.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus S62_POEL]
 EZZ09027.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus SARM C4155]
 EZZ10815.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus SARM C5621]
 EZZ14221.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 194]
 EZZ15912.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 44]
 EZZ18617.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 46]
 EZZ23632.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 74]
 EZZ24621.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 47]
 EZZ26038.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 93]
 EZZ29485.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 98]



 EZZ31561.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 95]
 EZZ34445.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Sau 99]
 EZZ37574.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Tur-15]
 EZZ40776.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Tur-12]
 EZZ41430.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Tur-16]
 EZZ47019.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Tur-20]
 EZZ48284.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Tur-22]
 EZZ50174.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus Tur-6]
 EZZ53851.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus UB 08-116]
 EZZ55761.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus UB 08-172]
 EZZ60829.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus USA_11]
 EZZ62646.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus USA_12]
 EZZ65581.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus USA_15]
 EZZ68650.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus USA_9]
 EZZ72686.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus USA_8]
 EZZ74860.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VE08/02126ST1]
 EZZ77475.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VE07/03048STA]
 EZZ78554.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VE08/02244ST1]



 EZZ81757.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0051R]
 EZZ84224.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0052R]
 EZZ88104.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0053R]
 EZZ91233.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0054R]
 EZZ93501.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0057R]
 EZZ96956.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0055R]
 EZZ98970.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0059R]
 KAA09075.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0062R]
 KAA09650.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0060R]
 KAA10975.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0061R]
 KAA12601.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0065R]
 KAA13720.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0063R]
 KAA17170.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0066R]
 KAA22536.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0070R]
 KAA24427.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0067R]
 KAA26483.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0069R]
 KAA29327.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0075R]
 KAA32052.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0072R]



 KAA34736.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0073R]
 KAA36525.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0076R]
 KAA37127.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0077R]
 KAA39209.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0080R]
 KAA45682.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0083R]
 KAA46043.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0084R]
 KAA47398.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0085R]
 KAA52212.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0086R]
 KAA53026.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0087R]
 KAA57783.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0089R]
 KAA60320.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0088R]
 KAA63156.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0090R]
 KAA66467.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0091R]
 KAA67154.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0092R]
 KAA68925.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0093R]
 KAA70370.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0094R]
 KAA76718.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0097R]
 KAA76807.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0095R]



 KAA81692.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0098R]
 KAA84796.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0099R]
 KAA86611.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0101R]
 KAA86761.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0103R]
 KAA92239.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0104R]
 KAA97074.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0105R]
 KAA98078.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0107R]
 KAB00071.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0110R]
 KAB00839.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0112R]
 KAB06381.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0114R]
 KAB08124.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0115R]
 KAB11808.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0116R]
 KAB14106.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0117R]
 KAB15141.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0119R]
 KAB19003.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0123R]
 KAB21923.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0124R]
 KAB23395.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0126R]
 KAB25881.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0127R]



 KAB28027.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0129R]
 KAB30905.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0128R]
 KAB34488.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0130R]
 KAB36498.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0132R]
 KAB38776.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0133R]
 KAB41969.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0134R]
 KAB43854.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0140R]
 KAB46115.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0151R]
 KAB48132.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0148R]
 KAB52510.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0156R]
 KAB53979.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0152R]
 KAB54220.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0155R]
 KAB60479.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0162R]
 KAB60739.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0161R]
 KAB65705.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0164R]
 KAB66402.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0165R]
 KAB71454.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0166R]
 KAB73546.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0167R]



 KAB75920.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0176R]
 KAB76547.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0171R]
 KAB81171.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0177R]
 KAB83908.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0178R]
 KAB88017.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0180R]
 KAB88685.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0179R]
 KAB91929.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0188R]
 KAB92519.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0189R]
 KAB96754.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0190R]
 KAB98353.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0192R]
 KAC01757.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0193R]
 KAC03050.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0194R]
 KAC07902.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0195R]
 KAC10359.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0198R]
 KAC10776.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0200R]
 KAC14095.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0212R]
 KAC17215.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0213R]
 KAC18455.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0214R]



 KAC21418.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0215R]
 KAC26481.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0216R]
 KAC28911.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0217R]
 KAC31120.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0218R]
 KAC33042.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0221R]
 KAC39667.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0224R]
 KAC40431.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0227R]
 KAC44398.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0236R]
 KAC45522.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0228R]
 KAC46715.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0230R]
 KAC49939.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0237R]
 KAC51098.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0241R]
 KAC56941.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0243R]
 KAC60509.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0247R]
 KAC62468.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0249R]
 KAC65424.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0252R]
 KAC68365.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0253R]
 KAC69573.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0254R]



 KAC73272.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0259R]
 KAC74723.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0256R]
 KAC77892.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0260R]
 KAC81294.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0261R]
 KAC83747.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0267R]
 KAC85653.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0263R]
 KAC88690.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0268R]
 KAC89762.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0270R]
 KAC92303.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0269R]
 KAC94199.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0271R]
 KAC97945.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0275R]
 KAC98491.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0278R]
 KAD00790.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0279R]
 KAD07116.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0280R]
 KAD07547.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0282R]
 KAD08526.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0283R]
 KAD12628.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0284R]
 KAD16067.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0287R]



 KAD17636.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0286R]
 KAD21013.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0289R]
 KAD22318.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0288R]
 KAD24174.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0290R]
 KAD29053.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0291R]
 KAD33451.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0292R]
 KAD34086.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0294R]
 KAD36696.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0295R]
 KAD38110.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0297R]
 KAD40084.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0296R]
 KAD42189.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0299R]
 KAD47029.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0300R]
 KAD50005.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0303R]
 KAD52114.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0302R]
 KAD55562.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0304R]
 KAD58938.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0305R]
 KAD61532.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0307R]
 KAD62017.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0308R]



 KAD64232.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0309R]
 KAD68959.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0312R]
 KAD74507.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0315R]
 KAD75361.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0313R]
 KAD75846.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0314R]
 KAD78088.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0317R]
 KAD82032.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0318R]
 KAD82443.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0316R]
 KAD88426.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0320R]
 KAD89479.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0322R]
 KAD93306.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0323R]
 KAD96691.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0325R]
 KAD97318.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0326R]
 KAD99373.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0329R]
 KAE02538.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0331R]
 KAE05532.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0333R]
 KAE07616.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0335R]
 KAE08531.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0336R]



 KAE10817.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0337R]
 KAE15004.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0338R]
 KAE18616.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0339R]
 KAE20353.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0340R]
 KAE24493.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0341R]
 KAE26560.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0352R]
 KAE28952.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0354R]
 KAE30797.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0357R]
 KAE33866.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0359R]
 KAE35554.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0360R]
 KAE39914.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0363R]
 KAE42216.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0366R]
 KAE44689.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0367R]
 KAE45319.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0369R]
 KAE49677.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0373R]
 KAE52966.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0376R]
 KAE54283.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0382R]
 KAE59842.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0383R]



 KAE60235.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0384R]
 KAE63164.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0387R]
 KAE63909.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0389R]
 KAE64240.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0388R]
 KAE70690.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0393R]
 KAE71358.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0390R]
 KAE74084.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0394R]
 KAE76981.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0396R]
 KAE77783.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0395R]
 KAE84243.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0399R]
 KAE87370.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0402R]
 KAE87489.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0401R]
 KAE92408.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0403R]
 KAE95389.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0406R]
 KAE96688.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0407R]
 KAF00149.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0410R]
 KAF03097.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0411R]
 KAF03706.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0412R]



 KAF07257.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0413R]
 KAF09271.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0417R]
 KAF11459.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0415R]
 KAF14540.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0418R]
 KAF18030.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0421R]
 KAF18414.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0423R]
 KAF21879.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0425R]
 KAF24224.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0427R]
 KAF28981.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0428R]
 KAF31513.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0432R]
 KAF33303.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0431R]
 KAF36489.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0433R]
 KAF38202.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0434R]
 KAF41379.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0438R]
 KAF41657.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0435R]
 KAF45749.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0439R]
 KAF47853.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0442R]
 KAF50032.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0440R]



 KAF54723.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0446R]
 KAF55033.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0443R]
 KAF59005.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0444R]
 KAF61984.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0451R]
 KAF64879.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0454R]
 KAF64973.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0452R]
 KAF70024.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0455R]
 KAF72913.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0456R]
 KAF73478.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0459R]
 KAF76817.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0460R]
 KAF80604.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0462R]
 KAF82522.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0463R]
 KAF86328.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0464R]
 KAF88568.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0465R]
 KAF91135.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0468R]
 KAF91844.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0470R]
 KAF94924.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0478R]
 KAF99870.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0486R]



 KAG02857.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0485R]
 KAG03192.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0481R]
 KAG06873.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0488R]
 KAG08622.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0596R]
 KAG08975.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0519S]
 KAG15500.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0645S]
 KAG18376.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0657S]
 KAG23645.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0779S]
 KAG27581.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0787S]
 KAG31882.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0809S]
 KAG34416.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0810S]
 KAG39073.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0919S]
 KAG41969.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0920S]
 KAG54561.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1035S]
 KAG57669.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1048S]
 KAG59478.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1054S]
 KAG62367.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1068S]
 KAG63393.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1052S]



 KAG70277.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1104S]
 KAG72906.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1168S]
 KAG76323.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1181S]
 KAG79376.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1245S]
 KAG80268.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1411S]
 KAG84554.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1434S]
 KAG85723.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1468S]
 KAG88040.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1495S]
 KAG91325.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1499S]
 KAG94706.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1519S]
 KAG98170.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1526S]
 KAH05564.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1727S]
 KAH11478.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1816S]
 KAH13621.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1779S]
 KAH17031.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1817S]
 KAH18776.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1822S]
 KAH23389.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1831R]
 KAH24884.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1832R]



 KAH26788.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1834R]
 KAH30900.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1835R]
 KAH32458.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1838R]
 KAH34708.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1839R]
 KAH37862.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1843R]
 KAH38491.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1844R]
 KAH42496.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1845R]
 KAH44224.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1846R]
 KAH47907.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1848R]
 KAH51109.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1849R]
 KAH52512.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1850R]
 KAH56532.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1851R]
 KAH58749.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1852R]
 KAH61295.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1853R]
 KAH64121.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1854R]
 KAH66964.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1855R]
 KAH69354.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1856R]
 KAH72658.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1859R]



 KAH73849.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1860R]
 KAH77248.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1861R]
 KAH80727.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1866R]
 KAH82102.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1865R]
 KAH84419.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1867R]
 KAH88326.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1868R]
 KAH90463.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1871R]
 KAH93689.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1872R]
 KAH94557.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1873R]
 KAH99347.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1877R]
 KAI00070.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1875R]
 KAI03447.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1880R]
 KAI04752.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1884R]
 KAI05284.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1886R]
 KAI08892.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1890R]
 KAI13659.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1892R]
 KAI16767.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1893R]
 KAI17540.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1895R]



 KAI20068.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1897R]
 KAI25893.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1899R]
 KAI26378.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1901R]
 KAI28801.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1904R]
 KAI32856.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1908R]
 KAI32966.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1905R]
 KAI34146.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1906R]
 KAI40901.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1909R]
 KAI42133.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1911R]
 KAI45575.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1912R]
 KAI47907.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1913R]
 KAI49488.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1914R]
 KAI53553.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1917S]
 KAI56694.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1923S]
 KAI57116.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1949S]
 KAI57910.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1950S]
 KAI61981.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1956S]
 KAI65142.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1959S]



 KAI68098.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus ZTA09/03576-8HST]
 KAI75204.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus ZTA10/00045-9HST]
 KAI78200.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus ZTA10/00047-8HST]
 KAI81045.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus ZTA10/00058-8HST]
 KAI82790.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus ZTA10/02412-8HSA]
 KAI85133.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus ZTA11/00189-8HSA]
 KAJ75167.1 Tetracycline resistance protein TetM [Enterococcus 
faecalis GAN13]
 KEH94901.1 tetracycline resistance protein tetM [Clostridium 
botulinum C/D 
str. BKT12695]
 AIG50363.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes 
STAB901]
 AIK72354.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 AIK76459.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KGE60709.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes 
SS1447]
 KGF10399.1 tetracycline resistance protein tetM [Tissierellia 
bacterium 
S5-A11]
 KGF31568.1 tetracycline resistance protein tetM [Peptoniphilus 
lacrimalis 
DNF00528]
 AIW11781.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 KII21764.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 CEV46988.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV48609.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV72456.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX06857.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX58365.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY34133.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CEY84790.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY99830.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFE10811.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX35140.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRC02109.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRF98870.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM07480.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNG11445.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 COP29341.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP57282.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ13921.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG36165.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF87680.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT67160.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ79590.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS22227.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGE65901.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD44604.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT38161.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KLD92758.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ35550.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ74102.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK16812.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK23711.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK26851.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK41403.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL15778.1 tetracycline resistance protein tetM [Streptococcus 



agalactiae]
 KLL44161.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL48688.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL59658.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CIZ27693.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU64810.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR68324.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR84522.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR39012.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX16593.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO61870.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU91901.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW03136.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN82499.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ07969.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS66366.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS05419.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV60728.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP40777.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP42898.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN81362.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS84015.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE17167.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS39311.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT25970.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ99928.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS89121.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM51308.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJA72104.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP80789.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH08897.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN62575.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS06573.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH67439.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR60313.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS37124.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM51114.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO84549.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ42290.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN49661.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM53541.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO75420.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI34406.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL71635.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB81618.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO64201.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH99191.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF91234.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ39742.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF18094.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI02844.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX41657.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW98581.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU70172.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU33633.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJW70048.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKL40251.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV49336.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI67749.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI69782.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX55130.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKL47903.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE65410.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI30255.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW10819.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT90463.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY55183.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY26835.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV76671.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY59440.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNB25911.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CND71149.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNI86411.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ19801.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB36027.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNE65292.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNK17497.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB58906.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB79968.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CMZ83818.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW05656.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX07874.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMX77419.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM51113.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC75518.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE84038.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB22875.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL29550.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE56897.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC80304.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB29828.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI35765.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR70908.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK03422.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC43679.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ54458.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM55363.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ18583.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR30645.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG41363.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ77426.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP48053.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR53324.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA15478.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH84085.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR10970.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CPW56263.1 Elongation factor G (EF-G) [Mycobacterium abscessus]
 CQI94697.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CTM37900.1 putative conjugative element protein [Streptococcus 
pneumoniae]



 ALF28630.1 tetracycline resistance protein tetM [Streptococcus 
intermedius]
 ALL02326.1 Tetracycline resistance protein TetM [Streptococcus 
anginosus]
 ALP87166.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KST55860.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 ALS69281.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 ALS71952.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 ALS85208.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 KUH47886.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 ALZ51693.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KWY79425.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KWY81969.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KWZ08223.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 CVV88764.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVX81697.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWD20490.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWE74560.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXD91941.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CYY37156.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYY48632.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ91863.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ37078.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ72905.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX76292.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA96137.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ34816.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX59995.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ44714.1 tetracycline resistance protein TetM [Streptococcus 
suis]



 CZA20497.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ91847.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CXM43560.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CXS83114.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CYD95866.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CYF35785.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CYF80155.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 AMQ15278.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Streptococcus 
agalactiae]
 AMQ17269.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Streptococcus 
agalactiae]
 OAC81692.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 OAC83285.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 OAC84059.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 OAC88798.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 OAD11690.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 SAY70273.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SBA09549.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 OAV82269.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
gallolyticus subsp. gallolyticus]
 SAM42946.1 translation elongation factor G [Enterococcus faecium]
 SAM45890.1 translation elongation factor G [Enterococcus faecium]
 SAM46645.1 translation elongation factor G [Enterococcus faecium]
 SAM42452.1 translation elongation factor G [Enterococcus faecium]
 SAM42029.1 translation elongation factor G [Enterococcus faecium]
 ANR97713.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM86540.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCW49696.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
gallolyticus subsp. gallolyticus]
 ODE70555.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 



monocytogenes]
 ODE78502.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 ODE79019.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 AOF50669.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 SCR75925.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SCU24280.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 OFL21175.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC062B01]
 OFL57256.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC075A03]
 OFN83609.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC076D11]
 OFO03916.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC063D10]
 OFO07801.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC068H01]
 OFO59707.1 tetracycline resistance ribosomal protection protein 
[Peptoniphilus 
sp. HMSC075B08]
 OFQ69047.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC078D02]
 OFR76033.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC064H09]
 OFS99487.1 tetracycline resistance ribosomal protection protein 
[Granulicatella 
sp. HMSC31F03]
 OFU39137.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
sp. HMSC19B04]
 OHO77022.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC036H09]
 OHO86731.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC056D01]
 OHO88564.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC056B03]
 OHQ15389.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 



sp. HMSC064H02]
 OHQ74534.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC072G02]
 OHR49692.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
sp. HMSC061F01]
 OHV93344.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OHX70005.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OHX70258.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OHX72456.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OHX75952.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OHX76933.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OHX80222.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OHX80367.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 APE87948.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus subsp. aureus]
 OJZ54962.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OKY54891.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Gardnerella 
vaginalis]
 OLG17946.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 OLR28252.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus ST398]
 OMK24283.1 tetracycline resistance protein TetM transposon TnFO1 
[Clostridioides 
difficile]
 BAW91401.1 tetO [Staphylococcus capitis]
 AQL55124.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 SJP40696.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 



difficile]
 SJP29081.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJO10140.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 OPF86989.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Vagococcus 
martis]
 ORN47382.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORT79818.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OVE40665.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 OVE41987.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 OVE42626.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 ARX90258.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 ASC53151.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus subsp. aureus]
 OWP66626.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OWT00171.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus]
 OWT01361.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus]
 OWT01936.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus]
 OWT22544.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus]
 SNG24933.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OXC93325.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 OXT48946.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OXT52702.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]



 OXZ25282.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Finegoldia 
magna]
 OZG77421.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OZH73592.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OZN11407.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PAG36726.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG39980.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG41662.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG41694.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG50796.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG51966.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG52243.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG56560.1 tetracycline resistance protein tetM (plasmid) 
[Staphylococcus 
aureus]
 PAG57568.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG64653.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG67478.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG70186.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAG70615.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAO72231.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 ASZ01036.1 tetracycline resistance protein [Streptococcus 
agalactiae]
 PBF88884.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 PBH38587.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 PBI77397.1 tetracycline resistance protein tetM (plasmid) 
[Staphylococcus 
aureus]
 PCP70604.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Enterococcus 
faecalis]
 PCX07327.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PCZ22500.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDB01402.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDB03803.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDB25729.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDC08775.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDC27835.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDC40158.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDE11771.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDE68869.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDF02505.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDF80843.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDG74499.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDG77576.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDG93581.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDH13515.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDQ79043.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDQ81214.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Listeria 
monocytogenes]
 PDR12574.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDR16973.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDR40529.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDR54074.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PHL86023.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PHL88855.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PIL14887.1 tetracycline resistance protein tetM [Listeria 
monocytogenes 
SHL017]
 PJO00745.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 ATZ89993.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 PKZ55152.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Gardnerella 
vaginalis]
 PLA79438.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 PMB91368.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 PMC08560.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 PMC29407.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
iners]
 PMC42115.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
iners]
 PMC54669.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Peptoniphilus 
lacrimalis]
 PMR63780.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
intermedius]
 PMR66652.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Streptococcus 
intermedius]
 PNL26308.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Gardnerella 
vaginalis]
 PPJ73201.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PPJ84903.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PPJ92562.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PPJ95661.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PPK15577.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PPV31727.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 PQD79174.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE71249.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF02215.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG24145.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 AVJ52178.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 AVS01620.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PTE03323.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Gardnerella 
vaginalis]
 PTJ01772.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
simulans]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_023890664.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 ETC97036.1 tetracycline resistance protein tetM [Campylobacter coli 
K7]
 KDA38263.1 tetracycline resistance protein tetM [Campylobacter 
jejuni K5]
 OEW61708.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEW89518.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  



HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_021414738.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 EQI64294.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
Y358]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQALK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_019117172.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 CCL51570.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
T6]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_016456422.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Propionimicrobium lymphophilum]
 EPD32045.1 tetracycline resistance protein tetO [Propionimicrobium 
lymphophilum 
ACS-093-V-SCH5]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_000691725.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 EJH21584.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae GA58981]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKYI G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYILGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002808760.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EIA69246.1 hypothetical protein cco25_06959 [Campylobacter coli 
1148]
 KQI59598.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41974]
 AMP64305.1 tetracycline resistance ribosomal protection protein 
(plasmid) 
[Campylobacter jejuni]
 OEV87361.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEV91237.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEV92698.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 



jejuni]
 OEX07961.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 PCH28707.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. 1]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIVSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  



ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_004007597.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Actinomycetaceae]
 EEJ54467.1 putative translation elongation factor G [Mobiluncus 
mulieris 
ATCC 35243]
 EFL93998.1 putative translation elongation factor G [Mobiluncus 
curtisii 
subsp. curtisii ATCC 35241]
 EFM47270.1 putative translation elongation factor G [Mobiluncus 
mulieris 
ATCC 35239]
 OFP74179.1 tetracycline resistance ribosomal protection protein 
[Actinomyces 
sp. HMSC065F12]
 OFT54427.1 tetracycline resistance ribosomal protection protein 
[Actinomyces 
sp. HMSC06A08]
 PMC89357.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Actinomyces europaeus]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP



+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGY  A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYHPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_063856112.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Gardnerella 
vaginalis]
 AAB05246.1 tetracyline resistance gene Tet(M) [Gardnerella 
vaginalis]
Length=639

 Score = 920 bits (2378),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_100425802.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Fibrobacter sp. UWS3]
 PJJ41885.1 ribosomal protection tetracycline resistance protein 
[Fibrobacter 
sp. UWS3]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG +Q+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNLQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002989474.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 EID21954.1 GTP-binding domain protein [Streptococcus constellatus 
subsp. 
constellatus SK53]
 EIK41779.1 Tn916 ORF11 tetracycline resistance protein 
[Streptococcus pyogenes 
HKU QMH11M0907901]
 COA04439.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CGG65598.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ20453.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS69250.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ67873.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN36337.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ38329.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ86224.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG73998.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP29523.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CTN87995.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CVY27711.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVS37204.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVQ18905.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWF41447.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVZ71211.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWM06367.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_086290661.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 



QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_070654311.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 OFP80878.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC056D07]
 OFQ53405.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC066F10]
 OHR63204.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC034F03]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 



VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_070579738.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Fusobacterium sp. HMSC073F01]
 OFL86374.1 tetracycline resistance ribosomal protection protein 
[Fusobacterium 
sp. HMSC073F01]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEK+++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKHMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG +Q+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNLQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_000691727.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Bacteria]
 NP_687937.1 tetracycline resistance protein [Streptococcus 
agalactiae 2603V/R]
 AAM99809.1 Tn916, tetracycline resistance protein [Streptococcus 
agalactiae 
2603V/R]
 EAO70803.1 tetracycline resistance protein (tetM) [Streptococcus 
agalactiae 
515]
 CAJ00293.1 TetM protein [Clostridioides difficile]
 CAJ21496.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 BAG80629.1 Tn916-like_tet(M) [Streptococcus parauberis]
 ACU78866.1 Tn916, tetracycline resistance protein [Insertion vector 
pmyCYACTn]
 ACU79698.1 Tn916, tetracycline resistance protein [Mycoplasma 
mycoides subsp. 
capri str. GM12]
 EEU86270.1 tetracycline resistance protein tetM [Enterococcus 
faecalis CH188]
 EFA25073.1 putative translation elongation factor G [Streptococcus 
sp. M143]
 EFK94437.1 putative translation elongation factor G [Finegoldia 
magna ACS-171-V-Col3]
 EFR31563.1 putative translation elongation factor G [Eremococcus 
coleocola 
ACS-139-V-Col8]
 ADV06640.1 Tetracycline resistance protein TetM [Staphylococcus 
pseudintermedius 
HKU10-03]
 EGC79604.1 putative translation elongation factor G [Lactobacillus 
iners 
UPII 143-D]
 EGC83035.1 putative translation elongation factor G [Anaerococcus 
hydrogenalis 
ACS-025-V-Sch4]
 EHI64963.1 GTP-binding domain protein [Streptococcus pseudoporcinus 
LQ 940-04]
 AFB74329.1 TetM protein [Clostridioides difficile]
 EKB54882.1 tetracycline resistance protein tetM [Facklamia hominis 
CCUG 
36813]
 EMF49355.1 Tetracycline resistance protein [Streptococcus 
parauberis KRS-02109]
 AGI61959.1 conjugative transposon tetracycline resistance protein 
tet(M) 
[Streptococcus pneumoniae]
 EOB22012.1 tetracycline resistance protein TetM [Streptococcus 
mitis 11/5]



 EOI95417.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0302]
 EOJ00347.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0306]
 EOJ14366.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0304]
 EOJ18988.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0281]
 EOJ28265.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0293]
 EOJ38935.1 tetracycline resistance protein tetM [Enterococcus 
faecalis ATCC 
27275]
 EOK34744.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0328]
 EOK35130.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0333]
 EOL60735.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0246]
 CCW41749.1 Tetracycline resistance protein TetM [Streptococcus 
agalactiae 
ILRI112]
 EPH07628.1 tetracycline resistance protein tetM [Facklamia hominis 
ACS-120-V-Sch10]
 EPT46410.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL S3-337]
 EPT49011.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL S3-003]
 EPT52960.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 19094]
 EPT57999.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 37737]
 EPT64874.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 37741]
 EPT65268.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 37742]
 EPU02935.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU167]
 EPU44469.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 1003A]
 EPU55465.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 1005B]
 EPU86328.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00219]



 EPU91202.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00226]
 EPU94532.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00279]
 EPV01737.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00535]
 EPV15861.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00561]
 EPV25898.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00651]
 EPV30221.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00663]
 EPV40767.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00893]
 EPV46236.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00904]
 EPV51536.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00899]
 EPV55619.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00914]
 EPV59044.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00923]
 EPV63547.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00929]
 EPV77274.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00984]
 EPV96848.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL S3-014]
 EPW02437.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL S3-137]
 EPW29449.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 44074]
 EPW39574.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 45061]
 EPW55398.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
LMG 15089]



 EPW61651.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU454]
 EPW66907.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU447]
 EPW92187.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-023]
 EPX27607.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 999B]
 EPX32016.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
LMG 15093]
 EPX36190.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00865]
 AGU79074.1 putative tetracycline resistance protein [Streptococcus 
constellatus 
subsp. pharyngis C1050]
 CCK89281.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
T5]
 CCK96419.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
E1]
 ETS88353.1 tetracycline resistance protein TetM [Streptococcus sp. 
SR4]
 ETS90613.1 tetracycline resistance protein TetM [Streptococcus sp. 
BS29a]
 ETU24015.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0413]
 ETU36952.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0416]
 ETU39161.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0417]
 EUW52924.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0286]
 AHI41318.1 Tetracycline resistance protein tetM [Enterococcus 
faecalis DENG1]
 CDP40511.1 Tetracycline resistance protein TetM [Staphylococcus 
aureus subsp. 
aureus]
 CFQ55712.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CFQ99362.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CFR24724.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNG70165.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB24030.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]



 CNA51682.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNG98962.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 COY85319.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 KLD90318.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ19074.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ23131.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ29731.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ34261.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ38829.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ39368.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ59745.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ62039.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ68797.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ69592.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ79850.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ83666.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ88636.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ93055.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ96651.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ99996.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK05602.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK10914.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK31427.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK39155.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK40041.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK54402.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK56982.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]



 KLK67504.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL16719.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL17330.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL37531.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL40696.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL54813.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL60533.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL70083.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL73304.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL75402.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL80523.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL84920.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CRQ96692.1 tetracycline resistance protein TetM [Streptococcus equi 
subsp. 
equi]
 CNC99476.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ65497.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNG09279.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ60394.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNH27506.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNC17772.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNI68804.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNG52978.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNC28608.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ27087.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNE59598.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNK32665.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CND37618.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CND56726.1 tetracycline resistance protein TetM [Streptococcus 



agalactiae]
 CNI56449.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNH65854.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CND17201.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNC08775.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CQJ14467.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CQJ51551.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 KNB37804.1 tetracycline resistance protein tetM [Salmonella 
enterica subsp. 
enterica serovar Typhimurium]
 KNB98551.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 AKU03478.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 AKZ50582.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 CUQ38520.1 small GTP-binding protein [Hungatella hathewayi]
 AMB93053.1 tetracycline resistance protein tetM [Aerococcus 
christensenii]
 KWX19096.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 CVN60314.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVU80107.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVO51796.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWG29849.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWH35971.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWJ45258.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWC59715.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWK17954.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK88622.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM04996.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXH62838.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 KXT93881.1 Tetracycline resistance protein TetM [Streptococcus 
oralis]
 KXX23760.1 tetracycline resistance protein tetM [Listeria 
monocytogenes]
 KXX29354.1 tetracycline resistance protein tetM [Listeria 



monocytogenes]
 AMU85364.1 tetracycline resistance protein tetM (plasmid) 
[Escherichia coli 
str. Sanji]
 OCN04699.1 tetracycline resistance ribosomal protection protein 
[Erysipelotrichaceae 
bacterium MTC7]
 OCX00585.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
dysgalactiae subsp. equisimilis]
 OFL38492.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC072E12]
 OFL63769.1 tetracycline resistance ribosomal protection protein 
[Facklamia 
sp. HMSC062C11]
 OFL88722.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC072H05]
 OFO10540.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC069D09]
 OFR17775.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC072G04]
 SDP15870.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus sp. 
NLAE-zl-C503]
 OHO22828.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC034A12]
 OHO37325.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC034E12]
 OHR11054.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC078E03]
 OHS87517.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC34B10]
 APD24140.1 translation elongation factor [Streptococcus phage 
IPP61]
 OJK53154.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJK78641.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJK85320.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJK98367.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]



 OJL26631.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJL53696.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJL62775.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJL84237.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJM04662.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJM27223.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJM67493.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJN30999.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJO52440.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJP17549.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJP74989.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJQ02150.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJQ55587.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJQ83712.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJS18118.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 ONN33916.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 SJV55274.1 small GTP-binding protein [Clostridioides difficile]
 SJP84971.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 AQV76951.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 



[Escherichia coli]
 SKA56029.1 small GTP-binding protein [Clostridioides difficile]
 AQY26320.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 ARC49419.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
salivarius]
 OSC35477.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OTP38401.1 tetracycline resistance protein TetM [Enterococcus 
faecalis]
 OTP42116.1 tetracycline resistance protein TetM [Enterococcus 
faecalis]
 OVE94627.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Lactobacillus 
paralimentarius]
 ASA60727.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 ASA67195.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OWR36943.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 ASI19099.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Escherichia coli]
 ASI65669.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 OXL88844.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OXT34376.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OXZ37246.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Finegoldia 
magna]
 OZP30212.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PAO75225.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 PCD98530.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
hirae]
 PCE03149.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
hirae]
 PCE19041.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Staphylococcus 
pseudintermedius]
 PEG74721.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Pediococcus 
acidilactici]
 BBB37066.1 tetO protein (plasmid) [Escherichia coli]
 BBB37312.1 tetO protein (plasmid) [Escherichia coli]
 PKE39331.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Macrococcus 
caseolyticus]
 PKE56367.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Macrococcus 
caseolyticus]
 PKY93898.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Facklamia 
hominis]
 PKZ96536.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
parasanguinis]
 PLA00344.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
anginosus]
 PMC60764.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Finegoldia 
magna]
 POC07472.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Vibrio 
vulnificus]
 AUY47228.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Escherichia coli]
 PPE12423.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPV67924.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPV83837.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPW77546.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPX12124.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPX31645.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPX53181.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PQB51687.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 



faecium]
 PQB73546.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQB97529.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQD00740.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD45038.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE49805.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQE78914.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE89204.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF30705.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF32387.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF59009.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF88170.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG00721.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG16387.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG29616.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG95027.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG95051.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQK25723.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PQK43453.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 



coli]
 PQM75999.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Klebsiella 
quasipneumoniae]
 PQM85259.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Klebsiella 
quasipneumoniae]
 PRC71466.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 AVP63032.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridium 
botulinum]
 AVX54582.1 Tetracycline resistance ribosomal protection protein 
[synthetic 
bacterium JCVI-Syn3A]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     



G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061853025.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
oralis]
 KXU07076.1 Tetracycline resistance protein TetM [Streptococcus 
oralis]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 



VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AMJ38195.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPN R+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNIRIDKVRYMFNKI  643

>AMJ34666.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=641



 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/636 (69%), Positives = 520/636 (82%), Gaps = 0/636 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF 
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFN  641

>CWI49647.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE



Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY+   G+PV QPRRPNSR+DKVR+MF K+



Sbjct  601  SVCLTELKGYRVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_057980547.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 KRS52749.1 tetracycline resistance protein tetM [Campylobacter 
coli]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 



Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_049098680.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAIAELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CTP13009.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTP46274.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_055348549.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CMY28909.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 



VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQILKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044601084.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_002403674.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
epidermidis]
 YP_008719892.1 tetracycline resistance protein (plasmid) 
[Staphylococcus epidermidis]
 CBE66538.1 tetracycline resistance protein [Staphylococcus rostri]
 EFM29087.1 putative translation elongation factor G [Streptococcus 
gallolyticus 
subsp. gallolyticus TX20005]
 EFM77349.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX2134]
 EFU02736.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0312]
 EFU07472.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0645]
 EGF19609.1 tetracycline resistance protein TetP [Streptococcus 
sanguinis 
SK408]
 CDG34662.1 tetracycline resistance protein (plasmid) 
[Staphylococcus epidermidis]
 AII01142.1 tetracycline resistance protein TetM (plasmid) 
[Escherichia coli]
 AII01148.1 tetracycline resistance protein TetM (plasmid) 
[Escherichia coli]
 KRK84370.1 tetracycline resistance protein [Lactobacillus 
paralimentarius 
DSM 19674]
 KWZ77929.1 putative translation elongation factor G [Anaerococcus 
tetradius]
 KXA00114.1 putative translation elongation factor G [Anaerococcus 
hydrogenalis]
 KXA42809.1 putative translation elongation factor G [Streptococcus 
agalactiae]
 KXA46189.1 putative translation elongation factor G [Streptococcus 
agalactiae]
 KXB41767.1 putative translation elongation factor G [Clostridiales 
bacterium 
KA00274]
 AMJ33133.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 KXI11054.1 putative translation elongation factor G 
[Peptostreptococcus 
anaerobius]
 AMP49718.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMP50114.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 ODG95770.1 Tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 ARW71163.1 Tetracycline resistance protein [uncultured bacterium]
 AST51813.1 tetracycline resistance protein (plasmid) [Escherichia 
coli]
 AUV50249.1 Tetracycline resistance protein TetM (plasmid) 
[Escherichia coli]



Length=644

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  



LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_031919647.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EZR74276.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1419S]
 KAG64281.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1088S]
 KAH06309.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET1738S]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL ++ Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTIYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_019213884.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Fenollaria 
massiliensis]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + L   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMWLTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002818118.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 EIA73483.1 small GTP-binding protein [Campylobacter coli 1909]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIVSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 



+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_003831706.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium breve]
 EHS86484.1 Tetracycline resistance protein TetM [Bifidobacterium 
breve CECT 
7263]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_004137776.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Gardnerella 
vaginalis]
 EGL14509.1 putative translation elongation factor G [Gardnerella 
vaginalis 
315-A]
Length=639

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    



QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQ 
AV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQTAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_010790859.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 ADT66932.1 hypothetical protein ICDCCJ07001_pTet000007 (plasmid) 
[Campylobacter 
jejuni subsp. jejuni ICDCCJ07001]
 AFK24499.1 TetO [Campylobacter coli]
 ENI11203.1 hypothetical protein H840_1713 [Campylobacter jejuni 
subsp. jejuni 
ICDCCJ07002]
 ENI13111.1 hypothetical protein H741_0999 [Campylobacter jejuni 
subsp. jejuni 
ICDCCJ07004]
 EXU92958.1 tetracycline resistance protein tetM [Campylobacter 
jejuni X]
 KJD22847.1 tetracycline resistance protein tetM [Campylobacter 
jejuni subsp. 



jejuni]
 KJD24970.1 tetracycline resistance protein tetM [Campylobacter 
jejuni subsp. 
jejuni]
 KJD96663.1 tetracycline resistance protein tetM [Campylobacter 
jejuni subsp. 
jejuni]
 KRS76275.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KXU22223.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 OEV48007.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEW16771.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_6877]
 OEW69507.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_4323]
 OEW70844.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_4325]
 OEW74238.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_4326]
 OEW79392.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_4335]
 OEW95962.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEW97046.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX15937.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX91515.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
sp. BCW_4317]
 OIN31794.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OKY01197.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 ASU06800.1 TetO [Bifidobacterium longum]
 ASU06801.1 TetO [Bifidobacterium longum]
 ASU06802.1 TetO [Bifidobacterium longum]
 PCH17842.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. 108]
Length=639



 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>EFM24959.1 putative translation elongation factor G [Peptoniphilus 
duerdenii 
ATCC BAA-1640]
Length=644

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 



VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>EFH06235.1 putative translation elongation factor G [Clostridioides 
difficile 
NAP08]
Length=644

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  



ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>EEI57513.1 putative translation elongation factor G [Enterococcus 
faecalis 
EnGen0297]
 EFE17795.1 putative translation elongation factor G [Enterococcus 
faecalis 
R712]
 EFE19026.1 putative translation elongation factor G [Enterococcus 
faecalis 
S613]
 EFH94067.1 putative translation elongation factor G [Finegoldia 
magna ATCC 
53516]
 EFM72651.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0860]
 EFQ11518.1 putative translation elongation factor G [Enterococcus 
faecalis 
DAPTO 512]
 EFQ69166.1 putative translation elongation factor G [Enterococcus 



faecalis 
DAPTO 516]
 EFT98999.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0043]
 EFU18536.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX1346]
 EFU86656.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0309B]
 EFU95069.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0309A]
 EGD31209.1 tetracycline resistance protein TetP [Streptococcus 
sanguinis 
SK115]
 EGF12367.1 tetracycline resistance protein TetP [Dialister 
micraerophilus 
DSM 19965]
 EOR47594.1 hypothetical protein M140OLGA_2269 [Staphylococcus 
aureus subsp. 
aureus 112808A]
 KDE18688.1 putative translation elongation factor G [Enterococcus 
faecalis 
918]
 CDL73731.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 CDL73798.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 AKI94996.1 Tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 KXA59033.1 putative translation elongation factor G [Streptococcus 
agalactiae]
 KXB67182.1 putative translation elongation factor G [Peptoniphilus 
coxii]
 KXB70228.1 putative translation elongation factor G [Peptoniphilus 
sp. DNF00840]
 KXB91030.1 putative translation elongation factor G 
[Veillonellaceae bacterium 
KA00182]
 KXO15892.1 putative translation elongation factor G [Clostridiales 
bacterium 
KA00134]
Length=644

 Score = 920 bits (2377),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_061364406.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CZD81233.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD77034.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZE01308.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD70770.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNP83594.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYC  I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  



SFKIYAPQEYLSRAYNDAPKYCVNIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061815145.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CYK09877.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKYI+G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYISGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_096421997.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
oralis]
 BBA08311.1 Tetracycline resistance protein TetM [Streptococcus 
oralis subsp. 
tigurinus]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPAVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_088666504.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Fibrobacter sp. UWH1]
 OWV08687.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Fibrobacter 
sp. UWH1]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_071315221.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 APA60620.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 
[Campylobacter coli]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_075227092.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. HMSC061D10]
 OFN82794.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC061D10]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPIYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_070301896.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 OEX87222.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY47817.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY53732.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEY62670.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OKY06994.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP42232.1 tetracycline resistance protein Tet(O) [uncultured 
bacterium 
IN-06]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   



QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>KXA54623.1 putative translation elongation factor G [Streptococcus 
agalactiae]
Length=644

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+++TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLIQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_052817824.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 OWK88841.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052793287.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052783935.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_050971349.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COC64369.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CTO84842.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTP07112.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTP06359.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>CTO36092.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     



G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_063856109.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
meningitidis]
 Q51238.1 RecName: Full=Tetracycline resistance protein TetM; 
Short=Tet(M)
 CAA52967.1 Tet(M) [Neisseria meningitidis]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+LRTT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLRTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +Y PQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYTPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050272947.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CMZ40818.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE



Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THE ILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEFILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+



Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050247506.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CMX04215.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM I   
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYISING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 



Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050234184.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEW89977.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX42943.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF50396.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGE57555.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN42040.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN41635.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES V 
LGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVPLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_041981115.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQILKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_038851197.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CDL74246.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
Length=644

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQILKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_024477701.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CXF84730.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNE51758.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_020998529.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus anginosus group]
 AGU77834.1 putative tetracycline resistance protein [Streptococcus 
intermedius 
C270]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_016397077.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 EPD22576.1 tetracycline resistance protein [Streptococcus 
pneumoniae MNZ14]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 



VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_003711229.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 EIB96283.1 Tetracycline resistance protein TetM (plasmid) 
[Lactobacillus 
salivarius SMXD51]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEASELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGIVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             ERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
KERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691745.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 EHZ63145.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA47628]
 EPD15954.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae 
MNZ11b]
 EUC79175.1 tetracycline resistance protein TetM [Streptococcus sp. 
SR1]
 KEQ31966.1 tetracycline resistance protein tetM [Streptococcus 
mitis]
 CKA75112.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT05202.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJG73340.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV68256.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW77812.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX75549.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OFL55300.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC073F11]
 BAW84610.1 tetO [Streptococcus pneumoniae]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063855884.1 tetracycline resistance ribosomal protection protein 
Tet(44) 
[Campylobacter fetus]
 CBH51823.1 ribosomal tetracycline resistance protein tet(44) 
[Campylobacter 
fetus subsp. fetus]
Length=640

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/637 (67%), Positives = 525/637 (82%), Gaps = 0/637 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQDGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDDWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLLEKYI GE ++ ++L+ EE R V+  SLFP+Y+GSA+  +G Q L++A++ 
LF  
Sbjct  181  
KNDKLLEKYIVGEKLTIQELMYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENDSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIILPEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T T   G+I I+P++++RLND++G+   LP   W +  +P+LRT I P    
+RE+
Sbjct  301  
EMIQTKTVCSGDIFIIPNNTLRLNDIIGNEKLLPCNVWNDKTVPILRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  



LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQ Y SRAY DA K+CA IET+Q K DEV+FTG IP RCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQGYFSRAYKDAQKHCAIIETSQSKNDEVIFTGHIPVRCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>ADH21996.1 Tn916, tetracycline resistance protein [synthetic 
Mycoplasma 
mycoides JCVI-syn1.0]
Length=662

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  24   
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  83

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  84   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  143

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  144  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  203

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  204  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  263

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  264  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  323

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  324  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  383

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  384  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  443

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  444  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  503

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  504  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  563

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  564  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  623

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  624  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  661

>WP_015646599.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 



suis]
 ACS92751.1 tetracycline resistance determinant [Streptococcus suis]
 AGL47531.1 Tetracycline resistance protein TetM [Streptococcus suis 
TL13]
 CYY20702.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 919 bits (2376),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/638 (69%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_107974002.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Salmonella 
enterica]
 PTN96028.1 tetracycline resistance ribosomal protection protein 
[Salmonella 
enterica subsp. enterica serovar Albany]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDIKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061841616.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CZD92123.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GE+PARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEVPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_100004275.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVD GKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDVGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_086268246.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P146]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_086234301.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_086232400.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P0135]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   



TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  



+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_085613781.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
 OUI72662.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G



Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAP+VLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPVVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AMP55627.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/639 (68%), Positives = 535/639 (84%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILF+AL
+KMN
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFNALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKIDQ G+DL+ V QS++DKL++D+I+ Q V+LSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFVNKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVALSPKITITDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYTD  +R  YLRLY GTL LRDT+ L+ ++K+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTDRKKRLTYLRLYHGTLHLRDTLLLSKKKKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIV+L  D+++LND+LG+   LP+K   +DP+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHADPGEIVVLADDTLKLNDILGNEKLLPQKTRIDDPMPLLRTTVEPQKPEQRET  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +  V 
KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVVTKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K AS TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSFQNAV +G
Sbjct  421  
LERPQKKASCTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  Y  DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYSNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  601  SVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  639

>WP_057980088.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KRS41542.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   



F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057036876.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]



Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGRHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  



LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052802847.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052799797.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 



Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050313386.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CKJ27538.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL



Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>KLS39627.1 tetracycline resistance protein tetM [Neisseria 
gonorrhoeae ATL_2011_01_05]
Length=644

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_047339182.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
cecorum]
 KLO70830.1 tetracycline resistance protein tetM [Enterococcus 
cecorum]
 KLO72783.1 tetracycline resistance protein tetM [Enterococcus 
cecorum]
Length=639



 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++L+ VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLDSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_047241744.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
cecorum]
 KLN94279.1 tetracycline resistance protein tetM [Enterococcus 
cecorum]
 KLN94507.1 tetracycline resistance protein tetM [Enterococcus 
cecorum]
 KLO67246.1 tetracycline resistance protein tetM [Enterococcus 
cecorum]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AIW80587.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VD+ THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDATTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050091355.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COH00102.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA65507.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF55745.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP99721.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP90464.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ13076.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ12345.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJP41353.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC51069.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP24065.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ05458.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV56028.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_047922456.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 CFC56209.1 elongation factor G [Neisseria gonorrhoeae]
 CFR63815.1 elongation factor G [Neisseria gonorrhoeae]
 CNQ48112.1 elongation factor G [Neisseria gonorrhoeae]
 KLS30617.1 tetracycline resistance protein tetM [Neisseria 
gonorrhoeae ALB_2011_03_03]
 CNQ76708.1 elongation factor G [Neisseria gonorrhoeae]
 CNT80628.1 elongation factor G [Neisseria gonorrhoeae]
 CNT40465.1 elongation factor G [Neisseria gonorrhoeae]
 CNS27761.1 elongation factor G [Neisseria gonorrhoeae]
 CNR03318.1 elongation factor G [Neisseria gonorrhoeae]
 CNQ30619.1 elongation factor G [Neisseria gonorrhoeae]
 CNR89333.1 elongation factor G [Neisseria gonorrhoeae]



 PPZ58615.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ61176.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ63308.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ66133.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ68228.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ70576.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ73161.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ75343.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ77762.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ81152.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ82296.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ84295.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ87264.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 PPZ89004.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT



+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050242154.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEY57535.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD15124.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  



F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_039975152.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
cristatus]



 KJQ56878.1 tetracycline resistance protein TetM 1 [Streptococcus 
cristatus]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_039095955.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Gallibacterium anatis]
 KGQ44042.1 tetracycline resistance protein tetM [Gallibacterium 
anatis]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   



TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+RLYSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRLYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVIL +D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILSNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWASIGLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASIGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYH AP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +



+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHYAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ADF36620.1 TetM (plasmid) [Neisseria gonorrhoeae]
Length=644

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKRIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_002834238.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 EIB04827.1 tetracycline resistance protein tetM [Campylobacter coli 
LMG 
23344]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>EFX53501.1 putative translation elongation factor G [Streptococcus 
cristatus 
ATCC 51100]
Length=644

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  



GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_000691742.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CBW39329.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 



pneumoniae]
 CBW39372.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 EHZ16846.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA13430]
 EOB28892.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae 357]
 EPR95639.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
1779n23_04]
 CEV54059.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV94521.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX13271.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEZ04878.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRF33376.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA44560.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD47882.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON71325.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF37320.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ10414.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV91341.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF30627.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT85055.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX63231.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU16954.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA99720.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP30202.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD27538.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI14545.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ84273.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI08357.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJK64752.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN66322.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE90901.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ41289.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU59272.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU20791.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD54020.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ52778.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF39091.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL98017.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK64787.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNJ36806.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856397.1 MULTISPECIES: tetracycline resistance ribosomal 



protection protein 
Tet(M) [Proteobacteria]
 ABD46539.1 TetM [Acinetobacter junii]
 OFK02994.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC067H04]
 OFK87247.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC061E12]
 OFL25068.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC075C12]
 OFM22634.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC070A01]
 OFM38384.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC058F07]
 OFP76748.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC066B07]
 OFR57145.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC067G11]
 OFR75020.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC067G12]
 OHO83443.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC056A04]
 OHP60663.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC061H08]
 OHQ26134.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC066F04]
 OHQ28062.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC066H01]
 OHR16287.1 tetracycline resistance ribosomal protection protein 
[Neisseria 
sp. HMSC078H04]
Length=639

 Score = 919 bits (2375),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT



+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061654034.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 CZD91431.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OAN10538.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. CCUG 49591]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_104722935.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 



coli]
 PPW56581.1 tetracycline resistance ribosomal protection protein 
[Escherichia 
coli]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY+ G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMYGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_101882586.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Ruminococcus] gnavus]
 PLT85751.1 tetracycline resistance ribosomal protection protein 
[[Ruminococcus] 
gnavus]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 525/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
ASFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRKLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P  G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +D A  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDIACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_086252249.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P159]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_076995854.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus azizii]
 ONK29914.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
azizii]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFL  VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLRNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 



+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_075213493.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 OLG22921.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_072236497.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_071705138.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Murdochiella vaginalis]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAITELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG++ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGVRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVIL +D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILSNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWASIGLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASIGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQ LK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQTLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAPQEYLSRAYHDAP+YCA I + Q+K +EV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQLKNNEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>BAV93039.1 tetracycline resistance protein TetM [Haemophilus 
influenzae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_070852878.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. HMSC078E08]
 OHR12504.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC078E08]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGH+DFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHIDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPGQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AOV09463.1 tetracycline resistance protein (plasmid) [Campylobacter 
jejuni]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  



Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP++ ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNNVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_070299010.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 OEW86835.1 tetracycline resistance ribosomal protection protein 



Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
+AVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWEAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP



+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_061457615.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 KXV82779.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 KXW10750.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 KXW37915.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 KXW42374.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 PLV67759.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 PLV74977.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 PLV75807.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 PLV88461.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 PLV93537.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 PLV95992.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
Length=639



 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_060812114.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 



VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+++TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLIQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_060472723.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 ALL34434.1 tetracycline resistance protein tetM (plasmid) 
[Campylobacter 
coli]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIVSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIDPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CTF67619.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF66406.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF44263.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF25734.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF07964.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G



Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_050142810.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CKI58191.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI54486.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI55309.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050274428.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CIZ12589.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKADYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AKO45297.1 tetracycline resistance protein tetM [[Haemophilus] 
ducreyi]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERP K A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPFKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_055347831.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CJZ57938.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEY SRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYFSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044766725.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYU91595.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=639



 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEVEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+   +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKTEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_041974943.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE



Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQ 
AV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQTAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+



Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044908248.1 tetracycline resistance ribosomal protection protein 
Tet(M) [[Clostridium] 
innocuum]
 KGJ51220.1 tetracycline resistance protein tetM [ [[Clostridium] 
innocuum]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 



Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_047511001.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 KGI32748.1 Tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL



Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AID58520.1 tet(M) [Haemophilus parainfluenzae]
Length=644

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     



G
Sbjct  246  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>ADE19326.1 tetM [Tri-shuttle cloning vector pmycYACTn]
 ANZ02049.1 tetracycline resistance protein [synthetic construct]
Length=644

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  + EP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEITEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_063856406.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Streptococcus 
pneumoniae]
 CAQ76847.1 tetracycline resistance protein [Streptococcus 
pneumoniae]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 529/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P + + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHMNVTDNDDMEQWDAVIM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GDDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_016441094.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Coprococcus sp. HPP0048]
 EPD62581.1 tetracycline resistance protein tetO [Coprococcus sp. 
HPP0048]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
ASFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSETRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLRALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG  QGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCGQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_001614674.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ENK39594.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0510]
 ENM21313.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1095]
 EVK36750.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0796]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGFLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL



Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002807700.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EIA63505.1 hypothetical protein cco23_09322 [Campylobacter coli 
1098]
 EIA76262.1 hypothetical protein cco5_03641 [Campylobacter coli 
132-6]
 AHK75988.1 tetracycline resistance protein tetM (plasmid) 
[Campylobacter 
coli RM5611]
 KQH06920.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH28564.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQI07943.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
N20402]
 KQI28880.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
N20344]
 KRS51123.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS68227.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 ARJ52047.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein (plasmid) [Campylobacter jejuni]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    



MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT



+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_007392011.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Megasphaera sp. UPII 135-E]
 EGS36134.1 putative translation elongation factor G [Megasphaera 
sp. UPII 
135-E]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LF VY+GSAK  LGI+ L++ +   
F  



Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFLVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_004026801.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Ureaplasma 
urealyticum]
 EDX54038.1 tetracycline resistance protein [Ureaplasma urealyticum 



serovar 
9 str. ATCC 33175]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  638

>WP_063856398.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 CAJ00299.1 TetM protein [Clostridioides difficile]
Length=639

 Score = 919 bits (2374),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_105249165.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
++IY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_105211910.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
++IY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT



+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_104885338.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG42027.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI  L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_104835953.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQB83758.1 tetracycline resistance ribosomal protection protein 



[Enterococcus 
faecium]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD  
FLERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTFLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856391.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
mitis]
 CAE46076.1 tetracycline resistance protein [Streptococcus mitis]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ REK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEREKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856392.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
mitis]
 CAE46077.1 tetracycline resistance protein [Streptococcus mitis]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ REK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEREKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DK R+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKARYMFNKI  638

>WP_095256818.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Bifidobacterium breve]
 PAC76191.1 tetracycline resistance protein tetM [Bifidobacterium 
breve]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDG +L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGVVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002857791.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EAQ59601.1 tetracycline resistant protein [Campylobacter jejuni 
subsp. jejuni 
HB93-13]
 EIB57946.1 tetracycline resistance protein tetM [Campylobacter 
jejuni subsp. 
jejuni 2008-979]
 CDL89132.1 Tetracycline resistance protein TetO [Campylobacter coli 
IPSID-1]
 KQI66093.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41902]
 KWV63962.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 ARQ97065.1 Tet(M)-like tetracycline resistance protein 
[Campylobacter lanienae 
NCTC 13004]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_086239295.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P0136]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I   Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVNTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_072234042.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_070663994.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. HMSC065G04]
 OFP85255.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC065G04]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRT+   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTNNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>AMP58099.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY



Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_061824231.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CVU91345.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWE97443.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWC63278.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVY98154.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNG37891.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNF01087.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNE81807.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNF13645.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNE76680.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691743.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 AAY63943.1 tetracycline resistance protein TetM [Streptococcus 
cristatus]
 ACF55620.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae 
G54]
 CBW39353.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 AEL09738.1 tetracycline resistance protein TetM [Streptococcus 
pseudopneumoniae 
IS7493]
 EHZ58170.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA47179]
 EHZ71060.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA47794]
 EID31366.1 tetracycline resistance protein TetM [Streptococcus 
mitis SK579]
 EJG85252.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA52612]
 KAA01656.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
DAR3264]
 KEH94431.1 tetracycline resistance protein tetM [Clostridium novyi 
A str. 
GD211209]



 CDQ30032.1 putative integrative and conjugative element protein 
[Streptococcus 
pneumoniae]
 CEV62966.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV77521.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV81667.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV82406.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX77696.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX81241.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY12163.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY36529.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY47173.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY51675.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY75793.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY86825.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEZ03685.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY38215.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY48036.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY81279.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ91172.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ89800.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI01735.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK81291.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF24312.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO12885.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB48984.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE98956.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK43783.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP95788.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CGG70804.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF70500.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ31081.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF77149.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW84972.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV14811.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA84991.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO03401.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF96281.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP92363.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC98419.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG99913.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP73922.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC80923.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ39781.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO51701.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF66482.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON84292.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ55473.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS93528.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA86620.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON78944.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ53837.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG39061.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW14378.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW70582.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX85337.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIY22207.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW09218.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU73522.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS77010.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ58558.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT64406.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP85734.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ78707.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT06601.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP04734.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX13239.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT30772.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ73895.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU18840.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV71795.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV19322.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO27646.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO11150.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO11452.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ29435.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB39971.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD66883.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE29084.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL43662.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL62315.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP11721.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF09042.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJL49122.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL24993.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI90456.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ52806.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK51646.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL23182.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD85408.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ75864.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC04143.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH04995.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI33861.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK06854.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS46307.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF44576.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP51044.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH40539.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL34111.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP87727.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO87154.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ48736.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG70092.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH61906.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB01533.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK23595.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD32159.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG18327.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI09997.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJM61874.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ77152.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA63679.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB88913.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP91547.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF58035.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC78852.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM46886.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL56753.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR71171.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL58964.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ80684.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS28670.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP83118.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM56647.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG98070.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD60482.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX09905.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB93135.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC96791.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA24937.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV46205.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB30444.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC33091.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ55807.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ51227.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU85533.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CKD70456.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG28712.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX06169.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX53862.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV31811.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU54103.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC44481.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV66343.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB27888.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT59292.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD35139.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF78459.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT61004.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF07000.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC56406.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE14844.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ28601.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU03618.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF22538.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX97231.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB47186.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ83842.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF07227.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW51182.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB98456.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG57697.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV11320.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CKC50225.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC34774.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ29862.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV01407.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW61547.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ49415.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY96489.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU59573.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX41021.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG51942.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU66131.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH34134.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM80796.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR75619.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC49803.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI57035.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI53753.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA06965.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG66014.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ48669.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR18388.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA07432.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ80072.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH89569.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON69514.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO43663.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG10585.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CON93363.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG01445.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ60370.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA99224.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ92234.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI92130.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD58539.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB62782.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH81582.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC85259.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ02417.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON49710.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNY82270.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ64518.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ61270.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB57051.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI56216.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA68479.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB71340.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG45767.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB51375.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE13466.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ04981.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG09735.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO50646.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF83591.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC93628.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COM68978.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC24288.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH60044.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI60592.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS44512.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CTF62353.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF66321.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF51203.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF56083.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF63300.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF36822.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF47623.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF49664.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF76433.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF79510.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF69178.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF72475.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF78567.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF50088.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF20293.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTF35356.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CVP89703.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVN29064.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWL98088.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWI90044.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO74526.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYL57386.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CYN83898.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD40272.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD08545.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG57156.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM97473.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM40355.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD08585.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC61106.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC85279.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD37148.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD19003.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC83661.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD34409.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC65862.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC84616.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KXU06625.1 Tetracycline resistance protein TetM [Streptococcus 
oralis]
 ODO55901.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 SNK57575.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNN95701.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNO74139.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNM28679.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNH57845.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SND19209.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNH28707.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_057991785.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 KRS48398.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS72930.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS97058.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 OIU25242.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIU25946.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052943236.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 



+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050308251.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COG94812.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGK TLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKITLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 



VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050131553.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CMZ24540.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCEIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_063856107.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 P21598.1 RecName: Full=Tetracycline resistance protein TetM from 
transposon 
Tn916; Short=TetM(916)
 CAA39796.1 tetracycline (M) [Enterococcus faecalis]
 AAC53697.1 tetracyclin-resistance protein [Cloning vector pFW16]
 AAL05910.1 tetracycline resistence protein [Cloning vector mini-
Tn4001tet]
 ACV91305.1 TetM [Cloning vector Mini-Tn4001PStetM]
 AHE63355.1 tetracycline resistance protein [Cloning vector pMHC9-1]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  



STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  + EP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEITEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856115.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Erysipelothrix 
rhusiopathiae]
 BAB82500.1 Tet(M) [Erysipelothrix rhusiopathiae]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_060458520.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 KLL66710.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+T + P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTAVEPSKPGQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_032587445.1 MULTISPECIES: TetM/TetW/TetO/TetS family 



tetracycline resistance 
ribosomal protection protein [Campylobacter]
 KDA22985.1 tetracycline resistance protein tetM [Campylobacter 
jejuni 10227]
 KQI55001.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41923]
 KRS45636.1 tetracycline resistance protein tetM [Campylobacter 
coli]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRKLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   



QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_031904673.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EZZ00898.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus S56_POEL]
 EZZ07129.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus S69_POEL]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSR Y+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRTYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_031774827.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EZU38865.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 09S00475]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKD 
VQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDSVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_037612731.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. OBRC6]
 ETS97397.1 tetracycline resistance protein TetM [Streptococcus sp. 
OBRC6]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_023916197.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 ETD08865.1 tetracycline resistance protein tetM transposon TnFO1 
[Streptococcus 
sanguinis CC94A]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_017647393.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 EPW78931.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU174]
 AIG49676.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes 
STAB1102]
 AIT78249.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 CKJ36330.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OBY96358.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
dysgalactiae subsp. equisimilis]
 APS25881.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGIVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002804228.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EIA60428.1 hypothetical protein cco16_08365 [Campylobacter coli 
86119]
 EIB22779.1 hypothetical protein cje10_01754 [Campylobacter jejuni 
subsp. 
jejuni 51494]
 KRS40078.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS59172.1 tetracycline resistance protein tetM [Campylobacter 
coli]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002785822.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 EIA43185.1 tetracycline resistance protein Tet [Campylobacter coli 
Z163]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 427/638 (67%), Positives = 528/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGH DFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHRDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_000691728.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 EHZ05273.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA05245]
 CRG71537.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ53921.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV83575.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>ADI70435.1 putative translation elongation factor G [Streptococcus 
pneumoniae 
TCH8431/19A]
 CDL74283.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 CTM84516.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN19413.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN67351.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN12107.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTP65579.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN53980.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN12437.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN17709.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN12060.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTP24802.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTL71953.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM83806.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM91805.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN11818.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN64485.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTP37242.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN54103.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM64638.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM69225.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM71103.1 putative conjugative element protein [Streptococcus 



pneumoniae]
Length=644

 Score = 918 bits (2373),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY



Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_061748924.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CYK85487.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061367944.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CZD83479.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD77948.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD72367.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC61940.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYC  I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCVNIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061847427.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CZD71726.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639



 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GE+PARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEVPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_100608496.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 PJP20100.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni subsp. jejuni]
 PJP21061.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni subsp. jejuni]
 PJP22631.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni subsp. jejuni]
 PKD34484.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni subsp. jejuni]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_105577399.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 ASE65050.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_006155610.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 EIG40447.1 tetracycline resistance protein TetM [Streptococcus 
infantis 



ATCC 700779]
 CJU66973.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB22614.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA61787.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY84255.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG66075.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_083977868.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT



+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>APO27237.1 ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS TH+IILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHKIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_072661552.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OJP18543.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGTVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AMP51392.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643



>WP_060811023.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 KWX99010.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGK TLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKXTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063674638.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KUY33229.1 tetracycline resistance protein TetP [Campylobacter 
jejuni HB-CJGB-QYT]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_058692378.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
gallolyticus]
 KUE91866.1 tetracycline resistance protein tetM [Streptococcus 
gallolyticus]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
++IY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>ALT05248.1 tetracycline resistance protein [Staphylococcus aureus]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +    L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T     
Sbjct  181  
GNDDLLEKYMSGKSLEALGLEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKCYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFDKI  638

>WP_053794614.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
gordonii]
 ALD72426.1 tetracycline resistance protein tetM [Streptococcus 
gordonii]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_049532577.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 



pseudopneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY



Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_052793722.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050216613.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CIY55216.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM33014.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR+ 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQRKM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050305062.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COB66963.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO43726.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD63049.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKIAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_055348096.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CRG77056.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE



Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+



Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050093829.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEV44001.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV91136.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW08241.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW57718.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW63124.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW78345.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY02546.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY24601.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEZ66166.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL28892.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ04502.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ87467.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE04978.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF63987.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW02227.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW75022.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH80939.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW68345.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI19156.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI40322.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY67770.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO03242.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC81507.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB83435.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJG55931.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH02538.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD25464.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY97233.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX60743.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ69716.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ66046.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX86539.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX45925.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX62413.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP04940.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR15590.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR24564.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC18343.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ23683.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS73342.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM46994.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ99408.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO22075.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ99817.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK46378.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB29291.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL27433.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA43027.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE10378.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR36010.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF89741.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJJ01219.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ26494.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ69761.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS03354.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ14010.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH28106.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS17880.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB81708.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB92856.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD17825.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW21289.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX11274.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB08306.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB98556.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB37367.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD12961.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY28010.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY21753.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA82319.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY09989.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV80740.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB45607.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU59347.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU47908.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ34313.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV73508.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ30658.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CMW52196.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA93998.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW60890.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA18473.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNB19860.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ34521.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI90061.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH16939.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNY83946.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK19680.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI55697.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI50825.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC60418.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE88088.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD62634.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH49224.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA44152.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNY84537.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF02408.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD50235.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM80577.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON80979.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR74237.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM90608.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG98454.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS66253.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS96470.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 COS83812.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNALLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_024721683.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Monoglobus pectinilyticus]
 AUO18359.1 small GTP-binding protein [Monoglobus pectinilyticus]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 531/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFL E YR+L+VLDGA+LVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLTEAYRALSVLDGAVLVISAKDGVQAQTRILFHALQKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DLQ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLQRVYQSIKDKLTSDMIVMQEVSLSPQISMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++AVT  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAVTETFIT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ ++K+KITEM 
IPS G
Sbjct  241  
ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKKKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+KEPSVIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
LERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+



Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>ADB66722.1 ribosomal protection protein [Streptococcus agalactiae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    



QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>ACH85962.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85963.1 tetracycline resistance protein [Staphylococcus aureus]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_021382096.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 EQF27609.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
CD159]
 EQF31655.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
CD165]
 SJQ17758.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJQ44091.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJP88345.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SMK09900.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK11749.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML99740.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM62886.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK08227.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ64210.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM71707.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM69410.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMN07480.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM37898.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM88543.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM68296.1 tetracycline resistance protein TetP [Enterococcus 



faecium]
 SMJ05464.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691729.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 Q54807.1 RecName: Full=Tetracycline resistance protein TetM from 
transposon 
Tn5251; Short=Tet(M)
 CAA62436.1 tetM protein [Streptococcus pneumoniae]
 AAR22397.1 TetM [Streptococcus pneumoniae]
 BAG12496.1 tetracycline resistance protein [Streptococcus 
pneumoniae]
 ACC59234.1 tetracycline resistance protein Tet(M) [Streptococcus 
pneumoniae]
 ACO23503.1 tetracycline resistance protein [Streptococcus 
pneumoniae Taiwan19F-14]
 ACW84392.1 tetracycline resistance protein [Streptococcus 
pneumoniae]
 EHZ13994.1 tetracycline resistance protein [Streptococcus 
pneumoniae GA11856]
 EHZ81309.1 tetracycline resistance protein [Streptococcus 
pneumoniae 5652-06]
 EHZ86244.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
EU-NP02]



 EIA04241.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA08825]
 EJG96495.1 tetracycline resistance protein TetP [Streptococcus 
pneumoniae 
GA58771]
 EOB28594.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae 
1542]
 AGZ48453.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
A026]
 CDQ30414.1 putative integrative and conjugative element protein 
[Streptococcus 
pneumoniae]
 CEV79409.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW12109.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW39024.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW42821.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX24959.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX27886.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX73942.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX73261.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY01229.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY02748.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY18634.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY50659.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY79274.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFE06170.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFE11632.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW61482.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW73240.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX06585.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY68974.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFB97611.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CFE04524.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP82910.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP86063.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP91435.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP96658.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP99978.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFQ06319.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFQ18141.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFU90954.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD00096.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRC90795.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD16535.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD25788.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRE44774.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRF89707.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRG76260.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR82702.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH15578.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA79599.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO14189.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ56942.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY21274.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA23667.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG99357.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW85468.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW16790.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV64302.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMW42809.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF15788.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY22489.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH83122.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON22634.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB10151.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF27631.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF95794.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE73142.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY53604.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE02254.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH94755.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF90961.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB67111.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG27105.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC86249.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO81457.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB25150.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY68105.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY33876.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE97183.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA86427.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC18933.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ21661.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV87948.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD27138.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL13894.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMW45047.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF94731.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE49813.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG14973.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX00319.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD93639.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG37997.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH91517.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF12204.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH39901.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON45931.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD68898.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY27951.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ03900.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV84648.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB05861.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX92174.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE81289.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ35664.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ80826.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD58845.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE50570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGE79112.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW69514.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP19570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY98096.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY60742.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COK63009.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA57244.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ28053.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA84682.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX57608.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH92163.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM75306.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR71610.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ87497.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGH07024.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX61649.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG49634.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO39039.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KKW84665.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 KKW85139.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CGG60092.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG13308.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU42374.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX47671.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX64389.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY76580.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX19448.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY55651.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR62744.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX91731.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW40167.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP76557.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIU21847.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY80565.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ30518.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX35415.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP78539.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX17746.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ42735.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV38140.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY32693.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX80950.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX87644.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY81292.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX37638.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW76600.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ59140.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU35012.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX73929.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR41755.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV97792.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ73797.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX52838.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR80897.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO89866.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY66054.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN06191.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX09034.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO85252.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIP68801.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY43423.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ71938.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ63740.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM58183.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA54162.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE19210.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ03328.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP80553.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA71619.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS73833.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA60503.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE00015.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO83109.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI90784.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR10253.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA48014.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ02484.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS38898.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL51545.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN56570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC27350.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF33786.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD11232.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS62387.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR64472.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS35970.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJN78916.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS78979.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD94593.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR45245.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA96861.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF71999.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK33525.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI25125.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD78547.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO70804.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN83076.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC75663.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI16750.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP46844.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI46062.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ68310.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS89674.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO55507.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS29738.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT47395.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP42114.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE47710.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD74845.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR11691.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK22013.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC02845.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB31640.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJH34063.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC27200.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG87576.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI01459.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM79604.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK27283.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG25498.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ13203.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD92614.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB05112.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF40904.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA54978.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC59587.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS00200.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF44898.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE66854.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC90069.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA30680.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM85488.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD28688.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD78063.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD46397.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO03102.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF32566.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE01001.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA49531.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI28306.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJK00825.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB70254.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH96987.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG84299.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN86179.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR98170.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA97139.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP55252.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL58241.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB67617.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC82612.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB03910.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA69581.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE18826.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP94216.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO36668.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH33015.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB53242.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF67204.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP98999.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR76262.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI06251.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP76474.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN84824.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF87183.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI34157.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ95169.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJZ66236.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF30732.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC84385.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE01154.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU22575.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC76676.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD49191.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU79460.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD52366.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX54702.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU93082.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU42012.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU55029.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC47104.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF37632.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC39848.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF70277.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX36082.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU95069.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY98626.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX92935.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF10692.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX22029.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF91266.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX48135.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX55114.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ31782.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJY95568.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV37885.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB49544.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE99083.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC61634.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE51528.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV82149.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT94313.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT76694.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY89142.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY42528.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW29045.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF50844.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE16006.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD11023.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV93624.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE79863.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW10586.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD16366.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC53417.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW47008.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW03120.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF52207.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ55147.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB22110.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY32629.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW90084.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJX38667.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT88083.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE45639.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ83313.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF23617.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU24759.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMT79078.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU45572.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU44897.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU85100.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU73718.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU05924.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU34072.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU61787.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU70888.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU79893.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU93512.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV14403.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU40750.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU57649.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU65584.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU94907.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV03301.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU43369.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU61400.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU01118.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMT99501.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMV51678.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX12738.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ21742.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA57551.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY40840.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX51585.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX30838.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY57837.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ57744.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX20158.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW41985.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY18053.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX01260.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ20151.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA51896.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA68392.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY78440.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY70788.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA95590.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW93465.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV50077.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA29260.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV69441.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV76078.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW98505.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV74220.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY22226.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMX08441.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW94704.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW37923.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX69672.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW76178.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA10677.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX25221.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ28230.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV46047.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW21786.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX79780.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ13059.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX13064.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY62912.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA25760.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW54591.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ19712.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV96384.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ06005.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW90031.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA70411.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ62237.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW15039.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ24063.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ49908.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW89362.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA39963.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CMV84248.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX87100.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV63899.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY29319.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW45050.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ56213.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW20435.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW90176.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ05980.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY40188.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV60617.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY04500.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA38590.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ63288.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW15193.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV60705.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA83424.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ31532.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH78381.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF30674.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP96576.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ59715.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ28398.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF18631.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ15031.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH91487.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON64094.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COQ36858.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI20509.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM24865.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL83288.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM23286.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB91524.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ49514.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ61196.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON47850.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ58298.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ59259.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ99840.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ69777.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP09908.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL97080.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK58472.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE30611.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON63048.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP37120.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI33351.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON18536.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM74532.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH75692.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO39296.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC66392.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE77094.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF27339.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COL42505.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR73324.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ89564.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON58882.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL51287.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF33242.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF73796.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD94246.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG56572.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH66921.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC29563.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ83704.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO55470.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC81353.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON19851.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF67111.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ69385.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB11262.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF91175.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA39395.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ63228.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ29845.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB00079.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB89998.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO03823.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB04588.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ07932.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COF96846.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM34823.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO12334.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ85698.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM26227.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB11320.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM42243.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI28281.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR98657.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS60006.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS69783.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS87134.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CTM52508.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM82401.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM67111.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTO71682.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTH32953.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN17343.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM68469.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTN07727.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CTM55281.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 AFC95522.2 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
ST556]
 CXF02634.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXE95974.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXE64434.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXE97405.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CYK83483.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO13570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH00008.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXG55804.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ50486.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KXG40826.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CYH54897.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH07143.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK89418.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ53051.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXG71227.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO11004.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK84301.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH90986.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYN11803.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYN05481.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH63366.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK37461.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXG90004.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO32081.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI66178.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXG44240.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI59627.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG79928.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK98380.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ21285.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH24719.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CYI20317.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXG85505.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYN93422.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG36822.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ15848.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ04440.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK20186.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM17409.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ02105.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH73468.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO63253.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO81436.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO88532.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH97083.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK40915.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK15102.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYL11642.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM15780.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ15351.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI94784.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK30896.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH73136.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ79459.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXF60959.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG85573.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI74067.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ17703.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CYI96761.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG63114.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYN54393.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ65349.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG74141.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC13059.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ52418.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK05609.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXG57750.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYN32455.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB94112.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH94274.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI11920.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC38176.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO66448.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM84425.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXG32542.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM31984.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK61635.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ65929.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ90379.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK51588.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH30571.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC04616.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG31824.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC38339.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK97376.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CXG31040.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB71921.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXH03314.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYO17180.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC37951.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC20760.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC24338.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC04679.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC22729.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG57674.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC37308.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC11537.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG60239.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC44386.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC19196.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB89927.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB73314.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC37135.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC35652.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC16093.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB67946.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB95836.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB63447.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC09984.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC10459.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC22677.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC29125.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CZC04776.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC28888.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC19507.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC25158.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB80224.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC11603.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB94668.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC14290.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC22762.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC07936.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC21597.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ84102.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC19511.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB96726.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK35741.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB96173.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB96378.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC05982.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB80604.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK66073.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC22516.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD29875.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZB90743.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC07834.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ80787.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXG06248.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG96783.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CXG25264.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ81795.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KXT98681.1 Tetracycline resistance protein TetM [Streptococcus 
mitis]
 KXV84205.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 CXF51750.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OIN20800.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 APJ33269.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Streptococcus 
pneumoniae]
 APJ35294.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 ONM64980.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 ORJ32549.1 tetracycline resistance protein tetM [Streptococcus 
oralis subsp. 
tigurinus]
 BAX33028.1 tetO [Streptococcus pneumoniae]
 OXL13677.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 OXL17219.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 OYL05190.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae K2527]
 PIA76644.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>3J25_A Chain A, Structural Basis For Tetm-Mediated Tetracycline 
Resistance
Length=638

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/637 (68%), Positives = 521/637 (82%), Gaps = 0/637 
(0%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+T
Sbjct  1    
KIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGIT  60

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM I
Sbjct  61   
SFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGI  120

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE 
Sbjct  121  
PTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEG  180

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F   
Sbjct  181  
NDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSS  240

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
              +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
GE
Sbjct  241  
THRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGE  300



Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE L
Sbjct  301  
LCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREML  360

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            LDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYM
Sbjct  361  
LDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYM  420

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GI
Sbjct  421  
ERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGI  480

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            RYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYLS
Sbjct  481  
RYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLS  540

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRS
Sbjct  541  
FKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRS  600

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            VCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  VCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  637

>WP_002836924.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 EIB00653.1 tetracycline resistance protein Tet [Campylobacter coli 
151-9]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_000691735.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. M334]
 EFX59434.1 putative translation elongation factor G [Streptococcus 
sp. M334]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CBW39416.1 conjugative transposon tetracycline resistance protein 



[Streptococcus 
pneumoniae]
Length=644

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP



+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>EFX36382.1 putative translation elongation factor G [Streptococcus 
infantis 
ATCC 700779]
Length=644

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  



SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>EFU09414.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX1302]
Length=644

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_063856393.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 AAS45561.1 TetM [Streptococcus pneumoniae]
Length=639

 Score = 918 bits (2372),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ  +
Sbjct  1    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT



+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_102170272.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. UMB1385]
 PMC47723.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. UMB1385]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYL RAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLLRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_099875793.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
Length=639



 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_088849421.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 SNF84375.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVS PADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSAPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_088792637.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 SNL58450.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
SIHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_086032702.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OXE80252.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 OYP88881.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGFLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G



Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_070544140.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Enterococcus]
 OFN69941.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC063D12]
 PQG57819.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR VY+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLVYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKI F+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKISFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AMP46943.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_057099610.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KQI24217.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41910]
 KQI44513.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41936]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV



Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTI  K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMIQTTITVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_049513432.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pseudopneumoniae]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_052853097.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052778388.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 KRS57475.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 



WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050308000.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CJE53819.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAE+YRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEIYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    



QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CRH83910.1 Protein translation elongation factor G (EF-G) 
[Chlamydia trachomatis]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGIVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050079309.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COM28737.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKL33255.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT22641.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV22866.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF46211.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN44291.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ13658.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ19053.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX94772.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO67653.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW89609.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI15789.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO24658.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL89892.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB73196.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE11570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI65963.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK93475.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB78274.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 COQ17319.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF46080.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ56619.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD12496.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 



Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
IERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050212334.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEX33428.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD19479.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB53434.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP43316.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR59098.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT56979.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR87524.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA21250.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJR70619.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD16196.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC38864.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY59053.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC38311.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO67545.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO54639.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK66542.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC28278.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OKQ18346.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYL RAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLLRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CDL74203.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
Length=644



 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_031912118.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EZZ57014.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus USA_1]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+ EM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVREMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPYPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  



SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CDF09859.1 tet(M) [Eubacterium sp. CAG:76]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +E +K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEIIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 



Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002819063.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EIA79260.1 tetracycline resistance protein Tet [Campylobacter coli 
59-2]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_002843722.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EFV08263.1 Tetracycline resistance protein [Campylobacter jejuni 
subsp. 
jejuni 305]
 EIB09064.1 hypothetical protein cco93_08867 [Campylobacter coli H8]
 OWT29723.1 tetracycline resistance protein tetM [Campylobacter coli 
JL-CDD-LMH]
Length=639

 Score = 917 bits (2371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_095906095.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 



difficile]
 PBI43030.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 PPV16877.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQ 
AV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQKAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_081526881.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_070709775.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
sp. HMSC065H12]
 OFQ73776.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC065H12]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQS 
QNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSIQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061763260.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CVP51551.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWL61721.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639



 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD  
IE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTEIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061646118.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CVY13189.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVL88843.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVQ89937.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNM25641.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYL RAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLLRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_060793390.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Fusobacterium 
equinum]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  



STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  638

>KXA16596.1 putative translation elongation factor G [Fusobacterium 
equinum]
Length=644

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  643

>WP_057491875.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus orisasini]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 525/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
ASFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG  QGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCGQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F  YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFETYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_050974015.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COD27798.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  



LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050971803.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CGE80714.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG41937.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK23521.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES VSLGYLNQSFQ
+AV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQSAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050201474.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COE00057.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ47997.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC50208.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC97025.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT07314.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA93506.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE72979.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH02116.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC32997.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA78426.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD04449.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC41556.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050072437.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 CEV90041.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW54038.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW55795.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX55227.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX66842.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX86037.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY52834.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY09307.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRF92420.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE35001.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP78061.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ41459.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR25067.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX99781.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG00186.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM83597.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD07233.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF86105.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC66037.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGH02743.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COL52861.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG91079.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG02216.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG19079.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA58674.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE47400.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF87512.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK45403.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC22281.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB54336.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA74476.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF83136.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS38308.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU48874.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT22795.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW44482.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY83119.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU92943.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY37848.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR26844.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU01784.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ05070.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ12502.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ64743.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX09706.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU51723.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU91063.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIY20790.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO78222.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC28176.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR51770.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD33155.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG98131.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG16115.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK66640.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO49133.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI53076.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ63858.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM37111.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT04304.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK78775.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR00191.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA61033.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ01704.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM47803.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ01528.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO46572.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK40229.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD36945.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG59483.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN55535.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE19135.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS67483.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE23226.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CKG35606.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF23098.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT63710.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD73776.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE78020.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG28684.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF93636.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG57069.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG67990.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV60061.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ19312.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV90563.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF37556.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA74183.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX65482.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF34328.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF43773.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA63262.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT93868.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA94774.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX99434.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY26733.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU75598.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP13242.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF00417.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB99143.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG87601.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COL87299.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL99690.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB42151.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE60983.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR32528.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD94560.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE86235.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH28927.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM83395.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL91159.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA84508.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC01885.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO78763.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE89582.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL60980.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO96403.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL55714.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE92681.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON57589.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD11745.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC84575.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB67753.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP87472.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH86571.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF02598.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON87095.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO79605.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CNZ69832.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON59238.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR96809.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA60900.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS13323.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS45511.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS52514.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVT72482.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWA76829.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OFN92791.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC077D04]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044329681.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Mycoplasma 
hominis]
Length=639



 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP ++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPLRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+ L F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSYLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AJE60963.1 TetM [Enterococcus faecium]
Length=644

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR VY+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLVYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKI F+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKISFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643



>WP_025187938.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_031793925.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EXM42614.1 tetracycline resistance protein tetM transposon 
[Staphylococcus 
aureus DAR5852]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM I   
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYISING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>ELU61350.1 putative translation elongation factor G [Streptococcus 
pneumoniae 
PNI0002]
Length=644

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     



G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>AEX58674.1 tetracycline resistance protein [Streptococcus pyogenes]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGIVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+E++SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMELISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_001820713.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 EHD28872.1 tetracycline resistance protein tetM from transposon 
[Streptococcus 
pneumoniae GA47502]
 CYO50449.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_063856400.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 ABG21123.1 TetM [Escherichia coli]
Length=639

 Score = 917 bits (2370),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSDEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_105142289.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_104929836.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY G+IVILP+D ++LN +LG+   LP++   E+PLP+L+TTI  K + 
QRE 
Sbjct  301  
ELCLADTAYSGDIVILPNDVLQLNSILGNEILLPQRESIENPLPILQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL  A +TIHIEVPPNPFWA+IGLSV PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLGKAEYTIHIEVPPNPFWATIGLSVEPLPLGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG EQG++GW VTDCKICFEYG YYSPVSTPADFR L+PIVLEQAL+ +GT
+LLEPYL
Sbjct  481  
VRYGCEQGMYGWEVTDCKICFEYGEYYSPVSTPADFRLLSPIVLEQALRRAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
YFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_088804464.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 SNG31428.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLD L +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDTLLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_070583403.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Haemophilus]
 OFS54358.1 tetracycline resistance ribosomal protection protein 
[Haemophilus 
sp. HMSC066D03]
 OFS56782.1 tetracycline resistance ribosomal protection protein 
[Haemophilus 
sp. HMSC066D02]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE



Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+



Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_070309696.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 OEY51510.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 



QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>AMP54192.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>AMP50513.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=644

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+T GR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTTGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_061465177.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 KXW31215.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 PLV90655.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G



Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +E + +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEAILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061763772.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CVY34902.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWF46110.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE



Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYC  I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCVNIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+



Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_057032430.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KQK52788.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 



Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
++IY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057030943.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KQK50503.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
++IY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057037575.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 KQI21906.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41915]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057036252.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 KQI16036.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 



41970]
 ALM60755.1 tetracycline resistance protein tetM (plasmid) 
[Campylobacter 
jejuni]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_054384447.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  541  
SFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050253426.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CON84993.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  



STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYL RAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLLRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CTG81086.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_050168486.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CKL84327.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  



F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GE VIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGETVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_031910311.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]



 EWK26854.1 tetracycline resistance protein tetM [Staphylococcus 
aureus T89463]
 CPD61538.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CPB46399.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050203260.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CIW84270.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ08162.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS09325.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO51573.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH06055.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ15647.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS61036.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IK+ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKKKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050235045.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CIW68289.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ66000.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGS +QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSEMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050205550.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CGG95405.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD05935.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB12469.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO93634.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK13049.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS85120.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_057486053.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CRD43608.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  



LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES V 
LGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVPLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_057518699.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CRD35196.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLGYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  



SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044764178.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 CYZ76438.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPF ASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFRASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044761286.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 CYU59155.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CDL74131.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 CTF77162.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_030127075.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 



Tet(M) [Streptococcus]
 KXV92442.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 SDV95240.1 Tetracycline resistance protein TetM [Streptococcus 
pyogenes]
 SDV85629.1 Tetracycline resistance protein TetM [Streptococcus 
pyogenes]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_003701913.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 YP_003600433.1 TetM (plasmid) [Neisseria gonorrhoeae]
 EEZ58056.1 tetracycline resistance protein tetM from transposon 
(plasmid) 
[Neisseria gonorrhoeae SK-92-679]
 ADF36634.1 TetM (plasmid) [Neisseria gonorrhoeae]
 KLS70966.1 tetracycline resistance protein tetM [Neisseria 
gonorrhoeae NOR_2011_03-06]
Length=644

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQKYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_000691741.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 CAR69107.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae ATCC 700669]
 CBW39442.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 EIC56771.1 putative tetracycline resistance protein [Streptococcus 
pneumoniae 
459-5]
 EJG89438.1 tetracycline resistance protein TetP [Streptococcus 
infantis 
SPAR10]
 CVP84850.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWL99601.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH36441.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OAB66805.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 SNH39062.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 AVD75228.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_019109213.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
++IY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_010777232.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 



faecium]
 EOI43966.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0315]
Length=641

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/640 (68%), Positives = 522/640 (82%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418



            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_000691730.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
oralis]
 CBZ01524.1 tetracycline resistance protein [Streptococcus oralis 
Uo5]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691734.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 ADM91220.1 TetM protein [Streptococcus pneumoniae 670-6B]
 EID28246.1 GTP-binding domain protein [Streptococcus mitis SK575]
 EJH18252.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae GA60132]
 KEQ37480.1 tetracycline resistance protein tetM [Streptococcus 
mitis]
 KGI28199.1 Tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 AJD71883.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Streptococcus 
pneumoniae]
 CEV96498.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW76028.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX17434.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX34389.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY40853.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEZ11020.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFP91161.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFQ01311.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFQ31237.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRC86147.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD16947.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD23777.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD27691.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD27188.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD29499.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CRD33490.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD34946.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRD41521.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRE68371.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRG69347.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC63947.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ46346.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW19428.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC62528.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ38103.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY08303.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA27157.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ53999.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ54370.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ62445.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV10814.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW85570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY04500.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO19408.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ58831.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK12235.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK25916.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE01991.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI39888.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO96099.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS27501.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE94731.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJF55271.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH63185.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC04104.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC40535.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB11413.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB46497.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB18626.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU94535.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY19902.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH77585.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC58992.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH57044.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI77982.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH92650.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ09599.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ56514.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH51379.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ18528.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI95778.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ62368.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI99369.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI74025.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI90258.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKL72942.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI78445.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI96134.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ10805.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CKI91575.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ64315.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ01768.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH72970.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH29876.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI76672.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH78770.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU42117.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU11811.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU77124.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU84250.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU13794.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU35525.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU03304.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU66723.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ64648.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV85904.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX86031.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW94408.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ80628.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV95756.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX35163.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX86920.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX42229.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW72856.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY94483.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV79590.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CNA03913.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW89051.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX58080.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA93936.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA70222.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX63076.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY19861.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ64759.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMX14707.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP83027.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR35416.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI92028.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR84142.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CTP43950.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 CKH91414.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI94004.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KWX84680.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 KXB96601.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 OFK77737.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC034E03]
 OLG16909.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 OLG19200.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 OLG23281.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 OOS10444.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 



VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_025456273.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Neisseria 
gonorrhoeae]
 KLR83009.1 tetracycline resistance protein tetM [Neisseria 
gonorrhoeae SK1902]
 KLS12011.1 tetracycline resistance protein tetM [Neisseria 
gonorrhoeae ATL_2011_01_17]
 KLS37136.1 tetracycline resistance protein tetM [Neisseria 
gonorrhoeae MIA_2011_03-09]
 KMM28715.1 tetracycline resistance protein tetM (plasmid) 
[Neisseria gonorrhoeae]
 CNQ66981.1 elongation factor G [Neisseria gonorrhoeae]
 CNT00750.1 elongation factor G [Neisseria gonorrhoeae]
 CNR97477.1 elongation factor G [Neisseria gonorrhoeae]
 CNP82490.1 elongation factor G [Neisseria gonorrhoeae]
 SBO57235.1 Tetracycline resistance protein tetM from transposon 
Tn916 (plasmid) 
[Neisseria gonorrhoeae]
 SBO57858.1 Tetracycline resistance protein tetM from transposon 
Tn916 (plasmid) 
[Neisseria gonorrhoeae]
 SBN14276.1 elongation factor G [Neisseria gonorrhoeae]
 SBN10999.1 elongation factor G [Neisseria gonorrhoeae]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQKYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856399.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 CAJ00301.1 TetM protein [Clostridioides difficile]
Length=639

 Score = 917 bits (2369),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_101928442.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Veillonella 



parvula]
 PKZ92861.1 tetracycline resistance ribosomal protection protein 
[Veillonella 
parvula]
Length=640

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/637 (68%), Positives = 521/637 (82%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF +
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNQ  637

>WP_000691726.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pseudopneumoniae]
 EID30106.1 GTP-binding domain protein [Streptococcus 
pseudopneumoniae ATCC 
BAA-960 = CCUG 49455]
 ETD94870.1 tetracycline resistance protein tetM [Streptococcus 
pseudopneumoniae 
1321]
 OOR86980.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pseudopneumoniae]
 ORC42090.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pseudopneumoniae ATCC BAA-960 = CCUG 49455]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_081538458.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Lactobacillales]
 OQR12371.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PQB27566.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD29776.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
Length=641

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/640 (68%), Positives = 522/640 (82%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600



Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_069288536.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 ODO54058.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 OYL16159.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G



Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  638

>WP_061088007.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
mitis]
 AMH88696.1 tetracycline resistance protein tetM [Streptococcus 
mitis]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G



Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_032490535.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 AAO38916.1 tetracycline resistance protein (plasmid) [Campylobacter 
jejuni]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY+   +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGRVFKIEYSKKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_057992781.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 KRS64378.1 tetracycline resistance protein tetM [Campylobacter 
coli]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKPEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CTG46355.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_050280708.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CJZ72609.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G



Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYSSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050218283.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COS11380.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT08605.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN29721.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD70873.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CKE37559.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE90213.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ26191.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR46548.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI83696.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC55459.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM31786.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  



STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPREYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050211189.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEY07953.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRH95398.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX89688.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY27877.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX37756.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIO85115.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN45607.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO47160.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE89073.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB61016.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ33564.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG64087.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP55503.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA39855.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA62116.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF30612.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP78729.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG93720.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH85520.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF13048.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA05139.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ42552.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050237755.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEX95619.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY51499.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY60080.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE82129.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP94538.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG87965.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ11534.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV09145.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS44729.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH58590.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC19750.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD22747.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD50423.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA55673.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ52264.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ22112.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVW09400.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWD44837.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD18519.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC91871.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC84734.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CZD11805.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD18931.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC99211.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD10797.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KXW34064.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 ODJ77256.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_031797197.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EZW75083.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus 75495-3]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPA CIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPAWCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_017646602.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 EPW56650.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
LMG 15090]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPPLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_010729706.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 EOG23958.1 tetracycline resistance protein tetM transposon TnFO1 
[Enterococcus 
faecium EnGen0180]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V + +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYRDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002781029.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 EIA44073.1 tetracycline resistance protein Tet [Campylobacter coli 
111-3]
 AFK24492.1 tetracycline resistance protein [Campylobacter coli]
 KQH12876.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH25099.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH39494.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
 KQH53472.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQI25174.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41963]
 KXU24144.1 tetracycline resistance protein tetM [Campylobacter 
coli]



 AOH52736.1 tetracycline resistance protein (plasmid) [Campylobacter 
jejuni 
subsp. jejuni]
Length=639

 Score = 916 bits (2368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_103219860.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDA  +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDAPLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_094372133.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 OYP90610.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
Length=641

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/640 (68%), Positives = 521/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300



Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_086241454.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P157]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_084879979.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
oralis]
 ORO63556.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
oralis subsp. oralis]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_081573876.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 



pneumoniae]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY



Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>APO31175.1 Ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 523/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 



VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL +
+TNG+
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTYFTNGQ  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  606  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  643

>AMP53771.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPA FR L+P VLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPAAFRLLSPNVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>BAU68108.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
 BAU68110.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
 BAU68112.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
 BAU68116.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
Length=630

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/630 (68%), Positives = 523/630 (83%), Gaps = 0/630 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
             VCLTELKGYQ A+G+ + QPRRPNSR+DK
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDK  630

>WP_060470565.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
cecorum]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_057100161.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KQI52555.1 tetracycline resistance protein tetM [Campylobacter 



jejuni CVM 
41921]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIVSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP



+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_049366043.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
epidermidis]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  



SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_052774203.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 525/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQ LK+ GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQVLKKVGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050247433.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CNA51952.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +



Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKD 
VQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDDVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050101597.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CKI40501.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH96149.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ23052.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ14533.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_049510748.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 CKF51256.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRDQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050077833.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CFP88231.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY62954.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY30983.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH14786.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMU25726.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW83494.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW39789.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY11562.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CNA77864.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY85518.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNA22399.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVITGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050200822.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEW42378.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW73577.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL88173.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO95601.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO46571.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM73257.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG26895.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR45783.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ15987.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIY35831.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY79148.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ91662.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU69804.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV49240.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI62174.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE09653.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ27440.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK75826.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN76805.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK13433.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP34132.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO19250.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB61776.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB66490.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW05945.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW67796.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV73323.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB50268.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW19557.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX11779.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO27262.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_038835108.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  



Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL +G 
GVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGIGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CDL73864.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 CDL73947.1 conjugative transposon tetracycline resistance protein 



[Streptococcus 
pneumoniae]
Length=644

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP



+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVITGEPVCQPRRPNSRIDKVRYMFNKI  643

>EJX44727.1 putative translation elongation factor G [Enterococcus 
faecium 
V689]
 EJX57968.1 putative translation elongation factor G [Enterococcus 
faecium 
R494]
 EJY34423.1 putative translation elongation factor G [Enterococcus 
faecium 
513]
 EJY52614.1 putative translation elongation factor G [Enterococcus 
faecium 
503]
Length=644

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT



+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_011117014.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
plantarum]
 NP_862291.1 tetracycline resistance protein TetM (plasmid) 
[Lactobacillus 
plantarum]
 AAN40886.1 tetracycline resistance protein TetM (plasmid) 
[Lactobacillus 
plantarum]
 KON40168.1 tetracycline resistance protein tetM [Lactobacillus 
plantarum]
Length=639

 Score = 916 bits (2367),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEV PNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVRPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_061702631.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CZD74021.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC75609.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZC73114.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZD85239.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNH36198.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  



STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYSDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_106775878.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Peptostreptococcus 
russellii]
 PSJ32247.1 tetracycline resistance protein tetM [Peptostreptococcus 
russellii]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_105184076.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VD  THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDPTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_105139211.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 



suis]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY



Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_101785285.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
mitis]
 PLA61428.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
mitis]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP 
VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPIVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_100059493.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 ASQ32263.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 424/638 (66%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPAIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L + E RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQGENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G



Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKHYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_086246158.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. P148]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+Q QTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQTQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_077327446.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Anaerostipes 
hadrus]
 AQP40688.1 tetracycline resistance protein tetM [Anaerostipes 
hadrus]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              D LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GTDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGIVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>APO28016.1 ferrous iron transport protein B [uncultured bacterium]



Length=644

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
++IY
Sbjct  366  



LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTIIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>ABP89888.1 Translation elongation factor (GTPases) [Streptococcus 
suis 05ZYH33]
 ABP92086.1 Translation elongation factor (GTPases) [Streptococcus 
suis 98HAH33]
 EFM80006.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0855]
 EFT90399.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX4244]
 EJU92873.1 putative translation elongation factor G [Enterococcus 
faecalis 
599]
 EJX46040.1 putative translation elongation factor G [Enterococcus 
faecium 
R501]
 EPH77207.1 putative translation elongation factor G [Enterococcus 
faecalis 
D811610-10]
 AJY53424.1 Tet(M) (plasmid) [Enterococcus faecium]
 AKU20121.1 Tet(M) [Enterococcus faecium]
Length=644

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 



VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_060936428.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Lactobacillales]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_050117940.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEX00407.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX68280.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU24394.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE83603.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA29386.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC86232.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE89732.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ36969.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRH99498.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU38038.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS34788.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ82314.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY84281.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR52398.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS72232.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU12411.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR93217.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV63448.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT35617.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP46262.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS19012.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU42789.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE96389.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB80750.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE10924.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF73231.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CKG96915.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON21058.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ20904.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ59990.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI79397.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD05854.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ91096.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI73002.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP19380.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA30246.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ65859.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH07790.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS71761.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ77779.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS10019.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLE YL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLETYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050089233.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEV42834.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV96735.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW51620.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX64544.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY31273.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY77744.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEZ12440.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CFA05445.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF02361.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW41112.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON27725.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO12907.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG12035.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM51167.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC32405.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX86479.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX91957.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK08084.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC72722.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG38504.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD72591.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH87286.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB44300.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CIX27407.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM42808.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG71773.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA59870.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC01804.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP71401.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA62414.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF27158.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG13267.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS09062.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW40885.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX20011.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY81824.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP75001.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU22374.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT07091.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ05050.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX24359.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR02511.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ18613.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ94464.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV39184.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY05049.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV98837.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ31738.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV04173.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS43511.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CIS45230.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT52747.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX06739.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP82822.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ46238.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX93735.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW44073.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO15347.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY43691.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ42785.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV75132.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW15033.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ02692.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS99268.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR05978.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX25528.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV79954.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU48227.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY75649.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS41251.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ58309.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ78940.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ74240.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV09968.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT41206.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP73517.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX85047.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CIV87638.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP73527.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ27094.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY26098.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP73057.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE85784.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK55651.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL42842.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA08844.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM44200.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT29547.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB00885.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN95987.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT33657.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ78483.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK15155.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN86043.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD38801.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI41373.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ97166.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS16711.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL87457.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF13108.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS92129.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK50552.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM49308.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE74599.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJP27720.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD62927.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN95914.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ26108.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC24022.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ53436.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG54972.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG03159.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP92963.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK45161.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC18079.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR29271.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS24705.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN36252.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA18818.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO57358.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC88114.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG27702.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV78022.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY74653.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY99998.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH49281.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU90403.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY03879.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH59883.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ72252.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY18535.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJY59651.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX45809.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA54812.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ64216.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY27198.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE29014.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKI01610.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH97692.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ84697.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKH90772.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA87959.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB56860.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR22980.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH48413.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA84240.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP65319.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR18797.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ15254.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ53182.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON88130.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS06938.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK82202.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON28114.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD22132.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL81588.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI08499.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC99380.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 COC54566.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL65546.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE37081.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR86102.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 



Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS T+EIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATNEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_039234362.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridium 
sp. K25]
 KEI10443.1 tetracycline resistance protein tetM [Clostridium sp. 
K25]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL



Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002915791.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 ADC27846.1 tetracycline resistance protein [Campylobacter jejuni 
subsp. 
jejuni IA3902]
 EIB69146.1 tetracycline resistance protein Tet [Campylobacter 
jejuni subsp. 
jejuni 110-21]
 AHK77845.1 tetracycline resistance protein tetM (plasmid) 
[Campylobacter 
coli RM4661]
 ALL32682.1 tetracycline resistance protein tetM (plasmid) 
[Campylobacter 
coli]
 KQH97665.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41917]
 KRS46776.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS76609.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KRS78187.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
 KRS85430.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
 ALQ80965.1 tetracycline resistance protein [Campylobacter coli]
 OEV91244.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEW83638.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX59793.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX62288.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]



 OEX62534.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX64444.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX64561.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX83787.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX85895.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX87835.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEX90793.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEZ19895.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEZ22952.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEZ25112.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OEZ25866.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 AOY02600.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 APA82023.1 Tetracycline resistance protein TetO (plasmid) 
[Campylobacter 
jejuni subsp. jejuni D42a]
 OIT47200.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT50583.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT53300.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT53344.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT54164.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]



 OIT57487.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT58909.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT62183.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT62416.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT64729.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT67304.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT69363.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT70965.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT71680.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT73903.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT74508.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT78416.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT78971.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT81046.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT81583.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT83201.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT85271.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT88153.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]



 OIT90457.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT91374.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIT95295.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIU24815.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIU27229.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIU31341.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIU38089.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIU39810.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OIV45449.1 tetracycline resistance ribosomal protection protein 
Tet(O) [Campylobacter 
jejuni]
 OOG20423.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein (plasmid) [Campylobacter jejuni]
 OOG20470.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein (plasmid) [Campylobacter jejuni]
 OOG20529.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 OOG21969.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 ARJ52282.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 PCH15275.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter sp. 112]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_010727156.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 EOG04928.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0170]
 EOM18922.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0193]
 EQG14840.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
DA00044]
 EQG97584.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
DA00193]
 EQG97697.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
DA00193]
 EQG99797.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
DA00193]
 EQH55980.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
DA00261]
 EQH56615.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
DA00261]
 EQH57348.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
DA00261]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++L+ VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLDSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 



VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002345005.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Enterococcus]
 ELB53356.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0030]
 EOI65120.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0318]
 EOI65220.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0314]
 EOI67650.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0316]
 EOI75591.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0319]
 EOI75818.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0323]
 EOI76109.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0321]
 EOI84306.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0312]
 EOT36393.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0376]
 EOT55611.1 tetracycline resistance protein tetM transposon 



[Enterococcus 
faecium EnGen0375]
 EOT90740.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0375]
 EOT96137.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0376]
 EOT98952.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0377]
 EOU01342.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0377]
 KWZ21494.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KWZ21974.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KWZ30266.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 ANB92842.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 SAM77432.1 translation elongation factor G [Enterococcus faecium]
 AOM16743.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 AOM20172.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 AOM29427.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 AOM31735.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 AOM37960.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 OFK44418.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC073E08]
 OFL77966.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC073E07]
 OFN47246.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC056C08]
 OFN50026.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC072G01]
 OFP12648.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC065H03]
 OFR79756.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC072F07]
 OHQ71121.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 



sp. HMSC072D11]
 OLZ35730.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 OOL49280.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OOL49688.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OOL58251.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OOL71087.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OOL82560.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 SMM01585.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM04846.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK29118.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML77042.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ74323.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM59518.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM86472.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI89682.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI93993.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM86742.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI95364.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI36709.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI60902.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI98301.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI38143.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ65438.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ98339.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK48020.1 tetracycline resistance protein TetP [Enterococcus 
faecium]



 SMK50321.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ06516.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI10650.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 OUK06050.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 OUK06631.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 OUK14928.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 OUK22493.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 OZN13260.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PCO40905.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PHK91608.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 ATT99178.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 ATU02131.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 ATW35145.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 AUI14613.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Enterococcus 
faecium]
 AUI17537.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Enterococcus 
faecium]
 AUI20508.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Enterococcus 
faecium]
 AUI23477.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Enterococcus 
faecium]
 AUI26452.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Enterococcus 
faecium]
 AUI29427.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Enterococcus 
faecium]



 AUI32358.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Enterococcus 
faecium]
 AUO60956.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PNE93032.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 AVJ43419.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856110.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Ureaplasma 
urealyticum]
 P09757.1 RecName: Full=Tetracycline resistance protein TetM
 AAA73978.1 tetracycline resistance determinant [Ureaplasma 
urealyticum]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+ T+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKRIENPHPLLQITVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVT+CKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTECKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002934567.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 EIB95027.1 tetracycline resistance protein Tet [Campylobacter 
jejuni subsp. 
jejuni LMG 23210]
 KUY41146.1 Tetracycline resistance protein [Campylobacter jejuni 
BJ-CJGB96299]
Length=639

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  



IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>ADK91600.1 TetS/M [Streptococcus equinus]
Length=644

 Score = 915 bits (2366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIP RCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPDRCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_061842897.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CXG12283.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=642

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/641 (68%), Positives = 519/641 (81%), Gaps = 3/641 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQR---
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             ND LLEKY++G+ +   + +  EQ    R Q+ SLFP+Y+GSAK  +GI  L++ 
+T  
Sbjct  181  
GNDDLLEKYMSGKSLEALEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNK  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
+KITEM   
Sbjct  241  
FYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTS  300

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
Q
Sbjct  301  
INGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQ  360

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            RE LLDAL +++D+DPLLR  VDS+THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+
Sbjct  361  
REMLLDALLEISDSDPLLRYYVDSVTHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPT  420

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV
Sbjct  421  
VIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAV  480

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLE
Sbjct  481  
MEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLE  540

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597



            PYLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+T
Sbjct  541  
PYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFT  600

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            NGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  NGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  641

>WP_061761042.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CYG42175.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+ SAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHESAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G



Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856390.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
oralis]
 CAE46078.1 tetracycline resistance protein [Streptococcus oralis]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN V GD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILHNEFLKLNSVRGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  + EP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEITEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_087302314.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Erysipelotrichaceae]
 OUQ06310.1 tetracycline resistance ribosomal protection protein 
Tet(44) 
[Erysipelatoclostridium sp. An15]
 OUQ36360.1 tetracycline resistance ribosomal protection protein 
Tet(44) 
[Massiliomicrobiota timonensis]
 OUQ75154.1 tetracycline resistance ribosomal protection protein 
Tet(44) 
[Massiliomicrobiota sp. An105]
Length=640

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/637 (67%), Positives = 524/637 (82%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQDGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDDWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLLEKYI GE ++ ++L+ EE R V+  SLFP+Y+GSA+  +G Q L++A++ 
LF  
Sbjct  181  
KNDKLLEKYIVGEKLTIQELMYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENDSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIMLPEKKKMKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T     G+I I+P++++RLND++G+   LP   W +  +P+LRT I P    
+RE+
Sbjct  301  
EMIQTKIVCSGDIFIIPNNTLRLNDIIGNEKILPCNVWNDKTVPILRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +G+G+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGTGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWKVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ P+ Y SRAY DA K+CA IET+Q K DEV+FTG IP RCI  YR  L  
YTNG+
Sbjct  541  



SFILFTPEGYFSRAYKDAQKHCAIIETSQSKNDEVIFTGHIPVRCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>KXB37895.1 putative translation elongation factor G [Aerococcus 
christensenii]
Length=644

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    



QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_059280319.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter coli]
 KWV64585.1 tetracycline resistance protein tetM [Campylobacter 
coli]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    



MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIVSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT



+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052800762.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 526/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDVVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
++IY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTIIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050967045.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COS58780.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS70392.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



Length=640

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 438/639 (69%), Positives = 518/639 (81%), Gaps = 1/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P +    N T+ E 
WD VI
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCCVTNFTESEQWDTVI  180

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F 
Sbjct  181  
EGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFY  240

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
Sbjct  241  
SSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSIN  300

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE
Sbjct  301  
GELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQRE  360

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+VI
Sbjct  361  
MLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVI  420



Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +
Sbjct  421  
YMERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVME  480

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPY
Sbjct  481  
GIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPY  540

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNG
Sbjct  541  
LSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNG  600

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  639

>WP_001574275.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Bacilli]
 YP_004849392.1 tetracycline resistance protein TetM (plasmid) 
[Enterococcus 
faecium]
 YP_006377310.1 tetracycline resistance protein TetP (plasmid) 
[Enterococcus 
faecium DO]
 EAN10521.1 Small GTP-binding protein domain [Enterococcus faecium 
DO]
 ABB70049.1 TetA(M) (plasmid) [Enterococcus faecium]
 ABB70050.1 TetA(M) (plasmid) [Enterococcus faecium]
 ABO25866.1 tetracycline resistance [Streptococcus suis SC84]
 ABR19665.1 tetracycline resistance protein [Streptococcus suis 
SC84]
 CAZ51606.1 tetracycline resistance protein TetM [Streptococcus suis 
SC84]
 EEU24449.1 translation elongation factor (plasmid) [Enterococcus 
faecalis 
T3]
 EEU89494.1 translation elongation factor (plasmid) [Enterococcus 
faecalis 
ARO1/DG]
 CBI14178.1 tetracycline resistence protein TetM [Streptococcus 
gallolyticus 
UCN34]



 EFF35727.1 tetracycline resistance protein TetM [Enterococcus 
faecium E1162]
 AEO13631.1 tetracycline resistance protein TetM (plasmid) 
[Enterococcus 
faecium]
 AFK60328.1 tetracycline resistance protein TetP (plasmid) 
[Enterococcus 
faecium DO]
 ELA51094.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0012]
 ELA61555.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0014]
 ELA74341.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0002]
 ELA88632.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0020]
 ELB18024.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0035]
 ELB27467.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0036]
 ELB64154.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0054]
 ENK05490.1 tetracycline resistance protein tetM transposon 
[Staphylococcus 
aureus M0408]
 EOD82110.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0041]
 EOD93248.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0074]
 EOE03886.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0058]
 EOE06489.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0073]
 EOF31338.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0102]
 EOF31386.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0103]
 EOF37809.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0104]
 EOF38383.1 tetracycline resistance protein tetM transposon 



[Enterococcus 
faecalis EnGen0105]
 EOF45085.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0116]
 EOF46206.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0118]
 EOF47458.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0117]
 EOF94068.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0168]
 EOG23021.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0181]
 EOG31032.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0183]
 EOH38982.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0185]
 EOH46991.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0190]
 EOL00681.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0152]
 EOL09844.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0160]
 EOL33816.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0362]
 EOM38073.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0256]
 EOM54156.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0186]
 EOM60276.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0187]
 EOM69037.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0164]
 EXO03879.1 tetracycline resistance protein tetM transposon 
[Staphylococcus 
aureus DAR5846]
 KGQ72738.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KII42899.1 tetracycline resistance protein tetM [Enterococcus 
faecalis]



 KII49475.1 tetracycline resistance protein tetM [Enterococcus 
faecalis]
 KII52657.1 tetracycline resistance protein tetM [Enterococcus 
faecalis]
 AKG40246.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 ALH97492.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus]
 ALT05249.1 tetracycline resistance protein [Staphylococcus 
haemolyticus]
 ALT05250.1 tetracycline resistance protein [Staphylococcus 
haemolyticus]
 ALT05251.1 tetracycline resistance protein [Staphylococcus xylosus]
 CYZ57590.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ53945.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ80890.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 AND73771.1 tetracycline resistance ribosomal protection protein 
(plasmid) 
[Enterococcus hirae]
 ANJ64483.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 OFK93764.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC063H10]
 OFU69190.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC14A10]
 AOX48051.1 Tetracycline resistance protein TetM (plasmid) 
[Enterococcus 
faecalis]
 OGX76415.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 OHO46899.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC035C10]
 OHS82655.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
sp. HMSC74G01]
 OIK18954.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
suis]
 OIU89012.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 OIU97021.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 OOP44438.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 



faecalis]
 OOP44686.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 OOP51625.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 OQO33300.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
hirae]
 ORE50340.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Enterococcus faecalis]
 OSH08839.1 tetracycline resistance protein tetM [Enterococcus 
faecalis]
 OSH15548.1 tetracycline resistance protein tetM [Enterococcus 
faecalis]
 ARL69808.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 ARQ19098.1 Tetracycline resistance ribosomal protection protein 
(plasmid) 
[Enterococcus faecalis]
 ARQ19120.1 Tetracycline resistance ribosomal protection protein 
(plasmid) 
[Enterococcus faecalis]
 OTP25109.1 tetracycline resistance protein TetM transposon 
[Enterococcus 
faecalis]
 OYN33493.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 ATD53310.1 ribosome protection tetracycline resistance protein 
[Riemerella 
anatipestifer]
 PCD94517.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PCE04802.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PHL09273.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PHL17614.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PJC88688.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 AUC56841.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Enterococcus faecalis ARO1/DG]
 AUC74123.1 tetracycline resistance ribosomal protection protein 



Tet(M) (plasmid) 
[Enterococcus faecium]
 PNS44693.1 tetracycline resistance protein tetM [Streptococcus 
suis]
 AUW21803.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 PQB23271.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB26398.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB33506.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB43217.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB44759.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB69117.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQB84678.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB96884.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB98802.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQC03281.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQC24952.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQC27002.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQC30460.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQC38108.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQC42662.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQC64802.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 



faecalis]
 PQC73050.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQC73465.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQC74828.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQC82406.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQC87973.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQC95790.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD20483.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD29510.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD32006.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQD40479.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQD43695.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD51222.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQD58339.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD68530.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD71261.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD74051.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD91688.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQE46795.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 



faecalis]
 PQE77909.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE83466.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE90506.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQE91041.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQE95507.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF02091.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF13815.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF21332.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF26270.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF26838.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF48967.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF50265.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF59707.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF61229.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF68510.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF73431.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF75410.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF81359.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 



faecium]
 PQF84650.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF89898.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF92539.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF96633.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG00281.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG02755.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG11419.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG17344.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG28213.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG36619.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG42309.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG50988.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG71511.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG87207.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG89803.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQH06406.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQV94637.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Enterococcus faecium]
 PQV97204.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 



faecalis]
 PQW04429.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQW08035.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PVE26718.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PVE30394.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_023042854.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Enterococcus faecium]
 ERT38268.1 tetracycline resistance protein tetO [Enterococcus 
faecium NEF1]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 524/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
ASFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRKLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P  G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +D A  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDIACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIAAKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG  QGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCGQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_021034343.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Campylobacter]
 ERF99008.1 tetracycline resistance protein [Campylobacter coli CVM 
N29716]
 AGV10819.1 tetracycline resistance protein (plasmid) [Campylobacter 
coli 
CVM N29710]
 KQH09024.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH11811.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH14370.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH16082.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH18572.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH20307.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH21589.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH26965.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH30498.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH32983.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH34414.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH36389.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH41200.1 tetracycline resistance protein tetM [Campylobacter 
coli]



 KQH42849.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH44913.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH46133.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH47031.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH49826.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH50751.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH54250.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH56322.1 tetracycline resistance protein tetM [Campylobacter 
jejuni]
 KQH59303.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH61888.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH62970.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH66719.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH66766.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH69505.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH71245.1 tetracycline resistance protein tetM [Campylobacter 
coli]
 KQH92570.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41986]
 KQH95856.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41932]
 KQI07888.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41965]
 KQI13627.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41939]
 KQI18695.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41955]
 KQI29990.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41957]
 KQI30588.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41976]
 KQI36448.1 tetracycline resistance protein tetM [Campylobacter coli 
CVM 
41958]



 APA56871.1 tetracycline resistance ribosomal protection protein 
Tet(O) (plasmid) 
[Campylobacter coli]
 ATG66353.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein (plasmid) [Campylobacter jejuni]
 ATG68014.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein (plasmid) [Campylobacter coli]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 527/638 (83%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D++ 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMKQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   



QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_000691740.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 EHZ45187.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA40563]
 CEV50242.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW69937.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX58429.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY02719.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY69578.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEZ15703.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CEW83019.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG77958.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR93032.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL17311.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN57157.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE75589.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGE69298.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG63614.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK38888.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK72996.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG34057.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC86518.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF27417.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH98404.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB31469.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF97503.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG16459.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ90402.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO23006.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG45957.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF61662.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB86083.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG71425.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG12156.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP45949.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY54794.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ99475.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIY33260.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW85205.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY65802.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ16083.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO55492.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO65264.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO97688.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP01799.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW05343.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT52233.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ22647.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO68070.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ72367.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP09991.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR50512.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV78816.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ84140.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT51708.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO69888.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP72812.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB90072.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR60802.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT03008.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC89162.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR73630.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL45940.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM66752.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJL35228.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ79155.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT33563.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC43421.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO52615.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL11109.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP89827.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM96016.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL48250.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL75905.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG51660.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ57006.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA92326.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS63352.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS75598.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ15305.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC46399.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB54202.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ78077.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN36849.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR14066.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL86285.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG23469.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK36860.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA48294.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC89969.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ15502.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CKE16909.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV89414.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB53993.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD81707.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW68058.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC93215.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ15604.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE02908.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU45012.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC49434.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY39354.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF18849.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA29607.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA84254.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV61648.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI07671.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK86635.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG20653.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL55743.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK78030.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL83689.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR95110.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD84474.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD75198.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA14225.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF45773.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ83031.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COH37261.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE86595.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM95655.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL82486.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR78986.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD83996.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR09103.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE23013.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC12254.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC79612.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR13349.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK90991.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM81533.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA79982.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH71417.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC08278.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI96662.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD64148.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP44262.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS50351.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS72318.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS93478.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691724.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 EHZ35541.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae 
GA19101]
 OKQ22535.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ24905.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ31127.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ38307.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ39029.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ45863.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ59027.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ62556.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ66769.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ67233.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 



pneumoniae]
 OKQ68302.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OKQ72127.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_088819470.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 SNO86436.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTD KICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDYKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_086309543.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OTN80793.1 tetracycline resistance protein TetM transposon 
[Enterococcus 
faecium]
Length=639

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_081529600.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AQM74965.1 Tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Enterococcus faecalis]
Length=644

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  126  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +T+HIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTVHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643



>WP_069469652.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 AOO74587.1 tetracycline resistance ribosomal protection protein 
(plasmid) 
[Lactobacillus salivarius]
Length=641

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/640 (68%), Positives = 519/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAKK +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKKNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  



NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K
+P+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_050364126.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COM43781.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPREYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR++KVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIEKVRYMFNKI  638

>WP_047389487.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Firmicutes 
bacterium ZOR0006]
Length=639

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AIF29636.1 tetracycline resistance protein [Campylobacter coli]
Length=639

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_024388620.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
Length=640

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/637 (67%), Positives = 526/637 (83%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQDGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDDWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLL+KYIAGE ++ ++L  EE R V+  SLFP+Y+GSA+  +G Q L++A++ 



LF  
Sbjct  181  
RNDKLLKKYIAGEKLTIQELTYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENGSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIILPEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T     G+I I+P++++RLND++G+   LP   W ++  P+LRT I P    
+RE+
Sbjct  301  
EMIQTKIVCSGDIFIIPNNTLRLNDIIGNEKILPCNVWNDNTAPILRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEI++SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYCVDTITHEIVISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIVLEQ LK+
+GTQLLEPYL
Sbjct  481  
INYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQ YLSRAY+DA K+CA IET+Q K DE++FTG IP RCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQGYLSRAYNDAQKHCAIIETSQSKNDEIIFTGHIPVRCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_063856403.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]



 CAV31157.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILHNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>CBW38865.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
 EOB34675.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae 
845]
Length=644

 Score = 915 bits (2364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
IKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_061642374.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CYO23485.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH63729.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_100728246.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 AVM98825.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Escherichia coli]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 434/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_098183854.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
sp. UMNPBX2]
 PEH09395.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX2]
Length=641

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/640 (68%), Positives = 521/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVILP++ ++LN V+GD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILPNEFLKLNSVIGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_086097496.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   +R  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRKRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GE+VIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDRAYSGEVVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_081535763.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 OQQ88600.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY25991.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY26435.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY29117.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY33189.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PAY38853.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Lactobacillus 
salivarius]
 PAY46689.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
Length=641

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/640 (68%), Positives = 521/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  



ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>ACB89423.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae 
CGSP14]
Length=644

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>APO27467.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=640

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/635 (68%), Positives = 520/635 (82%), Gaps = 0/635 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS TH+IILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHKIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMF  640

>CTN85508.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL



Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQKYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_050116747.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CKH86367.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050198644.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEY96214.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA18577.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJG19063.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK17351.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI27092.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW44893.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA89546.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB56057.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA31987.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV29189.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX28601.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW51735.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ11294.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH41849.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050203222.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Streptococcus 
pneumoniae]
 CEW32322.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF50691.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO46733.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO84766.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK00149.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL81838.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT06144.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY87810.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC08144.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG25699.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ79468.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI27120.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS56176.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQKYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>EFH13796.1 putative translation elongation factor G [Clostridioides 
difficile 
NAP07]
 EFS09504.1 putative translation elongation factor G [Enterococcus 
faecium 
TX0082]
Length=644

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 



Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_012775613.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 YP_003028727.1 tetracycline resistance protein TetM 2 
[Streptococcus suis BM407]
 CAZ55842.1 tetracycline resistance protein TetM 2 [Streptococcus 
suis BM407]
 CYY46450.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ48464.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYZ61601.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZA69522.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 435/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPREYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYQVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_078122686.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 ABY63608.1 TetM [Streptococcus suis]
 ABY63609.1 TetM [Streptococcus suis]
 OOP53006.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 522/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +T+HIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTVHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  



SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002414694.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 ABB70054.1 TetA(M) [Enterococcus faecalis]
 ADC90616.1 putative translation elongation factor G [Mageeibacillus 
indolicus 
UPII9-5]
 AFB74334.1 TetM protein [Clostridioides difficile]
 EJS80158.1 Tetracycline resistance protein TetM [Enterococcus 
faecalis ATCC 
29212]
 AGK71670.1 putative translation elongation factor G [Streptococcus 
cristatus 
AS 1.3089]
 EOL86575.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0283]
 EOL86988.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0283]
 EOL87412.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0283]
 EQK55760.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
F200]
 EQK55791.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
F200]
 EQK56974.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
F200]
 ERM24392.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
P41]
 ERM25660.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
P41]
 ERM25922.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
P41]
 ETU49039.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0422]
 ETU51126.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0422]



 ETU51758.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0422]
 ETU54752.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0422]
 AIL03464.1 tetracycline resistance protein tetM from transposon 
[Enterococcus 
faecalis ATCC 29212]
 KJU94798.1 tetracycline resistance protein TetM 1 [Streptococcus 
infantis]
 CEW81157.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW90769.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW94094.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY16691.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY63617.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN12578.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR21768.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL04645.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ01956.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF56901.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ52387.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU01205.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ98175.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON30524.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA51594.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ64422.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH97309.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM70283.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ53118.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY09184.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL74615.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY05829.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIU55173.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP51424.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO43081.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ13169.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK81333.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB05601.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD03540.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ38682.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB51878.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ31417.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT30608.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT21743.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD81358.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN07656.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH84881.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ11627.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO49030.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO82029.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS51806.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN76397.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD07451.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE27304.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF74340.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL67830.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM86306.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN09912.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN49471.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJN71152.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ98250.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT37728.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH04511.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE32663.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO93402.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL29725.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM88045.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM86714.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP77783.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM44243.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM24296.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ72202.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP36603.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE17766.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF46384.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC39673.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG41568.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB85153.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV26734.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD98349.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG45657.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG68400.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV07031.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV35384.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA28042.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ80803.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJY94197.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW78347.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA77001.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV71023.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD24031.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT91048.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA47656.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU21883.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX05791.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU73570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF86904.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE83673.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA99443.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK23399.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO94986.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF99191.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL18103.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE42873.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF85269.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ79457.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM43435.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR87257.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ67069.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ29668.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK38629.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ64114.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ23707.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COS86381.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KWY64335.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 CVX10623.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CXF16016.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWE11138.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYX41528.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CZE03582.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYM95228.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYK98704.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CZE03826.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYJ88041.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYH27014.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYG20584.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KXT24021.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
 KYG86338.1 tetracycline resistance protein tetM [Ruminococcus sp. 
DSM 100440]
 OAC49208.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 OAC57143.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 OAC78134.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes]
 ODO18647.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 SHM28396.1 translation elongation factor 2 (EF-2/EF-G) 
[Anaerosporobacter 
mobilis DSM 15930]
 OOC97627.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis ATCC 29212]
 ORJ31059.1 tetracycline resistance protein tetM [Streptococcus 
oralis subsp. 
tigurinus]
 ORO61531.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
oralis subsp. oralis]
 OSM18568.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 



faecalis]
 SML22180.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML27699.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 OUZ17685.1 tetracycline resistance protein TetM transposon 
[Enterococcus 
faecium]
 SND16395.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 PQL11152.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Veillonella 
sp. T11011-6]
 PQL58403.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Veillonella 
infantium]
Length=639

 Score = 914 bits (2363),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     



G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_097698785.1 tetracycline resistance ribosomal protection protein 
Tet(M), 
partial [Escherichia coli]
Length=634

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/634 (68%), Positives = 518/634 (82%), Gaps = 0/634 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSR Y+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRVYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+M
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYM  634

>WP_083989376.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYSDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>APO34026.1 ferrous iron transport protein B [uncultured bacterium]
Length=644



 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +GE +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGELLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_055275199.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 CUN58949.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Turicibacter 
sanguinis]
 SFG27160.1 translation elongation factor 2 (EF-2/EF-G) [Clostridium 
cadaveris]
Length=639

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F



+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYQVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_057531665.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CRG77586.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+IS 
KDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISVKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  



STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVITGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050236762.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEV59075.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRE72366.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL47746.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO74481.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC49830.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CIY32983.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX25701.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY95672.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN99134.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU71016.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ28838.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR85973.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR39371.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR83267.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE91159.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB17360.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO07650.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL56217.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD98274.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF46209.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTP DFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPVDFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856402.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Klebsiella 
pneumoniae]
 ACF08831.1 tetracycline resistance protein TetM [Klebsiella 
pneumoniae]
Length=639

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGK+TLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKSTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSDLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF  +
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNNI  638

>WP_000691733.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL



Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691732.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 EPV42018.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00888]
Length=639

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGIVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVP NPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPLNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002343718.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 ELB43025.1 tetracycline resistance protein tetM transposon 
[Enterococcus 



faecium EnGen0043]
Length=639

 Score = 914 bits (2362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY



Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVEPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYDDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYQVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061648168.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CZD70129.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQFKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_104670782.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB26585.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 PQC60778.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 PQD21571.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 PQD27349.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
Length=639

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNICVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  



F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYDDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYQVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_086131656.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Lactobacillus]



 OTA58687.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
reuteri]
 PAY34139.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
Length=641

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/640 (68%), Positives = 520/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYSDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>AQM75603.1 Tetracycline resistance protein TetO (plasmid) 
[Campylobacter 
coli]
Length=639

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 525/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>APO33640.1 ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  305

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_071132114.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Ileibacterium massiliense]
Length=639

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 524/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    



MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
ASFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+  
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMGQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDGLLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRAFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG  QGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT



+LLEPYL
Sbjct  481  
VLYGCGQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
QFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  638

>WP_050219862.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CIQ33966.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS03336.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA97450.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC77119.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_025989258.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Gammaproteobacteria]
 CNO73486.1 elongation factor G [Salmonella enterica subsp. enterica 
serovar 
Typhimurium str. DT104]
 CNP78187.1 elongation factor G [Salmonella enterica subsp. enterica 
serovar 
Typhimurium str. DT104]
 CNQ00735.1 elongation factor G [Salmonella enterica subsp. enterica 
serovar 
Typhimurium str. DT104]
 CNR91545.1 elongation factor G [Salmonella enterica subsp. enterica 
serovar 
Typhimurium str. DT104]
 ALJ52332.1 TetM (plasmid) [Escherichia coli]
 KTM82464.1 tetracycline resistance protein tetM [Salmonella 
enterica]
 KTP63525.1 tetracycline resistance protein tetM [Salmonella 
enterica]
 KYD37146.1 tetracycline resistance protein tetM [Salmonella 
enterica subsp. 
enterica serovar Typhimurium]
 KYE16086.1 tetracycline resistance protein tetM [Salmonella 
enterica subsp. 
enterica serovar Typhimurium]
 KYH81826.1 tetracycline resistance protein tetM [Salmonella 
enterica subsp. 
enterica serovar Typhimurium]
 AOF43657.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Escherichia coli]
 OJP68232.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 APO16517.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Escherichia coli]
 AQL49894.1 tetracycline resistance ribosomal protection protein 
Tet(M) (plasmid) 
[Salmonella enterica subsp. enterica serovar Typhimurium]
 OYE17665.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYE19521.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYE45889.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYF35752.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]



 OYF62978.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYG74174.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYG77054.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
boydii]
 OYI08632.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYI53230.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYI73600.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYI78074.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
boydii]
 OYI88337.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYJ25586.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYJ53790.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYJ74886.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYJ75455.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 OYK21489.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYK28567.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYL39095.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYL66351.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OYN29175.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
boydii]
 OYN39040.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]



 OYQ53308.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 OZH80754.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Salmonella 
enterica subsp. enterica serovar Typhimurium]
 PAB98993.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PAY72251.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
boydii]
 PBO12482.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 PBO98585.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
boydii]
 PBO99272.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 PBP02937.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Shigella 
sonnei]
 PPV65417.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPV82518.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPW37215.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
 PPZ39408.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Escherichia 
coli]
Length=639

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_020224358.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 OFA28186.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
Length=639

 Score = 914 bits (2361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G



Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061746200.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CYI48108.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G



Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_084357849.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061857705.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Clostridium 
colicanis]
 KYH29562.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
colicanis DSM 13634]
Length=639

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGIVFKIEYSEERQRLAYVRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVEPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AMP50910.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=451

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 443/451 (98%), Positives = 445/451 (99%), Gaps = 0/451 
(0%)

Query  189  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            YIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQG AA
Sbjct  1    
YIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAA  60

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
            
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA
Sbjct  61   
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  120



Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            Y GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL
Sbjct  121  
YQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  180

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA
Sbjct  181  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  240

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
            
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG
Sbjct  241  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  300

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF 
LYAPQ
Sbjct  301  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFTLYAPQ  360

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK
Sbjct  361  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  420

Query  609  GYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            GYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  421  GYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  451

>WP_061758507.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CVV76377.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWC97468.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=642

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/641 (68%), Positives = 518/641 (81%), Gaps = 3/641 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQR---
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             ND LLEKY++G+ +   + +  EQ    R Q+ SLFP+Y+GSAK  +GI  L++ 
+T  
Sbjct  181  
GNDDLLEKYMSGKSLEALEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNK  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
+KITEM   
Sbjct  241  
FYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTS  300

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
Q
Sbjct  301  
INGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQ  360

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            RE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+
Sbjct  361  
REMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPT  420

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV



Sbjct  421  
VIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAV  480

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLE
Sbjct  481  
MEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLE  540

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PYLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+T
Sbjct  541  
PYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFT  600

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            NGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  NGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  641

>WP_057531327.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CRG75279.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>AIJ27535.1 TetO [Campylobacter jejuni]
Length=639

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/638 (67%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++ +P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSWKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>CDQ30209.1 putative integrative and conjugative element protein 
[Streptococcus 
pneumoniae]
 CTP02334.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=644

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   



TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS T+EIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATNEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_018368128.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
entericus]
Length=639

 Score = 913 bits (2360),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_089144890.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
agilis]
 OXC07516.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
agilis]
 OXC07783.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
agilis]
 OXC10770.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
agilis]
 OXS37843.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 



agilis]
 OXS40695.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
agilis]
 OXS43253.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
agilis]
 OXS48615.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
agilis]
 OXS50733.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
agilis]
Length=641

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/640 (68%), Positives = 518/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300



Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K
+P+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_084588758.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +



Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q++++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQNIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>APO33206.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=646

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +GE +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGELLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYT  245



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_066127145.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Globicatella 
sanguinis]
Length=639

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKPLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061573585.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 AMP62549.1 tetracycline resistance protein tetM (plasmid) 
[Enterococcus 
faecium]
Length=639

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 



VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQS 
QNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSIQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_050356456.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 COD30982.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    



QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS T+EIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATNEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES VSLGYLNQ 
FQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQLFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044667602.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 CYV80883.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYT83589.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_043027138.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 CYV04261.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYU72629.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_044812736.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Streptococcus 
pneumoniae]
 CEO72626.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEV76652.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW00433.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW27733.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW37674.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX16770.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX55774.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX90694.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY57063.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY93333.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRE80006.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN52231.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE88022.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF88380.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF85736.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK19571.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP10879.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG07443.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP32726.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGE78284.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK04174.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ76238.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR85381.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ74235.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGG68738.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ86250.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 COA99896.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD98973.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF29031.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR67307.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY97848.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN93291.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU36901.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIO66714.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR43517.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR28911.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW92160.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX12282.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW27791.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV93551.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP23566.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW34223.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU21403.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ91193.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIP47433.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR56207.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ81264.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS18662.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ52711.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU65283.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA67725.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ90880.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB42941.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJT45503.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB73146.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB18426.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD78732.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI61280.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE98982.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN60502.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT29494.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR99918.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT34160.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK65635.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI61174.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO99371.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS57787.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ91885.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK04661.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ36401.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK48732.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR81257.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO13085.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP69939.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD01722.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD96464.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY70004.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA15440.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB25273.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF84569.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJZ07522.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ50094.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU86409.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF93698.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE24281.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY78274.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ75846.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX81743.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB20893.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA14309.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG32265.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU55262.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV08900.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ88805.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT90190.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ69213.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX90721.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT80316.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG36070.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT55292.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF01047.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP31570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM52591.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM26352.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL59356.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON61450.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK89789.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 COO56903.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI22364.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG80607.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC11691.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF28756.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA80159.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR68256.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK72294.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH47127.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB70279.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ49872.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS84711.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002206236.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 



pneumoniae]
 EOB23613.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae 
1488]
 CEW13851.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW67732.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX16519.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEY58356.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMW14693.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU24713.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB64060.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL66103.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT30693.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM17930.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX04719.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX21964.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ73110.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF79393.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN59356.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW79530.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU71445.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ07189.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF24068.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM33237.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB00860.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGE97933.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGE95007.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR50338.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU05614.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CIZ72856.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT48679.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIN62616.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR23633.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR67125.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT39637.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR51420.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ25398.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIR62360.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV38835.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM83110.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC64343.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP75786.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG64637.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA98377.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL68615.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR72657.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ29942.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL75337.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK26751.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJQ33428.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK71557.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE59110.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF77853.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM44467.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH88852.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT55427.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJK17749.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP82486.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP84475.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT26102.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB42894.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM04321.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH84635.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN90449.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL47385.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE46548.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF97954.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJC78145.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL48443.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH14474.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN16219.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK79254.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN35036.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJD10610.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA14493.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB75461.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC19816.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF31632.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE84123.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE35176.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA56242.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW32864.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJZ08129.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJZ01502.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV99801.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT62381.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV64176.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY67417.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX27299.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF28391.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB64589.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY34852.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY12845.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY99836.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG58516.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKG40862.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW17278.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY64800.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE03342.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC74219.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX36555.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB12579.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV70480.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJV27947.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD29421.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW81521.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA43003.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT73987.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKD50242.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX74869.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CJX69316.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT53727.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKB05893.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMV70966.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ12074.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL51516.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI11493.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL32552.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CON96010.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG41361.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK32451.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB72591.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK02890.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB75370.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ15149.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD64591.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG15694.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ89484.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH27469.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE77954.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC62571.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB47980.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA54206.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ03141.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA71372.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA31602.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639



 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS T+EIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATNEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_004632336.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Bacilli]
 P11131.1 RecName: Full=Tetracycline resistance protein TetM from 
transposon 
Tn1545; Short=TetM(1545)
 CAA27977.1 unnamed protein product [Enterococcus faecalis]
 CAQ06447.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 EFV35751.1 elongation factor Tu GTP binding domain-containing 
protein [Gemella 
morbillorum M424]
 EGX74399.1 tetracycline resistance protein tetM transposon 
[Erysipelotrichaceae 
bacterium 2_2_44A]
 AFB74335.1 TetM protein [Clostridioides difficile]
 CVO32656.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVS23140.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVQ35511.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVL27798.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWK49892.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVZ12927.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 SCJ03705.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 OEH36900.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
 OFO00217.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC078H03]
 OKQ42219.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
pneumoniae]
Length=639

 Score = 913 bits (2359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_104884981.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG35029.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
Length=639

 Score = 912 bits (2358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P I +   T  E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNICVMSCTKPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYDDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYQVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_098034699.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
sp. UMNPBX9]
 PEG96024.1 tetracycline resistance ribosomal protection protein 
[Lactobacillus 
sp. UMNPBX9]
Length=641

 Score = 912 bits (2358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/640 (68%), Positives = 520/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_105208278.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Streptococcus 
suis]
 ANJ64187.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 912 bits (2358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AMJ37079.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 912 bits (2358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  



SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>KRL89337.1 tetracycline resistance protein tetm [Lactobacillus 
ingluviei 
DSM 15946]
Length=646

 Score = 912 bits (2358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/640 (68%), Positives = 521/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  305

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    



QR
Sbjct  306  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  365

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  366  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  425

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  426  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  485

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  486  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  545

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKY A I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  546  
YLSFKIYAPQEYLSRAYNDAPKYRANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  605

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  645

>WP_050392063.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEW04117.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX02098.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJH11066.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ54858.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COF40846.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM36779.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS07496.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



Length=639

 Score = 912 bits (2358),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL ++ Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTIYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS T+EIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  



LLDALLEISDSDPLLRYYVDSATNEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_099987656.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Fusobacterium 
periodonticum]
 ATV35402.1 tetracycline resistance ribosomal protection protein 
[Fusobacterium 
periodonticum]
 ATV61703.1 tetracycline resistance ribosomal protection protein 
[Fusobacterium 
periodonticum]
Length=639

 Score = 912 bits (2357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  638

>WP_096920339.1 GTP-binding protein, partial [Eubacterium sp. YI]
 PCS25943.1 tetracycline resistance ribosomal protection protein 
Tet(W), 
partial [Eubacterium sp. YI]
Length=457

 Score = 912 bits (2357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 449/457 (98%), Positives = 452/457 (99%), Gaps = 0/457 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG



Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY
Sbjct  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG
Sbjct  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457

>WP_057041522.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 912 bits (2357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_052776466.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Campylobacter coli]
Length=639

 Score = 912 bits (2357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTNFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_050246763.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEY12851.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC88055.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW17316.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIY93812.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ33581.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ60381.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 912 bits (2357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTLFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_033626236.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 ETU60260.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0426]
 PNK93342.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
Length=639

 Score = 912 bits (2357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_018659523.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Allofustis 
seminis]
Length=639

 Score = 912 bits (2357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPLPLLQTTVEPSKPQQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_041160408.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
 CAJ00297.1 TetM protein [Clostridioides difficile]
 AFB74333.1 TetM protein [Clostridioides difficile]
 OMK40196.1 tetracycline resistance protein TetM transposon 
[Clostridioides 
difficile]
 OMK65202.1 tetracycline resistance protein TetM transposon 
[Clostridioides 
difficile]
 SJN85789.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJV46497.1 small GTP-binding protein [Clostridioides difficile]
 SJO93634.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJU87789.1 small GTP-binding protein [Clostridioides difficile]
 PBE40511.1 tetracycline resistance ribosomal protection protein 
[Clostridioides 



difficile]
 PBH78489.1 tetracycline resistance ribosomal protection protein 
[Clostridioides 
difficile]
 PCD13119.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 PCN57372.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 SHO37053.1 tetracycline resistance ribosomal protection protein 
2175639:2177558 
reverse MW:72695 [Clostridioides difficile M120]
Length=639

 Score = 912 bits (2357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGIVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_059443098.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter fetus]
 CUU92386.1 tetracycline resistance protein [Campylobacter fetus 
subsp. fetus]
Length=640

 Score = 912 bits (2356),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/637 (67%), Positives = 522/637 (82%), Gaps = 0/637 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV



+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI 
Sbjct  121  
IPTIIFINKIDQYGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKSIIDLDDWDPVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             NDKLL+KYIAGE ++ ++L  EE R V+  SLFP+Y+GSA+  +G Q L++A++ 
LF  
Sbjct  181  
RNDKLLKKYIAGEKLTIQELTYEEYRCVKKGSLFPIYHGSARNNIGTQQLIEAISNLFCS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EYTD  QR VYLRLYSGTL LRDT+ L  ++K+K+TE+ 
IPS G
Sbjct  241  
EMNENDSELCGRVFKIEYTDHKQRLVYLRLYSGTLHLRDTIILPEKKKVKLTEIYIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+++T T   G+I I+P++++RLND++G+   LP   W +  +P+LRT I P    
+RE+
Sbjct  301  
EMIQTKTVCSGDIFIIPNNTLRLNDIIGNEKLLPCNVWNDKTVPILRTRIEPIKIEEREK  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLLR  VD+ITHEII+SFLG VQLEV+ +LL EKY +   +++P
+VIY
Sbjct  361  
LLDALTEIADTDPLLRYYVDTITHEIIISFLGTVQLEVICSLLIEKYHINIRIEDPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E+PL+ A +TIHIEVPPNPFWASIGLS+TPL +GSG+QYES
+VSLGYLNQSFQNAVR+G
Sbjct  421  
LEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSGIQYESKVSLGYLNQSFQNAVREG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YGLEQGL+GW VTDCKICFEYG+YYSPVSTP+DFR LAPIV EQ LK++ 
TQLLEPY 
Sbjct  481  
INYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFRFLAPIVFEQTLKKARTQLLEPYF  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SFIL+ PQ Y SRAY DA K+CA IET+Q K DEV+FTG IP RCI  YR  L  
YTNG+
Sbjct  541  
SFILFTPQGYFSRAYKDAQKHCAIIETSQSKNDEVIFTGHIPVRCINEYRNTLTLYTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +V LTELK YQ A  +PVIQ RRPN+R+DKVRHMF K
Sbjct  601  AVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  637

>WP_056955036.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
ingluviei]
Length=641

 Score = 912 bits (2356),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 437/640 (68%), Positives = 521/640 (81%), Gaps = 2/640 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKLKITEMRIPS  298
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++   +EK+K+TEM    
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSESEKEKIKVTEMYTSI  300

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  301  
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  361  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  421  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  480

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  481  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  540

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKY A I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  541  
YLSFKIYAPQEYLSRAYNDAPKYRANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  600

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  640

>WP_049515420.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
mitis]
Length=639

 Score = 912 bits (2356),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 433/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKPLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_070044453.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus agalactiae]
Length=627

 Score = 911 bits (2355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 424/627 (68%), Positives = 520/627 (83%), Gaps = 0/627 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  



IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
             VCLTELKGYQ A+G+ + QPRRPNSR
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSR  627



>WP_055387115.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEX94738.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 911 bits (2355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV Q RRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQLRRPNSRIDKVRYMFNKI  638

>WP_044681819.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
 CYT68276.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYU77570.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYV42216.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYV63190.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYV68528.1 tetracycline resistance protein TetM [Streptococcus 
suis]
Length=639

 Score = 911 bits (2355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMV  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G



Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_031929533.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
Length=636

 Score = 911 bits (2355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/635 (68%), Positives = 518/635 (82%), Gaps = 0/635 
(0%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+TSF
Sbjct  1    
MNIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            QW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM 
IPT
Sbjct  61   
QWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPT  120

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            + FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE ND
Sbjct  121  
IFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGND  180

Query  184  



KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     
Sbjct  181  
DLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTH  240

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
GE+ 
Sbjct  241  
RGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELC  300

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE 
LLD
Sbjct  301  
KIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLD  360

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYMER
Sbjct  361  
ALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMER  420

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            PLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRY
Sbjct  421  
PLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRY  480

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            G EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYLSF 
Sbjct  481  
GCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFK  540

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVC
Sbjct  541  
IYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVC  600

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  LTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  635

>WP_021137831.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 



ribosomal protection protein [Campylobacter]
 EPS02488.1 teto [Campylobacter jejuni subsp. jejuni HN-CJD07035]
 PJP11974.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP15156.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP24758.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP48962.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP50803.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP59011.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP62588.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP87455.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP95501.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP97182.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJP98888.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ31156.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ49572.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ50811.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ52209.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ54477.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ55531.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ58507.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ60019.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ62591.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ79483.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ82575.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ85853.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ86729.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ90152.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJQ97804.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 PJR02472.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni subsp. jejuni]
 AUA17599.1 tetracycline resistance protein [Campylobacter coli]
Length=639

 Score = 911 bits (2355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 



WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_063856114.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridium 
septicum]
 BAB71968.1 TetM [Clostridium septicum]
Length=639

 Score = 911 bits (2355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P +     T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMREMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 



Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>AFD04636.1 tetracycline resistance protein [Veillonella parvula]
 AFC98319.1 tetracycline resistance protein Tet(M) [Shuttle vector 
pBSJL2]
 KUH50413.1 tetracycline resistance protein tetM [Veillonella 
parvula]
Length=639

 Score = 911 bits (2355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL



Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002872163.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(O) [Campylobacter]
 YP_063396.1 tetO (plasmid) [Campylobacter coli]
 AAR29485.1 tetO (plasmid) [Campylobacter coli]
 EIB18279.1 teto [Campylobacter jejuni subsp. jejuni LMG 23218]
 ATE69739.1 TetO protein [Campylobacter jejuni]
 ATE69796.1 TetO protein [Campylobacter jejuni]
 AVY51732.1 tetracycline resistance ribosomal protection protein 
[Campylobacter 
coli]
Length=639

 Score = 911 bits (2355),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/638 (67%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638



>WP_074626734.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
equinus]
 SEQ03050.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
Length=639

 Score = 911 bits (2354),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 514/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDCDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIE PPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEEPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYSDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>BAU68106.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
Length=630

 Score = 911 bits (2354),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 423/630 (67%), Positives = 523/630 (83%), Gaps = 0/630 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 



Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
             VCLTELKGYQ A+G+ + QPRRPNSR+DK
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDK  630

>WP_019418832.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 AIW24900.1 tetracycline resistance protein TetM [Streptococcus 
pyogenes]
 CIU69807.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS39293.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 AKP81932.1 Tetracycline resistance protein TetM from transposon 
Tn916 [Streptococcus 
pyogenes]
 CIT10291.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJL73835.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COK89418.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 OHR61384.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC034B03]
 PMR92062.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
intermedius]
Length=639

 Score = 911 bits (2354),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR



Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691751.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 ACO22036.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae 
P1031]
 CIU17250.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGE91059.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ23811.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU31615.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU33291.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA76140.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 911 bits (2354),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>WP_099832549.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
Length=639

 Score = 910 bits (2353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 519/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_099971156.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Fusobacterium 
periodonticum]
 PIM78110.1 tetracycline resistance ribosomal protection protein 
[Fusobacterium 
periodonticum]
Length=639

 Score = 910 bits (2353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGT RTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTMRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGEVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  638

>WP_026389858.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Terrabacteria group]
 KEZ85077.1 tetracycline resistance protein tetM [Clostridium 
sulfidigenes]
 CIO78533.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVV75313.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWD06076.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SCP96844.1 translation elongation factor 2 (EF-2/EF-G) [Anaerobium 
acetethylicum]
 SHK05139.1 translation elongation factor 2 (EF-2/EF-G) [Hathewaya 
proteolytica 
DSM 3090]
 SHH69482.1 translation elongation factor 2 (EF-2/EF-G) [Clostridium 
collagenovorans 
DSM 3089]
 ASD51118.1 tetracycline resistance protein [Erysipelothrix phage 
phi1605]
Length=639

 Score = 910 bits (2353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691750.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 ADB66723.1 ribosomal protection protein [Streptococcus agalactiae]
 EPU77167.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00174]
 EPW08204.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL S3-005]
 AIK74398.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CFW67133.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 KLJ55360.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CQD48727.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
Length=639

 Score = 910 bits (2353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILF 
ALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFDALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002317540.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 



faecium]
 EEW66293.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium TC 6]
 EFD10741.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium D344SRF]
 ADK98552.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KWW75863.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KWX17605.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
Length=639

 Score = 910 bits (2353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>ELU79162.1 putative translation elongation factor G [Streptococcus 
pneumoniae 
PNI0153]
 ELU80294.1 putative translation elongation factor G [Streptococcus 
pneumoniae 
PNI0076]
 ELU90268.1 putative translation elongation factor G [Streptococcus 
pneumoniae 
PNI0446]
 EMY84168.1 putative translation elongation factor G [Streptococcus 
pneumoniae 
PNI0164]
 EMY84632.1 putative translation elongation factor G [Streptococcus 



pneumoniae 
PNI0159]
 EMY85134.1 putative translation elongation factor G [Streptococcus 
pneumoniae 
PNI0212]
Length=644

 Score = 910 bits (2353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_063856396.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 ABB70056.1 TetA(M) [Enterococcus faecium]
Length=639

 Score = 910 bits (2353),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T++E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTELEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>WP_101514745.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 PLV79833.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
Length=639

 Score = 910 bits (2352),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     



G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_099460258.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
salivarius]
 PHY95823.1 tetracycline resistance ribosomal protection protein 
(plasmid) 
[Lactobacillus salivarius]
Length=639

 Score = 910 bits (2352),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 432/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+T + P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTAVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_081571465.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=639

 Score = 910 bits (2352),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638



>BAU68111.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
Length=630

 Score = 910 bits (2352),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 423/630 (67%), Positives = 522/630 (83%), Gaps = 0/630 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
             VCLTELKGYQ A+G+ + QPRRPNSR+DK
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDK  630

>CBW38807.1 Tetracycline resistance protein [Streptococcus 
pneumoniae]
 CBW39396.1 conjugative transposon tetracycline resistance protein 
[Streptococcus 
pneumoniae]
Length=644

 Score = 910 bits (2352),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES V 
LGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVPLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  545

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_070439364.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. HMSC10E12]
 OFU82937.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC10E12]
Length=639

 Score = 910 bits (2351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_061756818.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CVT10790.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWA52125.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639



 Score = 910 bits (2351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYC  I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCVNIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_060809800.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
Length=639

 Score = 910 bits (2351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_057095767.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KQI38498.1 tetracycline resistance protein tetM [Campylobacter 
jejuni CVM 
41918]
Length=639

 Score = 910 bits (2351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    



QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_018574723.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Oligella 
ureolytica]
Length=639

 Score = 910 bits (2351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++K SA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKFSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>EFT39102.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX2137]
 AMJ35116.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMJ35895.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMJ36812.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 AMJ37774.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=644

 Score = 910 bits (2351),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  



GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  643

>WP_039136739.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Gallibacterium 
genomosp. 2]
 KGQ30297.1 tetracycline resistance protein tetM [Gallibacterium 
genomosp. 



2]
Length=639

 Score = 909 bits (2350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY



Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>AIF29622.1 tetracycline resistance protein [Campylobacter coli]
Length=639

 Score = 909 bits (2350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 



WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_004070750.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Clostridium sp. ASF502]
 EMZ22624.1 tetracycline resistance protein tetO [Clostridium sp. 
ASF502]
Length=639

 Score = 909 bits (2350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 521/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDGVQAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGVQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DLQ V Q +++KLS +II+KQ V   P I + +N DIE W+ 
+I 
Sbjct  121  
IPTIFFINKIDQEGIDLQMVYQEMKEKLSPEIIVKQKVMQHPRINIMDNVDIEQWEVLIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLE+YI  EP+   +L +EE RR Q+ ++FPVY+GSAK  LGI+ L++ +TG    
Sbjct  181  
GNDELLERYILEEPLKISELEQEENRRFQNGTVFPVYHGSAKNNLGIRQLIEVITGRLYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG VFK+EY++  +R  Y+RLYSG L  RD V ++ +EK+KITEM 
IP+ G
Sbjct  241  
STPKEQSELCGQVFKIEYSEKRRRLAYVRLYSGALHSRDVVRISEKEKIKITEMSIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+   DTAY GEIVIL +D +RLN +LG+   LP++   E+PLP+L+TTI  K + 
QRE 



Sbjct  301  
ELCLADTAYSGEIVILFNDILRLNSILGNEVLLPQRESIENPLPILQTTIEVKKSEQREV  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLEALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL  A +TIHIEVPPNPFWA+IGLSV PL 
LGSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLGKAEYTIHIEVPPNPFWATIGLSVEPLPLGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG EQG++GW VTDCKICFEYG+YYSPVSTPADFR L+PIVLEQAL+ +GT
+LLEPYL
Sbjct  481  
VRYGCEQGMYGWEVTDCKICFEYGVYYSPVSTPADFRLLSPIVLEQALRRAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAPKY A I + Q+K +EV+  GEIPARC+Q YR DL +
+TNG+
Sbjct  541  
YFEIYAPQEYLSRAYHDAPKYGADIVSTQLKNNEVILKGEIPARCVQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ+A  +PV QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQSANSKPVCQPRRPNSRIDKVRHMFHKL  638

>WP_002364936.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Lactobacillales]
 ABW24731.1 tetracycline resistance protein [Streptococcus suis]
 EEU64772.1 tetracycline resistance protein [Enterococcus faecalis 
DS5]
 EEU81651.1 tetracycline resistance protein [Enterococcus faecalis 
D6]
 AFB74327.1 TetM protein [Clostridioides difficile]
 EOD95349.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0076]
 EOE00567.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0075]
 EOE13174.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0080]



 EOE16522.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0060]
 EOE20256.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0081]
 EOE21376.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0082]
 EOE22500.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0083]
 EOE30688.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0071]
 EOE31740.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0072]
 EOF28868.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0086]
 ERL14022.1 tetracycline resistance protein TetM [Enterococcus 
faecalis E12]
 ERT28236.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis BM4539]
 KLO66517.1 tetracycline resistance protein tetM [Enterococcus 
cecorum]
 KOA03261.1 tetracycline resistance protein tetM [Enterococcus 
faecalis]
 ALT05252.1 tetracycline resistance protein [Staphylococcus xylosus]
 ALT05253.1 tetracycline resistance protein [Staphylococcus 
haemolyticus]
 CYW27885.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYU45764.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYW57929.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYX51634.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYU47435.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 CYV33018.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 PKZ01049.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PNL45856.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQB71012.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]



 PQF13477.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQF35599.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG16494.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQG58899.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PVE33646.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
Length=639

 Score = 909 bits (2350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G



Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>WP_063856394.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 ABB18304.1 tetracycline resistance protein [Enterococcus faecium]
Length=639

 Score = 909 bits (2350),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>WP_105127927.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
suis]
Length=639

 Score = 909 bits (2349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>WP_050201754.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 



agalactiae]
 CNB95916.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
Length=639

 Score = 909 bits (2349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P+   
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPRKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691723.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EFG39199.1 tetracycline resistance protein TetM [Staphylococcus 
aureus A9754]
Length=639

 Score = 909 bits (2349),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQ
+GITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQKGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_099958901.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Fusobacterium 
periodonticum]
 PIM80277.1 tetracycline resistance ribosomal protection protein 
[Fusobacterium 
periodonticum]
Length=639

 Score = 909 bits (2348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     



G
Sbjct  241  
STHRGQSELCGEVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  638

>WP_050207143.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEW25789.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEX28042.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU51180.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU82845.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJY40363.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIZ69597.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX63449.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE71799.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJJ52246.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS09092.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN48631.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM09778.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI05239.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB70231.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJG15494.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC77550.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC93206.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA27780.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT98868.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE77985.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA11864.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX58798.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX23161.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH98067.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNZ08063.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COA06119.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ40121.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD43379.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COQ95243.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COO56789.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ28510.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COE24889.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR22840.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS97450.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 909 bits (2348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDIVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  



ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPREYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_002335119.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 ELB02155.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0003]
 EOM65717.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0165]
Length=639

 Score = 909 bits (2348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>WP_002324549.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 AFB74332.1 TetM protein [Clostridioides difficile]
 ELA48738.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0005]
 ELA93842.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0001]
 EOF51603.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0131]
 ERT32790.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium NEF1]
 PCD99523.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
Length=639

 Score = 909 bits (2348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>ADV76307.1 TetM [Streptococcus oralis]
Length=639

 Score = 909 bits (2348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ F NKIDQ G+DL +V Q +++KLSA+I+IKQ V L P++ +   T+ E WD 
VIE
Sbjct  121  
IPTIFFTNKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPDMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L L+D+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLQDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQN 
V +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNVVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_014386813.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Vibrionaceae]
 YP_005352585.1 tetracycline resistance protein TetM (plasmid) 
[Photobacterium 
damselae subsp. damselae]
 YP_009067400.1 hypothetical protein (plasmid) [Vibrio sp. 04Ya090]
 ABI81214.1 TetM [Vibrio sp. RV-16]
 BAL43371.1 tetracycline resistance protein TetM (plasmid) 
[Photobacterium 
damselae subsp. damselae]
 BAO48406.1 hypothetical protein (plasmid) [Vibrio sp. 04Ya090]
 APU91442.1 hypothetical protein (plasmid) [Vibrio parahaemolyticus]
 AWB03086.1 tetracycline resistance ribosomal protection protein 



Tet(M) (plasmid) 
[Vibrio harveyi]
Length=639

 Score = 909 bits (2348),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+T + P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTAVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>APO27569.1 ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 908 bits (2347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  605



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  643

>WP_045773567.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
gordonii]
 KJU96532.1 tetracycline resistance protein TetM 1 [Streptococcus 
gordonii]
Length=639

 Score = 908 bits (2347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_044793436.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CEO68905.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW07301.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CEW62328.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIX60432.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJS10382.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF48967.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGF58949.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COI32923.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG51923.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ07570.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CGH01485.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP57432.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC97046.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP36980.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE95042.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJX48852.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT78830.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIU87769.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS24625.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT77477.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIW74305.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT77281.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS50708.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIQ08177.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIT11093.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIS28461.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJE79356.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI61867.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO61097.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR85527.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN39715.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJI85933.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJA27416.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJM82861.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 CJL50743.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP02163.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJK52039.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJP37077.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJF04245.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJB19267.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJT78047.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKC84285.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJU47285.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKA03436.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJY77203.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE97507.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKE99694.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKF43933.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COM56857.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COG01940.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR77234.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL35659.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB14142.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COH19345.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI73336.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COP09045.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COB19698.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC93033.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COC68352.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE37824.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COL10517.1 tetracycline resistance protein TetM [Streptococcus 



pneumoniae]
 COA50694.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COI89026.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR57316.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD65243.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COJ30438.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COR66644.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COE23393.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CNY89151.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COD40043.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COT72959.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 COS07937.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CRY51229.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 908 bits (2347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAP+EYLSRAY+DAPKY A I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPKEYLSRAYNDAPKYYANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_032582765.1 MULTISPECIES: TetM/TetW/TetO/TetS family 



tetracycline resistance 
ribosomal protection protein [Campylobacter]
 KDA23945.1 tetracycline resistance protein tetM [Campylobacter 
jejuni 30318]
 AVK81303.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter fetus subsp. testudinum]
Length=639

 Score = 908 bits (2347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++ +P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSWKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  



ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>EOJ57657.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecalis EnGen0363]
Length=644

 Score = 908 bits (2347),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
IKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  643

>WP_076005168.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 AOM22548.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 APV53222.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
 APV56014.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
Length=638

 Score = 908 bits (2346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 521/638 (82%), Gaps = 1/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  



F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGL YSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGL-
YSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  539

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  540  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  599

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  600  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  637

>BAU68114.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]



Length=630

 Score = 908 bits (2346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 423/630 (67%), Positives = 522/630 (83%), Gaps = 0/630 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMWVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  



LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
             VCLTELKGYQ A+G+ + QPRRPNSR+DK
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDK  630

>KXA54208.1 putative translation elongation factor G [Streptococcus 
agalactiae]
Length=644

 Score = 908 bits (2346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 



VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_050111690.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
 CKL35375.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=639

 Score = 908 bits (2346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + L   VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELFRKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    



QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS T+EIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATNEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691753.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
 ADB66718.1 ribosomal protection protein [Streptococcus agalactiae]
 EJS82576.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae 
GB00112]
 EPU74002.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00111]
 EPV26563.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00654]
 EPW17398.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 17336]
 CNB44283.1 tetracycline resistance protein TetM [Streptococcus 



agalactiae]
 KLJ93901.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL87000.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CNG77661.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNE01867.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ40617.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNL22086.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 KRP40930.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 OFO05593.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC076E03]
 ARC24180.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
sp. 'group B']
 SIW56782.1 Tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 ASA93562.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OXT28871.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OXT29442.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
Length=639

 Score = 908 bits (2346),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 433/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>BAU68109.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
Length=630

 Score = 907 bits (2345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 423/630 (67%), Positives = 522/630 (83%), Gaps = 0/630 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 



QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
             VCLTELKGYQ A+G+ + QPRRPNSR+DK
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDK  630

>WP_049487775.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Streptococcus]
Length=639

 Score = 907 bits (2345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 514/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_032581261.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Campylobacter jejuni]
 KDA16774.1 tetracycline resistance protein tetM [Campylobacter 
jejuni 30286]
 KDA34335.1 tetracycline resistance protein tetM [Campylobacter 
jejuni 20176]
Length=639

 Score = 907 bits (2345),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 425/638 (67%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++ +P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSWKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  638

>WP_096541504.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PCE10501.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 



faecium]
Length=639

 Score = 907 bits (2343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR VY+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLVYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY



Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_094754176.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OXT36330.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
Length=639

 Score = 907 bits (2343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+IS 
KDGVQAQTRILFHALRK+ 
Sbjct  61   



TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISVKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  



+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_049474483.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
parasanguinis]
Length=639

 Score = 907 bits (2343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_033842223.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 KFD31445.1 Tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus SK1585]
Length=639

 Score = 907 bits (2343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMHTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_044116373.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EVD88154.1 tetracycline resistance protein tetM [Staphylococcus 
aureus FVRH6002]
Length=639

 Score = 907 bits (2343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNICVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_010726404.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Enterococcus 
faecium]
 EOF94745.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0166]
Length=639

 Score = 907 bits (2343),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPQQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>BAU68107.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
 BAU68113.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
 BAU68115.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
 BAU68117.1 tetracycline resistance protein TetO, partial 
[Streptococcus 
equi subsp. zooepidemicus]
Length=630

 Score = 906 bits (2342),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 422/630 (67%), Positives = 522/630 (83%), Gaps = 0/630 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 



LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
             VCLTELKGYQ A+G+ + QPRRPNSR+DK
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDK  630

>WP_052996649.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 SHC33337.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SGT08072.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
Length=639

 Score = 906 bits (2342),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>ADL64463.1 tetracycline resistance protein TetM [Staphylococcus 



aureus subsp. 
aureus str. JKD6008]
 EFM07000.1 putative translation elongation factor G [Staphylococcus 
aureus 
subsp. aureus ATCC BAA-39]
 EFM66905.1 putative translation elongation factor G [Enterococcus 
faecalis 
TX0411]
 EFR69558.1 putative translation elongation factor G [Enterococcus 
faecium 
TX0133a01]
 EFR72818.1 putative translation elongation factor G [Enterococcus 
faecium 
TX0133B]
 EFR75712.1 putative translation elongation factor G [Enterococcus 
faecium 
TX0133A]
 EFR77239.1 putative translation elongation factor G [Enterococcus 
faecium 
TX0133C]
 EFS07536.1 putative translation elongation factor G [Enterococcus 
faecium 
TX0133a04]
 EJY30486.1 putative translation elongation factor G [Enterococcus 
faecium 
514]
 EJY37542.1 putative translation elongation factor G [Enterococcus 
faecium 
511]
 EJY42239.1 putative translation elongation factor G [Enterococcus 
faecium 
509]
 EOR41631.1 hypothetical protein MRGR3_0509 [Staphylococcus aureus 
subsp. 
aureus MRGR3]
 AIL56505.1 tetracycline resistance protein [Shuttle vector 
pNR-46124]
 KRK37005.1 tetracycline resistance protein [Lactobacillus 
amylotrophicus 
DSM 20534]
 KRM41454.1 tetracycline resistance protein [Lactobacillus 
amylophilus DSM 
20533 = JCM 1125]
 ALY20021.1 tetracycline resistance protein TetM [Staphylococcus 
aureus subsp. 
aureus]
 ALY27989.1 tetracycline resistance protein TetM [Staphylococcus 
aureus subsp. 
aureus]
 OJG35361.1 tetracycline resistance protein TetM [Enterococcus 
devriesei]
 OJG89562.1 tetracycline resistance protein TetM [Enterococcus 
raffinosus]
 OSH08263.1 tetracycline resistance protein tetM [Enterococcus 



faecalis]
 ARW71187.1 tetracycline resistance protein [uncultured bacterium]
Length=644

 Score = 906 bits (2342),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP



+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  546  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  606  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  643

>WP_000691748.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
mitis]
 YP_003446442.1 tetracycline resistance protein TetM [Streptococcus 
mitis B6]
 ABE68731.1 TetM [Integrative promoter probe vector pPP1]
 ABE68736.1 TetM [Integrative translation probe vector pTP1]
 ABK59952.1 TetM [Integrative promoter probe vector pPP2]
 ABK59957.1 TetM [Integrative promoter probe vector pTP2]
 CBJ22577.1 tetracycline resistance protein TetM [Streptococcus 
mitis B6]
Length=639

 Score = 906 bits (2342),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 517/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQA +++GT
+LLEPYL



Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NS++DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSQIDKVRYMFNKI  638

>WP_065736057.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM12501.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
Length=639

 Score = 906 bits (2341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFH 
LRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHTLRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL  
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTSFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_000691737.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 Q932I8.1 RecName: Full=Tetracycline resistance protein TetM; 
Short=TetA(M)



 BAB56560.1 tetracycline resistance protein [Staphylococcus aureus 
subsp. 
aureus Mu50]
 EAO75941.1 tetracycline resistance protein (tetM) [Streptococcus 
agalactiae 
COH1]
 BAF77278.1 tetracycline resistance protein [Staphylococcus aureus 
subsp. 
aureus Mu3]
 ABV57476.1 TetM [Lactobacillus sakei]
 ACH85960.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85961.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85964.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85965.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85973.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85974.1 tetracycline resistance protein [Staphylococcus aureus]
 ACH85975.1 tetracycline resistance protein [Staphylococcus aureus]
 EEV41683.1 tetracycline resistance protein [Enterococcus faecium 
1,230,933]
 CBI48346.1 tetracycline resistance protein TetM [Staphylococcus 
aureus subsp. 
aureus TW20]
 EFC02588.1 tetracycline resistance protein TetM [Staphylococcus 
aureus A8117]
 EFF23341.1 TetM protein [Enterococcus faecium E1636]
 ADX77642.1 tetracycline resistance protein tetM [Staphylococcus 
pseudintermedius 
ED99]
 ADX78818.1 tetracycline resistance protein tetM [Enterococcus 
faecalis 62]
 AEB87525.1 Tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus T0131]
 EHM33719.1 Tetracycline resistance protein tetM [Enterococcus 
faecium E4453]
 EHM61102.1 GTP-binding domain protein [Staphylococcus aureus subsp. 
aureus 
21178]
 EHS72209.1 GTP-binding domain protein [Staphylococcus aureus subsp. 
aureus 
IS-157]
 EHS75458.1 GTP-binding domain protein [Staphylococcus aureus subsp. 
aureus 
IS-189]
 EIT66021.1 Tetracycline resistance protein tetM [Lactococcus 
garvieae IPLA 
31405]
 EKU09646.1 Tetracycline resistance protein TetM [Staphylococcus 
aureus CN79]
 ELA66590.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0008]
 ELA86282.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0016]
 ELB77295.1 tetracycline resistance protein tetM [Enterococcus 



faecium EnGen0057]
 EOG03168.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0167]
 EOG22313.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0178]
 EOH91522.1 tetracycline resistance protein tetM [Enterococcus 
villorum ATCC 
700913]
 EOI34532.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0249]
 EOJ26762.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0284]
 EOK44690.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0062]
 EOL32110.1 tetracycline resistance protein tetM [Enterococcus 
faecalis EnGen0354]
 EOM11119.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0260]
 EOM16833.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0261]
 CCV16612.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 EOW76900.1 tetracycline resistance protein tetM [Enterococcus 
villorum ATCC 
700913]
 EPT73040.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 49087]
 EPT75314.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
LMG 15085]
 EPT80526.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
LMG 15091]
 EPT82540.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
LMG 15095]
 EPT86266.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU188]
 EPT92946.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU178]
 EPT93259.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU96]
 EPT95954.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU92]
 EPT97225.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU108]
 EPU26315.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 



MRI Z1-012]
 EPU51544.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00002]
 EPU58652.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00018]
 EPU72719.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00097]
 EPU80813.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00190]
 EPU89011.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00245]
 EPU94963.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00247]
 EPV33139.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00887]
 EPV37452.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00891]
 EPV65006.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00932]
 EPV80101.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00986]
 EPV84529.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00992]
 EPV94128.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL S3-090]
 EPV98693.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
FSL S3-102]
 EPW16083.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 28551]
 EPW22507.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 37736]
 EPW50897.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
CCUG 49086]
 EPW67716.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
BSU253]
 EPW79157.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 



BSU133]
 EPW80530.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-199]
 EPX14247.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 1002A]
 EPX20582.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
str. Gottschalk 31825]
 EPX34756.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
LMG 15094]
 EPX37464.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
GB00867]
 EQA29388.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-024]
 EQI62237.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
Y266]
 EQI93448.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
Y384]
 ERT51776.1 tetracycline resistance protein tetM [Enterococcus 
faecium 10/96A]
 AGY88499.1 Tetracycline resistance protein TetM [Staphylococcus 
aureus subsp. 
aureus Z172]
 EUR10537.1 tetracycline resistance protein tetM [Staphylococcus 
aureus UCIM6015]
 EVC28112.1 tetracycline resistance protein tetM [Staphylococcus 
aureus SJOS6053]
 EVC43061.1 tetracycline resistance protein tetM [Staphylococcus 
aureus SJOS6072]
 EVE73627.1 tetracycline resistance protein tetM [Staphylococcus 
aureus LAMC0011]
 EVF54000.1 tetracycline resistance protein tetM [Staphylococcus 
aureus UCIM6042]
 EVH47980.1 tetracycline resistance protein tetM [Staphylococcus 
aureus WAMC6030]
 EVI55193.1 tetracycline resistance protein tetM [Staphylococcus 
aureus WAMC6102]
 EVJ80408.1 tetracycline resistance protein tetM [Staphylococcus 
aureus KINW6048]
 CDN66345.1 tetracycline resistance protein [Streptococcus 
agalactiae COH1]
 KFL07216.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 KIX71551.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 KIX73951.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]



 CEZ62625.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CFB71797.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CFD77553.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CFK33370.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CFK32239.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CFQ21197.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CFQ82463.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CFR23581.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CRE57025.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CND50627.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNA94977.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNE82358.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNA97569.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNF19074.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CMU13741.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT99628.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT62986.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMU26653.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 KKJ66049.1 tetracycline resistance protein tetM [Enterococcus 
faecium MRSN 
11639]
 KLD93964.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ16120.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ18142.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ29433.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ32360.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ44153.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ44959.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ48793.1 tetracycline resistance protein tetM [Streptococcus 



agalactiae]
 KLJ75128.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ86961.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ98429.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK17844.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK20525.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK25873.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK30384.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK33669.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK34803.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK44162.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK48995.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK53053.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK60102.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK64622.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK65790.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK71795.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK74191.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK78456.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK82747.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK84619.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLK85510.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL22654.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL42699.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL46836.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLL50976.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 AKI46272.1 translation elongation factor G [Listeria monocytogenes]
 CIW57580.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



 CMT50816.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMU04455.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT61322.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT47263.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT44212.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT99005.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT53005.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMU14897.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT67775.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT89879.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT69301.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT88819.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMU01811.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT84945.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMU39879.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT74028.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMU39373.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CMT99416.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CNH37370.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNG05309.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNK58988.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNF80601.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ37486.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ28083.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB49269.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ17890.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB63178.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]



 CNJ98620.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNC31897.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CND92574.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB37288.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CND11453.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ04374.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB57848.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB50504.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNG97068.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNF54067.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB73930.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNK03331.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNJ13364.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNF35679.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNK58461.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNH45985.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CNB73709.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 COB72116.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CQQ45185.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CQD59501.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CQH14083.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CQH06968.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 KUE84443.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 ALY27022.1 tetracycline resistance protein TetM [Staphylococcus 
aureus subsp. 
aureus]
 KWY12751.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 AMD32291.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 CXE68169.1 tetracycline resistance protein TetM [Staphylococcus 



aureus]
 CXH90503.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CXM27168.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CXP63133.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CYC67597.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CZQ26785.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 KZK18680.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 KZK21073.1 tetracycline resistance protein tetM [Staphylococcus 
pseudintermedius]
 KZK27301.1 tetracycline resistance protein tetM [Staphylococcus 
pseudintermedius]
 KZK34713.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 KZS29645.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 KZS36401.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 AND29260.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 AND35044.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 OAP73510.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 OAP74010.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 OAP74585.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 OAP82493.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 OBX99247.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus]
 OBX99633.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus subsp. aureus]
 OBY02151.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus]
 OCL61468.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCL68499.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Streptococcus 
agalactiae]
 OCM03099.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM07323.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM11936.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM31762.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM65954.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM90899.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 ODE06342.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 AON59641.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 AOO97634.1 Tetracycline resistance protein TetM [Staphylococcus 
aureus]
 OEP91092.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 OEQ08245.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 OEQ60715.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 OEQ97561.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 OET05039.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 SCQ84350.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SCS74050.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SCQ93646.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SCQ99372.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SCQ84224.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SCQ84310.1 tetracycline resistance protein TetM [Staphylococcus 



aureus]
 OFE91352.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 OFF40073.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 OFK30849.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC077E07]
 OFK38339.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC076H09]
 OFK39590.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC070A10]
 OFL27548.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC076H08]
 OFN31373.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC077E04]
 OFN60668.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC064A12]
 OFO73413.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC076H10]
 OFP12423.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC066C04]
 OFP78935.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC060E05]
 OFQ15915.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC076H07]
 OFR04659.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
sp. HMSC063G01]
 OFR72097.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC070B09]
 OFT68598.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC05C03]
 SEA29462.1 translation elongation factor 2 (EF-2/EF-G) [Eubacterium 
aggregans]
 OHO30770.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC034B11]
 OHP28304.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC060D07]



 OHP34200.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
sp. HMSC060D09]
 OHQ83274.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
sp. HMSC074F09]
 OHW05543.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OHY82595.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OHY85638.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OIX65448.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae serogroup III]
 OIX81405.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae serogroup III]
 OIX83212.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae serogroup III]
 OIX87995.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae serogroup III]
 OIX90299.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae serogroup III]
 SGW04416.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SGV47906.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SGV79965.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 APT18757.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Lactobacillus 
amylophilus DSM 20533 = JCM 1125]
 APZ48396.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Jeotgalibaca 
sp. PTS2502]
 SJP27995.1 Tetracycline resistance protein tetM [Clostridioides 
difficile]
 SJQ76280.1 Tetracycline resistance protein tetM [Clostridioides 
difficile]
 OOG08409.1 tetracycline resistance protein tetM [Listeria 
monocytogenes]
 OOL65505.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OOL79215.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]



 ORJ79419.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORJ82860.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORJ84946.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORJ87155.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ARI72687.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORN61773.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORN64733.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORN64868.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORN69421.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORN71934.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORN94483.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORO10989.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORO13492.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 ORO26182.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OUI75926.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
 OUK22986.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OUK31111.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OUK38609.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]



 ASA98850.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 ASL50196.1 Tetracycline resistance protein TetM [Listeria 
monocytogenes]
 OXT35268.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OXT42105.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OXT46883.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OZH08578.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OZH61533.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OZH65087.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OZH69666.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OZW43062.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 OZW80216.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 OZW85549.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PAO77657.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 PCE58722.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 PDK02320.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PDK05569.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PHZ48024.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PKF32295.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Macrococcus 
caseolyticus]
 PKW54232.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 PMQ66646.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Listeria 
monocytogenes]
 PMQ97579.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Listeria 
monocytogenes]
 PNE51058.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
avium]
 PNL22534.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PNN24353.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PNN58514.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PNO10068.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PNO21411.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PNZ20891.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 AUU55613.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 AVG54827.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 PQC10782.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQC61239.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQC97871.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQD48092.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecalis]
 PQD67597.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQF45189.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PQG78430.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 PRC67087.1 tetracycline resistance ribosomal protection protein 



Tet(M) [Staphylococcus 
pseudintermedius]
Length=639

 Score = 906 bits (2341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP



+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_047200574.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 KLJ24802.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ40164.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
 KLJ55460.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae]
Length=639

 Score = 906 bits (2341),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNTVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>ACZ73819.1 TetO, partial [Clostridium butyricum]
Length=632

 Score = 905 bits (2340),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 422/631 (67%), Positives = 522/631 (83%), Gaps = 0/631 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEEDRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  



STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
             VCLTELKGYQ A+G+ + QPRRPNSR+DKV
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRIDKV  631

>ADB66720.1 ribosomal protection protein [Streptococcus agalactiae]
Length=639

 Score = 905 bits (2339),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +



Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVBTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_010724539.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 EOL01761.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0153]
Length=639

 Score = 905 bits (2339),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 431/638 (68%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_094969908.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OZW61625.1 tetracycline resistance protein tetM [Staphylococcus 



aureus]
Length=639

 Score = 905 bits (2338),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY



Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFW SIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWTSIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_063284549.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
 KZK20695.1 tetracycline resistance protein tetM [Staphylococcus 
pseudintermedius]
 POF45696.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
pseudintermedius]
Length=639

 Score = 905 bits (2338),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNNDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_053015161.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
Length=639

 Score = 905 bits (2338),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VL+GAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLNGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  



STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_010706106.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 EOD89933.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0006]
Length=639

 Score = 905 bits (2338),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  



MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>AIU85825.1 Tetracycline resistance protein TetM [Staphylococcus 
aureus subsp. 
aureus]
 ALY17138.1 tetracycline resistance protein TetM [Staphylococcus 
aureus subsp. 
aureus]
Length=644

 Score = 904 bits (2337),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+ LYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIHLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  546  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  606  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  643



>WP_042857111.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
Length=639

 Score = 904 bits (2336),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+ LYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIHLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_107372276.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
equinus]
 ARC33007.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
equinus]
Length=632

 Score = 903 bits (2334),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 432/638 (68%), Positives = 517/638 (81%), Gaps = 7/638 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRY       GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  IRY-------
GWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  533



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  534  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  593

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  594  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  631

>WP_060544734.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 KSW08439.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus]
Length=639

 Score = 903 bits (2334),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L  IVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTAIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_103242225.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Acetatifactor muris]
 SOY32262.1 Tetracycline resistance protein TetO [Acetatifactor 
muris]
Length=639

 Score = 903 bits (2333),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 427/639 (67%), Positives = 529/639 (83%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM LE+
+RGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGSVDKGTTRTDTMVLEQRRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFLAEVYRSL+VLDGA+LV+SAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFCWNGYKINIVDTPGHMDFLAEVYRSLSVLDGAVLVVSAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+I++NKIDQ G+DLQ + Q++R+KL++DII+ Q V LSP++ + +  D++ WD
+VI 
Sbjct  121  
IPTIIYVNKIDQNGIDLQRIYQNIREKLTSDIIVMQEVILSPKVDITDIVDLDKWDSVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLE+YI+ + +   +L  E+ +R +  SLFPVY+GSAK  LG + L++ +T  
F  
Sbjct  181  
GNDELLERYISEDSLDIRELQLEKCQRTRCCSLFPVYHGSAKDNLGTEKLIEVITETFVT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              E   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ ++K+KITEM 
IP+ G
Sbjct  241  
GTENNQSELCGYVFKVEYTEGKKRLSYLRLYHGTLHLRDTILLSKKKKIKITEMYIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A  GEIVIL  D++++ D+LG+   LPRK W ++P P+LRTT+ P+   
QRE 
Sbjct  301  
EIVSADHACQGEIVILSDDTLKIYDILGNEELLPRKAWIDNPTPLLRTTVEPQEPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  E+D+ T EIILSFLG+VQLEV+ +LL EKY +   +KEP
+VIY
Sbjct  361  
LLNALIEIADTDPLLHFEIDTATREIILSFLGKVQLEVICSLLEEKYHVRVAMKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK A++TIHIEVPPNPFWASIGL+VTPL +GSG QY+S+VSLGYL
+QSFQNAV +G
Sbjct  421  
LERPLKKAAYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSKVSLGYLSQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC ICF+YG+YYSPVSTPADFR LAP+VLEQALK++GTQ
+LEPYL
Sbjct  481  
VRYGMEQGLYGWEVTDCSICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+  ++ DEV+F GEIPARCI  Y+ DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAVIESVVLENDEVIFKGEIPARCINEYKNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGY+   G+ V QPRRPNSRLDK+R+MFQK M
Sbjct  601  SVCLTELKGYKETSGELVSQPRRPNSRLDKIRYMFQKTM  639

>APO28030.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=607

 Score = 903 bits (2333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 424/601 (71%), Positives = 507/601 (84%), Gaps = 0/601 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGA+ E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  6    
MKIINIGILAHVDAGKTTLTESLLYTSGAVPELGSVDKGTTRTDTMLLERQRGITIQTAV  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   K+NIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR+LFHAL
+KM 
Sbjct  66   
TSFGWKNYKINIVDTPGHMDFLAEVYRSLAVLDGAILVVSAKDGVQAQTRVLFHALQKMK  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKIDQ G+DLQSV Q++R+KLS D+++ Q VSL+PE+ L +  DIE WD
++I 
Sbjct  126  
IPTIIFVNKIDQEGIDLQSVYQNIREKLSDDVMVMQDVSLTPEVSLTDIEDIEKWDSIIA  185



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKYIAGEP+  + L RE+ RR+Q+ SLFP+Y+GSAK  +G + L++ +   
F  
Sbjct  186  
GNDELLEKYIAGEPLKIQDLQREKCRRMQNGSLFPIYHGSAKNNIGTEKLIEVIAETFTS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCGSVFK+EYTD  +R VYLRLYSGTL LRDT+ L   
+KLKITEMRIPS G
Sbjct  246  
GADNDQSELCGSVFKIEYTDQKKRLVYLRLYSGTLHLRDTILLPQNQKLKITEMRIPSNG  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EI+  DTA  GEIVIL +D+++LND LG+   LPRK W ++P+P+LRTT+ P+   
QR+ 
Sbjct  306  
EIIPADTACCGEIVILTNDTLKLNDTLGNVELLPRKAWEKNPIPLLRTTVEPQNQEQRDL  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL   VD+ITHEII+SFLG+VQLEVV +LL E+Y +   VKEP
+VIY
Sbjct  366  
LLNALTEIADTDPLLHYYVDTITHEIIISFLGKVQLEVVCSLLVERYHVNINVKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK AS+TIHIEVPPNPFWASIGL+VTPL  GSG +++S
+VSLGYLNQSFQNAV +G
Sbjct  426  
LERPLKTASYTIHIEVPPNPFWASIGLTVTPLPAGSGTRFKSKVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFRSLAPIVLEQALK 
+GTQLLEPYL
Sbjct  486  
VRYGMEQGLYGWEVTDCEICFDYGVYYSPVSTPADFRSLAPIVLEQALKRAGTQLLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEY+SRAY+DAPKYCA IE+  +K DEV+FTGEIPARCI  YR DL 
FYTNGR
Sbjct  546  
SFTLFAPQEYISRAYNDAPKYCAVIESTLLKNDEVIFTGEIPARCIGEYRNDLNFYTNGR  605

Query  601  S  601
            S
Sbjct  606  S  606



>WP_053015717.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
Length=639

 Score = 903 bits (2333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++ + +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSCKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_063856108.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 Q53770.1 RecName: Full=Tetracycline resistance protein TetM; 
Short=TetA(M)
 AAA26678.1 tetM [Staphylococcus aureus]
Length=639

 Score = 903 bits (2333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKD 
VQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDFVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_000691738.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 EFB97231.1 tetracycline resistance protein TetM [Staphylococcus 
aureus A9765]
 EHM62453.1 GTP-binding domain protein [Staphylococcus aureus subsp. 
aureus 
21209]
 EHT22569.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus CIG1114]
 EHT63744.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus CIG1612]
 EHT67148.1 tetracycline resistance protein tetM [Staphylococcus 
aureus subsp. 
aureus CIG2018]
 ENJ23938.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0221]
 ENJ55891.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0312]
 ENJ74225.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0340]
 ENK11282.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0424]
 ENK28028.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0468]
 ENK93807.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0633]
 ENL35559.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0831]
 ENL78718.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1007]
 ENM11158.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1064]
 ENM49534.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1223]
 ENN15210.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1462]
 EUD82316.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0630]
 EUD93217.1 tetracycline resistance protein tetM [Staphylococcus 



aureus M0636]
 EUE07758.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0645]
 EUE27269.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0658]
 EUE42068.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0668]
 EUE50937.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0671]
 EUF16035.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0709]
 EUF46892.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0729]
 EUF50459.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0730]
 EUF94858.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0511]
 EUG00224.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0524]
 EUG53688.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0284]
 EUG68023.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0352]
 EUH01666.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0002]
 EUH10704.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0047]
 EUH15050.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0059]
 EUH16801.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0088]
 EUH26778.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0113]
 EUI00857.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1375]
 EUI16993.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1427]
 EUI54691.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1183]
 EUI71889.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1294]
 EUI85370.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1346]
 EUR52911.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0007]
 EUR58047.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0008]
 EUS84088.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0080]
 EUT19489.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0097]
 EUT32532.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0100]
 EUT34095.1 tetracycline resistance protein tetM [Staphylococcus 



aureus M0107]
 EUT35619.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0101]
 EUT43637.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0109]
 EUT46449.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0111]
 EUT75351.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0123]
 EUV01821.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0186]
 EUX42713.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0337]
 EUX71284.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0353]
 EUZ28958.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0453]
 EUZ33320.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0454]
 EUZ39274.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0457]
 EUZ55813.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0469]
 EVA37602.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0527]
 EVA61848.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0542]
 EVB02494.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0563]
 EVB05668.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0564]
 EVB09550.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0567]
 EVB23677.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0577]
 EVB57582.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0593]
 EVB94779.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0615]
 EVK46399.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0800]
 EVK48207.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0801]
 EVK97748.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0833]
 EVL37694.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0853]
 EVL41400.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0858]
 EVL96128.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0893]
 EVL97887.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0894]
 EVM28503.1 tetracycline resistance protein tetM [Staphylococcus 



aureus M0910]
 EVN96456.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1017]
 EVO53441.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1056]
 EVP06154.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1094]
 EVP11978.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1101]
 EVP70981.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0760]
 EVP84926.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0766]
 EVP92475.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M0771]
 EVQ46667.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1400]
 EVQ58056.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1408]
 EVR25709.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1436]
 EVR44609.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1447]
 EVR56804.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1453]
 EVS17260.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1348]
 EVS21729.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1351]
 EVY80999.1 tetracycline resistance protein tetM [Staphylococcus 
aureus H79477]
 EWN83584.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1319]
 EWO13139.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1304]
 EWO23039.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1297]
 EWO74117.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1270]
 EWO83609.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1263]
 EWO92568.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1262]
 EWQ63581.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1153]
 EWR05029.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1132]
 EWR17870.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M1124]
 EWU90641.1 tetracycline resistance protein tetM [Staphylococcus 
aureus H41336]
 EXP78838.1 tetracycline resistance protein tetM [Staphylococcus 
aureus M90388]
 EXQ06227.1 tetracycline resistance protein tetM [Staphylococcus 



aureus M42184]
 EXQ64528.1 tetracycline resistance protein tetM [Staphylococcus 
aureus F26051]
 AIL56897.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 CUG02191.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CUF89026.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CUF63518.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 CUD31547.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 ORN51326.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 OZX01930.1 tetracycline resistance protein tetM [Staphylococcus 
aureus]
 PNN49735.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
 AUU64180.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Staphylococcus 
aureus]
Length=639

 Score = 903 bits (2333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL  
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTLFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_063856410.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Streptococcus 



intermedius]
 AAT02170.1 tetracycline resistance protein [Streptococcus 
intermedius]
Length=644

 Score = 903 bits (2333),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/639 (67%), Positives = 522/639 (82%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  66   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  126  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  186  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  245

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  246  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  304

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  305  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  364

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +



+P+VI
Sbjct  365  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  424

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  425  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  484

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  485  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  544

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR+DL F
+TNG
Sbjct  545  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRSDLTFFTNG  604

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  605  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_073120086.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 APJ07547.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
Length=639

 Score = 902 bits (2332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>SCT38110.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
Length=639

 Score = 902 bits (2332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+  P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENLHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>ACZ73820.1 TetO, partial [Clostridium butyricum]
Length=629

 Score = 902 bits (2332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 420/629 (67%), Positives = 520/629 (83%), Gaps = 0/629 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEEDRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL



Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG+
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQ  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
             VCLTELKGYQ A+G+ + QPRRPNSR+D
Sbjct  601  GVCLTELKGYQPAIGKFICQPRRPNSRID  629

>WP_016227219.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lachnospiraceae bacterium 10-1]
 EOS77763.1 small GTP-binding protein domain protein 
[Lachnospiraceae bacterium 
10-1]
Length=639

 Score = 902 bits (2332),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/639 (67%), Positives = 530/639 (83%), Gaps = 0/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM LE+
+RGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGSVDKGTTRTDTMVLEQRRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFLAEVYRSL+VLDGA+LV+SAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFCWNGYKINIVDTPGHMDFLAEVYRSLSVLDGAVLVVSAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+I++NKIDQ G+DL+ V Q++R+KL++DII+ Q V LSP+I + +  D++ WD
+VI 
Sbjct  121  
IPTIIYVNKIDQNGIDLRRVYQNIREKLTSDIIVMQEVILSPKIDITDIADLDKWDSVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKYI+ + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++ +T  
F  
Sbjct  181  



GNDELLEKYISEDSLDIQELQLEKCQRTRCCSLFPVYHGSAKDNLGTEKLIEVITETFVT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ ++K+KITEM 
IP+ G
Sbjct  241  
ETKNNQSELCGYVFKVEYTEGKKRLSYLRLYHGTLHLRDTLLLSKKKKVKITEMYIPANG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A  GEIV+L  D+++L D+LG+   LPRK W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVSADHACQGEIVVLSDDTLKLYDILGNEELLPRKAWIDNPMPLLRTTVEPQEPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  E+D+ T EIILSFLG+VQLEV+ +LL EKY ++  +KEP
+VIY
Sbjct  361  
LLNALIEIADTDPLLHFEIDTATREIILSFLGKVQLEVICSLLEEKYHVKVAMKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK A++TIHIEVPPNPFWASIGL+VTPL +GSG QY+S
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPLKKAAYTIHIEVPPNPFWASIGLTVTPLPIGSGTQYKSKVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG+EQGL+GW VTDC ICF+YG+YYSPVSTPADFR LAP+VLEQALK++GTQ
+LEPYL
Sbjct  481  
VHYGMEQGLYGWEVTDCSICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+D PKYCA IE+  ++ DEV+F GEIPARCI  Y+ DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDVPKYCAVIESVVLENDEVIFKGEIPARCINEYKNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGY+   G+ V QPRRPNSRLDK+R+MFQK M
Sbjct  601  SVCLTELKGYKETSGEFVSQPRRPNSRLDKIRYMFQKTM  639

>WP_086325430.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
 OTO35304.1 tetracycline resistance protein TetM [Enterococcus 
faecium]



Length=639

 Score = 902 bits (2331),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/638 (67%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  



LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG 
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGL  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  601  SVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  638

>WP_084099453.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Aerococcus 
suis]
 SMC48445.1 translation elongation factor 2 (EF-2/EF-G) [Aerococcus 
suis]
Length=639

 Score = 902 bits (2331),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 514/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+  GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITGLGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV   L+ EKY +E   ++P
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCTLIQEKYHIEIETRKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  



SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>KXW28397.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
Length=639

 Score = 901 bits (2328),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 430/639 (67%), Positives = 520/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  61   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  121  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  181  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  240

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  241  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  299

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE



Sbjct  300  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  359

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  360  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  419

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  420  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  479

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  480  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  539

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNG
Sbjct  540  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNG  599

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  600  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_079042646.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus pneumoniae]
Length=644

 Score = 900 bits (2326),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 429/639 (67%), Positives = 520/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  65

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  66   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  126  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  186  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  245

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  246  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  304

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  305  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  364

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  365  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  424

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  425  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  484

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  485  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  544



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNG
Sbjct  545  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNG  604

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  605  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>APO28881.1 Ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 897 bits (2317),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 520/638 (82%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+ GTTRTDT 
FLERQRGITIQ AV
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYTSGAIAESGSVDTGTTRTDTTFLERQRGITIQTAV  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKDIKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>ADO27721.1 tetracycline-resistance protein [Streptococcus suis]
Length=639

 Score = 896 bits (2316),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/638 (67%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L DAL +++D+DPLLR  VDS THE ILSFL +VQ+ V+SAL  EKY +E  +KEP
+VIY
Sbjct  361  
LPDALLEISDSDPLLRYYVDSTTHENILSFLRKVQIAVISALWPEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT



+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCL ELKGY    G+PV QP RP+SR+DKVR+MF K+
Sbjct  601  SVCLAELKGYHVTTGEPVCQPPRPHSRIDKVRYMFNKI  638

>APO30942.1 ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 895 bits (2314),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+ GTTRTDT 
FLERQRGITIQ AV
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYTSGAIAESGSVDTGTTRTDTTFLERQRGITIQTAV  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISA+DGVQAQTRILFHAL 
KM 
Sbjct  66   
TSFQWKDIKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISARDGVQAQTRILFHALNKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>WP_002405437.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(S) [Bacilli]
 YP_001798653.1 tetracycline resistance protein (plasmid) 
[Lactococcus garvieae]
 YP_004770042.1 tetracycline resistance protein (plasmid) 
[Lactococcus lactis 
subsp. lactis bv. diacetylactis]
 YP_006965308.1 TetS (plasmid) [Streptococcus infantis]



 YP_009060519.1 tetracycline resistance protein TetS (plasmid) 
[Lactococcus lactis 
subsp. lactis]
 ABB97394.1 tetracycline resistance protein [Enterococcus faecium]
 ABV27557.1 tetracycline resistance protein [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 ACA42497.1 TetS [Streptococcus dysgalactiae subsp. equisimilis]
 ACA42502.1 TetS [Streptococcus dysgalactiae subsp. equisimilis]
 BAG16443.1 tetracycline resistance protein (plasmid) [Lactococcus 
garvieae]
 EFQ17622.1 putative translation elongation factor G [Enterococcus 
faecalis 
EnGen0311]
 AEF32551.1 tetracycline resistance protein (plasmid) [Enterococcus 
faecalis]
 AEK97272.1 tetracycline resistance protein (plasmid) [Lactococcus 
lactis 
subsp. lactis bv. diacetylactis]
 AFK78201.1 tetracycline resistance protein tetS [Streptococcus 
suis]
 AFP96792.1 TetS (plasmid) [Streptococcus infantis]
 AFY07858.1 tetracycline resistance protein [Listeria monocytogenes]
 EPI18769.1 putative translation elongation factor G [Enterococcus 
faecium 
SD1C-2]
 AIB06868.1 tetracycline resistance protein TetS (plasmid) 
[Lactococcus lactis 
subsp. lactis]
 OIU93572.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecalis]
 OJG44393.1 tetracycline resistance protein [Enterococcus 
gallinarum]
 AQX82996.1 TetS [Staphylococcus sciuri subsp. sciuri]
 ARE12294.1 tetracycline resistance ribosomal protection protein 
Tet(S) (plasmid) 
[Lactococcus lactis subsp. lactis]
 ARE14724.1 Translation elongation factor G (EF-G) (plasmid) 
[Lactococcus 
lactis subsp. lactis]
 ARW71128.1 tetracycline resistance protein [uncultured bacterium]
 PCD90647.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Enterococcus 
gallinarum]
 PEY03495.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Enterococcus 
faecium]
 PJH76717.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Streptococcus 
thermophilus]
 PJH83652.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Streptococcus 
thermophilus]



 PKE05738.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Macrococcus 
caseolyticus]
 PQB39694.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Enterococcus 
faecium]
 PQC22715.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Enterococcus 
faecium]
 PQC84842.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Enterococcus 
faecalis]
 PQD84927.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Enterococcus 
faecium]
 SPC42045.1 Tetracycline resistance protein TetS (plasmid) 
[Carnobacterium 
divergens]
Length=646

 Score = 895 bits (2314),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/639 (67%), Positives = 518/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  66   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  126  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  186  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  245

Query  240  



PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  246  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  304

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  305  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  364

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  365  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  424

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  425  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  484

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  485  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  544

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNG
Sbjct  545  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNG  604

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  605  RSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  643

>WP_000691722.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Listeria 
monocytogenes]
 Q48791.1 RecName: Full=Tetracycline resistance protein TetS; 
Short=Tet(S)
 AAA25293.1 tet [Listeria monocytogenes]
 ABD98020.1 ribosomal protection protein [Streptococcus 
thermophilus]
 ADA62733.1 Tetracycline resistance protein TetM (plasmid) 



[Enterococcus 
faecium]
 CBG92861.1 Tet(S) [Enterococcus casseliflavus]
 AEP33215.1 TetS [Enterococcus faecalis]
 AFD32976.1 TetS (plasmid) [Enterococcus sp. SN151]
 EIK02688.1 tetracycline resistance protein tetS [Staphylococcus 
aureus subsp. 
aureus VRS3a]
 EOI13720.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0244]
 EOI24568.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0251]
 EOI91548.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0298]
 EOI92367.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0311]
 EOJ32406.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0293]
 EOJ92005.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0370]
 EOJ97753.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0359]
 EOL57767.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0245]
 EOL65228.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0247]
 ETW88198.1 tetracycline resistance protein tetM [Streptococcus 
thermophilus 
M17PTZA496]
 KKJ68284.1 tetracycline resistance protein tetM [Enterococcus 
faecium MRSN 
3418]
 KLK97725.1 translation elongation factor G, fusA [Lactococcus 
lactis subsp. 
lactis]
 KMY78397.1 tetracycline resistance protein tetM [Leuconostoc 
mesenteroides 
subsp. mesenteroides]
 KWT44221.1 tetracycline resistance protein tetM [Lactococcus 
lactis]
 ANJ64318.1 ribosome protection-type tetracycline resistance 
[Streptococcus 
suis]
 OHY29058.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
parauberis]
 SMK42348.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 OTN68810.1 tetracycline resistance protein TetS [Enterococcus 
faecium]
 ATD30412.1 tetracycline resistance ribosomal protection protein 
[Macrococcus 
sp. IME1552]
 AUT06881.1 Tetracycline resistance protein TetM from transposon 



TnFO1 (plasmid) 
[Streptococcus parauberis]
Length=641

 Score = 895 bits (2314),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 428/639 (67%), Positives = 518/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  61   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  121  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  181  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  240

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  241  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  299

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  300  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  359

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI



Sbjct  360  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  419

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  420  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  479

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  480  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  539

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNG
Sbjct  540  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNG  599

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  600  RSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  638

>WP_095803332.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Enterococcus thailandicus]
 ASZ06420.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Enterococcus 
thailandicus]
Length=646

 Score = 895 bits (2312),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/639 (67%), Positives = 518/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  66   



TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  126  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  186  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  245

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  246  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  304

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  305  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREIPENPLPMLQTTIEPCKSVQRE  364

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  365  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  424

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  425  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  484

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  485  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  544

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNG



Sbjct  545  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNG  604

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  605  RSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  643

>APO29877.1 Ferrous iron transport protein B [uncultured bacterium]
 APO31158.1 Ferrous iron transport protein B [uncultured bacterium]
Length=644

 Score = 895 bits (2312),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+ GTTRTDT 
FLERQRGITIQ AV
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYTSGAIAESGSVDTGTTRTDTTFLERQRGITIQTAV  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISA+DGVQAQTRILFHAL 
KM 
Sbjct  66   
TSFQWKDIKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISARDGVQAQTRILFHALNKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  606  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  643

>AMP54002.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=631

 Score = 894 bits (2311),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/617 (69%), Positives = 510/617 (83%), Gaps = 0/617 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI EPGSV+KGTTRTD+M LERQR 
ITIQAAV
Sbjct  15   
MKIINIGILAHVDAGKTTLTESLLYTSGAIMEPGSVDKGTTRTDSMALERQRKITIQAAV  74

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF+W   KVN+VDTPGHMDFL EV+RSL+VLDGAILV+SAKDGVQAQTR
+LFHALRKM 
Sbjct  75   
TSFRWKGYKVNLVDTPGHMDFLTEVHRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMK  134

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ+GV L+   Q++R+KL+ D+I+ Q V L  EI+L +  D E 
WDAVI 
Sbjct  135  
IPTIIFINKIDQSGVVLEQTYQNIREKLTEDMIVMQEVHLCSEIILSDVADFEKWDAVIA  194

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +LEKY++G P++  +L +E +RRVQ  +LFPVY+GSAK  +G++ L++ +T 
+F  
Sbjct  195  
GNDDILEKYLSGVPLTLWELQKEIKRRVQRGTLFPVYHGSAKDNIGVKELLEVITEVFSL  254

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   + LCG VFK+EYT+  +RR YLRLYSGTL LR+T+ L+ +EK+KITEM 
IP  G
Sbjct  255  
ETDDSQSELCGYVFKIEYTEQKKRRCYLRLYSGTLCLRETILLSKKEKIKITEMSIPFDG  314

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV TDTA  GEIVIL  ++++LNDVLGD   LPRK W ++PLP  RTTI P  A 
QR  
Sbjct  315  
EIVPTDTADSGEIVILSDNTLKLNDVLGDEKLLPRKAWTDNPLPFFRTTIEPIKAEQRGV  374

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDALT++ADTDPLL   +DSITHEIILSFLG+VQLEVV +LL+EKY +E  +KEP
+VIY
Sbjct  375  
LLDALTEIADTDPLLHFMIDSITHEIILSFLGKVQLEVVCSLLNEKYSVEVAIKEPTVIY  434

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERP K A +TIHIEVPPNPFWASIGL+VTPL +GSG +YES
+VSLGYLNQSFQNAV +G
Sbjct  435  
LERPRKEAHYTIHIEVPPNPFWASIGLAVTPLPVGSGTEYESKVSLGYLNQSFQNAVMEG  494

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYGLEQG++GW VTDC+ICFEYG+YYSPVSTPADFR LAP+VLEQ LK++GTQ
+LEPYL
Sbjct  495  
IRYGLEQGVYGWEVTDCRICFEYGVYYSPVSTPADFRFLAPVVLEQVLKKAGTQVLEPYL  554



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAYHDA KY A IET  +K +E + TGEIPAR I  Y++DL 
FYTNGR
Sbjct  555  
SFTLFAPQEYLSRAYHDAVKYDAVIETTSLKNNEAILTGEIPARRIGEYKSDLNFYTNGR  614

Query  601  SVCLTELKGYQAAVGQP  617
            SVCLTELKGYQ   G+P
Sbjct  615  SVCLTELKGYQETSGEP  631

>EOL83668.1 tetracycline resistance protein tetS [Enterococcus 
faecalis EnGen0303]
Length=641

 Score = 894 bits (2311),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/639 (67%), Positives = 517/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  61   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  121  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  181  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  240

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  241  PT-



QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  299

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  300  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  359

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  360  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  419

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  420  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  479

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  480  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  539

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARC Q YR  L F
+TNG
Sbjct  540  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCFQEYRNSLTFFTNG  599

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  600  RSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  638

>WP_021401470.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Clostridiales]
 AFB74328.1 TetM protein [Clostridioides difficile]
 CDC81473.1 tetM protein [Erysipelotrichaceae bacterium CAG:64]
 EQH03352.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
DA00196]
 EQI51248.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
Y270]
 EQJ90756.1 tetracycline resistance protein tetM [Clostridioides 



difficile 
P50]
 OOO67636.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
tepidum]
Length=639

 Score = 894 bits (2310),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 518/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+ GTTRTDT 
FLERQRGITIQ AV
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYTSGAIAESGSVDTGTTRTDTTFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISA+DGVQAQTRILFHAL 
KM 
Sbjct  61   
TSFQWKDIKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISARDGVQAQTRILFHALNKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  638

>WP_080115046.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Enterococcus faecalis]
Length=646

 Score = 894 bits (2309),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/639 (67%), Positives = 517/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN



Sbjct  66   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  126  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  186  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  245

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  246  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  304

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  305  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  364

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  365  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  424

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  425  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  484

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  485  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  544

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARC Q YR  L F



+TNG
Sbjct  545  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCFQEYRNSLTFFTNG  604

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  605  RSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  643

>WP_101912895.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Megasphaera 
sp. Marseille-P4857]
Length=639

 Score = 893 bits (2307),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 436/638 (68%), Positives = 515/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDT 
FLERQRGITIQ AV
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYTSGAIAESGSVDRGTTRTDTTFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISA+DGVQAQTRILFHAL 
KM 
Sbjct  61   
TSFQWKDIKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISARDGVQAQTRILFHALNKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P I +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNICVMSCTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKYI G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDYLLEKYILGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL +  ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNKFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEIKIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVEPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ  K++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVFKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARC Q YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCTQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>WP_011997530.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Lactococcus 
lactis]
 YP_001429542.1 hypothetical protein pK214_p32 (plasmid) 
[Lactococcus lactis 
subsp. lactis K214]
 Q48712.2 RecName: Full=Tetracycline resistance protein TetS; 
Short=Tet(S)
 CAA63528.1 tetS (plasmid) [Lactococcus lactis subsp. lactis K214]
Length=646

 Score = 893 bits (2307),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/639 (67%), Positives = 517/639 (81%), Gaps = 2/639 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SG I E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGRIKELGSVDSGTTKTDTMFLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  66   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  126  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  186  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  245

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  246  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  304

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  305  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  364

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  365  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  424

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +



Sbjct  425  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  484

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  485  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  544

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNG
Sbjct  545  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNG  604

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  605  RSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  643

>WP_063856411.1 tetracycline resistance ribosomal protection protein 
Tet(S) [Streptococcus 
thermophilus]
 ABD98019.1 ribosomal protection protein [Streptococcus 
thermophilus]
Length=641

 Score = 893 bits (2307),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 427/639 (67%), Positives = 517/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY+SG I E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYSSGRIKELGSVDSGTTKTDTMFLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  61   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  121  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  181  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  240

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  241  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  299

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  300  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  359

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  360  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  419

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  420  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  479

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  480  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  539

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNG
Sbjct  540  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNG  599

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  600  RSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  638



>WP_014262666.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Firmicutes]
 EFE28716.1 putative translation elongation factor G [Filifactor 
alocis ATCC 
35896]
 SDV97052.1 Tetracycline resistance protein TetM [Streptococcus 
pyogenes]
 OYO21581.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
 OYO24883.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pyogenes]
 PRT72616.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
anginosus]
Length=639

 Score = 892 bits (2306),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 435/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDT 
FLERQRGITIQ AV
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYTSGAIAESGSVDRGTTRTDTTFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISA+DGVQAQTRILFHAL 
KM 
Sbjct  61   
TSFQWKDIKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISARDGVQAQTRILFHALNKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKYI G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDYLLEKYILGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEIKIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVEPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ  K++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVFKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARC Q YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCTQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>WP_005228367.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Enterococcus casseliflavus]
 EEV30210.1 tetracycline resistance protein [Enterococcus 
casseliflavus EC30]
 EEV36545.1 tetracycline resistance protein [Enterococcus 
casseliflavus EC10]
Length=646



 Score = 892 bits (2304),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/639 (67%), Positives = 517/639 (81%), Gaps = 2/639 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT+TDTM 
LERQRGITIQ A+
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  66   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  126  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  186  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNVGIKQLIEVITSKLFS  245

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  246  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  304

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  305  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  364

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  365  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  424

Query  420  



YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  425  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVME  484

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPY
Sbjct  485  
GIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPY  544

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNG
Sbjct  545  
LSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNG  604

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  605  RSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  643

>WP_011860841.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(M) [Clostridiales]
 YP_001086983.1 tetracycline resistance protein TetM [Clostridioides 
difficile 
630]
 CAJ67339.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
630]
 AEM62978.1 TetM [Bhargavaea cecembensis]
 EQF97319.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
824]
 EQJ61119.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
P29]
 EQJ69854.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
P42]
 EQK90576.1 tetracycline resistance protein tetM [Clostridioides 
difficile 
P30]
 CCL63061.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
E9]
 CCL70887.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile 
T3]
 EZR29191.1 tetracycline resistance protein tetM [Clostridioides 



difficile]
 CEJ97036.1 Tetracycline resistance protein Tn5397 [Clostridioides 
difficile]
 OFU47292.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
sp. HMSC19A11]
 AQM37572.1 tetracycline resistance protein [Clostridioides 
difficile]
 SJR15425.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJO37640.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJT84492.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJT47032.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJS34365.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJU53859.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJU07597.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJT89585.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJO50208.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJU18455.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJQ90734.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJO60208.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJS94776.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJS15417.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJS88781.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 SJT16989.1 Tetracycline resistance protein tetM from transposon 



Tn916 [Clostridioides 
difficile]
 ARE61410.1 tetracycline resistance protein [Clostridioides 
difficile]
 PBF14916.1 tetracycline resistance ribosomal protection protein 
[Clostridioides 
difficile]
 PBH73969.1 tetracycline resistance ribosomal protection protein 
[Clostridioides 
difficile]
 PBI23453.1 tetracycline resistance ribosomal protection protein 
[Clostridioides 
difficile]
 PBI63491.1 tetracycline resistance ribosomal protection protein 
[Clostridioides 
difficile]
 PCD17319.1 tetracycline resistance protein tetM [Clostridioides 
difficile]
 PNL86404.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Clostridioides 
difficile]
Length=639

 Score = 890 bits (2301),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 434/638 (68%), Positives = 516/638 (81%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+ GTTRTDT 
FLERQRGITIQ AV
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYTSGAIAESGSVDTGTTRTDTTFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISA+DGVQAQTRILFHAL 
KM 
Sbjct  61   
TSFQWKDIKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISARDGVQAQTRILFHALNKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  



GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>AMP55630.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=633

 Score = 890 bits (2300),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 422/633 (67%), Positives = 523/633 (83%), Gaps = 0/633 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM LE+
+RGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGSVDKGTTRTDTMVLEQRRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFLAEVYRSL+VLDGA+LV+SAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLAEVYRSLSVLDGAVLVVSAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+I++NKIDQ G+DLQ + Q++R+KL++DII+ Q V LSP++ + +  D++ WD
+VI 
Sbjct  121  
IPTIIYVNKIDQNGIDLQRIYQNIREKLTSDIIVMQEVILSPKVDITDIVDLDKWDSVIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLE+YI+ + +   +L  E+ +R +  SLFPVY+GSAK  LG + L++ +T  
F  
Sbjct  181  
GNDELLERYISEDSLDIRELQLEKCQRTRRCSLFPVYHGSAKDNLGTEKLIEVITETFVT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              E   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ ++K+KITEM 
IP+ G
Sbjct  241  
GTENNQSELCGYVFKVEYTEGKKRLSYLRLYHGTLHLRDTILLSKKKKIKITEMYIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A  GEIVIL  D++++ D+LG+   LPRK W  +P P+LRTT+ P+   
QRE 
Sbjct  301  
EIVSADHACQGEIVILSDDTLKIYDILGNEELLPRKAWIGNPTPLLRTTVEPQEPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  E+D+ T EIILSFLG+VQLEV+ +LL EKY +   +KEP
+VIY
Sbjct  361  
LLNALIEIADTDPLLHFEIDTATREIILSFLGKVQLEVICSLLEEKYHVRVAMKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            +ERPLK A++TIHIEVPPNPFWASIGL+VTPL +GSG QY+S+VSLGYL
+QSFQNAV +G
Sbjct  421  
LERPLKKAAYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSKVSLGYLSQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYG+EQGL+GW VTDC ICF+YG+YYSPVSTPADFR LAP+VLEQALK++GTQ
+LEPYL
Sbjct  481  
VRYGMEQGLYGWEVTDCSICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQVLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF L+APQEYLSRAY+DAPKYCA IE+  ++ DEV+F GEIPARCI  Y+ DL 
FYTNGR
Sbjct  541  
SFTLFAPQEYLSRAYNDAPKYCAVIESVVLENDEVIFKGEIPARCINEYKNDLNFYTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            SVCLTELKGY+   G+ V QPRRPNSRLDK+R+
Sbjct  601  SVCLTELKGYKETSGELVSQPRRPNSRLDKIRY  633

>WP_050975574.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
Length=639

 Score = 889 bits (2297),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 422/623 (68%), Positives = 507/623 (81%), Gaps = 0/623 
(0%)

Query  16   
KTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDT  75
            KTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   
KVNI+DT
Sbjct  16   
KTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDT  75

Query  76   
PGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGV  135
            PGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ G+
Sbjct  76   
PGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGI  135

Query  136  
DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPI  195
            DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY+
+G+ +
Sbjct  136  
DLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSL  195



Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK  255
               +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG
+VFK
Sbjct  196  
EALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFK  255

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  315
            +EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEIVI
Sbjct  256  
IEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVI  315

Query  316  
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            L ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLL
Sbjct  316  
LQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPGQREMLLDALLEISDSDPLL  375

Query  376  
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE  435
            R  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIE
Sbjct  376  
RYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIE  435

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            VPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVT
Sbjct  436  
VPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVT  495

Query  496  
DCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
            DCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY
Sbjct  496  
DCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAY  555

Query  556  
HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
            +DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G
Sbjct  556  
NDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTG  615

Query  616  QPVIQPRRPNSRLDKVRHMFQKV  638
            +PV QPRRPNSR+DKVR+MF K+
Sbjct  616  EPVCQPRRPNSRIDKVRYMFNKI  638



>WP_031255279.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
Length=639

 Score = 889 bits (2296),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 422/623 (68%), Positives = 506/623 (81%), Gaps = 0/623 
(0%)

Query  16   
KTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDT  75
            KTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   
KVNI+DT
Sbjct  16   
KTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDT  75

Query  76   
PGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGV  135
            PGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ G+
Sbjct  76   
PGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGI  135

Query  136  
DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPI  195
            DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY+
+G+ +
Sbjct  136  
DLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSL  195

Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK  255
               +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG
+VFK
Sbjct  196  
EALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFK  255

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  315
            +EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEIVI
Sbjct  256  
IEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVI  315

Query  316  
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            L ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLL
Sbjct  316  
LQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLL  375

Query  376  



RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE  435
            R  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIE
Sbjct  376  
RYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIE  435

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            VPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVT
Sbjct  436  
VPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVT  495

Query  496  
DCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
            DCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY
Sbjct  496  
DCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAY  555

Query  556  
HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
            +DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G
Sbjct  556  
NDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTG  615

Query  616  QPVIQPRRPNSRLDKVRHMFQKV  638
            +PV QPRRPNSR+DKVR+MF K+
Sbjct  616  EPVCQPRRPNSRIDKVRYMFNKI  638

>AAL27026.1 tetracycline resistance protein TetM, partial 
[Staphylococcus 
aureus]
Length=620

 Score = 887 bits (2292),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 422/620 (68%), Positives = 504/620 (81%), Gaps = 0/620 
(0%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            +LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+TSFQW  
Sbjct  1    
VLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWEN  60

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
             KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT
+ FI
Sbjct  61   



TKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFI  120

Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLE
Sbjct  121  
NKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLE  180

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            KY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     
+G +
Sbjct  181  
KYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGQS  240

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
             LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ 
+ D 
Sbjct  241  
ELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDK  300

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE 
LLDAL +
Sbjct  301  
AYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLE  360

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            ++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYMERPLK 
Sbjct  361  
ISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKN  420

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRYG EQ
Sbjct  421  
AEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQ  480

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            GL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAP
Sbjct  481  
GLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAP  540

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            QEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F



+TNGRSVCLTEL
Sbjct  541  
QEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTEL  600

Query  608  KGYQAAVGQPVIQPRRPNSR  627
            KGY    G+PV QPRR NSR
Sbjct  601  KGYHVTTGEPVCQPRRLNSR  620

>AAL27025.1 tetracycline resistance protein TetM, partial 
[Staphylococcus 
aureus]
Length=620

 Score = 884 bits (2284),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 421/620 (68%), Positives = 504/620 (81%), Gaps = 0/620 
(0%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            +LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+TSFQW  
Sbjct  1    
VLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWEN  60

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
             KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT
+ FI
Sbjct  61   
TKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFI  120

Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLE
Sbjct  121  
NKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLE  180

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            KY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     
+G +
Sbjct  181  
KYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPS  240

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
             LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ 
+ D 
Sbjct  241  
ELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDR  300



Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE 
LLDAL +
Sbjct  301  
AYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLE  360

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            ++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYMERPLK 
Sbjct  361  
ISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKN  420

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRYG EQ
Sbjct  421  
AEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQ  480

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            GL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAP
Sbjct  481  
GLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAP  540

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            QEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVCLTEL
Sbjct  541  
QEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTEL  600

Query  608  KGYQAAVGQPVIQPRRPNSR  627
            KGY    G+PV QPRR NSR
Sbjct  601  KGYHVTTGEPVCQPRRLNSR  620

>KWW83509.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
Length=625

 Score = 882 bits (2279),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 420/624 (67%), Positives = 504/624 (81%), Gaps = 0/624 
(0%)

Query  15   
GKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVD  74
            GKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   
KVNI+D
Sbjct  1    



GKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIID  60

Query  75   
TPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAG  134
            TPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ G
Sbjct  61   
TPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNG  120

Query  135  
VDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEP  194
            +DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY+
+G+ 
Sbjct  121  
IDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKS  180

Query  195  
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVF  254
            +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + 
LCG+VF
Sbjct  181  
LEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVF  240

Query  255  
KVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV  314
            K+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIV
Sbjct  241  
KIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIV  300

Query  315  
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPL  374
            IL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPL
Sbjct  301  
ILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPL  360

Query  375  
LRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI  434
            L+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHI
Sbjct  361  
LQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHI  420

Query  435  
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  494
            EVPPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNV
Sbjct  421  
EVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNV  480

Query  495  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554
            TDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 



+YAPQEYLSRA
Sbjct  481  
TDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRA  540

Query  555  
YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV  614
            Y+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F+TNGRSVCLTELKGY    
Sbjct  541  
YNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGRSVCLTELKGYYVTT  600

Query  615  GQPVIQPRRPNSRLDKVRHMFQKV  638
            G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  GESVCQPRRPNSRIDKVRYMFNKI  624

>WP_065735440.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
agalactiae]
 OCM10298.1 tetracycline resistance ribosomal protection protein 
[Streptococcus 
agalactiae]
Length=624

 Score = 877 bits (2267),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 416/617 (67%), Positives = 500/617 (81%), Gaps = 0/617 
(0%)

Query  22   
SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF  81
            SLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDF
Sbjct  7    
SLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDF  66

Query  82   
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVV  141
            LAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL 
+V 
Sbjct  67   
LAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVY  126

Query  142  
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLV  201
            Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   
+L 
Sbjct  127  
QDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELE  186

Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC  261
            +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK
+EYT  
Sbjct  187  



QEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKK  246

Query  262  
GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSV  321
             QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL 
++ +
Sbjct  247  
RQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFL  306

Query  322  
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDS  381
            +LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  
VDS
Sbjct  307  
KLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDS  366

Query  382  
ITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF  441
             THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPF
Sbjct  367  
TTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPF  426

Query  442  
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICF  501
            WASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF
Sbjct  427  
WASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICF  486

Query  502  
EYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  561
            +YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKY
Sbjct  487  
KYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKY  546

Query  562  
CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  621
            CA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G
+PV QP
Sbjct  547  
CANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQP  606

Query  622  RRPNSRLDKVRHMFQKV  638
            RRPNSR+DKVR+MF K+
Sbjct  607  RRPNSRIDKVRYMFNKI  623

>AAO24820.1 TetM [Clostridioides difficile]
Length=639

 Score = 877 bits (2266),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 429/638 (67%), Positives = 510/638 (80%), Gaps = 0/638 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAG T    SLLY SGAI+E GSV+ GTTRTDT 
FLERQRGITIQ AV
Sbjct  1    
MKIINIGVLAHVDAGSTCRHASLLYTSGAIAESGSVDTGTTRTDTTFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+ TPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQAQTRILFHAL 
KM 
Sbjct  61   
TSFQWKDIKVNIIHTPGHMDFLAKVYRSLSVLDGAILLISAKDGVQAQTRILFHALNKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+K   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQKERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGR  600

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  638

>APO28168.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=623

 Score = 876 bits (2264),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 417/622 (67%), Positives = 501/622 (81%), Gaps = 0/622 
(0%)

Query  17   
TTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTP  76
            TTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTP
Sbjct  1    
TTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTP  60

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ 
G+D
Sbjct  61   
GHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGID  120

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G
+ + 
Sbjct  121  
LSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLE  180



Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
              +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG
+VFK+
Sbjct  181  
ALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKI  240

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL
Sbjct  241  
EYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVIL  300

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
             ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPLL+
Sbjct  301  
QNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQ  360

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHIEV
Sbjct  361  
YYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEV  420

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTD
Sbjct  421  
PPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTD  480

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
            CKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+
Sbjct  481  
CKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYN  540

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F+TNGRSVCLTELKGY    
G+
Sbjct  541  
DAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGRSVCLTELKGYYVTTGE  600

Query  617  PVIQPRRPNSRLDKVRHMFQKV  638
             V QPRRPNSR+DKVR+MF K+
Sbjct  601  SVCQPRRPNSRIDKVRYMFNKI  622



>AAO16478.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=437

 Score = 871 bits (2251),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 426/437 (97%), Positives = 430/437 (98%), Gaps = 0/437 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH
+DFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD
Sbjct  1    
GHVDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPIS
Sbjct  61   
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPIS  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
            REKL REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKV
Sbjct  121  
REKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKV  180

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVIL
Sbjct  181  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVIL  240

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            PSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR
Sbjct  241  
PSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
            
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV
Sbjct  301  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  360

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496



            PPNPFWASIGLSVTPLSLGSG 
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD
Sbjct  361  
PPNPFWASIGLSVTPLSLGSGAQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  420

Query  497  CKICFEYGLYYSPVSTP  513
            CKICFEYGLYYSP STP
Sbjct  421  CKICFEYGLYYSPASTP  437

>AAL27024.1 tetracycline resistance protein TetM, partial 
[Staphylococcus 
aureus]
Length=620

 Score = 870 bits (2248),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 415/620 (67%), Positives = 498/620 (80%), Gaps = 0/620 
(0%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            +LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+TSFQW  
Sbjct  1    
VLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWEN  60

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
             KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT
+ FI
Sbjct  61   
TKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFI  120

Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NK+DQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLE
Sbjct  121  
NKMDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLE  180

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            KY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     
+G +
Sbjct  181  
KYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPS  240

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
             LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ 
+ D 
Sbjct  241  
ELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDR  300



Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE 
LLDAL +
Sbjct  301  
AYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLE  360

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            ++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYMERPLK 
Sbjct  361  
ISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKN  420

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A +TIHIEVP NPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRYG EQ
Sbjct  421  
AEYTIHIEVPRNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQ  480

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            GL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF 
+YAP
Sbjct  481  
GLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAP  540

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            QEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F+TNG 
SVCL EL
Sbjct  541  
QEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAEL  600

Query  608  KGYQAAVGQPVIQPRRPNSR  627
            KGYQ   G+PV Q RR NSR
Sbjct  601  KGYQVTTGEPVCQTRRLNSR  620

>APO32506.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=612

 Score = 863 bits (2230),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 414/607 (68%), Positives = 493/607 (81%), Gaps = 0/607 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+



Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +GE +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGELLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  546  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  605

Query  601  SVCLTEL  607
            SVCLTEL
Sbjct  606  SVCLTEL  612

>WP_078154654.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Streptococcus 
pneumoniae]
Length=610

 Score = 863 bits (2229),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 408/609 (67%), Positives = 490/609 (80%), Gaps = 0/609 
(0%)

Query  30   
ISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSL  89
            ++E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDFLAEVYRSL
Sbjct  1    
MTELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSL  60

Query  90   
AVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
            +VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLS
Sbjct  61   
SVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLS  120

Query  150  
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            A+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R  
Sbjct  121  
AEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFH  180

Query  210  
DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLR  269
            + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  
Y+R
Sbjct  181  
NCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIR  240



Query  270  
LYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD  329
            LYSG L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD
Sbjct  241  
LYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGD  300

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
               LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILS
Sbjct  301  
TKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILS  360

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
            FLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV
Sbjct  361  
FLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSV  420

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
            +PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSP
Sbjct  421  
SPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSP  480

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            VSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   
Q
Sbjct  481  
VSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQ  540

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNSR+D
Sbjct  541  
LKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRID  600

Query  630  KVRHMFQKV  638
            KVR+MF K+
Sbjct  601  KVRYMFNKI  609

>WP_085826518.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
Length=610

 Score = 860 bits (2221),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 406/609 (67%), Positives = 494/609 (81%), Gaps = 0/609 
(0%)

Query  30   
ISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSL  89
            ++E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDFLAEVYRSL
Sbjct  1    
MTELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSL  60

Query  90   
AVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
            +VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLS
Sbjct  61   
SVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLS  120

Query  150  
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            A+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R Q
Sbjct  121  
AEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQ  180

Query  210  
DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLR  269
            + SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  QR  
Y+R
Sbjct  181  
NCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVR  240

Query  270  
LYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD  329
            LY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD
Sbjct  241  
LYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGD  300

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
               LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEIILS
Sbjct  301  
TKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILS  360

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
            FLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV
Sbjct  361  
FLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSV  420

Query  450  



TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
            +PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSP
Sbjct  421  
SPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSP  480

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            VSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   
Q
Sbjct  481  
VSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQ  540

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNSR+D
Sbjct  541  
LKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRID  600

Query  630  KVRHMFQKV  638
            KVR+MF K+
Sbjct  601  KVRYMFNKI  609

>WP_044769927.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus suis]
Length=601

 Score = 859 bits (2220),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 396/600 (66%), Positives = 493/600 (82%), Gaps = 0/600 
(0%)

Query  39   
GTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILV  98
            GTTRTDTM LERQRGITIQ AVTSFQW   KVNI+DTPGHMDFLAEVYRSL
+VLDGA+L+
Sbjct  1    
GTTRTDTMNLERQRGITIQTAVTSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLL  60

Query  99   
ISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV  158
            +SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G+DL  V + ++ KLS++II
+KQ V
Sbjct  61   
VSAKDGIQAQTRILFHALQTMKIPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKV  120

Query  159  
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYY  218
               P I + +N D+E WDAVI  ND+LLEKY++G+P    +L +EE RR Q+ 
+LFPVY+
Sbjct  121  



GQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYH  180

Query  219  
GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
            GSAK  LGI+ L++ +   F     +G + LCG VFK+EY++  +R VY+R
+YSGTL LR
Sbjct  181  
GSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLR  240

Query  279  
DTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW  338
            D + ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP
++++
Sbjct  241  
DVIRISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKF  300

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             E+PLPML+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG 
VQ+EV
Sbjct  301  
IENPLPMLQTTIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEV  360

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            + A+L EKY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGV
Sbjct  361  
ICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGV  420

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            QYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTDCKICFEYGLYYSPVSTPADFR 
Sbjct  421  
QYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRL  480

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L+PIVLEQALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K 
DEV+  
Sbjct  481  
LSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILK  540

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GEIPARCIQ YR DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR
+DKVRHMF K+
Sbjct  541  
GEIPARCIQEYRNDLTYFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  600

>ASQ41002.1 TetO, partial [Campylobacter coli]
Length=599



 Score = 858 bits (2216),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 400/599 (67%), Positives = 491/599 (82%), Gaps = 0/599 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM LER 
RGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERPRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG
Sbjct  541  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNG  599

>EPX10696.1 tetracycline resistance protein tetM [Streptococcus 
agalactiae 
MRI Z1-049]
Length=604

 Score = 856 bits (2212),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 404/603 (67%), Positives = 488/603 (81%), Gaps = 0/603 
(0%)

Query  36   
VEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGA  95
            ++KGTTRTD   LERQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL
+VLDGA
Sbjct  1    
MDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGA  60

Query  96   
ILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK  155
            IL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA
+I+IK
Sbjct  61   
ILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIK  120

Query  156  
QTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            Q V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  + 
SLFP
Sbjct  121  
QKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFP  180



Query  216  
VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL  275
            VY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG L
Sbjct  181  
VYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVL  240

Query  276  
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
             LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
LP+
Sbjct  241  
HLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQ  300

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
            ++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+VQ
Sbjct  301  
RKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQ  360

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL LG
Sbjct  361  
MEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLG  420

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPAD
Sbjct  421  
SGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPAD  480

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K 
+EV
Sbjct  481  
FRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEV  540

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            + +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR+MF
Sbjct  541  
ILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMF  600

Query  636  QKV  638
             K+
Sbjct  601  NKI  603



>WP_080440411.1 tetracycline resistance ribosomal protection protein 
Tet(M) [Enterococcus 
faecium]
Length=610

 Score = 855 bits (2209),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 405/609 (67%), Positives = 490/609 (80%), Gaps = 0/609 
(0%)

Query  30   
ISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSL  89
            ++E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDFLAEVYRSL
Sbjct  1    
MTELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSL  60

Query  90   
AVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
            +VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLS
Sbjct  61   
SVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLS  120

Query  150  
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            A+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE 
RR Q
Sbjct  121  
AEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEEIRRFQ  180

Query  210  
DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLR  269
            + SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  QR  
Y+R
Sbjct  181  
NCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVR  240

Query  270  
LYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD  329
            LY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD
Sbjct  241  
LYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGD  300

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
               LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEIILS
Sbjct  301  
TKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILS  360

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449



            FLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV
Sbjct  361  
FLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSV  420

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSP
Sbjct  421  
APLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSP  480

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            VSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   
Q
Sbjct  481  
VSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQ  540

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +K +EV+ +GEIPARCIQ YR DL F+TNGRSVCLTELKGY    G+ V 
QPRRPNSR+D
Sbjct  541  
LKNNEVILSGEIPARCIQEYRNDLTFFTNGRSVCLTELKGYYVTTGESVCQPRRPNSRID  600

Query  630  KVRHMFQKV  638
            KVR+MF K+
Sbjct  601  KVRYMFNKI  609

>SMJ13358.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ16585.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ13968.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
Length=604

 Score = 853 bits (2204),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 402/603 (67%), Positives = 489/603 (81%), Gaps = 0/603 
(0%)

Query  36   
VEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGA  95
            ++KGTTRTD   LERQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL
+VLDGA
Sbjct  1    
MDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGA  60

Query  96   
ILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK  155
            IL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA



+I+IK
Sbjct  61   
ILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIK  120

Query  156  
QTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            Q V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ 
SL+P
Sbjct  121  
QKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYP  180

Query  216  
VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL  275
            VY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  QR  Y+RLY 
G L
Sbjct  181  
VYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGIL  240

Query  276  
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
             LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
LP+
Sbjct  241  
HLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQ  300

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
            +   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEIILSFLG+VQ
Sbjct  301  
RERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQ  360

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL LG
Sbjct  361  
MEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLG  420

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPAD
Sbjct  421  
SGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPAD  480

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K 
+EV
Sbjct  481  
FRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEV  540

Query  576  



VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            + +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR+MF
Sbjct  541  
ILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMF  600

Query  636  QKV  638
             K+
Sbjct  601  NKI  603

>CIR68804.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=604

 Score = 849 bits (2194),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 405/597 (68%), Positives = 487/597 (82%), Gaps = 0/597 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+T
Sbjct  541  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFT  597

>AIG19304.1 TetM, partial [Escherichia coli]
 AIG19306.1 TetM, partial [Escherichia coli]
 AIG19307.1 TetM, partial [Escherichia coli]
Length=600

 Score = 849 bits (2193),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 406/600 (68%), Positives = 485/600 (81%), Gaps = 0/600 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

>WP_081291434.1 elongation factor G [Bifidobacterium longum]
Length=429

 Score = 848 bits (2192),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 411/420 (98%), Positives = 414/420 (99%), Gaps = 0/420 
(0%)

Query  220  
SAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            S ++ +GIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD
Sbjct  10   
SFRQRVGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  69

Query  280  
TVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWR  339
            TVALAGREKLKITEMRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWR
Sbjct  70   
TVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWR  129

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            EDPLPMLRT 
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV
Sbjct  130  
EDPLPMLRTAIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  189

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ
Sbjct  190  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  249

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL
Sbjct  250  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  309

Query  520  



APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG
Sbjct  310  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  369

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  370  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  429

>AIG19305.1 TetM, partial [Escherichia coli]
Length=600

 Score = 847 bits (2188),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 406/600 (68%), Positives = 485/600 (81%), Gaps = 0/600 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G



Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I YG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQAL+++GT
+LLEPYL
Sbjct  481  
IPYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQALRKAGTELLEPYL  540

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  541  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  600

>AMP50231.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=589

 Score = 847 bits (2187),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 389/588 (66%), Positives = 480/588 (82%), Gaps = 0/588 
(0%)

Query  51   
QRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            QRGITIQ AVTSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG
+QAQTR
Sbjct  1    
QRGITIQTAVTSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTR  60



Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT  170
            ILFHAL+ M IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + 
+N 
Sbjct  61   
ILFHALQTMKIPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDND  120

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            D+E WDAVI  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  
LGI+ L
Sbjct  121  
DMEQWDAVIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQL  180

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            ++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ 
+EK+K
Sbjct  181  
IEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIK  240

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            ITEM IPS GEIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P
+LRTT+
Sbjct  241  
ITEMCIPSNGEIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTV  300

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+   QRE LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L 
EKY +E
Sbjct  301  
EPQKPEQREALLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVE  360

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
              +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLN
Sbjct  361  
AEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLN  420

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            QSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLEQALK+
Sbjct  421  
QSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKK  480

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEIPARCIQ YR
Sbjct  481  



AGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYR  540

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  541  NDLTYFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  588

>CYU66281.1 tetracycline resistance protein tetM [Streptococcus 
suis]
Length=594

 Score = 845 bits (2182),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 389/593 (66%), Positives = 486/593 (82%), Gaps = 0/593 
(0%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            M LERQRGITIQ AVTSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L+
+SAKDG+
Sbjct  1    
MNLERQRGITIQTAVTSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGI  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            QAQTRILFHAL+ M IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   
P I 
Sbjct  61   
QAQTRILFHALQTMKIPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHIN  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            + +N D+E WDAVI  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY
+GSAK  L
Sbjct  121  
VTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNL  180

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI+ L++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + 
++ 
Sbjct  181  
GIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISE  240

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E
+PLPM
Sbjct  241  
KEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPM  300

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A



+L E
Sbjct  301  
LQTTIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEE  360

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVS
Sbjct  361  
KYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVS  420

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LGYLNQSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLE
Sbjct  421  
LGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLE  480

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEIPARC
Sbjct  481  
QALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARC  540

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            IQ YR DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  541  IQEYRNDLTYFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  
593

>WP_101527334.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus pneumoniae]
 PLV88391.1 tetracycline resistance protein tetM, partial 
[Streptococcus 
pneumoniae]
Length=596

 Score = 843 bits (2178),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 398/595 (67%), Positives = 478/595 (80%), Gaps = 0/595 
(0%)

Query  44   
DTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKD  103
            D   LERQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKD
Sbjct  1    
DNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKD  60

Query  104  
GVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE  163



            GVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V 
L P 
Sbjct  61   
GVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPN  120

Query  164  
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
            + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY
+GSAK 
Sbjct  121  
MCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKN  180

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
             +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD
+V +
Sbjct  181  
NIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRI  240

Query  284  
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            + +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   
E+PL
Sbjct  241  
SEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPL  300

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV
+SALL
Sbjct  301  
PLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALL  360

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG
+QYES 
Sbjct  361  
QEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESS  420

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L 
PIV
Sbjct  421  
VSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIV  480

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            LEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  
GEIPA
Sbjct  481  
LEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPA  540



Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            RCIQ YR DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  541  RCIQDYRNDLTFFTNGRSVCLTELKGYYVTTGEPVCQPRRPNSRIDKVRYMFNKI  
595

>OBV22681.1 putative tetracycline resistance protein TetM 
[Staphylococcus 
aureus subsp. aureus]
Length=608

 Score = 843 bits (2177),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 403/599 (67%), Positives = 483/599 (81%), Gaps = 0/599 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  545

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F   
G
Sbjct  546  
SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFLQMG  604

>WP_070673567.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus sp. HMSC057F04]
 OFQ16705.1 tetracycline resistance ribosomal protection protein, 
partial 
[Streptococcus sp. HMSC057F04]
Length=595

 Score = 841 bits (2173),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 402/595 (68%), Positives = 482/595 (81%), Gaps = 0/595 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  481  



IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  
595
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
Sbjct  541  SFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTF  
595

>CAJ09686.1 tetracycline resistance protein, partial [Lactococcus 
garvieae]
Length=610

 Score = 839 bits (2168),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 403/610 (66%), Positives = 490/610 (80%), Gaps = 2/610 
(0%)

Query  13   
DAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNI  72
            DAGKTTLTESLLY+SGAI E GSV+ GTT+TDTMFLERQRGITIQ A+TSFQ    
KVNI
Sbjct  2    
DAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAITSFQRENVKVNI  61

Query  73   
VDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ  132
            VDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHALRKMNIP + 
FINKIDQ
Sbjct  62   
VDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMNIPIIFFINKIDQ  121

Query  133  
AGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAG  192
             G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND 
LLEKY  G
Sbjct  122  
NGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEKYTIG  181

Query  193  EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCG  251
            + ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  LF P  +  S  
LCG
Sbjct  182  KTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSDKLCG  240

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
            +VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     GE+ + D 
A PG
Sbjct  241  
NVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSINGELRQIDKAEPG  300

Query  312  



EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL +
++D+
Sbjct  301  
EIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDS  360

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK 
+  T
Sbjct  361  
DPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFT  420

Query  432  
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFG  491
            I IEVPPNPFWASIGLSVTPL LGSG+QYES VSLGYLNQSFQNAV +GIRYG 
EQGL+G
Sbjct  421  
IDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYG  480

Query  492  
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYL  551
            W +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT+LLEPYLSF +Y 
PQEYL
Sbjct  481  
WKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPYLSFEIYVPQEYL  540

Query  552  
SRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            SRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNGRSVCLTELKGYQ
Sbjct  541  
SRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNGRSVCLTELKGYQ  600

Query  612  AAVGQPVIQP  621
                +   QP
Sbjct  601  VTNIKSAFQP  610

>CAJ09688.1 tetracycline resistance protein, partial [Enterococcus 
faecalis]
Length=609

 Score = 839 bits (2167),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 402/603 (67%), Positives = 488/603 (81%), Gaps = 2/603 
(0%)

Query  12   
VDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVN  71
            VDAGKTTLTESLLY+SGAI E GSV+ GTT+TDTMFLERQRGITIQ A+TSFQ    
KVN
Sbjct  1    
VDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAITSFQRENVKVN  60



Query  72   
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKID  131
            IVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHALRKMNIP + 
FINKID
Sbjct  61   
IVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMNIPIIFFINKID  120

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191
            Q G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND 
LLEKY  
Sbjct  121  
QNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEKYTI  180

Query  192  GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALC  250
            G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  LF P  +  S  
LC
Sbjct  181  GKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSDKLC  239

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYP  310
            G+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     GE+ + D 
A P
Sbjct  240  
GNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSINGELRQIDKAEP  299

Query  311  
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            GEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL 
+++D
Sbjct  300  
GEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISD  359

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
            +DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK 
+  
Sbjct  360  
SDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEF  419

Query  431  
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF  490
            TI IEVPPNPFWASIGLSVTPL LGSG+QYES VSLGYLNQSFQNAV +GIRYG 
EQGL+
Sbjct  420  
TIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLY  479

Query  491  
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEY  550
            GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT+LLEPYLSF +Y 
PQEY



Sbjct  480  
GWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPYLSFEIYVPQEY  539

Query  551  
LSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            LSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNGRSVCLTELKGY
Sbjct  540  
LSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNGRSVCLTELKGY  599

Query  611  QAA  613
            Q  
Sbjct  600  QVT  602

>CAJ09687.1 tetracycline resistance protein, partial [Enterococcus 
durans]
Length=608

 Score = 837 bits (2162),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 401/602 (67%), Positives = 487/602 (81%), Gaps = 2/602 
(0%)

Query  13   
DAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNI  72
            DAGKTTLTESLLY+SGAI E GSV+ GTT+TDTMFLERQRGITIQ A+TSFQ    
KVNI
Sbjct  2    
DAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAITSFQRENVKVNI  61

Query  73   
VDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ  132
            VDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHALRKMNIP + 
FINKIDQ
Sbjct  62   
VDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMNIPIIFFINKIDQ  121

Query  133  
AGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAG  192
             G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND 
LLEKY  G
Sbjct  122  
NGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEKYTIG  181

Query  193  EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCG  251
            + ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  LF P  +  S  
LCG
Sbjct  182  KTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSDKLCG  240

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311



            +VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     GE+ + D 
A PG
Sbjct  241  
NVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSINGELRQIDKAEPG  300

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL +
++D+
Sbjct  301  
EIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDS  360

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK 
+  T
Sbjct  361  
DPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFT  420

Query  432  
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFG  491
            I IEVPPNPFWASIGLSVTPL LGSG+QYES VSLGYLNQSFQNAV +GIRYG 
EQGL+G
Sbjct  421  
IDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYG  480

Query  492  
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYL  551
            W +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT+LLEPYLSF +Y 
PQEYL
Sbjct  481  
WKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPYLSFEIYVPQEYL  540

Query  552  
SRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            SRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNGRSVCLTELKGYQ
Sbjct  541  
SRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNGRSVCLTELKGYQ  600

Query  612  AA  613
              
Sbjct  601  VT  602

>AHN92781.1 elongation factor Tu GTP binding domain-containing 
protein [uncultured 
bacterium DCM003Tet01]
Length=409

 Score = 837 bits (2161),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 405/409 (99%), Positives = 405/409 (99%), Gaps = 0/409 
(0%)



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            MDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK
Sbjct  1    
MDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  60

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            ITEMRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRT I
Sbjct  61   
ITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTAI  120

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE
Sbjct  121  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  180

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN
Sbjct  181  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  240

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE
Sbjct  241  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  300

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR
Sbjct  301  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  360

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  361  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  409

>AAO16479.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=437

 Score = 834 bits (2154),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 408/437 (93%), Positives = 422/437 (97%), Gaps = 0/437 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN 
IDQAGVD
Sbjct  1    
GHVDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINTIDQAGVD  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN 
+LLEKYIAGEPIS
Sbjct  61   
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNGELLEKYIAGEPIS  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
            RE+LVREEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV
Sbjct  121  
REELVREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  180

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EYTDCGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVIL
Sbjct  181  
EYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVIL  240

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            PSDSV LNDVLGD TRLPR+RWR  PLPMLRTTIAPKTAAQRERLLDALTQ
+ADTDPLLR
Sbjct  241  
PSDSVGLNDVLGDNTRLPRERWRNAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLR  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
             EVDSITHE+ILSFLGRVQLEVVSALL+EKYK+ET VKEP+VIY+ERPLK 
ASHTIHIEV
Sbjct  301  
YEVDSITHEVILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIYLERPLKVASHTIHIEV  360

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWASIGLSVTPL LGSGVQYESRVSLGYLN+SFQNAV DGIRYGLEQGL 
GWNVTD
Sbjct  361  
PPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNRSFQNAVMDGIRYGLEQGLCGWNVTD  420

Query  497  CKICFEYGLYYSPVSTP  513



            CKICFEYGLYYSP STP
Sbjct  421  CKICFEYGLYYSPASTP  437

>AMP57965.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=409

 Score = 833 bits (2151),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 403/409 (99%), Positives = 404/409 (99%), Gaps = 0/409 
(0%)

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            MDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK
Sbjct  1    
MDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  60

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            ITEMRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTI
Sbjct  61   
ITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTI  120

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE
Sbjct  121  
TPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  180

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLN
Sbjct  181  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLN  240

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE
Sbjct  241  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  300

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR
Sbjct  301  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  360



Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK+M
Sbjct  361  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKIM  409

>AMP53019.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=590

 Score = 829 bits (2141),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 397/585 (68%), Positives = 473/585 (81%), Gaps = 0/585 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  545

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARC
Sbjct  546  SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARC  590

>CAJ09689.1 tetracycline resistance protein, partial [Enterococcus 
faecalis]
Length=607

 Score = 826 bits (2133),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 397/605 (66%), Positives = 484/605 (80%), Gaps = 2/605 
(0%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            LTESLLY+SGAI E GSV+ GTT+TDTMFLERQRGITIQ A+TSFQ    
KVNIVDTPGH
Sbjct  1    
LTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAITSFQRENVKVNIVDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHALRKMNIP + FINKIDQ G
++L 
Sbjct  61   
MDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMNIPIIFFINKIDQNGINLP  120

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
             V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND LLEKY  G+ 
++  



Sbjct  121  
DVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEKYTIGKTLNIA  180

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSVFKVE  257
            +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  LF P  +  S  LCG
+VFKVE
Sbjct  181  ELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSDKLCGNVFKVE  239

Query  258  
YTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILP  317
            Y+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     GE+ + D A PGEI
+IL 
Sbjct  240  
YSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSINGELRQIDKAEPGEIIILK  299

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL +++D
+DPLL+ 
Sbjct  300  
NELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDSDPLLQY  359

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
             VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK +  TI 
IEVP
Sbjct  360  
YVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFTIDIEVP  419

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGLSVTPL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GW 
+TDC
Sbjct  420  
PNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYGWKLTDC  479

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT+LLEPYLSF +Y 
PQEYLSRAY+D
Sbjct  480  
KICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPYLSFEIYVPQEYLSRAYND  539

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            A KYCA I   ++K +EV+  GEIPARCIQ YR  L F+TNGRSVCLTELKGYQ    
+ 
Sbjct  540  
ASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNGRSVCLTELKGYQVTNIKS  599

Query  618  VIQPR  622
               PR



Sbjct  600  AFPPR  604

>ACL29762.1 tetracycline resistance protein TetW [Bifidobacterium 
animalis 
subsp. lactis AD011]
Length=412

 Score = 823 bits (2127),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 406/410 (99%), Positives = 408/410 (99%), Gaps = 0/410 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360



Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY L+
Sbjct  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYSLK  410

>SCP96838.1 translation elongation factor 2 (EF-2/EF-G) [Anaerobium 
acetethylicum]
Length=597

 Score = 823 bits (2126),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 395/587 (67%), Positives = 473/587 (81%), Gaps = 0/587 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   LERQRGI 
IQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGIXIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 



Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ
Sbjct  541  SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQ  587

>APO33198.1 EF-G: translation elongation factor [uncultured 
bacterium]
Length=580

 Score = 821 bits (2120),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/579 (65%), Positives = 475/579 (82%), Gaps = 0/579 
(0%)

Query  60   
VTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
            +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG
+QAQTRILFHAL+ M
Sbjct  1    
MTSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTM  60

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI
Sbjct  61   
KIPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVI  120

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239



              ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F 
Sbjct  121  
MGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFY  180

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ 
Sbjct  181  
SSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTN  240

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE
Sbjct  241  
GELYSSDTACSGDIVILPNDVLQLNSILGNGILLPQRKFIENPLPMLQTTIAVKKSEQRE  300

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  
+KEP+VI
Sbjct  301  
ILLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVI  360

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +
Sbjct  361  
YMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVME  420

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPY
Sbjct  421  
GVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPY  480

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            L F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL +
+TNG
Sbjct  481  
LHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNG  540

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            + VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  541  QGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  579

>WP_070604146.1 GTP-binding protein, partial [Rothia sp. HMSC062H08]
 OFL51202.1 tetracycline resistance ribosomal protection protein, 



partial 
[Rothia sp. HMSC062H08]
Length=416

 Score = 816 bits (2108),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 402/416 (97%), Positives = 409/416 (98%), Gaps = 0/416 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ V 
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISRE+L +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREELAQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGS ALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSDALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  
416
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP



Sbjct  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  
416

>CAJ09685.1 tetracycline resistance protein, partial [Lactobacillus 
plantarum]
Length=609

 Score = 816 bits (2107),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 400/602 (66%), Positives = 486/602 (81%), Gaps = 2/602 
(0%)

Query  13   
DAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNI  72
            DAGKTTLTESLLY+SGAI E GSV+ GTT+TDTMFLERQRGITIQ A+TSFQ    
KVNI
Sbjct  2    
DAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAITSFQRENVKVNI  61

Query  73   
VDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ  132
            VDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHALRKMNIP + 
FINKIDQ
Sbjct  62   
VDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMNIPIIFFINKIDQ  121

Query  133  
AGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAG  192
             G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND 
LLEKY  G
Sbjct  122  
NGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEKYTIG  181

Query  193  EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCG  251
            + ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  LF P  +  S  
LCG
Sbjct  182  KTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSDKLCG  240

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
            +VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     GE+ + D 
A PG
Sbjct  241  
NVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSINGELRQIDKAEPG  300

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EI+IL +  ++LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL +
++D+
Sbjct  301  
EIIILKNKLLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDS  360



Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK 
+  T
Sbjct  361  
DPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFT  420

Query  432  
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFG  491
            I IEV PNPFWASIGLSVTPL LGSG+QYES VSLGYLN+SFQNAV +GIRYG 
EQGL+G
Sbjct  421  
IDIEVHPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNKSFQNAVMEGIRYGCEQGLYG  480

Query  492  
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYL  551
            W +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQAL++SGT+LLEPYLSF +Y 
PQEYL
Sbjct  481  
WKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQALRKSGTELLEPYLSFEIYVPQEYL  540

Query  552  
SRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            SRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNGRSVCLTELKGYQ
Sbjct  541  
SRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNGRSVCLTELKGYQ  600

Query  612  AA  613
              
Sbjct  601  VT  602

>WP_050282912.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus pneumoniae]
Length=579

 Score = 814 bits (2102),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 391/579 (68%), Positives = 468/579 (81%), Gaps = 0/579 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL



+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579



            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +G
Sbjct  541  SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSG  579

>WP_081636729.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Corynebacterium sp. HFH0082]
Length=593

 Score = 811 bits (2096),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/570 (65%), Positives = 468/570 (82%), Gaps = 0/570 
(0%)

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ 
FIN
Sbjct  23   
KVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTIFFIN  82

Query  129  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK  188
            KIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND
+LLEK
Sbjct  83   
KIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEK  142

Query  189  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            Y++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     
+G + 
Sbjct  143  
YMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSE  202

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
            LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  
+DTA
Sbjct  203  
LCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNGELYSSDTA  262

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + QRE LL 
ALT++
Sbjct  263  
CSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREILLGALTEI  322

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            +D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYMERPL+ A
Sbjct  323  



SDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKA  382

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG 
EQG
Sbjct  383  
EYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQG  442

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F 
+YAPQ
Sbjct  443  
LYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQ  502

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            EYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL ++TNG+ 
VCLTELK
Sbjct  503  
EYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQGVCLTELK  562

Query  609  GYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  563  GYQPAIGKFICQPRRPNSRIDKVRHMFHKL  592

>KOA53398.1 elongation factor G [Bifidobacterium breve MCC 0305]
Length=399

 Score = 811 bits (2094),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 392/399 (98%), Positives = 394/399 (99%), Gaps = 0/399 
(0%)

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +G +G 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  1    
MGNRGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  60

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT 
IAPKTAAQRER
Sbjct  61   
EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTAIAPKTAAQRER  120

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY



Sbjct  121  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  180

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  181  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  240

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  241  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  300

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  301  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  360

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  361  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  399

>AVE02224.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02225.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02226.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02227.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02228.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02229.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02233.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02234.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02235.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02237.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02238.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02239.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02240.1 TetM, partial [Neisseria gonorrhoeae]
Length=574

 Score = 810 bits (2093),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 384/574 (67%), Positives = 463/574 (81%), Gaps = 0/574 
(0%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQT
Sbjct  1    



RQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQT  60

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+   
Sbjct  61   
RILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNF  120

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  
+GI  
Sbjct  121  
TESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDN  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  181  
LIEVITNKFYSSTHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  240

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P
+L+TT
Sbjct  241  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTT  300

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 
EKY +
Sbjct  301  
VEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHV  360

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYL
Sbjct  361  
EIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYL  420

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  421  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  480

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ 



+GEIPARCIQ Y
Sbjct  481  
KAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  540

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            R+DL F+TNGRSVCLTELKGY    G+PV QPRR
Sbjct  541  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRR  574

>AVE02236.1 TetM, partial [Neisseria gonorrhoeae]
Length=574

 Score = 810 bits (2092),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 384/574 (67%), Positives = 463/574 (81%), Gaps = 0/574 
(0%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQT
Sbjct  1    
RQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQT  60

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+   
Sbjct  61   
RILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNF  120

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  
+GI  
Sbjct  121  
TESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDN  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  181  
LIEVITNKFYSSTHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  240

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P
+L+TT
Sbjct  241  
KITEMYTSLHGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTT  300

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409



            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 
EKY +
Sbjct  301  
VEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHV  360

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYL
Sbjct  361  
EIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYL  420

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  421  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  480

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  481  
KAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  540

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            R+DL F+TNGRSVCLTELKGY    G+PV QPRR
Sbjct  541  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRR  574

>AVE02243.1 TetM, partial [Neisseria gonorrhoeae]
Length=574

 Score = 810 bits (2092),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 385/574 (67%), Positives = 459/574 (80%), Gaps = 0/574 
(0%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQT
Sbjct  1    
RQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQT  60

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+   
Sbjct  61   
RILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNF  120

Query  170  



TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  
+GI  
Sbjct  121  
TESEQWDMVIEGNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDN  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  181  
LIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  240

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP
+L+TT
Sbjct  241  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTT  300

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL 
EKY +
Sbjct  301  
VEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHV  360

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYL
Sbjct  361  
EIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYL  420

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  421  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  480

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  481  
KAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQKY  540

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            R+DL F+TNGRSVCLTELKGY    G+PV QPRR
Sbjct  541  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRR  574

>AVE02230.1 TetM, partial [Neisseria gonorrhoeae]



Length=574

 Score = 809 bits (2089),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 384/574 (67%), Positives = 461/574 (80%), Gaps = 0/574 
(0%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQT
Sbjct  1    
RQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQT  60

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+   
Sbjct  61   
RILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNF  120

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  
+GI  
Sbjct  121  
TESEQWDMVIEGNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDN  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  181  
LIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  240

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P
+L+TT
Sbjct  241  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTT  300

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 
EKY +
Sbjct  301  
VEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHV  360

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYL
Sbjct  361  



EIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYL  420

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  421  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  480

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  481  
KAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  540

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            R+DL F+TNGRSVCLTELKGY    G+PV QPRR
Sbjct  541  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRR  574

>AVE02216.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02217.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02218.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02219.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02220.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02222.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02241.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02242.1 TetM, partial [Neisseria gonorrhoeae]
Length=574

 Score = 808 bits (2088),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 385/574 (67%), Positives = 458/574 (80%), Gaps = 0/574 
(0%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQT
Sbjct  1    
RQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQT  60

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+   
Sbjct  61   
RILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNF  120

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  
+GI  



Sbjct  121  
TESEQWDMVIEGNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDN  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ 
+EK+
Sbjct  181  
LIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKI  240

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP
+L+TT
Sbjct  241  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTT  300

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL 
EKY +
Sbjct  301  
VEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHV  360

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYL
Sbjct  361  
EIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYL  420

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  421  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  480

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  481  
KAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQKY  540

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            R+DL F+TNGRSVCLTELKGY    G+PV QPRR
Sbjct  541  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRR  574

>AVE02221.1 TetM, partial [Neisseria gonorrhoeae]
Length=574

 Score = 808 bits (2086),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 385/574 (67%), Positives = 458/574 (80%), Gaps = 0/574 
(0%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQT
Sbjct  1    
RQRGITIQTGITSFQWDNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQT  60

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+   
Sbjct  61   
RILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNF  120

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  
+GI  
Sbjct  121  
TESEQWDMVIEGNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDN  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ 
+EK+
Sbjct  181  
LIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKI  240

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP
+L+TT
Sbjct  241  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTT  300

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL 
EKY +
Sbjct  301  
VEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHV  360

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYL
Sbjct  361  
EIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYL  420

Query  470  



NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  421  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  480

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  481  
KAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQKY  540

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            R+DL F+TNGRSVCLTELKGY    G+PV QPRR
Sbjct  541  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRR  574

>ACI02031.1 tetracycline resistance protein, partial [uncultured 
bacterium]
Length=407

 Score = 807 bits (2085),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 397/407 (98%), Positives = 402/407 (99%), Gaps = 0/407 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAY GEIVILPSDSVRLNDV+GD TR
+PRKRWREDPLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAYQGEIVILPSDSVRLNDVIGDQTRIPRKRWREDPLPMLRTTIAPKTAAQRER  360

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY
Sbjct  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407

>AVE02231.1 TetM, partial [Neisseria gonorrhoeae]
 AVE02232.1 TetM, partial [Neisseria gonorrhoeae]
Length=574

 Score = 807 bits (2084),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/572 (67%), Positives = 461/572 (81%), Gaps = 0/572 
(0%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQT
Sbjct  1    
RQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQT  60

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+   
Sbjct  61   
RILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNF  120

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  
+GI  
Sbjct  121  
TESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDN  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK+



Sbjct  181  
LIEVITNKFYSSTHRGPSQLCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  240

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P
+L+TT
Sbjct  241  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTT  300

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 
EKY +
Sbjct  301  
VEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHV  360

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYL
Sbjct  361  
EIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYL  420

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  421  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  480

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  481  
KAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  540

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  621
            R+DL F+TNGRSVCLTELKGY    G+PV QP
Sbjct  541  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQP  572

>AMJ37087.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=582

 Score = 807 bits (2084),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 388/577 (67%), Positives = 465/577 (81%), Gaps = 0/577 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  



IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYL
Sbjct  486  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYL  545

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
Sbjct  546  SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVIL  582

>AMP50915.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=582

 Score = 806 bits (2081),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 398/582 (68%), Positives = 479/582 (82%), Gaps = 0/582 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI++ GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYVSGAIAQQGSVDKGTTRTDTMALERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF+W+  K+NIVDTPGHMDFLAEVYRSLAVLD AILVISAKDGVQAQTRILFHAL
++MN
Sbjct  61   
TSFEWNDYKINIVDTPGHMDFLAEVYRSLAVLDAAILVISAKDGVQAQTRILFHALQEMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DLQ V Q +R+KL+ D+I+ Q +S+SP+I ++  +D E WD 
VI 
Sbjct  121  
IPTIIFINKIDQNGIDLQRVYQDIREKLTDDMIVMQEISISPDISIKAISDAEKWDIVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLE+YIAG+ +   +L  E +RR +  SL+PVY+GSAK  +G + L+  +T  
F  
Sbjct  181  
ENDELLERYIAGDFLDPHELECEMRRRTRRCSLYPVYHGSAKGNIGTENLIKMITETFFT  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              E   + LCG VFKVE+T+  +R VYLRLY GTLRLRDT+ L+ ++K+KITEM 
IP+ G
Sbjct  241  
ETENRPSELCGYVFKVEHTEQKKRLVYLRLYQGTLRLRDTLLLSKKKKVKITEMSIPANG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E++  D A PGEIV+L +D + LN VLG+   LPRK   ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EMIPADYACPGEIVVLTNDIMELNSVLGNENLLPRKEQLDNPIPLLRTTVTPQKTEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+ALT++ADTDPLL  E+D++THEIILSFLG+VQLE++ +LL EKY LE  + 
EPSVIY
Sbjct  361  
LLNALTEIADTDPLLHFEIDTVTHEIILSFLGKVQLEIIYSLLEEKYHLEVKMNEPSVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ERPLK A  TIHIEVPPNPFWASIGL +TPL +GSG+QYES
+VSLGYLNQSFQNAV +G
Sbjct  421  
LERPLKKAEDTIHIEVPPNPFWASIGLEITPLPIGSGIQYESKVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +RYGLEQGL+GW VTDCKICF YG+YYSPVSTPADFR LAPIVLEQALK+
+GTQLLEPYL
Sbjct  481  
VRYGLEQGLYGWEVTDCKICFRYGVYYSPVSTPADFRLLAPIVLEQALKKAGTQLLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            SF LYAPQEYL+RAY+DAPKY A IE    K DEV+  GEIP
Sbjct  541  SFTLYAPQEYLARAYNDAPKYHAVIERVSQKNDEVILAGEIP  582

>AVE02223.1 TetM, partial [Neisseria gonorrhoeae]
Length=574

 Score = 805 bits (2080),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/574 (67%), Positives = 462/574 (80%), Gaps = 0/574 
(0%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRG+TIQ  +TSFQW   KVNI+DTPGH DFLAEVYRSL+VLDGAIL
+ISAKDGVQAQT
Sbjct  1    
RQRGLTIQTGITSFQWENPKVNIIDTPGHTDFLAEVYRSLSVLDGAILLISAKDGVQAQT  60

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+   
Sbjct  61   
RILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNF  120



Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  
+GI  
Sbjct  121  
TESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDN  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  181  
LIEVITNKFYSSTHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  240

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P
+L+TT
Sbjct  241  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTT  300

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 
EKY +
Sbjct  301  
VEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHV  360

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYL
Sbjct  361  
EIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYL  420

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  421  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  480

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  481  
KAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  540

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            R+DL F+TNGRSVCLTELKGY    G+PV QPRR
Sbjct  541  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRR  574



>WP_087663472.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Enterococcus cecorum]
Length=572

 Score = 805 bits (2079),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/570 (67%), Positives = 465/570 (82%), Gaps = 0/570 
(0%)

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FIN
Sbjct  2    
KVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFIN  61

Query  129  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK  188
            KIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLEK
Sbjct  62   
KIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEK  121

Query  189  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            Y++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  
+ 
Sbjct  122  
YMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSE  181

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
            LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + 
D A
Sbjct  182  
LCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKA  241

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            Y GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE 
LLDAL ++
Sbjct  242  
YSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREILLDALLEI  301

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            +D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYMERPLK A
Sbjct  302  
SDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNA  361

Query  429  



SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG 
EQG
Sbjct  362  
EYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQG  421

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQ
Sbjct  422  
LYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQ  481

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVCLTELK
Sbjct  482  
EYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELK  541

Query  609  GYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  542  GYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  571

>WP_070015747.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus agalactiae]
Length=558

 Score = 805 bits (2079),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 377/558 (68%), Positives = 464/558 (83%), Gaps = 0/558 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  



IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDA  558
             F +YAPQEYLSRAYHDA
Sbjct  541  HFEIYAPQEYLSRAYHDA  558

>WP_086141897.1 hypothetical protein, partial [Lactobacillus 
reuteri]
Length=408

 Score = 805 bits (2078),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 388/401 (97%), Positives = 396/401 (99%), Gaps = 0/401 
(0%)

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP
Sbjct  1    
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  60

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQ
Sbjct  61   
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQ  120

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP+
Sbjct  121  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPT  180

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAV
Sbjct  181  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAV  240

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE
Sbjct  241  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  300

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PYLSF LYAP+EYLSRAYHDAP+YCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLA YT
Sbjct  301  
PYLSFTLYAPREYLSRAYHDAPEYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLASYT  360

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            NG+SVCLTELKGYQAA G+PVIQPRRPNSRLDKVR+MFQK+
Sbjct  361  NGQSVCLTELKGYQAADGKPVIQPRRPNSRLDKVRYMFQKI  401

>WP_102790109.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus pneumoniae]



Length=567

 Score = 803 bits (2075),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 386/565 (68%), Positives = 458/565 (81%), Gaps = 0/565 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  



LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPKYCATI  565
            SF +YAPQEYLSRAY DAPKYCA I
Sbjct  541  SFKIYAPQEYLSRAYTDAPKYCANI  565

>WP_070032070.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus agalactiae]
Length=558

 Score = 800 bits (2066),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/558 (67%), Positives = 463/558 (83%), Gaps = 0/558 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDA  558
             F +YAPQEYLSRAYHDA
Sbjct  541  HFEIYAPQEYLSRAYHDA  558

>WP_070047116.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus agalactiae]
Length=558

 Score = 799 bits (2064),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/558 (67%), Positives = 463/558 (83%), Gaps = 0/558 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G



Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDA  558
             F +YAPQEYLSRAYHDA
Sbjct  541  HFEIYAPQEYLSRAYHDA  558

>WP_069988658.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus agalactiae]
Length=558

 Score = 796 bits (2055),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/558 (67%), Positives = 463/558 (83%), Gaps = 0/558 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDA  558
             F +YAPQEYLSRAYHDA
Sbjct  541  HFEIYAPQEYLSRAYHDA  558

>AMP57957.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=564

 Score = 792 bits (2046),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/563 (66%), Positives = 454/563 (81%), Gaps = 0/563 
(0%)

Query  76   
PGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGV  135
            PGHMDFL E YR+L+VLDGA+LVISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ G+
Sbjct  1    
PGHMDFLTEAYRALSVLDGAVLVISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGI  60



Query  136  
DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPI  195
            DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY+
+G+ +
Sbjct  61   
DLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSL  120

Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK  255
               +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG 
VFK
Sbjct  121  
EALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFK  180

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  315
            +EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVI
Sbjct  181  
IEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVI  240

Query  316  
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            L ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLL
Sbjct  241  
LQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLL  300

Query  376  
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE  435
            R  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIE
Sbjct  301  
RYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIE  360

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            VPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVT
Sbjct  361  
VPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVT  420

Query  496  
DCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
            DCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY
Sbjct  421  
DCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAY  480

Query  556  
HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
            +DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G
Sbjct  481  



NDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTG  540

Query  616  QPVIQPRRPNSRLDKVRHMFQKV  638
            +PV QPRRPNSR+DKVR+MF K+
Sbjct  541  EPVCQPRRPNSRIDKVRYMFNKI  563

>WP_080610153.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus parauberis]
Length=582

 Score = 791 bits (2042),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/580 (65%), Positives = 463/580 (80%), Gaps = 2/580 
(0%)

Query  60   
VTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
            +TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKM
Sbjct  1    
MTSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKM  60

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
            NIP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W
+ VI
Sbjct  61   
NIPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVI  120

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LF  238
              ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF
Sbjct  121  
VGNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLF  180

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM    
Sbjct  181  SPT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSI  239

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  
+ QR
Sbjct  240  
NGELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQR  299

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +



+P+V
Sbjct  300  
EKLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTV  359

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  360  
IYMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVM  419

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEP
Sbjct  420  
EGIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEP  479

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L 
F+TN
Sbjct  480  
YLSFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTN  539

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  540  GRSVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  579

>EPD48595.1 tetracycline resistance protein tetO [Corynebacterium 
sp. HFH0082]
Length=561

 Score = 791 bits (2042),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/560 (65%), Positives = 458/560 (82%), Gaps = 0/560 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G
+DL 
Sbjct  1    
MDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTIFFINKIDQEGIDLP  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
             V Q ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
Sbjct  61   
MVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMS  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258



            +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG 
VFK+EY
Sbjct  121  
ELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
            ++  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVILP+
Sbjct  181  
SEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPN  240

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            D ++LN +LG+   LP++++ E+PLPML+TTIA K + QRE LL ALT+++D 
DPLL+  
Sbjct  241  
DVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREILLGALTEISDGDPLLKYY  300

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 
+TIHIEVPP
Sbjct  301  
VDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPP  360

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTDCK
Sbjct  361  
NPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCK  420

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F 
+YAPQEYLSRAYHDA
Sbjct  421  
ICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDA  480

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            P+YCA I + QVK DEV+  GEIPARCIQ YR DL ++TNG+ VCLTELKGYQ A
+G+ +
Sbjct  481  
PRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQGVCLTELKGYQPAIGKFI  540

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVRHMF K+
Sbjct  541  CQPRRPNSRIDKVRHMFHKL  560

>WP_050209792.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein, partial [Streptococcus pneumoniae]
Length=560

 Score = 788 bits (2035),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/560 (68%), Positives = 454/560 (81%), Gaps = 0/560 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY



Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDAPK  560
            SF +YAP+EYLSRAY+DAPK
Sbjct  541  SFKIYAPKEYLSRAYNDAPK  560

>CQH34122.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
Length=561

 Score = 787 bits (2032),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/560 (67%), Positives = 454/560 (81%), Gaps = 0/560 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G
+DL 
Sbjct  1    
MDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLS  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
            +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ 
+   
Sbjct  61   
TVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEAL  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG
+VFK+EY
Sbjct  121  
ELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318



            T   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEIVIL +
Sbjct  181  
TKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQN  240

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            + ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLLR  
Sbjct  241  
EFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPGQREMLLDALLEISDSDPLLRYY  300

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPP
Sbjct  301  
VDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPP  360

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  361  
NPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  420

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+DA
Sbjct  421  
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDA  480

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+PV
Sbjct  481  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPV  540

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  541  CQPRRPNSRIDKVRYMFNKI  560

>WP_100618510.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Campylobacter jejuni]
 PJQ58977.1 tetracycline resistance ribosomal protection protein 
Tet(O), 
partial [Campylobacter jejuni subsp. jejuni]
Length=557

 Score = 786 bits (2031),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 371/557 (67%), Positives = 453/557 (81%), Gaps = 0/557 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHD  557
             F +YAPQEYLSRAYHD
Sbjct  541  HFEIYAPQEYLSRAYHD  557

>CFP99304.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMZ16658.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CMY10207.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=561

 Score = 786 bits (2029),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/560 (67%), Positives = 450/560 (80%), Gaps = 0/560 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G
+DL 
Sbjct  1    
MDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLS  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
            +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ 
+   
Sbjct  61   
TVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEAL  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG 
VFK+EY
Sbjct  121  
ELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318



            ++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL +
Sbjct  181  
SEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQN  240

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            + ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPLLR  
Sbjct  241  
EFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYY  300

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPP
Sbjct  301  
VDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPP  360

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  361  
NPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  420

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY DA
Sbjct  421  
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTDA  480

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+PV
Sbjct  481  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPV  540

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  541  CQPRRPNSRIDKVRYMFNKI  560

>WP_078127095.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Enterococcus faecalis]
 OOP44687.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecalis]
Length=558

 Score = 784 bits (2025),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 378/558 (68%), Positives = 452/558 (81%), Gaps = 0/558 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  SFILYAPQEYLSRAYHDA  558
            SF +YAPQEYLSRAY+DA
Sbjct  541  SFKIYAPQEYLSRAYNDA  558

>WP_050269353.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus pneumoniae]
Length=552

 Score = 783 bits (2023),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 377/552 (68%), Positives = 450/552 (82%), Gaps = 0/552 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  SFILYAPQEYLS  552
            SF +YAPQEYLS
Sbjct  541  SFKIYAPQEYLS  552

>CAR48432.1 tetracycline resistance protein Tet(M), partial 
[Enterococcus 
faecalis]
Length=561

 Score = 783 bits (2022),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 372/557 (67%), Positives = 452/557 (81%), Gaps = 0/557 
(0%)

Query  54   
ITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113



            ITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILF
Sbjct  5    
ITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILF  64

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE  173
            HALRKM IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   
T+ E
Sbjct  65   
HALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPE  124

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             WD VIE ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ 
L++ 
Sbjct  125  
QWDVVIEGNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEV  184

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +T  F     +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK
+KITE
Sbjct  185  
ITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITE  244

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            M     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT
+ P 
Sbjct  245  
MYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPS  304

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY 
+E  +
Sbjct  305  
KPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEL  364

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSF
Sbjct  365  
KEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSF  424

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK
++GT
Sbjct  425  
QNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGT  484



Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ 
YR+DL
Sbjct  485  
ELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDL  544

Query  594  AFYTNGRSVCLTELKGY  610
             F+TNGRSVCLTELKGY
Sbjct  545  TFFTNGRSVCLTELKGY  561

>CAR48433.1 tetracycline resistance protein Tet(M), partial 
[Enterococcus 
faecalis]
Length=559

 Score = 780 bits (2014),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 370/557 (66%), Positives = 448/557 (80%), Gaps = 0/557 
(0%)

Query  54   
ITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            ITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILF
Sbjct  3    
ITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILF  62

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE  173
            HALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   
T+ E
Sbjct  63   
HALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESE  122

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ 
L++ 
Sbjct  123  
QWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEV  182

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +T  F     +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK
+KITE
Sbjct  183  
ITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITE  242

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            M     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT
+ P 



Sbjct  243  
MYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPS  302

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY 
+E  +
Sbjct  303  
KPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKI  362

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            K+P+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSF
Sbjct  363  
KKPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSF  422

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK
++GT
Sbjct  423  
QNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGT  482

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ 
YR DL
Sbjct  483  
ELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDL  542

Query  594  AFYTNGRSVCLTELKGY  610
             F+TNGRSVCLTELKGY
Sbjct  543  TFFTNGRSVCLTELKGY  559

>EEG70485.1 GTP-binding domain protein [Bifidobacterium 
pseudocatenulatum 
DSM 20438 = JCM 1200 = LMG 10505]
Length=412

 Score = 779 bits (2012),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 384/390 (98%), Positives = 386/390 (99%), Gaps = 0/390 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSF  390
            LLDALTQLADTDPLLRCEVDSITHEIILSF
Sbjct  361  LLDALTQLADTDPLLRCEVDSITHEIILSF  390

>CJI69577.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJO31865.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJR34119.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJN24834.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CJW60067.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=568

 Score = 778 bits (2008),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/552 (68%), Positives = 450/552 (82%), Gaps = 0/552 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 



VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  540

Query  541  SFILYAPQEYLS  552
            SF +YAPQEYLS
Sbjct  541  SFKIYAPQEYLS  552

>ABC61394.1 tetracycline resistance, partial [uncultured organism]
 ABC61395.1 tetracycline resistance, partial [uncultured organism]
 ABC61405.1 tetracycline resistance, partial [uncultured organism]
 ABC61435.1 tetracycline resistance, partial [uncultured organism]
 ABC61436.1 tetracycline resistance, partial [uncultured organism]
 ABC61456.1 tetracycline resistance, partial [uncultured organism]
 ACY03048.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03052.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03090.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03094.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03108.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03111.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03139.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03143.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03149.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03158.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03201.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03206.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03209.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03212.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03220.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03230.1 tetracycline resistance protein, partial [uncultured 
organism]



 ACY03234.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03243.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03245.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03252.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 778 bits (2008),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 383/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD



Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03204.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 777 bits (2006),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKY
+AGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYVAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380



            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03229.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2005),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTD
+EAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDMEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03216.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2005),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 383/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03231.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF
+WHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFRWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03224.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            V
+SVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VRSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03161.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 383/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ 
ERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQGERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03156.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD



Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
+IVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGDIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03110.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260



            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPML+T
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLQTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03109.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+I 
PKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIVPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03096.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03093.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03100.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGS 
FKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSAFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03086.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03102.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTR 
LFHALRKMNIPTVIFINKIDQAGVDLQSV



Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRTLFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03059.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140



            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE VRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEFVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03053.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV 
SFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVASFQWHRCKVNIVDTPGHMD  60



Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03049.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEEN 
DIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENADIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03044.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGV
+AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVRAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03024.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03054.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)



Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAA
+RERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAARRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61437.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 



(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE 
WDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEVWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61396.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 776 bits (2003),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA 
VTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAVVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03177.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384



 Score = 775 bits (2002),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRL+DVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLDDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03167.1 tetracycline resistance protein, partial [uncultured 
organism]



Length=384

 Score = 775 bits (2001),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC 
SVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCDSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ACY03056.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03239.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 775 bits (2001),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR 
DTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRIDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404



            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61443.1 tetracycline resistance, partial [uncultured organism]
 ABC61447.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 775 bits (2001),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61401.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 775 bits (2001),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL 
QPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLLQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  



VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61400.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 775 bits (2001),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITE 
RIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITETRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD



Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61438.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 775 bits (2001),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH+D
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHVD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT



+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03198.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 775 bits (2000),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAI 
VISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAISVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  



VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03026.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 775 bits (2000),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVL 
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLGGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61393.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 775 bits (2000),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIV 
TPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVGTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61398.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 775 bits (2000),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK
+EYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKMEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV 
LPSDS



Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVTLPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03265.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1999),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320



            CGQRRVYLRLYSGTLRLRDTV 
LAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVTLAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03213.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1999),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG 
IVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGGIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03112.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03269.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1999),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTV 
LSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVPLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            



VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03088.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1999),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLA 
VYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAGVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  



VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03039.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1999),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV 
SFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVPSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03034.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1999),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL



Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEI LSFLGRVQLEVVSALLS
Sbjct  361  SITHEINLSFLGRVQLEVVSALLS  384

>CAR48431.1 tetracycline resistance protein Tet(M), partial 
[Enterococcus 
faecium]
Length=556

 Score = 774 bits (1999),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 367/556 (66%), Positives = 445/556 (80%), Gaps = 0/556 
(0%)

Query  57   
QAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
            Q  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHAL
Sbjct  1    
QTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHAL  60

Query  117  
RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD  176
            RKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ 
E WD
Sbjct  61   
RKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWD  120

Query  177  



AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ 
+T 
Sbjct  121  
TVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITN  180

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K
+TEM  
Sbjct  181  
KFYSSTHRGPSELCGNVFKIEYTRKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYT  240

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
Sbjct  241  
SINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPE  300

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP
Sbjct  301  
QREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEP  360

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNA
Sbjct  361  
TVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNA  420

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA ++
+GT+LL
Sbjct  421  
VMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELL  480

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR 
DL F+
Sbjct  481  
EPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFF  540

Query  597  TNGRSVCLTELKGYQA  612
            TNG SVCL ELKGYQ 
Sbjct  541  TNGLSVCLAELKGYQV  556

>ABC61428.1 tetracycline resistance, partial [uncultured organism]
Length=384



 Score = 774 bits (1999),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI 
TVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNILTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03272.1 tetracycline resistance protein, partial [uncultured 



organism]
Length=384

 Score = 774 bits (1998),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGV 
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVPAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ACY03233.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1998),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKD VQAQTRILFHALRKMNIPTVIFINKI
+QAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDSVQAQTRILFHALRKMNIPTVIFINKINQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS



Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03202.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1998),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRV
+DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVRDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA
+PGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03089.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 774 bits (1998),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAAQRERLLDALTQLADTDP 
LRCEVD
Sbjct  301  



VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPRLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61432.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 774 bits (1998),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEI LEENTDIEAWDAVIENNDKLLEKYIAGEPIS
+EKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIALEENTDIEAWDAVIENNDKLLEKYIAGEPISQEKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD



Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61421.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 774 bits (1998),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VR 
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VRAEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 



TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61452.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 774 bits (1998),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDL+SV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLRSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV 
GLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVAGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380



            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03259.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1997),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGA 
LVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGATLVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADI 
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADITIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03242.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03246.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03255.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1997),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03241.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1997),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPG 
VEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGGVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03218.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1997),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD



Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAAQRERLLDALTQLADTDPLLR 
EVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRREVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03138.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1997),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260



            VREEQRRVQDASLF 
VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFSVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKI 
EMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKIAEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03122.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1997),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR 
DTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRIDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEI LSFLGRVQLEVVSALLS
Sbjct  361  SITHEITLSFLGRVQLEVVSALLS  384

>ACY03235.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1996),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 382/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTT 
TDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTWTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03152.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1996),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 384/384 (100%), Gaps = 
0/384 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK
+NIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKINIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAAQRERLLDALT
+LADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTRLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03166.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 773 bits (1995),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM
+IPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQAGVDLQSV  120

Query  141  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61446.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 773 bits (1995),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKG TRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGITRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03197.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 772 bits (1994),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   



FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKI EMRIPSKGEIVRTDTAYPGEIVI 
PSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKIAEMRIPSKGEIVRTDTAYPGEIVIPPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03188.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 772 bits (1994),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQA



+TRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQARTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03215.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 772 bits (1993),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   



FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE
+GSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGERGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAAQRE 
LLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRELLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03148.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 772 bits (1993),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH D
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHTD  60



Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN 
PTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNTPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03232.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1992),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD



Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGS 
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSTKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03169.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1992),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80



            ESLLYASGAISEPGSVEKGT 
RTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTARTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03038.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1992),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)



Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAI EPGSVEKGTTRTDTMFLERQRG 
TIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAIPEPGSVEKGTTRTDTMFLERQRGNTIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03033.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1992),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 



(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIV EE
+TDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVPEESTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61444.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 771 bits (1992),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 380/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             
+SVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
ARSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61464.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 771 bits (1992),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV
+TDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVQTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQL VVSALLS
Sbjct  361  SITHEIILSFLGRVQLGVVSALLS  384

>ACY03251.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384



 Score = 771 bits (1991),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTV 
LAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVTLAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDP RLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPPRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03244.1 tetracycline resistance protein, partial [uncultured 



organism]
Length=384

 Score = 771 bits (1991),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRT 
TMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTVTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDT ALAGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTAALAGREKLKITEMRIPSKGEIVRTNTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ACY03238.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1991),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS



Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03228.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1991),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL EK 
IAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLSEKCIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03222.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1991),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTR 
DTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRADTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP 
VIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPAVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAG 
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGGEKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  



VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03046.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1991),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFL 
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLVRQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEEN 
DIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENADIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGRE
+LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREELKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT



+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61453.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 771 bits (1991),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/381 (99%), Positives = 381/381 (100%), Gaps = 
0/381 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380



            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSA  401
            SITHEIILSFLGRVQLEVVSA
Sbjct  361  SITHEIILSFLGRVQLEVVSA  381

>ACY03264.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 771 bits (1990),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 383/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW
+RCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWNRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALA REKLKITEMR
+PSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALARREKLKITEMRMPSKGEIVRTDTAYPGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61434.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 771 bits (1990),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGT 
RTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTMRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC 
SVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCSSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV
+TDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVQTDTAYPGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>AMP55651.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=478

 Score = 770 bits (1989),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 361/472 (76%), Positives = 412/472 (87%), Gaps = 0/472 
(0%)

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            EN  +E WD VI + D+LLEKYIAGEP+ +E+L+REE RR+Q  SLFPVY+GSAK  
LGI
Sbjct  1    
ENMGLENWDTVIADCDELLEKYIAGEPMDKEELLREENRRIQSVSLFPVYHGSAKVNLGI  60

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            + L++AVT  FQ    Q S+ LCG+VFKVEY +  QR  YLRLYSGTL LRD
+VALAG+E
Sbjct  61   
RQLIEAVTDTFQSPTGQNSSELCGTVFKVEYANQSQRLAYLRLYSGTLHLRDSVALAGKE  120

Query  288  
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            KLKITEMRIPSKGEIVRT+ A+ GEIVI+P DS+RLNDVLG+   LPR+ W +
+PLP+LR
Sbjct  121  
KLKITEMRIPSKGEIVRTEIAHAGEIVIVPCDSLRLNDVLGNKLLLPRETWSDNPLPLLR  180

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            TTIAP+   QRERLL+ALT++ADTDPLLR EVD++THEIILSFLGRVQLE++S LL 
EKY
Sbjct  181  
TTIAPEKPEQRERLLNALTEIADTDPLLRYEVDAVTHEIILSFLGRVQLEIISDLLVEKY  240

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +L T  KEP+VIYMERPLKA SHTIHIEVPPNPFWASIGLSVTPL LG+GVQYES
+VS+G
Sbjct  241  



QLNTTAKEPTVIYMERPLKAVSHTIHIEVPPNPFWASIGLSVTPLPLGTGVQYESKVSVG  300

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            YLNQSFQNAV DGIRYGLEQG++GW 
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ 
Sbjct  301  
YLNQSFQNAVLDGIRYGLEQGVYGWKVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQV  360

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++GTQLLEPYLSF LYAPQEYLSRAYHDAPKYCA+IET QVK  EV
+FTGEIPARC+Q
Sbjct  361  
LKKAGTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCASIETTQVKNSEVIFTGEIPARCVQ  420

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
             YR DL FYTNGRSVCLTELKGYQ A G+PV QPRRPN+R+DKVRHMF K++
Sbjct  421  EYRNDLTFYTNGRSVCLTELKGYQIASGEPVFQPRRPNTRIDKVRHMFNKIL  
472

>ACY03267.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 770 bits (1989),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDT 
GHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTLGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN 
KLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNGKLLEKYIAGEPISREKL  180

Query  201  



VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03128.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 770 bits (1989),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMD 
VTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDVVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK E VRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKEEFVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03023.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 770 bits (1989),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 379/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL



Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
VREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03203.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 769 bits (1987),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLE 
QRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLEWQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200



            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDRTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03214.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 769 bits (1986),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 379/384 (99%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQS RDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEKYIA 
EPISRE+L
Sbjct  121  
VQSARDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAREPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03035.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 769 bits (1986),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 378/384 (98%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   



FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR PSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRTPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03070.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=391

 Score = 769 bits (1985),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 381/391 (97%), Positives = 384/391 (98%), Gaps = 7/391 
(2%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLA+LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIF



+NKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAILDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFVNKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT-------
DTAYPGEI  313
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT       
DTAYPGEI
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEDTAYPGEI  300

Query  314  
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDP  373
            VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDP
Sbjct  301  
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDP  360

Query  374  LLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            LLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  361  LLRCEVDSITHEIILSFLGRVQLEVVSALLS  391

>ACY03041.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 769 bits (1985),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 379/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   



FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTR 
LFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRTLFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPI 
REKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIGREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAA+RERLLDALTQLADT 
PLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAARRERLLDALTQLADTGPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03040.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 769 bits (1985),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60



Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY D
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYAD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61439.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 769 bits (1985),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 379/381 (99%), Positives = 380/381 (99%), Gaps = 0/381 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    



ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSA  401
            SITHEIILSFLGRVQLEVVSA
Sbjct  361  SITHEIILSFLGRVQLEVVSA  381

>ACY03126.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 768 bits (1984),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 378/384 (98%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03067.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 768 bits (1984),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 378/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+L EKYI 
GEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELSEKYITGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61431.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 768 bits (1984),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 379/381 (99%), Positives = 380/381 (99%), Gaps = 0/381 
(0%)



Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWRE PLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREGPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSA  401
            SITHEIILSFLGRVQLEVVSA
Sbjct  361  SITHEIILSFLGRVQLEVVSA  381

>ABC61442.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 768 bits (1983),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 379/384 (99%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)



Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM LERQRGITIQAAVTSFQW 
RCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWRRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLP LRT
+IAPKTAAQRERLLDALTQLADTDPLLRCE D
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPTLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEAD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61399.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 768 bits (1982),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 380/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 



(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVL ENTDIEAWDAVIENNDKLLEKYIA  
PISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLGENTDIEAWDAVIENNDKLLEKYIARGPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61430.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 768 bits (1982),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 379/381 (99%), Positives = 380/381 (99%), Gaps = 0/381 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV
+TDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVQTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSA  401
            SITHEIILSFLGRVQLEVVSA
Sbjct  361  SITHEIILSFLGRVQLEVVSA  381

>ACY03127.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03129.1 tetracycline resistance protein, partial [uncultured 
organism]



 ACY03164.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 767 bits (1980),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 377/384 (98%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ACY03083.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 767 bits (1980),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 377/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGS
+EKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSIEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEKYI 
GEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYITGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ
+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAAQRERLLDALTQLADTDPL 
RCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLSRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404



            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61433.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 767 bits (1980),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 379/384 (99%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLER
+RGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERRRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDG 
ILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGTILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV
+TDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVQTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TR 
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRPPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03226.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 766 bits (1978),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 378/384 (98%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  



VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03130.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 766 bits (1978),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 378/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGI 
IQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGIAIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLM 
AVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMGAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI 
PSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIPPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPML+T+IAPKTAAQRERLLDALTQLA



+TDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLQTSIAPKTAAQRERLLDALTQLANTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03117.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 766 bits (1978),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 377/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR 
DTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRIDTAYPGEIVILPSDS  300

Query  321  



VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03257.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 765 bits (1976),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 379/384 (99%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQA 
VDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQADVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTV LSPEIVLEE
+TDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVPLSPEIVLEEDTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03190.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 765 bits (1976),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS



Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03055.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 764 bits (1974),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRD+LSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEK
+IAGEPISREKL
Sbjct  121  
VQSVRDRLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKFIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320



            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03240.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 764 bits (1973),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            +QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
IQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RV+DASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVRDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03136.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 764 bits (1973),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVY 
SLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYHSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  



AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR 
DTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRIDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03123.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 764 bits (1973),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPV++GSAK 



GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVHHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEV 
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVG  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03146.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 764 bits (1972),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 382/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  



VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLG+PTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGNPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03078.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 764 bits (1972),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQGS
+ALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSSALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03072.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 764 bits (1972),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FL 
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLGEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQ+VSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL



Sbjct  121  
VQSVRDKLSADIIIKQSVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03029.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 764 bits (1972),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIV 
TPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVGTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200



            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03025.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 763 bits (1971),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS 
QWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSSQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>APO32512.1 EF-G: translation elongation factor [uncultured 
bacterium]
Length=476

 Score = 763 bits (1970),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 358/468 (76%), Positives = 409/468 (87%), Gaps = 0/468 
(0%)

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +E WD VI + D+LLEKYIAGEP+ +E+L+REE RR+Q  SLFPVY+GSAK  LGI
+ L+
Sbjct  3    
LENWDTVIADCDELLEKYIAGEPMDKEELLREENRRIQSVSLFPVYHGSAKVNLGIRQLI  62

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            +AVT  FQ    Q S+ LCG+VFKVEY +  QR  YLRLYSGTL LRD+VALAG
+EKLKI
Sbjct  63   



EAVTDTFQSPTGQNSSELCGTVFKVEYANQSQRLAYLRLYSGTLHLRDSVALAGKEKLKI  122

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            TEMRIPSKGEIVRT+ A+ GEIVI+P DS+RLNDVLG+   LPR+ W ++PLP
+LRTTIA
Sbjct  123  
TEMRIPSKGEIVRTEIAHAGEIVIVPCDSLRLNDVLGNKLLLPRETWSDNPLPLLRTTIA  182

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+   QRERLL+ALT++ADTDPLLR EVD++THEIILSFLGRVQLE++S LL EKY
+L T
Sbjct  183  
PEKPEQRERLLNALTEIADTDPLLRYEVDAVTHEIILSFLGRVQLEIISDLLVEKYQLNT  242

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              KEP+VIYMERPLKA SHTIHIEVPPNPFWASIGLSVTPL LG+GVQYES+VS
+GYLNQ
Sbjct  243  
TAKEPTVIYMERPLKAVSHTIHIEVPPNPFWASIGLSVTPLPLGTGVQYESKVSVGYLNQ  302

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV DGIRYGLEQG++GW VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ 
LK++
Sbjct  303  
SFQNAVLDGIRYGLEQGVYGWKVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQVLKKA  362

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GTQLLEPYLSF LYAPQEYLSRAYHDAPKYCA+IET QVK  EV+FTGEIPARC+Q 
YR 
Sbjct  363  
GTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCASIETTQVKNSEVIFTGEIPARCVQEYRN  422

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
             L FYTNGRSVCLTELKGYQ A G+PV QPRRPN+R+DKVRHMF K++
Sbjct  423  YLTFYTNGRSVCLTELKGYQIASGEPVFQPRRPNTRIDKVRHMFNKIL  470

>ACY03042.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 763 bits (1970),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTL 
LRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLCLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61429.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 763 bits (1970),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/381 (99%), Positives = 379/381 (99%), Gaps = 0/381 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80



            ESLLYASGAISEPGSVEKGTTRTDTMFLERQ 
GITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQHGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINK
+DQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKVDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAAQRERLLDA 
TQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDAPTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSA  401
            SITHEIILSFLGRV+LEVVSA
Sbjct  361  SITHEIILSFLGRVRLEVVSA  381

>AAO16480.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=437

 Score = 763 bits (1970),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 369/437 (84%), Positives = 397/437 (91%), Gaps = 0/437 
(0%)



Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR+LFHALRK+ IPT+IFINKIDQ 
G+D
Sbjct  1    
GHMDFLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLXIPTIIFINKIDQVGID  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L+SV  SVRDKLSADIIIKQTVSLS +I L ENT  E WD+VIENND+LL 
KYIAGE IS
Sbjct  61   
LESVYXSVRDKLSADIIIKQTVSLSSKITLTENTSAEVWDSVIENNDELLAKYIAGESIS  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
            +++L +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV GLFQ   EQGSAALCG 
VFKV
Sbjct  121  
QKELAQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQSTKEQGSAALCGRVFKV  180

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EYTDCGQR VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVIL
Sbjct  181  
EYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVIL  240

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            PSDS+RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ
+ADTDPLL 
Sbjct  241  
PSDSLRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLH  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
             EVDS THEIILSFLGR+QLEVVSALL+EKYK+ET VKEP+VIY+ERPLK 
ASHTIHIEV
Sbjct  301  
YEVDSTTHEIILSFLGRMQLEVVSALLTEKYKIETAVKEPTVIYLERPLKVASHTIHIEV  360

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWASIGLSVTPL LGSGV+YESRVSLGYLNQSFQNAV DGIRYGL QGL 
GWNVTD
Sbjct  361  
PPNPFWASIGLSVTPLPLGSGVKYESRVSLGYLNQSFQNAVMDGIRYGLGQGLCGWNVTD  420

Query  497  CKICFEYGLYYSPVSTP  513
            CKICFEYGLYYSP STP
Sbjct  421  CKICFEYGLYYSPASTP  437



>APO35565.1 EF-G: translation elongation factor [uncultured 
bacterium]
Length=476

 Score = 763 bits (1969),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 357/468 (76%), Positives = 409/468 (87%), Gaps = 0/468 
(0%)

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +E WD VI + D+LLEKYIAGEP+ +E+L+REE RR+Q  SLFPVY+GSAK  LGI
+ L+
Sbjct  3    
LENWDTVIADCDELLEKYIAGEPMDKEELLREENRRIQSVSLFPVYHGSAKVNLGIRQLI  62

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            +AVT  FQ    Q S+ LCG+VFKVEY +  QR  YLRLYSGTL LRD+VALAG
+EKLKI
Sbjct  63   
EAVTDTFQSPTGQNSSELCGTVFKVEYANQSQRLAYLRLYSGTLHLRDSVALAGKEKLKI  122

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            TEMRIPSKGEIVRT+ A+ GEIVI+P DS+RLNDVLG+   LPR+ W ++PLP
+LRT IA
Sbjct  123  
TEMRIPSKGEIVRTEIAHAGEIVIVPCDSLRLNDVLGNKLLLPRETWSDNPLPLLRTAIA  182

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+   QRERLL+ALT++ADTDPLLR EVD++THEIILSFLGRVQLE++S LL EKY
+L T
Sbjct  183  
PEKPEQRERLLNALTEIADTDPLLRYEVDAVTHEIILSFLGRVQLEIISDLLVEKYQLNT  242

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              KEP+VIYMERPLKA SHTIHIEVPPNPFWASIGLSVTPL LG+GVQYES+VS
+GYLNQ
Sbjct  243  
TAKEPTVIYMERPLKAVSHTIHIEVPPNPFWASIGLSVTPLPLGTGVQYESKVSVGYLNQ  302

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV DGIRYGLEQG++GW VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ 
LK++
Sbjct  303  
SFQNAVLDGIRYGLEQGVYGWKVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQVLKKA  362

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591



            GTQLLEPYLSF LYAPQEYLSRAYHDAPKYCA+IET QVK  EV+FTGEIPARC++ 
YR 
Sbjct  363  
GTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCASIETTQVKNSEVIFTGEIPARCVREYRN  422

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            DL FYTNGRSVCLTELKGYQ A G+PV QPRRPN+R+DKVRHMF K++
Sbjct  423  DLTFYTNGRSVCLTELKGYQIASGEPVFQPRRPNTRIDKVRHMFNKIL  470

>ACY03061.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 763 bits (1969),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CG++RVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR 
DTAYPGEIVILPSDS
Sbjct  241  
CGRQRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRIDTAYPGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03223.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 762 bits (1968),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT 
IFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTAIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRV LEVVSALLS
Sbjct  361  SITHEIILSFLGRVLLEVVSALLS  384

>ABC61449.1 tetracycline resistance, partial [uncultured organism]
 ABC61454.1 tetracycline resistance, partial [uncultured organism]
 ABC61466.1 tetracycline resistance, partial [uncultured organism]
 ACY03031.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03032.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03060.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03068.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03081.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03092.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03095.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03099.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03155.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03162.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03183.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03193.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03199.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03236.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03248.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03253.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03260.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03262.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384



 Score = 762 bits (1968),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03178.1 tetracycline resistance protein, partial [uncultured 



organism]
Length=384

 Score = 762 bits (1967),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPKTAAQRERLLDALTQLAD 
DPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADADPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRV+LEVVSALLS
Sbjct  361  SITHEIILSFLGRVRLEVVSALLS  384



>ACY03071.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 762 bits (1967),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FL 
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLGEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV 
LPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVTLPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGR QLEVVSALLS



Sbjct  361  SITHEIILSFLGRAQLEVVSALLS  384

>ACY03069.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 762 bits (1967),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINK
+DQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKVDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03211.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1966),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG A
+LCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGASLCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  



VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>EMG24351.1 Tetracycline resistance protein tetS [Streptococcus 
parauberis 
KRS-02083]
Length=563

 Score = 761 bits (1966),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 362/561 (65%), Positives = 448/561 (80%), Gaps = 2/561 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHALRKMNIP + FINKIDQ G
++L 
Sbjct  1    
MDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMNIPIIFFINKIDQNGINLP  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
             V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND LLEKY  G+ 
++  
Sbjct  61   
DVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEKYTIGKTLNIA  120

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSVFKVE  257
            +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  LF P  +  S  LCG
+VFKVE
Sbjct  121  ELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSDKLCGNVFKVE  179

Query  258  
YTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILP  317
            Y+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     GE+ + D A PGEI
+IL 
Sbjct  180  
YSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSINGELRQIDKAEPGEIIILK  239

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL +++D
+DPLL+ 
Sbjct  240  
NELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDSDPLLQY  299

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437



             VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK +  TI 
IEVP
Sbjct  300  
YVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFTIDIEVP  359

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGLSVTPL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GW 
+TDC
Sbjct  360  
PNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYGWKLTDC  419

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT+LLEPYLSF +Y 
PQEYLSRAY+D
Sbjct  420  
KICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPYLSFEIYVPQEYLSRAYND  479

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            A KYCA I   ++K +EV+  GEIPARCIQ YR  L F+TNGRSVCLTELKGYQ    
+ 
Sbjct  480  
ASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNGRSVCLTELKGYQVTNIKS  539

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
              QPRRPN+R+DKVRHMF K+
Sbjct  540  AFQPRRPNNRIDKVRHMFNKI  560

>ACY03150.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1965),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRV+LRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVHLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03103.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1965),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   



FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG AALCGSVF
+VEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFRVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03084.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1965),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN



+IDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINRIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03079.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1965),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 381/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   



FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA 
RKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAPRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN+D
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENDDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03062.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1965),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 380/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60



Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAE 
YRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQS+
Sbjct  61   
FLAEAYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSM  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRD+LSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDELSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR 
DTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRIDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGR+QLEVVSALLS
Sbjct  361  SITHEIILSFLGRMQLEVVSALLS  384

>ABC61440.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 761 bits (1965),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAE
+YRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAELYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03186.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWREDPLPMLRT 
IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTAIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03181.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKL+ITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLEITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03160.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)



Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE D
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEAD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03140.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAG 
DLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGADLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03124.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384



 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG A 
LCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGATLCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03101.1 tetracycline resistance protein, partial [uncultured 
organism]



Length=384

 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQ 
RILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQARILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ACY03097.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQT SLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTASLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ABC61460.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTD AY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDAAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS



Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61459.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 761 bits (1964),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404



            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03270.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEKYIAGE 
ISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGESISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03217.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQT 
ILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTHILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD



Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03205.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKID
+AGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDRAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380



            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03196.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILP DS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPGDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03173.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLE 
YIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEMYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03147.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTL LRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 



GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03105.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSAD IIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADTIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03091.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHM+
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMN  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03065.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03075.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03080.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03133.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT+TAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTETAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03063.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND



+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG AALCGSV 
KVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVSKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITH IILSFLGRVQLEVVSALLS
Sbjct  361  SITHGIILSFLGRVQLEVVSALLS  384

>ACY03037.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRED 
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDSLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61424.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 760 bits (1963),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGA 
SEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGATSEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>AMP51880.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=538

 Score = 760 bits (1962),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 357/538 (66%), Positives = 445/538 (83%), Gaps = 0/538 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEP
Sbjct  481  
VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEP  538

>ACY03227.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384



 Score = 760 bits (1962),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTVFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRD 
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDMVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VR NDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRSNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03179.1 tetracycline resistance protein, partial [uncultured 



organism]
Length=384

 Score = 760 bits (1962),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV+ENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVVENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG AALCGS 
FKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSAFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S+THEIILSFLGRVQLEVVSALLS
Sbjct  361  SVTHEIILSFLGRVQLEVVSALLS  384



>ACY03135.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 760 bits (1962),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVIS 
KDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISVKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY GSAK GLGIQPLMDAVTGLFQPIGEQGSAAL 
GSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYRGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALGGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS



Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03154.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 759 bits (1961),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALA REKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAEREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61467.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 759 bits (1961),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD VIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDVVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLN+VLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNNVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61376.1 tetracycline resistance, partial [uncultured organism]
 ABC61377.1 tetracycline resistance, partial [uncultured organism]
 ABC61378.1 tetracycline resistance, partial [uncultured organism]
 ABC61379.1 tetracycline resistance, partial [uncultured organism]
 ABC61380.1 tetracycline resistance, partial [uncultured organism]
 ABC61382.1 tetracycline resistance, partial [uncultured organism]
 ABC61385.1 tetracycline resistance, partial [uncultured organism]
 ABC61387.1 tetracycline resistance, partial [uncultured organism]
 ABC61389.1 tetracycline resistance, partial [uncultured organism]
 ABC61392.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 759 bits (1961),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 



GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03263.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 759 bits (1960),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG IVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGGIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03254.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 759 bits (1960),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFL 
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLGRQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03185.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 759 bits (1960),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK  LGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD



Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNDLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03098.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03106.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 759 bits (1960),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW AVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWGAVIENNDELLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61397.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 759 bits (1960),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIG QG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGGQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>WP_050273534.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus pneumoniae]
 CJC71557.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=562

 Score = 759 bits (1959),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 361/549 (66%), Positives = 438/549 (80%), Gaps = 0/549 
(0%)

Query  90   
AVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
            +VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLS
Sbjct  13   
SVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLS  72

Query  150  
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            A+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R  
Sbjct  73   
AEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFH  132

Query  210  



DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLR  269
            + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  
Y+R
Sbjct  133  
NCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGKVFKIEYSEKRQRLAYIR  192

Query  270  
LYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD  329
            LYSG L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD
Sbjct  193  
LYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGD  252

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
               LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS T
+EIILS
Sbjct  253  
TKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATNEIILS  312

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
            FLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV
Sbjct  313  
FLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSV  372

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
              L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSP
Sbjct  373  
AQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSP  432

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            VSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   
Q
Sbjct  433  
VSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQ  492

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNSR+D
Sbjct  493  
LKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRID  552

Query  630  KVRHMFQKV  638
            KVR+MF K+
Sbjct  553  KVRYMFNKI  561

>ACY03266.1 tetracycline resistance protein, partial [uncultured 



organism]
Length=384

 Score = 759 bits (1959),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVAL GREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALTGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE D
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEAD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ACY03261.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 759 bits (1959),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEKYIAGEPIS 
EKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISWEKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDP RLPRKRWREDPLPMLRT 
IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPPRLPRKRWREDPLPMLRTPIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSF GRVQLEVVSALLS



Sbjct  361  SITHEIILSFFGRVQLEVVSALLS  384

>ACY03250.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 759 bits (1959),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLM+AVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMNAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTD AY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDNAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03210.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 759 bits (1959),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 376/384 (98%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RW + PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  



VGLNDVLGDDTRLPRERWSDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61450.1 tetracycline resistance, partial [uncultured organism]
 ABC61451.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 759 bits (1959),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/374 (99%), Positives = 374/374 (100%), Gaps = 
0/374 (0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT



+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRV  394
            SITHEIILSFLGRV
Sbjct  361  SITHEIILSFLGRV  374

>ABC61458.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 759 bits (1959),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380



            VRLNDVLGD TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL 
CEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLCCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03195.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1958),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYL LYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLWLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03174.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1958),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLG VQLEVVSALLS
Sbjct  361  SITHEIILSFLGWVQLEVVSALLS  384

>ACY03171.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1958),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKI EMRIPSKGEIVRTDTAY 



GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKIAEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD 
LTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDTLTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03151.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1958),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+L 
EKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELSEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDV GD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVSGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03120.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1958),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILV
+SAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVVSAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLG+QPLMDAVTGLFQPIG QG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGVQPLMDAVTGLFQPIGGQGGAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03047.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1958),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD



Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD T 
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTWLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03028.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1958),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 375/384 (98%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVS SPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSPSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260



             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>CAR48430.1 tetracycline resistance protein Tet(M), partial 
[Enterococcus 
faecalis]
Length=547

 Score = 758 bits (1958),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 360/544 (66%), Positives = 438/544 (81%), Gaps = 0/544 
(0%)

Query  54   
ITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            ITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILF
Sbjct  4    
ITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILF  63

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE  173
            HALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   
T+ E
Sbjct  64   
HALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESE  123

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             WD VIE ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  
L++ 
Sbjct  124  
QWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEV  183



Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK
+K+TE
Sbjct  184  
ITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTE  243

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            M     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT
+ P 
Sbjct  244  
MYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPS  303

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY 
+E  +
Sbjct  304  
KPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEL  363

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSF
Sbjct  364  
KEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSF  423

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK
++GT
Sbjct  424  
QNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGT  483

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ 
YR+DL
Sbjct  484  
ELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDL  543

Query  594  AFYT  597
             F+T
Sbjct  544  TFFT  547

>ACY03208.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1957),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 374/384 (97%), Positives = 379/384 (99%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRIL 
HALRKMNIPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILSHALRKMNIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03159.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384



 Score = 758 bits (1957),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDT 
GHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTLGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFP Y+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPAYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03104.1 tetracycline resistance protein, partial [uncultured 
organism]



Length=384

 Score = 758 bits (1957),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAIL 
ISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILAISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLF VY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFLVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ABC61381.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 758 bits (1957),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA IENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAAIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ACY03077.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1956),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRG 
TIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGTTIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD 
QSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDSQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM IPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMCIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS



Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03050.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 758 bits (1956),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTD 
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDAMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWREDPLPMLRTTIAPKTAAQRERL+DALTQLADTDPLL 
CEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLMDALTQLADTDPLLHCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61383.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 758 bits (1956),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI
+KIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIDKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61390.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 758 bits (1956),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLP KRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  



VRLNDVLGDQTRLPSKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>AAP21776.1 putative ribosomal protection protein, partial 
[uncultured bacterium]
Length=438

 Score = 758 bits (1956),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 368/432 (85%), Positives = 400/432 (93%), Gaps = 0/432 
(0%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            LAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM LERQRGITIQ 
AVTSFQW   
Sbjct  2    
LAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAVTSFQWEDV  61

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN
Sbjct  62   
KVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  121

Query  129  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK  188
            
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK
Sbjct  122  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK  181

Query  189  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA
Sbjct  182  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  241

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
            
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA
Sbjct  242  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  301

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            YPGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   QRE LL



+AL ++
Sbjct  302  
YPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREALLNALAEI  361

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   +KEPSVIY
+ERPL+ A
Sbjct  362  
ADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIYLERPLRKA  421

Query  429  SHTIHIEVPPNP  440
             +TIH+EVPPNP
Sbjct  422  EYTIHVEVPPNP  433

>ACY03268.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 757 bits (1955),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP 
VIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPIVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPI EQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIREQGGAALCGSVFKVEYTD  240

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03107.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 757 bits (1955),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTVFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRD VALAGREKLKITEMRIPSK 
EIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDMVALAGREKLKITEMRIPSKKEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VR NDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRSNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03192.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 757 bits (1954),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS 
QWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSLQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAG
+DLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGLDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD



Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03144.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 757 bits (1954),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260



             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVE TD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVESTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPS S
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSGS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03057.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 757 bits (1954),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD 
QSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDSQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLS EIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSSEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGRE+LKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGRERLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61388.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 757 bits (1954),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI NND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIGNNDELLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03225.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 756 bits (1953),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP VIFINKIDQAGVD 
+SV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPAVIFINKIDQAGVDSRSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL



Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03043.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 756 bits (1953),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV 
SFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVPSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200



            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWREDPLPMLRTTIAPKTAAQRERLL 
ALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLGALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03219.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 756 bits (1952),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR 
KVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRRKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQARLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61426.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 756 bits (1952),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLER 
RGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERLRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDA LFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDAFLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHE+ILSFLGRVQLEVVSALLS
Sbjct  361  SITHEVILSFLGRVQLEVVSALLS  384

>ABC61375.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 756 bits (1952),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   



FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREK KITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKPKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61391.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 756 bits (1951),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV



Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE PLPMLRTT+APKTAAQRERLLDALTQLADT 
PLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTVAPKTAAQRERLLDALTQLADTGPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03194.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 755 bits (1950),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 371/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRG
+TIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGVTIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140



            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT 
IFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTAIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIG+QG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGKQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY G
+IVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGKIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPL 
RCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLSRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03051.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 755 bits (1950),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60



Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAK 
GVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKGGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITH IILSFLGRVQLEVVSALLS
Sbjct  361  SITHGIILSFLGRVQLEVVSALLS  384

>ACY03247.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 754 bits (1948),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 371/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    



ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+IPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQTGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61384.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 754 bits (1948),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ 
HRCKVNIVDTPGHMD



Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQRHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61448.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 754 bits (1948),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 374/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRT 



TMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTGTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG AAL 
GSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALRGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03189.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 754 bits (1947),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 373/384 (97%), Positives = 376/384 (98%), Gaps = 0/384 
(0%)

Query  21   



ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIF 
NKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFTNKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEE+TDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEESTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYRGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPS S
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSGS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03153.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 754 bits (1947),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 371/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)



Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+IPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQTGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADI+IKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIVIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61386.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 754 bits (1947),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 372/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 



(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGA
+SEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAVSEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI 
TVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIFTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPS+S
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSNS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03256.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 754 bits (1946),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 373/384 (97%), Positives = 376/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEKY 
AGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYTAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG AALC 
SVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCDSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKR 
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRRREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03249.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384



 Score = 753 bits (1944),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 371/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+IPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQTGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03191.1 tetracycline resistance protein, partial [uncultured 



organism]
Length=384

 Score = 753 bits (1944),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 372/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+G+AK GLGIQPLMDAVTGLFQPIGE+  
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGNAKNGLGIQPLMDAVTGLFQPIGEREGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRL DVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLKDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384



>ACY03074.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 753 bits (1944),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 372/384 (97%), Positives = 376/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            F AEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKI 
QAGVDLQSV
Sbjct  61   
FSAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIVQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA IENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAAIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRL+DVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLDDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS



Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03132.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 752 bits (1942),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 370/384 (96%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61441.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 751 bits (1940),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 371/381 (97%), Positives = 374/381 (98%), Gaps = 0/381 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FL 
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLVEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTD 
LLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDLLLRCEVD  360



Query  381  SITHEIILSFLGRVQLEVVSA  401
            SITHEIILSFLGRVQLEVVSA
Sbjct  361  SITHEIILSFLGRVQLEVVSA  381

>ABC61413.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 751 bits (1939),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 371/384 (97%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  



VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03113.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 751 bits (1938),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 372/384 (97%), Positives = 376/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW 
RCKVNIVDTPG MD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWRRCKVNIVDTPGRMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEKYIAGEPIS 
EKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISWEKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYT+
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTN  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 



TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03187.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 750 bits (1937),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 371/384 (97%), Positives = 377/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL 
KMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALWKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            V+SVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VRSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR VYLRLYSGTLRLRDTVA AGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRLVYLRLYSGTLRLRDTVAPAGREKLKITEMRIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  



VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT+IAPK 
AAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKPAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>AHF25349.1 tetracycline resistance [uncultured bacterium 
Contig1625]
Length=390

 Score = 750 bits (1937),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 370/390 (95%), Positives = 377/390 (97%), Gaps = 0/390 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQ GVDLQ V QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIE
Sbjct  121  
IPTVIFINKIDQVGVDLQGVYQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NNDKLLEKYIAGEPISRE+L REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREELAREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RWR+ 
PLPMLRTTIAPKTAAQRER
Sbjct  301  
EIVRTDTAHKGEIVILPSDSVGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRER  360

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSF  390
            LLDALTQ+ADTDPLLR EVDSITHEIILSF
Sbjct  361  LLDALTQIADTDPLLRYEVDSITHEIILSF  390

>ACY03157.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 749 bits (1933),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 370/384 (96%), Positives = 375/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR 
KVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRSKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPL+DAVTGLFQPIGEQG 
AALCGSVFKVEY D
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLVDAVTGLFQPIGEQGGAALCGSVFKVEYAD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE VRT+TAY 
GEIVILPSDS



Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEFVRTETAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIIL FLGRVQLEVVSALLS
Sbjct  361  SITHEIILPFLGRVQLEVVSALLS  384

>ABC61463.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 748 bits (1932),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 369/384 (96%), Positives = 378/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN+
+LLEKYIAGEPISRE+L
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNNELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 



GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VRLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>OQM49056.1 tetracycline resistance protein tetM [Bifidobacterium 
breve]
Length=542

 Score = 748 bits (1930),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 351/531 (66%), Positives = 437/531 (82%), Gaps = 0/531 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GIL HVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILGHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK+S
Sbjct  481  VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKS  531

>ACY03022.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 748 bits (1930),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 370/384 (96%), Positives = 375/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGS 
EKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSAEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI NND+LLEKYIAGEPIS 
E+L
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIGNNDELLEKYIAGEPISWEEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFL RVQ+EVVSALLS
Sbjct  361  SITHEIILSFLDRVQVEVVSALLS  384

>ACY03073.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 747 bits (1929),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 372/384 (97%), Positives = 375/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM 
IPTVIFINKIDQAGVDLQSV



Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMYIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG AAL 
GSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALRGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRD VALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDKVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD T 
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTWLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61445.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 747 bits (1929),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 368/372 (99%), Positives = 370/372 (99%), Gaps = 0/372 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGA



+LVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAVLVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA 
DAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEARDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLG  392
            SITHEIILSFLG
Sbjct  361  SITHEIILSFLG  372

>WP_095296275.1 tetracycline resistance ribosomal protection 
protein, partial 
[Staphylococcus aureus]
 PAG66137.1 tetracycline resistance protein tetM, partial (plasmid) 
[Staphylococcus 
aureus]
Length=532

 Score = 744 bits (1921),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 358/532 (67%), Positives = 431/532 (81%), Gaps = 0/532 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +



Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  
532



            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++G
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAG  
532

>ACY03182.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 744 bits (1921),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 368/384 (96%), Positives = 375/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+  LPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  



VGLNDVLGDNTRLPRERWRDASLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>WP_085811604.1 GTP-binding protein, partial [Enterococcus faecium]
Length=533

 Score = 743 bits (1919),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 359/533 (67%), Positives = 428/533 (80%), Gaps = 0/533 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 



Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  
533
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGT  
533

>ACY03184.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 743 bits (1917),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 367/384 (96%), Positives = 374/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPG VEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGGVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMNIPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFYALRKMNIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEI+LEENT IEAWDAVIENND 
LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIILEENTGIEAWDAVIENNDGLLEKYIAGEPISREEL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQ ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQAASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTL 
LRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLCLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03082.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 741 bits (1913),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/384 (95%), Positives = 373/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKY
+AGEPISREKL
Sbjct  121  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYVAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG
+VFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGNVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
VRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ABC61427.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 741 bits (1913),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 366/384 (95%), Positives = 375/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQ 
RILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQIRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L



Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            C QR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHE+ILSFLGRVQLEVVSALLS
Sbjct  361  SITHEVILSFLGRVQLEVVSALLS  384

>ACY03058.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03118.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03119.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03125.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03141.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03145.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03176.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 740 bits (1910),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/384 (95%), Positives = 373/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD



Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>WP_085842501.1 GTP-binding protein, partial [Enterococcus faecium]
Length=531

 Score = 739 bits (1909),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 357/531 (67%), Positives = 426/531 (80%), Gaps = 0/531 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531



            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKA  531

>ABC61409.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 739 bits (1907),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 366/384 (95%), Positives = 373/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>WP_085852053.1 GTP-binding protein, partial [Enterococcus faecium]
Length=529

 Score = 738 bits (1906),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 357/529 (67%), Positives = 424/529 (80%), Gaps = 0/529 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  529

>ACY03066.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 738 bits (1906),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 363/384 (95%), Positives = 372/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL 
EKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLFEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD



Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ACY03064.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 738 bits (1906),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 363/384 (95%), Positives = 373/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260



            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLL+ALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLNALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ACY03142.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 738 bits (1905),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/384 (95%), Positives = 375/384 (98%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGA+LVISAKDGVQAQTRILFHALRKM
+IPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAVLVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN+
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNNELLEKYIAGEPISREEL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHMGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VRLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03175.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 738 bits (1904),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 363/384 (95%), Positives = 373/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALT++ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTRIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ACY03121.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 738 bits (1904),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 363/384 (95%), Positives = 372/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLK TEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKTTEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ABC61416.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 737 bits (1903),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 365/384 (95%), Positives = 373/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200



             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRE+LLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQREQLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61425.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 737 bits (1903),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 365/384 (95%), Positives = 373/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  



VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRL+DTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLQDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61462.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 737 bits (1903),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 365/384 (95%), Positives = 372/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLA LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAALDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>OUK46079.1 tetracycline resistance ribosomal protection protein 
[Enterococcus 
faecium]
Length=673

 Score = 737 bits (1902),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 356/537 (66%), Positives = 432/537 (80%), Gaps = 0/537 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINI  L H+DAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIEGLDHIDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+L 
E
Sbjct  481  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELYE  537

>WP_085815752.1 GTP-binding protein, partial [Enterococcus faecium]



Length=528

 Score = 737 bits (1902),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 356/528 (67%), Positives = 423/528 (80%), Gaps = 0/528 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  



LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ L
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVL  528

>ACY03271.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=385

 Score = 737 bits (1902),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 370/385 (96%), Positives = 374/385 (97%), Gaps = 1/385 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGDP  LPRKR  E PLPMLR  ++PK+AAQRER
+LDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDPPWLPRKRRCESPLPMLRPWVSPKSAAQRERVLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFL-GRVQLEVVSALLS  404
            SIT   ILSFL GRVQLEVVSALLS
Sbjct  361  SITQVSILSFLPGRVQLEVVSALLS  385

>ABC61402.1 tetracycline resistance, partial [uncultured organism]
 ABC61403.1 tetracycline resistance, partial [uncultured organism]
 ABC61404.1 tetracycline resistance, partial [uncultured organism]
 ABC61406.1 tetracycline resistance, partial [uncultured organism]
 ABC61411.1 tetracycline resistance, partial [uncultured organism]
 ABC61418.1 tetracycline resistance, partial [uncultured organism]
 ABC61419.1 tetracycline resistance, partial [uncultured organism]
 ACY03163.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 736 bits (1900),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 365/384 (95%), Positives = 372/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  



VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03221.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 736 bits (1899),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 362/384 (94%), Positives = 372/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LL 
KYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLAKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ACY03170.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 736 bits (1899),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 362/384 (94%), Positives = 371/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPI 
REKL



Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIGREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTL LRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ABC61412.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 736 bits (1899),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/384 (95%), Positives = 374/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM
+IPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND



+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY+GSAKKGLGIQPLMDAVTGLFQPIGEQGS 
ALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSDALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>APO27858.1 ferrous iron transport protein B [uncultured bacterium]
Length=524

 Score = 735 bits (1898),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 345/524 (66%), Positives = 430/524 (82%), Gaps = 0/524 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+T IA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTAIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  421  
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVL
Sbjct  481  VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVL  524

>ACY03116.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 735 bits (1898),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 363/384 (95%), Positives = 372/384 (97%), Gaps = 0/384 
(0%)



Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
             GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
RGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ABC61415.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 735 bits (1897),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/384 (95%), Positives = 371/384 (97%), Gaps = 0/384 
(0%)



Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSAD IIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADTIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>WP_050273543.1 GTP-binding protein, partial [Streptococcus 
pneumoniae]
Length=529

 Score = 734 bits (1896),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 356/529 (67%), Positives = 423/529 (80%), Gaps = 0/529 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS T+EIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATNEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  529

>ABC61414.1 tetracycline resistance, partial [uncultured organism]
Length=383

 Score = 734 bits (1896),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/383 (95%), Positives = 371/383 (97%), Gaps = 0/383 
(0%)

Query  22   
SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF  81
            SLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF
Sbjct  1    
SLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF  60

Query  82   
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVV  141
            LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V 
Sbjct  61   
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGVY  120

Query  142  
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLV  201
            QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L 
Sbjct  121  
QSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREELA  180

Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC  261
            REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC
Sbjct  181  
REEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC  240

Query  262  
GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSV  321
            GQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDSV
Sbjct  241  
GQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDSV  300

Query  322  



RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDS  381
             LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVDS
Sbjct  301  
GLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVDS  360

Query  382  ITHEIILSFLGRVQLEVVSALLS  404
            ITHEIILSFLGRVQLEVVSALLS
Sbjct  361  ITHEIILSFLGRVQLEVVSALLS  383

>ABC61420.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 734 bits (1894),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/384 (95%), Positives = 371/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM LERQRGITIQAAVT 
FQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTPFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61410.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 733 bits (1892),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 363/384 (95%), Positives = 371/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ GEI 
ILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIAILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRV+LEVVSALLS
Sbjct  361  SITHEIILSFLGRVRLEVVSALLS  384

>ABC61407.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 733 bits (1892),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/384 (95%), Positives = 371/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY+GSAKKG 
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGPGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  



CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61408.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 732 bits (1890),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 364/384 (95%), Positives = 371/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVE TD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVECTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS



Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03085.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03087.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 732 bits (1889),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 363/384 (95%), Positives = 372/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAI EPGS EKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAIPEPGSDEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRIL 
HALRKMNIPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILSHALRKMNIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHE+ILSFLGRVQLEVVSALLS
Sbjct  361  SITHEVILSFLGRVQLEVVSALLS  384

>ABC61417.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 732 bits (1889),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 363/384 (95%), Positives = 371/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVY SLAVLDGAILVISAKDGVQAQTRILFHALRKM+IPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYHSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ABC61423.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 731 bits (1888),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 360/370 (97%), Positives = 365/370 (99%), Gaps = 0/370 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTR
+LFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRLLFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  



AQEEQRRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSF  390
            SITHEIILSF
Sbjct  361  SITHEIILSF  370

>ABC61457.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 731 bits (1888),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 362/384 (94%), Positives = 372/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM
+IPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY+GSAKKGLGIQPLMDAVTGLFQPIGEQGS 
ALCGSVFKVEYTD



Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSDALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+  LPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDASLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>WP_105166162.1 GTP-binding protein, partial [Escherichia coli]
 PPX37227.1 tetracycline resistance ribosomal protection protein, 
partial 
[Escherichia coli]
Length=534

 Score = 731 bits (1887),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 346/533 (65%), Positives = 422/533 (79%), Gaps = 0/533 
(0%)

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            QAQTRILFHALRK+ IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L 
P + 
Sbjct  1    
QAQTRILFHALRKIGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMR  60

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            +   T+ E WD VIE ND LLEKY +G+ +   +L +EE  R  + SLFPVY
+GSAK  +
Sbjct  61   
VMNFTESEQWDMVIEGNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNI  120

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V 
++ 
Sbjct  121  
GIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISE  180



Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E
+PLP+
Sbjct  181  
KEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPL  240

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV
+SALL E
Sbjct  241  
LQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQE  300

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG
+QYES VS
Sbjct  301  
KYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVS  360

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L 
PIVLE
Sbjct  361  
LGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLE  420

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  
GEIPARC
Sbjct  421  
QAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARC  480

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            IQ YR DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  481  IQDYRNDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  
533

>AMJ37904.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=525

 Score = 731 bits (1886),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 352/520 (68%), Positives = 420/520 (81%), Gaps = 0/520 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +



Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P
+VIY
Sbjct  366  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAVRDG
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVRDG  485

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA



Sbjct  486  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  525

>ACY03237.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 730 bits (1885),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 361/384 (94%), Positives = 370/384 (96%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL 
KMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALWKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTV LAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVTLAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RL D+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLIDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360



Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ACY03115.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 729 bits (1883),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 361/384 (94%), Positives = 370/384 (96%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQ 
VSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQPVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASL 
PVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLSPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALA REKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALARREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  



LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ACY03076.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 729 bits (1883),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 360/370 (97%), Positives = 363/370 (98%), Gaps = 0/370 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG AALCGSVFKV 
YTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVGYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            VRLNDVLGD TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD 



LTQLADTDPLLRCEVD
Sbjct  301  
VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDGLTQLADTDPLLRCEVD  360

Query  381  SITHEIILSF  390
            SITHEIILSF
Sbjct  361  SITHEIILSF  370

>ABC61455.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 729 bits (1882),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 362/381 (95%), Positives = 369/381 (97%), Gaps = 0/381 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQVGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT 
IEAWDAVIENNDKLLEKYIAGEPISR +L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDKLLEKYIAGEPISRGEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            VREEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380



            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSA  401
            SITHEIILSFLGRVQLEVVSA
Sbjct  361  SITHEIILSFLGRVQLEVVSA  381

>APO34029.1 ferrous iron transport protein B [uncultured bacterium]
Length=371

 Score = 729 bits (1881),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 359/362 (99%), Positives = 360/362 (99%), Gaps = 0/362 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSAALCGSVFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRER
Sbjct  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRER  360

Query  361  LL  362
            LL
Sbjct  361  LL  362

>ABC61422.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 728 bits (1878),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 360/384 (94%), Positives = 371/384 (97%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM
+IPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY+GSAKKGLGIQPLMDAVTGLFQPIGEQG  
ALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGGDALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300



Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+  LPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
+VD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDASLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYKVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03027.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 727 bits (1876),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 361/384 (94%), Positives = 369/384 (96%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGH D
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHTD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLS DIIIKQTVSL PEIVLEENT IEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSVDIIIKQTVSLPPEIVLEENTGIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTL LRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  



CGQRLIYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03131.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 726 bits (1875),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 357/384 (93%), Positives = 368/384 (96%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 



GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLR TI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRMTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THE ILSFLGR+QLEVVSALLS
Sbjct  361  STTHETILSFLGRMQLEVVSALLS  384

>ACY03045.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 726 bits (1873),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 360/384 (94%), Positives = 369/384 (96%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSV+KGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGH D
Sbjct  1    
ESLLYASGAISEPGSVKKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHTD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLS DIIIKQTVSL PEIVLEENT IEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSVDIIIKQTVSLPPEIVLEENTGIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQRRVQDASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AREEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTL LRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLHLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDDTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03172.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 725 bits (1872),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 356/384 (93%), Positives = 368/384 (96%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQ 
GITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQHGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR PSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRTPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>EFT49119.1 GTP-binding domain protein, partial [Enterococcus 
faecalis TX0027]
Length=524

 Score = 724 bits (1869),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 348/519 (67%), Positives = 419/519 (81%), Gaps = 0/519 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  



Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L
Sbjct  486  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  524

>WP_025187974.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Enterococcus faecalis]
Length=519

 Score = 724 bits (1868),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 348/519 (67%), Positives = 419/519 (81%), Gaps = 0/519 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  519

>ACY03137.1 tetracycline resistance protein, partial [uncultured 



organism]
Length=384

 Score = 724 bits (1868),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 355/384 (92%), Positives = 367/384 (96%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FL EVYRSLAVLDGAILVISAKDGVQ 
QTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLGEVYRSLAVLDGAILVISAKDGVQVQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIII QTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIMQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384



>WP_061099911.1 GTP-binding protein, partial [Enterococcus faecium]
 KXH06659.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
Length=518

 Score = 723 bits (1865),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 347/517 (67%), Positives = 418/517 (81%), Gaps = 0/517 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR
Sbjct  481  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFR  517

>ACY03134.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 721 bits (1861),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 355/359 (99%), Positives = 357/359 (99%), Gaps = 0/359 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQ 
AVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQVAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQS 
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSA  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
            
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240



Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT
+TAYPGEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTETAYPGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
            VRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEV
Sbjct  301  
VRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEV  359

>ABC61461.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 717 bits (1852),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 354/377 (94%), Positives = 365/377 (97%), Gaps = 0/377 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM
+IPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASLFPVY+GSAKKGLGIQPLMDAVTGLFQPIGEQGS 
ALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQDASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSDALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320



            CGQR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+  LPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDASLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLE  397
            S+THEIILSFLGRVQLE
Sbjct  361  SVTHEIILSFLGRVQLE  377

>AMP53599.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=521

 Score = 717 bits (1851),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 329/520 (63%), Positives = 419/520 (81%), Gaps = 0/520 
(0%)

Query  119  
MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            M IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAV
Sbjct  1    
MKIPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAV  60

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            I  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F
Sbjct  61   
IMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKF  120

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                 +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+
Sbjct  121  
YSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPT  180

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K 
+ QR
Sbjct  181  
NGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQR  240

Query  359  



ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  
+KEP+V
Sbjct  241  
EILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTV  300

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV 
Sbjct  301  
IYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVM  360

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEP
Sbjct  361  
EGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEP  420

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL 
++TN
Sbjct  421  
YLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTN  480

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  481  GQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  520

>AMJ32412.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=519

 Score = 717 bits (1851),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 345/514 (67%), Positives = 412/514 (80%), Gaps = 0/514 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
++IY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTIIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPA
Sbjct  486  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPA  519

>ACY03258.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 717 bits (1851),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 357/384 (93%), Positives = 367/384 (96%), Gaps = 0/384 



(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILF
+ALRKMNIPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFYALRKMNIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT IEAWDAVIENND LLEKYIAGEPI 
+E+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDGLLEKYIAGEPIGQEEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQ ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQAASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTL LRDTVALAGREKLKITEMRIP KGEIVRTDTA+ GEIVI 
PSDS
Sbjct  241  
CGQRLIYLRLYSGTLCLRDTVALAGREKLKITEMRIPPKGEIVRTDTAHKGEIVIFPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDQTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03200.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 716 bits (1849),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 356/384 (93%), Positives = 367/384 (96%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM LERQRGITIQAAVTSFQWHRCKVN
+VDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNMVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRIL 
+ALRKMNIPTVIFINKIDQAGVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILLYALRKMNIPTVIFINKIDQAGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENT IEAWDAVIENND LLEKYIAGEPIS
+E+L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTGIEAWDAVIENNDGLLEKYIAGEPISQEEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQ ASLFPVY+GSAKKGLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AQEEQRRVQAASLFPVYHGSAKKGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR +YLRLYSGTL LRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ GEIVI 
PSDS
Sbjct  241  
CGQRLIYLRLYSGTLCLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVIFPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVD
Sbjct  301  
VGLNDVLGDQTRLPRERWRDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>ACY03180.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384



 Score = 715 bits (1845),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 352/384 (92%), Positives = 365/384 (95%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM+IPTVIFINKIDQ 
GVDLQ V
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMDIPTVIFINKIDQTGVDLQGV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ GEI 
ILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIDILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>AMJ33417.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]



Length=518

 Score = 714 bits (1843),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 343/513 (67%), Positives = 414/513 (81%), Gaps = 0/513 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  246  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  



LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  485

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTP
Sbjct  486  IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  518

>ACY03036.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 713 bits (1841),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 352/384 (92%), Positives = 363/384 (95%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV GLFQ   EQGSAALCG 
VFKVEYTD
Sbjct  181  
AQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQSTKEQGSAALCGRVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 



GEIVILPSDS
Sbjct  241  
CGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>ACD97480.1 truncated tetracycline resistance protein 
[Bifidobacterium longum 
DJO10A]
Length=346

 Score = 711 bits (1834),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 343/346 (99%), Positives = 344/346 (99%), Gaps = 0/346 
(0%)

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            MRIPSKGEIVRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPK
Sbjct  1    
MRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPK  60

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV
Sbjct  61   
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  120

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF
Sbjct  121  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  180

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT
Sbjct  181  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  240



Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QLLEP
+LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL
Sbjct  241  
QLLEPHLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  300

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  301  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  346

>WP_060786374.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli]
Length=521

 Score = 708 bits (1827),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 328/520 (63%), Positives = 409/520 (79%), Gaps = 0/520 
(0%)

Query  119  
MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            M IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAV
Sbjct  1    
MKIPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAV  60

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            I  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGIQ L++ +   
F
Sbjct  61   
IMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIQQLIEVIASKF  120

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                 +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM    
Sbjct  121  
YSSTPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSI  180

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QR
Sbjct  181  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQR  240

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  
+KEP+V
Sbjct  241  



EMLLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTV  300

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV 
Sbjct  301  
IYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVM  360

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEP
Sbjct  361  
EGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEP  420

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TN
Sbjct  421  
YLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTN  480

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  481  GQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  520

>OUZ18231.1 tetracycline resistance protein TetM transposon 
[Enterococcus 
cecorum]
Length=521

 Score = 707 bits (1825),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 334/520 (64%), Positives = 415/520 (80%), Gaps = 0/520 
(0%)

Query  119  
MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            M IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E 
WD V
Sbjct  1    
MGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTV  60

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            IE ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ 
+T  F
Sbjct  61   
IEGNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKF  120

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298



                 +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM    
Sbjct  121  
YSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSI  180

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  181  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  240

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  241  
EILLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  300

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  301  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  360

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  361  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  420

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  421  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  480

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  481  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  520

>AKS25200.1 TetM, partial [Ureaplasma parvum]
Length=520

 Score = 705 bits (1820),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 332/518 (64%), Positives = 412/518 (80%), Gaps = 0/518 
(0%)

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  2    
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  61

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  62   
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  121

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  122  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  181

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  182  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  241

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ++V+SALL EKY +E  +KEP
+VIY
Sbjct  242  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMKVISALLQEKYHVEIELKEPTVIY  301

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  302  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  361

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  362  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  421

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  422  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  481



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNS++DKVR+MF K+
Sbjct  482  SVCLTELKGYHVTTGEPVCQPRRPNSQIDKVRYMFNKI  519

>AAR22500.1 tetracycline resistance protein, partial (plasmid) 
[Lactobacillus 
sakei]
Length=511

 Score = 701 bits (1810),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 335/511 (66%), Positives = 412/511 (81%), Gaps = 0/511 
(0%)

Query  74   
DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQA  133
            DTPGH+DFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ 
Sbjct  1    
DTPGHVDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQN  60

Query  134  
GVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGE  193
            G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY
++G+
Sbjct  61   
GIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGK  120

Query  194  
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSV  253
             +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + 
LCG+V
Sbjct  121  
SLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNV  180

Query  254  
FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEI  313
            FK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEI
Sbjct  181  
FKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEI  240

Query  314  
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDP  373
            VIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL ++
+D+DP
Sbjct  241  
VILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDP  300

Query  374  
LLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIH  433
            LLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIH



Sbjct  301  
LLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIH  360

Query  434  
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWN  493
            IEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWN
Sbjct  361  
IEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWN  420

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            VTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF 
+YAPQEYLSR
Sbjct  421  
VTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSR  480

Query  554  AYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            AY+DAPKYCA I   Q+K +EV+ +GEIPAR
Sbjct  481  AYNDAPKYCANIVNTQLKNNEVIISGEIPAR  511

>ACY03165.1 tetracycline resistance protein, partial [uncultured 
organism]
 ACY03207.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 699 bits (1805),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 346/354 (98%), Positives = 349/354 (99%), Gaps = 0/354 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180



Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPL  
374
            VRLNDVLGD TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPL
Sbjct  301  VRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPL  
354

>ABC61465.1 tetracycline resistance, partial [uncultured organism]
Length=384

 Score = 698 bits (1802),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 343/370 (93%), Positives = 355/370 (96%), Gaps = 0/370 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASGAISEPGSV
+KGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVKKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTD EAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDTEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD



Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W + P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSDVPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSF  390
            S THEIILSF
Sbjct  361  STTHEIILSF  370

>WP_050305670.1 GTP-binding protein, partial [Streptococcus 
agalactiae]
Length=502

 Score = 693 bits (1788),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 333/502 (66%), Positives = 403/502 (80%), Gaps = 0/502 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFE  502
            IRYG EQGL+GWNVTDCKICF+
Sbjct  481  IRYGCEQGLYGWNVTDCKICFK  502

>WP_105223001.1 GTP-binding protein, partial [Enterococcus faecium]
 PQB51727.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
Length=502

 Score = 690 bits (1780),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 332/502 (66%), Positives = 403/502 (80%), Gaps = 0/502 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFE  502
            IRYG EQGL+GWNVTDCKICF+
Sbjct  481  IRYGCEQGLYGWNVTDCKICFK  502



>CCH26394.1 tetracycline-resistance protein, partial [Streptococcus 
pyogenes]
Length=516

 Score = 689 bits (1778),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 329/515 (64%), Positives = 403/515 (78%), Gaps = 0/515 
(0%)

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            + FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE ND
Sbjct  1    
IFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGND  60

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LLEKY++G+ +   +L +EE  R   +S+FPVY+GSAK  +GI  LM+     F    
+
Sbjct  61   
DLLEKYMSGKSLEALELEQEESIRFLRSSMFPVYHGSAKNNIGIDNLMEVSWNKFYSSPQ  120

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +G   LCG VFK+EY++  QRR Y+RL SG L LRD+V ++ +EK+K TEM    
KG++ 
Sbjct  121  
RGQFELCGKVFKIEYSEKRQRRAYIRLLSGQLHLRDSVRISEKEKIKRTEMYFSLKGDLG  180

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            + D AY GE VIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE 
LLD
Sbjct  181  
KIDKAYSGESVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLD  240

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+
+IYMER
Sbjct  241  
ALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTIIYMER  300

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            PLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV 
+GIRY
Sbjct  301  
PLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRY  360

Query  484  



GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            G EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYLSF 
Sbjct  361  
GCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFK  420

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F
+TNGRSVC
Sbjct  421  
IYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGRSVC  480

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  481  LTELKGYQVTTGEPVCQPRRPNSRIDKVRYMFNKI  515

>WP_104760463.1 GTP-binding protein, partial [Enterococcus faecium]
 PQC14071.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
Length=502

 Score = 688 bits (1776),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 332/502 (66%), Positives = 403/502 (80%), Gaps = 0/502 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEHLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFE  502
            IRYG EQGL+GWNVTDCKICF+
Sbjct  481  IRYGCEQGLYGWNVTDCKICFK  502

>ACY03168.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 687 bits (1774),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 337/384 (88%), Positives = 354/384 (92%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASG ISEPGSVEKGTTRTDTMFLERQRGITIQ AVTSFQWH 
CKVNIVDTPGHMD
Sbjct  1    
ESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAVTSFQWHSCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140



            FLAEVYRSLAVLDGAILV+SAKDGVQAQTR+LFHALRK+NIPT+IFINKIDQ G
+DL+SV
Sbjct  61   
FLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLNIPTIIFINKIDQVGIDLESV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLS +I L ENT  E WD+VIENND+LL KYIAGE IS
+++L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSSKITLTENTSAEVWDSVIENNDELLAKYIAGESISQKEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV GLFQ   EQGSAALCG 
VFKVEYTD
Sbjct  181  
AQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQSTKEQGSAALCGRVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR VYLRLYSGTLRLRDTVALA REKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSD 
Sbjct  241  
CGQRLVYLRLYSGTLRLRDTVALAEREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDG  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            V LNDVLGD TRLPR+RWR+  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD
Sbjct  301  
VGLNDVLGDNTRLPRERWRDASLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            SITHEIILSFLGRVQLEVVSALLS
Sbjct  361  SITHEIILSFLGRVQLEVVSALLS  384

>WP_104771991.1 GTP-binding protein, partial [Enterococcus faecium]
 PQC43884.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
 PQC50461.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
 PQD88110.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
Length=502

 Score = 686 bits (1771),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 331/502 (66%), Positives = 403/502 (80%), Gaps = 0/502 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G



Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDCKICFE  502
            IRYG EQGL+GWNVTDCKICF+
Sbjct  481  IRYGCEQGLYGWNVTDCKICFK  502

>EEA80120.1 elongation factor Tu domain 2 [Tyzzerella nexilis DSM 
1787]
Length=501

 Score = 686 bits (1771),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 315/499 (63%), Positives = 403/499 (81%), Gaps = 0/499 
(0%)

Query  140  
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK  199
            V + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+
Sbjct  2    
VYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSE  61

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  259
            L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK
+EY+
Sbjct  62   
LEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYS  121

Query  260  
DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSD  319
            +  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVILP+D
Sbjct  122  
EKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPND  181

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
             ++LN +LG+   LP++++ E+PLPML+TTIA K + QRE LL ALT+++D DPLL
+  V
Sbjct  182  
VLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREILLGALTEISDGDPLLKYYV  241

Query  380  
DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN  439
            D+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 
+TIHIEVPPN
Sbjct  242  
DTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPN  301

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499



            PFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTDCKI
Sbjct  302  
PFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKI  361

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
            CFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F 
+YAPQEYLSRAYHDAP
Sbjct  362  
CFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAP  421

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +YCA I + Q+K DEV+  GEIPARCIQ YR DL ++TNG+ VCLTELKGYQ A+G
+ + 
Sbjct  422  
RYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQGVCLTELKGYQPAIGKFIC  481

Query  620  QPRRPNSRLDKVRHMFQKV  638
            QPRRPNSR+DKVRHMF K+
Sbjct  482  QPRRPNSRIDKVRHMFHKL  500

>WP_072419560.1 tetracycline resistance protein [Ruminococcus sp. 
YE71]
Length=338

 Score = 683 bits (1762),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 328/338 (97%), Positives = 334/338 (99%), Gaps = 0/338 
(0%)

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            +VRTDTAY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERL
Sbjct  1    
MVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  60

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM
Sbjct  61   
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  120

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI
Sbjct  121  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  180



Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS
Sbjct  181  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  240

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+S
Sbjct  241  
FTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQS  300

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            VCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  301  VCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  338

>APO26792.1 ferrous iron transport protein B [uncultured bacterium]
Length=413

 Score = 682 bits (1760),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 336/344 (98%), Positives = 339/344 (99%), Gaps = 0/344 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TRLPRKRWREDPLP
Sbjct  301  EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLP  344

>WP_057557796.1 GTP-binding protein, partial [Streptococcus 
pneumoniae]
Length=497

 Score = 679 bits (1752),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 328/497 (66%), Positives = 395/497 (79%), Gaps = 0/497 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G



Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVTDC  497
            IRYG EQGL+GWNVTDC
Sbjct  481  IRYGCEQGLYGWNVTDC  497

>WP_100042644.1 tetracycline resistance ribosomal protection protein 
[[Clostridium] 
sphenoides]
 SET89776.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
sphenoides JCM 1415]
Length=650

 Score = 674 bits (1740),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 328/642 (51%), Positives = 458/642 (71%), Gaps = 8/642 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIGILAHVDAGKTTLTES+LY SG I+E G V++G+T TD+M LE
+QRGITIQA++
Sbjct  1    
MKIMNIGILAHVDAGKTTLTESMLYTSGTIAESGRVDRGSTITDSMTLEKQRGITIQASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S++W+  K+N++DTPGH+DF AEV RSL VLDG +L+ISAKDG+QAQTRILF A
+RK  
Sbjct  61   



ASYEWNHVKINLIDTPGHIDFYAEVERSLNVLDGIVLLISAKDGIQAQTRILFDAIRKRK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +P +IFINKIDQ  +DL+ + + ++DKL++ I++ Q ++    ++  E  ++  E  
D +
Sbjct  121  
LPALIFINKIDQPDIDLELIYKDIKDKLTSHILVMQRITNDNTLLPTEIDELSEEFRDTM  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            IE +D LL+KY+  +PI+ E+L+   ++ +    L P+Y+GSA K +G + LMDA+   
F
Sbjct  181  
IEMDDTLLKKYMLDQPITTEELLNSRRKNINSGKLLPIYHGSALKHIGTKELMDAILIEF  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIP  297
             PI     + L   V+K+E  D   +R Y+R++ G+++ RD +   G  + +KI +
+   
Sbjct  241  
NPIILPADSKLVALVYKIERDDNRNKRTYMRIFGGSIKTRDVLTPEGHSDSMKIKKLETA  300

Query  298  SKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTA  355
            S G+IV  D    G+I ILP+++ +++ D +G    +PR      D   +++  I
+P  +
Sbjct  301  SNGKIVEADKIECGDIAILPNEARLKIGDTIG---
TIPRNNLALHDNSLIMQANISPMFS  357

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            + R  LL+AL++L +TDPLL+ ++DS + +I + FLG+VQ+E++ ALL  +Y L+  
+K 
Sbjct  358  
SDRAILLEALSELTETDPLLQYKLDSRSSDITMEFLGKVQMEIIVALLQSRYHLQAKIKN  417

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + IY ERPLK A+ T HIEVPPNPFWASIGLS+ PL +G+GVQYES+VS GYLN
+SFQN
Sbjct  418  
VTTIYKERPLKKAAFTAHIEVPPNPFWASIGLSIEPLPIGAGVQYESKVSYGYLNKSFQN  477

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR G EQGL+GW +TD KICF YGLYYSPVSTPADFR LAPIVLEQALK
+SGT+L
Sbjct  478  
AVEEGIRSGCEQGLYGWELTDLKICFVYGLYYSPVSTPADFRHLAPIVLEQALKQSGTEL  537

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP LSF LY PQ+  +R Y+D  KY A IE+ + + +E+V TG+IPAR  Q Y+  



L+ 
Sbjct  538  
LEPCLSFKLYVPQDCNARVYNDLKKYHAMIESIKTRHNEIVVTGKIPARTSQIYKEQLSE  597

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
             T G  V LTE  GYQ   G+  IQ R+P+ RLDK RH+F K
Sbjct  598  LTKGCGVFLTEHAGYQQNTGEIFIQARKPDDRLDKTRHLFDK  639

>WP_086142194.1 elongation factor G, partial [Lactobacillus reuteri]
Length=334

 Score = 672 bits (1734),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 322/331 (97%), Positives = 328/331 (99%), Gaps = 0/331 
(0%)

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQ
Sbjct  1    
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQ  60

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA
Sbjct  61   
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  120

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ
Sbjct  121  
ASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  180

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF 
LYAP
Sbjct  181  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFTLYAP  240

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            +EYLSRAYHDAPKYCATIET QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG
+SVCLTEL
Sbjct  241  
REYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQSVCLTEL  300

Query  608  KGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            KGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+



Sbjct  301  KGYQAAVGKPVIQPRRPNSRLDKVRYMFQKI  331

>APO28025.1 ferrous iron transport protein B [uncultured bacterium]
Length=335

 Score = 672 bits (1733),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 331/334 (99%), Positives = 331/334 (99%), Gaps = 0/334 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLP  334
            EIVRTDTAYPGEIVILPSDSVRLNDVLGDP   P
Sbjct  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPNPAP  334

>CUO81801.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Eubacterium] 
hallii]



Length=468

 Score = 671 bits (1732),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 307/467 (66%), Positives = 380/467 (81%), Gaps = 0/467 
(0%)

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +E WDAVI  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI
+ L+
Sbjct  1    
MEQWDAVIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLI  60

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ 
+EK+KI
Sbjct  61   
EVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKI  120

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            TEM IPS GEIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P
+LRTT+ 
Sbjct  121  
TEMCIPSNGEIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVE  180

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+   QRE LL+AL ++ADTDPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY 
+E 
Sbjct  181  
PQKPEQREALLNALAEIADTDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEA  240

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +KEPSVIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQ
Sbjct  241  
EIKEPSVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQ  300

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLEQALK++
Sbjct  301  
SFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKA  360

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ 
YR 
Sbjct  361  



GTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRN  420

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  421  DLTYFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  467

>WP_050696799.1 tetracycline resistance ribosomal protection protein 
[Anaeromassilibacillus 
senegalensis]
Length=656

 Score = 671 bits (1731),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 332/645 (51%), Positives = 459/645 (71%), Gaps = 
14/645 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIGILAHVDAGKTTLTES+LYASG I+E G V++G+T TD+M LE
+QRGITIQA++
Sbjct  1    
MKIMNIGILAHVDAGKTTLTESILYASGTITESGRVDRGSTITDSMALEKQRGITIQASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S+QW   KVN++DTPGH+DF +EV RSL VLDGAIL+ISAKDG+QAQTRILF A
+RK  
Sbjct  61   
ASYQWGHVKVNLIDTPGHIDFYSEVERSLNVLDGAILLISAKDGIQAQTRILFDAIRKRK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----SLSPEIV--
LEENTDIEA  174
            +P +IFINKIDQ  +D  S+ + +R KLS+ I+I Q++    SL P+ +  L E    
E 
Sbjct  121  
LPALIFINKIDQPDIDFDSLYEDIRAKLSSHILIMQSITNRISLLPKTLNPLSE----EF  176

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D +IE +D LL+KY+  +PI+ E+L+   ++ + D +L PVY+GSA K +G + 
LMDA+
Sbjct  177  
KDTIIETDDALLKKYVMDQPITAEELLESRRKNINDGTLLPVYHGSALKHIGTKELMDAI  236

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITE  293
               F P     ++ L   V+KVE  D   +R Y+R++ G+++ RD + L    + 
+KI +
Sbjct  237  
LMEFTPFMSPPNSNLAALVYKVERDDNRNKRTYMRIFGGSIKSRDVLTLQDHSDSIKIKK  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSD-
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352



            +   S G++V T+    G+I I P++  +++ D +G  T   R     +   +++  
I+P
Sbjct  297  LETSSNGKMVETEKVECGDIAIFPNEMRLKIGDSIG--
TIPERNLILHNNNLIMQANISP  354

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              ++ R  LL+AL++LA+TDPLL+ ++DS +++II+ FLG+VQ+EV+ +LL  +Y 
L+  
Sbjct  355  
VLSSDRTFLLEALSELAETDPLLQYKLDSRSNDIIMEFLGKVQMEVIVSLLQNRYHLQVN  414

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            ++  + IY ERPLK A  T HIEV PNPFWASIGLS+ PL +G+G++YES+VS 
GYLN+S
Sbjct  415  
IENVTTIYKERPLKKADFTAHIEVTPNPFWASIGLSIEPLPIGTGLRYESKVSYGYLNKS  474

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNAV +G+RYG EQGL+GW VTD K+CFEYG+YYSPVSTPADFR LAPIV 
EQALK+SG
Sbjct  475  
FQNAVEEGVRYGCEQGLYGWEVTDLKVCFEYGVYYSPVSTPADFRHLAPIVFEQALKQSG  534

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEP LSF LY PQ+  +R Y+D  K+ A I + + + +EVV +G+IPAR  Q 
Y+  
Sbjct  535  
TELLEPCLSFELYVPQDCNARVYNDLKKFHADIVSIKTQHNEVVVSGKIPARTSQFYKEQ  594

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            L+  T GR V LTE  GYQ   G+   Q R+P+ RLDK RH F K
Sbjct  595  LSELTKGRGVFLTERAGYQQNTGETFTQARKPDDRLDKTRHFFDK  639

>WP_025234518.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Clostridium sp. ASBs410]
 EXG88235.1 small GTP-binding protein [Clostridium sp. ASBs410]
Length=650

 Score = 671 bits (1731),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 325/642 (51%), Positives = 459/642 (71%), Gaps = 8/642 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIGILAHVDAGKTTLTES+LY SG I+E G V++G+T TD+M LE
+QRGITIQA++
Sbjct  1    



MKIMNIGILAHVDAGKTTLTESMLYTSGTIAESGRVDRGSTITDSMTLEKQRGITIQASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S++W   K+N++DTPGH+DF AEV RSL VLDG +L+ISAKDG+QAQTRILF A
+RK  
Sbjct  61   
ASYEWKHVKINLIDTPGHIDFYAEVERSLNVLDGIVLLISAKDGIQAQTRILFDAIRKRK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +P +IFINKIDQ  +DL+ + + +++KL++ I++ Q ++    ++  E  ++  E  
D +
Sbjct  121  
LPALIFINKIDQPDIDLELIYKDIKEKLTSHILVMQRITNDNTLLPAEIDELSEEFRDTI  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            IE +D LL+KY+  +PI+ E+L+   ++ +    L P+Y+GSA K +G + LMDA+   
F
Sbjct  181  
IEMDDTLLKKYMLDQPITTEELLNSRRKNISSGKLLPIYHGSALKHIGTKELMDAILIEF  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIP  297
             PI     + L   V+K+E  D   +R Y+R++ G+++ RD +   G  + +KI +
+   
Sbjct  241  
NPIILPTDSKLAALVYKIERDDNRNKRTYMRIFGGSIKPRDVLTPEGHSDSMKIKKLETS  300

Query  298  SKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTA  355
            S G+IV  D    G+I I P+++ +++ D +G    +PR      D   +++  I
+P  +
Sbjct  301  SNGKIVEADKIECGDIAIFPNEARLKIGDTIG---
LIPRNNLSLHDNSLIMQANISPMFS  357

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            + R  LL+AL++L++TDPLL+ ++DS + +I + FLG+VQ+E++ ALL  +Y L+  
++ 
Sbjct  358  
SDRAILLEALSELSETDPLLQYKLDSRSSDITMEFLGKVQMEIIVALLQSRYHLQAKIEN  417

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + IY ERPLK A+ T HIEVPPNPFWASIGLS+ PL +G+GVQYES+VS GYLN
+SFQN
Sbjct  418  
VTTIYKERPLKKATFTAHIEVPPNPFWASIGLSIEPLPIGAGVQYESKVSCGYLNKSFQN  477

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR G EQGL+GW +TD KICF+YGLYYSPVSTPADFR LAPIVLEQALK



+SGT+L
Sbjct  478  
AVEEGIRSGCEQGLYGWELTDLKICFDYGLYYSPVSTPADFRHLAPIVLEQALKQSGTEL  537

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP LSF LY PQ+  +R Y+D  KY A IE+ + + +E+V TG+IPAR  Q Y+  
L+ 
Sbjct  538  
LEPCLSFQLYVPQDCNARVYNDLKKYHAMIESIKTRHNEIVVTGKIPARTSQIYKEQLSE  597

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
             T G  V LTE  GYQ  +G+  IQ R+P+ RLDK RH+F K
Sbjct  598  LTKGCGVFLTEHAGYQQNIGEIFIQSRKPDDRLDKTRHLFDK  639

>ACY03030.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 669 bits (1727),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 326/384 (85%), Positives = 349/384 (91%), Gaps = 0/384 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            ESLLYASG ISEPGSVEKGTTRTDTMFLERQRGITIQ AVTSFQWH 
CKVNIVDTPGHMD
Sbjct  1    
ESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAVTSFQWHSCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSLAVLDGAILV+SAKDGVQAQTR+LFHALRK+NIPT+IFINKIDQ G
+DL+SV
Sbjct  61   
FLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLNIPTIIFINKIDQVGIDLESV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             QSVRDKLSADIIIKQTVSLS +I L ENT  E WD+VIENND+LL KYIAGE IS
+++L
Sbjct  121  
YQSVRDKLSADIIIKQTVSLSSKITLTENTSAEVWDSVIENNDELLAKYIAGESISQKEL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV GLFQ   EQGSAALCG 
VFKVEYTD
Sbjct  181  
AQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQSTKEQGSAALCGRVFKVEYTD  240

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQR VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEIVILPSDS
Sbjct  241  
CGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDS  300

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            +RLND+LGD T+LPR+ W   P PMLRTT+ PKTA QR+RLLDALTQ+ADTDPLL  
EVD
Sbjct  301  
LRLNDILGDKTQLPREMWSGVPFPMLRTTVTPKTAEQRDRLLDALTQIADTDPLLHYEVD  360

Query  381  SITHEIILSFLGRVQLEVVSALLS  404
            S THEIILSFLGR+QLEVVSALLS
Sbjct  361  STTHEIILSFLGRMQLEVVSALLS  384

>WP_092244206.1 tetracycline resistance ribosomal protection protein 
[[Desulfotomaculum] 
guttoideum]
 SEU02258.1 ribosomal protection tetracycline resistance protein 
[[Desulfotomaculum] 
guttoideum]
Length=650

 Score = 669 bits (1726),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 324/642 (50%), Positives = 458/642 (71%), Gaps = 8/642 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIGILAHVDAGKTTLTES+LY SG I+E G V++G+T TD+M LE
+QRGITIQA++
Sbjct  1    
MKIMNIGILAHVDAGKTTLTESMLYTSGTIAESGRVDRGSTITDSMTLEKQRGITIQASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S++W   K+N++DTPGH+DF AEV RSL VLDG +L+ISAKDG+QAQTRILF A
+RK  
Sbjct  61   
ASYEWKHVKINLIDTPGHIDFYAEVERSLNVLDGIVLLISAKDGIQAQTRILFDAIRKRK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +P +IFINKIDQ  +DL+ + + +++KL++ I++ Q ++    ++  E  ++  E  
D +
Sbjct  121  
LPALIFINKIDQPDIDLELIYKDIKEKLTSHILVMQRITNDNTLLPTEIDELSEEIRDTI  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238



            IE +D LL+KY+  +PI+ E+L+   ++ +    L P+Y+GSA K +G + LMDA+   
F
Sbjct  181  
IEMDDTLLKKYMLDQPITAEELLNSRRKNISSGKLLPIYHGSALKHIGTKELMDAILIEF  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIP  297
             PI     + L   V+K+E  D   +R Y+R++ G+++ RD +   G  + +KI +
+   
Sbjct  241  
NPIILPTDSKLAALVYKIERDDNRNKRTYMRIFGGSIKTRDVLTPEGHSDSMKIKKLETS  300

Query  298  SKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTA  355
            S G+IV TD    G+I I P+++ +++ D +G    +PR      D   +++  I
+P  +
Sbjct  301  SNGKIVETDKIECGDIAIFPNEARLKIGDTIG---
TIPRNNLALHDNSLIMQANISPMFS  357

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            + R  LL+AL++L++TDPLL+ ++DS + +II+ FLG+VQ+E++ ALL  +Y L+  
++ 
Sbjct  358  
SDRAILLEALSELSETDPLLQYKLDSRSSDIIMEFLGKVQIEIIVALLQSRYHLQAKIEN  417

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + IY ERPLK A+ T +IEVPPNPFWASIGLS+ PL +G+GVQYES+VS GYL 
+SFQN
Sbjct  418  
VTTIYKERPLKKATFTAYIEVPPNPFWASIGLSIEPLPIGAGVQYESKVSYGYLKKSFQN  477

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR G EQGL+GW +TD KICFEYGLYYSPVSTPADFR LAP+VLEQA K
+SGT+L
Sbjct  478  
AVEEGIRSGCEQGLYGWELTDLKICFEYGLYYSPVSTPADFRHLAPVVLEQAFKQSGTEL  537

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP LSF LY PQ+  +R Y+D  KY A IE+ + + +E+V TG+IPAR  Q Y+  
L+ 
Sbjct  538  
LEPCLSFQLYVPQDCNARVYNDLKKYHAMIESIKTRHNEIVVTGKIPARTSQIYKEQLSE  597

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
             T G  V LTE  GYQ   G+  IQ R+P+ RLDK RH+F K
Sbjct  598  LTKGCGVFLTEHAGYQQNTGEIFIQSRKPDDRLDKTRHLFDK  639

>WP_002323361.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 



protection protein, partial [Enterococcus faecium]
 EHM35184.1 Tetracycline resistance protein tetM, partial 
[Enterococcus faecium 
E4452]
Length=495

 Score = 669 bits (1726),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 325/495 (66%), Positives = 396/495 (80%), Gaps = 0/495 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYGLEQGLFGWNVT  495
            IRYG EQGL+GWNVT
Sbjct  481  IRYGCEQGLYGWNVT  495

>CAJ57437.1 tetracycline resistance protein, partial 
[Bifidobacterium pseudocatenulatum]
Length=337

 Score = 669 bits (1725),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 332/337 (99%), Positives = 335/337 (99%), Gaps = 0/337 
(0%)

Query  89   
LAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKL  148
            
LAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKL
Sbjct  1    
LAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKL  60

Query  149  
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV
Sbjct  61   
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  120

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYL  268
            QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC QR 
+YL
Sbjct  121  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCDQRLIYL  180

Query  269  
RLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG  328
            
RLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG
Sbjct  181  
RLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG  240



Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            DPTRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL
Sbjct  241  
DPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  300

Query  389  SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            SFLGRVQLEVVSALLSEKYKLETVVKEP+VIYMERPL
Sbjct  301  SFLGRVQLEVVSALLSEKYKLETVVKEPTVIYMERPL  337

>EFY04904.1 GTP-binding domain protein, partial 
[Phascolarctobacterium succinatutens 
YIT 12067]
Length=344

 Score = 665 bits (1716),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 326/334 (98%), Positives = 330/334 (99%), Gaps = 0/334 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND LLEKYIAGEPIS+EKL REEQRRVQ+ASLFPVY
+GSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDALLEKYIAGEPISQEKLAREEQRRVQEASLFPVYHGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQGSA 



LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGSATLCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLP  334
            EIVRTDTAYPGEIVILPSDSVRLNDVLGD TRLP
Sbjct  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRLP  334

>KZK31390.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
Length=496

 Score = 664 bits (1714),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 316/495 (64%), Positives = 390/495 (79%), Gaps = 0/495 
(0%)

Query  144  
VRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVRE  203
            +++KLS +IIIKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   
+L +E
Sbjct  1    
IKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIEGNDDLLEKYMSGKSLEALELEQE  60

Query  204  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  263
            E RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY+
+  Q
Sbjct  61   
EIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQ  120

Query  264  
RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL  323
            R  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ 
++L
Sbjct  121  
RLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKL  180

Query  324  
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSIT  383
            N VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  
VDS T
Sbjct  181  
NSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTT  240

Query  384  
HEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWA  443
            HEIILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHIEVPPNPFWA
Sbjct  241  
HEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFWA  300

Query  444  



SIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY  503
            SIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+Y
Sbjct  301  
SIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKY  360

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            GLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA
Sbjct  361  
GLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCA  420

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             I   Q+K +EV+ +GEIPARCIQ YR DL F+TNGRSVCLTELKGY    G+ V 
QPRR
Sbjct  421  
NIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGRSVCLTELKGYYVTTGESVCQPRR  480

Query  624  PNSRLDKVRHMFQKV  638
            PNSR+DKVR+MF K+
Sbjct  481  PNSRIDKVRYMFNKI  495

>APO31176.1 EF-G: translation elongation factor, partial [uncultured 
bacterium]
Length=483

 Score = 662 bits (1709),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 304/480 (63%), Positives = 388/480 (81%), Gaps = 0/480 
(0%)

Query  158  
VSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVY  217
            V+L+PEI ++   D++ WD VI  NDKLL+KYIAGE ++ ++L +EE R V+  
SLFP+Y
Sbjct  1    
VTLTPEISIKNIIDLDEWDPVISKNDKLLKKYIAGEKLTIQELTQEEYRCVKKGSLFPIY  60

Query  218  
YGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL  277
            +GSAK  +G Q L++A++ LF P   +  + LCG VFK+EYTD  QR 
VYLRLYSGTL L
Sbjct  61   
HGSAKNNIGTQQLIEAISNLFCPEMNKNYSELCGRVFKIEYTDHKQRLVYLRLYSGTLHL  120

Query  278  
RDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
            RDT+ L+ ++K+K+TE+ IPS GE+++T+    G+I I+P++++RLND++G+   
LP   
Sbjct  121  
RDTIVLSEKKKVKLTEIYIPSNGEMIQTEIVCSGDIFIIPNNTLRLNDIIGNEKILPCNV  180



Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
            W + P+PMLRT I P    +RE+LLDALT++ADTDPLLR  VD+ITHEI++SFLG 
VQLE
Sbjct  181  
WNDKPVPMLRTRIEPIKIEEREKLLDALTEIADTDPLLRYCVDTITHEIVISFLGTVQLE  240

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            V+ +LL EKY +   +++P+VIY+E+PL+ A +TIHIEVPPNPFWASIGLS+TPL 
+GSG
Sbjct  241  
VICSLLIEKYHINIRIEDPTVIYLEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSG  300

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +QYES+VSLGYLNQSFQNAVR+GI YGLEQGL+GW VTDCKICFEYG+YYSPVSTP
+DFR
Sbjct  301  
IQYESKVSLGYLNQSFQNAVREGINYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFR  360

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             LAPIVLEQ LK++GTQLLEPYLSFIL+ PQ YLSRAY+DA K+CA IET+Q K 
DE++F
Sbjct  361  
FLAPIVLEQTLKKAGTQLLEPYLSFILFTPQGYLSRAYNDAQKHCAIIETSQSKNDEIIF  420

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            TG IP RCI  YR  L  YTNG++V LTELK YQ A  +PVIQ RRPN+R
+DKVRHMF K
Sbjct  421  
TGHIPVRCINEYRNTLTLYTNGQAVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  480

>SCG90217.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=468

 Score = 662 bits (1708),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 302/467 (65%), Positives = 382/467 (82%), Gaps = 0/467 
(0%)

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +E WDAVI  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI
+ L+
Sbjct  1    
MEQWDAVIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLI  60



Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ 
+EK+KI
Sbjct  61   
EVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKI  120

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            TEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML
+TTIA
Sbjct  121  
TEMCVPTNGELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIA  180

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY 
+E 
Sbjct  181  
AKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEA  240

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQ
Sbjct  241  
EIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQ  300

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLEQALK++
Sbjct  301  
SFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKA  360

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ 
YR 
Sbjct  361  
GTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRN  420

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  421  DLTYFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  467

>AMP47123.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=468

 Score = 661 bits (1706),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 302/467 (65%), Positives = 381/467 (82%), Gaps = 0/467 
(0%)



Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +E WDAVI  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI
+ L+
Sbjct  1    
MEQWDAVIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLI  60

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ 
+EK+KI
Sbjct  61   
EVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIKISEKEKIKI  120

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            TEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++ + E+PLPML
+TTIA
Sbjct  121  
TEMCVPTNGELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRTFIENPLPMLQTTIA  180

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY 
+E 
Sbjct  181  
AKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEA  240

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQ
Sbjct  241  
EIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQ  300

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLEQALK++
Sbjct  301  
SFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKA  360

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ 
YR 
Sbjct  361  
GTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRN  420

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            DL ++TNG+ VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  421  DLTYFTNGQGVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  467



>CAJ57440.1 tetracycline resistance protein, partial 
[Bifidobacterium animalis 
subsp. lactis]
Length=330

 Score = 661 bits (1706),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 328/330 (99%), Positives = 330/330 (100%), Gaps = 
0/330 (0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD
Sbjct  1    
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA
Sbjct  61   
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY
Sbjct  121  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT
Sbjct  181  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  240

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
            RLPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL
Sbjct  241  
RLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  300

Query  392  GRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            GRVQLEVVSALLSEKYKLETVVKEP+VIYM
Sbjct  301  GRVQLEVVSALLSEKYKLETVVKEPTVIYM  330

>AMP55463.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=468



 Score = 660 bits (1704),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 302/467 (65%), Positives = 383/467 (82%), Gaps = 0/467 
(0%)

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +E WDAVI  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI
+ L+
Sbjct  1    
MEQWDAVIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLI  60

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ 
+EK+KI
Sbjct  61   
EVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKI  120

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            TEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML
+TTIA
Sbjct  121  
TEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNGILLPQRKFIENPLPMLQTTIA  180

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY 
+E 
Sbjct  181  
VKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEA  240

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQ
Sbjct  241  
EIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQ  300

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLEQALK++
Sbjct  301  
SFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKA  360

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ 
YR 
Sbjct  361  
GTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRN  420



Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  421  DLTYFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  467

>CAJ57439.1 tetracycline resistance protein, partial 
[Bifidobacterium animalis 
subsp. lactis]
Length=329

 Score = 660 bits (1703),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 327/329 (99%), Positives = 329/329 (100%), Gaps = 
0/329 (0%)

Query  93   
DGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI  152
            
DGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI
Sbjct  1    
DGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI  60

Query  153  
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS  212
            
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS
Sbjct  61   
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS  120

Query  213  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  272
            
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS
Sbjct  121  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  180

Query  273  
GTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR  332
            
GTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR
Sbjct  181  
GTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR  240

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LPRKRWREDPLPMLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG
Sbjct  241  
LPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  300

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            RVQLEVVSALLSEKYKLETVVKEP+VIYM
Sbjct  301  RVQLEVVSALLSEKYKLETVVKEPTVIYM  329



>CAJ57441.1 tetracycline resistance protein, partial 
[Bifidobacterium adolescentis]
Length=332

 Score = 659 bits (1700),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 327/329 (99%), Positives = 328/329 (99%), Gaps = 0/329 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII
Sbjct  1    
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL
Sbjct  61   
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG
Sbjct  121  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
            TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD 
TRL
Sbjct  181  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDQTRL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR
Sbjct  241  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  300

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYME  422
            VQLEVVSALLSEKYKLETVVKEP+VIYME
Sbjct  301  VQLEVVSALLSEKYKLETVVKEPTVIYME  329

>ACT97609.1 TetW [uncultured organism]
Length=335

 Score = 658 bits (1698),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 324/334 (97%), Positives = 327/334 (98%), Gaps = 0/334 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHV 
AGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVYAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLP  334
            EIVRTDTAY GEIVILPSDSVRLNDVLGD TR P
Sbjct  301  EIVRTDTAYQGEIVILPSDSVRLNDVLGDQTRAP  334

>WP_026891211.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] aerotolerans]
Length=647

 Score = 657 bits (1695),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 330/643 (51%), Positives = 460/643 (72%), Gaps = 7/643 
(1%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIGILAHVDAGKTTLTES+LY SG I+E G V+ G+T TD+M LE
+QRGITIQA++
Sbjct  1    
MKILNIGILAHVDAGKTTLTESMLYTSGTIAESGRVDSGSTITDSMALEKQRGITIQASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S+QW+  K+N++DTPGHMDF +EV RSL +LDGAIL+ISAKD +QAQTRILF A+
+K  
Sbjct  61   
ASYQWNNVKINLIDTPGHMDFYSEVERSLNILDGAILLISAKDSIQAQTRILFDAIKKRK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---
EENTDIEAWDA  177
            +PT+IFINKIDQ  +DL S+ + +++KL++ I+I Q ++    ++    ++ TD E  
+ 
Sbjct  121  LPTLIFINKIDQPDIDLDSLYKDIKEKLTSHILIMQRITNKSTLITSRPDQLTD-
EFRNI  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +IE ++ LLEKY+  +PI+ E+L     + + +ASL P+Y+GSA K +G + LMD 
+   
Sbjct  180  
IIEGDEALLEKYVMDQPITTEELFMSRSKHMSNASLLPIYHGSALKHIGTKELMDGIVME  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRI  296
            FQ    Q    L   V+K+E  D   +R Y+R++ GTLR RD + L    + +KI 
++ +
Sbjct  240  
FQSYILQPDPNLSALVYKIERDDNRNKRTYMRIWGGTLRTRDVLKLKEHSDSIKIKKLEM  299

Query  297  PSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             S G+IV TD    G+I ILP+++  ++ D +G              L ++++ 
IAP   
Sbjct  300  SSNGKIVETDRVPCGDIAILPNEARCKIGDSIGTIPNNNNTILHNQNL-
IMQSNIAPVFP  358

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            + R RLL+AL +LA+TDPLL+ ++DS + +II+ FLG+VQ+EV+ +LL  +Y L   
++ 
Sbjct  359  
SDRARLLEALAELAETDPLLQYKLDSRSTDIIMEFLGKVQMEVILSLLQSRYHLSVKIEN  418

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + IY ERP+K A+ T HIEVPPNP+WASIGLS+ PL +G+G+ YES+VS GYLN
+SFQN
Sbjct  419  



VTTIYKERPIKNAAFTAHIEVPPNPYWASIGLSIEPLPIGTGLCYESKVSYGYLNKSFQN  478

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIRYG +QGL+GW VTD K+CFEYG+YYSPVSTPADFR LAPIVLEQA +
+SGT+L
Sbjct  479  
AVEEGIRYGCKQGLYGWEVTDLKVCFEYGVYYSPVSTPADFRHLAPIVLEQAFRQSGTEL  538

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP LSF LY PQ+  +R Y+D  KY A IE+ + + +E++ +G+IPAR  Q Y+  
L+ 
Sbjct  539  
LEPCLSFELYIPQDCNARVYNDLKKYHAEIESMKTQHNEIIVSGKIPARTSQLYKEQLSE  598

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            +TNGR V LTEL GYQ   G+   Q R+P+ RLDK RH+F K 
Sbjct  599  FTNGRGVFLTELAGYQQNTGETFTQARKPDDRLDKTRHLFNKT  641

>AMP54011.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=495

 Score = 654 bits (1686),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 318/490 (65%), Positives = 386/490 (79%), Gaps = 0/490 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  



Sbjct  186  
GNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++L+ VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLDSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  366  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIY  425

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  426  
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  485

Query  481  IRYGLEQGLF  490
            + YG EQGL+
Sbjct  486  VLYGCEQGLY  495

>WP_085910368.1 elongation factor G [Enterococcus faecium]
Length=476

 Score = 653 bits (1685),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/469 (66%), Positives = 374/469 (80%), Gaps = 0/469 
(0%)

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  
+GI  
Sbjct  7    
TESEQWDTVIEGNDDLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDN  66

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 



+EK+
Sbjct  67   
LIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  126

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P
+L+TT
Sbjct  127  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTT  186

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 
EKY +
Sbjct  187  
VEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHV  246

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYL
Sbjct  247  
EIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVEPLPLGSGVQYESSVSLGYL  306

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  307  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  366

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  367  
KAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  426

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            R+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  427  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  475

>WP_100303572.1 tetracycline resistance ribosomal protection protein 
[[Clostridium] 
celerecrescens]
 PJJ26865.1 ribosomal protection tetracycline resistance protein 
[[Clostridium] 
celerecrescens 18A]
Length=649

 Score = 653 bits (1684),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 316/643 (49%), Positives = 457/643 (71%), Gaps = 
10/643 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIGILAHVDAGKTTLTES+LY SG I+E G V++G+T TD+M LE
+QRGITIQA++
Sbjct  1    
MKIMNIGILAHVDAGKTTLTESMLYTSGTIAESGRVDRGSTITDSMTLEKQRGITIQASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S+QW+  K+N++DTPGH+DF +EV RSL +LDG +L+ISAKDG+QAQTRILF A
+RK  
Sbjct  61   
ASYQWNHVKINLIDTPGHIDFYSEVERSLNILDGIVLLISAKDGIQAQTRILFDAIRKRK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +P +IFINKIDQ  +DL  + + +++KL++ I++ Q  +    ++  E   +  E  
D +
Sbjct  121  
LPALIFINKIDQPDIDLDLIYKDIKEKLTSHILVMQRFTNDNTLLPMEIDKLSEEFRDTI  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            IE +D LL+KY+  +PI+ E+L+   ++ +   +L P+Y+GSA K +G + L+DA+   
F
Sbjct  181  
IEMDDALLKKYMINQPITTEELLNSRRKNISCGNLLPIYHGSALKHIGTKELLDAILIEF  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIP  297
             P+     + L   V+K+E  D   +R ++R++ G+++ RD + L G  + +KI +
+ I 
Sbjct  241  
NPLILPTDSKLAALVYKIERDDNRNKRTFMRIFGGSIKTRDVLTLEGHSDSIKIKKLEIS  300

Query  298  SKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRW--
REDPLPMLRTTIAPKT  354
            + G+IV  +    G+I I P+++ +++ D +G    +P+      +D L +++  I
+P  
Sbjct  301  NNGKIVEAEKIECGDIAIFPNEARLKIGDTIG---TIPQNNLVLHDDSL-
IMQANISPMV  356

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            ++ R  LL+AL++L++TDPLL+ ++DS + +I + FLG+VQ+E++ ALL  +Y L+  
++
Sbjct  357  
SSDRAILLEALSELSETDPLLQYKLDSRSSDITMEFLGKVQMEIIVALLQSRYHLQAKIE  416

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474



              + IY ERPLK A+ T HI V PNPFWASIGL + PL +G+GVQYES+VS GYLN
+SFQ
Sbjct  417  
NVTTIYKERPLKKATFTAHIGVSPNPFWASIGLLIEPLPIGAGVQYESKVSYGYLNKSFQ  476

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            NAV +GIR G EQGL+GW +TD KICFEYG+YYSPVSTPADFR LAPIVLEQALK
+SGT+
Sbjct  477  
NAVEEGIRSGCEQGLYGWELTDLKICFEYGIYYSPVSTPADFRHLAPIVLEQALKQSGTE  536

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP LSF LY PQ+  +R Y+D  KY A IE+ + + +E++  G+IPAR  Q Y+  
L+
Sbjct  537  
LLEPCLSFELYVPQDCNARVYNDLKKYQAMIESIKTQHNEIIVAGKIPARTSQIYKEQLS  596

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
              T G  V LTE  GYQ   G+  IQ R+P+ RLDK RH+F K
Sbjct  597  ELTRGCGVFLTEPAGYQKNTGEIFIQARKPDDRLDKTRHLFDK  639

>WP_081140374.1 GTP-binding protein, partial [Enterococcus faecium]
 OQO59158.1 tetracycline resistance ribosomal protection protein 
Tet(M), 
partial [Enterococcus faecium]
Length=484

 Score = 652 bits (1683),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 317/484 (65%), Positives = 386/484 (80%), Gaps = 0/484 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEG  480

Query  481  IRYG  484
            IRYG
Sbjct  481  IRYG  484

>WP_084913399.1 elongation factor G [Streptococcus salivarius]
Length=476

 Score = 652 bits (1682),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 308/469 (66%), Positives = 376/469 (80%), Gaps = 0/469 
(0%)

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  
+GI  



Sbjct  7    
TESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDN  66

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  67   
LIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKI  126

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P
+L+TT
Sbjct  127  
KVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTT  186

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 
EKY +
Sbjct  187  
VEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHV  246

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYL
Sbjct  247  
EIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYL  306

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  307  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  366

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  367  
KAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  426

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            R+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  427  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  475

>WP_044755690.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus suis]
 CYU33635.1 putative tetracycline resistance protein tet(O/W/32/O) 



[Streptococcus 
suis]
 CYV56030.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
suis]
Length=486

 Score = 652 bits (1681),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 300/482 (62%), Positives = 384/482 (80%), Gaps = 0/482 
(0%)

Query  156  
QTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            Q V+L+PEI ++   D++ WD VI  NDKLL+KYIAGE ++ ++L  EE R V+  
SLFP
Sbjct  2    
QNVTLTPEISIKNIIDLDDWDPVISRNDKLLKKYIAGEKLTIQELTYEEYRCVKKGSLFP  61

Query  216  
VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL  275
            +Y+GSA+  +G Q L++A++ LF     +  + LCG VFK+EYTD  QR 
VYLRLYSGTL
Sbjct  62   
IYHGSARNNIGTQQLIEAISNLFCSEMNENGSELCGRVFKIEYTDHKQRLVYLRLYSGTL  121

Query  276  
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
             LRDT+ L  ++K+K+TE+ IPS GE+++T     G+I I+P++++RLND++G+   
LP 
Sbjct  122  
HLRDTIILPEKKKVKLTEIYIPSNGEMIQTKIVCSGDIFIIPNNTLRLNDIIGNEKILPC  181

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
              W ++  P+LRT I P    +RE+LLDALT++ADTDPLLR  VD+ITHEI+
+SFLG VQ
Sbjct  182  
NVWNDNTAPILRTRIEPIKIEEREKLLDALTEIADTDPLLRYCVDTITHEIVISFLGTVQ  241

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            LEV+ +LL EKY +   +++P+VIY+E+PL+ A +TIHIEVPPNPFWASIGLS
+TPL +G
Sbjct  242  
LEVICSLLIEKYHINIRIEDPTVIYLEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIG  301

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+QYES+VSLGYLNQSFQNAVR+GI YGLEQGL+GW VTDCKICFEYG+YYSPVS
+P+D
Sbjct  302  
SGIQYESKVSLGYLNQSFQNAVREGINYGLEQGLYGWEVTDCKICFEYGVYYSPVSSPSD  361



Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR LAPIVLEQ LK++GTQLLEPYLSFIL+ PQ YLSRAY+DA K+CA IET+Q K 
DE+
Sbjct  362  
FRFLAPIVLEQTLKKAGTQLLEPYLSFILFTPQGYLSRAYNDAQKHCAIIETSQSKNDEI  421

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            +FTG IP RCI  YR  L  YTNG++V LTELK YQ A  +PVIQ RRPN+R
+DKVRHMF
Sbjct  422  
IFTGHIPVRCINEYRNTLTLYTNGQAVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMF  481

Query  636  QK  637
             K
Sbjct  482  NK  483

>WP_013273781.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [[Clostridium] saccharolyticum]
 ADL05711.1 small GTP-binding protein [[Clostridium] saccharolyticum 
WM1]
Length=649

 Score = 650 bits (1678),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 321/644 (50%), Positives = 454/644 (70%), Gaps = 
12/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIGILAHVDAGKTTLTES+LY SGAI++ G V+ G+T TD+M LE
+QRGITIQA++
Sbjct  1    
MKIMNIGILAHVDAGKTTLTESMLYTSGAIAKSGRVDSGSTITDSMTLEKQRGITIQASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S+QW+  K+N++DTPGH+DF +EV RSL +LDG +L+ISAKDG+QAQTRIL+ A+
+K  
Sbjct  61   
ASYQWNHVKINLIDTPGHIDFYSEVERSLNILDGVVLLISAKDGIQAQTRILYDAIKKKK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            +P  IFINKIDQ G+DL+ + + +++KL++ I+I Q+     +LSP+ V  +    
E  D
Sbjct  121  LPAFIFINKIDQPGIDLELLYKDIKEKLASHILIMQSFKNDYTLSPKQV--
DRLSEEFRD  178

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236



             +IE +D LLEK+I  + I+ E+L+   ++ + +  L P+Y+GSA K +G + 
LMDA+  
Sbjct  179  
TIIETDDALLEKFILDQSITPEELLISRRKNIINGKLLPIYHGSALKHIGTKELMDALLL  238

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMR  295
             FQP      + L   V+K+E  D   +R Y+R++ G+++ RD +   G  + +KI 
++ 
Sbjct  239  
EFQPYPLPTDSKLAALVYKIERDDHRNKRTYMRIFGGSIKARDVLIPEGHSDSIKIKKLE  298

Query  296  IPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRW-
REDPLPMLRTTIAPK  353
                G+IV T+     +I I P+++ +++ D +G    +P       +   +++  
I+P 
Sbjct  299  TSCNGKIVETEKIECSDIAIFPNEAQLKIGDSIG---
AIPNSNLILHNHNLIMQANISPV  355

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
             ++ R  LL+AL++LA+TDPLL+ ++DS + +I + FLG+VQ+EV++ALL  +Y L
+  +
Sbjct  356  
FSSDRAFLLEALSELAETDPLLQYKLDSRSSDITMEFLGKVQMEVIAALLQSRYHLKVKI  415

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +  + IY ERPLK A+ T HIE+PPNPFWASIGLS+ PL +G+G+ YES VS 
GYLN+SF
Sbjct  416  
ENVTTIYKERPLKKANFTAHIEIPPNPFWASIGLSIEPLPIGAGLYYESNVSYGYLNRSF  475

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAV +GIRYG EQGL+GW VTD K+ FEYGLYYSPVSTPADFR LAPIV EQALK
+SGT
Sbjct  476  
QNAVEEGIRYGCEQGLYGWEVTDLKVIFEYGLYYSPVSTPADFRHLAPIVFEQALKQSGT  535

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEP LSF LY PQ+  +R Y+D  K+ A IE+ + K  E+V  G+IPAR  Q Y
+  L
Sbjct  536  
ELLEPCLSFELYVPQDCNARVYNDLKKFHADIESIKTKHHEIVVAGKIPARTSQLYKEQL  595

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +  T GR V LTE  GYQ   G+   Q R+P+ RLDK R+MF K
Sbjct  596  SELTKGRGVFLTEQAGYQKNTGEIFTQARKPDDRLDKTRYMFDK  639

>AAN84500.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 



subsp. sakei]
Length=484

 Score = 650 bits (1677),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 312/484 (64%), Positives = 385/484 (80%), Gaps = 0/484 
(0%)

Query  89   
LAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKL  148
            L+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +
++KL
Sbjct  1    
LSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKL  60

Query  149  
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            SA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R 
Sbjct  61   
SAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRF  120

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYL  268
            Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  
Y+
Sbjct  121  
QNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYI  180

Query  269  
RLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG  328
            RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLG
Sbjct  181  
RLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLG  240

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            D   LP+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIIL
Sbjct  241  
DTKLLPQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIIL  300

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            SFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLS
Sbjct  301  
SFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLS  360

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            V+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYS



Sbjct  361  
VSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYS  420

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
            PVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA 
I   
Sbjct  421  
PVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNT  480

Query  569  QVKK  572
            Q+K 
Sbjct  481  QLKN  484

>AIW80491.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=634

 Score = 649 bits (1673),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 315/638 (49%), Positives = 449/638 (70%), Gaps = 
12/638 (2%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AHVDAGKTTLTES+LY SGA+ + G V++GT  TD+M LE+QRGITIQ +V SF 
W   
Sbjct  1    
MAHVDAGKTTLTESMLYTSGAVEKAGRVDRGTAVTDSMMLEKQRGITIQTSVVSFYWGDT  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVN++DTPGHMDF AEV RSL++LDGA+L+ISAK G+QAQTRILF A++K+ IP +
+FIN
Sbjct  61   
KVNLLDTPGHMDFFAEVERSLSILDGAVLLISAKYGIQAQTRILFEAIKKLQIPALVFIN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW----
DAVIENNDK  184
            KIDQ G++L+ +   +++KL+ +I++ Q VS+   + L  N+    W    D +IE 
++ 
Sbjct  121  KIDQPGIELEPLYTEIKEKLAPNILVMQDVSIGRTVQL--
NSMDMFWSSFIDTIIEADEA  178

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L EKY+  +P+  + ++   ++ +++ +L P+Y+GSA   +G + LMDA+   F P
+   
Sbjct  179  
LTEKYVLDQPVKLDDIISSREQSMKNGTLLPIYHGSALGNIGTKELMDALIKEFSPLPAL  238

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIV  303
             S A C  V+K++  D   +  YLR++ G L+ RD V +A R E +KI ++ IP  



G I 
Sbjct  239  
TSVAPCALVYKIKQDDLLNKHTYLRVFGGLLQTRDVVTVADRDETIKIKKLEIPQSGGIA  298

Query  304  RTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL-
PMLRTTIAPKTAAQRERL  361
              +    G+I I+P+++  ++ D +G+   +P K      + PM++ +I+P    
+R  L
Sbjct  299  VVEQVECGDIAIIPNENGFKIGDTIGE---
VPEKYLPAQTVHPMMQASISPCDPDERGSL  355

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+AL++LA +DPLL+  +DS + +I++ FLG+VQ+EVV ALL  +Y +   + + + 
IY 
Sbjct  356  
LEALSELAQSDPLLQYRLDSRSSDIVVGFLGQVQMEVVCALLENRYHIPVQIGDLTTIYK  415

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ERPLK A +T+HIEVPPNPFWASIGLS+ PL +GSG+  ES+VS GYLN+SFQNAV 
DGI
Sbjct  416  
ERPLKKAEYTVHIEVPPNPFWASIGLSIEPLPIGSGLCLESKVSYGYLNRSFQNAVADGI  475

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            +YG EQGLFGW VTD K+CFEYGLYYSPVSTPADFR LAP+V EQ LK +GT
+LLEP L 
Sbjct  476  
KYGCEQGLFGWEVTDLKVCFEYGLYYSPVSTPADFRHLAPLVFEQVLKRAGTELLEPRLD  535

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F L+ PQ+  +RAY+D  KY A I++ + +  E+V +G IPAR    Y+  L+ 
+TNGR 
Sbjct  536  
FQLFVPQDSDARAYNDLNKYQAVIDSIETRHSEIVVSGSIPARTAPRYKKQLSQFTNGRG  595

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            + LTE  GYQ  VG+PV Q R+P++RLDK R++F+K  
Sbjct  596  MFLTEPSGYQPNVGKPVYQARKPDARLDKTRYLFEKAF  633

>AAN84489.1 tetracycline resistance protein, partial [Lactobacillus 
alimentarius]
Length=478

 Score = 648 bits (1672),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 311/477 (65%), Positives = 383/477 (80%), Gaps = 0/477 
(0%)

Query  89   



LAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKL  148
            L+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +
++KL
Sbjct  1    
LSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKL  60

Query  149  
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            SA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R 
Sbjct  61   
SAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRF  120

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYL  268
            Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  
Y+
Sbjct  121  
QNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYI  180

Query  269  
RLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG  328
            RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLG
Sbjct  181  
RLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLG  240

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            D   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIIL
Sbjct  241  
DTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIIL  300

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            SFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLS
Sbjct  301  
SFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLS  360

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            V+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYS
Sbjct  361  
VSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYS  420

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            PVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA 
I
Sbjct  421  
PVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  477



>CKE26186.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=476

 Score = 648 bits (1672),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 308/469 (66%), Positives = 371/469 (79%), Gaps = 0/469 
(0%)

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  
+GI  
Sbjct  7    
TESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDN  66

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  67   
LIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  126

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP
+L+TT
Sbjct  127  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTT  186

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL 
EKY +
Sbjct  187  
VEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHV  246

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYL
Sbjct  247  
EIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYL  306

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  307  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  366

Query  530  



ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  
GEIPARCIQ Y
Sbjct  367  
KAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVIIIGEIPARCIQDY  426

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            R DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  427  RNDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  475

>AAN84498.1 tetracycline resistance protein, partial [Lactobacillus 
plantarum]
Length=476

 Score = 647 bits (1670),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 311/474 (66%), Positives = 380/474 (80%), Gaps = 0/474 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  1    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ 
Sbjct  61   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNC  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  121  
SLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  181  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  240

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  241  
LLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  300



Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+P
Sbjct  301  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSP  360

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  361  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  420

Query  512  TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            TPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  TPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  
474

>AAN84481.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 
subsp. carnosus]
Length=477

 Score = 646 bits (1667),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 311/475 (65%), Positives = 380/475 (80%), Gaps = 0/475 
(0%)

Query  91   
VLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA  150
            VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA
Sbjct  1    
VLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSA  60

Query  151  
DIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            +I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R  +
Sbjct  61   
EIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHN  120

Query  211  
ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
             SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  
Y+RL
Sbjct  121  
CSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRL  180

Query  271  



YSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDP  330
            YSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD 
Sbjct  181  
YSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDT  240

Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
              LP+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSF
Sbjct  241  
KLLPQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSF  300

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
            LG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+
Sbjct  301  
LGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVS  360

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPV
Sbjct  361  
PLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPV  420

Query  511  STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            STPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  STPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  
475

>AAN84484.1 tetracycline resistance protein, partial [Lactobacillus 
curvatus]
Length=478

 Score = 646 bits (1667),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 310/478 (65%), Positives = 381/478 (80%), Gaps = 0/478 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  1    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R 
Q+ 



Sbjct  61   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNC  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  121  
SLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  181  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  240

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  241  
LLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  300

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+P
Sbjct  301  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSP  360

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  361  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  420

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            TPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   
Q
Sbjct  421  
TPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQ  478

>CAG28845.1 tetracycline resistance protein tetM, partial [Listeria 
monocytogenes]
Length=475

 Score = 646 bits (1666),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 310/473 (66%), Positives = 380/473 (80%), Gaps = 0/473 
(0%)



Query  93   
DGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI  152
            DGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I
Sbjct  1    
DGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEI  60

Query  153  
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS  212
            +IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R 
Q+ S
Sbjct  61   
VIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCS  120

Query  213  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  272
            LFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYS
Sbjct  121  
LFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYS  180

Query  273  
GTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR  332
            G L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD   
Sbjct  181  
GVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKL  240

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  241  
LPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLG  300

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  301  
KVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  360

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  361  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  420

Query  513  PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            PADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  PADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  



473

>AAN84492.1 tetracycline resistance protein, partial [Lactobacillus 
plantarum]
Length=478

 Score = 646 bits (1666),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 311/478 (65%), Positives = 380/478 (79%), Gaps = 0/478 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  1    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ 
Sbjct  61   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNC  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  121  
SLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  181  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  240

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  241  
LLPQRKKIENPHPLLQXTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  300

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+P
Sbjct  301  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSP  360



Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  361  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  420

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            TPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   
Q
Sbjct  421  
TPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQ  478

>AAN84486.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 
subsp. carnosus]
 AAN84490.1 tetracycline resistance protein, partial [Lactobacillus 
alimentarius]
Length=475

 Score = 645 bits (1664),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/474 (65%), Positives = 380/474 (80%), Gaps = 0/474 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  1    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R 
Q+ 
Sbjct  61   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNC  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  121  
SLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  181  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  240



Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  241  
LLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  300

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+P
Sbjct  301  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSP  360

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  361  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  420

Query  512  TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            TPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  TPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  
474

>AAN84482.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 
subsp. carnosus]
Length=477

 Score = 645 bits (1663),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/475 (65%), Positives = 380/475 (80%), Gaps = 0/475 
(0%)

Query  91   
VLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA  150
            VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA
Sbjct  1    
VLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSA  60

Query  151  
DIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            +I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R Q+
Sbjct  61   
EIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQN  120

Query  211  



ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
             SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  
Y+RL
Sbjct  121  
CSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRL  180

Query  271  
YSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDP  330
            YSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD 
Sbjct  181  
YSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDT  240

Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
              LP+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSF
Sbjct  241  
KLLPQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSF  300

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
            LG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+
Sbjct  301  
LGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVS  360

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPV
Sbjct  361  
PLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPV  420

Query  511  STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            STPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  STPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  
475

>AAN84478.1 tetracycline resistance protein, partial [Lactobacillus 
plantarum]
Length=477

 Score = 644 bits (1662),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/474 (65%), Positives = 379/474 (80%), Gaps = 0/474 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+



Sbjct  2    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  61

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ 
Sbjct  62   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNC  121

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  122  
SLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  181

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  182  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  241

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  242  
LLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  301

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+P
Sbjct  302  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSP  361

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  362  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  421

Query  512  TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            TPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  422  TPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  
475

>AAN84496.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 



subsp. carnosus]
Length=475

 Score = 644 bits (1662),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/475 (65%), Positives = 381/475 (80%), Gaps = 0/475 
(0%)

Query  89   
LAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKL  148
            L+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +
++KL
Sbjct  1    
LSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKL  60

Query  149  
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            SA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R 
Sbjct  61   
SAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRF  120

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYL  268
            Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  
Y+
Sbjct  121  
QNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYI  180

Query  269  
RLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG  328
            RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLG
Sbjct  181  
RLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLG  240

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            D   LP+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIIL
Sbjct  241  
DTKLLPQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIIL  300

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            SFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLS
Sbjct  301  
SFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLS  360

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            V+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYS



Sbjct  361  
VSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYS  420

Query  509  PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  
563
            PVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA
Sbjct  421  PVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCA  
475

>CAG28846.1 tetracycline resistance protein tetM, partial [Listeria 
innocua]
Length=476

 Score = 644 bits (1661),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/474 (65%), Positives = 379/474 (80%), Gaps = 0/474 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  1    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R 
Q+ 
Sbjct  61   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNC  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  121  
SLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  181  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  240

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  241  
LLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  300



Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A  
TIHIEVPPNPFWASIGLSV+P
Sbjct  301  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEXTIHIEVPPNPFWASIGLSVSP  360

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  361  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  420

Query  512  TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            TPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  TPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  
474

>WP_049099061.1 GTP-binding protein, partial [Enterococcus faecalis]
Length=478

 Score = 644 bits (1661),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 313/477 (66%), Positives = 380/477 (80%), Gaps = 0/477 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV
Sbjct  421  
MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAV  477

>EGG59021.1 elongation factor Tu domain 2, partial [Enterococcus 
faecalis 
TX1467]
Length=464

 Score = 644 bits (1661),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 305/463 (66%), Positives = 373/463 (81%), Gaps = 0/463 
(0%)

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            D VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L+
+ +T
Sbjct  1    
DTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVIT  60

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
              F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K
+TEM 
Sbjct  61   



NKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMY  120

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ 
P   
Sbjct  121  
TSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKP  180

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KE
Sbjct  181  
EQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKE  240

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQN
Sbjct  241  
PTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQN  300

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK+
+GT+L
Sbjct  301  
AVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTEL  360

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR
+DL F
Sbjct  361  
LEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTF  420

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            +TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  421  FTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  463

>CAE51931.1 tetracycline resistance protein TetM, partial 
[Enterococcus faecalis]
Length=472

 Score = 644 bits (1660),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/472 (65%), Positives = 379/472 (80%), Gaps = 0/472 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++



+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q
+ SL
Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  
472

>AAN84501.1 tetracycline resistance protein, partial [Lactobacillus 



plantarum]
Length=473

 Score = 644 bits (1660),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/472 (65%), Positives = 378/472 (80%), Gaps = 0/472 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ SL
Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP



Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  
472

>AAN84493.1 tetracycline resistance protein, partial [Lactobacillus 
plantarum]
Length=474

 Score = 644 bits (1660),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/472 (65%), Positives = 378/472 (80%), Gaps = 0/472 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ SL
Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300



Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  
472

>CAE51932.1 tetracycline resistance protein TetM, partial 
[Enterococcus durans]
Length=473

 Score = 643 bits (1659),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 308/472 (65%), Positives = 379/472 (80%), Gaps = 0/472 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q
+ SL
Sbjct  61   
IKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   



L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA +
Sbjct  421  ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANM  
472

>CAE51930.1 tetracycline resistance protein TetM, partial 
[Enterococcus faecalis]
Length=472

 Score = 643 bits (1658),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 308/471 (65%), Positives = 378/471 (80%), Gaps = 0/471 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  2    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  61

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q
+ SL
Sbjct  62   
IKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSL  121



Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  122  
FPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  181

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  182  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  241

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  242  
PQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  301

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  302  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  361

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  362  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  421

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA 
Sbjct  422  ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCAN  472

>WP_080466125.1 elongation factor G [Enterococcus faecium]
Length=473

 Score = 642 bits (1657),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 305/469 (65%), Positives = 373/469 (80%), Gaps = 0/469 
(0%)

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  
+GI+ 
Sbjct  4    



TEPEQWDVVIEGNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQ  63

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ 
+EK+
Sbjct  64   
LIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKI  123

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP
+L+TT
Sbjct  124  
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTT  183

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL 
EKY +
Sbjct  184  
VEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHV  243

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +K+P+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYL
Sbjct  244  
EVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYL  303

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  304  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  363

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  364  
KAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  423

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            R DL F+TNGRSVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  424  RNDLTFFTNGRSVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  472

>APO27239.1 ferrous iron transport protein B [uncultured bacterium]
Length=493

 Score = 642 bits (1657),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 303/471 (64%), Positives = 384/471 (82%), Gaps = 0/471 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++GEP    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGEPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEMR
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMRVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLN 



Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNN  471

>AAN84480.1 tetracycline resistance protein, partial [Lactobacillus 
curvatus]
Length=472

 Score = 642 bits (1657),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 308/472 (65%), Positives = 379/472 (80%), Gaps = 0/472 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  1    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R 
Q+ 
Sbjct  61   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNC  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  121  
SLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  181  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  240

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  241  
LLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  300

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+P
Sbjct  301  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSP  360



Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  361  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  420

Query  512  TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  
563
            TPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA
Sbjct  421  TPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCA  
472

>AAN84485.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 
subsp. carnosus]
Length=475

 Score = 642 bits (1657),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 308/474 (65%), Positives = 379/474 (80%), Gaps = 0/474 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  1    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R 
Q+ 
Sbjct  61   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNC  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  121  
SLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  181  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  240

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391



             LP+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  241  
LLPQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  300

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+P
Sbjct  301  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSP  360

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  361  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  420

Query  512  TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            TPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  TPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  
474

>ANC47981.1 TetW, partial [Haemophilus parainfluenzae]
Length=319

 Score = 641 bits (1654),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 312/319 (98%), Positives = 314/319 (98%), Gaps = 0/319 
(0%)

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            KYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQG A
Sbjct  1    
KYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGA  60

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
            
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT
Sbjct  61   
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  120

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            AY GEIVILPSDSVRLNDVLGD 
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ
Sbjct  121  
AYQGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  180



Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA
Sbjct  181  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  240

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ
Sbjct  241  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  300

Query  488  GLFGWNVTDCKICFEYGLY  506
            GLFGWNVTDCKICFEYGLY
Sbjct  301  GLFGWNVTDCKICFEYGLY  319

>AAN84491.1 tetracycline resistance protein, partial [Lactobacillus 
alimentarius]
 AAN84495.1 tetracycline resistance protein, partial [Lactobacillus 
plantarum]
Length=473

 Score = 641 bits (1654),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 307/472 (65%), Positives = 378/472 (80%), Gaps = 0/472 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q
+ SL
Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333



             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  ADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  
472

>AAN84488.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 
subsp. sakei]
Length=473

 Score = 641 bits (1654),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 308/472 (65%), Positives = 377/472 (80%), Gaps = 0/472 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ SL



Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  
472

>AAN84479.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 
subsp. carnosus]
Length=470

 Score = 641 bits (1653),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 308/470 (66%), Positives = 376/470 (80%), Gaps = 0/470 
(0%)



Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ SL
Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA
Sbjct  421  ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYKDAPKYCA  470



>ACY03114.1 tetracycline resistance protein, partial [uncultured 
organism]
Length=384

 Score = 640 bits (1652),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 315/333 (95%), Positives = 323/333 (97%), Gaps = 0/333 
(0%)

Query  21   
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  80
            
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD
Sbjct  1    
ESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMD  60

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  61   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  120

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  121  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  180

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  181  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  240

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDS
Sbjct  241  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDS  300

Query  321  VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +RLND+LGD T+LPR+ W + P PMLRTTI PK
Sbjct  301  LRLNDILGDKTQLPREMWSDVPFPMLRTTITPK  333

>AAN84497.1 tetracycline resistance protein, partial [Lactobacillus 
plantarum]
Length=476



 Score = 640 bits (1650),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 309/474 (65%), Positives = 378/474 (80%), Gaps = 0/474 
(0%)

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  1    
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  60

Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ 
Sbjct  61   
IVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNC  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
            SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLY
Sbjct  121  
SLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLY  180

Query  272  
SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT  331
            SG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD  
Sbjct  181  
SGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTK  240

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP+++  E+   +L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFL
Sbjct  241  
LLPQRKKIENRHLLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFL  300

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+P
Sbjct  301  
GKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSP  360

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVS
Sbjct  361  
LPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVS  420



Query  512  TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            TPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  TPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  
474

>WP_085851141.1 elongation factor G [Enterococcus faecium]
 AID38887.1 Tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SMK02433.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML72029.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
Length=476

 Score = 639 bits (1649),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 303/469 (65%), Positives = 371/469 (79%), Gaps = 0/469 
(0%)

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  
+GI  
Sbjct  7    
TESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDN  66

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  67   
LIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKI  126

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P
+L+TT
Sbjct  127  
KVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTT  186

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 
EKY +
Sbjct  187  
VEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHV  246

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYL
Sbjct  247  



EIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYL  306

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L 
PIVLEQA +
Sbjct  307  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFR  366

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  
GEIPARCIQ Y
Sbjct  367  
KAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDY  426

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            R DL F+TNG SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  427  RNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  475

>AAN84483.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 
subsp. carnosus]
Length=474

 Score = 639 bits (1648),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 306/472 (65%), Positives = 377/472 (80%), Gaps = 0/472 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q
+ SL
Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333



             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  ADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  
472

>AAN84487.1 tetracycline resistance protein, partial [Lactobacillus 
sakei 
subsp. carnosus]
Length=473

 Score = 639 bits (1648),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 306/472 (65%), Positives = 377/472 (80%), Gaps = 0/472 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q
+ SL



Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  ADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  
472

>AAN84494.1 tetracycline resistance protein, partial [Lactobacillus 
plantarum]
Length=474

 Score = 638 bits (1646),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 307/472 (65%), Positives = 376/472 (80%), Gaps = 0/472 
(0%)



Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  
+ SL
Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+ T+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQITVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEV PNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVSPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  
565
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  
472



>WP_100626586.1 tetracycline resistance ribosomal protection protein 
Tet(O), 
partial [Campylobacter jejuni]
 PJP85116.1 tetracycline resistance ribosomal protection protein 
Tet(O), 
partial [Campylobacter jejuni subsp. jejuni]
Length=461

 Score = 637 bits (1644),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 295/460 (64%), Positives = 366/460 (80%), Gaps = 0/460 
(0%)

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            I  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F
Sbjct  1    
IMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKF  60

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                 +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM    
Sbjct  61   
YSSTPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSI  120

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QR
Sbjct  121  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQR  180

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  
+KEP+V
Sbjct  181  
EMLLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTV  240

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV 
Sbjct  241  
IYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVM  300

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEP
Sbjct  301  



EGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEP  360

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TN
Sbjct  361  
YLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTN  420

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  421  GQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  460

>CAG28847.1 tetracycline resistance protein tetM, partial [Listeria 
monocytogenes]
Length=470

 Score = 637 bits (1643),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 305/470 (65%), Positives = 376/470 (80%), Gaps = 0/470 
(0%)

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+I+
Sbjct  1    
GAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIV  60

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q
+ SL
Sbjct  61   
IKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSL  120

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            FP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG
Sbjct  121  
FPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSG  180

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
L
Sbjct  181  
VLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLL  240

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 



THEIILSFLG+
Sbjct  241  
PQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGK  300

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  301  
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  360

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWN TDCKICF
+YGLYYSPVSTP
Sbjct  361  
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNXTDCKICFKYGLYYSPVSTP  420

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            ADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA
Sbjct  421  ADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCA  470

>AMJ37115.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=467

 Score = 637 bits (1643),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 302/466 (65%), Positives = 369/466 (79%), Gaps = 0/466 
(0%)

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  
L++
Sbjct  1    
EQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIE  60

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK
+K+T
Sbjct  61   
VITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVT  120

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            EM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L
+TT+ P
Sbjct  121  
EMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEP  180

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412



                QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY 
+E  
Sbjct  181  
SKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIE  240

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQS
Sbjct  241  
LKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQS  300

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA 
+++G
Sbjct  301  
FQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAG  360

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ 
YR D
Sbjct  361  
TELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRND  420

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            L F+TNG SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  421  LTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  466

>AAN84499.1 tetracycline resistance protein, partial [Lactobacillus 
curvatus]
Length=471

 Score = 637 bits (1643),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 305/470 (65%), Positives = 376/470 (80%), Gaps = 0/470 
(0%)

Query  96   
ILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK  155
            IL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA
+I+IK
Sbjct  1    
ILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIK  60

Query  156  
QTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            Q V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ 
SLFP
Sbjct  61   
QKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFP  120



Query  216  
VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL  275
            +Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYSG L
Sbjct  121  
LYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVL  180

Query  276  
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
             LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
LP+
Sbjct  181  
HLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQ  240

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
            ++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+VQ
Sbjct  241  
RKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQ  300

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL LG
Sbjct  301  
MEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLG  360

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPAD
Sbjct  361  
SGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPAD  420

Query  516  FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            FR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I
Sbjct  421  FRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANI  470

>AMP48008.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=470

 Score = 636 bits (1640),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 294/469 (63%), Positives = 376/469 (80%), Gaps = 0/469 
(0%)

Query  119  
MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            M IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAV
Sbjct  1    
MKIPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAV  60



Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            I  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F
Sbjct  61   
IMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKF  120

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                 +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+
Sbjct  121  
YSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPT  180

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K 
+ QR
Sbjct  181  
NGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQR  240

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  
+KEP+V
Sbjct  241  
EILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTV  300

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV 
Sbjct  301  
IYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVM  360

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEP
Sbjct  361  
EGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEP  420

Query  539  YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            YL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ
Sbjct  421  YLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQ  469

>WP_074400133.1 elongation factor G [Enterococcus faecium]
Length=461

 Score = 635 bits (1638),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 300/460 (65%), Positives = 371/460 (81%), Gaps = 0/460 



(0%)

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +E ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ 
+T  F
Sbjct  1    
MEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKF  60

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                 +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM    
Sbjct  61   
YSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSI  120

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  121  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  180

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  181  
EMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  240

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  241  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  300

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  301  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  360

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  361  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  420

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  421  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  460



>WP_065429291.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Enterococcus faecalis]
Length=483

 Score = 635 bits (1638),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 311/478 (65%), Positives = 384/478 (80%), Gaps = 2/478 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  6    
LKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  66   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  126  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  186  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  245

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
Sbjct  246  PT-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSIN  304

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE
Sbjct  305  
GELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQRE  364

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419



            +LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   +
+P+VI
Sbjct  365  
KLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVI  424

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            YMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV
Sbjct  425  
YMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAV  482

>AMP55037.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=497

 Score = 635 bits (1638),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 297/463 (64%), Positives = 375/463 (81%), Gaps = 0/463 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IP+ G
Sbjct  241  



STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESR
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESR  463

>WP_085837565.1 tetracycline resistance ribosomal protection 
protein, partial 
[Enterococcus faecium]
Length=460

 Score = 634 bits (1635),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 300/459 (65%), Positives = 370/459 (81%), Gaps = 0/459 
(0%)

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F 
Sbjct  1    
EGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFY  60

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
Sbjct  61   
SSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSIN  120

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE
Sbjct  121  
GELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQRE  180

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  



+KEP+VI
Sbjct  181  
MLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVI  240

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  241  
YMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVME  300

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPY
Sbjct  301  
GIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPY  360

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNG
Sbjct  361  
LSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNG  420

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  421  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  459

>ABP01799.1 TetW, partial [Bifidobacterium longum]
Length=315

 Score = 632 bits (1629),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 312/315 (99%), Positives = 315/315 (100%), Gaps = 
0/315 (0%)

Query  107  
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL  166
            
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL
Sbjct  1    
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL  60

Query  167  
EENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
            EENTDIEAWDAVIENND
+LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG
Sbjct  61   
EENTDIEAWDAVIENNDELLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  120

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286



            
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR
Sbjct  121  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  180

Query  287  
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML
Sbjct  181  
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  240

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            RT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK
Sbjct  241  
RTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  300

Query  407  YKLETVVKEPSVIYM  421
            YKLETVVKEP+VIYM
Sbjct  301  YKLETVVKEPTVIYM  315

>WP_085812146.1 GTP-binding protein, partial [Enterococcus faecium]
Length=472

 Score = 630 bits (1626),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 307/472 (65%), Positives = 375/472 (79%), Gaps = 0/472 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  
472
            MERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQS
Sbjct  421  MERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQS  
472

>WP_024411341.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus suis]
Length=451

 Score = 630 bits (1626),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 291/451 (65%), Positives = 368/451 (82%), Gaps = 0/451 
(0%)

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            VI  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ 
+   
Sbjct  1    
VIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASK  60

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            F     +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK



+KITEM +P
Sbjct  61   
FYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVP  120

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K 
+ Q
Sbjct  121  
TNGELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQ  180

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            RE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  
+KEP+
Sbjct  181  
REILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPT  240

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV
Sbjct  241  
VIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAV  300

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLE
Sbjct  301  
MEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLE  360

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PYL F +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL 
++T
Sbjct  361  
PYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFT  420

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRL  628
            NG+ VCLTELKGYQ A+G+ + QPRRPNSR+
Sbjct  421  NGQGVCLTELKGYQPAIGKFICQPRRPNSRI  451

>KWW59413.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW61330.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW62409.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW66061.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW69646.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]



 KWW71009.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW78020.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW86653.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW87070.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW90389.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW92070.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KXW84513.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
Length=441

 Score = 629 bits (1621),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 293/440 (67%), Positives = 356/440 (81%), Gaps = 0/440 
(0%)

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG
+VFK+EY
Sbjct  1    
ELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEY  60

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
            T   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEIVIL +
Sbjct  61   
TKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQN  120

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            + ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLLR  
Sbjct  121  
EFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYY  180

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPP
Sbjct  181  
VDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPP  240

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  241  



NPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  300

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+DA
Sbjct  301  
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDA  360

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+PV
Sbjct  361  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPV  420

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  421  CQPRRPNSRIDKVRYMFNKI  440

>KWW87505.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
Length=440

 Score = 628 bits (1620),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 293/439 (67%), Positives = 355/439 (81%), Gaps = 0/439 
(0%)

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  259
            L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK
+EYT
Sbjct  1    
LEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYT  60

Query  260  
DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSD  319
               QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEIVIL ++
Sbjct  61   
KKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNE  120

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
             ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLLR  V
Sbjct  121  
FLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYV  180

Query  380  
DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN  439
            DS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 



+TIHIEVPPN
Sbjct  181  
DSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPN  240

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            PFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKI
Sbjct  241  
PFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKI  300

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
            CF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAP
Sbjct  301  
CFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAP  360

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            KYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G
+PV 
Sbjct  361  
KYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVC  420

Query  620  QPRRPNSRLDKVRHMFQKV  638
            QPRRPNSR+DKVR+MF K+
Sbjct  421  QPRRPNSRIDKVRYMFNKI  439

>EFY05111.1 elongation factor G domain protein 
[Phascolarctobacterium succinatutens 
YIT 12067]
Length=315

 Score = 627 bits (1618),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 299/306 (98%), Positives = 303/306 (99%), Gaps = 0/306 
(0%)

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            PRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR
Sbjct  10   
PRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  69

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQLEVVSALLSEKYK+ETVVKEP
+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
Sbjct  70   
VQLEVVSALLSEKYKIETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLP  129



Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP
Sbjct  130  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  189

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
            ADFRSLAPIVLEQALKESGTQLLEPYLSF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKD
Sbjct  190  
ADFRSLAPIVLEQALKESGTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCATIETAQVKKD  249

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            EVVFTGEIPARCIQAYRTDLAFYTNG+SVCLTELKGYQAAVGQPVIQPRRPN
+RLDKVRH
Sbjct  250  
EVVFTGEIPARCIQAYRTDLAFYTNGQSVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRH  309

Query  634  MFQKVM  639
            MFQKVM
Sbjct  310  MFQKVM  315

>WP_050306474.1 tetracycline resistance protein tetM, partial 
[Streptococcus 
pneumoniae]
Length=442

 Score = 627 bits (1617),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 293/440 (67%), Positives = 353/440 (80%), Gaps = 0/440 
(0%)

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG 
VFK+EY
Sbjct  2    
ELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEY  61

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
            ++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL +
Sbjct  62   
SEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQN  121

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            + ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPLLR  



Sbjct  122  
EFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYY  181

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPP
Sbjct  182  
VDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPP  241

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  242  
NPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  301

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY DA
Sbjct  302  
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTDA  361

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+PV
Sbjct  362  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPV  421

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  422  CQPRRPNSRIDKVRYMFNKI  441

>WP_040565034.1 tetracycline resistance protein tetM, partial 
[Phascolarctobacterium 
succinatutens]
Length=315

 Score = 627 bits (1616),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 299/306 (98%), Positives = 303/306 (99%), Gaps = 0/306 
(0%)

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            PRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR
Sbjct  10   
PRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  69

Query  394  



VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQLEVVSALLSEKYK+ETVVKEP
+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
Sbjct  70   
VQLEVVSALLSEKYKIETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLP  129

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP
Sbjct  130  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  189

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
            ADFRSLAPIVLEQALKESGTQLLEPYLSF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKD
Sbjct  190  
ADFRSLAPIVLEQALKESGTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCATIETAQVKKD  249

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            EVVFTGEIPARCIQAYRTDLAFYTNG+SVCLTELKGYQAAVGQPVIQPRRPN
+RLDKVRH
Sbjct  250  
EVVFTGEIPARCIQAYRTDLAFYTNGQSVCLTELKGYQAAVGQPVIQPRRPNNRLDKVRH  309

Query  634  MFQKVM  639
            MFQKVM
Sbjct  310  MFQKVM  315

>WP_057030721.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli]
 KQH94507.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM 41898]
Length=454

 Score = 626 bits (1615),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 290/453 (64%), Positives = 360/453 (79%), Gaps = 0/453 
(0%)

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LEKY++ +P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     
+G
Sbjct  1    
LEKYMSWKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEG  60

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305



             + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE
+ + 
Sbjct  61   
QSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKI  120

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    QRE 
LLDAL
Sbjct  121  
DKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREMLLDAL  180

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYMERPL
Sbjct  181  
LEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPL  240

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            + A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ 
YG 
Sbjct  241  
RKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGC  300

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL 
F +Y
Sbjct  301  
EQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIY  360

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
            APQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  +TNG+ 
VCLT
Sbjct  361  
APQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQGVCLT  420

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            ELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  421  ELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  453

>WP_002347658.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium]
 ELB80180.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0049]
 EOG16807.1 tetracycline resistance protein tetM transposon 
[Enterococcus 
faecium EnGen0177]



Length=469

 Score = 625 bits (1612),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 295/464 (64%), Positives = 371/464 (80%), Gaps = 0/464 
(0%)

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            +  + ++  K L++ ++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L
++ +
Sbjct  5    
YSTLFDSRFKTLQQNLSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVI  64

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            T  F     +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK
+KITEM
Sbjct  65   
TNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEM  124

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
                 GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ 
P  
Sbjct  125  
YTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSK  184

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+K
Sbjct  185  
PQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELK  244

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            EP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQ
Sbjct  245  
EPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQ  304

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            NAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK+
+GT+
Sbjct  305  
NAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTE  364

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR
+DL 
Sbjct  365  



LLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLT  424

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  425  FFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  468

>WP_101706231.1 elongation factor G, partial [Enterococcus faecium]
Length=456

 Score = 625 bits (1611),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 295/455 (65%), Positives = 367/455 (81%), Gaps = 0/455 
(0%)

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            K L++ ++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     
Sbjct  1    
KTLQQNLSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTY  60

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
GE+ 
Sbjct  61   
RKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELC  120

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE 
LLD
Sbjct  121  
KIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLD  180

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYMER
Sbjct  181  
ALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMER  240

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            PLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRY
Sbjct  241  
PLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRY  300

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            G EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYLSF 
Sbjct  301  



GCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFK  360

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVC
Sbjct  361  
IYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVC  420

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  421  LTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  455

>KWX94480.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWX96496.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWZ21586.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KXH05270.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
Length=471

 Score = 625 bits (1611),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 295/464 (64%), Positives = 371/464 (80%), Gaps = 0/464 
(0%)

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            +  + ++  K L++ ++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L
++ +
Sbjct  7    
YSTLFDSRFKTLQQNLSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVI  66

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            T  F     +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK
+KITEM
Sbjct  67   
TNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEM  126

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
                 GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ 
P  
Sbjct  127  
YTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSK  186

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+K



Sbjct  187  
PQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELK  246

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            EP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQ
Sbjct  247  
EPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQ  306

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            NAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK+
+GT+
Sbjct  307  
NAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTE  366

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR
+DL 
Sbjct  367  
LLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLT  426

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  427  FFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  470

>APO35061.1 EF-G: translation elongation factor [uncultured 
bacterium]
Length=434

 Score = 624 bits (1610),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 291/432 (67%), Positives = 348/432 (81%), Gaps = 0/432 
(0%)

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY++  
QR  
Sbjct  2    
RFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLA  61

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  62   
YIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSV  121

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386



            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  122  
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  181

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  182  
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  241

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  242  
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  301

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  302  
YSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIV  361

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNS
Sbjct  362  
DTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNS  421

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  422  RIDKVRYMFNKI  433

>AUT06869.1 Tetracycline resistance protein TetS (plasmid) 
[Streptococcus 
parauberis]
Length=462

 Score = 624 bits (1609),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 293/458 (64%), Positives = 363/458 (79%), Gaps = 2/458 
(0%)

Query  182  NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQP  240
            ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF P
Sbjct  3    
NDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSP  62



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S  LCG+VFKVEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     
G
Sbjct  63   T-
QLNSDKLCGNVFKVEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSING  121

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D A PGEI+IL ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + 
QRE+
Sbjct  122  
ELRQIDKAEPGEIIILKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREK  181

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P
+VIY
Sbjct  182  
LLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIY  241

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG+QYES 
VSLGYLNQSFQNAV +G
Sbjct  242  
MERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEG  301

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQA ++SGT
+LLEPYL
Sbjct  302  
IRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPYL  361

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +Y PQEYLSRAY+DA KYCA I   ++K +EV+  GEIPARCIQ YR  L F
+TNGR
Sbjct  362  
SFEIYVPQEYLSRAYNDASKYCANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNGR  421

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQ    +   QPRRPN+R+DKVRHMF K+
Sbjct  422  SVCLTELKGYQVTNIKSAFQPRRPNNRIDKVRHMFNKI  459

>ELB79897.1 tetracycline resistance protein tetM transposon, partial 
[Enterococcus 
faecium EnGen0045]
Length=462

 Score = 624 bits (1609),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 295/455 (65%), Positives = 367/455 (81%), Gaps = 0/455 
(0%)

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            K L++ ++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     
Sbjct  7    
KTLQQNLSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTY  66

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
GE+ 
Sbjct  67   
RKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELC  126

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE 
LLD
Sbjct  127  
KIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLD  186

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYMER
Sbjct  187  
ALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMER  246

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            PLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRY
Sbjct  247  
PLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRY  306

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            G EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYLSF 
Sbjct  307  
GCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFK  366

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVC
Sbjct  367  
IYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVC  426

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LTELKGY    G+PV QPRRPNSR+DKVR+MF K+



Sbjct  427  LTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  461

>WP_086322141.1 elongation factor G, partial [Enterococcus faecium]
Length=461

 Score = 623 bits (1607),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 296/460 (64%), Positives = 365/460 (79%), Gaps = 0/460 
(0%)

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +E ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ 
+T  F
Sbjct  1    
MEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKF  60

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                 +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM    
Sbjct  61   
YSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSI  120

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  121  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  180

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  181  
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  240

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  241  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  300

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEP
Sbjct  301  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEP  360

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598



            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL 
F+TN
Sbjct  361  
YLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTN  420

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  421  GLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  460

>WP_080440977.1 elongation factor G [Enterococcus faecium]
Length=469

 Score = 623 bits (1607),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 289/433 (67%), Positives = 353/433 (82%), Gaps = 0/433 
(0%)

Query  206  
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR  265
            RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  
QR 
Sbjct  36   
RRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRL  95

Query  266  
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND  325
             Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+LN 
Sbjct  96   
AYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNS  155

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
            VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THE
Sbjct  156  
VLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHE  215

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            IILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASI
Sbjct  216  
IILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASI  275

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGL
Sbjct  276  
GLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGL  335

Query  506  



YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            YYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I
Sbjct  336  
YYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  395

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
               Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPN
Sbjct  396  
VDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPN  455

Query  626  SRLDKVRHMFQKV  638
            SR+DKVR+MF K+
Sbjct  456  SRIDKVRYMFNKI  468

>WP_080440513.1 elongation factor G [Enterococcus faecium]
Length=469

 Score = 623 bits (1607),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 294/464 (63%), Positives = 370/464 (80%), Gaps = 0/464 
(0%)

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            +  + ++  K L++ ++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L
++ +
Sbjct  5    
YSTLFDSRFKTLQQNLSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVI  64

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            T  F     +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK
+KITEM
Sbjct  65   
TNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEM  124

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
                 GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ 
P  
Sbjct  125  
YTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSK  184

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+K
Sbjct  185  
PQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELK  244



Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            EP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQ
Sbjct  245  
EPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQ  304

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            NAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK+
+GT+
Sbjct  305  
NAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTE  364

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR
+DL 
Sbjct  365  
LLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLT  424

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF  +
Sbjct  425  FFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNTI  468

>WP_080032870.1 elongation factor G [Enterococcus faecium]
 PCT05120.1 elongation factor G [Enterococcus faecium]
Length=454

 Score = 623 bits (1607),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 289/433 (67%), Positives = 353/433 (82%), Gaps = 0/433 
(0%)

Query  206  
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR  265
            RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  
QR 
Sbjct  21   
RRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRL  80

Query  266  
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND  325
             Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+LN 
Sbjct  81   
AYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNS  140

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
            VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THE
Sbjct  141  



VLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHE  200

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            IILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASI
Sbjct  201  
IILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASI  260

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGL
Sbjct  261  
GLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGL  320

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            YYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I
Sbjct  321  
YYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  380

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
               Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPN
Sbjct  381  
VDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPN  440

Query  626  SRLDKVRHMFQKV  638
            SR+DKVR+MF K+
Sbjct  441  SRIDKVRYMFNKI  453

>WP_033644845.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Enterococcus faecium]
 EZP88737.1 hypothetical protein Z973_14980, partial [Enterococcus 
faecium 
VRE1044]
 EZP89480.1 hypothetical protein Z972_14505, partial [Enterococcus 
faecium 
VSE1036]
 EZP94479.1 hypothetical protein Z974_14655, partial [Enterococcus 
faecium 
VRE1261]
Length=449

 Score = 623 bits (1606),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 289/433 (67%), Positives = 353/433 (82%), Gaps = 0/433 
(0%)



Query  206  
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR  265
            RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  
QR 
Sbjct  16   
RRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRL  75

Query  266  
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND  325
             Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+LN 
Sbjct  76   
AYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNS  135

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
            VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THE
Sbjct  136  
VLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHE  195

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            IILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASI
Sbjct  196  
IILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASI  255

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGL
Sbjct  256  
GLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGL  315

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            YYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I
Sbjct  316  
YYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANI  375

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
               Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPN
Sbjct  376  
VDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPN  435

Query  626  SRLDKVRHMFQKV  638
            SR+DKVR+MF K+
Sbjct  436  SRIDKVRYMFNKI  448



>WP_057034403.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni]
Length=433

 Score = 622 bits (1603),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 284/432 (66%), Positives = 353/432 (82%), Gaps = 0/432 
(0%)

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            R Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK+EY++  
+R V
Sbjct  1    
RFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFV  60

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+R+YSGTL LRD + ++ +EK+KITEM IPS GEIV  D A PGEIVIL  D++
+LND+
Sbjct  61   
YVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNGEIVPADHACPGEIVILADDTLKLNDI  120

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LG+   LP K   ++P+P+LRTT+ P+   QRE LL+AL ++ADTDPLL  ++D+
+THEI
Sbjct  121  
LGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREALLNALAEIADTDPLLHFDIDTVTHEI  180

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            +LSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 
+TIHIEVPPNPFWAS+G
Sbjct  181  
MLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVG  240

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTDCKICFEYGLY
Sbjct  241  
LSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLY  300

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F +YAPQEYLSRAYHDAP
+YCA I 
Sbjct  301  
YSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIV  360

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626



            + Q+K DEV+  GEIPARCIQ YR DL  +TNG+ VCLTELKGYQ A+G+ + 
QPRRPNS
Sbjct  361  
STQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQGVCLTELKGYQPAIGKFICQPRRPNS  420

Query  627  RLDKVRHMFQKV  638
            R+DKVRHMF K+
Sbjct  421  RIDKVRHMFHKL  432

>BAG12531.1 tetracycline resistance protein, partial [Streptococcus 
pneumoniae]
 BAG12540.1 tetracycline resistance protein, partial [Streptococcus 
pneumoniae]
Length=432

 Score = 621 bits (1601),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 289/430 (67%), Positives = 347/430 (81%), Gaps = 0/430 
(0%)

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYL  268
             + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  
Y+
Sbjct  2    
HNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYI  61

Query  269  
RLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG  328
            RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLG
Sbjct  62   
RLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLG  121

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            D   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIIL
Sbjct  122  
DTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIIL  181

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            SFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLS
Sbjct  182  
SFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLS  241

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            V+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYS
Sbjct  242  



VSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYS  301

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
            PVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA 
I   
Sbjct  302  
PVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDT  361

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL  628
            Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNSR+
Sbjct  362  
QLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRI  421

Query  629  DKVRHMFQKV  638
            DKVR+MF K+
Sbjct  422  DKVRYMFNKI  431

>WP_060806737.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWZ25211.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 SAM51938.1 translation elongation factor G [Enterococcus faecium]
 SMM97349.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM33510.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM89799.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM30875.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM24535.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ07995.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM24697.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM25288.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM25994.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK62305.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM28863.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK59838.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM31062.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM18242.1 tetracycline resistance protein TetP [Enterococcus 
faecium]



 SMM18873.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM92140.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM96763.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM91481.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM92892.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ13630.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ08645.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM43303.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ04958.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ02561.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ10592.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK10587.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ10850.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM22397.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ12334.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ00158.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ08777.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK58724.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ08811.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ10321.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ12799.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ14789.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ10397.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ16768.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ14967.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK62235.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM69344.1 tetracycline resistance protein TetP [Enterococcus 
faecium]



 SMK59490.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK63539.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK58586.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMJ13929.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK61551.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
Length=450

 Score = 621 bits (1601),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 288/432 (67%), Positives = 352/432 (81%), Gaps = 0/432 
(0%)

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            R Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  
QR  
Sbjct  18   
RFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLA  77

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  78   
YVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSV  137

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEI
Sbjct  138  
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEI  197

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  198  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  257

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  258  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  317

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566



            YSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  318  
YSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIV  377

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNS
Sbjct  378  
DTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNS  437

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  438  RIDKVRYMFNKI  449

>KLO68607.1 tetracycline resistance protein tetM, partial 
[Enterococcus cecorum]
Length=434

 Score = 621 bits (1601),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 289/432 (67%), Positives = 351/432 (81%), Gaps = 0/432 
(0%)

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            R Q+ SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY++  
QR  
Sbjct  2    
RFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLA  61

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+ LYSG L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+L+ V
Sbjct  62   
YICLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDRAYSGEIVILQNEFLKLDSV  121

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  122  
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  181

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  182  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  241



Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  242  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  301

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  302  
YSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIV  361

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNS
Sbjct  362  
DTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNS  421

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  422  RIDKVRYMFNKI  433

>BAG12549.1 tetracycline resistance protein, partial [Streptococcus 
pneumoniae]
Length=432

 Score = 620 bits (1599),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 289/430 (67%), Positives = 347/430 (81%), Gaps = 0/430 
(0%)

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYL  268
             + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  
Y+
Sbjct  2    
HNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYI  61

Query  269  
RLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG  328
            RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLG
Sbjct  62   
RLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLG  121

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            D   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIIL
Sbjct  122  



DTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIIL  181

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            SFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLS
Sbjct  182  
SFLGKVQMEVTCALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLS  241

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            V+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYS
Sbjct  242  
VSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYS  301

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
            PVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA 
I   
Sbjct  302  
PVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDT  361

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL  628
            Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNSR+
Sbjct  362  
QLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRI  421

Query  629  DKVRHMFQKV  638
            DKVR+MF K+
Sbjct  422  DKVRYMFNKI  431

>CAJ57438.1 tetracycline resistance protein, partial 
[Bifidobacterium pseudocatenulatum 
DSM 20438 = JCM 1200 = LMG 10505]
Length=315

 Score = 620 bits (1599),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 307/315 (97%), Positives = 310/315 (98%), Gaps = 0/315 
(0%)

Query  107  
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL  166
            AQTRILFHALRKMNIPTVIFINKID   
VDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL
Sbjct  1    
AQTRILFHALRKMNIPTVIFINKIDXXXVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL  60

Query  167  
EENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226



            
EENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG
Sbjct  61   
EENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  120

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC QR 
+YLRLYSGTLRLRDTVALAGR
Sbjct  121  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGR  180

Query  287  
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML
Sbjct  181  
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  240

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            RT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK
Sbjct  241  
RTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  300

Query  407  YKLETVVKEPSVIYM  421
            YKLETVVKEP+VIYM
Sbjct  301  YKLETVVKEPTVIYM  315

>DAB15977.1 TPA: tetracycline resistance ribosomal protection 
protein Tet(W), 
partial [Candidatus Gastranaerophilales bacterium HUM_17]
Length=309

 Score = 620 bits (1598),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 303/309 (98%), Positives = 306/309 (99%), Gaps = 0/309 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            IGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
IGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

Query  301  EIVRTDTAY  309
            EIVRTDTAY
Sbjct  301  EIVRTDTAY  309

>WP_060776014.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW54784.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW55182.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW64110.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW65900.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW65906.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW70271.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW75660.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW86538.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW88816.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW91771.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW93872.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KWW96597.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
 KXW85294.1 tetracycline resistance protein tetM, partial 



[Enterococcus faecium]
Length=441

 Score = 619 bits (1597),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 290/440 (66%), Positives = 353/440 (80%), Gaps = 0/440 
(0%)

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG
+VFK+EY
Sbjct  1    
ELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEY  60

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
            ++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL +
Sbjct  61   
SEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQN  120

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            + ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPLL+  
Sbjct  121  
EFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYY  180

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHIEVPP
Sbjct  181  
VDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPP  240

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  241  
NPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  300

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+DA
Sbjct  301  
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDA  360

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR DL F+TNGRSVCLTELKGY    
G+ V



Sbjct  361  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGRSVCLTELKGYYVTTGESV  420

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  421  CQPRRPNSRIDKVRYMFNKI  440

>CNE17273.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 KXA46289.1 elongation factor Tu domain 2 [Streptococcus agalactiae]
Length=427

 Score = 619 bits (1596),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 287/426 (67%), Positives = 348/426 (82%), Gaps = 0/426 
(0%)

Query  213  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  272
            +FPVY+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
+RLYS
Sbjct  1    
MFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYS  60

Query  273  
GTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR  332
            G L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD   
Sbjct  61   
GVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKL  120

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  121  
LPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLG  180

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  181  
KVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  240

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  241  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  300

Query  513  



PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
            PADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   
Q+K 
Sbjct  301  
PADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKN  360

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR
Sbjct  361  
NEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVR  420

Query  633  HMFQKV  638
            +MF K+
Sbjct  421  YMFNKI  426

>CTO47219.1 putative conjugative element protein [Streptococcus 
pneumoniae]
Length=427

 Score = 618 bits (1593),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 287/426 (67%), Positives = 345/426 (81%), Gaps = 0/426 
(0%)

Query  213  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  272
            +FPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y
+RLYS
Sbjct  1    
MFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYS  60

Query  273  
GTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR  332
            G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD   
Sbjct  61   
GVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKL  120

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  121  
LPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLG  180

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  181  
KVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVSPL  240



Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  241  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  300

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
            PADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   
Q+K 
Sbjct  301  
PADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKN  360

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR
Sbjct  361  
NEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVR  420

Query  633  HMFQKV  638
            +MF K+
Sbjct  421  YMFNKI  426

>CVK50895.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWI45273.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=427

 Score = 616 bits (1589),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 287/426 (67%), Positives = 344/426 (81%), Gaps = 0/426 
(0%)

Query  213  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  272
            +FPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y
+RLYS
Sbjct  1    
MFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYS  60

Query  273  
GTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR  332
            G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD   
Sbjct  61   
GVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKL  120

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392



            LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  121  
LPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLG  180

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV  L
Sbjct  181  
KVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAQL  240

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  241  
PLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  300

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
            PADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   
Q+K 
Sbjct  301  
PADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKN  360

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR
Sbjct  361  
NEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVR  420

Query  633  HMFQKV  638
            +MF K+
Sbjct  421  YMFNKI  426

>WP_047341729.1 tetracycline resistance protein tetM, partial 
[Enterococcus cecorum]
 KLO68609.1 tetracycline resistance protein tetM, partial 
[Enterococcus cecorum]
Length=434

 Score = 614 bits (1584),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 286/432 (66%), Positives = 347/432 (80%), Gaps = 0/432 
(0%)

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            R Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  
QR  
Sbjct  2    



RFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLA  61

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  62   
YVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSV  121

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEI
Sbjct  122  
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEI  181

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  182  
ILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  241

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  242  
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  301

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  302  
YSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIV  361

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+ +GEIPARCIQ YR DL F+TNGRSVCLTELKGY    G+ V 
QPRRPNS
Sbjct  362  
NTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGRSVCLTELKGYYVTTGESVCQPRRPNS  421

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  422  RIDKVRYMFNKI  433

>APO35070.1 Elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=313

 Score = 614 bits (1583),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 298/306 (97%), Positives = 300/306 (98%), Gaps = 0/306 
(0%)

Query  216  
VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL  275
            VYYGSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL
Sbjct  1    
VYYGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL  60

Query  276  
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
            
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR
Sbjct  61   
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  120

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
            KRWREDPLPMLRT 
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ
Sbjct  121  
KRWREDPLPMLRTAIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  180

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            LEVVSALLSEKYKLETVVKEP
+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL LG
Sbjct  181  
LEVVSALLSEKYKLETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLG  240

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD
Sbjct  241  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  300

Query  516  FRSLAP  521
            F  + P
Sbjct  301  FPLIGP  306

>AMP49329.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=427

 Score = 613 bits (1581),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 284/426 (67%), Positives = 348/426 (82%), Gaps = 0/426 
(0%)

Query  213  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  272



            ++PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  QR  Y
+RLY 
Sbjct  1    
MYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYG  60

Query  273  
GTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR  332
            G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN 
VLGD   
Sbjct  61   
GILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKL  120

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEIILSFLG
Sbjct  121  
LPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLG  180

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  181  
KVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  240

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  241  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  300

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
            PADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   
Q+K 
Sbjct  301  
PADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKN  360

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR
Sbjct  361  
NEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVR  420

Query  633  HMFQKV  638
            +MF K+
Sbjct  421  YMFNKI  426

>ACT97608.1 TetW [uncultured organism]
 PKC90354.1 tetracycline resistance protein tetW [Bifidobacterium 



longum]
Length=295

 Score = 613 bits (1581),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 295/295 (100%), Positives = 295/295 (100%), Gaps = 
0/295 (0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  1    
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV
Sbjct  61   
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  120

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL
Sbjct  121  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR
Sbjct  181  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  241  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
295

>KFI81886.1 TetW [Bifidobacterium pullorum]
Length=295

 Score = 611 bits (1575),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 293/295 (99%), Positives = 295/295 (100%), Gaps = 
0/295 (0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            MLRT



+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  1    
MLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKYKLETVVKEP
+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV
Sbjct  61   
EKYKLETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  120

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL
Sbjct  121  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR
Sbjct  181  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  241  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
295

>APO32484.1 EF-G: translation elongation factor [uncultured 
bacterium]
Length=295

 Score = 610 bits (1574),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 293/295 (99%), Positives = 295/295 (100%), Gaps = 
0/295 (0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  1    
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV
Sbjct  61   
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  120



Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL
Sbjct  121  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR
Sbjct  181  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  241  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  
295

>EWH39648.1 tetracycline resistance protein tetW [Bifidobacterium 
breve 2L]
Length=295

 Score = 610 bits (1574),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 294/295 (99%), Positives = 294/295 (99%), Gaps = 0/295 
(0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  1    
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV
Sbjct  61   
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  120

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL
Sbjct  121  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584



            
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR
Sbjct  181  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            CIQAYRTDLAFYTNGRSVCLTELK YQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  241  CIQAYRTDLAFYTNGRSVCLTELKRYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
295

>AMP50714.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=413

 Score = 607 bits (1565),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 278/410 (68%), Positives = 343/410 (84%), Gaps = 0/410 
(0%)

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ 
+EK+
Sbjct  4    
LIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKI  63

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM IPS GEIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P
+LRTT
Sbjct  64   
KITEMCIPSNGEIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTT  123

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P+   QRE LL+ALT++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL 
EKY +
Sbjct  124  
VEPQKPEQREALLNALTEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHV  183

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               +KEPSVIY+ERP K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYL
Sbjct  184  
GVAMKEPSVIYLERPQKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYL  243

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +G+RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP
+VLEQALK
Sbjct  244  
NQSFQNAVMEGVRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALK  303



Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GTQLLEPYLSF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F 
GEIPARCI  Y
Sbjct  304  
KAGTQLLEPYLSFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEY  363

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            R DL FYTNGRSVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  364  RNDLNFYTNGRSVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  413

>APO35111.1 Elongation factor G, domain IV [uncultured bacterium]
Length=295

 Score = 602 bits (1553),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 289/295 (98%), Positives = 294/295 (99%), Gaps = 0/295 
(0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            MLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  1    
MLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKYKLETVVKEP+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRV
Sbjct  61   
EKYKLETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRV  120

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL
Sbjct  121  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            EQALKESGTQLLEPYLSFILYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR
Sbjct  181  
EQALKESGTQLLEPYLSFILYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQKVM
Sbjct  241  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKVM  
295



>ASQ41001.1 TetO, partial [Campylobacter coli]
Length=441

 Score = 602 bits (1551),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 277/438 (63%), Positives = 352/438 (80%), Gaps = 0/438 
(0%)

Query  162  
PEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSA  221
            P I + +N D+E WDAVI  ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY
+GSA
Sbjct  4    
PHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSA  63

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  LGI+ L++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL 
LRD +
Sbjct  64   
KNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVI  123

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP+++
+ E+
Sbjct  124  
RISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIEN  183

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLPML+TTIA K + QRE LL AL +++D DPLL+  VD+ THEIILSFLG VQ
+EV+ A
Sbjct  184  
PLPMLQTTIAVKKSEQREILLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICA  243

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            +L EKY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYE
Sbjct  244  
ILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYE  303

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            SRVSLGYLNQSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR 
L+P
Sbjct  304  
SRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSP  363

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581



            IVLEQALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEI
Sbjct  364  
IVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEI  423

Query  582  PARCIQAYRTDLAFYTNG  599
            PARCIQ YR DL  +TNG
Sbjct  424  PARCIQEYRNDLTCFTNG  441

>SFW54395.1 Elongation Factor G, domain II [Ruminococcus sp. YE71]
Length=295

 Score = 602 bits (1551),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 288/295 (98%), Positives = 293/295 (99%), Gaps = 0/295 
(0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  1    
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV
Sbjct  61   
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  120

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL
Sbjct  121  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            EQALKESGTQLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPAR
Sbjct  181  
EQALKESGTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            CIQAYRTDLAFYTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  241  CIQAYRTDLAFYTNGQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  
295

>WP_060793231.1 GTP-binding protein, partial [Campylobacter coli]



Length=449

 Score = 600 bits (1546),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 283/449 (63%), Positives = 363/449 (81%), Gaps = 0/449 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  



LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSV  449
            MERPL+ A +TIHIEVPPNPFWAS+GLS+
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSI  449

>WP_060787652.1 GTP-binding protein, partial [Campylobacter coli]
 KWX54282.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli]
Length=449

 Score = 598 bits (1543),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 283/449 (63%), Positives = 362/449 (81%), Gaps = 0/449 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  



EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSV  449
            MERPL+ A +TIHIEVPPNPFWAS+GLS+
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSI  449

>AIF29591.1 truncated tetracycline resistance protein [Campylobacter 
coli]
Length=453

 Score = 598 bits (1543),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 283/449 (63%), Positives = 362/449 (81%), Gaps = 0/449 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSV  449
            MERPL+ A +TIHIEVPPNPFWAS+GLS+
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSI  449

>WP_024413125.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein, partial [Streptococcus suis]
Length=419

 Score = 598 bits (1543),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 274/418 (66%), Positives = 344/418 (82%), Gaps = 0/418 
(0%)

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            AK  LGI+ L++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL 
LRD 
Sbjct  1    
AKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDV  60

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            + ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++
++ E
Sbjct  61   
IRISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIE  120

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            +PLPML+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ



+EV+ 
Sbjct  121  
NPLPMLQTTIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVIC  180

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A+L EKY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQY
Sbjct  181  
AILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQY  240

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            ESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTDCKICFEYGLYYSPVSTPADFR L+
Sbjct  241  
ESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLS  300

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            PIVLEQALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GE
Sbjct  301  
PIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGE  360

Query  581  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            IPARCIQ YR DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF 
K+
Sbjct  361  
IPARCIQEYRNDLTYFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  418

>APO28026.1 Elongation factor G, domain IV [uncultured bacterium]
Length=295

 Score = 598 bits (1541),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 286/295 (97%), Positives = 292/295 (99%), Gaps = 0/295 
(0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  1    
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKYKLETVVKEP+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRV
Sbjct  61   
EKYKLETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRV  120



Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL
Sbjct  121  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            EQALKESGTQLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPAR
Sbjct  181  
EQALKESGTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            CIQAYRTDLAFYTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  241  CIQAYRTDLAFYTNGQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  
295

>AFJ97266.1 truncated tetracycline resistant protein [Campylobacter 
coli]
Length=453

 Score = 597 bits (1540),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 281/449 (63%), Positives = 362/449 (81%), Gaps = 0/449 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSV  449
            MERPL+ A +TIHIEVPPNPFWAS+GLS+
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSI  449

>AGN49056.1 truncated tetracycline resistance protein [Campylobacter 
coli]
 AJF44115.1 truncated TetO [Campylobacter coli]
Length=453

 Score = 597 bits (1539),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 282/449 (63%), Positives = 362/449 (81%), Gaps = 0/449 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSV  449
            MERPL+ A +TIHIEVPPNPFWAS+GLS+
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSI  449

>AIF29618.1 truncated tetracycline resistance protein [Campylobacter 
coli]
Length=453

 Score = 597 bits (1538),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 282/449 (63%), Positives = 360/449 (80%), Gaps = 0/449 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV



Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSV  449
            MERPL+ A +TIHIEVPPNPFWAS+GLS+
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSI  449

>AMP50518.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=411

 Score = 596 bits (1537),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 277/409 (68%), Positives = 332/409 (81%), Gaps = 0/409 
(0%)

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK+
Sbjct  2    
LIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKI  61

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP
+L+TT
Sbjct  62   
KITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTT  121

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL 
EKY +
Sbjct  122  
VEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHV  181

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +KEP++IYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYL
Sbjct  182  
EIEIKEPTIIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYL  241

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            NQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAPIVLEQ LK
Sbjct  242  
NQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLK  301

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ Y
Sbjct  302  
KAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEY  361

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            R+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  362  RSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  410

>WP_069285002.1 GTP-binding protein, partial [Campylobacter jejuni]
Length=449



 Score = 593 bits (1530),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 281/449 (63%), Positives = 359/449 (80%), Gaps = 0/449 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++ +P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSWKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420



Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSV  449
            MERPL+ A +TIHIEVPPNPFWAS+GLS+
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSI  449

>ABW36895.1 TetW, partial [Bifidobacterium adolescentis]
Length=302

 Score = 593 bits (1530),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 294/302 (97%), Positives = 298/302 (99%), Gaps = 0/302 
(0%)

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
Sbjct  1    
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  60

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LLEKYIAGEPISREKL REEQ+RVQDASLFPVYYGSAK 
GLGIQPLMDAVTGLFQPIGE
Sbjct  61   
ELLEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKNGLGIQPLMDAVTGLFQPIGE  120

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            QG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV
Sbjct  121  
QGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  180

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            RTDTAYPGEIVILPSDSVRLNDVLGD TRLPRKRWREDPLPMLRT
+IAPKTAAQRERLLD
Sbjct  181  
RTDTAYPGEIVILPSDSVRLNDVLGDQTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLD  240

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIYMER
Sbjct  241  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIYMER  300

Query  424  PL  425
            PL
Sbjct  301  PL  302

>WP_007391378.1 TetM/TetW/TetO/TetS family tetracycline resistance 



ribosomal 
protection protein, partial [Streptococcus pseudoporcinus]
 EFR44051.1 elongation factor Tu domain 2, partial [Streptococcus 
pseudoporcinus 
SPIN 20026]
 EGL39773.1 elongation factor Tu domain 2, partial [Megasphaera sp. 
UPII 
199-6]
 EPI24316.1 elongation factor Tu domain 2, partial [Enterococcus 
faecium 
SB2C-2]
 EPI34284.1 elongation factor Tu domain 2, partial [Enterococcus 
faecalis 
WKS-26-18-2]
Length=404

 Score = 591 bits (1523),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 275/401 (69%), Positives = 330/401 (82%), Gaps = 0/401 
(0%)

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K
+TEM   
Sbjct  3    
FYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTS  62

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
Q
Sbjct  63   
INGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQ  122

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            RE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+
Sbjct  123  
REMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPT  182

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV
Sbjct  183  
VIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAV  242

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLE
Sbjct  243  



MEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLE  302

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+T
Sbjct  303  
PYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFT  362

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            NGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  363  NGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  403

>AIF29604.1 truncated tetracycline resistance protein [Campylobacter 
coli]
Length=453

 Score = 590 bits (1520),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/449 (62%), Positives = 353/449 (79%), Gaps = 0/449 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     



G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEI+IL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIIILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSV  449
            MERPL+ A +TIHIEVPPNPFWAS+GLS+
Sbjct  421  MERPLRKAEYTIHIEVPPNPFWASVGLSI  449

>WP_070059241.1 tetracycline resistance ribosomal protection 
protein, partial 
[Streptococcus agalactiae]
Length=402

 Score = 587 bits (1514),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 268/395 (68%), Positives = 333/395 (84%), Gaps = 0/395 
(0%)

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ 
GE+ 
Sbjct  7    
EGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELY  66

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + QRE 
LL 
Sbjct  67   
SSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREILLG  126

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYMER
Sbjct  127  
ALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMER  186



Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            PL+ A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV 
+G+ Y
Sbjct  187  
PLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLY  246

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            G EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL F 
Sbjct  247  
GCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFE  306

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +YAPQEYLSRAYHDAP+YCA I + QVK DEV+  GEIPARCIQ YR DL ++TNG
+ VC
Sbjct  307  
IYAPQEYLSRAYHDAPRYCADIVSTQVKNDEVILKGEIPARCIQEYRNDLTYFTNGQGVC  366

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  367  LTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  401

>WP_070014217.1 tetracycline resistance ribosomal protection 
protein, partial 
[Streptococcus agalactiae]
Length=402

 Score = 587 bits (1513),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 267/395 (68%), Positives = 333/395 (84%), Gaps = 0/395 
(0%)

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ 
GE+ 
Sbjct  7    
EGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELY  66

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + QRE 
LL 
Sbjct  67   
SSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREILLG  126

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYMER



Sbjct  127  
ALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMER  186

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            PL+ A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV 
+G+ Y
Sbjct  187  
PLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLY  246

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            G EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL F 
Sbjct  247  
GCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFE  306

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL ++TNG
+ VC
Sbjct  307  
IYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQGVC  366

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  367  LTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  401

>AAO16469.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=437

 Score = 586 bits (1510),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 271/437 (62%), Positives = 351/437 (80%), Gaps = 0/437 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ 
G+D
Sbjct  1    
GHVDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGID  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L  V + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G
+P  
Sbjct  61   
LPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFK  120

Query  197  



REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
              +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG 
VFK+
Sbjct  121  
MSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKI  180

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVIL
Sbjct  181  
EYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYSSDTACSGDIVIL  240

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            P+D ++LN +LG+   LP++++ E+PLPML+TTIA K + QRE LL ALT+++D 
DPLL+
Sbjct  241  
PNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREILLGALTEISDGDPLLK  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 
+TIHIEV
Sbjct  301  
YYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEV  360

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTD
Sbjct  361  
PPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTD  420

Query  497  CKICFEYGLYYSPVSTP  513
            CKICFEYGLYYSP STP
Sbjct  421  CKICFEYGLYYSPASTP  437

>CNA02064.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=451

 Score = 585 bits (1509),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 284/446 (64%), Positives = 348/446 (78%), Gaps = 0/446 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVPPNPFWASIG  446
            MERPLK A +TIHIEVPPNPFWAS+G
Sbjct  421  MERPLKKAEYTIHIEVPPNPFWASVG  446

>AAP21775.1 putative ribosomal protection protein, partial 
[uncultured bacterium]
Length=441

 Score = 585 bits (1507),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 284/432 (66%), Positives = 343/432 (79%), Gaps = 0/432 
(0%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            LAHVDAGKTTLTESLLY SGAI EPG+V+KGTTRTD+M LERQRGITIQAAVTSF 
W   
Sbjct  5    
LAHVDAGKTTLTESLLYTSGAIMEPGNVDKGTTRTDSMALERQRGITIQAAVTSFHWKEY  64

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVN+VDTPGHMDF+ EVYRSL+VLDGAILVISAKDGVQAQTR+LFHALRKM IPT
+IFIN
Sbjct  65   
KVNLVDTPGHMDFMTEVYRSLSVLDGAILVISAKDGVQAQTRVLFHALRKMKIPTIIFIN  124

Query  129  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK  188
            KIDQ G       Q++R+KL+ D+++ Q V L  E+ L +  D E WDAVI  ND 
LLEK
Sbjct  125  
KIDQEGFVPAQTYQNIREKLTEDMMVMQEVHLFSELTLSDVADFEKWDAVIAGNDNLLEK  184

Query  189  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            Y++G P++  +L  E +RRVQ  + FPVY+GSAK+ +G + L+D +T +F    +   
+ 
Sbjct  185  
YLSGAPLTLRELQEEIKRRVQQGTFFPVYHGSAKENIGTKKLLDVITDIFSSKTDNCQSE  244

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
            LCG VFK+EYT+  +RR YLRLYSGTL LR+T+ L+ +EK+KITEM IP  GEIV 
TDTA
Sbjct  245  
LCGYVFKIEYTEQKKRRCYLRLYSGTLCLRETILLSKKEKIKITEMSIPFDGEIVPTDTA  304

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              GEIVIL  ++++LNDVLGD   LPRK W ++PLP+LRTTI P  A QRE 
LLDALT++
Sbjct  305  
DSGEIVILSDNTLKLNDVLGDEKLLPRKAWTDNPLPLLRTTIEPAKAEQREVLLDALTEI  364

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            ADTDPLLR  +D +THEIILSFLG+VQLEVV +LL+EKY +E  VKEP+VIY+ERP 
K A
Sbjct  365  
ADTDPLLRFVIDPVTHEIILSFLGKVQLEVVCSLLNEKYGIEAEVKEPTVIYLERPRKEA  424

Query  429  SHTIHIEVPPNP  440
             +TIHIEVPPNP



Sbjct  425  HYTIHIEVPPNP  436

>AAO16470.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=437

 Score = 584 bits (1506),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 270/437 (62%), Positives = 350/437 (80%), Gaps = 0/437 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DF+AEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ 
G+D
Sbjct  1    
GHVDFMAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTIFFINKIDQEGID  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L  V + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G
+P  
Sbjct  61   
LPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFK  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
              +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG 
VFK+
Sbjct  121  
MSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKI  180

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVIL
Sbjct  181  
EYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYPSDTACSGDIVIL  240

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            P+D ++LN +LG+   LP++++ E+PLPML+TTIA K   QRE LL ALT+++D 
DPLL+
Sbjct  241  
PNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREILLGALTEISDGDPLLK  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 
+TIHIEV
Sbjct  301  
YYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEV  360



Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTD
Sbjct  361  
PPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTD  420

Query  497  CKICFEYGLYYSPVSTP  513
            CKICFEYGLYYSP STP
Sbjct  421  CKICFEYGLYYSPASTP  437

>AAO16471.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=437

 Score = 583 bits (1502),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 269/437 (62%), Positives = 350/437 (80%), Gaps = 0/437 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFH L+ M IPT+ FINKIDQ 
G+D
Sbjct  1    
GHVDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHTLQIMKIPTIFFINKIDQEGID  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L  V + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G
+P  
Sbjct  61   
LPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFK  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
              +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG 
VFK+
Sbjct  121  
MSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKI  180

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVIL
Sbjct  181  
EYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYSSDTACSGDIVIL  240

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            P+D ++LN +LG+   LP++++ E+PLP+L+TTI  K + QRE LL+ALT+++D 



DPLL+
Sbjct  241  
PNDVLQLNSILGNEILLPQRKFIENPLPILQTTIEVKKSEQREVLLEALTEISDGDPLLK  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              VD+ THEIILSFLG+VQ+EV+ A+L EKY +E  +KEP+VIYMERPL  A 
+TIHIEV
Sbjct  301  
YYVDTTTHEIILSFLGKVQMEVICAILEEKYHVEAEIKEPTVIYMERPLGKAEYTIHIEV  360

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWA+IGLSV PL LGSGVQYESRVSLGYLNQSFQNAV +G+RYG EQG++GW 
VTD
Sbjct  361  
PPNPFWATIGLSVEPLPLGSGVQYESRVSLGYLNQSFQNAVMEGVRYGCEQGMYGWEVTD  420

Query  497  CKICFEYGLYYSPVSTP  513
            CKICFEYG YYSP STP
Sbjct  421  CKICFEYGEYYSPASTP  437

>BAC99974.1 ribosomal protection protein Tet(M), partial [Vibrio sp. 
KRX-00017]
Length=438

 Score = 580 bits (1494),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 280/438 (64%), Positives = 343/438 (78%), Gaps = 0/438 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRK+ IPT+ FINKIDQ 
G+D
Sbjct  1    
GHVDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIGIPTIFFINKIDQNGID  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY +G
+ + 
Sbjct  61   
LSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIEGNDYLLEKYTSGKLLE  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
              +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG 
VFK+
Sbjct  121  
ALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKI  180

Query  257  



EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL
Sbjct  181  
EYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVIL  240

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
             ++ ++LN VLGD   LP++   E+PLP+L+T + P    QRE LLDAL +++D
+DPLLR
Sbjct  241  
QNEFLKLNSVLGDTKLLPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLR  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEV
Sbjct  301  
YYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEV  360

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTD
Sbjct  361  
PPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTD  420

Query  497  CKICFEYGLYYSPVSTPA  514
            CKICF+YGLYYSPVSTP+
Sbjct  421  CKICFKYGLYYSPVSTPS  438

>BAC99972.1 ribosomal protection protein Tet(M), partial [Gram-
positive bacterium 
no.45]
Length=438

 Score = 579 bits (1493),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 280/438 (64%), Positives = 342/438 (78%), Gaps = 0/438 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRK+ IPT+ FINKIDQ 
G+D
Sbjct  1    
GHVDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIGIPTIFFINKIDQNGID  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY +G
+ + 
Sbjct  61   



LSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIEGNDYLLEKYTSGKLLE  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
              +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG 
VFK+
Sbjct  121  
ALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKI  180

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL
Sbjct  181  
EYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVIL  240

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
             ++ ++LN VLGD   LP++   E+PLP+L+T + P    QRE LLDAL +++D
+DPLLR
Sbjct  241  
QNEFLKLNSVLGDTKLLPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLR  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEV
Sbjct  301  
YYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEV  360

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTD
Sbjct  361  
PPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTD  420

Query  497  CKICFEYGLYYSPVSTPA  514
            CKICF+YGLYYSP STPA
Sbjct  421  CKICFKYGLYYSPASTPA  438

>WP_055170010.1 GTP-binding protein, partial [[Ruminococcus] gnavus]
Length=435

 Score = 579 bits (1493),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 273/435 (63%), Positives = 348/435 (80%), Gaps = 0/435 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV



Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL+AL ++ADTDPLL  ++D++THEI+LSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLNALAEIADTDPLLHFDIDTVTHEIMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIE  435
            MERPL+ A +TIHIE
Sbjct  421  MERPLRKAEYTIHIE  435

>BAC99975.1 ribosomal protection protein Tet(M), partial 
[Lactococcus garvieae]
Length=438



 Score = 577 bits (1487),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 277/439 (63%), Positives = 350/439 (80%), Gaps = 2/439 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHALRKMNIP + FINKIDQ 
G++
Sbjct  1    
GHVDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMNIPIIFFINKIDQNGIN  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND LLEKY  G
+ ++
Sbjct  61   
LPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEKYTIGKTLN  120

Query  197  REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSVFK  255
              +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  LF P  +  S  LCG
+VFK
Sbjct  121  IAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSDKLCGNVFK  179

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  315
            VEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     GE+ + D A 
PGEI+I
Sbjct  180  
VEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSINGELRQIDKAEPGEIII  239

Query  316  
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            L ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL +++D
+DPLL
Sbjct  240  
LKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDSDPLL  299

Query  376  
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE  435
            +  VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK +  
TI IE
Sbjct  300  
QYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFTIDIE  359

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            VPPNPFWASIGLSVTPL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GW +T
Sbjct  360  
VPPNPFWASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYGWKLT  419



Query  496  DCKICFEYGLYYSPVSTPA  514
            DCKICF+YGLYYSPVSTPA
Sbjct  420  DCKICFKYGLYYSPVSTPA  438

>AAO16472.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=436

 Score = 577 bits (1487),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/436 (64%), Positives = 341/436 (78%), Gaps = 0/436 
(0%)

Query  78   
HMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDL  137
            HMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRK+ IPT+ FINKIDQ 
G+DL
Sbjct  1    
HMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIGIPTIFFINKIDQNGIDL  60

Query  138  
QSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISR  197
             +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY +G+ 
+  
Sbjct  61   
STVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIEGNDYLLEKYTSGKLLEA  120

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVE  257
             +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG 
VFK+E
Sbjct  121  
LELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIE  180

Query  258  
YTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILP  317
            Y++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL 
Sbjct  181  
YSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQ  240

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPLLR 
Sbjct  241  
NEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRY  300

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
             VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVP



Sbjct  301  
YVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVP  360

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGLSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDC
Sbjct  361  
PNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDC  420

Query  498  KICFEYGLYYSPVSTP  513
            K+CF+YGLYYSPVSTP
Sbjct  421  KVCFKYGLYYSPVSTP  436

>BAC99973.1 ribosomal protection protein Tet(M), partial 
[Photobacterium 
damselae subsp. piscicida]
Length=438

 Score = 577 bits (1486),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/438 (64%), Positives = 341/438 (78%), Gaps = 0/438 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRK+ IPT+ FINKIDQ 
G+D
Sbjct  1    
GHVDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIGIPTIFFINKIDQNGID  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY +G
+ + 
Sbjct  61   
LSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIEGNDYLLEKYTSGKLLE  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
              +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG 
VFK+
Sbjct  121  
ALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKI  180

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL
Sbjct  181  
EYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVIL  240

Query  317  



PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
             ++ ++LN VLGD   LP++   E+PLP+L+T + P    QRE LLDAL +++D
+DPLLR
Sbjct  241  
QNEFLKLNSVLGDTKLLPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLR  300

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              VDS THEIILSFLG+V +EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEV
Sbjct  301  
YYVDSATHEIILSFLGKVPMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEV  360

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNPFWASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTD
Sbjct  361  
PPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTD  420

Query  497  CKICFEYGLYYSPVSTPA  514
            CKICF+YGLYYSP STPA
Sbjct  421  CKICFKYGLYYSPASTPA  438

>WP_057037234.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli]
 KQI01223.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM 41945]
Length=400

 Score = 576 bits (1485),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 265/395 (67%), Positives = 323/395 (82%), Gaps = 0/395 
(0%)

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
GE+ 
Sbjct  5    
EGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELC  64

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    QRE 
LLD
Sbjct  65   
KIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREMLLD  124

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423



            AL +++D+DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYMER
Sbjct  125  
ALLEISDSDPLLQYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMER  184

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            PL+ A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV 
+G+ Y
Sbjct  185  
PLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLY  244

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            G EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL F 
Sbjct  245  
GCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFE  304

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  +TNG
+ VC
Sbjct  305  
IYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTSFTNGQGVC  364

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  365  LTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  399

>AMP50909.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=437

 Score = 573 bits (1477),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 273/437 (62%), Positives = 351/437 (80%), Gaps = 0/437 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHIEVP  437
            MERPL+ A +TIHIEVP
Sbjct  421  MERPLRKAEYTIHIEVP  437

>WP_080440083.1 elongation factor G [Enterococcus faecium]
Length=384

 Score = 573 bits (1476),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 267/383 (70%), Positives = 319/383 (83%), Gaps = 0/383 
(0%)

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  315
            +EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEIVI
Sbjct  1    
MEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVI  60



Query  316  
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            L ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLL
Sbjct  61   
LQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLL  120

Query  376  
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE  435
            R  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIE
Sbjct  121  
RYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIE  180

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            VPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVT
Sbjct  181  
VPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVT  240

Query  496  
DCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
            DCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY
Sbjct  241  
DCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAY  300

Query  556  
HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
            +DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G
Sbjct  301  
NDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTG  360

Query  616  QPVIQPRRPNSRLDKVRHMFQKV  638
            +PV QPRRPNSR+DKVR+MF K+
Sbjct  361  EPVCQPRRPNSRIDKVRYMFNKI  383

>AMP51376.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=434

 Score = 573 bits (1476),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 271/434 (62%), Positives = 348/434 (80%), Gaps = 0/434 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASHTIHI  434
            MERPL+ A +TIHI
Sbjct  421  MERPLRKAEYTIHI  434

>APR29429.1 elongation factor G (plasmid) [Pediococcus acidilactici]
Length=384

 Score = 571 bits (1471),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 266/383 (69%), Positives = 318/383 (83%), Gaps = 0/383 



(0%)

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  315
            +EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+ EM     GE+ + D AY 
GEIVI
Sbjct  1    
MEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVIEMYTSINGELCKIDRAYSGEIVI  60

Query  316  
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            L ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLL
Sbjct  61   
LQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLL  120

Query  376  
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE  435
            R  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIE
Sbjct  121  
RYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIE  180

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            VPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVT
Sbjct  181  
VPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVT  240

Query  496  
DCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
            DCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY
Sbjct  241  
DCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAY  300

Query  556  
HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
            +DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G
Sbjct  301  
NDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTG  360

Query  616  QPVIQPRRPNSRLDKVRHMFQKV  638
            +PV QPRRPNSR+DKVR+MF K+
Sbjct  361  EPVCQPRRPNSRIDKVRYMFNKI  383

>BAC99976.1 ribosomal protection protein Tet(M), partial 
[Lactococcus garvieae]
Length=438

 Score = 569 bits (1466),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 273/439 (62%), Positives = 346/439 (79%), Gaps = 2/439 
(0%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHA RKMNIP + FINKIDQ 
G++
Sbjct  1    
GHVDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHAFRKMNIPIIFFINKIDQNGIN  60

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND LLEKY  G
+ ++
Sbjct  61   
LPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEKYTIGKTLN  120

Query  197  REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSVFK  255
              +L +EE  R+Q  SL+P Y+GSAK  +GI+ L++ +T  LF P  +  S  LCG
+VFK
Sbjct  121  IAELEKEENERIQSCSLYPXYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSDKLCGNVFK  179

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  315
            VEY+D GQR VY+RLYSGTL LRD+V ++ +EK+K+TEM     GE+ + D A 
PGEI+I
Sbjct  180  
VEYSDDGQRLVYVRLYSGTLHLRDSVNISEKEKIKVTEMYTSINGELRQIDKAEPGEIII  239

Query  316  
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            L ++ ++LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL +++D
+DPLL
Sbjct  240  
LKNELLKLNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDSDPLL  299

Query  376  
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE  435
            +  VD++THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK +  
TI IE
Sbjct  300  
QYYVDTVTHEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFTIDIE  359

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            VPPNPFWASIGLSVTPL LGSG+QYES VSLG LNQSFQNAV +GIRYG EQGL
+GW +T
Sbjct  360  
VPPNPFWASIGLSVTPLPLGSGIQYESLVSLGLLNQSFQNAVMEGIRYGCEQGLYGWKLT  419

Query  496  DCKICFEYGLYYSPVSTPA  514



            DCKICF+YGLYYSP STPA
Sbjct  420  DCKICFKYGLYYSPASTPA  438

>WP_080961993.1 elongation factor G [Enterococcus cecorum]
Length=384

 Score = 568 bits (1464),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 265/383 (69%), Positives = 319/383 (83%), Gaps = 0/383 
(0%)

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  315
            +EY++  QR  Y+ LYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVI
Sbjct  1    
MEYSEKRQRLAYICLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDRAYSGEIVI  60

Query  316  
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            L ++ ++L+ VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLL
Sbjct  61   
LQNEFLKLDSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLL  120

Query  376  
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE  435
            R  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIE
Sbjct  121  
RYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIE  180

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            VPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVT
Sbjct  181  
VPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVT  240

Query  496  
DCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
            DCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY
Sbjct  241  
DCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAY  300

Query  556  
HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
            +DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G
Sbjct  301  
NDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTG  360



Query  616  QPVIQPRRPNSRLDKVRHMFQKV  638
            +PV QPRRPNSR+DKVR+MF K+
Sbjct  361  EPVCQPRRPNSRIDKVRYMFNKI  383

>EVK37104.1 tetracycline resistance protein tetM transposon TnFO1, 
partial 
[Staphylococcus aureus M0798]
 OSC85076.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]
Length=380

 Score = 568 bits (1464),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 264/376 (70%), Positives = 315/376 (84%), Gaps = 0/376 
(0%)

Query  263  
QRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVR  322
            QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL +
+ ++
Sbjct  4    
QRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLK  63

Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  
VDS 
Sbjct  64   
LNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDST  123

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFW
Sbjct  124  
THEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFW  183

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+
Sbjct  184  
ASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFK  243

Query  503  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
            YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYC
Sbjct  244  
YGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYC  303

Query  563  
ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622



            A I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPR
Sbjct  304  
ANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPR  363

Query  623  RPNSRLDKVRHMFQKV  638
            RPNSR+DKVR+MF K+
Sbjct  364  RPNSRIDKVRYMFNKI  379

>KFI81887.1 tetracycline resistance protein TetW [Bifidobacterium 
pullorum]
Length=289

 Score = 567 bits (1462),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 278/278 (100%), Positives = 278/278 (100%), Gaps = 
0/278 (0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
            IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR
Sbjct  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278

>WP_085839204.1 elongation factor G [Enterococcus faecium]
 SMI41134.1 translation elongation factor G [Enterococcus faecium]



 SMI58461.1 translation elongation factor G [Enterococcus faecium]
 SMI51551.1 translation elongation factor G [Enterococcus faecium]
Length=390

 Score = 566 bits (1458),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 262/372 (70%), Positives = 313/372 (84%), Gaps = 0/372 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  18   
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSV  77

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  78   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  137

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  138  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  197

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  198  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  257

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  258  
YSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIV  317

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNS
Sbjct  318  
DTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNS  377

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  378  RIDKVRYMFNKI  389



>WP_074399838.1 elongation factor G [Enterococcus faecium]
 SAM54281.1 translation elongation factor G [Enterococcus faecium]
Length=390

 Score = 563 bits (1452),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 261/372 (70%), Positives = 311/372 (84%), Gaps = 0/372 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  18   
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSV  77

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  78   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  137

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  138  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  197

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  198  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  257

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L PIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  258  
YSPVSTPADFRMLTPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIV  317

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+  GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNS
Sbjct  318  
NTQLKNNEVIIIGEIPARCIQDYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNS  377

Query  627  RLDKVRHMFQKV  638



            R+DKVR+MF K+
Sbjct  378  RIDKVRYMFNKI  389

>WP_087704884.1 GTP-binding protein, partial [Campylobacter jejuni]
Length=430

 Score = 560 bits (1442),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 265/430 (62%), Positives = 344/430 (80%), Gaps = 0/430 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIVSKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  MERPLKAASH  430
            MERPL+ A +
Sbjct  421  MERPLRKAEY  430

>WP_094850703.1 GTP-binding protein, partial [Enterococcus faecium]
 OZH71978.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
Length=434

 Score = 558 bits (1439),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 273/434 (63%), Positives = 339/434 (78%), Gaps = 0/434 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     



G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIY
Sbjct  361  
LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIY  420

Query  421  MERPLKAASHTIHI  434
            MERPLK A +TIHI
Sbjct  421  MERPLKNAEYTIHI  434

>WP_098381401.1 elongation factor G [Enterococcus faecium]
 PEY08893.1 elongation factor G [Enterococcus faecium]
Length=390

 Score = 556 bits (1432),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 259/372 (70%), Positives = 308/372 (83%), Gaps = 0/372 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  18   
YIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSV  77

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  78   
LGDTKLLPQRKKIENPLPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  137

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  138  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  197

Query  447  



LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  198  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  257

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  258  
YSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIV  317

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV Q 
RR NS
Sbjct  318  
NTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNS  377

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  378  RIDKVRYMFNKI  389

>GAK48687.1 putative tetracycline resistance protein tetM, partial 
[Lactobacillus 
oryzae JCM 18671]
Length=380

 Score = 555 bits (1431),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 259/376 (69%), Positives = 309/376 (82%), Gaps = 0/376 
(0%)

Query  263  
QRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVR  322
            QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL +
+ ++
Sbjct  4    
QRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLK  63

Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  
VDS 
Sbjct  64   
LNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDST  123

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFW
Sbjct  124  



THEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFW  183

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+
Sbjct  184  
ASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFK  243

Query  503  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
            YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYC
Sbjct  244  
YGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYC  303

Query  563  
ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            A I   Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV 
Q R
Sbjct  304  
ANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTR  363

Query  623  RPNSRLDKVRHMFQKV  638
            R NSR+DKVR+MF K+
Sbjct  364  RLNSRIDKVRYMFNKI  379

>WP_087121934.1 elongation factor G [Enterococcus faecium]
 OUK39110.1 elongation factor G [Enterococcus faecium]
Length=390

 Score = 554 bits (1427),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 258/372 (69%), Positives = 308/372 (83%), Gaps = 0/372 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  18   
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSV  77

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  78   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  137

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 



+TIHIEVPPNPFWASIG
Sbjct  138  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  197

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  198  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  257

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  258  
YSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIV  317

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQA  G+PV Q 
RR NS
Sbjct  318  
NTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQATTGEPVCQTRRLNS  377

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  378  RIDKVRYMFNKI  389

>WP_010731388.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 EOH58189.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0264]
 EOM18476.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0262]
Length=390

 Score = 553 bits (1424),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 257/372 (69%), Positives = 307/372 (83%), Gaps = 0/372 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  18   
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSV  77

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI



Sbjct  78   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  137

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  138  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  197

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  198  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  257

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  258  
YSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIV  317

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV Q 
RR NS
Sbjct  318  
NTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNS  377

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  378  RIDKVRYMFNKI  389

>WP_013668947.1 tetracycline resistance ribosomal protection protein 
[Aerococcus 
urinae]
 AEA00696.1 putative translation elongation factor G [Aerococcus 
urinae ACS-120-V-Col10a]
Length=651

 Score = 553 bits (1424),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 280/654 (43%), Positives = 423/654 (65%), Gaps = 
24/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+  TT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNATTTTDSMELERDRGITIRAST  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGAILVISAK+G+Q QT+++F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLKVLDGAILVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIQEKLTSNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        + + +L+PV++GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVIAEKEYNDVFLDEINNCNLYPVFHGSALKNIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T             L   V+K++  +  ++  +LR++SG +R R  V + G E+  
KI 
Sbjct  241  
ITKYLPTKSYNTEDLLSAYVYKIDRDEKSRKMTFLRVFSGNIRTRQDVYINGTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWR-----
EDPLPML  346
             +     GEIV+ D    G+I I+ + +S+++ D +G       K++      +   
P L
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDYIG-------
KKYDGILDIKIAQPAL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            R +I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ 
+LL  +
Sbjct  354  
RASIKPCDLSKRSKLIEALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEVIESLLKSR  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            YK++    E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ 
VS 
Sbjct  414  
YKIDARFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSY  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            GYLN SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P 
V  +



Sbjct  474  
GYLNNSFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWE  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    
Sbjct  534  
ALRKAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTS  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMFQK  
637
            ++Y+++L  Y+NG+ + +TE  GY     +P+I        +S  + +R++FQK
Sbjct  594  KSYQSELLSYSNGKGIFITEPYGYDIYNDKPIINDIGNDNNDSNKEGLRYLFQK  
647

>WP_063856413.1 tetracycline resistance ribosomal protection protein 
Tet(T) [Enterococcus 
faecalis]
 AAV80410.1 TetT [Enterococcus faecalis]
Length=651

 Score = 552 bits (1423),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 280/654 (43%), Positives = 423/654 (65%), Gaps = 
24/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+  TT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNATTTTDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGAILVISAK+G+Q QT+++F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLKVLDGAILVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIQEKLTSNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        + + +L+PV++GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVIAEKEYNDVFLDEINNCNLYPVFHGSALKNIGIDELLFA  240



Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T             L   V+K++  +  ++  +LR++SG +R R  V + G E+  
KI 
Sbjct  241  
ITKYLPTKSYNTEDLLSAYVYKIDRDEKSRKMTFLRVFSGNIRTRQDVYINGTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWR-----
EDPLPML  346
             +     GEIV+ D    G+I I+ + +S+++ D +G       K++      +   
P L
Sbjct  301  SLESVMNGEIVKVDQVNSGDIAIISNANSLKIGDYIG-------
KKYDGILDIKIAQPAL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            R +I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ 
+LL  +
Sbjct  354  
RASIKPCDLSKRSKLIEALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEVIESLLKSR  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            YK++    E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ 
VS 
Sbjct  414  
YKIDARFCELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSY  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            GYLN SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P 
V  +
Sbjct  474  
GYLNNSFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWE  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    
Sbjct  534  
ALRKAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTS  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMFQK  
637
            ++Y+++L  Y+NG+ + +TE  GY     +P+I        +S  + +R++FQK
Sbjct  594  KSYQSELLSYSNGKGIFITEPYGYDIYNDKPIINDIGNDNNDSNKEGLRYLFQK  
647

>AFC62153.1 translation elongation factor G [Enterococcus faecium 
Aus0004]
 ELB53007.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0030]
 ERT28498.1 tetracycline resistance protein tetM [Enterococcus 



faecium BM4538]
 ERT30874.1 tetracycline resistance protein tetM [Enterococcus 
faecium NEF1]
 CXL04940.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SAY53804.1 translation elongation factor G [Enterococcus faecium]
 ONN38788.1 elongation factor G [Enterococcus faecium]
 SMM80757.1 translation elongation factor G [Enterococcus faecium]
 SML23244.1 translation elongation factor G [Enterococcus faecium]
 SMM31749.1 translation elongation factor G [Enterococcus faecium]
 SMM53972.1 translation elongation factor G [Enterococcus faecium]
 SML70619.1 translation elongation factor G [Enterococcus faecium]
 SML43552.1 translation elongation factor G [Enterococcus faecium]
 SMI13653.1 translation elongation factor G [Enterococcus faecium]
 SML18144.1 translation elongation factor G [Enterococcus faecium]
 SMI31612.1 translation elongation factor G [Enterococcus faecium]
 SML62254.1 translation elongation factor G [Enterococcus faecium]
 SML56123.1 translation elongation factor G [Enterococcus faecium]
 SML17853.1 translation elongation factor G [Enterococcus faecium]
 SMJ58840.1 translation elongation factor G [Enterococcus faecium]
 SMJ55236.1 translation elongation factor G [Enterococcus faecium]
 SML65168.1 translation elongation factor G [Enterococcus faecium]
 SML73945.1 translation elongation factor G [Enterococcus faecium]
 SMJ62588.1 translation elongation factor G [Enterococcus faecium]
 SMJ68391.1 translation elongation factor G [Enterococcus faecium]
 SMM50179.1 translation elongation factor G [Enterococcus faecium]
 SML63718.1 translation elongation factor G [Enterococcus faecium]
 SMM75526.1 translation elongation factor G [Enterococcus faecium]
 SML26793.1 translation elongation factor G [Enterococcus faecium]
 SML44922.1 translation elongation factor G [Enterococcus faecium]
 SMM63311.1 translation elongation factor G [Enterococcus faecium]
 SMM76392.1 translation elongation factor G [Enterococcus faecium]
 SMM62595.1 translation elongation factor G [Enterococcus faecium]
 SMM62347.1 translation elongation factor G [Enterococcus faecium]
 SMH73118.1 translation elongation factor G [Enterococcus faecium]
 SMH78803.1 translation elongation factor G [Enterococcus faecium]
 SMH96732.1 translation elongation factor G [Enterococcus faecium]
 SMM39450.1 translation elongation factor G [Enterococcus faecium]
 SMH93256.1 translation elongation factor G [Enterococcus faecium]
 SMH90456.1 translation elongation factor G [Enterococcus faecium]
 SMH78643.1 translation elongation factor G [Enterococcus faecium]
 SMH94660.1 translation elongation factor G [Enterococcus faecium]
 SMJ23897.1 translation elongation factor G [Enterococcus faecium]
 SMI03161.1 translation elongation factor G [Enterococcus faecium]
 SML19965.1 translation elongation factor G [Enterococcus faecium]
 SMH78574.1 translation elongation factor G [Enterococcus faecium]
 SMM78865.1 translation elongation factor G [Enterococcus faecium]
 SMI29404.1 translation elongation factor G [Enterococcus faecium]
 SMH99254.1 translation elongation factor G [Enterococcus faecium]
 SMJ45432.1 translation elongation factor G [Enterococcus faecium]
 SMH75311.1 translation elongation factor G [Enterococcus faecium]
 SMH90386.1 translation elongation factor G [Enterococcus faecium]
 SMI00706.1 translation elongation factor G [Enterococcus faecium]
 SMI01567.1 translation elongation factor G [Enterococcus faecium]



 SMH93976.1 translation elongation factor G [Enterococcus faecium]
 SMI44956.1 translation elongation factor G [Enterococcus faecium]
 SMI05452.1 translation elongation factor G [Enterococcus faecium]
 SMH95306.1 translation elongation factor G [Enterococcus faecium]
 SMI35544.1 translation elongation factor G [Enterococcus faecium]
 SMH93790.1 translation elongation factor G [Enterococcus faecium]
 SMH94773.1 translation elongation factor G [Enterococcus faecium]
 SMJ32256.1 translation elongation factor G [Enterococcus faecium]
 SMJ64460.1 translation elongation factor G [Enterococcus faecium]
 SMI12438.1 translation elongation factor G [Enterococcus faecium]
 SMH83427.1 translation elongation factor G [Enterococcus faecium]
 SMJ43638.1 translation elongation factor G [Enterococcus faecium]
 SMJ62022.1 translation elongation factor G [Enterococcus faecium]
 SMM42411.1 translation elongation factor G [Enterococcus faecium]
 SMJ32867.1 translation elongation factor G [Enterococcus faecium]
 SMH93366.1 translation elongation factor G [Enterococcus faecium]
 SMJ75507.1 translation elongation factor G [Enterococcus faecium]
 SMJ57312.1 translation elongation factor G [Enterococcus faecium]
 SMJ29855.1 translation elongation factor G [Enterococcus faecium]
 SMI15287.1 translation elongation factor G [Enterococcus faecium]
 SMJ95135.1 translation elongation factor G [Enterococcus faecium]
 SMI52390.1 translation elongation factor G [Enterococcus faecium]
 SMH92252.1 translation elongation factor G [Enterococcus faecium]
 SMM62868.1 translation elongation factor G [Enterococcus faecium]
 SMI01968.1 translation elongation factor G [Enterococcus faecium]
 SMM45587.1 translation elongation factor G [Enterococcus faecium]
 SMM53608.1 translation elongation factor G [Enterococcus faecium]
 SMJ46017.1 translation elongation factor G [Enterococcus faecium]
 SMI10066.1 translation elongation factor G [Enterococcus faecium]
 SML34481.1 translation elongation factor G [Enterococcus faecium]
 SML42129.1 translation elongation factor G [Enterococcus faecium]
 SMI51838.1 translation elongation factor G [Enterococcus faecium]
 SML63844.1 translation elongation factor G [Enterococcus faecium]
 SMI76274.1 translation elongation factor G [Enterococcus faecium]
 SMI84240.1 translation elongation factor G [Enterococcus faecium]
 SMM70099.1 translation elongation factor G [Enterococcus faecium]
 SML34152.1 translation elongation factor G [Enterococcus faecium]
 SMM54685.1 translation elongation factor G [Enterococcus faecium]
 SML73405.1 translation elongation factor G [Enterococcus faecium]
 SMI49791.1 translation elongation factor G [Enterococcus faecium]
 SMH82952.1 translation elongation factor G [Enterococcus faecium]
 SMM00028.1 translation elongation factor G [Enterococcus faecium]
 SMH90701.1 translation elongation factor G [Enterococcus faecium]
 SMI60634.1 translation elongation factor G [Enterococcus faecium]
 SMI27981.1 translation elongation factor G [Enterococcus faecium]
 OUK12409.1 elongation factor G [Enterococcus faecium]
Length=390

 Score = 552 bits (1423),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 257/372 (69%), Positives = 307/372 (83%), Gaps = 0/372 
(0%)

Query  267  



YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  18   
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSV  77

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  78   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  137

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  138  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  197

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  198  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  257

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  258  
YSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIV  317

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV Q 
RR NS
Sbjct  318  
NTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNS  377

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  378  RIDKVRYMFNKI  389

>WP_077149101.1 MULTISPECIES: elongation factor G [Bacilli]
 OOL76092.1 elongation factor G [Enterococcus faecium]
 AQY31270.1 elongation factor G [Enterococcus faecium]
 OXM09175.1 elongation factor G [Enterococcus faecium]
 PEY01235.1 elongation factor G [Enterococcus faecium]
 PEY07367.1 elongation factor G [Enterococcus faecium]
 PEY10658.1 elongation factor G [Enterococcus faecium]
 PHL92086.1 elongation factor G [Enterococcus faecium]



Length=391

 Score = 552 bits (1422),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 257/372 (69%), Positives = 307/372 (83%), Gaps = 0/372 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  19   
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSV  78

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  79   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  138

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  139  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  198

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  199  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  258

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  259  
YSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIV  318

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV Q 
RR NS
Sbjct  319  
NTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNS  378

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  379  RIDKVRYMFNKI  390



>EJX67401.1 elongation factor Tu domain 2, partial [Enterococcus 
faecium 
P1986]
Length=385

 Score = 551 bits (1421),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 257/372 (69%), Positives = 307/372 (83%), Gaps = 0/372 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  13   
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSV  72

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  73   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  132

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  133  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  192

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  193  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  252

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  253  
YSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIV  312

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV Q 
RR NS
Sbjct  313  
NTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNS  372

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+



Sbjct  373  RIDKVRYMFNKI  384

>WP_095257136.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAJ57076.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 551 bits (1419),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 280/649 (43%), Positives = 420/649 (65%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKKKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 



+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_045078625.1 tetracycline resistance ribosomal protection protein 
[Peptoniphilus 
sp. ING2-D1G]
 CDZ75675.1 Translation elongation factor EF-G, a GTPase 
[Peptoniphilus sp. 
ING2-D1G]
Length=651

 Score = 550 bits (1418),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 282/654 (43%), Positives = 422/654 (65%), Gaps = 
24/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY  GAI++ G V+ GTT TD+M LER RGITI
+A+ 



Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKGGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  K+NI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+++F+ L 
K+N
Sbjct  61   
VSFNYNDTKLNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVYLDEIYTQIQEKLTSNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG +R R  V + G E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIRTRQDVYINGTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWR-----
EDPLPML  346
             +     GEIV+ D    G+I I+ + +S+++ D +G       K++      +   
P L
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDYIG-------
KKYDGILDIKIAQPAL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            R +I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ 
+LL  +
Sbjct  354  
RASIKPCDLSKRSKLIEALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEVIKSLLKNR  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            YK++T   E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ 
VS 
Sbjct  414  
YKIDTEFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSY  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526



            GYLN SFQNAV+D +    ++GL+GW VTD KI F+YGLYYSPVSTP+DFR+L P 
V  +
Sbjct  474  
GYLNNSFQNAVKDAVEKACKEGLYGWEVTDLKITFDYGLYYSPVSTPSDFRNLTPYVFWE  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G IP    
Sbjct  534  
ALRKAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIGKGEETTLSGRIPVDTS  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  
637
            ++Y+ +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  594  KSYQAELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  
647

>WP_010730930.1 tetracycline resistance protein tetM [Enterococcus 
faecium]
 EOM07763.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0258]
Length=390

 Score = 550 bits (1418),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 256/372 (69%), Positives = 307/372 (83%), Gaps = 0/372 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  18   
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSV  77

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEI
Sbjct  78   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEI  137

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  138  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  197

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY



Sbjct  198  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  257

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  258  
YSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIV  317

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV Q 
RR NS
Sbjct  318  
NTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNS  377

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  378  RIDKVRYMFNKI  389

>WP_095283056.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAF83687.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 550 bits (1417),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 280/649 (43%), Positives = 420/649 (65%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  



IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPBDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647



>WP_025642386.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Firmicutes]
 SCL81467.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Sporanaerobacter 
sp. PP17-6a]
 SHD78339.1 Tetracycline resistance protein TetQ [[Clostridium] 
ultunense 
Esp]
 PAG04233.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
 PAG26076.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
 PAH10884.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
 PAJ46908.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
 PAJ47973.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 550 bits (1417),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 280/649 (43%), Positives = 420/649 (65%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180



Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647



>WP_054252248.1 tetracycline resistance ribosomal protection protein 
[Neofamilia 
massiliensis]
Length=651

 Score = 550 bits (1416),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/654 (43%), Positives = 422/654 (65%), Gaps = 
24/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+  TT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNATTTTDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGAILVISAK+G+Q QT+++F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLKVLDGAILVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIQEKLTSNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        + + +L+PV++GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVIAEKEYNDVFLDEINNCNLYPVFHGSALKNIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T             L   V+K++  +  ++  +LR++SG +R R  V + G E+  
KI 
Sbjct  241  
ITKYLPTKSYNTEDLLSAYVYKIDRDEKSRKMTFLRVFSGNIRTRQDVYINGTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWR-----
EDPLPML  346
             +     GEIV+ D    G+I I+ + +S+++ D +G       K++      +   
P L
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDYIG-------
KKYDGILDIKIAQPAL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406



            R +I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ 
+LL  +
Sbjct  354  
RASIKPCDLSKRSKLIEALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEVIESLLKSR  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            YK++    E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ 
VS 
Sbjct  414  
YKIDARFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSY  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            GYLN SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P 
V  +
Sbjct  474  
GYLNNSFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWE  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+I     
Sbjct  534  
ALRKAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIRVDTS  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMFQK  
637
            ++Y+++L  Y+NG+ + +TE  GY     +P+I        +S  + +R++FQK
Sbjct  594  KSYQSELLSYSNGKGIFITEPYGYDIYNDKPIINDIGNDNNDSNKEGLRYLFQK  
647

>WP_063856412.1 tetracycline resistance ribosomal protection protein 
Tet(T) [Streptococcus 
pyogenes]
 AAF01499.1 TetT [Streptococcus pyogenes]
Length=651

 Score = 550 bits (1416),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/654 (43%), Positives = 422/654 (65%), Gaps = 
24/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+  TT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNATTTTDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGAILVISAK+G+Q QT+++F+ L 
K+N



Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLKVLDGAILVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIQEKLTSNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        + + +L+PV++GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVIAEKEYNDVFLDEINNCNLYPVFHGSALKNIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T             L   V+K++  +  ++  +LR++SG +R R  V + G E+  
KI 
Sbjct  241  
ITKYLPTKSYNTEDLLSAYVYKIDRDEKSRKMTFLRVFSGNIRTRQDVYINGTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWR-----
EDPLPML  346
             +     GEIV+      G+I I+ + +S+++ D +G       K++      +   
P L
Sbjct  301  SLESIMNGEIVKVGQVNSGDIAIISNANSLKIGDYIG-------
KKYDGILDIKIAQPAL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            R +I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ 
+LL  +
Sbjct  354  
RASIKPCDLSKRSKLIEALFELTEEDPFLDCEINGDTGEIILRLFGNIQMEVIESLLKSR  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            YK++    E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ 
VS 
Sbjct  414  
YKIDARFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSY  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            GYLN SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P 
V  +
Sbjct  474  
GYLNNSFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWE  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586



            AL+++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    
Sbjct  534  
ALRKAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTS  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMFQK  
637
            ++Y+++L  Y+NG+ + +TE  GY     +P+I        +S  + +R++FQK
Sbjct  594  KSYQSELLSYSNGKGIFITEPYGYDIYNDKPIINDIGNDNNDSNKEGLRYLFQK  
647

>ANZ79471.1 tetracycline resistance protein TetQ [Helcococcus 
kunzii]
Length=651

 Score = 549 bits (1414),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 281/654 (43%), Positives = 421/654 (64%), Gaps = 
24/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY  GAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKGGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  K+NI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+++F+ L 
K+N
Sbjct  61   
VSFNYNDTKLNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVYLDEIYTQIQEKLTSNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG +R R  V + G E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIRTRQDVYINGTEETFKIK  300



Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWR-----
EDPLPML  346
             +     GEIV+ D    G+I I+ + +S+++ D +G       K++      +   
P L
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDYIG-------
KKYDGILDIKIAQPAL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            R +I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ 
+LL  +
Sbjct  354  
RASIKPCDLSKRSKLIEALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEVIKSLLKNR  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y ++T   E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ 
VS 
Sbjct  414  
YNIDTEFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSY  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            GYLN SFQNAV+D +    ++GL+GW VTD KI F+YGLYYSPVSTP+DFR+L P 
V  +
Sbjct  474  
GYLNNSFQNAVKDAVEKACKEGLYGWEVTDLKITFDYGLYYSPVSTPSDFRNLTPYVFWE  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G IP    
Sbjct  534  
ALRKAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIGKGEETTLSGRIPVDTS  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  
637
            ++Y+ +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  594  KSYQAELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  
647

>SOD12959.1 small GTP-binding protein domain-containing protein 
[Fibrobacter 
sp. UWB16]
Length=271

 Score = 548 bits (1412),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 268/270 (99%), Positives = 269/270 (99%), Gaps = 0/270 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI+
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIK  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP
Sbjct  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
            IGEQGSAALCGSVFKVEYTDCGQRRVYL L
Sbjct  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLFL  270

>AMP53212.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=300

 Score = 548 bits (1411),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 265/300 (88%), Positives = 278/300 (93%), Gaps = 0/300 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASG 
ISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR
+LFHALRK+N
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRVLFHALRKLN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+SV QSVRDKLSADIIIKQTVSLS +I L ENT  E WD
+VIE
Sbjct  121  
IPTIIFINKIDQVGIDLESVYQSVRDKLSADIIIKQTVSLSSKITLTENTSAEVWDSVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LL KYIAGE IS+++L +EEQRRVQDASL PVY+GSAK GLGIQ LMDAV 
GLFQ 
Sbjct  181  
NNDELLAKYIAGESISQKELAQEEQRRVQDASLLPVYHGSAKNGLGIQQLMDAVIGLFQS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              EQGSAALCG VFKVEYTDCGQR 
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG
Sbjct  241  
TKEQGSAALCGRVFKVEYTDCGQRLVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300

>WP_095236811.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG85023.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
 PAH52414.1 tetracycline resistance protein tetQ [Staphylococcus 
aureus]
 PAH66634.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
 PAH68778.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 547 bits (1410),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/649 (43%), Positives = 419/649 (65%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 



K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTPSDFRNLTPYVFWEALRKA  538

Query  532  



GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>AMP50920.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=331

 Score = 547 bits (1410),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 267/325 (82%), Positives = 293/325 (90%), Gaps = 0/325 
(0%)

Query  101  
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL  160
            AKDGVQAQTR+LFHALRK+NIPT+IFINKIDQ G+DL+SV 
QSVRDKLSADIIIKQTVSL
Sbjct  7    
AKDGVQAQTRVLFHALRKLNIPTIIFINKIDQVGIDLESVYQSVRDKLSADIIIKQTVSL  66

Query  161  
SPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
            S +I L ENT  E WD+VIENND+LL KYIAGE IS+++L +EEQRRVQDASL 
PVY+GS
Sbjct  67   
SSKITLTENTSAEVWDSVIENNDELLAKYIAGESISQKELAQEEQRRVQDASLLPVYHGS  126

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            AK GLGIQ LMDAV GLFQ   EQGSAALCG VFKVEYTDCGQR 
VYLRLYSGTLRLRDT
Sbjct  127  
AKNGLGIQQLMDAVIGLFQSTKEQGSAALCGRVFKVEYTDCGQRLVYLRLYSGTLRLRDT  186

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            VALAGREKLKITEMRIPSKGEIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ 
W +
Sbjct  187  
VALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSD  246

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P PMLRTTI PKTA QR+RLLDALTQ+ADTDPLL  EVDS THEIILSFLGR
+QLEVVS
Sbjct  247  



VPFPMLRTTITPKTAEQRDRLLDALTQIADTDPLLHYEVDSTTHEIILSFLGRMQLEVVS  306

Query  401  ALLSEKYKLETVVKEPSVIYMERPL  425
            ALL+EKYK+ET VKEP+VIY+ERPL
Sbjct  307  ALLTEKYKIETAVKEPTVIYLERPL  331

>WP_039256333.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
novyi]
 KGM92804.1 tetracycline resistance protein tetQ [Clostridium novyi 
A str. 
4552]
Length=651

 Score = 547 bits (1410),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 280/656 (43%), Positives = 421/656 (64%), Gaps = 
28/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+  TT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNATTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGAILVISAK+G+Q QT+++F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLKVLDGAILVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E  T+I+  D 
VI+
Sbjct  121  IPTLIFVNKIDRKGVCLDEIYAQIQEKLTSNLAIMQSVRIKDKDDFEL-TNIKD-
DKVIQ  178

Query  181  N---------
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            N         N++L EKYI G+ I+ ++        V + +L+PV++GSA K +GI  
L+
Sbjct  179  
NQISEKLLDINNELAEKYINGDVITGKEYNDVFLDEVNNCNLYPVFHGSALKNIGIDELL  238

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR-
DTVALAGREKLK  290
             A+T             L   V+K++  +  ++  +LR++ G++++R +T    G 
E  K
Sbjct  239  
FAITNYLPTNSYNTEDLLSAYVYKIDRDEKSRKMTFLRIFRGSIKIRQETFINGGEEVFK  298



Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWRED-----PLP  344
            +  +     GEIV+ D    G+I +I  ++S+++ D +G        ++ E        
P
Sbjct  299  VRNLGSIINGEIVKMDQVGSGDIAIIFNANSLKIGDYIG-------
HKYDEALDTGIAQP  351

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +LR +I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ 
+LL 
Sbjct  352  
LLRASIKPCDLSERSKLIEALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEVIESLLK  411

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             +YK++    E   IY ERP + +   IHIEVPPNP+WAS+GLS+ PL +GSG+ 
YE+ V
Sbjct  412  
SRYKIDARFGELKTIYKERPKRNSKAVIHIEVPPNPYWASVGLSIEPLPIGSGLSYETTV  471

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            S GYLN SFQ AVR+ +    ++GL+GW +TD K+ F+YGLYYSPVSTP+DFR+L 
P V 
Sbjct  472  
SYGYLNNSFQYAVREAVENACKEGLYGWEITDLKVTFDYGLYYSPVSTPSDFRNLTPYVF  531

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G 
IP  
Sbjct  532  
WEALRKAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIGKGEETTLSGRIPVD  591

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMFQK  
637
              ++Y+ +L  Y+NG+ + +TE  GY     +P+I        +S  + +R++FQK
Sbjct  592  TSKSYQAELLSYSNGKGIFITEPYGYDIYNAEPIINDIVNDNNDSNKEGLRYLFQK  
647

>WP_100630146.1 GTP-binding protein, partial [Campylobacter jejuni]
 PJQ99767.1 tetracycline resistance ribosomal protection protein 
Tet(O), 
partial [Campylobacter jejuni subsp. jejuni]
Length=421

 Score = 547 bits (1409),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 259/421 (62%), Positives = 336/421 (80%), Gaps = 0/421 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIY
Sbjct  361  
LLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIY  420

Query  421  M  421
            M
Sbjct  421  M  421



>WP_095335272.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG88531.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 546 bits (1408),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/649 (43%), Positives = 418/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P +       D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDXCGXVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_075660133.1 tetracycline resistance ribosomal protection protein 
[Peptoniphilus 
grossensis]
 OLR65502.1 tetracycline resistance ribosomal protection protein 
[Peptoniphilus 
grossensis]
Length=651

 Score = 546 bits (1407),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 274/651 (42%), Positives = 422/651 (65%), Gaps = 
18/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY  GAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKGGAINKIGRVDNGTTITDSMELERDRGITIRAST  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  K+NI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+++F+ L 
K+N
Sbjct  61   
VSFNYNDTKLNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVYLDEIYTQIQEKLTSNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        + + +L+PV++GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYNDVFLDEINNCNLYPVFHGSALKNIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKIT  292
            +T             L   V+K++  +  ++  +LR++ G++++R  +    G E  
K+ 
Sbjct  241  
ITKYLPTKSYNTEDLLSAYVYKIDRDEKSRKMTFLRIFKGSIKIRQEIFKNGGEEVFKVR  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTR--
LPRKRWREDPLPMLRTT  349
             +     GEIV+ D    G+I I+ + +S+++ D +G      L  K  +    P 
LR +
Sbjct  301  NLETIINGEIVKVDQVNSGDIAIISNANSLKIGDYIGQKYDGILDIKIAQ----
PALRAS  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ +LL  
+YK+
Sbjct  357  
IKPCDLSKRSKLIEALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEVIKSLLKNRYKI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +T   E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYL
Sbjct  417  
DTEFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            N SFQNAV++ +    ++GL+GW +TD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+
Sbjct  477  



NNSFQNAVKEAVEKACKEGLYGWEITDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALR  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    
++Y
Sbjct  537  
KAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSY  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMFQK  637
            +++L  Y+NG+ + +TE  GY     +P+I        +S  + +R++FQK
Sbjct  597  QSELLSYSNGKGIFITEPYGYDIYNDKPIINDIGNDNNDSNKEGLRYLFQK  647

>WP_095307524.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG98732.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 546 bits (1406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/649 (43%), Positives = 419/649 (65%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240



Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRXEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  XLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRXMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095286326.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAF69778.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]



Length=651

 Score = 546 bits (1406),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 278/649 (43%), Positives = 418/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  



PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW  TD K+ F+YGLYYSPVSTP+DFR+L P    
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEXTDLKVTFDYGLYYSPVSTPSDFRNLTPYXFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQXPNDFCGRXMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095341175.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG82336.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 545 bits (1405),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/649 (43%), Positives = 418/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VT  K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEXACKEGLYGWEVTXLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P +   R   D  K  A+IE    K +E   +G+IP    +
+Y++



Sbjct  539  
GTEILEPYLKYTVQVPNDXCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>PAH56484.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 545 bits (1404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 278/649 (43%), Positives = 417/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R   VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERXXRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKXIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITXYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P L  
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALXASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKXCKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSDLRKMXASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGEXITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095258580.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG04246.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 545 bits (1404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 278/649 (43%), Positives = 418/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D     +I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSXDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478



Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVS P+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSXPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_018579533.1 tetracycline resistance ribosomal protection protein 
[Erysipelothrix 
tonsillarum]
Length=651

 Score = 545 bits (1404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/656 (43%), Positives = 420/656 (64%), Gaps = 
28/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+  TT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNATTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGAILVISAK+G+Q QT+++F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLKVLDGAILVISAKEGIQVQTKVIFNTLVKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKID+ GV L  +   +++KL++++ I Q+V +  +   E  T+I+  D 
VI+
Sbjct  121  IPTLIFVNKIDRKGVCLDEIYAQIQEKLTSNLAIMQSVRIKDKDDFEL-TNIKD-
DKVIQ  178

Query  181  N---------
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            N         N++L EKYI G+ I+ ++        V + +L+PV++GSA K +GI  
L+



Sbjct  179  
NQISEKLLDINNELAEKYINGDVITGKEYNDVFLDEVNNCNLYPVFHGSALKNIGIDELL  238

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR-
DTVALAGREKLK  290
             A+T             L   V+K++  +  ++  +LR++ G++++R +T    G 
E  K
Sbjct  239  
FAITNYLPTNSYNTEDLLSAYVYKIDRDEKSRKMTFLRIFRGSIKIRQETFINGGEEVFK  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWRED-----PLP  344
            +  +     GEIV+ D    G+I +I  ++S+++ D +G        ++ E        
P
Sbjct  299  VRNLGSIINGEIVKMDQVGSGDIAIIFNANSLKIGDYIG-------
HKYDEALDTGIAQP  351

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +LR +I P   ++R +L++AL +L + DP L CE++  T EIIL   G +Q+EV+ 
+LL 
Sbjct  352  
LLRASIKPCDLSERSKLIEALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEVIESLLK  411

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             +YK++    E   IY ERP + +   IHIEVPPNP+WAS+GLS+ PL +G G+ 
YE+ V
Sbjct  412  
SRYKIDARFGELKTIYKERPKRNSKAVIHIEVPPNPYWASVGLSIEPLPIGLGLSYETTV  471

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            S GYLN SFQ AVR+ +    ++GL+GW +TD K+ F+YGLYYSPVSTP+DFR+L 
P V 
Sbjct  472  
SYGYLNNSFQYAVREAVENACKEGLYGWEITDLKVTFDYGLYYSPVSTPSDFRNLTPYVF  531

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G 
IP  
Sbjct  532  
WEALRKAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIGKGEETTLSGRIPVD  591

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMFQK  
637
              ++Y+ +L  Y+NG+ + +TE  GY     +P+I        +S  + +R++FQK
Sbjct  592  TSKSYQAELLSYSNGKGIFITEPYGYDIYNAEPIINDIVNDNNDSNKEGLRYLFQK  
647

>WP_009247736.1 hypothetical protein [Lachnospiraceae bacterium 
6_1_63FAA]



 EGG80682.1 hypothetical protein HMPREF0992_02562 [Lachnospiraceae 
bacterium 
6_1_63FAA]
Length=346

 Score = 545 bits (1404),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 249/346 (72%), Positives = 298/346 (86%), Gaps = 0/346 
(0%)

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            M IPS GEIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT
+ P+
Sbjct  1    
MCIPSNGEIVPVDHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQ  60

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               QRE LL+ALT++ADTDPLL  ++D++THEIILSFLG+VQLEV+ +LL EKY +   
+
Sbjct  61   
KPEQREALLNALTEIADTDPLLHFDIDTVTHEIILSFLGKVQLEVICSLLEEKYHVGVAM  120

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            KEPSVIY+ERP K AS+TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSF
Sbjct  121  
KEPSVIYLERPQKKASYTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSF  180

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAV +G+RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK
++GT
Sbjct  181  
QNAVMEGVRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGT  240

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QLLEPYLSF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+F GEIPARCI  
YR DL
Sbjct  241  
QLLEPYLSFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDL  300

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
             FYTNGRSVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  301  NFYTNGRSVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  346

>WP_095279100.1 tetracycline resistance ribosomal protection 
protein, partial 
[Staphylococcus aureus]
 PAF75552.1 tetracycline resistance protein tetQ, partial 



[Staphylococcus 
aureus]
Length=643

 Score = 544 bits (1402),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 275/636 (43%), Positives = 411/636 (65%), Gaps = 
11/636 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  



+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
            +L  Y+NG+ + +TE  GY    G+ +    R N  
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDN  634

>WP_095239735.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH29482.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 544 bits (1401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 278/649 (43%), Positives = 418/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N



Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591



            GT++LE YL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEXYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>APO34030.1 Elongation factor G, domain IV [uncultured bacterium]
Length=265

 Score = 544 bits (1401),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 258/265 (97%), Positives = 264/265 (99%), Gaps = 0/265 
(0%)

Query  375  
LRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI  434
            +RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP
+VIYMERPLKAASHTIHI
Sbjct  1    
MRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPTVIYMERPLKAASHTIHI  60

Query  435  
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  494
            EVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV
Sbjct  61   
EVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  120

Query  495  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554
            
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA
Sbjct  121  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  180

Query  555  
YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV  614
            YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG
+SVCLTELKGYQAAV
Sbjct  181  
YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQSVCLTELKGYQAAV  240

Query  615  GQPVIQPRRPNSRLDKVRHMFQKVM  639
            G+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  241  GKPVIQPRRPNSRLDKVRYMFQKIM  265

>WP_095257003.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]



 PAJ58271.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 543 bits (1400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/649 (43%), Positives = 417/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKKKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411



            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEP L   +  P +   R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPXLKXTVQXPNDXCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095243793.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH70291.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 543 bits (1400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 277/649 (43%), Positives = 417/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 



K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +G G+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGXGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VST +DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTXSDFRNLTPYVFXEALRKA  538

Query  532  



GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095339879.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH53148.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 543 bits (1400),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 278/649 (43%), Positives = 417/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292



            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    + 
Y++
Sbjct  539  
XTEILEPYLKYTVXVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKXYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095259616.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG17860.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 543 bits (1400),  Expect = 0.0, Method: Compositional 



matrix adjust.
 Identities = 277/649 (43%), Positives = 416/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  



VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++ L+GW VTD K+ F+YGLYY PVSTP+DFR+L P V   
AL+++
Sbjct  479  
SFQNAVKDAVEKACKEXLYGWEVTDLKVTFDYGLYYXPVSTPSDFRNLTPYVFXXALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
XTEILEPYLKYTVQVPNDFCGRVMSDLRKMXASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095251357.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH85614.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 543 bits (1398),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 279/651 (43%), Positives = 418/651 (64%), Gaps = 
18/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175



            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTR--
LPRKRWREDPLPMLRTT  349
             +     GEIV+ D    G+I I+ + +S+++ D +G+     L  K  +    P 
LR +
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGEKYDXVLDIKIAQ----
PALRAS  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK+
Sbjct  357  
IKPYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    E   IY ER  + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYL
Sbjct  417  
DAKFGELKTIYKERXKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            N SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+
Sbjct  477  
NNSFQNAVKDAVEKAXKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALR  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++LEPYL + +    ++  R   D  K  A+IE    K +E   +G+IP    
++Y
Sbjct  537  
KAGTEILEPYLKYTVQVXNDFCGRVMSDLRKMXASIEDIIAKGEETTLSGKIPVDTSKSY  596



Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +++L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  597  QSELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095337211.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH44937.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 542 bits (1397),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 278/649 (43%), Positives = 418/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   I IEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIXIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGL YSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLXYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLXYTVQXPNDFCGRVMSDLRKMRASIEDIIXKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095339683.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH49948.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 542 bits (1396),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 277/649 (43%), Positives = 417/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DT GHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTXGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478



Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQXPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+N + + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNXKGIFITEXYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095337399.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH28582.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 541 bits (1394),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 277/649 (43%), Positives = 416/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DT GHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTXGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --



DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVST +DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTXSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++L PYL +    P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILXPYLKYTXQXPNDFCGRVMSDLRKMXASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095280129.1 tetracycline resistance ribosomal protection protein 



[Staphylococcus 
aureus]
 PAF74632.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 541 bits (1393),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 276/649 (43%), Positives = 416/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY  GAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKXGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LE YL + +  P ++  R   D  K   +IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEXYLKYTVQVPNDFCGRVMSDLRKMXXSIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095341257.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG10842.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 540 bits (1390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 277/649 (43%), Positives = 415/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  XLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++  LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIEXLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VSTP+ FR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTPSXFRNLTPYVFWEALRKA  538



Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL +    P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTXQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + + E  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFIXEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>EFW05334.1 Tet(32) protein [Coprobacillus sp. 29_1]
Length=390

 Score = 540 bits (1390),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 248/347 (71%), Positives = 297/347 (86%), Gaps = 0/347 
(0%)

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            EM IP  G+IV  D AYPGEIVIL  D+++LND+LG+   LP+K   ++P+P
+LRTT+ P
Sbjct  44   
EMCIPLNGKIVPADHAYPGEIVILADDTLKLNDILGNEKLLPQKTQIDNPMPLLRTTVEP  103

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +   QRE LL+AL ++ADTDPLL  E+D++THEI+LSFLG+VQLEV+ +LL EKY 
+  V
Sbjct  104  
QKPEQREALLNALVEIADTDPLLHFEIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVV  163

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +KEPSVIY+ERP K AS TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQS
Sbjct  164  
MKEPSVIYLERPQKKASFTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQS  223

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNAV +G+ YG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP
+VLEQALK++G
Sbjct  224  
FQNAVMEGVCYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAG  283

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            TQLLEPYLSF L+APQEYLSRAY+DA KYCA IE+ +++KDEV+F GEIPARCI  
YR D
Sbjct  284  



TQLLEPYLSFTLFAPQEYLSRAYNDALKYCAIIESTRLEKDEVIFKGEIPARCIGEYRND  343

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            L FYTNGRSVC+TELKGYQ   G+PV QPRRPNSRLDKVRHMFQK+M
Sbjct  344  LNFYTNGRSVCITELKGYQETSGEPVFQPRRPNSRLDKVRHMFQKIM  390

>EGN48717.1 hypothetical protein HMPREF0990_00618 [Lachnospiraceae 
bacterium 
1_1_57FAA]
Length=346

 Score = 538 bits (1385),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 246/346 (71%), Positives = 295/346 (85%), Gaps = 0/346 
(0%)

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            M IPS GEIV  D A PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT
+ P+
Sbjct  1    
MCIPSNGEIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQ  60

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               QRE LL+AL ++ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   
+
Sbjct  61   
KPEQREALLNALAEIADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAM  120

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            KEPSVIY+ERP K AS TIHIEVPPNPFWASIGL+VTPL +GSG QY+S 
VSLGYLNQSF
Sbjct  121  
KEPSVIYLERPQKKASCTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSF  180

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAV +G+RYG+EQGL+GW VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK
++GT
Sbjct  181  
QNAVMEGVRYGMEQGLYGWGVTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGT  240

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QLLEPYLSF L+APQEYLSRAY+DAPKYCA IE+ +++KDEV+  GEIPARCI  
YR DL
Sbjct  241  
QLLEPYLSFTLFAPQEYLSRAYNDAPKYCAIIESTRLEKDEVILKGEIPARCIGEYRNDL  300

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
             FYTNGRSVC+TELKGYQ   G+PV QPRRPNSRLDK+RHMFQK+M



Sbjct  301  NFYTNGRSVCITELKGYQETSGEPVFQPRRPNSRLDKIRHMFQKIM  346

>KQI48375.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41933]
Length=354

 Score = 536 bits (1381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 244/353 (69%), Positives = 299/353 (85%), Gaps = 0/353 
(0%)

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E
+PLPM
Sbjct  1    
KEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPM  60

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            ++TTI  K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A
+L E
Sbjct  61   
IQTTITVKKSEQREILLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEE  120

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVS
Sbjct  121  
KYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVS  180

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LGYLNQSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLE
Sbjct  181  
LGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLE  240

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEIPARC
Sbjct  241  
QALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARC  300

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            IQ YR DL  +TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  301  IQEYRNDLTCFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  
353



>KQI04765.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41973]
 KQI39199.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41922]
 KQI44760.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41964]
 KQI52765.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41975]
 KQI61016.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41934]
 KQI63098.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41905]
Length=354

 Score = 536 bits (1381),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 244/353 (69%), Positives = 299/353 (85%), Gaps = 0/353 
(0%)

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E
+PLPM
Sbjct  1    
KEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPM  60

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            ++TTI  K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A
+L E
Sbjct  61   
IQTTITVKKSEQREILLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEE  120

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVS
Sbjct  121  
KYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVS  180

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LGYLNQSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLE
Sbjct  181  
LGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLE  240



Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEIPARC
Sbjct  241  
QALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARC  300

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            IQ YR DL  +TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  301  IQEYRNDLTCFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  
353

>KQI56696.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41912]
Length=354

 Score = 535 bits (1379),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 246/353 (70%), Positives = 299/353 (85%), Gaps = 0/353 
(0%)

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E
+PLPM
Sbjct  1    
KEKIKITEMCVPTNGELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPM  60

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L+TTIA K   QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A
+L E
Sbjct  61   
LQTTIAVKKPEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEE  120

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVS
Sbjct  121  
KYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVS  180

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LGYLNQSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLE
Sbjct  181  
LGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLE  240

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585



            QALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEIPARC
Sbjct  241  
QALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARC  300

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            IQ YR DL  +TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  301  IQEYRNDLTCFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  
353

>APO31155.1 Elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=283

 Score = 532 bits (1371),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 258/283 (91%), Positives = 269/283 (95%), Gaps = 0/283 
(0%)

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
            AVTGLFQPIGEQG AALCGS  +VEYTDC QR 
+YLRLYSGTLRLRDTVALAGREKLKIT
Sbjct  1    
AVTGLFQPIGEQGGAALCGSGLQVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKIT  60

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            EMRIPSKGEIVRTDTA+ GEIVILPSDSV LNDVLGD TRLPR+RWR+ PLPMLRT 
IAP
Sbjct  61   
EMRIPSKGEIVRTDTAHKGEIVILPSDSVGLNDVLGDDTRLPRERWRDAPLPMLRTAIAP  120

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KTAAQRERLLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK
+ET 
Sbjct  121  
KTAAQRERLLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETA  180

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            VKEP+VIY+ERPLK ASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQS
Sbjct  181  
VKEPTVIYLERPLKVASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQS  240

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            FQNAVRDGIRYGLEQGLFGWNVTDCKICF+YGLYYSPVSTPAD
Sbjct  241  FQNAVRDGIRYGLEQGLFGWNVTDCKICFKYGLYYSPVSTPAD  283



>CMY16834.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=346

 Score = 531 bits (1368),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 246/340 (72%), Positives = 289/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_080440770.1 elongation factor G [Enterococcus faecium]
Length=346

 Score = 530 bits (1366),  Expect = 0.0, Method: Compositional 
matrix adjust.



 Identities = 245/340 (72%), Positives = 289/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>EQC82011.1 hypothetical protein HSIEG1_3466 [Enterococcus sp. 
HSIEG1]
Length=346

 Score = 530 bits (1366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 289/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358



             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>AFC92984.1 tetracycline resistance protein TetM, partial 
[Streptococcus 
suis]
Length=346

 Score = 530 bits (1366),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 246/340 (72%), Positives = 288/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYDDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGYQ   G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYQVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_084744561.1 elongation factor G [Dielma fastidiosa]
Length=346

 Score = 530 bits (1365),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 246/340 (72%), Positives = 286/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+V
Sbjct  66   



EMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_001827031.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus pneumoniae]
 EHD79526.1 elongation factor G family protein [Streptococcus 
pneumoniae 
NP170]
 EHD88981.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA13494]
 EHE22490.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA41565]
 EHE76502.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA11663]
Length=346

 Score = 530 bits (1364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 287/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR



Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_001842401.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Firmicutes]
 EFR32558.1 elongation factor G C-terminal domain protein 
[Peptoniphilus 
harei ACS-146-V-Sch2b]
 EGL85982.1 elongation factor G, domain IV [Streptococcus infantis 
SK1076]
 EGS29642.1 elongation factor G, domain IV [Peptoniphilus sp. oral 
taxon 
375 str. F0436]
 EHG14738.1 hypothetical protein HMPREF9682_00143 [Streptococcus 
intermedius 
F0395]
 EHZ75410.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae GA49542]
 EPV94550.1 elongation factor G [Streptococcus agalactiae FSL 



S3-023]
 AGS74494.1 translation elongation factor G [Enterococcus faecium 
Aus0085]
 GAD37685.1 hypothetical protein ANG2_0013 [Streptococcus 
constellatus subsp. 
constellatus SK53]
 ESA52579.1 putative tetracycline resistance protein TetM 
[Streptococcus 
pyogenes GA40056]
 EZY17888.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus GD2010-147]
 KAC37194.1 tetracycline resistance protein tetM transposon TnFO1 
[Staphylococcus 
aureus VET0222R]
 AIW80580.1 TetM-TetW-TetO-TetS [uncultured bacterium]
 CZA25879.1 tetracycline resistance protein TetM [Streptococcus 
suis]
 AMJ35356.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
 SMM63356.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
Length=346

 Score = 530 bits (1364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 289/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  



EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>EFO68117.1 elongation factor G domain protein [Lactobacillus iners 
LactinV 
09V1-c]
Length=346

 Score = 530 bits (1364),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 289/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598



            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVITGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_087449168.1 elongation factor G [Lactobacillus salivarius]
Length=346

 Score = 529 bits (1362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 288/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYSDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>EFQ49657.1 elongation factor G domain protein [Lactobacillus iners 
LEAF 
2052A-d]
Length=346

 Score = 529 bits (1362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 288/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYDDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345



>WP_001818474.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Lactobacillus iners]
 EFO66961.1 elongation factor G domain protein [Lactobacillus iners 
LactinV 
11V1-d]
 EFO71796.1 elongation factor G domain protein [Lactobacillus iners 
SPIN 
2503V10-D]
 EGI85971.1 elongation factor G [Streptococcus pneumoniae GA41301]
 EHE01738.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA17227]
Length=346

 Score = 529 bits (1362),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 288/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305



Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_000288739.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus pneumoniae]
 EHD34336.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA44288]
 EHD35735.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA47281]
 EHD44107.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA49138]
 EHD49996.1 elongation factor G family protein [Streptococcus 
pneumoniae 
7286-06]
 EHD70289.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA18523]
 EHD84370.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA13455]
 EHD93630.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA14798]
 EHD95948.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA16121]
 EHE08119.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA17371]
 EHE14325.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA19451]
 EHE39227.1 elongation factor G domain protein [Streptococcus 
pneumoniae 
GA47688]
 EHE40496.1 elongation factor G domain protein [Streptococcus 
pneumoniae 
GA47778]
 EHE57648.1 elongation factor G domain protein [Streptococcus 
pneumoniae 
5185-06]
 EHZ27928.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae GA17719]
 EHZ34850.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae GA19923]



 EHZ76143.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae 8190-05]
 EHZ77090.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae 7879-04]
 EHZ82083.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae 7533-05]
 EHZ86377.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae 4075-00]
 CMV77834.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI08853.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=346

 Score = 528 bits (1361),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 286/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 



F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_005592190.1 TetM/TetW/TetO/TetS family tetracycline resistance 
ribosomal 
protection protein [Streptococcus cristatus]
 EGU67947.1 elongation factor G, domain IV [Streptococcus cristatus 
ATCC 
51100]
Length=346

 Score = 528 bits (1359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 287/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN



Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>EFO69476.1 elongation factor G domain protein [Lactobacillus iners 
LactinV 
03V1-b]
Length=346

 Score = 528 bits (1359),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 244/340 (72%), Positives = 288/340 (85%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYL RAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLLRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>EZM54652.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes 
ABC020047506]
Length=346

 Score = 527 bits (1357),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 243/340 (71%), Positives = 287/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345



>WP_001826584.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Streptococcus]
 EHD73648.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA44194]
 EHD76675.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA44378]
 EHD87859.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA11304]
 KER07827.1 elongation factor G, domain IV family protein 
[Streptococcus 
mitis]
 CJK23819.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CYI18095.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 KXU00716.1 Tetracycline resistance protein TetM [Streptococcus 
oralis]
Length=346

 Score = 526 bits (1356),  Expect = 0.0, Method: Compositional 
matrix adjust.
 Identities = 245/340 (72%), Positives = 285/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  



EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_088745803.1 elongation factor G [Enterococcus hirae]
Length=346

 Score = 524 bits (1350),  Expect = 1e-180, Method: Compositional 
matrix adjust.
 Identities = 243/340 (71%), Positives = 284/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K
+P+V
Sbjct  66   
EMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL 
F+TN



Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSGEIPARCIQEYRNDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  345

>EGL86972.1 elongation factor G, domain IV [Streptococcus oralis 
SK255]
Length=346

 Score = 524 bits (1350),  Expect = 1e-180, Method: Compositional 
matrix adjust.
 Identities = 244/340 (72%), Positives = 284/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYM RPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMGRPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+



Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_095306029.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG79709.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 536 bits (1380),  Expect = 2e-180, Method: Compositional 
matrix adjust.
 Identities = 276/649 (43%), Positives = 413/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R   VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERXXRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L  A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELJFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D     +I I+ + +S+++ D +G+  +  R    +   P LR 



+I 
Sbjct  301  SLESIMNGEIVKVDQVNSXDIAIISNANSLKIGDFIGE--
KYDRVLDIKIXQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+ ASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYXASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VT  K+ F YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKXCKEGLYGWEVTXLKVTFXYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRXMSDLRKMXASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_078846499.1 elongation factor G [Streptococcus pneumoniae]
 COH07902.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=346

 Score = 524 bits (1349),  Expect = 2e-180, Method: Compositional 
matrix adjust.
 Identities = 244/340 (72%), Positives = 284/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLE 
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLET  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  345

>WP_088775667.1 elongation factor G [Enterococcus hirae]
 ALP02589.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridioides 
difficile]
Length=346

 Score = 523 bits (1348),  Expect = 2e-180, Method: Compositional 
matrix adjust.
 Identities = 243/340 (71%), Positives = 284/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K



+P+V
Sbjct  66   
EMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR DL 
F+TN
Sbjct  246  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRNDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+ V QPRRPNSR+DKVR+MF K+
Sbjct  306  GRSVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  345

>PAF98180.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 535 bits (1377),  Expect = 3e-180, Method: Compositional 
matrix adjust.
 Identities = 274/649 (42%), Positives = 413/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTXIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKXRXEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + D  L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDXFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL + SG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIXPLPIXSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW  TD K+ F+YGLYY  VSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEXTDLKVTFDYGLYYXXVSTPSDFRNLTPYVFXEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +    ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  



GTEILEPYLKYTVQVXNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>ALQ80975.1 truncated tetracycline resistance protein TetO 
[Campylobacter 
coli]
Length=346

 Score = 523 bits (1346),  Expect = 5e-180, Method: Compositional 
matrix adjust.
 Identities = 240/345 (70%), Positives = 291/345 (84%), Gaps = 0/345 
(0%)

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            M +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML
+TTIA K
Sbjct  1    
MCVPTNGELYPSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIENPLPMLQTTIAVK  60

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY 
+E  +
Sbjct  61   
KPEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEI  120

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSF
Sbjct  121  
KEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSF  180

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK
++GT
Sbjct  181  
QNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGT  240

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ 
YR DL
Sbjct  241  
ELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDL  300

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
              +TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+



Sbjct  301  TCFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  345

>WP_095338440.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG91372.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 534 bits (1376),  Expect = 6e-180, Method: Compositional 
matrix adjust.
 Identities = 276/651 (42%), Positives = 414/651 (64%), Gaps = 
18/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++   VNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTXVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            I T+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IXTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTR--
LPRKRWREDPLPMLRTT  349
             +     GEIV+ D    G+I I+ + +S+++ D +G+     L  K  +    P 



LR +
Sbjct  301  XLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGEKYDXVLDIKIAQ----
PALRAS  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK+
Sbjct  357  
IKPYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    E   IY ERP + +   I IEVPPNP+WASIGL + PL +GSG+ Y++ VS 
GYL
Sbjct  417  
DAKFGELKTIYKERPKRNSKAVIXIEVPPNPYWASIGLXIEPLPIGSGLLYKTEVSYGYL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            N SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVS P+DFR+L P V  
+AL+
Sbjct  477  
NNSFQNAVKDAVXKXCKEGLYGWEVTDLKVTFDYGLYYSPVSXPSDFRNLTPYVFWEALR  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++LEPYL + +  P ++  R   D  K  A+IE    K +E    G+IP    
++Y
Sbjct  537  
KAGTEILEPYLKYTVQVPNDFCGRVMSDLRKMXASIEDIIAKXEETTLXGKIPVDTSKSY  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +++L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  597  QSELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>AMP50106.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=405

 Score = 523 bits (1348),  Expect = 2e-179, Method: Compositional 
matrix adjust.
 Identities = 252/405 (62%), Positives = 313/405 (77%), Gaps = 0/405 
(0%)

Query  109  
TRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE  168
            TRILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + 
+  
Sbjct  1    
TRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTN  60

Query  169  
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228



             T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  
+GI 
Sbjct  61   
FTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGID  120

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L++ +T  F     +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ 
+EK
Sbjct  121  
NLIEVITNKFYSSTHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  180

Query  289  
LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            +KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP
+L+T
Sbjct  181  
IKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQT  240

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            T+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL 
EKY 
Sbjct  241  
TVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYH  300

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGY
Sbjct  301  
VEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGY  360

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTP
Sbjct  361  LNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  405

>WP_095303420.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG16927.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 532 bits (1370),  Expect = 4e-179, Method: Compositional 
matrix adjust.
 Identities = 274/649 (42%), Positives = 414/649 (64%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI



+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDXLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEEXFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T E IL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEXILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLXIGSGLLYKTEVSYGYLNN  478

Query  472  



SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++ L+G  VTD K+ F+YGLYY  VSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEXLYGXXVTDLKVTFDYGLYYXXVSTPSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +    ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVXNDFCGRVMSDJRKMRASIEDIIXKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>AMP52936.1 TetM-TetW-TetO-TetS [uncultured bacterium]
Length=455

 Score = 525 bits (1351),  Expect = 4e-179, Method: Compositional 
matrix adjust.
 Identities = 258/418 (62%), Positives = 321/418 (77%), Gaps = 0/418 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  66   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD V ++ +EK+KITEM     
G
Sbjct  246  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPVRISEKEKIKITEMYTSING  305

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  306  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  365

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+V
Sbjct  366  
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  423

>WP_095337545.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH42695.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 531 bits (1368),  Expect = 8e-179, Method: Compositional 
matrix adjust.
 Identities = 273/649 (42%), Positives = 412/649 (63%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DT GHMDF+AEV R L V DGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTXGHMDFIAEVERXLRVXDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  



IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNXCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
XYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +  G+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIXXGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VST +DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSXVSTXSDFRNLTPYVFXEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPBDFCGRVMSDLRKMXASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647



>WP_082425725.1 GTP-binding protein [[Eubacterium] hallii]
 CUO81763.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Eubacterium] 
hallii]
Length=398

 Score = 521 bits (1342),  Expect = 1e-178, Method: Compositional 
matrix adjust.
 Identities = 249/398 (63%), Positives = 314/398 (79%), Gaps = 0/398 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
IPS G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCIPSNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIV  D A PGEIVIL  D+++LND+LG+   LP K W ++P+P+LRTT+ P+   
QRE 
Sbjct  301  
EIVPADHACPGEIVILADDTLKLNDILGNEKLLPHKTWIDNPMPLLRTTVEPQKPEQREA  360



Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
            LL+AL ++ADTDPLL+  VD+ THEIILSFLG   L +
Sbjct  361  LLNALAEIADTDPLLKYYVDTTTHEIILSFLGNEMLXI  398

>AMP55021.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=363

 Score = 518 bits (1333),  Expect = 8e-178, Method: Compositional 
matrix adjust.
 Identities = 236/360 (66%), Positives = 296/360 (82%), Gaps = 0/360 
(0%)

Query  278  
RDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
            RDT+ L  ++K+K+TE+ IPS GE+++T     G+I I+P++++RLND++G+   
LP   
Sbjct  1    
RDTIILPEKKKVKLTEIYIPSNGEMIQTKIVCSGDIFIIPNNTLRLNDIIGNEKILPCNV  60

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
            W ++  P+LRT I P    +RE+LLDALT++ADTDPLLR  VD+ITHEI++SFLG 
VQLE
Sbjct  61   
WNDNTAPILRTRIEPIKIEEREKLLDALTEIADTDPLLRYCVDTITHEIVISFLGTVQLE  120

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            V+ +LL EKY +   +++P+VIY+E+PL+ A +TIHIEVPPNPFWASIGLS+TPL 
+GSG
Sbjct  121  
VICSLLIEKYHINIRIEDPTVIYLEKPLQKADYTIHIEVPPNPFWASIGLSITPLPIGSG  180

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +QYES+VSLGYLNQSFQNAVR+GI YGLEQGL+GW VTDCKICFEYG+YYSPVSTP
+DFR
Sbjct  181  
IQYESKVSLGYLNQSFQNAVREGINYGLEQGLYGWEVTDCKICFEYGVYYSPVSTPSDFR  240

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             LA IVLEQ LK++GTQLLEPYLSFIL+ PQ YLSRAY+DA K+CA IET+Q K 
DE++F
Sbjct  241  
FLATIVLEQTLKKAGTQLLEPYLSFILFTPQGYLSRAYNDAQKHCAIIETSQSKNDEIIF  300

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            TG IP RCI  YR  L  YTNG++V LTELK YQ A  +PVIQ RRPN+R
+DKVRHMF K



Sbjct  301  
TGHIPVRCINEYRNTLTIYTNGQAVFLTELKDYQIATCEPVIQSRRPNNRIDKVRHMFNK  360

>WP_095314941.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH07951.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 528 bits (1361),  Expect = 9e-178, Method: Compositional 
matrix adjust.
 Identities = 274/651 (42%), Positives = 413/651 (63%), Gaps = 
18/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G  + GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRXDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DT GHMDF+ EV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTXGHMDFIXEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTR--
LPRKRWREDPLPMLRTT  349



             +     GEIV+ D    G+I I+ + +S+++ D +G+     L  K  +    P 
LR +
Sbjct  301  XLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGEKYDXVLDIKIAQ----
PALRAS  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK+
Sbjct  357  
IKPYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    E   IY ERP + +   IHIEVPP P+WASIGLS+ PL +GSG+ Y++ VS 
GYL
Sbjct  417  
DAKFGELKTIYKERPKRNSKAVIHIEVPPXPYWASIGLSIEPLPIGSGLLYKTEVSYGYL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            N SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+ FR+L P V  
+AL+
Sbjct  477  
NNSFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSXFRNLTPYVFWEALR  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++LE YL + +    ++  R   D  K  A+IE    K +E   +G+IP    
++Y
Sbjct  537  
KAGTEILEXYLKYTVQVXNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSY  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +++L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  597  QSELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_001817446.1 MULTISPECIES: TetM/TetW/TetO/TetS family 
tetracycline resistance 
ribosomal protection protein [Bacilli]
 EHS70900.1 elongation factor G, domain IV [Staphylococcus aureus 
subsp. 
aureus IS-125]
 EJY36551.1 elongation factor G [Enterococcus faecium 510]
 SGV39625.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
Length=346

 Score = 516 bits (1330),  Expect = 1e-177, Method: Compositional 
matrix adjust.
 Identities = 240/340 (71%), Positives = 283/340 (83%), Gaps = 0/340 
(0%)



Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL 
F+TN
Sbjct  246  
YLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  306  GLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  345

>WP_080441669.1 elongation factor G, partial [Enterococcus faecium]
Length=343

 Score = 516 bits (1329),  Expect = 2e-177, Method: Compositional 
matrix adjust.
 Identities = 240/340 (71%), Positives = 283/340 (83%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  3    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  62



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  63   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  122

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  123  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  182

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEP
Sbjct  183  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEP  242

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL 
F+TN
Sbjct  243  
YLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTN  302

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  303  GLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  342

>EJG80815.1 elongation factor G family protein [Streptococcus 
pneumoniae 
SPAR27]
Length=346

 Score = 516 bits (1329),  Expect = 2e-177, Method: Compositional 
matrix adjust.
 Identities = 240/340 (71%), Positives = 284/340 (84%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNELLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  



+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQA +++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQAFRKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL 
F+TN
Sbjct  246  
YLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G SVCL ELKGYQ   G+PV Q RR NS++DKVR+MF K+
Sbjct  306  GLSVCLAELKGYQVTTGEPVCQTRRLNSQIDKVRYMFNKI  345

>EHT67641.1 elongation factor G family protein [Staphylococcus 
aureus subsp. 
aureus CIG1770]
Length=346

 Score = 514 bits (1323),  Expect = 1e-176, Method: Compositional 
matrix adjust.
 Identities = 239/340 (70%), Positives = 282/340 (83%), Gaps = 0/340 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125



Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEP
Sbjct  186  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEP  245

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL  
+TN
Sbjct  246  
YLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTLFTN  305

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  306  GLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  345

>WP_095242221.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH36749.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 525 bits (1352),  Expect = 2e-176, Method: Compositional 
matrix adjust.
 Identities = 272/649 (42%), Positives = 409/649 (63%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----



ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLXVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
                   GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SXESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L +  P L  E++  T EIIL     +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEXPFLDXEINGDTGEIILKLFXNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ V  
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVXYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+G  VTD K+ F+YGLYYS VS P+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGXEVTDLKVTFDYGLYYSXVSXPSDFRNLTPYVFXEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R      K  A+IE    K +E    G+IP    + 
Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSXLRKMRASIEDIIAKGEETTLXGKIPVDTSKXYQS  598



Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>KQI39558.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41914]
Length=334

 Score = 512 bits (1318),  Expect = 5e-176, Method: Compositional 
matrix adjust.
 Identities = 234/333 (70%), Positives = 283/333 (85%), Gaps = 0/333 
(0%)

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTI  K + QRE 
LL AL
Sbjct  1    
DTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTITVKKSEQREILLGAL  60

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            T+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYMERPL
Sbjct  61   
TEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPL  120

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            + A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ 
YG 
Sbjct  121  
RKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGC  180

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL 
F +Y
Sbjct  181  
EQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIY  240

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
            APQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  +TNG+ 
VCLT
Sbjct  241  
APQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQGVCLT  300

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            ELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  301  ELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  333



>WP_104885109.1 elongation factor G, partial [Enterococcus faecalis]
 PQG72918.1 elongation factor G, partial [Enterococcus faecalis]
Length=325

 Score = 511 bits (1315),  Expect = 1e-175, Method: Compositional 
matrix adjust.
 Identities = 238/324 (73%), Positives = 278/324 (86%), Gaps = 0/324 
(0%)

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE 
LLDAL +
Sbjct  2    
AYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLE  61

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            ++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP
+VIYMERPLK 
Sbjct  62   
ISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKN  121

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRYG EQ
Sbjct  122  
AEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQ  181

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            GL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAP
Sbjct  182  
GLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAP  241

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            QEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVCLTEL
Sbjct  242  
QEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTEL  301

Query  608  KGYQAAVGQPVIQPRRPNSRLDKV  631
            KGY    G+PV QPRRPNSR+DKV
Sbjct  302  KGYHVTTGEPVCQPRRPNSRIDKV  325

>WP_095276488.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]



 PAF71152.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 523 bits (1347),  Expect = 1e-175, Method: Compositional 
matrix adjust.
 Identities = 269/649 (41%), Positives = 408/649 (63%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G  + GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRXDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DT GHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTXGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR+ SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVXSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDXVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411



            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +L   
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLXKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E    Y ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTXYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLXIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW  TD K+ F+YGLYYS VSTP+DFR+L P V  + 
L+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEXTDLKVTFDYGLYYSXVSTPSDFRNLTPYVFWEXLRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T++LEPYL + +    ++  R   D  K   +IE    K +E   +G+I     +
+Y++
Sbjct  539  
XTEILEPYLKYTVQVXNDFCGRVMSDLRKMRXSIEDIIXKGEETTLSGKIXVDTXKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>KQI16481.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM 41953]
Length=333

 Score = 510 bits (1314),  Expect = 2e-175, Method: Compositional 
matrix adjust.
 Identities = 235/332 (71%), Positives = 282/332 (85%), Gaps = 0/332 
(0%)

Query  307  
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            TA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K   QRE LL 
ALT
Sbjct  1    
TACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKPEQREILLGALT  60

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYMERPL+
Sbjct  61   
EISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLR  120



Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ 
YG E
Sbjct  121  
KAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCE  180

Query  487  
QGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            QGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F 
+YA
Sbjct  181  
QGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYA  240

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            PQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  +TNG+ 
VCLTE
Sbjct  241  
PQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQGVCLTE  300

Query  607  LKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            LKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  301  LKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  332

>APO35579.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=392

 Score = 512 bits (1319),  Expect = 3e-175, Method: Compositional 
matrix adjust.
 Identities = 244/392 (62%), Positives = 314/392 (80%), Gaps = 0/392 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 



Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNGILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LL ALT+++D DPLL+  VD+ THEIILSFLG
Sbjct  361  LLGALTEISDGDPLLKYYVDTTTHEIILSFLG  392

>CRH79370.1 Protein translation elongation factor G (EF-G) 
[Chlamydia trachomatis]
Length=324

 Score = 509 bits (1311),  Expect = 5e-175, Method: Compositional 
matrix adjust.
 Identities = 234/321 (73%), Positives = 276/321 (86%), Gaps = 0/321 
(0%)

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLLR 
Sbjct  3    
NEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRY  62

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
             VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVP
Sbjct  63   
YVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  122

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497



            PNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDC
Sbjct  123  
PNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDC  182

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+D
Sbjct  183  
KICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYND  242

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            APKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+P
Sbjct  243  
APKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEP  302

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
            V QPRRPNSR+DKVR+MF K+
Sbjct  303  VCQPRRPNSRIDKVRYMFNKI  323

>WP_095231744.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAF64928.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 521 bits (1343),  Expect = 6e-175, Method: Compositional 
matrix adjust.
 Identities = 270/649 (42%), Positives = 409/649 (63%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G  + GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRXDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERXLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  



I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIXQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPP P+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPXPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VT  K+ F+YGLYY  VS  + FR+L   V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKXCKEGLYGWEVTXLKVTFDYGLYYXXVSXXSXFRNLTXYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +    ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVXNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637



            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>AMP47006.1 TetM-TetW-TetO-TetS, partial [uncultured bacterium]
Length=322

 Score = 508 bits (1309),  Expect = 7e-175, Method: Compositional 
matrix adjust.
 Identities = 234/321 (73%), Positives = 276/321 (86%), Gaps = 0/321 
(0%)

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLLR 
Sbjct  1    
NEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRY  60

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
             VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVP
Sbjct  61   
YVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  120

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDC
Sbjct  121  
PNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDC  180

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+D
Sbjct  181  
KICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYND  240

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            APKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+P
Sbjct  241  
APKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEP  300

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
            V QPRRPNSR+DKVR+MF K+
Sbjct  301  VCQPRRPNSRIDKVRYMFNKI  321

>CMZ52844.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



Length=324

 Score = 506 bits (1304),  Expect = 5e-174, Method: Compositional 
matrix adjust.
 Identities = 234/321 (73%), Positives = 273/321 (85%), Gaps = 0/321 
(0%)

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPLLR 
Sbjct  3    
NEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRY  62

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
             VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVP
Sbjct  63   
YVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVP  122

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDC
Sbjct  123  
PNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDC  182

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY D
Sbjct  183  
KICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTD  242

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            APKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+P
Sbjct  243  
APKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEP  302

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
            V QPRRPNSR+DKVR+MF K+
Sbjct  303  VCQPRRPNSRIDKVRYMFNKI  323

>ABN50376.1 TetW, partial [Bifidobacterium longum subsp. longum]
Length=250

 Score = 503 bits (1296),  Expect = 6e-174, Method: Compositional 
matrix adjust.
 Identities = 250/250 (100%), Positives = 250/250 (100%), Gaps = 
0/250 (0%)



Query  84   
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQS  143
            
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQS
Sbjct  1    
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQS  60

Query  144  
VRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVRE  203
            
VRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVRE
Sbjct  61   
VRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVRE  120

Query  204  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  263
            
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ
Sbjct  121  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  180

Query  264  
RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL  323
            
RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL
Sbjct  181  
RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL  240

Query  324  NDVLGDPTRL  333
            NDVLGDPTRL
Sbjct  241  NDVLGDPTRL  250

>WP_095157387.1 elongation factor G [Escherichia coli]
 PAB89400.1 elongation factor G [Escherichia coli]
Length=319

 Score = 505 bits (1301),  Expect = 1e-173, Method: Compositional 
matrix adjust.
 Identities = 233/318 (73%), Positives = 271/318 (85%), Gaps = 0/318 
(0%)

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  
VD
Sbjct  1    
MKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVD  60

Query  381  
SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP  440
            S THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNP



Sbjct  61   
STTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNP  120

Query  441  
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKIC  500
            FWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKIC
Sbjct  121  
FWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKIC  180

Query  501  
FEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPK  560
            F+YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY
+DAPK
Sbjct  181  
FKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPK  240

Query  561  
YCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
            YCA I   Q+K +EV+  GEIPARCIQ YR DL F+TNGRSVCLTELKGY    G
+PV Q
Sbjct  241  
YCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGRSVCLTELKGYHVTTGEPVCQ  300

Query  621  PRRPNSRLDKVRHMFQKV  638
            PRRPNSR+DKVR+MF K+
Sbjct  301  PRRPNSRIDKVRYMFNKI  318

>AMP52945.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=400

 Score = 508 bits (1309),  Expect = 1e-173, Method: Compositional 
matrix adjust.
 Identities = 243/398 (61%), Positives = 315/398 (79%), Gaps = 0/398 
(0%)

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL+KM+IPT
+IFIN
Sbjct  3    
KINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMDIPTIIFIN  62

Query  129  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK  188
            KIDQ G+DLQ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD +I  +D
+LLE+
Sbjct  63   
KIDQNGIDLQCVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIISGSDELLER  122

Query  189  



YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+   F    +   
+ 
Sbjct  123  
YVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAIIETFITETDDIQSE  182

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
            LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM IPS GEIV  
D A
Sbjct  183  
LCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNGEIVPADHA  242

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             PGEIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   QRE LL
+AL ++
Sbjct  243  
CPGEIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREALLNALAEI  302

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            ADTDPLL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   +KEPSVIY+ERP 
K A
Sbjct  303  
ADTDPLLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIYLERPQKKA  362

Query  429  SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            S TIHIEVPPNPFWASIGL+VTPL +GSG QY+S VSL
Sbjct  363  SCTIHIEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSL  400

>WP_095239837.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH00940.1 tetracycline resistance protein tetQ [Staphylococcus 
aureus]
Length=651

 Score = 517 bits (1331),  Expect = 3e-173, Method: Compositional 
matrix adjust.
 Identities = 270/649 (42%), Positives = 406/649 (63%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 



K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEEXFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     G I + D     +I I+ + +S+++ D +G+  +       +   P L  
+I 
Sbjct  301  SLEXXMNGXIXKVDXVNSXDIAIISNXNSLKIGDFIGE--
KYDXVLDIKIXXPALXASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P    +R +L+ AL +L + D  L CE++  T EIIL   G  Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLXKRSKLIGALFELTEEDXFLDCEINGDTGEIILKLFGNXQMEIIESLLKNRYKIDX  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   I IEVPPNP+ ASIGLS+ PL   SG+ Y+  VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIXIEVPPNPYXASIGLSIEPLPXXSGLLYKXEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++ L+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEXLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLXPYVFWEALRKA  538

Query  532  



GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEPYL + +  P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>SMH82925.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
Length=415

 Score = 508 bits (1308),  Expect = 3e-173, Method: Compositional 
matrix adjust.
 Identities = 248/399 (62%), Positives = 310/399 (78%), Gaps = 0/399 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+
Sbjct  361  LLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVI  399

>WP_095248115.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH85578.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 516 bits (1329),  Expect = 7e-173, Method: Compositional 
matrix adjust.
 Identities = 268/649 (41%), Positives = 406/649 (63%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DT GHMDF+AEV R L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTXGHMDFIAEVERXLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240



Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITXYLXVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEEXFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  XLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIE PPNP+ ASIGLS+ PL +GSG+ Y++ V  
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEXPPNPYXASIGLSIEPLPIGSGLLYKTEVXYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++G +GW V   K+ F+YGL YS VST +DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKXCKEGJYGWEVXXLKVTFDYGLXYSXVSTXSDFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++L PY  + +  P ++  R   D  K  A+IE    K +E    G+IP    +
+Y++
Sbjct  539  
GTEILXPYXKYTVQXPNDFCGRVMSDLRKMRASIEDIIAKGEETTLXGKIPVDXSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_095315064.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH20728.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651



 Score = 516 bits (1329),  Expect = 7e-173, Method: Compositional 
matrix adjust.
 Identities = 268/649 (41%), Positives = 405/649 (62%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D     +I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSXDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418



Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIE PPNP+WASIGLS+ PL +GSG+ Y++  S 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEXPPNPYWASIGLSIEPLPIGSGLLYKTEXSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYS VST + FR+L P    
+AL+++
Sbjct  479  
SFQNAVKDAVEKXCKEGLYGWEVTDLKVTFDYGLYYSXVSTXSXFRNLTPYXFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LEP L +      ++  R      K   +IE    K +     G+IP    + 
Y++
Sbjct  539  
GTEILEPXLXYTXQXXNDFCGRXMSXXRKMXXSIEXIIXKXEXTTLXGKIPVDTSKXYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_018109503.1 tetracycline resistance ribosomal protection protein 
[Bacteroides 
propionicifaciens]
Length=640

 Score = 516 bits (1328),  Expect = 7e-173, Method: Compositional 
matrix adjust.
 Identities = 274/646 (42%), Positives = 404/646 (63%), Gaps = 
19/646 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ INIGILAH+DAGKT++TE+LL+ASGA    GSV+KG T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MRTINIGILAHIDAGKTSITENLLFASGATIVRGSVDKGNTTTDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS QW+  K+NI+DTPGHMDFLAEV R+  +LDGAILV+SAK+G+QAQTR+LF+ L
+++ 
Sbjct  61   
TSIQWNDTKINIIDTPGHMDFLAEVERTFRMLDGAILVVSAKEGIQAQTRLLFNVLQQLE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIE  173
            IPT++F+NKID+ GV+L  +   +++ LS DII  Q+V       S +   + E+N 



+  
Sbjct  121  
IPTILFVNKIDREGVNLNQLYLEIQNSLSKDIIFMQSVEGKELTSSCTIHYISEKNRE--  178

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
                ++E +D LLEKY++   +S         R VQ A L P+Y+GSA  G+GI+ 
L+++
Sbjct  179  ---
TILEKDDLLLEKYLSDTQLSNLDYWNSMVRLVQAAKLHPIYHGSAMYGIGIEDLLNS  235

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKIT  292
            +T   +    Q +A L   V+K+E+    Q+R YL++  GTL+ R   +L G  E 
LKI 
Sbjct  236  ITTFIETSLPQENA-
LSAYVYKIEHNKKEQKRAYLKIIGGTLKSRKLYSLNGSDENLKIR  294

Query  293  EMRIPSKGEIVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             ++    G+ +  D  +  +I I   +D++ + D LG    L  K     P P L+
++I 
Sbjct  295  GLKTFYSGDEIDVDEVFTNDIAIADHADNLMVGDYLGIMPNLFDKL--
NIPSPALKSSIH  352

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R +L+ A+  L+  DP L   +++  +E+ +S  G  Q EV+  LL E++ 
++ 
Sbjct  353  
PAKVENRSKLISAMNVLSVEDPSLAFSINADNNELEVSLYGATQREVILTLLEERFSVDA  412

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E   IY ER    + +TIHIEVPPNP+WASIGL + PL +G+G+  ES 
+SLGYLN+
Sbjct  413  
YFEEVKTIYKERLKTKSEYTIHIEVPPNPYWASIGLIIEPLPIGAGLVMESEISLGYLNR  472

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV DG++   E GL+GW VTD K+ F +G+YYSPVSTPADFRSLAP V   
AL+++
Sbjct  473  
SFQNAVFDGVKKACESGLYGWEVTDLKVTFSHGIYYSPVSTPADFRSLAPYVFRLALQQA  532

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
              +LLEP L F L  P    +RA  D  K    I T     D     G+IP    + 
Y  
Sbjct  533  
DVELLEPILDFKLQIPLAVNARAITDINKMQGEIYTITSDGDWTTILGKIPLDTSKEYSA  592

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637



            +++ Y+ G  + +T   GYQAA  + + +    N + +K+ +MF+K
Sbjct  593  EVSSYSQGLGIFITRFSGYQAA-NKKISRSVELNEK-NKLMYMFEK  636

>WP_088656287.1 tetracycline resistance ribosomal protection protein 
[Geofilum 
rhodophaeum]
Length=639

 Score = 515 bits (1327),  Expect = 1e-172, Method: Compositional 
matrix adjust.
 Identities = 275/642 (43%), Positives = 398/642 (62%), Gaps = 
11/642 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILAH+DAGKT++TE+LL+ASGA    GSV+KG T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MKTINIGILAHIDAGKTSITENLLFASGATEVRGSVDKGNTTTDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS QW+  K+NI+DTPGHMDFLAEV R+  +LDGAILV+SAK+G+QAQTR+LF+ L
+++ 
Sbjct  61   
TSIQWNDTKINIIDTPGHMDFLAEVERTFRMLDGAILVVSAKEGIQAQTRLLFNVLQQLE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IP ++FINKID+ GV+L  +   +++ LS DI++ Q+V    L+    +  N   +  
+ 
Sbjct  121  IPAILFINKIDREGVNLNQLYFEIQNSLSKDILLMQSVDGKILTSSCTIH-
NISEKDRET  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++E +D LLEKY++   +S           VQ A L P+Y+GSA  G+GI+ L+++
+T  
Sbjct  180  
ILEKDDSLLEKYLSDTQLSNSDYWSSMIHLVQFAKLHPIYHGSAMYGIGIEDLLNSITTF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRI  296
             +    Q +  L   V+K+E+    Q+R YL++  G+LR R +  L G  E LKI  
++ 
Sbjct  240  IETSLPQEND-
LSAYVYKIEHNKKEQKRAYLKIIGGSLRTRKSYNLNGSDENLKIRSLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G  +  D     +I IL  ++S+ + D LG    L  K     P P L+++I 
P   
Sbjct  299  FYAGNEIDVDEVSTNDIAILDHAESLMVGDYLGTMPSLFDKL--



NIPSPALKSSIHPAKV  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R +L+ A+  L+  DP L   +++  +E+ +S  G  Q EV+  LL E++ ++   
+E
Sbjct  357  
EDRSKLISAMNVLSVEDPSLTFGINADNNELEVSLYGATQREVILTLLEERFSVDAYFEE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ER    + +TIHIEVPPNP+WASIGL + PL +G+G+  ES 
+SLGYLNQSFQN
Sbjct  417  
VKTIYKERLKTKSEYTIHIEVPPNPYWASIGLIIEPLPIGAGLTIESDISLGYLNQSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV DG++   E GL+GW VTD K+ F +G+YYSPVSTPADFRSLAP V   AL+++  
+L
Sbjct  477  
AVFDGVKKACESGLYGWEVTDLKVTFSHGIYYSPVSTPADFRSLAPYVFRLALQQADVEL  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  P    +RA  D  K    I T     D     GEIP    + Y  
+++ 
Sbjct  537  
LEPILDFKLQIPIAVNARAITDINKMQGEISTITSDGDWTTILGEIPLDTSKEYSAEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            YT G  + +T   GYQ    + V +    N + DK+ +MF+K
Sbjct  597  YTQGLGIFVTRFSGYQIT-NKKVSRSVELNEK-DKLMYMFEK  636

>CJG39265.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=324

 Score = 503 bits (1295),  Expect = 1e-172, Method: Compositional 
matrix adjust.
 Identities = 234/321 (73%), Positives = 270/321 (84%), Gaps = 0/321 
(0%)

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPLLR 
Sbjct  3    
NEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRY  62

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
             VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 



+TIHIEVP
Sbjct  63   
YVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVP  122

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGLSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDC
Sbjct  123  
PNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDC  182

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+D
Sbjct  183  
KICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYND  242

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            APKYCA I   Q+K +EV+  GEIPARCIQ YR DL F+TNGRSVCLTELKGY    
G+P
Sbjct  243  
APKYCANIVDTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGRSVCLTELKGYHVTTGEP  302

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
            V QPRRPNSR+DKVR+MF K+
Sbjct  303  VCQPRRPNSRIDKVRYMFNKI  323

>ABN50371.1 TetW, partial [Bifidobacterium bifidum]
Length=250

 Score = 500 bits (1287),  Expect = 1e-172, Method: Compositional 
matrix adjust.
 Identities = 248/248 (100%), Positives = 248/248 (100%), Gaps = 
0/248 (0%)

Query  87   
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  146
            
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD
Sbjct  3    
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  62

Query  147  
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR
Sbjct  63   
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  122

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266



            
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV
Sbjct  123  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  182

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV
Sbjct  183  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  242

Query  327  LGDPTRLP  334
            LGDPTRLP
Sbjct  243  LGDPTRLP  250

>ABN50372.1 TetW, partial [Bifidobacterium bifidum]
Length=248

 Score = 499 bits (1286),  Expect = 2e-172, Method: Compositional 
matrix adjust.
 Identities = 248/248 (100%), Positives = 248/248 (100%), Gaps = 
0/248 (0%)

Query  87   
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  146
            
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD
Sbjct  1    
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  60

Query  147  
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR
Sbjct  61   
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  120

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV
Sbjct  121  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  180

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV
Sbjct  181  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  240

Query  327  LGDPTRLP  334



            LGDPTRLP
Sbjct  241  LGDPTRLP  248

>WP_006744283.1 tetracycline resistance ribosomal protection protein 
Tet(36) 
[Bacteroides coprosuis]
 CAD55718.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
coprosuis DSM 18011]
 EGJ71126.1 small GTP-binding protein [Bacteroides coprosuis DSM 
18011]
Length=640

 Score = 514 bits (1323),  Expect = 3e-172, Method: Compositional 
matrix adjust.
 Identities = 275/646 (43%), Positives = 401/646 (62%), Gaps = 
19/646 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ INIGILAH+DAGKT++TE+LL+ASGA    GSV+KG T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MRTINIGILAHIDAGKTSITENLLFASGATIVRGSVDKGNTTTDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS QW+  K+NI+DTPGHMDFLAEV R+  +LDGAILV+SAK+G+QAQTR+LF+ L
+++ 
Sbjct  61   
TSIQWNDTKINIIDTPGHMDFLAEVERTFRMLDGAILVVSAKEGIQAQTRLLFNVLQQLE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIE  173
            IPT++F+NKID+ GV+L  +   +++ LS DII  Q+V       S +   + E+N 
+  
Sbjct  121  
IPTILFVNKIDREGVNLNQLYLEIQNSLSKDIIFMQSVEGKELTSSCTIHYISEKNRE--  178

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
                ++E +D LLEKY++   +S         R VQ A L P+Y+GSA  G+GI+ 
L+++
Sbjct  179  ---
TILEKDDLLLEKYLSDTQLSNLDYWNSMVRLVQAAKLHPIYHGSAMYGIGIEDLLNS  235

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKIT  292
            +T   +    Q +A L   V+K+E+    Q+R YL++  GTL+ R   +L G  E 
LKI 
Sbjct  236  ITTFIETSLPQENA-
LSAYVYKIEHNKKEQKRAYLKIIGGTLKSRKLYSLNGSDENLKIR  294



Query  293  EMRIPSKGEIVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             ++    G+ +  D  +  +I I   +D++ + D LG    L  K     P P L+
++I 
Sbjct  295  GLKTFYSGDEIDVDEVFTNDIAIADHADNLMVGDYLGIMPNLFDKL--
NIPSPALKSSIH  352

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R +L+ A+  L+  DP L   +++  +E+ +S  G  Q EV+  LL E++ 
++ 
Sbjct  353  
PAKVENRSKLISAMNVLSVEDPSLAFSINADNNELEVSLYGATQREVILTLLEERFSVDA  412

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E   IY ER    + +TIHIEVPPNP+WASIGL + PL +G+G+  ES 
+SLGYLN+
Sbjct  413  
YFEEVKTIYKERLKTKSEYTIHIEVPPNPYWASIGLIIEPLPIGAGLVMESEISLGYLNR  472

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV DG++   E GL+GW VTD K+ F +G+YYSPVSTPADFRSLAP V   
AL+++
Sbjct  473  
SFQNAVFDGVKKACESGLYGWEVTDLKVTFSHGIYYSPVSTPADFRSLAPYVFRLALQQA  532

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
              +LLEP L F L  P    +RA  D  K    I T     D     G IP    + 
Y  
Sbjct  533  
DVELLEPILDFKLQIPLAVNARAITDINKMQGEISTITSDGDWTTILGNIPLDTSKEYSA  592

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +++ YT G  V +T   GY+    + V +    N + DK+ +MF+K
Sbjct  593  EVSSYTQGLGVFVTRFSGYRPT-NKKVSRSVELNEK-DKLMYMFEK  636

>ABN50378.1 TetW, partial [Bifidobacterium animalis subsp. lactis]
Length=247

 Score = 499 bits (1284),  Expect = 4e-172, Method: Compositional 
matrix adjust.
 Identities = 247/247 (100%), Positives = 247/247 (100%), Gaps = 
0/247 (0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ
Sbjct  1    
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  60



Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
            
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE
Sbjct  61   
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY
Sbjct  121  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
            
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS
Sbjct  181  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  240

Query  319  DSVRLND  325
            DSVRLND
Sbjct  241  DSVRLND  247

>WP_086980648.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacteria]
 PPZ90467.1 tetracycline resistance ribosomal protection protein 
[Cloacibacterium 
normanense]
Length=639

 Score = 513 bits (1321),  Expect = 6e-172, Method: Compositional 
matrix adjust.
 Identities = 275/642 (43%), Positives = 397/642 (62%), Gaps = 
11/642 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILAH+DAGKT++TE+LL+ASGA    GSV+KG T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MKTINIGILAHIDAGKTSITENLLFASGATEVRGSVDKGNTTTDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS QW+  K+NI+DTPGHMDFLAEV R+  +LDGAILV+SAK+G+QAQTR+LF+ L
+++ 
Sbjct  61   
TSIQWNDTKINIIDTPGHMDFLAEVERTFRMLDGAILVVSAKEGIQAQTRLLFNVLQQLE  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IP ++FINKID+ GV+L  +   +++ LS DI++ Q+V    L+    +  N   +  
+ 
Sbjct  121  IPAILFINKIDREGVNLNQLYFEIQNSLSKDILLMQSVDGKILTSSCTIH-
NISEKDRET  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++E +D LLEKY++   +S           VQ A L P+Y+GSA  G+GI+ L+++
+T  
Sbjct  180  
ILEKDDSLLEKYLSDTQLSNSDYWSSMIHLVQFAKLHPIYHGSAMYGIGIEDLLNSITTF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRI  296
             +    Q +  L   V+K+E+    Q+R YL++  G+LR R +  L G  E LKI  
++ 
Sbjct  240  IETSLPQEND-
LSAYVYKIEHNKKEQKRAYLKIIGGSLRTRKSYNLNGSDENLKIRSLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G  +  D     +I IL  ++S+ + D LG    L  K     P P L+++I 
P   
Sbjct  299  FYAGNEIDVDEVSTNDIAILDHAESLMVGDYLGTMPSLFDKL--
NIPSPALKSSIHPAKV  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R +L+ A+  L+  DP L   +++  +E+ +S  G  Q EV+  LL E++ ++   
+E
Sbjct  357  
EDRSKLISAMNVLSVEDPSLTFGINADNNELEVSLYGATQREVILTLLEERFSVDAYFEE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ER    + +TIHIEVPPNP+WASIGL + PL +G+G+  ES 
+SLGYLNQSFQN
Sbjct  417  
VKTIYKERLKTKSEYTIHIEVPPNPYWASIGLIIEPLPIGAGLTIESDISLGYLNQSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV DG++   E GL+GW VTD K+ F +G+YYSPVSTPADFRSLAP V   AL+++  
+L
Sbjct  477  
AVFDGVKKACESGLYGWEVTDLKVTFSHGIYYSPVSTPADFRSLAPYVFRLALQQADVEL  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  P    +RA  D  K    I T     D     GEIP    + Y  
+++ 
Sbjct  537  



LEPILDFKLQIPIAVNARAITDINKMQGEISTITSDGDWTTILGEIPLDTSKEYSAEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            YT G    +T   GYQ    + V +    N + DK+ +MF+K
Sbjct  597  YTQGLGSFVTRFSGYQIT-NKKVSRSVELNEK-DKLMYMFEK  636

>WP_095237498.1 tetracycline resistance ribosomal protection 
protein, partial 
[Staphylococcus aureus]
 PAH06614.1 tetracycline resistance protein tetQ, partial 
[Staphylococcus 
aureus]
Length=579

 Score = 510 bits (1314),  Expect = 1e-171, Method: Compositional 
matrix adjust.
 Identities = 258/575 (45%), Positives = 379/575 (66%), Gaps = 
11/575 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERXLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDXLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300



Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKA  538

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            GT++LEPYL + +  P ++  R   D  K  A+IE
Sbjct  539  GTEILEPYLKYTVQVPNDFCGRVMSDLRKMRASIE  573

>ABN50373.1 TetW, partial [Bifidobacterium bifidum]
Length=247

 Score = 497 bits (1280),  Expect = 1e-171, Method: Compositional 
matrix adjust.
 Identities = 247/247 (100%), Positives = 247/247 (100%), Gaps = 
0/247 (0%)

Query  87   
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  146
            
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD
Sbjct  1    
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  60

Query  147  
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR
Sbjct  61   



KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  120

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV
Sbjct  121  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  180

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV
Sbjct  181  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  240

Query  327  LGDPTRL  333
            LGDPTRL
Sbjct  241  LGDPTRL  247

>SDA33454.1 small GTP-binding protein domain-containing protein, 
partial 
[Ruminococcus sp. YE78]
Length=254

 Score = 497 bits (1280),  Expect = 2e-171, Method: Compositional 
matrix adjust.
 Identities = 246/254 (97%), Positives = 249/254 (98%), Gaps = 0/254 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ
Sbjct  1    
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
            SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISRE
Sbjct  61   
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISRE  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            KL REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEY
Sbjct  121  
KLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318



            TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPS
Sbjct  181  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPS  240

Query  319  DSVRLNDVLGDPTR  332
            DSVRLNDVLGD TR
Sbjct  241  DSVRLNDVLGDQTR  254

>ABN50370.1 TetW, partial [Bifidobacterium longum subsp. longum]
Length=246

 Score = 496 bits (1277),  Expect = 4e-171, Method: Compositional 
matrix adjust.
 Identities = 246/246 (100%), Positives = 246/246 (100%), Gaps = 
0/246 (0%)

Query  87   
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  146
            
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD
Sbjct  1    
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  60

Query  147  
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR
Sbjct  61   
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  120

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV
Sbjct  121  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  180

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV
Sbjct  181  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  240

Query  327  LGDPTR  332
            LGDPTR
Sbjct  241  LGDPTR  246

>CJD86533.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=324



 Score = 498 bits (1283),  Expect = 7e-171, Method: Compositional 
matrix adjust.
 Identities = 232/321 (72%), Positives = 271/321 (84%), Gaps = 0/321 
(0%)

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D
+DPLLR 
Sbjct  3    
NEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRY  62

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
             VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVP
Sbjct  63   
YVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVP  122

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGLSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDC
Sbjct  123  
PNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDC  182

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAP
+EYLSRAY+D
Sbjct  183  
KICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPKEYLSRAYND  242

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            APKY A I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+P
Sbjct  243  
APKYYANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEP  302

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
            V QPRRPNSR+DKVR+MF K+
Sbjct  303  VCQPRRPNSRIDKVRYMFNKI  323

>WP_095316442.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH61682.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651



 Score = 508 bits (1309),  Expect = 6e-170, Method: Compositional 
matrix adjust.
 Identities = 265/649 (41%), Positives = 400/649 (62%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERXLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTXIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEXDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR+ SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDXLSAYVYKIDRDEESRKITFLRVXSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  XLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRXLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++    EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDXGEIILKLFGNIQMEIIESLLKNRYKIDA  418



Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D      ++G +GW VT  K+ F+YGL Y  V   + FR+L P V  +A 
+++
Sbjct  479  
SFQNAVKDAXEXACKEGJYGWEVTXLKVTFDYGLXYXXVXXXSXFRNLTPYVFWEAXRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LE  L +    P ++  R   D  K  A+IE    K +E   +G+IP    +
+Y++
Sbjct  539  
GTEILEXXLKYXXQVPNDFCGRVMSDLRKXXASIEDIIAKGEETTLSGKIPVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L   +NG+ + +T   GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSXSNGKGIFITXPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>CJE23849.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=391

 Score = 497 bits (1280),  Expect = 3e-169, Method: Compositional 
matrix adjust.
 Identities = 243/390 (62%), Positives = 301/390 (77%), Gaps = 0/390 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSF  390
            LLDAL +++D+DPLLR  VDS THEIILSF
Sbjct  361  LLDALLEISDSDPLLRYYVDSATHEIILSF  390

>WP_095235796.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAG92522.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 506 bits (1303),  Expect = 6e-169, Method: Compositional 
matrix adjust.
 Identities = 265/649 (41%), Positives = 400/649 (62%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +G G+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGXGLLYKTEVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++GL+GW VT  K+ F+YGLYYS V T +DFR+L P V   
AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGLYGWEVTXLKVTFDYGLYYSXVXTXSDFRNLTPYVFXXALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LE    +      +       D  K   +IE    K +E   +G+I       
Y++



Sbjct  539  
GTEILEXXXKYTXXXTXDXCXXXMSDJRKMXXSIEDIIXKXEEXTXSGKIXVDTSXXYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+N + + +    GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLXYSNVKGIFIXXXYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>EWH39649.1 tetracycline resistance protein tetW [Bifidobacterium 
breve 2L]
 KOA53397.1 hypothetical protein BBM0305_10100 [Bifidobacterium 
breve MCC 
0305]
Length=256

 Score = 490 bits (1262),  Expect = 1e-168, Method: Compositional 
matrix adjust.
 Identities = 240/245 (98%), Positives = 243/245 (99%), Gaps = 0/245 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  IGEQG  245
            IGEQG
Sbjct  241  IGEQG  245

>PAJ44070.1 tetracycline resistance protein tetQ (plasmid) 



[Staphylococcus 
aureus]
Length=651

 Score = 505 bits (1300),  Expect = 2e-168, Method: Compositional 
matrix adjust.
 Identities = 265/649 (41%), Positives = 401/649 (62%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LL  SGAI++ G  + GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLXKSGAINKIGRXDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R L VLDGA+LVISAK+G+Q Q +I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERXLRVLDGAVLVISAKEGIQXQXKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKXIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G  Q+E++ +LL  



+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNXQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL + SG+ Y++ VS G  
N 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIXSGLLYKTEVSXGXXNX  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            S QNAV+D +    ++ L+GW VTD K+  +YGLYYS VSTP+DFR+L P     A 
+++
Sbjct  479  
SXQNAVKDAVEKACKEXLYGWEVTDLKVTXDYGLYYSXVSTPSDFRNLTPYXFWXAXRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LE YL +      ++  R   D  K  A+IE    K +E   +G+I     +
+Y++
Sbjct  539  
GTEILEXYLKYTXQXXNDFCGRXMSDJRKMXASIEDIIXKGEETTLSGKIXVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>CMV04022.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=389

 Score = 494 bits (1271),  Expect = 6e-168, Method: Compositional 
matrix adjust.
 Identities = 242/389 (62%), Positives = 299/389 (77%), Gaps = 0/389 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILS  389
            LLDAL +++D+DPLLR  VDS THEIILS
Sbjct  361  LLDALLEISDSDPLLRYYVDSATHEIILS  389

>ACI02008.1 tetracycline resistance protein, partial [uncultured 
bacterium]
 ACI02023.1 tetracycline resistance protein, partial [uncultured 
bacterium]
Length=232

 Score = 487 bits (1254),  Expect = 7e-168, Method: Compositional 
matrix adjust.
 Identities = 231/232 (99%), Positives = 231/232 (99%), Gaps = 0/232 
(0%)

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG
Sbjct  1    
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  60

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            YLNQSFQNAVRDGIRYGLEQGLFGWNV 
DCKICFEYGLYYSPVSTPADFRSLAPIVLEQA



Sbjct  61   
YLNQSFQNAVRDGIRYGLEQGLFGWNVADCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  120

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ
Sbjct  121  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  180

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  181  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
232

>EFO70334.1 elongation factor G domain protein [Lactobacillus iners 
LactinV 
01V1-a]
Length=314

 Score = 490 bits (1261),  Expect = 1e-167, Method: Compositional 
matrix adjust.
 Identities = 225/299 (75%), Positives = 259/299 (87%), Gaps = 0/299 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ
+EV 
Sbjct  15   
ENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVT  74

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             ALL EKY +E  +K+P+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL 
LGSGVQ
Sbjct  75   
CALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQ  134

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  135  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  194

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            APIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV
+ +G
Sbjct  195  
APIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSG  254



Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            EIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF 
K+
Sbjct  255  
EIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  313

>APO31201.1 Elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=325

 Score = 490 bits (1262),  Expect = 1e-167, Method: Compositional 
matrix adjust.
 Identities = 224/325 (69%), Positives = 275/325 (85%), Gaps = 0/325 
(0%)

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E
+PLPM
Sbjct  1    
KEKIKITEMYVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPM  60

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L+T IA K + QRE LL ALT+++D DPLL+  VD+ THEI+LSFLG VQ+EV+ A
+L E
Sbjct  61   
LQTAIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIMLSFLGNVQMEVICAILEE  120

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVS
Sbjct  121  
KYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVS  180

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LGYLNQSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVLE
Sbjct  181  
LGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLE  240

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEIPARC
Sbjct  241  
QALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARC  300

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610



            IQ YR DL ++TNG+ VCLT LKGY
Sbjct  301  IQEYRNDLTYFTNGQGVCLTVLKGY  325

>EHZ99044.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae GA05578]
Length=312

 Score = 489 bits (1260),  Expect = 1e-167, Method: Compositional 
matrix adjust.
 Identities = 226/299 (76%), Positives = 258/299 (86%), Gaps = 0/299 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV 
Sbjct  13   
ENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVT  72

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV  L 
LGSGVQ
Sbjct  73   
CALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQ  132

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  133  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  192

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            APIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV
+ +G
Sbjct  193  
APIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSG  252

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            EIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF 
K+
Sbjct  253  
EIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  311

>ACD97481.1 truncated tetracycline resistance protein 
[Bifidobacterium longum 
DJO10A]
Length=288



 Score = 488 bits (1257),  Expect = 2e-167, Method: Compositional 
matrix adjust.
 Identities = 240/246 (98%), Positives = 244/246 (99%), Gaps = 0/246 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQP
Sbjct  181  
NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQP  240

Query  241  IGEQGS  246
            IGEQG+
Sbjct  241  IGEQGA  246

>WP_001825260.1 elongation factor G [Streptococcus pneumoniae]
 EHD62633.1 elongation factor G family protein [Streptococcus 
pneumoniae 
GA41538]
 EHZ07659.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae GA05248]
 EIA02362.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae GA02506]
 EJG90912.1 tetracycline resistance protein [Streptococcus 
pneumoniae GA04216]
Length=314

 Score = 489 bits (1259),  Expect = 2e-167, Method: Compositional 



matrix adjust.
 Identities = 226/299 (76%), Positives = 258/299 (86%), Gaps = 0/299 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV 
Sbjct  15   
ENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVT  74

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV  L 
LGSGVQ
Sbjct  75   
CALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQ  134

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  135  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  194

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            APIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV
+ +G
Sbjct  195  
APIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSG  254

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            EIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF 
K+
Sbjct  255  
EIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  313

>AHF25350.1 ribosomal protection tetracycline resistance protein 
[uncultured 
bacterium Contig1625]
Length=246

 Score = 485 bits (1248),  Expect = 9e-167, Method: Compositional 
matrix adjust.
 Identities = 229/245 (93%), Positives = 236/245 (96%), Gaps = 0/245 
(0%)

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            +QLEVVSALL+EKYK+ET VKEP+VIY+ERPLK 
ASHTIHIEVPPNPFWASIGLSVTPL 



Sbjct  1    
MQLEVVSALLAEKYKIETAVKEPTVIYLERPLKVASHTIHIEVPPNPFWASIGLSVTPLP  60

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSGVQYESRVSLGYLNQSFQNAV DGIRYGLEQGL 
GWNVTDCKICFEYGLYYSPVSTP
Sbjct  61   
LGSGVQYESRVSLGYLNQSFQNAVMDGIRYGLEQGLCGWNVTDCKICFEYGLYYSPVSTP  120

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
            ADFRSLAPIVLEQALKESGTQLLEPYLSF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKD
Sbjct  121  
ADFRSLAPIVLEQALKESGTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCATIETAQVKKD  180

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            EVVFTGEIP RCIQAY TDLAFYTNGRSVCLTELKGYQAAVG
+PVIQPRRPNSRLDKVRH
Sbjct  181  
EVVFTGEIPVRCIQAYHTDLAFYTNGRSVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRH  240

Query  634  MFQKV  638
            MF K+
Sbjct  241  MFSKI  245

>AMJ37888.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=300

 Score = 487 bits (1253),  Expect = 1e-166, Method: Compositional 
matrix adjust.
 Identities = 224/299 (75%), Positives = 257/299 (86%), Gaps = 0/299 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ
+EV 
Sbjct  1    
ENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVT  60

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             ALL EKY +E  +K+P+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL 
LGSGVQ
Sbjct  61   
CALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQ  120

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519



            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  121  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  180

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            APIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV
+ +G
Sbjct  181  
APIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVILSG  240

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            EIPARCIQ YR DL F+TNGRSVCLTELKGY    G+ V QPRRPNSR+DKVR+MF 
K+
Sbjct  241  
EIPARCIQEYRNDLTFFTNGRSVCLTELKGYYVTTGESVCQPRRPNSRIDKVRYMFNKI  299

>KQI20590.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM N13165]
Length=379

 Score = 487 bits (1253),  Expect = 2e-165, Method: Compositional 
matrix adjust.
 Identities = 230/376 (61%), Positives = 300/376 (80%), Gaps = 0/376 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   



F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPM++TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREI  360

Query  361  LLDALTQLADTDPLLR  376
            LL ALT+++D DPLL+
Sbjct  361  LLGALTEISDCDPLLK  376

>WP_100356330.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 PJI21704.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
intermedia]
Length=641

 Score = 494 bits (1272),  Expect = 2e-164, Method: Compositional 
matrix adjust.
 Identities = 265/645 (41%), Positives = 392/645 (61%), Gaps = 
17/645 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 



Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  IHIEVPPNP+WASIGL++ PL +GSGVQ ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGVQIESEISFGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + I+     K+  +  G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNKEWCLIEGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            YT G    + +  GYQ   G         N+R+   DK+  MF+K



Sbjct  597  YTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>ABN50377.1 TetW, partial [Bifidobacterium animalis subsp. lactis]
Length=238

 Score = 478 bits (1229),  Expect = 6e-164, Method: Compositional 
matrix adjust.
 Identities = 237/238 (99%), Positives = 237/238 (99%), Gaps = 0/238 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ
Sbjct  1    
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
            
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE
Sbjct  61   
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY
Sbjct  121  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            TDCGQRRVYLRLYSGTLRLRDTVALAGREKL 
ITEMRIPSKGEIVRTDTAYPGEIVIL
Sbjct  181  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLXITEMRIPSKGEIVRTDTAYPGEIVIL  238

>WP_005799729.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EIY96476.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis CL07T12C05]
Length=641

 Score = 492 bits (1267),  Expect = 9e-164, Method: Compositional 
matrix adjust.
 Identities = 264/645 (41%), Positives = 391/645 (61%), Gaps = 
17/645 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEHKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++T   
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKTHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQN  476



Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            YT G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  597  YTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>ABI26642.1 TetM, partial [Streptococcus sp. CJ]
Length=366

 Score = 482 bits (1240),  Expect = 1e-163, Method: Compositional 
matrix adjust.
 Identities = 232/364 (64%), Positives = 288/364 (79%), Gaps = 0/364 
(0%)

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            E WD VIE ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  
L++
Sbjct  3    
EQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIE  62

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK
+K+T
Sbjct  63   
VITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVT  122

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            EM  P  GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L
+TT+ P
Sbjct  123  
EMYTPINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEP  182

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY 
+E  
Sbjct  183  
SKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIE  242



Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYL+QS
Sbjct  243  
LKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLDQS  302

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ 
LK++G
Sbjct  303  
FQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAG  362

Query  533  TQLL  536
            T+LL
Sbjct  363  TELL  366

>PQF67328.1 tetracycline resistance ribosomal protection protein 
Tet(M), 
partial [Enterococcus faecium]
Length=384

 Score = 483 bits (1242),  Expect = 1e-163, Method: Compositional 
matrix adjust.
 Identities = 236/384 (61%), Positives = 294/384 (77%), Gaps = 0/384 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  



F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREM  360

Query  361  LLDALTQLADTDPLLRCEVDSITH  384
            LLDAL +++D+DPLLR  VDS TH
Sbjct  361  LLDALLEISDSDPLLRYYVDSTTH  384

>WP_005794074.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EIK40927.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis CL07T00C01]
Length=641

 Score = 492 bits (1266),  Expect = 1e-163, Method: Compositional 
matrix adjust.
 Identities = 264/645 (41%), Positives = 391/645 (61%), Gaps = 
17/645 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-



VCSQTYIKEEHKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++T   
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKTHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            YT G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  597  YTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636



>WP_095337845.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH88853.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 491 bits (1265),  Expect = 3e-163, Method: Compositional 
matrix adjust.
 Identities = 259/649 (40%), Positives = 397/649 (61%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +       +   P LR 
+I 



Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDXVLDIKIAXPALRXSIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R  L+ AL +L + DP L CE++  T EIIL   G + +E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSXLIGALFELTEEDPXLDCEINGDTGEIILXLFGNIXMEIIESLLKNRYKIDX  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   I IEVPPNP+ ASIGLS+ PL +G G+ Y++  S 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIXIEVPPNPYXASIGLSIEPLXIGXGLLYKTEXSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++G +   VTD K+ F+YGLYYS VS  +  R+L P    +A 
+ +
Sbjct  479  
SFQNAVKDAVEKXCKEGJYXXEVTDLKVTFDYGLYYSXVSXXSXXRNLTPYXFXEAXRXA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++LE YL + +    ++      D  K  A+IE    K +E   + +I     +
+Y++
Sbjct  539  
GTEILEXYLXYTVXVXNDFXGXVXSDLRKMRASIEDIIXKGEETTLSXKIXVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLXYSNGKGIFITEXYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>ABN50379.1 TetW, partial [Bifidobacterium animalis subsp. lactis]
Length=236

 Score = 476 bits (1224),  Expect = 3e-163, Method: Compositional 
matrix adjust.
 Identities = 236/236 (100%), Positives = 236/236 (100%), Gaps = 
0/236 (0%)

Query  80   
DFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQS  139
            
DFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQS
Sbjct  1    
DFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQS  60

Query  140  
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK  199
            



VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK
Sbjct  61   
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK  120

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  259
            
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT
Sbjct  121  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  180

Query  260  DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  
315
            DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI
Sbjct  181  DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVI  
236

>WP_008645586.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacteroidales]
 EEZ19977.1 putative translation elongation factor G [Bacteroides 
sp. 3_1_33FAA]
 EGN10190.1 tetracycline resistance protein tetQ [Bacteroides sp. 
1_1_30]
 KDS37259.1 tetracycline resistance protein tetM [Parabacteroides 
distasonis 
str. 3776 D15 i]
 KDS44964.1 tetracycline resistance protein tetM [Parabacteroides 
distasonis 
str. 3776 Po2 i]
 KDS73513.1 tetracycline resistance protein tetM [Parabacteroides 
distasonis 
str. 3776 D15 iv]
 KER46606.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 KER76163.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 KGN90933.1 tetracycline resistance protein tetQ [Porphyromonas 
crevioricanis]
Length=641

 Score = 491 bits (1263),  Expect = 4e-163, Method: Compositional 
matrix adjust.
 Identities = 266/644 (41%), Positives = 391/644 (61%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRAST  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +  +TDI  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTSTDIRAEHKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE Y+A + I            V  A  +PV +GSA   +GI  L+DA+    
Sbjct  181  
CNHDDDILELYLADKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     +  L   ++K+E+   G +R +L++  G+LRLR  + +   EK +KI  
++  
Sbjct  241  FPPASVPNR-
LSAYLYKIEHAPKGHKRSFLKIIDGSLRLRTVIKVNDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++T   
E 
Sbjct  358  
ERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKTHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSGVQ ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGVQIESEISFGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDIL  537



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+     K+  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNKEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>AEW22283.1 elongation factor Tu GTP binding domain protein 
[Tannerella forsythia 
92A2]
Length=645

 Score = 490 bits (1262),  Expect = 6e-163, Method: Compositional 
matrix adjust.
 Identities = 266/644 (41%), Positives = 391/644 (61%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI
+A+ 
Sbjct  5    
MNIINLGILAHIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRAST  64

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  65   
TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  124

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +  +TDI  E  
+ V
Sbjct  125  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTSTDIRAEHKEFV  184

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE Y+A + I            V  A  +PV +GSA   +GI  L+DA+    
Sbjct  185  
CNHDDDILELYLADKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFI  244

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     +  L   ++K+E+   G +R +L++  G+LRLR  + +   EK +KI  
++  
Sbjct  245  FPPASVPNR-



LSAYLYKIEHDPKGHKRSFLKIIDGSLRLRTVIKVNDSEKFIKIKNLKTI  303

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
Sbjct  304  YQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  361

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++T   
E 
Sbjct  362  
ERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKTHFDEI  421

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSGVQ ES +S GYLN 
SFQNA
Sbjct  422  
KTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGVQIESEISFGYLNHSFQNA  481

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+L
Sbjct  482  
VFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDIL  541

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+     K+  +  G++P    + Y ++
++ Y
Sbjct  542  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNKEWCLIEGKVPLNTSKDYASEVSSY  601

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  602  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  640

>WP_007366526.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacteroidales]
 EGC19651.1 putative translation elongation factor G [Prevotella 
multiformis 
DSM 16608]
 EPT33986.1 50S ribosome-binding GTPase [Bacteroidetes bacterium 
oral taxon 
272 str. F0290]
 OFO74433.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
sp. HMSC077E08]
 OFP59663.1 tetracycline resistance ribosomal protection protein 



[Prevotella 
sp. HMSC077E09]
 AST52653.1 tetracycline resistance ribosomal protection protein 
[Parabacteroides 
sp. CT06]
 ATV39393.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
intermedia]
 PJI18917.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
intermedia]
 PJI26471.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
intermedia]
 AVM52095.1 tetracycline resistance ribosomal protection protein 
[Bacteroides 
zoogleoformans]
Length=641

 Score = 490 bits (1262),  Expect = 6e-163, Method: Compositional 
matrix adjust.
 Identities = 266/644 (41%), Positives = 391/644 (61%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +  +TDI  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTSTDIRAEHKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE Y+A + I            V  A  +PV +GSA   +GI  L+DA+    
Sbjct  181  
CNHDDDILELYLADKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     +  L   ++K+E+   G +R +L++  G+LRLR  + +   EK +KI  



++  
Sbjct  241  FPPASVPNR-
LSAYLYKIEHDPKGHKRSFLKIIDGSLRLRTVIKVNDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++T   
E 
Sbjct  358  
ERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKTHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSGVQ ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGVQIESEISFGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+     K+  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNKEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>OWW57410.1 tetracycline resistance protein tetM, partial 
[Enterococcus hirae 
78-09-C1]
 OWW62882.1 tetracycline resistance protein tetM, partial 
[Enterococcus hirae 
57-09-G6]
Length=385

 Score = 480 bits (1236),  Expect = 9e-163, Method: Compositional 
matrix adjust.
 Identities = 236/385 (61%), Positives = 296/385 (77%), Gaps = 0/385 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREM  360

Query  361  LLDALTQLADTDPLLRCEVDSITHE  385
            LLDAL +++D+DPLL+  VDS THE
Sbjct  361  LLDALLEISDSDPLLQYYVDSTTHE  385

>AMP49708.1 tet_ribosomoal_protect [uncultured bacterium]
Length=641

 Score = 489 bits (1260),  Expect = 1e-162, Method: Compositional 
matrix adjust.



 Identities = 263/645 (41%), Positives = 390/645 (60%), Gaps = 
17/645 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



               IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            YT G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  597  YTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>AMP55332.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=644

 Score = 489 bits (1260),  Expect = 1e-162, Method: Compositional 
matrix adjust.
 Identities = 263/645 (41%), Positives = 390/645 (60%), Gaps = 
17/645 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  4    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  63

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  64   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  123

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  124  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  182

Query  178  



VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  183  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  243  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  301

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  302  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  359

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  360  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDE  419

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQN
Sbjct  420  
IKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQN  479

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL+
+SG  +
Sbjct  480  
AVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDI  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +
+++ 
Sbjct  540  
LEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSS  599

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            YT G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  600  YTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  639

>AMP52289.1 tet_ribosomoal_protect [uncultured bacterium]



Length=641

 Score = 489 bits (1259),  Expect = 2e-162, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 390/644 (61%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  



EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_016278665.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
sartorii]
 EOS07374.1 tetracycline resistance protein tetQ [Bacteroides 
sartorii]
Length=641

 Score = 489 bits (1258),  Expect = 3e-162, Method: Compositional 
matrix adjust.
 Identities = 266/643 (41%), Positives = 387/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L 
K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLHKLQ  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV+      +   T I  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQTVTDGSVYPVCSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y++   IS           V  A ++PV +GSA   +GI  LMDA
+T   
Sbjct  181  
CNHDDDILERYLSDSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINFDEVGANDIAIVEDMEDFRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597



Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_049702038.1 tetracycline resistance ribosomal protection protein 
[Bacteroides 
sp. 3_1_13]
 KMW78016.1 tetracycline resistance protein tetQ [Bacteroides sp. 
3_1_13]
Length=641

 Score = 488 bits (1257),  Expect = 3e-162, Method: Compositional 
matrix adjust.
 Identities = 265/641 (41%), Positives = 388/641 (61%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +  +TDI  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTSTDIRAEHKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE Y+A + I            V  A  +PV +GSA   +GI  L+DA+    
Sbjct  181  
CNHDDDILELYLADKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     +  L   ++K+E+   G +R +L++  G+LRLR  + +   EK +KI  
++  
Sbjct  241  FPPASVPNR-
LSAYLYKIEHDPKGHKRSFLKIIDGSLRLRTVIKVNDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356



             +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++T   
E 
Sbjct  358  
ERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKTHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSGVQ ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGVQIESEISFGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+     K+  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNKEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G    + +  GYQ   G      R      DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGGYSDNIRMEEK--DKLLFMFEK  636

>WP_074705912.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
xylanisolvens]
 SEA52178.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
xylanisolvens]
Length=641

 Score = 488 bits (1255),  Expect = 6e-162, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 387/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 



Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536



            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L+ PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELHIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>APO33635.1 feoB: ferrous iron transport protein [uncultured 
bacterium]
Length=641

 Score = 488 bits (1255),  Expect = 7e-162, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 388/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLCMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V +++D +LE+Y+A   I            V  A ++PV +GSA   +GI  LMDA
+T  
Sbjct  180  
VCDHDDNILERYLADSEIPPTDYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSF  239



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SDRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKIHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKTVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEISS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRMNEN--DKLLFMFQKTM  638

>WP_005861693.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Bacteroidales]
 ADY37073.1 small GTP-binding protein [Bacteroides salanitronis DSM 
18170]
 EGN07177.1 tetracycline resistance protein tetQ [Bacteroides sp. 
2_1_56FAA]



 EKN18014.1 tetracycline resistance protein tetQ [Parabacteroides 
distasonis 
CL03T12C09]
 KMV76698.1 tetracycline resistance protein tetQ [Bacteroides sp. 
9_1_42FAA]
 CUQ04603.1 small GTP-binding protein [Bacteroides vulgatus]
 SCK01608.1 Tetracycline resistance protein tetM [uncultured 
Bacteroides 
sp.]
 OUN53510.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
uniformis]
 OUQ71315.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
xylanisolvens]
Length=641

 Score = 487 bits (1254),  Expect = 8e-162, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 388/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLCMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V +++D +LE+Y+A   I            V  A ++PV +GSA   +GI  LMDA
+T  
Sbjct  180  
VCDHDDNILERYLADSEIPPTDYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 



Sbjct  240  ILPPASV-
SDRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKIHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEISS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRMNEN--DKLLFMFQKTM  638

>WP_094380917.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P5-92]
 OYP57325.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
sp. P5-92]
Length=641

 Score = 487 bits (1254),  Expect = 1e-161, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 387/644 (60%), Gaps = 



11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 



SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEISS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRMNEN--DKLLFMFQKSM  638

>WP_036865782.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
melaninogenica]
 KGF46067.1 tetracycline resistance protein tetQ [Prevotella 
melaninogenica 
DNF00666]
Length=641

 Score = 487 bits (1253),  Expect = 1e-161, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MTIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QT+   L   I  +     E  
+ V



Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTIVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTIEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQSASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638



>WP_044066144.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P5-125]
 KIP59938.1 tetracycline resistance protein tetQ [Prevotella sp. 
P5-125]
Length=641

 Score = 487 bits (1253),  Expect = 2e-161, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--



ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>EEU51539.1 putative translation elongation factor G 
[Parabacteroides sp. 
D13]
Length=657

 Score = 487 bits (1254),  Expect = 2e-161, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 388/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  17   
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  77   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  136

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  137  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLCMQTVVDGSVYP-
VCSQTYIKEEYKEF  195

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V +++D +LE+Y+A   I            V  A ++PV +GSA   +GI  LMDA
+T  
Sbjct  196  
VCDHDDNILERYLADSEIPPTDYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSF  255

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  256  ILPPASV-
SDRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKT  314

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  315  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDKP  372

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  373  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKIHFDE  432

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  433  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  492

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  493  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  552



Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  553  
LEPMLYFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEISS  612

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  613  YTKGLGIFMVKPCGYQITKGGYSDNIRMNEN--DKLLFMFQKTM  654

>WP_074708051.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
xylanisolvens]
 SEB07250.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
xylanisolvens]
Length=641

 Score = 486 bits (1252),  Expect = 2e-161, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-



LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVSANDIAIVEDMEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_095264430.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAF63228.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651



 Score = 486 bits (1252),  Expect = 2e-161, Method: Compositional 
matrix adjust.
 Identities = 259/649 (40%), Positives = 394/649 (61%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER RGITI
+A  
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRGITIRAXT  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DT GHMDF+AEV R+L VLDGA+LVISA +G+  QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTXGHMDFIAEVERTLRVLDGAVLVISAXEGIXVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDXITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G I +I  ++S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  XLESIMNGEIVKVDQXNSGXIXIIXNANSLKIGDFIGE--
KYDRXJDIKIAXPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+  L +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGXLFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDX  418



Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   I IEV PNP+ ASIGLS+ PL +  G+ Y++ VS 
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIXIEVXPNPYXASIGLSIEPLPIXXGLLYKTXVSYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQN V+D +    ++G +GW VTD K+ F+YGL Y PVSTP+DFR+  P    
+AL+  
Sbjct  479  
SFQNXVKDAVEXXCKEGJYGWEVTDLKVTFDYGLXYXPVSTPSDFRNXTPYXFXEALRXX  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT +LE YL + +    ++  R      K   +IE    K +E   +G+I     +
+Y++
Sbjct  539  
GTXILEXYLKYXVQVXNDFCGRVMSXLRKMXXSIEDIIXKGEETTLSGKIXVDTSKSYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N      + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGEXITNDIRNNDNDXSKEGLRYLFQK  647

>EFV16581.1 elongation factor G [Lachnospiraceae bacterium 
5_1_63FAA]
Length=295

 Score = 473 bits (1217),  Expect = 2e-161, Method: Compositional 
matrix adjust.
 Identities = 216/294 (73%), Positives = 254/294 (86%), Gaps = 0/294 
(0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            ML+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ 
A+L 
Sbjct  1    
MLQTTIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILE  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRV
Sbjct  61   
EKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRV  120

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            SLGYLNQSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVL
Sbjct  121  



SLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            EQALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEIPAR
Sbjct  181  
EQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            CIQ YR DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  241  CIQEYRNDLTYFTNGQGVCLTELKGYQTAIGKFICQPRRPNSRIDKVRHMFHKL  
294

>WP_005816789.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EKA84251.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis HMW 
615]
 EXZ58789.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3719 A10]
Length=641

 Score = 486 bits (1251),  Expect = 2e-161, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 388/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDESVYP-
VCSQTYIKEEYKEF  179

Query  178  



VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIGLVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCRIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGGYSDNIRMNEN--DKLLFMFQKSM  638

>WP_006255810.1 tetracycline resistance ribosomal protection protein 



Tet(Q) [Alloprevotella 
tannerae]
 EEX71295.1 putative translation elongation factor G [Alloprevotella 
tannerae 
ATCC 51259]
Length=641

 Score = 486 bits (1251),  Expect = 3e-161, Method: Compositional 
matrix adjust.
 Identities = 264/643 (41%), Positives = 387/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV      ++   T I  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGSVYLVCSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRPE  357

Query  357  



QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTIEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIEDIICNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_004310568.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Bacteroidales]
 CBK65211.1 small GTP-binding protein domain [Alistipes shahii WAL 
8301]
 EFF51783.1 putative translation elongation factor G [Bacteroides 
ovatus 
SD CMC 3f]
Length=641

 Score = 486 bits (1251),  Expect = 3e-161, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+AA 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAAT  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P I  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDESVYP-
ICSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  



AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQMASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_036887565.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
bivia]
 KGF20314.1 tetracycline resistance protein tetQ [Prevotella bivia 
DNF00188]
Length=641

 Score = 486 bits (1251),  Expect = 3e-161, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240



Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_042987717.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EYA88177.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S36L12]
Length=641



 Score = 486 bits (1250),  Expect = 3e-161, Method: Compositional 
matrix adjust.
 Identities = 265/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P I  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGSVYP-
ICSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTVIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+      R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIADFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416



Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      D     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIEDISCNNDWCHIKGKVPLNTSKDYVSEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_042520198.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P5-119]
 KIP60147.1 tetracycline resistance protein tetQ [Prevotella sp. 
P5-119]
Length=641

 Score = 486 bits (1250),  Expect = 4e-161, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 388/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---



SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V++   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVSINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596



Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_044080776.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P4-65]
 KIP54639.1 tetracycline resistance protein tetQ [Prevotella sp. 
P4-65]
Length=641

 Score = 486 bits (1250),  Expect = 4e-161, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_002560998.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Bacteria]
 Q08425.1 RecName: Full=Tetracycline resistance protein TetQ; 
AltName: 
Full=TetA(Q)2
 CAA79728.1 TetA(Q)2 protein [Bacteroides fragilis]
 EFL46490.1 putative translation elongation factor G [Prevotella 
disiens 
FB035-09AN]
 EFM02463.1 putative translation elongation factor G [Prevotella 
marshii 
DSM 16973 = JCM 13450]
 ADP94148.1 TetQ [Prevotella nigrescens]
 ADP94153.1 TetQ [Prevotella nigrescens]



 EGW46865.1 tetracycline resistance protein tetQ [Prevotella sp. 
C561]
 EES65775.2 tetracycline resistance protein tetQ [Bacteroides sp. 
1_1_6]
 EIY33699.1 tetracycline resistance protein tetQ [Bacteroides dorei 
CL03T12C01]
 EKA84466.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis HMW 
615]
 EOA56631.1 tetracycline resistance protein tetQ [Bacteroides sp. 
HPS0048]
 EXY10753.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1007-1-F #8]
 EXY43521.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3774 T13]
 EXY62509.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3986 N(B)19]
 EXZ06474.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
DS-208]
 EXZ22128.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S13 L11]
 EXZ32672.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1007-1-F #4]
 EXZ37938.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1007-1-F #7]
 EXZ61929.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3725 D9(v)]
 EYA12930.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1007-1-F #10]
 EYA17925.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1007-1-F #3]
 EYA22981.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1007-1-F #9]
 EYA40592.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
20793-3]
 EYA46629.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3719 T6]
 EYE50909.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1007-1-F #5]
 EYE62200.1 tetracycline resistance protein tetM [Bacteroides 



fragilis str. 
1007-1-F #6]
 KER48785.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 AIM40116.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 KGF37217.1 tetracycline resistance protein tetQ [Prevotella bivia 
DNF00650]
 KGF44444.1 tetracycline resistance protein tetQ [Prevotella disiens 
DNF00882]
 KGF44486.1 tetracycline resistance protein tetQ [Prevotella bivia 
DNF00320]
 KGI61212.1 tetracycline resistance protein tetQ [Prevotella sp. S7 
MS 2]
 KMW38324.1 tetracycline resistance protein tetQ [Parabacteroides 
sp. D26]
 CUP62746.1 Tetracycline resistance protein tetM [Faecalibacterium 
prausnitzii]
 KXA31247.1 putative translation elongation factor G [Prevotella 
corporis]
 KXB75054.1 putative translation elongation factor G 
[Porphyromonadaceae 
bacterium KA00676]
 KXB76393.1 putative translation elongation factor G [Porphyromonas 
somerae]
 AND21852.1 tetracycline resistance protein tetQ [Bacteroides dorei 
CL03T12C01]
 OCR34901.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 OFP35415.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
sp. HMSC069G02]
 OFR41209.1 tetracycline resistance ribosomal protection protein 
[Porphyromonas 
sp. HMSC065F10]
 SFM65601.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
xylanisolvens]
 OWP28676.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
nigrescens]
 OYP39964.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P5-126]
 OYP41892.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P4-119]
 OYP46497.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P4-98]
 OYP49209.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P3-92]
 OYP52517.1 tetracycline resistance ribosomal protection protein 



Tet(Q) [Prevotella 
sp. P3-120]
 OYP68906.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P4-67]
 PIK18980.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 PIK19314.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 ATV27115.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 ATV29828.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 ATV33095.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 ATV40499.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 ATV55948.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 PJE99080.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 PJI24281.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 PJY67359.1 putative tetracycline resistance protein, TetM-like 
[Bacteroides 
fragilis]
 PJY68983.1 putative tetracycline resistance protein, TetM-like 
[Bacteroides 
fragilis]
 PLS59530.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
thetaiotaomicron]
Length=641

 Score = 486 bits (1250),  Expect = 4e-161, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L



Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>CAA79727.1 TetA(Q)2 protein [Bacteroides fragilis]
 EFI47425.1 tetracycline resistance protein [Prevotella oris C735]
 EGC86069.1 elongation factor Tu GTP binding domain protein 
[Prevotella denticola 
CRIS 18C-A]
Length=657

 Score = 486 bits (1251),  Expect = 5e-161, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  17   
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  77   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  136

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  137  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  196

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  197  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  256



Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  257  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  315

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  316  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  373

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  374  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  433

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  434  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  493

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  494  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  553

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  554  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  613

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  614  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  654

>WP_032557833.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EYA93513.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S36L5]



Length=641

 Score = 485 bits (1249),  Expect = 5e-161, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G  +  D     +I I+      R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  INQGREINVDEVGANDIAIVEDIADFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  



EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      D     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIEDISCNNDWCHIKGKVPLNTSKDYVSEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>OYN69742.1 tetracycline resistance ribosomal protection protein, 
partial 
[Escherichia coli]
Length=281

 Score = 471 bits (1213),  Expect = 6e-161, Method: Compositional 
matrix adjust.
 Identities = 217/280 (78%), Positives = 248/280 (89%), Gaps = 0/280 
(0%)

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  1    
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  60

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  61   
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  120

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538



            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  121  
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  180

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  181  
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  240

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  241  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  280

>WP_005796948.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EIK39207.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis CL07T00C01]
Length=641

 Score = 485 bits (1249),  Expect = 6e-161, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V+ A ++PV +GSA   +GI  L+DA+
+   



Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIALVEKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLALEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQMASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_005802293.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EIY90849.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis CL05T12C13]



 EIY91462.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis CL05T00C42]
 EXZ16137.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
Ds-233]
 EYA95835.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S38L5]
 EYB14366.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S38L3]
Length=641

 Score = 485 bits (1249),  Expect = 6e-161, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V+ A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIALVEKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_089543219.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
copri]
 OXL44878.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
copri]
Length=639

 Score = 485 bits (1248),  Expect = 6e-161, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+



+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  



AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_102187702.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
timonensis]
 PMC11494.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
timonensis]
Length=641

 Score = 485 bits (1248),  Expect = 6e-161, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QT+   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTIVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238



              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>ABN50369.1 TetW, partial [Bifidobacterium breve]
Length=240



 Score = 470 bits (1209),  Expect = 6e-161, Method: Compositional 
matrix adjust.
 Identities = 233/240 (97%), Positives = 236/240 (98%), Gaps = 0/240 
(0%)

Query  87   
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  146
            
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD
Sbjct  1    
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  60

Query  147  
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+LLEKYIAGEPISREKL 
REEQ+
Sbjct  61   
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQQ  120

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRV
Sbjct  121  
RVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRV  180

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY 
GEIVILPSDSVRLNDV
Sbjct  181  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYQGEIVILPSDSVRLNDV  240

>APO35112.1 ferrous iron transport protein B [uncultured bacterium]
Length=311

 Score = 473 bits (1216),  Expect = 7e-161, Method: Compositional 
matrix adjust.
 Identities = 234/234 (100%), Positives = 234/234 (100%), Gaps = 
0/234 (0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN



Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  
234
            NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV
Sbjct  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  
234

>WP_106813142.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. Marseille-P4119]
Length=641

 Score = 485 bits (1248),  Expect = 8e-161, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 388/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTIEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_094423033.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P4-51]
 OYP72175.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
sp. P4-51]



Length=641

 Score = 484 bits (1247),  Expect = 9e-161, Method: Compositional 
matrix adjust.
 Identities = 264/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L 
K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLHKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV+      +   T I  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQTVTDGSVYPVCSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y++   IS           V  A ++PV +GSA   +GI  LMDA
+T   
Sbjct  181  
CNHDDDILERYLSDSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SDRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417



Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_095239968.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAH49708.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 485 bits (1248),  Expect = 1e-160, Method: Compositional 
matrix adjust.
 Identities = 256/649 (39%), Positives = 391/649 (60%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G V+ GTT TD+M LER R ITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRVDNGTTITDSMELERDRXITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DT GHMDF+AEV R   V DGA+LVISAK+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTXGHMDFIAEVERXXRVXDGAVLVISAKEGIQVQTKIIFNTLAKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            I T IF+NKID+  V L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IXTJIFVNKIDRKXVXLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKXIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ N  L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINXYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++S  ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSXBIKTRQXVXINXTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I +I  ++S+++ D +G+  +       +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIIXNANSLKIGDFIGE--
KYDXVLDIKIXXPALRASIK  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L +  P L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEXPXLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDX  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPN +  SI L + PL +G G+ Y+  V  
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNXYXXSIXLXIEPLPIGXGLLYKXEVXYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV+D +    ++G +GW V D K+ F+YGLYY  VSTP  FR+L P V  
+AL+++
Sbjct  479  
SFQNAVKDAVEKACKEGJYGWEVXDLKVTFDYGLYYXXVSTPXXFRNLTPYVFWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T++LE YL + +  P ++  R   D  K  A+IE    K +E   +G+IP    + 
Y++
Sbjct  539  



XTEILEXYLKYTVQVPNDFCGRVMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKXYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>WP_005799343.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EIZ00041.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis CL07T12C05]
Length=641

 Score = 484 bits (1247),  Expect = 1e-160, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V+ A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIALVEKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299



Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLALEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQMASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_077195545.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
ihumii]
Length=641

 Score = 484 bits (1247),  Expect = 1e-160, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    



MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L



Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_032589565.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EXZ10580.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
DS-71]
Length=641

 Score = 484 bits (1247),  Expect = 1e-160, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+AA 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAAT  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGLIYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  



CNHDDNILERYLADSEISPADYWNTVIALVAKAKVYPVLHGSAMFNIGICELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNILSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_057058907.1 tetracycline resistance ribosomal protection protein 
Tet(Q), 
partial [Bacteroides fragilis]
Length=639

 Score = 484 bits (1247),  Expect = 1e-160, Method: Compositional 



matrix adjust.
 Identities = 262/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ 
P   
Sbjct  299  INQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  



PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_063856408.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 O05197.2 RecName: Full=Tetracycline resistance protein TetQ; 
Short=Tet(Q)
Length=654

 Score = 485 bits (1248),  Expect = 1e-160, Method: Compositional 
matrix adjust.
 Identities = 262/641 (41%), Positives = 385/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  



+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  300  YQGRKINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPYNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637



            T G  V + +  GYQ   G      R   +  DK+  MFQK
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKILFMFQK  636

>EFI05973.1 tetracycline resistance protein [Bacteroides sp. 1_1_14]
Length=657

 Score = 485 bits (1248),  Expect = 1e-160, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  17   
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  77   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  136

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  137  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  196

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V+ A ++PV +GSA   +GI  L+DA+
+   
Sbjct  197  
CNHDDNILERYLADSEISPADYWNTIIALVEKAKVYPVLHGSAMFNIGINELLDAISSFI  256

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  257  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  315

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  316  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPE  373

Query  357  



QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  374  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  433

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  434  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  493

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  494  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  553

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  554  
EPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  613

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  614  TKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  654

>WP_063856409.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bifidobacterium 
longum]
Length=641

 Score = 484 bits (1246),  Expect = 1e-160, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 388/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   



TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLCMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V +++D +LE+Y+A   I            V  A ++PV +GSA   +GI  LMDA
+T  
Sbjct  180  
VCDHDDNILERYLADSEIPPTDYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SDRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y +



+++ 
Sbjct  537  
LEPMLYFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_009127153.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
oleiciplenus]
 EKU87400.1 tetracycline resistance protein tetQ [Bacteroides 
oleiciplenus 
YIT 12058]
 EKU90263.1 tetracycline resistance protein tetQ [Bacteroides 
oleiciplenus 
YIT 12058]
 EKU92350.1 tetracycline resistance protein tetQ [Bacteroides 
oleiciplenus 
YIT 12058]
Length=641

 Score = 484 bits (1246),  Expect = 1e-160, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  
Sbjct  180  



VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ 
P   
Sbjct  299  INQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRL  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>AUA17601.1 truncated TetO [Campylobacter coli]
Length=295

 Score = 471 bits (1212),  Expect = 1e-160, Method: Compositional 
matrix adjust.



 Identities = 216/294 (73%), Positives = 253/294 (86%), Gaps = 0/294 
(0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            ML+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ 
A+L 
Sbjct  1    
MLQTTIAVKKSEQREILLGALTEISDCDPLLKYYVDTTTHEIILSFLGNVQMEVICAILE  60

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRV
Sbjct  61   
EKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRV  120

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            SLGYLNQSFQNAV +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L
+PIVL
Sbjct  121  
SLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVL  180

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            EQALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  
GEIPAR
Sbjct  181  
EQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPAR  240

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            CIQ YR DL  +TNG+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  241  CIQEYRNDLTSFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  
294

>WP_079046502.1 elongation factor G, partial [Streptococcus 
pneumoniae]
Length=341

 Score = 473 bits (1217),  Expect = 2e-160, Method: Compositional 
matrix adjust.
 Identities = 223/340 (66%), Positives = 272/340 (80%), Gaps = 0/340 
(0%)

Query  203  
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCG  262
            EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK+EY
++  
Sbjct  1    
EESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKR  60



Query  263  
QRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVR  322
            QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL +
+ ++
Sbjct  61   
QRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLK  120

Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  
VDS 
Sbjct  121  
LNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDST  180

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFW
Sbjct  181  
THEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFW  240

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+
Sbjct  241  
ASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFK  300

Query  503  YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
            YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF
Sbjct  301  YGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSF  340

>AMP55648.1 tet_ribosomoal_protect [uncultured bacterium]
Length=641

 Score = 484 bits (1246),  Expect = 2e-160, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 386/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D+++ QTV   L   +  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLLMQTVVDGLVYPVCSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  LMDA
+T   
Sbjct  181  
CNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFHEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  



EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_004293868.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Bacteroidetes]
 Q00937.1 RecName: Full=Tetracycline resistance protein TetQ; 
AltName: 
Full=TetA(Q)1
 CAA41552.1 tetQ [Bacteroides thetaiotaomicron]
 EFA92578.1 putative translation elongation factor G [Prevotella 
buccalis 
ATCC 35310]
 EFG18078.1 putative translation elongation factor G [Bacteroides 
vulgatus 
PC510]
 EFV30107.1 elongation factor Tu GTP binding domain-containing 
protein [Bacteroides 
eggerthii 1_2_48FAA]
 EEO45138.2 putative translation elongation factor G [Bacteroides 
dorei 5_1_36/D4]
 EIY43505.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis CL03T00C08]
 EIY47191.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis CL03T12C07]
 EIY54864.1 tetracycline resistance protein tetQ [Bacteroides nordii 
CL02T12C05]
 EOA47827.1 tetracycline resistance protein tetQ [Bacteroides 
salyersiae 
WAL 10018 = DSM 18765 = JCM 12988]
 EXZ74001.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3976T8]
 EYA63870.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S23L24]
 EYA88257.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S36L12]
 EYB20079.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
I1345]
 EYE41179.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S23L17]
 KER57714.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 AIP99997.1 tetracycline resistance protein tetQ [Ornithobacterium 
rhinotracheale 
ORT-UMN 88]



 CUM87982.1 small GTP-binding protein [Bacteroides thetaiotaomicron]
 OCR42162.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 OFK46406.1 tetracycline resistance ribosomal protection protein 
[Bacteroides 
sp. HMSC068A09]
 OFK90701.1 tetracycline resistance ribosomal protection protein 
[Bacteroides 
sp. HMSC067B03]
 SDX21519.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
faecis MAJ27]
 ARI71321.1 TetQ [Cloning vector pWW3323]
 ARI71325.1 TetQ [Cloning vector pWW3324]
 ARI71372.1 TetQ [Cloning vector pWW3804]
 PJY68787.1 putative tetracycline resistance protein, TetM-like 
[Bacteroides 
fragilis]
Length=641

 Score = 484 bits (1246),  Expect = 2e-160, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-



LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ 
P   
Sbjct  299  INQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_074783792.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
vulgatus]
 SEL28901.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
vulgatus]
Length=641



 Score = 484 bits (1245),  Expect = 2e-160, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGMKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ 
P   
Sbjct  299  INQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416



Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_074635749.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
ovatus]
 SDH20582.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
ovatus]
Length=641

 Score = 484 bits (1245),  Expect = 2e-160, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 384/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--



SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597



Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>AAB51122.1 tetracycline resistance protein [Prevotella intermedia]
Length=670

 Score = 484 bits (1247),  Expect = 2e-160, Method: Compositional 
matrix adjust.
 Identities = 262/641 (41%), Positives = 385/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  17   
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  77   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  136

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  137  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  196

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  197  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  256

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  257  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  315

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  316  YQGRKINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  373



Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  374  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  433

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  434  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  493

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  494  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  553

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  554  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPYNTSKDYASEVSSY  613

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  V + +  GYQ   G      R   +  DK+  MFQK
Sbjct  614  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKILFMFQK  652

>WP_044075064.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P5-60]
 KIP56907.1 tetracycline resistance protein tetQ [Prevotella sp. 
P5-60]
Length=641

 Score = 483 bits (1244),  Expect = 3e-160, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>EFA20356.1 putative translation elongation factor G [Bacteroides 
sp. D20]
 EFI37394.1 tetracycline resistance protein [Bacteroides sp. 3_1_23]
 EFK63724.1 putative translation elongation factor G 
[Parabacteroides sp. 
20_3]
Length=657

 Score = 484 bits (1245),  Expect = 3e-160, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  17   
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  77   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  136

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  
+ 
Sbjct  137  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  195

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  
Sbjct  196  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  255

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-



LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  256  ILPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  314

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ 
P   
Sbjct  315  INQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRP  372

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  373  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  432

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  433  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  492

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  493  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  552

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  553  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  612

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  613  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  654

>WP_055236246.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Parabacteroides 
distasonis]
 CUO40968.1 Tetracycline resistance protein tetM [Parabacteroides 
distasonis]
 CUO95504.1 small GTP-binding protein [Bacteroides xylanisolvens]
Length=641



 Score = 483 bits (1244),  Expect = 3e-160, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T  D+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTIMDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P I  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGSVYP-
ICSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTVIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+      R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIADFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416



Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      D     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIEDISCNNDWCHIKGKVPLNTSKDYVSEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>AAZ79478.1 TetQ (plasmid) [Bifidobacterium longum]
Length=657

 Score = 484 bits (1245),  Expect = 3e-160, Method: Compositional 
matrix adjust.
 Identities = 264/644 (41%), Positives = 388/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  17   
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  77   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  136

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  137  IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLCMQTVVDGSVYP-
VCSQTYIKEEYKEF  195



Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V +++D +LE+Y+A   I            V  A ++PV +GSA   +GI  LMDA
+T  
Sbjct  196  
VCDHDDNILERYLADSEIPPTDYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSF  255

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  256  ILPPASV-
SDRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKT  314

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  315  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDKP  372

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  373  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  432

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  433  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  492

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  493  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  552

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQE  S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  553  
LEPMLYFELQIPQEASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  612

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  613  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  654



>WP_032538282.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
Length=641

 Score = 483 bits (1244),  Expect = 3e-160, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416



            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_049139058.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
Length=641

 Score = 483 bits (1243),  Expect = 4e-160, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ SGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFVSGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNRIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 



Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>EKA87903.1 tetracycline resistance protein tetQ, partial 
[Bacteroides fragilis 
HMW 610]
Length=649

 Score = 483 bits (1244),  Expect = 4e-160, Method: Compositional 
matrix adjust.
 Identities = 263/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  9    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  68

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  69   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  128

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  129  
IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  188

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  189  
CNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFI  248

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  249  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  307

Query  298  SKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  308  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  365

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  366  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  425

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  426  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  485

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  486  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  545

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  546  
EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  605

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  606  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  646

>WP_106504845.1 elongation factor G, partial [Escherichia coli]
Length=336

 Score = 471 bits (1213),  Expect = 5e-160, Method: Compositional 
matrix adjust.
 Identities = 222/336 (66%), Positives = 271/336 (81%), Gaps = 0/336 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSV  60

Query  282  



ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG
+QYE
Sbjct  181  
LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYE  240

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            S VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
L P
Sbjct  241  
SSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTP  300

Query  522  IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            IVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+D
Sbjct  301  IVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYND  336

>WP_071148955.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
sp. Marseille-P3108]
Length=641

 Score = 483 bits (1243),  Expect = 5e-160, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 387/644 (60%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   



TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +   TDI  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTPTDIRAEHKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y ++
++ Y



Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>WP_018676468.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Riemerella 
columbina]
Length=641

 Score = 483 bits (1243),  Expect = 5e-160, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDRP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_005680575.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
caccae]
 EIY21471.1 tetracycline resistance protein tetQ [Bacteroides caccae 
CL03T12C61]
Length=641

 Score = 483 bits (1242),  Expect = 5e-160, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+



+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P  +
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKS  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  



AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_065739727.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacteroidaceae]
 OCL16154.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 OCL18627.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 OCM96653.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 OCM99701.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
Length=641

 Score = 483 bits (1242),  Expect = 5e-160, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 387/644 (60%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +   TDI  E  
+ V



Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTPTDIRAEHKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE Y+A + I            V  A  +PV +GSA   +GI  L+DA+    
Sbjct  181  
CNHDDDILELYLADKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     +  L   ++K+E+   G +R +L++  G LRLR  + +   EK +KI  
++  
Sbjct  241  FPPASVPNR-
LSAYLYKIEHDPKGHKRSFLKIIDGRLRLRTVIKVNDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636



>WP_044073065.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P4-76]
 KIP55857.1 tetracycline resistance protein tetQ [Prevotella sp. 
P4-76]
Length=641

 Score = 483 bits (1242),  Expect = 5e-160, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRDGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDRP  356



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_005944279.1 tetracycline resistance ribosomal protection protein 
[Bacteroides 
massiliensis]
 EOA52914.1 tetracycline resistance protein tetQ [Bacteroides 
massiliensis 
B84634 = Timone 84634 = DSM 17679 = JCM 13223]
Length=641

 Score = 482 bits (1241),  Expect = 7e-160, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 387/644 (60%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRAST  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +   TDI  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTPTDIRAEHKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE Y+A + I            V  A  +PV +GSA   +GI  L+DA+    
Sbjct  181  
CNHDDDILELYLADKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     +  L   ++K+E+   G +R +L++  G LRLR  + +   EK +KI  
++  
Sbjct  241  FPPASVPNR-
LSAYLYKIEHDPKGHKRSFLKIIDGRLRLRTVIKVNDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKPHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDIL  537



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>CRH91225.1 Protein translation elongation factor G (EF-G) 
[Chlamydia trachomatis]
Length=280

 Score = 469 bits (1206),  Expect = 7e-160, Method: Compositional 
matrix adjust.
 Identities = 216/278 (78%), Positives = 244/278 (88%), Gaps = 0/278 
(0%)

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  2    
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  61

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  62   
MERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEG  121

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  122  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  181

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  182  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  241

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  242  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  279



>WP_094466893.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. P5-108]
 OYP63351.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
sp. P5-108]
Length=641

 Score = 482 bits (1241),  Expect = 9e-160, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_049129063.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
Length=641

 Score = 482 bits (1240),  Expect = 1e-159, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 383/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ SGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFVSGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L



+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D +I QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDALIMQTVVDGLVYPICSQTYIQEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V    ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIALVAKTKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNRIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596



            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_072831140.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Fibrobacter]
 SHL04144.1 ribosomal protection tetracycline resistance protein 
[Fibrobacter 
sp. UWB12]
 OWV00477.1 tetracycline resistance ribosomal protection protein 
[Fibrobacter 
sp. UWR2]
Length=641

 Score = 482 bits (1240),  Expect = 1e-159, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAHVDAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHVDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>AMP54775.1 tet_ribosomoal_protect [uncultured bacterium]
Length=641

 Score = 482 bits (1240),  Expect = 1e-159, Method: Compositional 
matrix adjust.
 Identities = 259/645 (40%), Positives = 388/645 (60%), Gaps = 
17/645 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+G LAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGTLAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++  L  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISVLNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN



Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            YT G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  597  YTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>WP_006849477.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
copri]
 EFB33727.1 putative translation elongation factor G [Prevotella 
copri DSM 
18205]
Length=639

 Score = 482 bits (1240),  Expect = 1e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRDGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-



VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638



>WP_074560483.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
ovatus]
 SDB79675.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
ovatus]
Length=641

 Score = 482 bits (1240),  Expect = 1e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   



Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_063856407.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
ruminicola]
 Q52360.1 RecName: Full=Tetracycline resistance protein TetQ; 
Short=Tet(Q)
 AAA62400.1 tetQ [Prevotella ruminicola]
 SEG14239.1 ribosomal protection tetracycline resistance protein 
[Prevotella 
ruminicola]
Length=641

 Score = 482 bits (1240),  Expect = 1e-159, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L+ ++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKCSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476



Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_074558868.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
ovatus]
 SDB77895.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
ovatus]
Length=641

 Score = 482 bits (1240),  Expect = 1e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  



VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   D  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMDDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDRP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  638

>WP_004371707.1 MULTISPECIES: tetracycline resistance ribosomal 



protection protein 
Tet(Q) [Bacteroidales]
 EFA96512.1 putative translation elongation factor G [Prevotella 
timonensis 
CRIS 5C-B1]
 EFB32910.1 putative translation elongation factor G [Prevotella 
oris F0302]
 EYA29703.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1009-4-F #10]
 EYA33544.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
1009-4-F #7]
 AIW80588.1 ribosomal protection protein [uncultured bacterium]
 KXB44958.1 putative translation elongation factor G [Bacteroidales 
bacterium 
KA00344]
 PTL25250.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. oral taxon 820]
 PTL33507.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. oral taxon 376]
Length=641

 Score = 481 bits (1239),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS   +  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIRNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QT+   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTIVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+



+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTIEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQSASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_049100682.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
Length=641



 Score = 481 bits (1239),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 383/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ SGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFVSGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D +I QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDALIMQTVVDGLVYPICSQTYIQEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V    ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIALVAKTKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417



Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNRIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_032846090.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
ovatus]
 KDS23133.1 tetracycline resistance protein tetM [Bacteroides ovatus 
str. 
3725 D9 iii]
 ATD53313.1 ribosome protection tetracycline resistance protein 
[Riemerella 
anatipestifer]
Length=641

 Score = 481 bits (1239),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   



TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +



+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_032602870.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EXY77403.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3988 T1]
Length=641

 Score = 481 bits (1239),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 261/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   +  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGLVYPVCSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDDILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  



Sbjct  241  LPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>AMP53998.1 tet_ribosomoal_protect [uncultured bacterium]
Length=641

 Score = 481 bits (1239),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 387/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+



+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L ++   + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQELSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  



AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>AMP47132.1 tet_ribosomoal_protect [uncultured bacterium]
Length=641

 Score = 481 bits (1239),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 383/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ SGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFVSGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D +I QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDALIMQTVVDGLVYPICSQTYIQEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240



Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   +++ + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINAYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K     I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVYKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQMASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>SHH94198.1 ribosomal protection tetracycline resistance protein, 
partial 
[Fibrobacter sp. UWCM]
Length=650

 Score = 481 bits (1239),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 386/644 (60%), Gaps = 



11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAHVDAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  10   
MNIINLGILAHVDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  69

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  70   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  129

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  130  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  188

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  189  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  248

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  249  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  307

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  308  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  365

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  366  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  425

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 



SFQN
Sbjct  426  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  485

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  486  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  545

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  546  
LEPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  605

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  606  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  647

>AMP47005.1 tet_ribosomoal_protect [uncultured bacterium]
Length=641

 Score = 481 bits (1238),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237



            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_044225003.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Coprobacter 



secundus]
 KHM49069.1 tetracycline resistance protein tetQ [Coprobacter 
secundus]
Length=641

 Score = 481 bits (1238),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 263/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGITI
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>OWT31781.1 teto [Campylobacter coli HN-CCD07046]
Length=569

 Score = 479 bits (1232),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 230/375 (61%), Positives = 291/375 (78%), Gaps = 0/375 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLPML+TT+ P    
QRE 
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPMLQTTVEPSKPQQREM  360

Query  361  LLDALTQLADTDPLL  375
            LLDAL +++D+DPLL
Sbjct  361  LLDALLEISDSDPLL  375

 Score = 240 bits (613),  Expect = 1e-67, Method: Compositional 
matrix adjust.
 Identities = 111/186 (60%), Positives = 149/186 (80%), Gaps = 0/186 
(0%)

Query  264  
RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL  323
            R  Y+RLY G L LRD+V ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D 
++L
Sbjct  380  
RLAYVRLYGGILHLRDSVRISEKEKIKITEMYVPTNGELYSSDTACSGDIVILPNDVLQL  439

Query  324  
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSIT  383
            N +LG+   LP++++ E+PLPML+TTIA K + QRE LL AL +++D DPLL+  
VD+ T
Sbjct  440  
NSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREILLGALKEISDGDPLLKYYVDTTT  499

Query  384  
HEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWA  443
            HEIILSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 



+TIHIEVPPNPFWA
Sbjct  500  
HEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWA  559

Query  444  SIGLSV  449
            S+GLS+
Sbjct  560  SVGLSI  565

>WP_023056813.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Bacteroidales]
 ERT61280.1 putative tetracycline resistance protein TetP 
[Prevotella sp. 
BV3P1]
 EXY87858.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3998T(B)3]
 EXY98268.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3998 T(B) 4]
Length=641

 Score = 481 bits (1238),  Expect = 2e-159, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 383/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ SGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFVSGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D +I QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDALIMQTVVDGLVYPICSQTYIQEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  



CNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   +++ + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINAYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K     I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVYKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQMASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>EXZ93467.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
Korea 419]
Length=648

 Score = 481 bits (1239),  Expect = 2e-159, Method: Compositional 



matrix adjust.
 Identities = 262/641 (41%), Positives = 384/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476



              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  + + +  GYQ           R N + DK+  MFQK
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  636

>WP_005850524.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
vulgatus]
 EIY78560.1 tetracycline resistance protein tetQ [Bacteroides 
vulgatus CL09T03C04]
Length=641

 Score = 481 bits (1238),  Expect = 3e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 



Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERNKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M



Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>CBK68392.1 small GTP-binding protein domain [Bacteroides 
xylanisolvens XB1A]
Length=641

 Score = 481 bits (1238),  Expect = 3e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +   TDI  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTPTDIRAEHKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE Y+A + I            V  A  +PV +GSA   +GI  L+DA+    
Sbjct  181  
CNHDDDILELYLADKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     +  L   ++K+E+   G +R +L++  G LRLR  + +   EK +KI  
++  
Sbjct  241  FPPASVPNR-
LSAYLYKIEHDPKGHKRSFLKIIDGRLRLRTVIKVNDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416



            +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKPHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR  +P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQFSPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>WP_032586787.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EXY76983.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3988T(B)14]
Length=641

 Score = 481 bits (1238),  Expect = 3e-159, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L



+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596



            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_004291466.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Bacteria]
 P70882.3 RecName: Full=Tetracycline resistance protein TetQ; 
Short=Tet(Q); 
AltName: Full=TetA(Q)3
 CAA69907.1 TetA(Q)3 protein [Bacteroides fragilis]
 AAS83507.1 TetQ [Bacteroides fragilis]
 EDN87662.1 putative translation elongation factor G 
[Parabacteroides merdae 
ATCC 43184]
 EDS15666.1 putative translation elongation factor G [Bacteroides 
stercoris 
ATCC 43183]
 EDV01080.1 putative translation elongation factor G [Bacteroides 
coprocola 
DSM 17136]
 EDV07250.1 putative translation elongation factor G [Bacteroides 
intestinalis 
DSM 17393]
 EDY94098.1 putative translation elongation factor G [Bacteroides 
plebeius 
DSM 17135]
 EEB25826.1 putative translation elongation factor G [Bacteroides 
dorei DSM 
17855]
 EEC52711.1 putative translation elongation factor G [Bacteroides 
eggerthii 
DSM 20697]
 EEK16624.1 putative translation elongation factor G [Porphyromonas 
uenonis 
60-3]
 EEO58571.1 putative translation elongation factor G [Bacteroides 
sp. 2_2_4]
 ACT97606.1 TetQ [uncultured organism]
 ACT97611.1 TetQ [uncultured organism]
 EFA91674.1 putative translation elongation factor G [Prevotella 
buccalis 
ATCC 35310]
 EFB93136.1 putative translation elongation factor G [Prevotella 
bivia JCVIHMP010]
 EFF57349.1 putative translation elongation factor G [Bacteroides 
xylanisolvens 
SD CC 2a]



 EFG14063.1 putative translation elongation factor G [Bacteroides 
xylanisolvens 
SD CC 1b]
 EFR56104.1 putative translation elongation factor G [Bacteroides 
fragilis 
3_1_12]
 EFR57977.1 putative translation elongation factor G [Alistipes sp. 
HGB5]
 EGF59935.1 putative translation elongation factor G [Bacteroides 
fluxus 
YIT 12057]
 EGM95639.1 hypothetical protein HMPREF1017_01979 [Bacteroides 
ovatus 3_8_47FAA]
 EGN07542.1 hypothetical protein HMPREF0127_01433 [Bacteroides sp. 
1_1_30]
 EGQ13059.1 tetracycline resistance protein TetP [Prevotella pallens 
ATCC 
700821]
 EEO52379.2 putative translation elongation factor G [Bacteroides 
sp. D1]
 EIM32229.1 small GTP-binding protein domain protein [Prevotella 
bivia DSM 
20514]
 AFL76945.1 small GTP-binding protein domain protein [Alistipes 
finegoldii 
DSM 17242]
 EIY18112.1 tetracycline resistance protein tetQ [Bacteroides dorei 
CL02T00C15]
 EIY27081.1 tetracycline resistance protein tetQ [Bacteroides dorei 
CL02T12C06]
 EIY64726.1 tetracycline resistance protein tetQ [Bacteroides 
salyersiae 
CL02T12C01]
 EIY71953.1 tetracycline resistance protein tetQ [Bacteroides ovatus 
CL03T12C18]
 EIY84984.1 tetracycline resistance protein tetQ [Bacteroides 
xylanisolvens 
CL03T12C04]
 EJZ63234.1 tetracycline resistance protein tetQ [Barnesiella 
intestinihominis 
YIT 11860]
 EKA78486.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis HMW 
616]
 EKN07469.1 tetracycline resistance protein tetQ [Parabacteroides 
merdae 
CL03T12C32]
 EKN24312.1 tetracycline resistance protein tetQ [Parabacteroides 
sp. D25]
 EKN33824.1 tetracycline resistance protein tetQ [Parabacteroides 
merdae 
CL09T00C40]
 EOR97426.1 tetracycline resistance protein tetQ [Bacteroides 
vulgatus dnLKV7]



 EOS05559.1 tetracycline resistance protein tetQ [Bacteroides 
uniformis dnLKV2]
 ERJ80436.1 putative translation elongation factor G [Prevotella 
disiens 
JCM 6334 = ATCC 29426]
 ERK01788.1 putative tetracycline resistance protein TetP 
[Prevotella salivae 
F0493]
 ETA26165.1 tetracycline resistance protein tetQ [Porphyromonas 
gingivalis 
SJD2]
 AHF13398.1 tetracycline resistance protein tetQ [Barnesiella 
viscericola 
DSM 18177]
 CDL97561.1 Tetracycline resistance protein TetQ [Bacteroides 
xylanisolvens 
SD CC 2a]
 CDM02729.1 Tetracycline resistance protein TetQ [Bacteroides 
xylanisolvens 
SD CC 1b]
 EXY15438.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
2-F-2 #5]
 EXY20576.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
2-F-2 #7]
 EXY38422.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
34-F-2 #13]
 EYA03249.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
S6L3]
 KDS11241.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3725 D9 ii]
 KDS24606.1 tetracycline resistance protein tetM [Bacteroides ovatus 
str. 
3725 D1 iv]
 KDS32530.1 tetracycline resistance protein tetM [Bacteroides 
vulgatus str. 
3775 SR(B) 19]
 KDS33463.1 tetracycline resistance protein tetM [Bacteroides 
vulgatus str. 
3775 SL(B) 10 (iv)]
 KDS48823.1 tetracycline resistance protein tetM [Bacteroides 
uniformis str. 
3978 T3 ii]
 KDS60171.1 tetracycline resistance protein tetM [Bacteroides 
uniformis str. 
3978 T3 i]
 KER54240.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 KER75668.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]



 AII65442.1 tetracycline resistance protein tetQ [Bacteroides dorei]
 AII69864.1 tetracycline resistance protein tetQ [Bacteroides dorei]
 KFX73237.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 KGF18758.1 tetracycline resistance protein tetQ [Prevotella sp. 
S7-1-8]
 KGF30246.1 tetracycline resistance protein tetQ [Prevotella 
histicola JCM 
15637 = DNF00424]
 KGF51111.1 tetracycline resistance protein tetQ [Prevotella amnii 
DNF00058]
 KMM32458.1 tetracycline resistance protein tetQ [Parabacteroides 
goldsteinii]
 KMV76611.1 hypothetical protein BSBG_05110 [Bacteroides sp. 
9_1_42FAA]
 KMW33762.1 tetracycline resistant protein TetQ [Parabacteroides sp. 
2_1_7]
 KMW78031.1 tetracycline resistance protein tetQ [Bacteroides sp. 
3_1_13]
 ALA73101.1 tetracycline resistance protein tetQ [Bacteroides dorei]
 CUP35420.1 small GTP-binding protein [Bacteroides uniformis]
 CUP91713.1 small GTP-binding protein [Bacteroides uniformis]
 CUO70491.1 small GTP-binding protein [Bacteroides uniformis]
 CUO93228.1 small GTP-binding protein [Bacteroides uniformis]
 CUM86297.1 Tetracycline resistance protein tetM [Parabacteroides 
distasonis]
 CUP92506.1 small GTP-binding protein [Bacteroides vulgatus]
 CUO39923.1 small GTP-binding protein [Bacteroides vulgatus]
 CUQ32890.1 small GTP-binding protein [Bacteroides caccae]
 CUM70746.1 small GTP-binding protein [Bacteroides salyersiae]
 CUQ01292.1 small GTP-binding protein [Bacteroides vulgatus]
 CUQ33623.1 small GTP-binding protein [Bacteroides thetaiotaomicron]
 CUP73810.1 small GTP-binding protein [Bacteroides thetaiotaomicron]
 CUP94917.1 small GTP-binding protein [Bacteroides thetaiotaomicron]
 CUQ57462.1 small GTP-binding protein [Bacteroides ovatus]
 ALJ60300.1 Tetracycline resistance protein TetM [Bacteroides 
cellulosilyticus]
 KWR52784.1 putative tetracycline resistance protein, TetM-like 
[Bacteroides 
cellulosilyticus]
 KWR60947.1 putative tetracycline resistance protein, TetM-like 
[Bacteroides 
ovatus]
 KXB78359.1 putative translation elongation factor G [Prevotella sp. 
DNF00663]
 KXO17746.1 putative translation elongation factor G [Prevotella 
bivia]
 KXT33845.1 putative translation elongation factor G [Bacteroides 
uniformis]
 KXT52759.1 putative translation elongation factor G [Bacteroides 
intestinalis]
 AMP46912.1 tet_ribosomoal_protect [uncultured bacterium]
 AMP46956.1 tet_ribosomoal_protect [uncultured bacterium]
 AMP51390.1 tet_ribosomoal_protect [uncultured bacterium]



 AMP53915.1 tet_ribosomoal_protect [uncultured bacterium]
 AMP53921.1 tet_ribosomoal_protect [uncultured bacterium]
 AMP53925.1 tet_ribosomoal_protect [uncultured bacterium]
 AMP55051.1 tet_ribosomoal_protect [uncultured bacterium]
 AMP55472.1 tet_ribosomoal_protect [uncultured bacterium]
 CVI72122.1 Tetracycline resistance protein TetM [Alistipes sp. 
CHKCI003]
 ANU57179.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
caecimuris]
 OCR29529.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 SCI43434.1 Tetracycline resistance protein tetM [uncultured 
Bacteroides 
sp.]
 SCI09931.1 Tetracycline resistance protein tetM [uncultured 
Bacteroides 
sp.]
 SDW53200.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
stercoris]
 SHF67576.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
faecichinchillae]
 SHJ03221.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
stercorirosoris]
 APO29879.1 feoB: ferrous iron transport protein [uncultured 
bacterium]
 APO30293.1 feoB: ferrous iron transport protein [uncultured 
bacterium]
 APO30957.1 feoB: ferrous iron transport protein [uncultured 
bacterium]
 OUN03995.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Alistipes 
onderdonkii]
 OUO03990.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Parabacteroides 
johnsonii]
 OUO52584.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Parabacteroides 
sp. An277]
 OUO96593.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Barnesiella 
sp. An22]
 OUP33606.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
clarus]
 OUP91519.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
dorei]
 OUP99680.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
ovatus]



 OWR81665.1 tetracycline resistance protein tetQ [Porphyromonas 
gingivalis 
SJD5]
 OXE64958.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
caecimuris]
 AST52253.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Parabacteroides 
sp. CT06]
 SOC05210.1 ribosomal protection tetracycline resistance protein 
[Bacteroides 
sp. AR29]
 ATV53713.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 PJI21100.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
intermedia]
 PJY68981.1 putative tetracycline resistance protein, TetM-like 
[Bacteroides 
fragilis]
 PJY84773.1 putative tetracycline resistance protein, TetM-like 
[Bacteroides 
fragilis]
 PNP92058.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
timonensis]
 PTL30687.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
sp. oral taxon 313]
Length=641

 Score = 481 bits (1237),  Expect = 3e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  



+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639



            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_036878672.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
buccalis]
 KGF41248.1 tetracycline resistance protein tetQ [Prevotella 
buccalis DNF00985]
Length=641

 Score = 481 bits (1237),  Expect = 3e-159, Method: Compositional 
matrix adjust.
 Identities = 261/643 (41%), Positives = 383/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIQEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    



Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   +++ + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINAYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K     I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVYKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQMASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_036630022.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Parabacteroides 
distasonis]
 KDS62651.1 tetracycline resistance protein tetM [Parabacteroides 
distasonis 
str. 3999B T(B) 4]
 KDS75746.1 tetracycline resistance protein tetM [Parabacteroides 
distasonis 
str. 3999B T(B) 6]
Length=641

 Score = 481 bits (1237),  Expect = 4e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476



Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
++  
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVGS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_073342757.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
congonensis]
Length=641

 Score = 481 bits (1237),  Expect = 4e-159, Method: Compositional 
matrix adjust.
 Identities = 260/644 (40%), Positives = 387/644 (60%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   



Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>WP_087382020.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Odoribacter 
splanchnicus]
 OUO14322.1 tetracycline resistance ribosomal protection protein 



[Odoribacter 
splanchnicus]
Length=641

 Score = 480 bits (1236),  Expect = 4e-159, Method: Compositional 
matrix adjust.
 Identities = 261/645 (40%), Positives = 386/645 (60%), Gaps = 
17/645 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEHKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    



E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            YT G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  597  YTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>AMP53480.1 tet_ribosomoal_protect [uncultured bacterium]
Length=644

 Score = 480 bits (1236),  Expect = 5e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  4    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  63

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  64   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  123

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177



            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  124  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  183  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  243  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  301

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ 
P   
Sbjct  302  IYQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRP  359

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  360  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDE  419

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  420  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  479

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  480  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  540  
LEPMLCFELQIPQAASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  599



Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  600  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  641

>PCS24729.1 tetracycline resistance ribosomal protection protein, 
partial 
[Eubacterium sp. YI]
Length=224

 Score = 464 bits (1195),  Expect = 5e-159, Method: Compositional 
matrix adjust.
 Identities = 218/223 (98%), Positives = 221/223 (99%), Gaps = 0/223 
(0%)

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN
Sbjct  1    
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  60

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL
Sbjct  61   
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  120

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPYLSF 
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF
Sbjct  121  
LEPYLSFTLYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  180

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            YTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  181  YTNGQSVCLTELKGYQAAVGEPVIQPRRPNSRLDKVRHMFSKI  223

>WP_086325387.1 elongation factor G, partial [Enterococcus faecium]
 OTO40286.1 tetracycline resistance protein TetM, partial 
[Enterococcus faecium]
Length=291

 Score = 467 bits (1201),  Expect = 6e-159, Method: Compositional 
matrix adjust.
 Identities = 216/290 (74%), Positives = 247/290 (85%), Gaps = 0/290 
(0%)

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            T+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL 



EKY 
Sbjct  1    
TVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYH  60

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGY
Sbjct  61   
VEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGY  120

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            LNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L 
PIVLEQA 
Sbjct  121  
LNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAF  180

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  
GEIPARCIQ 
Sbjct  181  
RKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQD  240

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            YR DL F+TNG SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  241  YRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  290

>WP_102697449.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
buccalis]
 PMC24153.1 tetracycline resistance ribosomal protection protein 
[Prevotella 
buccalis]
Length=641

 Score = 480 bits (1235),  Expect = 6e-159, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS   +  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 



Sbjct  61   
TSIIRNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QT+   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTIVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++



++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>WP_060933101.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
amnii]
 KXB77264.1 putative translation elongation factor G [Prevotella 
amnii]
Length=641

 Score = 480 bits (1235),  Expect = 6e-159, Method: Compositional 
matrix adjust.
 Identities = 262/643 (41%), Positives = 384/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS   +  K NI+DTPGHMDF+AEV R   +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIRNGVKCNIIDTPGHMDFIAEVERIFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QT+   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTIVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-



PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTIEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQSASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  V + +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQKSM  638

>EXZ85794.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
B1 (UDC16-1)]
Length=648

 Score = 480 bits (1236),  Expect = 7e-159, Method: Compositional 
matrix adjust.
 Identities = 261/641 (41%), Positives = 384/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+



+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAITSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            ++G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ P    
Sbjct  300  NQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536



            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQAASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  + + +  GYQ           R N + DK+  MFQK
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  636

>WP_032543185.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Bacteroidales]
 EXZ86334.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
B1 (UDC16-1)]
 KER73370.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
 KGF35757.1 tetracycline resistance protein tetQ [Prevotella 
buccalis DNF00853]
Length=648

 Score = 480 bits (1236),  Expect = 7e-159, Method: Compositional 
matrix adjust.
 Identities = 261/641 (41%), Positives = 385/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180



Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P  
+ 
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  + + +  GYQ           R N + DK+  MFQK
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  636



>WP_096920801.1 elongation factor G [Eubacterium sp. YI]
 PCS24598.1 elongation factor G [Eubacterium sp. YI]
Length=219

 Score = 464 bits (1193),  Expect = 8e-159, Method: Compositional 
matrix adjust.
 Identities = 219/219 (100%), Positives = 219/219 (100%), Gaps = 
0/219 (0%)

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  1    
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  60

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  61   
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  120

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  121  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  180

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM
Sbjct  181  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  219

>WP_070706770.1 tetracycline resistance ribosomal protection protein 
[Porphyromonas 
sp. HMSC077F02]
 OFO56081.1 tetracycline resistance ribosomal protection protein 
[Porphyromonas 
sp. HMSC077F02]
Length=641

 Score = 480 bits (1235),  Expect = 8e-159, Method: Compositional 
matrix adjust.
 Identities = 261/644 (41%), Positives = 386/644 (60%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    



MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV       +   TDI  E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTPTDIRAEHKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE Y+A + I            V  A  +PV +GSA   +GI  L+DA+    
Sbjct  181  
CNHDDDILELYLADKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     +  L   ++K+E+   G +R +L++  G LRLR  + +   EK +KI  
++  
Sbjct  241  FPPASVPNR-
LSAYLYKIEHDPKGHKRSFLKIIDGRLRLRTVIKVNDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+L
Sbjct  478  



VFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>WP_032595419.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EYA63752.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
A7 (UDC12-2)]
Length=648

 Score = 480 bits (1235),  Expect = 8e-159, Method: Compositional 
matrix adjust.
 Identities = 261/641 (41%), Positives = 384/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240



Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  + + +  GYQ           R N + DK+  MFQK
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  636

>WP_101603347.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 AUI47246.1 tetracycline resistance protein tetQ [Bacteroides 
fragilis]
Length=641



 Score = 480 bits (1235),  Expect = 8e-159, Method: Compositional 
matrix adjust.
 Identities = 260/644 (40%), Positives = 386/644 (60%), Gaps = 
15/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAITSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            ++G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ P    
Sbjct  300  NQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  



SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            T G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  598  TKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  636

>WP_007896729.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
stercorea]
 EHJ42087.1 putative translation elongation factor G [Prevotella 
stercorea 
DSM 18206]
Length=641

 Score = 479 bits (1234),  Expect = 8e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT +LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTTLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177



            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596



Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>WP_008148693.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Tet(Q) [Bacteroidales]
 EEC96814.1 putative translation elongation factor G 
[Parabacteroides johnsonii 
DSM 18315]
 EXY28889.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3397 T10]
 EXY31191.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3397 T10]
 EXZ48806.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3397 N2]
 EXZ53554.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3397 T14]
 EYA43792.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
3397 N3]
 CUQ19749.1 Tetracycline resistance protein tetM [Parabacteroides 
distasonis]
 AUI47403.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 PLS62819.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
Length=648

 Score = 480 bits (1235),  Expect = 9e-159, Method: Compositional 
matrix adjust.
 Identities = 261/641 (41%), Positives = 384/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAITSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            ++G  +  D     +I I+   D  R+ + LG    L +    + P   L++++ P    
Sbjct  300  NQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  



EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  + + +  GYQ           R N + DK+  MFQK
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  636

>WP_004331540.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 YP_097424.3 tetracycline resistant protein TetQ [Bacteroides 
fragilis YCH46]
 CAA69906.1 TetA(Q)3 protein [Bacteroides fragilis]
 BAD46890.1 tetracycline resistant protein TetQ [Bacteroides 
fragilis YCH46]
 EEZ04519.1 putative translation elongation factor G [Bacteroides 
sp. 2_1_22]
 EEZ22000.1 putative translation elongation factor G [Bacteroides 
sp. 3_1_33FAA]
 EEZ24559.1 putative translation elongation factor G [Bacteroides 
sp. 2_1_16]
 EFI07674.1 tetracycline resistance protein [Bacteroides sp. 3_1_19]
 EFI11894.1 tetracycline resistance protein [Bacteroides sp. D22]
 EFK65032.1 putative translation elongation factor G 
[Parabacteroides sp. 
20_3]
 EFR34295.1 putative translation elongation factor G [Porphyromonas 
asaccharolytica 
PR426713P-I]
 EFV65094.1 tetracycline resistance protein tetQ [Bacteroides sp. 
3_1_40A]
 CUO02479.1 Tetracycline resistance protein tetM [Catenibacterium 
mitsuokai]
 AMP53591.1 tet_ribosomoal_protect [uncultured bacterium]
Length=657

 Score = 480 bits (1236),  Expect = 9e-159, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 386/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  17   
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  77   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  136



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  137  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  195

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  196  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  255

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  256  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  314

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  315  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  372

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  373  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  432

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  433  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  492

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  493  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  552

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 



Sbjct  553  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  612

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  613  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  654

>WP_101542859.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
cutis]
Length=648

 Score = 479 bits (1234),  Expect = 1e-158, Method: Compositional 
matrix adjust.
 Identities = 261/642 (41%), Positives = 385/642 (60%), Gaps = 
11/642 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            YT G  + + +  GYQ           R N + DK+  MFQK
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  636

>AMP57743.1 tet_ribosomoal_protect [uncultured bacterium]
Length=641

 Score = 479 bits (1233),  Expect = 1e-158, Method: Compositional 
matrix adjust.
 Identities = 261/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   E  +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSENFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  



AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>CFA01818.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ30141.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CVO25236.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWK32830.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNO84640.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNP63242.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNP92343.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNL31627.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNE64542.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNK80259.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=280

 Score = 465 bits (1197),  Expect = 1e-158, Method: Compositional 
matrix adjust.
 Identities = 215/278 (77%), Positives = 243/278 (87%), Gaps = 0/278 
(0%)

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP
+VIY
Sbjct  2    
LLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIY  61

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  62   
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  121



Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  122  
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  181

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGR
Sbjct  182  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGR  241

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  242  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  279

>WP_095231440.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Parabacteroides 
sp. AT13]
 PAF58611.1 tetracycline resistance ribosomal protection protein 
[Parabacteroides 
sp. AT13]
Length=648

 Score = 479 bits (1233),  Expect = 2e-158, Method: Compositional 
matrix adjust.
 Identities = 260/641 (41%), Positives = 384/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  +S D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNMSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180



Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  + + +  GYQ           R N + DK+  MFQK
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  636

>ABP01800.1 TetW, partial [Bifidobacterium longum]



Length=230

 Score = 463 bits (1192),  Expect = 2e-158, Method: Compositional 
matrix adjust.
 Identities = 228/230 (99%), Positives = 230/230 (100%), Gaps = 
0/230 (0%)

Query  146  
DKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQ  205
            DKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKLVREEQ
Sbjct  1    
DKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKLVREEQ  60

Query  206  
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR  265
            
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR
Sbjct  61   
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR  120

Query  266  
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND  325
            
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND
Sbjct  121  
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND  180

Query  326  VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL  375
            VLGDPTRLPRKRWREDPLPMLRT+IAPKTAAQRERLLDALTQLADTDPLL
Sbjct  181  VLGDPTRLPRKRWREDPLPMLRTSIAPKTAAQRERLLDALTQLADTDPLL  230

>AMP57708.1 tet_ribosomoal_protect [uncultured bacterium]
Length=641

 Score = 479 bits (1232),  Expect = 2e-158, Method: Compositional 
matrix adjust.
 Identities = 262/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L+ ++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKPSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 



Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>EEG70484.1 elongation factor G domain protein [Bifidobacterium 
pseudocatenulatum 
DSM 20438 = JCM 1200 = LMG 10505]
Length=228

 Score = 463 bits (1191),  Expect = 2e-158, Method: Compositional 
matrix adjust.
 Identities = 217/227 (96%), Positives = 223/227 (98%), Gaps = 0/227 
(0%)

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            +VKEP+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQ
Sbjct  1    
MVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQ  60

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES
Sbjct  61   
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  120

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GTQLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRT
Sbjct  121  
GTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRT  180

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            DLAFYTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  181  DLAFYTNGQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  227

>ABN50380.1 TetW, partial [Bifidobacterium animalis]
Length=230

 Score = 463 bits (1191),  Expect = 2e-158, Method: Compositional 
matrix adjust.
 Identities = 230/230 (100%), Positives = 230/230 (100%), Gaps = 
0/230 (0%)

Query  87   
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  146



            
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD
Sbjct  1    
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  60

Query  147  
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR
Sbjct  61   
KLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  120

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV
Sbjct  121  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  180

Query  267  YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL
Sbjct  181  YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  230

>AFH53885.1 TetW tetracycline resistance protein [uncultured 
organism]
Length=219

 Score = 462 bits (1189),  Expect = 3e-158, Method: Compositional 
matrix adjust.
 Identities = 218/219 (99%), Positives = 219/219 (100%), Gaps = 
0/219 (0%)

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  1    
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  60

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  61   
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  120

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  121  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  180



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMFQKVM
Sbjct  181  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFQKVM  219

>WP_071122301.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotellamassilia 
timonensis]
Length=623

 Score = 477 bits (1228),  Expect = 4e-158, Method: Compositional 
matrix adjust.
 Identities = 254/616 (41%), Positives = 375/616 (61%), Gaps = 9/616 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   



Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQ  611
            YT G  V + +  GYQ
Sbjct  597  YTKGLGVFMVKPCGYQ  612

>WP_036926136.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Prevotella 
timonensis]
 KGI22841.1 tetracycline resistance protein tetQ [Prevotella 
timonensis S9-PR14]
Length=648

 Score = 478 bits (1231),  Expect = 4e-158, Method: Compositional 
matrix adjust.
 Identities = 261/641 (41%), Positives = 384/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS   +  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIRNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QT+   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTIVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  



VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQAASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  V + +  GYQ   G      R   +  DK+  MFQK
Sbjct  598  TKGLGVFMVKPCGYQITKGDYSDNIRM--NEKDKLLFMFQK  636

>WP_066041057.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroidales 
bacterium KA00251]
 KXB36269.1 putative translation elongation factor G [Bacteroidales 
bacterium 
KA00251]
Length=638

 Score = 478 bits (1230),  Expect = 4e-158, Method: Compositional 
matrix adjust.
 Identities = 261/641 (41%), Positives = 385/641 (60%), Gaps = 9/641 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MKIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS   +  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIRNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QT+   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTIVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240



Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTIEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQSASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            T G  + + +  GYQ           R N + DK+  MFQK
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  636

>APO29854.1 ferrous iron transport protein B [uncultured bacterium]
Length=384

 Score = 468 bits (1205),  Expect = 5e-158, Method: Compositional 
matrix adjust.
 Identities = 223/361 (62%), Positives = 288/361 (80%), Gaps = 0/361 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML+TTIA K + 
QRE 
Sbjct  301  
ELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVKKSEQREI  360

Query  361  L  361
            L
Sbjct  361  L  361

>WP_032571255.1 tetracycline resistance ribosomal protection protein 
Tet(Q) [Bacteroides 
fragilis]
 EXZ43123.1 tetracycline resistance protein tetM [Bacteroides 
fragilis str. 
2-F-2 #4]



Length=641

 Score = 478 bits (1229),  Expect = 5e-158, Method: Compositional 
matrix adjust.
 Identities = 261/644 (41%), Positives = 385/644 (60%), Gaps = 
11/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL  ++ ++    
E
Sbjct  357  



EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEVRFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            YT G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  597  YTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>AMP53022.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=612

 Score = 476 bits (1226),  Expect = 6e-158, Method: Compositional 
matrix adjust.
 Identities = 253/616 (41%), Positives = 375/616 (61%), Gaps = 9/616 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 



Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQ  611
            YT G  + + +  GYQ



Sbjct  597  YTKGLGIFMVKPCGYQ  612

>OKZ42324.1 tetracycline resistance ribosomal protection protein 
[Bacteroidales 
bacterium 43_8]
Length=641

 Score = 477 bits (1228),  Expect = 9e-158, Method: Compositional 
matrix adjust.
 Identities = 261/643 (41%), Positives = 385/643 (60%), Gaps = 9/643 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS   +  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIRNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QT+   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTIVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +   R+ P   L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSRQHP--
ALKSSVRPDRPE  357



Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNA  477

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  
+L
Sbjct  478  
VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDIL  537

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y ++
++ Y
Sbjct  538  
EPMLYFELQIPQSASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSY  597

Query  597  TNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            T G  + + +  GYQ           R N + DK+  MFQK M
Sbjct  598  TKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  638

>AMP57961.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=634

 Score = 477 bits (1227),  Expect = 9e-158, Method: Compositional 
matrix adjust.
 Identities = 253/616 (41%), Positives = 375/616 (61%), Gaps = 9/616 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 



Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNGRSVCLTELKGYQ  611
            YT G  + + +  GYQ
Sbjct  597  YTKGLGIFMVKPCGYQ  612

>WP_095341089.1 tetracycline resistance ribosomal protection protein 
[Staphylococcus 
aureus]
 PAJ62119.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 476 bits (1225),  Expect = 3e-157, Method: Compositional 
matrix adjust.
 Identities = 257/651 (39%), Positives = 387/651 (59%), Gaps = 
18/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LLY SGAI++ G  + GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLYKSGAINKIGRXDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHMDF+AEV R+  VLDGA+LVISAK+G+Q QT+I F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMDFIAEVXRTXRVLDGAVLVISAKEGIQVQTKIXFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            I T+IF+NKID+  V L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IXTLIFVNKIDRXXVCLDEIYTQIKRKLTXNLAIMQSVKIKDKGDFELTNVRDDKVIQSX  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++S  ++ R  V +   E+  
KI 
Sbjct  241  



ITNYLPVNNDNITDXLSAYVYKIDRDEESRKITFLRVFSXNIKTRXEVXINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTR--
LPRKRWREDPLPMLRTT  349
             +     GEIV+ D    G+I I+ + +S+++ D +G+     L  K  +    P 
LR +
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGEKYDXVLDIKIAQ----
PALRAS  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P   ++R +L+ AL +L + D  L CE++  T EIIL   G +Q+E++ +LL  
+YK+
Sbjct  357  
IKPYDLSKRSKLIGALFELTEEDXFLDCEINXDTGEIILKLFGNIQMEIIESLLKNRYKI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    E   IY ERP + +   IHIEVPPNP+  SIGL + PL + SG+ Y+     
GYL
Sbjct  417  
DXKFGELKTIYKERPKRNSKAVIHIEVPPNPYXXSIGLXIEPLPIXSGLLYKXEXXYGYL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            N SFQNAV+D +    ++GL+G   TD  +  +YGLYY  VS P DFR+L   V  
+AL+
Sbjct  477  
NNSFQNAVKDAVEKACKEGLYGXEXTDLXVTXDYGLYYXXVSXPXDFRNLTXYVFWEALR  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT++LE  L +      ++  R   D  K   +IE    K  E   +G+IP    
+ Y
Sbjct  537  
XXGTEILEXXLKYXXQXXNDFCGRXMSDLRKMXXSIEDIIXKGXEXTLSGKIPVDTSKXY  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            +++L  Y+NG  + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  597  QSELJSYSNGXGIFITEXYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  647

>APO26791.1 Elongation factor G, domain IV [uncultured bacterium]
Length=219

 Score = 459 bits (1181),  Expect = 5e-157, Method: Compositional 
matrix adjust.
 Identities = 217/219 (99%), Positives = 217/219 (99%), Gaps = 0/219 
(0%)

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG



Sbjct  1    
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  60

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  61   
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  120

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR
Sbjct  121  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  180

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            SVCLTELKGYQAAVGQPVIQPRRPNSRLD V HMFQKVM
Sbjct  181  SVCLTELKGYQAAVGQPVIQPRRPNSRLDNVLHMFQKVM  219

>WP_044656661.1 tetracycline resistance ribosomal protection protein 
Tet(Q), 
partial [Bacteroides acidifaciens]
Length=601

 Score = 471 bits (1213),  Expect = 5e-156, Method: Compositional 
matrix adjust.
 Identities = 250/604 (41%), Positives = 369/604 (61%), Gaps = 9/604 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  



VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    + P   L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQN  476

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL+
+SG  +
Sbjct  477  
AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDI  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y +
+++ 
Sbjct  537  
LEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSS  596

Query  596  YTNG  599
            YT G
Sbjct  597  YTKG  600

>WP_095337479.1 tetracycline resistance ribosomal protection protein 



[Staphylococcus 
aureus]
 PAH61646.1 tetracycline resistance protein tetQ (plasmid) 
[Staphylococcus 
aureus]
Length=651

 Score = 473 bits (1216),  Expect = 6e-156, Method: Compositional 
matrix adjust.
 Identities = 253/649 (39%), Positives = 389/649 (60%), Gaps = 
14/649 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTT+TE LL  SGAI++ G V+ GTT TD+M LER RGITI
+A+ 
Sbjct  1    
MKIINIGILAHVDAGKTTVTEGLLXKSGAINKIGRVDNGTTITDSMELERDRGITIRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  KVNI+DTPGHM F+AEV R+L V DGA+LVIS K+G+Q QT+I+F+ L 
K+N
Sbjct  61   
VSFNYNDTKVNIIDTPGHMXFIAEVERTLRVJDGAVLVISXKEGIQVQTKIIFNTLAKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTDIEAW  175
            IPT IF+NKID+  V L  +   ++ KL+ ++ I Q+V +  +   E     ++  
I++ 
Sbjct  121  
IPTXIFVNKIDRXXVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKVIQSQ  180

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  
L+ A
Sbjct  181  
IIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  
KI 
Sbjct  241  
ITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     GEIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR 
+I 
Sbjct  301  SLESIMNGEIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIK  358



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+YK++ 
Sbjct  359  
PYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E   IY ERP + +   IHIEVPPNP+W SIGL + PL +  G+ Y +    
GYLN 
Sbjct  419  
KFGELKTIYKERPKRNSKAVIHIEVPPNPYWXSIGLXIEPLPIXXGLLYXTEXXYGYLNN  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SF NAV+       +   +GW  T  K+ F+Y LYYS VST +DFR+L P V  
+AL+++
Sbjct  479  
SFXNAVKXAXEKXCKXXJYGWEXTXLKVTFDYXLYYSXVSTXSDFRNLTPYVXWEALRKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T++LE YL + +  P ++         K  A+I     K +    +G+IP    + 
Y++
Sbjct  539  
XTEILEXYLKYTVXXPNDFCGXVMSXLRKMXASIXDIIAKGEXTTLSGKIPXDTSKXYQS  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQP---VIQPRRPNSRLDKVRHMFQK  637
            +L  Y+NG+ + +TE  GY    G+     I+    +S  + +R++FQK
Sbjct  599  ELLSYSNGKGIFITEPYGYDIYNGESIXNDIRNNDNDSSKEGLRYLFQK  647

>WP_015391965.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
saccharoperbutylacetonicum]
 AGF55644.1 small GTP-binding protein [Clostridium 
saccharoperbutylacetonicum 
N1-4(HMT)]
Length=652

 Score = 472 bits (1214),  Expect = 2e-155, Method: Compositional 
matrix adjust.
 Identities = 255/651 (39%), Positives = 395/651 (61%), Gaps = 
20/651 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKAVGRVDLGNTQTDSMELERKRGITIKSSTV  62

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNI+DTPGH+DF++EV RSL+VLDGAI+VIS  +G+Q+QTRILF+ L
+K+NI
Sbjct  63   
SFTWNDVKVNIIDTPGHVDFISEVERSLSVLDGAIIVISGVEGIQSQTRILFNTLKKLNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAVI  179
            PT+IFINK+D+ G +   V++ ++  +S+ ++  Q V    S E+ ++   DI   
+  +
Sbjct  123  
PTIIFINKLDRIGANSNKVLKEIKKNMSSKVVRLQKVYDEGSKEVYIKNLHDICMMNDDV  182

Query  180  EN-----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             N     ++  LEKYI+G  I + ++  +     ++  L+PV+ G+A  GLGI+ L
++ +
Sbjct  183  
INVLSDLDEAFLEKYISGMEIDKREIQEKLSLYAREGKLYPVFCGAAAIGLGIEDLLEGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITE  293
                   G+     L G VFK+E T   +++VY+RL++G + +RD + +  +E + 
K+ +
Sbjct  243  
CSYLPFAGDDCVRDLSGVVFKIERTSTNEKKVYVRLFNGKISVRDKIQMPNKETVEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G+I    +   G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGKITEAQSIKAGDIGILYGLASFQVGDVIG----
ISNNKVKNISMAKPTLKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT L++ DPLL  E++ +  EI ++  G VQ+E++SA++ + 
Y ++
Sbjct  359  
SAIDKEKNPELFRALTFLSEEDPLLELEMNDLDKEIHVNLFGEVQMEILSAIIDDFYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  IHI+   NPF+A++GL + PL  G G++Y S VS
+G L 
Sbjct  419  
VEFSNIQTIYKEAPKGVGTSIIHIKEEANPFYATVGLKIEPLGRGEGLKYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SPVSTPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDAKVTLTCGEFFSPVSTPADFRNVTPMVFMEALYK  538



Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V +DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELRIPQNVLSKAIWDLETMRATFDNPVVIEDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSRLDKVRHMFQKV  638
              +A YT G+ + +T+  GY    A  G+  + PR     L+K  ++  K+
Sbjct  599  MKIASYTQGKGMFVTKFYGYNEVPAEFGK--VNPRTTYDPLNKKEYLLHKL  647

>AMP54852.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=632

 Score = 471 bits (1211),  Expect = 2e-155, Method: Compositional 
matrix adjust.
 Identities = 255/634 (40%), Positives = 378/634 (60%), Gaps = 9/634 
(1%)

Query  10   
AHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCK  69
            AH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W
+  K
Sbjct  1    
AHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVK  60

Query  70   
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINK  129
             NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT
+IFINK
Sbjct  61   
CNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINK  120

Query  130  IDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            ID+AGV+L+ +   ++  LS D++  QTV   L   I  +     E  + V  ++D 
+LE
Sbjct  121  
IDRAGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFVCNHDDNILE  180

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            +Y+A   IS           V+ A ++PV +GSA   +GI  L+DA++    P     
S 
Sbjct  181  
RYLADSEISPADYWNTIIALVEKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-SN  239

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTD  306
             L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  
+  D
Sbjct  240  



RLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVD  299

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 +I I+   +  R+ D LG    L +    + P   L++++ P    +R ++
+ AL
Sbjct  300  EVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKVISAL  357

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY 
ERP+
Sbjct  358  
NTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPV  417

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV 
+GIR   
Sbjct  418  
KKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSC  477

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L 
F L 
Sbjct  478  
QSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFELQ  537

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             PQ   S+A  D  K  + IE      +     G++P    + Y ++++ YT G  
+ + 
Sbjct  538  
IPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMV  597

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            +  GYQ   G      R   +  DK+  MFQK M
Sbjct  598  KPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  629

>WP_027631504.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
hydrogeniformans]
Length=650

 Score = 471 bits (1213),  Expect = 2e-155, Method: Compositional 
matrix adjust.
 Identities = 246/647 (38%), Positives = 389/647 (60%), Gaps = 
11/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIGI+AHVDAGKTT TE+LLY SG I   GSV+ G T+TD+M LER+RGITI
+++ 
Sbjct  1    
MKIINIGIVAHVDAGKTTTTENLLYYSGVIKNIGSVDLGNTQTDSMDLERKRGITIKSSA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF ++  KVN++DTPGH+DF++EV RSL+VLDGAILV+SA +G+Q+QTRILF+ 
LRK+ 
Sbjct  61   
TSFTFNNVKVNLIDTPGHVDFISEVERSLSVLDGAILVVSAVEGIQSQTRILFNTLRKLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV------
SLSPEIVLEENTDIEA  174
            IPT+IFINK+D+ G +   V   ++  + + I+  Q +       +S     +EN    
A
Sbjct  121  
IPTIIFINKLDRVGANFTKVFNEIKKTMCSKIVKLQEIYSEGGREVSVNHTFKENIIDNA  180

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D + + +++ L++Y++G     E++  +  +  ++ +L+PV+ G+A  G+GI+ L
++ +
Sbjct  181  
IDVLSDLDEEFLDEYVSGVNHKVEEIEEKLFKYSREGNLYPVFSGAASIGVGIKDLLNGI  240

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITE  293
            +       E     L G VFK+E T+  +++VY+RL+ G L +R+ + +   +++ 
K+ +
Sbjct  241  
SKYLPFSSEDYEGDLSGVVFKIERTETKEKKVYIRLFKGKLSVREKIEVFNNDRVEKVKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +     G+ +   T Y G+I +L    S ++ DV+G P    R +      P L+T 
I+ 
Sbjct  301  INAIENGKPIEVSTIYAGDIGVLYGLTSFKVGDVIGAPNH--
RIKSISIARPTLKTKISS  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  ALT L + DPLL    D    +I ++  G VQ+E++S++L++ Y 
++  
Sbjct  359  
INKEENNELFKALTLLTEEDPLLELGRDENEKDIYVNLFGEVQMEILSSILNDNYGIKVK  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                  IY E P    + T+++    NPFWAS+GL + PL  G G++Y S V+ G
+L +S
Sbjct  419  
FSNIQTIYKETPKSIGTATMYMREKFNPFWASVGLKIEPLERGEGLKYISEVTTGFLPKS  478



Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNA+ + +    +QGLFGW VTD K+   +  + SPVSTPADFR L P+V  +AL 
++G
Sbjct  479  
FQNAIEEAVLKTSKQGLFGWEVTDIKVTLTFSEFSSPVSTPADFRDLTPMVFMEALYKAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEP   F L  PQE LS+A  D     A      ++ +E +  G IP    + 
Y+  
Sbjct  539  
TKLLEPIHEFELRIPQEVLSKALWDLETMRAEFNNPIIEGEEFLINGLIPVENSKEYKMK  598

Query  593  LAFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            +A YT G+ + LT   GY +  + +  ++ R     L+K  ++  K+
Sbjct  599  IASYTGGKGMFLTRFYGYTEIIIEEAKVRERSTYDPLNKKEYLLHKL  645

>PLK29559.1 tetracycline resistance ribosomal protection protein 
Tet(W), 
partial [Faecalibacterium prausnitzii]
Length=227

 Score = 453 bits (1166),  Expect = 1e-154, Method: Compositional 
matrix adjust.
 Identities = 222/227 (98%), Positives = 225/227 (99%), Gaps = 0/227 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            NND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY+GSAK GLGI
Sbjct  181  NNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGLGI  227



>WP_077829768.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
beijerinckii]
 OOM48871.1 tetracycline resistance protein TetO [Clostridium 
beijerinckii]
Length=652

 Score = 469 bits (1207),  Expect = 2e-154, Method: Compositional 
matrix adjust.
 Identities = 250/648 (39%), Positives = 394/648 (61%), Gaps = 
14/648 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDG I+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFTWNDVKVNIVDTPGHVDFISEVERSLSVLDGEIIVISGVEGIQSQTRILFNTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G D   V++ ++  +S  I+  Q V    S ++ +++ +DI     
+ 
Sbjct  123  
PTIIFVNKLDRIGADFNKVLEEIKKNMSNKIVRLQEVYDEGSKDVYIKKLSDIYMINSDV  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D + + ++  LEKYI+G   ++E++  +     ++ +L+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
IDVISDLDEVFLEKYISGIQPNKEEIQEKLSLYAREGNLYPVFCGAAAIGLGIEELLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F          L G VFK+E T   +++VY+RL++G + +RD + +  +E   
K+ +
Sbjct  243  
CSYFPCANSDSEDDLSGVVFKIERTSTNEKKVYVRLFNGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +     G+I+   +   G+I IL    S ++ D++G      + R      P  
+TTI+ 
Sbjct  303  INSLENGKIIEVQSIEAGDIGILYGLASFQVGDIIGSSN--
DKIRNISMAKPTFKTTISA  360



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + + 
++  
Sbjct  361  
IDKEKNSDLFRALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSILDDLHGIKVE  420

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                  IY E P    +  +H++   NPFWA++GL + P   G+G++Y S VS+G 
L +S
Sbjct  421  
FSNIQTIYKEAPKGVGTSIMHMQEGLNPFWATVGLKIEPAGRGAGLRYISNVSVGSLPKS  480

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  +AL 
++ 
Sbjct  481  
FQNAIEEAVIKTSKQGLFGWEVTDVKVTLTCGEFFSPASTPADFRNVTPMVFMEALYKAQ  540

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T LLEP   F L  PQ  LS+A  D     AT +   V +DE    G IP    + 
Y+  
Sbjct  541  
TVLLEPLHEFELRIPQNVLSKAIWDLETMRATFDNPVVIEDEFSIKGLIPVENSKEYKMK  600

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR--LDKVRHMFQKV  638
            +A YT G+ + +T+  GY+  V    ++ R+  +   L+K  ++  K+
Sbjct  601  IASYTEGKGMFMTKFYGYK-KVPAEFVKTRQKTTYDPLNKKEYLLHKL  647

>AMP57963.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=363

 Score = 458 bits (1178),  Expect = 3e-154, Method: Compositional 
matrix adjust.
 Identities = 220/362 (61%), Positives = 287/362 (79%), Gaps = 0/362 
(0%)

Query  91   
VLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA  150
            VLDGA+LVISAKDGVQAQTRILFHAL+KMNIPT+IFINKIDQ G+DLQ V QS+
+DKL++
Sbjct  1    
VLDGAVLVISAKDGVQAQTRILFHALQKMNIPTIIFINKIDQNGIDLQRVYQSIKDKLTS  60

Query  151  
DIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D+I+ Q VSLSP+I + + +D++ WD +I  +D+LLE+Y+A + +  ++L  E+ 



+R + 
Sbjct  61   
DMIVMQEVSLSPKITMTDISDLDKWDMIISGSDELLERYVAEDSLDIQELQYEKCKRTRC  120

Query  211  
ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
             SLFPVY+GSAK  LG + L++A+T  F    +   + LCG VFKVEYT+  +R  
YLRL
Sbjct  121  
CSLFPVYHGSAKDNLGTEKLIEAITETFITETDDIQSELCGYVFKVEYTERKKRLSYLRL  180

Query  271  
YSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDP  330
            Y GTL LRDT+ L+ +EK+KITEM IPS GEIV  D A PGEIVIL  D+++LND
+LG+ 
Sbjct  181  
YHGTLHLRDTLLLSKKEKIKITEMCIPSNGEIVPVDHACPGEIVILADDTLKLNDILGNE  240

Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
              LP K   ++P+P+LRTT+ P+   QRE LL+ALT++ADTDPLL  ++D+
+THEIILSF
Sbjct  241  
KLLPHKTRIDNPMPLLRTTVEPQKPEQREALLNALTEIADTDPLLHFDIDTVTHEIILSF  300

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
            LG+VQLEV+ +LL EKY +   +KEPSVIY+ERP K AS
+TIHIEVPPNPFWASIGL+VT
Sbjct  301  
LGKVQLEVICSLLEEKYHVGVAMKEPSVIYLERPQKKASYTIHIEVPPNPFWASIGLTVT  360

Query  451  PL  452
            PL
Sbjct  361  PL  362

>AMP56085.1 elongation factor Tu domain 2, partial [uncultured 
bacterium]
Length=247

 Score = 453 bits (1165),  Expect = 3e-154, Method: Compositional 
matrix adjust.
 Identities = 223/247 (90%), Positives = 235/247 (95%), Gaps = 0/247 
(0%)

Query  194  
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSV  253
            PISREKL REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSAALCG+V
Sbjct  1    
PISREKLAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSAALCGNV  60

Query  254  



FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEI  313
            FKVEYTDC QR +YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ 
GEI
Sbjct  61   
FKVEYTDCDQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEI  120

Query  314  
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDP  373
            VILPSDSV LNDVLGD TRLPR+RW + PLPMLRTTI PKTAAQRERLLDALTQ
+ADTDP
Sbjct  121  
VILPSDSVGLNDVLGDNTRLPRERWCDAPLPMLRTTITPKTAAQRERLLDALTQIADTDP  180

Query  374  
LLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIH  433
            LLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK+ET VKEP+VIY
+ERPLKAASHTIH
Sbjct  181  
LLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAVKEPTVIYLERPLKAASHTIH  240

Query  434  IEVPPNP  440
            IEVPPNP
Sbjct  241  IEVPPNP  247

>WP_017210340.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
beijerinckii]
Length=652

 Score = 468 bits (1205),  Expect = 3e-154, Method: Compositional 
matrix adjust.
 Identities = 243/621 (39%), Positives = 386/621 (62%), Gaps = 
15/621 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAI+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFTWNDVKVNIVDTPGHVDFISEVERSLSVLDGAIIVISGVEGIQSQTRILFNTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-
SPEIVLEENTDIE-----A  174
            PT+IF+NK+D+ G D   V + ++  +S+ ++ +++   + S ++ L+  +DI+     
A
Sbjct  123  



PTIIFVNKLDRIGADFNKVFEEIKKNMSSKVVRLQEEYDVGSKDVYLKNLSDIDMINNDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LEKYI+G    +E++  +     ++ +L+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
INVISDLDEVFLEKYISGIEPDKEEIQEKLSLYAKEGNLYPVFCGAAAIGLGIEELLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITE  293
               F    +   + L G VFK+E T   +++VY+RL++G + +RD + +  +E   
K+ +
Sbjct  243  
CSYFPCASDDCESNLSGVVFKIERTSTNEKKVYVRLFNGKISVRDKIQVPNKESAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G+I+   +   G+I IL    S ++ DV+G    +   + +   +  P L
+ TI
Sbjct  303  INSLENGKIIEAQSIEAGDIGILYGLASFQVGDVIG----
ISNNKIKNISMAKPTLKITI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT L + DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIEKEKNSELFRALTLLTEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSILDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G+G++Y S VS
+G L 
Sbjct  419  
VEYSNIQTIYKEAPKDVGTSIMHMQEGLNPFWATVGLKIEPAGRGAGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDAKVTLTCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   + +DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELRIPQNVLSKAIWDLETMRATFDNPIIIEDEFSIRGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
              +A YT G+ + +T+  GY+
Sbjct  599  MKIASYTEGKGMFMTKFYGYK  619



>OUN15238.1 tetracycline resistance ribosomal protection protein, 
partial 
[Pseudoflavonifractor sp. An85]
Length=226

 Score = 451 bits (1160),  Expect = 8e-154, Method: Compositional 
matrix adjust.
 Identities = 221/226 (98%), Positives = 223/226 (99%), Gaps = 0/226 
(0%)

Query  271  
YSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDP  330
            
YSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD 
Sbjct  1    
YSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDQ  60

Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
            TRLPRKRWRE 
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF
Sbjct  61   
TRLPRKRWREAPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  120

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
            LGRVQLEVVSALLSEKYK+ETVVKEP
+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVT
Sbjct  121  
LGRVQLEVVSALLSEKYKIETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  180

Query  451  PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PL LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD
Sbjct  181  PLPLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  226

>AMP53228.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=632

 Score = 466 bits (1200),  Expect = 9e-154, Method: Compositional 
matrix adjust.
 Identities = 255/635 (40%), Positives = 378/635 (60%), Gaps = 
11/635 (2%)

Query  10   
AHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCK  69
            AH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W
+  K
Sbjct  1    
AHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVK  60

Query  70   



VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINK  129
             NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT
+IFINK
Sbjct  61   
CNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINK  120

Query  130  IDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLL  186
            ID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  + V  +
+D +L
Sbjct  121  IDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDDIL  179

Query  187  
EKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS  246
            E+Y+A   IS           V  A ++PV +GSA   +GI  L+DA++    P     
S
Sbjct  180  
ERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-S  238

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRT  305
              L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  
+  
Sbjct  239  
NRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINV  298

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D     +I I+   +  R+ D LG    L +    + P   L++++ P    +R +
++ A
Sbjct  299  DEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPEERSKVISA  356

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY 
ERP
Sbjct  357  
LNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERP  416

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV 
+GIR  
Sbjct  417  
IKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNAVFEGIRMS  476

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L 
F L
Sbjct  477  
CQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFEL  536



Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              PQ   S+A  D  K  + IE      +     G++P    + Y ++++ YT G  
+ +
Sbjct  537  
QIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFM  596

Query  605  TELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
             +  GYQ           R N + DK+  MFQK M
Sbjct  597  VKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  629

>AMP56777.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=214

 Score = 450 bits (1158),  Expect = 1e-153, Method: Compositional 
matrix adjust.
 Identities = 212/214 (99%), Positives = 214/214 (100%), Gaps = 
0/214 (0%)

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL
Sbjct  1    
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  60

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY
Sbjct  61   
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  120

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
            
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT
Sbjct  121  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  180

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            ELKGYQAAVGQPVIQPRRPNSRLDKVR+MFQK+M
Sbjct  181  ELKGYQAAVGQPVIQPRRPNSRLDKVRYMFQKIM  214

>APO28708.1 Elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=308

 Score = 453 bits (1166),  Expect = 2e-153, Method: Compositional 
matrix adjust.



 Identities = 206/308 (67%), Positives = 262/308 (85%), Gaps = 0/308 
(0%)

Query  268  
LRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL  327
            +RLYSGTL LRDT+ L+ ++K+K+TE+ IPS GE+++T+    G+I I+P+++
+RLND++
Sbjct  1    
MRLYSGTLHLRDTIVLSEKKKVKLTEIYIPSNGEMIQTEIVCSGDIFIIPNNTLRLNDII  60

Query  328  
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
            G+   LP   W + P+PMLRT I P    +RE+LLDALT++ADTDPLLR  VD
+ITHEI+
Sbjct  61   
GNEKILPCNVWNDKPVPMLRTRIEPIKIEEREKLLDALTEIADTDPLLRYCVDTITHEIV  120

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL  447
            +SFLG VQLEV+ +LL EKY +   +++P+VIY+E+PL+ A 
+TIHIEVPPNPFWASIGL
Sbjct  121  
ISFLGTVQLEVICSLLIEKYHINIRIEDPTVIYLEKPLQKADYTIHIEVPPNPFWASIGL  180

Query  448  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
            S+TPL +GSG+QYES+VSLGYLNQSFQNAVR+GI YGLEQGL+GW 
VTDCKICFEYG+YY
Sbjct  181  
SITPLPIGSGIQYESKVSLGYLNQSFQNAVREGINYGLEQGLYGWEVTDCKICFEYGVYY  240

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            SPVSTP+DFR LAPIVLEQ LK++GTQLLEPYLSFIL+ PQ YLSRAY+DA K+CA 
IET
Sbjct  241  
SPVSTPSDFRFLAPIVLEQTLKKAGTQLLEPYLSFILFTPQGYLSRAYNDAQKHCAIIET  300

Query  568  AQVKKDEV  575
            +Q K DE+
Sbjct  301  SQSKNDEI  308

>AMP52570.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=631

 Score = 465 bits (1197),  Expect = 3e-153, Method: Compositional 
matrix adjust.
 Identities = 253/634 (40%), Positives = 377/634 (59%), Gaps = 
11/634 (2%)

Query  11   
HVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKV  70
            H+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W+  



K 
Sbjct  1    
HIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVKC  60

Query  71   
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKI  130
            NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT
+IFINKI
Sbjct  61   
NIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINKI  120

Query  131  DQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            D+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  + V  ++D 
+LE
Sbjct  121  DRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDDILE  179

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            +Y+A   IS           V  A ++PV +GSA   +GI  L+DA++    P     
S 
Sbjct  180  
RYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-SN  238

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTD  306
             L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  
+  D
Sbjct  239  
RLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVD  298

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 +I I+   +  R+ D LG    L +    + P   L++++ P    +R ++
+ AL
Sbjct  299  EVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPEERSKVISAL  356

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY 
ERP+
Sbjct  357  
NTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPI  416

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV 
+GIR   
Sbjct  417  
KKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNAVFEGIRMSC  476

Query  486  



EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L 
F L 
Sbjct  477  
QSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLYFELQ  536

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             PQ   S+A  D  K  + I+      +  +  G++P    + Y ++++ YT G    
+ 
Sbjct  537  
IPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSYTKGLGTFMV  596

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            +  GYQ   G      R   +  DK+  MFQK M
Sbjct  597  KPCGYQITKGGYSDNIRM--NEKDKLLFMFQKSM  628

>WP_006440995.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Clostridiales]
 EEA84202.1 putative translation elongation factor G [[Clostridium] 
hiranonis 
DSM 13275]
 EEH99610.1 tetracycline resistance protein tetP [Clostridium sp. 
7_2_43FAA]
 KJZ85011.1 hypothetical protein ClosIBUN13A_CONTIG79g00905 
[Clostridium 
sp. IBUN13A]
 KJZ85642.1 Tetracycline resistance protein TetP [Clostridium sp. 
IBUN125C]
 KJZ93474.1 Tetracycline resistance protein TetP [Clostridium sp. 
IBUN62F]
 KJZ95289.1 Tetracycline resistance protein TetP [Clostridium sp. 
IBUN22A]
 CEO12461.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEN80539.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEO16200.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEQ28788.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEQ16321.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEP85789.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 SCJ40616.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SCJ40588.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
 SJP57035.1 Tetracycline resistance protein tetM from transposon 



Tn916 [Clostridioides 
difficile]
 SJP49660.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
 OUN54105.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
perfringens]
 OUP47248.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
perfringens]
 AUN15884.1 tetracycline resistance ribosomal protection protein 
[Paeniclostridium 
sordellii]
 POO87321.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
sp. 3-3]
 PPV18903.1 tetracycline resistance protein [Clostridioides 
difficile]
Length=652

 Score = 466 bits (1199),  Expect = 3e-153, Method: Compositional 
matrix adjust.
 Identities = 249/626 (40%), Positives = 378/626 (60%), Gaps = 
15/626 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIVDTPGHVDFISEVERSLSVLDGAILVISGVEGIQSQTRILFETLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A
Sbjct  123  
PTIIFVNKLDRIGANFNKVFEDIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCMINDDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D + + ++  LE+YI G    +E++  +      + SL+PV+ G+A  GLG++ L
+D +
Sbjct  183  
IDVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYASEGSLYPVFCGAAAIGLGVEDLLDGI  242



Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F   G+   + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   
K+ +
Sbjct  243  
CSYFPFAGDDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G +V       G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIAKPALKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNPELFKALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSMLDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS
+G L 
Sbjct  419  
VEFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V  DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELKIPQNALSKAVWDLETMRATFDNPIVIGDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ  616
              +A YT GR + +T+  GY+ A  +
Sbjct  599  MKIASYTEGRGMFVTKFYGYKEASAE  624

>WP_068759696.1 tetracycline resistance ribosomal protection protein 
[Turicibacter 
sp. H121]
 AMC09579.1 tetracycline resistance protein [Turicibacter sp. H121]
Length=652

 Score = 464 bits (1195),  Expect = 1e-152, Method: Compositional 



matrix adjust.
 Identities = 249/626 (40%), Positives = 377/626 (60%), Gaps = 
15/626 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIVDTPGHVDFISEVERSLSVLDGAILVISGVEGIQSQTRILFETLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A
Sbjct  123  
PTIIFVNKLDRIGANFNKVFEDIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCMINDDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D + + ++  LE+YI G    +E++  +      + SL+PV+ G+A  GLG++ L
+D +
Sbjct  183  
IDVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYASEGSLYPVFCGAAAIGLGVEDLLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F   G+   + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   
K+ +
Sbjct  243  
CSYFPFAGDDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G +V       G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIAKPALKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNPELFKALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQTEILSSMLDDLYGIK  418

Query  411  



TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS
+G L 
Sbjct  419  
VEFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V  DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELKIPQNALSKAVWDLETMRATFDNPIVIGDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ  616
              +A YT GR + +T+  GY+ A  +
Sbjct  599  MKIASYTEGRGMFVTKFYGYKEASAE  624

>KQI09701.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM 41971]
Length=280

 Score = 451 bits (1159),  Expect = 1e-152, Method: Compositional 
matrix adjust.
 Identities = 204/278 (73%), Positives = 240/278 (86%), Gaps = 0/278 
(0%)

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL +++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
++IY
Sbjct  2    
LLGALKEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTIIY  61

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV +G
Sbjct  62   
MERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEG  121

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            + YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL
Sbjct  122  



VLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYL  181

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+
Sbjct  182  
HFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQ  241

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  242  GVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  279

>WP_023974176.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
beijerinckii]
 ALB45210.1 tetracycline resistance protein [Clostridium 
beijerinckii NRRL 
B-598]
Length=652

 Score = 464 bits (1194),  Expect = 1e-152, Method: Compositional 
matrix adjust.
 Identities = 250/648 (39%), Positives = 393/648 (61%), Gaps = 
14/648 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAI+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFTWNDVKVNIVDTPGHVDFISEVERSLSVLDGAIIVISGVEGIQSQTRILFNTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIE-----A  174
            PT+IFINK+D+ G +   V++ ++  +S  ++  Q V    S ++ L+  +DI+     
A
Sbjct  123  
PTIIFINKLDRVGANSNKVLEEIKKNMSNKVVRLQEVYDEGSKDVYLKNLSDIDMINNDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LE+YI+G    +E++  +     ++  L+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
INVISDLDEVFLERYISGIEPDKEEIQEKLSLYAREGKLYPVFCGAAAIGLGIEELLDGI  242



Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
                          L G VFK+E T   +++VY+RL++G + +RD + +  +E   
K+ +
Sbjct  243  
CSYLPCANGDSEDDLSGVVFKIERTSTNEKKVYVRLFNGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +     G+I+   +   G+I IL    S ++ D++G      + R      P L
+TTI+ 
Sbjct  303  INSLENGKIIEVQSIEVGDIGILYGLASFQVGDIIGSSN--
DKIRNISMAKPTLKTTISA  360

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + + 
++  
Sbjct  361  
IDKEKNSDLFRALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSILDDLHGIKVE  420

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                  IY E P    +  +H++   NPFWA++GL + P   G+G++Y S VS+G 
L +S
Sbjct  421  
FSNIQTIYKEAPKGVGTSIMHMQEGLNPFWATVGLKIEPAGRGAGLRYISNVSVGSLPRS  480

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P++  +AL 
E+ 
Sbjct  481  
FQNAIEEAVIKTSKQGLFGWEVTDVKVTLTCGEFFSPASTPADFRNVTPMIFMEALYEAQ  540

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T LLEP   F L  PQ  LS+A  D     AT +   V +DE    G IP    + 
Y+  
Sbjct  541  
TVLLEPLHEFELRIPQNVLSKAIWDLETMRATFDNPIVLEDEFSIRGLIPVENSKEYKMK  600

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR--LDKVRHMFQKV  638
            +A YT G+ + +T+  GY+  V    ++ R+  +   L+K  ++  K+
Sbjct  601  IASYTEGKGMFMTKFYGYK-KVPAEFVKTRQKTTYDPLNKKEYLLHKL  647

>WP_083303604.1 elongation factor G [Rothia sp. HMSC062H08]
Length=220

 Score = 447 bits (1151),  Expect = 2e-152, Method: Compositional 
matrix adjust.
 Identities = 210/218 (96%), Positives = 214/218 (98%), Gaps = 0/218 



(0%)

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRVSLGYLNQSFQNAVRDG
Sbjct  1    
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRVSLGYLNQSFQNAVRDG  60

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL
Sbjct  61   
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  120

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNG+
Sbjct  121  
SFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGQ  180

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVRHMF K+
Sbjct  181  SVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRHMFSKI  218

>WP_039634701.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
argentinense]
 ARC83462.1 tetracycline resistance protein [Clostridium 
argentinense]
Length=651

 Score = 463 bits (1192),  Expect = 3e-152, Method: Compositional 
matrix adjust.
 Identities = 249/620 (40%), Positives = 375/620 (60%), Gaps = 
11/620 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGI+AHVDAGKTT TE+LLY SGAI E G V+ G T+TD+M LER+RGITI
+++ 
Sbjct  1    
MKIINIGIVAHVDAGKTTTTENLLYYSGAIKEIGRVDLGNTQTDSMDLERKRGITIKSSA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  K+NI+DTPGH+DF++EV RSL+VLDGAIL+ISA +G+Q+QTRILF+ L
+ + 
Sbjct  61   
ISFMWNDIKINIIDTPGHVDFISEVERSLSVLDGAILIISAAEGIQSQTRILFNTLKALK  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS------
LSPEIVLEENTDIEA  174
            IPT+IFINK+D+ G D   ++  ++  +S  I+  Q ++      +S   + EEN   
+ 
Sbjct  121  
IPTIIFINKLDRVGADYDRLINEIKSTISDRIVRLQKINGEGSKDISLNDLFEENIINDD  180

Query  175  WDAVIENNDK-
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               V+ + D+  LE YI      ++ +  +     +  SL+PV YG+A  GLGI+ 
L+D 
Sbjct  181  
IINVLSDLDEAFLEAYIEEIEYDKKDIQEKLSFYSKQGSLYPVLYGAASTGLGIKNLLDG  240

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KIT  292
            +           +  L G VFK+E T+  +++VY+RL+ G + +RDT+++  ++ + 
K+ 
Sbjct  241  
ICSYLPFSSGDSNDDLSGVVFKIERTNVNEKKVYVRLFEGQISVRDTISVPSKDMVEKVK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++     G+ V   T   G+I IL    S ++ DVLG   +  + +      P L
+TTI+
Sbjct  301  KISALENGKFVEVSTIKAGDIGILYGLKSFQIGDVLG--
VKNHKIKNTSIAKPTLKTTIS  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L   LT LA+ DPLL    D    EI ++  G VQ+E++SA+L + + 
++ 
Sbjct  359  
AINKEENRNLFGILTLLAEEDPLLEIGTDDNQKEIYINLFGEVQMEILSAILEDSHGIKV  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +   IY E P    +  I ++   NPFWA++GL + PL+ G G++Y S+VS+G 
L +
Sbjct  419  
KFSDIQTIYKETPKGIGTSIIRMQEELNPFWATVGLKIEPLNRGEGLKYISKVSVGSLPK  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNA+ + +    +QGLFGW VTD K+   +G + S +STPADFR++ P+V  
+AL E+
Sbjct  479  
SFQNAIEEAVIKTSKQGLFGWEVTDIKVTLIHGEFNSVMSTPADFRNVTPMVFMEALYEA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T LLEP   F L  P+  LS+A  D     AT E   V  +EV   G IP    + 
Y+ 
Sbjct  539  



KTDLLEPLHEFELRIPRNVLSKAIWDLEIMSATFENPIVIDEEVYVKGLIPVESSKEYKL  598

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             +A YT G+ + +T+  GYQ
Sbjct  599  KIASYTGGKGMFVTKFYGYQ  618

>WP_026885591.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
beijerinckii]
Length=652

 Score = 463 bits (1192),  Expect = 3e-152, Method: Compositional 
matrix adjust.
 Identities = 243/625 (39%), Positives = 381/625 (61%), Gaps = 
23/625 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYCSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL++LDGAI+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFTWNDVKVNIVDTPGHVDFISEVERSLSILDGAIIVISGVEGIQSQTRILFNTLKQLNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEENT  170
            PT+IFINK+D+ G +   V++ ++  +S  ++  Q             +LS   ++ 
+N 
Sbjct  123  
PTIIFINKLDRVGANSNKVLEEIKKNMSNKVVKLQEAYDEGSKDVYIKNLSDSGMINDN-  181

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                 D + + ++  LEKYI+G  I +E+L  +     ++  L+PV+ G+A  
GLGI+ L
Sbjct  182  ---
VIDVLSDLDEGFLEKYISGMEIKKEELHEKFVSYAKEGGLYPVFCGAAGIGLGIEDL  238

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            +D +   F          L G VFK+E T+  +++VY+RL+ G + +RD + +  
+E + 
Sbjct  239  
LDGICSYFPCANGDSEDDLSGVVFKIERTNTNEKKVYVRLFKGKISVRDKIQVPNKEIVE  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL--PML  346



            K+ ++     G++        G+I IL    S ++ D++G    +   + +   +  
P L
Sbjct  299  KVKKINSLENGKVTEVQLIEAGDIGILYGLASFQVGDIIG----
ISNNKVKNISMAKPTL  354

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            +TTI+     +   L  ALT L++ DPLL+ E++ +  EI ++  G VQ+E++S++
+ + 
Sbjct  355  
KTTISAIDKEKNTELFRALTFLSEEDPLLQLEMNDLDKEIHVNLFGEVQMEILSSIIYDF  414

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y ++        IY E P    +  +H+    NPF+A++GL + PL  G G++Y S 
VS+
Sbjct  415  
YGIKVEFSNIQTIYKEAPKGVGTAIMHMNEELNPFYATVGLKIEPLGRGEGLKYISNVSV  474

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L +SFQNA+ + +    +QGLFGW VTD K+    G ++SPVSTPADFR++ P+
+  +
Sbjct  475  
GSLPKSFQNAIEEAVIKTSKQGLFGWEVTDAKVTLTCGEFFSPVSTPADFRNVTPMIFME  534

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL E+ T LLEP   F L  PQ  LS+A  D     AT +   V +DE    G IP    
Sbjct  535  
ALFEAQTVLLEPLHEFELRIPQNVLSKAIWDLETMRATFDNPVVIEDEFSIKGLIPVENS  594

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
            + Y+  +A YT G+ + +T++ GY+
Sbjct  595  KEYKMKIASYTQGKGMFITKVYGYK  619

>AMP48947.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=632

 Score = 462 bits (1190),  Expect = 3e-152, Method: Compositional 
matrix adjust.
 Identities = 253/635 (40%), Positives = 377/635 (59%), Gaps = 
11/635 (2%)

Query  10   
AHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCK  69
            AH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W
+  K
Sbjct  1    
AHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVK  60

Query  70   
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINK  129



             NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT
+IFINK
Sbjct  61   
CNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINK  120

Query  130  IDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLL  186
            ID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  + V  +
+D +L
Sbjct  121  IDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDDIL  179

Query  187  
EKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS  246
            E+Y+A   IS           V  A ++PV +GSA   +GI  L+DA++    P     
S
Sbjct  180  
ERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-S  238

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRT  305
              L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  
+  
Sbjct  239  
NRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINV  298

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D     +I I+   +  R+ D LG    L +    + P   L++++ P    +R +
++ A
Sbjct  299  DEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPEERSKVISA  356

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY 
ERP
Sbjct  357  
LNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERP  416

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV + 
+R  
Sbjct  417  
IKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNAVFERLRMS  476

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L 
F L
Sbjct  477  
CQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFEL  536



Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              PQ   S+A  D  K  + IE      +     G++P    + Y ++++ YT G  
+ +
Sbjct  537  
QIPQVASSKAITDLQKLMSEIEDISCNNEWCHIEGKVPLNTSKDYASEVSSYTKGLGIFM  596

Query  605  TELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
             +  GYQ           R N + DK+  MFQK M
Sbjct  597  VKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  629

>WP_078116767.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
beijerinckii]
 OOP71791.1 tetracycline resistance protein [Clostridium 
beijerinckii]
Length=652

 Score = 463 bits (1191),  Expect = 4e-152, Method: Compositional 
matrix adjust.
 Identities = 244/621 (39%), Positives = 381/621 (61%), Gaps = 
15/621 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAI+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFTWNDVKVNIVDTPGHVDFISEVERSLSVLDGAIIVISGVEGIQSQTRILFNTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIE-----A  174
            PT+IFINK+D+ G +   V++ ++  +S  ++  Q V    S ++ L+  +DI+     
A
Sbjct  123  
PTIIFINKLDRVGANSNKVLEEIKKNMSNKVVRLQEVYHEGSKDVYLKNLSDIDMINNDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LE+YI+G    +E++  +     ++  L+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
INVISDLDEVFLERYISGIEPDKEEIQEKLSLYAREGKLYPVFCGAAAIGLGIEELLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293



                          L G VFK+E     +++VY+RL++G + +RD + +  ++   
K+ +
Sbjct  243  
CSYLPCANGHSEDDLSGVVFKIERASANEKKVYVRLFNGKISVRDKIQVPNKDVAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     GEI+   +   G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INSLENGEIIEVQSIEAGDIGILYGLASFQVGDVIG----
ISNNKIKNISMAKPTLKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNSELFRALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSILDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G+G++Y S VS
+G L 
Sbjct  419  
VEFSNIQTIYKEAPKGIGTSIMHMQEGLNPFWATVGLKIEPAGRGAGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLTCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V +DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELRIPQNVLSKAIWDLESMRATFDNPIVIEDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
              +A YT G+ + +T+  G++
Sbjct  599  MKIASYTEGKGMFMTKFYGHK  619

>KIE45688.1 small GTP-binding domain protein [Clostridium 
argentinense CDC 
2741]
Length=667

 Score = 463 bits (1192),  Expect = 5e-152, Method: Compositional 
matrix adjust.
 Identities = 249/620 (40%), Positives = 375/620 (60%), Gaps = 
11/620 (2%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGI+AHVDAGKTT TE+LLY SGAI E G V+ G T+TD+M LER+RGITI
+++ 
Sbjct  17   
MKIINIGIVAHVDAGKTTTTENLLYYSGAIKEIGRVDLGNTQTDSMDLERKRGITIKSSA  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  K+NI+DTPGH+DF++EV RSL+VLDGAIL+ISA +G+Q+QTRILF+ L
+ + 
Sbjct  77   
ISFMWNDIKINIIDTPGHVDFISEVERSLSVLDGAILIISAAEGIQSQTRILFNTLKALK  136

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS------
LSPEIVLEENTDIEA  174
            IPT+IFINK+D+ G D   ++  ++  +S  I+  Q ++      +S   + EEN   
+ 
Sbjct  137  
IPTIIFINKLDRVGADYDRLINEIKSTISDRIVRLQKINGEGSKDISLNDLFEENIINDD  196

Query  175  WDAVIENNDK-
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               V+ + D+  LE YI      ++ +  +     +  SL+PV YG+A  GLGI+ 
L+D 
Sbjct  197  
IINVLSDLDEAFLEAYIEEIEYDKKDIQEKLSFYSKQGSLYPVLYGAASTGLGIKNLLDG  256

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KIT  292
            +           +  L G VFK+E T+  +++VY+RL+ G + +RDT+++  ++ + 
K+ 
Sbjct  257  
ICSYLPFSSGDSNDDLSGVVFKIERTNVNEKKVYVRLFEGQISVRDTISVPSKDMVEKVK  316

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++     G+ V   T   G+I IL    S ++ DVLG   +  + +      P L
+TTI+
Sbjct  317  KISALENGKFVEVSTIKAGDIGILYGLKSFQIGDVLG--
VKNHKIKNTSIAKPTLKTTIS  374

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L   LT LA+ DPLL    D    EI ++  G VQ+E++SA+L + + 
++ 
Sbjct  375  
AINKEENRNLFGILTLLAEEDPLLEIGTDDNQKEIYINLFGEVQMEILSAILEDSHGIKV  434

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +   IY E P    +  I ++   NPFWA++GL + PL+ G G++Y S+VS+G 
L +



Sbjct  435  
KFSDIQTIYKETPKGIGTSIIRMQEELNPFWATVGLKIEPLNRGEGLKYISKVSVGSLPK  494

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNA+ + +    +QGLFGW VTD K+   +G + S +STPADFR++ P+V  
+AL E+
Sbjct  495  
SFQNAIEEAVIKTSKQGLFGWEVTDIKVTLIHGEFNSVMSTPADFRNVTPMVFMEALYEA  554

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T LLEP   F L  P+  LS+A  D     AT E   V  +EV   G IP    + 
Y+ 
Sbjct  555  
KTDLLEPLHEFELRIPRNVLSKAIWDLEIMSATFENPIVIDEEVYVKGLIPVESSKEYKL  614

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             +A YT G+ + +T+  GYQ
Sbjct  615  KIASYTGGKGMFVTKFYGYQ  634

>AMP56792.1 elongation factor G, domain IV [uncultured bacterium]
Length=483

 Score = 456 bits (1174),  Expect = 5e-152, Method: Compositional 
matrix adjust.
 Identities = 221/467 (47%), Positives = 320/467 (69%), Gaps = 6/467 
(1%)

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            D +IE ++ L EKY+  +P+  + ++   ++ +++ +L P+Y+GSA   +G + 
LMDA+ 
Sbjct  2    
DTIIEADEALTEKYVLDQPVKLDDIISSREQSMKNGTLLPIYHGSALGNIGTKELMDALI  61

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEM  294
              F P+    S A C  V+K+E  D   +  YLR++ G+L+ RD V +A R E 
+KI ++
Sbjct  62   
KEFSPLPALTSVAPCALVYKIEQDDLLNKHTYLRVFGGSLQTRDVVTVADRDETIKIKKL  121

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL-
PMLRTTIAP  352
             IP  G I   +    G+I I+P+++  ++ D +G+   +P K      + PM++ 
+I+P
Sbjct  122  EIPQSGGIAVVEQVECGDIAIIPNENGFKIGDTIGE---
VPEKYLPAQTVHPMMQASISP  178

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +R  LL+AL++LA +DPLL+  +DS + +I++ FLG+VQ+EVV ALL  +Y 



+   
Sbjct  179  
CDPDERVSLLEALSELAQSDPLLQYRLDSRSSDIVVGFLGQVQMEVVCALLENRYHIPVQ  238

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + + + IY ERPLK A +T+HIEVPPNPFWASIGLS+ PL +GSG+  ES+VS 
GYLN+S
Sbjct  239  
IGDLTTIYKERPLKKAEYTVHIEVPPNPFWASIGLSIEPLPIGSGLCLESKVSYGYLNRS  298

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNAV DGI+YG EQGLFGW VTD K+CFEYGLYYSPVSTPADFR LAP+V EQ 
LK +G
Sbjct  299  
FQNAVADGIKYGCEQGLFGWEVTDLKVCFEYGLYYSPVSTPADFRHLAPLVFEQVLKRAG  358

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEP L F L+ PQ+  +RAY+D  KY A I++ + +  E+V +G IPAR    
Y+  
Sbjct  359  
TELLEPRLDFQLFVPQDSDARAYNDLNKYQAVIDSIETRHSEIVVSGSIPARTAPRYKKQ  418

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            L+ +TNGR + LTE  GYQ  VG+PV Q R+P++RLDK R++F+K  
Sbjct  419  LSQFTNGRGMFLTEPSGYQPNVGKPVYQARKPDARLDKTRYLFEKAF  465

>PQF66632.1 hypothetical protein CUS68_13010, partial [Enterococcus 
faecium]
Length=261

 Score = 448 bits (1152),  Expect = 6e-152, Method: Compositional 
matrix adjust.
 Identities = 205/260 (79%), Positives = 232/260 (89%), Gaps = 0/260 
(0%)

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPP
Sbjct  1    
VDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPP  60

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  61   
NPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  120

Query  499  



ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+DA
Sbjct  121  
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDA  180

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+PV
Sbjct  181  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPV  240

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  241  CQPRRPNSRIDKVRYMFNKI  260

>AMP55022.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=266

 Score = 448 bits (1152),  Expect = 6e-152, Method: Compositional 
matrix adjust.
 Identities = 202/266 (76%), Positives = 237/266 (89%), Gaps = 0/266 
(0%)

Query  374  
LLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIH  433
            LL  ++D++THEI+LSFLG+VQLEV+ +LL EKY +   +KEPSVIY+ERP K AS 
TIH
Sbjct  1    
LLHFDIDTVTHEIMLSFLGKVQLEVICSLLEEKYHVGVAMKEPSVIYLERPQKKASCTIH  60

Query  434  
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWN  493
            IEVPPNPFWASIGL+VTPL +GSG QY+S VSLGYLNQSFQNAV +G+RYG+EQGL
+GW 
Sbjct  61   
IEVPPNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEGVRYGMEQGLYGWG  120

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            VTDC+ICF+YG+YYSPVSTPADFR LAP+VLEQALK++GTQLLEPYLSF L
+APQEYLSR
Sbjct  121  
VTDCQICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYLSFTLFAPQEYLSR  180

Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            AY+DAPKYCA IE+ +++KDEV+F GEIPARCI  YR DL FYTNGRSVC
+TELKGYQ  
Sbjct  181  
AYNDAPKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGRSVCITELKGYQET  240



Query  614  VGQPVIQPRRPNSRLDKVRHMFQKVM  639
             G+PV QPRRPNSRLDK+RHMFQK+M
Sbjct  241  SGEPVFQPRRPNSRLDKIRHMFQKIM  266

>PJP40542.1 tetracycline resistance ribosomal protection protein 
Tet(O), 
partial [Campylobacter jejuni subsp. jejuni]
Length=275

 Score = 448 bits (1152),  Expect = 8e-152, Method: Compositional 
matrix adjust.
 Identities = 203/274 (74%), Positives = 238/274 (87%), Gaps = 0/274 
(0%)

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            LT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP
+VIYMERP
Sbjct  1    
LTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERP  60

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            L+ A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G
+ YG
Sbjct  61   
LRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYG  120

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL 
F +
Sbjct  121  
CEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEI  180

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
            YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  +TNG+ 
VCL
Sbjct  181  
YAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQGVCL  240

Query  605  TELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            TELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  241  TELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  274

>WP_077855104.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
beijerinckii]
 OOM29681.1 tetracycline resistance protein TetO [Clostridium 
beijerinckii]



Length=652

 Score = 462 bits (1189),  Expect = 8e-152, Method: Compositional 
matrix adjust.
 Identities = 243/621 (39%), Positives = 382/621 (62%), Gaps = 
15/621 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIG++AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGVVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAI+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFTWNDVKVNIVDTPGHVDFISEVERSLSVLDGAIIVISGVEGIQSQTRILFNTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-
SPEIVLEENTDIE-----A  174
            PT+IF+NK D+ G D   V++ ++  +S  I+ +++   + S ++ L+  +DI+     
A
Sbjct  123  
PTIIFVNKRDRIGADFNKVLEEIKKNMSNKIVRLQEEYDVGSKDVYLKNLSDIDMINNDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LEKYI+G    +E++  +     ++ +L+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
INVISDLDEVFLEKYISGIEPDKEEIQEKLSLYAKEGNLYPVFCGAAAIGLGIEELLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITE  293
                          L G VFK+E T   +++VY+RL++G + +RD + +  +E   
K+ +
Sbjct  243  
CSYLPRANGDSEDDLSGVVFKIERTSTNEKKVYVRLFNGKISVRDKIQVPNKESAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G+I+   +   G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INSLENGKIIEAQSIEAGDIGILYGLASFQVGDVIG----
ISNNKIKNISMAKPTLKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT L + DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  



SAIEKEKNSELFRALTLLTEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSILDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G+G+ Y S VS
+G L 
Sbjct  419  
VEYSNIQTIYKEAPKDVGTSIMHMQEGLNPFWATVGLKIEPAGRGAGLIYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDAKVTLICGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   + +DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELRIPQNVLSKAIWDLETMRATFDNPIIIEDEFSIRGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
              +A YT G+ + +T+  GY+
Sbjct  599  MKIASYTEGKGMFMTKFYGYK  619

>WP_002405377.1 MULTISPECIES: elongation factor G [Enterococcus]
 EFM68952.1 elongation factor G domain protein [Enterococcus 
faecalis TX0109]
Length=261

 Score = 447 bits (1150),  Expect = 1e-151, Method: Compositional 
matrix adjust.
 Identities = 204/260 (78%), Positives = 232/260 (89%), Gaps = 0/260 
(0%)

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            +DS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPP
Sbjct  1    
MDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPP  60

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  61   
NPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  120

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558



            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+DA
Sbjct  121  
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDA  180

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+PV
Sbjct  181  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPV  240

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  241  CQPRRPNSRIDKVRYMFNKI  260

>WP_077843733.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
beijerinckii]
 OOM59623.1 tetracycline resistance protein TetO [Clostridium 
beijerinckii]
 OOM68460.1 tetracycline resistance protein TetO [Clostridium 
beijerinckii]
 CUU49443.1 Tetracycline resistance protein TetP [Clostridium 
beijerinckii]
Length=652

 Score = 462 bits (1188),  Expect = 1e-151, Method: Compositional 
matrix adjust.
 Identities = 244/621 (39%), Positives = 381/621 (61%), Gaps = 
15/621 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAI+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFTWNDVKVNIVDTPGHVDFISEVERSLSVLDGAIIVISGVEGIQSQTRILFNTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIE-----A  174
            PT+IFINK+D+ G +   V++ ++  +S  ++  Q V    S ++ L+  +DI+     
A
Sbjct  123  
PTIIFINKLDRVGANSNKVLEEIKKNMSNKVVRLQEVYHEGSKDVYLKNLSDIDMINNDA  182



Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LE+YI+G    +E++  +     ++  L+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
INVISDLDEVFLERYISGIEPDKEEIQEKLSLYAREGKLYPVFCGAAAIGLGIEELLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
                          L G VFK+E     +++VY+RL++G + +RD + +  ++   
K+ +
Sbjct  243  
CSYLPCANGHSEDDLSGVVFKIERASANEKKVYVRLFNGKMSVRDKIQVPNKDVAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G+I+   +   G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INSLENGKIIEAQSIEAGDIGILYGLASFQVGDVIG----
ISNNKIKNISMAKPTLKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNSELFRALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSILDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G+G++Y S VS
+G L 
Sbjct  419  
VEFSNIQTIYKEAPKGIGTSIMHMQEGLNPFWATVGLKIEPAGRGTGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
RSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLTCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V +DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELRIPQNVLSKAIWDLETMRATFDNPIVIEDEFSIRGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
              +A YT G+ + +T+  GY+
Sbjct  599  MKIASYTEGKGMFVTKFYGYK  619



>WP_010964757.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Clostridium]
 NP_348076.1 tetracycline resistance protein [Clostridium 
acetobutylicum ATCC 
824]
 AAK79416.1 tetracycline resistance protein, tetQ family, GTPase 
[Clostridium 
acetobutylicum ATCC 824]
 ADZ20501.1 tetracycline resistance protein [Clostridium 
acetobutylicum EA 
2018]
 AEI33475.1 tetracycline resistance protein [Clostridium 
acetobutylicum DSM 
1731]
 OOL95182.1 tetracycline resistance protein TetO [Clostridium 
acetobutylicum]
 OOM07758.1 tetracycline resistance protein TetO [Clostridium 
acetobutylicum]
 PSM04620.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
sp. NJ4]
Length=652

 Score = 461 bits (1187),  Expect = 1e-151, Method: Compositional 
matrix adjust.
 Identities = 246/649 (38%), Positives = 391/649 (60%), Gaps = 
16/649 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   GSV+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGSVDSGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  K+NI+DTPGH+DF++EV RSL+VLDGAI+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFNWNDVKINIIDTPGHVDFISEVERSLSVLDGAIIVISGVEGIQSQTRILFNTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-
SPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G D   V + ++  +S  ++ +++   + S ++ +   +DI     
+A
Sbjct  123  
PTIIFVNKLDRIGADFNKVFEEIKKNISNRVVRLQEAYDMGSKDVYIRNLSDICPINNDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D + + ++  LE+YI+G   ++E++  +     ++ SL+PV+ G+A  GLGI  L
+D +



Sbjct  183  
VDVISDLDEVFLERYISGVEPNKEEVQEKLSLYAREGSLYPVFCGAAAIGLGIGDLLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITE  293
                   G++    L G VFK+E T   +++VY+RL+ G + +RD + +  +E + 
K+ +
Sbjct  243  
CSYLPFAGDECEGNLSGVVFKIERTSTNEKKVYVRLFGGRVSVRDRIQVPSKEIVEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G I+ T +   G+I IL      L D  +GD   +   + +   +  P L
+TTI
Sbjct  303  INSLENGRIIETQSIEAGDIGILYG----
LTDFQVGDVIGVSNNKIKNISIAKPTLKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     + + L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L   
Y ++
Sbjct  359  
SAIDKEENQELFKALTLLAEEDPLLELEMNDIDEEIYVNLFGEVQMEILSSILDGLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E+P       + ++   NPFWA++ L + P   G G++Y S VS
+G L 
Sbjct  419  
VEFSNIQTIYKEKPKGVGMSIMRMQEDLNPFWATVALKIEPKGRGEGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STP+DFR++ P+V  
+AL  
Sbjct  479  
KSFQNAIEEAVVKTSKQGLFGWEVTDAKVTLTCGEFFSPASTPSDFRNVTPMVFMEALYR  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ+ LS+A  D     A  ++  V  DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLYEFELRIPQDVLSKAIWDLETMRAIFDSPIVIGDEFSIRGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMFQKV  638
              +A YT G+ +  T+  GY+    +    +P+     L+K  ++  K+
Sbjct  599  MKIASYTKGKGMFTTKFYGYKEVSAKFAKARPKTTYDPLNKKEYLLYKL  647

>WP_032122132.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
amazonitimonense]
Length=652



 Score = 461 bits (1187),  Expect = 1e-151, Method: Compositional 
matrix adjust.
 Identities = 245/621 (39%), Positives = 378/621 (61%), Gaps = 
15/621 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYHSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAILVIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFNWNNVKVNIVDTPGHVDFISEVERSLSVLDGAILVISGVEGIQSQTRILFNILKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDI-----EA  174
            PT+IFINK+D+ G +   V + ++  +S  ++  Q    + S  + ++   DI     
+A
Sbjct  123  
PTMIFINKLDRIGANFNKVFEDIKKNMSNKVVRLQEAYDAGSKAVYIKNLFDICMINDDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LEKY+ G    +E++  +     ++ SL+PV+ G+A  GLG++ L
+D +
Sbjct  183  
INVLSDLDEAFLEKYVGGIEPDKEEIQEKLSLYAREGSLYPVFCGAAAIGLGVEDLLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F   G+   + L G VFK+E T   +++VY+R + G + +RD + +  ++   
K+ +
Sbjct  243  
CSYFPFAGDDCESDLSGVVFKIERTSKNEKKVYVRSFGGKISVRDKIQVPNKDIAEKVRK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G I+   +   G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGRIIEAQSIEAGDIGILYGLTSFQVGDVIG----
ISNNKIKNISIAKPALKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ +  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNPELFKALTLLAEEDPLLELEMNGMDKEIYVNLFGEVQMEILSSMLDDLYGMK  418



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS
+G L 
Sbjct  419  
VEFSNIQTIYKETPKGLGTSIMHMQEDLNPFWATVGLKIEPAGRGQGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G + SPVSTPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLILGEFSSPVSTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +     +DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELIIPQNVLSKAIWDLETMRATFDNPIAIEDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
              +A YT GR + +T+  GY+
Sbjct  599  MKIASYTEGRGIFVTKFYGYK  619

>WP_055342657.1 tetracycline resistance ribosomal protection protein 
[Paeniclostridium 
sordellii]
 CEP46345.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEN22551.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEN23842.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEP38317.1 tetracycline resistance protein [[Clostridium] 
sordellii]
 CEP41400.1 tetracycline resistance protein [[Clostridium] 
sordellii]
Length=652

 Score = 461 bits (1186),  Expect = 2e-151, Method: Compositional 
matrix adjust.
 Identities = 250/653 (38%), Positives = 386/653 (59%), Gaps = 
24/653 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERRRGITIKSSTI  62



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+ LDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIVDTPGHVDFISEVERSLSGLDGAILVISGVEGIQSQTRILFDTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIE  180
            PT+IF+NK+D+ G +   V + ++  +S  ++ +++      + V  +N     +D  
I 
Sbjct  123  PTIIFVNKLDRIGANFNKVFEEIKKNMSNKVVRLQEVYDAGSKAVYIKNL----
FDTCII  178

Query  181  NNDKL----------
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            N+D +          LE+YI G    +E++  +     ++ SL+PV+ G+A  GLG
++ L
Sbjct  179  
NDDAINVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYAREGSLYPVFCGAAAIGLGVEDL  238

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +D +   F   G+   + L G VFK+E T   +++VY+RL+ G + +RD + +  
+E   
Sbjct  239  
LDGICSYFSFAGDDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAE  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL--PML  346
            K+ ++     G I+       G+I IL    S ++ DV+G    +   + +   +  
P L
Sbjct  299  KVKKINRLENGVIIEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNNKIKNISIAKPAL  354

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            +TTI+     +   L  ALT LA+ DPLL  E++ +  EI ++  G VQ+E++S+
+L + 
Sbjct  355  
KTTISAIDKEKNPELFKALTLLAEEDPLLELEMNDMDKEIYVNLFGEVQMEILSSMLDDL  414

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y ++        IY E P    +  +H++   NPFWA++GL + P   G G++Y S 
VS+
Sbjct  415  
YGIKVEFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSV  474

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P
+V  +
Sbjct  475  



GSLPKSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFME  534

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL ++ T LLEP   F L  PQ  LS+A  D     AT +   V  DE    G IP    
Sbjct  535  
ALYKAQTVLLEPLHEFELRIPQNALSKAVWDLETMRATFDNPIVIGDEFSIKGLIPVENS  594

Query  587  QAYRTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            + Y+  +A YT GR + +T+  GY + + G    + +     L+K  ++  K+
Sbjct  595  KEYKMKIASYTEGRGMFVTKFYGYKEVSAGFAKARQKTTYDPLNKKEYLLHKL  
647

>AMP53115.1 tet_ribosomoal_protect [uncultured bacterium]
Length=652

 Score = 461 bits (1186),  Expect = 2e-151, Method: Compositional 
matrix adjust.
 Identities = 247/626 (39%), Positives = 377/626 (60%), Gaps = 
15/626 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+ LDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIVDTPGHVDFISEVERSLSGLDGAILVISGVEGIQSQTRILFDTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A
Sbjct  123  
PTIIFVNKLDRIGANFNKVFEEIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCMINDDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LE+YI G    +E++  +      + SL+PV+ G+A  GLG++ L
+D +
Sbjct  183  
INVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYASEGSLYPVFCGAAAIGLGVEDLLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F   G+   + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   



K+ +
Sbjct  243  
CSYFPFAGDDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G +V       G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIAKPALKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNPELFKALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSMLDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS
+G L 
Sbjct  419  
VEFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V  DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELKIPQNALSKAVWDLETMRATFDNPIVIGDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ  616
              +A YT GR + +T+  GY+ A  +
Sbjct  599  MKIASYTEGRGMFVTKFYGYKEASAE  624

>WP_023050237.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacteria]
 ERT69399.1 hypothetical protein HMPREF0202_00691 [Cetobacterium 
somerae 
ATCC BAA-474]
Length=648

 Score = 459 bits (1182),  Expect = 7e-151, Method: Compositional 
matrix adjust.



 Identities = 249/645 (39%), Positives = 385/645 (60%), Gaps = 
12/645 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+ LDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIVDTPGHVDFISEVERSLSGLDGAILVISGVEGIQSQTRILFDTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAWDAV  178
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V  +    +  +T I   +A 
+ +
Sbjct  123  
PTIIFVNKLDRIGANFNKVFEEIKKNMSNKVVRLQEVYDAGSKAVYFDTCIINDDAINVL  182

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + ++  LE+YI G    +E++  +     ++ SL+PV+ G+A  GLG++ L+D +   
F
Sbjct  183  
SDLDEAFLERYIGGIEPDKEEIQEKLSLYAREGSLYPVFCGAAAIGLGVEDLLDGICSYF  242

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIP  297
               G+   + L G VFK+E     +++VY+RL+ G + +RD + +  +E   K+ +
+   
Sbjct  243  
PFSGDDCESDLSGVVFKIERASKNEKKVYVRLFGGKISVRDKIQVPNKELAEKVKKINRL  302

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
              G I+       G+I IL    S ++ DV+G    +   + +   +  P L+TTI
+   
Sbjct  303  ENGVIIEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNNKIKNISIAKPALKTTISAID  358

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +   L  AL  LA+ DPLL  E++ +  EI ++  G VQ+E++S++L + Y ++    
Sbjct  359  
KEKNPELFKALILLAEEDPLLELEMNDMDKEIYVNLFGEVQMEILSSILDDLYGIKVEFS  418

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                IY E P    S  +H++   NPFWA++GL + P   G G++Y S VS+G L 



+SFQ
Sbjct  419  
NIETIYKETPKGFGSSIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLPKSFQ  478

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            NA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+VL +AL +
+ T 
Sbjct  479  
NAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVLMEALYKAQTV  538

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP   F L  PQ  LS+A  D     AT +   V  DE    G IP    + Y+  
+A
Sbjct  539  
LLEPLHEFDLRIPQNALSKAVWDLETMRATFDNPIVIGDEFSIKGLIPVENSKEYKMKIA  598

Query  595  FYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             YT GR + +T+  GY + + G    + +     L+K  ++  K+
Sbjct  599  SYTEGRGMFVTKFYGYKEVSAGFAKARQKTTYDPLNKKEYLLHKL  643

>EFV16582.1 elongation factor Tu GTP binding domain-containing 
protein [Lachnospiraceae 
bacterium 5_1_63FAA]
Length=355

 Score = 449 bits (1154),  Expect = 8e-151, Method: Compositional 
matrix adjust.
 Identities = 214/359 (60%), Positives = 276/359 (77%), Gaps = 5/359 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E WD 
VI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDTVIM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E   P      AP     
+E
Sbjct  301  ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIEKSSPY-----
APNNDCSKE  354

>KQI09521.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM 41971]
Length=344

 Score = 448 bits (1153),  Expect = 8e-151, Method: Compositional 
matrix adjust.
 Identities = 214/344 (62%), Positives = 268/344 (78%), Gaps = 0/344 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGIQ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIQQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STPEGQSELCGQVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP
Sbjct  301  ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLP  344

>WP_103698728.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
sp. 2-1]
 POO90871.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
sp. 2-1]
Length=652

 Score = 459 bits (1181),  Expect = 1e-150, Method: Compositional 
matrix adjust.
 Identities = 240/621 (39%), Positives = 384/621 (62%), Gaps = 
15/621 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAI+VIS  +G+Q+QTRILF+ L+
++NI
Sbjct  63   
SFTWNDIKVNIVDTPGHVDFISEVERSLSVLDGAIIVISGVEGIQSQTRILFNTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-
SPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G D   V + ++  +S+ ++ +++   + S ++ ++  +DI     
+A
Sbjct  123  
PTIIFVNKLDRIGADFNKVFEEIKKNMSSKVVRLQEAYDVGSKDVYIKNLSDICMINNDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234



             D + + ++  LE+YI+G    +E++  +     ++ +L+ V+ G+A  GLGI+ L
+D +
Sbjct  183  
IDVISDLDEVFLERYISGIEPDKEEIQEKLSLYAREGNLYSVFCGAAAIGLGIEELLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
                          L G VFK+E T   +++VY+RL++G + +RD + +  ++   
K+ +
Sbjct  243  
CSHLPCANGDSEDDLSGVVFKIERTSANEKKVYVRLFNGKISVRDKIQVPNKDITEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G+I+   +   G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INSLENGKIIEDQSIEAGDIGILYGLASFQVGDVIG----
ISNNKIKNISMAKPTLKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT L + DPLL  E++ I  EI ++  G VQ+E++S++L++ 
Y ++
Sbjct  359  
SAIDKEKNSELFRALTLLTEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSILNDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G+G++Y S VS
+G L 
Sbjct  419  
VEYSNIQTIYKEAPKGVGTSIMHMQEGLNPFWATVGLKIEPAGRGAGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLTCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V +DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELRIPQNVLSKAIWDLESMRATFDNPIVIEDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
              +A YT G+ + +T+  G++
Sbjct  599  MKIASYTEGKGMFMTKFYGHK  619

>AMJ37424.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=620



 Score = 458 bits (1178),  Expect = 1e-150, Method: Compositional 
matrix adjust.
 Identities = 249/623 (40%), Positives = 372/623 (60%), Gaps = 
15/623 (2%)

Query  22   
SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF  81
            +LL+A GA  + GSV+KG T TD+M +E++RGIT++A+ TS  W+  K NI
+DTPGHMDF
Sbjct  1    
NLLFACGATEKRGSVDKGDTITDSMDIEKRRGITVRASTTSIIWNGVKCNIIDTPGHMDF  60

Query  82   
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVV  141
            +AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT+IFINKID+ GV+L
+ + 
Sbjct  61   
IAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINKIDRDGVNLERLY  120

Query  142  QSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK  199
              ++  LS D++  QTV   L   I  +     E  + V  ++D +LE+Y+A   
IS   
Sbjct  121  
LDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFVCNHDDNILERYLADSEISPAD  180

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  259
                    V  A ++PV +GSA   +GI  L+DA++    P  E  S  L   ++K
+E+ 
Sbjct  181  YWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFILP-
PESVSNRLSAYLYKIEHD  239

Query  260  DCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
              G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  D     +I 
I+  
Sbjct  240  
PKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVED  299

Query  319  -
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
             +  R+ D LG    L +    + P   L++++ P  + +R +++ AL  L   DP 
L  
Sbjct  300  MEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSEERSKVISALNTLWIEDPSLSF  357

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
             ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  +  I 
IEVP
Sbjct  358  
SINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPVKKVNKIIQIEVP  417



Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNP+WASIGL++ PL +GSGVQ ES +S GYLN SFQNAV +GIR   + GL GW 
VTD 
Sbjct  418  
PNPYWASIGLTLEPLPIGSGVQIESEISFGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDL  477

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            K+ F Y LYYSP+STPADFR L+P V   AL++SG  +LEP L F L  PQ   S
+A  D
Sbjct  478  
KVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDILEPMLYFELQIPQVASSKAITD  537

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
              K  + I+     K+  +  G++P    + Y ++++ YT G    + +  GYQ   
G  
Sbjct  538  
LQKMMSEIKGISCNKEWCLIEGKVPLNTSKDYASEVSSYTKGLGTFMVKPCGYQITKGG-  596

Query  618  VIQPRRPNSRL---DKVRHMFQK  637
                   N+R+   DK+  MF+K
Sbjct  597  ----YSDNTRMEEKDKLLFMFEK  615

>AMP58094.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=628

 Score = 458 bits (1179),  Expect = 1e-150, Method: Compositional 
matrix adjust.
 Identities = 252/631 (40%), Positives = 374/631 (59%), Gaps = 
11/631 (2%)

Query  14   
AGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIV  73
            AGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W+  K 
NI+
Sbjct  1    
AGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVKCNII  60

Query  74   
DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQA  133
            DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT
+IFINKID+A
Sbjct  61   
DTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINKIDRA  120

Query  134  GVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYI  190
            GV+L+ +   ++  LS D++  QTV   S+ P +  +     E  + V  ++D 
+LE+Y+
Sbjct  121  GVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-



VCSQTYIKEEYKEFVCNHDDDILERYL  179

Query  191  
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC  250
            A   IS           V  A ++PV +GSA   +GI  L+DA++    P     S  
L 
Sbjct  180  ADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-
SNRLS  238

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAY  309
              ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  
D   
Sbjct  239  
AYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVG  298

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              +I I+   +  R+ D LG    L +    + P   L++++ P    +R +++ 
AL  L
Sbjct  299  ANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPEERSKVISALNTL  356

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
               DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP
+K  
Sbjct  357  
WIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPIKKV  416

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
            +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   
+ G
Sbjct  417  
NKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNAVFEGIRMSCQSG  476

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L F L  
PQ
Sbjct  477  
LHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFELQIPQ  536

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
               S+A  D  K  + IE      +     G++P    + Y ++++ YT G  + + 
+  
Sbjct  537  
VASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMVKPC  596

Query  609  GYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            GYQ           R N + DK+  MFQK M
Sbjct  597  GYQIT-KDGYSDNIRMNEK-DKLLFMFQKSM  625



>WP_004456831.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
perfringens]
 YP_006961348.1 TetB(P) ribosomal protection-like tetracycline 
resistance protein 
(plasmid) [Clostridium perfringens]
 EDT14590.1 tetracycline resistance protein TetP (TetB(P)) 
[Clostridium perfringens 
E str. JGS1987]
 AEP95103.1 TetB(P) ribosomal protection-like tetracycline 
resistance protein 
(plasmid) [Clostridium perfringens]
Length=660

 Score = 458 bits (1179),  Expect = 3e-150, Method: Compositional 
matrix adjust.
 Identities = 246/626 (39%), Positives = 375/626 (60%), Gaps = 
15/626 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  11   
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNI+DTPGH+DF++EV RSL  LDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  71   
SFNWNNVKVNIIDTPGHVDFISEVERSLNSLDGAILVISGVEGIQSQTRILFDTLKELNI  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A
Sbjct  131  
PTIIFVNKLDRIGANFNKVFEEIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCIINDDA  190

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LE+YI G    +E++  +     ++ SL+PV+ G+A  GLGI+ L
+D +
Sbjct  191  
INVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYAREGSLYPVFCGAAAIGLGIEDLLDGI  250

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F        + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   
K+ +
Sbjct  251  



CSYFPFASNDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKK  310

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G +V       G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  311  INRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIAKPALKTTI  366

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  367  
SAIDKEKNPELFKALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSMLDDLYGIK  426

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS
+G L 
Sbjct  427  
VEFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLP  486

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  487  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFMEALYK  546

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V  DE    G IP    
+ Y+
Sbjct  547  
AQTVLLEPLHEFELKIPQNALSKAVWDLETMRATFDNPIVIGDEFSIKGLIPVENSKEYK  606

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ  616
              +A YT GR + +T+  GY+ A  +
Sbjct  607  MKIASYTEGRGMFVTKFYGYKEASAE  632

>SMM96685.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM93020.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
Length=263

 Score = 443 bits (1140),  Expect = 4e-150, Method: Compositional 
matrix adjust.
 Identities = 202/259 (78%), Positives = 230/259 (89%), Gaps = 0/259 
(0%)

Query  380  



DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN  439
            +  THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPN
Sbjct  4    
NPTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPN  63

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            PFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKI
Sbjct  64   
PFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKI  123

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
            CF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAP
Sbjct  124  
CFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAP  183

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            KYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G
+PV 
Sbjct  184  
KYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVC  243

Query  620  QPRRPNSRLDKVRHMFQKV  638
            QPRRPNSR+DKVR+MF K+
Sbjct  244  QPRRPNSRIDKVRYMFNKI  262

>AMP54171.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=626

 Score = 457 bits (1175),  Expect = 4e-150, Method: Compositional 
matrix adjust.
 Identities = 250/629 (40%), Positives = 373/629 (59%), Gaps = 
11/629 (2%)

Query  16   
KTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDT  75
            KT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W+  K 
NI+DT
Sbjct  1    
KTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVKCNIIDT  60

Query  76   
PGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGV  135
            PGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT+IFINKID
+AGV
Sbjct  61   
PGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINKIDRAGV  120



Query  136  DLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAG  192
            +L+ +   ++  LS D++  Q V   S+ P +  +     E  + V  ++D +LE
+Y+A 
Sbjct  121  NLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDNILERYLAD  179

Query  193  
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGS  252
              IS           V  A ++PV +GSA   +GI  L+DA+T    P     S  
L   
Sbjct  180  SEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSFIFPPASV-
SNRLSSY  238

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPG  311
            ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++  ++G  +  D     
Sbjct  239  
LYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTINQGREINVDEVGAN  298

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +I I+   D  R+ + LG    L +    + P   L++++ P    +R +++ AL  
L  
Sbjct  299  DIAIVEDMDDFRIGNYLGAEPCLIQGLSHQHP--
ALKSSVRPDRPEERSKVISALNTLWI  356

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  
+ 
Sbjct  357  
EDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPVKKVNK  416

Query  431  
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF  490
             I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + 
GL 
Sbjct  417  
IIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLH  476

Query  491  
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEY  550
            GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L F L  
PQ  
Sbjct  477  
GWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLYFELQIPQAA  536

Query  551  
LSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             S+A  D  K  + IE      +     G++P    + Y ++++ YT G  + + +  
GY
Sbjct  537  
SSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMVKPCGY  596



Query  611  QAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            Q   G      R   +  DK+  MFQK M
Sbjct  597  QITKGGYSDNIRM--NEKDKLLFMFQKSM  623

>WP_003479689.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
perfringens]
 EDT72369.1 tetracycline resistance protein TetP [Clostridium 
perfringens 
D str. JGS1721]
 EHP45310.1 tetracycline resistance protein tetP [Clostridium 
perfringens 
WAL-14572]
 EIA15664.1 ribosomal protection-like tetracycline resistance 
protein (plasmid) 
[Clostridium perfringens F262]
 ALG50279.1 Tetracycline resistance protein TetP (plasmid) 
[Clostridium perfringens]
 KQC91426.1 tetracycline resistance protein [Clostridium perfringens 
CP4]
 AMJ36413.1 tet_ribosomoal_protect [uncultured bacterium]
 AQW28570.1 tetracycline resistance ribosomal protection protein 
(plasmid) 
[Clostridium perfringens]
 ATD50160.1 tetracycline resistance ribosomal protection protein 
(plasmid) 
[Clostridium perfringens]
Length=652

 Score = 457 bits (1177),  Expect = 4e-150, Method: Compositional 
matrix adjust.
 Identities = 246/626 (39%), Positives = 375/626 (60%), Gaps = 
15/626 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNI+DTPGH+DF++EV RSL  LDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIIDTPGHVDFISEVERSLNSLDGAILVISGVEGIQSQTRILFDTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A



Sbjct  123  
PTIIFVNKLDRIGANFNKVFEEIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCIINDDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LE+YI G    +E++  +     ++ SL+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
INVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYAREGSLYPVFCGAAAIGLGIEDLLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F        + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   
K+ +
Sbjct  243  
CSYFPFASNDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G +V       G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIAKPALKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNPELFKALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSMLDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS
+G L 
Sbjct  419  
VEFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V  DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELKIPQNALSKAVWDLETMRATFDNPIVIGDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ  616
              +A YT GR + +T+  GY+ A  +



Sbjct  599  MKIASYTEGRGMFVTKFYGYKEASAE  624

>KKJ73154.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium 
MRSN 4777]
Length=358

 Score = 447 bits (1149),  Expect = 5e-150, Method: Compositional 
matrix adjust.
 Identities = 218/358 (61%), Positives = 274/358 (77%), Gaps = 0/358 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSING  300

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  301  
ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  358



>COK17373.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=261

 Score = 442 bits (1137),  Expect = 1e-149, Method: Compositional 
matrix adjust.
 Identities = 203/260 (78%), Positives = 228/260 (88%), Gaps = 0/260 
(0%)

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            +DS THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPP
Sbjct  1    
MDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPP  60

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  61   
NPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  120

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+DA
Sbjct  121  
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDA  180

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+PV
Sbjct  181  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPV  240

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  241  CQPRRPNSRIDKVRYMFNKI  260

>WP_057258411.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
perfringens]
 CUO84500.1 tetracycline resistance protein [Clostridium 
perfringens]
Length=652

 Score = 456 bits (1173),  Expect = 2e-149, Method: Compositional 
matrix adjust.
 Identities = 245/626 (39%), Positives = 374/626 (60%), Gaps = 



15/626 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNI+DTPGH+DF++EV RSL  LDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIIDTPGHVDFISEVERSLNSLDGAILVISGVEGIQSQTRILFDTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A
Sbjct  123  
PTIIFVNKLDRIGANFNKVFEEIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCIINDDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LE+YI G    +E++  +     ++ SL+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
INVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYAREGSLYPVFCGAAAIGLGIEDLLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F        + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   
K+ +
Sbjct  243  
CSYFPFASNDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G +V       G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIAKPALKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNPELFKALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSMLDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS



+G L 
Sbjct  419  
VEFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D      T +   V  DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELKIPQNALSKAVWDLETMRTTFDNPIVIGDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ  616
              +A YT GR + +T+  GY+ A  +
Sbjct  599  MKIASYTEGRGMFVTKFYGYKEASAE  624

>WP_095237487.1 tetracycline resistance ribosomal protection 
protein, partial 
[Staphylococcus aureus]
 PAG74669.1 tetracycline resistance protein tetQ, partial 
[Staphylococcus 
aureus]
Length=595

 Score = 454 bits (1168),  Expect = 2e-149, Method: Compositional 
matrix adjust.
 Identities = 232/593 (39%), Positives = 367/593 (62%), Gaps = 
14/593 (2%)

Query  57   
QAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
            +A+  SF ++  KVNI+DTPGHMDF+AEV R+L VLDGA+LVISAK+G+Q QT+I
+F+ L
Sbjct  1    
RASTVSFNYNDTKVNIIDTPGHMDFIAEVERTLRVLDGAVLVISAKEGIQVQTKIIFNTL  60

Query  117  RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----
ENTD  171
             K+NIPT+IF+NKID+ GV L  +   ++ KL+ ++ I Q+V +  +   E     
++  
Sbjct  61   
AKLNIPTLIFVNKIDRKGVCLDEIYTQIKRKLTPNLAIMQSVKIKDKGDFELTNVRDDKV  120

Query  172  IEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            I++   + +++ ND L EKYI G+ I+ ++        V   +L+PV +GSA K 
+GI  



Sbjct  121  
IQSQIIEKLLDINDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDE  180

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-  288
            L+ A+T       +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   
E+ 
Sbjct  181  
LLFAITNYLPVNNDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEET  240

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI  +     GEI + D    G+I I+ + +S+++ D +G+  +  R    +   
P LR
Sbjct  241  FKIKXLESIMNGEIXKXDQXNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALR  298

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             +I P   ++R +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  
+Y
Sbjct  299  
ASIKPYDLSKRSKLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRY  358

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            K++    E   IY ERP + +   IHIEVPPNP+WASIGLS+ PL +GSG+ Y++ 
VS G
Sbjct  359  
KIDAKFGELKTIYKERPKRNSKAVIHIEVPPNPYWASIGLSIEPLPIGSGLLYKTEVSYG  418

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            YLN SFQNAV+D +    ++GL+GW VTD K+ F+YGLYYSPVSTP+DFR+L P V  
+A
Sbjct  419  
YLNNSFQNAVKDAVEKACKEGLYGWEVTDLKVTFDYGLYYSPVSTPSDFRNLTPYVFWEA  478

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+++GT++LEP L + +    ++      D  K   +IE    K +E   +G+IP    
+
Sbjct  479  
LRKAGTEILEPXLKYXVQDXNDFCGXVMSDLRKMXXSIEDIIAKGEETTLSGKIPVDTSK  538

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  
637
            +Y+++L  Y+NG+ + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  539  SYQSELLSYSNGKGIFITEPYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  
591

>WP_012478245.1 tetracycline resistance ribosomal protection protein 
TetB(P) 



[Clostridium perfringens]
 YP_001967743.1 ribosomal protection-like tetracycline resistance 
protein (plasmid) 
[Clostridium perfringens]
 Q46306.1 RecName: Full=Tetracycline resistance protein TetP; 
AltName: 
Full=TetB(P)
 AAA20117.1 TetB(P) [Clostridium perfringens]
 ABC96269.1 ribosomal protection-like tetracycline resistance 
protein (plasmid) 
[Clostridium perfringens]
Length=652

 Score = 454 bits (1169),  Expect = 7e-149, Method: Compositional 
matrix adjust.
 Identities = 245/626 (39%), Positives = 374/626 (60%), Gaps = 
15/626 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNI+DTPGH+DF++EV RSL  LDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIIDTPGHVDFISEVERSLNSLDGAILVISGVEGIQSQTRILFDTLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A
Sbjct  123  
PTIIFVNKLDRIGANFNKVFEEIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCIINDDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + + ++  LE+YI G    +E++  +     ++ SL+PV+ G+A  GLGI+ L
+D +
Sbjct  183  
INVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYAREGSLYPVFCGAAAIGLGIEDLLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F        + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   
K+ +
Sbjct  243  
CSYFPFASNDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--



PMLRTTI  350
            +     G +V       G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIAKPALKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL   ++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNPELFKALTLLAEEDPLLAFAMNDIDKEIYVNLFGEVQMEILSSMLDDLYGIK  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS
+G L 
Sbjct  419  
VEFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLP  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL +
Sbjct  479  
KSFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFMEALYK  538

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T LLEP   F L  PQ  LS+A  D     AT +   V  DE    G IP    
+ Y+
Sbjct  539  
AQTVLLEPLHEFELKIPQNALSKAVWDLETMRATFDNPIVIGDEFSIKGLIPVENSKEYK  598

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ  616
              +A YT GR + +T+  GY+ A  +
Sbjct  599  MKIASYTEGRGMFVTKFYGYKEASAE  624

>WP_102013996.1 hypothetical protein, partial [Klebsiella 
pneumoniae]
Length=338

 Score = 443 bits (1139),  Expect = 7e-149, Method: Compositional 
matrix adjust.
 Identities = 209/323 (65%), Positives = 258/323 (80%), Gaps = 0/323 
(0%)

Query  206  
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR  265
            RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  
QR 
Sbjct  16   
RRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRL  75



Query  266  
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND  325
             Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +
+LN 
Sbjct  76   
AYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNS  135

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
            VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THE
Sbjct  136  
VLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHE  195

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            IILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASI
Sbjct  196  
IILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASI  255

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGL
Sbjct  256  
GLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGL  315

Query  506  YYSPVSTPADFRSLAPIVLEQAL  528
            YYSPVSTPADFR LAPIVLEQ L
Sbjct  316  YYSPVSTPADFRMLAPIVLEQVL  338

>AFQ32088.1 tetracycline resistance protein, partial [Enterococcus 
sp. AS 
623021]
Length=287

 Score = 441 bits (1133),  Expect = 9e-149, Method: Compositional 
matrix adjust.
 Identities = 204/287 (71%), Positives = 240/287 (84%), Gaps = 0/287 
(0%)

Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            LN+VLGD  RLP +   E+PLPML+TTI P  + QRE+LLDAL +++D+DPLL+  
VD++
Sbjct  1    
LNNVLGDKKRLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDSDPLLQYYVDTV  60

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            THEI+LSFLG VQ+EV   L+ EKY +E   ++P+VIYMERPLK +  TI 



IEVPPNPFW
Sbjct  61   
THEIVLSFLGEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFTIDIEVPPNPFW  120

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGLSVTPL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GW 
+TDCKICF+
Sbjct  121  
ASIGLSVTPLPLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYGWKLTDCKICFK  180

Query  503  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
            YGLYYSPVSTPADFR LAPIVLEQA ++SGT+LLEPYLSF +Y PQEYLSRAY+DA 
KYC
Sbjct  181  
YGLYYSPVSTPADFRMLAPIVLEQAFRKSGTELLEPYLSFEIYVPQEYLSRAYNDASKYC  240

Query  563  ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            A I   ++K +EV+  GEIPARCIQ YR  L F+TNGRSVCLTELKG
Sbjct  241  ANILNTKLKGNEVILIGEIPARCIQEYRNSLTFFTNGRSVCLTELKG  287

>WP_107196944.1 hypothetical protein, partial [Megasphaera sp. 
AJH120]
Length=258

 Score = 439 bits (1130),  Expect = 9e-149, Method: Compositional 
matrix adjust.
 Identities = 201/256 (79%), Positives = 228/256 (89%), Gaps = 0/256 
(0%)

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFW
Sbjct  2    
THEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFW  61

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGLSV+PL L SG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+
Sbjct  62   
ASIGLSVSPLPLRSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFK  121

Query  503  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
            YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYC
Sbjct  122  
YGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYC  181

Query  563  



ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            A I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPR
Sbjct  182  
ANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPR  241

Query  623  RPNSRLDKVRHMFQKV  638
            RPNSR+DKVR+MF K+
Sbjct  242  RPNSRIDKVRYMFNKI  257

>WP_002581202.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
butyricum]
 ENZ29152.1 tetracycline resistance protein TetP [Clostridium 
butyricum 60E.3]
Length=651

 Score = 454 bits (1168),  Expect = 9e-149, Method: Compositional 
matrix adjust.
 Identities = 243/622 (39%), Positives = 371/622 (60%), Gaps = 
15/622 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G+T+TD+M LER+RGITI
+++ 
Sbjct  1    
MKTINIGIVAHVDAGKTTITENLLYYSGAIKSVGKVDLGSTQTDSMELERKRGITIKSSA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV RSL+VLDGAILVISA +G+Q+QTRILF+ L
+ + 
Sbjct  61   
ISFTWNSVKVNIIDTPGHADFVSEVERSLSVLDGAILVISAVEGIQSQTRILFNTLKTLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ G +   V + ++  +S  I+  Q      S E+ L    +I   
+  
Sbjct  121  
IPTIIFINKIDRVGANCNKVFEDIKKAMSNKIVRLQKAHGEGSREVCLNNLDEINTTNDE  180

Query  179  IEN-----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            I N     ++  LEKY+ G    + ++  +     ++ SL+PV +G+A  GLGI+ 
L+D 
Sbjct  181  
IINVLSDLDEVFLEKYVNGIEYDKNEIQEKISLYSREGSLYPVLFGAASVGLGIKQLLDG  240

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KIT  292
            +        +     L G VFK+E T+  +++VY+RL+ G + +RD + +  ++ + 



K+ 
Sbjct  241  
ICSYLPFASKDSGGDLSGVVFKIERTNTNEKKVYVRLFGGKISVRDRIEVPNKDIIEKVK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTT  349
            ++     G+++   +   G+I IL    S ++ DV+G    +   R +   +  P 
L+T 
Sbjct  301  KINGLENGKLIEIASMESGDIGILHGLTSFQVGDVIG----
IANDRTKNISIAKPTLKTN  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I+     +   L  ALT L + DPLL   +D    EI ++  G VQ+E++S++L + 
Y +
Sbjct  357  
ISAVNKEENRELFKALTFLTEEDPLLELGMDDEDKEIYINLFGEVQMEILSSILDDFYGI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +        IY E P    +  + ++   NPFWA++GL + P   G G++Y S VS
+G L
Sbjct  417  
KVEFSNIQTIYKETPKGVGTAMMLMQEGLNPFWATVGLKIEPGIRGEGLKYMSNVSIGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL 
Sbjct  477  
PKSFQNAIEEAVVKTSKQGLFGWEVTDIKVTLTCGEFFSPASTPADFRNVTPMVFMEALH  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T LLEP   F L  PQ  LS+A  D     AT +   + +DE +  G IP    
+ Y
Sbjct  537  
QAKTDLLEPLHEFELRIPQNVLSKAIWDLQTMRATFDNPIIVEDEFLIKGLIPVENSKEY  596

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
            +  +A YT G+ + LT+  GY+
Sbjct  597  KLKIASYTEGKGMFLTKFFGYK  618

>WP_008627130.1 tetracycline resistance ribosomal protection protein 
Tet(Q), 
partial [Paraprevotella xylaniphila]
 EGG54005.1 putative translation elongation factor G [Paraprevotella 
xylaniphila 
YIT 11841]
Length=625

 Score = 453 bits (1165),  Expect = 1e-148, Method: Compositional 
matrix adjust.



 Identities = 249/628 (40%), Positives = 373/628 (59%), Gaps = 
11/628 (2%)

Query  17   
TTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTP  76
            T++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W+  K NI
+DTP
Sbjct  1    
TSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVKCNIIDTP  60

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT+IFINKID
+AGV+
Sbjct  61   
GHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINKIDRAGVN  120

Query  137  LQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGE  193
            L+ +   ++  LS D++  QTV   S+ P +  +     E  + V  ++D +LE+Y
+A  
Sbjct  121  LERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDDILERYLADS  179

Query  194  
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSV  253
             IS           V  A ++PV +GSA   +GI  L+DA++    P     S  L   
+
Sbjct  180  EISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-
SNRLSAYL  238

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGE  312
            +K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  D     
+
Sbjct  239  
YKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGAND  298

Query  313  IVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I I+   +  R+ D LG    L +    ++P   L++++ P    +R +++ AL  
L   
Sbjct  299  IAIVEDMEDFRIGDYLGAEPCLIQGLSHQNP--
ALKSSVRPDKPEERSKVISALNTLWIE  356

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  
+  
Sbjct  357  
DPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEVKTIYKERPVKKVNKI  416

Query  432  
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFG  491



            I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + 
GL G
Sbjct  417  
IQIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHG  476

Query  492  
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYL  551
            W VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L F L  
PQ   
Sbjct  477  
WEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFELQIPQVAS  536

Query  552  
SRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            S+A  D  K  + IE      +     G++P    + Y ++++ YT G  + + +  
GYQ
Sbjct  537  
SKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMVKPCGYQ  596

Query  612  AAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
                       R N + DK+  MFQK M
Sbjct  597  IT-KDGYSDNIRMNEK-DKLLFMFQKSM  622

>SJT57314.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Clostridioides 
difficile]
Length=651

 Score = 453 bits (1166),  Expect = 2e-148, Method: Compositional 
matrix adjust.
 Identities = 243/622 (39%), Positives = 370/622 (59%), Gaps = 
15/622 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKTT TE+LLY SGAI   G V+ G+T+TD+M LER+RGITI
+++ 
Sbjct  1    
MKTINIGIVAHVDAGKTTTTENLLYYSGAIKSVGKVDLGSTQTDSMELERKRGITIKSSA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV RSL+VLDGAILVISA +G+Q+QTRILF+ L
+ + 
Sbjct  61   
ISFTWNSVKVNIIDTPGHADFVSEVERSLSVLDGAILVISAVEGIQSQTRILFNTLKTLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ G +   V + ++  +S  I+  Q      S E+ L    +I   
+  
Sbjct  121  
IPTIIFINKIDRVGANCNKVFEDIKKAMSNKIVRLQKAHGEGSREVCLNNLDEINTTNDE  180



Query  179  IEN-----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            I N     ++  LEKY+ G    + ++  +     ++ SL+PV +G+A  GLGI+ 
L+D 
Sbjct  181  
IINVLSDLDEVFLEKYVNGIEYDKNEIQEKISLYSREGSLYPVLFGAASVGLGIKQLLDG  240

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KIT  292
            +        +     L G VFK+E T+  +++VY+RL+ G + +RD + +  ++ + 
K+ 
Sbjct  241  
ICSYLPFASKDSGGDLSGVVFKIERTNTNEKKVYVRLFGGKISVRDRIEVPNKDIIEKVK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTT  349
            ++     G+++   +   G+I IL    S ++ DV+G    +   R +   +  P 
L+T 
Sbjct  301  KINGLENGKLIEIASMESGDIGILHGLTSFQVGDVIG----
IANDRTKNISIAKPTLKTN  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I+     +   L  ALT L + DPLL   +D    EI ++  G VQ+E++S++L + 
Y +
Sbjct  357  
ISAVNKEENRELFKALTFLTEEDPLLELGMDDEDKEIYINLFGEVQMEILSSILDDFYGI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +        IY E P    +  + ++   NPFWA++GL + P   G G++Y S VS
+G L
Sbjct  417  
KVEFSNIQTIYKETPKGVGTAMMLMQEGLNPFWATVGLKIEPGIRGEGLKYMSNVSIGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL 
Sbjct  477  
PKSFQNAIEEAVVKTSKQGLFGWEVTDIKVTLTCGEFFSPASTPADFRNVTPMVFMEALH  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T LLEP   F L  PQ  LS+A  D     AT +   + +DE +  G IP    
+ Y
Sbjct  537  
QAKTDLLEPLHEFELRIPQNVLSKAIWDLQTMRATFDNPIIVEDEFLIKGLIPVENSKEY  596

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
            +  +A YT G+ + LT+  GY+
Sbjct  597  KLKIASYTEGKGMFLTKFFGYK  618



>KQI39023.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41914]
Length=337

 Score = 441 bits (1134),  Expect = 4e-148, Method: Compositional 
matrix adjust.
 Identities = 208/337 (62%), Positives = 269/337 (80%), Gaps = 0/337 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KITEM 
+P+ G
Sbjct  241  
STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNG  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
            E+  +DTA  G+IVILP+D ++LN +LG+   LP+++
Sbjct  301  ELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRK  337

>WP_043664816.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
butyricum]



 KHD14962.1 tetracycline resistance protein [Clostridium butyricum]
 PPV16028.1 tetracycline resistance protein [Clostridium butyricum]
Length=651

 Score = 451 bits (1161),  Expect = 1e-147, Method: Compositional 
matrix adjust.
 Identities = 242/622 (39%), Positives = 370/622 (59%), Gaps = 
15/622 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKTT TE+LLY SGAI   G V+ G+T+TD+M LER+RGITI
+++ 
Sbjct  1    
MKTINIGIVAHVDAGKTTTTENLLYYSGAIKSVGKVDLGSTQTDSMELERKRGITIKSSA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV RSL+VLDGAILVISA +G+Q+QTRILF+ L
+ + 
Sbjct  61   
ISFTWNSVKVNIIDTPGHADFVSEVERSLSVLDGAILVISAVEGIQSQTRILFNTLKTLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ G +   V + ++  +S  I+  Q      S ++ L    +I   
+  
Sbjct  121  
IPTIIFINKIDRVGANCNKVFEDIKKAMSNKIVRLQKAHGEGSRKVCLNNLDEINTTNDE  180

Query  179  IEN-----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            I N     ++  LEKY+ G    + ++  +     ++ SL+PV +G+A  GLGI+ 
L+D 
Sbjct  181  
IINVLSDLDEVFLEKYVNGIEYDKNEIQEKISLYSREGSLYPVLFGAASVGLGIKQLLDG  240

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KIT  292
            +        +     L G VFK+E T+  +++VY+RL+ G + +RD + +  ++ + 
K+ 
Sbjct  241  
ICSYLPFASKDSGGDLSGVVFKIERTNTNEKKVYVRLFGGKISVRDRIEVPNKDIIEKVK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTT  349
            ++     G+++   +   G+I IL    S ++ DV+G    +   R +   +  P 
L+T 
Sbjct  301  KINGLENGKLIEIASMESGDIGILHGLTSFQVGDVIG----
IANDRTKNISIAKPTLKTN  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I+     +   L  ALT L + DPLL   +D    EI ++  G VQ+E++S++L + 



Y +
Sbjct  357  
ISAVNKEENRELFKALTFLTEEDPLLELGMDDEDKEIYINLFGEVQMEILSSILDDFYGI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +        IY E P    +  + ++   NPFWA++GL + P   G G++Y S VS
+G L
Sbjct  417  
KVEFSNIQTIYKETPKGVGTAMMLMQEGLNPFWATVGLKIEPGIRGEGLKYMSNVSIGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             +SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL 
Sbjct  477  
PKSFQNAIEEAVVKTSKQGLFGWEVTDIKVTLTCGEFFSPASTPADFRNVTPMVFMEALH  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T LLEP   F L  PQ  LS+A  D     AT +   + +DE +  G IP    
+ Y
Sbjct  537  
QAKTDLLEPLHEFELRIPQNVLSKAIWDLQTMRATFDNPIIVEDEFLIKGLIPVENSKEY  596

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
            +  +A YT G+ + LT+  GY+
Sbjct  597  KLKIASYTEGKGMFLTKFFGYK  618

>KQI19705.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM N13165]
Length=272

 Score = 436 bits (1122),  Expect = 3e-147, Method: Compositional 
matrix adjust.
 Identities = 198/265 (75%), Positives = 230/265 (87%), Gaps = 0/265 
(0%)

Query  374  
LLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIH  433
            LL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 
+TIH
Sbjct  7    
LLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIH  66

Query  434  
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWN  493
            IEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL
+GW 
Sbjct  67   
IEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWK  126



Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F 
+YAPQEYLSR
Sbjct  127  
VTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSR  186

Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            AYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  +TNG+ 
VCLTELKGYQ A
Sbjct  187  
AYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQGVCLTELKGYQPA  246

Query  614  VGQPVIQPRRPNSRLDKVRHMFQKV  638
            +G+ + QPRRPNSR+DKVRHMF K+
Sbjct  247  IGKFICQPRRPNSRIDKVRHMFHKL  271

>EIA67973.1 teto, partial [Campylobacter coli 1417]
 EIA80038.1 teto, partial [Campylobacter coli 1957]
 EIA83943.1 teto, partial [Campylobacter coli 1961]
Length=266

 Score = 436 bits (1121),  Expect = 3e-147, Method: Compositional 
matrix adjust.
 Identities = 198/265 (75%), Positives = 230/265 (87%), Gaps = 0/265 
(0%)

Query  374  
LLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIH  433
            LL+  VD+ THEIILSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 
+TIH
Sbjct  1    
LLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIH  60

Query  434  
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWN  493
            IEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL
+GW 
Sbjct  61   
IEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWK  120

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F 
+YAPQEYLSR
Sbjct  121  
VTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSR  180

Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            AYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  +TNG+ 
VCLTELKGYQ A



Sbjct  181  
AYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQGVCLTELKGYQPA  240

Query  614  VGQPVIQPRRPNSRLDKVRHMFQKV  638
            +G+ + QPRRPNSR+DKVRHMF K+
Sbjct  241  IGKFICQPRRPNSRIDKVRHMFHKL  265

>WP_021656448.1 tetracycline resistance ribosomal protection protein 
[Clostridiales 
bacterium oral taxon 876]
 ERI91411.1 putative translation elongation factor G [Clostridiales 
bacterium 
oral taxon 876 str. F0540]
Length=656

 Score = 450 bits (1158),  Expect = 3e-147, Method: Compositional 
matrix adjust.
 Identities = 240/620 (39%), Positives = 370/620 (60%), Gaps = 
13/620 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K INIGI+AHVDAGKTT TE+LLY SG I   G V+ G T+TD+M LER+RGITI
+A+  
Sbjct  7    
KTINIGIVAHVDAGKTTTTENLLYYSGVIKSVGRVDLGNTQTDSMELERKRGITIKASAI  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W   K+N++DTPGH+DF++EV RSL+VLDGA+L+ISA +G+Q+QTRILF+ L+ 
+ I
Sbjct  67   
SFNWKDIKINLLDTPGHVDFVSEVERSLSVLDGAVLIISAVEGIQSQTRILFNTLKALKI  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV------
SLSPEIVLEENTDIEAW  175
            PT+IFINK+D++G + Q V+  ++  +S  ++  Q V       +S   + E +  
+E  
Sbjct  127  
PTIIFINKLDRSGANSQRVIDEIKRNMSDKVVCIQEVYDEGGKEVSVGELFESDLVMENI  186

Query  176  DAVIENNDK-
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
              V+ + D+  LE+YI G    +  +        +   ++P++ G+A  GLGI  L
+D +
Sbjct  187  
HEVLADTDEAFLEEYINGVKYDKNMIKERLSYFSRRGDIYPIFCGAASIGLGINNLLDGI  246

Query  235  TGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KIT  292
               F PI E+     L G VFK+E T+  +++VY+RL+ G + +RDT+ +  ++ + 
K+ 
Sbjct  247  CE-



FLPIAEEDCGGDLSGVVFKIERTNGNEKKVYVRLFQGMVSVRDTLEVPKKDMVEKVK  305

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++     G++    +   G+I +L    S ++ D++G  +   R +      P L
+TTI+
Sbjct  306  KIHALENGKLTDASSIKAGDIGVLYGLSSFQIGDIIGSSSE--
RIKSISLAKPTLKTTIS  363

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                    +L  ALT L + DPLL  E D    EI ++  G VQ+E++ ++L + Y 
+E 
Sbjct  364  
ALNRDDNSKLFKALTMLTEEDPLLEVETDDSEKEIYVNLFGEVQMEILKSILIDSYGIEV  423

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                   IY E P    +  + ++   NPFWA++GL V P + G G++Y S VS+G 
L +
Sbjct  424  
EFSNILTIYKETPKGTGTAMMRMQEGLNPFWATVGLKVEPAARGEGLRYISEVSVGSLPK  483

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNA+ + +    +QGLFGW VTD K+    G + SPVSTPADFR++ P+V  
+AL E+
Sbjct  484  
SFQNAIEEAVIKTSKQGLFGWEVTDIKVTLTCGEFSSPVSTPADFRNVTPMVFMEALYEA  543

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T LLEP   F L  PQ  LS+A  D     AT +   + ++E +  G IP    + 
Y+ 
Sbjct  544  
KTDLLEPIHEFELRIPQNVLSKAIWDLETMRATFDNPIINQEEFIIKGLIPVENSKEYKM  603

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             +A YT G+ + +T+  GY+
Sbjct  604  KIAAYTEGKGMFMTKFYGYK  623

>AMP53986.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=255

 Score = 436 bits (1120),  Expect = 3e-147, Method: Compositional 
matrix adjust.
 Identities = 200/254 (79%), Positives = 225/254 (89%), Gaps = 0/254 
(0%)

Query  385  
EIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWAS  444
            EIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 



+TIHIEVPPNPFWAS
Sbjct  1    
EIILSFLGKVQMEVISALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWAS  60

Query  445  
IGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYG  504
            IGLSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+YG
Sbjct  61   
IGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYG  120

Query  505  
LYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
            LYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA 
Sbjct  121  
LYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCAN  180

Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRP
Sbjct  181  
IVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRP  240

Query  625  NSRLDKVRHMFQKV  638
            NSR+DKVR+MF K+
Sbjct  241  NSRIDKVRYMFNKI  254

>AMJ37436.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=568

 Score = 446 bits (1148),  Expect = 7e-147, Method: Compositional 
matrix adjust.
 Identities = 238/560 (43%), Positives = 348/560 (62%), Gaps = 7/560 
(1%)

Query  11   
HVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKV  70
            H+DAGKT++TE+LL+A GA  + GSV+KG T TD+M +E++RGITI+A+ TS  W+  
K 
Sbjct  1    
HIDAGKTSVTENLLFACGATEKRGSVDKGDTITDSMDIEKRRGITIRASTTSIVWNGVKC  60

Query  71   
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKI  130
            NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT
+IFINKI
Sbjct  61   
NIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQIPTIIFINKI  120



Query  131  DQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEK  188
            D+AGV+L+ +   ++  LS D++  QTV       +  +TDI  E  + V  ++D 
+LE+
Sbjct  121  
DRAGVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTSTDIRAEHKEFVCNHDDDILER  180

Query  189  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            Y+A   IS           V  A ++PV +GSA   +GI  L+DA+     P     
+  
Sbjct  181  
YLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMCNIGINELLDAIISFIFPPASVPNR-  239

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDT  307
            L   ++K+E+   G +R +L++  G+LRLR  + +   EK +KI  ++   +G+ +  
D 
Sbjct  240  
LSAYLYKIEHAPKGHKRSFLKIIDGSLRLRTVIKVNDSEKFIKIKNLKTIYQGKEINVDE  299

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
                +I I+   + +R+ D LG    L +    + P   L++++ P    +R +L+ 
AL 
Sbjct  300  VVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKLISALN  357

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
             L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++T   E   IY 
ERP+K
Sbjct  358  
VLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKTHFDEIKTIYKERPIK  417

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
              +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   
+
Sbjct  418  
KVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQ  477

Query  487  
QGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
             GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L F 
L  
Sbjct  478  
SGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFELQI  537

Query  547  PQEYLSRAYHDAPKYCATIE  566
            PQ   S+A  D  K  + IE
Sbjct  538  PQVASSKAITDLQKLMSEIE  557



>AMP58049.1 tet_ribosomoal_protect, partial [uncultured bacterium]
Length=620

 Score = 448 bits (1152),  Expect = 9e-147, Method: Compositional 
matrix adjust.
 Identities = 246/623 (39%), Positives = 366/623 (59%), Gaps = 
11/623 (2%)

Query  22   
SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF  81
            +LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W+  K NI
+DTPGHMDF
Sbjct  1    
NLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVKCNIIDTPGHMDF  60

Query  82   
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVV  141
            +AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT+IFINKID+AGV+L
+ + 
Sbjct  61   
IAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINKIDRAGVNLERLY  120

Query  142  QSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
              ++  LS D++  QTV   S+ P +  +     E  + V  ++D +LE+Y+A   
IS  
Sbjct  121  MDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDNILERYLADSEISPA  179

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
                     V  A ++PV +GSA   +GI  L+DA++    P     S  L   +
+K+E+
Sbjct  180  DYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-
SNRLSAYLYKIEH  238

Query  259  TDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGEIVILP  317
               G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  D     +I 
I+ 
Sbjct  239  
DPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVE  298

Query  318  S-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
              +  R+ D LG    L +    + P   L++++ P    +R +++ AL  L   
DP L 
Sbjct  299  DIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKVISALNTLWIEDPSLS  356

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              +++ + E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  +  I 
IEV



Sbjct  357  
FSINAYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPIKKVNKIIQIEV  416

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + GL GW 
VTD
Sbjct  417  
PPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTD  476

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
             K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L F L  PQ   S
+A  
Sbjct  477  
LKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFELQIPQMASSKAIT  536

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            D  K  + IE      +     G++P    + Y ++++ YT G  V + +  GYQ   
G 
Sbjct  537  
DLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGVFMVKPCGYQITKGD  596

Query  617  PVIQPRRPNSRLDKVRHMFQKVM  639
                 R   +  DK+  MFQK M
Sbjct  597  YSDNIRM--NEKDKLLFMFQKSM  617

>WP_088764565.1 hypothetical protein, partial [Enterococcus hirae]
 OWW57470.1 tetracycline resistance protein tetM, partial 
[Enterococcus hirae 
78-09-C1]
 OWW63207.1 tetracycline resistance protein tetM, partial 
[Enterococcus hirae 
57-09-G6]
Length=253

 Score = 434 bits (1116),  Expect = 1e-146, Method: Compositional 
matrix adjust.
 Identities = 198/252 (79%), Positives = 225/252 (89%), Gaps = 0/252 
(0%)

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  1    
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  60

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY



Sbjct  61   
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  120

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  121  
YSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIV  180

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRRPNS
Sbjct  181  
DTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNS  240

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  241  RIDKVRYMFNKI  252

>WP_050356083.1 tetracycline resistance ribosomal protection protein 
[Gottschalkia 
purinilyticum]
 KNF07646.1 tetracycline resistance protein TetP [[Clostridium] 
purinilyticum]
Length=651

 Score = 448 bits (1153),  Expect = 2e-146, Method: Compositional 
matrix adjust.
 Identities = 239/620 (39%), Positives = 371/620 (60%), Gaps = 
11/620 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKTT TE+LLY SGAI   G V+ G T+TD+M LER+RGITI
+++ 
Sbjct  1    
MKTINIGIVAHVDAGKTTTTENLLYYSGAIKTVGKVDLGNTQTDSMELERERGITIKSSA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH+DF++EV RSL+VLDGAILV+SA +G+Q+QTRILF+ L
+ + 
Sbjct  61   
ISFVWNNVKVNIIDTPGHVDFVSEVERSLSVLDGAILVVSAVEGIQSQTRILFNTLKALK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDI-----E  173
            IPT+IFINK+D+ G D   V + ++  +   ++  Q V    S ++ L   ++I     
+
Sbjct  121  
IPTIIFINKLDRTGSDYNKVFKEIKKTMCNKVVRLQKVYNEGSKDVHLNNLSEINTVNDD  180



Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              D + + +D  LE+Y+ G    ++++ ++     +  SL+ V  GSA  G+G++ 
L+D 
Sbjct  181  
IIDVLSDLDDVFLEEYVNGIEHDKKEIQKKLSFYSKKGSLYTVLCGSASIGIGVENLLDG  240

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KIT  292
            +        E  S+ L G VFK+E T   +++VY+RL+ G + +RD + +  ++ + 
K+ 
Sbjct  241  
ICSYLPLANEDCSSDLSGIVFKIERTSTNEKKVYVRLFGGKISVRDKIKVPNKDIVEKVK  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++ +P  G+ +   +   G+I IL    + ++ DV+G      R +      P L
+TTI+
Sbjct  301  KINVPENGKFIEASSIEAGDIGILYGLTNFQIGDVIGASN--
DRIKNISITKPTLKTTIS  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L  AL  L + DP+L   ++    EI ++  G VQ+E++S++L E Y 
++ 
Sbjct  359  
AVNKEENGDLFKALISLTEEDPMLELGMNDSDKEIYVNLFGEVQMEILSSILDEFYGIKV  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                   IY E P    +  ++++   N FWA++GL + P   G G++Y S VS+G 
L +
Sbjct  419  
EFSNIQTIYKETPKSVGTSVMYMQEGLNLFWATVGLKIEPAKRGEGLKYISNVSVGSLPK  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNA+ + +    +QGLFGW VTD K+    G + SPVSTPADFR + P+V  
+AL E+
Sbjct  479  
SFQNAIEEAVIKTSKQGLFGWEVTDMKVTLTCGEFSSPVSTPADFRDVTPMVFMEALYEA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T LLEP   F L  PQ+ LS+A  D     AT +   + +DE +  G IP    + 
Y+ 
Sbjct  539  
KTDLLEPLHEFELRIPQKVLSKAIWDLEVMRATFDNPIIVEDEFLIKGLIPVENSKDYKL  598

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             +A YT G+ + LT+  GY+
Sbjct  599  KIASYTEGKGMFLTKFFGYK  618



>WP_083599922.1 tetracycline resistance ribosomal protection protein 
[Clostridium 
amylolyticum]
 SHJ43559.1 ribosomal protection tetracycline resistance protein 
[Clostridium 
amylolyticum]
Length=651

 Score = 447 bits (1150),  Expect = 6e-146, Method: Compositional 
matrix adjust.
 Identities = 239/617 (39%), Positives = 368/617 (60%), Gaps = 8/617 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKTT TE+LL+ SG I   G V+ G T+TD+M LER+RGITI
+++ 
Sbjct  4    
MKTINIGIVAHVDAGKTTTTENLLFYSGVIKAIGKVDLGNTQTDSMELERKRGITIKSSA  63

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S+ W+  KVNI+DTPGH DF++EV RSL+VLDGAILVISA +G+Q+QTRILF+ L
+ + 
Sbjct  64   
ISYTWNNVKVNIIDTPGHADFISEVERSLSVLDGAILVISAVEGIQSQTRILFNTLKALK  123

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--SLSPEIVLE--
ENTDIEAWD  176
            IPT+IFINK+D+ G +   V + ++  +S  I+  Q +    S E+ L   + T+ 
+  +
Sbjct  124  
IPTIIFINKVDRVGANCNKVFEEIKKTMSNKIVRLQELYGEGSREVYLNNLDETNDDVIN  183

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + + ++  LEKY+ G    ++++  +     ++  L+PV +G+A  GLGI+ L+D 
+  
Sbjct  184  
VLSDLDEVFLEKYVNGIEYDKKEIQEKLSIYSREGGLYPVLFGAASVGLGIKDLLDGICS  243

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMR  295
                     S  L G VFK+E T+  +++VY+RL+SG + +RD + +  ++ + K+ 
++ 
Sbjct  244  
YLPFASGDYSGGLSGIVFKIERTNTNEKKVYVRLFSGKISVRDRIEVPNKDMMEKVKKIS  303

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
                G++V   +   G+I IL    S ++ DV+G      R +      P L+T I
+   
Sbjct  304  GLENGKLVEISSIEAGDIGILYGLTSFQVGDVIGIANN--



RTKNISIAKPALKTNISAVN  361

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +   L   LT L + DPLL   +D    EI ++  G VQ+E++S++L + Y+++    
Sbjct  362  
KEENRELFKVLTFLTEEDPLLELGMDDGDKEIYINLFGEVQMEILSSILEDLYEIKVEFS  421

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                IY E P    +  + ++   NPFWA++GL + P   G  ++Y S VS+G L 
+SFQ
Sbjct  422  
NIQTIYKETPKNVGTAIMRMQEGVNPFWATVGLKIEPAGRGEELKYISNVSVGSLPKSFQ  481

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            NA+ + +    +QGLFGW VTD K+    G + SPVSTPADFR + P+V  +AL E
+ T 
Sbjct  482  
NAIEEAVVKTSKQGLFGWEVTDIKVTLTCGEFSSPVSTPADFRDVTPMVFMEALYEAKTD  541

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP   F L  PQ  LS+A  D     AT +   + +DE +  G IP    + Y+  
+A
Sbjct  542  
LLEPLHEFELRIPQNVLSKAIWDLETMRATFDNPIIVEDEFLIKGLIPVENSKEYKLKIA  601

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G+ + LT+  GY+
Sbjct  602  SYTEGKGMFLTKFFGYK  618

>AMJ37843.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=611

 Score = 446 bits (1146),  Expect = 7e-146, Method: Compositional 
matrix adjust.
 Identities = 245/611 (40%), Positives = 363/611 (59%), Gaps = 
15/611 (2%)

Query  34   
GSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLD  93
            GSV+KG T TD+M +E++RGITI+A+ TS  W+  K NI+DTPGHMDF+AEV R+  
+LD
Sbjct  4    
GSVDKGDTITDSMDIEKRRGITIRASTTSIVWNGVKCNIIDTPGHMDFIAEVERTFKMLD  63

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GA+L++SAK+G+QAQT++LF  L+K+ IPT+IFINKID+AGV+L+ +   ++  LS 



D++
Sbjct  64   
GAVLILSAKEGIQAQTKLLFKTLQKLQIPTIIFINKIDRAGVNLERLYLDIKTNLSQDVL  123

Query  154  IKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              QTV       +  +TDI  E  + V  ++D +LE Y+A + I            
V  A
Sbjct  124  
FMQTVVDGVVYPICTSTDIRAEHKEFVCNHDDDILELYLADKEILPADYWNAIIALVAKA  183

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
              +PV +GSA   +GI  L+DA+     P     +  L   ++K+E+   G +R 
+L++ 
Sbjct  184  KAYPVLHGSAMCNIGINELLDAIISFIFPPASVPNR-
LSAYLYKIEHAPKGHKRSFLKII  242

Query  272  SGTLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGD  329
             G+LRLR  + +   EK +KI  ++   +G+ +  D     +I I+   + +R+ D 
LG 
Sbjct  243  
DGSLRLRTVIKVNDSEKFIKIKNLKTIYQGKEINVDEVVANDIAIIEDIEELRIGDYLGV  302

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
               L +    + P   L++++ P    +R +L+ AL  L   DP L   ++S + E
+ +S
Sbjct  303  KPCLIQGLSHQHP--
ALKSSVRPDKPEERSKLISALNVLFIEDPSLSFSINSYSDELEIS  360

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
              G  Q E++  LL E++ ++T   E   IY ERP K  +  IHIEVPPNP
+WASIGL++
Sbjct  361  
LYGLTQKEIIQTLLEERFSVKTHFDEIKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTL  420

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             PL +GSGVQ ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ F Y 
LYYSP
Sbjct  421  
EPLPIGSGVQIESEISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSP  480

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            +STPADFR L+P V   AL++SG  +LEP L F L  PQ   S+A  D  K  + I
+   
Sbjct  481  
ISTPADFRQLSPYVFRLALQQSGVDILEPMLYFELQIPQVASSKAITDLQKMMSEIKGIS  540

Query  570  



VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL-  628
              K+  +  G++P    + Y ++++ YT G    + +  GYQ   G         N
+R+ 
Sbjct  541  CNKEWCLIEGKVPLNTSKDYASEVSSYTKGLGTFMVKPCGYQITKGG-----
YSDNTRME  595

Query  629  --DKVRHMFQK  637
              DK+  MF+K
Sbjct  596  EKDKLLFMFEK  606

>SNO84620.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNP63225.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNP92331.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNL31607.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNE64510.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 SNK80269.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=338

 Score = 435 bits (1118),  Expect = 1e-145, Method: Compositional 
matrix adjust.
 Identities = 211/336 (63%), Positives = 260/336 (77%), Gaps = 0/336 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  



F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK  336
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++
Sbjct  301  ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQR  336

>ACZ73821.1 TetO/32/O, partial [Clostridium butyricum]
Length=343

 Score = 433 bits (1114),  Expect = 6e-145, Method: Compositional 
matrix adjust.
 Identities = 210/343 (61%), Positives = 265/343 (77%), Gaps = 0/343 
(0%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFL EVYRSL+VLDGAILV+SAKDGVQAQTR+LFHALRKM IPT+IFINKIDQ G    
Sbjct  1    
MDFLTEVYRSLSVLDGAILVVSAKDGVQAQTRVLFHALRKMKIPTIIFINKIDQEGFVPA  60

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
               Q++R+KL+ D+++ Q V L  E+ L +  D E WDAVI  ND LLEKY++G P
++  
Sbjct  61   
QTYQNIREKLTEDMMVMQEVHLFSELTLSDVADFEKWDAVIAGNDDLLEKYLSGAPLTLR  120

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L  E +RRVQ  + FPVY+GSAK+ +G + L+D +T +F    +   + LCG 
VFK+EY
Sbjct  121  
ELQEEIKRRVQQGTFFPVYHGSAKENIGTKELLDVITDIFSSKTDNCQSELCGYVFKIEY  180

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
            T+  +RR Y+RLYSGTL LR+T+ L  +EK+KITEM IP KGEIV+TDTA  
GEIVIL  
Sbjct  181  
TEQKKRRCYVRLYSGTLCLRETIFLQKKEKIKITEMSIPFKGEIVQTDTADSGEIVILSD  240

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            ++++LND+LGD   LPRK W ++PLP+LRTTI P  A QRE LLDALT+



+ADTDPLLR  
Sbjct  241  
NTLKLNDILGDEKLLPRKAWTDNPLPLLRTTIEPAKAEQREVLLDALTEIADTDPLLRFV  300

Query  379  VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            +D +THEIILSFLG+VQLEVV +LL+EKY +E  VKEP+VIYM
Sbjct  301  IDPVTHEIILSFLGKVQLEVVCSLLNEKYCIEAEVKEPTVIYM  343

>CFA01815.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CKJ30151.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=338

 Score = 432 bits (1112),  Expect = 9e-145, Method: Compositional 
matrix adjust.
 Identities = 210/336 (63%), Positives = 261/336 (78%), Gaps = 0/336 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300



Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK  336
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++
Sbjct  301  ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQR  336

>OWW58801.1 tetracycline resistance protein tetM, partial 
[Enterococcus hirae 
78-09-C1]
 OWW68335.1 tetracycline resistance protein tetM, partial 
[Enterococcus hirae 
57-09-G6]
Length=253

 Score = 427 bits (1098),  Expect = 5e-144, Method: Compositional 
matrix adjust.
 Identities = 196/252 (78%), Positives = 220/252 (87%), Gaps = 0/252 
(0%)

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  1    
ILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  60

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  61   
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  120

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA I 
Sbjct  121  
YSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIV  180

Query  567  
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              Q+K +EV+ +GEIPARCIQ YR DL F+TNGRSVCLTELKGY    G+ V 
QPRRPNS
Sbjct  181  
DTQLKNNEVILSGEIPARCIQEYRNDLTFFTNGRSVCLTELKGYYVTTGESVCQPRRPNS  240

Query  627  RLDKVRHMFQKV  638
            R+DKVR+MF K+
Sbjct  241  RIDKVRYMFNKI  252

>WP_094436070.1 tetracycline resistance ribosomal protection 
protein, partial 



[Prevotella sp. P5-50]
 OYP40186.1 hypothetical protein CIK88_09335, partial [Prevotella 
sp. P5-50]
Length=531

 Score = 436 bits (1121),  Expect = 2e-143, Method: Compositional 
matrix adjust.
 Identities = 228/534 (43%), Positives = 336/534 (63%), Gaps = 7/534 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    +   P L++++ P  
+ 
Sbjct  300  YQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQH--
PALKSSVRPDRSE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416



            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQNA
Sbjct  418  
KTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNA  477

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  
530
            V +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++
Sbjct  478  VFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQ  
531

>CVO25194.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWK32792.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=338

 Score = 429 bits (1102),  Expect = 3e-143, Method: Compositional 
matrix adjust.
 Identities = 209/336 (62%), Positives = 259/336 (77%), Gaps = 0/336 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q++++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQNIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  



F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK  336
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++
Sbjct  301  ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQR  336

>WP_094435820.1 tetracycline resistance ribosomal protection 
protein, partial 
[Prevotella sp. P5-50]
 OYP40670.1 tetracycline resistance ribosomal protection protein, 
partial 
[Prevotella sp. P5-50]
Length=531

 Score = 436 bits (1120),  Expect = 4e-143, Method: Compositional 
matrix adjust.
 Identities = 228/535 (43%), Positives = 337/535 (63%), Gaps = 9/535 
(2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGCVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  



Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G  +  D     +I I+   D  R+ + LG    L +    +   P L++++ 
P   
Sbjct  299  INQGREINVDEVGANDIAIVEDMDDFRIGNYLGAEPCLIQGLSHQH--
PALKSSVRPDRP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  
530
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++
Sbjct  477  AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQ  
531

>KFI85012.1 elongation factor G [Bifidobacterium reuteri DSM 23975]
Length=225

 Score = 423 bits (1088),  Expect = 7e-143, Method: Compositional 
matrix adjust.
 Identities = 205/209 (98%), Positives = 207/209 (99%), Gaps = 0/209 
(0%)

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            MLRT
+IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS
Sbjct  1    
MLRTSIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  60

Query  405  



EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKYKLETVVKEP+VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL 
LGSGVQYESRV
Sbjct  61   
EKYKLETVVKEPTVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLPLGSGVQYESRV  120

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL
Sbjct  121  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  180

Query  525  EQALKESGTQLLEPYLSFILYAPQEYLSR  553
            EQALKESGTQLLEPYLSF LYAPQEYLSR
Sbjct  181  EQALKESGTQLLEPYLSFTLYAPQEYLSR  209

>WP_051685219.1 GTP-binding protein [Clostridium sp. KNHs205]
Length=630

 Score = 438 bits (1126),  Expect = 1e-142, Method: Compositional 
matrix adjust.
 Identities = 246/620 (40%), Positives = 371/620 (60%), Gaps = 
14/620 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIGI+AHVDAGKTT+TE  LY SG  +  G+V+ GTT TD+M LE+QRG+TI
++A 
Sbjct  1    
MKILNIGIMAHVDAGKTTVTEGFLYHSGIKNFMGNVDNGTTTTDSMELEKQRGMTIRSAT  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGHMDF+AEV RSL+VLDG ILVISAK+GVQ QTR +FH +
++M 
Sbjct  61   
VSFMIEENKINLIDTPGHMDFIAEVERSLSVLDGVILVISAKEGVQPQTRAIFHKIQQMK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS-------
PEIVLEENTDIE  173
            IP ++FINKID+ GVDL  V + ++ +LS   ++ Q V  S        EI+  + 
+D E
Sbjct  121  
IPAILFINKIDRIGVDLTEVYEQIKQQLSEHFLLMQEVRYSYGAVEQTYEILPRKYSDTE  180

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +I  ++KLLEKY+ GE +++E+  +  + R +   L+PVY+G+A + +GI  
LM+A
Sbjct  181  
FSEQIIVQSEKLLEKYMDGEEVTQEEYEKVIRSRNRYGKLYPVYHGTALQNIGISELMEA  240



Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD-
TVALAGREKLKIT  292
            V   F P  +     L   V+KV + D   +  ++R++SG L LR  T      + 
+ I 
Sbjct  241  VGKWFMPRVD-
NKQQLSAYVYKVLFDDHNHKLTFIRVFSGELILRQRTCVERDSQDIIIR  299

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +    KG +V  ++   G++ VI+ +  +   D +G+  +LP     E   P+L+  
+ 
Sbjct  300  NLFGLEKGRLVPKNSITAGDVAVIMDAKELNSGDWIGERIKLPMLSQTE---
PLLKVGVR  356

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P  AA R  LL+AL +LA  D  L   +D  T EI L   G +Q E++ +LL E++
+LET
Sbjct  357  
PIPAANRRELLEALQKLAMEDSYLDLSIDEETEEIKLKLFGNLQREILQSLLKERFQLET  416

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 S +  ++P+   +  + I  P N   A +GL++ PL+ GSG QYE+RVS G 
L++
Sbjct  417  
EFDSVSTVKKDKPMDKVTCIVPIYSPGNLLAAGVGLTLEPLAEGSGYQYENRVSFGDLSK  476

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV +G+  G+ +G++G  V D K+ F Y  Y S  STPAD+R LA  ++ 
QALKE 
Sbjct  477  SFQNAVAEGVEKGIRKGIYG-
EVVDTKVTFMYSDYDSVNSTPADYRKLAERIIYQALKEI  535

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT  +EP + + L APQ Y  R   +  +  A +E  +  + E++  G++     + 
+  
Sbjct  536  
GTCTMEPVMKYTLTAPQGYEKRIITELVRMDALMEETEYTQTEMIMKGKVTLEACKDFSV  595

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T GR +  T    Y+
Sbjct  596  VLFTLTEGRGIFETAFWQYR  615

>WP_101368346.1 GTP-binding protein [Plantactinospora sp. CNZ320]
 PKV30565.1 ribosomal protection tetracycline resistance protein 
[Plantactinospora 
sp. CNZ320]
Length=669

 Score = 438 bits (1127),  Expect = 2e-142, Method: Compositional 



matrix adjust.
 Identities = 262/664 (39%), Positives = 375/664 (56%), Gaps = 
31/664 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHTAGIIDEVGSVDSGSTRTDSLPLERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFVLDDLRVNLLDTPGHPDFIAEVERVLDVLDGAVLVISAVEGVQPQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-----  175
            IPT+IFINKID+AG D   V+++V D+L+  I+   T       V   + D   +     
Sbjct  121  IPTLIFINKIDRAGADDGRVLRAVADRLTPAIVAMGTA----
HGVGTRDADFTPYPPTDA  176

Query  176  -------DAVIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                   + + E++D++L  Y+ G  PI   +L  E  R    AS++PV+ GSA  
G G+
Sbjct  177  
AFVGSLTEQLAEHDDEILAAYVDGTAPIPYRRLRAELARHTGQASVYPVFLGSAITGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            + L+D V  L  P   + +A   G+VFKVE    G++  Y+R++SG++R+RD +A  
G +
Sbjct  237  
RALVDGVRELLPPADVEVAAPASGTVFKVERGPAGEKIAYVRMFSGSVRVRDRLARPGVK  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
              K+T   +   G  VR+D+   G I +L   DSVR+ D +G P R    R R+   
P L
Sbjct  297  PEKVTATSVFDNGAAVRSDSVDAGRIGMLWGLDSVRIGDPIGVP-
RNSAARQRQFAPPTL  355

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P  A +R  L  AL QLA+ DPL+    D +  E+ +S  G VQ EV+ A 
L+++
Sbjct  356  
ETVVLPAAAGERGALHAALAQLAEQDPLINLRRDDVRQELSVSLYGEVQKEVIEATLADE  415

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466



            Y +    +E + I +ERP+ + S    I VPPNPF A++GL V P   G+GV +   
V L
Sbjct  416  
YGIRVGFRESTTICVERPVGSGSAVELIGVPPNPFLATVGLRVDPAPAGAGVTFRLEVEL  475

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AV + +R  L QG+FGW V DC +   +  Y+            S  
ST  
Sbjct  476  
GSMPPAFFKAVEEAVRSTLHQGIFGWQVPDCTVTMTHSGYWARQSHSHGVFDKSMSSTAG  535

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL  +GT++ EP   F L  P E L        +  A  +T+  
+   
Sbjct  536  
DFRNLTPLVLTSALAAAGTRVYEPIHRFHLELPAETLGALAPVLARLGAVPQTSTARGSA  595

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             + TGEIPA  +   +  L   T G          YQ   G P  +PR  ++ LD+  
++
Sbjct  596  
YLLTGEIPAARVHELQRQLPGLTRGEGALDCAFDRYQPVRGTPPSRPRSDHNPLDRKEYL  655

Query  635  FQKV  638
             Q V
Sbjct  656  LQVV  659

>EHZ07660.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA05248]
 EIA02363.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA02506]
 EJG90913.1 putative tetracycline resistance protein [Streptococcus 
pneumoniae 
GA04216]
Length=338

 Score = 426 bits (1095),  Expect = 3e-142, Method: Compositional 
matrix adjust.
 Identities = 207/336 (62%), Positives = 259/336 (77%), Gaps = 0/336 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
G
Sbjct  241  
STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSING  300

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK  336
            E+ + D AY GEIVIL ++ ++LN VLGD   LP++
Sbjct  301  ELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQR  336

>WP_049130509.1 tetracycline resistance ribosomal protection protein 
Tet(Q), 
partial [Bacteroides fragilis]
Length=528

 Score = 432 bits (1111),  Expect = 9e-142, Method: Compositional 
matrix adjust.
 Identities = 228/532 (43%), Positives = 333/532 (63%), Gaps = 9/532 
(2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFCTLQKLQ  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P I  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
ICSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    +   P L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSHQH--
PALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN 
SFQN
Sbjct  417  
IKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQN  476

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  
527
            AV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR L P V   A
Sbjct  477  AVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLA  
528

>KKJ72448.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium 
MRSN 4777]
Length=246



 Score = 421 bits (1082),  Expect = 1e-141, Method: Compositional 
matrix adjust.
 Identities = 192/245 (78%), Positives = 218/245 (89%), Gaps = 0/245 
(0%)

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL 
Sbjct  1    
VQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLP  60

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
            LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTP
Sbjct  61   
LGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTP  120

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
            ADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q
+K +
Sbjct  121  
ADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNN  180

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR+
Sbjct  181  
EVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRY  240

Query  634  MFQKV  638
            MF K+
Sbjct  241  MFNKI  245

>WP_069876276.1 GTP-binding protein [Fusibacter sp. 3D3]
 GAU79532.1 ribosome protection-type tetracycline resistance related 
protein 
[Fusibacter sp. 3D3]
Length=634

 Score = 436 bits (1120),  Expect = 1e-141, Method: Compositional 
matrix adjust.
 Identities = 239/629 (38%), Positives = 376/629 (60%), Gaps = 
25/629 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+INIGI+AHVDAGKTT+TE  LY SG I   G V+ G T TD++ +E+  GIT++ 
+  



Sbjct  4    
KMINIGIVAHVDAGKTTITEQFLYKSGVIRTLGRVDNGDTVTDSLSVEKAHGITVRTSTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W   ++N++DTPGHMDF+AEV RSL+VLDGAIL ISAK+GVQ QTRI+F AL 
++ +
Sbjct  64   
SFDWKSTQINLLDTPGHMDFIAEVERSLSVLDGAILAISAKEGVQIQTRIIFEALVRLKM  123

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PTVIFINK+D+ GVDL++V   + + L+++II    V  + +    +   ++ W    
E 
Sbjct  124  PTVIFINKVDRMGVDLEAVYHDIEEMLTSEIITLNKVDHTSQ---
RDFNLMDCWQDSKEK  180

Query  182  ----------
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                      + +LLEKY  G  +++ ++ +   +      +FP+ +GSA  G GI  
L+
Sbjct  181  
IKLMEFAALLDRELLEKYANGILLTQMEVEQTLIKAFMKLKVFPILHGSALHGRGIIELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-K  290
            D +T    P   + + +L G V+K++    GQRR ++RLY G +++R+T  + G E
+L K
Sbjct  241  DFITKWLSP---
RKTESLYGRVYKIDRDRKGQRRCHVRLYGGQIKVRETCKIKGNEQLLK  297

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND-VLGD-PTR--
LPRKRWREDPL---  343
            + ++   + G++   D     E+ ++ S+ +++ D ++ D P++  L  +    D 
+   
Sbjct  298  
VAQLGAFNGGKLHFVDQLSACEVGVIYSNQLKIEDCIVADAPSQENLLHEELYNDKVNIA  357

Query  344  -
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P+L+  +  +   QR+ LL+AL+QL D DP L   +++ T EI +   G VQ E+
+ ++
Sbjct  358  
SPLLKAAMVYEDLGQRKELLEALSQLTDEDPFLNYSINAKTDEIEVKIFGNVQREILESI  417

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L E++ ++  + E   IY E+PL  A HTI++    N   A+IGL + PL++ SG 
++E+
Sbjct  418  
LQERFDIKVHISETVTIYKEKPLSEAEHTIYMYKEGNHLAATIGLKLEPLAIHSGFKFET  477

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522



            RVS G L + FQNAV +G+R  L  GL GW +TD K+ F Y  + S  STP+DFR 
LAP 
Sbjct  478  
RVSFGDLKKPFQNAVEEGVRAALSSGLEGWELTDLKVTFFYSEFNSVDSTPSDFRKLAPE  537

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL+ AL++SGT LLEP L F L  P+E + +A  D  K    +   +  ++     
G +P
Sbjct  538  
VLKCALEKSGTMLLEPLLKFELKVPEENVGKAMSDILKMRGEVLETKCLQEVYSLKGIVP  597

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                + Y   L   T+G+ + +T   GY+
Sbjct  598  VDASKDYLMTLLNDTSGKGIFVTSFYGYR  626

>WP_035130938.1 tetracycline resistance ribosomal protection 
protein, partial 
[Clostridium sulfidigenes]
 KEZ87451.1 tetracycline resistance protein, partial [Clostridium 
sulfidigenes]
Length=590

 Score = 432 bits (1111),  Expect = 5e-141, Method: Compositional 
matrix adjust.
 Identities = 234/592 (40%), Positives = 351/592 (59%), Gaps = 
12/592 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKTT TE+LL+ SGAI   G V+ G T+TD+M LER+RGITI
+++ 
Sbjct  1    
MKTINIGIVAHVDAGKTTTTENLLFYSGAIKTIGMVDLGNTQTDSMELERKRGITIKSSA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S+ W+  KVNI+DTPGH DF++EV RSL+VLDGAILVISA +G+Q+QTRILF+ L
+ + 
Sbjct  61   
ISYTWNNVKVNIIDTPGHADFISEVERSLSVLDGAILVISAVEGIQSQTRILFNTLKALK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI-  179
            IPT+IFINK+D+ G +   V + ++  +S  I+  Q V       +  N   E  D 
VI 
Sbjct  121  
IPTIIFINKVDRVGANCNKVFEEIKKTMSNKIVRLQKVDGEGSRGVYLNNLDETNDDVIN  180

Query  180  ---
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
               + ++  LEKYI G    ++++  +     +  SL+PV +G+A  GLGI+ L+D 
+  



Sbjct  181  
VLSDIDEVFLEKYINGIEYDKKEIQEKLSLYSRKGSLYPVLFGAASVGLGIKDLLDGICS  240

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMR  295
                  E     L G VFK+E T+  +++VY+RL+ G + +RD + +  ++ + K+ 
++ 
Sbjct  241  
YLPFASEDCIGGLSGVVFKIERTNTNEKKVYVRLFGGKISVRDKIEVPNKDMIEKVNKIS  300

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAP  352
                G++V T +   G+I IL    + ++ DV+G    +   R +   +  P L+T 
I+ 
Sbjct  301  GLENGKLVETSSIEAGDIGILYGLTNFQVGDVIG----
IANDRTKNISIVKPTLKTNISA  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  ALT L + DPLL   +D    EI ++  G VQ+E++S++L + Y 
++  
Sbjct  357  
VNKEENRELFKALTFLTEEDPLLELGMDDGDKEIYINLFGEVQMEILSSILDDFYGIKVE  416

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                  IY E P    +  + ++   NPFWA++GL + P   G G++Y S VS+G 
L +S
Sbjct  417  
FSNIQTIYKETPKNIGTAIMRMQEELNPFWATVGLKIEPAGRGEGLKYISTVSVGSLPKS  476

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNA+ + +    +QGLFGW VTD K+    G + SPVSTPADFR++ P+V  +AL 
E+ 
Sbjct  477  
FQNAIEEAVVKTSKQGLFGWEVTDIKVTLTCGEFSSPVSTPADFRNVTPMVFMEALYEAK  536

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  
584
            T LLEP   F L  PQ    +A  D     AT +   + +DE +  G IP  
Sbjct  537  TYLLEPLHEFELRIPQNVFGKAIWDLETMRATFDNYIIVEDEFLIKGLIPVE  
588

>ABN50375.1 TetW, partial [Bifidobacterium animalis]
Length=221

 Score = 418 bits (1075),  Expect = 5e-141, Method: Compositional 
matrix adjust.
 Identities = 208/219 (95%), Positives = 211/219 (96%), Gaps = 0/219 
(0%)

Query  81   



FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            F     
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV
Sbjct  3    
FFGGGDRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  62

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
            VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
+LLEKYIAGEPISREKL
Sbjct  63   
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDELLEKYIAGEPISREKL  122

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             REEQ+RVQDASLFPVY+GSAK GLGIQPLMDAVTGLFQPIGEQG 
AALCGSVFKVEYTD
Sbjct  123  
AREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGGAALCGSVFKVEYTD  182

Query  261  CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK
Sbjct  183  CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  221

>WP_001878374.1 hypothetical protein [Enterococcus faecium]
 SMM04321.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK03279.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM25536.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM76157.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK48571.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK50769.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK18021.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM85196.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM83069.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMN08770.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM39431.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 PQV99723.1 elongation factor G (plasmid) [Enterococcus faecium]
Length=244

 Score = 417 bits (1073),  Expect = 2e-140, Method: Compositional 
matrix adjust.
 Identities = 190/243 (78%), Positives = 216/243 (89%), Gaps = 0/243 



(0%)

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL LG
Sbjct  1    
MEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLG  60

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPAD
Sbjct  61   
SGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPAD  120

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K 
+EV
Sbjct  121  
FRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEV  180

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            + +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR+MF
Sbjct  181  
ILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMF  240

Query  636  QKV  638
             K+
Sbjct  241  NKI  243

>WP_077073062.1 GTP-binding protein [Mailhella massiliensis]
Length=210

 Score = 416 bits (1070),  Expect = 2e-140, Method: Compositional 
matrix adjust.
 Identities = 204/209 (98%), Positives = 206/209 (99%), Gaps = 0/209 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDT
+FLERQRGITIQAAV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTLFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN



Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            NND LLEKYIAGEPIS+EKL REEQRRVQ
Sbjct  181  NNDALLEKYIAGEPISQEKLAREEQRRVQ  209

>AMP54797.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=205

 Score = 416 bits (1068),  Expect = 3e-140, Method: Compositional 
matrix adjust.
 Identities = 204/205 (99%), Positives = 205/205 (100%), Gaps = 
0/205 (0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQ  205
            NND+LLEKYIAGEPISREKLVREEQ
Sbjct  181  NNDELLEKYIAGEPISREKLVREEQ  205

>AMP53491.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]



Length=589

 Score = 428 bits (1100),  Expect = 2e-139, Method: Compositional 
matrix adjust.
 Identities = 230/581 (40%), Positives = 345/581 (59%), Gaps = 9/581 
(2%)

Query  36   
VEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGA  95
            V+ G T TD+M +E++RGIT++A+ TS  W+  K NI+DTPGHMDF+AEV R+  
+LDGA
Sbjct  2    
VDNGDTITDSMDIEKRRGITVRASTTSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGA  61

Query  96   
ILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK  155
            +L++SAK+G+QAQT++LF  L+K+ IPT+IFINKID+AGV+L+ +   ++  LS D
++  
Sbjct  62   
VLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFM  121

Query  156  QTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS  212
            QTV   S+ P +  +     E  + V  ++D +LE+Y+A   IS           V  
A 
Sbjct  122  QTVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDDILERYLADSEISPADYWNTIIALVAKAK  180

Query  213  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  272
            ++PV +GSA   +GI  L+DA++    P     S  L   ++K+E+   G +R +L
++  
Sbjct  181  VYPVLHGSAMFNIGINELLDAISSFILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIID  239

Query  273  GTLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDP  330
            G+LRLRD V +   EK +KI  ++   +G  +  D     +I I+   +  R+ D 
LG  
Sbjct  240  
GSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAK  299

Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
              L +    + P   L++++ P    +R +++ AL  L   DP L   ++S + E+ 
+S 
Sbjct  300  PCLIQGLSHQHP--
ALKSSVRPNKPEERSKVISALNTLWIEDPSLSFSINSYSDELEISL  357

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
             G  Q E++  LL E++ ++    E   IY ERP+K  +  I IEVPPNP+WA
+IGL++ 
Sbjct  358  



YGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLE  417

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            PL LG+G+Q ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ F    
YYSPV
Sbjct  418  
PLPLGAGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPV  477

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            STPADFR L P V   AL++SG  +LEP L F L  PQ   S+A  D  K  + IE    
Sbjct  478  
STPADFRQLTPYVFRLALQQSGVDILEPMLCFELQIPQVASSKAITDLQKLMSEIEDISC  537

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +     G++P    + Y ++++ YT G  + + +  GYQ
Sbjct  538  NNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMVKPCGYQ  578

>AMP57964.1 elongation factor Tu GTP binding domain protein 
[uncultured bacterium]
Length=256

 Score = 415 bits (1067),  Expect = 3e-139, Method: Compositional 
matrix adjust.
 Identities = 207/215 (96%), Positives = 209/215 (97%), Gaps = 0/215 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTM 
LERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMLLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW 
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWRRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIFINKIDQAGVDLQ 
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQGVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            NND+LLEKYIAGEPISREKL REEQ+RVQDAS  P
Sbjct  181  NNDELLEKYIAGEPISREKLAREEQQRVQDASPVP  215



>CMV03996.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CIV75952.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=244

 Score = 414 bits (1065),  Expect = 3e-139, Method: Compositional 
matrix adjust.
 Identities = 189/243 (78%), Positives = 213/243 (88%), Gaps = 0/243 
(0%)

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV  ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL LG
Sbjct  1    
MEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLG  60

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPAD
Sbjct  61   
SGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPAD  120

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   Q+K 
+EV
Sbjct  121  
FRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEV  180

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            + +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR
+DKVR+MF
Sbjct  181  
ILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMF  240

Query  636  QKV  638
             K+
Sbjct  241  NKI  243

>GAK48696.1 putative tetracycline resistance protein tetM, partial 
[Lactobacillus 
oryzae JCM 18671]
Length=321

 Score = 415 bits (1066),  Expect = 4e-138, Method: Compositional 
matrix adjust.
 Identities = 202/319 (63%), Positives = 248/319 (78%), Gaps = 0/319 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
G
Sbjct  241  
STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSING  300

Query  301  EIVRTDTAYPGEIVILPSD  319
            E+ + D AY GEIVIL ++
Sbjct  301  ELCKIDRAYSGEIVILQNE  319

>WP_093550044.1 GTP-binding protein [Streptomyces sp. DvalAA-43]
 SCE56663.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. DvalAA-43]
Length=653

 Score = 427 bits (1097),  Expect = 4e-138, Method: Compositional 
matrix adjust.
 Identities = 242/651 (37%), Positives = 365/651 (56%), Gaps = 
15/651 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDDGSTRTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAIDDMTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT++ +NK+D++G   +SV++ +  KL+  +I   +V          +P    +     
Sbjct  121  
IPTLLLVNKVDRSGARPESVLRDIAGKLTPAVIAMGSVDAPGGRGTRCTPYTGADPGFTD  180

Query  173  EAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +++D LL+ Y+    P+  ++L  E   +   A + PVY+GSA  G+G+  
L+
Sbjct  181  
RLAELLADHDDALLDVYVENAAPLPYDRLREELAAQTGRALVHPVYFGSAITGVGMDALI  240

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREK  288
            D V  L    G   +  + G+VFKVE    G++  Y+R++SGT+R+RD +      
GR +
Sbjct  241  
DGVRELLPASGGDDTGPVAGTVFKVERGPGGEKTAYVRMFSGTVRVRDRLPFGRGEGRAE  300

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++  + +  +G  VR      G I +L   D +R+ D +G+P   P  RW     
P L 
Sbjct  301  GRVAGIGVFDQGSAVRGAAVGAGRIAMLRGLDGIRIGDPVGEPDAAPPDRWFAP--
PTLE  358

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            + + P   A R  L  AL QLA+ DPL+    D I  E+ +S  G VQ EV+ A L
++++
Sbjct  359  
SVVVPSPPASRGELHAALAQLAEQDPLIDLRQDDIRKEVSVSLYGEVQKEVIQATLADEF  418

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +    +E + + +ERP  + +    I+   NPF A++GL + P  +GSG+ +   
V LG
Sbjct  419  
GIGVTFRETTPMCLERPNGSGAAYEIIDQGGNPFLATVGLRIDPAPVGSGIAHRLEVELG  478

Query  468  



YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +   AV + +   L QG+ GW VTDC +   +  Y+SPVST  DFR+L P
+VL  A
Sbjct  479  
SMPFALMRAVEETVAETLRQGIHGWQVTDCVVTMTHSGYWSPVSTAGDFRNLTPLVLMSA  538

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK +GT + EP   F L  P + +  A     +  A   T+ V     V  GEIPA  
+ 
Sbjct  539  
LKRAGTTVHEPIHRFRLELPADLIGPALPVLARLRAVPGTSAVHGSVGVLEGEIPAARVH  598

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
              +  L   T G  V  +E   Y+A VG P  +PR     L +  ++ + V
Sbjct  599  GLQRQLPGLTRGEGVLESEFDRYRAVVGTPPDRPRTDRDPLHRKEYLLRTV  649

>WP_055742361.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
shackletonii]
 KQL50754.1 tetracycline resistance protein [Bacillus shackletonii]
Length=655

 Score = 427 bits (1097),  Expect = 4e-138, Method: Compositional 
matrix adjust.
 Identities = 243/634 (38%), Positives = 364/634 (57%), Gaps = 
32/634 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGI+AHVDAGKT+LTE +L+ +  I E G V++G T+TDT+ LE++RGITI
+A+V
Sbjct  1    
MNIINIGIVAHVDAGKTSLTERILFETNVIDEIGKVDEGNTQTDTLELEKRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS +VLDGAILVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFMLKYKKVNLIDTPGHADFIAEVERSFSVLDGAILVISAVEGIQAQTKILMSILKKLE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----SLSPEIV---
LEENTDIE  173
            IPT++FINKID+ G    S+++ ++ KL+ +II   TV    +   +IV    E++   
E
Sbjct  121  
IPTILFINKIDRKGAQSASLLEKIKGKLTENIIPLYTVENIGTKEAQIVAKRFEKDFLEE  180

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + V  N+D +LE Y+ GE IS   +    +++V++A L+PV++GSA  G+G+Q 
L++ 



Sbjct  181  
MIEIVAMNDDVMLESYVNGEKISESMVFGALRKQVREAKLYPVFFGSAMTGIGVQELLEG  240

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----  289
            V  +F      G   L G VFK+E    G++  Y+R+YSG+L +RD V +  R+KL    
Sbjct  241  VADMFPANHGGGDTPLSGVVFKIEREPSGEKIAYVRVYSGSLNVRDYVNI-
NRKKLEGEI  299

Query  290  -----KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
                 KI ++++  +G  V++     G+   +    ++R+ DV+G+        W 
+  +
Sbjct  300  ETYSDKIKKLQLFQEGSCVQSQKVVAGDFGKVWGLRNIRIGDVVGE--------
WSDHIV  351

Query  344  ------
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                  P L T I      +  +L  AL  LA+ DPL++   D   HE+ +   G 
VQ E
Sbjct  352  
DIRFVSPQLETRIEAIHKEKSHQLYQALQYLAEEDPLIQVIKDDFHHELYIRLFGEVQKE  411

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            VV   L E+Y LE    E  ++ +E+P         +  P NPF+A+IG  + P  
+GSG
Sbjct  412  
VVENTLKEQYHLEVSFSETRIVCIEKPKGTGLAYEIMGAPGNPFYATIGFRIEPGKIGSG  471

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            V Y+  V LG L  SF  A+ D +   L+QGL+GW VTD  I   +  Y SPV+T 
ADFR
Sbjct  472  
VTYQLEVELGSLPLSFHKAIEDTVYEVLQQGLYGWEVTDIVITLTHSGYASPVTTAADFR  531

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            +L P+VL +AL+ +GT + EP   F L  P   +S A        A  E     ++  
+ 
Sbjct  532  
NLVPLVLMEALQNAGTNVYEPMNEFELTVPVGSISTAMFKLSALQAEFEEPIASEEMFIL  591

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             G +P      ++  L  +T G  + +T+  GY+
Sbjct  592  KGTLPMAVTDKFKRGLNSFTEGEGIFMTKPFGYK  625

>KID49811.1 tetracycline resistance protein tetQ [Fusobacterium 
necrophorum 
subsp. funduliforme B35]
Length=561



 Score = 424 bits (1089),  Expect = 5e-138, Method: Compositional 
matrix adjust.
 Identities = 217/564 (38%), Positives = 349/564 (62%), Gaps = 
24/564 (4%)

Query  91   
VLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA  150
            +LDGAILVISAK+G+Q QT+++F+ L K+NIPT+IF+NKID+ GV L  +   ++
+KL++
Sbjct  1    
MLDGAILVISAKEGIQVQTKVIFNTLVKLNIPTLIFVNKIDRKGVCLDEIYTQIQEKLTS  60

Query  151  DIIIKQTVSLSPEIVLE-----ENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVRE  203
            ++ I Q+V +  +   E     ++  I++   + +++ ND L EKYI G+ I+ ++    
Sbjct  61   
NLAIMQSVKIKDKGDFELTNVRDDKVIQSQIIEKLLDINDYLAEKYINGDVIAEKEYNDV  120

Query  204  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  263
                + + +L+PV++GSA K +GI  L+ A+T             L   V+K++  
+  +
Sbjct  121  
FLDEINNCNLYPVFHGSALKNIGIDELLFAITKYLPTKSYNTEDLLSAYVYKIDRDEKSR  180

Query  264  RRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSV  321
            +  +LR++SG +R R  V + G E+  KI  +     GEIV+ D    G+I I+ + 
+S+
Sbjct  181  
KMTFLRVFSGNIRTRQDVYINGTEETFKIKSLESIMNGEIVKVDQVNSGDIAIISNANSL  240

Query  322  RLNDVLGDPTRLPRKRWR-----
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            ++ D +G       K++      +   P LR +I P   ++R +L++AL +L + 
DP L 
Sbjct  241  KIGDYIG-------
KKYDGILDIKIAQPALRASIKPCDLSKRSKLIEALFELTEEDPFLD  293

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
            CE++  T EIIL   G +Q+EV+ +LL  +YK++    E   IY ERP + +   
IHIEV
Sbjct  294  
CEINGDTGEIILKLFGNIQMEVIESLLKSRYKIDARFGELKTIYKERPKRNSKAVIHIEV  353

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
            PPNP+WASIGLS+ PL +GSG+ Y++ VS GYLN SFQNAV+D +    ++GL+GW 
VTD
Sbjct  354  
PPNPYWASIGLSIEPLPIGSGLLYKTEVSYGYLNNSFQNAVKDAVEKACKEGLYGWEVTD  413

Query  497  



CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
             K+ F+YGLYYSPVSTP+DFR+L P V  +AL+++GT++LEPYL + +  P ++  
R   
Sbjct  414  
LKVTFDYGLYYSPVSTPSDFRNLTPYVFWEALRKAGTEILEPYLKYTVQVPNDFCGRVMS  473

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            D  K  A+IE    K +E   +G+IP    ++Y+++L  Y+NG+ + +TE  GY     
+
Sbjct  474  
DLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQSELLSYSNGKGIFITEPYGYDIYNDK  533

Query  617  PVIQP---RRPNSRLDKVRHMFQK  637
            P+I        +S  + +R++FQK
Sbjct  534  PIINDIGNDNNDSNKEGLRYLFQK  557

>WP_072665882.1 hypothetical protein, partial [Escherichia coli]
Length=240

 Score = 410 bits (1055),  Expect = 1e-137, Method: Compositional 
matrix adjust.
 Identities = 187/239 (78%), Positives = 211/239 (88%), Gaps = 0/239 
(0%)

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL 
LGSG+Q
Sbjct  1    
SALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQ  60

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  61   
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  120

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            APIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAP YCA I   Q+K +EV
+ +G
Sbjct  121  
APIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPNYCANIVDTQLKNNEVILSG  180

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            EIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF 
K+
Sbjct  181  
EIPARCIQVYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  239



>WP_093258249.1 GTP-binding protein [Thermostaphylospora chromogena]
 SDQ60343.1 ribosomal protection tetracycline resistance protein 
[Thermostaphylospora 
chromogena]
Length=641

 Score = 424 bits (1091),  Expect = 3e-137, Method: Compositional 
matrix adjust.
 Identities = 256/650 (39%), Positives = 365/650 (56%), Gaps = 
28/650 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I EPGSV+ G TRTDT+ LER+RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHTAGVIDEPGSVDAGNTRTDTLELERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+ AVLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFPIDGVTVNLIDTPGHPDFIAEVERAFAVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT+IF+NKID+ G D + V+  +  KL+  I+ + + V+        E  DIE  
D + 
Sbjct  121  IPTLIFVNKIDRRGADPERVLDEIAAKLTRSIVPMGRVVAPGTAKAAFETGDIEP-
DVLA  179

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E++D LL  Y+AG P+SR +L R   R+ + A + PVY+GSA  G G+  L   +  
L  
Sbjct  180  
EHDDALLAAYVAGVPLSRGRLRRALTRQSRRALVHPVYFGSALTGAGVAELTCGIARLLP  239

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                     L G+VFK+E      +  Y+RL+SGTLR+RD +A    +  ++T + 
+   
Sbjct  240  AAAGDADGPLSGTVFKIERGRSDGKIAYVRLFSGTLRVRDRLA----
DDARVTSISVFRD  295

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G  VR+D    G+I  +    + R+ D LG+P    R   R  P P L T + P  
AA R
Sbjct  296  GSAVRSDRLVAGQIGRIGGLANARIGDHLGEPP-ANRGETRFAP-
PTLETVVEPVRAADR  353



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALTQLA+ DPL+  ++     E+ +S  G VQ EV++A L+++Y +    
+E S 
Sbjct  354  GALHAALTQLAEQDPLI--
DLRQGRDELYVSLYGEVQKEVIAATLADEYGVAVTFRESST  411

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y+ERP+   +         NPF A+IGL V P   GSGV Y+  V LG +  +F   
V 
Sbjct  412  
VYIERPVGTGAAVEFNGKGDNPFLATIGLRVDPAPPGSGVGYDLAVELGSMPYAFMKVVE  471

Query  479  DGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVLEQ  526
            D +R  L++GL+GW VTDC+I   +            G   S  ST  DFR L P
+VL +
Sbjct  472  
DTVRETLQEGLYGWRVTDCRITLTHTGYSPKQSAMHAGFDKSISSTGYDFRGLVPLVLME  531

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT++ EP   F    P + L +     P         +V +  V  TG 
IPA  +
Sbjct  532  ALRRAGTRVYEPVYRFHFETPPDTLGQVL---PALAQLRAVPEVTEGGV--
TGLIPAAMV  586

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                  L   T G  V  T    Y+A  G P ++ R  ++ LD+  ++  
Sbjct  587  HRLHQALPTLTRGEGVLDTAFDHYRAVTGPPPVRRRTDHNPLDRKEYLLH  636

>WP_019421067.1 tetracycline resistance ribosomal protection protein 
[Paenibacillus 
sp. OSY-SE]
Length=659

 Score = 424 bits (1090),  Expect = 7e-137, Method: Compositional 
matrix adjust.
 Identities = 239/657 (36%), Positives = 368/657 (56%), Gaps = 
24/657 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGI+AHVDAGKT+LTE LLY +  I E G V+KG T+TD+M LER+RGITI
+A+V
Sbjct  1    
MKTMNIGIVAHVDAGKTSLTERLLYVTNVIDEVGRVDKGNTQTDSMELERRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS +VLDGA+LVISA +G+QAQT+IL   L 
K+ 



Sbjct  61   
VSFFVNDLKVNLIDTPGHADFIAEVERSFSVLDGAVLVISAVEGIQAQTKILMSVLMKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENTDIE  173
            IP ++F+NKID++G     +++S+++KL+ ++I       I    +   E     
+TD +
Sbjct  121  
IPAILFVNKIDRSGAQSDGIMKSIQEKLTVNVIPLYRAENIGTKQAFIVEHCFNNDTDPD  180

Query  174  AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              +  IE    N++ LLE  + GE +S E++     R+++DA L+PV++GSA  G
+G+  
Sbjct  181  
FMERCIELAAWNDEALLESCVNGEQVSEEQVKLALMRQIRDAKLYPVFFGSAMTGIGVSE  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            L+  V  LF P+ E   AA L G VFK+E    G++  Y+R++SG +  R+ V ++ 
+ K
Sbjct  241  LLAGVAELF-
PVNEAREAAPLSGVVFKMEKEPSGEKIAYVRIFSGRMSAREYVNISRKNK  299

Query  289  --------LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
                     KI ++ + S+G+ + + T   G+   +    ++++ DV+G+  R  + 
+  
Sbjct  300  DGTIETHADKIKKLYLFSEGKSIPSQTVEAGDFCKVWGLKNIKIGDVVGE--
RSDKIKDI  357

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T I      Q  RL  AL +L++ DPL+    D   HEI +   G VQ 
EV+
Sbjct  358  
HFASPQLETRIEAMQNEQEHRLFQALVELSEEDPLIEVLKDDFHHEIYIRLFGEVQKEVI  417

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY+++    E  ++ +E+P         +    NPF+A++G  V P   
GSGV 
Sbjct  418  
ETTLKEKYRVDVSFSETRIVCIEKPKGTGQAAEVMGAAENPFYATVGFQVEPGVTGSGVT  477

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L QGL+GW VTD  +   +  Y SPV+   
DFR L
Sbjct  478  
YRLGVELGSLPLAFHKAIEDTVCATLAQGLYGWEVTDIVVTLTHSGYCSPVTVAGDFRKL  537

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579



             P+VL +AL ++GT + EP   F L  P+  +S+A H      A        KD  
+ TG
Sbjct  538  
TPLVLMEALSQAGTDVYEPINEFELSVPEHAISKAMHKLSGLKAIFREPLHHKDTFLLTG  597

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G    +    G++   G+   + R   + L++  +M  
Sbjct  598  
TLPVAVTEDFKRSLHSFTEGEGFFMANPYGFEKIEGEYPTRKRADYNPLNRKEYMLH  654

>AMP50402.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=276

 Score = 409 bits (1051),  Expect = 1e-136, Method: Compositional 
matrix adjust.
 Identities = 193/276 (70%), Positives = 233/276 (84%), Gaps = 0/276 
(0%)

Query  279  
DTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW  338
            D++ ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP
+++ 
Sbjct  1    
DSLRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKK  60

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG
+VQ+EV
Sbjct  61   
IENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEV  120

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL 
LGSG+
Sbjct  121  
ISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGM  180

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR 
Sbjct  181  
QYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRM  240

Query  519  LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554
            LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRA
Sbjct  241  LAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRA  276



>WP_089977705.1 GTP-binding protein [Lachnospiraceae bacterium NLAE-
zl-G231]
 SFH43231.1 ribosomal protection tetracycline resistance protein 
[Lachnospiraceae 
bacterium NLAE-zl-G231]
Length=620

 Score = 422 bits (1084),  Expect = 2e-136, Method: Compositional 
matrix adjust.
 Identities = 246/616 (40%), Positives = 361/616 (59%), Gaps = 
10/616 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GI+AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGIMAHVDAGKTTLTESLLYYSGIVKVRGSVDKGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L
+KM +
Sbjct  64   
SFPVGDVKINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-DA  177
            P + FINKID+ G D ++V   +R +L+  ++  Q V  +PE    + +   D  A
+ D 
Sbjct  124  
PVLFFINKIDRPGADYEAVCARIRSQLTKRLLFMQEVVKTPEQDYRIRDYGFDDSAYTDQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++ +++KLL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  
+   
Sbjct  184  
ILLSSEKLLNKYLEGEMAGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGII-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+   G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  
+R 
Sbjct  243  
WLPVRRPGTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRT  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G+ +        +I IL    +++  D LG  T  P K       PML   I 
P   
Sbjct  303  VNRGKQIPAQEVSANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEE  360



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R RLLDAL  LA+ DPLL   +   T EI+    G++Q+E++  LL E++ L 
TV   
Sbjct  361  
EDRYRLLDALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELLWERFGLRTVFSG  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P       I +    N   A IG+ + PL  G+G +YE++VS GY+ 
+SFQN
Sbjct  421  
MKTIGREKPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQN  480

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV++G+   LE+G+    VTD    F    Y S  STPADFR LAP V+++AL++
+G   
Sbjct  481  AVQEGVMKALEEGISN-
EVTDTLAVFADADYDSVTSTPADFRRLAPKVVQKALRQTGVIT  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY+++ L AP     R      K  A++E       E+   GE+P    + ++ 
DL  
Sbjct  540  
LEPYMNYRLIAPAGDEKRIMAKLAKLQASVENVIYSDGEMEVLGEVPFDTAKEFQVDLRS  599

Query  596  YTNGRSVCLTELKGYQ  611
             T+G+ +   E   Y+
Sbjct  600  MTDGKGIFEMEFLEYR  615

>WP_072483911.1 GTP-binding protein [Streptomyces atratus]
 SFX31082.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
atratus]
Length=653

 Score = 422 bits (1086),  Expect = 2e-136, Method: Compositional 
matrix adjust.
 Identities = 249/652 (38%), Positives = 360/652 (55%), Gaps = 
17/652 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   



LR++ 
Sbjct  61   
VSFAVDDTTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT+IF+NK+D+ G   ++V++S+ +KL+  ++   +V                D    
D
Sbjct  121  
IPTLIFVNKVDRGGARGEAVLRSIAEKLTPAVVAMGSVDGPGGRDARCTAYTGADTGFTD  180

Query  177  AVIE----NNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             + E    ++D LL+ Y+    P+   +L +E   +   A + PVY+GSA  G+G+  
L+
Sbjct  181  
RLTELLADHDDALLDAYVENAAPLPYGRLRQELAAQTGRALVHPVYFGSAITGVGVDALI  240

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREK  288
              V  L    G      + G+VFKVE    G+R  Y+R++SGTLR+RD +      
GR +
Sbjct  241  
GGVRELLPASGGDPGGPVSGTVFKVERGQGGERTAYVRMFSGTLRIRDRLPFGRGDGRAE  300

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTR-
LPRKRWREDPLPML  346
             K+T + +  +G  VR      G I  L   D +R+ D +G P R  P + +     
P L
Sbjct  301  
GKVTGISVFDRGSAVRRAEVGAGRIAKLRGLDGIRVGDPVGAPDRAAPSRSFAP---PTL  357

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + + P   A R  L  AL QLA+ DPL+    D +  E+ +S  G VQ EV+ A 
L++ 
Sbjct  358  
ESVVVPCPPASRGELHFALAQLAEQDPLINLRQDDVRKEVSVSLYGEVQKEVIQATLADG  417

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +    +E   I +ERP  + +    I+   NPF A+IGL V P  +GSG+ Y   
V L
Sbjct  418  
FGIGVTFRETKTICLERPNGSGAAYEIIDQNGNPFLATIGLRVDPAPVGSGIAYRLAVEL  477

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  S   AV + +   L QG+ GW VTDC +   +  Y+SP+ST  DFR+L P
+VL  
Sbjct  478  
GSMPFSLMRAVEETVTETLRQGIHGWQVTDCVVTMTHSGYWSPLSTAGDFRNLTPLVLMS  537

Query  527  



ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++GT + EP   F L  P + L           A   T  V     V  G 
IPA  +
Sbjct  538  
ALKQAGTTVHEPTHRFRLEFPADLLGPLLPVLAHLGAVPGTPAVHGSACVLEGGIPAARV  597

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
               +  L   T G  V  +E   Y+A VG P  +PR     L++  ++ + V
Sbjct  598  HELQQQLPALTRGEGVLESEFDSYRAVVGTPPDRPRTDRDPLNRKEYLLRTV  
649

>APO29855.1 Elongation factor G, domain IV [uncultured bacterium]
Length=244

 Score = 407 bits (1047),  Expect = 2e-136, Method: Compositional 
matrix adjust.
 Identities = 182/243 (75%), Positives = 213/243 (88%), Gaps = 0/243 
(0%)

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV+ A+L EKY +E  +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ 
PL +G
Sbjct  1    
MEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIG  60

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTDCKICFEYGLYYSPVSTPAD
Sbjct  61   
SGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPAD  120

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L+PIVLEQALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K 
DEV
Sbjct  121  
FRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEV  180

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            +  GEIPARCIQ YR DL ++TNG+ VCLTELKGYQ A+G+ + QPRRPNSR
+DKVRHMF
Sbjct  181  
ILKGEIPARCIQEYRNDLTYFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMF  240

Query  636  QKV  638
             K+
Sbjct  241  HKL  243



>WP_071699236.1 GTP-binding protein [Eisenbergiella tayi]
 OIZ64455.1 hypothetical protein BLA28_14120 [Eisenbergiella tayi]
Length=620

 Score = 421 bits (1083),  Expect = 2e-136, Method: Compositional 
matrix adjust.
 Identities = 246/616 (40%), Positives = 360/616 (58%), Gaps = 
10/616 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GI+AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGIMAHVDAGKTTLTESLLYYSGIVKVRGSVDKGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L
+KM +
Sbjct  64   
SFPVGDVKINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-DA  177
            P + FINKID+ G D ++V   +R +L+  ++  Q V  +PE    + +   D  A
+ D 
Sbjct  124  
PVLFFINKIDRPGADYEAVCARIRSQLTKRLLFMQEVVKTPEQDYRIRDYGFDDSAYTDQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++ +++KLL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  
V   
Sbjct  184  
ILLSSEKLLNKYLEGEMAGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGVI-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+   G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  
+R 
Sbjct  243  
WLPVRRPGTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRT  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G+ +        +I IL    +++  D LG  T  P K       PML   I 
P   
Sbjct  303  VNRGKQIPAQEVSANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEE  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R RLLDAL  LA+ DPLL   +   T EI+    G++Q+E++  L  E++ L 



TV   
Sbjct  361  
EDRYRLLDALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELFWERFGLRTVFSG  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P       I +    N   A IG+ + PL  G+G +YE++VS GY+ 
+SFQN
Sbjct  421  
MKTIGREKPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQN  480

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV++G+   LE+G+    VTD    F    Y S  STPADFR LAP V+++AL++
+G   
Sbjct  481  AVQEGVMKALEEGISN-
EVTDTLAVFADADYDSVTSTPADFRRLAPKVVQKALRQTGVIT  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY+++ L AP     R      K  A++E       E+   GE+P    + ++ 
DL  
Sbjct  540  
LEPYMNYRLIAPAGDEKRIMAKLAKLQASVENVIYSDGEMEVLGEVPFDTAKEFQVDLRS  599

Query  596  YTNGRSVCLTELKGYQ  611
             T+G+ +   E   Y+
Sbjct  600  MTDGKGIFEMEFLEYR  615

>AMP55028.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=200

 Score = 405 bits (1042),  Expect = 3e-136, Method: Compositional 
matrix adjust.
 Identities = 199/200 (99%), Positives = 200/200 (100%), Gaps = 
0/200 (0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180

Query  181  NNDKLLEKYIAGEPISREKL  200
            NND+LLEKYIAGEPISREKL
Sbjct  181  NNDELLEKYIAGEPISREKL  200

>WP_009250390.1 MULTISPECIES: GTP-binding protein [Clostridiales]
 EGN31956.1 small GTP-binding protein domain protein 
[Lachnospiraceae bacterium 
3_1_57FAA_CT1]
Length=620

 Score = 421 bits (1082),  Expect = 4e-136, Method: Compositional 
matrix adjust.
 Identities = 246/616 (40%), Positives = 360/616 (58%), Gaps = 
10/616 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GI+AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGIMAHVDAGKTTLTESLLYYSGIVKIRGSVDKGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L
+KM +
Sbjct  64   
SFPVGDVKINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-DA  177
            P + FINKID+ G D ++V   +R +L+  ++  Q V  +PE    + +   D  A
+ D 
Sbjct  124  
PVLFFINKIDRPGADYEAVCVQIRSQLTKRLLFMQEVVKTPEQDYRIRDYGFDDSAYTDQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++ +++KLL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  
+   
Sbjct  184  
ILLSSEKLLNKYLEGEMTGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGII-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+   G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  



+R 
Sbjct  243  
WLPVRRPGTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRT  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G+ +        +I IL    +++  D LG  T  P K       PML   I 
P   
Sbjct  303  VNRGKQIPAQEVSANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEE  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R RLLDAL  LA+ DPLL   +   T EI+    G++Q+E++  LL E++ L 
TV   
Sbjct  361  
EDRYRLLDALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELLWERFGLRTVFSG  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P       I +    N   A IG+ + PL  G+G +YE++VS GY+ 
+SFQN
Sbjct  421  
MKTIGREKPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQN  480

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV++G+   LE+G+    VTD    F    Y S  STPADFR LAP V+++AL++
+G   
Sbjct  481  AVQEGVMKALEEGISN-
EVTDTLAVFADADYDSVTSTPADFRRLAPKVVQKALRQTGVIT  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY+ + L AP     R      K  A++E       E+   GE+P    + ++ 
DL  
Sbjct  540  
LEPYMDYRLIAPAGDEKRIMAKLAKLQASVENVIYSDGEMEVLGEVPFDTAKEFQVDLRS  599

Query  596  YTNGRSVCLTELKGYQ  611
             T+G+ +   E   Y+
Sbjct  600  MTDGKGIFEMEFLEYR  615

>WP_069431425.1 GTP-binding protein [Eisenbergiella tayi]
 ODR53476.1 hypothetical protein BEI59_07220 [Eisenbergiella tayi]
Length=620

 Score = 421 bits (1081),  Expect = 5e-136, Method: Compositional 
matrix adjust.
 Identities = 245/616 (40%), Positives = 361/616 (59%), Gaps = 
10/616 (2%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GI+AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGIMAHVDAGKTTLTESLLYYSGIVKVRGSVDKGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L
+KM +
Sbjct  64   
SFPVGDVKINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-DA  177
            P + FINKID+ G D ++V   +R +L+  ++  Q V  +PE    + +   D  A
+ D 
Sbjct  124  
PVLFFINKIDRPGADYEAVCAQIRSQLTKRLLFMQEVVKTPEQDYRIRDYGFDDSAYTDQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++ +++KLL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  
+   
Sbjct  184  
ILLSSEKLLNKYLEGEMAGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGII-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+   G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  
+R 
Sbjct  243  
WLPVRRPGTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRT  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G+ +        +I IL    +++  D LG  T  P K       PML   I 
P   
Sbjct  303  VNRGKQIPAQEVCANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEE  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R RLLDAL  LA+ DPLL   +   T EI+    G++Q+E++  LL E++ L 
TV   
Sbjct  361  
EDRYRLLDALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELLWERFGLRTVFSG  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P       I +    N   A IG+ + PL  G+G +YE++VS GY+ 
+SFQN
Sbjct  421  
MKTIGREKPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQN  480



Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV++G+   LE+G+    VTD    F    Y S  STPADFR LAP V+++AL++
+G   
Sbjct  481  AVQEGVMKALEEGISN-
EVTDTLAVFADADYDSVTSTPADFRRLAPKVVQKALRQTGVIT  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP++++ L AP     R      K  A++E       E+   GE+P    + ++ 
DL  
Sbjct  540  
LEPFMNYRLIAPAGDEKRIMAKLAKLQASVENVIYSDGEMEVLGEVPFDTAKEFQVDLRS  599

Query  596  YTNGRSVCLTELKGYQ  611
             T+G+ +   E   Y+
Sbjct  600  MTDGKGIFEMEFLEYR  615

>WP_069430568.1 GTP-binding protein [Eisenbergiella tayi]
 ODR33189.1 hypothetical protein BEI60_26540 [Eisenbergiella tayi]
Length=620

 Score = 419 bits (1078),  Expect = 1e-135, Method: Compositional 
matrix adjust.
 Identities = 245/616 (40%), Positives = 359/616 (58%), Gaps = 
10/616 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GI+AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGIMAHVDAGKTTLTESLLYYSGIVKVRGSVDKGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L
+KM +
Sbjct  64   
SFPVGDVKINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-DA  177
            P + FINKID+ G D ++V   +R +L+  ++  Q V  +P+    + +   D  A
+ D 
Sbjct  124  
PVLFFINKIDRPGADYEAVCAQIRSQLTKRLLFMQEVVKTPQQDYRIRDYGFDDSAYTDQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++ +++KLL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  
V   



Sbjct  184  
ILLSSEKLLNKYLEGEMAGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGVI-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+   G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  
+R 
Sbjct  243  
WLPVRRPGTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRT  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G+ +        +I IL    +++  D LG  T  P K       PML   I 
P   
Sbjct  303  VKRGKQIPAQEVSANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEE  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R RLLDAL  LA+ DPLL   +   T EI+    G++Q+E++  L  E++ L 
TV   
Sbjct  361  
EDRYRLLDALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELFWERFGLRTVFSG  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P       I +    N   A IG+ + PL  G+G +YE++VS GY+ 
+SFQN
Sbjct  421  
MKTIGREKPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQN  480

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV++G+   LE+G+    VTD    F    Y S  STPADFR LAP V+++AL++
+G   
Sbjct  481  AVQEGVMKALEEGISN-
EVTDTLAVFADADYDSVTSTPADFRRLAPKVVQKALRQTGVIT  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY+++ L AP     R      K  A++E       E+   GE+P    + ++ 
DL  
Sbjct  540  
LEPYMNYRLIAPAGDEKRIMAKLAKLQASVENVIYSDGEMEVLGEVPFDTAKEFQVDLRS  599

Query  596  YTNGRSVCLTELKGYQ  611
             T+G+ +   E   Y+
Sbjct  600  MTDGKGIFEMEFLEYR  615

>WP_021639419.1 GTP-binding protein [Clostridium sp. KLE 1755]
 ERI66304.1 putative translation elongation factor G [Clostridium 
sp. KLE 
1755]



Length=623

 Score = 419 bits (1078),  Expect = 1e-135, Method: Compositional 
matrix adjust.
 Identities = 238/616 (39%), Positives = 367/616 (60%), Gaps = 
10/616 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKTTLTESLLY SG I   GSV++GTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGILAHVDAGKTTLTESLLYHSGIIKSRGSVDRGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV RSL  LDG +LVISA++GVQ QTRILFH L
+KM +
Sbjct  64   
SFPIGDVKINLIDTPGHVDFIGEVERSLRALDGVVLVISAREGVQPQTRILFHQLKKMKM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE----
IVLEENTDIEAWDA  177
            P ++FINK D+ G D ++V+  +R +LS  II  Q V  +P+    I   +  D    
+ 
Sbjct  124  
PVILFINKTDRVGADYEAVLAQIRTQLSTRIIQMQEVKRTPQQDYTIREYDWADTVYTEQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +I  ++KLLEKY+ G+ +  E+L    + RV     +PVY GSA K LG++ LM  
+   
Sbjct  184  
IIMCSEKLLEKYLDGQKVEAEELEACLRFRVGKGRQYPVYAGSALKDLGMEQLMRGIV-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+ +  ++ L   ++KVE+ +CG ++V+ R++SGT+  +D V+ AG ++ + I  
+  
Sbjct  243  
WLPVRKPENSRLSAYIYKVEHDECGHKKVFFRVFSGTISQKDRVSAAGADQEITINNLMT  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             S+G ++        +I IL    ++  +  +G+      K       PML   
+AP  A
Sbjct  303  VSRGRLIPAVKVGVNDIGILTDIPALSCSGFIGEAC--
GGKNMGRLMEPMLCVNVAPAEA  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R RLLDAL  L + DPLL+  V   T EI++   G++Q+E++   L+E++ ++     
Sbjct  361  
GDRYRLLDALNVLTEEDPLLKVRVSEQTGEILMDLFGKLQIEILRDTLAERFGVKAEFSG  420



Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P+ AA   I +    N   A IG+ + PL  G G +YE++VS G++ 
+SFQN
Sbjct  421  
MKTICREKPVSAACAEIRMGEKRNLHRAGIGIRMEPLEAGEGNRYETQVSFGFIEKSFQN  480

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AVR+G+   LE+GL  + V D +I F    Y S  STPAD+R LAP+V+ +AL++
+G   
Sbjct  481  AVREGVWKALEEGL-
EYAVADTRIVFVDADYDSVTSTPADYRRLAPLVVRKALQQAGVIK  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +S+ L+AP     R         A+I+      DE+  +G++P    + ++ 
+L  
Sbjct  540  
LEPVMSYRLFAPSGCEKRLMGRLANMQASIDDVGYNGDELEVSGQVPFDTAKEFQVELKS  599

Query  596  YTNGRSVCLTELKGYQ  611
             T G  +   E   Y+
Sbjct  600  MTGGMGIFEMEFLEYR  615

>WP_069158534.1 GTP-binding protein [Eisenbergiella tayi]
 ODM10366.1 Tetracycline resistance protein TetO [Eisenbergiella 
tayi]
Length=620

 Score = 419 bits (1078),  Expect = 1e-135, Method: Compositional 
matrix adjust.
 Identities = 245/616 (40%), Positives = 360/616 (58%), Gaps = 
10/616 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GI+AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGIMAHVDAGKTTLTESLLYYSGIVKVRGSVDKGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L
+KM +
Sbjct  64   
SFPVGDVKINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-DA  177
            P + FINKID+ G D ++V   +R +L+  ++  Q V  +P+    + +   D  A



+ D 
Sbjct  124  
PVLFFINKIDRLGADYEAVCARIRSQLTKRLLFMQEVVKTPQQDYRIRDYGFDDSAYTDQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++ +++KLL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  
V   
Sbjct  184  
ILLSSEKLLNKYLEGEMAGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGVI-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+   G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  
+R 
Sbjct  243  
WLPVRRPGTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRT  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G+ +        +I IL    +++  D LG  T  P K       PML   I 
P   
Sbjct  303  VNRGKQIPAQEVSANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEE  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R RLLDAL  LA+ DPLL   +   T EI+    G++Q+E++  L  E++ L 
TV   
Sbjct  361  
EDRYRLLDALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELFWERFGLRTVFSG  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P       I +    N   A IG+ + PL  G+G +YE++VS GY+ 
+SFQN
Sbjct  421  
MKTIGREKPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQN  480

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV++G+   LE+G+    VTD    F    Y S  STPADFR LAP V+++AL++
+G   
Sbjct  481  AVQEGVMKALEEGISN-
EVTDTLAVFADADYDSVTSTPADFRRLAPKVVQKALRQTGVIT  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY+++ L AP     R      K  A++E       E+   GE+P    + ++ 
DL  
Sbjct  540  
LEPYMNYRLIAPAGDEKRIMAKLAKLQASVENVIYSDGEMEVLGEVPFDTAKEFQVDLRS  599

Query  596  YTNGRSVCLTELKGYQ  611



             T+G+ +   E   Y+
Sbjct  600  MTDGKGIFEMEFLEYR  615

>WP_102286891.1 GTP-binding protein [Eisenbergiella massiliensis]
Length=623

 Score = 419 bits (1077),  Expect = 2e-135, Method: Compositional 
matrix adjust.
 Identities = 240/618 (39%), Positives = 367/618 (59%), Gaps = 
14/618 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKTTLTESLLY SG I   GSV++GTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGILAHVDAGKTTLTESLLYHSGIIKSRGSVDRGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV RSL  LDG +LVISA++GVQ QTRILFH L
+KM +
Sbjct  64   
SFPIGDVKINLIDTPGHVDFIGEVERSLRALDGVVLVISAREGVQPQTRILFHQLKKMKM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE----
IVLEENTDIEAWDA  177
            P ++FINK D+ G D ++V+  +R +LS  II  Q V  +P+    I   +  D    
+ 
Sbjct  124  
PVILFINKTDRVGADYEAVLAQIRTQLSTRIIQMQEVKRTPQQDYTIREYDWADTVYTEQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +I  ++KLLEKY+ G  +  E+L    + RV     +PVY GSA K LGI+ LM  
+   
Sbjct  184  
IIMCSEKLLEKYLDGRKVETEELEACLRFRVGKGRQYPVYAGSALKDLGIEQLMRGIV-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+ +  ++ L   ++KVE+ +CG ++V+ R++SGT+  +D V+ AG ++ + I  
+  
Sbjct  243  
WLPVRKPENSRLSAYIYKVEHDECGHKKVFFRVFSGTISQKDRVSAAGADQEITINNLMT  302

Query  297  PSKGE---
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             S+G    +V+      G +  +P+ S   +  +G+      K       PML   
+AP 
Sbjct  303  VSRGRQIPVVKVGVNDIGILTDIPALSC--SGFIGEAC--
GGKNMGRLMEPMLCVNVAPA  358



Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
             A  R RLLDAL  L + DPLL+  V   T EI++   G++Q+E++   L+E++ +
+   
Sbjct  359  
EAGDRYRLLDALNVLTEEDPLLKVRVSEQTGEILMDLFGKLQIEILRDTLAERFGVKAEF  418

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                 I  E+P+ AA   I +    N   A IG+ + PL  G G +YE++VS G++ 
+SF
Sbjct  419  
SGMKTICREKPVSAACAEIRMGEKRNLHRAGIGIRMEPLEAGEGNRYETQVSFGFIEKSF  478

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAVR+G+   LE+GL  + V D +I F    Y S  STPAD+R LAP+V+ +AL+
++G 
Sbjct  479  QNAVREGVWKALEEGL-
EYAVADTRIVFVDADYDSVTSTPADYRRLAPLVVRKALRQAGV  537

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
              LEP +S+ L+AP     R         A+I+      DE+  +G++P    + +
+ +L
Sbjct  538  
IKLEPVMSYRLFAPSGCEKRLMGRLANMQASIDDVGYNGDELEVSGQVPFDTAKEFQVEL  597

Query  594  AFYTNGRSVCLTELKGYQ  611
               T G  +   E   Y+
Sbjct  598  KSMTGGMGIFEMEFLEYR  615

>WP_016131565.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 EOP72634.1 small GTP-binding protein domain protein [Bacillus 
cereus VDM006]
Length=654

 Score = 420 bits (1079),  Expect = 3e-135, Method: Compositional 
matrix adjust.
 Identities = 231/626 (37%), Positives = 358/626 (57%), Gaps = 
19/626 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +G I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETGVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF  +  KVN++DTPGH+DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHVDFIAEVERSFGVLDGAILVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G     V+Q +RD L+  ++    +K   +    I+  + +  
E  +
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIRDMLTNQVLPLYTVKNEGTKDAYILQNKVSADEYIE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +  +N+ LLE Y+ GE +    L  E   ++Q A+++P+++GSA  G+GI  L++
+++ 
Sbjct  181  
LLAAHNESLLESYVNGEVLHEATLKNELLDQIQHANVYPIFFGSAVTGIGITELLESISV  240

Query  237  LF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------  287
            +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++       
Sbjct  241  
MIPQNVCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLKTLS  300

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWREDPLP  344
             K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    + E   
P
Sbjct  301  
HKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE---P  357

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ EV+   
L 
Sbjct  358  
QMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIETTLQ  417

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG  Y   
V
Sbjct  418  
EKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGTTYNLEV  477

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR L 
P+VL
Sbjct  478  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTPLVL  537

Query  525  



EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++GT + EP   F L  P   +S A +      AT +   +  +    TG 
+P  
Sbjct  538  
MDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTLPMA  597

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
              + ++  L  +T G  V +T   GY
Sbjct  598  KTENFKRGLHSFTEGEGVFITRPCGY  623

>WP_069154626.1 GTP-binding protein [Eisenbergiella tayi]
 ODM04497.1 Tetracycline resistance protein TetO [Eisenbergiella 
tayi]
Length=620

 Score = 419 bits (1076),  Expect = 3e-135, Method: Compositional 
matrix adjust.
 Identities = 245/616 (40%), Positives = 359/616 (58%), Gaps = 
10/616 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GI+AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGIMAHVDAGKTTLTESLLYYSGIVKVRGSVDKGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L
+KM +
Sbjct  64   
SFPVGDVKINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-DA  177
            P + FINKID+ G D ++V   +R +L+  ++  Q V  +P+    + +   D  A
+ D 
Sbjct  124  
PVLFFINKIDRLGADYEAVCAQIRSQLTKRLLFMQEVVKTPQQDYRIRDYGFDDSAYTDQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++ +++KLL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  
V   
Sbjct  184  
ILLSSEKLLNKYLEGEMAGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGVI-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+   G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  
+R 
Sbjct  243  



WLPVRRPGTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRN  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G+ +        +I IL    +++  D LG  T  P K       PML   I 
P   
Sbjct  303  VKRGKQIPAQEVSANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEE  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R RLLDAL  LA+ DPLL   +   T EI+    G++Q+E++  L  E++ L 
TV   
Sbjct  361  
EDRYRLLDALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELFWERFGLRTVFSG  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P       I +    N   A IG+ + PL  G+G +YE++VS GY+ 
+SFQN
Sbjct  421  
MKTIGREKPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQN  480

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV++G+   LE+G+    VTD    F    Y S  STPADFR LAP V+++AL++
+G   
Sbjct  481  AVQEGVMKALEEGISN-
EVTDTLAVFADADYDSVTSTPADFRRLAPKVVQKALRQTGVIT  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY+++ L AP     R      K  A++E       E+   GE+P    + ++ 
DL  
Sbjct  540  
LEPYMNYRLIAPAGDEKRIMAKLAKLQASVENVIYSDGEMEVLGEVPFDTAKEFQVDLRS  599

Query  596  YTNGRSVCLTELKGYQ  611
             T+G+ +   E   Y+
Sbjct  600  MTDGKGIFEMEFLEYR  615

>WP_073587271.1 GTP-binding protein [Anaerocolumna xylanovorans]
 SHO44370.1 ribosomal protection tetracycline resistance protein 
[Anaerocolumna 
xylanovorans DSM 12503]
Length=617

 Score = 418 bits (1075),  Expect = 4e-135, Method: Compositional 
matrix adjust.
 Identities = 237/615 (39%), Positives = 364/615 (59%), Gaps = 
16/615 (3%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGI+AHVDAGKTT+TE  LY SG  +  G+V+ GTT TD+M LERQRG+TI
++A 
Sbjct  1    
MKKLNIGIMAHVDAGKTTVTEGFLYHSGIKNSMGNVDNGTTTTDSMELERQRGMTIRSAT  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGHMDF+AEV RSL+VLDG ILVISAK+GVQ QTR +FH +
++M 
Sbjct  61   
VSFLIGENKINLIDTPGHMDFIAEVERSLSVLDGVILVISAKEGVQPQTRAIFHKIQQMK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL-------
SPEIVLEENTDIE  173
            IPT++FINKID+ GV+L  V + +  +L+   ++ Q V+        + EI      
+ +
Sbjct  121  
IPTILFINKIDRMGVNLAEVYEQIHQQLTDSYLLMQKVAYQYSLVGQTYEISKRSFNETD  180

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + ++  ++KLLEKY+  E I+ E      + R +   L+PVY+G+A + +GI+ 
LM+A
Sbjct  181  
FSEQIVVQSEKLLEKYMNEETITIEDYENVIRSRNRYGKLYPVYHGAALQNVGIKELMEA  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKLKI  291
            V   F P  ++ S+ L   V+K+ + +   +  + R++SG + LR+ +++   G+E 
+ I
Sbjct  241  VGKWFMPRADK-
SSQLSAYVYKILFDEHHHKLCFTRVFSGEMVLRNHISIEREGQE-MVI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              +    KG +V       G++ V+L    +   D +G+ T+LP     E   P+L
+  +
Sbjct  299  RNLFGLEKGGLVPKAAVEAGDVAVLLDVKELVCGDWMGERTKLPTISQTE---
PLLKVGV  355

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P  AA R  LL+AL  LA  DP L   +D  T EI L   G +Q E++ +LL E+
+ LE
Sbjct  356  
RPIPAANRRELLEALQILAMEDPYLDLNIDEETEEIKLKLFGNLQREILQSLLKERFHLE  415

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                  S +  ++P+   +  + +  P N   A +GL + PL  GSG QYE++VS 
G L 
Sbjct  416  
AEFDSVSTVKKDKPMDQVTCIVPMNSPGNLLRAGVGLILEPLEEGSGFQYETKVSFGDLT  475



Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            +SFQN V++G+  G+ +G+FG  V D ++ F Y  Y S  STPADFR LA  V+ 
+ALK 
Sbjct  476  KSFQNGVKEGVEKGIRKGVFG-
EVVDTRVTFMYFDYDSVTSTPADFRRLAERVVYEALKS  534

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
             GT+ +EP +S+ L APQ Y  +   +  +  A +E  +  + E++  G++     
+ + 
Sbjct  535  
IGTRTMEPVMSYTLTAPQGYEKKIITELVRMNAVMEETKYTQTEMIMKGKVTLEACKDFS  594

Query  591  TDLAFYTNGRSVCLT  605
              L   T GR +  T
Sbjct  595  VILFTLTEGRGIFET  609

>WP_040020662.1 GTP-binding protein [Streptomyces sp. 150FB]
 KIF74000.1 GTP-binding protein [Streptomyces sp. 150FB]
Length=656

 Score = 419 bits (1076),  Expect = 8e-135, Method: Compositional 
matrix adjust.
 Identities = 248/655 (38%), Positives = 352/655 (54%), Gaps = 
19/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+GAI   G V+ GTTRTDT+ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGAIDSIGRVDDGTTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LVISA +GVQAQTR+L   
LR+++
Sbjct  61   
ASFDLDDTTVNLIDTPGHPDFIAEVERVLNVLDGVVLVISAVEGVQAQTRVLMRTLRRLH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT+IF+NK D+ G D + V+  +  KL+  II      +   +P    +     E  
D 
Sbjct  121  
IPTIIFVNKTDRRGADPERVLHDIAGKLTPAIIPMGTAHSARFTPYGPHDTAFATELADR  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +  NND LL  Y+  E     + +REE   + + A + PVY GSA  G G   L+  
+  



Sbjct  181  
LAANNDTLLAAYVDDEATLTYRRLREELADQTRRALIHPVYLGSAVTGAGTDDLITGIRE  240

Query  237  LF-----------
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            L            Q  G+       G+VFK+E    G++  Y+R+++GT+R R+ +    
Sbjct  241  
LLPATEDTARDGGQDDGQDAEVPASGTVFKIERDPAGEKIAYVRMFTGTVRTRERLQYRE  300

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
             ++ KIT +     G          G+I  L     +R+ D +G P   P       
P P
Sbjct  301  
DDEGKITAITTFDHGATTPRTALTAGQIGTLRGLPDIRIGDTVGTPRTTPTDSHHFSP-P  359

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T I P  A  R  L  AL+QL + DPL+    D I  EI +S  G VQ EV+ 
A L+
Sbjct  360  
TLETVITPCRAGDRGALHTALSQLTEQDPLINLRHDEIRQEISVSLYGEVQKEVIQATLA  419

Query  405  EKYKLETVVKEPSVIYMERPL-
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             +Y ++   +E + I +ERP    A+H I I  P NPF A++GL + P   G+G  
+   
Sbjct  420  GEYGIDVTFRETTTICVERPTGTGAAHEI-
IGKPTNPFRATVGLRIDPAPTGAGTTFRLG  478

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  +F  AV D +R  L+QGL GW VTDC +   +  +  P STP DFR+L 
P++
Sbjct  479  
VELGSMPAAFFTAVEDAVRETLQQGLRGWQVTDCTVTMTHSGHKPPPSTPGDFRNLTPLL  538

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+++GT + EP   F L AP + LS       +  A   T   +       
GEIPA
Sbjct  539  
LMEALRQAGTTVYEPMHRFQLDAPADTLSAVLPLLAQLRAVPRTTATQGASYRLEGEIPA  598

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +     +L   T+G  V       Y+   G P  +PR  ++ L++  ++   V
Sbjct  599  AHVHRLGQELPTLTSGEGVLEAAFDHYRPVTGTPPTRPRTDHNPLNRKEYLLHVV  
653

>WP_069409953.1 MULTISPECIES: GTP-binding protein [Lachnospiraceae]
 CUP54404.1 Tetracycline resistance protein tetM [Fusicatenibacter 
sp. 2789STDY5834925]



 ODR42036.1 hypothetical protein BEI62_07950 [Eisenbergiella tayi]
 ODR57357.1 hypothetical protein BEI64_19145 [Eisenbergiella tayi]
 ODR58633.1 hypothetical protein BEI63_09035 [Eisenbergiella tayi]
Length=620

 Score = 417 bits (1071),  Expect = 1e-134, Method: Compositional 
matrix adjust.
 Identities = 244/616 (40%), Positives = 358/616 (58%), Gaps = 
10/616 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GI+AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI
+A+  
Sbjct  4    
RILNLGIMAHVDAGKTTLTESLLYYSGIVKVRGSVDKGTTITDSLELEQKRGMTIKASTV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L
+KM +
Sbjct  64   
SFPVGDVKINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRM  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-DA  177
            P + FINKID+ G D ++V   +R +L+  ++  Q V  +P+    + +   D  A
+ D 
Sbjct  124  
PVLFFINKIDRPGADYEAVCAQIRSQLTKRLLFMQEVVKTPQQDYRIRDYGFDDSAYTDQ  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++ +++KLL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  
V   
Sbjct  184  
ILLSSEKLLNKYLEGEMAGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGVI-R  242

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            + P+   G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  
+R 
Sbjct  243  
WLPVRRPGTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRT  302

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G+ +        +I IL    +++  D LG  T  P K       PML   I 
P   
Sbjct  303  VKRGKQIPAQEVSANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEE  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



              R RLLDAL  LA+ DPLL   +   T EI+    G++Q+E++  L  E++ L 
TV   
Sbjct  361  
EDRYRLLDALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELFWERFGLRTVFSG  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               I  E+P       I +    N   A IG+ + PL  G+G +YE++VS GY+ 
+SFQN
Sbjct  421  
MKTIGREKPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQN  480

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            AV++G+   LE+G+    VTD    F    Y S  STPADFR LAP V+++AL++
+G   
Sbjct  481  AVQEGVMKALEEGISN-
EVTDTLAVFADADYDSVTSTPADFRRLAPKVVQKALRQTGVIT  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY+++ L AP            K  A++E       E+   GE+P    + ++ 
DL  
Sbjct  540  
LEPYMNYRLIAPAGDEKSIMAKLAKLQASVENVIYSDGEMEVLGEVPFDTAKEFQVDLRS  599

Query  596  YTNGRSVCLTELKGYQ  611
             T+G+ +   E   Y+
Sbjct  600  MTDGKGIFEMEFLEYR  615

>EEA80788.1 hypothetical protein CLONEX_03343, partial [Tyzzerella 
nexilis 
DSM 1787]
Length=395

 Score = 406 bits (1044),  Expect = 1e-133, Method: Compositional 
matrix adjust.
 Identities = 198/323 (61%), Positives = 248/323 (77%), Gaps = 0/323 
(0%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +IINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   LERQRGITIQ 
A+T
Sbjct  20   
EIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAIT  79

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ I
Sbjct  80   
SFQWKNTKINIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIGI  139



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE 
Sbjct  140  
PTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIEG  199

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F   
Sbjct  200  
NDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSS  259

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
              +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     
GE
Sbjct  260  
THRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGE  319

Query  302  IVRTDTAYPGEIVILPSDSVRLN  324
            + + D AY GEIVIL ++ +  N
Sbjct  320  LCKIDKAYSGEIVILQNEFLNAN  342

>WP_090666926.1 GTP-binding protein [Paenibacillus tianmuensis]
 SCW34198.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
tianmuensis]
Length=659

 Score = 415 bits (1067),  Expect = 1e-133, Method: Compositional 
matrix adjust.
 Identities = 236/657 (36%), Positives = 362/657 (55%), Gaps = 
24/657 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGILAHVDAGKT+LTE +LY +  I E G V++G T+ DTM +ER+RGITI
+A+V
Sbjct  1    
MHTINIGILAHVDAGKTSLTERILYDTNVIDELGKVDQGNTQMDTMEMERKRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT+ILF  L
+KM 
Sbjct  61   
VSFDLHGLKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKILFSVLKKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL---
SADIIIKQTVSLSPEIVLEENTDIEAWDA  177



            +PT++F+NKID+ G    + ++ +R+KL   +  +   +   +    V+E   D  
A  A
Sbjct  121  
LPTILFVNKIDRMGAQSDTTMEGIREKLIPNAFSLCQVEHAGMKNASVVEHRFDWAANPA  180

Query  178  VIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +E        +++ LLE Y+ GE +  E++     ++V+ A+++PVY+GSA  G
+G+  
Sbjct  181  
FMERCIELASAHDEWLLEAYVNGEAVPEEQVKAAFGKQVRQANIYPVYFGSAMTGVGVSS  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-  287
            L++ V   F P+ E      L G VFK+E    G++  Y+RL+SG+L LR+ V L  
+  
Sbjct  241  LLEGVAQWF-
PVNEHAEGEPLSGVVFKLEKEPSGEKIAYVRLFSGSLSLREQVKLQRKNG  299

Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                     KI ++     GEI+       G++  +   + VR+ DV+G+ + L +    
Sbjct  300  
ESEFEARTCKIKKLHALMNGEIIPAAKVISGDLGKVWGLEDVRIGDVVGEQSHLIKH--F  357

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               +P + + I     ++   L  AL  L++ DPL++   D +  E+ +   G VQ 
EV+
Sbjct  358  
SFAVPQMESRIDAVEPSKDHLLYKALIGLSEEDPLIQVMKDDVHQELYIRIFGEVQKEVI  417

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L E Y LE    E   + +E+P         IE   NPF+A++G  V P   
GS + 
Sbjct  418  
EAALKEHYDLEVRFSETRTVCLEKPEGTGQALEIIEEGDNPFYATVGFKVEPGLPGSRIA  477

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ + +   L+QGL+GW VTD  +   +  Y+SPVS   
DFR L
Sbjct  478  
YRMEVELGSLPLAFHKAIEETVHETLKQGLYGWEVTDIVVTLTHTGYFSPVSAAGDFRKL  537

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL ++GT + EP  +F L  P   +S+A +      A +    +     
+ TG
Sbjct  538  
VPLVLMEALAQAGTHVYEPIHAFELTVPAAMMSKAIYKLSAIQAAVHETAMHNGMCLITG  597

Query  580  



EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             IP    ++++  L  +T+G    L E  GY    G    + R   + L++  ++  
Sbjct  598  
SIPVAATESFKRSLHAFTHGEGFMLVEPAGYVRMHGDVPTRARTDYNPLNRNEYLLH  654

>WP_025846249.1 GTP-binding protein [Paenibacillus ehimensis]
Length=659

 Score = 415 bits (1067),  Expect = 2e-133, Method: Compositional 
matrix adjust.
 Identities = 234/656 (36%), Positives = 358/656 (55%), Gaps = 
22/656 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKT+L E +LY +  I E G V++G T+ D M LER+RGITI
+A+V
Sbjct  1    
MHIINIGILAHVDAGKTSLAERILYDTKVIDELGKVDQGNTQMDAMELERKRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT++LF  L
+KM 
Sbjct  61   
VSFDLHGLKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKVLFSVLKKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------
IKQTVSLSPEIVLEENTD  171
            +PT++F+NK+D+ G    + V+ +R+KL+ +            KQ   +      E 
N D
Sbjct  121  
LPTILFVNKLDRPGAQSDTAVEQIREKLTPNAFPLCQVEYAGTKQASVIDRRFDWETNPD  180

Query  172  I--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  +    ++++LLE Y+ GE ++ E++     R+V+ A++ PVY+GSA  G
+G+  
Sbjct  181  
FMERCIELAAAHDERLLEAYVNGEALTEEQVKEAFGRQVRQANIHPVYFGSAMTGVGVSS  240

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-  288
            L+D V   F          L G VFK+E    G++  Y+RL+SG+L LR+ V +  
+ + 
Sbjct  241  
LLDGVARWFPANDHAEGEPLSGVVFKLEKEPSGEKIAYVRLFSGSLSLREQVKVQRKTRE  300

Query  289  -------LKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWRE  340
                    KI ++     G+ V       G++  +   + VR+ DV+G+P+  P  
+   
Sbjct  301  GECETRTCKIKKLHALRNGKAVPAAKVTSGDLGKVWGLEDVRIGDVVGEPS--



PLVKHVS  358

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
              +P + T I      +   L  ALT L++ DPL++   D    ++ L   G VQ 
EV+ 
Sbjct  359  
FAVPQMETRIEAAEPDKAHLLYKALTGLSEEDPLIQVMKDDAHQDLYLRIFGEVQKEVIE  418

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L E ++L+    E   + +E+P         I    NPF+A++GL V P   
GSGV Y
Sbjct  419  
AALKEHHELDVRFSETRTVCLEKPAGTGHALEMIAEGDNPFYATVGLKVEPGLPGSGVVY  478

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ + +   L+QGL+GW VTD  +   +  Y+SPVS   
DFR L 
Sbjct  479  
RMEVELGSLPLAFHKAIEETVHQTLKQGLYGWEVTDIVVTLTHTGYFSPVSAAGDFRKLV  538

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL ++GT + EP  +F L  P   +S+A +      A +    +     + 
TG 
Sbjct  539  
PLVLMEALVQAGTHVYEPIHAFELTVPAAVMSKAIYKLSAIQAVVHETAMHHGMCLITGT  598

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            IP    ++++  L  +T G    L E  G+    G    + R  ++ L++  ++  
Sbjct  599  IPVAATESFKRSLHAFTQGEGFMLVEPAGFVRMYGDVPARARTDSNPLNRNEYLLH  
654

>WP_098360021.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 PFA17728.1 tetracycline resistance protein [Bacillus cereus]
 PFN07278.1 tetracycline resistance protein [Bacillus cereus]
 PFO78045.1 tetracycline resistance protein [Bacillus cereus]
 PFR27441.1 tetracycline resistance protein [Bacillus cereus]
 PFS01385.1 tetracycline resistance protein [Bacillus cereus]
 PGZ16191.1 tetracycline resistance protein [Bacillus cereus]
Length=656

 Score = 414 bits (1065),  Expect = 3e-133, Method: Compositional 
matrix adjust.
 Identities = 236/657 (36%), Positives = 365/657 (56%), Gaps = 
24/657 (4%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +G I E G V++G+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETGVIQEIGQVDQGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL + L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFGVLDGAILVISAVEGIQAQTKILMNTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +RD L+        V         +L+   D + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIRDMLTNQAFPLYKVKNEGTKKAYILQNKVDADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             I+    +N+ LLE Y+ GE +    L +E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIDLLATHNESLLESYVNGEALHGNTLRKELCDQIQHANIYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLFQPIG-
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-----  287
            ++ +  P   +  + AL G VFK+E    G++  Y+R++SG L++R  + +  ++     
Sbjct  241  
ISVMIPPNDCDDINTALSGIVFKIEREPSGEKIAYVRIFSGCLQVRKYIDINRKQSDLYT  300

Query  288  ---KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWREDP  342
               K KI ++ +   G  V++  A  GE   I    ++++ DV+G+   +L    + 
E  
Sbjct  301  
ISHKEKIKKLHLFHNGNAVQSPIARSGEFCKIWGLSNIKIGDVIGEWSDKLKNIHFAE--  358

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P +   IA     +   L  AL +L++ DPL++   D I +EI +   G VQ EV
+   
Sbjct  359  -
PQMEAVIAALQKEKNHDLYQALVELSEEDPLIKVMKDDIHNEIYIRLFGEVQKEVIETT  417

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L E Y L        +I +E+P+   +    +    NPF+A+IG  +   +  SG+ 
Y  
Sbjct  418  
LQENYDLAVSFSNTRMICIEKPIGIGNAVEVMGEKNNPFYATIGFHIKRGAPDSGITYNL  477



Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P+
Sbjct  478  
EVELGSLPLAFHKAIEDTVFQTLKQGLYGWKVTDIVVTLTHTGYASPVTTAGDFRKLTPL  537

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++GT + EP   F L  P+  +S A +      AT     +  D     
G +P
Sbjct  538  
VLMDALKQAGTNVYEPVNEFDLTVPENSISTAMYKLSAIQATFTEPILHNDSFHLAGTVP  597

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  V +T   GY         + R    P +R D + H+ 
+
Sbjct  598  
MAKTENFKRSLHSFTEGEGVLITRPCGYSKIESNFPTRKRVDYNPLNRKDYLLHVLR  654

>WP_088833155.1 GTP-binding protein [Paenibacillus elgii]
Length=659

 Score = 414 bits (1065),  Expect = 4e-133, Method: Compositional 
matrix adjust.
 Identities = 232/631 (37%), Positives = 354/631 (56%), Gaps = 
24/631 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M I+NIGILAHVDAGKT+L E +LY +  I E G V++G T+ D M LER+RGITI
+A+V
Sbjct  1    
MHIMNIGILAHVDAGKTSLAERILYDTKVIDELGKVDQGNTQMDAMELERKRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT+ILF  L
+KM 
Sbjct  61   
VSFDLHGLKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKILFSVLKKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+ G   + V++ +R+KL+ +   +   +   +    V+E   D  
A   
Sbjct  121  
LPTILFVNKIDRPGAQSEMVIEQIREKLTPNAFPLCKVEHAGMKNASVVEHRFDWAADPD  180

Query  178  VIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +E        +++++LE ++ GE ++ E++     ++V+  +++PVY+GSA  G



+G+  
Sbjct  181  
FMERCIELAAAHDERVLEAFVNGEAVTAEQVKEVFGKQVRQTNVYPVYFGSAMTGVGVSS  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-  287
            L+  V   F P+ E      L G VFK+E    G++  Y+RL+SG+L +R+ V L  
+  
Sbjct  241  LLAGVAQWF-
PVNEHDEGEPLSGVVFKLEKEPSGEKIAYVRLFSGSLNMREQVKLQQKNG  299

Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                     KI ++     G+ V   T   G++  I   + VR+ DV+G+ + L +    
Sbjct  300  
EGEFEARTCKIKKLHALMNGKAVPVTTVTSGDLGKIWGLEDVRIGDVVGEQSHLIKH--F  357

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               +P + T I     ++   L  AL  L++ DPL++   D +  E+ +   G VQ 
EV+
Sbjct  358  
SFAVPQMETRIETAEPSKDHLLYKALVSLSEEDPLIQVMKDDVHQELYIRIFGEVQKEVI  417

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L E Y LE    E   + +E+P         I    NPF+A++G  V P   
GSGV 
Sbjct  418  
EAALKENYDLEVRFSETRTVCLEKPAGTGQALEIIAEGDNPFYATVGFRVEPGLPGSGVA  477

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F NA+ + +   L+QGL+GW VTD  +   +  Y+SPVS   
DFR L
Sbjct  478  
YALEVELGSLPLAFHNAIEETVHQTLKQGLYGWEVTDIVVILTHTGYFSPVSAAGDFRKL  537

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            AP+VL +AL ++GT + EP  +F L  P   +S+A +      A +    +     
+ TG
Sbjct  538  
APLVLMEALGQAGTHVYEPIHAFELTVPAAMMSKAIYKLSAIQAVVHETAMNNGLCLITG  597

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             IP    ++++  L  +T G    L E  G+
Sbjct  598  NIPVAATESFKRSLHAFTQGEGFMLVEPAGF  628

>WP_098777649.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 PGM92062.1 tetracycline resistance protein [Bacillus cereus]



Length=647

 Score = 413 bits (1062),  Expect = 6e-133, Method: Compositional 
matrix adjust.
 Identities = 242/659 (37%), Positives = 367/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTIINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS           SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSN--------
KASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPL  343
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T  +    + 
E   
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDHIKDIHFAE---  349

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            P +   I    A Q+ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+ 
Sbjct  350  PQMEAAIE---



AVQKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V    L 
SG+ Y
Sbjct  407  
TTLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
NLGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG 
Sbjct  527  
PLVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            +P    + ++  L  +T G  + +T+  G+         + R    P +R D + H
+ +
Sbjct  587  
LPVAKTENFKRMLHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_096541513.1 hypothetical protein, partial [Enterococcus faecium]
 PCE10477.1 hypothetical protein CKY17_15790, partial [Enterococcus 
faecium]
Length=227

 Score = 398 bits (1022),  Expect = 6e-133, Method: Compositional 
matrix adjust.
 Identities = 180/226 (80%), Positives = 203/226 (90%), Gaps = 0/226 
(0%)

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQS
Sbjct  1    
LKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQS  60

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ 
LK++G
Sbjct  61   
FQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAG  120



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ 
YR+D
Sbjct  121  
TELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSD  180

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            L F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  181  LTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  226

>WP_088961973.1 GTP-binding protein [Micromonospora 
purpureochromogenes]
 SCF20048.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
purpureochromogenes]
Length=670

 Score = 414 bits (1063),  Expect = 9e-133, Method: Compositional 
matrix adjust.
 Identities = 244/658 (37%), Positives = 366/658 (56%), Gaps = 
24/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGILAHVDAGKT+LTE LL+A G I + GSV+ GTTRTD+M LERQRGITI
++AV
Sbjct  1    
MKTLNIGILAHVDAGKTSLTERLLHAVGVIDDLGSVDDGTTRTDSMALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LDG +LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
ASFVVDGVTVNLIDTPGHPDFIAEVERVLDLLDGVVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDI----  172
            +PT+IFINKID+AG D   V++ +  +L+  ++    V    + +   V   +TD     
Sbjct  121  
LPTLIFINKIDRAGADPDRVLRDLAARLTPAVVATGAVHGAGTPAARCVPHPDTDPGFTR  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL +Y+  E  ++  +L +    + + A + PV+ GSA  G G+ 
PL+
Sbjct  181  
RLLDLLTAHDDALLSEYVEDERRLTGRRLRQALAAQTRQALVHPVFAGSAITGAGVAPLI  240

Query  232  DAVTGLFQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290



              +T L  P+ E G+     G+VFKV+    G+R  Y+RL+ GT+R+RD + +       
Sbjct  241  AGLTELL-
PVAEDGADGPASGTVFKVQRGPSGERIAYVRLFGGTVRVRDRLPVGAGRLAT  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T + +  +G  VR      G I +L     VR+ D +G   R      R   LP 
L T 
Sbjct  300  
VTGIEVFDRGATVRDVAVGAGRIALLRGLGDVRIGDPVGVARRTRSTGGRHFALPTLETV  359

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P+  A R  L  AL+QLA+ DPL+   +D +  EI +S  G VQ EV+ A L+E
+Y +
Sbjct  360  
VVPEREADRGALHAALSQLAEQDPLINVRLDEVRREITVSLYGEVQKEVIQATLAEEYGV  419

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                +E + +Y+ER +   +    I V PNPF A++GL V P + GSG ++   V 
LG +
Sbjct  420  
AVGFRETTTVYVERLVGTGAAVELIGVAPNPFLATVGLRVAPTATGSGFRFRLGVELGSM  479

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFR  517
              +F  AV + +R  L QGL GW V DC++   +  Y+            S  ST  
DFR
Sbjct  480  
PPAFFTAVEETVRAALRQGLRGWQVLDCEVTMTHAGYWARQSHSHGTFDKSMSSTAGDFR  539

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            +L P+VL +AL+ +GT++ EP   F L  P + LS       +  A     + +    
V 
Sbjct  540  
NLTPLVLIEALRGAGTRVQEPMHRFRLEIPGDALSAVLPVLARLDAVPHATRTRGSSYVV  599

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
             G++PAR + A +  L   T G  +  +    ++   G+P  +PR  +   D+  +
+ 
Sbjct  600  
EGDVPARRVHAVQQRLPTLTRGEGIFESTFDHHRPVHGEPPTRPRTDHDPTDRKEYLL  657

>WP_098157013.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEK60193.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657



 Score = 413 bits (1062),  Expect = 9e-133, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 357/629 (57%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADIYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAHNESLLESYVNGEVLTTATLRNELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +    ++R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSAIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  



LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_042511105.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
thuringiensis]
 AJH82986.1 small GTP-binding domain protein [Bacillus 
thuringiensis]
Length=647

 Score = 413 bits (1061),  Expect = 1e-132, Method: Compositional 
matrix adjust.
 Identities = 242/655 (37%), Positives = 370/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 



+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L+ 
Sbjct  235  
EDIPALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDQSLSH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVRGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFTEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  



636
            P    + ++  L  +T G  +  T+  G+    G   I+ R  N+ L++  ++  
Sbjct  588  PVTKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDNNPLNRKDYLLH  
642

>WP_098604074.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PFZ99153.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHD13628.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 413 bits (1061),  Expect = 2e-132, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKINVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300



Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +  TI  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEATIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLHEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_097833579.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PED05532.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEE44789.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEI96910.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEK23527.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEM64361.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEO22786.1 tetracycline resistance protein [Bacillus 



pseudomycoides]
 PEP48513.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFW65572.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFW77583.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFZ53168.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGA62113.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGA88694.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHA49011.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHA49110.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHB80170.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHC54373.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHE42608.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHF44514.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 412 bits (1060),  Expect = 2e-132, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 355/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADIYDE  180

Query  178  VIE----



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAHNESLLESYVNGEVLTTATLRNELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_016115276.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 



[Bacillus cereus group]
 EOP53318.1 small GTP-binding protein domain protein [Bacillus 
cereus VD136]
 EOQ06307.1 small GTP-binding protein domain protein [Bacillus 
cereus VDM021]
 PEL25439.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PGE83330.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
Length=657

 Score = 412 bits (1060),  Expect = 2e-132, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 356/629 (57%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADIYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAHNESLLESYVNGEVLTTATLRNELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341



                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_000207835.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
thuringiensis]
 EEM77089.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar pondicheriensis BGSC 4BA1]
 AJG79073.1 small GTP-binding domain protein [Bacillus 
thuringiensis]
 OTX46008.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
pondicheriensis]
Length=647

 Score = 412 bits (1059),  Expect = 2e-132, Method: Compositional 
matrix adjust.
 Identities = 237/654 (36%), Positives = 369/654 (56%), Gaps = 



30/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E ++   L  E ++++Q A+L+P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVTNTLLREELEKQIQQANLYPIFFGSALTGIGVTELLE  235

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGR  286
             +  L           L G VFK+E    G++  Y+R++SGTL++R  V      
+L+ +
Sbjct  236  
DIPALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLQVRKYVHIQRDQSLSHK  295

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P   
Sbjct  296  EKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D I +E+ +   G +Q EV
+   
Sbjct  354  AAINAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDIHNELYIRLFGEIQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG+ 



Y+ 
Sbjct  409  
LYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +P
Sbjct  529  
VLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
                ++++  L  +T G  +  T+  G+    G   I+ R  N+ L++  ++  
Sbjct  589  VTKTESFKRMLHSFTEGEGIFATKPAGFIKLTGPFPIRKRVDNNPLNRKDYLLH  
642

>AMP50704.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=302

 Score = 399 bits (1026),  Expect = 2e-132, Method: Compositional 
matrix adjust.
 Identities = 194/302 (64%), Positives = 243/302 (80%), Gaps = 0/302 
(0%)

Query  7    
GILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWH  66
            GILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM LERQRGITIQ 
AVTSF W+
Sbjct  1    
GILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAVTSFCWN  60

Query  67   
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIF  126
              K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL+KM
+IPT+IF
Sbjct  61   
DYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMDIPTIIF  120

Query  127  
INKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLL  186
            INKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD +I  
+D+LL
Sbjct  121  



INKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIISGSDELL  180

Query  187  
EKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS  246
            E+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  F    
+   
Sbjct  181  
ERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFITETDDIQ  240

Query  247  
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTD  306
            + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM IPS 
GEIV  D
Sbjct  241  
SELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNGEIVPVD  300

Query  307  TA  308
             A
Sbjct  301  HA  302

>WP_001982467.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
anthracis]
 EDX59264.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus W]
 PGB52574.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
anthracis]
Length=647

 Score = 412 bits (1058),  Expect = 3e-132, Method: Compositional 
matrix adjust.
 Identities = 241/655 (37%), Positives = 371/655 (57%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 



+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL++R  V      
+L+ 
Sbjct  235  
EDIPALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLQVRKYVHIQRDGSLSH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  



636
            P    ++++  L  +T G  +  T+  G+    G   I+ R  N+ L++  ++  
Sbjct  588  PVTKTESFKRMLHSFTEGEGIFATKPAGFIKLTGPFPIRKRVDNNPLNRKDYLLH  
642

>WP_088094443.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 OUM46772.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 412 bits (1058),  Expect = 4e-132, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 356/629 (57%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADIYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAHNESLLESYVNGEVLTTATLRNELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341



                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  ++ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKSIEDTVFQMLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_003198288.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus cereus group]
 EEM05155.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus mycoides 
Rock1-4]
 PGC32472.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
Length=657

 Score = 412 bits (1058),  Expect = 4e-132, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG +  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSMPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT L EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNLYEPVNEFELTVPTNSISTAKYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_044438193.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
 KIV76164.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus mycoides]
Length=647

 Score = 411 bits (1057),  Expect = 4e-132, Method: Compositional 
matrix adjust.
 Identities = 235/629 (37%), Positives = 353/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172



Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  +E     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMERLAPFNESLLESYVNNEIIPDALLRKEIEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G  V+  T + GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
SHKEKIKKMCIFHNGNAVQASTVHSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A Q+ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEAVQKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSFDVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616



>WP_016127190.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EOO38708.1 small GTP-binding protein domain protein [Bacillus 
cereus VDM019]
 KMQ20503.1 tetracycline resistance protein [Bacillus mycoides]
 OOR34309.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 411 bits (1056),  Expect = 5e-132, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 355/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G++V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDVVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352



Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_000207834.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 ACK87674.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus AH820]
 EEL16454.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
95/8201]
 AJH61630.1 small GTP-binding domain protein [Bacillus cereus]
 AJK34730.1 small GTP-binding domain protein [Bacillus cereus]
 KWU65337.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 411 bits (1056),  Expect = 5e-132, Method: Compositional 
matrix adjust.
 Identities = 241/655 (37%), Positives = 371/655 (57%), Gaps = 
32/655 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL++R  V      
+L+ 
Sbjct  235  
EDIPALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLQVRKYVHIQRDQSLSH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFTEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+    G   I+ R  N+ L++  ++  
Sbjct  588  PVTKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDNNPLNRKDYLLH  
642

>WP_097787011.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PDZ09803.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PDZ72882.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 411 bits (1057),  Expect = 6e-132, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 



Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLHEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626



>WP_098719375.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PGE97121.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHE38033.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 411 bits (1057),  Expect = 6e-132, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFHVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 



Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPSAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPINEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARSCGY  626

>WP_098632468.1 GTP-binding protein [Bacillus mycoides]
 PGA12181.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 411 bits (1056),  Expect = 6e-132, Method: Compositional 
matrix adjust.
 Identities = 235/629 (37%), Positives = 354/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ L   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYLRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_097969867.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEA80914.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEM71538.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFZ11145.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGC44659.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGD26090.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 411 bits (1057),  Expect = 6e-132, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADIYDE  180

Query  178  VIE----



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE     N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAYNESLLESYVNGEVLTTATLRNELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_098114173.1 tetracycline resistance ribosomal protection protein 
[Bacillus 



pseudomycoides]
 PEK33330.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEK69811.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEP44012.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEP46532.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFX58176.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFY57109.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFZ78459.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGE18506.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGE26016.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 411 bits (1056),  Expect = 7e-132, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240



Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_098040140.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PED71531.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEI47179.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEJ77182.1 tetracycline resistance protein [Bacillus 



pseudomycoides]
 PEM10192.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEP00380.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFZ12322.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGA17261.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGD21244.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 411 bits (1056),  Expect = 8e-132, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE     N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAYNESLLESYVNGEVLTTATLRDELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKFVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341



                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVLIARPCGY  626

>WP_098610209.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PFW91127.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PFX42215.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 411 bits (1056),  Expect = 8e-132, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 353/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFFAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLHEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  



SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_033797794.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus cereus group]
 KFN14407.1 small GTP-binding domain protein [Bacillus mycoides]
 PEF26199.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEO43442.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEO92625.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PFY91084.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PGD75655.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PHG35000.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
Length=657

 Score = 411 bits (1056),  Expect = 8e-132, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 353/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKINVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLHEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_097898825.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus]
 PEB50845.1 tetracycline resistance protein [Bacillus sp. AFS098217]
 PED84507.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEU19829.1 tetracycline resistance protein [Bacillus sp. AFS014408]
 PFW57675.1 tetracycline resistance protein [Bacillus sp. AFS075034]
Length=661

 Score = 411 bits (1056),  Expect = 9e-132, Method: Compositional 
matrix adjust.
 Identities = 238/663 (36%), Positives = 359/663 (54%), Gaps = 
31/663 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A++
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIRASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+KM 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGIQAQTKILMRTLQKMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------
IKQTVSLSPEIVLEENTD  171
            IPT++F+NKID++G     V+Q +R+ L+  ++          K    +  E+  E 
N  
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIRETLTNQVLPLYKVKDEGTKHACIIQNELRAETNET  180

Query  172  IEAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            I  +D  IE     N+ LLE Y+    ++   L  E   ++Q A++ P+++GSA  
G+G+
Sbjct  181  I--



YDECIELLALYNESLLESYVNSATLTETTLKEELLNQIQHANVCPIFFGSAMTGMGV  238

Query  228  QPLMDAVTGLF-QPIG-
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
              L++ V+ +  Q I  +     L G VFK+E    G++  Y+R++SG L +R  V 
+  
Sbjct  239  
PELLEGVSNMISQNISTDHSDDLLSGVVFKIEREPSGEKIAYVRVFSGCLHVRKYVEITR  298

Query  286  RE--------KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRK  336
            ++        K KI ++ I   G+ V   T   GE   +     +++ DV+G  +   
++
Sbjct  299  
KKNRTEIVSHKEKIKKLHIFHNGKAVHCSTISGGEFCKVWGLSDIKIGDVIGTMSHRIKE  358

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                D  P +  TI  +   +   L  AL +L++ DPL++   D I HEI +   G 
VQ 
Sbjct  359  IHFAD--
PQMEATIEARPKEKNHDLYQALMELSEEDPLIKVLKDDIHHEIYIRLFGEVQK  416

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+   L EKY L+    +  ++ +E+P+   +    +    NPF+A+IG  V P   
GS
Sbjct  417  
EVIETTLKEKYNLDVSFSDTKIVCIEKPIGTGNALEIMGEKNNPFYATIGFQVEPGIFGS  476

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  
DF
Sbjct  477  
GITYNLEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIVVTLTHTGYASPVTTAGDF  536

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL  ALK++ T + EP   F L  P   +S A +      A      +  
D   
Sbjct  537  
RKLTPLVLMNALKQARTTVYEPVNEFELTVPTNSISNALYKLSAIHAVFTEPVLHNDSFC  596

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRH  633
             TG +P    + ++  L  +T G  V +    GY         + R    P +R D 
+ H
Sbjct  597  
LTGTLPMAKTENFKRGLHSFTEGEGVFIARPCGYSKIESNFPTRKRVDYNPLNRKDYLLH  656

Query  634  MFQ  636
            + +
Sbjct  657  VLR  659



>WP_087962609.1 GTP-binding protein [Bacillus mycoides]
 OSX96612.1 hypothetical protein S3E15_00243 [Bacillus mycoides]
Length=647

 Score = 410 bits (1054),  Expect = 9e-132, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 355/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +     PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EVAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_098716262.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PGF10926.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHF01421.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 410 bits (1055),  Expect = 9e-132, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKINVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKEKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG +  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSMPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT L EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNLYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_000207804.1 GTP-binding protein [Bacillus cereus]
 EJS56360.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG1X1-3]
 EOO76541.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG1O-1]
 PEX43174.1 tetracycline resistance protein [Bacillus cereus]
 PFJ79191.1 tetracycline resistance protein [Bacillus cereus]
 PFM27882.1 tetracycline resistance protein [Bacillus cereus]
 PFP87659.1 tetracycline resistance protein [Bacillus cereus]
 PGN55221.1 tetracycline resistance protein [Bacillus cereus]
 PGW33009.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 410 bits (1054),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 235/629 (37%), Positives = 355/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   LE          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSLENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G



+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   ++   +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNNVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_097849062.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]



 PDY45838.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGC29970.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHB33862.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 410 bits (1055),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE     N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAYNESLLESYVNGEVLTTATLRDELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359



Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_098165280.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEI96330.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 410 bits (1055),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 355/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAHNESLLESYVNGEVLTTATLRNELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNVCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L   L +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQVLVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  



IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLIDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_069627467.1 GTP-binding protein [Streptomyces niveus]
Length=658

 Score = 410 bits (1055),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 244/650 (38%), Positives = 355/650 (55%), Gaps = 
16/650 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+A+G I E G V+ G T+TD++ LERQRGITI+
+AV 
Sbjct  4    
RTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGRVDDGNTQTDSLALERQRGITIKSAVV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  64   
SFAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDI-----  172
            PT++F+NKID+ G     +++ + DKL+  I+    +++  +   +    + TD      
Sbjct  124  
PTLVFVNKIDRVGARHDGLLRDLADKLTPAIVPMGSVRRLGTREADFTPYDGTDPVFAAT  183

Query  173  -EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                + + EN+D  L  Y+  +P  ++ + L RE   +   + + PVY+GSA  G 
G+  
Sbjct  184  GPVAERLAENDDAYLAAYV-
DDPARLTYDTLRRELAAQTARSLVHPVYFGSAVSGAGVDT  242

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L  A+  L           + GSVFKVE    G++  Y+R++SG LR+RD +      
+ 
Sbjct  243  
LTGAIRELLPATAGDERGPVSGSVFKVERGPAGEKIAYVRMFSGALRVRDRLPTGDDTEG  302

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T + +   G  VR+ +   G I  L     +R+ DV+GDP      R    P P 
L T
Sbjct  303  KVTAISVFDDGSSVRSTSVGAGRIGKLWGLGGIRIGDVIGDPGAATAARHHFSP-
PTLAT  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P     R  +  ALTQLA+ DPL+    D I  EI +S  G VQ EV+ A L+ 
+Y 
Sbjct  362  
VVVPGEGTDRGAVHAALTQLAEQDPLINLRQDEIRQEISVSLYGEVQKEVIQATLAGEYG  421

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            ++   +E + I +ER   A S    +   PNPF A++GL V P   GSGV++   V 
LG 
Sbjct  422  
VDVTFRETTTICVERIAGAGSAVEVMGKDPNPFLATVGLRVEPAPPGSGVEFRLEVELGS  481

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  +F  AV D +R  L +GL+GW V DC +       Y+P +T ADFR L P+VL  
AL
Sbjct  482  MPYAFMKAVEDTVRATLREGLYGWTVPDCAVVLTRS-
GYAPETTAADFRLLTPLVLMAAL  540

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++GT + EP   F L  P + L        +  A   T  V+    V  GEIPA  
+ A
Sbjct  541  
KDAGTIVCEPMHHFRLDVPADTLGTVLPALARRRAVPHTPLVRGSSYVVEGEIPAAQVHA  600

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
                L   T+G  V       +Q   G P  + R  +  L++  ++   V
Sbjct  601  LEQQLPTLTSGEGVLEASFAHHQPVHGPPPTRSRTDHDPLNRKEYLLSAV  650

>WP_098270667.1 GTP-binding protein [Bacillus cereus]
 PES73277.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 410 bits (1054),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 235/629 (37%), Positives = 355/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   LE          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSLENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   ++   +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNNVEVMGEKENPFYATIGFKVERGALNSGIAYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P



Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_098784134.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PHB28446.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 410 bits (1055),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADIYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE     N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  
YIELLAAYNESLLESYVNGEVLTTATLRDELWDQIQHANVYPIFFGSAMTGIGITELLES  240



Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKFVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVLIARPCGY  626

>WP_072180934.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 CUB43168.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 410 bits (1054),  Expect = 1e-131, Method: Compositional 



matrix adjust.
 Identities = 241/649 (37%), Positives = 369/649 (57%), Gaps = 
32/649 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELKKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL++R  V      
+L+ 
Sbjct  235  
EDIPALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLQVRKYVHIQRDQSLSH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  



LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
            P    + ++  L  +T G  +  T+  G+    G   I+ R  N+ L++
Sbjct  588  PVTKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDNNPLNR  636

>WP_098801556.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PHC39669.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 410 bits (1055),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 353/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKINVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 



+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLHEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY



Sbjct  598  PMAKTENFKRGLHSFTEGEDVFIARPCGY  626

>WP_098136043.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEJ29518.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHA69463.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHC64601.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 410 bits (1054),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 355/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETQVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-



PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWQVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      ATI+   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATIKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_098666379.1 GTP-binding protein [Bacillus cereus]
 PFU37961.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 410 bits (1053),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 233/626 (37%), Positives = 353/626 (56%), Gaps = 
26/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIEAVPK--
GRIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY+L+       V+ +E+P+   ++   I    NPF+A+IG  V   +L SG+ Y   
V
Sbjct  411  
EKYRLQVTFSNTRVVCIEKPIDLGNNVEVIGEKENPFYATIGFKVERGALNSGITYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L 
P+VL



Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P  
Sbjct  531  
MDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
              + ++  L  +T G  + +T+  G+
Sbjct  591  KTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_003190174.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EEL98772.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus mycoides 
DSM 2048]
 KEZ82771.1 tetracycline resistance protein [Bacillus mycoides]
 AJH17608.1 small GTP-binding domain protein [Bacillus mycoides]
 KUH41533.1 hypothetical protein M2E15_1624 [Bacillus mycoides]
 SFQ91501.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. ok634]
Length=647

 Score = 410 bits (1053),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 354/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229



            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_088311840.1 MULTISPECIES: GTP-binding protein [Bacillus]
 OWW10760.1 tetracycline resistance protein [Bacillus sp. MB353a]



Length=647

 Score = 410 bits (1053),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 238/651 (37%), Positives = 368/651 (57%), Gaps = 
24/651 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTERVVKQIKTILSNE--
ASPFYSVQNEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E ++   L  E ++++Q A+L+P+++GSA  G+G+  L+
+ + 
Sbjct  179  
ERLAPYNESLLESYVNNEIVTDTLLKEELEKQIQQANLYPIFFGSALTGIGVTELLENIP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF          L G VFK+E    G++  Y+R++SGTL +R  V      +L+ 
+EK+
Sbjct  239  
ALFPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDQSLSHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  +M I   G +V+T T   G+   +   +++++ D++G+ T   +     +P      
Sbjct  299  K--
KMCIFHNGNVVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQMEAAI  356

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
               PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L +
Sbjct  357  NAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYK  411



Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYTLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             + ++  L  +T G +V +T+  G+   +     + R  N+ L++  ++  
Sbjct  592  TENFKRMLHSFTEGEAVFITKPAGFTKIMAPFPTRKRIDNNPLNRKDYLLH  642

>WP_078203520.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
 OOQ99499.1 tetracycline resistance protein [Bacillus mycoides]
 OOR66024.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 410 bits (1053),  Expect = 1e-131, Method: Compositional 
matrix adjust.
 Identities = 235/630 (37%), Positives = 353/630 (56%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------



TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTFVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY 
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFTTKPSGYN  617

>WP_098159301.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEJ22010.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 410 bits (1054),  Expect = 2e-131, Method: Compositional 
matrix adjust.
 Identities = 225/629 (36%), Positives = 353/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AH+DAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHIDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKINVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341



                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLHEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_040118804.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
 AIK35816.1 small GTP-binding domain protein [Bacillus mycoides]
 AJI16577.1 small GTP-binding domain protein [Bacillus mycoides]
Length=657

 Score = 410 bits (1054),  Expect = 2e-131, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V



Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITGLLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEGAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIGLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPSAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 



L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_098328240.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 PFB94884.1 tetracycline resistance protein [Bacillus cereus]
 PGL30255.1 tetracycline resistance protein [Bacillus cereus]
 PGM40608.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 409 bits (1052),  Expect = 2e-131, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 355/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  



Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKNIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   ++   +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNNVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_063225765.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
 KZE07701.1 Ribosome protection-type tetracycline resistance related 



protein 
[Bacillus mycoides]
Length=647

 Score = 409 bits (1052),  Expect = 2e-131, Method: Compositional 
matrix adjust.
 Identities = 235/630 (37%), Positives = 353/630 (56%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 



EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTFVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY 
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFTTKPSGYN  617

>WP_078214468.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
 OOR54707.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 409 bits (1052),  Expect = 2e-131, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 354/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +



Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_098206819.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEP48229.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHC82683.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 410 bits (1053),  Expect = 2e-131, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 353/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE     N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATYNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  



ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_018780740.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus]
 PEB38338.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PGD92844.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PGD96169.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]



 PHE62815.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PHG16340.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
Length=657

 Score = 409 bits (1052),  Expect = 3e-131, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 354/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359



Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEVRPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPSAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPINEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_000207829.1 GTP-binding protein [Bacillus cereus]
 EEK55809.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
BGSC 6E1]
Length=647

 Score = 409 bits (1051),  Expect = 3e-131, Method: Compositional 
matrix adjust.
 Identities = 240/655 (37%), Positives = 368/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLASYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  



IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+    G   I+ R  N+ L++  ++  
Sbjct  588  PVTKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDNNPLNRKDYLLH  
642

>WP_016101144.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 EOO77634.1 small GTP-binding protein domain protein [Bacillus 
cereus VD021]
Length=647

 Score = 409 bits (1051),  Expect = 3e-131, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 354/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  



LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PNKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_098217427.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEP84103.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 409 bits (1052),  Expect = 3e-131, Method: Compositional 



matrix adjust.
 Identities = 225/628 (36%), Positives = 353/628 (56%), Gaps = 
20/628 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKINVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
                K KI ++ I   G  +++ TA  GE   +     +R+ DV+G+ +   + +     
Sbjct  301  TLSHKEKIKKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWS--
DKMKDIHFA  358

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ EV
+   
Sbjct  359  
KPQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIETT  418

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG+ 



Y  
Sbjct  419  
LHEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYNL  478

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P+
Sbjct  479  
EVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTPL  538

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +P
Sbjct  539  
VLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTLP  598

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
                + ++  L  +T G  V +    GY
Sbjct  599  MAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_061688473.1 GTP-binding protein [Bacillus cereus]
 KXY47305.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 409 bits (1051),  Expect = 3e-131, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 354/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----



NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLIDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_000207828.1 GTP-binding protein [Bacillus thuringiensis]



 EEM89101.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar pulsiensis BGSC 4CC1]
 OTY76509.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
vazensis]
Length=647

 Score = 409 bits (1051),  Expect = 3e-131, Method: Compositional 
matrix adjust.
 Identities = 240/655 (37%), Positives = 368/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352



Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+    G   I+ R  N+ L++  ++  
Sbjct  588  PVTKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDNNPLNRKDYLLH  
642

>WP_088045037.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus cereus group]
 OTY18588.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
asturiensis]
 PEK90744.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
Length=647

 Score = 409 bits (1050),  Expect = 4e-131, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 354/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMSEKENPFYATIGFKVERGALNSGITYN  467



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_023542570.1 GTP-binding protein [Streptomyces niveus]
 EST21128.1 hypothetical protein M877_32530 [Streptomyces niveus 
NCIMB 11891]
Length=658

 Score = 409 bits (1051),  Expect = 4e-131, Method: Compositional 
matrix adjust.
 Identities = 245/651 (38%), Positives = 357/651 (55%), Gaps = 
18/651 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+A+G I E G V+ G T+TD++ LERQRGITI+
+AV 
Sbjct  4    
RTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGRVDDGNTQTDSLALERQRGITIKSAVV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  64   
SFAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NKID+ G     +++ + DKL+  I+    +++  +   +    + TD  
A+ A
Sbjct  124  PTLVFVNKIDRVGARHDDLLRDLADKLTPAIVPMGSVRRLGTREADFTPYDGTD-
PAFAA  182

Query  178  -------VIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                   + EN+D  L  Y+  +P  ++ + L RE   +   + + PVY+GSA  G 
G+ 



Sbjct  183  TGPVAERLAENDDAYLAAYV-
DDPARLTYDTLRRELAAQTARSLVHPVYFGSAVSGAGVD  241

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+T L           + GSVFKVE    G++  Y+R++SG LR+RD +      
+
Sbjct  242  
TLTGAITELLPATAGDERGPVSGSVFKVERGAAGEKIAYVRMFSGALRVRDRLPTGDDTE  301

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T + +   G  VR+ +   G I  L     +R+ DV+GDP      R    P 
P L 
Sbjct  302  GKVTAISVFDDGSSVRSASVGAGRIGKLWGLGDIRIGDVIGDPGAATAARRHFSP-
PTLA  360

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P     R  +  ALTQLA+ DPL+    D I  EI +S  G VQ EV+ A L
+ +Y
Sbjct  361  
TVVVPGDGTDRGAVHAALTQLAEQDPLINLRQDEIRQEISVSLYGEVQKEVIQATLAGEY  420

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++   +E + I +ER     S    +   PNPF A++GL V P   GSGV++   
V LG
Sbjct  421  
GVDVTFRETTTICVERIAGKGSAVEVMGKDPNPFLATVGLRVEPAPPGSGVEFRLEVELG  480

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV D +R  L +GL+GW V DC +       Y+P +T  DFR L P
+VL  A
Sbjct  481  SMPYAFMKAVEDTVRATLREGLYGWTVPDCAVVLTRS-
GYAPETTAGDFRLLTPLVLMAA  539

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++GT + EP   F L  P + L        +  A   T  V+    V  GEIPA  
+ 
Sbjct  540  
LKDAGTIVCEPMHHFRLDVPADTLGTVLPALARRRAVPHTPSVRGSSYVVEGEIPAAQVH  599

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            A    L   T+G+ V       +Q   G P  + R  +  L++  ++   V
Sbjct  600  ALEQQLPTLTSGQGVLEASFAHHQPVQGPPPTRSRTDHDPLNRKEYLLSVV  650

>WP_098806626.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
 PGS05794.1 tetracycline resistance protein [Bacillus mycoides]



Length=657

 Score = 409 bits (1051),  Expect = 4e-131, Method: Compositional 
matrix adjust.
 Identities = 228/631 (36%), Positives = 354/631 (56%), Gaps = 
26/631 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVVPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTAILRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR----------DTV  281
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R          
D  
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  282  ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWR  339
             L+ +EK K  ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ 
Sbjct  301  TLSHKEKTK--
KLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFA  358

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E   P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+
Sbjct  359  E---



PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVI  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + 
GSG+ 
Sbjct  416  
ETTLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGIT  475

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  
DFR L
Sbjct  476  
YNLEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKL  535

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG
Sbjct  536  
TPLVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTG  595

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P    + ++  L  +T G  V +    GY
Sbjct  596  TLPMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_090690119.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus]
 SDY92999.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. 166amftsu]
 PFD95744.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
sp. AFS023182]
 PGY00539.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
Length=657

 Score = 409 bits (1051),  Expect = 5e-131, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 352/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T TD+M LE+QRGITI
+AAV
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYTTNVIQEMGQVDKGSTLTDSMELEKQRGITIKAAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFGVLDGAILVISAVEGIQAQTKILMKTLQKLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +RD L+  ++    V         +++       
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIRDMLTNQVLPLYKVKNEGTKDACIIQNEVHAAVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ L+E Y+ GE +  + L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLASHNESLIESYVNGEVLHEDTLRDEFWDQIQHANVYPIFFGSAMTGMGIPELLEG  240

Query  234  VTGLF-QPIGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            V+ +  Q +        L G VFK+E    G++  Y+R++SG L++R  + +  ++    
Sbjct  241  
VSKMIPQNVSNNNRDEILSGVVFKIERESSGEKIAYVRIFSGCLQVRKYININRKQSDVN  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  V++     GE   +    ++R+ DV+G+   ++    
+ E 
Sbjct  301  
TTSHKEKIKKLHIFHNGNAVQSPIVGTGEFCKVWGLCNIRIGDVIGEWSDKVKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   ++  L  AL +L++ DPL++   D I ++I +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKKHTLYQALVELSEEDPLIKVMKDDIHNQIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY LE       ++ +E+P+ A +    +    NPF+A+IG  +   + GSG
+ Y 
Sbjct  418  
TLQEKYNLEVSFSNTRIVCIEKPIGAGNAVEIMGENNNPFYATIGFHIKRGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIVVTLTHTGYASPVTTAGDFRKLTP  537



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      A      +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPAHSISTAMYKLSAIHAAFTEPVLHNESFCLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAQTENFKRILHSFTEGEGVFIARSCGY  626

>WP_107886692.1 GTP-binding protein [Bacillus sp. OV752]
 PTW57064.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. OV752]
Length=647

 Score = 408 bits (1049),  Expect = 5e-131, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 351/629 (56%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  +E     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L



Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G  V+  T + GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
SHKEKIKKMCIFHNGNAVQASTVHSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A Q+ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEAVQKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSFDVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+   DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTIANDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_091258620.1 GTP-binding protein [Micromonospora chaiyaphumensis]
 SCE69316.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
chaiyaphumensis]
Length=668

 Score = 409 bits (1051),  Expect = 6e-131, Method: Compositional 
matrix adjust.
 Identities = 243/647 (38%), Positives = 349/647 (54%), Gaps = 
29/647 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+++G I EPGSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHSAGVIDEPGSVDAGNTRTDTLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVAGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLARTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDI  172
            IPT+ F+NK+D+AG D  +V++ + D+L+ D++    V  +        P    +     
Sbjct  121  
IPTLFFVNKVDRAGADPDAVLRQLADRLTPDVVALGRVDAAGTPGATWIPHPPGDPGHHA  180

Query  173  EAWDAVIENNDKLLEKYIAGE----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
               D +  ++D LL  Y+A E    P+    ++  +  R   A + PV  GSA  G 
G+ 
Sbjct  181  RLVDLLSAHDDALLAAYVADERAVTPMRLRTVLAAQAAR---
ARVHPVLAGSAITGAGVA  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+DAVTGL         A L G+VFKVE    G++  Y R+++GT+R+RD +     
++
Sbjct  238  
DLIDAVTGLLPASAGDDDAPLSGAVFKVERGPSGEKVAYARIFAGTVRVRDRIRHGDGQE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G+    D A  G IV L     VR+ DVLG P   P  R    P 
P L 
Sbjct  298  ARVTALGVFDGGDATPADAAGAGRIVRLHGLAGVRVGDVLGVPPERPAARRHFAP-
PTLE  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P   A R  L  ALTQLA+ DPL+    D    E+ +S  G VQ EV+ A L
+  +
Sbjct  357  
TVVEPVRPADRPALHAALTQLAEQDPLINLRQDDRRQELAVSLYGEVQKEVIEATLAGDH  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +    +E + + +ER +   +    I   PNPF  ++GL V P  +G GV++   
+ LG
Sbjct  417  
GVPVTFRETTTVCVERVVGVGAAVEWIGRDPNPFLGTVGLRVEPGPVGGGVEFRLGIELG  476



Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPAD  515
             +  +F  A+ + +R  L QGL GW V DC +   +G Y+            S  
ST  D
Sbjct  477  
SMPLAFLKAIEETVRETLRQGLHGWAVIDCVVTLTHGGYWARQSHAHGVFDKSMSSTAGD  536

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR+L P+VL  AL  +GT++ EP   F L  P + +           AT  ++ ++    
Sbjct  537  
FRNLTPLVLMTALTRAGTRVHEPVHRFRLDLPADLVGTVLPALAGLGATPRSSTLRGTGY  596

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            +  GE+PA  + A    L   T G      E   Y+   G    +PR
Sbjct  597  LIEGEVPAGRVHALDQRLPGLTRGEGTLEAEFDHYRPVRGPAPSRPR  643

>WP_087885812.1 GTP-binding protein [Streptomyces alboflavus]
 ARX86367.1 GTP-binding protein [Streptomyces alboflavus]
Length=679

 Score = 409 bits (1052),  Expect = 6e-131, Method: Compositional 
matrix adjust.
 Identities = 244/655 (37%), Positives = 355/655 (54%), Gaps = 
32/655 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+T+TD++ LERQRGITI+
+AV SF
Sbjct  15   
LNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTQTDSLALERQRGITIKSAVVSF  74

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR++ 
IPT
Sbjct  75   
AIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGIPT  134

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDIEAW  175
            ++F+NK+D+   D + V+  +  +L+  +I   TV           P    +        
Sbjct  135  
LVFVNKVDRRSADPERVLAELARRLTPAVIPMGTVHAPGAHAARYIPYAADDPRFTARLA  194

Query  176  DAVIENNDKLLEKYIAGE-----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            + + E +D+LL  Y+ G+     P      + ++ RR Q   + PV++GSA  G G
+  L
Sbjct  195  EVLAERDDELLSAYVEGDAAVLTPGGLRAALADQTRRAQ---
VHPVFFGSAMTGTGLSAL  251



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
             DAV  L           + G+VFKVE    G++  Y RL+SGT+R+RD VAL G 
+  K
Sbjct  252  
TDAVKELLPAAAGAADGPVAGTVFKVERGPSGEKVAYARLFSGTVRVRDRVALPGLDG-K  310

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLR  347
            +T + +  +G  VR D    G I  L     VR+ DVLGDP  +P +         
P L 
Sbjct  311  
VTAVSVFERGAAVRRDAVTAGRIAKLWGLHRVRIGDVLGDPRHVPERHTAAHHFAPPTLE  370

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +AP+ AA R  L  ALTQLA+ DPL+    D +  EI +S  G VQ EV+ A L
++++
Sbjct  371  
TVVAPRCAADRGALHAALTQLAEQDPLIDLRQDPLRQEISVSLYGEVQKEVIEATLADEF  430

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +    +E + + +ER +   +H   I+  PNPF A++GL V P   G+GV++   
V LG
Sbjct  431  
GIGVDFRESTTLCVERVVGTGAHVEFIDTDPNPFLATVGLRVDPAPAGTGVEFRLGVELG  490

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPAD  515
             +  +F  AV + ++  L QGL GW V+DC +   +  Y+            S  
ST  D
Sbjct  491  
AMPYAFFKAVEETVKETLAQGLHGWEVSDCVVTMTHSGYWPRQSHAHAVFDKSMSSTAGD  550

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL  AL+ +GT++ EP   F L AP +          +  A       +    
Sbjct  551  
FRQLTPLVLMDALRRAGTRVHEPMHRFRLTAPADVFGTLLPALGRLRAVPHAPTAEGSVY  610

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  
630
            +  G IPA  +      L   T G     +    Y    G P  +PR  ++ LD+
Sbjct  611  IIDGVIPAARVHGLEQALPGLTRGEGELESAFDHYAPVTGTPPARPRTDHNPLDR  
665

>WP_107078481.1 GTP-binding protein [Micromonospora sp. MH33]
 PSK62916.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Micromonospora 
sp. MH33]
Length=668



 Score = 409 bits (1051),  Expect = 6e-131, Method: Compositional 
matrix adjust.
 Identities = 246/661 (37%), Positives = 351/661 (53%), Gaps = 
31/661 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+++G I EPGSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHSAGVIDEPGSVDAGNTRTDTLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VSFAVAGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRLLARTLHRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDI  172
            IPT+ F+NK+D+AG D   V+  + D+L+ D++    V  +        P    +     
Sbjct  121  
IPTLFFVNKVDRAGADPDRVLHQLADRLTPDVVALGRVDAAGTPAARWLPHPPGDPGHRA  180

Query  173  EAWDAVIENNDKLLEKYIAGEPIS-----
REKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
               D +  ++D LL  Y+A E  +     RE LV    R    A + PV  GSA  
G G+
Sbjct  181  RLVDLLSAHDDALLAAYVADERAATPDRLREALVAHTAR----
ARVHPVLAGSAITGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+D VT L         A L G+VFKVE    G++  Y R+++GT+R+RD +     
+
Sbjct  237  
DELIDTVTALLPASEGDDHAPLSGTVFKVERGPAGEKVAYARIFAGTVRVRDRIRHGDGQ  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + ++T + +   G+    D A PG IV L     VR+ DVLG P   P  R    P 
P L
Sbjct  297  
EARVTALAVFDGGDAAPGDAAGPGRIVRLYGLADVRVGDVLGVPPERPAGRRHFAP-PTL  355

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P   A R  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A 
L++ 
Sbjct  356  
ETVVEPVRPADRPALHAALTQLAEQDPLINLRQDDRRQEIAVSLYGEVQKEVIEATLADD  415



Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +    +E + + +ER +   +    I   PNPF  ++GL V P  +G GV++   
+ L
Sbjct  416  
YGVPVTFRETTTVCVERVVGVGAAVEWIGRDPNPFLGTVGLRVEPGPVGGGVEFRLGIEL  475

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  A+ + +R  L QGL GW V DC +   +G Y+            S  
ST  
Sbjct  476  
GSMPLAFLKAIEETVRETLRQGLHGWAVIDCAVTLTHGGYWARQSHAHGVFDKSMSSTAG  535

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL  +GT++ EP   F L  P + +           A   ++ +
+   
Sbjct  536  
DFRNLTPLVLMTALSRAGTRVHEPVHRFRLDLPADVVGTVLPVLAGLGAAPRSSTLRGTS  595

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  GE+PA  + A    L   T G +    E   Y+   G    +PR  +  L +  
++
Sbjct  596  
YLVEGEVPAGRVHALEQRLPGLTRGEAALEAEFDHYRPVRGPAPSRPRWDHDPLHRKEYL  655

Query  635  F  635
             
Sbjct  656  L  656

>WP_078437912.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 OOZ99603.1 tetracycline resistance protein [Bacillus cereus]
 PRC95667.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 PRD01272.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
Length=647

 Score = 408 bits (1049),  Expect = 6e-131, Method: Compositional 
matrix adjust.
 Identities = 240/652 (37%), Positives = 365/652 (56%), Gaps = 
26/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V



Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q V      ++E     +
++D 
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNVGTKEARIIE----
YKSYDD  176

Query  178  VIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L++
Sbjct  177  CIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             +  L           L G VFK+E    G++  Y+R++SGTL +R  V +   E 
L   
Sbjct  236  
NIPSLLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G  V+T T   G+   +   +++++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCMFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L 
Sbjct  356  INAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ ME+P+   S    +    NPF+A++G  V    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCMEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 



P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P++ +S A +      AT        D    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPKQAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
              + ++  L  +T G     T+  GY+        + R  N+ L++  ++  
Sbjct  591  KTENFQRMLHSFTEGEGFFTTKPAGYKKLKAPFPTRKRVDNNPLNRKDYLLH  
642

>KQI57121.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41912]
Length=291

 Score = 395 bits (1015),  Expect = 6e-131, Method: Compositional 
matrix adjust.
 Identities = 186/291 (64%), Positives = 234/291 (80%), Gaps = 0/291 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  



GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRKLIEVIASKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KI
Sbjct  241  STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKI  291

>WP_026592882.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
sp. UNC437CL72CviS29]
Length=657

 Score = 408 bits (1049),  Expect = 8e-131, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 352/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T TD+M LE+QRGITI
+AAV
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYTTNVIQEMGQVDKGSTLTDSMELEKQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFGVLDGAILVISAVEGIQAQTKILMKTLQKLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +RD L+  ++    V         +++       
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIRDMLTNQVLPLYKVKNEGTKDACIIQNEVHAAVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ L+E Y+ GE +  + L  E   ++Q A+++P+++GSA  G+G+  
L++ 
Sbjct  181  
YIELLASHNESLIESYVNGEVLHEDTLRDEFWDQIQHANVYPIFFGSAMTGMGVPELLEG  240

Query  234  VTGLF-QPIGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            V+ +  Q +        L G VFK+E    G++  Y+R++SG L++R  + +  ++    
Sbjct  241  
VSKMIPQNVSNNNRDEILSGVVFKIERESSGEKIAYVRIFSGCLQVRKYININRKQSDVN  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  V++     GE   +    ++R+ DV+G+   ++    



+ E 
Sbjct  301  
TTSHKEKIKKLHIFHNGNAVQSPIVGTGEFCKVWGLCNIRIGDVIGEWSDKVKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   ++  L  AL +L++ DPL++   D I ++I +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGKKHNLYQALVELSEEDPLIKVMKDDIHNQIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY LE       ++ +E+P+ A +    +    NPF+A+IG  +   + GSG
+ Y 
Sbjct  418  
TLQEKYNLEVSFSNTRIVCIEKPIGAGNAVEIMGENNNPFYATIGFHIKRGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIVVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      A      +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPAHSISTAMYKLSAIHAAFTEPVLHNESFCLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAQTENFKRILHSFTEGEGVFIARSCGY  626

>WP_070139576.1 GTP-binding protein [Bacillus mycoides]
 OFD41305.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 408 bits (1048),  Expect = 1e-130, Method: Compositional 
matrix adjust.
 Identities = 238/649 (37%), Positives = 357/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLASYVNNEIVPDALLRKEREKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPTTKSAQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  ++  T   GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  299  
KKMCIFHNGNAIQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536



Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFTEPIFYNDSYHLTGSLPVSKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFITKPTGFTKLQASFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_071727303.1 GTP-binding protein [Bacillus anthracis]
 OJD96987.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 407 bits (1047),  Expect = 1e-130, Method: Compositional 
matrix adjust.
 Identities = 239/655 (36%), Positives = 370/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFHVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTERVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  LF          L G VFK+E     ++  Y+R++SGTL +R  V      
+L+ 
Sbjct  235  



ENIPALFPANNPSQDEELSGIVFKIEREPSREKIAYVRVFSGTLHVRKYVHIQRDQSLSH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G +V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNVVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I  E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHDELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYT  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G +V +T+  G+   +     + R  N+ L++  ++  
Sbjct  588  PVAKTENFKRMLHSFTEGEAVFITKPAGFTKIMAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098160195.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEE05024.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEM80257.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PHC85971.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657



 Score = 408 bits (1048),  Expect = 1e-130, Method: Compositional 
matrix adjust.
 Identities = 227/631 (36%), Positives = 354/631 (56%), Gaps = 
26/631 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR----------DTV  281
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R          
D  
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINREQSDLK  300

Query  282  ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWR  339
             L+ +EK+K  ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ 
Sbjct  301  TLSHKEKIK--
KLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFA  358

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E   P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+
Sbjct  359  E---
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVI  415



Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + 
GSG+ 
Sbjct  416  
ETTLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGIT  475

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  
DFR L
Sbjct  476  
YNLEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTAGDFRKL  535

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG
Sbjct  536  
TPLVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTG  595

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P    + ++  L   T G  V +    GY
Sbjct  596  TLPMAKTENFKRGLHSSTEGEGVFIARPCGY  626

>WP_098198108.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
sp. AFS019443]
 PEU14287.1 tetracycline resistance protein [Bacillus sp. AFS019443]
Length=661

 Score = 408 bits (1048),  Expect = 1e-130, Method: Compositional 
matrix adjust.
 Identities = 237/663 (36%), Positives = 358/663 (54%), Gaps = 
31/663 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A++
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIRASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+KM 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGIQAQTKILMRTLQKMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------
IKQTVSLSPEIVLEENTD  171



            IPT++F+NKID++G     V+Q +R+ L+  ++          K    +  E+  E 
N  
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIRETLTNQVLPLYKVKDEGTKHACIIQNELRAETNET  180

Query  172  IEAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            I  +D  IE     N+ LLE Y+    ++   L  E   ++Q A++ P+++GSA  
G+G+
Sbjct  181  I--
YDECIELLALYNESLLESYVNSATLTETTLKEELLNQIQHANVCPIFFGSAMTGMGV  238

Query  228  QPLMDAVTGLF-QPIG-
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
              L++ V+ +  Q I  +     L G VFK+E    G++  Y+R++SG L +R  V 
+  
Sbjct  239  
PELLEGVSNMISQNISTDHSDDLLSGVVFKIEREPSGEKIAYVRVFSGCLHVRKYVEITR  298

Query  286  RE--------KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRK  336
            ++        K KI ++ I   G+ V   T   GE   +     +++ DV+G  +   
++
Sbjct  299  
KKNRTEIVSHKEKIKKLHIFHNGKAVHCSTISGGEFCKVWGLSDIKIGDVIGTMSHRIKE  358

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                D  P +  TI  +   +   L  AL +L++ DPL++   D I HEI +   G 
VQ 
Sbjct  359  IHFAD--
PQMEATIEARPKEKNHDLYQALMELSEEDPLIKVLKDDIHHEIYIRLFGEVQK  416

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+   L EKY L+    +  ++ +E+ +   +    +    NPF+A+IG  V P   
GS
Sbjct  417  
EVIETTLKEKYNLDVSFSDTKIVCIEKTIGTGNALEIMGEKNNPFYATIGFQVEPGIFGS  476

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  
DF
Sbjct  477  
GITYNLEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIVVTLTHTGYASPVTTAGDF  536

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL  ALK++ T + EP   F L  P   +S A +      A      +  
D   
Sbjct  537  
RKLTPLVLMNALKQARTTVYEPVNEFELTVPTNSISNALYKLSAIHAVFTEPVLHNDSFC  596



Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRH  633
             TG +P    + ++  L  +T G  V +    GY         + R    P +R D 
+ H
Sbjct  597  
LTGTLPMAKTENFKRGLHSFTEGEGVFIARPCGYSKIESNFPTRKRVDYNPLNRKDYLLH  656

Query  634  MFQ  636
            + +
Sbjct  657  VLR  659

>WP_098475563.1 GTP-binding protein [Bacillus cereus]
 PFM58739.1 tetracycline resistance protein [Bacillus cereus]
 PGP77685.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 407 bits (1047),  Expect = 1e-130, Method: Compositional 
matrix adjust.
 Identities = 234/652 (36%), Positives = 366/652 (56%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T TD+M LERQRGITI
+A++
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTHTDSMELERQRGITIKASI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+K+N
Sbjct  61   
VSFFLDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGIQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+F+NKID++G + + VV+ +R  LS +++    ++   +    I+  ++ D 
+  +
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIRKTLSNEVLPFYAVENEGTKQARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
QLAAYNETLLESYVNNEIVPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLENISV  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI 



Sbjct  240  
LLPANISSQDDILSGVVFKIERESSGEKIAYVRVFSGSLHVRKHVDIQRSKSLTHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M I   G  V+T T   GE   +     +++ D++G+ T   +     +P         
Sbjct  300  
KMCIFHNGNAVQTPTVQSGEFGKVWGFSDIKIGDIIGERTNHIKDIQLAEPQMEAAIEAM  359

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            PK     ER+ D   AL +L + DPL++   D+I +E+ +   G VQ EV+   L 
EKY 
Sbjct  360  PK-----
ERIHDLYAALIELCEEDPLIKVWKDNIHNELYIRLFGEVQKEVIETTLHEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG+ Y   V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPVGIGNAVEMMGEKTNPFYATIGFKVAQGALNSGITYNLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR++ P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNITPLVLMGAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++GT + EP   F L  P+  +S A +      AT     +  D    TG +P    
++
Sbjct  535  
KQAGTCVFEPINEFELTVPEHSISTAMYKLAAIPATFAEPILHNDSYHLTGSLPVAKTES  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ +
Sbjct  595  FKRLLHSFTEGEGIFTTNPSGF-TELKAPFPTRKRVDFNPLNRKDYLLHVLK  
645

>WP_070168131.1 GTP-binding protein [Bacillus mycoides]
 OFD45482.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 407 bits (1046),  Expect = 1e-130, Method: Compositional 
matrix adjust.
 Identities = 238/649 (37%), Positives = 357/649 (55%), Gaps = 
17/649 (3%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYKTNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLASYVNNEIVPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPTTKSAQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  ++  T   GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  299  
KKMCIFHNGNAIQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476



Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFTEPIFYNDSYHLTGSLPVSKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFITKPTGFTKLQASFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207826.1 GTP-binding protein [Bacillus cereus]
 EJQ13543.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG3X2-1]
 PEA21766.1 tetracycline resistance protein [Bacillus cereus]
 PEU04917.1 tetracycline resistance protein [Bacillus cereus]
 PEV99255.1 tetracycline resistance protein [Bacillus cereus]
 PEZ90390.1 tetracycline resistance protein [Bacillus cereus]
 PFA36090.1 tetracycline resistance protein [Bacillus cereus]
 PFE55403.1 tetracycline resistance protein [Bacillus cereus]
 PFI38250.1 tetracycline resistance protein [Bacillus cereus]
 PFL24781.1 tetracycline resistance protein [Bacillus cereus]
 PFP93162.1 tetracycline resistance protein [Bacillus cereus]
 PFQ62080.1 tetracycline resistance protein [Bacillus cereus]
 PGO01136.1 tetracycline resistance protein [Bacillus cereus]
 PGP03953.1 tetracycline resistance protein [Bacillus cereus]
 PGU33477.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 407 bits (1046),  Expect = 2e-130, Method: Compositional 
matrix adjust.
 Identities = 244/663 (37%), Positives = 375/663 (57%), Gaps = 
45/663 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-
VLEENT------DIE  173
            IPTV+F+NKID++G + + VV+ +++ LS +         SP   V+ E T      
+ +
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVVNEGTKDARIIEYK  172

Query  174  AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  +E     N+ LLE Y+  E IS   L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMELLAPFNESLLESYVNNEIISDTPLRKELEKQIQQANVFPIFFGSAMTGVGVTE  232

Query  230  LMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            L++ ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V 
+   
Sbjct  233  LLENISALIPVNKPVQDK---
TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRG  289

Query  287  EKL----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            E L    KI +M +   G+ V+  T + GE   +    ++++ D++G+ T       
++ 
Sbjct  290  ESLPHKEKIKKMCMFHNGDAVQASTVHSGEFCKVWGLTNIKIGDIIGEWT----
DYIKDI  345

Query  342  PL--PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
            P   P +   I    A  +ER+ D   AL +L + DPL++   D I +E+ +   G 
VQ 
Sbjct  346  PFAEPQMEAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQK  402

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+   L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    
L S
Sbjct  403  
EVIETTLFEKYNLQVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFKVERGELNS  462

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DF
Sbjct  463  
GITYKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDF  522

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R+L P+VL  ALK + T   EP   F L  P+  +S A +      AT     +  



D   
Sbjct  523  
RNLTPLVLMDALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYH  582

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRH  633
             TG +P   I+ ++  L  +T G  + +T+  G+         + R    P +R D 
+ H
Sbjct  583  
LTGSLPVAKIEDFKRMLHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLH  642

Query  634  MFQ  636
            + +
Sbjct  643  VLK  645

>WP_000207831.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus cereus group]
 EEM71259.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar andalousiensis BGSC 4AW1]
 OUB00203.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
oswaldocruzi]
 SME44751.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 407 bits (1046),  Expect = 2e-130, Method: Compositional 
matrix adjust.
 Identities = 238/653 (36%), Positives = 366/653 (56%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175



Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V +   E 
L  
Sbjct  235  
ENIPSLLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V+T T   G+   +   +++++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L
Sbjct  355  AINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ ME+P+   S    +    NPF+A++G  V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCMEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P++ +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPKQAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G     T+  GY+        + R  N+ L++  ++  
Sbjct  590  AKTENFQRMLHSFTEGEGFFTTKPAGYKKLKAPFPTRKRVDNNPLNRKDYLLH  
642



>WP_070146670.1 GTP-binding protein [Bacillus mycoides]
 OFD92318.1 tetracycline resistance protein [Bacillus mycoides]
 OFD99483.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 407 bits (1046),  Expect = 2e-130, Method: Compositional 
matrix adjust.
 Identities = 238/649 (37%), Positives = 357/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLASYVNNEIVPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPTTKSAQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  ++  T   GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  299  
KKMCIFHNGNAIQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410



             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFTEPIFYNDSYHLTGSLPVSKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFITKPTGFTKLQASFPTRKRVDFNPLNRKDYLLHVLK  645

>KQI04128.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41973]
 KQI39093.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41922]
 KQI44483.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41964]
 KQI48150.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41985]
 KQI48354.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41933]
 KQI52947.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41975]
Length=291

 Score = 394 bits (1012),  Expect = 2e-130, Method: Compositional 
matrix adjust.
 Identities = 186/291 (64%), Positives = 234/291 (80%), Gaps = 0/291 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+KI
Sbjct  241  STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIKI  291

>WP_093772799.1 GTP-binding protein [Streptomyces sp. 136MFCol5.1]
 SCY55082.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 136MFCol5.1]
Length=683

 Score = 408 bits (1048),  Expect = 2e-130, Method: Compositional 
matrix adjust.
 Identities = 249/676 (37%), Positives = 365/676 (54%), Gaps = 
41/676 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGNTQTDSLALERQRGITIKSAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPIDDITVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----I  172
            IPT+IF+NKID+ G    SV+++V +KL+ D++    +  T S S       ++D     
Sbjct  121  
IPTLIFVNKIDRGGAQYASVLRTVSEKLTRDVVAMGAVDGTGSRSARCTPYSDSDPGFTS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + + +D LL  Y+  G P+    L      +   A + PV++GSA  G G+  
L+
Sbjct  181  
RLTELLADRDDALLAAYVDGGAPLPYSTLRSALVAQTGQALVHPVFFGSAITGAGVDALI  240

Query  232  DAVTGLFQPIGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------  283
              +  L  P+ E      + G+VFKVE    G++  Y+R++SGT+R RD +         
Sbjct  241  GGIRELL-
PVSEGDVDGPVSGTVFKVERGSSGEKIAYVRMFSGTVRTRDRLPFGRDGGCG  299

Query  284  --------AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLP  334
                     GRE  K+T + +  +G  VR  +   G+I  L     +R+ D +G P    
Sbjct  300  
GSDAPGERGGREDGKVTAISVFDQGSTVRAASVRAGQIGKLRGLGDIRIGDSVGVPGTAT  359

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
              R+     P L + + P   A R  L  AL QLA+ DPL+    D I  E+ +S  
G V
Sbjct  360  TGRFFAP--
PTLESVVVPSAPAGRGELHLALAQLAEQDPLINLRQDDIRKEVSVSLYGEV  417

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EV+ A L++++ ++   +E + I +ERP+ + S     +   NPF A+IGL V 
P  +
Sbjct  418  
QKEVIQATLADEFGIDVTFRETTTICVERPVGSGSAFEVGDTEHNPFLATIGLRVDPAPI  477

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-------  507
            GSGV+Y   V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y+       
Sbjct  478  
GSGVEYRLEVELGSMPFSLMRAVEETVRSALRQGIHGWQVTDCIVTMTHSGYWPRQSHSH  537

Query  508  -----
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
                 S  ST  DFR+L P+VL  AL+++GT + EP   F L  P + L  A     



+  
Sbjct  538  
AVFDKSMSSTAGDFRNLTPLVLMAALQQAGTTVYEPMHRFRLELPADTLGPALPVLARLR  597

Query  563  
ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            A   T  V+    V  GEIPA  +      L   T G  V  T    Y+A VG    
+PR
Sbjct  598  
AVPRTPDVQGASCVLQGEIPAARVHELHQQLPALTRGEGVLETAFDSYRAVVGTAPDRPR  657

Query  623  RPNSRLDKVRHMFQKV  638
              ++ L++  ++   V
Sbjct  658  TDHNPLNRKEYLLHTV  673

>WP_078178770.1 GTP-binding protein [Bacillus mycoides]
 OOR16689.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 407 bits (1045),  Expect = 2e-130, Method: Compositional 
matrix adjust.
 Identities = 234/630 (37%), Positives = 352/630 (56%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  



LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVVRGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFRTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S   +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY 
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFTTKPSGYN  617

>WP_098362301.1 GTP-binding protein [Bacillus cereus]
 PFE68479.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 407 bits (1045),  Expect = 3e-130, Method: Compositional 
matrix adjust.
 Identities = 244/663 (37%), Positives = 374/663 (56%), Gaps = 
45/663 (7%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP--
EIVLEENTD-----IE  173
            IPTV+F+NKID++G + + VV+ +++ LS +         SP   +V E   D      
+
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVVNEGTKDARIIEYK  172

Query  174  AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  +E     N+ LLE Y+  E IS   L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMELLAPFNESLLESYVNNEIISDTPLRKELEKQIQQANVFPIFFGSAMTGVGVTE  232

Query  230  LMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            L++ ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V 
+   
Sbjct  233  LLENISALIPVNKPVQDK---
TLSGVVFKIEREPSGKKIAYVRVFSGSLHVRKYVDIQRG  289

Query  287  EKL----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            E L    KI +M +   G+ V+  T + GE   +    ++++ D++G+ T       
++ 
Sbjct  290  ESLPHKEKIKKMCMFHNGDAVQASTVHSGEFCKVWGLTNIKIGDIIGEWT----
DYIKDI  345

Query  342  PL--PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
            P   P +   I    A  +ER+ D   AL +L + DPL++   D I +E+ +   G 
VQ 
Sbjct  346  PFAEPQMEAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQK  402

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+   L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    
L S



Sbjct  403  
EVIETTLFEKYNLQVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFKVERGELNS  462

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DF
Sbjct  463  
GITYKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDF  522

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R+L P+VL  ALK + T   EP   F L  P+  +S A +      AT     +  
D   
Sbjct  523  
RNLTPLVLMDALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYH  582

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRH  633
             TG +P   I+ ++  L  +T G  + +T+  G+         + R    P +R D 
+ H
Sbjct  583  
LTGSLPVAKIEDFKRMLHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLH  642

Query  634  MFQ  636
            + +
Sbjct  643  VLK  645

>WP_087932007.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
thuringiensis]
 ARZ63128.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 407 bits (1045),  Expect = 3e-130, Method: Compositional 
matrix adjust.
 Identities = 238/653 (36%), Positives = 366/653 (56%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V +   E 
L  
Sbjct  235  
ENIPSLLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V+T T   G+   +   +++++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L
Sbjct  355  AINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ ME+P+   S    +    NPF+A++G  V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCMEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P++ +S A +      AT        D    TG 
+P 
Sbjct  530  
LIDALKQAETYVYEPVNEFELTVPKQAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPV  589



Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G     T+  GY+        + R  N+ L++  ++  
Sbjct  590  AKTENFQRMLHSFTEGEGFFTTKPAGYKKLKAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_071151433.1 GTP-binding protein [Bacillus mycoides]
 SCM87938.1 Small GTP-binding protein domain protein [Bacillus 
mycoides]
 OHX30846.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 407 bits (1045),  Expect = 3e-130, Method: Compositional 
matrix adjust.
 Identities = 239/649 (37%), Positives = 359/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  +
Sbjct  121  IPTVLFVNKIDRSGANTKKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCM  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ L+E Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLVESYVNNEIIPDALLRKELKKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L   VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPATKSAQDETLSSVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298



Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T + GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  299  
KKMCIFHNGNAVQASTVHSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VNFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFTEPIFYNDSYHLTGSLPVSKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGY---QAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+   QA+          P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFITKPTGFTKLQASFPTRKRVDSNPLNRKDYLLHVLK  645

>WP_036681001.1 GTP-binding protein [Paenibacillus tyrfis]
 KEQ25797.1 tetracycline resistance protein [Paenibacillus tyrfis]
Length=659

 Score = 407 bits (1046),  Expect = 3e-130, Method: Compositional 
matrix adjust.
 Identities = 230/631 (36%), Positives = 352/631 (56%), Gaps = 
24/631 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M I+NIGILAHVDAGKT+L E +LY +  I E G V++G T+ D M LER+RGITI
+A+V
Sbjct  1    
MHIMNIGILAHVDAGKTSLAERILYDTKVIDELGKVDQGNTQMDAMELERKRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT+ILF  L
+KM 
Sbjct  61   
VSFDLLGLKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKILFSVLKKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+ G   + V++ +R+KL+ +   +   +   +    V+E   D  
A   
Sbjct  121  
LPTILFVNKIDRPGAQSEMVIEQIREKLTPNAFPLCQVEYAGMKNASVVEHRFDWAADPD  180

Query  178  VIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +E        +++++LE Y+ GE ++ E++     ++V+  +++PVY+GSA  G
+G+  
Sbjct  181  
FMERCIELAAAHDERVLEAYVNGEAVTEEQVKEAFGKQVRQTNVYPVYFGSAMTGVGVSS  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-  287
            L+  V   F P+ E      L G VFK++    G++  Y+RL+SG+L +R+ V L  
+  
Sbjct  241  LLAGVAQWF-
PVNEHDEGEPLSGVVFKLDKEPSGEKIAYVRLFSGSLNMREQVKLQQKNG  299

Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                     KI ++     G+ V   T   G++  I   + VR+ DV+G+ + L +    
Sbjct  300  
QGEFEARTCKIKKLHALMNGKAVPATTVTSGDLGKIWGLEDVRIGDVVGEQSHLIKH--F  357

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               +P + T I      +   L  AL  L++ DPL++   D +  E+ +   G VQ 
EV+
Sbjct  358  
SFAVPQMETRIETAEPNKDHLLYKALISLSEEDPLIQVMKDDVHQELYIRIFGEVQKEVI  417

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L E+Y LE    E   + +E+P         I    NPF+A++G  V P   
GSGV 
Sbjct  418  
EAALKEQYDLEVRFSETRTVCLEKPAGTGQALEIIAEGDNPFYATVGFRVEPGLPGSGVA  477

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ + +   L+QGL+GW VTD  +   +  Y+SPVS   
DFR L
Sbjct  478  



YALEVELGSLPLAFHKAIEETVHQTLKQGLYGWEVTDIVVILTHTGYFSPVSAAGDFRKL  537

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            AP+VL +AL ++GT + EP  +F L  P   +S+A +      A +    +     
+ TG
Sbjct  538  
APLVLMEALAQAGTHVYEPIHAFELTVPAAMMSKAMYKLSVIQAVVHETAMNNGLCLITG  597

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             IP    ++++  L  +T G    L E  G+
Sbjct  598  NIPVAATESFKRSLHAFTQGEGFMLVEPAGF  628

>WP_003207541.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
 EEM10741.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus mycoides 
Rock3-17]
Length=657

 Score = 407 bits (1045),  Expect = 3e-130, Method: Compositional 
matrix adjust.
 Identities = 225/629 (36%), Positives = 352/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKINVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240



Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALIELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  +   + GSG
+ Y 
Sbjct  418  
TLHEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKHGAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK+SGT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARPCGY  626

>WP_002127951.1 GTP-binding protein [Bacillus cereus]
 EJQ60139.1 small GTP-binding protein domain protein [Bacillus 
cereus CER057]
 EJQ65702.1 small GTP-binding protein domain protein [Bacillus 
cereus CER074]
 EJV66977.1 small GTP-binding protein domain protein [Bacillus 
cereus BtB2-4]



 EOP39222.1 small GTP-binding protein domain protein [Bacillus 
cereus VD146]
Length=647

 Score = 406 bits (1044),  Expect = 4e-130, Method: Compositional 
matrix adjust.
 Identities = 234/630 (37%), Positives = 352/630 (56%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 



EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S   +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY 
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFTTKPSGYN  617

>WP_006095187.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 EEM16573.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus pseudomycoides 
DSM 12442]
 OOR48990.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PDY10695.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEF75153.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEI49567.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEL91027.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEU38177.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PFY11060.1 tetracycline resistance ribosomal protection protein 



[Bacillus 
pseudomycoides]
 PGA66837.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PGA69420.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PHB25516.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PHE08219.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PHF01067.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
Length=657

 Score = 407 bits (1045),  Expect = 4e-130, Method: Compositional 
matrix adjust.
 Identities = 224/629 (36%), Positives = 353/629 (56%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +++ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHDESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287



            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ T   GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTVGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPSAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPINEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARSCGY  626

>WP_033730733.1 GTP-binding protein [Bacillus mycoides]
 ETT76409.1 small GTP-binding protein [Bacillus mycoides FSL H7-687]
Length=647

 Score = 406 bits (1043),  Expect = 4e-130, Method: Compositional 
matrix adjust.
 Identities = 233/630 (37%), Positives = 352/630 (56%), Gaps = 
32/630 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+++V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKSSV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVVRGALNSGITYN  467



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFRTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S   +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY 
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFTTKPSGYN  617

>WP_088292138.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
mycoides]
Length=647

 Score = 406 bits (1043),  Expect = 4e-130, Method: Compositional 
matrix adjust.
 Identities = 236/654 (36%), Positives = 372/654 (57%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNEAYPFYSVENEGTKDARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E IS   L +E ++++Q A++FP+++GSA  G+G+  L++ 



++ 
Sbjct  180  
LLARFNESLLESYVNNEIISDTPLRKELEKQIQQANVFPIFFGSAMTGVGVTELLENISA  239

Query  237  LF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----  289
            L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
Sbjct  240  LIPVNKPVQDK---
TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESLPHKE  296

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI +M +   G+ V++ T   GE   +    ++++ D++G+ T   +     +P      
Sbjct  297  
KIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGEWTDYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A Q+ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
VEAAIEAVQKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY+L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYRLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATIGFKVERGELNSGITYNLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK + T + EP   F L  P+  +S   +      AT     +  D    TG 
+P   
Sbjct  532  
DALKRAETCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPTLHNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  592  TEDFKRMLHSFTEGEGIFITKPTGFTKLTAPFPTRKRIDFNPLNRKDYLLHVLK  
645

>WP_002110574.1 GTP-binding protein [Bacillus cereus]
 EJV71530.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG6O-2]



Length=647

 Score = 406 bits (1043),  Expect = 5e-130, Method: Compositional 
matrix adjust.
 Identities = 239/649 (37%), Positives = 357/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTKKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLASYVNNEIVPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPTTKSAQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VNFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKALEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFTEPIFYNDSYHLTGSLPVSKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFITKPTGFTKLQASFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_074543706.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 406 bits (1043),  Expect = 5e-130, Method: Compositional 
matrix adjust.
 Identities = 239/656 (36%), Positives = 366/656 (56%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----



EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   E 
L  
Sbjct  235  
ENIPSLLPANNPSQDEELSGIVFKIERESSGEKIAYIRVFSGSLHVRKYVDIQRGESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V+T T   GE   I     +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAVQTSTVPSGEFCKIWGLSDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
               + PK     ER+ D   AL +L + DPL++   D+I HE+ +   G VQ EV+   
L
Sbjct  355  AIEVLPK-----
ERIHDLYAALMELCEEDPLIKVWKDNIHHELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L        V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
YEKYNLRVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW+VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWDVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKKAETYVYEPVNDFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  590  AKTEHFKRMLHSFTEGEGIFTTKPAGFTKITATFPTRKRVDYNPLNRKDYLLHVLK  



645

>WP_061686980.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 KXY75698.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 406 bits (1043),  Expect = 5e-130, Method: Compositional 
matrix adjust.
 Identities = 231/652 (35%), Positives = 364/652 (56%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+     + 
E++D
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSVQNEGTKEARII-----
EYESYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L   
Sbjct  236  
NISALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRDESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ ++T T   GE   +   + +++ D++G  T   +     +  
P + 
Sbjct  296  EKIKKMCLFHNGDAIQTSTVPSGEFCKVWGLNDIKIGDIIGQQTDYIKDIHFAE--



PQME  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I   +  Q   L  AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIDAVSKEQIHDLYAALMELCEEDPLIQVWKDDIHNELYIRLFGEVQKEVIETTLFEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATVGFKVERGELNCGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+
Sbjct  534  
LKKAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            +++  L  +T G  +  T+  G++  +     + R    P +R D + H+ +
Sbjct  594  SFKRILHSFTEGEGIFTTKPSGFRKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>OJV64369.1 hypothetical protein BGO41_12150 [Clostridiales 
bacterium 38-18]
Length=618

 Score = 405 bits (1040),  Expect = 5e-130, Method: Compositional 
matrix adjust.
 Identities = 238/626 (38%), Positives = 358/626 (57%), Gaps = 
21/626 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTT+TE +LY  G I+E G V+ G T TD M LE++RGITI+ A  
+ 
Sbjct  3    
MNIGILAHVDAGKTTITEQMLYTCGVINEIGRVDNGNTTTDGMALEKERGITIRQATVTM  62

Query  64   



QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +   K+N++DTPGH+DF++EV RSL+VLD AIL ISAK+GVQAQT+++F+AL+KM 
IP 
Sbjct  63   
NYKAHKINLLDTPGHVDFISEVERSLSVLDAAILAISAKEGVQAQTKVIFNALKKMGIPV  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV-----  178
            +I INK+D+ GVDL  +   ++++LS  + +   V+       E +  + A D       
Sbjct  123  IIMINKVDRMGVDLSDIRTQIKEELSDALYLVNAVNDEG----
ERHASLRALDEAELGSN  178

Query  179  IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            IE     +D + E + +   ++   L  + +       LFPV  GSA  GLGI+PL
++ +
Sbjct  179  
IETLALLDDGVFEAWSSDTVMTSAMLSGKAKTYFNQNKLFPVLNGSALLGLGIEPLLELL  238

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITE  293
            +   +P+ ++    L G V+KV+    G RR + RL+ GTL LR++  + G E+  
KI +
Sbjct  239  SEWVEPVIQE---
ELSGIVYKVDRDSHGNRRCFTRLFGGTLVLRESYPVYGEERAYKILK  295

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-
WREDPLPMLRTTIAP  352
            M      +  R D A  G++V+L +D++ + DVLG+   LP  R       P LR  
+  
Sbjct  296  MDGLFGIKPRRQDAAVAGDVVVLYTDALNVGDVLGE---
LPLDRQLVHIASPTLRARVVA  352

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  A R  + DALTQL D DP L  E+   T  I L   G VQ E++  LL E+++
+ T 
Sbjct  353  
EDLAIRRAVCDALTQLTDEDPFLGFEIHPETEAIELKLFGMVQKEIIEQLLVERFEINTQ  412

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP ++Y           +++    N   A++GL + PL +G G+ YE+ VS G 
L + 
Sbjct  413  
ILEPEIVYRSSIKNTTEACLYMYTADNLLPATVGLVIEPLKVGEGIVYETEVSFGDLKKP  472

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNAVR+G  +GL++G+    VTD K+ F Y  + S  STP+DFR +A  V++ AL 
++ 
Sbjct  473  
FQNAVREGCIFGLKKGMNQLEVTDVKVRFVYSEFNSVDSTPSDFRKVAGQVVQIALGKAD  532



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
               LEP   + L  PQ  + RA  D  +   + E   +K +  V  G +P    Q 
Y  +
Sbjct  533  
GVKLEPINQYELIIPQLLIGRAIADILRMRGSFEEPMIKGEMAVIKGILPLETCQYYEVE  592

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPV  618
            L+ YT+G+ +   +  GYQ A  Q V
Sbjct  593  LSDYTSGKGIISYQAGGYQIAPEQIV  618

>WP_085311774.1 GTP-binding protein [Bacillus mycoides]
 ARJ22656.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 406 bits (1043),  Expect = 5e-130, Method: Compositional 
matrix adjust.
 Identities = 235/632 (37%), Positives = 361/632 (57%), Gaps = 
38/632 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  +E     N+ LLE Y+  E IS   L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMELLAPFNESLLESYVNNEIISDTPLRKELEKQIQQANVFPIFFGSAMTGVGVTE  232

Query  230  LMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            L++ ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V 
+   
Sbjct  233  LLENISALIPVNKPVQDK---



TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRG  289

Query  287  EKL----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            E L    KI +M I   G  V++ T   GE   +    ++++ D++G+ T   +     
+
Sbjct  290  
ESLPHKEKIKKMCIFHNGNAVQSSTVQSGEFCKVWGLTNIKIGDIIGERTDYIKDIHFAE  349

Query  342  PLPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
            P        A   A Q+ER+ D   AL +L + DPL++   D++ +E+ +   G 
VQ EV
Sbjct  350  P-----
QMEAAIEAVQKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEV  404

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +   L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V    L 
SG+
Sbjct  405  
IETTLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGELNSGI  464

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y   V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T 
+DFR+
Sbjct  465  
TYNLGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRN  524

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  ALK + T + EP   F L  P+  +S   +      AT     +  D    
T
Sbjct  525  
LTPLVLMDALKRAETCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLT  584

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            G +P    + ++  L  +T G  + +T+  G+
Sbjct  585  GSLPVAKTEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_017561331.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 KLA09145.1 hypothetical protein B4087_2657 [Bacillus cereus]
 KMP77684.1 tetracycline resistance protein [Bacillus cereus]
 KXX86513.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 406 bits (1043),  Expect = 5e-130, Method: Compositional 
matrix adjust.
 Identities = 242/659 (37%), Positives = 373/659 (57%), Gaps = 
37/659 (6%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV R+  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERAFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V + ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVGKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L+ 
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLSH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   S    +    NPF+A+IG  V    L SG
+ Y+



Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGSSVEVMGEKANPFYATIGFKVERSELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEQVISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_070128573.1 GTP-binding protein [Bacillus mycoides]
 OFD58036.1 tetracycline resistance protein [Bacillus mycoides]
 OFD63879.1 tetracycline resistance protein [Bacillus mycoides]
 OFD95622.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 406 bits (1043),  Expect = 5e-130, Method: Compositional 
matrix adjust.
 Identities = 239/649 (37%), Positives = 357/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I



Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLASYVNNEIVPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPTTKSAQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VNFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKALEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFTEPIFYNDSYHLTGSLPVSKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFITKPTGFTKLQASFPTRKRVDFNPLNRKDYLLHVLK  645



>WP_063179400.1 GTP-binding protein [Paenibacillus elgii]
 KZE80823.1 tetracycline resistance protein [Paenibacillus elgii]
Length=659

 Score = 406 bits (1044),  Expect = 6e-130, Method: Compositional 
matrix adjust.
 Identities = 228/632 (36%), Positives = 354/632 (56%), Gaps = 
26/632 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+L E +LY +  I E G V++G T+ D M LER+RGITI
+A+V
Sbjct  1    
MHTMNIGILAHVDAGKTSLAERILYDTKVIDELGRVDQGNTQMDAMELERKRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT+ILF  L
+KM 
Sbjct  61   
VSFDLHGLKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKILFSVLKKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +P ++F+NKID+ G   +  ++ +R+KL+ +      ++   ++   +V E   D  
A  
Sbjct  121  LPMILFVNKIDRLGAQSEMAIEQIREKLTPNTFPLCQVEHAGTMHASVV-
ESRFDWAANP  179

Query  177  AVIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              +E        +++++LE Y+ GE ++ E++     ++V+ A+++PVY+GSA  G
+G+ 
Sbjct  180  
DFMERCIELAAAHDERVLEAYVNGEAVTEEQVKETFGKQVRQANVYPVYFGSAMTGVGVS  239

Query  229  PLMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
             L+  V   F P+ E      L G VFK+E    G++  Y+RL+SG+L +R+ V L  
+ 
Sbjct  240  DLLAGVAQWF-
PVNEHADGEPLSGVVFKIEKEPSGEKIAYVRLFSGSLNMREQVKLQRKN  298

Query  288  K--------LKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRW  338
            +         KI ++     G+ V       G++  +   + VR+ DV+G+ + L 
+   
Sbjct  299  
EQGEFEARTCKIKKLYALINGKAVSAAKVTSGDLGKVWGLEDVRIGDVVGEQSHLIKH--  356

Query  339  



REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                +P + T I     ++   L  AL  L++ DPL++   D +  ++ +   G 
VQ EV
Sbjct  357  
FSFAVPQMETRIETAEPSKDHLLYKALISLSEEDPLIQVMKDDVHQDLYIRIFGEVQKEV  416

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            + A L E+Y LE    E   + +E+P         IE   NPF+A++G  V P   
GSGV
Sbjct  417  
IEAALKEQYDLEVRFSETRTVCLEKPAGTGQAFEIIEEGDNPFYATVGFRVEPGLPGSGV  476

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y   V LG L   F  A+++ +   L+QGL+GW VTD  +   +  Y+SPVST  
DFR 
Sbjct  477  
AYRLEVELGSLPLPFHKAIKETVHQTLKQGLYGWEVTDIVVTLTHTGYFSPVSTAGDFRK  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            LAP+VL +AL ++GT + EP  +F L  P   +S+A +      A +    +     
+ T
Sbjct  537  
LAPLVLMEALAQAGTDVYEPIHAFELTVPAAMMSKAIYKLSAIQAVVHETAMYNGLCLIT  596

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            G I     ++++  L  +T G    L E  G+
Sbjct  597  GNISVAATESFKRSLHAFTQGEGFMLVEPAGF  628

>WP_060750414.1 GTP-binding protein [Bacillus mycoides]
 KWU62636.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 405 bits (1042),  Expect = 6e-130, Method: Compositional 
matrix adjust.
 Identities = 232/650 (36%), Positives = 360/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS ++      +        ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILSNEVFPFYSAENEGTKDARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +   +L +E ++++Q A++FP+++GSA  G+G+  L+  
++ L
Sbjct  181  
LAPYNETLLESYVNNEVVPDAQLRKELEKQIQQANVFPIFFGSAMTGIGVTELLKNISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG L +R  V +   E L    
KI +
Sbjct  241  
IPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G  V+  T + GE   +    ++++ D++G+ T   +     +P        
A 
Sbjct  301  MCIFHNGNAVQASTVHSGEFCKVWGLTNIKIGDIIGEWTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                 +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IDVVAKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSFDVMGEKENPFYATIGFKVERGELNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +



Sbjct  536  
QAETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPGGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_100536632.1 GTP-binding protein [Paenibacillus sp. GM2FR]
 PJN54366.1 Tetracycline resistance protein TetO [Paenibacillus sp. 
GM2FR]
Length=648

 Score = 405 bits (1042),  Expect = 6e-130, Method: Compositional 
matrix adjust.
 Identities = 241/656 (37%), Positives = 371/656 (57%), Gaps = 
28/656 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +L+ SG I + GSV++G T TD++ +ER+RGITI+
+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILFRSGIIDQAGSVDQGNTITDSLDIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGDLKINLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEQGI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE-----AWD  176
            PT++F+NKID+ G + Q+V   +R  L   I   +  S++ E       D+       
W 
Sbjct  123  PTLLFMNKIDRMGANYQNVYTMIRHLLDEHIC--
EMSSVTHEGSAAVRVDVADPHSVGWI  180

Query  177  AVIE-
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             ++   ND LL  Y    PI+RE+L    +R+ Q   ++P++ GSA KG+GI+PL   
+ 
Sbjct  181  
EILALANDDLLNDYAQDIPITRERLQEALRRQTQQGKVYPLFAGSAAKGIGIEPLRQTL-  239

Query  236  GLFQPIGEQG---SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREK  288
            G F P+ +       AL G VFKV     G+R VYLRL++G+++ RD + +         
Sbjct  240  
GEFFPVNDASVLQHEALSGLVFKVIKLLNGERNVYLRLFAGSIQARDEIPVITQNGNTTM  299

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLR  347



             K+  +     G+ +  +    G+I IL +D +++ DV+G  + R+ R  +++ P   
++
Sbjct  300  
FKVKHLHALHHGKSMSVNQIDAGDIAILMTDELKVGDVIGTVSDRMKRVHFQKPP---IQ  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              ++ K      +L  AL+ L + DP L+   DSIT E I+   G+VQ E++   + 
++Y
Sbjct  357  
VQVSAKDPEYEHQLHTALSDLTEEDPFLQYIQDSITKEHIIHVFGKVQQEILLETIQQQY  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +E V   P VI +E+P+       ++     PF+A++G+ V P   G+G+QY   
V LG
Sbjct  417  GIEAVFSAPRVICIEKPVATGEAVEYM--
GECPFYATVGIRVEPGESGTGLQYRLEVELG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  SFQ A++D +   L++GL+GW+VTD  +   +  Y SPVST  DFRSL P
+VL  A
Sbjct  475  
SLPLSFQKAIKDTVFEVLQEGLYGWSVTDMIVTLTHTGYASPVSTAKDFRSLTPLVLMSA  534

Query  528  LKESGTQLLEPY--
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            L E+GT++ EP   + FIL  P+  LS+          T +      + V   G 
IP R 
Sbjct  535  LNEAGTEVYEPMNVIQFIL--
PETSLSKVLSKLAALEGTYQEPTFHNNAVHVHGTIPVRT  592

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM--FQKVM  
639
                + ++   T+G  +   +  GY  A     +  RR  + L++  +M    K+M
Sbjct  593  TDLLKAEVHSLTSGEGMLSVKPGGYVKAQAPFPVNKRRQVNPLNRGEYMLYLNKIM  
648

>WP_061674877.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 KXY32509.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 405 bits (1042),  Expect = 6e-130, Method: Compositional 
matrix adjust.
 Identities = 240/658 (36%), Positives = 361/658 (55%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  +E     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ DV+G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDVIGGWTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLQVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFQVERGELNSGITYK  467

Query  462  



SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK + T   EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P   I+ ++  L  +T G  + +T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PVAKIEDFKRMLHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_007130363.1 GTP-binding protein [Paenibacillus lactis]
 EHB64082.1 small GTP-binding protein [Paenibacillus lactis 154]
Length=650

 Score = 405 bits (1042),  Expect = 6e-130, Method: Compositional 
matrix adjust.
 Identities = 235/631 (37%), Positives = 354/631 (56%), Gaps = 
36/631 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ +G I+  GSV++G T TD++ +ER+RGIT++
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFKTGVINRAGSVDQGNTTTDSLDIERRRGITVKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGELKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEQGI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV---  178
            PT++FINK+D+ G D + V   +R +LS ++      S       EE T   AW  
V   
Sbjct  123  PTILFINKLDRMGADYRKVCSMIRQRLSGNVCEMSVPS-------EEGT---
AWATVRPA  172

Query  179  -----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                         NN+ +L  Y    P+S  +L  E +++ ++A+ +P++ GSA 



+G+GI
Sbjct  173  
DPHEAGWLEILASNNEDMLRHYAHDIPVSAVRLQAELRQQTKNAAAYPLFAGSAARGVGI  232

Query  228  QPLMDAVTGLFQPIG---
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
             PL++A+   F P+    E  +  L G  FKV     G+R VYLRL++G++R R+ 
+ + 
Sbjct  233  DPLLEALQS-
FLPVHTPVEDSADPLSGLAFKVMKQANGERLVYLRLFAGSIRKRERIPVV  291

Query  285  GREK----LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWR  339
             ++     +K+ ++     G IV TD  Y G+I +L    V++ DV+G  + R+   
R+ 
Sbjct  292  
SKDGHTTYMKVKQLFCLMHGAIVPTDGVYAGDIAVLGGVDVKVGDVIGVVSDRMKSFRFE  351

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P+ +  + +  K A     L  AL+ L   DP L+   DS T E  +   G+VQ 
E++
Sbjct  352  RPPIQVKVSAMDSKDAPI---
LHLALSDLTMEDPFLQYTRDSRTQESFIHVFGKVQQEIL  408

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              ++ E+Y +E V   P VI +E+P+   +    +  P NPF+A++G  V P   
GSG+Q
Sbjct  409  
LEIIREQYGIEAVFSAPKVICLEKPVSIGAAVERMGEPQNPFYATVGFRVEPGIDGSGLQ  468

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  SFQ A++D +   L++GLFGW+VTD  +   +  Y SPVST  
DFRSL
Sbjct  469  
YRLEVELGSLPLSFQKAIKDTVFEVLQEGLFGWSVTDIVVTLTHTGYASPVSTAKDFRSL  528

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL E+GT + EP        P+  LS+          T E  +     V   
G
Sbjct  529  
TPLVLMKALNEAGTNVYEPVNKLQFIVPEFSLSKVLSSLGALEGTFEEPRFVNGIVHING  588

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             IP R     + ++   T+G  +      G+
Sbjct  589  TIPVRTSDQLKAEVHALTSGEGLLTIRPGGH  619

>KQI58253.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41905]



 KQI60017.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41934]
 KQI65150.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
jejuni CVM 41908]
Length=290

 Score = 393 bits (1009),  Expect = 6e-130, Method: Compositional 
matrix adjust.
 Identities = 185/290 (64%), Positives = 233/290 (80%), Gaps = 0/290 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++ +EK+K
Sbjct  241  STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRISEKEKIK  290

>WP_002168116.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 EJR42032.1 small GTP-binding protein domain protein [Bacillus 
cereus VD078]
 EJS04969.1 small GTP-binding protein domain protein [Bacillus 
cereus VDM022]
Length=647



 Score = 405 bits (1042),  Expect = 6e-130, Method: Compositional 
matrix adjust.
 Identities = 234/630 (37%), Positives = 352/630 (56%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S   +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY 
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFTTKPSGYN  617

>WP_043446900.1 GTP-binding protein [Streptomyces nodosus]
 AJE44104.1 GTP-binding protein [Streptomyces nodosus]
Length=669

 Score = 406 bits (1044),  Expect = 6e-130, Method: Compositional 
matrix adjust.
 Identities = 244/658 (37%), Positives = 359/658 (55%), Gaps = 
24/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
VSFALDDITVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRILMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+ G      ++++  +L+  ++          Q   + P    +   
+ 



Sbjct  121  
IPTLVFVNKIDRRGAHHDRTLRALATRLTGAVVPMVRPHGLGTQDAGVRPHGAQDPGFEG  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            +  DA+ E+++ LL  Y+  + +S E+L      + + A + PV++GSA  G G+  
L++
Sbjct  181  QLLDALAEHDEALLTTYVQ-
DTVSYERLRAALVEQTRRARVHPVFFGSAITGAGVPELVE  239

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +  L           + G+VFKVE    G++  Y R++SGT+R RD + L    + 
K+T
Sbjct  240  
GIKELLPAAEGDPEGPVSGTVFKVERGAAGEKIAYARVFSGTVRNRDRLLLHDGREGKVT  299

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
               +   G  +R      G I  L     +R+ D  GDP R    +    P P L 
T + 
Sbjct  300  ATGVFDGGADIREAPVTAGRIGKLWGLADIRIGDCFGDPPRADGTQHHFAP-
PTLETVVV  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P  A +R  L  ALTQLA+ DPL+    D I  EI +S  G VQ EV+   L+E+Y 
LE 
Sbjct  359  
PARARERGALHLALTQLAEQDPLIGLRQDEIRQEISVSLYGEVQKEVLQTTLAEEYGLEV  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + + +ERP+   +     +  PNPF A++GL + P  +GSGV++   V LG 
+  
Sbjct  419  
TFRETTPLCVERPVGTGAAVEFNKKDPNPFLATVGLRIDPAPVGSGVEFRLEVELGSMPY  478

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +   L QGL GW VTDC +   +            G   S  ST 
ADFR L
Sbjct  479  
AFFKAVEDTVTETLTQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGL  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+V+  AL+ +GTQ+ EP   F + AP + L        +  A   T ++  D  
V TG
Sbjct  539  
TPLVVMSALQCAGTQVFEPMHRFRVRAPADTLGALLPVLARRRAVPGTTELLGDACVLTG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA-
AVGQPVIQPRRPNSRLDKVRHMFQ  636



             +PA  + A    L   T+G     +E   Y A  VG P  +PR  +  LD+  ++ 
+
Sbjct  599  
RVPAAQVHALEQSLPGPTHGEGEWESEFDHYAAVTVGAPPDRPRTDHDPLDRETYLMR  656

>WP_053493716.1 GTP-binding protein [Bacillus sp. FJAT-18019]
 KOP68688.1 tetracycline resistance protein [Bacillus sp. 
FJAT-18019]
Length=648

 Score = 405 bits (1042),  Expect = 7e-130, Method: Compositional 
matrix adjust.
 Identities = 235/652 (36%), Positives = 369/652 (57%), Gaps = 
20/652 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +L+ SG I   GSV++G T TD++ +ER+RGIT++
+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILFRSGIIEHAGSVDEGNTITDSLDIERRRGITVKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH DF++EV  SL VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGDLKINLIDTPGHADFISEVEHSLRVLDGVILVISAVEGVQAQTRVLMQTLKEHCI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT---
DIEAW-DA  177
            PT++F+NKID+ G + Q+V   +R+ L   I     V+      +  +T   DI+ 
W + 
Sbjct  123  
PTLLFMNKIDRMGANYQNVYTMIRNLLDEHICEMSFVTEDGSASVRVDTADPDIDGWIET  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  YI   PI+RE+L+ E + + +    +P++ GSA KG+GI+ L+ A
++  
Sbjct  183  
LAGANEDLLHDYIQDIPITRERLLEEVRSQTRQGKAYPLFAGSAAKGIGIEALLHALSEF  242

Query  238  FQPIG---
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----KLK  290
            F P+    E    +L G VFKV     G+R VYLRL++G ++ RD + +  +      
LK
Sbjct  243  F-
PVNNASELQHDSLSGLVFKVIKLPNGERNVYLRLFAGRIQARDEITVMKQNGQTTMLK  301

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
            +  +    +G+ +  +    G+I +L +D +++ DV+G  + R+    +++ P   



++  
Sbjct  302  VKHLNALQQGKSISVEQIDAGDIAVLITDELKVGDVIGSASDRMKLIHFQKPP---
IQVQ  358

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            ++ K +A   +L  AL+ L + DP L+   D+ T E I+   G+VQ E++   + +
+Y +
Sbjct  359  
VSAKNSADDHQLHTALSNLTEEDPFLQYIRDTHTKEHIIHIFGKVQQEILLETIQQQYGI  418

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E     P VI +E+PL       +IE    PF+A++GL V P   GSG+QY   V 
LG L
Sbjct  419  EADFSAPQVICIEKPLHVGEAVEYIE--
ECPFYATVGLRVEPGERGSGLQYRLEVELGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SFQ A++D +   L++GL+GW+VTD  +   +  Y SPVST  DFRSL P+VL  
AL 
Sbjct  477  
PLSFQKAIKDTVMEVLQEGLYGWSVTDIVVTLTHTGYASPVSTAKDFRSLTPLVLMAALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++ EP  +     P+  LS+          T +        V   G +P R     
Sbjct  537  
QAGTEVYEPVNTIQFILPEANLSKVLSKLAALEGTYQEPIFHNKVVHVHGTLPVRTTDLL  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM--FQKVM  
639
            + +    T+G  +   +  GY        +  RR  + L++  +M    K+M
Sbjct  597  KAEAHSLTSGEGMLSVKPGGYVKMQATAPVNKRRQVNPLNRGEYMLYLNKIM  
648

>WP_028405524.1 GTP-binding protein [Bacillus sp. J13]
Length=650

 Score = 405 bits (1042),  Expect = 8e-130, Method: Compositional 
matrix adjust.
 Identities = 234/631 (37%), Positives = 354/631 (56%), Gaps = 
36/631 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ +G I+  GSV++G T TD++ +ER+RGIT++
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFKTGVINRAGSVDQGNTTTDSLDIERRRGITVKSAAV  62

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGELKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEQGI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV---  178
            PT++FINK+D+ G D + V   +R +LS ++      S       EE T   AW  
V   
Sbjct  123  PTILFINKLDRMGADYRKVCSMIRQRLSGNVCEMSVPS-------EEGT---
AWATVRPA  172

Query  179  -----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                         NN+ +L  Y    P+S  +L  E +++ ++A+ +P++ GSA 
+G+GI
Sbjct  173  
DPHEAGWLEILASNNEDMLRHYAHDIPVSTVRLQAELRQQTKNAAAYPLFAGSAARGVGI  232

Query  228  QPLMDAVTGLFQPIG---
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
             PL++A+   F P+    E  +  + G  FKV     G+R VYLRL++G++R R+ 
+ + 
Sbjct  233  DPLLEALQS-
FLPVHTPVEDSADPISGLAFKVMKQANGERLVYLRLFAGSIRKRERIPVV  291

Query  285  GREK----LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWR  339
             ++     +K+ ++     G IV TD  Y G+I +L    V++ DV+G  + R+   
R+ 
Sbjct  292  
SKDGHTTYMKVKQLFCLMHGAIVPTDGVYAGDIAVLGGVDVKVGDVIGVVSDRMKSFRFE  351

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P+ +  + +  K A     L  AL+ L   DP L+   DS T E  +   G+VQ 
E++
Sbjct  352  RPPIQVKVSAMDSKDAPI---
LHLALSDLTMEDPFLQYARDSRTQESFIHVFGKVQQEIL  408

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              ++ E+Y +E V   P VI +E+P+   +    +  P NPF+A++G  V P   
GSG+Q
Sbjct  409  
LEIIREQYGIEAVFSAPKVICLEKPVSIGAAVERMGEPQNPFYATVGFRVEPGIDGSGLQ  468

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  SFQ A++D +   L++GLFGW+VTD  +   +  Y SPVST  
DFRSL
Sbjct  469  
YRLEVELGSLPLSFQKAIKDTVFEVLQEGLFGWSVTDIVVTLTHTGYASPVSTAKDFRSL  528



Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL E+GT + EP        P+  LS+          T E  +     V   
G
Sbjct  529  
TPLVLMKALNEAGTNVYEPVNKLQFIVPEFSLSKVLSSLAALEGTFEEPRFVNGIVHING  588

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             IP R     + ++   T+G  +      G+
Sbjct  589  TIPVRTSDQLKAEVHALTSGEGLLTIRPGGH  619

>WP_093929439.1 GTP-binding protein [Streptomyces sp. ok210]
 SFS62455.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. ok210]
Length=683

 Score = 406 bits (1044),  Expect = 9e-130, Method: Compositional 
matrix adjust.
 Identities = 248/674 (37%), Positives = 364/674 (54%), Gaps = 
41/674 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPIDDITVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----I  172
            IPT+IF+NKID+ G    SV+++V +KL+ D++    +  T S S       ++D     
Sbjct  121  
IPTLIFVNKIDRGGAQYASVLRTVSEKLTRDVVAMGAVDGTGSRSARCTPYSDSDPGFTS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + + +D LL  Y+  G P+    L      +   A + PV++GSA  G G+  
L+
Sbjct  181  
RLTELLADRDDALLAAYVDGGAPLPYSTLRSALVAQTGQALVHPVFFGSAITGAGVDALI  240

Query  232  DAVTGLFQPIGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------  283
              +  L  P+ E      + G+VFKVE    G++  Y+R++SGT+R RD +         



Sbjct  241  GGIRELL-
PVSEGDVDGPVSGTVFKVERGSSGEKIAYVRMFSGTVRTRDRLPFGRDGGCG  299

Query  284  --------AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLP  334
                     GRE  K+T + +  +G  VR  +   G+I  L     +R+ D +G P    
Sbjct  300  
GSDAPGERGGREDGKVTAISVFDQGSTVRAASVRAGQIGKLRGLGDIRIGDSVGVPGTAT  359

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
              R+     P L + + P   A R  L  AL QLA+ DPL+    D I  E+ +S  
G V
Sbjct  360  TGRFFAP--
PTLESVVVPSAPAGRGELHLALAQLAEQDPLINLRQDDIRKEVSVSLYGEV  417

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EV+ A L++++ ++   +E + I +ERP+ + S     +   NPF A+IGL V 
P  +
Sbjct  418  
QKEVIQATLADEFGIDVTFRETTTICVERPVGSGSAFEVGDTEHNPFLATIGLRVDPAPI  477

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-------  507
            GSGV+Y   V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y+       
Sbjct  478  
GSGVEYRLEVELGSMPFSLMRAVEETVRSALRQGIHGWQVTDCIVTMTHSGYWPRQSHSH  537

Query  508  -----
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
                 S  ST  DFR+L P+VL  AL+++GT + EP   F L  P + L  A     
+  
Sbjct  538  
AVFDKSMSSTAGDFRNLTPLVLMAALQQAGTTVYEPMHRFRLELPADTLGPALPVLARLR  597

Query  563  
ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            A   T  V+    V  GEIPA  +      L   T G  V  T    Y+A VG    
+PR
Sbjct  598  
AVPRTPDVQGASCVLQGEIPAARVHELHQQLPALTRGEGVLETAFDSYRAVVGTAPDRPR  657

Query  623  RPNSRLDKVRHMFQ  636
              ++ L++  ++  
Sbjct  658  TDHNPLNRKEYLLH  671

>WP_098947067.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 PEF56123.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 405 bits (1041),  Expect = 1e-129, Method: Compositional 
matrix adjust.
 Identities = 236/656 (36%), Positives = 367/656 (56%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L  
Sbjct  235  
ENIPALLPANNSSPDEELSGVVFKIERETSGEKVAYVRLFSGSLHIRKYVDIQRNESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              K+ +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKVKKMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  



SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    +    NPF+A+IG +V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATIGFNVELGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P 
Sbjct  530  
LMDALKKAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
               ++++  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  590  AKTESFKRILHSFTEGEGIFTTQPAGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098608772.1 GTP-binding protein [Bacillus cereus]
 PFR48228.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 405 bits (1040),  Expect = 1e-129, Method: Compositional 
matrix adjust.
 Identities = 236/656 (36%), Positives = 371/656 (57%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D



Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  LF       +  L G VFK+E    G++  Y+R++SG+L +R  V +   E 
L  
Sbjct  235  
ENIPSLFPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRNESLSH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G+ ++T T   GE   +     +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGDAIQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    +    NPF+A+IG +V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFLNTRVVCIEKPIGVGNSIEVMGEKANPFYATIGFNVELGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW +TD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEITDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAIYKLAAIPATFAEPIFNNNSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +



Sbjct  590  AKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098264717.1 GTP-binding protein [Bacillus cereus]
 PFB67601.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 405 bits (1040),  Expect = 1e-129, Method: Compositional 
matrix adjust.
 Identities = 236/656 (36%), Positives = 370/656 (56%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  LF       +  L G VFK+E    G++  Y R++SG+L +R  V +   E 
L  
Sbjct  235  
ENIPSLFPANKSAENEILSGVVFKIERESSGEKIAYARVFSGSLHVRKYVDIQRNESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G+ ++T T   GE   +     +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGDAIQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEA  354



Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    +    NPF+A+IG +V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATIGFNVELGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW +TD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEITDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAIYKLAAIPATFAEPIFNNNSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_049144675.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecium]
Length=312

 Score = 393 bits (1009),  Expect = 1e-129, Method: Compositional 
matrix adjust.
 Identities = 184/296 (62%), Positives = 233/296 (79%), Gaps = 0/296 
(0%)

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV  266
            R Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  
QR  
Sbjct  17   
RFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLA  76

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ +



+LN V
Sbjct  77   
YVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSV  136

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEI
Sbjct  137  
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEI  196

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  197  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  256

Query  447  LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  
502
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+
Sbjct  257  LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFK  
312

>WP_098321019.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
anthracis]
 PFE27794.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 405 bits (1040),  Expect = 1e-129, Method: Compositional 
matrix adjust.
 Identities = 230/652 (35%), Positives = 364/652 (56%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+     + 
E++D



Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSVQNEGTKEARII-----
EYESYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----K  288
             ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E    
K
Sbjct  236  
NISALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRDEFLPHK  295

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ ++T T   GE   +   + +++ D++G  T   +     +  
P + 
Sbjct  296  EKIKKMCLFHNGDAIQTSTVPSGEFCKVWGLNDIKIGDIIGQQTDYIKDIHFAE--
PQME  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I   +  Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIDAVSKEQIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+
Sbjct  534  
LKKAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636



            +++  L  +T G  +  T+  G++  +     + R    P +R D + H+ +
Sbjct  594  SFKRILHSFTEGEGIFTTKPSGFRKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_088078813.1 GTP-binding protein [Bacillus mycoides]
 SCC36815.1 Small GTP-binding protein domain protein [Bacillus 
mycoides]
Length=647

 Score = 405 bits (1040),  Expect = 1e-129, Method: Compositional 
matrix adjust.
 Identities = 239/650 (37%), Positives = 358/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E      + LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYKESLLASYVNNEIVPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPTTKSAQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +     P +   
I



Sbjct  299  KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAK--
PQMEAAI  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            A     Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  357  
AAVPKEQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVAKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+   +  P    +R    P +R D + H+ +
Sbjct  597  RLLHSFTEGEGIFITKPTGF-TKLKAPFPTRKRVDFNPLNRKDYLLHVLK  645

>COF14579.1 tetracycline resistance protein tetM [Streptococcus 
pneumoniae]
Length=647

 Score = 405 bits (1040),  Expect = 1e-129, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 367/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKRILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  588  PVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098635641.1 GTP-binding protein [Bacillus mycoides]
 PFX95845.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 405 bits (1040),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 238/650 (37%), Positives = 358/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID++G + + VV+ +++ LS +     +V    + E+ + E    ++
+D  
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNEAYPFYSVENEGTKEVRIIE---
YKSYDDC  177

Query  179  IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            IE     N+ LLE Y+  E I    L +E ++++Q A++FP++ GSA  G+G+  L
+  +
Sbjct  178  
IERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFLGSAMTGIGVTELLKNI  237

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----K  290
            + L           L G VFK+E    G++  Y+RL+SG L +R  V +   E L    



K
Sbjct  238  
SSLIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESLPHKEK  297

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I +M I   G  V+  T + GE   +    ++++ D++G+ T   +     +P       
Sbjct  298  
IKKMCIFHNGNAVQASTVHSGEFCKVWGLTNIKIGDIIGEWTDYIKDIHFAEPQMEAAIE  357

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              PK       L  AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY L
Sbjct  358  AVPKEGIH--
DLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFQVERGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T   EP   F L  P+  +S A +      A      +  D    TG +P   
I+ +
Sbjct  536  
HAETCAFEPVNEFELTVPEHAISIAMYKLAAIPANFAEPTLHNDSYHLTGSLPVAKIEDF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098124708.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PEM40800.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=657

 Score = 405 bits (1040),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 223/629 (35%), Positives = 352/629 (56%), Gaps = 
22/629 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+ RGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKHRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +++ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHDESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++ T   GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TLSHKEKIKKLHIFHNGSAIQSPTVGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  418  



TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPSAPGSGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   +S A +      AT +   +  +    
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPINEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRGLHSFTEGEGVFIARSCGY  626

>WP_078175727.1 GTP-binding protein [Bacillus mycoides]
 OOR07416.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 404 bits (1039),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 237/650 (36%), Positives = 360/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPEI-
VLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +     +V    + E+ ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKELLSNEAYPFYSVENEGTKEVRIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E I    L +E ++++  A++FP+++GSA  G+G+  L+  



++ L
Sbjct  181  
LAPFNESLLESYVNNEIIPDALLRKELEKQILQANVFPIFFGSAMTGIGVTELLKNISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG L +R  V +   E L    
KI +
Sbjct  241  
IPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G  V+  T + GE   +    ++++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGNAVQASTVHSGEFCKVWGLTNIKIGDIIGEWTDYIKDIHFAEPQMEAAIEAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFKVERGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T   EP   F L  P+  +S A +      AT     +  D    TG +P   
I  +
Sbjct  536  
HAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSLPVAKIDDF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_088099180.1 GTP-binding protein [Bacillus mycoides]
 SCB68766.1 Small GTP-binding protein domain protein [Bacillus 
mycoides]



Length=647

 Score = 404 bits (1039),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 240/650 (37%), Positives = 356/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L   VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPATKSVQDETLSSVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +   P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAKPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLSVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVAQTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
              L  +T G  +   +  G+   +  P    +R    P +R D + H+ +
Sbjct  597  RILHSFTEGEGIFTAKPTGF-TKLKAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_089547083.1 GTP-binding protein [Paenibacillus sp. SSG-1]
 OXL83490.1 tetracycline resistance protein [Paenibacillus sp. 
SSG-1]
Length=650

 Score = 404 bits (1039),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 237/644 (37%), Positives = 357/644 (55%), Gaps = 
14/644 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKTTLTE +LY +G I E GSV++G+T TD++ +ER+RGITI+AA  
SF
Sbjct  5    
INIGVLAHVDAGKTTLTEQILYQAGVIEEAGSVDQGSTITDSLDMERRRGITIKAAAVSF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 KVN++DTPGH DF++EV  SL VLDG ILV+SA +GVQAQTR+L   L++  
IP 
Sbjct  65   
MLGDLKVNVIDTPGHADFISEVEHSLGVLDGVILVVSAVEGVQAQTRVLMQTLKEHGIPV  124

Query  124  VIFINKIDQAGVD---
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            + FINKID+ G D   ++++++ + D+   ++ + Q        V+  +     W  



V+ 
Sbjct  125  
IFFINKIDRLGADFIRVRNLIRKLLDERICEVSVAQQEGTESVQVVPADPGGSGWIEVLA  184

Query  181  -
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++ L+E +   E I+ E+L +E  R+ +    FP++ GSA +GLG++ L+  +   
F 
Sbjct  185  
LGSEALMEDFANNEVITEERLRQELSRQSRQGLAFPLFAGSAARGLGVRELLSGLARYFP  244

Query  240  PIGEQGSAAL--CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR----
EKLKITE  293
                Q  +AL   G VFKV     G+R V++RL+ G L+ R  V +  +    E+
+KI +
Sbjct  245  
VQASQALSALPLSGLVFKVVVQAGGERLVFVRLFGGQLQARADVTVIAQDGLSERIKIKQ  304

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-
LPRKRWREDPLPMLRTTIAP  352
            +     GE         G+I I  S+ V++ DV+G  +  +   R+++ P+ +  + 
+ P
Sbjct  305  
LYGLKDGERKPVRHVDAGDIAIFGSEQVKVGDVIGCVSESMKVFRFQKPPIQVQVSAVRP  364

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +       L  AL++L   DP L+   DS THE I+   G+VQ EV+   L E+Y 
+E  
Sbjct  365  EDG---
HPLHQALSELTVEDPFLQYVYDSQTHENIIHVFGKVQQEVLLETLRERYAIEAA  421

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
               P VI +E+P+ +      I  P NPFWA++G  V P  + SG+ Y   V LG 
L  S
Sbjct  422  
FSAPQVICIEKPVSSGEAAESIGEPDNPFWATVGFRVDPGPVNSGLVYRLEVELGSLPLS  481

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ A+R+ +   L++GL+GW VTD  +   +  Y SPVST  DFR L P+VL +AL
+ +G
Sbjct  482  
FQKAIRETVTEVLQEGLYGWGVTDITVTLTHSGYSSPVSTAKDFRLLTPLVLMKALERAG  541

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            TQ+ EP     +  P+  +S+          T E  +     V  TG IP R     
+T+
Sbjct  542  
TQVYEPVSELQISLPESSISKVLFRVTALDGTFEEPKFDHGSVYVTGTIPVRNADILKTE  601

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636



            L   T G  V   +  GY  A     +  RR  + L +  +M  
Sbjct  602  LHGLTGGEGVMSVKPGGYITAASPIPVNQRRQLNPLQRGEYMLH  645

>WP_062745233.1 GTP-binding protein [Bacillus clausii]
Length=647

 Score = 404 bits (1039),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 233/644 (36%), Positives = 360/644 (56%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG+T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGSTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGA+L++SA +GVQAQTR+L  +L
+   
Sbjct  61   
VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAVLIVSAVEGVQAQTRVLMQSLKAYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 
Sbjct  121  
IPTVFFINKIDRVGADYKRVMKQIKWLLDDRICPMCEQTQDDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND+LL  Y+  EP+S  KL  E  R+ + A  +P++ GSA KG+GI  L+ +
++  
Sbjct  181  
LALHNDELLAAYVEDEPVSEIKLRNELSRQTKKAVAYPLFIGSAAKGVGIDALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKIT  292
            F    E+ S   L G VFKV     G+R V +RLY G L  R  V++   +     
+K+ 
Sbjct  241  
FSHTKEEASERDLSGIVFKVTELPNGEREVLVRLYEGRLFARKIVSVTRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             ++    G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQQLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--
RVPQMKPFAFKKPPLQVQVHT  358



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL++LA  DP L+   D  T +  +   G VQ EV+ ++L  ++ 
L   
Sbjct  359  
DRKEEAIALHRALSRLAAEDPFLQYTQDVATGDHFIGVFGNVQQEVLLSVLKNEHGLSAS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ ME+P    +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCMEKPSGVGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AVRD  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVRDTCRVVLQEGLKGWAVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +   ++      +  V+  G IP R     
++ 
Sbjct  539  
TYVYEPLERIEVIVPERFLSTLLSRIVQLGGSVLEPAFHQAGVLIEGTIPVRTAAQLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +
Sbjct  599  IHALSGGEGILISKPGGYERVTGKAPHKVRRQLNPLERTNYLLR  642

>WP_000207769.1 GTP-binding protein [Bacillus anthracis]
 AIK33740.1 small GTP-binding domain protein [Bacillus anthracis]
 KGZ74371.1 tetracycline resistance protein [Bacillus anthracis]
 KHA43609.1 tetracycline resistance protein [Bacillus anthracis]
 AJH91249.1 small GTP-binding domain protein [Bacillus anthracis]
Length=647

 Score = 404 bits (1039),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 241/659 (37%), Positives = 370/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INI I+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIEIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEADPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_087996040.1 GTP-binding protein [Bacillus mycoides]
 OSX88334.1 hypothetical protein BTJ44_04012 [Bacillus mycoides]
 OSY09604.1 hypothetical protein S2E19_02166 [Bacillus mycoides]
 OSY14281.1 hypothetical protein BTJ48_04715 [Bacillus mycoides]
Length=647

 Score = 404 bits (1039),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 233/630 (37%), Positives = 352/630 (56%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKI+++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIERSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFRTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S   +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY 
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFTTKPSGYN  617

>WP_070143784.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 OFD77907.1 tetracycline resistance protein [Bacillus mycoides]
 OFD77957.1 tetracycline resistance protein [Bacillus mycoides]
 OFD79353.1 tetracycline resistance protein [Bacillus mycoides]
 PGT04606.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 404 bits (1038),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 237/651 (36%), Positives = 358/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIGDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPTV+F+NKID++G + + VV+ ++  LS D       Q        ++E     +
++D 
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKMILSNDAFPFYSAQNEGTKEARIIE----
YKSYDD  176

Query  178  VIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE     N+ LL  Y+  E IS   L +E ++++Q A+++P+++GSA  G+G+  
L++ 
Sbjct  177  
CIERLAPYNESLLASYVNNEIISDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLEK  236

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----KL  289
            + GL           L G VFK+E    G++  Y+R++SG+L +R  V +   E    
K 
Sbjct  237  
LPGLIPANTSTQDETLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVEIQHGESQSHKE  296

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI +M +   G  V+    + GE   +    ++++ D++G+ T   +     +  P 
+  
Sbjct  297  KIKKMCMFHNGTAVQASAVHSGEFCKVWGLSNIKIGDIIGERTDYIKDIHFAE--
PQMEA  354

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I      +   L  AL +L + DPL++   D +  E+ +   G VQ EV+   L 
EKYK
Sbjct  355  
AIDVVAKKRIHDLYAALMELCEEDPLIKVWKDDVHDELYIRLFGEVQKEVIETTLLEKYK  414



Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG 
Sbjct  415  
LQVTFSNTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGKLNSGITYNLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP   F L  P+  +S A +      AT     +  D    TG +P   
I+ 
Sbjct  535  
KQAETYVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLPVAKIEN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            ++  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTKPGGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098773602.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 PHA19718.1 tetracycline resistance protein [Bacillus cereus]
 PHG82262.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 404 bits (1038),  Expect = 2e-129, Method: Compositional 
matrix adjust.
 Identities = 234/657 (36%), Positives = 367/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------



DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++             L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LENISAFLPANSSSQDEELAGVVFKIERESSGEKIAYVRVFSGSLLVRKYVTIQRSESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V+T T   GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCLFHNGNAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SGV 
Y  
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMDEKENPFYATVGFKVEGGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSLP  588



Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  589  
VAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088994432.1 GTP-binding protein [Micromonospora echinaurantiaca]
 SCG55859.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
echinaurantiaca]
Length=666

 Score = 404 bits (1039),  Expect = 3e-129, Method: Compositional 
matrix adjust.
 Identities = 245/664 (37%), Positives = 355/664 (53%), Gaps = 
33/664 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+A G I EPGSV+ GTTRTD++ LERQRGITI
++AV
Sbjct  1    
MKTLNVGILAHVDAGKTSLTERLLHAVGVIDEPGSVDAGTTRTDSLPLERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SFQ     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFQIGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAW---  175
            +PT+IF+NKID+AG D    ++ +  +L A ++    V    +P+       D +     
Sbjct  121  
LPTLIFVNKIDRAGADADRTLRDIAARLCAAVVPMGAVERPGTPDARFVPYADTDPALTG  180

Query  176  ---DAVIENNDKLLEKYIAGE-----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
               D +  +++ LL  Y+  E     P  R  L  + +R    A + PV  GSA  
G G+
Sbjct  181  RLVDVLTAHDEALLTAYVEDEAAVDAPRLRTALAAQSRR----
ALVHPVLAGSAVTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            + L+ A+T L         A + G+VFKVE    G++  Y+RL+ GTLR RD V      
Sbjct  237  
EALVAALTELLPATSGAADAPVSGTVFKVERGPAGEKLAYVRLFGGTLRTRDRVPAGPAH  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + K+T + +  +G  VR +    G I IL   D +R+ D +G P   P    R  P 
P L
Sbjct  297  QPKVTGIELFDQGAAVRAEAVTAGRIAILRGLDHLRVGDPVGAP---
PPGGRRHFPPPTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P+    R  L  ALTQLA+ DPL+    D I  EI +S  G VQ EV+ A
+L++ 
Sbjct  354  
ETVVLPQRPGDRGALHAALTQLAEQDPLINVRQDPIRREISVSLYGEVQKEVIQAVLADD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +    +E + +++ER +   +    I VPPNPF A++GL V P   GSG  +   
V L
Sbjct  414  
HGVAVTFRETTTVHVERVVGVGAAVEFIGVPPNPFLATVGLRVEPGPPGSGPTFRLGVEL  473

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AV + +   L QG  GW V DC +   +  Y+            S  
ST  
Sbjct  474  
GSMPPAFFAAVEETVHETLRQGPHGWQVLDCVVTMTHSGYWARQSHSHGTFDKSMSSTAG  533

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL+++GT++ EP   F L  P + L           A       
+   
Sbjct  534  
DFRNLTPLVLMAALQQAGTRVAEPMHHFRLEVPADALGAVLPVLAGLDAVPRQTTAQGAA  593

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             V  G+IPA  + A    L   T G  +  +    ++   G   ++ R  +   D+ 
+++
Sbjct  594  
YVVAGDIPAGRVHALEQRLPSLTRGEGLLESTFDHHRPVRGAAPVRERWDHDPTDRRKYL  653

Query  635  FQKV  638
               V
Sbjct  654  LAVV  657

>WP_000207832.1 GTP-binding protein [Bacillus cereus]
 AAU17499.1 tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus cereus E33L]
 AJI28686.1 small GTP-binding domain protein [Bacillus cereus E33L]
Length=647

 Score = 404 bits (1038),  Expect = 3e-129, Method: Compositional 



matrix adjust.
 Identities = 238/653 (36%), Positives = 364/653 (56%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+GI  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGITELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L           L G VFK+E    G++  Y+R++SGTL +R  V +     
L  
Sbjct  235  
ENISALLPANNSSQDEELSGVVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V++     GE   +     +++ D++G  T   +     +P    
Sbjct  295  
MEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLSDIKIGDIIGKRTDYIKDIHFAEP----  350

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                A   A  +ER+ D   AL +L + DPL++   D I  E+ +   G VQ EV+   
L
Sbjct  351  -
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHDELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463



             EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG+
+Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGIKYKIG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTTSDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK+  T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQGETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G +V +T+  G+   +     + R  N+ L++  ++  
Sbjct  590  AKTENFKRMLHSFTEGEAVFITKPAGFTKIMAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_016105246.1 GTP-binding protein [Bacillus cereus]
 EOP69580.1 small GTP-binding protein domain protein [Bacillus 
cereus VD118]
Length=647

 Score = 404 bits (1038),  Expect = 3e-129, Method: Compositional 
matrix adjust.
 Identities = 240/650 (37%), Positives = 356/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I



Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L   VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPATKSVQDETLSSVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +   P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAKPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVAQTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
              L  +T G  +   +  G+   +  P    +R    P +R D + H+ +
Sbjct  597  RILHSFTEGEGIFTAKPTGF-TKLKAPFPTRKRVDFNPLNRKDYLLHVLK  645



>WP_061403017.1 GTP-binding protein [Bacillus thuringiensis]
 KXO02191.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 404 bits (1038),  Expect = 3e-129, Method: Compositional 
matrix adjust.
 Identities = 236/657 (36%), Positives = 368/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+++N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQRLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L  
Sbjct  235  
ENISALLPANNSSPYEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403



                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ 
Y   
Sbjct  410  
FEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNKFELTVPEHAISTAMYKLAAVPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
               + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ 
+
Sbjct  590  TKTENFKRMLHSFTEGEGIFTTKSAGF-
TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098953021.1 GTP-binding protein [Bacillus cereus]
 PGW17633.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 404 bits (1037),  Expect = 3e-129, Method: Compositional 
matrix adjust.
 Identities = 238/656 (36%), Positives = 367/656 (56%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L  
Sbjct  235  
ENIPALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLSH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCIFHNGDAIQTSTVPNGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    +    NPF+A+IG +V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATIGFNVELGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        +    TG 



+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAIYKLAAIPATFAEPIFNNNSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_048374724.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
sp. LK2]
 KMN43234.1 tetracycline resistance protein [Bacillus sp. LK2]
Length=647

 Score = 404 bits (1037),  Expect = 3e-129, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERVLYETNVIKEIGRVDSGNTHTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFLDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+FINKID++G + + VV+ +R+ LS +++    ++   +    I+     + 
E+++
Sbjct  121  IPTVLFINKIDRSGANTEKVVKQIRETLSNEVLPFYAVENEGTKQARII-----
EYESYE  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E +    L +E ++++Q A+++P+++GSA  G+GI  
L++
Sbjct  176  
DCIELLATYNESLLESYVNNEIVPDALLRKELEKQIQRANVYPIFFGSAMTGIGITELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +   + 
L   



Sbjct  236  
NISVLLPANISSQDDILSGVVFKIERESSGEKIAYVRVFSGSLHVRKHVDIQRSKSLTHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M I   G  V+T T   GE   +    ++++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCIFHNGNAVQTPTVQSGEFGKVWGFSNIKIGDIIGERTNHIKDIQLAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D+I +E+ +   G VQ EV+   
L 
Sbjct  356  IEAMPK-----
ERIHDLYAALMELCEEDPLIKVWKDNIHNELYIRLFGEVQKEVIETTLH  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPVGIGNAIEMMGEKANPFYATIGFKIERGELNSGITYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR++ 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNITPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P  
Sbjct  531  
MAALKQAETCVYEPVNEFELTVPEHAISTAMYKLVAIPATFAEPILYNDSYHLTGSLPVS  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKRLLHSFTEGEGIFTTKPAGFTELLAPFPTRKRVDFNPLNRKDYLLHVLK  
645

>WP_002161322.1 GTP-binding protein [Bacillus cereus]
 EJQ95861.1 small GTP-binding protein domain protein [Bacillus 
cereus MC67]
 EOP18727.1 small GTP-binding protein domain protein [Bacillus 
cereus MC118]
Length=647

 Score = 404 bits (1037),  Expect = 4e-129, Method: Compositional 
matrix adjust.
 Identities = 238/650 (37%), Positives = 357/650 (55%), Gaps = 



19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E      + LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYKESLLASYVNNEIVPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPTTKSAQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 



Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ ++
Sbjct  537  
AETCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLYNDSYHLTGSLPVAQTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
              L  +T G  +   +  G+   +  P    +R    P +R D + H+ +
Sbjct  597  RILHSFTEGEGIFTAKPTGF-TKLKAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_082527939.1 GTP-binding protein [Devosia sp. Root105]
Length=708

 Score = 405 bits (1042),  Expect = 4e-129, Method: Compositional 
matrix adjust.
 Identities = 242/644 (38%), Positives = 355/644 (55%), Gaps = 
12/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LLYA+G I   GSV+ G T+TDTM LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLYAAGVIDRLGSVDGGNTQTDTMALERQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H   +N++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L  AL
+++ 
Sbjct  61   
VSFVAHDTTINLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQGQTRVLMRALQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAW--  175
            IPT+IFINK+D+AG D   V+ ++R +L+ DI+   + Q +  +         D + 
+  
Sbjct  121  
IPTLIFINKLDRAGADPDRVLAAIRRRLTPDIVPMGVGQGLGTAAAAFAPFGPDDKGFHD  180

Query  176  ---
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E+++ +L  Y+   P+   +L     ++ +   L PV+ GSA  G G++ 



L+ 
Sbjct  181  
TLAERLAEHDEAVLAAYVDNRPLPYHRLRGALVQQSRAGRLHPVFLGSAISGAGVETLLS  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +  L      +  A   G+VFKV+    G++  Y+R+++GTL  R+ + L G E  
KIT
Sbjct  241  DIAELLPAPSAEQEAPPSGTVFKVDRGPAGEKLAYVRMFAGTLYNRERLQLRG-
EDAKIT  299

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             + +  +G +VR D    GEI  L    VR+ D +G     PR   +    P L T 
+ P
Sbjct  300  GVEVFERGAVVRRDRVVAGEIARLRGLDVRIGDSIGIS---
PRPAAQHFAPPTLETLVVP  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              AA R  L  AL QLA+ DPL+    D    EI +S  G VQ EV+ A L   Y 
L   
Sbjct  357  
VAAADRRALWTALGQLAEQDPLINLRKDDTRQEIFVSLYGEVQKEVIEATLLTDYGLAVA  416

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E ++I +ERPL + +    I  PPNPF A++G+ V P  +GSG+        G 
+  +
Sbjct  417  
FRETTMICVERPLGSGAAVELIFKPPNPFLATVGIRVAPGPVGSGLDIRLEAMFGAMPVA  476

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+   I   L QGL GW VTD  +      + +P+S   DFR+L P+VL +AL
+ +G
Sbjct  477  
FYEAIEAAIGETLRQGLMGWQVTDAIVSVTDAAHKAPMSAAGDFRNLTPLVLMEALRLAG  536

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F++  P E L+ A     +  A      ++    V  GEI A  +   
+  
Sbjct  537  
TAVCEPIHHFLIDVPAEALAAALSVLARLDALPGQPVLEGASYVVEGEIAAARVHELQQL  596

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            L   T+G     T   GY+A  G    + R  N+ L++  ++  
Sbjct  597  LPGLTHGEGALETSFAGYRAVAGPVPTRRRSDNNPLNRKEYLLH  640

>WP_098586771.1 GTP-binding protein [Bacillus cereus]
 PFO64762.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 403 bits (1036),  Expect = 5e-129, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 369/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS D      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNDAFPFYSVKNEGTKEARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLESYVNDEIVPDTFLREELIKQIAQANVYPIFFGSAMTGMGVTELLENISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K
Sbjct  240  
LFPANKPAENETLSGVVFKIEREPSGEKIAYVRIFSGRLHVRKYVDIQRGDALAHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G  V+T T   GE   +     +++ D++G+ T   +     +P       
Sbjct  300  --
KICMFHNGNAVQTSTVSSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QM  352

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G +Q EV+   
L EK
Sbjct  353  
EAAIEALSKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEIQKEVIETTLFEK  412



Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKLERGELNSGITYNLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QG++GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGVYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++GT + EP   F L  P++ +S A +      AT    ++  D    TG +P    
Sbjct  533  
ALKQAGTCVYEPVNEFELTVPEQAISTAMYKLAAISATFSEPKLYNDSYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTMKPSGYK-KLNAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_038813258.1 GTP-binding protein [Bacillus anthracis]
Length=647

 Score = 403 bits (1036),  Expect = 5e-129, Method: Compositional 
matrix adjust.
 Identities = 242/659 (37%), Positives = 369/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INI I+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIEIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----



EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE Q+++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELQKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEADPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A  D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKASEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H



+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_095294276.1 GTP-binding protein [Bacillus clausii]
 PAD47275.1 tetracycline resistance protein [Bacillus clausii]
Length=647

 Score = 403 bits (1036),  Expect = 5e-129, Method: Compositional 
matrix adjust.
 Identities = 230/644 (36%), Positives = 358/644 (56%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGNTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGAIL++SA +GVQAQTR+L  +L
+   
Sbjct  61   
VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAILIVSAVEGVQAQTRVLMQSLKAYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 
Sbjct  121  
IPTVFFINKIDRVGADYKRVIKQIKWLLDDHICPMCEQTQGDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND+LL  Y+  EP+S  +L +E  ++ + A  +P++ GSA KG+G+  L+ +
++  
Sbjct  181  
LALHNDELLAAYVENEPVSEMELRKELSQQTKKAVAYPLFIGSAAKGVGVSALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKIT  292
            F    E+ S   L G VFKV     G+R   +RLY G L  R  V+++  +     
+K+ 
Sbjct  241  
FSHTTEEASERDLSGIVFKVTELPNGEREALVRLYEGRLVARKMVSVSRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             ++    G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQQLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--



RVPQMKRFAFKKPPLQVQVHT  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +LA  DP L+   D+ T +  +   G VQ EV+ + L  +  
L   
Sbjct  359  
DRKEEAIALHRALARLAAEDPFLQYTQDAATGDHFIRIFGHVQQEVLLSALKNEQGLSVS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ +E+P  A +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCIEKPSGAGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AVRD  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVRDTCRVVLQEGLKGWAVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +    +      +  V+  G IP R     
++ 
Sbjct  539  
TSVYEPLERIEVIVPERFLSTLLSRVVQLGGNVLEPAFHQAGVLIKGTIPVRTATRLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +
Sbjct  599  IHALSGGEGILISKPGGYERVAGKAPAKERRQLNPLERTNYLMR  642

>WP_058921329.1 GTP-binding protein [Streptomyces sp. CdTB01]
 ALV31643.1 GTP-binding protein [Streptomyces sp. CdTB01]
Length=669

 Score = 404 bits (1038),  Expect = 5e-129, Method: Compositional 
matrix adjust.
 Identities = 244/665 (37%), Positives = 355/665 (53%), Gaps = 
32/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LLY+ G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLYSVGVIDEIGSVDHGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L



+++ 
Sbjct  61   
VSFPVDGATVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G D + V++++R +L+  I+         +P           A 
D +
Sbjct  121  
IPTLLFVNKIDRRGADGERVLRAIRGRLTPAIVPMGAAHGPGTPGARFVAGLGAGAVDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++++LLE+Y+    +S   +      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  
ADHDERLLEEYVEHGALSPSTVREALAAQSRSALVHPVYFGSAITGAGVDALIFGIRDLL  240

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-------------G  285
             P G      + G+VFKVE    G++  Y R++SGTLR+RD V                
G
Sbjct  241  
PPAGGDPDGPVSGTVFKVERGPAGEKVAYARMFSGTLRVRDRVPFGEGPEGGAVREGGRG  300

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
            R + ++T + +   G  VR D    G I  L     +R+ D LG+P +     +     
P
Sbjct  301  
RTEGRVTAISVFDHGTDVRVDAVPAGRIARLWGLADIRIGDALGEPRKDCGHLFAP---P  357

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P   A   RL  ALTQLA+ DPL+    D +  E+ +S  G VQ EVV 
A L+
Sbjct  358  
TLETVVVPGIGADGRRLHTALTQLAEQDPLIGLRHDEVRQELSVSLYGEVQKEVVQATLA  417

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +++ L+   +E +VI +ERP+   +     +   NPF A++GL V P   G+GV +   
V
Sbjct  418  
DEFGLDVGFRESTVICVERPIGTGAAVEFNKKGANPFLATVGLRVEPAPAGAGVGFRLEV  477

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVST  512
             LG +  +F  AV D +R  L QGL GW V DC +   +            G   S  
ST
Sbjct  478  
ELGSMPYAFFKAVEDTVRETLGQGLHGWQVGDCAVTMTHCGYSPRQSHAHQGFDKSMSST  537

Query  513  



PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR L P+VL  AL+ +GT++LEP   F + AP + L           A   T 
+ + 
Sbjct  538  
GADFRGLTPLVLMAALRRAGTRVLEPMHRFRVEAPADTLGALLPVLAASRAVPRTTETRG  597

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-
PRRPNSRLDKV  631
               V  GE+PA  +      L   T G     +    Y       V + PR  ++ 
LD+ 
Sbjct  598  
AVCVLEGEVPAGQVHVLGRRLPGLTRGEGEWESAFDHYAPITHGAVPERPRTDHNPLDRR  657

Query  632  RHMFQ  636
             ++  
Sbjct  658  EYLLN  662

>WP_002142307.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ABY44024.1 small GTP-binding protein [Bacillus mycoides KBAB4]
 EJQ69972.1 small GTP-binding protein domain protein [Bacillus 
cereus HuA2-4]
Length=647

 Score = 403 bits (1036),  Expect = 5e-129, Method: Compositional 
matrix adjust.
 Identities = 234/625 (37%), Positives = 346/625 (55%), Gaps = 
32/625 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKEVRIIEYK  172

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++ SA  G



+G+  
Sbjct  173  
SYDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFCSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGRLHVRKYVDIQRSESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G  V+  T + GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGNAVQASTVHSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL  L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLQVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTE  606
            P    + ++  L  +T G  +  T+
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFTTK  612

>WP_029442677.1 GTP-binding protein [Bacillus thuringiensis]
Length=647



 Score = 403 bits (1036),  Expect = 5e-129, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 362/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++             L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LENISAFLPANSSSQDEELAGVVFKIERESSGEKIAYVRVFSGSLLVRKYVTIQRSESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V+T T   GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCLFHNGNAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQME  353

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
                  PK  +    L  AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  354  AAIDAVPKERSH--
DLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFE  411



Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SGV Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGLGNSVEVMDEKENPFYATVGFKVEGGELNSGVTYHLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_028798584.1 GTP-binding protein [Streptomyces sp. 142MFCol3.1]
Length=660

 Score = 404 bits (1037),  Expect = 6e-129, Method: Compositional 
matrix adjust.
 Identities = 241/649 (37%), Positives = 357/649 (55%), Gaps = 
26/649 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVIDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE-------  173
            IPT+I +NK+D++G     V++ + ++L+   I+    +++P       T  +       
Sbjct  121  IPTLILVNKVDRSGARCAHVLEQIAERLTP-



AIVPMGEAVAPGTRAARFTPFDDDRLRTP  179

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              D +  ++D+LL  Y+ G+ ++  +L  E  R+   A + PV++GSA  G GI  
L+  
Sbjct  180  LLDLLARHDDELLAAYVEGD-
VTAGRLRAELVRQTGRAQVHPVFFGSAVTGAGIGELIGG  238

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +  L       G   + G+VFKVE    G++  Y R++SGTLR RD + + G E+ 
K+T 
Sbjct  239  
IKELLPAAEADGGGPVSGTVFKVERGPAGEKIAYARMFSGTLRTRDRLTIGGGEEAKVTA  298

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +  +G  VR D    G I  L     VR+ D +G P R         P P L T 
+ P
Sbjct  299  ISVFDRGTAVREDAVAAGRIGKLWGLGGVRIGDAIGAP-RTTAAGHHFSP-
PTLETVVVP  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
             + A R  L  ALTQLA+ DPL+    D +  E+ +S  G VQ EVV A L++++ 
L+  
Sbjct  357  
ASPADRGALHLALTQLAEQDPLIDVRHDEVRSEVSVSLYGEVQKEVVQATLADEFGLDVT  416

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERP+ + +     +  PNPF A++GL +    +GSGV +   V LG 
+  +
Sbjct  417  
FRETTPLCIERPVGSGTAVEFNKKDPNPFLATVGLRIDAAPVGSGVSFGLEVELGAMPYA  476

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLA  520
            F  AV D +R  L QGL GW VTDC +   +            G   S  ST 
ADFR + 
Sbjct  477  
FFKAVEDTVRETLGQGLHGWEVTDCTVTMTHCGYSPRQSHAHQGFDKSMSSTGADFRGVT  536

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  AL+ +G+Q+ EP   F+L  P + L+          A   T +V+    V  
G 
Sbjct  537  
PLVLMNALRRAGSQVYEPMHRFVLEVPADTLAAVLPLLANGRAVPRTTEVRGTACVLEGV  596

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +PA  +      L   T G     +    Y A V +  + P RP + L+
Sbjct  597  VPAARVHGLEQQLPGLTRGEGELESAFDHY-APVARGAV-PDRPRTDLN  643



>WP_000207827.1 GTP-binding protein [Bacillus cereus]
 EEL87184.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
AH1272]
 EEL93059.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
AH1273]
 PEW84688.1 tetracycline resistance protein [Bacillus cereus]
 PFN79858.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 403 bits (1036),  Expect = 6e-129, Method: Compositional 
matrix adjust.
 Identities = 230/648 (35%), Positives = 358/648 (55%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +I  N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LIPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQREEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRK-



RWREDPLPMLRTTIA  351
            M +   G+ V++ T   GE   +    ++++ D++G+ T   +  R+ E   P +   
I 
Sbjct  301  MCMFHNGDAVQSSTVQSGEFCKVWGLSNIKIGDIIGERTDYIKDIRFAE---
PQMEAAIE  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L  AL +L + DPL++   D I +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  358  
AMPKERTHDLYVALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLCEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V P  L SG+ Y+  V LG 
L  
Sbjct  418  
TFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVEPGELNSGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   ++QGL+GW VTD  +   +  Y SPV+T +DFR+L P+V   
+LK++
Sbjct  478  
AFHKAIEDTVFQTIKQGLYGWEVTDIIVTLAHTGYASPVTTASDFRNLTPLVFMNSLKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP   F L  P+  +S A +      AT    ++  D    TG +P    + 
++ 
Sbjct  538  
ETCVYEPLNEFELTVPEHAISTAMYKLAAISATFREPKLYNDSYHLTGSLPVAKTEDFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T   G+         + R    P +R D + H+ +
Sbjct  598  MLHSFTEGEGIFATRPGGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088031470.1 GTP-binding protein [Bacillus thuringiensis]
 OTY22876.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
navarrensis]
Length=647

 Score = 403 bits (1036),  Expect = 6e-129, Method: Compositional 
matrix adjust.
 Identities = 234/655 (36%), Positives = 362/655 (55%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V



Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD----
IIIKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNEACPFYFVENEGTKEVRII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              +E     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  
L+ 
Sbjct  176  
DCMERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLK  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   E 
L   
Sbjct  236  
NISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     +P     
Sbjct  296  
EKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLMNIKIGDIIGKRTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A      +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIDVVAKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSFDVMGEKENPFYATIGFKVERGELNSGITYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 



P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQSLKQGLYGWEVTDIIVTLTHSGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P  
Sbjct  531  
MDALKQAETCVYEPLNEFELTVPEHAISTAMYKLSAIPATFAEPTLHNDSYHLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFITKPTGFTKLTAPFSTRKRVDFNPLNRKDYLLHVLK  
645

>WP_095296390.1 hypothetical protein, partial [Staphylococcus 
aureus]
Length=220

 Score = 387 bits (995),  Expect = 6e-129, Method: Compositional 
matrix adjust.
 Identities = 175/219 (80%), Positives = 196/219 (89%), Gaps = 0/219 
(0%)

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV +
Sbjct  1    
YMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVME  60

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPY
Sbjct  61   
GIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPY  120

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNG
Sbjct  121  
LSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNG  180

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  181  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  219

>OQR57093.1 tetracycline resistance protein [Bacillus sp. CDB3]



Length=647

 Score = 403 bits (1035),  Expect = 6e-129, Method: Compositional 
matrix adjust.
 Identities = 228/650 (35%), Positives = 365/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+F+NKID++G + + V   +++ LS +      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTVLFVNKIDRSGANTEKVGNQIKEILSNEAFPFYSVKNEGTKEARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNEALLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEIISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            L        +  L G VFK+E    G++  Y+R++SG+L +R  V      +L+ 
+EK+K
Sbjct  240  
LLPAKKSAQNETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSTSLSHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              +M +   G+ V+  T + GE   +     +++ D++G+ T   +     +  P 
+   
Sbjct  300  --KMSMFHNGDAVQASTVHSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEAA  355

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I   +  +   L   L +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  



IEATSKGRIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V   +L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGLGNSVEVMGEKANPFYATIGFKVERGALNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLFGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S + +      AT    ++  D    TG +P    
+ +
Sbjct  536  
QAETCVYEPINEFELTVPEHAISTSMYKLAAISATFREPRLYNDSYHLTGSLPVAKTEDF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPGGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_061981245.1 GTP-binding protein [Amycolatopsis regifaucium]
 KZB86885.1 GTP-binding protein [Amycolatopsis regifaucium]
 SFH58263.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
regifaucium]
 OKA09315.1 GTP-binding protein [Amycolatopsis regifaucium]
Length=640

 Score = 403 bits (1035),  Expect = 7e-129, Method: Compositional 
matrix adjust.
 Identities = 247/649 (38%), Positives = 345/649 (53%), Gaps = 
27/649 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NKID+ G D   V + +  KL+  ++    V   P+ V+         D 
+  
Sbjct  121  IPVLLFVNKIDRRGADPDRVFREIAAKLTPSVVAMDPV--EPDRVI---------
DLLAT  169

Query  181  NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ LL +Y+   E  +  +L  E   +V D   +PVY+GSA  G GI  L D +  
L  
Sbjct  170  
LDEDLLTEYLTDPEVFTPSRLHAELTAKVADGLAYPVYFGSAITGAGIDALRDGIENLLP  229

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                     L G+VFKVE    G++  Y+RL+SG+L +RD V L   E  K+T + 
+   
Sbjct  230  SKENTADGPLSGTVFKVERGPGGEKLAYVRLFSGSLAVRDKVPLGDGEG-
KVTAISVFDN  288

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            G +V + +   G I  L    VR+ DVLG      R+       P L T ++P   
A+R 
Sbjct  289  GSVVPSGSVVAGRIAKLSGLDVRIGDVLGSGPGHGREALFSP--
PTLETVVSPVRPAERG  346

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALTQL + DPL+    D I  E  +S  G VQ EV+ A L+++Y +E    E 
+ I
Sbjct  347  
PLHQALTQLTEQDPLIGLRHDEIRQETSVSLYGEVQKEVIQATLADEYGIEVTFSETTTI  406

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ER     S    I   PNPF A++GL V P S GSG+ +   V LG +  SF  
AV D
Sbjct  407  
CVERVSGVGSAVELIGKAPNPFLATVGLRVEPGSPGSGISFRLEVELGSMPYSFIKAVED  466

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             ++  L +G+ GW V DC +   +  YY            S  ST  DFR+L P
+VL  A
Sbjct  467  
AVKETLREGVHGWEVLDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRNLTPLVLMAA  526

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L E+GT + EP   F+L  P + L        +  A   T   + +     GEIPA    
Sbjct  527  



LCEAGTTVHEPMHRFVLQTPADTLGPVTALLAQARAVPRTTLTRGETAELDGEIPAAKTH  586

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                 L   T G     T   GY+   G    + R  ++ LD+  ++ +
Sbjct  587  EVHQLLPSATRGEGAMETAFHGYRPVRGPAPSRSRTDHNPLDRKEYLLR  635

>WP_063346325.1 GTP-binding protein [Streptomyces sp. MJM8645]
Length=666

 Score = 404 bits (1037),  Expect = 7e-129, Method: Compositional 
matrix adjust.
 Identities = 249/664 (38%), Positives = 361/664 (54%), Gaps = 
31/664 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LLY +G I   GSV++G T+TD+  +ERQRGITI
++AV
Sbjct  1    
MSSVNIGILAHVDAGKTSLTERLLYTAGVIDRIGSVDRGDTQTDSHDMERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDG +LVISA +GVQAQTR+L   L 
KM 
Sbjct  61   
VSFTVGDVKVNLIDTPGHPDFISEVERALGVLDGVVLVISAVEGVQAQTRLLMRTLVKMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------
IKQTVSLSPEIVL----E  167
            +P ++F+NKID+ G     +++S+R +L+  I+           Q  + +  I +    
E
Sbjct  121  
MPVILFVNKIDRMGARHDDLLESIRSELTPAIVPMSRVERIGTPQASAAARRIAVGGTEE  180

Query  168  ENTD---IEAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKK  223
            E  D    E  D + E+ D  L +Y+  E  ++ +    E  R+   A L+PV+
+GSA  
Sbjct  181  
EAGDDFATELADVLAEHGDAFLARYLDDEAALTEQDYTTELARQTGSAQLYPVFFGSAVA  240

Query  224  GLGIQPLMDAVTGLFQPIGEQGSA-
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
            G+GI  LM  +T LF P+   GS  AL G+VFK+E    G++  Y+RL++G L+ R  
V+
Sbjct  241  GVGITDLMGGITSLF-
PVNHGGSGDALRGTVFKIERGWAGEKVAYVRLHTGALKGRTKVS  299

Query  283  LAGREKL--------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRL  333
            +  +++         + T + +  +G  V    A  G+I  +     +R+ D LG    
L



Sbjct  300  
IHRQDQHGAVVELPGRTTVVEVFDRGSAVVEAPASAGDIAKVWGLKGIRIGDQLGTAEGL  359

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
             R +    P P L T +    +     L +AL QLAD DP +    +    E+ +S  
G 
Sbjct  360  -RGQHLFAP-
PSLETVVRATRSGAMPELYEALLQLADQDPFINVRKNDEEQEVSVSLYGE  417

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPL  452
            VQ EV+ A L+E YKL+ V +   +I +ERP+        I+      FWA++GL 
V P 
Sbjct  418  
VQKEVIKATLAEDYKLDVVFEGTRIICVERPIGVGESAEEIDYRSKTYFWATVGLRVEPG  477

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSGV +   V LG L  +F  AV +  R  L+QGL GW V D  +   +  + 
SPVS 
Sbjct  478  
EPGSGVVFRRSVELGSLPYAFHKAVEEAARSTLQQGLCGWEVLDILVTLTHTGFASPVSA  537

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR L P+VL  ALK++GTQ+ EP   F L  P E +S    +  +   T ET 
+ + 
Sbjct  538  
AGDFRKLTPLVLMNALKQAGTQVFEPVNRFELEVPAENVSTVLLNLVECGGTPETTKAQG  597

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
               +  G IPAR  Q +   L   + G  V +T    +Q AVG    + R   + 
LD+  
Sbjct  598  
STCLVEGTIPARTAQEFEQRLPGLSQGEGVLVTRFDSFQPAVGAAPSRRRTDTNPLDRKE  657

Query  633  HMFQ  636
            +M +
Sbjct  658  YMLR  661

>WP_075395781.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus]
Length=647

 Score = 403 bits (1035),  Expect = 8e-129, Method: Compositional 
matrix adjust.
 Identities = 238/654 (36%), Positives = 360/654 (55%), Gaps = 
30/654 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYKL  468



Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +P
Sbjct  529  
VLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
                + ++  L  +T G  +  T+  G+    G   I+ R  N+ L++  ++  
Sbjct  589  VTKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDNNPLNRKDYLLH  
642

>WP_098835740.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
thuringiensis]
 PGR80445.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 403 bits (1035),  Expect = 8e-129, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173



Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKIPALMPALTSAQEEPLSGVVFKIERESSGEKVAYIRVFSGSLHVRKYVDIQRDESLQ  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV 
Y  
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALKQAETHVYEPIKEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ 
+
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTKPSGYK-



ELKAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_002146954.1 GTP-binding protein [Bacillus cereus]
 EJQ80445.1 small GTP-binding protein domain protein [Bacillus 
cereus HuA4-10]
Length=647

 Score = 403 bits (1035),  Expect = 8e-129, Method: Compositional 
matrix adjust.
 Identities = 228/621 (37%), Positives = 347/621 (56%), Gaps = 
16/621 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIQEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++FINKID++G + + VV+ ++  LS D       Q        ++E  +     
+ 
Sbjct  121  
IPTILFINKIDRSGANTEKVVKQIKAILSNDAFPFYSAQNEGTKEARIIEYKSYDNCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  + IS E L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLASYVNNKIISDELLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                    +  L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANKSAQNETLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRSESPSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T + GE   +    +V++ D++G+ T   +     +P         
P
Sbjct  301  
MCVFHNGNAVQASTVHSGEFCKVWGLTNVKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360



Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+        +    NPF+A+IG  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCVEKPVGIGDSVEVMGEKENPFYATIGFKVERGELNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      A      +  D    TG +P    
+ +
Sbjct  536  
QAETCVFEPLNEFELTVPEHAISTAMYKLSALPAAFAEPMLHNDSYHLTGSLPVAKTEIF  595

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            +  L  +T G  + + +  G+
Sbjct  596  KRMLHSFTEGEGIFIIKPTGF  616

>WP_033677936.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
gaemokensis]
 KEK22175.1 tetracycline resistance protein [Bacillus gaemokensis]
 KYG34646.1 tetracycline resistance protein [Bacillus gaemokensis]
Length=662

 Score = 403 bits (1036),  Expect = 9e-129, Method: Compositional 
matrix adjust.
 Identities = 235/661 (36%), Positives = 363/661 (55%), Gaps = 
26/661 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD++ LER+RGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSLELERKRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINNLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIV---
LEENTDIE  173
            IPT++F+NKID+ G     V+Q +++ LS  ++    +K   +    IV   L  N 
+  
Sbjct  121  
IPTILFVNKIDRTGAQTTKVIQHIKETLSKQVLPLCTVKDEGTKYACIVQNDLRFNANEA  180

Query  174  AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +D  IE     N+ LLE Y+ GE ++   L  E   ++Q ++++P+++GSA  G
+GI  
Sbjct  181  
LYDECIELLAPYNESLLESYVNGEILTETTLKEELLYQIQHSNVYPIFFGSAMTGIGINE  240

Query  230  LMDAVTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            L+++++ +          +  L G VFK+E    G++  Y+R++SG L +R  V +  
++
Sbjct  241  
LLESISVMIPQNDCNNDVNTPLSGVVFKIEREPSGEKIAYIRIFSGCLHVRKYVDIYRKQ  300

Query  288  --------KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRW  338
                    K KI ++ I   G  +++ TA  GE   +     +++ DV+G+ +    
K  
Sbjct  301  SNLKIFSHKEKIKKLHIFHNGSAIQSPTASTGEFCKVWGLSDIKIGDVIGEWS-
YKMKDI  359

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                 P L   I      +   L  AL +L++ DPL++   D I HEI +   G 
VQ EV
Sbjct  360  
HFFAEPQLEAAIEALPKEKNHDLYQALMELSEEDPLIKVLKDDIHHEIYIRLFGEVQKEV  419

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +  +L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P +  
SG+
Sbjct  420  
IETILKEKYDLVVSFSDTRIVCIEKPIGVGNAVEIMGEKNNPFYATIGFQIEPGAPKSGI  479

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  
DFR 
Sbjct  480  
TYNLEVELGSLPLAFHKAIEDTVSQTLKQGLYGWEVTDIVVTLTHTGYASPVTTAGDFRK  539



Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  ALK++GT + EP   F L  P   +S   +      AT     +  D    
T
Sbjct  540  
LTPLVLMDALKQAGTTVYEPVNEFELTVPANSVSTVMYKLSAMHATFTEPVLHNDFFSLT  599

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMF  635
            G +P    + ++  L  +T G  V ++   GY        I+ R    P +R D + 
H+ 
Sbjct  600  
GTLPMAKTENFKRILHSFTEGEGVFISRPCGYDKLDSNFPIRKRVDYNPLNRKDYLLHVL  659

Query  636  Q  636
            +
Sbjct  660  R  660

>WP_055617616.1 GTP-binding protein [Streptomyces phaeochromogenes]
Length=655

 Score = 403 bits (1035),  Expect = 9e-129, Method: Compositional 
matrix adjust.
 Identities = 245/658 (37%), Positives = 365/658 (55%), Gaps = 
32/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTVGIIDEIGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFEIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-
SPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+ G   ++V+++V ++L+  ++ + +TV   +P+         +A 
D +
Sbjct  121  
VPTLVFVNKIDRRGARDEAVLRAVTERLTPAVVPMGRTVGQGTPQARFAPGLAPDALDVL  180

Query  179  IENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +++D+LL  Y+ G   + + R  L  +  R    A + PV++GSA  G G+  L+  
+ 
Sbjct  181  ADHDDRLLTAYVEGGVPDALFRAALADQTGR----



ALVHPVFFGSAMTGAGVDELITGIR  236

Query  236  GLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
             L  P G+  +   + G+VFKVE    G+R  Y R++SG LR RD V   G ++ K
+T +
Sbjct  237  DLL-
PAGDSDTEGQVSGTVFKVERGRAGERVAYARMFSGALRTRDRVTFGGGKEGKVTAV  295

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIA  351
            R+  +G   R      G I  L   D +R+ D +G    +PR  +     P P L 
T + 
Sbjct  296  RVFERGSDTRDGLLAAGRIGKLWGLDGIRIGDSIG----VPRPSYEHFFAP-
PTLETVVV  350

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                A +  L  ALTQLA+ DPL+   +D    EI +S  G VQ EVV A L++++ 
L+ 
Sbjct  351  
SNRPADKGALHTALTQLAEQDPLINLRLDGTRREISVSLYGEVQKEVVQATLADEFGLDV  410

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + I +ERP+ + +        PNPF A++GL V P  +GSGV++   V LG 
+  
Sbjct  411  
GFRETTTICVERPVGSGAAVEFNGKEPNPFLATVGLRVDPAPVGSGVEFRLEVELGAMPY  470

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +R  L+QG+ GW V DC +   +            G   S  ST 
ADFR L
Sbjct  471  
AFFKAVEDTVRETLDQGIHGWRVPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGL  530

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+E+G+Q+ EP   F L AP + L           A   T + +    
V  G
Sbjct  531  
TPLVLMDALREAGSQVYEPMHRFRLEAPVDSLGALLPVLAGLRAVPRTTETRGTSCVLEG  590

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA-
AVGQPVIQPRRPNSRLDKVRHMFQ  636
             IPA  +      L   T+G          Y   A G    +PR  ++ L++  ++  
Sbjct  591  
AIPAAQVHGLEQQLPGLTSGEGELEAAFDHYAPLARGTVRDRPRTDHNPLNRKEYLLN  648

>WP_071725854.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus]



 OJE35410.1 tetracycline resistance protein [Bacillus sp. N24]
Length=647

 Score = 402 bits (1034),  Expect = 9e-129, Method: Compositional 
matrix adjust.
 Identities = 237/657 (36%), Positives = 367/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT++L   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKLLMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L  
Sbjct  235  
ENISALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDAVPK-----



ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ 
Y   
Sbjct  410  
FEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
               + ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ 
+
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTRPAGF-
TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  645

>EFI65603.1 small GTP-binding protein [Bacillus cereus SJ1]
Length=647

 Score = 402 bits (1034),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 234/647 (36%), Positives = 358/647 (55%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPEI-



VLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +     +V    + E+ ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVENEGTKEVRIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E I    L +E ++++  A++FP+++GSA  G+G+  L+  
++ L
Sbjct  181  
LAPFNESLLESYVNNEIIPDALLRKELEKQILQANVFPIFFGSAMTGIGVTELLKNISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG L +R  V +   E L    
KI +
Sbjct  241  
IPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G  V+  T + GE   +    ++++ D++G  T   +     +P         
P
Sbjct  301  
MCIFHNGNAVQASTVHSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ ME+P+   +    +    NPF+A+IG  V    L SG+ Y+  V 
LG L
Sbjct  416  
QVTFSGTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPVAKTEHF  595



Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  596  KRMLHSFTAGEGLFTTKPAGFTKITAPFPTRKRVDNNPLNRKDYLLH  642

>WP_030915314.1 GTP-binding protein [Streptomyces sp. NRRL B-24720]
Length=683

 Score = 404 bits (1037),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 244/675 (36%), Positives = 360/675 (53%), Gaps = 
39/675 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPIDDITVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT+IF+NKID+ G    SV+++V +KL+ D++    V          +P    +     
Sbjct  121  
IPTLIFVNKIDRGGAQYASVLRTVSEKLTRDVVAMGAVDGTGTRSARCTPYTDSDPGFTS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + + +D LL  Y+  G P+    L      +   A + PV++GSA  G G+  
L+
Sbjct  181  
RLTELLADRDDALLAAYVDGGAPLPYSTLRSALVAQTGQALVHPVFFGSAITGAGVDALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------  283
              +  L           + G+VFKVE    G++  Y+R++SGT+R RD +          
Sbjct  241  
GGIRELLPASEGDVDGPVSGTVFKVERGSSGEKIAYVRMFSGTVRTRDRLPFGRDGGCGG  300

Query  284  -------AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPR  335
                    G E  K+T + +  +G  VR  +   G+I  L     +R+ D +G P     
Sbjct  301  
SDAPGERGGGEDGKVTAISVFDQGSTVRAASVRAGQIGKLRGLGDIRIGDSVGLPGTAAT  360

Query  336  



KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
             R+     P L + + P+  A R  L  AL QLA+ DPL+    D I  E+ +S  
G VQ
Sbjct  361  GRFFAP--
PTLESVVVPRAPAGRGELHLALAQLAEQDPLINLRQDDIRKEVSVSLYGEVQ  418

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             EV+ A L++++ ++   +E + I +ERP+ + S     +   NPF A+IGL V P  
+G
Sbjct  419  
KEVIQATLADEFGIDVTFRETTTICVERPVGSGSAFEAGDTEHNPFLATIGLRVDPAPIG  478

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY--------  507
            SGV+Y   V LG +  S   AV + +R  L+QG+ GW VTDC +   +  Y+        
Sbjct  479  
SGVEYRLEVELGSMPFSLMRAVEETVRSTLQQGIRGWQVTDCIVTMTHSGYWPRQSHSHA  538

Query  508  ----
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
                S  ST  DFR+L P+VL  AL+++GT + EP   F L  P + L  A     
+  A
Sbjct  539  
VFDKSMSSTAGDFRNLTPLVLMAALQQAGTTVYEPMHRFRLELPADTLGPALPVLARLRA  598

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
               T  V+    V  GEIPA  +      L   T G  V  T    Y+A VG    
+PR 
Sbjct  599  
VPRTPDVQGASCVLQGEIPAARVHELHQQLPALTRGEGVLETAFDSYRAVVGTAPDRPRT  658

Query  624  PNSRLDKVRHMFQKV  638
             ++ L++  ++   V
Sbjct  659  DHNPLNRKEYLLHTV  673

>WP_071224254.1 GTP-binding protein [Paenibacillus sp. LC231]
 OIA98696.1 tetracycline resistance protein [Paenibacillus sp. 
LC231]
Length=648

 Score = 402 bits (1034),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 238/656 (36%), Positives = 373/656 (57%), Gaps = 
28/656 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ SG I + GSV++G T TD++ +ER+RGITI+
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFRSGIIDQAGSVDQGNTITDSLEIERRRGITIKSAAV  62



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGDLKINLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEQRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAWD  176
            PT++F+NKID+ G +  +V   +R+ L   I   +  S++ E       D+       
W 
Sbjct  123  PTLLFMNKIDRMGANYHNVFTMIRNLLDEHIC--
EMSSVTHEGSATVRVDVADPHNAGWV  180

Query  177  AVIE-
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             ++  +ND LL  Y+   PISRE+L+ E +R+ +    +P++ GSA KG+GI+PL+ 
A++
Sbjct  181  
EMLALSNDDLLNDYVQDIPISRERLLGELRRQTRQGKAYPLFAGSAAKGIGIEPLLHALS  240

Query  236  GLFQPIG---
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----K  288
              F P+    E    +L G VFKV     G+R VYLRL++G+++ RD + +  +      
Sbjct  241  EYF-
PVNNASELQHESLSGLVFKVIKFPNGERNVYLRLFAGSIQARDEITVITQNGNITM  299

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLR  347
             K+  +     G+ +  +    G+I IL +D +++ DV+G  + R+ R  +++ P   
++
Sbjct  300  
FKVKHLHALHHGKSIPVNQIDAGDIAILMTDELKVGDVIGAVSDRMKRVHFQKPP---IQ  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              ++ K  A+  +L  AL+ L + DP L+   D  T E I+   G+VQ E++   + 
+++
Sbjct  357  
VQVSAKNPAEEHQLHTALSDLTEEDPFLQYIQDMKTKENIIHVFGKVQQEILLETIQQQH  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +E V   P VI +E+P+       +I     PF+A++GL V P   G+G+QY   
V LG
Sbjct  417  GIEAVFSAPRVICIEKPVTTGEAVEYI--
GECPFYATVGLRVEPGERGTGIQYRLEVELG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  SFQ A++D +   L++GL+GW VTD  +   +  Y SPVST  DFRSL P
+VL  A
Sbjct  475  



SLPLSFQKAIKDTVIEVLQEGLYGWTVTDIIVTLTHTGYASPVSTAKDFRSLTPLVLMAA  534

Query  528  LKESGTQLLEP--
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            L ++GT++ EP   + FIL  P+  LS+          T +        V   G 
IP R 
Sbjct  535  LGKAGTEVYEPINVIQFIL--
PEISLSKVLSKLAALEGTYQEPTFHNHAVHVHGTIPVRT  592

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM--FQKVM  
639
                + ++   T+G  +   +  GY        +  RR  + L++  +M    K+M
Sbjct  593  TDLLKAEVHSLTSGEGMLSVKPGGYVKVQATVPVNKRRQVNPLNRGEYMLYLNKIM  
648

>WP_098870698.1 GTP-binding protein [Bacillus cereus]
 PGS42064.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 402 bits (1034),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 369/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYTVKNEGTKEARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLESYVNDEIVPDTFLREELIKQIAQANVYPIFFGSAMTGMGVTELLENISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------



ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K
Sbjct  240  
LFPANKPAENETLSGVVFKIEREPSGEKIAYVRIFSGRLHVRKYVDIQRGDALAHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G  V+T T   GE   +     +++ D++G+ T   +     +P       
Sbjct  300  --
KICMFHNGNAVQTSTVSSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QM  352

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  353  
EAAIEALSKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKLERGELNSGITYNLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QG++GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGVYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++GT + EP   F L  P++ +S A +      AT    ++  D    TG +P    
Sbjct  533  
ALKQAGTCVYEPVNEFELTVPEQAISTAMYKLAAISATFSEPKLYNDSYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTMKPSGYK-KLNAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_098561585.1 GTP-binding protein [Bacillus cereus]
 PFJ05074.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 242/663 (37%), Positives = 373/663 (56%), Gaps = 
45/663 (7%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+ EV  S  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFITEVEPSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-
VLEENT------DIE  173
            IPTV+F+NKID++G + + VV+ +++ LS +         SP   V+ E T      
+ +
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVVNEGTKDARIIEYK  172

Query  174  AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  +E     N+ LLE Y+  E IS   L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMELLAPFNESLLESYVNNEIISDTPLRKELEKQIQQANVFPIFFGSAMTGVGVTE  232

Query  230  LMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            L++ ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V 
+   
Sbjct  233  LLENISALIPVNKPVQDK---
TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRG  289

Query  287  EKL----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            E L    KI +M +   G+ V+  T + GE   +    ++++ D++G+ T       
++ 
Sbjct  290  ESLPHKEKIKKMCMFHNGDAVQASTVHSGEFCKVWGLTNIKIGDIIGEWT----
DYIKDI  345

Query  342  PL--PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
            P   P +   I    A  +ER+ D   AL +L + DPL++   D I +E+ +   G 
VQ 
Sbjct  346  PFAEPQMEAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQK  402

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+   L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    
L S



Sbjct  403  
EVIETTLFEKYNLQVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFKVERGELNS  462

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DF
Sbjct  463  
GITYKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDF  522

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R+L P+VL  ALK + T   EP   F L  P+  +S A +      AT     +  
D   
Sbjct  523  
RNLTPLVLMDALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYH  582

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRH  633
             TG +P   I+ ++  L  +T G  + +T+  G+         + R    P +R D 
+ H
Sbjct  583  
LTGSLPVAKIEDFKRMLHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLH  642

Query  634  MFQ  636
            + +
Sbjct  643  VLK  645

>WP_011248562.1 GTP-binding protein [Bacillus clausii]
 BAD66258.1 translation elongation factor G [Bacillus clausii KSM-
K16]
 KKI85150.1 tetracycline resistance protein [Bacillus clausii]
 PAE81111.1 tetracycline resistance protein [Bacillus clausii]
 PAF09740.1 tetracycline resistance protein [Bacillus clausii]
Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 229/644 (36%), Positives = 357/644 (55%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGNTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGAIL++SA +GVQAQTR+L  +L
+   
Sbjct  61   



VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAILIVSAVEGVQAQTRVLMQSLKAYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 
Sbjct  121  
IPTVFFINKIDRVGADYKRVIKQIKWLLDDHICPMCEQTQGDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND+LL  Y+  EP+S  +L +E  ++ + A  +P++ GSA KG+G+  L+ +
++  
Sbjct  181  
LALHNDELLAAYVENEPVSEMELRKELSQQTKKAVAYPLFIGSAAKGVGVSALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKIT  292
            F    E+ S   L G VFKV     G+R   +RLY G L  R  V++   +     
+K+ 
Sbjct  241  
FSHTTEEASERDLSGIVFKVTELPNGEREALVRLYEGRLVARKMVSVIRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +++   G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQLLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--
RVPQMKRFAFKKPPLQVQVHT  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +LA  DP L+   D+ T +  +   G VQ EV+ + L  +  
L   
Sbjct  359  
DRKEEAIALHRALARLAAEDPFLQYTQDAATGDHFIRIFGHVQQEVLLSALKNEQGLSVS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ +E+P    +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCIEKPSGVGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AVRD  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVRDTCRVVLQEGLKGWAVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +    +      +  V+  G IP R     



++ 
Sbjct  539  
TSVYEPLERIEVIVPERFLSTLLSRIVQLGGNVLEPAFHQAGVLIKGTIPVRTATRLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +
Sbjct  599  IHALSGGEGILISKPGGYERVAGKAPTKERRQLNPLERTNYLMR  642

>WP_098743630.1 GTP-binding protein [Paenibacillus sp. EZ-K15]
Length=648

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 240/655 (37%), Positives = 373/655 (57%), Gaps = 
26/655 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +L+ SG I + GSV++G T TD++ +ER+RGITI+
+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILFRSGIIDQAGSVDQGNTITDSLDIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGDLKINLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEQGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NKID+ G + + V   +R+ L   I     + Q  S +  + + +  +    
+ 
Sbjct  123  
PTLLFMNKIDRMGANYEKVSIMIRNLLDEHICEMSSVTQEGSAAVRVDVADPHNAGWVEM  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   ND LL  Y    PISRE+L  E  R+ Q    +P++ GSA KG+ I+PL+ A
+   
Sbjct  183  
LALANDDLLNDYAQDIPISRERLQEELHRQTQQGKAYPLFAGSAAKGISIEPLLHALGEC  242

Query  238  FQPIG---EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLK  290
            F P+    E    +L G VFKV     G+R VYLRL++G+++ RD + +          
K
Sbjct  243  F-
PVNDASELQHESLSGLVFKVIKLPNGERNVYLRLFAGSIQARDEITVITQNGNTTMFK  301

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349



            +  +     G+ +  +    G+I IL +D +++ DV+G  + R+ R  +++ P   
++  
Sbjct  302  VKHLHALDHGKSIAVNQIDAGDIAILITDELKVGDVIGAVSDRMKRVHFQKPP---
IQVQ  358

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            ++ K  A+  +L  AL+ L + DP L+   D+ T E I+   G+VQ E++   + +
+Y +
Sbjct  359  
VSAKNPAEEHQLHTALSDLTEEDPFLQYIQDTNTKEHIIHVFGKVQQEILLETIQQQYGI  418

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E V   P VI +E+P+       ++     PF+A++GL V P   G+G+QY   V 
LG L
Sbjct  419  EAVFSAPRVICIEKPVATGEAVEYM--
GECPFYATVGLRVEPGERGTGLQYRLEVELGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SFQ A++D +   L++GL+GW+VTD  +   +  Y SPVST  DFRSL P+VL  
AL 
Sbjct  477  
PLSFQKAIKDTVIEVLQEGLYGWSVTDVIVTLTHTGYASPVSTAKDFRSLTPLVLMAALN  536

Query  530  ESGTQLLEP--
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++GT++ EP   + FIL  P+  LS+A         T +        V   G IP 
R   
Sbjct  537  KAGTEVYEPINVIQFIL--
PETSLSKALSRLAALEGTYQEPTFHNHAVHIHGTIPVRTTD  594

Query  588  AYRTDLAFYTNGRSVCLTELKGY---QAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
              + ++   T+G  +   +  GY   QA V +   +   P +R + + H+  K+M
Sbjct  595  LLKAEVHSLTSGEGMLSVKPGGYVKVQATVPENKRRQVNPLNRGEYMLHL-NKIM  
648

>WP_088115473.1 GTP-binding protein [Bacillus thuringiensis]
 OUB42928.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
higo]
Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 362/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++             L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LENISAFLPANSSSQDEELAGVVFKIERESSGEKIAYVRVFSGSLLVRKYVTIQRSESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V+T T   GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCLFHNGNAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQME  353

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
                  PK  +    L  AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  354  AAIDAVPKERSH--
DLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SGV Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGLGNSVEVMDEKENPFYATVGFKVEGGELNSGVTYHLGVE  471

Query  466  



LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHIGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_075720334.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 OLR22191.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 231/629 (37%), Positives = 356/629 (57%), Gaps = 
30/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230



            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            +D +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LDKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLQ  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV 
Y  
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALKQAETHVYEPIKEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                + ++  L  +T G  +  T+  GY+
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTKPSGYK  617

>WP_038414160.1 GTP-binding protein [Bacillus anthracis]
 AIF57167.1 tetracycline resistance protein [Bacillus anthracis]



Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 241/659 (37%), Positives = 369/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INI I+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIEIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----



ERIHDLYAALMELCEVDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A  D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKASEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_101194573.1 GTP-binding protein [Bacillus sp. HBCD-sjtu]
 AUD21264.1 tetracycline resistance protein [Bacillus sp. HBCD-sjtu]
Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 240/659 (36%), Positives = 373/659 (57%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV R+  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERAFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V + ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVGKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRYGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLQVTFSNTRVVCIEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT        D    
TG +
Sbjct  528  



LVLMDALKQAETYVYEPVNEFELTVPEQVISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G SV  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGESVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_071734271.1 MULTISPECIES: GTP-binding protein [Bacillus]
 SEA75717.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. 112mf]
 OJD49800.1 tetracycline resistance protein [Bacillus sp. 4049]
 PEB80371.1 tetracycline resistance protein [Bacillus cereus]
 PFH79664.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 230/648 (35%), Positives = 358/648 (55%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +I  N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LIPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 



KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRK-
RWREDPLPMLRTTIA  351
            M +   G+ V++ T   GE   +    ++++ D++G+ T   +  R+ E   P +   
I 
Sbjct  301  MCMFHNGDAVQSSTVQSGEFCKVWGLSNIKIGDIIGERTDYIKDIRFAE---
PQMEAAIE  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L  AL +L + DPL++   D I +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  358  
AMPKERTHDLYVALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLCEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V P  L SG+ Y+  V LG 
L  
Sbjct  418  
TFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVEPGELNSGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   ++QGL+GW VTD  +   +  Y SPV+T +DFR+L P+V   
+LK++
Sbjct  478  
AFHKAIEDTVFQTIKQGLYGWEVTDIIVTLAHTGYASPVTTASDFRNLTPLVFMNSLKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP   F L  P+  +S A +      AT    ++  D    TG +P    + 
++ 
Sbjct  538  
ETCVYEPLNEFELTVPEHAISTAMYKLAAISATFREPKLYNDSYHLTGSLPVAKTEDFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T   G+         + R    P +R D + H+ +
Sbjct  598  MLHSFTEGEGIFATRPGGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097950242.1 GTP-binding protein [Bacillus cereus]
 PEC85386.1 tetracycline resistance protein [Bacillus cereus]
 PEQ44471.1 tetracycline resistance protein [Bacillus cereus]
 PFM30118.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.
 Identities = 233/650 (36%), Positives = 364/650 (56%), Gaps = 
19/650 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++FINKID++G + + V++ ++  LS +       Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFINKIDRSGANTEKVMKQIKGFLSNEAFPFYSVQNEGTKEARIIEYKSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L ++ ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDAILRKKLEKQIQQANVYPIFFGSAMTGIGVTELLENIPSL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
            F       +  L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
FPANKSAENEILSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++T T   GE   +     +++ D++G+ T   +     +P        
A 
Sbjct  301  MCIFHNGDAIQTSTVPNGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG +V    L SG+ Y+  V 
LG L



Sbjct  416  
QVTFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATIGFNVELGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNNSYQLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207770.1 GTP-binding protein [Bacillus anthracis]
 NP_845373.1 tetracycline resistance protein [Bacillus anthracis 
str. Ames]
 YP_029086.1 tetracycline resistance protein [Bacillus anthracis 
str. Sterne]
 AAP26859.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. Ames]
 AAT32158.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. 'Ames Ancestor']
 AAT55137.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. Sterne]
 EDR20628.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. A0488]
 EDR90249.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. A0193]
 EDR95630.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. A0442]
 EDS98990.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. A0389]
 EDT21840.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. A0465]
 EDT69249.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. A0174]



 EDV17905.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. Tsiankovskii-I]
 ACP17130.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. CDC 684]
 ACQ49336.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. A0248]
 AFH84288.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. H9401]
 EJT20129.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. UR-1]
 EJY89995.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. BF1]
 AHE84453.1 tetracycline resistance protein [Bacillus anthracis str. 
A16R]
 AHE90330.1 tetracycline resistance protein [Bacillus anthracis str. 
A16]
 GAE98449.1 ribosome protection-type tetracycline resistance related 
proteins 
[Bacillus anthracis CZC5]
 EVT91404.1 tetracycline resistance protein [Bacillus anthracis 
8903-G]
 EVU06112.1 tetracycline resistance protein [Bacillus anthracis 52-
G]
 AHK39065.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
anthracis str. SVA11]
 EXJ20183.1 tetracycline resistance protein [Bacillus anthracis str. 
95014]
 KEY96860.1 tetracycline resistance protein [Bacillus anthracis str. 
Carbosap]
 KFJ81656.1 small GTP-binding domain protein [Bacillus anthracis]
 AIK57185.1 small GTP-binding domain protein [Bacillus anthracis]
 AIK64489.1 small GTP-binding domain protein [Bacillus anthracis 
str. Vollum]
 AIK54795.1 small GTP-binding domain protein [Bacillus anthracis]
 KFL67291.1 small GTP-binding domain protein [Bacillus anthracis]
 KFL69474.1 small GTP-binding domain protein [Bacillus anthracis]
 AIM06821.1 tetracycline resistance protein [Bacillus anthracis]
 AIM12270.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ46262.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ47083.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ51218.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ67205.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ67780.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ67893.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ80140.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ88358.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ93338.1 tetracycline resistance protein [Bacillus anthracis]



 KGZ94503.1 tetracycline resistance protein [Bacillus anthracis]
 KGZ98549.1 tetracycline resistance protein [Bacillus anthracis]
 KHA11090.1 tetracycline resistance protein [Bacillus anthracis]
 KHA15336.1 tetracycline resistance protein [Bacillus anthracis]
 KHA16083.1 tetracycline resistance protein [Bacillus anthracis]
 KHA22304.1 tetracycline resistance protein [Bacillus anthracis]
 KHA24638.1 tetracycline resistance protein [Bacillus anthracis]
 KHA41971.1 tetracycline resistance protein [Bacillus anthracis]
 KHG45500.1 tetracycline resistance protein [Bacillus anthracis]
 KHG51848.1 tetracycline resistance protein [Bacillus anthracis]
 KHG60620.1 tetracycline resistance protein [Bacillus anthracis]
 AJA87171.1 tetracycline resistance protein [Bacillus anthracis]
 AJF90544.1 tetracycline resistance protein [Bacillus anthracis]
 AJG29665.1 tetracycline resistance protein [Bacillus anthracis]
 AJG48652.1 small GTP-binding domain protein [Bacillus anthracis 
str. Turkey32]
 AJG63259.1 small GTP-binding domain protein [Bacillus anthracis]
 AJG70516.1 small GTP-binding domain protein [Bacillus anthracis]
 AJG82580.1 small GTP-binding domain protein [Bacillus anthracis]
 AJG90084.1 small GTP-binding domain protein [Bacillus anthracis]
 AJH27650.1 small GTP-binding domain protein [Bacillus anthracis]
 AJH34558.1 small GTP-binding domain protein [Bacillus anthracis]
 AJH39607.1 small GTP-binding domain protein [Bacillus anthracis]
 AJH48007.1 small GTP-binding domain protein [Bacillus anthracis 
str. Sterne]
 AJH50928.1 small GTP-binding domain protein [Bacillus anthracis]
 AJH55502.1 small GTP-binding domain protein [Bacillus anthracis]
 AJI00411.1 small GTP-binding domain protein [Bacillus anthracis 
str. V770-NP-1R]
 AJH96083.1 small GTP-binding domain protein [Bacillus anthracis]
 AJI39014.1 small GTP-binding domain protein [Bacillus anthracis]
 AJM81464.1 tetracycline resistance protein [Bacillus anthracis]
 KKM30133.1 tetracycline resistance protein [Bacillus anthracis]
 KKM30708.1 tetracycline resistance protein [Bacillus anthracis]
 BAR76264.1 tetracycline resistance protein tetP [Bacillus 
anthracis]
 GAO65688.1 tetracycline resistance protein [Bacillus anthracis]
 GAO59934.1 tetracycline resistance protein [Bacillus anthracis]
 KOM66930.1 tetracycline resistance protein [Bacillus anthracis]
 KOM74903.1 tetracycline resistance protein [Bacillus anthracis]
 KOM80462.1 tetracycline resistance protein [Bacillus anthracis]
 KOM86268.1 tetracycline resistance protein [Bacillus anthracis]
 KOM95267.1 tetracycline resistance protein [Bacillus anthracis]
 KON07020.1 tetracycline resistance protein [Bacillus anthracis]
 KON17607.1 tetracycline resistance protein [Bacillus anthracis]
 KON23888.1 tetracycline resistance protein [Bacillus anthracis]
 KOR57071.1 tetracycline resistance protein [Bacillus anthracis]
 KOR65327.1 tetracycline resistance protein [Bacillus anthracis]
 ALC35066.1 tetracycline resistance protein [Bacillus anthracis]
 AMC04928.1 tetracycline resistance protein [Bacillus anthracis]
 ANH87116.1 tetracycline resistance protein [Bacillus anthracis]
 OBV05849.1 tetracycline resistance protein [Bacillus anthracis]
 OBV07429.1 tetracycline resistance protein [Bacillus anthracis]
 ANR05424.1 tetracycline resistance protein [Bacillus anthracis]



 ANR10721.1 tetracycline resistance protein [Bacillus anthracis]
 ANR16019.1 tetracycline resistance protein [Bacillus anthracis]
 ANR21320.1 tetracycline resistance protein [Bacillus anthracis]
 ANR26621.1 tetracycline resistance protein [Bacillus anthracis]
 ANR31921.1 tetracycline resistance protein [Bacillus anthracis]
 ANR37226.1 tetracycline resistance protein [Bacillus anthracis]
 ANR42522.1 tetracycline resistance protein [Bacillus anthracis]
 ANR47812.1 tetracycline resistance protein [Bacillus anthracis]
 ANR53111.1 tetracycline resistance protein [Bacillus anthracis]
 ANR58406.1 tetracycline resistance protein [Bacillus anthracis]
 OHO02085.1 tetracycline resistance protein [Bacillus anthracis]
 OKA49035.1 tetracycline resistance protein [Bacillus anthracis]
 APT26457.1 tetracycline resistance protein [Bacillus anthracis]
 AQM46911.1 tetracycline resistance protein [Bacillus anthracis]
 OON47622.1 tetracycline resistance protein [Bacillus anthracis]
 OOX83491.1 tetracycline resistance protein [Bacillus anthracis]
 OPE67859.1 tetracycline resistance protein [Bacillus anthracis]
 OPE71900.1 tetracycline resistance protein [Bacillus anthracis]
 OPE79088.1 tetracycline resistance protein [Bacillus anthracis]
 OPE84897.1 tetracycline resistance protein [Bacillus anthracis]
 OPE90331.1 tetracycline resistance protein [Bacillus anthracis]
 OPE93916.1 tetracycline resistance protein [Bacillus anthracis]
 OPF01078.1 tetracycline resistance protein [Bacillus anthracis]
 OPF05199.1 tetracycline resistance protein [Bacillus anthracis]
 OPF11095.1 tetracycline resistance protein [Bacillus anthracis]
 ASE27931.1 tetracycline resistance protein [Bacillus anthracis]
 OXM03253.1 tetracycline resistance protein [Bacillus anthracis]
 PDO96097.1 tetracycline resistance protein [Bacillus anthracis]
 PDP00251.1 tetracycline resistance protein [Bacillus anthracis]
 PDP07222.1 tetracycline resistance protein [Bacillus anthracis]
 PDP12868.1 tetracycline resistance protein [Bacillus anthracis]
 PDP21245.1 tetracycline resistance protein [Bacillus anthracis]
 PDP24042.1 tetracycline resistance protein [Bacillus anthracis]
 PDP29536.1 tetracycline resistance protein [Bacillus anthracis]
 PNS46456.1 tetracycline resistance protein [Bacillus anthracis]
 PNS52660.1 tetracycline resistance protein [Bacillus anthracis]
 PNS59214.1 tetracycline resistance protein [Bacillus anthracis]
 PNS63612.1 tetracycline resistance protein [Bacillus anthracis]
 PNS73308.1 tetracycline resistance protein [Bacillus anthracis]
 PNS78153.1 tetracycline resistance protein [Bacillus anthracis]
 PNS83820.1 tetracycline resistance protein [Bacillus anthracis]
 PRD63267.1 tetracycline resistance protein [Bacillus anthracis]
 PTR53276.1 tetracycline resistance protein [Bacillus anthracis]
 PTR58566.1 tetracycline resistance protein [Bacillus anthracis]
 PTR67365.1 tetracycline resistance protein [Bacillus anthracis]
 PTR68329.1 tetracycline resistance protein [Bacillus anthracis]
 PTR76065.1 tetracycline resistance protein [Bacillus anthracis]
 PTR76700.1 tetracycline resistance protein [Bacillus anthracis]
 PTR84110.1 tetracycline resistance protein [Bacillus anthracis]
 PTR92365.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 402 bits (1033),  Expect = 1e-128, Method: Compositional 
matrix adjust.



 Identities = 241/659 (37%), Positives = 369/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INI I+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIEIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEADPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461



             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A  D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKASEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_108530622.1 GTP-binding protein [Paenibacillus elgii]
 PUA40023.1 tetracycline resistance protein [Paenibacillus elgii]
Length=659

 Score = 402 bits (1034),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 226/631 (36%), Positives = 350/631 (55%), Gaps = 
24/631 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+L E +LY +  I E G V++G T+ D M LER+RGITI
+A+V
Sbjct  1    
MHTMNIGILAHVDAGKTSLAERILYETKVIDELGRVDQGNTQMDAMELERKRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT+ILF  L
+KM 
Sbjct  61   
VSFDLHGLKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKILFSVLKKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+ G   +  ++ +R+KL+ +   +   +        V+E   D      
Sbjct  121  



LPTILFVNKIDRLGAQSEMAIEQIREKLTPNAFPLCQVEHAGTGHASVVESRFDWAVNPD  180

Query  178  VIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +E        +++++LE Y+ GE ++ E++     ++V+ A+++PVY+GSA  G
+G+  
Sbjct  181  
FMERCIELAAAHDERVLEAYVNGEAVTEEQVKETFGKQVKQANIYPVYFGSAMTGVGVSS  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-  287
            L+  V   F P+ E      L G VFK+E    G++  Y+RL+SG+L +R+ V L  
+  
Sbjct  241  LLAGVAQWF-
PVNEHAEGEPLSGVVFKLEKEPSGEKIAYVRLFSGSLNMREQVKLQQKNG  299

Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                     KI ++     G+ V       G++  +   + VR+ DV+G+ + L +    
Sbjct  300  
QGEFEARTCKIKKLYALINGKAVSAAKVTSGDLGKVWGLEDVRIGDVVGEQSHLIKH--F  357

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               +P + T I     ++   L  AL  L++ DPL++   D +  ++ +   G VQ 
EV+
Sbjct  358  
SFAVPQMETRIEASEPSKDHLLYKALISLSEEDPLIQVMKDDVHQDLYIRIFGEVQKEVI  417

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L E+Y LE    E   + +E+P         I    NPF+A++G  V P   
GSGV 
Sbjct  418  
EAALKERYDLEVRFSETRTVCLEKPAGTGQAFEIIAEGDNPFYATVGFRVEPGLPGSGVS  477

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L   F  A+++ +   L+QGL+GW +TD  +   +  Y+SPVST  
DFR L
Sbjct  478  
YALEVELGSLPLPFHKAIKETVHQTLKQGLYGWELTDIVVTLTHTGYFSPVSTAGDFRKL  537

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            AP+VL +AL ++GT + EP  +F L  P   +S+A +      A +    +     
+ TG
Sbjct  538  
APLVLMEALAQAGTDVYEPIHAFELTVPAAMMSKAIYKLSAIQAVVHETAMYNGLCLITG  597

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             I     ++++  L  +T G    L E  G+
Sbjct  598  NISVAATESFKRSLHAFTQGEGFMLVEPAGF  628



>WP_035206202.1 GTP-binding protein [Bacillus clausii]
 ALA53309.1 Ribosome protection-type tetracycline resistance protein 
[Bacillus 
clausii]
 OZV92095.1 tetracycline resistance protein [Bacillus clausii]
Length=647

 Score = 402 bits (1033),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 229/644 (36%), Positives = 357/644 (55%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGNTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGAIL++SA +GVQAQTR+L  +L
+   
Sbjct  61   
VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAILIVSAVEGVQAQTRVLMQSLKAYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 
Sbjct  121  
IPTVFFINKIDRVGADYKRVIKQIKWLLDDHICPVCEQTQGDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND+LL  Y+  EP+S  +L +E  ++ + A  +P++ GSA KG+G+  L+ +
++  
Sbjct  181  
LALHNDELLAAYVENEPVSEMELRKELSQQTKKAVAYPLFIGSAAKGVGVAALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKIT  292
            F    E+ S   L G VFKV     G+R   +RLY G L  R  V++   +     
+K+ 
Sbjct  241  
FSHTTEEASERDLSGIVFKVTELPNGEREALVRLYEGKLVARKMVSVIRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +++   G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQLLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--
RVPQMKRFAFKKPPLQVQVHT  358



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +LA  DP L+   D+ T +  +   G VQ EV+ + L  +  
L   
Sbjct  359  
DRKEEAIALHRALARLAAEDPFLQYTQDAATGDHFIRIFGHVQQEVLLSALKNEQGLSVS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ +E+P    +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCIEKPSGVGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AVRD  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVRDTCRVVLQEGLKGWVVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +    +      +  V+  G IP R     
++ 
Sbjct  539  
TSVYEPLERIEVIVPERFLSTLLSRVVQLGGNVLEPAFHQAGVLIKGTIPVRTATRLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +
Sbjct  599  IHALSGGEGILISKPGGYERVTGKAPAKERRQLNPLERTNYLMR  642

>WP_002172516.1 GTP-binding protein [Bacillus cereus]
 EJR54095.1 small GTP-binding protein domain protein [Bacillus 
cereus VD107]
Length=649

 Score = 402 bits (1033),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 238/658 (36%), Positives = 365/658 (55%), Gaps = 
33/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERVLYETNVIKEIGRVDSGNTHTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFLDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+FINKID++G + + VV+ +R+ LS +++    ++   +    I+     + 
E+++
Sbjct  121  IPTVLFINKIDRSGANTEKVVKQIRETLSNEVLPFYAVENEGTKQARII-----
EYESYE  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E +    L +E ++++Q  +++P+++GSA  G+GI  
L++
Sbjct  176  
DCIELLATYNESLLESYVNNETVPDALLRKELEKQIQRTNVYPIFFGSAMTGIGITELLE  235

Query  233  AVTGLFQPIGEQGSA---
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
             ++ +  P           L G VFK+E    G++  Y+R++SG L +R  V +   
E L
Sbjct  236  NISAML-
PADTSSHCEDDTLSGIVFKIEREPSGEKIAYVRVFSGCLHVRKYVNIHRTESL  294

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G  V+T T   GE   +     +++ D++G+ T   +     
+P  
Sbjct  295  
SHKEKIKKMCIFHNGNAVQTPTVQSGEFCKVWGCSDIKIGDIIGERTNHIKDIQLAEPQM  354

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D+I +E+ +   G VQ 
EV+  
Sbjct  355  EAAIEAMPK-----
ERIHDLYAALMELCEEDPLIKVWKDNIHNELYIRLFGEVQKEVIET  409

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y 
Sbjct  410  
TLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYN  469

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
++ P
Sbjct  470  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNITP  529

Query  522  



IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  530  
LVLMVALKQAETCVYEPVNEFELTVPEHAISTAMYKLVAIPATFAEPILHNDSYHLTGSL  589

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +    I+ R    P +R D + H+ 
+
Sbjct  590  
PVSKTENFKRLLHSFTEGEGIFTTKPAGFTELLAPFPIRKRVDYNPLNRKDYLLHVLK  647

>WP_098228202.1 GTP-binding protein [Bacillus anthracis]
 PES23625.1 tetracycline resistance protein [Bacillus anthracis]
 PGR25912.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 402 bits (1033),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 237/657 (36%), Positives = 369/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPFNESLLESYVNNE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289



            + ++ LF       +  L G VFK+E    G++  Y+RL+SG L +R  V +   + 
L  
Sbjct  235  
ENISDLFPANKSADNERLSGVVFKIEREPSGEKIAYVRLFSGRLHVRKHVDIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ 
Y   
Sbjct  410  
FEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
               + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ 
+
Sbjct  590  AKTENFKRMLHAFTEGEGIFTTKPAGF-
TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_076870557.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 ONG98256.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 402 bits (1033),  Expect = 2e-128, Method: Compositional 



matrix adjust.
 Identities = 232/627 (37%), Positives = 355/627 (57%), Gaps = 
28/627 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G +   VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTGKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L           L G VFK++    G++  Y+R++SGTL +R  V +   + 
L  
Sbjct  235  
ENISALLPANNSSQDEELSGIVFKIKREPSGEKIAYVRVFSGTLHVRKYVHIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V+T T   G+   +   +++++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L
Sbjct  355  AINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463



             EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
               + ++  L  +T G  +  T+  G+
Sbjct  590  TKTENFKRMLHSFTEGEGIFTTKPAGF  616

>KOS27869.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 402 bits (1033),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 241/659 (37%), Positives = 369/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INI I+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIEIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDTKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEADPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A  D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKASEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIYNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645



>WP_010494296.1 GTP-binding protein [Paenibacillus elgii]
Length=659

 Score = 402 bits (1033),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 228/631 (36%), Positives = 350/631 (55%), Gaps = 
24/631 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+L E +LY +  I E G V++G T+ D M LER+RGITI
+A+V
Sbjct  1    
MHTMNIGILAHVDAGKTSLAERILYETKVIDELGRVDQGNTQMDAMELERKRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT+ILF  L
+KM 
Sbjct  61   
VSFDLHGLKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKILFSVLKKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+ G   +  ++ +R+KL+ +   +   +        V+E   D  
A   
Sbjct  121  
LPTILFVNKIDRLGAQSEMAIEQIREKLTPNAFPLCQVEHAGTGHASVVESRFDWAANPD  180

Query  178  VIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +E        +++++LE Y+ GE ++ E++     ++V+ A+++PVY+GSA  G
+G+  
Sbjct  181  
FMERCIELAAAHDERVLEAYVNGEAVTEEQVKETFGKQVKQANVYPVYFGSAMTGVGVSG  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-  287
            L+  V   F P+ E      L G VFK+E    G++  Y+RL+SG+L +R+ V L  
+  
Sbjct  241  LLAGVAQWF-
PVNEHAEGEPLSGVVFKLEKEPSGEKIAYVRLFSGSLNMREQVKLQRKNG  299

Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                     KI ++     G+ V       G++  +   + VR+ DV+G+ + L +    
Sbjct  300  
QGEFEARTCKIKKLYALINGKAVSAAKVTSGDLGKVWGLEDVRIGDVVGEQSYLIKH--F  357

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               +P + T I     ++   L  AL  L++ DPL++   + +  E+ +   G VQ 



EV+
Sbjct  358  
SFAVPQMETRIETAEPSKDHLLYKALISLSEEDPLIQVLKNDVHQELYIRIFGEVQKEVI  417

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L E+Y LE    E   + +E+P         I    NPF+A++G  V P   
GSGV 
Sbjct  418  
EAALKEQYDLEVRFSETRTVCLEKPAGTGQAFEIIAEGDNPFYATVGFRVEPGLPGSGVA  477

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L   F  A++D +   L+QGL+GW VTD  +   +  Y+SPVST  
DFR L
Sbjct  478  
YALEVELGSLPLPFHKAIKDTVHQTLKQGLYGWEVTDIVVTLTHTGYFSPVSTAGDFRKL  537

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            AP+VL +AL ++ T + EP  +F L  P   +S+A +      A +    +     
+ TG
Sbjct  538  
APLVLMEALAQASTDVYEPIHAFELTVPAAMMSKAIYKLSAIQAVVHETAMHNGLCLITG  597

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             I     ++++  L  +T G    L E  G+
Sbjct  598  NISVAATESFKRSLHAFTQGEGFMLVEPAGF  628

>WP_016129768.1 GTP-binding protein [Bacillus cereus]
 EOP53718.1 small GTP-binding protein domain protein [Bacillus 
cereus VDM053]
Length=647

 Score = 402 bits (1032),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 229/648 (35%), Positives = 358/648 (55%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++  N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LVPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRK-
RWREDPLPMLRTTIA  351
            M +   G+ V++ T   GE   +    ++++ D++G+ T   +  R+ E   P +   
I 
Sbjct  301  MCMFHNGDAVQSSTVQSGEFCKVWGLSNIKIGDIIGERTDYIKDIRFAE---
PQMEAAIE  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L  AL +L + DPL++   D I +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  358  
AMPKERTHDLYVALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLCEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V P  L SG+ Y+  V LG 
L  
Sbjct  418  
TFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVEPGELNSGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   ++QGL+GW VTD  +   +  Y SPV+T +DFR+L P+V   
+LK++
Sbjct  478  
AFHKAIEDTVFQTIKQGLYGWEVTDIIVTLAHTGYASPVTTASDFRNLTPLVFMNSLKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP   F L  P+  +S A +      AT    ++  D    TG +P    + 
++ 
Sbjct  538  



ETCVYEPLNEFELTVPEHAISTAMYKLAAISATFREPKLYNDSYHLTGSLPVAKTEDFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T   G+         + R    P +R D + H+ +
Sbjct  598  MLHSFTEGEGIFATRPGGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_002032917.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EEL05621.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
BDRD-ST196]
 GAE37834.1 putative tetracycline resistance protein [Bacillus 
mycoides NBRC 
101238 = DSM 11821]
 AIW84635.1 Tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus mycoides]
 PRD11732.1 tetracycline resistance protein [Bacillus sp. MYb56]
Length=647

 Score = 402 bits (1032),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 372/658 (57%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS D      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKAILSNDAFPFYSVENEGTKKAHII-----
EYKSYD  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE      + LL  Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  
L++
Sbjct  176  
DCIELLAPYKESLLASYVNNEIIPDTLLRKELEKQMQQANVFPIFFGSAMTGVGVTELLE  235

Query  233  AVTGLF---



QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
             ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  236  NISALIPVNKPVQDK---
TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T + GE   +    ++++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVHSGEFCKVWGLTNIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A Q+ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEAVQKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P++  +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIRIGNSVEVMGEKANPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK + T + EP   F L  P+  +S   +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKRAETCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  + +T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PVAKTEDFKRILHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_042978785.1 GTP-binding protein [Bacillus mycoides]
 KFN03367.1 small GTP-binding domain protein [Bacillus mycoides]
Length=647

 Score = 402 bits (1032),  Expect = 2e-128, Method: Compositional 



matrix adjust.
 Identities = 228/621 (37%), Positives = 348/621 (56%), Gaps = 
16/621 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFINNLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPTV+F+NKID++G + + VV+ +++ LS D       Q        ++E     E  
+ 
Sbjct  121  
IPTVLFVNKIDRSGANTEKVVKQIKEILSNDAFPFYSAQNEGTKEARIIEYKAYDECMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +    + LL  Y+  E ++   L +E ++++Q A+++P+++GSA  G+GI  L++ 
++ L
Sbjct  181  
LAPYTESLLASYVNNEIVADTLLRKELEKQIQQANVYPIFFGSAMTGIGITELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPANKSVQDETLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G  V++ T + GE   +     +++ D++G+ T+  +     +P         
P
Sbjct  301  
MCIFHNGNAVQSSTVHSGEFCKVWGLSDIKIGDIIGEWTQYMKDVQLAEPQMEAAIEAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D+I +E+ +   G VQ EV+   L 
EKY +
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDNIQNELYIRLFGEVQKEVIETTLHEKYNI  415

Query  410  



ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+        +    NPF+A+IG  V    L SG+ Y   V 
LG L
Sbjct  416  
QVAFSNTRVVCVEKPVGIGYAAEVMGEKANPFYATIGFKVERGKLNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDMIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
RAETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPMLHNDSYHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            +  L  +T G  +  T+  G+
Sbjct  596  KRMLHSFTEGEGIFTTKPAGF  616

>WP_103626420.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 402 bits (1032),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 236/657 (36%), Positives = 370/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIG++AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGVVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175



Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPFNESLLESYVNNE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L  
Sbjct  235  
ENISALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP----  350

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                A   A  +ER+ D   AL ++ + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  351  -
QMEAAIDAVPKERIHDLYAALMEICEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKYKL+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ 
Y   
Sbjct  410  
FEKYKLQVTFSNTRVVCIEKPIGIGNSVEVMDEKTNPFYATVGFKVERGELDSGITYTLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
               + ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ 
+
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTRPAGF-
TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  645



>WP_098250590.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
thuringiensis]
 PEV31539.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 402 bits (1032),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 238/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD----
IE--A  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T     
IE  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYIS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKIPALMPALTSAQEEPLSGVVFKIERESSGEKVAYIRVFSGSLHVRKYVDIQRDESLQ  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351



Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV 
Y  
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALKQAETHVYEPIKEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ 
+
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTKPSGYK-
ELKAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_071759057.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
sp. N35-10-2]
 OJD57571.1 tetracycline resistance protein [Bacillus sp. N35-10-2]
Length=647

 Score = 402 bits (1032),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 367/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT+IF+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTIIFVNKIDRSGANTEKVMKHIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  V +   
+ L
Sbjct  233  
LLENISDLFPANKSADNERLSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIQRDQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V+T T   GE   +     +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGNAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I HE+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHHELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG       L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKTERGQLNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D I   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P



Sbjct  468  
LGVELGSLPLAFHKAIEDTIFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMNALKQAKTCVYEPVNEFELTVPEHAVSTAMYKLAAIPATFSEPIFNNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  + + +  GY+        + R  N+ L++  ++  
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFIMKPAGYKELKAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098991876.1 GTP-binding protein [Bacillus cereus]
 PGY99826.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 402 bits (1032),  Expect = 2e-128, Method: Compositional 
matrix adjust.
 Identities = 235/653 (36%), Positives = 364/653 (56%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ +++ LS +       S   E   E +  + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKEILSNEAF--
PFYSAQSEGTKEAHIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENIS  238



Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   E    
K KI
Sbjct  239  
ALLPANNSSQDEELSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGEFLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G+ V+T T + G+   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCMFHNGDAVQTSTVHSGDFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  359  IPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPVGVGNSIEVMGEKANPFYATIGFKIERGELNSGITYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPILNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTTNSAGF-TKLKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_016091670.1 GTP-binding protein [Bacillus cereus]
 EOO20335.1 small GTP-binding protein domain protein [Bacillus 
cereus HuA2-9]
Length=647

 Score = 402 bits (1032),  Expect = 2e-128, Method: Compositional 



matrix adjust.
 Identities = 231/625 (37%), Positives = 349/625 (56%), Gaps = 
32/625 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E          
+ +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIEYK  172

Query  174  AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            ++D  +E     N+ LLE Y+  E IS   L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMELLAPFNESLLESYVNNEIISDTPLRKELEKQIQQANVFPIFFGSAMTGVGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLENISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  



LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             + EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG
+ Y 
Sbjct  408  
TIYEKYNLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGELNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQSLKQGLYGWEVTDIIVTLTHSGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK + T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKRAETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTE  606
            P    + ++  L  +T G  +  T+
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFTTK  612

>WP_044856292.1 GTP-binding protein [Amycolatopsis orientalis]
 ANN20213.1 GTP-binding protein [Amycolatopsis orientalis]
Length=640

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 247/649 (38%), Positives = 343/649 (53%), Gaps = 
27/649 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALAVLDGAVLVLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK+D+ G D   V + +  KL+  ++    V   PE V          D 
+  
Sbjct  121  IPTLLFVNKLDRRGADPDRVFREIAAKLTPSVVAMDPV--EPERV---------
TDLLAT  169



Query  181  NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++  L  Y+   +  +  +L  E   +V +   +PVY+GSA  G GI  L D +  
L  
Sbjct  170  
LDEDFLTGYLTDPDAFTPSRLHSELTAKVAEGLAYPVYFGSAITGAGIDALRDGIENLLP  229

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                     L G+VFKVE    G++  Y+RL+SG L +RD V L   E  K+T + 
+   
Sbjct  230  AKESTADGPLSGTVFKVERGPGGEKIAYVRLFSGGLAVRDKVPLGDGEG-
KVTAISVFDN  288

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            G +V + +   G I  L    VR+ DVLG+  R    R      P L T ++P   
A+R 
Sbjct  289  GSVVPSGSVGAGRIAKLSGLDVRIGDVLGN--
RPGHAREALFSPPTLETVVSPVRPAERG  346

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALTQL + DPL+    D +  E  +S  G VQ EV+ A L+++Y +     E 
+ I
Sbjct  347  
PLHQALTQLTEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGIAVTFSETTTI  406

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +E    + S    I   PNPF A++GL V P   GSG+ +   V LG +  SF  
AV D
Sbjct  407  
CVEHVSGSGSAVELIGKTPNPFLATVGLRVEPGPPGSGISFRLEVELGSMPYSFVKAVED  466

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             ++  L +G+ GW V DC +   +  YY            S  ST  DFR L P
+VL  A
Sbjct  467  
TVKETLREGIRGWEVLDCVVTLTHSGYYARQSHAHGTFDKSMSSTAGDFRGLTPLVLMAA  526

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+E+GT + EP   F L AP + L        K  A   T   +       GEIPA  
I 
Sbjct  527  
LREAGTTVHEPLHRFTLQAPADTLGAVTALLAKARAVPRTTLTRAGTAELDGEIPAAKIH  586

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                 L   T G     T   GY+   G    +PR  ++ LD+  ++ +
Sbjct  587  EVHQLLPSATRGEGTMETVFHGYRPVRGPAPSRPRTDHNPLDRKEYLLR  635



>ABN50374.1 TetW, partial [Bifidobacterium longum subsp. infantis]
Length=203

 Score = 385 bits (989),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 193/202 (96%), Positives = 193/202 (96%), Gaps = 1/202 
(0%)

Query  76   
PGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGV  135
            P H  F     
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGV
Sbjct  3    PAH-
GFFGGGXRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGV  61

Query  136  
DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPI  195
            
DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPI
Sbjct  62   
DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPI  121

Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK  255
            
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK
Sbjct  122  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK  181

Query  256  VEYTDCGQRRVYLRLYSGTLRL  277
            VEYTDCGQRRVYLRLYSGTL L
Sbjct  182  VEYTDCGQRRVYLRLYSGTLSL  203

>WP_042516359.1 GTP-binding protein [Bacillus cereus]
 AJI11979.1 small GTP-binding domain protein [Bacillus cereus 
03BB108]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 364/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIEDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G  T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L        V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLHVTFSGTRVVCMEKPIDIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  588  PVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098225754.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 PEU87094.1 tetracycline resistance protein [Bacillus cereus]
 PFC82309.1 tetracycline resistance protein [Bacillus anthracis]
 PFR08394.1 tetracycline resistance protein [Bacillus anthracis]
 PGZ28890.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 229/652 (35%), Positives = 361/652 (55%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+     + 
E++D
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSVQNEGTKEARII-----
EYESYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLE  235



Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L   
Sbjct  236  
NISALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRDESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ ++T T   GE   +   + +++ D++G  T   +     +  
P + 
Sbjct  296  EKIKKMCLFHNGDAIQTSTVPSGEFCKVWGLNDIKIGDIIGQQTDYIKDIHFAE--
PQME  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I   +  Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIDAVSKEQIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATVGFKVERGELNCGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW V+D  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVSDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK + T   EP   F L  P+  +S A +      AT        +    TG +P    
+
Sbjct  534  
LKHAETCAFEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T+  G++  +     + R    P +R D + H+ +
Sbjct  594  NFKRILHSFTEGEGIFTTKPSGFRKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098882388.1 GTP-binding protein [Bacillus cereus]
 PGU07430.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 236/654 (36%), Positives = 366/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E +  + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAF--
PFYSVQNEGTKEAHIMEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++PV++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLTSYVNNEIIPDALLRKELEQQIQQANVYPVFFGSAMTGMGVSELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
ALLPANNSSQDEKLSGVVFKIEREHSGEKVAYVRVFSGSLHVRKYVDIQRNKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  



KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D     L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTAFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP  +F L  P++ +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKQAKTYVYEPVNAFELTVPEQAISTAMYKLAAIPATFAEPILYNDSYQLTGALPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  594  HFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_095254472.1 GTP-binding protein [Bacillus clausii]
 PAE96581.1 tetracycline resistance protein [Bacillus clausii]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 229/644 (36%), Positives = 356/644 (55%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGNTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGAIL++SA +GVQAQTR+L  +L
+   
Sbjct  61   
VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAILIVSAVEGVQAQTRVLMQSLKAYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 



Sbjct  121  
IPTVFFINKIDRVGADYKRVIKQIKWLLDDHICPVCEQTQGDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND+LL  Y+  EP+S  +L +E  ++ + A  +P++ GSA KG+G+  L+ +
++  
Sbjct  181  
LALHNDELLAAYVENEPVSEMELRKELSQQTKKAVAYPLFIGSAAKGVGVAALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKIT  292
            F    E+ S   L G VFKV     G+R   +RLY G L  R  V +   +     
+K+ 
Sbjct  241  
FSHTTEEASERDLSGIVFKVTELPNGEREALVRLYEGKLVARKMVLVIRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +++   G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQLLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--
RVPQMKRFAFKKPPLQVQVHT  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +LA  DP L+   D+ T +  +   G VQ EV+ + L  +  
L   
Sbjct  359  
DRKEEAIALHRALARLAAEDPFLQYTQDAATGDHFIRIFGHVQQEVLLSALKNEQGLSVS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ +E+P    +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCIEKPSGVGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AVRD  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVRDTCRVVLQEGLKGWVVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +    +      +  V+  G IP R     
++ 
Sbjct  539  
TSVYEPLERIEVIVPERFLSTLLSRVVQLGGNVLEPAFHQAGVLIKGTIPVRTATRLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +



Sbjct  599  IHALSGGEGILISKPGGYERVTGKAPAKERRQLNPLERTNYLMR  642

>WP_095236425.1 GTP-binding protein [Bacillus clausii]
 PAD17360.1 tetracycline resistance protein [Bacillus clausii]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 229/644 (36%), Positives = 357/644 (55%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGNTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGAIL++SA +GVQAQTR+L  +L
+   
Sbjct  61   
VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAILIVSAVEGVQAQTRVLMQSLKAYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 
Sbjct  121  
IPTVFFINKIDRVGADYKRVIKQIKWLLDDHICPMCEQTQGDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND+LL  Y+  EP+S  +L +E  ++ + A  +P++ GSA KG+G+  L+ +
++  
Sbjct  181  
LALHNDELLAAYVENEPVSEMELRKELSQQTKKAVAYPLFIGSAAKGVGVSALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKIT  292
            F    E+ S   L G VFKV     G+R   +RLY G L  R  V+++  +     
+K+ 
Sbjct  241  
FSHTTEEASERDLSGIVFKVTELPNGEREALVRLYEGRLVARKMVSVSRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             ++    G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQQLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--
RVPQMKRFAFKKPPLQVQVHT  358



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +LA  DP L+   D+ T +  +   G VQ EV+ + L  +  
L   
Sbjct  359  
DRKEEAIALHRALARLAAEDPFLQYTQDAATGDHFIRIFGHVQQEVLLSALKNEQGLSVS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ +E+P    +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCIEKPSGVGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AVRD  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVRDTCRVVLQEGLKGWAVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +    +      +  V+  G IP R     
++ 
Sbjct  539  
TSVYEPLERIEVIVPERFLSTLLSRIVQLGGNVLEPAFHQAGVLIKGTIPVRTATRLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +
Sbjct  599  IHALSGGEGILISKPGGYERVAGKAPTKERRQLNPLERTNYLMR  642

>WP_016362130.1 GTP-binding protein [Bacillus cereus]
 EPC06237.1 small GTP-binding protein domain protein [Bacillus 
cereus VD142]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 227/618 (37%), Positives = 349/618 (56%), Gaps = 
10/618 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKELLSNEASPFYSVDNEGTKDARIIEYKSYEDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E IS   L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPFNESLLESYVNNEIISDTPLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRGESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ V+T T + GE   +     +++ D+ G+ T   +     +  P +  
TI  
Sbjct  301  MCIFHNGDAVQTSTVHSGEFCKVWGLSDIKIGDIFGERTDYIKDIHFAE--
PQMEATIDV  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   L EKY
+L+  
Sbjct  359  
LAKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYEKYRLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGLGNSVEVMGEKANPFYATIGFKVERGELNSGITYNLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++ 
Sbjct  479  
FHKAIGDTVFQSLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592



            T + EP   F L  P+  +S   +      AT     +  D    TG +P    + 
++  
Sbjct  539  
TCVYEPLNEFELTVPEHAISTTMYKLAAIPATFAEPILNNDSYQLTGSLPVAKTEDFKRM  598

Query  593  LAFYTNGRSVCLTELKGY  610
            L  +T G     T+  G+
Sbjct  599  LHSFTEGEGFFTTKPGGF  616

>WP_088314844.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 366/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT+IF+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTIIFVNKIDRSGANTEKVMKHIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  V +   
+ L
Sbjct  233  
LLENISDLFPANKSADNERLSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIQRDQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V+T T   GE   +     +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGNAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I HE+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHHELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG       L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKTERGQLNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D I   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTIFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG  
Sbjct  528  
LVLMNALKQAKTCVYEPVNEFELTVPEHAVSTAMYKLAAIPATFSEPIFNNDSYHLTGSF  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  + + +  GY+        + R  N+ L++  ++  
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFIMKPAGYKELKAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_087964529.1 GTP-binding protein [Bacillus thuringiensis]
 OTX87966.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
chanpaisis]
 PNK29758.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 234/651 (36%), Positives = 361/651 (55%), Gaps = 
21/651 (3%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEMLSNEAFPFYSAQNEGTKEARILEYKSYDDYVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +    + LL  YI  E I    L  E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYKESLLVSYINNEIIPNALLRNELEKQIQQANVYPIFFGSAMTGIGVTELLENIPSL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
            F       +  L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
FPANKSAENEILSGIVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P        
A 
Sbjct  301  MCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVELGSL  475



Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNKFELTVPEHAISTAMYKLAAVPATFAEPIFNNDSYQLTGSLPVTKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_026877278.1 GTP-binding protein [Jiangella gansuensis]
Length=665

 Score = 402 bits (1032),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 250/666 (38%), Positives = 351/666 (53%), Gaps = 
32/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLYAAGVIDEVGSVDAGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFLVGDTTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEEN  169
            IPT++F+NK+D+AG     V+  +  KLS   +               V+  P    
++ 
Sbjct  121  
IPTLLFVNKLDRAGAQPDRVLAEIAAKLSPAAVPMVATTAPGGRAAAAVAFGPG---DDG  177

Query  170  TDIEAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
             +    D + +++D LL  Y+     +   +L R+   +   A + PVY GSA  G 
G+ 
Sbjct  178  



FESRLADVLADHDDDLLAAYVHDAAAVPYRRLRRDLAVQTGRALVHPVYLGSAITGAGVN  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             LM  +T L    G   S  + G+VFKVE    G++  ++R++ GTLR+RD V L    
+
Sbjct  238  
ALMAGITELLPAAGGDPSGPVSGTVFKVERGPAGEKLTWVRMFGGTLRIRDRVRLGDGRE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KIT +R+          +  PG I  L     VR+ DV+G P    R   R  P 
P L 
Sbjct  298  GKITAIRVVDPTGDGSASSVGPGRIATLWGLGDVRIGDVIGVPREGARTGKRFAP-
PTLE  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P+   QR  L  AL QLA+ DPL+    D +  EI +S  G VQ EV+ A L
+  Y
Sbjct  357  
TVVVPRLPLQRGALQVALAQLAEQDPLIALRQDDLRREISVSLYGEVQKEVIEATLAGDY  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E + I +ER     S    I    NPF A +GL V P   G GV++   
+ LG
Sbjct  417  
GLEVDFRESTTICVERLTGTGSAVQRIRQDGNPFLAGVGLRVEPAPPGGGVRFGIEIELG  476

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPAD  515
             L  +F  A+ + +R  L QGL GW + DC++   +  Y             S  
ST  D
Sbjct  477  
SLPPAFLRAIEETVRESLGQGLHGWEIPDCQVTLWHSGYAPRQSHAHAVFDKSMSSTAGD  536

Query  516  FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT---
IETAQVKK  572
            FR L P+VL  AL+ +GT++ EP+    L  P + L +      +  A       A    
Sbjct  537  
FRLLTPLVLVDALRAAGTRVHEPWHRLRLEIPADTLGQVLPALTRLRAVPGAPAPAGAGG  596

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            +  + TG+IPA  +     +L   T G  V  TE   YQ   G    +PR  ++ 
LD+  
Sbjct  597  
EAYLLTGDIPAATVHQLHQELPALTRGEGVLETEFARYQPVTGAVPERPRTDHNPLDRKE  656

Query  633  HMFQKV  638
            ++   V
Sbjct  657  YLLHVV  662



>WP_002013560.1 GTP-binding protein [Bacillus cereus]
 EEK72806.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
AH621]
 EJR35287.1 small GTP-binding protein domain protein [Bacillus 
cereus VD048]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 234/631 (37%), Positives = 352/631 (56%), Gaps = 
34/631 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA------  174
            IPT++F+NKID++G + + VV+ +++ LS +         SP   +E     +A      
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE--------
ASPFYSVENEGTKDARIIGYK  172

Query  175  -WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +D  +E     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G
+G+  
Sbjct  173  
SYDDCMELLALFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L
Sbjct  233  
LLKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRSESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G  V++ T   GE   +    ++++ D++G      R  + 
+D +P
Sbjct  293  SHKEKIKKMCIFHNGNAVQSSTVQSGEFCKVWGLTNIKIGDIIG-----
KRTDYIKD-IP  346



Query  345  MLRTTI-APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
                 + A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+ 
Sbjct  347  
FAEPQMEAAVDAVPKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V    L 
SG+ Y
Sbjct  407  
TTLYEKYRLQVTFSNTRVVCIEKPIGLGNSVEVMGDKENPFYATIGFKVERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
NLGVELGSLPLAFHKAIEDTVFQSLKQGLYGWEVIDIIVTLTHSGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP   F L  P+  +S   +      AT     +  D    
TG 
Sbjct  527  
PLVLMDALKQAKTCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +P    + ++  L  +T G  +  T+  GY 
Sbjct  587  LPVAKTEDFKRMLHSFTEGEGIFTTKPSGYN  617

>WP_063245371.1 GTP-binding protein [Bacillus cereus]
 KZD39311.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
Length=647

 Score = 401 bits (1031),  Expect = 3e-128, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT++L   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKVLMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_063218313.1 GTP-binding protein [Bacillus cereus]
 OOR10672.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 401 bits (1030),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 233/629 (37%), Positives = 359/629 (57%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS D      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKVILSNDAFPFYSVENEGTKKAHII-----
EYKSYD  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE      + LL  Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  
L++
Sbjct  176  
DCIELLAPYKESLLASYVNNEIIPDTLLRKELEKQMQQANVFPIFFGSAMTGVGVTELLE  235

Query  233  AVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289



             ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  236  NISALIPVNKPVQDK---
TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T + GE   +    ++++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVHSGEFCKVWGLTNIKIGDIIGEWTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLQVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK + T   EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P   I+ ++  L  +T G  + +T+  G+
Sbjct  588  PVAKIEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_070170321.1 GTP-binding protein [Bacillus mycoides]
 OFD59335.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 401 bits (1030),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 238/649 (37%), Positives = 353/649 (54%), Gaps = 
17/649 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LT+ +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTDRILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDHCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+LFP+++GSA  G+G+  L+  
++
Sbjct  179  
ERLAPYNESLLASYVNNEIIPDALLRKELEKQIQQANLFPIFFGSAMTGIGVTELLKNIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK++    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPATKSAQDEILSGVVFKIKRESSGEKIAYVRVFSGCLHVRKYVDIQHSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +   P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAKPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476



Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVAKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  +   +  G+         + R    P +R D + H+ +
Sbjct  597  RLLHSFTEGEGIFTAKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_095326647.1 GTP-binding protein [Bacillus clausii]
 PAE89003.1 tetracycline resistance protein [Bacillus clausii]
Length=647

 Score = 401 bits (1030),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 229/644 (36%), Positives = 356/644 (55%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGNTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGAIL++SA +GVQAQTR+L  +L
+   
Sbjct  61   
VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAILIVSAVEGVQAQTRVLMQSLKAYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 
Sbjct  121  
IPTVFFINKIDRVGADYKRVIKQIKWLLDDHICPMCEQTQGDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND+LL  Y+  EP+S  +L +E  ++ + A  +P++ GSA KG+G+  L+ +
++  



Sbjct  181  
LALHNDELLAAYVENEPVSEMELRKELSQQTKKAVAYPLFIGSAAKGVGVSALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKIT  292
            F    E+ S   L G VFKV     G+R   +RLY G L  R  V++   +     
+K+ 
Sbjct  241  
FSHTTEEASERDLSGIVFKVTELPNGEREALVRLYEGRLVARKMVSVVRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             ++    G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQQLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--
RVPQMKRFAFKKPPLQVQVHT  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +LA  DP L+   D+ T +  +   G VQ EV+ + L  +  
L   
Sbjct  359  
DRKEEAIALHRALARLAAEDPFLQYTQDAATGDHFIRIFGHVQQEVLLSALKNEQGLSVS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ +E+P    +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCIEKPSGVGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AVRD  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVRDTCRVVLQEGLKGWAVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +    +      +  V+  G IP R     
++ 
Sbjct  539  
TSVYEPLERIEVIVPERFLSTLLSRIVRLGGNVLEPAFHQAGVLIKGTIPVRTATRLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +
Sbjct  599  IHALSGGEGILISKPGGYERVAGKAPAKERRQLNPLERTNYLMR  642

>WP_001988924.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EDX69889.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 



cereus NVH0597-99]
 KLV21283.1 tetracycline resistance protein [Bacillus anthracis]
 OPA01488.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 401 bits (1030),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 234/653 (36%), Positives = 363/653 (56%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFTDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIEQLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V +   + 
L  
Sbjct  235  
ENIPSLLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V+T T   G+   +   +++++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   



L
Sbjct  355  AIDALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ ME+P+   S    +    NPF+A++G  V    L SG+ 
Y+  
Sbjct  410  
FEKYNLQVTFSNTRVVCMEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  590  AKTEHFKRMLHSFTEGEGIFTTKPAGFTKITATFPTRKRVDNNPLNRKDYLLH  
642

>WP_099476583.1 GTP-binding protein [Paenibacillus ihbetae]
 ANY71507.1 tetracycline resistance protein [Paenibacillus ihbetae]
Length=650

 Score = 401 bits (1030),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 360/655 (55%), Gaps = 
34/655 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ +G I+  GSV++G T TD++ +ER+RGIT++
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFKTGVINRAGSVDQGNTTTDSLDIERRRGITVKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGELKVNLIDTPGHADFISEVEHSLSVLDGVILVISAIEGVQAQTRVLMQTLKEQGI  122



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV---  178
            PT++FINK+D+ G D + V   +R +LS ++      S       EE T   AW  
V   
Sbjct  123  PTILFINKLDRMGADYRKVCSMIRQRLSGNVCEMSVPS-------EEGT---
AWATVRPA  172

Query  179  -----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                         NN+ +L  Y    P+S  +L  E +++ ++A  +P++ GSA 
+G+GI
Sbjct  173  
DPHEAGWLEILASNNEDMLRHYAHDIPVSAVRLQAELRQQTKNAEAYPLFAGSAARGVGI  232

Query  228  QPLMDAVTGLFQPI---
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            +PL++A+   F P+    E  +  L G  FKV     G+R  YLRL++G++R R+ 
+ + 
Sbjct  233  EPLLEAMQS-
FLPVHTPAEDSADPLSGLAFKVMKQANGERLAYLRLFAGSIRKRERIPVV  291

Query  285  GRE----
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
             ++     +K+ ++     G IV TD  + G+I +L    V++ DV+G  +   R 
+   
Sbjct  292  SKDGHTSHVKVKQLFSLMHGAIVPTDGVHAGDIAVLGGVDVKVGDVIGVVSD--
RMKSFH  349

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P ++  ++   A     L  AL+ L   DP L+   DS T+E  +   G+VQ 
E++ 
Sbjct  350  
FERPPIQVKVSAMDAKDAPILHLALSDLTMEDPFLQYNRDSRTNESFIHVFGKVQQEILL  409

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              + E+Y +E V   P V+ +E+P+ A +    +  P NPF+A++G  V P + 
GSG+QY
Sbjct  410  
ETIREQYGIEAVFSAPKVMCLEKPVSAGAAVERMGEPQNPFYATVGFRVEPGTDGSGLQY  469

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +FQ A++D +   L++GL+GW+VTD  +   +  Y SPVST  
DFRSL 
Sbjct  470  
RLEVELGSLPLAFQKAIKDTVYEVLQEGLYGWSVTDIVVTLTHTGYASPVSTAKDFRSLT  529

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL E+GT + EP        P+  LS+            E  +     V   
G 



Sbjct  530  
PLVLMKALNEAGTDVYEPVNKLQFIVPEFSLSKVLSSLAALEGAFEEPRFVNGIVHINGT  589

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  
635
            IP R     + ++   T+G  +      G+    G   +  R+  + L +  +M 
Sbjct  590  IPVRTSDQLKAEVHALTSGEGLLTIRPGGHVRVRGMIPVNARKQINPLHRGEYML  
644

>WP_093897522.1 GTP-binding protein [Streptomyces sp. Ncost-T10-10d]
 SCF79486.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. Ncost-T10-10d]
Length=671

 Score = 402 bits (1032),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 242/664 (36%), Positives = 360/664 (54%), Gaps = 
29/664 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDDGSTRTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFTIDDIMVNLIDTPGHPDFIAEVERVLNVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT+IF+NK+D+ G   +S+++S+ +KL+  ++   +V          +P    + 
+   
Sbjct  121  
IPTLIFVNKVDRGGAQDESLLRSISEKLTPAVLAMGSVDGPGGRDARCTPYTGADADFTD  180

Query  173  EAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +++D LL  Y+    P+   +L      +   A + PV++GSA  G G+  
L+
Sbjct  181  
RLTELLADHDDALLAAYVEHAAPLPYSRLREALSTQTGQALVHPVFFGSAITGAGVDALI  240

Query  232  DAVTGLFQPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
              V  L  P GE      + GSVFKVE    G++  Y+RL+SGT+R RD +      
GR+
Sbjct  241  SGVRELL-



PAGEGDADGPVSGSVFKVERGPGGEKIAYVRLFSGTVRTRDRLPFGRGEGRD  299

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + K+T + +  +G  VR      G I  L     +R+ D +G        RW     
P L
Sbjct  300  
EGKVTAISVFDRGSDVREAAVGAGRIAKLRGLGGIRVGDTVGVSDTTAPGRWFAP--PTL  357

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + + P   A R  L  AL QLA+ DPL+    D I  ++ +S  G VQ EV+ A 
L+++
Sbjct  358  
ESVVVPCAPASRGELHFALAQLAEQDPLINLRQDDIRKDVSVSLYGEVQKEVIQATLADE  417

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + ++   ++ + I +ERP  + +     +  PNPF A+IGL + P  +GSG++Y   
V L
Sbjct  418  
FGIDVTFRKTTTICLERPNGSGAAYEVGDQDPNPFLATIGLRIDPAPIGSGIEYRLEVEL  477

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  S   AV + +   L+QG+ GW VTDC +   +  Y+            S  
ST  
Sbjct  478  
GSMPFSLMRAVEETVGVTLQQGIHGWQVTDCVVTMTHSGYWPRQSHSHAVFDKSMSSTAG  537

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  ALKE+GT + EP   F L  P + L           A   T  V
+   
Sbjct  538  
DFRNLTPLVLMSALKEAGTTVYEPMHRFRLELPADVLGPLLPVLAHLRAVPGTPAVQGAT  597

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
                GEIPA  +   +  L   T G  V  ++   Y+A VG P  +PR   + L++  
++
Sbjct  598  
CALEGEIPAARVHELQQQLPALTRGEGVLESDFDRYRAVVGTPPDRPRTDRNPLNRKEYL  657

Query  635  FQKV  638
               V
Sbjct  658  LHTV  661

>WP_099933493.1 GTP-binding protein [Streptomyces sp. 70]
 PIG78502.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 70]
Length=657



 Score = 401 bits (1031),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 237/615 (39%), Positives = 336/615 (55%), Gaps = 
19/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I EPG V+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEPGRVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   L
+++ 
Sbjct  61   
VSFAIDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILLRTLQRLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V++ +R++L+  ++   TV    +PE   E      A 
D +
Sbjct  121  
IPTLLFVNKIDRRGALYEDVLREIRERLTPAVVPMGTVGGLGTPEAHFEPGLAATALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D+LL   + G  +S   L      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  
TAHDDELLAACVEGGDMSHATLRAALTAQTRQALVHPVYFGSAITGAGVNALVTGIKELL  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
             P     +  + G+VFKVE    G++  Y R++SGTLR RD +     R + +IT 
+ + 
Sbjct  241  
PPADGDPAGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIPFGETRTEGRITAISVF  300

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
              G  VR D    G I  L     +R+ D LG+P       +     P L T + P    
Sbjct  301  DHGTDVRVDEVPAGRIARLWGLTDIRIGDALGEPRAAYEHFFAP---
PTLETVVVPGPGV  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               +L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV A L+E++ L+   
+E 
Sbjct  358  
DTRKLHLALTQLAEQDPLIDLRHDEVRQETAVSLYGEVQKEVVQATLAEEFGLDVTFRET  417



Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +VI +ERP    +     +   NPF A++GL V P   GSGV++   V LG +  
+F  A
Sbjct  418  
TVICIERPSGPGAAVEFNKKDANPFLATVGLRVDPAPAGSGVRFRLEVELGAMPYAFFKA  477

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVL  524
            V D +R  L QGL GW VTDC +   +            G   S  ST  DFR L 
P+VL
Sbjct  478  
VEDTVRETLGQGLHGWQVTDCTVTMIHSGYSPRQSHAHQGFDKSMSSTGHDFRGLTPLVL  537

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ +GT++ EP   F L AP + L           A  +T + +    +  G 
+PA 
Sbjct  538  
VEALRRAGTRVYEPMHRFRLEAPADTLGALLPVLAALRAVPQTTETQGAACLLEGAVPAG  597

Query  585  CIQAYRTDLAFYTNG  599
             +      L   T G
Sbjct  598  RVHELEQRLPGLTRG  612

>WP_078184917.1 GTP-binding protein [Bacillus mycoides]
 OOR62451.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 401 bits (1030),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 231/629 (37%), Positives = 361/629 (57%), Gaps = 
32/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+ +V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKTSV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS D      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKVILSNDAFPFYSVENEGTKKAHII-----



EYKSYD  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE      + LL  Y+  E I    L +E +++VQ A++FP+++GSA  G+G+  
L++
Sbjct  176  
DCIELLAPYKESLLASYVNNEIIPDTLLRKELEKQVQQANVFPIFFGSAMTGVGVTELLE  235

Query  233  AVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
             ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  236  NISALIPVNKPVQDK---
TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T + GE   +    ++++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVHSGEFCKVWGLTNIKIGDIIGEWTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEAVPKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMSEKENPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKQAKTCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  + +T+  G+
Sbjct  588  PVAKTEDFKRMLHSFTEGEGIFITKPTGF  616



>WP_078181859.1 GTP-binding protein [Bacillus cereus]
 OOR20029.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 401 bits (1030),  Expect = 4e-128, Method: Compositional 
matrix adjust.
 Identities = 237/649 (37%), Positives = 356/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E      + LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYKESLLASYVNNEIVPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L   VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPATKSAQDEPLSSVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410



             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVAKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+   +     + R    P +R D + H+ +
Sbjct  597  RLLHSFTEGEGIFITKPGGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_037307843.1 GTP-binding protein [Amycolatopsis orientalis]
Length=640

 Score = 400 bits (1029),  Expect = 5e-128, Method: Compositional 
matrix adjust.
 Identities = 247/649 (38%), Positives = 343/649 (53%), Gaps = 
27/649 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALAVLDGAVLVLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK+D+ G D   V + +  KL+  ++        PE V          D 
+  
Sbjct  121  IPTLLFVNKLDRRGADPDRVFREIAAKLTPSVVAMDPA--EPERV---------
TDLLAT  169

Query  181  NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++  L  Y+   +  +  +L  E   +V +   +PVY+GSA  G GI  L D +  
L  
Sbjct  170  
LDEDFLTGYLTDPDAFTPSRLHTELTAKVAEGLAYPVYFGSAITGAGIDALRDGIENLLP  229

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                     L G+VFKVE    G++  Y+RL+SG L +RD V L   E  K+T + 
+   
Sbjct  230  AKESTADGPLSGTVFKVERGPGGEKIAYVRLFSGGLAVRDKVPLGDGEG-
KVTAISVFDN  288

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            G +V + +   G I  L    VR+ DVLG  TR    R      P L T ++P  
+A+R 
Sbjct  289  GSVVPSGSVGAGRIAKLSGLDVRIGDVLG--
TRPGHVREALFSPPTLETVVSPVHSAERG  346

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALTQL + DPL+    D I  E  +S  G VQ EV+ A L+++Y +     E 
+ I
Sbjct  347  
PLHQALTQLTEQDPLIGLRHDEIRQETSVSLYGEVQKEVIEATLADEYGIAVTFSETTTI  406

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +E    + S    I   PNPF A++GL V P   GSG+ +   V LG +  SF  
AV D
Sbjct  407  
CVEHVSGSGSAVELIGKAPNPFLATVGLRVEPGPPGSGITFRLEVELGSMPYSFVKAVED  466

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             ++  L +G+ GW V DC +   +  YY            S  ST  DFR L P
+VL  A
Sbjct  467  
TVKETLREGIHGWEVLDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRGLTPLVLMAA  526

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+E+GT + EP   F L AP + L        +  A   T   +       GEIPA  
I 
Sbjct  527  
LREAGTTVHEPLHRFTLQAPADTLGAVTALLARARAVPRTTLTRAGTAELDGEIPAAKIH  586



Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                 L   T G     T   GY+   G    +PR  ++ LD+  ++ +
Sbjct  587  EVHQLLPSATRGEGAMETVFHGYRPVRGPAPSRPRTDHNPLDRKEYLLR  635

>WP_000207836.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ABK86000.1 tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus thuringiensis str. Al Hakam]
 EDX65184.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus 03BB108]
 AJH69333.1 small GTP-binding domain protein [Bacillus 
thuringiensis]
 KXY87441.1 tetracycline resistance protein [Bacillus cereus]
 OOZ89660.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 401 bits (1030),  Expect = 5e-128, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 364/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIEDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------



ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G  T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L        V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLHVTFSGTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  588  PVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098305786.1 GTP-binding protein [Bacillus cereus]
 PFD39289.1 tetracycline resistance protein [Bacillus cereus]
Length=649

 Score = 401 bits (1030),  Expect = 5e-128, Method: Compositional 
matrix adjust.



 Identities = 239/654 (37%), Positives = 364/654 (56%), Gaps = 
25/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERVLYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+FINKID++G + + VV+ +R+ LS  ++    ++   +    I+  E+ + 
E  +
Sbjct  121  IPTVLFINKIDRSGANTEKVVKQIRETLSNGVLPFYAVENEGTKQARIIEYESYE-
ECIE  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L +E ++++Q  +++P+++GSA  G+GI  L++ 
++ 
Sbjct  180  
LLATYNESLLESYVNNEIVPDALLRKELEKQIQRTNVYPIFFGSAMTGIGITELLENISA  239

Query  237  LFQPIGEQGSA---
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----  289
            +  P           L G VFK+E    G++  Y+R++SG L +R  V +   E L    
Sbjct  240  ML-
PADTSSHCEDDTLSGIVFKIEREPSGEKIAYVRVFSGCLHVRKYVNIHRTESLSHKE  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI +M I   G  V+T T   GE   +     +++ D++G+ T   +     +P      
Sbjct  299  
KIKKMCIFHNGNAVQTPTVQSGEFGKVWGCSDIKIGDIIGERTNHIKDIQLAEPQMEAAI  358

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
               PK     ER+ D   AL +L + DPL++   D+I +E+ +   G VQ EV+   
L E
Sbjct  359  EAMPK-----
ERIHDLYAALMELCEEDPLIKVWKDNIHNELYIRLFGEVQKEVIETTLHE  413

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +      SGV Y   
V 



Sbjct  414  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGEPNSGVTYNLGVE  473

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D I   L+QGL+GW VTD  +   +  Y SPV+T +DFR+LAP
+VL 
Sbjct  474  
LGSLPLAFHKAIEDTIFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLAPLVLM  533

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  534  
AALKQAETCVYEPVNEFELIVPEHTISTAMYKLAAIPATFAEPLLHNDSYHLTGSLPVSK  593

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  594  TENFKRLLHSFTEGEGIFTTKPAGFTELLAPFPTRKRIDFNPLNRKDYLLHVLK  
647

>WP_000207837.1 GTP-binding protein [Bacillus cereus]
 AEW56087.1 Ribosome protection-type tetracycline resistance like 
protein 
[Bacillus cereus F837/76]
Length=647

 Score = 400 bits (1029),  Expect = 6e-128, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 364/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIEDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----



EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G  T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L        V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLHVTFSGTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTTSDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  



Sbjct  588  PVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_016331722.1 GTP-binding protein [Amycolatopsis orientalis]
 AGM03917.1 tetracycline resistance protein [Amycolatopsis 
orientalis HCCB10007]
Length=633

 Score = 400 bits (1028),  Expect = 6e-128, Method: Compositional 
matrix adjust.
 Identities = 245/648 (38%), Positives = 348/648 (54%), Gaps = 
32/648 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I EPGSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGEPGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D + V + + +KL+        V+++P+ V++    +        
Sbjct  121  IPVLLFVNKLDRRGADPERVFREITEKLT-----
PTAVTMAPDRVIDLLATL--------  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            + D L E   A +  +  +L  E   +V +    PVY+GSA  G GI  L D +  
L   
Sbjct  168  
DEDFLTEYLTAPDAFTPSRLRAELTAKVAEGRAHPVYFGSAITGTGIDALRDGIENLLPA  227

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                  A L G+VFKVE    G++  Y+RL+SG++ +RD V L G ++ K+T + +   
G
Sbjct  228  KEADVHAPLSGTVFKVERAPGGEKIAYVRLFSGSVSVRDKVPL-
GDDEGKVTAISVFDHG  286

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              V + +A  G I  +    VR+ DVLG   R P +  R  P P L T ++P   A 
R  
Sbjct  287  GAVPSASAGAGRIAKISGLDVRIGDVLG--ARPPMREARFSP-
PTLETVVSPVRPADRGP  343



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  ALT+L + DPL+    D +  E  +S  G VQ EV+ A L+++Y ++    E 
+ I 
Sbjct  344  
LHQALTRLTEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGVDVTFSETTTIC  403

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ER     S    I    NPF A++GL V P   GSG+ +   V LG +  SF  
AV D 
Sbjct  404  VERLRGNGSAAELIGTSSNPFLATVGLRVEP---
GSGISFHLEVELGSMPYSFVKAVEDT  460

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQAL  528
            +R  L +G+ GW V DC +   +  YY            S  ST  DFR L P+VL  
AL
Sbjct  461  
VRKTLREGIHGWEVRDCAVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVLMAAL  520

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +E+GT + EP   F L  P + L        +  A   T   K       GEIPA     
Sbjct  521  
REAGTTVHEPLHRFTLQTPADTLGPVTALLARARAVPRTTLTKGGTAEIEGEIPAAKTHE  580

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                L   T G  V  T   GY+   G    + R  ++ L++  ++ +
Sbjct  581  VHQLLPSATRGEGVLETAFHGYRPVRGAVPSRSRTDHNPLNRKEYLLR  628

>WP_103240809.1 GTP-binding protein [Acetatifactor muris]
 SOY30798.1 Tetracycline resistance protein TetO [Acetatifactor 
muris]
Length=629

 Score = 400 bits (1027),  Expect = 6e-128, Method: Compositional 
matrix adjust.
 Identities = 233/621 (38%), Positives = 363/621 (58%), Gaps = 
18/621 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M +IN+GILAHVDAGKTTLTE +L+ +G I + G+V+ GTT TD+M LE++RG+TI
+++V
Sbjct  1    
MNVINLGILAHVDAGKTTLTEGMLFQAGCIRKMGNVDDGTTVTDSMDLEKKRGMTIKSSV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+W+  K+N++DTPGH DFL++V   L VLD  +LVI+A++GVQ QTR+ F  L 
++N



Sbjct  61   
ISFEWNHMKINLIDTPGHFDFLSQVESVLHVLDVVVLVIAAREGVQPQTRLFFRKLSELN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEIVLEEN--
TDIEAWD  176
            IPTVIFINK+D+ GV+ + +++++R KL+ +I+  Q        ++ +E+    D 
E   
Sbjct  121  
IPTVIFINKLDRMGVNYEDLIKTIRTKLTDEILECQRYQGVGGKQVEIEDIPLEDEELQM  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             ++ +++ LL+KY   + I+ ++   E  R V+   L+PV  G A K  GI  LMD 
+T 
Sbjct  181  
KLLLSSETLLKKYDESQEITTKEYETELIRLVRGGKLYPVLGGVALKNQGITSLMDMLTK  240

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--
KLKITEM  294
            +   +  Q +  L   VFKV++   GQ+R++ R++SGT+ +R  V +   E  K+ 
+  +
Sbjct  241  IMADVKPQ-
TDKLSAYVFKVDFDQKGQKRIFFRVFSGTVTVRQNVYIRNEESQKMLVRNL  299

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVL----
GDPTRLPRKRWREDPLPMLRTT  349
                 G+I+   +   G++ +I   + +++  V+    GD +++  K       P+    
Sbjct  300  AYFENGKIISARSVACGDVGIIYDEELLKVGTVIGGNHGDDSKVKLKE------
PLFHAN  353

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I  K   +R RLL+AL  L   DP L+ EV S+T +II+S  G +Q+E++  +L  
++ L
Sbjct  354  
IVAKDNNERYRLLNALNTLWQEDPQLKFEVSSMTEDIIISLYGPLQMEILGEILKNRFGL  413

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                   + IY E P K    ++ I    NP++A +   V PL LGSG QYE+ VS 
GYL
Sbjct  414  
NISFGPLTNIYKEHPTKEGYCSMRIGDWKNPYYAGVVFQVEPLPLGSGFQYENLVSYGYL  473

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             + FQNAV DGIR  L +G  G  V D KI F    Y S + TPADFR L P+ L+
+A  
Sbjct  474  
EKPFQNAVMDGIRIALNEGTQGHEVIDVKITFLEADYDSVMGTPADFRRLVPVALKKAFD  533

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +S  ++LEP+ SFI+  P +Y     +D  K  A I   Q  + E  F G+   + 



+  Y
Sbjct  534  
DSNVEMLEPWQSFIISVPVDYDKTVLNDICKMKARITEYQYGETETCFIGKALLQDMMNY  593

Query  590  RTDLAFYTNGRSVCLTELKGY  610
             + L   T+G +  L +   Y
Sbjct  594  ESRLNILTHGSATVLQDFFKY  614

>WP_071746398.1 GTP-binding protein [Bacillus sp. TD42]
 OJE43577.1 tetracycline resistance protein [Bacillus sp. TD42]
Length=647

 Score = 400 bits (1029),  Expect = 6e-128, Method: Compositional 
matrix adjust.
 Identities = 227/618 (37%), Positives = 348/618 (56%), Gaps = 
10/618 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEIGRVDNGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPTV+F+NKID++G + + VV+ ++  LS D     +V         ++E  +  +  
+ 
Sbjct  121  
IPTVLFVNKIDRSGANTEKVVKQIKVILSNDACPFYSVENEGTKEARIMEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSAK G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAKTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPVNKPAQDKTLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ V+T T   GE   +     +++ D++G+ T   +     +  P +   
I  
Sbjct  301  MCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEAAIDA  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
VPTDRIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+ A      +    NPF+A+IG  V    L SG+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGAGDSVEVMGEKTNPFYATIGFKVERGELNSGMTYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL 
+ALK++ 
Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMEALKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P+  +S A +      AT    ++  D    TG +P    + 
++  
Sbjct  539  
TYVFEPLNEFELTVPEHTISTAMYKLAAIPATFAEPKLYNDSYQLTGSLPVAKTENFKRM  598

Query  593  LAFYTNGRSVCLTELKGY  610
            L  +T G  +  T   G+
Sbjct  599  LHSFTEGEGIFTTNPNGF  616

>WP_055998563.1 GTP-binding protein [Devosia sp. Root413D1]
 KQW79161.1 GTP-binding protein [Devosia sp. Root413D1]
Length=652

 Score = 400 bits (1029),  Expect = 6e-128, Method: Compositional 
matrix adjust.
 Identities = 244/650 (38%), Positives = 356/650 (55%), Gaps = 
17/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LLYA+G I   GSV+ G T+TDTM LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLYAAGVIDRLGSVDGGNTQTDTMALERQRGITIKAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H   +N++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L  AL
+++ 
Sbjct  61   
VSFVAHDTTINLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQGQTRVLMRALQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAW--  175
            IPT+IFINK+D+AG D   V+ ++R +L+ DI+   + Q +  +         D + 
+  
Sbjct  121  
IPTLIFINKLDRAGADPDRVLATIRRRLTPDIVPMGMGQGLGTAAAAFAPFGPDDKTFRD  180

Query  176  ---
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E+++ +L  Y+    +   +L     ++ +   L PV+ GSA  G G++ 
L+ 
Sbjct  181  
TLAECLAEHDEAVLAAYVDNRHLPYHRLRGALAQQSRAGRLHPVFMGSAISGAGVETLLS  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +  L      +  A   G VFKV+    G++  Y+R+++G L  R+ + L G E  
KIT
Sbjct  241  GIAELLPAPSAELEAPPSGRVFKVDRGPAGEKLAYVRMFAGALHNRERLQLRG-
EDAKIT  299

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             + +  +G +VR D    GEI  L    VR+ D +G     PR   +    P L T 
+ P
Sbjct  300  GVEVFERGAVVRRDRVVAGEIARLRGLDVRIGDSIGIS---
PRPAAQHFAPPTLETLVVP  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              AA R  L   L QLA+ DPL+    D    EI +S  G VQ EV+ A L   Y 
L   
Sbjct  357  
VAAADRRALWTVLGQLAEQDPLINLRKDDTRQEIFVSLYGEVQKEVIEATLLTDYGLAVA  416

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E ++I +ERPL   +    I  PPNPF A++G+ V P  +GSG+        G 
+  +
Sbjct  417  
FRETTMICVERPLGTGTAIEQIFKPPNPFLATVGIRVAPGPVGSGLDIRLEAMFGAMPVA  476

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+   I   L QGL GW VTD  +      + +P+S   DFR+L P+VL +AL
+ +G



Sbjct  477  
FYEAIEAAIGETLRQGLMGWQVTDAIVSVTDAGHKAPMSAAGDFRNLTPLVLMEALRLAG  536

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP  +F++  P E L+ A     +  A      ++    V  GEI A  +   
+  
Sbjct  537  
TAVCEPIHNFLIDVPAEALAAALSVLARLDALPGQPVLEGVSYVVEGEIAAARVHELQQL  596

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQKV  638
            L   T+G     T   GY+A  G PV   RR    P +R + + H+ ++V
Sbjct  597  LPGLTHGEGALETSFAGYRAVAG-PVPTRRRSDNNPLNRKEYLLHVLRRV  645

>WP_000207830.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EEM22061.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar tochigiensis BGSC 4Y1]
 ALL24483.1 tetracycline resistance protein [Bacillus thuringiensis]
 OJD44603.1 tetracycline resistance protein [Bacillus sp. L27]
Length=647

 Score = 400 bits (1029),  Expect = 6e-128, Method: Compositional 
matrix adjust.
 Identities = 240/662 (36%), Positives = 374/662 (56%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-



IVTDTLLREELEKQIQQANLYPIFFGSAMTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V      
+L  
Sbjct  235  
ENISALLPANNSSPYEELSGVVFKIEREPFGEKIAYVRLFSGSLHIRKYVDIQRNGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ 
EV+  
Sbjct  353  EAAIDAIPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGQVQKEVIET  407

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGV  458
             L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+
Sbjct  408  TLFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGI  464

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+
Sbjct  465  
TYKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRN  524

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  ALK++ T + EP  +F L  P++ +S   +      AT        D    
T
Sbjct  525  
LTPLVLMDALKKAETYVYEPVNAFELTVPEQAISTTMYKLAAVPATFAEPIFNNDSYQLT  584

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHM  634
            G +P    + ++  L  +T G  +  T+  G+   +  P    +R    P +R D 
+ H+
Sbjct  585  GSLPVTKTENFKRMLHSFTEGEGIFTTKPAGF-
TKISAPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645



>WP_098209806.1 GTP-binding protein [Bacillus toyonensis]
 PEP82202.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 400 bits (1029),  Expect = 6e-128, Method: Compositional 
matrix adjust.
 Identities = 228/650 (35%), Positives = 362/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ L+ ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILANEVFPFYSAQNEGTKDARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VAPFNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +P        
A 
Sbjct  301  MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTDPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_016124781.1 GTP-binding protein [Bacillus cereus]
 EOO67774.1 small GTP-binding protein domain protein [Bacillus 
cereus VD196]
Length=647

 Score = 400 bits (1029),  Expect = 6e-128, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    



TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_009247735.1 GTP-binding protein [Lachnospiraceae bacterium 
6_1_63FAA]
 EGG80681.1 hypothetical protein HMPREF0992_02561 [Lachnospiraceae 
bacterium 
6_1_63FAA]
Length=288

 Score = 387 bits (995),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 186/288 (65%), Positives = 234/288 (81%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAEDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK



Sbjct  241  ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEK  288

>WP_105585111.1 GTP-binding protein [Bacillus sp. MYb209]
 PQZ57943.1 tetracycline resistance protein [Bacillus sp. MYb209]
Length=647

 Score = 400 bits (1029),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 231/647 (36%), Positives = 355/647 (55%), Gaps = 
13/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I + G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKKVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIGDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPTV+F+NKID++G + + VV+ ++  LS D       Q        ++E  +  +  
+ 
Sbjct  121  
IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAFPFYSAQNEGTKKARIIEYKSYDDRIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +    + LL  Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYKESLLASYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPATKSAQDNTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSESLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G  V+  T   GE   +    ++++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGNAVQASTVQSGEFCKVWGLTNIKIGDIIGERTDYIKDIHFAEPQMEAAIEAVP  360



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K   Q   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  361  K--
EQIHNLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGELNSGITYNLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D + + L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK + 
Sbjct  479  
FHKAIEDTVFHTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKRAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP  +F L  P+  +S A +      AT     +  D    TG +     + 
++  
Sbjct  539  
TCVFEPINAFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSLLVAKTENFKRM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  599  LHSFTEGEGIFITKPGGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098569164.1 GTP-binding protein [Bacillus thuringiensis]
 PFT26653.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 400 bits (1029),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 230/653 (35%), Positives = 362/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+     + 
E++D
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSVQNEGTKEARII-----
EYESYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L   
Sbjct  236  
NISALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRDESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ ++T T   GE   +   + +++ D++G  T   +     +  
P + 
Sbjct  296  EKIKKMCLFHNGDAIQTSTVPSGEFCKVWGLNDIKIGDIIGQQTDYIKDIHFAE--
PQME  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I   +  Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIDAVSKEQIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATVGFKVERGELNCGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW V+D  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVSDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK + T   EP   F L  P+  +S A +      AT        +    TG +P    



+
Sbjct  534  
LKHAETCAFEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T+  G++  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRILHSFTEGEGIFTTKPSGFR-KLTTPFPTRKRVDYNPLNRKDYLLHVLK  
645

>OOG94265.1 hypothetical protein BTH41_01964 [Bacillus mycoides]
Length=649

 Score = 400 bits (1029),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 221/621 (36%), Positives = 349/621 (56%), Gaps = 
22/621 (4%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI+A+V SF  
+  
Sbjct  1    
MAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASVVSFFINDL  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L+K+ IPT+
+F+N
Sbjct  61   
KVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLRIPTILFVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIE----N  181
            KID++G     V+Q +R+ L+  ++    V         +++     + +D  IE    
+
Sbjct  121  
KIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADIYDEYIELLAAH  180

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--Q  239
            N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  L+++++ +    
Sbjct  181  
NESLLESYVNGEVLTTATLRNELWDQIQHANVYPIFFGSAMTGIGITELLESISVMIPQN  240

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--------
KLKI  291
              G   +  L G VFK+E    G++  Y+R++SG L +R  V +  ++        
K KI
Sbjct  241  
DCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLKTLSHKEKI  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-



PTRLPRKRWREDPLPMLRTT  349
             ++ I   G  +++ TA  GE   +     +R+ DV+G+   ++    + E   P 
+   
Sbjct  301  KKLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE---
PQMEAA  357

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ EV+   L 
EKY L
Sbjct  358  
IEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIETTLQEKYNL  417

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG+ Y   V 
LG L
Sbjct  418  
NVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGSGITYNLEVELGSL  477

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR L P+VL  
ALK
Sbjct  478  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTPLVLMDALK  537

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT + EP   F L  P   +S A +      AT +   +  +    TG +P    
+ +
Sbjct  538  
QAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTLPMAKTENF  597

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            +  L  +T G  V +    GY
Sbjct  598  KRGLHSFTEGEGVFIARPCGY  618

>WP_076326053.1 GTP-binding protein [Paenibacillus lautus]
 OME88561.1 tetracycline resistance protein [Paenibacillus lautus]
Length=648

 Score = 400 bits (1029),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 239/656 (36%), Positives = 367/656 (56%), Gaps = 
28/656 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +L+ SG I + GSV++G T TD++ +ER+RGITI+
+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILFRSGIIDQAGSVDQGNTITDSLDIERRRGITIKSAAV  62



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGDLKINLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEQGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAWD  176
            PTV+F+NKID+ G + + V   +R+ L   I   +  S++ E       D+       
W 
Sbjct  123  PTVLFMNKIDRMGANYEKVSTMIRNLLDEHIC--
EMSSVTQEGSAAVRVDVADPHKAGWV  180

Query  177  AVIE-
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             ++   ND LL  Y    PISRE+L  E  R+ Q   ++P++ GSA KG+ I+PL+ 
A+ 
Sbjct  181  
EMLALTNDDLLNDYAQDIPISRERLQEELHRQTQQGRVYPLFAGSAAKGISIEPLLHALG  240

Query  236  GLFQPIG---EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREK  288
              F P+    E    +L G VFKV     G+R VYLRL++G+++ RD + +         
Sbjct  241  ECF-
PVNDASELQHESLSGLVFKVIKLPNGERNVYLRLFAGSIQARDEIKVITQNGNTTM  299

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLR  347
             K+  +     G+ +  +    G+I IL +D +++ DV+G  + R+ R  +++ P   
++
Sbjct  300  
FKVKHLHALDDGKSIPVNQIDAGDIAILITDELKVGDVIGAVSDRMKRVHFQKPP---IQ  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              ++ K  A+  +L  AL+ L + DP L+   D  T E I+   G+VQ E++   + 
++Y
Sbjct  357  
VQVSAKNPAEEHQLYTALSDLTEEDPFLQYIQDPNTKEHIIHVFGKVQQEILLETIQQQY  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +E V   P VI +E+P+       ++     PF+A++GL V P   G+G+ Y   
V LG
Sbjct  417  GIEAVFSAPRVICIEKPVAMGEAVEYM--
GECPFYATVGLRVEPGERGTGLHYRLEVELG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  SFQ A++D +   L++GL+GW+VTD  +   +  Y SPVST  DFRSL P
+VL  A
Sbjct  475  



SLPLSFQKAIKDTVIEVLQEGLYGWSVTDIMVTLTHTGYASPVSTAKDFRSLTPLVLMAA  534

Query  528  LKESGTQLLEP--
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            L  +GT++ EP   + FIL  P+  LS+          T +        V   G 
IP R 
Sbjct  535  LNIAGTEVYEPINVIQFIL--
PETSLSKVLSRLAALEGTYQEPTFHNHAVHIHGTIPVRT  592

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ--KVM  
639
                + ++   T+G  +   +  GY        +  RR  + L++  +M    K+M
Sbjct  593  TDLLKAEVHSLTSGEGMLSVKPGGYVKVQATVPVNKRRQVNPLNRGEYMLHLNKIM  
648

>WP_063220522.1 MULTISPECIES: GTP-binding protein [Bacillus]
 CGF80689.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJA19306.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJA09420.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJP80716.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJN16593.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJI88390.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJG90355.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJN45945.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJG37072.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJC51485.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJP10925.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJC28770.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 CJU41180.1 putative tetracycline resistance protein tet(O/W/32/O) 



[Streptococcus 
pneumoniae]
 COL27796.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 COS69252.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 KZD76151.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
 OBZ57971.1 tetracycline resistance protein [Bacillus cereus]
 OJS97175.1 tetracycline resistance protein [Bacillus cereus]
 OKP51213.1 tetracycline resistance protein [Bacillus cereus]
 AQQ63669.1 oxytetracycline resistance protein [Bacillus cereus]
 SME35494.1 Tetracycline resistance protein TetO [Bacillus cereus]
 OXL96995.1 tetracycline resistance protein [Bacillus sp. KbaL1]
Length=647

 Score = 400 bits (1028),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLTPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289



            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_078986107.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
anthracis]
 OPD56394.1 tetracycline resistance protein [Bacillus anthracis]
Length=647



 Score = 400 bits (1028),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 240/657 (37%), Positives = 364/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G +   VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTGKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE  +++  A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELIKQIAQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   + 
L  
Sbjct  235  
ENISALLPANNSSQDEELSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +  KG  V+T T   G+   +     V++ D++G  T   +     +P    
Sbjct  295  
KEKIKKMCMFHKGNAVQTSTVPSGDFCKVWGLSDVKIGDIIGKRTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L
Sbjct  355  AINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTL  409

Query  404  



SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
               ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H+ 
+
Sbjct  590  AKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_050844106.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
thuringiensis]
 AKR10015.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 400 bits (1028),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 234/630 (37%), Positives = 357/630 (57%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------



DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
QHKEKIKKMCLFHNGNAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLFEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMDEKENPFYATVGFKVEGGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTGSL  587



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY+
Sbjct  588  PVAKTENFKQMLHSFTEGEGIFTTKPSGYK  617

>WP_108015583.1 GTP-binding protein [Streptomyces sp. VMFN-G11Ma]
 PTM85721.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. VMFN-G11Ma]
Length=671

 Score = 401 bits (1030),  Expect = 7e-128, Method: Compositional 
matrix adjust.
 Identities = 246/669 (37%), Positives = 356/669 (53%), Gaps = 
38/669 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+  G   E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTVGITDEIGSVDAGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   L
+++ 
Sbjct  61   
VSFAIDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDA-  177
            IPT++F+NKID+ G D+  V++++R++L+  ++   T  +  +P+        + A 
D  
Sbjct  121  
IPTLLFVNKIDRRGADIDGVLRAIRERLTPAVVPMGTADVPGTPDASFRPGVGVGALDGL  180

Query  178  -----------VIENNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
                       + E++D+LL  Y+ G    +S   L      + + A + PVY
+GSA  G
Sbjct  181  
DALDVLDVLDVLAEHDDELLAAYVEGRASAMSHSTLRAALTAQTRQALVHPVYFGSAITG  240

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
             G+  L+  +  L  P        + G+VFKVE    G++  Y R++SGTLR RD 
+  A
Sbjct  241  
AGVDALVTGLKELLPPADGDPEGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIPFA  300

Query  285  -GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRE--  340



             G ++ +IT + +  +G   R D    G I  L     VR+ D LG+    PRK +    
Sbjct  301  EGSQEGRITAISVFDQGTDARADAVPAGRIARLWGLTDVRIGDALGE----
PRKAYEHFF  356

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P L T + P       RL  ALT+LA+ DPL+    D +  E  +S  G VQ 
EVV 
Sbjct  357  AP-
PTLETVVVPGPGTDNRRLHLALTRLAEQDPLIDLRHDEVRRETAVSLYGEVQKEVVQ  415

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+E++ LE   +E + I +ERP    S     +   NPF A++GL V P  
+GSG+ +
Sbjct  416  
ATLAEEFGLEVTFRETTTICIERPAGTGSAVEFNKKDDNPFLATVGLRVDPAPIGSGIGF  475

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYS  508
               V LG +  +F  AV D +R  L QGL GW V DC +   +            G   
S
Sbjct  476  
RLEVELGSMPYAFFKAVEDTVRETLGQGLHGWQVADCTVTMTHSGYSPRQSHAHQGFDKS  535

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              ST ADFR + P+VL +AL+ +GTQ+ EP   F L AP + L           A   
T 
Sbjct  536  
MSSTGADFRGVTPLVLVEALRRAGTQVHEPMHRFRLEAPADTLGALLPVLAALRAVARTT  595

Query  569  QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV-
GQPVIQPRRPNSR  627
            + +    V  G++PA  +      L   T G     +    Y     GQ   +PR  
++ 
Sbjct  596  
ETRGAGCVLEGDVPAGRVHELEQRLPGLTRGEGELESAFDHYAPITHGQIPERPRTDHNP  655

Query  628  LDKVRHMFQ  636
            L++  ++  
Sbjct  656  LNRKEYLLN  664

>WP_041993552.1 GTP-binding protein, partial [Streptomyces sp. AcH 
505]
 KIF71423.1 GTP-binding protein, partial [Streptomyces sp. AcH 505]
Length=660

 Score = 400 bits (1029),  Expect = 8e-128, Method: Compositional 
matrix adjust.
 Identities = 245/664 (37%), Positives = 351/664 (53%), Gaps = 
32/664 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MSTLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDGGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFVVDGVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRALKRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NKID+AG D   V++ +  KL+  ++   +V         + P    +     
Sbjct  121  
IPTLVFVNKIDRAGADGARVLRQIAGKLTPAVLATGSVHGAGTRAAGVRPYGAADAGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-PIS----
REKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
               + + E +D LL  Y+  E  +S    RE L  +  R      + PV++GSA  
G G+
Sbjct  181  RLAEVLAERDDALLAAYVTDERALSYGRLREALAVQSGR----
GEVHPVFFGSAITGAGL  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              LM  +T L           L G+VFKVE    G++  Y+R++SGTLR RD + L 
G  
Sbjct  237  
PALMAGLTRLLPTTPADPQGPLSGTVFKVERGPAGEKIAYVRMFSGTLRTRDRIPLGGGT  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + K+T + +  +G   RTDT   G I  +    +VR++D +G P   PR        
P L
Sbjct  297  
EGKVTALTVFDQGTDRRTDTLTAGRIGRVRGLTTVRIDDAVGQPPAGPRTAHFAP--PTL  354

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T I+ +  A +  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A 
L+  
Sbjct  355  
ETVISARRPADKGTLHGALTQLAEQDPLINLRQDDLRQETAVSLYGEVQKEVIEATLAND  414

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +E   +E + I +ERP  + S        PNPF A++GL + P   GSGV++   
V L
Sbjct  415  
FGVEVAFRETTTICVERPDTSGSAVEFNGKDPNPFLATVGLRIDPAPAGSGVEFRLEVEL  474



Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  SF  AV + +R  L QGL GW V DC +   +  Y             S  
ST  
Sbjct  475  
GSMPYSFIKAVEETVRETLRQGLHGWEVPDCTVTMTHSGYSARQSHAHAVFDKSMSSTSG  534

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  ALK++GT + EP   F L  P +          +  A   +       
Sbjct  535  
DFRNLTPLVLMDALKQAGTTVHEPMHHFQLDVPADTFGVVLPLLARLRAAPGSPVPHGSS  594

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  GEIPA  +      L   T G  V  +    Y+   G    + R  +  L +  
++
Sbjct  595  
YLLEGEIPAAHVHELEQRLPGLTGGEGVLESAFGSYRPVAGAAAERARTDHDPLHRKEYL  654

Query  635  FQKV  638
               V
Sbjct  655  LSVV  658

>WP_097808112.1 GTP-binding protein [Bacillus cereus]
 PEE19873.1 tetracycline resistance protein [Bacillus cereus]
 PFH93450.1 tetracycline resistance protein [Bacillus cereus]
 PFM55178.1 tetracycline resistance protein [Bacillus cereus]
 PFS14369.1 tetracycline resistance protein [Bacillus cereus]
 PGS25687.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 400 bits (1028),  Expect = 8e-128, Method: Compositional 
matrix adjust.
 Identities = 233/650 (36%), Positives = 362/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-



DIEAWDAVI  179
            IPT++F+NKID++  + + VV+ ++  LS +       S+  E   E    +  ++
+  I
Sbjct  121  IPTILFVNKIDRSSANTEKVVKQIKTILSNEAF--
PFYSVQNEGTKEARIFEYRSYEYCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  179  
ERLAPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   E    
K KI
Sbjct  239  
ALIPANTSAQDETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVNIQRGEFLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRK-
RWREDPLPMLRTT  349
             +M +   G+ V++ T   GE   +    ++++ D++G+ T   +  R+ E   P 
+   
Sbjct  299  KKMCMFHNGDAVQSSTVQSGEFCKVWGLSNIKIGDIIGERTDYIKDIRFAE---
PQMEAA  355

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I      +   L  AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IEAMPKERTHDLYVALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLCEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V P  L SG+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGVGNSVEIMGEKANPFYATIGFKVEPGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
+LK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWKVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMNSLK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+ +
Sbjct  536  
QAETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPKLYNDSYHLTGSLPVAKTEDF  595



Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+        ++ R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPDGFTKLTAPFPMRKRVDYNPLNRKDYLLHVLK  645

>WP_002200055.1 GTP-binding protein [Bacillus cereus]
 EJQ45422.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG5X1-1]
 PGY08580.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 400 bits (1028),  Expect = 8e-128, Method: Compositional 
matrix adjust.
 Identities = 237/649 (37%), Positives = 356/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E      + LL  Y+  E +    L +E ++++Q A++FP+++GSA  G+G+  L+  
++
Sbjct  179  
ERLAPYKESLLASYVNNEIVPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTELLKNIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI
Sbjct  239  
ALIPATKSAQDEILSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350



             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +   P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAKPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGLLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVAKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+   +     + R    P +R D + H+ +
Sbjct  597  RLLHSFTEGEGIFITKPGGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_016081116.1 GTP-binding protein [Bacillus cereus]
 EOO28189.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG1X1-1]
 EOO48566.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG1X2-1]
 EOO52755.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG1X2-2]
 EOO59290.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG1X2-3]
 EOP05391.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG2O-1]
Length=647

 Score = 400 bits (1028),  Expect = 8e-128, Method: Compositional 
matrix adjust.
 Identities = 233/657 (35%), Positives = 366/657 (56%), Gaps = 
33/657 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++             L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LENISAFLPANSSSQDEELAGVVFKIERESSGEKIAYVRVFSGSLLVRKYVTIQRSESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V+T T   GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCLFHNGNAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L +  PL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVSKERIHDLYAALMELCEEYPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SGV 
Y  



Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMDEKENPFYATVGFKVEGGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  589  
VAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_077317067.1 GTP-binding protein [Bacillus cereus]
 OOL11976.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 400 bits (1028),  Expect = 8e-128, Method: Compositional 
matrix adjust.
 Identities = 239/660 (36%), Positives = 373/660 (57%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175



Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPFNESLLESYVNNE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ LF       +  L G VFK+E    G++  Y+RL+SG L +R  V +   + 
L  
Sbjct  235  
ENISDLFPANKSADNERLSGVVFKIEREPSGEKIAYVRLFSGRLHVRKHVDIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV+   
L
Sbjct  355  AIDAIPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGQVQKEVIETTL  409

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQY  460
             EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ Y
Sbjct  410  FEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
KLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP  +F L  P++ +S   +      AT        D    
TG 
Sbjct  527  
PLVLMDALKKAETYVYEPVNAFELTVPEQAISTTMYKLAAVPATFAEPIFNNDSYQLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            +P    + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + 
H+ +
Sbjct  587  LPVTKTENFKRMLHSFTEGEGIFTTKPAGF-



TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088039658.1 GTP-binding protein [Bacillus mycoides]
 SCB00036.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus mycoides]
Length=647

 Score = 400 bits (1028),  Expect = 8e-128, Method: Compositional 
matrix adjust.
 Identities = 231/626 (37%), Positives = 350/626 (56%), Gaps = 
26/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS D      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKAILSNDAFPFYSVENEGTKKAHII-----
EYKSYD  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE      + LL  Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  
L+ 
Sbjct  176  
DCIELLAPYKESLLASYVNNEIIPDTLLRKELEKQMQQANVFPIFFGSAMTGVGVTELLK  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +   E 
L   
Sbjct  236  
NISSLIPATKSAQDETLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRGESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ V++ T Y GE   +    ++++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCMFHNGDAVQSSTVYSGEFCKVWGLTNIKIGDIIGERTDYIKDIHFAEPQMEAA  355



Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L 
Sbjct  356  IEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSAELMGEKTNPFYATIGFKVERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK + T   EP   F L  P+  +S A +      AT        D    TG 
+P  
Sbjct  531  
MDALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
              + ++  L  +T G  + +T+  G+
Sbjct  591  KAEDFKRMLHSFTEGEGIFITKPTGF  616

>WP_076166380.1 GTP-binding protein [Paenibacillus rhizosphaerae]
 OMF57834.1 tetracycline resistance protein [Paenibacillus 
rhizosphaerae]
Length=650

 Score = 400 bits (1028),  Expect = 9e-128, Method: Compositional 
matrix adjust.
 Identities = 240/645 (37%), Positives = 354/645 (55%), Gaps = 
16/645 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKTTLTE +LY +G I E GSV++G+T TD++ +ER+RGITI+AA  
SF
Sbjct  5    
INIGVLAHVDAGKTTLTEQILYQAGVIEEAGSVDQGSTITDSLDMERRRGITIKAAAVSF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 KVN++DTPGH DF++EV  SL VLDG ILV+SA +GVQAQTR+L   L++  
IP 



Sbjct  65   
MLGDLKVNVIDTPGHADFISEVEHSLGVLDGVILVVSAVEGVQAQTRVLMQTLKEHGIPV  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADI----
IIKQTVSLSPEIVLEENTDIEAWDAVI  179
            + FINKID+ G D   V   +R  L   I    +  Q  + S ++V   +     W  
V+
Sbjct  125  IFFINKIDRLGADFIRVRDLIRKLLDERICEVSVADQEGTESVQVV-
PADPRASGWIEVL  183

Query  180  E-
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ++ L+E +   E I+ ++L +E  R+ +    FP++ GSA +GLG++ L+  +   
F
Sbjct  184  
ALGSEALMEDFAHDEVITEDRLRQELGRQSRQGLAFPLFAGSAARGLGVRELLSGLARYF  243

Query  239  QPIGEQGSAAL--CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR----
EKLKIT  292
                 Q  +AL   G VFKV     G+R V++RL+ G L+ R  V +  +    E+
+KI 
Sbjct  244  
PVQASQALSALPLSGLVFKVVVQAGGERLVFVRLFGGQLQARADVTVIAQDGLSERIKIK  303

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-
LPRKRWREDPLPMLRTTIA  351
            ++     GE         G+I I  S+ V++ DV+G  +  +   R+++ P+ +  
+ + 
Sbjct  304  
QLYGLKDGERKPVQQVDAGDIAIFGSEQVKVGDVIGCVSESMKVFRFQKPPIQVQVSAVR  363

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+       L  AL++L   DP L+   DS THE I+   G+VQ EV+   L E+Y 
+E 
Sbjct  364  PEDG---
HPLHQALSELTVEDPFLQYVYDSQTHENIIHVFGKVQQEVLLETLRERYAIEA  420

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                P VI +E+P+ +      I  P NPFWA++G  V P  + SG+ Y   V LG 
L  
Sbjct  421  
AFSAPQVICIEKPVSSGEAAESIGEPDNPFWATVGFRVDPGPVDSGLVYRLEVELGSLPL  480

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQ A+R+ +   L++GL+GW VTD  +   +  Y SPVST  DFR L P+VL 
+AL+ +
Sbjct  481  
SFQKAIRETVTEVLQEGLYGWGVTDITVTLTHSGYSSPVSTAKDFRLLTPLVLMKALERA  540

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591



            GTQ+ EP     +  P+  +S+          T E  +     V  TG IP R     
+T
Sbjct  541  
GTQVYEPVSELQISLPESSISKVLFRVTALDGTFEEPKFDHGSVYVTGTIPVRNADILKT  600

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +L   T G  V   +  GY  A     +  RR  + L +  +M  
Sbjct  601  ELHGLTGGEGVMSVKPGGYITAASPIPVNQRRQLNPLQRGEYMLH  645

>WP_002190029.1 GTP-binding protein [Bacillus cereus]
 EJS06274.1 small GTP-binding protein domain protein [Bacillus 
cereus VDM034]
Length=647

 Score = 400 bits (1028),  Expect = 9e-128, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 371/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS D      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKAILSNDAFPFYSVENEGTKKAHII-----
EYKSYD  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE      + LL  Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  
L++
Sbjct  176  
DCIELLAPYKESLLASYVNNEIIPDTLLRKELEKQMQQANVFPIFFGSAMTGVGVTELLE  235

Query  233  AVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
             ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  236  NISALIPVNKPVQDK---
TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESL  292



Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T + GE   +    ++++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVHSGEFCKVWGLTNIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A Q+ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEAVQKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY+L+       V+ +E+P++  +    +    NPF A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIRIGNSVEVMGEKANPFHATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK + T + EP   F L  P+  +S   +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKRAETCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  + +T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PVAKTEDFKRILHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207771.1 GTP-binding protein [Bacillus anthracis]
 KOM60030.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 400 bits (1028),  Expect = 9e-128, Method: Compositional 
matrix adjust.
 Identities = 240/659 (36%), Positives = 368/659 (56%), Gaps = 
37/659 (6%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INI I+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIEIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTKKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q  +L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQVNLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEADPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A  D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKASEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_030969548.1 GTP-binding protein [Streptomyces sp. NRRL S-1824]
Length=683

 Score = 401 bits (1031),  Expect = 9e-128, Method: Compositional 
matrix adjust.
 Identities = 244/675 (36%), Positives = 355/675 (53%), Gaps = 
39/675 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQT +L   L
+++ 
Sbjct  61   
VSFPIDDITVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTHVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT+IF+NKID+ G    SV+++V +KL+ D++    V           P    +     
Sbjct  121  
IPTLIFVNKIDRGGAQYASVLRTVSEKLTRDVVAMGAVDGQGTRSARYVPYTDFDPGFTS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + + +D LL  Y+  G P+    L      +   A + PV++GSA  G G+  



L+
Sbjct  181  
RLTELLADRDDALLAAYVDGGTPLPYGTLHSALVAQTGQALVHPVFFGSAITGAGVDALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------  283
              +  L           + G+VFKVE    G++  Y+R++SGT+R RD +          
Sbjct  241  
GGIRELLPTAAGDVDGPVSGTVFKVERGSGGEKIAYVRMFSGTVRTRDRLPFGRDGGPDG  300

Query  284  -------AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPR  335
                    GR+  K+T + +  +G  VR  +   G+I  L     +R+ D +G P     
Sbjct  301  
SDAPGERGGRDDGKVTAISVFDQGSAVRAASVRAGQIGKLRGLGDIRIGDSVGVPGTATT  360

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
             R+     P L + + P   A R  L  AL QLA+ DPL+    D I  E+ +S  
G VQ
Sbjct  361  GRFFAP--
PTLESVVVPLAPAGRGELHLALAQLAEQDPLINLRQDDIRKEVSVSLYGEVQ  418

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             EV+ A L++ + ++   +E + I +ERP+ + S     +   NPF A+IGL V P  
+G
Sbjct  419  
KEVIQATLADGFGIDVTFRETTTICVERPIGSGSAFEVGDTEHNPFLATIGLRVDPAPIG  478

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY--------  507
            SGV+Y   V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y+        
Sbjct  479  
SGVEYRLEVELGSMPFSLMRAVEETVRSALRQGIHGWQVTDCIVTMTHSGYWPRQSHSHA  538

Query  508  ----
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
                S  ST  DFR+L P+VL  AL+++GT   EP   F L  P + L  A     
+  A
Sbjct  539  
VFDKSMSSTAGDFRNLTPLVLMAALQQAGTTAYEPMHRFRLELPADTLGPALPVLARLRA  598

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
               T  V+    V  GEIPA  +      L   T G  V  T    Y+A VG    
+PR 
Sbjct  599  
VPRTPAVQGASCVLQGEIPAARVHELHQQLPALTRGEGVLETAFDSYRAVVGTAPDRPRT  658

Query  624  PNSRLDKVRHMFQKV  638
             ++ L++  ++   V
Sbjct  659  DHNPLNRKEYLLHTV  673



>ATI53282.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 400 bits (1028),  Expect = 9e-128, Method: Compositional 
matrix adjust.
 Identities = 230/656 (35%), Positives = 366/656 (56%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTLNIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              +E     N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCVELLAPYNESLLTSYVNNEIVPDALLKKELEKKIQQANVYPIFFGSAMTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L   
Sbjct  236  
NISALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ ++  T   GE   +   + +++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCLFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 



Sbjct  351  
QMEAAIDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNDSYQLTGSLPVT  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGF-TKIPAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098096393.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
wiedmannii]
 PEJ02427.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHC62696.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 400 bits (1028),  Expect = 9e-128, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
TFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSALTGIGVSE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ L           L G VFK+E    G+R  Y+R++SG L +R  V +   
E L
Sbjct  233  
LLENISALLPANNPSQDEELSGVVFKIERESSGERIAYVRVFSGHLHVRKYVHIQRSESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI ++ +   G+ ++T     GE   +     +++ D++G+ TR  +     
+P  
Sbjct  293  
AHKEKINKLCVFHNGDAIQTAIVPSGEFCKVWGLSDIKIGDIIGERTRYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581



            IVL  ALK++ T + EP   F L  P+  +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  + + +  GY+        + R  N+ L++  ++  
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFIMKPAGYKELKAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_071719171.1 GTP-binding protein [Bacillus sp. NH24A2]
 OJD77792.1 tetracycline resistance protein [Bacillus sp. NH24A2]
Length=647

 Score = 400 bits (1028),  Expect = 9e-128, Method: Compositional 
matrix adjust.
 Identities = 226/623 (36%), Positives = 351/623 (56%), Gaps = 
20/623 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T TD+M LER+RGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTHTDSMELERERGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +G+QAQT+IL   L
+K+N
Sbjct  61   
VSFFIGNLKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGIQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+F+NKID++G + + VV+ +R  LS +++    ++   +    I+     + 
+++D
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIRKTLSNEVLPFYAVENEGTKQARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              +E     ND LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCMEQLAPYNDTLLESYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +   + 
L   
Sbjct  236  



NISVLLPANISSQDDILSGVVFKIERESSGEKIAYVRVFSGSLHVRKHVDIQRSKSLTHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M I   G  V+T T   GE   +     +++ D++G+ T   +     +  
P + 
Sbjct  296  EKIKKMCIFHNGNAVQTPTVQSGEFGKVWGFSDIKIGDIIGERTNHIKDIQLAE--
PQME  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIKAMPKEKNHDLYVALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLHEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKLNSGLTYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT E   +  D    TG +P    
+
Sbjct  534  
LKQAETCVYEPLNEFELTVPEYSISTAMYKLAAIPATFEEPILYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
            +++  L  +T G  +  T+  G+
Sbjct  594  SFKRMLHSFTEGEGIFTTKPAGF  616

>PJN59947.1 Tetracycline resistance protein TetO [Bacillus mycoides]
 PJN61606.1 Tetracycline resistance protein TetO [Bacillus mycoides]
Length=610

 Score = 399 bits (1024),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 230/600 (38%), Positives = 342/600 (57%), Gaps = 
30/600 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + VV+ +++ LS +       + S   V  E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNE-------
ASSFYSVENEGTKDARIIEDKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E I    L +E ++++Q A++FP+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPFNESLLESYVNNEIIPDALLRKELEKQIQQANVFPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            +  ++ L           L G VFK+E    G++  Y+RL+SG L +R  V +   
E L 
Sbjct  234  
LKNISALIPATKSAQDETLSGVVFKIERESSGEKIAYVRLFSGCLHVRKYVDIQRGESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV
+   
Sbjct  354  AAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG+ 
Y  
Sbjct  409  
LYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYNL  468

Query  463  



RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALKQAKTCVFEPINEFELTVPEHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSLP  588

>WP_105989931.1 GTP-binding protein [Bacillus sp. M21]
 PRP94433.1 Tetracycline resistance protein TetO [Bacillus sp. M21]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 239/659 (36%), Positives = 371/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV R+  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERAFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V + ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVGKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      



+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G  T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLQVTFSNTRVVCIEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEQVISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098431652.1 GTP-binding protein [Bacillus cereus]
 PEX37671.1 tetracycline resistance protein [Bacillus cereus]
 PFB13972.1 tetracycline resistance protein [Bacillus cereus]
 PFK39322.1 tetracycline resistance protein [Bacillus cereus]
 PFM98159.1 tetracycline resistance protein [Bacillus cereus]
 PFP60966.1 tetracycline resistance protein [Bacillus cereus]
 PFR16205.1 tetracycline resistance protein [Bacillus cereus]



 PFV54789.1 tetracycline resistance protein [Bacillus cereus]
 PGK43839.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 230/650 (35%), Positives = 363/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++FINKID++G + + V++ ++  LS +       Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFINKIDRSGANTEKVMKQIKGFLSNEAFPFYSVQNEGTKEARIIEYKSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L ++ ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDAILRKKLEKQIQQANVYPIFFGSAMTGIGVTELLENIPSL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
            F       +  L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
FPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G+ ++T T   GE   +     +++ D++G+ T   +     +P         
P
Sbjct  301  
MCMFHNGDAIQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 



EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G +V    L SG+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATVGFNVELGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNNSYQLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_081143295.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 OUB32752.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
palmanyolensis]
 PDZ88493.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGL45641.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ LF       +  L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLENISTLFPANKSAENETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMYMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  



IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMNALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_042512565.1 GTP-binding protein [Bacillus cereus]
 AJG58253.1 small GTP-binding domain protein [Bacillus cereus D17]
 SME46240.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 364/655 (56%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIIAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIEDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285



            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G  T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L        V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLHVTFSGTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  588  PVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098679128.1 GTP-binding protein [Bacillus thuringiensis]
 PFT90488.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 235/657 (36%), Positives = 366/657 (56%), Gaps = 



33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++FINKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFINKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARFIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKIPALMPALTSAQEEPLSGVVFKIERESSGEKVAYIRVFSGSLHVRKYVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV 



Y  
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L PI
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPI  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  589  
VAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088118606.1 GTP-binding protein [Bacillus thuringiensis]
 OTY50165.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
pingluonsis]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 234/653 (36%), Positives = 363/653 (56%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LER+RGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIQEVGRVDSGSTQTDSMELERKRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 



+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  + I  + L+REE  +++  A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNK-
IVTDTLLREELIKQIAQANVYPIFFGSALTGIGVYELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L        +  L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L  
Sbjct  235  
ENIPALLPANKSAENEILSGVVFKIERESSGEKIAYVRLFSGSLHIRKYVDIQRNESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M I   G+ V+T T   GE   +     +++ D++G  T   +     +P    
Sbjct  295  
KEKIKKMCIFHNGDAVQTSTVTSGEFCKVWGVSDIKIGDIIGKRTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDALPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SG+ 
Y+  
Sbjct  410  
FEKYNLQVTFSNTRVVCIEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636



               + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  590  AKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAAFPTRKRVDNNPLNRKDYLLH  
642

>WP_051811298.1 MULTISPECIES: GTP-binding protein [Streptomyces]
Length=679

 Score = 400 bits (1029),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 245/655 (37%), Positives = 356/655 (54%), Gaps = 
32/655 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+T+TD++ LERQRGITI+
+AV SF
Sbjct  15   
LNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTQTDSLALERQRGITIKSAVVSF  74

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR++ 
IPT
Sbjct  75   
AIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGIPT  134

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDIEAW  175
            ++F+NK+D+   D + V+  +  +L+  +I   TV           P    +        
Sbjct  135  
LVFVNKVDRRSADPERVLAELARRLTPAVIPMGTVRAPGAHAARYIPYAADDPRFTARLA  194

Query  176  DAVIENNDKLLEKYIAGE-----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            + + E +D+LL  Y+ G+     P      + ++ RR Q   + PV++GSA  G G
+  L
Sbjct  195  EVLAERDDELLSAYVEGDAAVLTPGGLRAALADQTRRAQ---
VHPVFFGSAMTGTGLGAL  251

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
             DAV  L           + G+VFKVE    G++  Y RL+SGT+R+RD VAL G 
+  K
Sbjct  252  
TDAVKELLPAAAGAADGPVAGTVFKVERGPSGEKVAYARLFSGTVRVRDRVALPGLDG-K  310

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLR  347
            +T + +  +G  VR DT   G I  L     VR+ DVLGDP  +P +         
P L 
Sbjct  311  
VTAVSVFERGAAVRRDTVTAGRIAKLWGLHRVRIGDVLGDPRHVPERHTAAHHFAPPTLE  370



Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +AP+ AA R  L  ALTQLA+ DPL+    D++  EI +S  G VQ EV+ A L
++++
Sbjct  371  
TVVAPRCAADRAALHAALTQLAEQDPLIDLRQDALRQEISVSLYGEVQKEVIEATLADEF  430

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +    +E + + +ER +   +H   I+  PNPF A++GL V P   G+GV++   
V LG
Sbjct  431  
GIGVDFRESTTLCVERVVGTGAHAEFIDTDPNPFLATVGLRVDPAPAGTGVEFRLGVELG  490

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPAD  515
             +  +F  AV + ++  L QGL GW V DC +   +  Y+            S  
ST  D
Sbjct  491  
AMPYAFFKAVEETVKETLAQGLHGWEVPDCLVTMTHSGYWPRQSHAHAVFDKSMSSTAGD  550

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL  AL+ +GT++ EP   F L AP +          +  A       +    
Sbjct  551  
FRQLTPLVLMDALRRAGTRVHEPMHRFRLTAPADVFGTLLPALGRLRAVPHAPTAQGSVY  610

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  
630
            +  G IPA  +      L   T G     +    Y    G P  +PR  ++ LD+
Sbjct  611  IIDGVIPAARVHGLEQALPGLTRGEGELESAFDHYAPVTGTPPARPRTDHNPLDR  
665

>WP_098487293.1 GTP-binding protein [Bacillus cereus]
 PFN35653.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 242/661 (37%), Positives = 369/661 (56%), Gaps = 
41/661 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGTGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L  
Sbjct  235  
ENIPALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M I   G+ V+T T   GE   +     +++ D++G  T   +     +P    
Sbjct  295  
KEKIKKMCIFHNGDAVQTSTVPNGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV+   
L
Sbjct  355  AIDAVPK-----
ERIHDLYTALMELCEEDPLIQVWKDDVHNELYIRLFGQVQKEVIETTL  409

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQY  460
             EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ Y
Sbjct  410  FEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++ 
Sbjct  467  
TLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNVT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    



TG 
Sbjct  527  
PLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMF  635
            +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D + 
H+ 
Sbjct  587  LPVAKTENFQRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHVL  644

Query  636  Q  636
            +
Sbjct  645  K  645

>WP_088327538.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 232/649 (36%), Positives = 362/649 (56%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+I+   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKIVMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    +  +
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEMLSNEAF--
PLYSVENEGTKEARIIECRSYDDCI  178

Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+
+ ++
Sbjct  179  
ELLASYNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVPELLENIS  238



Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
ALLPANISSQDEELSGIVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRDQSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ ++T T   GE   +   S +++ D++G  T   +     +  P +   
I
Sbjct  299  KKMCIFHNGDALQTSTVPSGEFCKMWGVSDIKIGDIIGKRTDYIKDIHFAE--
PQMEAAI  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  357  
DAVPTERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKK  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETYVYEPVNEFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  +  T+  G+   +    I+ R    P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFTTKPAGFTKIMAPFPIRKRVDYNPLNRKDYLLHVLK  645

>WP_002192815.1 GTP-binding protein [Bacillus cereus]
 EJS14478.1 small GTP-binding protein domain protein [Bacillus 
cereus VDM062]
Length=647

 Score = 400 bits (1027),  Expect = 1e-127, Method: Compositional 
matrix adjust.



 Identities = 234/658 (36%), Positives = 371/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS D      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKAILSNDAFPFYSVENEGTKKAHII-----
EYKSYD  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE      + LL  Y+  E I    L +E ++++Q A++FP+++GSA  G+G+  
L++
Sbjct  176  
DCIELLAPYKESLLASYVNNEIIPDTLLRKELEKQMQQANVFPIFFGSAMTGVGVTELLE  235

Query  233  AVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
             ++ L    +P+ ++    L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  236  NISALIPVNKPVQDK---
TLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V++ T + GE   +    ++++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHNGDAVQSSTVHSGEFCKVWGLTNIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A Q+ER+ D   AL +L + DPL++   D++ +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIEAVQKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461



             L EKY+L+       V+ +E+P++  +    +    NPF+A+IG  V   +L SG
+ Y 
Sbjct  408  
TLYEKYRLQVTFSNTRVVCIEKPIRIGNSVEVMGEKANPFYATIGFKVERGALNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK + T + EP   F L  P+  +S   +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKRAETCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  + +T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PVAKTEDFKRILHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_044782840.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 399 bits (1026),  Expect = 1e-127, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------



AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ LF       +  L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLENISTLFPANKSAENETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIRKMYMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMNALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 



+
Sbjct  588  
PVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_041046650.1 GTP-binding protein [Paenibacillus sp. VKM B-2647]
 KIL41477.1 tetracycline resistance protein [Paenibacillus sp. VKM 
B-2647]
Length=668

 Score = 400 bits (1028),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 237/662 (36%), Positives = 369/662 (56%), Gaps = 
29/662 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK IN+GILAHVDAGKTTLTE +L+ +  I +PGSV+KG T TD+M LER+RGITI
+A+ 
Sbjct  1    
MKTINMGILAHVDAGKTTLTEHILHEAKVIDKPGSVDKGNTLTDSMELERRRGITIKASA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV RSL+VLDGA+LVISA +G+QAQT++L + L 
++ 
Sbjct  61   
VSFMLKELKVNLLDTPGHADFISEVERSLSVLDGAVLVISAVEGIQAQTKVLMNTLMQLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS--ADIIIKQTVSLSPEIVLEENT---
DIEAW  175
            IPT++FINKID++G D   V+QS+++KL+  A  + + T   + +  + +N    D    
Sbjct  121  
IPTILFINKIDRSGADSAKVIQSIKEKLTDCAIPLYRGTNEGTADAAIAKNEWHGDSVLL  180

Query  176  DAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +A IE    N++ +LE Y  G+  + ++L      + + A ++P++ G+A KG+G+
+ L+
Sbjct  181  
EACIETLLLNDEYMLESYTNGKTFTEKELDDAVGNQAKLAKIYPLFVGAAAKGIGVKELI  240

Query  232  DAVTGLFQPI-GEQGSA----
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
              +  L     G  G A    AL   VFK+E    G++R Y+RL+SG +R R+ V 
++ R
Sbjct  241  
HGIETLLPANEGNGGPAGDCPALSAVVFKIEREAAGEKRAYIRLFSGAIRAREEVRISRR  300

Query  287  EKL--------KITEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD-
PTRLPRK  336
             +         KI  + +   G I   +    G+I V+    ++++ D++G+   R
+   
Sbjct  301  



NRAGELESTADKIKNLSMLMNGTIAPAERIEAGDIGVVHGLKTIKIGDMIGEWNDRMRDV  360

Query  337  RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE--
VDSITHEIILSFLGRV  394
            R  E   P L + I P  +    +L +AL  +A+ DP ++      +   EI +   
G V
Sbjct  361  RLNE---
PNLESVIKPDRSEDAHKLFEALAYMAEEDPFIQVSRGGQNFGQEIYIRLYGEV  417

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EV+  +L E Y +     E  +  +E+P         +    NPF A+IG SV 
P   
Sbjct  418  
QKEVIRTILLENYGIGAHFSETEIRCIEKPAGKGGALSVMGEAGNPFCATIGFSVEPAGE  477

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
              G+ YE  V LG L   F  A+ D +   L+QGL+GW V D K+      Y SPV
+   
Sbjct  478  
NCGIVYELAVELGSLPLPFHKAIEDTVHQTLKQGLYGWEVADIKVTLTATGYASPVTVAG  537

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL +AL+++GT++ EP  SF    P   LS A     K  A      
+KK+E
Sbjct  538  
DFRKLVPLVLMEALRKAGTEVYEPMNSFEFNVPVRALSAALFQLAKKKAVFREPVLKKEE  597

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             + TG IPA   +A+++++  YT G  + + +  GY+       ++ R   + L+K  
++
Sbjct  598  
YLVTGTIPAAATEAFKSEVQSYTEGEGLFIAKPCGYRKMAEPFPVRKRSDYNPLNKSEYL  657

Query  635  FQ  636
              
Sbjct  658  MH  659

>WP_054402068.1 GTP-binding protein [Paenibacillus solani]
 KOR89036.1 tetracycline resistance protein [Paenibacillus solani]
Length=648

 Score = 399 bits (1026),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 233/650 (36%), Positives = 360/650 (55%), Gaps = 
16/650 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +L+ SG I   GSV++G T TD++ +ER+RGIT++



+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILFRSGIIEHAGSVDEGNTITDSLDIERRRGITVKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     K+N++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLDDMKINLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEHCI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE---
ENTDIEAWDAV  178
            PT++F+NKID+ G + Q+V   +R+ L   I     V+      +     + DI+ 
W   
Sbjct  123  
PTILFMNKIDRMGANYQNVYTMIRNLLDEHICEMSFVTEEGSATVRVDAADPDIDGWIET  182

Query  179  IEN-
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  YI   PI+RE+L+ E + + +    +P++ GSA KG+GI+ L+ A
+   
Sbjct  183  
LSGANENLLHDYIQDIPITRERLLEELRSQTRQGKAYPLFAGSAAKGIGIEALLHALGEF  242

Query  238  F--QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291
            F      E     L G VFKV     G+R VYLRL++G +  RD + +  +       
K+
Sbjct  243  
FPANDTSELQHEPLSGLVFKVIKLPNGERNVYLRLFAGRIEARDEITVITQNGQTTMFKV  302

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +R   +G+ +  +    G+I IL +D +++ DV+G  T   + +      P ++  
++
Sbjct  303  KHLRALQQGKSMSVELIDAGDIAILITDELKVGDVIG--
TASDKMKLVHFQKPPIQVQVS  360

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             K +A+  +L  AL+ L + DP L+   D+ T E I+   G VQ E++   +  +Y 
+E 
Sbjct  361  
AKNSAEDHQLHTALSNLTEEDPFLQYIRDTHTKEHIIHIFGIVQQEILLETIQHQYGIEA  420

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            V   P VI +E+PL       ++E    PF+A++GL V P   GSG+ Y   V LG 
L  
Sbjct  421  VFSAPQVICIEKPLHVGEAVEYME--
ECPFYATVGLRVEPGERGSGLLYRLEVELGSLPL  478

Query  472  



SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQ A++D +   L++GL GW+VTD  +   +  Y SPVST  DFRSL P+VL  
AL ++
Sbjct  479  
SFQKAIKDTVMEVLQEGLHGWSVTDIVVTLTHTGYASPVSTAKDFRSLTPLVLMAALSQA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++ EP  +     P+  LS+          T +        V   G +P R     
+ 
Sbjct  539  
GTEVYEPVNTIQFILPESSLSKVLSKLAVLEGTYQEPIFYNKAVHVHGTLPVRTTDLLKA  598

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM--FQKVM  639
            ++   T+G+ +   +  GY        +  RR  + L++  +M    K+M
Sbjct  599  EVHSLTSGKGMLSVKPGGYVKVHSNLPVNKRRLVNPLNRGEYMLYLNKIM  648

>WP_000207810.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ADH07546.1 tetracycline resistance protein [Bacillus thuringiensis 
BMB171]
 OTZ33882.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
darmstadiensis]
 OUA56194.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
bolivia]
 OUA75709.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
pahangi]
 SME49196.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 399 bits (1026),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------



DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGSL  587



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T   G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTRPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098137662.1 GTP-binding protein [Bacillus cereus]
 PEM05881.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 399 bits (1026),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 233/657 (35%), Positives = 363/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCLELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++             L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LENISAFLPANSSSQDEELAGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLQ  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI ++ +   G  V+T T   GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKICLFHNGNAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV 
Y  
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  589  
VAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098874532.1 GTP-binding protein [Bacillus cereus]
 PGU10144.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 399 bits (1026),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 230/626 (37%), Positives = 357/626 (57%), Gaps = 
26/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   +R  L  AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
ERRHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SGV Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGLGNSVEVMDEKENPFYATVGFKVEGGELNSGVTYHLGV  470

Query  465  



SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P++ +S A +      AT     +  D    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNDSYQLTGALPIA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
              + ++  L  +T G  +  T+  G+
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPGGF  616

>WP_087953267.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
thuringiensis]
 OTY04880.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
muju]
 OUA93956.1 tetracycline resistance protein [[Bacillus 
thuringiensis] serovar 
konkukian]
Length=647

 Score = 399 bits (1026),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 232/649 (36%), Positives = 362/649 (56%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+I+   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKIVMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    +  +
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEMLSNEAF--
PFYSVENEGTKEARIIECRSYDDCI  178



Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+
+ ++
Sbjct  179  
ELLASYNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVPELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
ALLPANISSQDEELSGIVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRDQSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ ++T T   GE   +   S +++ D++G  T   +     +  P +   
I
Sbjct  299  KKMCIFHNGDALQTSTVPSGEFCKMWGVSDIKIGDIIGKRTDYIKDIHFAE--
PQMEAAI  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  357  
DAVPTERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKK  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETYVYEPVNEFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  +  T+  G+   +    I+ R    P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFTTKPAGFTKIMAPFPIRKRVDYNPLNRKDYLLHVLK  645



>WP_070178899.1 GTP-binding protein [Bacillus mycoides]
 OFD46279.1 tetracycline resistance protein [Bacillus mycoides]
Length=647

 Score = 399 bits (1026),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 237/649 (37%), Positives = 352/649 (54%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LT+ +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTDRILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + +  V+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKAVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDHCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+LFP+++GSA  G+G+  L+  
++
Sbjct  179  
ERLAPYNESLLASYVNNEIIPDALLRKELEKQIQQANLFPIFFGSAMTGIGVTELLKNIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK++    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  239  
ALIPATKSAQDEILSGVVFKIKRESSGEKIAYVRVFSGCLHVRKYVDIQHSESLSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +   P        
Sbjct  299  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAKPQMEAAIEA  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 



EKY L+
Sbjct  359  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  537  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVAKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  +   +  G+         + R    P +R D + H+ +
Sbjct  597  RLLHSFTEGEGIFTAKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098566928.1 GTP-binding protein [Bacillus thuringiensis]
 PFS69211.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 399 bits (1025),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 232/629 (37%), Positives = 355/629 (56%), Gaps = 
30/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+   T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSRNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD----



IE--A  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T     
IE  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYIS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKIPALMPALTSAQEEPLSGVVFKIERESSGEKVAYIRVFSGSLHVRKYVDIQRDESLQ  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SGV 
Y  
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALKQAETHVYEPIKEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLP  588



Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                + ++  L  +T G  +  T+  GY+
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTKPSGYK  617

>WP_065212576.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 OPD44207.1 tetracycline resistance protein [Bacillus cereus]
 OTY22242.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
rongseni]
 ARV93133.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 399 bits (1025),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLTPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292



Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T   G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTRPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097795505.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
pseudomycoides]
 PDX98102.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEK82649.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PEN07557.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
 PGB85972.1 tetracycline resistance protein [Bacillus 



pseudomycoides]
 PHE53751.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=653

 Score = 399 bits (1026),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 223/629 (35%), Positives = 351/629 (56%), Gaps = 
26/629 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIELLATHNESLLESYVNGEVLTTATLRNELWDQIQHATVYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +          +  L G +FK+E    G++  Y+R++SG L +R  V +  ++    
Sbjct  241  
ISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLHVRKYVDINRKQSDLK  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI ++ I   G  +++    P E   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  TLSHKEKIKKLHIFHNGSAIQS----
PREFCKVWGLSDIRIGDVIGEWSDKMKDIHFAE-  355

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 



EV+  
Sbjct  356  --
PQMEGAIEARPKGENHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  413

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P + GSG
+ Y 
Sbjct  414  
TLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPSAPGSGITYN  473

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  474  
LEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDFRKLTP  533

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L      +S A +      AT +   +  +    
TG +
Sbjct  534  
LVLMDALKQAGTNVYEPVNEFELTVTTNSISTAMYKLSAIHATFKDPVLHNNSFYLTGTL  593

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  594  PMAKTENFKRGLHSFTEGEGVFIARPCGY  622

>WP_097947204.1 GTP-binding protein [Bacillus thuringiensis]
 PEA57326.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 399 bits (1025),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 367/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD----



IE--A  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T     
IE  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYIS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKIPALMPALTSAQEEPLSGVVFKIERESSGEKVAYIRVFSGSLHVRKYVDIQRDESLQ  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+ +   +    +    NPF+A++G  V    L SGV 
Y  
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKAIGIGNSVEVMGEKANPFYATVGFKVERGELNSGVTYHL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALKQAETHVYEPIKEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLP  588



Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ 
+
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTKPSGYK-
ELKAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_088351260.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 399 bits (1025),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA   
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DTLLREKLEQQIQQANVYPIFFGSAMTDIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  V +   
E L
Sbjct  233  
LLENISDLFPANKSADNERLSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRNESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344



                KI +M I   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAIPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+ A +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLFEKYNLQVTFSNTRVVCIEKPIDAGNSVEVMGEKENPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLIP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEYAISTAMYKLAAIPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  + +T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTEDFKRMLHSFTEGEGIFITQPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098889288.1 GTP-binding protein [Bacillus cereus]
 PGV60530.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 399 bits (1025),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 227/618 (37%), Positives = 348/618 (56%), Gaps = 
10/618 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V



Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEIGRVDNGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPTV+F+NKID++G + + VV+ ++  LS D     +V         ++E  +  +  
+ 
Sbjct  121  
IPTVLFVNKIDRSGANTEKVVKQIKVILSNDACPFYSVENEGTKEARIMEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSAK G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAKTGMGVTELLEKLPVL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPVNKPAQDKTLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ V+T T   GE   +     +++ D++G+ T   +     +  P +   
I  
Sbjct  301  MCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEAAIDA  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
VPTDRIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+ A      +    NPF+A+IG  V    L SG+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGAGDSVEVMGEKTNPFYATIGFKVERGELNSGMTYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532



            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL 
+ALK++ 
Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMEALKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P+  +S A +      AT    ++  D    TG +P    + 
++  
Sbjct  539  
TYVFEPLNEFELTVPEHTISTAMYKLAAIPATFAEPKLYNDSYQLTGSLPVAKTENFKRM  598

Query  593  LAFYTNGRSVCLTELKGY  610
            L  +T G  +  T   G+
Sbjct  599  LHSFTEGEGIFTTNPNGF  616

>WP_071711782.1 GTP-binding protein [Bacillus sp. TD41]
 OJE48178.1 tetracycline resistance protein [Bacillus sp. TD41]
Length=647

 Score = 399 bits (1025),  Expect = 2e-127, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 364/651 (56%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I+E G V+ G+T+TD+M LER+RGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVINEVGRVDSGSTQTDSMELERRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
ISFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAF--
PFYSVQNEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++PV++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLTSYVNNEIIPDALLRKELEQQIQQANVYPVFFGSAMTGMGVPELLENIS  238



Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
ALLPANNSSQDEELSGVVFKIEREHSGEKVAYVRVFSGSLHVRKYVDIQRSKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +  P +   
I
Sbjct  299  KKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEAAI  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  357  
DTVPTERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P    +    +    NPF+A+IG  +    L SG+ Y   V 
LG L 
Sbjct  417  
VTFSNTRVVCIEKPFGIGNSMEVMGEKANPFYATIGFKIERGELNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  
LAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALKQ  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP  +F L  P++ +S A +      AT     +  D    TG +P    
+ ++
Sbjct  537  
AATYVYEPVNAFELTVPEQVISTAMYKLAAIPATFAEPILYNDSYQLTGSLPVAKTENFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  636
              L  +T G  +  T+  G+     +P    R+     P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFTTKPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098055673.1 GTP-binding protein [Bacillus toyonensis]
 PEI87024.1 tetracycline resistance protein [Bacillus toyonensis]
 PEK12010.1 tetracycline resistance protein [Bacillus toyonensis]
 PEL49490.1 tetracycline resistance protein [Bacillus toyonensis]
 PGA51462.1 tetracycline resistance protein [Bacillus toyonensis]
 PGB96117.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647



 Score = 399 bits (1025),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 228/650 (35%), Positives = 361/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ L+ ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILANEVFPFYSAQNEGTKDARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VAPFNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +P        
A 
Sbjct  301  MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415



Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+++
Sbjct  536  
KAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P  R D + H+ +
Sbjct  596  KRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLHRKDYLLHVLK  645

>WP_106101995.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
wiedmannii]
 PRT04577.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
wiedmannii]
 PRT40083.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
wiedmannii]
Length=647

 Score = 399 bits (1025),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 229/626 (37%), Positives = 359/626 (57%), Gaps = 
26/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + ++ L        +  L G VFK+E    G +  Y+R++SG L +R  V      
ALA 
Sbjct  235  
ENISELIPANKPAENETLSGVVFKIEREPSGGKIAYVRVFSGHLHVRKYVHIQRSEALAH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  ++ +   G+ ++T     GE   +     +++ D++G+ T   +     
+  P
Sbjct  295  KEKIK--
KLCVFHNGDAIQTAIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             +   I      Q   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIEALPKEQIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLDV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584



              ALK++ T + EP   F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAIPATFREPILSNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
              + ++  L  +T G S+  T+  GY
Sbjct  591  KTENFKRMLHSFTEGESIFTTKPSGY  616

>WP_074625853.1 GTP-binding protein [Bacillus cereus]
 PFN18916.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 399 bits (1025),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G   + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGASTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292



Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+IV+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDIVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_002137036.1 GTP-binding protein [Bacillus cereus]
 EJV84584.1 small GTP-binding protein domain protein [Bacillus 
cereus HuA2-1]
Length=647

 Score = 399 bits (1025),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 227/618 (37%), Positives = 351/618 (57%), Gaps = 
18/618 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD----
IIIKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +      ++   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKELLSNEASPFYFVENEGTKDARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E IS   L +E ++++Q A++FP+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPFNESLLESYVNNEIISDTPLRKELEKQIQQANVFPIFFGSAMTGVGVTELLENISA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L           L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI 
Sbjct  240  
LIPVNKPAQDKTLSGVVFKIEREPAGEKIAYVRVFSGSLHVRKYVDIQRGESLPHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V++ T   GE   +    ++++ D++G  T   +     +P        
A
Sbjct  300  KMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEP-----
QMEA  354

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   + 
EKY 
Sbjct  355  
AIEAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTIYEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGELNSGITYNLGVELGS  474



Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQSLKQGLYGWEVTDIIVTLTHSGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ 
Sbjct  535  
KRAETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILNNDSYQLTGSLPVAKTEN  594

Query  589  YRTDLAFYTNGRSVCLTE  606
            ++  L  +T G  +  T+
Sbjct  595  FKRMLHSFTEGEGIFTTK  612

>WP_098169382.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
toyonensis]
 PEM60461.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 399 bits (1025),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 229/650 (35%), Positives = 362/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGTKEARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V+  N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 



++ L
Sbjct  181  
VVPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +  P + T 
I  
Sbjct  301  MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMETAI--  356

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  357  -
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_042875224.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 AIE79920.1 tetracycline resistance protein [Bacillus cereus]



 PES85584.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 236/655 (36%), Positives = 363/655 (55%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA DGVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVDGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTERVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+GI  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGITELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + ++ L           L G VFK+E    G++  Y+R++SG L +R  V      
+L  
Sbjct  235  
ENISALLPANNSSQDEELSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M +   G  V +     GE   +     +++ D++G  T   +     
+P  
Sbjct  295  KEKIK--
KMCMFHNGNAVHSTIVPSGEFCKVWGLSDIKIGDIIGKRTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  



Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLQVTFSNTRVVCMEKPIGIGNSFEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P   +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPDHAISTAMYKLAAIPATFVEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+   +     + R  N+ L++  ++  
Sbjct  588  PVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKIMAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_073304529.1 GTP-binding protein [Bacillus rhizosphaerae]
 SHL31836.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
rhizosphaerae]
Length=647

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 228/644 (35%), Positives = 355/644 (55%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGNTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGAIL++SA +GVQAQTR+L  +L
+   
Sbjct  61   
VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAILIVSAVEGVQAQTRVLMQSLKAYR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 
Sbjct  121  
IPTVFFINKIDRVGADYKRVIKQIKWLLDDHICPMCEQTQGDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND+LL  Y+  EP+S  +L +E  ++ + A  +P++ GSA KG+G+  L+ +
++  
Sbjct  181  
LALHNDELLAAYVENEPVSEMELRKELSQQTKKAVAYPLFIGSAAKGVGVSALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKIT  292
            F    E+ S   L G VFKV     G+R   +RLY G L  R  V++   +     
+K+ 
Sbjct  241  
FSHTTEEASERDLSGIVFKVTELPNGEREALVRLYEGRLVARKMVSVIRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             ++    G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQQLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--
RVPQMKRFAFKKPPLQVQVHT  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L   L +LA  DP L+   D+ T +  +   G VQ EV+ + L  +  
L   
Sbjct  359  
DRKEEAIALHRTLARLAAEDPFLQYTQDAATGDHFIRIFGHVQQEVLLSALKNEQGLSVS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ +E+P    +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCIEKPSGVGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AVRD  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVRDTCRVVLQEGLKGWAVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +    +      +  V+  G IP R     
++ 



Sbjct  539  
TSVYEPLERIEVIVPERFLSTLLSRIVQLGGNVLEPAFHQAGVLIKGTIPVRTATRLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +
Sbjct  599  IHALSGGEGILISKPGGYERVAGKAPTKERRQLNPLERTNYLMR  642

>WP_073493684.1 GTP-binding protein [Streptomyces phaeoluteigriseus]
 OQD57559.1 GTP-binding protein [Streptomyces phaeoluteigriseus]
Length=652

 Score = 399 bits (1025),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 244/650 (38%), Positives = 349/650 (54%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G   E GSV+ G+T TDT+ LER+RGITI
+AAV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVTDEIGSVDAGSTHTDTLALERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK D+ G   Q V++ +  +LS  ++   TV+              A D 
+ +
Sbjct  121  
IPTLVFVNKTDRRGARHQGVLRELTGRLSVPVVPMGTVTGLGTREAAFRPAPPAPDVLAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL  Y+ G  ++ E+L      + +   + PV++GSA  G G+  L+  +  
L   
Sbjct  181  HDDDLLAAYVGGS-
LTPERLRAALADQTRRTLVHPVFFGSAATGAGVPELIAGIRDLLPT  239

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
             G      LCG+VFKVE    G++  Y RL+SGTLR RD V   GRE  K+T + +   
G
Sbjct  240  AGGDPDGPLCGTVFKVERGPAGEKIAYARLFSGTLRTRDRVPFGGREG-
KVTAISVFDHG  298

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359



              VR ++A  G I  L     VR+ D LG P   P + +     P L T + P     
R 
Sbjct  299  SDVRRESATAGRIARLWGLPEVRIGDSLGVPRTGPGQVFAP---
PTLETVVVPGPGTDRR  355

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALT+LA+ DPL+    D I  E+ +S  G VQ EVV A L+++Y L    +  
+ +
Sbjct  356  
SLHLALTRLAEQDPLIGLRHDEIRQEVSVSLYGEVQKEVVRATLADEYGLTVAFRGTTPL  415

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ERP    +    I+   NPF A++GL V P   G+GV +   V LG +  +F  
AV D
Sbjct  416  
CVERPAGTGAAAEFIKKGANPFLATVGLRVAPAPPGAGVTFSLEVELGSMPYAFFKAVED  475

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             +R  L QGL GW VTD  +   +G Y+            S  ST  DFR L P
+VL +A
Sbjct  476  
TVRETLGQGLRGWRVTDVAVTMTHGGYWPRQSHAHQGFDKSMSSTGYDFRGLTPLVLTEA  535

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT++ EP   F + AP + L           A   T + +    V  G +PA  
+ 
Sbjct  536  
LRRAGTRVHEPMHRFRIEAPADTLGGLLPVLAALRAVPRTTRTQGALCVLEGAVPAARVH  595

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAV-GQPVIQPRRPNSRLDKVRHMFQ  636
            +    L   T G     +    Y   V G    +PR  ++ LD+  ++  
Sbjct  596  SLEQRLPGLTRGEGELESTFDHYAPVVEGTVPERPRTDHNPLDRKEYLLN  645

>WP_048565472.1 GTP-binding protein [Bacillus cereus]
 KMP95737.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 233/659 (35%), Positives = 367/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------ALA  284
            ++ ++             L G VFK+E    G++  Y+R++SG+L +R  V      
+L+
Sbjct  234  
LENISAFLPANSSSQDEELAGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRCKSLS  293

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
             +EK+K  ++ +   G  V+T T   GE   +   + +++ D++G+ T   +     
+P 
Sbjct  294  HKEKIK--
KLCLFHNGNAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-  350

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
                   A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ 
EV+ 
Sbjct  351  ----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y
Sbjct  407  
TTLFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGVTY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  



HLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG 
Sbjct  527  
PLVLMDALKQAETHVYEPIKEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H
+ +
Sbjct  587  
LPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_001826586.1 GTP-binding protein [Streptococcus mitis]
 EHD73649.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA44194]
 KER07826.1 small GTP-binding domain protein [Streptococcus mitis]
Length=288

 Score = 386 bits (991),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 187/288 (65%), Positives = 227/288 (79%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  288

>WP_065224575.1 GTP-binding protein [Bacillus cereus]
 OBW49118.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     



+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFALTVPEQAISTAMYKLAAVPATFREPILSNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_063675491.1 GTP-binding protein [Bacillus thuringiensis]
 AND08452.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
alesti]
 OTY33782.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
alesti]
Length=647

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ LF       +  L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLENISTLFPANKSAENETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMYMFHSGNAVQSPIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGITYK  467



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMNALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDHLLHVLK  645

>WP_030675138.1 GTP-binding protein [Streptomyces cellulosae]
Length=660

 Score = 399 bits (1025),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 243/646 (38%), Positives = 348/646 (54%), Gaps = 
26/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGNTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSP-
EIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V++ + ++L+A ++ +  T  L   +          A 
D +
Sbjct  121  
IPTLVFVNKIDRGGARYEGVLRQICERLTAAVVPMGTTTGLGARDARFTAGLGAAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238



             + +D LL  Y+ G  +S  +L      R + A + PVY+GSA  G G+  L   +  
+ 
Sbjct  181  ADQDDDLLAAYLDGT-
LSDARLRAALSARTRQALVHPVYFGSAATGAGVPELTAGIREML  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-----
GREKLKITE  293
               G      + G+VFKVE    G++  Y R++SGTLR RD V  A      RE  
+IT 
Sbjct  240  
PAAGGDPDGPVSGTVFKVERGPAGEKIAYARMFSGTLRTRDRVPFAAPDADAREDGRITA  299

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +   G  VR DT   G I  L     +R+ D LG+P + P   +     P L T 
+ P
Sbjct  300  ISVFEHGTDVRRDTVTAGRIAKLWGLADIRIGDALGEPHKAPGHFFAP---
PTLETVVVP  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                 R  L  ALTQLA+ DPL+    D +  EI +S  G VQ EVV A L++ + 
L+  
Sbjct  357  
GPGTDRRALHLALTQLAEQDPLIDLRHDEVRREISVSLYGEVQKEVVQATLADDFGLDVG  416

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             ++ + + +ERP    +     +   NPF A++GL V P  +GSGV +   V LG 
+  +
Sbjct  417  
FRKTTPLCVERPAGTGAAVEFNKKDANPFLATVGLRVDPAPVGSGVGFRLEVELGSMPYA  476

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLA  520
            F  AV D +   L+QGL GW VTDC +   +            G   S  ST 
ADFR L 
Sbjct  477  
FFKAVEDTVLDTLQQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLT  536

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL+ +GT + EP   F + AP + L           A  +T + + D  V  
G 
Sbjct  537  
PLVLIEALRRAGTTVYEPMHRFRVEAPADTLGALLPVLAALRAVPQTTETRDDSGVLEGV  596

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            +PA  +      L   T G     +    Y A VG+    P RP +
Sbjct  597  VPADRVHELEQRLPGLTRGEGELESGFDHY-APVGRGT-APHRPRT  640

>WP_098630095.1 GTP-binding protein [Bacillus cereus]
 PFX69098.1 tetracycline resistance protein [Bacillus cereus]



Length=647

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 233/661 (35%), Positives = 372/661 (56%), Gaps = 
41/661 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCLELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------ALA  284
            ++ ++             L G VFK+E    G++  Y+R++SG+L +R  V      
+L+
Sbjct  234  
LENISAFLPANSSSQDEELAGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRCKSLS  293

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
             +EK+K  ++ +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  
Sbjct  294  HKEKIK--
KLCLFHNGDAVQTTTVPNGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--  349

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
E++ 
Sbjct  350  PQMEASI---



DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEIIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y
Sbjct  407  
TTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
HLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG 
Sbjct  527  
PLVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMF  635
            +P    ++++  L  +T G  +  T+  G+   + +P    R+     P +R D + 
H+ 
Sbjct  587  LPVAKTESFKRILHSFTEGEGIFTTKPAGF--
TILKPPFPTRKRVDYNPLNRKDYLLHVL  644

Query  636  Q  636
            +
Sbjct  645  K  645

>WP_098791130.1 GTP-binding protein [Bacillus cereus]
 PGM50008.1 tetracycline resistance protein [Bacillus cereus]
Length=649

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 238/658 (36%), Positives = 366/658 (56%), Gaps = 
33/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERVLYETNVIKEIGRVDSGNTHTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+FINKID++G + + VV+ +R+ LS +++    ++   +    I+     + 
E+++
Sbjct  121  IPTVLFINKIDRSGANTEKVVKQIRETLSNEVLPFYAVENEGTKQARII-----
EYESYE  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E +    L +E ++++Q  +++P+++GSA  G+GI  
L++
Sbjct  176  
DCIELLATYNESLLESYVNNEIVPDALLRKELEKQIQRTNVYPIFFGSAMTGIGITELLE  235

Query  233  AVTGLFQPIGEQGSA---
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
             ++ +  P           L G VFK+E    G++  Y+R++SG L +R  V +   
E L
Sbjct  236  NISAML-
PADTSSHCEDDTLSGIVFKIEREPSGEKIAYVRVFSGCLHVRKYVNIHRTESL  294

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G  V+T T   GE   +     +++ D++G+ T   +     
+P  
Sbjct  295  
SHKEKIKKMCIFHNGNAVQTPTVQSGEFGKVWGFSDIKIGDIIGELTNHIKDIQLAEP--  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D+I +E+ +   G VQ 
EV+  
Sbjct  353  ---
QMEAAIEAMPKERIHDLYAALIELCEEDPLIKVWKDNIHNELYIRLFGEVQKEVIET  409

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +      
SGV Y 
Sbjct  410  
TLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGEPNSGVTYN  469

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  470  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  529

Query  522  



IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  530  
LVLMAALKQAETCVYEPVNEFELTVPEHSISTAMYKLAAIPATFAEPLLHNDSYHLTGSL  589

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  590  
PVSKTESFKRLLHSFTEGEGIFTTKPAGFTELLAPFPTRKRVDFNPLNRKDYLLHVLK  647

>WP_043716335.1 GTP-binding protein [Kutzneria sp. 744]
 EWM11488.1 tetracycline resistance protein TetP [Kutzneria sp. 744]
Length=652

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 
matrix adjust.
 Identities = 241/658 (37%), Positives = 357/658 (54%), Gaps = 
26/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+A+G I E G V+ G T+TD+M LER+RGITI
++AV
Sbjct  1    
MAVLNLGILAHVDAGKTSLTERLLHAAGIIDEIGRVDDGNTQTDSMALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
VSFSIGDRTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRVLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----
SPEIVLEENTDIEAWD  176
            IPT++F+NK+D+ G     +V  +  KLS  I+   +V+     +   V     D
+E  +
Sbjct  121  
IPTIVFVNKVDRGGARYDGLVADIAAKLSPSIVPMGSVAALGTRAARAVPFGVEDVEFVE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             ++E +D+L   Y++   I  E+       R +   + PV++GSA  G G+  L+D 
+T 
Sbjct  181  
RLVELDDELTAAYLSSSDIPYERARSTLAERSRRGLVHPVFFGSAITGTGVGALIDGITS  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
                  E   A + G+VFKVE    G++  Y+R+++G LR+RD +        K+T 



+ +
Sbjct  241  FLPAAPEDVDAPVSGAVFKVERGPAGEKIAYVRMHAGRLRVRDRLPDGDD---
KVTAIAV  297

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++G  V       G I  L   + +R+ DV+G  TR  +  +     P L T + 
P  +
Sbjct  298  FAEGASVSQPAVAAGSIARLWGLNGIRIGDVIGSSTRAEKHYFSP---
PTLETVVLPARS  354

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R  L  AL QLA+ DPL+    D I  EI +S  G VQ EV+ A L+E++ L+   
+E
Sbjct  355  
GERGTLRAALDQLAEQDPLIDVRQDEIRREITVSLYGEVQKEVIQATLAEEFGLDVCFRE  414

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + I +ER +   +    I+V PNPF A++GL + P  +  GV+Y   V LG +  
SF  
Sbjct  415  
TTTINIERVVGTGAAFEIIDVAPNPFLATVGLRIEPGPVNGGVRYRLGVELGSMPYSFMK  474

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D +R  L QGL GW V DC +   +  YY            S  ST +DFR L 
P+V
Sbjct  475  
AVEDTVRETLSQGLHGWQVIDCVVTMTHSGYYPRQSHMHATFDKSMSSTASDFRGLTPLV  534

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL E+GT++ EP   + L  P E  +       +  A   T+ +        G
+IPA
Sbjct  535  
LMSALAEAGTRVHEPIHRYQLEIPAESFAAVLPVLVRLRAAPLTSSITGGTHSLAGDIPA  594

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR---
PNSRLDKVRHMFQKV  638
              +      L   T+G  V  +    Y+   G    + RR   P +R + + H+ +
+V
Sbjct  595  
AEVHGLERRLPSLTSGEGVLESAFDHYRPVDGPAPDRVRRDHNPLNRKEYLLHVLRRV  652

>WP_071736035.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
anthracis]
 OJD93412.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 399 bits (1024),  Expect = 3e-127, Method: Compositional 



matrix adjust.
 Identities = 231/652 (35%), Positives = 361/652 (55%), Gaps = 
26/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFTDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE ++  E ++   L +E ++++Q A+L+P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESFVNNEIVTDTLLRKELEKQIQQANLYPIFFGSALTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             +  L           L G VFK+E    G++  Y+R++SGTL +R  V +   + 
L   
Sbjct  236  
NIPSLLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDQSLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G  V+T T   G+   +   +++++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCMFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  356  IDALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464



            EKY L+       V+ ME+P+   S    +    NPF+A++G  V    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCMEKPIGIGSSVEVMGEKTNPFYATVGFKVERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+   Y+        + R  N+ L++  ++  
Sbjct  591  KTENFQRMLHSFTEGEGIFTTKPADYKKLKAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_000207820.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
Length=647

 Score = 399 bits (1024),  Expect = 4e-127, Method: Compositional 
matrix adjust.
 Identities = 233/656 (36%), Positives = 364/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D



Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  + ++   L  E  +++  A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNKIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   + 
L   
Sbjct  236  
NISALLPANNSSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIQRDQSLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G  V+T T   GE   +   + +++ D++G  T   +     +P     
Sbjct  296  
EKIKKMCMFHNGNAVQTSTVPSGEFCRVWGLNDIKIGDIIGKRTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV++  
L 
Sbjct  356  IDALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P++ +S A +      AT        D    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H+ +



Sbjct  591  KTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-PLPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_097855462.1 GTP-binding protein [Bacillus cereus]
 PDZ55560.1 tetracycline resistance protein [Bacillus cereus]
 PED04937.1 tetracycline resistance protein [Bacillus cereus]
 PEQ27465.1 tetracycline resistance protein [Bacillus cereus]
 PEQ75236.1 tetracycline resistance protein [Bacillus cereus]
 PES12295.1 tetracycline resistance protein [Bacillus cereus]
 PES26473.1 tetracycline resistance protein [Bacillus cereus]
 PET86644.1 tetracycline resistance protein [Bacillus cereus]
 PEU11089.1 tetracycline resistance protein [Bacillus cereus]
 PEV56855.1 tetracycline resistance protein [Bacillus cereus]
 PEX24002.1 tetracycline resistance protein [Bacillus cereus]
 PEX60487.1 tetracycline resistance protein [Bacillus cereus]
 PEY17439.1 tetracycline resistance protein [Bacillus cereus]
 PFB25639.1 tetracycline resistance protein [Bacillus cereus]
 PFC22316.1 tetracycline resistance protein [Bacillus cereus]
 PFC86635.1 tetracycline resistance protein [Bacillus cereus]
 PFC96346.1 tetracycline resistance protein [Bacillus cereus]
 PFD83445.1 tetracycline resistance protein [Bacillus cereus]
 PFF41590.1 tetracycline resistance protein [Bacillus cereus]
 PFI46458.1 tetracycline resistance protein [Bacillus cereus]
 PFK62176.1 tetracycline resistance protein [Bacillus cereus]
 PFM74882.1 tetracycline resistance protein [Bacillus cereus]
 PFO89274.1 tetracycline resistance protein [Bacillus cereus]
 PFT76615.1 tetracycline resistance protein [Bacillus cereus]
 PGL47250.1 tetracycline resistance protein [Bacillus cereus]
 PGN90204.1 tetracycline resistance protein [Bacillus cereus]
 PGO07451.1 tetracycline resistance protein [Bacillus cereus]
 PGO94405.1 tetracycline resistance protein [Bacillus cereus]
 PGP62315.1 tetracycline resistance protein [Bacillus cereus]
 PGP92465.1 tetracycline resistance protein [Bacillus cereus]
 PGS56104.1 tetracycline resistance protein [Bacillus cereus]
 PGT28826.1 tetracycline resistance protein [Bacillus cereus]
 PGV39620.1 tetracycline resistance protein [Bacillus cereus]
 PGV89535.1 tetracycline resistance protein [Bacillus cereus]
 PGX75191.1 tetracycline resistance protein [Bacillus cereus]
 PGY25593.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 399 bits (1024),  Expect = 4e-127, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +R+ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIREVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  



ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_005592232.1 GTP-binding protein [Streptococcus cristatus]
 EGU68102.1 GTP-binding domain protein [Streptococcus cristatus ATCC 
51100]
Length=288

 Score = 385 bits (990),  Expect = 4e-127, Method: Compositional 
matrix adjust.
 Identities = 187/288 (65%), Positives = 228/288 (79%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKSNIGIDNLIEVITNKFYS  240



Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  288

>WP_048558405.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 KMP20327.1 tetracycline resistance protein [Bacillus cereus]
 OFC84465.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis]
 AVR32798.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 4e-127, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
ILEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292



Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +KY L+       V+ +E+P+   +    +    NPF+ASIG  +    L SG+ Y
+  V
Sbjct  411  
DKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYASIGFKIERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_065703803.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ANV71543.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFD04649.1 tetracycline resistance protein [Bacillus cereus]
 PGV70615.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 4e-127, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEAQIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V



Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098488863.1 GTP-binding protein [Bacillus cereus]
 PDY23441.1 tetracycline resistance protein [Bacillus cereus]
 PFJ49257.1 tetracycline resistance protein [Bacillus cereus]
 PFW06930.1 tetracycline resistance protein [Bacillus cereus]
 PGX06714.1 tetracycline resistance protein [Bacillus cereus]
 PGY20676.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 4e-127, Method: Compositional 
matrix adjust.
 Identities = 230/647 (36%), Positives = 356/647 (55%), Gaps = 
13/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDCAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +     +V         + E  +  +  



+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFHSVQNEGTKEARIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVNIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ V+T T + GE   +     +++ D++G+ T   +     +  P +  
TI  
Sbjct  301  MCIFHNGDAVQTSTVHSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEATIDV  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
LAKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLCEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVERGELNSGITYNLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
+LK++ 
Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMNSLKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P   +S A +      AT     +  D    TG +P   I+ 
++  
Sbjct  539  
TCVYEPLNEFELTVPAHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSLPVAKIEDFKPM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636



            L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  599  LHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207838.1 GTP-binding protein [Bacillus thuringiensis]
 ADY22251.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
finitimus YBT-020]
 OTX69780.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
finitimus]
Length=647

 Score = 398 bits (1023),  Expect = 4e-127, Method: Compositional 
matrix adjust.
 Identities = 233/651 (36%), Positives = 359/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIEDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTMLFVNKIDRSGANSEKVVKQIKEMLSNEAFPFYSAQNEGTKEARILEYKSYDDYVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +    + LL  YI  E I    L  E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYKESLLASYINNEIIPNALLRNELEKQIQQANVYPIFFGSAMTGIGVTELLENIPSL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
            F       +  L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
FPTNKSAENEILSGIVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
ICIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNKFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  GY   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPSGY-TELKAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_073541995.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 239/660 (36%), Positives = 363/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIYDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSALTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L           L G VFK+E    G++  Y+RL+SG+L +R  V +   
E L 
Sbjct  234  
LENIPALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ V+T T   GE   +     +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCIFHNGDAVQTSTVPNGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LYEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  



YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPLVLMDALKQAETYVYEPVNKFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTQPAGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098339567.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 PEY29088.1 tetracycline resistance protein [Bacillus cereus]
Length=657

 Score = 399 bits (1024),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 348/629 (55%), Gaps = 
22/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+KG+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETHVIQEIGQVDKGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFGVLDGAILVISAVEGIQAQTKILMKTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G +   V+Q +RD L+  ++    V         +L+   +   
+D 
Sbjct  121  
IPTILFVNKIDRSGAETTKVIQQIRDMLTNQVLPLYKVKNEGTKDAYILQNKVNAAVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             IE    +N+ LLE Y+ GE +  + L  E   ++Q A+++P+++GSA  G+GI  
L+++
Sbjct  181  



YIELLASHNESLLESYVNGEILHEDTLRNELWDQIQHANVYPIFFGSAMTGIGITELLES  240

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            ++ +       +  +  L G VFK+E     ++  Y+R++SG L +R  + +  ++    
Sbjct  241  
ISVMIPQNDCDDDINTPLSGIVFKIERELTREKIAYVRIFSGCLHVRKYIDINRKQSDLN  300

Query  288  ----KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWRED  341
                K KI  + I   G  V++  A  GE   +     +R+ DV+G+   ++    
+ E 
Sbjct  301  
TISHKEKIKNLHIFHNGNAVQSPIAGTGEFCKVWGLSDIRIGDVIGEWSDKMKGIHFAE-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G VQ 
EV+  
Sbjct  360  --
PQMEAAIEARPKEKNHDLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQKEVIET  417

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L E Y L     +  +I +E+P+        +    NPF+A+IG  +   + G+G
+ Y 
Sbjct  418  
TLQENYNLAVSFSDIRIICIEKPIGIGDALEIMGEKTNPFYATIGFKIERGACGTGITYN  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  DFR 
L P
Sbjct  478  
LAVELGSLPLAFHKAIEDTVFQTLKQGLYGWKVTDIVVTLTHTGYASPVTTAGDFRKLTP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P   LS A +      A      +       
TG +
Sbjct  538  
LVLMDALKQAGTNVYEPVNEFELTVPAHSLSTAMYKLSAIHAAFTEPVLHNGSFCLTGTL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P    + ++  L  +T G  V +    GY
Sbjct  598  PMAKTENFKRVLHSFTEGEGVFIARPCGY  626

>WP_088068882.1 GTP-binding protein [Bacillus thuringiensis]
 OUB91211.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
medellin]
Length=647



 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 228/627 (36%), Positives = 358/627 (57%), Gaps = 
26/627 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLY  410



Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              ++++  L  +T G  +  T+  GY+
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGYK  617

>WP_098453222.1 GTP-binding protein [Bacillus cereus]
 PFJ87333.1 tetracycline resistance protein [Bacillus cereus]
 PGM81926.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 228/647 (35%), Positives = 355/647 (55%), Gaps = 
13/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDCAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 



Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVNIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ V+T T + GE   +     +++ D++G+ T   +     +  P +  
TI  
Sbjct  301  MCIFHNGDAVQTSTVHSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEATIDV  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
LAKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLCEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V P  L SG+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVEPGELNSGITYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   ++QGL+GW VTD  +   +  Y SPV+T +DFR+L P+V   
+LK++ 
Sbjct  479  
FHKAIEDTVFQTIKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVFMNSLKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P+  +S A +      AT    ++  D    TG +P    + 
++  
Sbjct  539  
TCVYEPLNEFELTVPEHAISTAMYKLAAISATFREPKLYNDSYHLTGSLPVAKTEDFKRM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            L  +T G  +  T   G+         + R    P +R D + H+ +



Sbjct  599  LHSFTEGEGIFATRPGGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_086403602.1 GTP-binding protein [Bacillus thuringiensis]
 OUB77872.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
jegathesan]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 232/630 (37%), Positives = 359/630 (57%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  



PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E  +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNEFYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY+
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFTTKPYGYK  617

>WP_098363740.1 GTP-binding protein [Bacillus anthracis]
 PFA54570.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 358/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIAAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
LPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  



ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEHAISTAMYKLATIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_061659307.1 GTP-binding protein [Bacillus cereus]
 KXY08924.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 231/651 (35%), Positives = 359/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
LPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300



Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P++L  
ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLILMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN----SRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R N    +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVNYNPLNRKDYLLHVLK  645

>WP_098216642.1 GTP-binding protein [Bacillus cereus]
 PEQ41165.1 tetracycline resistance protein [Bacillus cereus]
 PER21616.1 tetracycline resistance protein [Bacillus cereus]
 PEX87463.1 tetracycline resistance protein [Bacillus cereus]
 PEY97492.1 tetracycline resistance protein [Bacillus cereus]
 PGP62782.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 230/647 (36%), Positives = 355/647 (55%), Gaps = 
13/647 (2%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDCAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVNIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ V+T T + GE   +     +++ D++G+ T   +     +  P +  
TI  
Sbjct  301  MCIFHNGDAVQTSTVHSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEATIDV  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
LAKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLCEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V LG 
L  +
Sbjct  419  



FSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVERGELNSGITYNLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
+LK++ 
Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMNSLKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P   +S A +      AT     +  D    TG +P   I+ 
++  
Sbjct  539  
TCVYEPLNEFELTVPAHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSLPVAKIEDFKRM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  599  LHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_094424885.1 GTP-binding protein [Bacillus clausii]
 AST96008.1 tetracycline resistance protein [Bacillus clausii]
 PTL21223.1 GTP-binding protein [Bacillus clausii]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 228/644 (35%), Positives = 355/644 (55%), Gaps = 
10/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I E GSV+KG T TDT+ +ER+RGIT+
+AA 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTEQMLYQAGVIKEAGSVDKGNTTTDTLAIERERGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W+  KVNI+DTPGH DF++EV  +L +LDGAIL++SA +GVQAQTR+L  +L
+   
Sbjct  61   
VSFFWNDVKVNIIDTPGHADFISEVEHALTILDGAILIVSAVEGVQAQTRVLMQSLKAYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAW-DA  177
            IPTV FINKID+ G D + V++ ++  L   I  + +QT   +   +         
W D 
Sbjct  121  
IPTVFFINKIDRVGADYKRVIKQIKWLLDDHICPMCEQTQGDTAYSIKATCPQTAGWLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237



            +  +ND+LL  Y+  EP+S  +L +E  ++ + A  +P++ GSA KG+G+  L+ +
++  
Sbjct  181  
LALHNDELLAAYVENEPVSEMELRKELSQQTKKAVAYPLFIGSAAKGVGVSALLHSLSHW  240

Query  238  FQPIGEQGSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKIT  292
            F    E+ S   L G VFKV     G+R   +RLY G L  R  V++   +     
+K+ 
Sbjct  241  
FSHTTEEASERDLSGIVFKVTELPNGEREALVRLYEGRLVARKMVSVIRADHPSFSVKVK  300

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             ++    G          G++ +L   S+++ D+LG   R+P+ +      P L+  
+  
Sbjct  301  HLQQLENGGRTGASAVSAGDVAVLREKSLQVGDILGK--
RVPQMKRFAFKKPPLQVQVHT  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +LA  DP L+   D+ T +  +   G VQ EV+ + L  +  
L   
Sbjct  359  
DRKEEAIALHRALARLAAEDPFLQYTQDAATGDHFIRIFGHVQQEVLLSALKNEQGLSVS  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            + EP V+ +E+P    +    I    NPF+A++G  V P   GSG+ Y+    LG 
L  +
Sbjct  419  
MSEPLVVCIEKPSGVGAAVEWIGEKGNPFYATLGFRVEPGPEGSGLSYQLEAELGSLPPA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQ AV D  R  L++GL GW V D  +   +  Y+SPVST  DFR LAP+VL +AL
+++G
Sbjct  479  
FQRAVHDTCRVVLQEGLKGWAVEDIIVTLTHTGYWSPVSTARDFRGLAPLVLMEALRQAG  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     +  P+ +LS       +    +      +  V+  G IP R     
++ 
Sbjct  539  
TSVYEPLERIEVIVPERFLSTLLSRIVQLGGNVLEPAFHQAGVLIKGTIPVRTATRLKSS  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   + G  + +++  GY+   G+   + RR  + L++  ++ +
Sbjct  599  IHALSGGEGILISKPGGYERVAGKAPTKERRQLNPLERTNYLMR  642

>WP_097999643.1 GTP-binding protein [Bacillus cereus]
 PEC01427.1 tetracycline resistance protein [Bacillus cereus]



 PED29614.1 tetracycline resistance protein [Bacillus cereus]
 PEE50703.1 tetracycline resistance protein [Bacillus cereus]
 PEW27205.1 tetracycline resistance protein [Bacillus cereus]
 PEY89177.1 tetracycline resistance protein [Bacillus cereus]
 PFL97968.1 tetracycline resistance protein [Bacillus cereus]
 PFT64795.1 tetracycline resistance protein [Bacillus cereus]
 PFV71163.1 tetracycline resistance protein [Bacillus cereus]
 PGE43573.1 tetracycline resistance protein [Bacillus cereus]
 PGR31151.1 tetracycline resistance protein [Bacillus cereus]
 PGW06127.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344



                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_071739201.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 OJE01772.1 tetracycline resistance protein [Bacillus cereus]
 OPA21410.1 tetracycline resistance protein [Bacillus cereus]
 OUB45950.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
iberica]
 SME73167.1 Tetracycline resistance protein TetO [Bacillus cereus]
 PFQ63690.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 370/658 (56%), Gaps = 



35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG



+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_033695866.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ETT81336.1 tetracycline resistance protein [Bacillus mycoides FSL 
R5-860]
 OOR38906.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1023),  Expect = 5e-127, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174



            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLGPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGLL  587



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207814.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ACK94139.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus G9842]
 PEC94103.1 tetracycline resistance protein [Bacillus thuringiensis]
 PER86483.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGS41023.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 398 bits (1022),  Expect = 6e-127, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ LF       +  L G VFK+E    G++  Y+R++SG+L +R  V +   



E L
Sbjct  233  
LLENISTLFPANKSAENETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMYMFHSGNAVQSPIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMNALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097881992.1 GTP-binding protein [Bacillus cereus]
 PEA27559.1 tetracycline resistance protein [Bacillus cereus]
 PEW97068.1 tetracycline resistance protein [Bacillus cereus]
 PFK17756.1 tetracycline resistance protein [Bacillus cereus]
 PFP52126.1 tetracycline resistance protein [Bacillus cereus]
 PFV16692.1 tetracycline resistance protein [Bacillus cereus]
 PGK72931.1 tetracycline resistance protein [Bacillus cereus]



 PGK98970.1 tetracycline resistance protein [Bacillus cereus]
 PGU54828.1 tetracycline resistance protein [Bacillus cereus]
 PGU74137.1 tetracycline resistance protein [Bacillus cereus]
 PGZ11858.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1022),  Expect = 6e-127, Method: Compositional 
matrix adjust.
 Identities = 228/647 (35%), Positives = 355/647 (55%), Gaps = 
13/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDCAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVNIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ V+T T + GE   +     +++ D++G+ T   +     +  P +  
TI  
Sbjct  301  MCIFHNGDAVQTSTVHSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEATIDV  358

Query  353  



KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
LAKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLCEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V P  L SG+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVEPGELNSGITYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   ++QGL+GW VTD  +   +  Y SPV+T +DFR+L P+V   
+LK++ 
Sbjct  479  
FHKAIEDTVFQTIKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVFMNSLKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P+  +S A +      AT    ++  D    TG +P    + 
++  
Sbjct  539  
TCVYEPLNEFELTVPEHAISTAMYKLAAISATFREPKLYNDSYHLTGSLPVAKTEDFKRM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            L  +T G  +  T   G+         + R    P +R D + H+ +
Sbjct  599  LHSFTEGEGIFATRPGGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098080641.1 GTP-binding protein [Bacillus wiedmannii]
 PEK65042.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEL54981.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEO08179.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEQ05240.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEU29174.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHB39219.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHC24764.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHC85277.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 398 bits (1022),  Expect = 6e-127, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAPEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+   +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL



Sbjct  471  
ELGSLPLAFHKAIEGTVFQTLKQGLYGWEVTDVMVTLTHTDYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098601565.1 GTP-binding protein [Bacillus cereus]
 PFQ30246.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1022),  Expect = 6e-127, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  I   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIITLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098652469.1 GTP-binding protein [Bacillus toyonensis]
 PGB66943.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 398 bits (1022),  Expect = 6e-127, Method: Compositional 



matrix adjust.
 Identities = 228/650 (35%), Positives = 361/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ L+ ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILANEVFPFYSAQNEGTKDARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VAPFNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +P        
A 
Sbjct  301  MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  



ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYDLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_027772293.1 GTP-binding protein [Streptomyces sp. CNQ329]
Length=671

 Score = 399 bits (1024),  Expect = 6e-127, Method: Compositional 
matrix adjust.
 Identities = 246/667 (37%), Positives = 362/667 (54%), Gaps = 
32/667 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVIEEVGSVDDGSTRTDSLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALDGITVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------SLSP-
EIVLEENTD  171
            IPT++F+NK D+ G    ++V+ +  KL+   +   TV        + +P      
+N  
Sbjct  121  
IPTLVFVNKTDRRGARGHALVRDIAGKLAPGAVAMGTVQQRGTRAAAFTPYGPGHPDNAA  180



Query  172  IEA--WDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              A   D +  ++D LL  Y+A E  ++  +L +    +   A + PVY+GSA  G 
G+ 
Sbjct  181  
FTARLADVLAVHDDALLADYVADEAAVTYRRLRKSLAEQTAGALVHPVYFGSAATGTGVA  240

Query  229  PLMDAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
             L   +  L   P G+ G+ A  G+VFKVE    G++  Y+R+ +GT+R R  +A    
+
Sbjct  241  ELTAGIKELLPAPAGDTGAPA-
AGTVFKVERGPGGEKVAYVRMLAGTVRTRQELAYGDGD  299

Query  288  KL----KITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-
RLPRKRWRED  341
            +     K+T + +  +GE V +D    G I ++     VR+ D +G    R    R    
Sbjct  300  
RAPATEKVTGVEVFEQGEAVPSDGVGAGRIAMVRGLAGVRIGDAVGAAVGRADHARRHHF  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T + P   A R  L  AL QLA+ DPL+    D +  E+ +S  G VQ 
EV+ A
Sbjct  360  
APPTLETVVVPDRDADRGALHTALFQLAEQDPLIALRQDDVRQELYVSLYGEVQKEVIGA  419

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+++Y L    +E SVI++ER   + S     +   NPF A++GL V P   G
+GV + 
Sbjct  420  
TLADEYGLPVSFRESSVIHVERLTASGSAYEKGDTDTNPFLATVGLRVEPAPPGTGVVFA  479

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SP  509
              V LG +  +F  AV D +R  L QGL GW + D ++   +  Y+            
S 
Sbjct  480  
LAVELGSMPYAFFKAVEDRLRATLRQGLHGWEIPDVRVTMTHSGYWPRQSHAHQGFSKSM  539

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST ADFR + P+VL  ALK +GT++ EP   F L AP++ +   +       A +
+  +
Sbjct  540  
SSTGADFRGITPLVLADALKRAGTRVHEPVQRFRLEAPEDAVPALWPVFAALGAVVDGQE  599

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            V+    V  GEIPA  + A    L   T G  V  T    Y+A  G   ++PR  +
+ LD
Sbjct  600  
VRGGAAVLEGEIPAARVHALERKLPGLTRGEGVLETAFGRYRAVRGPAPVRPRTDHNPLD  659



Query  630  KVRHMFQ  636
            +  ++  
Sbjct  660  RKEYLLH  666

>WP_098156070.1 GTP-binding protein [Bacillus wiedmannii]
 PEL80195.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 398 bits (1022),  Expect = 7e-127, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 368/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFRFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  K--



KICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAI  356

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
               PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  357  DAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  I   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISITLTHTSYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P++ +S A +      AT        D    TG 
+P   
Sbjct  532  
DALKKAQTYVYEPVNEFELTVPEQAISTAMYKLAAISATFAEPIFNNDSYELTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+   +    I+ R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTRPAGFTKIMAPFPIRKRVDYNPLNRKDYLLHILK  
645

>WP_088009402.1 GTP-binding protein [Bacillus mycoides]
 OSX97613.1 hypothetical protein BTJ45_05636 [Bacillus mycoides]
Length=647

 Score = 398 bits (1022),  Expect = 7e-127, Method: Compositional 
matrix adjust.
 Identities = 230/647 (36%), Positives = 355/647 (55%), Gaps = 
13/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDCAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVNIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ V+T T + GE   +     +++ D++G+ T   +     +  P +  
TI  
Sbjct  301  MCIFHNGDAVQTSTVHSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEATIDV  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
LAKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLCEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVERGELNSGITYNLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
+LK++ 
Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMNSLKQAE  538



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P   +S A +      AT     +  D    TG +P   I+ 
++  
Sbjct  539  
TCVYEPLNEFELTVPAHAISTAMYKLAAIPATFAEPTLHNDSYHLTGSLPVAKIEDFKPM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            L  +T G  + +T+  G+         + R    P +R D + H+ +
Sbjct  599  LHSFTEGEGIFITKPTGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207813.1 GTP-binding protein [Bacillus cereus]
 ACK61969.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus B4264]
 EEK88859.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
m1550]
 AKE17414.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Bacillus cereus]
 KXI42420.1 tetracycline resistance protein [Bacillus cereus]
 KZD63378.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
 OED07833.1 tetracycline resistance protein [Bacillus cereus]
 OJE12641.1 tetracycline resistance protein [Bacillus cereus]
 ONG61433.1 tetracycline resistance protein [Bacillus cereus]
 ARO65211.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus]
 ARO59850.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus]
 ASI73348.1 tetracycline resistance protein [Bacillus cereus]
 PER82108.1 tetracycline resistance protein [Bacillus cereus]
 PEW13269.1 tetracycline resistance protein [Bacillus cereus]
 PFK75636.1 tetracycline resistance protein [Bacillus cereus]
 PGO23836.1 tetracycline resistance protein [Bacillus cereus]
 PGY90209.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1022),  Expect = 7e-127, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 372/658 (57%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  TI    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEATI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  



LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFREPILSNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_001977398.1 GTP-binding protein [Bacillus cereus]
 EAL13070.1 tetracycline resistance protein tetP [Bacillus cereus 
G9241]
 KDB40680.1 tetracycline resistance protein [Bacillus cereus]
 AIY73534.1 small GTP-binding domain protein [Bacillus cereus]
 AJI03093.1 small GTP-binding domain protein [Bacillus cereus G9241]
Length=647

 Score = 398 bits (1022),  Expect = 7e-127, Method: Compositional 
matrix adjust.
 Identities = 229/653 (35%), Positives = 364/653 (56%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 



+  L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG+L +R  V      +L+ 
+EK+K 
Sbjct  241  
IPAHTSVQNETLSGVVFKIERESSGEKIAYVRIFSGSLHVRKYVDIQRSKSLSHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G++++  T   GE   +   + +++ D++G+ T   +     +P        
Sbjct  300  -
KMCLFHNGDVIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   ++   +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNNVEVMGEKANPFYATIGFKIERGELNSGITYTLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNKFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTTRPAGF-TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_048538277.1 GTP-binding protein [Bacillus cereus]
 KMP53049.1 tetracycline resistance protein [Bacillus cereus]



Length=647

 Score = 398 bits (1022),  Expect = 7e-127, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---



QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIENSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098603752.1 GTP-binding protein [Bacillus cereus]
 PFR89185.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1022),  Expect = 7e-127, Method: Compositional 
matrix adjust.
 Identities = 231/651 (35%), Positives = 358/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIAAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
LPANNSSPDEELAGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  



QAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098938717.1 GTP-binding protein [Bacillus cereus]
 PEF69110.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1022),  Expect = 7e-127, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLERLPALIPALTSAQEEPLSGVVFKIERESSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     



+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_016091155.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
cereus]
 EOP26574.1 small GTP-binding protein domain protein [Bacillus 
cereus HuA2-3]
Length=647

 Score = 398 bits (1022),  Expect = 7e-127, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 372/658 (57%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVIKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I R+ L+RE+ ++++Q A+++P+++GSA  G
+GI  
Sbjct  174  YDDCMELLASYNESLLESYVNNE-
IIRDALLREKLEQQIQQANVYPIFFGSAMTGIGITE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVNIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
SHKEKIKKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y 
Sbjct  408  
TLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKHNSGITYN  467

Query  462  



SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098288925.1 GTP-binding protein [Bacillus cereus]
 PFC72944.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 398 bits (1022),  Expect = 8e-127, Method: Compositional 
matrix adjust.
 Identities = 230/650 (35%), Positives = 362/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++FINKID++G + + V++ ++  LS +       Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFINKIDRSGANTEKVMKQIKGFLSNEAFPFYSVQNEGTKEARIIEYKSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L ++ ++++Q A+++P+++GSA  G+G+  L++ 



+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDAILRKKLEKQIQQANVYPIFFGSAMTGIGVTELLENIPSL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
            F       +  L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
FPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G+ ++T T   GE   +     +++ D++G+ T   +     +P         
P
Sbjct  301  
MCMFHNGDAIQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P    +    +    NPF+A++G +V    L SG+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPNGVGNSIEVMGEKANPFYATVGFNVELGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNNSYQLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098913240.1 GTP-binding protein [Bacillus cereus]
 PEF42993.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 397 bits (1021),  Expect = 8e-127, Method: Compositional 
matrix adjust.
 Identities = 230/651 (35%), Positives = 359/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIAAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
LPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G +++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCLFHNGGVIQISTVPSGEFCKVWGLNDIKIGDIIGEQTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKYNL  415



Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_086601557.1 GTP-binding protein [Streptomyces swartbergensis]
 OUD02230.1 GTP-binding protein [Streptomyces swartbergensis]
Length=657

 Score = 398 bits (1022),  Expect = 8e-127, Method: Compositional 
matrix adjust.
 Identities = 247/646 (38%), Positives = 351/646 (54%), Gaps = 
29/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LL+++G I E G V+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MQLLNLGILAHVDAGKTSLTERLLHSAGVIDEVGRVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G   + V++SV D+L+  I+   T +         +     + 
A D 



Sbjct  121  
IPTLLFVNKIDRRGARDEEVLRSVSDRLTPAIVPMGTATGLGTRAARFIPGPGPVTALDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + +++D LL  Y+ G  ++   L R    + +DA + PVY+GSA  G G+  L+  
+  L
Sbjct  181  LSDHDDTLLAAYVEGT-
VTDALLHRSLVAQTRDALVHPVYFGSAATGAGVDALLSGIEEL  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRI  296
                       + G+VFKVE    G++  Y R++SGTLR RD +   A   + +IT 
+ +
Sbjct  240  
LPAADGDADGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIPFGADGAEGRITGISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPK  353
               G   R D    G+I  L     +R+ D +G+    PRK +     P P L T 
+ P 
Sbjct  300  FGHGTDTRADAVAAGQIARLWGLGDIRIGDAIGE----PRKAYEHFFAP-
PTLETVVVPG  354

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+++Y L    
Sbjct  355  
PGVNRGALHLALTQLAEQDPLIGLRHDEHRQETSVSLYGEVQKEVIQATLADEYGLHVTF  414

Query  414  KEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +E + + +ER L    H +   +  PNPF A++GL V P  +GSGV +   V LG 
+  +
Sbjct  415  RETTPLCVER-
LVGTGHAVEFNKKDPNPFLATVGLRVDPAPVGSGVGFRLEVELGSMPYA  473

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLA  520
            F  AV D +R  L+QGL+GW VTDC +   +            G   S  ST 
ADFR + 
Sbjct  474  
FFKAVEDTVRETLDQGLYGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGVT  533

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  AL+ +GT++ EP   F + AP + L           A  E  + + D  V  
G 
Sbjct  534  
PLVLIDALRRAGTRVHEPMHRFRIEAPADTLGTLLPVLAGLAAVPEATRNRGDLCVLEGT  593

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            +PA  + A    L   T G     +    Y A V    I PRRP +
Sbjct  594  VPAARVHALGQLLPGLTRGEGELESAFDHY-APVTHGTI-PRRPRT  637



>WP_061655559.1 GTP-binding protein [Bacillus cereus]
 KXY54475.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1021),  Expect = 8e-127, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  



MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_000207797.1 GTP-binding protein [Bacillus cereus]
 EJQ30067.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG4X12-1]
 EOP84328.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG5X12-1]
 PER67776.1 tetracycline resistance protein [Bacillus cereus]
 PES50047.1 tetracycline resistance protein [Bacillus cereus]
 PFC68943.1 tetracycline resistance protein [Bacillus cereus]
 PFD51740.1 tetracycline resistance protein [Bacillus cereus]
 PFI22481.1 tetracycline resistance protein [Bacillus cereus]
 PFJ16252.1 tetracycline resistance protein [Bacillus cereus]
 PGL42714.1 tetracycline resistance protein [Bacillus cereus]
 PGM20424.1 tetracycline resistance protein [Bacillus cereus]
 PGP18050.1 tetracycline resistance protein [Bacillus cereus]
 PGQ56769.1 tetracycline resistance protein [Bacillus cereus]
 PGW15996.1 tetracycline resistance protein [Bacillus cereus]
 PGX50741.1 tetracycline resistance protein [Bacillus cereus]
 PGY46457.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 397 bits (1021),  Expect = 8e-127, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410



Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYIYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098125916.1 GTP-binding protein [Bacillus cereus]
 PEO01502.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1021),  Expect = 8e-127, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 366/651 (56%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  



+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGAKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G+G+  L+D 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTELLDKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI 
Sbjct  240  
LMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLPHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G  V++     GE   +   + +++ D++G+ T   +     +  P +  
+I 
Sbjct  300  KMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEASI-  356

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY 
Sbjct  357  --
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV Y   V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYHLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ 
Sbjct  535  
KQAETHVYEPIKEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLPVAKTEN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636



            ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_044792915.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 397 bits (1021),  Expect = 8e-127, Method: Compositional 
matrix adjust.
 Identities = 229/633 (36%), Positives = 352/633 (56%), Gaps = 
16/633 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIEDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTMLFVNKIDRSGANSEKVVKQIKEMLSNEAFPFYSAQNEGTKEARILEYKSYDDYVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +    + LL  YI  E I    L  E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYKESLLASYINNEIIPNALLRNELEKQIQQANVYPIFFGSAMTGIGVTELLENIPSL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
            F       +  L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
FPTNKSAENEILSGIVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P        
A 
Sbjct  301  ICIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355



Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY L
Sbjct  356  
IDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNKFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            +  L  +T G  +  T+  G+    G   I+ R
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKR  628

>WP_098270357.1 GTP-binding protein [Bacillus anthracis]
 PFB59396.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 397 bits (1021),  Expect = 8e-127, Method: Compositional 
matrix adjust.
 Identities = 231/651 (35%), Positives = 360/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLEKLPTL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                    +  L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPAHTSVQNETLSGVVFKIERESSGEKIAYVRIFSGSLHVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    



+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>EGN48718.1 hypothetical protein HMPREF0990_00619 [Lachnospiraceae 
bacterium 
1_1_57FAA]
Length=288

 Score = 385 bits (988),  Expect = 9e-127, Method: Compositional 
matrix adjust.
 Identities = 185/288 (64%), Positives = 233/288 (81%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI+E G+V+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAIAEQGNVDKGTTRTDTMILERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL
+KM+
Sbjct  61   
TSFCWNDYKINIVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD 
+I 
Sbjct  121  
IPTIIFINKIDQNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIIS  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE+Y+A   +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  
F  
Sbjct  181  
GSDELLERYVAENSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFIT  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
              +   + LCG VFKVEYT+  +R  YLRLY GTL LRDT+ L+ ++K
Sbjct  241  ETDDIQSELCGYVFKVEYTERKKRLSYLRLYHGTLHLRDTLPLSKKKK  288

>WP_098880723.1 GTP-binding protein [Bacillus cereus]
 PGS28011.1 tetracycline resistance protein [Bacillus cereus]



Length=647

 Score = 397 bits (1021),  Expect = 9e-127, Method: Compositional 
matrix adjust.
 Identities = 237/653 (36%), Positives = 362/653 (55%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT+IF+NKID++G + + VV+ ++D LS +      +K   +    I      + 
+++D
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKDVLSNEAFPFYSVKNEGTKEARIF-----
EYKSYD  175

Query  177  AVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE  +++  A+LFP++ GSA  G+G+  
L+
Sbjct  176  DCIELLAPYNESLLESYVNDE-
IVPDILLREELIKQIAQANLFPIFCGSAMTGMGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L        +  L G VFK+E    G++  Y+R++SG L +R  V +   E 
L  
Sbjct  235  
ENISDLIPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGHLHVRKYVHIQRSESLAH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI ++ +   G+ ++T     GE   +     +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKLCVFHNGDAIQTAIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D I HE+ +   G VQ EV+   
L
Sbjct  355  AIEALPK-----
ERIHDLYAALMELCEEDPLIQVWKDDIHHELYIRLFGEVQKEVIEITL  409



Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
YDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIGRGELNSGISYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+LAP+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLAPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      A         D    TG 
+P 
Sbjct  530  
LMDALKQAKTCVYEPVNEFELTVPEHAVSTAMYKLAAIPANFSEPIFNNDSYHLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  GY+        + R  N+ L++  ++  
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTKPAGYKELKAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_089171336.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ASL65769.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Bacillus cereus]
 PFQ53979.1 tetracycline resistance protein [Bacillus cereus]
 PFT47801.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 397 bits (1021),  Expect = 9e-127, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581



            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098144011.1 GTP-binding protein [Bacillus wiedmannii]
 PEI72991.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHB87357.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHE76907.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 397 bits (1021),  Expect = 9e-127, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289



            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAPEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+   +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEGTVFQTLKQGLYGWEVTDVMVTLTHTDYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098768440.1 GTP-binding protein [Bacillus cereus]
 PGT19476.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1021),  Expect = 9e-127, Method: Compositional 
matrix adjust.
 Identities = 233/657 (35%), Positives = 364/657 (55%), Gaps = 



33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +      +    + +  I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSVHNEGTKTARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  
L+ 
Sbjct  176  
DCIERLAPYNESLLASYVNNEIIPDALLRKELEQQIQQANVYPIFFGSAMTGMGVPELLV  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ +           L G VFK+E    G++  Y+R++SG+L +R  V +   E 
L   
Sbjct  236  
NISAILPANNSSQDEELSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRNESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L 
Sbjct  356  IDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       ++ +E+P+   +    +    NPF+A+IG  +    L SG+ Y
+  V



Sbjct  411  
EKYNLQVTFSNTRIVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDAVFQTLKQGLYGWGVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P  
Sbjct  531  
IDALKKAETYVYEPINEFELTVPERAISTAMYKLAAIPATFAEPILYNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMFQ  636
              + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ 
+
Sbjct  591  KTEHFKRMLHSFTEGEGIFTTNPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_073939854.1 GTP-binding protein [Streptomyces sp. TSRI0107]
 OKJ88573.1 GTP-binding protein [Streptomyces sp. TSRI0107]
Length=657

 Score = 398 bits (1022),  Expect = 9e-127, Method: Compositional 
matrix adjust.
 Identities = 249/647 (38%), Positives = 348/647 (54%), Gaps = 
31/647 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V+++  ++LSA ++   T +   +P           A 
D +
Sbjct  121  
IPTLLFVNKIDRRGAAYEDVLRAAAERLSAAVVPMGTATGLGTPGARFTPRPVPAALDVL  180



Query  179  IENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +++D LL  Y+ G  P +  +    EQ R     + P Y GSA  G G+  L+D 
+  L
Sbjct  181  ADHDDDLLAAYVDGRVPDALVRAALAEQTR--
QGLVHPAYAGSAITGAGVDALIDGIGRL  238

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEMR  295
                G      + G+VFKVE    G++  Y RL+SGTLR RD +     GRE  +
+T + 
Sbjct  239  LPTAGGDPDGPVSGTVFKVERGPAGEKVAYARLFSGTLRTRDRIRFGARGREG-
RVTAVH  297

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIA  351
            +   G  VR D    G I  L     VR+ D LG P      R  +  L   P L 
T + 
Sbjct  298  VFEDGTDVRRDAVGAGRIARLWGLGEVRIGDWLGVP------
RTTDGHLFAPPTLETVVE  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   A R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV A L++ Y 
L+ 
Sbjct  352  
PVRPADRRALHLALTQLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVVQATLADDYGLDV  411

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + + +ER     +    I+   NPF A++GL V P  +G+G Q+   V LG 
+  
Sbjct  412  
AFRETTPLCVERLTGTGAAVEFIKKDDNPFIATVGLRVDPAPVGAGTQFRLEVELGSMPY  471

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSL  519
            +F  AV D +R  L QGL+GW + DC +   +  Y+            S  ST 
ADFR L
Sbjct  472  
AFFKAVEDTVRETLGQGLYGWRIPDCTVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGL  531

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL+ +GT++ EP   F L AP + L           A   T + +    
V  G
Sbjct  532  
TPLVLAEALRRAGTRVHEPMHRFRLEAPADTLGALLPVLSALRAVPRTTETRGALCVLDG  591

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             +PA  + A    L   T G     +    Y A V +    PRRP +
Sbjct  592  VVPAALVHALEQRLPGLTRGEGELESAFDHY-APVDRGAAVPRRPRT  637



>WP_098072013.1 GTP-binding protein [Bacillus toyonensis]
 PEJ97842.1 tetracycline resistance protein [Bacillus toyonensis]
 PEK76239.1 tetracycline resistance protein [Bacillus toyonensis]
 PEL26099.1 tetracycline resistance protein [Bacillus toyonensis]
 PEO57784.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY38587.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY50758.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY60410.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY78285.1 tetracycline resistance protein [Bacillus toyonensis]
 PGA81116.1 tetracycline resistance protein [Bacillus toyonensis]
 PGD14323.1 tetracycline resistance protein [Bacillus toyonensis]
 PGG92359.1 tetracycline resistance protein [Bacillus toyonensis]
 PHA41241.1 tetracycline resistance protein [Bacillus toyonensis]
 PHD43474.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF92758.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 397 bits (1021),  Expect = 9e-127, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMKLERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   



+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +     +R+ D +G+ T   +  +  
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLSDIRIGDFIGERTDYIKDIYFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_077016163.1 GTP-binding protein [Kribbella sp. ALI-6-A]
 ONI69077.1 GTP-binding protein [Kribbella sp. ALI-6-A]
Length=666

 Score = 398 bits (1022),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 251/670 (37%), Positives = 363/670 (54%), Gaps = 



36/670 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LLYA+G I   GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MKALNLGILAHVDAGKTSLTERLLYAAGVIDAVGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   L
+++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTV-------
SLSPEIVLEENTDI  172
            IPT+IF+NKID+AG   +S++  +  KLS  ++ +  TV       + +P  V +    
+
Sbjct  121  
IPTLIFVNKIDRAGARHESLLCDLAAKLSPSVVAMGATVDRGTPDAAFTPYGVSDPAFGL  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E++D+ LE ++  E  +S + L      + + A + PVY+GSA  G G 
QPL+
Sbjct  181  
SLVELLAEHDDRWLETFVENENALSGDALWAGLAEQTRGALVHPVYFGSAITGAGTQPLI  240

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +  L   P G++  A + GSVFKVE    G++  Y+R++SG LR RD V      
+ K
Sbjct  241  AGIRELLPAPEGDR-
EAPVVGSVFKVERGPAGEKIAYVRMFSGELRTRDRVRFGAGREAK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL---PML  346
            +T +R+   G    + +   G+I  L     VR+ D L        +  RE      
P L
Sbjct  300  
VTAIRVFDAGTTTTSHSVAAGQIGQLWGLTEVRIGDELTTGPVADCESKRESAFFAPPTL  359

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P  A+ R  L  AL+QLA+ DPL+    D +  E  +S  G VQ EVV   
L+ +
Sbjct  360  
ETVVVPARASDRGNLQSALSQLAEQDPLINLRQDDVRQETSVSLYGEVQKEVVQTTLATE  419

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+   +E + I++ER     +     +V PNPF A+IGL V P + G+GV +E  



V L
Sbjct  420  
YGLDVSFRETTTIHIERLDGIGAAVEFNKVDPNPFLATIGLRVEPAAPGAGVSFELEVEL  479

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AV D +   L QGL+GW + D ++   +  Y             S  
ST  
Sbjct  480  
GSMPFAFIKAVEDTVHETLRQGLYGWEIPDARVVMTHSGYSARQSHAHAVFDKSMSSTAG  539

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL  AL+ +GT + EP   F L  P + +        K  A      + 
+D 
Sbjct  540  
DFRLLTPLVLTTALRRAGTTVHEPMHRFQLELPTDAVRGVLAALAKLRAIPRVPALDQDV  599

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR------
PNSRL  628
             V  GEIPA  +      L   T G  V  +  + YQ  +G     PRR      P 
+R 
Sbjct  600  SVLEGEIPASAVHQLEQQLPALTRGEGVLESAFERYQPVIGA---
VPRRERTDHDPLNRR  656

Query  629  DKVRHMFQKV  638
            + + H+ ++V
Sbjct  657  EYLLHVLRRV  666

>WP_098281203.1 GTP-binding protein [Bacillus cereus]
 PEY58866.1 tetracycline resistance protein [Bacillus cereus]
 PFC50298.1 tetracycline resistance protein [Bacillus cereus]
 PFJ91188.1 tetracycline resistance protein [Bacillus cereus]
 PFK57969.1 tetracycline resistance protein [Bacillus cereus]
 PFL56175.1 tetracycline resistance protein [Bacillus cereus]
 PFL97230.1 tetracycline resistance protein [Bacillus cereus]
 PFS35999.1 tetracycline resistance protein [Bacillus cereus]
 PFT34943.1 tetracycline resistance protein [Bacillus cereus]
 PFT66524.1 tetracycline resistance protein [Bacillus cereus]
 PGO68671.1 tetracycline resistance protein [Bacillus cereus]
 PGU49692.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    



MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIHLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 



PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_059194595.1 GTP-binding protein [Streptomyces antibioticus]
 KUN23574.1 GTP-binding protein [Streptomyces antibioticus]
Length=654

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 242/643 (38%), Positives = 353/643 (55%), Gaps = 
25/643 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERILGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE---
AWDA  177
            IPT+IF+NKID+ G     V+ ++ ++L+  I+    +  + E+   E   +    
A D 
Sbjct  121  IPTLIFVNKIDRRGARYDGVLDALAERLTPAIV---
PMGRAVELGTREAAFVPGAVAPDV  177

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + +++D+LL  Y+ G  ++ E+L      + + A + PVY+GSA  G G+  L+D 
+  L
Sbjct  178  LADHDDELLAAYVDGT-
LTDERLRAALAAQARQALVHPVYFGSAVTGAGVPELIDGIKEL  236



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRI  296
                     A + GSVFKVE    G++  Y RL+SGTLR RD V    GRE  ++T 
+ +
Sbjct  237  
LPAADGDPEAPVSGSVFKVERGPAGEKVAYARLFSGTLRTRDRVPFGPGREDGRVTAVSV  296

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G  VR D    G I  L     +R+ D +G+P + P   +     P L T + 
P   
Sbjct  297  FDHGTDVRADAVPAGRIARLWGLGDIRIGDTIGEPRKRPGHFFSP---
PTLETVVVPGPG  353

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L  ALTQLA+ DPL+    D +  E+ +S  G VQ EV+ A L+E++ L    
+E
Sbjct  354  
TDRRSLHLALTQLAEQDPLIDLRHDEVRQELSVSLYGEVQKEVIEATLAEEFGLAVGFRE  413

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERP+   +    I+   NPF A++GL V P + G+GV +   V LG +  
+F  
Sbjct  414  
TTPLCIERPVGTGAAAEFIKKDANPFLATVGLRVDPAAPGTGVTFGLEVELGAMPYAFFR  473

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D +R  L QGL GW V DC +   +  Y+            S  ST ADFR L 
P+V
Sbjct  474  
AVEDTVRETLAQGLHGWQVADCAVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLTPLV  533

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L AP + L           A  ET + +    V  G 
+PA
Sbjct  534  
LAAALRRAGTRVYEPMHRFRLEAPADTLGALLPVLSAARAVPETTETRGALCVLEGVVPA  593

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              +      L   T G +   +  + Y    G   + P RP +
Sbjct  594  ARVHGLEQRLPGLTRGEAEWESAFEDYAPVAGGDDV-PERPRT  635

>WP_001826764.1 GTP-binding protein [Streptococcus pneumoniae]
 EHD76674.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA44378]
 EHD79525.1 small GTP-binding domain protein [Streptococcus 
pneumoniae NP170]
 EHD88980.1 small GTP-binding domain protein [Streptococcus 



pneumoniae GA13494]
 EHE22489.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA41565]
 EHE76501.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA11663]
Length=288

 Score = 384 bits (987),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 186/288 (65%), Positives = 227/288 (79%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  288

>WP_000207801.1 GTP-binding protein [Bacillus cereus]
 EJR97746.1 small GTP-binding protein domain protein [Bacillus 
cereus VD200]
Length=647

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDG+ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGSILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPTLMPALTSAQEELLSGIVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRNQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+



Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_074563084.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 362/655 (55%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175



Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E ++  +L  E  +++  A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVTDIRLREELIKQIVQANVYPIFFGSAMTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             +  L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L   
Sbjct  236  
NIPALLPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P  
Sbjct  531  
MDALKKAETCVYEPVNEFELTIPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  V  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGVFTTKPAGFTKILAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_098235357.1 GTP-binding protein [Bacillus thuringiensis]
 PES38813.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 237/660 (36%), Positives = 369/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGTGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------ALA  284
            ++ ++ L        +  L G VFK+E    G++  Y+R++SG L +R  V      
ALA
Sbjct  234  
LENISDLIPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALA  293

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
             +EK+K  ++ +   G  V+      GE   +   + +++ D++G+ T   +     
+  
Sbjct  294  HKEKIK--
KICMFHNGNAVQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--  349

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400



            P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+ 
Sbjct  350  PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y
Sbjct  407  
TTLFEKYNLQFTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGVTY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
HLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG 
Sbjct  527  
PLVLMDALKQAETHVYEPIKEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            +P    + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + 
H+ +
Sbjct  587  LPVAKTENFKRMLHSFTEGEGIFTTKPSGYK-
ELKAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_100061905.1 GTP-binding protein [Bacillus toyonensis]
 PGB02551.1 tetracycline resistance protein [Bacillus toyonensis]
 PHD75210.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 227/650 (35%), Positives = 360/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFCINDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ L+ ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILANEVFPFYSAQNEGTKDARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +P         
P
Sbjct  301  
MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGTSVEVMGEKANPFYATIGFKVERGKYNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  



ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCIFEPLNKFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGLFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_071679760.1 MULTISPECIES: GTP-binding protein [Bacillus]
 OJD57113.1 tetracycline resistance protein [Bacillus sp. N35-10-4]
 PFF11507.1 tetracycline resistance protein [Bacillus cereus]
 PGS99501.1 tetracycline resistance protein [Bacillus anthracis]
 PGX51903.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 231/651 (35%), Positives = 358/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIAAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    



KI +
Sbjct  241  
LPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_042514915.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 AJG95916.1 small GTP-binding domain protein [Bacillus cereus]
 ARO18752.1 tetracycline resistance protein [Bacillus cereus]
 PET34408.1 tetracycline resistance protein [Bacillus anthracis]
 PEZ60593.1 tetracycline resistance protein [Bacillus anthracis]
 PFJ24291.1 tetracycline resistance protein [Bacillus anthracis]
 PFM10370.1 tetracycline resistance protein [Bacillus anthracis]
 PFU94458.1 tetracycline resistance protein [Bacillus anthracis]
 PGH95679.1 tetracycline resistance protein [Bacillus anthracis]



 PGV42737.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 229/653 (35%), Positives = 364/653 (56%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG+L +R  V      +L+ 
+EK+K 
Sbjct  241  
IPAHTSVQNETLSGVVFKIERESSGEKIAYVRIFSGSLHVRKYVDIQRSKSLSHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G++++  T   GE   +   + +++ D++G+ T   +     +P        
Sbjct  300  -
KMCLFHNGDVIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY
Sbjct  359  VPK-----



ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   ++   +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNNVEVMGEKANPFYATIGFKIERGELNSGITYTLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNKFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTTRPAGF-TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098431991.1 GTP-binding protein [Bacillus cereus]
 PFF15299.1 tetracycline resistance protein [Bacillus cereus]
 PGN42455.1 tetracycline resistance protein [Bacillus cereus]
 PGN96973.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 228/648 (35%), Positives = 365/648 (56%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANNEKVMKQIKEVLSNEAFPFYSVLNEGTKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            ++  N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LVPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI 
Sbjct  240  
LIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
Sbjct  300  
KMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  360  PK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  
Sbjct  418  
NFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP  +F L  P++ +S A +      AT        +    TG +P    +
+++ 
Sbjct  538  



ATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  598  ILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_076137651.1 GTP-binding protein [Paenibacillus odorifer]
 OME14118.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 230/620 (37%), Positives = 348/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +  + E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADAEAVLAEARNYLSSDIIPVQQPIGKAKEYIGARDLWENEADANARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   K  +  +       LFP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLSKWKKYMKTAASSGRLFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLLNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    



Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPMLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_098375902.1 GTP-binding protein [Bacillus cereus]
 PEV60804.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530



Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFSTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098380667.1 GTP-binding protein [Bacillus cereus]
 PEW03146.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 237/652 (36%), Positives = 362/652 (56%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S   E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAF--
PFYSAENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLSPYNETLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    



KI
Sbjct  239  
ALLPANTSVQDELLSGVVFKIEREPSGEKIAYIRVFSGSLHVRKYVDIKRSKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCIFHNGDAVQTSTVSSGEFCKVWGLSDIKIGDIIGERTGYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + D L++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  359  VPK-----
ERVHDLYAALMELCEEDSLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGTLNSGITYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+Q L+GW VTD  +   +  Y SPV+T +DFR+LAP
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQALYGWEVTDISVILTHTGYASPVTTASDFRNLAPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP  +F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETCVYEPVNAFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGLLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T+  GY        I+ R    P +R D + H+ +
Sbjct  594  NFKQMLHSFTEGEEIFTTKPFGYTKLKAPFPIRKRIDFNPLNRKDYLLHVLK  
645

>WP_000207815.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EEL28249.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
Rock1-15]
 OTY64879.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
canadensis]
Length=647



 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 371/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +  +G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHRGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAIYKLAAIPATFREPILSNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_074602035.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 235/657 (36%), Positives = 369/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTLNIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176



            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ LF       +  L G VFK+E    G++  Y+RL+SG L +R  V +   + 
L  
Sbjct  235  
ENISDLFPANKSADNERLSGVVFKIEREPSGEKIAYVRLFSGRLHVRKHVDIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G+ ++  T   GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCLFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP----  350

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  351  -
QMEAAIDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ 
Y   
Sbjct  410  
FEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKTNPFYATVGFKVERGELNSGITYTLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIVDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKKAETYVYEPVNEFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYKLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----



PNSRLDKVRHMFQ  636
               + ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ 
+
Sbjct  590  AKTEDFKRMLHSFTEGEGIFTTRPAGF-
TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207796.1 GTP-binding protein [Bacillus cereus]
 EJQ10749.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG3O-2]
 EJQ25869.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG4O-1]
 PEW41597.1 tetracycline resistance protein [Bacillus cereus]
 PFC91330.1 tetracycline resistance protein [Bacillus cereus]
 PFF79202.1 tetracycline resistance protein [Bacillus cereus]
 PFU15549.1 tetracycline resistance protein [Bacillus cereus]
 PGT08273.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289



            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_001817445.1 MULTISPECIES: GTP-binding protein [Bacilli]
 EFO71789.1 GTP-binding domain protein [Lactobacillus iners SPIN 
2503V10-D]
 EGL85908.1 GTP-binding domain protein [Streptococcus infantis 
SK1076]
 EHS70895.1 GTP-binding domain protein [Staphylococcus aureus subsp. 
aureus 



IS-125]
 EHZ75409.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA49542]
Length=288

 Score = 384 bits (987),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 187/288 (65%), Positives = 227/288 (79%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEK  288

>WP_061457388.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I    + V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNRDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  



SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
LVLMDALKKAATYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_016110228.1 GTP-binding protein [Bacillus cereus]
 EOO34334.1 small GTP-binding protein domain protein [Bacillus 
cereus VD133]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDTVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229



            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_049563573.1 GTP-binding protein [Nonomuraea sp. SBT364]
Length=657

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 247/658 (38%), Positives = 350/658 (53%), Gaps = 
28/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA+TR+L   
LR++ 
Sbjct  61   
VSFPIGDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQARTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IP +IF+NKID+AG     V++ +  +L+   +    V+         +P      
+ D 
Sbjct  121  IPVLIFVNKIDRAGARSDGVLRDIAARLTPASVAMGAVTGEGGRDARFTP--
FGPGDADA  178

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E +D LL  Y+ G P+   +L R   R+ + A   PV++GSA  G G++ 
L+ 
Sbjct  179  
ALTEVLAERDDALLAAYVDGTPVPYRRLRRALARQSRRALAHPVFFGSAITGAGVRELIG  238

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKI  291
             +  L   +       L G+VFKVE    G++  Y+R++SGT+RLRD V   AGRE  
K+
Sbjct  239  
GIRELLPAVRGDAGGPLSGTVFKVERGPAGEKTAYVRMFSGTVRLRDVVPFGAGREG-KV  297

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +  +G  VR      G I  L     VR+ D +G P   P  R    P P L 
T +
Sbjct  298  TSIALFERGSAVRAPAVGAGRIARLQGLGDVRIGDAVGQPP--PSGRRHFAP-
PTLETVV  354

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P  AA R  L  AL+QLA+ DPL+    D +  E+ +S  G VQ EV+ A L+ 
+Y L+



Sbjct  355  
VPGRAADRAALHVALSQLAEQDPLINLRQDDVRQEVSVSLYGEVQKEVIQATLAGEYGLD  414

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + I +ERP         I    NPF  ++GL V P  +GSGV++   V 
LG + 
Sbjct  415  
VTFRETTTICVERPAGTGEAVEVIGKDGNPFLGTVGLRVEPAPVGSGVEFRLAVELGSMP  474

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV + +R  L QGL GW V DC +      Y+            S  ST  
DFR 
Sbjct  475  
YTFMRAVEETVRETLRQGLHGWQVLDCVVTLTRTGYWARQSTAHGGFDKSMSSTAGDFRH  534

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  ALK +GT++ EP   F L  P +  +       +      TA+         
Sbjct  535  
LTPLVLMDALKRAGTRVYEPMHRFTLELPADAYAAVPAAVARLGGVPRTAEPCGGSYQVE  594

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            G IPA  +      L   T+G  V  +    YQ   G    +PR  ++ LD+  ++  
Sbjct  595  
GVIPAARVHELEQRLPGLTHGEGVLESAFDHYQEVRGPAPDRPRTDHNPLDRKEYLLH  652

>WP_098852368.1 GTP-binding protein [Bacillus thuringiensis]
 PGP43463.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 368/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---



SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGAKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G+G+  L+D 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTELLDKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI 
Sbjct  240  
LMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLPHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWRED---
PLPMLRT  348
            +M +   G  V++     GE   +   + +++ D++G+     RK + +D     P 
+  
Sbjct  300  KMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGE-----
RKDYIKDIHFAEPQMEA  354

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  355  SI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYHLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTGSLPVAK  591



Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>EHD87858.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA11304]
Length=288

 Score = 384 bits (986),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 186/288 (65%), Positives = 228/288 (79%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG+VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  288

>WP_098298136.1 GTP-binding protein [Bacillus cereus]
 PET79742.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNE-
IKPDALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410



Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_075677246.1 MULTISPECIES: GTP-binding protein [Bacillus]
 OLR82155.1 tetracycline resistance protein [Bacillus sp. MB366]
 OPA28829.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174



            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590



Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098015982.1 GTP-binding protein [Bacillus toyonensis]
 PEB15306.1 tetracycline resistance protein [Bacillus toyonensis]
 PEJ84911.1 tetracycline resistance protein [Bacillus toyonensis]
 PEK12767.1 tetracycline resistance protein [Bacillus toyonensis]
 PEL29616.1 tetracycline resistance protein [Bacillus toyonensis]
 PEL47431.1 tetracycline resistance protein [Bacillus toyonensis]
 PEN33441.1 tetracycline resistance protein [Bacillus toyonensis]
 PEN56743.1 tetracycline resistance protein [Bacillus toyonensis]
 PEO04131.1 tetracycline resistance protein [Bacillus toyonensis]
 PEP87690.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY29206.1 tetracycline resistance protein [Bacillus toyonensis]
 PGC82316.1 tetracycline resistance protein [Bacillus toyonensis]
 PGE80626.1 tetracycline resistance protein [Bacillus toyonensis]
 PHA16136.1 tetracycline resistance protein [Bacillus toyonensis]
 PHA82271.1 tetracycline resistance protein [Bacillus toyonensis]
 PHB33177.1 tetracycline resistance protein [Bacillus toyonensis]
 PHC30976.1 tetracycline resistance protein [Bacillus toyonensis]
 PHC56181.1 tetracycline resistance protein [Bacillus toyonensis]
 PHD81716.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173



Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +     +R+ D +G+ T   +  +  
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLSDIRIGDFIGERTDYIKDIYFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  588  



PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207793.1 GTP-binding protein [Bacillus cereus]
 EJR36567.1 small GTP-binding protein domain protein [Bacillus 
cereus VD045]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGIVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352



Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPILSNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_044584586.1 GTP-binding protein [Bacillus bombysepticus]
 AHX19058.1 tetracycline resistance protein [Bacillus bombysepticus 
str. 
Wang]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEQLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  



ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_001821424.1 MULTISPECIES: GTP-binding protein [Streptococcus]
 EHD34335.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA44288]
 EHD35734.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA47281]
 EHD44106.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA49138]
 EHD49995.1 small GTP-binding domain protein [Streptococcus 
pneumoniae 7286-06]
 EHD70288.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA18523]
 EHD84369.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA13455]
 EHD93629.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA14798]
 EHD95947.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA16121]
 EHE08118.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA17371]
 EHE14324.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA19451]
 EHE39226.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA47688]
 EHE57647.1 small GTP-binding domain protein [Streptococcus 
pneumoniae 5185-06]
 EHZ27927.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA17719]
 EHZ34849.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA19923]
 EHZ76142.1 small GTP-binding domain protein [Streptococcus 
pneumoniae 8190-05]
 EHZ77089.1 small GTP-binding domain protein [Streptococcus 
pneumoniae 7879-04]
 EHZ82082.1 small GTP-binding domain protein [Streptococcus 
pneumoniae 7533-05]
 EHZ86376.1 small GTP-binding domain protein [Streptococcus 
pneumoniae 4075-00]
 KXU00717.1 Tetracycline resistance protein TetM [Streptococcus 



oralis]
Length=288

 Score = 384 bits (986),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 186/288 (65%), Positives = 226/288 (78%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  288

>WP_003068336.1 MULTISPECIES: GTP-binding protein [Lactobacillales]
 EFO66962.1 GTP-binding domain protein [Lactobacillus iners LactinV 
11V1-d]
 EHG14739.1 hypothetical protein HMPREF9682_00144 [Streptococcus 
intermedius 
F0395]
Length=288

 Score = 384 bits (986),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 187/288 (65%), Positives = 226/288 (78%), Gaps = 0/288 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEK  288

>WP_107724531.1 GTP-binding protein [Desmospora activa]
 PTM57647.1 translation elongation factor 2 (EF-2/EF-G) [Desmospora 
activa 
DSM 45169]
Length=660

 Score = 397 bits (1021),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 234/661 (35%), Positives = 370/661 (56%), Gaps = 
28/661 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +L+ +  I   G V+ G T+TD++ LE++RGITI
++AV
Sbjct  1    
MKSINIGIVAHVDAGKTSLTERILFETQVIDAIGRVDHGNTQTDSLELEKKRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT++L   L 



K+ 
Sbjct  61   
VSFTVNGMKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKVLMTVLLKLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIV---
LEENTDIE  173
            IPT+IF+NKID+ G    S++  +++KL++++I    ++Q  +    +V    + 
+TD  
Sbjct  121  
IPTIIFVNKIDRMGAQSDSIITQIQEKLTSNVIPLYRVEQIGTKQASLVENRFDWSTDAS  180

Query  174  AWDAVIE-----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              +  IE       ++LL  YI  E I  +++      +V+ A L+PVY+GSA  G
+G+ 
Sbjct  181  
FLELCIERIADTGQEQLLASYINEEAIREDQVKVALADQVRSAHLYPVYFGSAVTGIGVP  240

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----  283
             L+  VT  F    ++  A L G VFK+E  D G++  Y+RL+SG L++R+ V L     
Sbjct  241  
ELLSGVTEWFPFNQQEAEAPLAGIVFKIEKEDSGEKIAYIRLFSGRLQVREQVHLQRENQ  300

Query  284  AGREKL---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
            AG+      K+ ++     G+ V  D  + G++  +     V++ D++G  +   +
+   
Sbjct  301  
AGKVAARIDKVKKLHTFCNGKSVIADEVHSGDLAKVWGWRDVQIGDIVGTRSHHIKRVRF  360

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P    R  +A K  A   +L  AL  LAD DPL+    D +  ++ +   G VQ 
EV+
Sbjct  361  AAPHMETRVEVADKKKAY--
QLYQALHNLADEDPLIEVIKDRLHQDLTIRIFGEVQKEVI  418

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGV  458
            +A L E+Y ++    +  ++ +E+P ++  H   +     NPF+A++G  + P    
SGV
Sbjct  419  AATLKERYDVDVRFSQLRIVCIEKP-
RSHGHAFEVMGAADNPFYATVGFRIEPGYSDSGV  477

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y   V LG L  SF  A+ + +   L+QGL+GW V D  +   +  Y SPV+T  
DFR 
Sbjct  478  
DYRLEVELGSLPLSFHKAIEETVYDTLKQGLYGWEVNDLIVTLTHTGYASPVTTAGDFRK  537

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578



            L P+VL +AL ++GT + EP   F +  P + +S+  +      ATI  + V K+  
+  
Sbjct  538  
LVPLVLMEALTQAGTDVYEPIHQFEVSVPADMMSKTIYQLTGMKATITESTVHKNTCLIK  597

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMF  635
            G +P    + +R  L  +T G  V + E  GY    G    + R    P +R + + 
H+F
Sbjct  598  
GTLPVAAAEKFRRSLHSFTQGEGVMVVEPGGYTKIDGNVPTRARTDYNPLNRSEYLLHIF  657

Query  636  Q  636
            +
Sbjct  658  R  658

>WP_022524490.1 GTP-binding protein [Streptococcus constellatus]
 GAD37686.1 hypothetical protein ANG2_0014 [Streptococcus 
constellatus subsp. 
constellatus SK53]
Length=288

 Score = 384 bits (986),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 187/288 (65%), Positives = 227/288 (79%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  



GNDYLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEK  288

>WP_000207787.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EJQ37662.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG5O-1]
 PEE20413.1 tetracycline resistance protein [Bacillus toyonensis]
 PEE80044.1 tetracycline resistance protein [Bacillus toyonensis]
 PEN75519.1 tetracycline resistance protein [Bacillus toyonensis]
 PEN83276.1 tetracycline resistance protein [Bacillus toyonensis]
 PGB86747.1 tetracycline resistance protein [Bacillus toyonensis]
 PGC99404.1 tetracycline resistance protein [Bacillus toyonensis]
 PGD15067.1 tetracycline resistance protein [Bacillus toyonensis]
 PHC66056.1 tetracycline resistance protein [Bacillus toyonensis]
 PHE19933.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 397 bits (1020),  Expect = 1e-126, Method: Compositional 
matrix adjust.
 Identities = 229/650 (35%), Positives = 361/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGTKEARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V+  N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VVPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +  P + T 
I  
Sbjct  301  MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMETAI--  356

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  357  -
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
LAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098767570.1 GTP-binding protein [Bacillus cereus]
 PGO22382.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1020),  Expect = 2e-126, Method: Compositional 
matrix adjust.



 Identities = 234/650 (36%), Positives = 359/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPTV+F+NKID++G   + VV+ ++  LS D     +V         ++E  +  +  
+ 
Sbjct  121  
IPTVLFVNKIDRSGAHTEKVVKQIKAILSNDACPFYSVENEGTKEARIIEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E IS   L +E ++++Q A++FP+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPFNESLLASYVNNEIISDALLRKELEKQIQQANVFPIFFGSAMTGVGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPFNKPAQDKTLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G+ V++ T   GE   +    ++++ D++G+ T   +     +P        
A 
Sbjct  301  MCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IEAVPKERIHDLYGALMELCEEDPLIKVWQDNVHNELYIRLFGEVQKEVIETTLFEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469



            +       V+ +E+P+        +    NPF+A+IG  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGVGGSVEVMGEKANPFYATIGFKVELSPLNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
RAETCVYEPVNEFELTVPEHVISTAMYKLAAIPATFAEPTLHNDSYHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +   +   +        I+ R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTIKPGSFTKLTAPFPIRKRVDFNPLNRKDYLLHVLK  645

>WP_095938230.1 GTP-binding protein [Streptomyces sp. Tue6028]
 PBC59569.1 GTP-binding protein [Streptomyces sp. Tue6028]
Length=660

 Score = 397 bits (1021),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 240/660 (36%), Positives = 358/660 (54%), Gaps = 
31/660 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGSTRTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAIDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE-------  173
            IPT+I +NKID++G     V++ + ++L+   I+    +++P       T  +       
Sbjct  121  IPTLILVNKIDRSGARCAHVLEQIAERLTP-
AIVPMGEAVAPGTRAARFTPFDDDRLRTP  179

Query  174  AWDAVIENNDKLLEKYIAGEPIS---



REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              D +  ++D+LL  Y+ G+  +   R  LVR+  R    A + PV++GSA  G 
GI  L
Sbjct  180  LLDLLARHDDELLAAYVEGDVTAGRLRADLVRQTGR----
AEVHPVFFGSAVTGAGIGEL  235

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            +  +  L       G   + G+VFKVE    G++  Y R++SGTLR RD + + G 
E+ K
Sbjct  236  
IGGIKELLPAAEADGGGPVSGTVFKVERGAAGEKIAYARMFSGTLRTRDRLTIGGGEEAK  295

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T + +  +G  VR D    G I  L     +R+ D +G P R         P P 
L T 
Sbjct  296  VTAISVFDRGTDVREDAVAAGRIGKLWGLGGIRIGDAIGVP-RTTAAGHHFSP-
PTLETV  353

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P +   R  L  AL+QLA+ DPL+    D +  E+ +S  G VQ EVV A L++
++ L
Sbjct  354  
VVPASPVDRGPLHLALSQLAEQDPLIDVRHDEVRSEVSVSLYGEVQKEVVQATLADEFGL  413

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E + + +ERP+ + +     +  PNPF A++GL +    +GSGV +   V 
LG +
Sbjct  414  
DVTFRETTPLCVERPVGSGTAVEFNKKDPNPFLATVGLRIDAAPVGSGVLFGLEVELGAM  473

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFR  517
              +F  AV D +R  L QGL GW VTDC +   +            G   S  ST 
ADFR
Sbjct  474  
PYAFFKAVEDTVRETLGQGLHGWEVTDCTVTMTHCGYSPRQSHAHQGFDKSMSSTGADFR  533

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             + P+V+  AL+ +G+Q+ EP   F+L  P + L+          A   + +V+    
V 
Sbjct  534  
GVTPLVVMNALRRAGSQVYEPMHRFVLEVPADTLAAVLPLLASGRAVPRSTEVRGTACVL  593

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-
AAVGQPVIQPRRPNSRLDKVRHMFQ  636
             G +PA  +      L   T G     +    Y   A G+   +PR   + LD+  
++  
Sbjct  594  
EGVVPAARVHGLEQQLPGLTRGEGELESAFDHYAPVARGEVPDRPRTDLNPLDRKEYLLN  653



>WP_098286740.1 GTP-binding protein [Bacillus cereus]
 PER09469.1 tetracycline resistance protein [Bacillus cereus]
 PEW57739.1 tetracycline resistance protein [Bacillus cereus]
 PEX55345.1 tetracycline resistance protein [Bacillus cereus]
 PEZ89775.1 tetracycline resistance protein [Bacillus cereus]
 PFE96243.1 tetracycline resistance protein [Bacillus cereus]
 PFF54715.1 tetracycline resistance protein [Bacillus cereus]
 PFI00141.1 tetracycline resistance protein [Bacillus cereus]
 PFL08228.1 tetracycline resistance protein [Bacillus cereus]
 PFQ12362.1 tetracycline resistance protein [Bacillus cereus]
 PFQ51730.1 tetracycline resistance protein [Bacillus cereus]
 PFR05003.1 tetracycline resistance protein [Bacillus cereus]
 PFR32720.1 tetracycline resistance protein [Bacillus cereus]
 PGK97459.1 tetracycline resistance protein [Bacillus cereus]
 PGM81426.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289



            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQKEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098069168.1 GTP-binding protein [Bacillus wiedmannii]
 PEM46024.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHA30291.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHG54419.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 



matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  



EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAVVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_048555101.1 GTP-binding protein [Bacillus cereus]
 KMQ00802.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 235/657 (36%), Positives = 369/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTLNIGIVAHVDAGKTSLTERILYETNLIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D



Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ LF       +  L G VFK+E    G++  Y+RL+SG L +R  V +   + 
L  
Sbjct  235  
ENISDLFPANKSADNERLSGVVFKIEREPSGEKIAYVRLFSGRLHVRKHVDIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G+ ++  T   GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCLFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP----  350

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  351  -
QMEAAIDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ 
Y   
Sbjct  410  
FEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKTNPFYATVGFKVERGELNSGITYTLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIVDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKKAETYVYEPVNEFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYKLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
               + ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ 



+
Sbjct  590  AKTEDFKRMLHSFTEGEGIFTTRPAGF-
TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098423546.1 GTP-binding protein [Bacillus anthracis]
 PFF16969.1 tetracycline resistance protein [Bacillus anthracis]
 PGX23051.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 229/653 (35%), Positives = 364/653 (56%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLEKLPTL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG+L +R  V      +L+ 
+EK+K 
Sbjct  241  
IPAHTSVQNETLSGVVFKIERESSGEKIAYVRIFSGSLHVRKYVDIQRSKSLSHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G++++  T   GE   +   + +++ D++G+ T   +     +P        
Sbjct  300  -



KMCLFHNGDVIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   ++   +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNNVEVMGEKANPFYATIGFKIERGELNSGITYTLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNKFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTTRPAGF-TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_100618842.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMEQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFGKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+ +     V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVIFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530



Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_070173394.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 OFC99800.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis]
 OFD07743.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis]
 PDZ85927.1 tetracycline resistance protein [Bacillus toyonensis]
 PEA33712.1 tetracycline resistance protein [Bacillus toyonensis]
 PEA63105.1 tetracycline resistance protein [Bacillus toyonensis]
 PEA71100.1 tetracycline resistance protein [Bacillus toyonensis]
 PEC40323.1 tetracycline resistance protein [Bacillus toyonensis]
 PED60608.1 tetracycline resistance protein [Bacillus toyonensis]
 PEK05032.1 tetracycline resistance protein [Bacillus toyonensis]
 PEL02440.1 tetracycline resistance protein [Bacillus toyonensis]
 PEN37054.1 tetracycline resistance protein [Bacillus toyonensis]
 PEP05657.1 tetracycline resistance protein [Bacillus toyonensis]
 PEP66915.1 tetracycline resistance protein [Bacillus toyonensis]
 PEU47481.1 tetracycline resistance protein [Bacillus toyonensis]
 PFW92089.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY17973.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY37620.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY72117.1 tetracycline resistance protein [Bacillus toyonensis]
 PGC92293.1 tetracycline resistance protein [Bacillus toyonensis]
 PGE91965.1 tetracycline resistance protein [Bacillus toyonensis]
 PHA81865.1 tetracycline resistance protein [Bacillus toyonensis]
 PHC60838.1 tetracycline resistance protein [Bacillus toyonensis]
 PHD06085.1 tetracycline resistance protein [Bacillus toyonensis]
 PHE59690.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF17633.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF23450.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF41212.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF72091.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF81553.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 235/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVSKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L 
SG+ 
Sbjct  406  



ETTLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P  R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLHRKDYLLHVLK  645

>WP_077565691.1 GTP-binding protein [Paenibacillus ihbetae]
 OOC61141.1 tetracycline resistance protein [Paenibacillus ihbetae]
Length=650

 Score = 397 bits (1020),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 359/655 (55%), Gaps = 
34/655 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ +G I+  GSV++G T TD++ +ER+RGIT++
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFKTGVINRAGSVDQGNTTTDSLDIERRRGITVKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFMLGELKVNLIDTPGHADFISEVEHSLSVLDGVILVISAIEGVQAQTRVLMQTLKEQGI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV---  178
            PT++FINK+D+ G D + V   +R +LS ++      S       EE T   AW  
V   
Sbjct  123  PTILFINKLDRMGADYRKVCSMIRQRLSGNVCEMSVPS-------EEGT---
AWATVRPA  172



Query  179  -----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                         NN+ +L  Y    P+S  +L  E +++ ++A  +P++ GSA 
+G+GI
Sbjct  173  
DPHEAGWLEILASNNEDMLRHYAHDIPVSAVRLQAELRQQTKNAEAYPLFAGSAARGVGI  232

Query  228  QPLMDAVTGLFQPI---
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            +PL++A+   F P+    E  +  L G  FKV     G+R  YLRL++G++R R+ 
+ + 
Sbjct  233  EPLLEAMQS-
FLPVHTPAEDSADPLSGLAFKVMKQANGERLAYLRLFAGSIRKRERIPVV  291

Query  285  GRE----
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
             ++     +K+ ++     G IV TD  +  +I +L    V++ DV+G  +   R 
+   
Sbjct  292  SKDGHTSHVKVKQLFSLMHGAIVPTDGVHAEDIAVLGGVDVKVGDVIGVVSD--
RMKSFH  349

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P ++  ++   A     L  AL+ L   DP L+   DS T+E  +   G+VQ 
E++ 
Sbjct  350  
FERPPIQVKVSAMDAKDAPILHLALSDLTMEDPFLQYNRDSRTNESFIHVFGKVQQEILL  409

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              + E+Y +E V   P V+ +E+P+ A +    +  P NPF+A++G  V P + 
GSG+QY
Sbjct  410  
ETIREQYGIEAVFSAPKVMCLEKPVSAGAAVERMGEPQNPFYATVGFRVEPGTDGSGLQY  469

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +FQ A++D +   L++GL+GW+VTD  +   +  Y SPVST  
DFRSL 
Sbjct  470  
RLEVELGSLPLAFQKAIKDTVYEVLQEGLYGWSVTDIVVTLTHTGYASPVSTAKDFRSLT  529

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL E+GT + EP        P+  LS+            E  +     V   
G 
Sbjct  530  
PLVLMKALNEAGTDVYEPVNKLQFIVPEFSLSKVLSSLAALEGAFEEPRFVNGIVHINGT  589

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  
635
            IP R     + ++   T+G  +      G+    G   +  R+  + L +  +M 
Sbjct  590  IPVRTSDQLKAEVHALTSGEGLLTIRPGGHVRVRGMIPLNARKQINPLHRGEYML  
644



>PJP40604.1 tetracycline resistance ribosomal protection protein 
Tet(O), 
partial [Campylobacter jejuni subsp. jejuni]
Length=285

 Score = 384 bits (985),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 181/284 (64%), Positives = 227/284 (80%), Gaps = 0/284 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIEVIASKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
               +G + LCG VFK+EY++  +R VY+R+YSGTL LRD + ++
Sbjct  241  STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVIRIS  284

>WP_097854653.1 GTP-binding protein [Bacillus toyonensis]
 PDY52564.1 tetracycline resistance protein [Bacillus toyonensis]
 PED17315.1 tetracycline resistance protein [Bacillus toyonensis]
 PEM98008.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 369/658 (56%), Gaps = 



35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQHSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
SHKEKIKKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVSKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG



+ Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYT  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P  R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLHRKDYLLHVLK  645

>WP_000207794.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EEL55568.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
Rock4-2]
 OTW86667.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
jinghongiensis]
 OTX22272.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
japonensis]
 PDY70405.1 tetracycline resistance protein [Bacillus cereus]
 PDY76723.1 tetracycline resistance protein [Bacillus cereus]
 PDZ22767.1 tetracycline resistance protein [Bacillus cereus]
 PDZ80474.1 tetracycline resistance protein [Bacillus cereus]
 PDZ95531.1 tetracycline resistance protein [Bacillus cereus]
 PEB01906.1 tetracycline resistance protein [Bacillus cereus]
 PEC32825.1 tetracycline resistance protein [Bacillus cereus]
 PEC87994.1 tetracycline resistance protein [Bacillus cereus]
 PED49318.1 tetracycline resistance protein [Bacillus cereus]
 PEE10791.1 tetracycline resistance protein [Bacillus cereus]
 PEQ69381.1 tetracycline resistance protein [Bacillus cereus]
 PER01461.1 tetracycline resistance protein [Bacillus cereus]
 PER03233.1 tetracycline resistance protein [Bacillus cereus]
 PES11945.1 tetracycline resistance protein [Bacillus cereus]
 PET23208.1 tetracycline resistance protein [Bacillus cereus]
 PET46252.1 tetracycline resistance protein [Bacillus cereus]
 PEU51157.1 tetracycline resistance protein [Bacillus cereus]



 PEV78864.1 tetracycline resistance protein [Bacillus cereus]
 PEW96921.1 tetracycline resistance protein [Bacillus cereus]
 PEX15207.1 tetracycline resistance protein [Bacillus cereus]
 PEX16410.1 tetracycline resistance protein [Bacillus cereus]
 PEX63974.1 tetracycline resistance protein [Bacillus cereus]
 PEX66023.1 tetracycline resistance protein [Bacillus cereus]
 PEY42732.1 tetracycline resistance protein [Bacillus cereus]
 PEZ47431.1 tetracycline resistance protein [Bacillus cereus]
 PEZ98553.1 tetracycline resistance protein [Bacillus cereus]
 PFA66976.1 tetracycline resistance protein [Bacillus cereus]
 PFB27998.1 tetracycline resistance protein [Bacillus cereus]
 PFB43232.1 tetracycline resistance protein [Bacillus cereus]
 PFB98927.1 tetracycline resistance protein [Bacillus cereus]
 PFC38060.1 tetracycline resistance protein [Bacillus cereus]
 PFF52592.1 tetracycline resistance protein [Bacillus cereus]
 PFI71392.1 tetracycline resistance protein [Bacillus cereus]
 PFI90530.1 tetracycline resistance protein [Bacillus cereus]
 PFJ37612.1 tetracycline resistance protein [Bacillus cereus]
 PFJ84528.1 tetracycline resistance protein [Bacillus cereus]
 PFK22827.1 tetracycline resistance protein [Bacillus cereus]
 PFK95506.1 tetracycline resistance protein [Bacillus cereus]
 PFL16166.1 tetracycline resistance protein [Bacillus cereus]
 PFL41254.1 tetracycline resistance protein [Bacillus cereus]
 PFL43006.1 tetracycline resistance protein [Bacillus cereus]
 PFL47109.1 tetracycline resistance protein [Bacillus cereus]
 PFL80219.1 tetracycline resistance protein [Bacillus cereus]
 PFL87385.1 tetracycline resistance protein [Bacillus cereus]
 PFN45168.1 tetracycline resistance protein [Bacillus cereus]
 PFN60504.1 tetracycline resistance protein [Bacillus cereus]
 PFO04364.1 tetracycline resistance protein [Bacillus cereus]
 PFO35262.1 tetracycline resistance protein [Bacillus cereus]
 PFO57438.1 tetracycline resistance protein [Bacillus cereus]
 PFO92465.1 tetracycline resistance protein [Bacillus cereus]
 PFP71284.1 tetracycline resistance protein [Bacillus cereus]
 PFP86494.1 tetracycline resistance protein [Bacillus cereus]
 PFQ05226.1 tetracycline resistance protein [Bacillus cereus]
 PFQ19832.1 tetracycline resistance protein [Bacillus cereus]
 PFQ34151.1 tetracycline resistance protein [Bacillus cereus]
 PFQ48729.1 tetracycline resistance protein [Bacillus cereus]
 PFQ73507.1 tetracycline resistance protein [Bacillus cereus]
 PFQ99968.1 tetracycline resistance protein [Bacillus cereus]
 PFR00028.1 tetracycline resistance protein [Bacillus cereus]
 PFR59400.1 tetracycline resistance protein [Bacillus cereus]
 PFS51337.1 tetracycline resistance protein [Bacillus cereus]
 PFU10768.1 tetracycline resistance protein [Bacillus cereus]
 PFU70966.1 tetracycline resistance protein [Bacillus cereus]
 PFV15003.1 tetracycline resistance protein [Bacillus cereus]
 PGK12088.1 tetracycline resistance protein [Bacillus cereus]
 PGK21749.1 tetracycline resistance protein [Bacillus cereus]
 PGK51063.1 tetracycline resistance protein [Bacillus cereus]
 PGL09694.1 tetracycline resistance protein [Bacillus cereus]
 PGN44465.1 tetracycline resistance protein [Bacillus cereus]
 PGN78218.1 tetracycline resistance protein [Bacillus cereus]
 PGO66561.1 tetracycline resistance protein [Bacillus cereus]



 PGP07667.1 tetracycline resistance protein [Bacillus cereus]
 PGQ18859.1 tetracycline resistance protein [Bacillus cereus]
 PGQ32829.1 tetracycline resistance protein [Bacillus cereus]
 PGQ64235.1 tetracycline resistance protein [Bacillus cereus]
 PGQ68480.1 tetracycline resistance protein [Bacillus cereus]
 PGQ98694.1 tetracycline resistance protein [Bacillus cereus]
 PGR15531.1 tetracycline resistance protein [Bacillus cereus]
 PGR64975.1 tetracycline resistance protein [Bacillus cereus]
 PGS89635.1 tetracycline resistance protein [Bacillus cereus]
 PGT24351.1 tetracycline resistance protein [Bacillus cereus]
 PGU03590.1 tetracycline resistance protein [Bacillus cereus]
 PGU31597.1 tetracycline resistance protein [Bacillus cereus]
 PGV07049.1 tetracycline resistance protein [Bacillus cereus]
 PGV10897.1 tetracycline resistance protein [Bacillus cereus]
 PGV25732.1 tetracycline resistance protein [Bacillus cereus]
 PGW71074.1 tetracycline resistance protein [Bacillus cereus]
 PGW72477.1 tetracycline resistance protein [Bacillus cereus]
 PGW93752.1 tetracycline resistance protein [Bacillus cereus]
 PGX60704.1 tetracycline resistance protein [Bacillus cereus]
 PGY64817.1 tetracycline resistance protein [Bacillus cereus]
 PGY76137.1 tetracycline resistance protein [Bacillus cereus]
 PGY80592.1 tetracycline resistance protein [Bacillus cereus]
 PGY96368.1 tetracycline resistance protein [Bacillus cereus]
 PGZ38221.1 tetracycline resistance protein [Bacillus cereus]
 PGZ88866.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>EFO69518.1 GTP-binding domain protein [Lactobacillus iners LactinV 
03V1-b]
Length=293

 Score = 384 bits (986),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 186/288 (65%), Positives = 227/288 (79%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +KIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
IKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  245

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  246  STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRVSEKEK  293

>WP_099935351.1 GTP-binding protein [Streptomyces sp. 1121.2]
 PIG10889.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 1121.2]
Length=664

 Score = 397 bits (1021),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 249/658 (38%), Positives = 357/658 (54%), Gaps = 
28/658 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDELGSVDAGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
VSFRVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEIVLE-----
ENTDIE  173
            IPT++F+NKID+ G   + V++ + ++LSA ++   TV+   +PE         E   
+ 
Sbjct  121  
IPTLVFVNKIDRRGARDEGVLRELTERLSAPVVPMGTVTGLGTPEAAFRLGRVPELGVLT  180

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              D + E++D LL  Y+ G  ++ E++      + +D  + PV++GSA  G G+  
L+ A
Sbjct  181  GLDVLTEHDDDLLSAYVDGA-
VTPERVRAALLAQTRDVLVHPVHFGSATTGAGVPELIAA  239

Query  234  VTGLFQPIGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
            +  L  P+ E      L G+VFKVE    G++  Y RL+SGTLR RD V   G    
K+T
Sbjct  240  IRELL-PVAEGDPEGPLSGTVFKVERGPAGEKIAYARLFSGTLRTRDEVRY-
GAGAGKVT  297

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + +  +G  VR +    G I  L     VR+ D LG P    ++       P L 
T + 
Sbjct  298  AISVFDQGTDVRREEVSAGRIARLWGLPDVRVGDSLGAPR---
KEHGHFFAPPTLETVVV  354

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R  L  ALT+LA+ DPL+R   D +  E  +S  G VQ EVV A L+++Y 
L  
Sbjct  355  
PAPDTDRRSLHVALTRLAEQDPLIRLRHDEVRQETSVSLYGEVQKEVVQATLADEYGLHV  414

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + + +ERP  A +    I+   NPF A++GL V P   GSGV +   V LG 
+  
Sbjct  415  



TFRETTPLCVERPAGAGAAAEFIKKDANPFLATVGLRVEPAPPGSGVTFGLEVELGAMPY  474

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSL  519
            +F  AV D +R  L QGL GW VTDC +   +  Y+            S  ST  
DFR L
Sbjct  475  
AFFKAVEDTVRETLGQGLHGWQVTDCAVTMTHSGYWPRQSHAHQGFDKSMSSTGHDFRGL  534

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL+ +GTQ+ EP   F + AP + L           A   T   +    
V  G
Sbjct  535  
TPLVLTEALRRAGTQVYEPMHRFRVEAPADTLGALLPVLAALRAVPRTTDTRGARCVLEG  594

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV-
GQPVIQPRRPNSRLDKVRHMFQ  636
             +PA  +      +   T G     +    Y     G P  +PR  ++ L++  ++  
Sbjct  595  
VVPAARVHGLEQRIPGLTRGEGEWESGFDHYAPVTHGTPPQRPRTDHNPLNRKEYLLN  652

>WP_071740767.1 GTP-binding protein [Bacillus cereus]
 OJE06347.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 231/630 (37%), Positives = 358/630 (57%), Gaps = 
32/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G  FK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVFFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E  +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNEFYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + ++  L  +T G  +  T+  GY+
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFTTKPYGYK  617

>WP_098319669.1 GTP-binding protein [Bacillus anthracis]



 PEZ25509.1 tetracycline resistance protein [Bacillus anthracis]
 PFW32793.1 tetracycline resistance protein [Bacillus anthracis]
 PGK11074.1 tetracycline resistance protein [Bacillus anthracis]
 PGT45035.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 230/651 (35%), Positives = 358/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
LPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +       T        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEHAISTAMYKLAAIPTTFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098184567.1 GTP-binding protein [Bacillus toyonensis]
 PEO72544.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +     +R+ D +G+ T   +  +  
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLSDIRIGDFIGERTDYIKDIYFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDMVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +



Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098180473.1 GTP-binding protein [Bacillus toyonensis]
 PEI69070.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY09156.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 235/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  



LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QIEAAIDAVSKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L 
SG+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P  R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLHRKDYLLHVLK  645

>WP_078438923.1 GTP-binding protein [Bacillus cereus]
 OPA10666.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  



EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFREPILSNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098296801.1 GTP-binding protein [Bacillus cereus]
 PFD71277.1 tetracycline resistance protein [Bacillus cereus]
 PFV08714.1 tetracycline resistance protein [Bacillus cereus]
 PGV44853.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 229/650 (35%), Positives = 362/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDDAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++FINKID++G + + V++ ++  LS +       Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFINKIDRSGANTEKVMKQIKGFLSNEAFPFYSVQNEGTKEARIIEYKSYEDCIER  180



Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L ++ ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNEIIPDAILRKKLEKQIQQANVYPIFFGSAMTGIGVTELLENIPSL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
            F       +  L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
FPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G+ ++T T   GE   +     +++ D++G+ T   +     +P         
P
Sbjct  301  
MCMFHNGDAIQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G +V    L SG+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATVGFNVELGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNNSYQLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645



>WP_076207755.1 GTP-binding protein [Paenibacillus odorifer]
 OME10083.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 397 bits (1020),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 230/620 (37%), Positives = 347/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADAEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   K  +  +       LFP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLSKWKKYMKTAASSGRLFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGLVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLLNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 



L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPMLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_030931205.1 GTP-binding protein [Streptomyces violaceoruber]
Length=660

 Score = 397 bits (1020),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 244/646 (38%), Positives = 347/646 (54%), Gaps = 
26/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGNTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSP-
EIVLEENTDIEAWDAV  178



            IPT++F+NKID+ G   + V++ + ++L+A ++ +  T  L   +          A 
D +
Sbjct  121  
IPTLVFVNKIDRGGARYEGVLRQISERLTAAVVPMGTTTGLGARDARFTAGLGPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +S  +L      R   A + PVY+GSA  G G+  L   +  
+ 
Sbjct  181  ADQDDDLLAAYLGGT-
LSDARLRAALAARTGQALVHPVYFGSAVTGAGVPELTAGIREML  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-----
GREKLKITE  293
               G      + G+VFKVE    G++  Y R++SGTLR RD V  A      RE  
+IT 
Sbjct  240  
PAAGGDPDGPVSGTVFKVERGPAGEKIAYARMFSGTLRTRDRVPFAAPDVDAREDGRITA  299

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +   G  VR DT   G I  L     +R+ D LG+P + P   +     P L T 
+ P
Sbjct  300  ISVFEHGTDVRRDTVSAGRIAKLWGLADIRIGDALGEPPKAPGHFFAP---
PTLETVVVP  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                 R  L  ALTQLA+ DPL+    D +  EI +S  G VQ EVV A L++ + 
L+  
Sbjct  357  
GPGTDRRALHLALTQLAEQDPLIDLRHDEVRREISVSLYGEVQKEVVQATLADDFGLDVG  416

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             ++ + + +ERP    +     +  PNPF A++GL V P  +GSGV +   V LG 
+  +
Sbjct  417  
FRKTTPLCVERPAGTGAAVEFNKKDPNPFLATVGLRVDPAPVGSGVGFRLEVELGSMPYA  476

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLA  520
            F  AV D +   L+QGL GW VTDC +   +            G   S  ST 
ADFR L 
Sbjct  477  
FFKAVEDTVLDTLQQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLT  536

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL+ +GT + EP   F + AP + L           A  +T + + D  V  
G 
Sbjct  537  
PLVLIEALRRAGTTVYEPMHRFRVEAPADTLGALLPVLAALRAVPQTTETRDDSGVLEGV  596



Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            +PA  +      L   T G     +    Y A VG+    P RP +
Sbjct  597  VPADRVHELEQRLPGLTRGEGELESGFDHY-APVGRGT-APSRPRT  640

>WP_030282618.1 GTP-binding protein [Streptomyces sp. NRRL B-5680]
Length=660

 Score = 397 bits (1020),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 246/653 (38%), Positives = 352/653 (54%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV++G T+TD+  LERQRGITI
++AV
Sbjct  1    
MTTVNIGILAHVDAGKTSLTERLLHTAGVIDRVGSVDRGDTQTDSHELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDG +LVISA +GVQAQTR+L   L 
K+ 
Sbjct  61   
VSFTVGDVKVNLIDTPGHPDFISEVERALGVLDGVVLVISAVEGVQAQTRLLMRTLVKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +P ++F+NKID+ G     +++ +R +L+  ++    V              V  +
+ D 
Sbjct  121  
MPVILFVNKIDRMGARYHELLEEIRSELTPAVVALTRVEGPGTPGARAFARTVGTDDPDF  180

Query  173  --EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              E  D + E+ D  L +Y+  E  ++ +    E  R+   A L+PV +GSA  G 
GI  
Sbjct  181  
AAELADVLAEHGDDFLARYLEDETSLTAQDYSAELARQAARAQLYPVLFGSAVAGAGIDA  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            L+D +T LF P+   GS   L G+VFK+E    G++  Y+RL+ G L  R+ V++  
R++
Sbjct  241  LVDGITRLF-
PVNHGGSGGTLRGTVFKIERGWAGEKVAYVRLHGGELGSREKVSVFRRDQ  299

Query  289  L--------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
                     + T + +  +G  V    A  G+I  +     +R+ D LG    L  
+   
Sbjct  300  
HGAVTEIPGRTTVVEVFDRGSAVVESRARAGDIAKVWGLKGIRIGDRLGSAEGLDGEHLF  359



Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T I P   +    L DAL QLAD DP +    D    EI +S  G VQ 
EV+
Sbjct  360  AP--
PSLETVIRPSRPSAMPELYDALLQLADQDPFINVRKDDEEQEIAVSLYGEVQKEVI  417

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGV  458
            +A L++++KL+   +   +I +ERP+        I+      FWA+IGL V P   
GSGV
Sbjct  418  
AATLADEFKLDVAFEGTRIICVERPIGVGESVEEIDYRSKTFFWATIGLRVEPGEPGSGV  477

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             +   V LG L  +F  AV + +R  L+QGL GW V D  +      + SPVS   
DFR 
Sbjct  478  
VFRRSVELGSLPHAFHKAVEEAVRATLQQGLNGWEVLDILVTLTRSGFASPVSAAGDFRK  537

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  ALK++GTQ+ EP   F L  P E  S A     +  AT E+ +      
+  
Sbjct  538  
LTPLVLMNALKQAGTQVYEPVNRFELEVPGENASAALLSLVECGATPESTRGLGSSCLVE  597

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  
631
            G IPAR +Q +   L   + G+ V +T    +Q  VG     PRR  + L+ V
Sbjct  598  GTIPARTVQEFEQRLPGLSQGQGVLVTRFHSFQPVVGA---APRRRRTDLNPV  
647

>WP_098300198.1 GTP-binding protein [Bacillus cereus]
 PET29807.1 tetracycline resistance protein [Bacillus cereus]
 PEU34511.1 tetracycline resistance protein [Bacillus cereus]
 PEY78285.1 tetracycline resistance protein [Bacillus cereus]
 PFD41195.1 tetracycline resistance protein [Bacillus cereus]
 PFH95892.1 tetracycline resistance protein [Bacillus cereus]
 PFI13065.1 tetracycline resistance protein [Bacillus cereus]
 PFQ17430.1 tetracycline resistance protein [Bacillus cereus]
 PFS95710.1 tetracycline resistance protein [Bacillus cereus]
 PGP80970.1 tetracycline resistance protein [Bacillus cereus]
 PGR73784.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  



EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGLLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_048535731.1 GTP-binding protein [Bacillus cereus]
 KMQ24749.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 397 bits (1019),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 235/659 (36%), Positives = 373/659 (57%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  TI    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEATI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFREPILSNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H
+ +
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFTTKPAGF-
TKLKAPFPTRKRVDYNPLNRKDYLLHVLK  645



>WP_080326834.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
toyonensis]
 OQD29833.1 Tetracycline resistance protein TetO [Bacillus 
toyonensis]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVIKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I R+ L+RE+ ++++Q A+++P+++GSA  G
+GI  
Sbjct  174  YDDCMELLASYNESLLESYVNNE-
IIRDALLREKLEQQIQQANVYPIFFGSAMTGIGITE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVNIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  



SHKEKIKKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y 
Sbjct  408  
TLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKHNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLQQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_070184032.1 MULTISPECIES: GTP-binding protein [Bacillus]
 OFC92097.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis]
 OMH32021.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFA39465.1 tetracycline resistance protein [Bacillus cereus]
 PKS17172.1 GTP-binding protein [Bacillus sp. BI3]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 365/648 (56%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI 
Sbjct  240  
LIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
Sbjct  300  
KMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK       L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  360  PKELIH--
NLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG +V    L  G+ Y+  V LG 
L  
Sbjct  418  
NFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFTVERGELNCGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531



            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP  +F L  P++ +S A +      AT        +    TG +P    +
+++ 
Sbjct  538  
ATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  598  ILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_016118171.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EOP95627.1 small GTP-binding protein domain protein [Bacillus 
cereus VD140]
 KXY27693.1 tetracycline resistance protein [Bacillus cereus]
 KZD43909.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
 OUB29261.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
pirenaica]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------



AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +



Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_097980569.1 GTP-binding protein [Bacillus toyonensis]
 PEF96708.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 367/651 (56%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNKGTKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KIT
Sbjct  240  
LMPALTSAQEELLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRSQSLSHKEKIT  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +     +R+ D +G+ T   +  +  +  P +  
+I 
Sbjct  300  KMCLFHNGDAVQTSTVPSGEFCKVWGLSDIRIGDFIGERTDYIKDIYFAE--
PQMEASI-  356



Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY 
Sbjct  357  --
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y+  V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYDLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ 
Sbjct  535  
QQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLPIAKTEN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            ++  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098379193.1 GTP-binding protein [Bacillus cereus]
 PFA85006.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFGKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+ +     V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVIFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584



              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098349869.1 GTP-binding protein [Bacillus anthracis]
 PEZ72279.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 231/651 (35%), Positives = 358/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIAAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKETRILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  



LPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEYAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098887702.1 GTP-binding protein [Bacillus cereus]
 PHA01053.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  



SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_091306093.1 GTP-binding protein [Micromonospora chersina]
 SCL47296.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
chersina]
Length=666

 Score = 397 bits (1020),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 249/661 (38%), Positives = 349/661 (53%), Gaps = 
31/661 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+++G I EPGSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHSAGVIDEPGSVDAGNTRTDTLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGAILV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VSFAVAGTTVNLIDTPGHPDFIAEVERVLGVLDGAILVVSAVEGVQAQTRLLARTLHRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDI  172
            IPT+ F+NK+D+AG D   V++ + D+L+ +++    V  +        P    +     
Sbjct  121  
IPTLFFVNKVDRAGADPDRVLRQIADRLTPEVVALGRVDATGTPAARWIPHPPGDPGHRA  180

Query  173  EAWDAVIENNDKLLEKYIAGEPISR-----
EKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
               D +  ++D LL  Y+A E  +      E LV +  R    A + PV  GSA  



G G+
Sbjct  181  RLVDLLSAHDDALLAAYVADERAATPDRLWEALVAQTAR----
ARVHPVLAGSAVTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+DAVT L         A L G+VFKVE    G++  Y R+++GTLR+RD +   
G  
Sbjct  237  
DALIDAVTALLPATAGDDHAPLSGTVFKVERGPAGEKVAYARIFAGTLRVRDRIRFGGGR  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + +IT + +   G+    D A  G IV L     VR+ DVLG P   P  R    P 
P L
Sbjct  297  
EARITALAVFDGGDATPGDAAGAGRIVRLHGLADVRVGDVLGVPPERPAGRRHFAP-PTL  355

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P   A R  L  AL QLA+ DPL+    D    EI +S  G VQ EV+ A 
L+  
Sbjct  356  
ETVVEPVRPADRPALHAALAQLAEQDPLINLRQDDRRREIAVSLYGEVQKEVIEATLAGD  415

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +    +E + + +ER +   +    I   PNPF  ++GL V P  +G GV++   
+ L
Sbjct  416  
YGVPVTFRETTTVCVERVVGVGAAVEWIGRDPNPFLGTVGLRVEPGPVGGGVEFRLGIEL  475

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AV + +R  L QGL GW V DC +   +G Y+            S  
ST  
Sbjct  476  
GSMPLAFLKAVEETVRETLGQGLHGWAVIDCVVTLTHGGYWARQSHAHGVFDKSMSSTAG  535

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL  +GT++ EP   F L  P + +           A    + +
+   
Sbjct  536  
DFRNLTPLVLMTALSRAGTRVHEPVHRFRLDLPGDVVGAVLPVLAGLGAVPRGSTLRGTS  595

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  GE+PA  + A    L   T G  V   E   Y+   G    +PR  +  L +  
++
Sbjct  596  
YLIEGEVPAGRVHALEQRLPGLTRGEGVLEAEFDHYRPVRGPAPSRPRWDHDPLHRKEYL  655

Query  635  F  635



             
Sbjct  656  L  656

>WP_098826159.1 GTP-binding protein [Bacillus toyonensis]
 PHD63008.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 226/650 (35%), Positives = 362/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQR ITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEVGRVDSGSTQTDSMELERQRRITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ L+ ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILANEVFPFYSAQNEGTKDARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VAPFNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +P         
P
Sbjct  301  
MCLFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360



Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207773.1 GTP-binding protein [Bacillus cereus]
 EJR64080.1 small GTP-binding protein domain protein [Bacillus 
cereus VD115]
Length=647

 Score = 396 bits (1018),  Expect = 2e-126, Method: Compositional 
matrix adjust.
 Identities = 226/650 (35%), Positives = 359/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFCINDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ L+ ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILANEVFPFYSAQNEGTKDARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +     
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHNEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +P         
P
Sbjct  301  
MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQIEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKHNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  



ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_048568594.1 GTP-binding protein [Bacillus cereus]
 KMP33516.1 tetracycline resistance protein [Bacillus cereus]
 PFB22693.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
ISFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  



LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098785967.1 GTP-binding protein [Bacillus cereus]
 PGS35164.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+ EV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFITEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470



Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098581792.1 GTP-binding protein [Bacillus cereus]
 PFO02988.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKI+++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKINRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229



            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIHLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_097954308.1 GTP-binding protein [Bacillus toyonensis]
 PEG14207.1 tetracycline resistance protein [Bacillus toyonensis]
 PEM19891.1 tetracycline resistance protein [Bacillus toyonensis]
 PFZ78667.1 tetracycline resistance protein [Bacillus toyonensis]
 PGA11099.1 tetracycline resistance protein [Bacillus toyonensis]
 PGA43052.1 tetracycline resistance protein [Bacillus toyonensis]
 PGB22500.1 tetracycline resistance protein [Bacillus toyonensis]
 PGB37528.1 tetracycline resistance protein [Bacillus toyonensis]
 PGC31645.1 tetracycline resistance protein [Bacillus toyonensis]
 PHB20848.1 tetracycline resistance protein [Bacillus toyonensis]
 PHD01604.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF81740.1 tetracycline resistance protein [Bacillus toyonensis]
 PHG00747.1 tetracycline resistance protein [Bacillus toyonensis]
 PHG08133.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 235/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  



LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIRRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVSKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L 
SG+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNSNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P  R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLHRKDYLLHVLK  645

>WP_025147870.1 GTP-binding protein [Bacillus sp. H1a]
Length=649

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 365/658 (55%), Gaps = 
33/658 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTHTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+FINKID++G + + VV+ +R+ LS +++    ++   +    I+     + 
E++D
Sbjct  121  IPTVLFINKIDRSGANTEKVVKQIRETLSNEVLPFYAVENEGTKQARII-----
EYESYD  175

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E +    L +E ++++Q  +++P+++GSA  G+GI  
L++
Sbjct  176  
DCIELLAPYNESLLESYVNNEIVPDALLRKELEKQIQRTNVYPIFFGSAMTGIGITELLE  235

Query  233  AVTGLFQPIGEQGSA---
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
             ++ +  P           L G VFK+E    G++  Y+R++SG L +R  V +   
E L
Sbjct  236  NISAML-
PADTSSHCEDDTLSGIVFKIEREPSGEKIAYVRVFSGCLYVRKYVNIHRTESL  294

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G  V+T T   GE   +     +++ D++G+ T   +     
+P  
Sbjct  295  
SHKEKIKKMCIFHNGNAVQTPTVQSGEFGKVWGFSDIKIGDIIGERTNHIKDIQLAEPQM  354

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D+I +E+ +   G VQ 
EV+  
Sbjct  355  EAAIEAMPK-----
ERIHDLYAALMELCEEDPLIKVWKDNIHNELYICLFGEVQKEVIET  409

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y 
Sbjct  410  
TLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYN  469



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ + +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
++ P
Sbjct  470  
LGVELGSLPLAFHKAIEETVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNITP  529

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  530  
LVLMDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPTLYNDTYQLTGSL  589

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                 ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  590  
LVAKTESFKRMLHSFTEGEGIFTTKPAGFTELLAPFPTRKRVDYNPLNRKDYLLHVMK  647

>WP_098681228.1 GTP-binding protein [Bacillus wiedmannii]
 PGD11903.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAPEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+   +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEGTVFQTLKQGLYGWEVTDVMVTLTHTDYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G++  +     + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGFKKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_098880230.1 GTP-binding protein [Bacillus anthracis]
 PGQ82847.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 231/651 (35%), Positives = 358/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIAAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
LPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409



            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEYAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207784.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
[Bacillus cereus group]
 PEN60928.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
toyonensis]
 PHA77714.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
toyonensis]
 PKR93248.1 hypothetical protein bcere0024_040400 [Bacillus cereus 
Rock4-18]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 372/658 (57%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    



MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLASYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQATFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D + + L+QGL+GW VTD  +   +  Y SPV+T +DFR



+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFHTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_044796897.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 225/647 (35%), Positives = 361/647 (56%), Gaps = 
13/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPFNESLLEPYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
               +       L G VFK+E    G++  Y+R++SG+L +R  + +   + L    
KI +
Sbjct  241  
IPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYIDIQRSKSLFHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  361  K--
EQIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++ 
Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQAA  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP  +F L  P++ +S A +      AT        +    TG +P    ++
++  
Sbjct  539  
TYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKRI  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  599  LHLFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098238255.1 GTP-binding protein [Bacillus cereus]
 PER27382.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.



 Identities = 238/658 (36%), Positives = 364/658 (55%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I+E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVINEIGRVDSGNTQTDSMDLERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD------IEA  174
            IPT++F+NKID++G + + V++ ++D LS +       +      L E T        
++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKDVLSNE-------
AFPFYSALNEGTKEARIIAYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQP  229
            +D  IE     N+ LLE Y+  E I  + L+REE  +++  A++FP+++GSA  G
+G+  
Sbjct  174  YDDCIELLAPYNESLLESYVNNE-
IVPDTLLREELIKQITQANVFPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
E L
Sbjct  233  
LLENISDLIPAKNPAEHEILSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIKRGESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   G+   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHNGDAVQTSTVPSGDFCKVWGLNDIKIGDIIGERTEYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +   I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEAVIE---
ALPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461



             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y 
Sbjct  408  
TLFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIKRGELNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L QGL+GW VTD  +      Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLNQGLYGWEVTDIIVTLTNTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S   +      AT        D    
TG +
Sbjct  528  
LVLMNALKQAETCVYEPVNEFELTVPEHTISTTMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+    G   I+ R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFIKLAGPFPIRKRVDYNPLNRKDYLLHVLK  645

>WP_098541970.1 GTP-binding protein [Bacillus cereus]
 PFL81103.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 227/626 (36%), Positives = 356/626 (57%), Gaps = 
26/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++



Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
              ++++  L  +T G  +  T+  G+



Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGF  616

>WP_098876292.1 GTP-binding protein [Bacillus cereus]
 PGU79817.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352



Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098616777.1 GTP-binding protein [Bacillus cereus]
 PFR82990.1 tetracycline resistance protein [Bacillus cereus]
 PGS77384.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMAGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530



Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_000207807.1 GTP-binding protein [Bacillus cereus]
 EEK50110.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
ATCC 10876]
 KFL74765.1 small GTP-binding domain protein [Bacillus cereus ATCC 
10876]
Length=647

 Score = 396 bits (1017),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMKLCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFRVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_009593478.1 GTP-binding protein [Paenibacillus sp. HGF5]
 EGG34580.1 putative translation elongation factor G [Paenibacillus 
sp. HGF5]
Length=648



 Score = 396 bits (1017),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 367/654 (56%), Gaps = 
24/654 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +LY +G I + GSV+ G+T TD++ +ER+RGITI+
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILYKAGIIEQAGSVDHGSTTTDSLDIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQ+QTR+L   L+
+  I
Sbjct  63   
SFMLGDLKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQSQTRVLMQTLKEQKI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT---
DIEAW-DA  177
            PT++F+NKID+ G D + V   +R +L   I    +V       ++ +T       
W + 
Sbjct  123  
PTLLFMNKIDRMGADYRKVYAMIRHQLDEHICEMSSVMKEGGAAVQADTADPHHAGWVET  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND LL  Y    PIS+E+L  E +R+ +    +P++ GSA KGLGI+PL+ A
+ G 
Sbjct  183  
LALSNDDLLNDYALDIPISQERLQEELRRQTRQGKAYPLFAGSAAKGLGIEPLLQAL-GD  241

Query  238  FQPIGEQG---
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----KLK  290
            F P+          L G VFKV     G+R VYLRLY+G ++ RD + +  +      
LK
Sbjct  242  
FFPVNHSSMLQHEPLSGLVFKVIRRPNGERNVYLRLYAGCIQYRDEIPVIHQNGQTSTLK  301

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
            + ++    +G+ +       G+I IL    +++ D++G  + R+    +++ P   
++  
Sbjct  302  VKQLHALRQGKSIPVHGIGAGDIAILIDGELKVGDIIGSVSGRMKTVHFQKPP---
IQVR  358

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            ++   +A++ +L  AL+ L + DP L+   D+ T E ++   G+VQ E++   + +
+Y +
Sbjct  359  
VSAVHSAEKHQLHAALSDLTEEDPFLQYSQDTKTSENVIHVFGKVQQEILLETILQQYGI  418



Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E     P VI +E+P        +I     PF+A++G+ V P  LG+G+QY   V 
LG L
Sbjct  419  EAEFSAPRVICIEKPYGTGEAVEYI--
GECPFYATVGIRVEPGELGTGIQYRLEVELGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +FQ A++D +   L++GL+GW VTD  +   +  Y SPVST  DFRSL P+VL  
AL 
Sbjct  477  
PLAFQKAIKDTVFEVLQEGLYGWAVTDTIVTLTHTGYASPVSTAKDFRSLTPLVLMAALD  536

Query  530  ESGTQLLEPY--
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++GT++ EP   + FIL  P+  LS+          T +        V   G IP 
R   
Sbjct  537  QAGTEVYEPMNVIQFIL--
PENSLSKVLSKLAALDGTYQEPAFHNGTVHVHGTIPVRTTD  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ--KVM  
639
              + ++   T+G  +   +  GY        +  RR  + L++  +M    K+M
Sbjct  595  LLKAEVHSLTSGEGMLTVKPGGYTKVQAPFPVNTRRQVNPLNRGEYMLHLNKIM  
648

>WP_000207795.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EEK94327.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
BDRD-ST24]
 ALZ61225.1 Tetracycline resistance protein TetO [Bacillus cereus]
 KXY89213.1 tetracycline resistance protein [Bacillus cereus]
 SDI15878.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
sp. cl96]
 SEA51233.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
sp. cl115]
 SHI92200.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
sp. cl25]
 SME39446.1 Tetracycline resistance protein TetO [Bacillus cereus]
 SME40796.1 Tetracycline resistance protein TetO [Bacillus cereus]
 ASK15158.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYVALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  



TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGIIYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_078110412.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
oleronius]
 OOP67853.1 tetracycline resistance protein [Bacillus oleronius]
Length=657

 Score = 396 bits (1018),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 231/667 (35%), Positives = 362/667 (54%), Gaps = 
43/667 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGI+AHVDAGKT+LTE +L+ +  I + G V+ G T+TD+M LER+RGITI
+A+V
Sbjct  1    
MKIINIGIVAHVDAGKTSLTERILFETAVIDKIGKVDHGNTQTDSMELERRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RSL+VLDGAILVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFLKDVKINLIDTPGHADFIAEVERSLSVLDGAILVISAVEGIQAQTKILMSILKKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+ G     +++++++KL  +II   TV         ++++  + E
+   
Sbjct  121  



IPTLIFINKIDRMGAKSTRLIENIKEKLIENIIPLYTVEKLGTKEAKIVQKQFNAESDPY  180

Query  178  VIE------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
              E      N+D LLE Y+    I+ E++      R+++  L PVY+GSA  G+G+
+ L+
Sbjct  181  
FFEESLLALNDDFLLEAYVNERKITEEQIKAIMINRIKEGKLCPVYFGSAMTGIGVRELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + V  +          +L G+VFK+E    G++  Y+R++SGT+ +R+ V +  +     
Sbjct  241  
NGVETMLPVSHGLEKESLSGTVFKIEREASGEKIAYIRVFSGTIHVREYVKINRKN----  296

Query  292  TEMRIPSKGE-IVRTDTAYPGEIVILPS------------
DSVRLNDVLGDPTRLPRKRW  338
             E  I +  E I +    Y G  VI P               +++ D++G+        
W
Sbjct  297  
IEKTINTHTEKIKKIHQFYNGSSVISPKVIAGDFCKVWGLKDIKIGDLVGE--------W  348

Query  339  REDPL------
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
             +  +      P L T I P    +   L  AL ++++ DPL+    D   H++ +   
G
Sbjct  349  
SDKIMNIPFAAPQLETQIKPVQKEKTHDLYQALMEMSEEDPLIHVLKDDFHHDLFIRIFG  408

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
             VQ EV+ ++L EKY +E    E  VI +E+P         +    NPF+ ++G  
V P 
Sbjct  409  
EVQKEVIHSVLKEKYHVEVTFSETRVICIEKPKGIGQALERMGEADNPFYGTVGFRVEPG  468

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSG  Y+  V LG L  +F  A+ + +   L+QGLFGW V D  +   +  Y 
SPV+T
Sbjct  469  
EFGSGKTYKLGVELGSLPLAFHKAIEETVFDVLKQGLFGWEVEDIVVTLTHTGYASPVTT  528

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             +DFR L P+VL +AL ++GT + EP   F L  P   +S+A        A       
++
Sbjct  529  
ASDFRKLVPLVLMEALVKAGTDVYEPMNKFELSVPANSISQAMFKLSAIQAEFTEPFFRR  588

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLD  629
            D  +  G +P    + ++ +L  +T G  + + +  GY+  V    ++ R    P 
+R D



Sbjct  589  
DSYILKGTLPMAVTEKFKRNLYSFTEGEGIFIAKPYGYKKMVSDFPVRKRVDFNPLNRKD  648

Query  630  KVRHMFQ  636
             + H+ +
Sbjct  649  YLLHVMK  655

>WP_097882251.1 GTP-binding protein [Bacillus toyonensis]
 PEB90528.1 tetracycline resistance protein [Bacillus toyonensis]
 PHE15248.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 396 bits (1017),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 367/651 (56%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGAKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KIT
Sbjct  240  
LMPALTSAQEELLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRSQSLSHKEKIT  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +     +R+ D +G+ T   +  +  +  P +  
+I 
Sbjct  300  KMCLFHNGDAVQTSTVPSGEFCKVWGLSDIRIGDFIGERTDYIKDIYFAE--
PQMEASI-  356

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY 
Sbjct  357  --
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y+  V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYDLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ 
Sbjct  535  
QQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLPIAKTEN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            ++  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_088115829.1 GTP-binding protein, partial [Bacillus cereus]
Length=625

 Score = 395 bits (1015),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 227/628 (36%), Positives = 353/628 (56%), Gaps = 
30/628 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            + T I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  METAI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  
Sbjct  409  
LHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  



GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
                + ++  L  +T G  +  T+  G+
Sbjct  589  IAKTENFKQMLHSFTEGEGIFTTKPAGF  616

>WP_097996165.1 GTP-binding protein [Bacillus anthracis]
 PED55845.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 396 bits (1017),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 228/653 (35%), Positives = 363/653 (56%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG+L +R  V      +L+ 



+EK+K 
Sbjct  241  
IPAHTSVQNETLSGVVFKIERESSGEKIAYVRIFSGSLHVRKYVDIQRSKSLSHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G++++  T   GE   +   + +++ D++G+ T   +     +P        
Sbjct  300  -
KMCLFHNGDVIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   ++   +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNNVEVMGEKANPFYATIGFKIERGELNSGITYTLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP +T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPATTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNKFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTTRPAGF-TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_069604671.1 GTP-binding protein [Bacillus cereus]
 OED21661.1 tetracycline resistance protein [Bacillus cereus]
 PEW74554.1 tetracycline resistance protein [Bacillus cereus]
 PFI79351.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 3e-126, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 364/648 (56%), Gaps = 



15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI 
Sbjct  240  
LIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
Sbjct  300  
KMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK       L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  360  PKELIH--
NLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  



Sbjct  418  
NFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP  +F L  P++ +S A +      AT        +    TG +P    +
+++ 
Sbjct  538  
ATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  598  ILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098487951.1 GTP-binding protein [Bacillus cereus]
 PFO23715.1 tetracycline resistance protein [Bacillus cereus]
 PGN78354.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS         +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNK-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_098355296.1 GTP-binding protein [Bacillus cereus]
 PFB23827.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 363/658 (55%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD------IEA  174
            IPT++F+NKID++G + + V++ ++D LS +       +     VL E T        
++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKDVLSNE-------
AFPFYSVLNEGTKEARIIAYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LL  Y+  E +    L  E  +++  A++FP+++GSA  G+G
+  L
Sbjct  174  
YDDFIELLAPYNESLLASYVNDEIVPDTLLKEELNKQIAQANVFPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            ++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  V +   
E   
Sbjct  234  
LENISDLFPANKFAENEILSGVVFKIEREVSGEKIAYVRVFSGRLHVRKYVDIQRGESQS  293

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402



                  PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV
+   
Sbjct  354  AAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG+ 
Y  
Sbjct  409  
LYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +P
Sbjct  529  
VLMDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ 
+
Sbjct  589  VAKTEHFKRMLHSFTEGEGIFTTKPDGF-
TKLKAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098132503.1 GTP-binding protein [Bacillus wiedmannii]
 PEJ45122.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEM09955.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGD94934.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHD09941.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHD28177.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 231/652 (35%), Positives = 367/652 (56%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+  +
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENTS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             LF       +  L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSLFHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P        
Sbjct  299  
KKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPIVLMDA  533



Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            +++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  594  SFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_000207790.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EJP91400.1 small GTP-binding protein domain protein [Bacillus 
cereus VD022]
 EOO09134.1 small GTP-binding protein domain protein [Bacillus 
cereus str. 
Schrouff]
 EOO86942.1 small GTP-binding protein domain protein [Bacillus 
cereus K-5975c]
 EOP87656.1 small GTP-binding protein domain protein [Bacillus 
cereus HuB4-4]
 EOQ73755.1 small GTP-binding protein domain protein [Bacillus 
cereus TIAC219]
 PFN85997.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGM89857.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGM96211.1 tetracycline resistance protein [Bacillus cereus]
 PGO21640.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 230/650 (35%), Positives = 366/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-



DIEAWDAVI  179
            IPT++FINKID++G + + V + +++ LS +       S+  E   E    + ++
+D  +
Sbjct  121  IPTILFINKIDRSGANTEKVTKQIKEILSNETF--
PFYSVENEGTKEARIFECKSYDDCM  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L
++ +
Sbjct  179  ELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKL  237

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----K  290
              L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
K
Sbjct  238  
PALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEK  297

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +  P 
+   
Sbjct  298  IKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEAA  355

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I   +  Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  L 
EKY L
Sbjct  356  
IDAVSKEQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V 
LG L
Sbjct  416  
QVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  +    TG +P    
+ +
Sbjct  536  
QAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVAKTENF  595



Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098581325.1 GTP-binding protein [Bacillus cereus]
 PFO49997.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +R+ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIREVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  



Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_000207806.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EEM28404.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
Bt407]
 EEM34716.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar thuringiensis str. T01001]
 EEM65633.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar berliner ATCC 10792]
 AEA16689.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
chinensis CT-43]
 AFV18825.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis 
Bt407]



 AGG01778.1 Ribosome protection-type tetracycline resistance-related 
protein 
[Bacillus thuringiensis serovar thuringiensis str. IS5056]
 ERH99390.1 Tetracycline resistance protein tetM [Bacillus 
thuringiensis 
T01-328]
 AOM11670.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis 
Bt18247]
 OPA10628.1 tetracycline resistance protein [Bacillus cereus]
 ARP58376.1 tetracycline resistance protein [Bacillus thuringiensis]
 OTW40093.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
thuringiensis]
 OTZ73497.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
kyushuensis]
 OTZ79960.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
tohokuensis]
 OUB90981.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
indiana]
 AST01398.1 tetracycline resistance protein [Bacillus thuringiensis]
 PAW40876.1 tetracycline resistance protein [Bacillus toyonensis]
 PAW46489.1 tetracycline resistance protein [Bacillus toyonensis]
 PDY04192.1 tetracycline resistance protein [Bacillus cereus]
 PGK03794.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGW45187.1 tetracycline resistance protein [Bacillus thuringiensis]
 PQZ73063.1 tetracycline resistance protein [Bacillus sp. MYb78]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 366/651 (56%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  



+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGAKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G+G+  L+D 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTELLDKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI 
Sbjct  240  
LMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLPHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G  V++     GE   +   + +++ D++G+ T   +     +  P +  
+I 
Sbjct  300  KMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEASI-  356

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY 
Sbjct  357  --
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV Y   V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYHLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L PIVL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP   F L  P+  +S A +      AT        +    TG +P    
++
Sbjct  535  
KQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTGSLPVAKTES  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636



            ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  595  FKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_028539038.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
Length=674

 Score = 397 bits (1019),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 234/633 (37%), Positives = 351/633 (55%), Gaps = 
27/633 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GI AHVDAGKTT TE +LY SG I  PG V+ GT  TD++ +ERQRGI++
+AA+T+
Sbjct  12   
LLNVGIFAHVDAGKTTTTEHILYTSGRIRTPGRVDDGTALTDSLEVERQRGISVRAAMTN  71

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   +VN++DTPGH+DFL+EV RSL V+D A+LVISA +GVQAQT ++++AL K
+ IP
Sbjct  72   
FTWKGTQVNLIDTPGHVDFLSEVERSLRVMDCAVLVISAVEGVQAQTEMIWNALLKLRIP  131

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE  168
            T++F+NK+D+ G D  +V+   R  LS DI+  Q                S   E    
+
Sbjct  132  
TILFVNKMDRVGADPDAVLAQARKYLSPDIVPVQHPLGMWQDYQGAADLWSAGGEAAAAD  191

Query  169  NTDIEAW--------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
               +EA+        +A+ E ++ LLE Y++GE ++ E+  R  + + + A ++P+ 
YG+
Sbjct  192  
AGSLEAFTAARSGLIEALAERDEALLEAYLSGEDVAEERWERCAEEQARSARIYPLLYGA  251

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A KG+GI  L+DA+   F P      A   G VFK+E      R  Y+RLY G+LR 
RDT
Sbjct  252  
ATKGMGIAELLDAMVRYFPPAEGDPEAPPSGVVFKIERDKTMGRMAYVRLYEGSLRNRDT  311

Query  281  V-ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRW  338
            V         K+T++R               G+I  +   S VR+ DVLG P  +P 
+  
Sbjct  312  
VYNYTQNLSEKVTQIRKIDGTRSEDIGLLRAGDIAAVCGLSHVRIGDVLGRPDAVPAE--  369



Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             +  +P+L     P   A+   + +AL +L+D DPLL  +      E+ +  +G 
+QLEV
Sbjct  370  
AKLAVPLLTVQAHPANEAEYRAVAEALQELSDEDPLLDVQWLQEERELHVKVMGPIQLEV  429

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +S+++  +Y L+    +PSVIY E P +A    I   + P P WA +   + P   
GSG+
Sbjct  430  LSSVMESRYGLKVTFGKPSVIYKETPKQAGEGFIAYTM-
PKPCWAILRFQIEPGPRGSGL  488

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             YE+RV    L   +QN V   +   L+QGL+GW VTD K+   YG ++   + P 
DF  
Sbjct  489  
VYEARVRDEDLLPQYQNEVARRVPEALQQGLYGWEVTDLKVTLVYGQHHVWHTHPLDFAV  548

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
              P+ +   L  +GTQLLEP L   +  P+E   R  +D  +     E  Q++ + 
V+  
Sbjct  549  
ATPMGIMNGLANTGTQLLEPILHVRIVVPEENAGRVMNDLVQMRGRFEPPQLQGERVLIE  608

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G +P      Y  +L+ YT GRS   +   GY+
Sbjct  609  GHVPLSTSLDYPIELSSYTKGRSTFASSFAGYE  641

>EOS55661.1 translation elongation factor G [Paenibacillus 
barengoltzii G22]
 SMF01991.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
barengoltzii J12]
Length=668

 Score = 397 bits (1019),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 234/633 (37%), Positives = 351/633 (55%), Gaps = 
27/633 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GI AHVDAGKTT TE +LY SG I  PG V+ GT  TD++ +ERQRGI++
+AA+T+
Sbjct  6    
LLNVGIFAHVDAGKTTTTEHILYTSGRIRTPGRVDDGTALTDSLEVERQRGISVRAAMTN  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122



            F W   +VN++DTPGH+DFL+EV RSL V+D A+LVISA +GVQAQT ++++AL K
+ IP
Sbjct  66   
FTWKGTQVNLIDTPGHVDFLSEVERSLRVMDCAVLVISAVEGVQAQTEMIWNALLKLRIP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE  168
            T++F+NK+D+ G D  +V+   R  LS DI+  Q                S   E    
+
Sbjct  126  
TILFVNKMDRVGADPDAVLAQARKYLSPDIVPVQHPLGMWQDYQGAADLWSAGGEAAAAD  185

Query  169  NTDIEAW--------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
               +EA+        +A+ E ++ LLE Y++GE ++ E+  R  + + + A ++P+ 
YG+
Sbjct  186  
AGSLEAFTAARSGLIEALAERDEALLEAYLSGEDVAEERWERCAEEQARSARIYPLLYGA  245

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A KG+GI  L+DA+   F P      A   G VFK+E      R  Y+RLY G+LR 
RDT
Sbjct  246  
ATKGMGIAELLDAMVRYFPPAEGDPEAPPSGVVFKIERDKTMGRMAYVRLYEGSLRNRDT  305

Query  281  V-ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRW  338
            V         K+T++R               G+I  +   S VR+ DVLG P  +P 
+  
Sbjct  306  
VYNYTQNLSEKVTQIRKIDGTRSEDIGLLRAGDIAAVCGLSHVRIGDVLGRPDAVPAE--  363

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             +  +P+L     P   A+   + +AL +L+D DPLL  +      E+ +  +G 
+QLEV
Sbjct  364  
AKLAVPLLTVQAHPANEAEYRAVAEALQELSDEDPLLDVQWLQEERELHVKVMGPIQLEV  423

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +S+++  +Y L+    +PSVIY E P +A    I   + P P WA +   + P   
GSG+
Sbjct  424  LSSVMESRYGLKVTFGKPSVIYKETPKQAGEGFIAYTM-
PKPCWAILRFQIEPGPRGSGL  482

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             YE+RV    L   +QN V   +   L+QGL+GW VTD K+   YG ++   + P 
DF  
Sbjct  483  
VYEARVRDEDLLPQYQNEVARRVPEALQQGLYGWEVTDLKVTLVYGQHHVWHTHPLDFAV  542



Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
              P+ +   L  +GTQLLEP L   +  P+E   R  +D  +     E  Q++ + 
V+  
Sbjct  543  
ATPMGIMNGLANTGTQLLEPILHVRIVVPEENAGRVMNDLVQMRGRFEPPQLQGERVLIE  602

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G +P      Y  +L+ YT GRS   +   GY+
Sbjct  603  GHVPLSTSLDYPIELSSYTKGRSTFASSFAGYE  635

>WP_098123664.1 GTP-binding protein [Bacillus wiedmannii]
 PEL18853.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  



LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_088091599.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 SCN05396.1 Tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 232/656 (35%), Positives = 363/656 (55%), Gaps = 



31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  



V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSMEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGALPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>CJV61492.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=219

 Score = 380 bits (976),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 174/218 (80%), Positives = 191/218 (88%), Gaps = 0/218 
(0%)

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            MERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES 
VSLGYLNQSFQNAV +G
Sbjct  1    
MERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEG  60

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            IRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYL
Sbjct  61   
IRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  120

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            SF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNGR
Sbjct  121  
SFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGR  180



Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            SVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  181  SVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  218

>WP_098274036.1 GTP-binding protein [Bacillus cereus]
 PFC13750.1 tetracycline resistance protein [Bacillus cereus]
 PFD25084.1 tetracycline resistance protein [Bacillus cereus]
 PFL64855.1 tetracycline resistance protein [Bacillus cereus]
 PGW65592.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 363/658 (55%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD------IEA  174
            IPT++F+NKID++G + + V++ ++D LS +       +     VL E T        
++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKDVLSNE-------
AFPFYSVLNEGTKEARIIAYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LL  Y+  E +    L  E  +++  A++FP+++GSA  G+G
+  L
Sbjct  174  
YDDCIELLAPYNESLLASYVNDEIVPDTLLKEELNKQIAQANVFPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            ++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  V +   
E   
Sbjct  234  
LENISDLFPANKFAENEILSGVVFKIEREVSGEKIAYVRVFSGRLHVRKYVDIQRGESQS  293

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G+ V++ T   GE   +    ++++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQSSTVQSGEFCKVWGLTNIKIGDIIGKRTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV
+   
Sbjct  354  AAIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY+L+       V+ +E+P+   +    +    NPF+A+IG  V   +L SG+ 
Y  
Sbjct  409  
LYEKYRLQVTFSNTRVVCIEKPIDLGNSVEVMGEKENPFYATIGFKVERGALNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +P
Sbjct  529  
VLMDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ 
+
Sbjct  589  VAKTEHFKRMLHSFTEGEGIFTTKPDGF-
TKLKAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_030026231.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 CDN36522.1 unnamed protein product [Bacillus thuringiensis DB27]
 PGS74859.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 396 bits (1017),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 365/648 (56%), Gaps = 
15/648 (2%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  + +   + L    
KI 
Sbjct  240  
LIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYIDIQRSKSLFHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
Sbjct  300  
KMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  360  PK--
EQIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  
Sbjct  418  
TFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPL  477



Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP  +F L  P++ +S A +      AT        +    TG +P    +
+++ 
Sbjct  538  
ATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  598  ILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207785.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EEL22321.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
Rock1-3]
 EEL39748.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
Rock3-29]
 EJQ80864.1 small GTP-binding protein domain protein [Bacillus 
cereus HuB4-10]
 EJQ88071.1 small GTP-binding protein domain protein [Bacillus 
cereus HuB5-5]
 EJR63977.1 small GTP-binding protein domain protein [Bacillus 
cereus VD148]
 EJS51374.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG1O-2]
 EJV47922.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG4X2-1]
 EJV94519.1 small GTP-binding protein domain protein [Bacillus 
cereus HuB2-9]
 EOP40441.1 small GTP-binding protein domain protein [Bacillus 
cereus VD214]
 AHA06330.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus toyonensis BCT-7112]
 KMP60010.1 tetracycline resistance protein [Bacillus cereus]
 KNH41347.1 tetracycline resistance protein [Bacillus thuringiensis]
 KXY15488.1 tetracycline resistance protein [Bacillus cereus]
 SDK30132.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. yr331]
 OKO52672.1 tetracycline resistance protein [Bacillus toyonensis]
 SLK04785.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. RUTrin4]
 PDZ36002.1 tetracycline resistance protein [Bacillus toyonensis]
 PEB23832.1 tetracycline resistance protein [Bacillus toyonensis]
 PEB28608.1 tetracycline resistance protein [Bacillus toyonensis]



 PED76812.1 tetracycline resistance protein [Bacillus toyonensis]
 PEI49501.1 tetracycline resistance protein [Bacillus toyonensis]
 PEI95338.1 tetracycline resistance protein [Bacillus toyonensis]
 PEJ18654.1 tetracycline resistance protein [Bacillus toyonensis]
 PEK31951.1 tetracycline resistance protein [Bacillus toyonensis]
 PEL69778.1 tetracycline resistance protein [Bacillus toyonensis]
 PEL72498.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY80698.1 tetracycline resistance protein [Bacillus toyonensis]
 PFZ70446.1 tetracycline resistance protein [Bacillus toyonensis]
 PGB39031.1 tetracycline resistance protein [Bacillus toyonensis]
 PGD48225.1 tetracycline resistance protein [Bacillus toyonensis]
 PGD88016.1 tetracycline resistance protein [Bacillus toyonensis]
 PGE73186.1 tetracycline resistance protein [Bacillus toyonensis]
 PGF00713.1 tetracycline resistance protein [Bacillus toyonensis]
 PHA72337.1 tetracycline resistance protein [Bacillus toyonensis]
 PHA98094.1 tetracycline resistance protein [Bacillus toyonensis]
 PHB82178.1 tetracycline resistance protein [Bacillus toyonensis]
 PHD83789.1 tetracycline resistance protein [Bacillus toyonensis]
 PHE28826.1 tetracycline resistance protein [Bacillus toyonensis]
 PHE46080.1 tetracycline resistance protein [Bacillus toyonensis]
 PHG42782.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 395 bits (1016),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 232/657 (35%), Positives = 363/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  



YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            + T I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  METAI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  
Sbjct  409  
LHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098718789.1 GTP-binding protein [Bacillus toyonensis]
 PGE38023.1 tetracycline resistance protein [Bacillus toyonensis]



Length=647

 Score = 395 bits (1016),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 235/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIRRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIADIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----



QMEAAIDAVSKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L 
SG+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNSNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P  R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLHRKDYLLHVLK  645

>WP_088046323.1 GTP-binding protein [Bacillus thuringiensis]
 OTX81666.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
londrina]
Length=647

 Score = 395 bits (1016),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 



+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_072655305.1 GTP-binding protein [Streptomyces viridifaciens]
 OJH69113.1 GTP-binding protein [Streptomyces viridifaciens]
Length=660

 Score = 396 bits (1018),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 246/653 (38%), Positives = 351/653 (54%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV++G T+TD+  LERQRGITI
++AV
Sbjct  1    
MTTVNIGILAHVDAGKTSLTERLLHTAGVIDRVGSVDRGDTQTDSHELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDG +LVISA +GVQAQTR+L   L 
K+ 
Sbjct  61   
VSFTVGDVKVNLIDTPGHPDFISEVERALGVLDGVVLVISAVEGVQAQTRLLMRTLVKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +P ++F+NKID+ G     ++  +R +L+  ++    V              V  +
+ D 
Sbjct  121  
MPVILFVNKIDRMGARYHELLDEIRSELTPAVVALTRVEGPGTPGARAFARTVGTDDPDF  180

Query  173  --EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              E  D + E+ D  L +Y+  E  ++ +    E  R+   A L+PV +GSA  G 
GI  
Sbjct  181  
AAELADVLAEHGDDFLARYLEDETSLTAQDYSAELARQAARAQLYPVLFGSAVAGAGIDA  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            L+D +T LF P+   GS   L G+VFK+E    G++  Y+RL+ G L  R+ V++  
R++
Sbjct  241  LVDGITRLF-
PVNHGGSGGTLRGTVFKIERGWAGEKVAYVRLHGGELGSREKVSVFRRDQ  299



Query  289  L--------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
                     + T + +  +G  V    A  G+I  +     +R+ D LG    L  
+   
Sbjct  300  
HGAVTEIPGRTTVVEVFDRGSAVVESRARAGDIAKVWGLKGIRIGDRLGSAEGLDGEHLF  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T I P   +    L DAL QLAD DP +    D    EI +S  G VQ 
EV+
Sbjct  360  AP--
PSLETVIRPSRPSAMPELYDALLQLADQDPFINVRKDDEEQEIAVSLYGEVQKEVI  417

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGV  458
            +A L++++KL+   +   +I +ERP+        I+      FWA+IGL V P   
GSGV
Sbjct  418  
AATLADEFKLDVAFEGTRIICVERPIGVGESVEEIDYRSKTFFWATIGLRVEPGEPGSGV  477

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             +   V LG L  +F  AV + +R  L+QGL GW V D  +      + SPVS   
DFR 
Sbjct  478  
VFRRSVELGSLPHAFHKAVEEAVRATLQQGLNGWEVLDILVTLTRSGFASPVSAAGDFRK  537

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  ALK++GTQ+ EP   F L  P E  S A     +  AT E+ +      
+  
Sbjct  538  
LTPLVLMNALKQAGTQVYEPVNRFELEVPGENASAALLSLVECGATPESTRGLGSSCLVE  597

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  
631
            G IPAR +Q +   L   + G+ V +T    +Q  VG     PRR  + L+ V
Sbjct  598  GTIPARTVQEFEQRLPGLSQGQGVLVTRFHSFQPVVGA---APRRRRTDLNPV  
647

>WP_097879342.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
toyonensis]
 PEC09666.1 tetracycline resistance protein [Bacillus toyonensis]
 PEJ61062.1 tetracycline resistance protein [Bacillus toyonensis]
 PEN63791.1 tetracycline resistance protein [Bacillus toyonensis]
 PEN86820.1 tetracycline resistance protein [Bacillus toyonensis]
 PGD52792.1 tetracycline resistance protein [Bacillus toyonensis]
 PGE20913.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647



 Score = 395 bits (1016),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 372/658 (57%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLASYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D + + L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFHTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_063536710.1 GTP-binding protein [Bacillus cereus]
 ANC20024.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 4e-126, Method: Compositional 
matrix adjust.
 Identities = 235/659 (36%), Positives = 372/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174



            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKFAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNKFELTVPEQAISTAMYKLAAVPATFREPILSNNSYQLTGLL  587



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  GY+  +  P +  +R    P +R D + H
+ +
Sbjct  588  PVAKTENFKRMLHSFTEGEGIFTTKPYGYK-
ELTVPFLTRKRVDYNPLNRKDYLLHVLK  645

>WP_098631347.1 GTP-binding protein [Bacillus wiedmannii]
 PGB74314.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344



                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
DKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>AFT65577.1 TetM, partial [Clostridioides difficile]
Length=334

 Score = 384 bits (987),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 189/334 (57%), Positives = 249/334 (75%), Gaps = 0/334 
(0%)

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191
            Q G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLEKY++
Sbjct  1    
QNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMS  60



Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
            G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + 
LCG
Sbjct  61   
GKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCG  120

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
            +VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D 
AY G
Sbjct  121  
NVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSG  180

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +
++D+
Sbjct  181  
EIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDS  240

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK 
A +T
Sbjct  241  
DPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYT  300

Query  432  IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            IHIEVPPNPFWASIGLSV+PL LGSG+QYES VS
Sbjct  301  IHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVS  334

>WP_050821928.1 MULTISPECIES: GTP-binding protein [Bacillus]
 AKR35983.1 Tetracycline resistance protein TetP [Bacillus 
thuringiensis 
serovar indiana]
 OHO73518.1 tetracycline resistance protein [Bacillus sp. 
HMSC036E02]
 ASJ49193.1 tetracycline resistance protein [Bacillus cereus]
 PED43720.1 tetracycline resistance protein [Bacillus cereus]
 PEF16832.1 tetracycline resistance protein [Bacillus cereus]
 PES02346.1 tetracycline resistance protein [Bacillus cereus]
 PES64667.1 tetracycline resistance protein [Bacillus cereus]
 PET04221.1 tetracycline resistance protein [Bacillus cereus]
 PEV91019.1 tetracycline resistance protein [Bacillus cereus]
 PFP54890.1 tetracycline resistance protein [Bacillus cereus]
 PFT45776.1 tetracycline resistance protein [Bacillus cereus]
 PFV10076.1 tetracycline resistance protein [Bacillus cereus]
 PGW50723.1 tetracycline resistance protein [Bacillus cereus]
 PGX05863.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T        
++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIKYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFGKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410



Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+ +     V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVIFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>SME99119.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. J6]
Length=668

 Score = 396 bits (1018),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 234/633 (37%), Positives = 351/633 (55%), Gaps = 
27/633 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GI AHVDAGKTT TE +LY SG I  PG V+ GT  TD++ +ERQRGI++
+AA+T+
Sbjct  6    
LLNVGIFAHVDAGKTTTTEHILYTSGRIRMPGRVDDGTALTDSLEVERQRGISVRAAMTN  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   +VN++DTPGH+DFL+EV RSL V+D A+LVISA +GVQAQT ++++AL K
+ IP
Sbjct  66   
FTWKGTQVNLIDTPGHVDFLSEVERSLRVMDCAVLVISAVEGVQAQTEMIWNALLKLRIP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE  168



            T++F+NK+D+ G D  +V+   R  LS DI+  Q                S   E    
+
Sbjct  126  
TILFVNKMDRVGADPDAVLAQARKYLSPDIVPVQHPLGMWQDYQGAADLWSAGGEAAAAD  185

Query  169  NTDIEAW--------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
               +EA+        +A+ E ++ LLE Y++GE ++ E+  R  + + + A ++P+ 
YG+
Sbjct  186  
AGSLEAFTAARSGLIEALAERDEALLEAYLSGEDVAEERWERCAEEQARSARIYPLLYGA  245

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A KG+GI  L+DA+   F P      A   G VFK+E      R  Y+RLY G+LR 
RDT
Sbjct  246  
ATKGMGIAELLDAMVRYFPPTEGDPEAPPSGVVFKIERDKTMGRMAYVRLYEGSLRNRDT  305

Query  281  V-ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRW  338
            V         K+T++R               G+I  +   S VR+ DVLG P  +P 
+  
Sbjct  306  
VYNYTQNLSEKVTQIRKIDGTRSEDIGLLRAGDIAAVCGLSHVRIGDVLGRPDAVPAE--  363

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             +  +P+L     P   A+   + +AL +L+D DPLL  +      E+ +  +G 
+QLEV
Sbjct  364  
AKLAVPLLTVQAHPANEAEYRAVAEALQELSDEDPLLDVQWLQEERELHVKVMGPIQLEV  423

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +S+++  +Y L+    +PSVIY E P +A    I   + P P WA +   + P   
GSG+
Sbjct  424  LSSVMESRYGLKVTFGKPSVIYKETPKQAGEGFIAYTM-
PKPCWAILRFQIEPGPRGSGL  482

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             YE+RV    L   +QN V   +   L+QGL+GW VTD K+   YG ++   + P 
DF  
Sbjct  483  
VYEARVRDEDLLPQYQNEVARRVPEALQQGLYGWEVTDLKVTLVYGQHHVWHTHPLDFAV  542

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
              P+ +   L  +GTQLLEP L   +  P+E   R  +D  +     E  Q++ + 
V+  
Sbjct  543  
ATPMGIMNGLANTGTQLLEPILHVRIVVPEENAGRVMNDLVQMRGRFEPPQLQGERVLIE  602



Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G +P      Y  +L+ YT GRS   +   GY+
Sbjct  603  GHVPLSTSLDYPIELSSYTKGRSTFASSFAGYE  635

>WP_085169366.1 GTP-binding protein [Paenibacillus sp. J6]
Length=674

 Score = 396 bits (1018),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 234/633 (37%), Positives = 352/633 (56%), Gaps = 
27/633 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GI AHVDAGKTT TE +LY SG I  PG V+ GT  TD++ +ERQRGI++
+AA+T+
Sbjct  12   
LLNVGIFAHVDAGKTTTTEHILYTSGRIRMPGRVDDGTALTDSLEVERQRGISVRAAMTN  71

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   +VN++DTPGH+DFL+EV RSL V+D A+LVISA +GVQAQT ++++AL K
+ IP
Sbjct  72   
FTWKGTQVNLIDTPGHVDFLSEVERSLRVMDCAVLVISAVEGVQAQTEMIWNALLKLRIP  131

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE  168
            T++F+NK+D+ G D  +V+   R  LS DI+  Q                S   E    
+
Sbjct  132  
TILFVNKMDRVGADPDAVLAQARKYLSPDIVPVQHPLGMWQDYQGAADLWSAGGEAAAAD  191

Query  169  NTDIEAW--------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
               +EA+        +A+ E ++ LLE Y++GE ++ E+  R  + + + A ++P+ 
YG+
Sbjct  192  
AGSLEAFTAARSGLIEALAERDEALLEAYLSGEDVAEERWERCAEEQARSARIYPLLYGA  251

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A KG+GI  L+DA+   F P      A   G VFK+E      R  Y+RLY G+LR 
RDT
Sbjct  252  
ATKGMGIAELLDAMVRYFPPTEGDPEAPPSGVVFKIERDKTMGRMAYVRLYEGSLRNRDT  311

Query  281  VALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRW  338
            V    +    K+T++R               G+I  +   S VR+ DVLG P  +P 
+  
Sbjct  312  
VYNYTQNLSEKVTQIRKIDGTRSEDIGLLRAGDIAAVCGLSHVRIGDVLGRPDAVPAE--  369



Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             +  +P+L     P   A+   + +AL +L+D DPLL  +      E+ +  +G 
+QLEV
Sbjct  370  
AKLAVPLLTVQAHPANEAEYRAVAEALQELSDEDPLLDVQWLQEERELHVKVMGPIQLEV  429

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +S+++  +Y L+    +PSVIY E P +A    I   + P P WA +   + P   
GSG+
Sbjct  430  LSSVMESRYGLKVTFGKPSVIYKETPKQAGEGFIAYTM-
PKPCWAILRFQIEPGPRGSGL  488

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             YE+RV    L   +QN V   +   L+QGL+GW VTD K+   YG ++   + P 
DF  
Sbjct  489  
VYEARVRDEDLLPQYQNEVARRVPEALQQGLYGWEVTDLKVTLVYGQHHVWHTHPLDFAV  548

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
              P+ +   L  +GTQLLEP L   +  P+E   R  +D  +     E  Q++ + 
V+  
Sbjct  549  
ATPMGIMNGLANTGTQLLEPILHVRIVVPEENAGRVMNDLVQMRGRFEPPQLQGERVLIE  608

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G +P      Y  +L+ YT GRS   +   GY+
Sbjct  609  GHVPLSTSLDYPIELSSYTKGRSTFASSFAGYE  641

>WP_053564128.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ALC52439.1 tetracycline resistance protein [Bacillus cereus]
 PGH80468.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 366/651 (56%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGAKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G+G+  L+D 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTELLDKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI 
Sbjct  240  
LMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLPHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G  V++     GE   +   + +++ D++G+ T   +     +  P +  
+I 
Sbjct  300  KMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEASI-  356

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY 
Sbjct  357  --
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A++G  V    L SGV Y   V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGLGNSVEVMGEQENPFYATVGFKVERGELNSGVTYHLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L PIVL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLMDAL  534



Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP   F L  P+  +S A +      AT        +    TG +P    
++
Sbjct  535  
KQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTGSLPVAKTES  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  595  FKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088299050.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 362/655 (55%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I + G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKDVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E ++  +L  E  +++  A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVTDIRLREELIKQIVQANVYPIFFGSAMTGIGVTELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             +  L           L G VFK+E    G++  Y+RL+SG+L +R  V +   E 
L   
Sbjct  236  
NIPALLPANNSSPDEELAGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHK  295



Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P  
Sbjct  531  
MDALKKAETCVYEPVNEFELTIPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  V  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGVFTTKPAGFTKILAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_058004226.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
farraginis]
Length=657

 Score = 396 bits (1017),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 230/667 (34%), Positives = 362/667 (54%), Gaps = 
43/667 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MKIINIGI+AHVDAGKT+LTE +L+ +  I + G V+ G T+TD+M LER+RGITI
+A+V
Sbjct  1    
MKIINIGIVAHVDAGKTSLTERILFETAVIDKIGKVDHGNTQTDSMELERRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RSL+VLDGAILVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFLKDVKINLIDTPGHADFIAEVERSLSVLDGAILVISAVEGIQAQTKILMSILKKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+ G     +++++++KL  +II   TV         ++++  + E
+   
Sbjct  121  
IPTLIFINKIDRMGAKSTRLIENIKEKLIENIIPLYTVEKLGTKEAKIVQKQFNAESDPY  180

Query  178  VIE------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
              E      N+D LLE Y+    I+ E++      R+++  L P+Y+GSA  G+G+
+ L+
Sbjct  181  
FFEESLLALNDDFLLEAYVNERKITEEQIKAIMINRIKEGKLCPIYFGSAMTGIGVRELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + V  +          +L G+VFK+E    G++  Y+R++SGT+ +R+ V +  +     
Sbjct  241  
NGVETMLPVSHGLEKESLSGTVFKIEREASGEKIAYIRVFSGTIHVREYVKINRKN----  296

Query  292  TEMRIPSKGE-IVRTDTAYPGEIVILPS------------
DSVRLNDVLGDPTRLPRKRW  338
             E  I +  E I +    Y G  VI P               +++ D++G+        
W
Sbjct  297  
IEKTINTHTEKIKKIHQFYNGSSVISPKVIAGDFCKVWGLKDIKIGDLVGE--------W  348

Query  339  REDPL------
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
             +  +      P L T I P    +   L  AL ++++ DPL+    D   H++ +   
G
Sbjct  349  
SDKIMNIPFAAPQLETQIKPVQKEKTHDLYQALMEMSEEDPLIHVLKDDFHHDLFIRIFG  408

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
             VQ EV+ ++L EKY +E    E  VI +E+P         +    NPF+ ++G  
V P 
Sbjct  409  
EVQKEVIHSVLKEKYHVEVTFSETRVICIEKPKGIGQALERMGEADNPFYGTVGFRVEPG  468

Query  453  



SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSG  Y+  V LG L  +F  A+ + +   L+QGLFGW V D  +   +  Y 
SPV+T
Sbjct  469  
EFGSGKTYKLGVELGSLPLAFHKAIEETVFDVLKQGLFGWEVEDIVVTLTHTGYASPVTT  528

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             +DFR L P+VL +AL ++GT + EP   F L  P   +S+A        A       
++
Sbjct  529  
ASDFRKLVPLVLMEALVKAGTDVYEPMNKFELSVPANSISQAMFKLSAIQAEFTEPFFRR  588

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLD  629
            D  +  G +P    + ++ +L  +T G  + + +  GY+  V    ++ R    P 
+R D
Sbjct  589  
DSYILKGTLPMAVTEKFKRNLYSFTEGEGIFIAKPYGYKKMVSDFPVRKRVDFNPLNRKD  648

Query  630  KVRHMFQ  636
             + H+ +
Sbjct  649  YLLHVMK  655

>WP_097995016.1 GTP-binding protein [Bacillus cereus]
 PEC80764.1 tetracycline resistance protein [Bacillus cereus]
 PEE60194.1 tetracycline resistance protein [Bacillus cereus]
 PEY31896.1 tetracycline resistance protein [Bacillus cereus]
 PEZ15315.1 tetracycline resistance protein [Bacillus cereus]
 PFC57699.1 tetracycline resistance protein [Bacillus cereus]
 PFC98322.1 tetracycline resistance protein [Bacillus cereus]
 PFJ79357.1 tetracycline resistance protein [Bacillus cereus]
 PFP25357.1 tetracycline resistance protein [Bacillus cereus]
 PFQ14404.1 tetracycline resistance protein [Bacillus cereus]
 PGK15657.1 tetracycline resistance protein [Bacillus cereus]
 PGM13705.1 tetracycline resistance protein [Bacillus cereus]
 PGM68821.1 tetracycline resistance protein [Bacillus cereus]
 PGN03417.1 tetracycline resistance protein [Bacillus cereus]
 PGR35256.1 tetracycline resistance protein [Bacillus cereus]
 PGR56576.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++ G+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFLGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  I   +  Y SPV+T +DFR+L 
P+VL



Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIITLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_087981043.1 GTP-binding protein [Bacillus cereus]
 SCN32619.1 Tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 365/658 (55%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILIRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + VV+ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKEILSYE-------
AFPFYSALNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTEL  233



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  + +   
E L 
Sbjct  234  
LENISTLFPANKSAENEILSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYIDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI ++ +   G+ V+T T    E   +   + +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKLCLFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGVRTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV
++  
Sbjct  351  --
QMEAAIEALPKERIHDLYAALMDLCEEDPLIKVWKDHIHNELYICLFGEVQKEVIATT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   S    +    NPF+A+IG  V    L SG+ 
Y  
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPINVGSSVEVMGEKANPFYATIGFKVELGELNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK + T + EP   F L  P+  +S A +      AT        D    
TG +P
Sbjct  529  
VLMDALKHAKTCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G++  +  P    +R    P +R D + H+ 
+
Sbjct  589  VAKTEHFKRMLHSFTEGEGIFTTKPDGFK-
KLKAPFPTRKRVDYNPLNRNDYLLHVLK  645

>WP_106074913.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
wiedmannii]
 PRT31749.1 tetracycline resistance ribosomal protection protein 



[Bacillus 
wiedmannii]
 PRT43994.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
wiedmannii]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 229/627 (37%), Positives = 357/627 (57%), Gaps = 
28/627 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L   VFK+E    G++  Y+R++SG L +R+ V +   E 
L  
Sbjct  235  
EKLPALIPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGNLHVRNYVDIQRHEPLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  ++      GE   +   + +++ D++G+ T   +     +  
P +
Sbjct  295  
KEKIKKMCMFHNGNAIQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQM  352



Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
               I    A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L
Sbjct  353  EAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLD  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P++ +S A +      AT     +  +    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAIPATFREPILSNNSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
               + ++  L  +T G S+  T+  GY
Sbjct  590  AKTENFKRMLHSFTEGESIFTTKPSGY  616

>WP_098771490.1 GTP-binding protein [Bacillus cereus]
 PGO70954.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDG+ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGSILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 



+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098822820.1 GTP-binding protein [Bacillus toyonensis]
 PHC10749.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 232/657 (35%), Positives = 363/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTEHILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293



Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            + T I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  METAI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  
Sbjct  409  
LHEKYSLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>CUB51017.1 Tetracycline resistance protein TetO [Bacillus subtilis]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 233/653 (36%), Positives = 358/653 (55%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFTDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNEAFPFYSVQNEGAKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE  +++  A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELIKQIAQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   + 
L  
Sbjct  235  
ENISALLPANNSSQDEELSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V+T T   G+   +     +++ D++G  T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAVQTSTVPSGDFCKVWGLSDIKIGDIIGKRTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L
Sbjct  355  AINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGIGSSIEVMGENANPFYATVGFKVERGELNSGITYKLG  469

Query  464  



VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMAALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  590  AKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAAFPTRKRVDNNPLNRKDYLLH  
642

>AMP51306.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=568

 Score = 393 bits (1009),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 220/571 (39%), Positives = 328/571 (57%), Gaps = 
15/571 (3%)

Query  74   
DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQA  133
            DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT
+IFINKID+A
Sbjct  1    
DTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQIPTIIFINKIDRA  60

Query  134  GVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIA  191
            GV+L+ +   ++  LS D++  QTV       +   TDI  E  + V  ++D +LE 
Y+A
Sbjct  61   
GVNLERLYLDIKTNLSQDVLFMQTVVDGVVYPICTPTDIRAEHKEFVCNHDDDILELYLA  120

Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
             + I            V  A  +PV +GSA   +GI  L+DA+     P     +  
L  
Sbjct  121  
DKEILPADYWNAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFIFPPASVPNR-LSA  179

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYP  310
             ++K+E+   G +R +L++  G LRLR  + +   EK +KI  ++   +G+ +  D    



Sbjct  180  
YLYKIEHDPKGHKRSFLKIIDGRLRLRTVIKVNDSEKFIKIKNLKTIYQGKEINVDEVVA  239

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             +I I+   + +R+ D LG    L +    + P   L++++ P    +R +L+ AL  
L 
Sbjct  240  NDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKLISALNVLF  297

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
              DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP 
K  +
Sbjct  298  
IEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDEIKTIYKERPKKKVN  357

Query  430  
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGL  489
              IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN SFQNAV +GIR   
+ GL
Sbjct  358  
KIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNAVFEGIRMSCQSGL  417

Query  490  
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQE  549
             GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  +LEP L F L  
PQ 
Sbjct  418  
HGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDILEPMLYFELQIPQV  477

Query  550  
YLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
              S+A  D  K  + I+      +  +  G++P    + Y ++++ YT G    + 
+  G
Sbjct  478  
ASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSYTKGLGTFMVKPCG  537

Query  610  YQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
            YQ   G         N+R+   DK+  MF+K
Sbjct  538  YQITKGG-----YSDNTRMEEKDKLLFMFEK  563

>WP_073523415.1 GTP-binding protein [Bacillus cereus]
 OKA29444.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 5e-126, Method: Compositional 
matrix adjust.
 Identities = 234/653 (36%), Positives = 362/653 (55%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE +I  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFINNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+R++SG L +R  V +   + 
L  
Sbjct  235  
ENIPSLLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V++     GE   +     +++ D++G  T   +     +P    
Sbjct  295  
KKKIKKMCMFHNGNAVQSTIVPCGEFCKVWGLSDIKIGDIIGKRTDYIKDIHFAEP----  350

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  351  -
QMEAAIDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG+ 
Y+  
Sbjct  410  
FEKYNLQVTFSGTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYKLG  469

Query  464  



VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  G+   +     + R  N+ L++  ++  
Sbjct  590  AKTEHFKRMLHSFTEGEGLFTTKPAGFTKIMAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098174194.1 GTP-binding protein [Bacillus toyonensis]
 PEJ13434.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 233/657 (35%), Positives = 367/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTIINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G
+  L



Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGIGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L   VFK+E    G++  Y+R++SG+L +R  V +   
+ L 
Sbjct  234  
LEKLPALMPALTSAQEELLSCVVFKIEREPFGEKVAYVRVFSGSLHVRKYVDIQRSQSLS  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KIT+M +   G+ V+T T   GE   +     +++ D++G+ T   +  +  +  
P 
Sbjct  294  
HKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIYFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYDL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_078186747.1 GTP-binding protein [Bacillus cereus]



 OOR74333.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL  L + DPL++   D + +E+ +   G VQ 
EV+  



Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMDLCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAIYKLAAVPATFREPILSNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098651237.1 GTP-binding protein [Bacillus toyonensis]
 PGA36971.1 tetracycline resistance protein [Bacillus toyonensis]
 PGC06756.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 235/660 (36%), Positives = 371/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVSKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      
SG+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YDLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    



TG
Sbjct  526  
TPLVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098387102.1 GTP-binding protein [Bacillus cereus]
 PEX83883.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 235/654 (36%), Positives = 362/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S + E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAF--
PFYSAANEGTKEARIMEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  179  
ERLAPYNESLLVSYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  



ALLPANTSAPDELLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKHVDIKRSKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EK+
Sbjct  354  
AAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEQPIGVGNSIEVMGEKANPFYATIGFKIERGELNSGITYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPILNNDSYQLTGSLPIAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDFNPLNRKDYLLHVLK  
645

>CUB13758.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 236/652 (36%), Positives = 363/652 (56%), Gaps = 
26/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI



+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKRILSNE--
ASPFYSVQNEGTKEARIIEYKSYDDCI  178

Query  180  EN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  + I  + L+REE ++++Q A+L+P+++GSA  G+G+  L
++ +
Sbjct  179  ERLAPFNESLLESYVNNK-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELLENI  237

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREK  288
              L           L G VFK+E    G++  Y+R++SG L +R  V      +L  
REK
Sbjct  238  
PTLLPANNSSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRDQSLPHREK  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +K  +M +   G  V+T T   GE   +   + +++ D++G  T   +     +P     
Sbjct  298  IK--
KMCMFHNGNAVQTSTVPSGEFCRVWGLNDIKIGDIIGKRTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  356  IDALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A++G  +    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSVEIMGEKANPFYATVGFKIERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524



             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P  
Sbjct  531  
IDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +     + R  N+ L++  ++  
Sbjct  591  KTEHFKRMLHSFTEGEGIFTTKPAGFIKIMAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098358159.1 MULTISPECIES: GTP-binding protein [Bacillus]
 PEF66794.1 tetracycline resistance protein [Bacillus anthracis]
 PFA96285.1 tetracycline resistance protein [Bacillus anthracis]
 PFP33460.1 tetracycline resistance protein [Bacillus anthracis]
 PFU25062.1 tetracycline resistance protein [Bacillus anthracis]
 PGP13508.1 tetracycline resistance protein [Bacillus anthracis]
 PHA11973.1 tetracycline resistance protein [Bacillus sp. AFS051223]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 228/653 (35%), Positives = 363/653 (56%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180



Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG+L +R  V      +L+ 
+EK+K 
Sbjct  241  
IPAHTSVQNETLSGVVFKIERESSGEKIAYVRIFSGSLHVRKYVDIQRSKSLSHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G++++  T   GE   +   + +++ D++G+ T   +     +P        
Sbjct  300  -
KMCLFHNGDVIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   ++   +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNNVEVMGEKANPFYATIGFKIERGELNSGITYTLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+  +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTKASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNKFELTVPEHAISTAMYKLAAISATFAEPIFNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTTRPAGF-TKLTTPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_078421523.1 GTP-binding protein [Bacillus cereus]
 OPA36128.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDG+ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGSILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHREKIKKMCMFHNGNAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401



                  A   A  +ER+ D   AL +L + D L++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDSLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTDYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNKFELTVPEQAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_061139140.1 MULTISPECIES: GTP-binding protein [Bacillus]
 KXH89623.1 tetracycline resistance protein [Bacillus sp. JH7]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584



              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_053512514.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 OTX38722.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
andalousiensis]
 OTZ18593.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OUA06522.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 395 bits (1016),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ + + LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQITEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-



DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_063225298.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 KZD26124.1 Ribosome protection-type tetracycline resistance related 



protein 
[Bacillus cereus]
 PFL64556.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 395 bits (1015),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 369/653 (57%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ ++  LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKGVLSNEAFPFYSVLNEGAKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q  +++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQTNVYPIFFGSAMTGIGVTELLEKLPA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            L           LCG VFK+E    G++  Y+R++SG+L +R  V      +L+ 
+EK+K
Sbjct  240  
LMPAHTSAQEELLCGVVFKIEREPSGEKVAYVRVFSGSLHIRKYVDIQRSKSLSHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     +P       
Sbjct  300  --
KLCLFHNGDAVQTTTVPSSEFCNVWGLNDIKIGDIIGERTDYIKDIHFAEP-----QM  352

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   



L EK
Sbjct  353  
EAAINAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A++G +V    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATVGFNVELGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  I   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISITLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
Sbjct  533  
ALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPILSNDSYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>KOS27491.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 395 bits (1015),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 239/659 (36%), Positives = 367/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INI I+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIEIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +V  +DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLQVIFIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----



IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L  
Sbjct  235  
EDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEADPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A  D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKASEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQLTGSL  587



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R D + H
+ +
Sbjct  588  PVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_086403399.1 GTP-binding protein [Bacillus thuringiensis]
 OTZ83701.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
darmstadiensis]
Length=647

 Score = 395 bits (1015),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  V +   
E L
Sbjct  233  
LLENISTLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRDESL  292



Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098627842.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
toyonensis]
 PFX70469.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 395 bits (1015),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 232/657 (35%), Positives = 363/657 (55%), Gaps = 
33/657 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            + T I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  METAI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  



Sbjct  409  
LHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_088106656.1 GTP-binding protein [Bacillus cereus]
 SME32655.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 395 bits (1015),  Expect = 6e-126, Method: Compositional 
matrix adjust.
 Identities = 237/660 (36%), Positives = 364/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSKKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173



Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+L+P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANLYPIFFGSAMTGIGVSKL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKNIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAISATFAEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +



Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098520520.1 GTP-binding protein [Bacillus cereus]
 PFM47962.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1015),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 235/653 (36%), Positives = 363/653 (56%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT+IF+NKID++G + + VV+ ++D LS +      +K   +    I      + 
+++D
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKDVLSNEAFPFYSVKNEGTKEARIF-----
EYKSYD  175

Query  177  AVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE  +++  A+LFP++ GSA  G+G+  
L+
Sbjct  176  DCIELLAPYNESLLESYVNDE-
IVPDILLREELIKQIAQANLFPIFCGSAMTGMGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + ++ L        +  L G VFK+E    G++  Y+R++SG L +R  V +   E 
L  
Sbjct  235  
ENISDLIPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGHLHVRKYVHIQRSESLAH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI ++ +   G+ ++T     GE   +     +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKLCVFHNGDAIQTAIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEA  354



Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV+   
L
Sbjct  355  AIEALPK-----
ERIHDLYAALMELCEEDPLIQVWKDNVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
YDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIGRGELNSGISYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+LAP+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLAPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      A         D    TG 
+P 
Sbjct  530  
LMDALKQAKTCVYEPVNEFELTVPEHAVSTAMYKLAAIPANFSEPIFNNDSYHLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  GY+        + R  N+ L++  ++  
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTKPAGYKELKAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_097918509.1 GTP-binding protein [Bacillus cereus]
 PEB37352.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1015),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 364/648 (56%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDYMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI 
Sbjct  240  
LIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
Sbjct  300  
KMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK       L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  360  PKELIH--
NLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  
Sbjct  418  
NFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591



             T + EP  +F L  P++ +S A +      AT        +    TG +P    +
+++ 
Sbjct  538  
ATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  598  ILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207786.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EJV50726.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG6O-1]
 PEI60071.1 tetracycline resistance protein [Bacillus toyonensis]
 PEP13932.1 tetracycline resistance protein [Bacillus toyonensis]
 PFX82068.1 tetracycline resistance protein [Bacillus toyonensis]
 PGE46617.1 tetracycline resistance protein [Bacillus toyonensis]
 PHC16761.1 tetracycline resistance protein [Bacillus toyonensis]
 PHD99684.1 tetracycline resistance protein [Bacillus toyonensis]
 AVI60665.1 GTP-binding protein [Bacillus sp. FDAARGOS_235]
Length=647

 Score = 395 bits (1015),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 232/657 (35%), Positives = 363/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTEL  233



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            + T I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  METAI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  
Sbjct  409  
LHEKYSLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_071381934.1 GTP-binding protein [Streptomyces sp. MUSC 1]
 OIK04122.1 GTP-binding protein [Streptomyces sp. MUSC 1]
Length=644



 Score = 395 bits (1015),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 246/643 (38%), Positives = 340/643 (53%), Gaps = 
12/643 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDDGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LDGA+LV+SA +GVQAQT +L  
ALR++ 
Sbjct  61   
VSFPLDGVTVNLVDTPGHPDFIAEVERVLGILDGAVLVVSAVEGVQAQTGVLLRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--
KQTVSLSPEIVLEENTDIEAWDAV  178
            IPT+IF+NKID+ G +  +V+  +  +L+  ++   +     +            A 
+ +
Sbjct  121  
IPTLIFVNKIDRRGANGSAVLDQLSRRLAVPLVPMGRPAAPGTRAARFVPGLAPTAPEVL  180

Query  179  IENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
              ++D+LL  Y+  G P  R       Q R   + + PVY+GSA  G G+  L   
+  L
Sbjct  181  AGHDDELLAAYLDGGIPDGRLHAALAAQTR--
GSRVHPVYFGSAITGAGVPELAGGIERL  238

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMR  295
                G      L G+VFKVE    G++  Y RL  GTLR+RD V    A R   
+IT + 
Sbjct  239  
LPTAGGDPDGPLSGTVFKVERGPAGEKIAYARLRGGTLRVRDRVPYGAARRATGRITALS  298

Query  296  IPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +   G   R D A  G IV +   D +R  D LG P       +     P L T + 
P  
Sbjct  299  VFDGGTDTRRDHAAAGRIVKVWGLDGIRTGDTLGTPGHAYEHHFAP---
PTLETVVVPGP  355

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               R  L  ALTQLA+ DPL+    D    E  +S  G VQ EVV A L+E+Y L+   
+
Sbjct  356  
GTDRRTLHLALTQLAEQDPLIGVRHDEPRQETSVSLYGEVQKEVVQATLAEEYGLDVTFR  415



Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ERP  A      I   PNPF+A++GL V P   G+GV +   V LG +  
+F 
Sbjct  416  
ETTTLCVERPAGAGHAVEFIGKDPNPFFATVGLRVAPAPPGAGVAFRLEVELGSMPYAFF  475

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            NAV D +R  L QGL GW V DC +   +  Y S +ST  DFR+L P+VL +AL+ 
+GT 
Sbjct  476  
NAVEDTVRDTLGQGLRGWQVPDCTVTVTHCGYNSVLSTAHDFRALTPLVLAEALRRAGTV  535

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            + EP   F L AP + L        +  A  E         V  G +PA  +   +  
L 
Sbjct  536  
VHEPVHRFRLDAPADSLGTLLPVLARLGAVPERTAAAGAAAVLEGRLPAARVHELQQRLP  595

Query  595  FYTNGRSVCLTELKGYQA-AVGQPVIQPRRPNSRLDKVRHMFQ  636
              T G     T    Y   A G    +PR  ++ L++  ++  
Sbjct  596  GLTRGEGALETAFDHYAPIARGAVPERPRTDHNPLNRKEYLLN  638

>WP_097905485.1 GTP-binding protein [Bacillus cereus]
 PEC20020.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1015),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 222/621 (36%), Positives = 351/621 (57%), Gaps = 
16/621 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q+       ++E  +  +  
+ 



Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILSNEAFPFYSAQSEGTKDAHIIEYKSYDDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++  N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LVPYNESLLASYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI +
Sbjct  241  
LPANNSSQDEELSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRSKSLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G+ V+T     GE   +     +++ D++G+ T   +     +  P +   
I  
Sbjct  301  MCMFHNGDAVQTSIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEAAIH-  357

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY +
Sbjct  358  --
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNI  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   V 
LG L
Sbjct  416  
QVAFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATIGFKIERGELNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPILNNDSYQLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            +  L  +T G  +  T   G+



Sbjct  596  KRMLHSFTEGEGIFTTNPAGF  616

>WP_098390105.1 GTP-binding protein [Bacillus thuringiensis]
 PFF02595.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 395 bits (1015),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350



Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVDVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              + LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGIELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098207495.1 GTP-binding protein [Bacillus cereus]
 PEE35222.1 tetracycline resistance protein [Bacillus cereus]
 PET46567.1 tetracycline resistance protein [Bacillus cereus]
 PEV87627.1 tetracycline resistance protein [Bacillus cereus]
 PFA56885.1 tetracycline resistance protein [Bacillus cereus]
 PFD69290.1 tetracycline resistance protein [Bacillus cereus]
 PFE83963.1 tetracycline resistance protein [Bacillus cereus]
 PFF82362.1 tetracycline resistance protein [Bacillus cereus]
 PFV41601.1 tetracycline resistance protein [Bacillus cereus]
 PGP65932.1 tetracycline resistance protein [Bacillus cereus]
 PGU63117.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1015),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I + G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKKIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  



EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFTEPIFNNNSYQLTGLLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_058083215.1 GTP-binding protein [Streptomyces hygroscopicus]
 ALO98074.1 Tetracycline resistance protein [Streptomyces 
hygroscopicus subsp. 
limoneus]
Length=672

 Score = 396 bits (1017),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 246/658 (37%), Positives = 343/658 (52%), Gaps = 
38/658 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID++G    +V++ + ++L+  ++   T +   +P           A 
+A+
Sbjct  121  
IPTLVFVNKIDRSGARDTAVLRQMAERLAVPLVPMGTAAGLGTPAARFRPGLGPAALEAL  180



Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D LL   + GE + + +L R    R +DA + PVY+GSA  G G+  L   +  
L 
Sbjct  181  AYQDDDLLAACLDGE-
VPKARLRRVLAARTRDACVHPVYFGSAITGAGVSELTGGIRRLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GRE----------  287
                      L G+VFKVE    G++  Y RL+SGTLR+RD V    GR+          
Sbjct  240  
PTAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGRKDTGTGGNGRR  299

Query  288  ------KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRE  340
                  + ++T + +   G  VR D A  G IV +     +R+ D LG P R     
+  
Sbjct  300  
DTGTDREARVTALAVFDHGTDVRADRAGAGRIVKVWGLGGIRIGDALGTPGRSYEHHFAP  359

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L T + P     R  L   LTQLA+ DPL+    D    E  +S  G VQ 
EVV 
Sbjct  360  ---
PTLETVVVPAPGTDRRSLHLVLTQLAEQDPLIGVRHDEQRGETSVSLYGEVQKEVVQ  416

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+++Y L+   +E + + +ERP+         +   NPF A++GL V P   G
+GV +
Sbjct  417  
ATLADEYGLDVTFRETTTLCIERPVGTGHAVEFNKKDSNPFLATVGLRVDPAPPGTGVAF  476

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYS  508
               V LG +  +F  AV D +R  L QGL GW VTDC +   +            G   
S
Sbjct  477  
RLEVELGSMPYAFFKAVEDTVRETLGQGLHGWQVTDCAVAMTHSGYSPRQSHAHQGFDKS  536

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              ST  DFR L P+VL +AL+ +GT++ EP   F L AP + L        +  A  
ETA
Sbjct  537  
MSSTGYDFRGLTPLVLAEALRRAGTRVYEPMHRFRLEAPADTLGTLLPVLARLGAVPETA  596

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
                   V  G +PA  + A    L   T G     T    Y       V  P RP 
+
Sbjct  597  GTHGTACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHYAPVTRGTV--



PERPRT  652

>WP_061182873.1 GTP-binding protein [Bacillus cereus]
 KXI53421.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1015),  Expect = 7e-126, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L +E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLRKELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
E L 
Sbjct  234  
LENISALLPAHNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQCDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKNIHFAEPQME  353



Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F    P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFEFTVPEQAISTAMYKLAAISATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFSTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LR  645

>WP_070806371.1 GTP-binding protein [Bacillus sp. ABP14]
 AOY16419.1 tetracycline resistance protein [Bacillus sp. ABP14]
Length=647

 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 231/652 (35%), Positives = 364/652 (56%), Gaps = 
26/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    



MTTINIGIVAHVDAGKTSLTERILYETNVIQEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   
LRK+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLRKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPFNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SG L++R  V      
ALA 
Sbjct  235  
ENIPSLLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGHLQVRKYVNIQRDDALAH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  ++ +   G  V+      GE   +   +++++ D++G+ T   +     
+  P
Sbjct  295  KEKIK--
KICMFHNGNAVQASIVPSGEFCKVWGLNNIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             +   I      +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIEALPKKRIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 



P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P  
Sbjct  531  
MNALKQAETCVYEPVNEFELTVPEHTISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  591  KTEHFKRMLHSFTEGEGLFTTKPAGFTKITAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_103652782.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ L  +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLPNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_097861031.1 GTP-binding protein [Bacillus toyonensis]
 PDZ26846.1 tetracycline resistance protein [Bacillus toyonensis]
 PFX52625.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF35952.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647



 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 229/650 (35%), Positives = 360/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNDGTKEARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +  P + T 
I  
Sbjct  301  MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMETAI--  356

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  357  -
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415



Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
LAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_087970853.1 GTP-binding protein [Bacillus thuringiensis]
 OTX29156.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
malayensis]
 OUB06924.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
shandongiensis]
Length=647

 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 228/651 (35%), Positives = 365/651 (56%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGTKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            ++  N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  +++ 
+  
Sbjct  181  LVPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTEILEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI 
Sbjct  240  
LMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLPHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G  V++     GE   +   + +++ D++G+ T   +     +P        
A
Sbjct  300  KMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----
QMEA  354

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY 
Sbjct  355  
AIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ 



Sbjct  535  
QQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPVAKTEN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTQPAGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098202919.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 PDY15855.1 tetracycline resistance protein [Bacillus cereus]
 PET65235.1 tetracycline resistance protein [Bacillus cereus]
 PEU54780.1 tetracycline resistance protein [Bacillus cereus]
 PEX25048.1 tetracycline resistance protein [Bacillus cereus]
 PEZ27610.1 tetracycline resistance protein [Bacillus cereus]
 PFA69882.1 tetracycline resistance protein [Bacillus cereus]
 PFC83278.1 tetracycline resistance protein [Bacillus cereus]
 PFH69097.1 tetracycline resistance protein [Bacillus cereus]
 PFM50934.1 tetracycline resistance protein [Bacillus cereus]
 PFM66330.1 tetracycline resistance protein [Bacillus cereus]
 PFO70186.1 tetracycline resistance protein [Bacillus cereus]
 PFW09428.1 tetracycline resistance protein [Bacillus cereus]
 PGA57981.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGU77165.1 tetracycline resistance protein [Bacillus cereus]
 PGZ58262.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++ G+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFLGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_042598191.1 GTP-binding protein [Bacillus thuringiensis]
 KIP26063.1 small GTP-binding domain protein [Bacillus thuringiensis 
serovar 
morrisoni]
 AJQ59706.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
morrisoni]
 AMR85494.1 tetracycline resistance protein [Bacillus thuringiensis]
 OTY35295.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
poloniensis]
 OTZ41560.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
thompsoni]
 OUA89132.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
leesis]
 PEA47165.1 tetracycline resistance protein [Bacillus thuringiensis]
 PES78429.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEX45637.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEZ71386.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFA84782.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFE09987.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFI87473.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFT64095.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGT22714.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGZ19543.1 tetracycline resistance protein [Bacillus thuringiensis]
 PNK45548.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 367/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +     +V    +    I+  ++ D 
+  +



Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSVLNVGTKGARIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ TR  +     +P      
Sbjct  299  K--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTRYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFEVERGELNSGITYNLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  +    TG 
+P   
Sbjct  532  
DALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +



Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098294807.1 GTP-binding protein [Bacillus cereus]
 PER15365.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352



Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTKGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_005164048.1 GTP-binding protein [Amycolatopsis azurea]
 EMD24071.1 Oxytetracycline resistance protein OtrA [Amycolatopsis 
azurea 
DSM 43854]
 OOC05562.1 GTP-binding protein [Amycolatopsis azurea DSM 43854]
Length=640

 Score = 395 bits (1014),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 248/652 (38%), Positives = 348/652 (53%), Gaps = 
33/652 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D   V + +  KL+  +     V++ P   +E +  I+   
A+ E
Sbjct  121  IPALLFVNKLDRRGADPDRVFREIAGKLTPSV-----VAMDP---
MEPDRVIDVLAALDE  172

Query  181  NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            +   +L  Y+   +  +  +L  E   +V D  + PVY+GSA  G G+  L D +  
L  
Sbjct  173  D---
ILTGYLTDPDAFTPSRLRAELTAKVADGLVHPVYFGSAITGAGVDALRDGIENLLP  229

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                     L G+VFKVE    G++  Y+RL+SG++ +RD V L  RE  K+T + 
+   
Sbjct  230  AKENDVDGPLSGTVFKVERAPGGEKIAYVRLFSGSVAVRDKVPLGDREG-
KVTAISVFDN  288

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK---
RWREDPLPMLRTTIAPKTAA  356
            G  V + +A  G I  L    VR+ D+LG    +PRK   R    P P L T ++P   
A
Sbjct  289  GSAVPSGSAEAGRIAKLSGLDVRIGDMLG----VPRKHATRALFSP-
PTLETVVSPVHPA  343

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  L  ALT L + DPL+    D +  E  LS  G VQ EV+ A L+++Y ++    
E 
Sbjct  344  
DRGPLHQALTWLTEQDPLIGLRHDEVRQETSLSLYGEVQKEVIQATLADEYGIDVTFSET  403

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + I +E      S    I   PNPF A++GL V P   GSGV +   V LG +  
SF  A
Sbjct  404  
TTICVEHVSGTGSAAELIGKAPNPFLATVGLRVEPGPPGSGVVFRLEVELGSMPYSFVKA  463

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            V D ++  L +G+ GW V DC +   +  YY            S  ST  DFR+L 
P+VL



Sbjct  464  
VEDTVKETLREGVHGWEVLDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRNLTPLVL  523

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+E+GT + EP   F L AP + L        +  AT      K       
GEIPA 
Sbjct  524  
MAALREAGTTVHEPMHRFTLQAPADTLGPVNALLAQARATPRATVTKGGTAELDGEIPAA  583

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
                    L   T G     T   GY+   G    + R  N+ L++  ++ +
Sbjct  584  KTHEVHQLLPSATRGEGAMETAFHGYRPVRGAVPSRSRTDNNPLERKEYLLR  
635

>WP_098814471.1 GTP-binding protein [Bacillus wiedmannii]
 PHD22931.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 364/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + + + D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDINIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_071772934.1 GTP-binding protein [Bacillus sp. NH11B]
 OJD57375.1 tetracycline resistance protein [Bacillus sp. NH11B]
Length=647

 Score = 395 bits (1015),  Expect = 8e-126, Method: Compositional 



matrix adjust.
 Identities = 229/649 (35%), Positives = 360/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+ 
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPTV+F+NKID++G + + VV+ +++ LS +      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKHIKEILSNEACPFYSVKNEGTKEARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  180  
LLAPYNESLLASYVNNEILPDALLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L           L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI 
Sbjct  240  
LIPVNKPAQDKTLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESLSHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V + T   GE   +     +++ D++G+ T   +     +  P +   
I 
Sbjct  300  KMCMFHNGDTVHSSTVQSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEAAID  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY
+L+ 
Sbjct  358  
VLAKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYRLQV  417

Query  412  



VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V LG 
L  
Sbjct  418  
TFSNTRVVCIEKPIGLGNSVEVMGEKTNPFYATIGFKVERGELSSGITYNLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTDYASPVTTASDFRNLTPLVLMNALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP   F L  P+  +S A +      AT     +  D    TG +P    + 
++ 
Sbjct  538  
ETYVFEPLNEFELTVPEHTISTAMYKLAAIPATFAEPLLYNDSYHLTGSLPVAKTENFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
             L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  598  MLHSFTEGEGIFTTKPAGF-TKLKAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_044090702.1 GTP-binding protein [Bifidobacterium reuteri]
Length=193

 Score = 378 bits (971),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 185/185 (100%), Positives = 185/185 (100%), Gaps = 
0/185 (0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE
Sbjct  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



Query  181  NNDKL  185
            NNDKL
Sbjct  181  NNDKL  185

>WP_091344501.1 GTP-binding protein [Micromonospora rhizosphaerae]
 SCL33141.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
rhizosphaerae]
Length=669

 Score = 395 bits (1016),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 240/660 (36%), Positives = 358/660 (54%), Gaps = 
29/660 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+++G I + GSV+ G+TRTDTM LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHSAGVIDQLGSVDDGSTRTDTMALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R LAVLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFVVDGVTVNLIDTPGHPDFIAEVERVLAVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEEN  169
            IPT++F+NK+D+ G D + V++ + +KL+  ++             + V   PE   
+  
Sbjct  121  
IPTLVFVNKVDRGGADPERVLRQIAEKLTPAVVATGRVDAPGTWAARCVPFGPE---DSG  177

Query  170  TDIEAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  D +  ++D LL  Y+  E  +S  +L R    +   A + PV+ GSA  G 
G+ 
Sbjct  178  
FTERLVDLLTAHDDALLAAYVEDESAVSSGRLRRALAAQTGRARVHPVFAGSAITGAGVD  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+  +  L         A L G+VFKVE    G++  Y R+++G +R+RD V     
E+
Sbjct  238  
ALIAGIAELLPAAEGDEDAELSGTVFKVERGPAGEKIAYARIFAGRIRVRDRVRFRRDEE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T + +   G+ V   +   G I  L     +R+ D LG P   P  R    P 



P L 
Sbjct  298  AKVTAIGVFEDGDAVPRPSVGAGRIAKLWGLGDIRIGDPLGTPPDRPAGRHHFSP-
PTLE  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P  AA R  L  ALTQLA+ DPL+    D +  EI +S  G VQ EV+ A L
++++
Sbjct  357  
TVVVPCRAADRAALHTALTQLAEQDPLINLRQDDLRQEISVSLYGEVQKEVIQATLADEH  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +    +E + + +ERP+   +    I   PNPF  ++GL + P  +GSGV++   
+ LG
Sbjct  417  
GVAVTFRETTTVCVERPVGVGAAVEWIGKEPNPFLGTVGLRIEPAPIGSGVEFRLGIELG  476

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPAD  515
             +  +F  A+ + +R  L QGL GW VTDC +   +G Y+            S  
ST  D
Sbjct  477  
SMPLAFLKAIEETVRETLRQGLSGWQVTDCLVTLTHGGYWARQSHSHGVFDKSMSSTAGD  536

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR+L P+VL  AL  +GT++ EP   F L  P +          +  A   T+ ++    
Sbjct  537  
FRNLTPLVLMDALTRAGTRVYEPMHRFRLDLPADLFGTVLPVLARLDAVPRTSTMRGTSH  596

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            +  GE+PA  + A    L   T G  V  +E   Y+   G    +PR  ++ L++  
++ 
Sbjct  597  
LVEGEVPAVRVHALEKQLPALTRGEGVLESEFDHYRLVRGLAPSRPRWDHNPLNRKDYLL  656

>WP_098878908.1 GTP-binding protein [Bacillus cereus]
 PGS06736.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1014),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 233/659 (35%), Positives = 364/659 (55%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGVGNSMEVMGEKANPFYATIGFKIERGELNSGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L PI



Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPI  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A ++     AT        +    
TG +P
Sbjct  529  
VLMDALKQAETYVYEPVNEFELTVPEHAISTAMYNLAAVPATFAEPIFNNNSYQLTGALP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T   G+     +P    R+     P +R D + H
+ +
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTNPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_071977357.1 GTP-binding protein [Bacillus obstructivus]
 OJH16782.1 tetracycline resistance protein [Bacillus obstructivus]
Length=657

 Score = 395 bits (1015),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 230/667 (34%), Positives = 362/667 (54%), Gaps = 
43/667 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGI+AHVDAGKT+LTE +L+ +  I + G V+ G T+TD+M LER+RGITI
+A+V
Sbjct  1    
MKIINIGIVAHVDAGKTSLTERILFETAVIDKIGKVDHGNTQTDSMELERRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RSL+VLDGAILVISA +G+QAQT+IL   L
+K+ 
Sbjct  61   
VSFFLKDVKINLIDTPGHADFIAEVERSLSVLDGAILVISAVEGIQAQTKILMSILKKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+ G     +++++++KL  +II   TV         ++++  + E
+   
Sbjct  121  
IPTLIFINKIDRMGAKSTRLIENIKEKLIENIIPLYTVEKLGTKEAKIVQKQFNAESDPY  180

Query  178  VIE------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
              E      N+D LLE Y+    I+ E++      R+++  L P+Y+GSA  G+G+
+ L+
Sbjct  181  
FFEESLLALNDDFLLEAYVNEGKITEEQIKAIMINRIKEGKLCPIYFGSAMTGIGVRELL  240



Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + V  +          +L G+VFK+E    G++  Y+R++SGT+ +R+ V +  +     
Sbjct  241  
NGVETMLPVSHGLEKESLSGTVFKIEREASGEKIAYIRVFSGTIHVREYVKINRKN----  296

Query  292  TEMRIPSKGE-IVRTDTAYPGEIVILPS------------
DSVRLNDVLGDPTRLPRKRW  338
             E  I +  E I +    Y G  VI P               +++ D++G+        
W
Sbjct  297  
IEKTINTHTEKIKKIHQFYNGSSVISPKVIAGDFCKVWGLKDIKIGDLVGE--------W  348

Query  339  REDPL------
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
             +  +      P L T I P    +   L  AL ++++ DPL+    D   H++ +   
G
Sbjct  349  
SDKIMNIPFAAPQLETQIKPVQKEKTHDLYQALMEMSEEDPLIHVLKDDFHHDLFIRIFG  408

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
             VQ EV+ ++L EKY +E    E  VI +E+P         +    NPF+ ++G  
V P 
Sbjct  409  
EVQKEVIHSVLKEKYHVEVTFSETRVICIEKPKGIGQALERMGEADNPFYGTVGFRVEPG  468

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSG  Y+  V LG L  +F  A+ + +   L+QGLFGW V D  +   +  Y 
SPV+T
Sbjct  469  
EFGSGKTYKLGVELGSLPLAFHKAIEETVFDVLKQGLFGWEVEDIVVTLTHTGYASPVTT  528

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             +DFR L P+VL +AL ++GT + EP   F L  P   +S+A        A       
++
Sbjct  529  
ASDFRKLVPLVLMEALVKAGTDVYEPMNKFELSVPANSISQAMFKLSAIQAEFTEPFFRR  588

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLD  629
            D  +  G +P    + ++ +L  +T G  + + +  GY+  V    ++ R    P 
+R D
Sbjct  589  
DSYILKGTLPMAVTEKFKRNLYSFTEGEGIFIAKPYGYKKMVSDFPVRKRVDFNPLNRKD  648

Query  630  KVRHMFQ  636
             + H+ +
Sbjct  649  YLLHVMK  655



>WP_000207799.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EEK61680.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
172560W]
 KGT43208.1 tetracycline resistance protein [Bacillus cereus]
 KUF34751.1 tetracycline resistance protein [Bacillus sp. G3(2015)]
 KXZ07563.1 tetracycline resistance protein [Bacillus cereus]
 PED92176.1 tetracycline resistance protein [Bacillus cereus]
 PEQ62788.1 tetracycline resistance protein [Bacillus cereus]
 PER60941.1 tetracycline resistance protein [Bacillus cereus]
 PET58153.1 tetracycline resistance protein [Bacillus cereus]
 PEW59971.1 tetracycline resistance protein [Bacillus cereus]
 PEY25175.1 tetracycline resistance protein [Bacillus cereus]
 PFD16004.1 tetracycline resistance protein [Bacillus cereus]
 PFM04083.1 tetracycline resistance protein [Bacillus cereus]
 PFO69814.1 tetracycline resistance protein [Bacillus cereus]
 PFR80940.1 tetracycline resistance protein [Bacillus cereus]
 PFS99290.1 tetracycline resistance protein [Bacillus cereus]
 PFU86236.1 tetracycline resistance protein [Bacillus cereus]
 PGL13745.1 tetracycline resistance protein [Bacillus cereus]
 PGL90563.1 tetracycline resistance protein [Bacillus cereus]
 PGW98498.1 tetracycline resistance protein [Bacillus cereus]
 PGY35628.1 tetracycline resistance protein [Bacillus cereus]
 PGZ45539.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1014),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229



            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_016430685.1 GTP-binding protein [Streptomyces sp. HGB0020]
 EPD68163.1 small GTP-binding protein domain protein [Streptomyces 
sp. HGB0020]
Length=657

 Score = 395 bits (1015),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 238/655 (36%), Positives = 353/655 (54%), Gaps = 
24/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+  G   E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTVGITDEIGSVDAGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LDGA+LV+SA +GVQAQTRIL   L
+++ 
Sbjct  61   
VSFAIDDVTVNLIDTPGHPDFIAEVERVLGMLDGAVLVVSAVEGVQAQTRILMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G D+  V++++  +L+  ++   T   + + +            
D +
Sbjct  121  
IPTLLFVNKIDRRGADIDGVLRAISQRLTPAVVPMGTTGGAGTRDAWFRPGLHAGVLDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +D+LL  ++ G  +S   L      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  
AEYDDELLAAWVEGSAMSHTTLRAALTAQTRQALVHPVYFGSAITGAGVDALVTGLKELL  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
             P        + G+VFKVE    G++  Y R++SGTLR RD + ++ G ++ +IT 
+ + 
Sbjct  241  
PPADGDPDGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIPVSDGGQEGRITAISVF  300

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKT  354
             +G  VR D    G I  L     VR+ D LG+    PRK +     P P L T + 
P  
Sbjct  301  DQGTDVRADAVPAGRIARLWGLADVRIGDALGE----PRKAYEHFFAP-
PTLETVVVPGP  355

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414



                 +L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L+E++ LE   
+
Sbjct  356  
GTDGRKLHLALTRLAEQDPLIDLRHDEVRQETAVSLYGEVQKEVVQATLAEEFGLEVTFR  415

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + I +ERP  + +     +   NPF A++GL V P  +GSG+ +   V LG +  
+F 
Sbjct  416  
ETTTICIERPAGSGAAVEFNKKDDNPFLATVGLRVDPAPIGSGIGFRLEVELGSMPYAFF  475

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPI  522
             AV D +R  L QGL GW V DC +   +            G   S  ST ADFR 
+ P+
Sbjct  476  
KAVEDTVRETLGQGLHGWQVADCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGVTPL  535

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL+ +GTQ+ EP   F L AP + L           A   T + +    V  
G++P
Sbjct  536  
VLVEALRRAGTQVYEPMHRFRLEAPADTLGALLPVLAALRAVARTTETRGAGCVLEGDVP  595

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV-GQPVIQPRRPNSRLDKVRHMFQ  
636
            A  +      L   T G     +    Y     G+   +PR  ++ L++  ++  
Sbjct  596  AGRVHELEQRLPGLTRGEGELESAFDHYAPVTHGRVPERPRTDHNPLNRKEYLLN  
650

>WP_088046657.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
thuringiensis]
 OUB89853.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
sinensis]
Length=647

 Score = 395 bits (1014),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 362/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +      ++   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIKYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLESYVNNEIVPGTLLREELIKQIAQANVYPIFFGSAMTGMGVTELLENISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K
Sbjct  240  
LFPAKKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGEALAHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G  V+  T   GE   +     +++ D++G+ T   +     +P       
Sbjct  300  --
KICMFHNGNAVQVSTVSSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIE  357

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              PK     ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  358  AVPK-----
ERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+PL   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPLGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVIVTLTHTGYASPVTTASDFRNLTPLVLMD  532



Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
Sbjct  533  
ALKQADTFVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFINDSYQLTGSLPVTKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY   +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGY-TKLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_086390623.1 GTP-binding protein [Bacillus thuringiensis]
 OUB68845.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
dakota]
 OUB72811.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
zhaodongensis]
 PDY98398.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEZ31523.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFF55072.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGO44314.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGQ44196.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGV51790.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGY36156.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 395 bits (1014),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 367/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +     +V    +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSVLNVGTKGARIIAYKSYD-
DCTE  179



Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ TR  +     +P      
Sbjct  299  K--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTRYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFEVERGELNSGITYNLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
NALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_070179873.1 GTP-binding protein [Bacillus thuringiensis]
 OFC80090.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis]
 OFC84664.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis]
Length=647

 Score = 395 bits (1014),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I IGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTITIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGFVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  



FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098126762.1 GTP-binding protein [Bacillus toyonensis]
 PEL58370.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 395 bits (1014),  Expect = 9e-126, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 372/658 (57%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLASYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D + + L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFHTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  +L+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDSLQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>COS31641.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
Length=604

 Score = 393 bits (1010),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 229/616 (37%), Positives = 352/616 (57%), Gaps = 
32/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLTPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ ME+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYT  597
            P    + ++  L  +T
Sbjct  588  PVAKTENFKRMLHSFT  603

>WP_098587722.1 GTP-binding protein [Bacillus thuringiensis]
 PFP80032.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 369/658 (56%), Gaps = 



35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIEEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            I T++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  ILTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 



SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
             RV LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LRVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097820242.1 GTP-binding protein [Bacillus cereus]
 PDZ02335.1 tetracycline resistance protein [Bacillus cereus]
 PFE41390.1 tetracycline resistance protein [Bacillus cereus]
 PFN15439.1 tetracycline resistance protein [Bacillus cereus]
 PGY25973.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 366/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176



            IPT++F+NKID++G + + V++ +++ LS +      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYTVKNEGTKEARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLESYVNDEIVPDTFLREELIKQIAQANVYPIFFGSAMTGIGVTELLENISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K
Sbjct  240  
LFPANKPAENETLSGVVFKIEREPSGEKIAYVRIFSGRLHVRKYVDIQRGDALAHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G  V+T T   GE   +     +++ D++G+ T   +     +P       
Sbjct  300  --
KICMFHNGNAVQTSTVSSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QM  352

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  353  
EAAIEALSKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKLERGELNSGITYNLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QG++GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGVYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMG  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
Sbjct  533  
ALKQAETCVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPILHNDSYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636



            + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTMKPSGYK-KLNAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_016108676.1 GTP-binding protein [Bacillus cereus]
 EOP23556.1 small GTP-binding protein domain protein [Bacillus 
cereus VD131]
Length=647

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 371/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +     +       VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEACPFYS-------
VLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +     +++ D++G+ T   +  +  
+  P



Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIYFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L E Y L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYENYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_002066047.1 GTP-binding protein [Bacillus cereus]
 EEL70239.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
AH603]
Length=647

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 233/651 (36%), Positives = 358/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+ +V



Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKTSV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPTV+F+NKID++G + + VV+ +++ LS ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTVLFVNKIDRSGANTEKVVKQIKEILSNEVFPFYSAQNEGTKDARIIEYKSYDDCIEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  + IS E L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLASYVNNKIISDELLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                    +  L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANKSAQNETLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRDESPSRKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T + GE   +    +V++ D++G+ T   +     +P         
P
Sbjct  301  
MCMFHNGNAVQASTVHSGEFCKVWGLTNVKIGDIIGERTDYIKDIHFAEPQMEAAIDALP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+        +    NPF+A+IG  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCVEKPVGIGDSVEVMGEKENPFYATIGFKVERGELNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P+  +S   +      AT     +  D    TG +P    
+ +
Sbjct  536  
RAETCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T   G    +  P    +R    P +R D + HM +
Sbjct  596  KRMLHSFTEGEGI-FTAKPGDFTKLTAPFPTRKRIDFNPLNRKDYLLHMLK  645

>WP_098103118.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
wiedmannii]
 PEM50302.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGA95945.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 362/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIQEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +      ++   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIKYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ 



Sbjct  180  
LLAPYNESLLESYVNNEIVPGTLLREELIKQIAQANVYPIFFGSAMTGMGVTELLENISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K
Sbjct  240  
LFPAKKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGEALAHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G  V+  T   GE   +     +++ D++G+ T   +     +P       
Sbjct  300  --
KICMFHNGNAVQVSTVSSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIE  357

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              PK     ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  358  AVPK-----
ERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+PL   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPLGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
Sbjct  533  
ALKQADTFVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFINDSYQLTGSLPVTKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY   +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGY-TKLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_000207821.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EEN02562.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
IBL 4222]



 AFQ26714.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
thuringiensis HD-789]
 EXL38568.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
israelensis]
 AJH05886.1 small GTP-binding domain protein [Bacillus thuringiensis 
HD1002]
 KQB22877.1 tetracycline resistance protein [Bacillus thuringiensis]
 KRD94528.1 tetracycline resistance protein [Bacillus sp. Root11]
 KRD98629.1 tetracycline resistance protein [Bacillus sp. Root131]
 AND24822.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
israelensis]
 OTX64993.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
novosibirsk]
 OTZ53574.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
israelensis]
Length=647

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 366/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID  G + + V++ +++ LS +     +V    +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDSNGANTEKVMKQIKEILSNEAFPFYSVLNVGTKGARIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238



Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKVAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ TR  +     +P      
Sbjct  299  K--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTRYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFEVERGELNSGITYNLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
NALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_097864155.1 GTP-binding protein [Bacillus cereus]
 PEC55687.1 tetracycline resistance protein [Bacillus cereus]
 PFS83119.1 tetracycline resistance protein [Bacillus cereus]
 PGU39107.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 366/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYTVKNEGTKEARIIEYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLESYVNDEIVPDTFLREELIKQIAQANVYPIFFGSAMTGMGVTELLENISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K
Sbjct  240  
LFPANKPAENETLSGVVFKIEREPSGEKIAYVRIFSGRLHVRKYVDIQRGDALAHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G  V+T T   GE   +     +++ D++G+ T   +     +P       
Sbjct  300  --
KICMFHNGNAVQTSTVSSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QM  352

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  353  
EAAIEALSKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEK  412



Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKLERGELNSGITYNLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QG++GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGVYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMG  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
Sbjct  533  
ALKQAETCVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPILHNDSYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTMKPSGYK-KLNAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>ATI60177.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------



AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +  +G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHRGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            I+L  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IILMDALKQAETYVYEPVNEFELTVPEQAISTAIYKLAAVPATFREPILSNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P      ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 



+
Sbjct  588  
PVAKTGNFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207800.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EEM52835.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar kurstaki str. T03a001]
 EJQ20260.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG3X2-2]
 EJV81009.1 small GTP-binding protein domain protein [Bacillus 
cereus HD73]
 AGE78511.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar kurstaki str. HD73]
 EOP21599.1 small GTP-binding protein domain protein [Bacillus 
cereus HuB13-1]
 EOP60231.1 small GTP-binding protein domain protein [Bacillus 
cereus ISP2954]
 EOP92680.1 small GTP-binding protein domain protein [Bacillus 
cereus BMG1.7]
 EXY06638.1 tetracycline resistance protein [Bacillus thuringiensis]
 AHZ51559.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
thuringiensis serovar kurstaki str. YBT-1520]
 KEH47050.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus thuringiensis serovar kurstaki str. HD-1]
 AIE33973.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
thuringiensis serovar kurstaki str. HD-1]
 AIM31723.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar kurstaki str. YBT-1520]
 AJK42833.1 small GTP-binding domain protein [Bacillus thuringiensis 
serovar 
kurstaki]
 KKB29169.1 Tetracycline resistance protein TetO [Bacillus 
thuringiensis 
serovar mexicanensis]
 AKJ62094.1 tetracycline resistance protein [Bacillus thuringiensis]
 ALL59373.1 tetracycline resistance protein [Bacillus thuringiensis]
 AMX77531.1 tetracycline resistance protein [Bacillus thuringiensis]
 OIX26718.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
kurstaki]
 OPA36793.1 tetracycline resistance protein [Bacillus cereus]
 OTW57083.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
amagiensis]
 OTY60413.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 



azorensis]
 OTY95436.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
galleriae]
 OTZ47751.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
tolworthi]
 OTZ56601.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
wuhanensis]
 OTZ97793.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
colmeri]
 PDY62054.1 tetracycline resistance protein [Bacillus cereus]
 PEK85774.1 tetracycline resistance protein [Bacillus thuringiensis]
 PER95655.1 tetracycline resistance protein [Bacillus cereus]
 PFO44415.1 tetracycline resistance protein [Bacillus cereus]
 PGE55020.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGQ86891.1 tetracycline resistance protein [Bacillus cereus]
 PHD79501.1 tetracycline resistance protein [Bacillus thuringiensis]
 PHF63869.1 tetracycline resistance protein [Bacillus thuringiensis]
 PHG30295.1 tetracycline resistance protein [Bacillus thuringiensis]
 PTN43660.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 



+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPTLTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_016136730.1 MULTISPECIES: GTP-binding protein [Bacillus]



 EOQ10686.1 small GTP-binding protein domain protein [Bacillus 
cereus B5-2]
 PFI49423.1 tetracycline resistance protein [Bacillus cereus]
 PFM84045.1 tetracycline resistance protein [Bacillus cereus]
 PFQ95161.1 tetracycline resistance protein [Bacillus cereus]
 PFW84165.1 tetracycline resistance protein [Bacillus sp. AFS075960]
 PGP34435.1 tetracycline resistance protein [Bacillus cereus]
 PGT00230.1 tetracycline resistance protein [Bacillus cereus]
 PGT82698.1 tetracycline resistance protein [Bacillus cereus]
 PGU89365.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 231/656 (35%), Positives = 363/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VAFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345



               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTIPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGALPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_030549954.1 MULTISPECIES: GTP-binding protein 
[Streptomycetaceae]
 OEV33541.1 GTP-binding protein [Kitasatospora aureofaciens]
 ARF80644.1 GTP-binding protein [Kitasatospora aureofaciens]
Length=660

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 247/659 (37%), Positives = 351/659 (53%), Gaps = 
40/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV++G T+TD+  LERQRGITI



++AV
Sbjct  1    
MTTVNIGILAHVDAGKTSLTERLLHTAGVIDRVGSVDRGDTQTDSHELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDG +LVISA +GVQAQTR+L   L 
K+ 
Sbjct  61   
VSFTVGDVKVNLIDTPGHPDFISEVERALGVLDGVVLVISAVEGVQAQTRLLMRTLVKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------------IKQTVSL-
SPEI  164
            +P ++F+NKID+ G     ++  +R +L+  ++                 +TV    
PE 
Sbjct  121  
MPVILFVNKIDRMGARYHELLDEIRSELTPAVVALTRVEEPGTPGARAFARTVGTDDPEF  180

Query  165  VLEENTDIEAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKK  223
                    E  D + E+ D  L +Y+  E  ++ +    E  R+   A L+PV 
+GSA  
Sbjct  181  A------
AELADVLAEHGDDFLARYLEDETSLTAQDYSAELARQAARAQLYPVLFGSAVA  234

Query  224  GLGIQPLMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
            G GI  L+D +T LF P+   GS   L G+VFK+E    G++  Y+RL+ G L  R
+ V+
Sbjct  235  GAGIDALIDGITRLF-
PVNHGGSGGTLRGTVFKIERGWAGEKVAYVRLHEGELGSREKVS  293

Query  283  LAGREKL--------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRL  333
            +  R++         + T + +  +G  V    A  G+I  +     +R+ D LG    
L
Sbjct  294  
VFRRDQHGAVTEIPGRTTVVEVFDRGSAVVESRARAGDIAKVWGLKGIRIGDRLGSAEGL  353

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
              +       P L T I P   +    L DAL QLAD DP +    D    EI +S  
G 
Sbjct  354  DGEHLFAP--
PSLETVIRPSRPSAMPELYDALLQLADQDPFINVRKDDEEQEIAVSLYGE  411

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPL  452
            VQ EV++A L++++KL+   +   +I +ERP+        I+      FWA+IGL 
V P 
Sbjct  412  
VQKEVIAATLADEFKLDVAFEGTRIICVERPIGVGESVEEIDYRSKTFFWATIGLRVEPG  471

Query  453  



SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSGV +   V LG L  +F  AV + +R  L+QGL GW V D  +      + 
SPVS 
Sbjct  472  
EPGSGVVFRRSVELGSLPHAFHKAVEEAVRATLQQGLNGWEVLDILVTLTRSGFASPVSA  531

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR L P+VL  ALK++GTQ+ EP   F L  P E  S A     +  AT E+ 
+   
Sbjct  532  
AGDFRKLTPLVLMNALKQAGTQVYEPVNRFELEVPGENASAALLSLVECGATPESTRGLG  591

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
               +  G IPAR +Q +   L   + G+ V +T    +Q  VG     PRR  + L
+ V
Sbjct  592  SSCLVEGTIPARTVQDFEQRLPGLSQGQGVLVTRFHSFQPVVGA---
APRRRRTDLNPV  647

>WP_000207772.1 tetracycline resistance ribosomal protection protein 
[Bacillus 
toyonensis]
 OSM13199.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 371/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVIKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I R+ L+RE+ ++++Q A+++P+++GSA  G
+GI  
Sbjct  174  YDDCMELLASYNESLLESYVNNE-
IIRDALLREKLEQQIQQANVYPIFFGSAMTGIGITE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++S +L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSDSLHVRKYVNIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
SHKEKIKKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y 
Sbjct  408  
TLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKHNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  645



>WP_000207839.1 GTP-binding protein [Bacillus cereus]
 EEL81557.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
AH1271]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 239/660 (36%), Positives = 366/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I+E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVINEIGRVDSGNTQTDSMDLERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD------IEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T        
++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALNEGTKEARIIAYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQP  229
            +D  IE     N+ LLE Y+  E I  + L+REE  +++  A++FP+++GSA  G
+G+  
Sbjct  174  YDDCIELLAPYNESLLESYVNNE-
IVPDTLLREELIKQITQANVFPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V      
AL
Sbjct  233  
LLENISDLIPAKNPAEHEILSGVVFKIEREPSGEKIAYIRVFSGRLHVRKYVYIQRGEAL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            A +EK+K  ++ +   G  V+      GE   +   + +++ D++G+ T   R     
+ 
Sbjct  293  AHKEKIK--
KICMFHNGNAVQASIVPSGEFSKVWGLNDIKIGDIIGERTHYIRDIHFAE-  349



Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +   I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEAVIE---
ALPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L 
SG+ 
Sbjct  406  
ETTLFEKYNLQVTFSNTRVVCIEKPIGIGNSIEVMGEKANPFYATIGFKIKRGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YNLGVELGSLPLAFHKAIEDTVFQTLNQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG
Sbjct  526  
TPLVLMNALKQAETCVYEPVNEFELTVPEHTISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+    G   I+ R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDYNPLNRKDYLLHVLK  645

>WP_098266313.1 GTP-binding protein [Bacillus cereus]
 PES99419.1 tetracycline resistance protein [Bacillus cereus]
 PFP73026.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 234/650 (36%), Positives = 361/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVNI+DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNIIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E +  + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEILSNEAF--
PFYSVQNEGTKEAHIMEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+  
++
Sbjct  179  
ERLAPYNESLLSSYVNNEIIPDALLRKELEQQIQQANVYPIFFGSAMTGMGVPELLVNIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             +           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
AILPANNSSQDEELSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +  P +  
TI
Sbjct  299  KKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDFHFAE--
PQMEATI  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  +   L  AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY ++
Sbjct  357  
DAVPTERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKYNIQ  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+        +    NPF+A+IG  V      SG+ Y   V 
LG L 
Sbjct  417  
VAFSNTRVVCVEKPVGIGYAADVMGEKANPFYATIGFKVERGKHNSGITYNLGVELGSLP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  477  



LAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLSHTGYASPVTTASDFRNLTPLVLIDALKK  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ ++
Sbjct  537  
AETYVYEPVNEFELTVPERAISTAMYKLAAIPATFAEPILYNDSYQLTGALPVAKTEHFK  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
              L  +T G  +  T   GY   + +P    +R    P +R D + H+ +
Sbjct  597  RMLHSFTEGEGIFTTNPGGY-TKLKEPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_053849966.1 GTP-binding protein [Streptomyces sp. NRRL B-24085]
Length=654

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 242/643 (38%), Positives = 348/643 (54%), Gaps = 
26/643 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     V++++ ++L+  I+   TV+ S          I A+D 
+ +
Sbjct  121  
IPTLVFVNKIDRRGARYDGVLRALAERLTPAIVPMGTVARSGTREARFLPGIGAYDVLAD  180

Query  181  NNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++D LL  ++ G   E + R  L  + +R    A + PVY+GSA  G G+  L+  
V  L
Sbjct  181  HDDDLLSAWVEGRVDEGLLRGALAAQTRR----
ALVHPVYFGSAATGAGVPELITGVREL  236

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRI  296
                G      + G+VFK+E    G++  Y RL+SGTL +RD V     R + +IT 
+ +



Sbjct  237  
LPAAGGDPQGPVSGTVFKIERGPAGEKVAYARLFSGTLGVRDKVPFGEARTEGRITAISV  296

Query  297  PSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G  VR ++   G I  I     +R+ D LG+P       +     P L T + 
P   
Sbjct  297  FDGGTEVRRESVPAGRIAKIRGLTDIRVGDALGEPREAHGHFFAP---
PSLETVVVPGPG  353

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L+E++ L+   
+E
Sbjct  354  
TDARSLHLALTRLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVVQATLAEEFGLDVTFRE  413

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERP         ++   NPF A++GL V P  +GSGV +   V LG +  
+F  
Sbjct  414  
TTPLCVERPAGTGEAAEFVKKDGNPFLATVGLRVDPAPVGSGVAFRLEVELGAMPYAFFK  473

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIV  523
            AV D +R  L QGL GW VTDC +   +            G   S  ST ADFR L 
P+V
Sbjct  474  
AVEDTVRETLGQGLAGWQVTDCTVTLTHCGYCPRQSHAHQGFDKSMSSTGADFRGLTPLV  533

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +GT++ EP   F + AP + L           A   T + + +  V  G 
+PA
Sbjct  534  
LVEALRRAGTRVHEPMHRFRIEAPADTLGALLPVLAALRAVPRTTRTRGNRCVLEGAVPA  593

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              +      L   T G     +    Y A V    + PRRP S
Sbjct  594  AQVHGLEQRLPGLTRGEGELESGFDHY-APVSHGTV-PRRPRS  634

>WP_033348106.1 GTP-binding protein [Kitasatospora aureofaciens]
 AEI98646.1 CtcC [Kitasatospora aureofaciens]
Length=660

 Score = 395 bits (1014),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 245/653 (38%), Positives = 351/653 (54%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV++G T+TD+  LERQRGITI
++AV
Sbjct  1    
MTTVNIGILAHVDAGKTSLTERLLHTAGVIDRVGSVDRGDTQTDSHELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDG +LVISA +GVQAQTR+L   L 
K+ 
Sbjct  61   
VSFTVGDVKVNLIDTPGHPDFISEVERALGVLDGVVLVISAVEGVQAQTRLLMRTLVKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +P ++F+NKID+ G     ++  +R +L+  ++    V              V  +
+ D 
Sbjct  121  
MPVILFVNKIDRMGARYHELLDEIRSELTPAVVALTRVEGPGTPGARAFARTVGTDDPDF  180

Query  173  --EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              E  D + E+ D  L +Y+  E  ++ +    E  R+     L+PV +GSA  G
+GI  
Sbjct  181  
AAELADILAEHGDDFLARYLEDETSLTAQDYSAELARQAARGQLYPVLFGSAVAGVGIDA  240

Query  230  LMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            L+D +T LF P+   GS   L G+VFK+E    G++  Y+RL+ G L  R+ V++  
R++
Sbjct  241  LVDGITRLF-
PVNHGGSGGTLRGTVFKIERGWAGEKVAYVRLHGGELGSREKVSVFRRDQ  299

Query  289  L--------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
                     + T + +  +G  V    A  G+I  +     +R+ D LG    L  
+   
Sbjct  300  
HGAVTEIPGRTTVVEVFDRGSAVVESRARAGDIAKVWGLKGIRIGDRLGSAEGLDGEHLF  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T I P   +    L DAL QLAD DP +    D    EI +S  G VQ 
EV+
Sbjct  360  AP--
PSLETVIRPSRPSAMPELYDALLQLADQDPFINVRKDDEEQEIAVSLYGEVQKEVI  417

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGV  458
            +A L++++KL+   +   +I +ERP+        I+      FWA+IGL V P   
GSGV
Sbjct  418  
AATLADEFKLDVAFEGTRIICVERPIGVGESVEEIDYRSKTFFWATIGLRVEPGEPGSGV  477



Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             +   V LG L  +F  AV + +R  L+QGL GW V D  +      + SPVS   
DFR 
Sbjct  478  
VFRRSVELGSLPHAFHKAVEEAVRATLQQGLNGWEVLDILVTLTRSGFASPVSAAGDFRK  537

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  ALK++GTQ+ EP   F L  P E  S A     +  AT E+ +      
+  
Sbjct  538  
LTPLVLMNALKQAGTQVYEPVNRFELEVPGENASAALLSLVECGATPESTRGLGSSCLVE  597

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  
631
            G IPAR +Q +   L   + G+ V +T    +Q  VG     PRR  + L+ V
Sbjct  598  GTIPARTVQEFEQRLPGLSQGQGVLVTRFHSFQPVVGA---APRRRRTDLNPV  
647

>WP_016717851.1 GTP-binding protein [Bacillus cereus]
 ASI78424.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 239/662 (36%), Positives = 366/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L +E  +++  A+++P+++GSA  G+G



+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLRKELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
E L 
Sbjct  234  
LENISALLPAHNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAISATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L   T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFKRMLHSLTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636



             +
Sbjct  644  LR  645

>WP_098651355.1 GTP-binding protein [Bacillus toyonensis]
 PGB33107.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 372/658 (57%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LL+ Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLASYNESLLDSYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350



Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D + + L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFHTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_074650727.1 GTP-binding protein [Bacillus cereus]
 SDC29517.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
cereus]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 231/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 



Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_064471179.1 GTP-binding protein [Bacillus wiedmannii]
 OAK33176.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 
matrix adjust.
 Identities = 231/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_078498386.1 GTP-binding protein [Paenibacillus selenitireducens]
 OPA79385.1 GTP-binding protein [Paenibacillus selenitireducens]
Length=653

 Score = 394 bits (1013),  Expect = 1e-125, Method: Compositional 



matrix adjust.
 Identities = 223/614 (36%), Positives = 345/614 (56%), Gaps = 
10/614 (2%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ER+RGI+++AA
+TSF+
Sbjct  10   
NVGIFAHVDAGKTTTTEHILYESGRIRSLGSVDSGTALTDSMDIERERGISVRAAMTSFK  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    VN+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQAQT ++++ALRK+ 
IPT+
Sbjct  70   
WKGQAVNLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQAQTEVIWNALRKLRIPTL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV----
LEENTDIEAWDAVI  179
            IF+NK+D+ G ++++V++ +   LS DI+  + ++ +  +      L  N D   +
+++ 
Sbjct  130  
IFVNKMDRIGANVEAVMEGIHKYLSPDIVPFQASIGIEHDFQGAEDLWANGDESLYESLA  189

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E N++LL++Y+ GE +      +     ++ A +FP+++G+A KG+G+  +MDA+     
Sbjct  190  
ERNEELLQRYLNGETVDPIDWKQHAVDMIKRAEIFPLFFGAAGKGIGVTAVMDAMVEYLP  249

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPS  298
                   A L G VFK+E      R  Y+RLY G++R RD +    ++   KIT+
+R   
Sbjct  250  
AAHGDAEAPLSGIVFKIERDKTMGRMAYVRLYEGSMRNRDVIYNHTQQLAEKITQIRKVD  309

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             G          G+I  +     VR+ DVLG P  +P +      +P+L         
A+
Sbjct  310  GGRSEDIGVLQAGDIAAVCGMTQVRIGDVLGQPDAIPDE--
ARLAVPLLTVQAHWVNEAE  367

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
              +++ A+ +L+D DPLL  +      E+ +  +G +QLE+++ LL+ +Y L+    
+PS
Sbjct  368  
YPKVVQAMQELSDEDPLLDVQWMQDERELHVKVMGPIQLEILTNLLANRYGLQVKFGQPS  427

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477



            VIY E P +A    I   + P P WA +   + P   GSG+ YE+ V    L   
+QN V
Sbjct  428  VIYKETPAQAGEGFIAYTM-
PKPCWAILRFWIEPGPRGSGLHYEADVRTEKLLLQYQNEV  486

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
               +   L+QGL+GW V D K+    G ++   + P DF    P+ +   L   
GTQLLE
Sbjct  487  
ARRVPEALQQGLYGWEVVDLKVKLIEGEHHVWHTHPLDFAVATPMGIMDGLSNVGTQLLE  546

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P L F +  P+E+  R  +D      T E   +  D +V  G +P      Y  +L   
T
Sbjct  547  
PILQFRMVVPEEFGGRVMNDLILMRGTFEPPSLHGDRMVIEGRVPVATSLDYPMELGSLT  606

Query  598  NGRSVCLTELKGYQ  611
             GR    T   GY+
Sbjct  607  KGRGTIATFFDGYE  620

>WP_087949617.1 GTP-binding protein [Bacillus thuringiensis]
 OTW88076.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
cameroun]
Length=647

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/657 (35%), Positives = 360/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------



AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  
Sbjct  409  
LHEKYNLQVTFSNTRVVCIEKPIDIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 



+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_076538512.1 GTP-binding protein [Bacillus cereus]
 SIQ71292.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
cereus]
Length=647

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGRTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYFALYEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  



P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSMEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_064057545.1 GTP-binding protein [Bacillus wiedmannii]
 OAK29561.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 226/649 (35%), Positives = 359/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGMQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +          ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSALYEGTKEARIIEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G+  L++ 
++ L
Sbjct  181  
LASYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK++    G++  Y+R++SG+L++R  V +   E L    
KI +
Sbjct  241  
LPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  P +  
TI  
Sbjct  301  MCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEATIDT  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
VPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSMEVMGEKANPFYATIGFKIERGELNSGITYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L PIVL  
ALK++ 



Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLMDALKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P+  +S A +      AT        +    TG +P    + 
++  
Sbjct  539  
TYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTENFKRM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  636
            L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  599  LHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_061530631.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 KXY39392.1 tetracycline resistance protein [Bacillus cereus]
 PEF78489.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY17458.1 tetracycline resistance protein [Bacillus toyonensis]
 PHC02749.1 tetracycline resistance protein [Bacillus toyonensis]
 PHE23974.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 228/650 (35%), Positives = 360/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGTKEARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V+  N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L



Sbjct  181  
VVPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +  P + T 
I  
Sbjct  301  MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMETAI--  356

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  357  -
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NP +A+IG  V      SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKENPLYATIGFKVERGKHNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
LAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_099919045.1 GTP-binding protein [Streptomyces sp. 94]
 PIG17049.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 94]



Length=659

 Score = 395 bits (1014),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 241/652 (37%), Positives = 352/652 (54%), Gaps = 
35/652 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEAWD  176
            T++F+NKID+ G   + V+ +V  +L+  I+       + T     ++  E        
D
Sbjct  121  
TLVFVNKIDRGGACCERVLDAVAARLTPAIVPLGEVRAQGTRDARFDLFDEARLGAPLLD  180

Query  177  AVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             + E++D LL  Y+ G     + R  LVR+  +    A + PV++GSA  G G+  
L+  
Sbjct  181  LLSEHDDALLAAYVQGRVSYDLIRAALVRQTGQ----
ALVHPVFFGSAVTGAGVDELIAG  236

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +  L           + GSVFKVE    G++  Y R++SGTLR RD + L   E+ 
++T 
Sbjct  237  
IRELLPRAEADVDGPVSGSVFKVERGPAGEKIAYARMFSGTLRTRDRLHLGDGEEGRVTA  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +  +G  VR  +   G I  L     +R+ D +G P +         P P L T 
+ P
Sbjct  297  ISVFDRGAAVREQSVAAGRIGKLWGLADIRIGDTIGVPRKSSAGEHHFSP-
PTLETVVEP  355

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ 
++ +
Sbjct  356  



CRPADKGALHGALTQLAEQDPLIDLRQDDTRKEISVSLYGEVQKEVIQATLADEFGIDVL  415

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERPL + +    I+  PNPF A++GL V P  +GSGV++   V LG 
+  +
Sbjct  416  
FRETTPLCIERPLGSGAAVEFIKKGPNPFLATVGLRVDPAPVGSGVEFRLEVELGAMPYA  475

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV D ++  L QG+ GW V DC +   +  Y+            S  ST 
ADFR L 
Sbjct  476  
FFKAVEDTVKETLAQGIHGWQVADCTVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLT  535

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  
G 
Sbjct  536  
PLVVMDALRAAGTQVYEPMHRFRLEAPADTLGAVLPVLAKQGAVAGTTELRGTSCVLEGR  595

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  
629
            IP   +      L   T G          Y      PV++   P RP + L+
Sbjct  596  IPVARVHGLERQLPGLTRGEGELECAFDHY-----APVLRGAVPDRPRTDLN  
642

>WP_036663538.1 GTP-binding protein [Paenibacillus sp. FSL H8-457]
 ETT62503.1 small GTP-binding protein [Paenibacillus sp. FSL H8-457]
Length=648

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 233/653 (36%), Positives = 363/653 (56%), Gaps = 
22/653 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ +G I + GSV+ G T TD++ +ER+RGITI+
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFKAGIIEQAGSVDHGNTTTDSLDIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQ+QTR+L   L+
+  I
Sbjct  63   
SFMLGDLKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQSQTRVLMQTLKEQKI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTDIE--



AW-DA  177
            PT++F+NKID+ G D + V   +R  L   I  +   +      V  +  D     
W + 
Sbjct  123  
PTLLFMNKIDRMGADYRKVYAMIRHLLDEHICEMSSVIKEGGAAVQADAADPHHAGWVET  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND LL  Y    PIS+E+L  E +R+ +   ++P++ GSA KGLGI+PL+ A
+   
Sbjct  183  
LALSNDDLLNDYALDIPISQERLQEELRRQTRQGKVYPLFAGSAAKGLGIEPLLQALGDF  242

Query  238  F--QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291
            F   P        L G VFKV     G+R VYLRLY+G ++ RD + +  +      
LK+
Sbjct  243  
FPVNPSSMLQHEPLSGLVFKVIRRPNGERNVYLRLYAGCIQYRDEIPVIHQNGQTSTLKV  302

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTTI  350
             ++    +G+ +       G+I IL    +++ DV+G  + R+    +++ P   +
+  +
Sbjct  303  KQLHALHQGKSIPVHGIGAGDIAILIDGELKVGDVIGSVSGRMKTVHFQKPP---
IQVQV  359

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +   +A++ +L  AL+ L + DP L+   D+ T E ++   G+VQ E++   + +
+Y +E
Sbjct  360  
SAVHSAEKHQLHAALSDLTEEDPFLQYSQDTKTGENVIHVFGKVQQEILLETILQQYGIE  419

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V   P VI +E+P        +I     PF+A++G+ V P   G+G+QY   V 
LG L 
Sbjct  420  AVFSAPRVICIEKPYGTGEAVEYI--
GECPFYATVGIRVEPGEFGTGIQYRLEVELGSLP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +FQ A++D +   L++GL+GW VTD  +   +  Y SPVST  DFRSL P+VL  
AL +
Sbjct  478  
LAFQKAIKDTVFEVLQEGLYGWAVTDTIVTLTHTGYASPVSTAKDFRSLTPLVLMAALDQ  537

Query  531  SGTQLLEPY--
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +GT++ EP   + FIL  P+  LS+          T +        V   G IP R    
Sbjct  538  AGTEIYEPMNVIQFIL--
PENSLSKVLSKLAALDGTYQEPAFHNGTVHVHGTIPVRTTDL  595



Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ--KVM  
639
             + ++   T+G  +   +  GY        +  RR  + L++  +M    K+M
Sbjct  596  LKAEVHSLTSGEGMLTVKPGGYTKVQAPFPVNTRRQVNPLNRGEYMLHLNKIM  
648

>WP_000207775.1 GTP-binding protein [Bacillus cereus]
 EJQ95633.1 small GTP-binding protein domain protein [Bacillus 
cereus ISP3191]
Length=647

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 239/663 (36%), Positives = 368/663 (56%), Gaps = 
45/663 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKKILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------ALA  284
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V      
+L+
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLS  293

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343



             +EK+K  +M I   G+ V+T T   GE   +     +++ D++G  T   +     
+P 
Sbjct  294  HKEKIK--
KMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQ  351

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
                    PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ 
EV+ 
Sbjct  352  MEAAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIE  406

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSG  457
              L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    
L SG
Sbjct  407  TTLFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSG  463

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            + Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR
Sbjct  464  
ITYTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFR  523

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            ++ P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
Sbjct  524  
NVTPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQL  583

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRH  633
            TG +P    + ++  L  +T G  +  T+  G+   +  P+   +R    P +R D 
+ H
Sbjct  584  TGSLPVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLLH  642

Query  634  MFQ  636
            + +
Sbjct  643  VLK  645

>WP_098395841.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 PEW10491.1 tetracycline resistance protein [Bacillus cereus]
 PFU83614.1 tetracycline resistance protein [Bacillus cereus]
 PGA21340.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 



29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I   G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKGIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y



+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098213081.1 GTP-binding protein [Bacillus cereus]
 PEV25361.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 234/659 (36%), Positives = 369/659 (56%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+T++M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTNSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-----  175
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T  EAW     
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------AFPFYSVLNEGTK-
EAWIIEYK  172



Query  176  --DAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQ  228
              D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+ 
Sbjct  173  SYDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVT  231

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E 
Sbjct  232  
EILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDES  291

Query  289  L----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            L    KI +M +  +G  V++     GE   +   + +++ D++G+ T   +     
+P 
Sbjct  292  
LPHKEKIKKMCMFHRGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-  350

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
                   A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+ 
Sbjct  351  ----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L 
SG+ Y
Sbjct  407  
TTLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
KLGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            PI+L  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG 
Sbjct  527  
PIILMDALKQAETYVYEPVNEFELTVPEQAISTAIYKLAAVPATFREPILSNNSYQLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            +P      ++  L  +T G  +  T+  G+   +     + R    P +R D + H
+ +
Sbjct  587  



LPVAKTGNFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_026931358.1 GTP-binding protein [Glycomyces tenuis]
Length=662

 Score = 395 bits (1014),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 241/660 (37%), Positives = 346/660 (52%), Gaps = 
26/660 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G   E GSV+ G+T TD++ LER+RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHEAGVTDEIGSVDDGSTLTDSLALERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LVISA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFALGETTVNLIDTPGHPDFIAEVERALGVLDGAVLVISAVEGVQAQTRVLMRALRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT--------DI  172
            IPT++F+NKID+ G     +++ + +KL    I   TV   P +     +          
Sbjct  121  
IPTLLFVNKIDREGARYGGLLREIAEKLDPSTIAMDTVVRVPGLRARTRSLPRTDQVFGA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            E  D + E++D  L  Y+  E   + E+L R    +   A +FPV++GSA  G G+
+ L 
Sbjct  181  
ELADLLAEHDDAFLADYVRDERSATPERLRRSLAAQTGRARVFPVHFGSAITGEGVEGLT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + +  L           + G+VFKVE    G++  Y RL+SGT+R+RD +     +
+ K 
Sbjct  241  
EGIRHLLPAAAADADGPVSGTVFKVERGPAGEKIAYARLFSGTIRVRDRLPFGDGKEGKA  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL-
PRKRWREDPLPMLRTTI  350
            T + +  +G   R  +   G I  L      L+  +GDP  L P  R      P L 
T +
Sbjct  301  TAVSVFDQGTDRRRPSVEAGRIAKLWG----
LDARIGDPIGLEPPTRTEHFAPPTLETVV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410



             P     +  L  ALTQLA+ DPL+    D    E+ LS  G VQ EV+ A L+E+
+ L+
Sbjct  357  
VPSRPGDKGALHLALTQLAEADPLIGLRHDERRSELSLSLYGEVQKEVIGATLAEEFGLD  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +  +VI +ERP  +     HI   PNPF A++GL + P   GSG+ +   V 
LG + 
Sbjct  417  
VDFRASTVICVERPTGSGEAVEHIAKAPNPFLATVGLRIDPAPTGSGIGFRLGVELGSMP  476

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV + +   L QGL GW V DC +   +  Y+            S  ST  
DFR 
Sbjct  477  
FAFFKAVEETVHETLAQGLRGWQVADCTVTMTHSGYWARQSTAHGGFDKSMSSTAGDFRG  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL+ +GT + EP   F L  P E L        K  A  ET ++   E    
Sbjct  537  
LTPLVLMDALRTAGTAVHEPIHRFRLDLPAEALGPVLAALAKLRAVPETPRLNGGECTLE  596

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G +PA  +      L   T G  V  +  + Y+   G    + R  ++ LD+  ++   
V
Sbjct  597  
GTVPAASVHELGQRLPSLTGGEGVAESAFERYEPVSGPVPSRSRTDHNPLDREEYLLAVV  656

>WP_062821705.1 GTP-binding protein [Bacillus cereus]
 KYQ02614.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L +E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLRKELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
E L 
Sbjct  234  
LENISALLPAHNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  



APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F    P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFEFTVPEQAISTAMYKLAAISATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFSTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LR  645

>WP_061682005.1 GTP-binding protein [Bacillus cereus]
 KXY59731.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 236/655 (36%), Positives = 362/655 (55%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTECILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMWTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKMILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234



Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK E    G++  Y+R++SG L +R  V      
+L  
Sbjct  235  
ENIPSLLPANNPSQDEELSGIVFKFEREPSGEKIAYVRVFSGCLHVRKYVHIQRDGSLPH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G  T   +     
+P  
Sbjct  295  KEKVK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGKRTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  353  EAAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L        V+ ME+P+   +    +    NPF+A+IG  V    L SG
+ Y+
Sbjct  408  
TLFEKYNLHVTFSGTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +
Sbjct  528  
LVLMDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            P    + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  588  PVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_098935345.1 GTP-binding protein [Bacillus toyonensis]
 PHD36046.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647



 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 232/657 (35%), Positives = 362/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID +G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDCSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            + T I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  METAI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408



Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  
Sbjct  409  
LHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_087984601.1 GTP-binding protein [Bacillus thuringiensis]
 SCC46455.1 Tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus thuringiensis]
 OTX98769.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
wratislaviensis]
 OUB58207.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
sylvestriensis]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 228/649 (35%), Positives = 356/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G + + V++ +++ LS +       Q        +L   +  +  
+ 
Sbjct  121  
IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARILAYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK++    G++  Y+R++SG+L++R  V +   E L    
KI +
Sbjct  241  
LPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  P +  
TI  
Sbjct  301  MCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMEATIDT  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  359  
VPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSMEVMGEKANPFYATIGFKIERGELNSGITYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L PIVL  
ALK++ 
Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLMDALKQAE  538



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P+  +S A +      AT        +    TG +P    + 
++  
Sbjct  539  
TYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTENFKRM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  636
            L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  599  LHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_054711139.1 GTP-binding protein [Bacillus sp. JCM 19041]
Length=645

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 241/636 (38%), Positives = 354/636 (56%), Gaps = 
17/636 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTE  L+ SG I+E GSV+KG+T TD++ +ER+RGITI
+AA 
Sbjct  1    
MKIINIGVLAHVDAGKTTLTEQFLFESGVINEVGSVDKGSTATDSLEIERKRGITIKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV  SL+VLDGAILVISA +GVQAQTRIL  AL
++  
Sbjct  61   
VSFMVGDVKVNLIDTPGHADFISEVEHSLSVLDGAILVISAVEGVQAQTRILMEALKQQQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NK+D+ G D + V   +R  L   +    TV    S  + + +  D  
+W  V
Sbjct  121  
IPTLMFMNKLDRMGADYKRVSSMIRQFLDERVCEMNTVLNIGSSYVNVIDREDHSSWLEV  180

Query  179  IE-
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  N++ L   Y+A E  S   L RE  R+ + A  +P++ G+A KG+GI+ L+ +
+  +
Sbjct  181  
LALNSEDLFGAYVAEEKCSEPMLKRELIRQTKIARAYPLFAGAAAKGVGIRSLLISLP-M  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--AGRE--
KLKITE  293
            F P  ++G   L   VFK+   + G++  Y+R+Y G +R+R  V +   G E   
LK+  
Sbjct  240  FFP-



SQKGGNELTAGVFKLIQLNTGEQEAYVRIYEGMIRIRTEVPVIRHGNESFNLKVKH  298

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIA  351
            +     G+ V TD    G+I IL    + + D LG    L  KR ++  + LP L+   
+
Sbjct  299  LHKLENGKQVSTDAVGAGDIAILTGRKLGVGDALG----
LVPKRMKQMVNKLPPLQVKAS  354

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             +      +L  ALT+LA  DP L   +D  T E  +   G VQ EVV   +  +Y 
+  
Sbjct  355  
TRCDKDEVKLHQALTRLAAEDPFLHYSLDHKTAEHSIRLFGEVQQEVVKETILAEYGILV  414

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +P VI +E+ +   S    I+   NPF+A++G  V     G G+ Y+    LG 
L  
Sbjct  415  
DFTQPEVICIEKVIGTGSALERIDDQDNPFYATLGFRVERGEEGCGLTYQLEAELGSLPL  474

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +FQ A+ + +   L++GL+GW V D  +   +  Y SP+ST  DFR+LAP+VL 
QALK++
Sbjct  475  
AFQRAIHETVTRVLQEGLYGWVVEDVCVTLTHTGYSSPISTAKDFRALAPLVLMQALKQA  534

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT + EP     +  P++YL +      ++   I     K +     G I  R     
+ 
Sbjct  535  
GTAVFEPLDDVQIVVPEQYLPKVLTLVTRHGGMINEPIFKNELFEVNGSIAVRTSAQVKA  594

Query  592  DLAFYTNGRSVCLTELKGYQ--AAVGQPVIQPRRPN  625
             +   T+G  +    L GYQ   +  QPV Q   PN
Sbjct  595  MIRALTSGEGILSARLGGYQQTGSQNQPVKQRCTPN  630

>WP_076303356.1 GTP-binding protein [Paenibacillus odorifer]
 OMD59037.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 228/620 (37%), Positives = 347/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA



+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLLNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S+V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSKVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531



             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_000207819.1 GTP-binding protein [Bacillus cereus]
 EJR82195.1 small GTP-binding protein domain protein [Bacillus 
cereus VD156]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 232/654 (35%), Positives = 371/654 (57%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +     +V    +   +I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNVGTKGAQIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238



Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+T T    E   +   + +++ D++G+ T   +     +  P 
+  
Sbjct  299  K--KICLFHNGNVVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEA  354

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  355  SI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIMVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  +    TG 
+P   
Sbjct  532  
DALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_021727846.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ETE87624.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 



aizawai str. Leapi01]
 ETE98450.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai str. Hu4-2]
 AJA20348.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
galleriae]
 KMQ19845.1 tetracycline resistance protein [Bacillus cereus]
 OIX18164.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OTY81090.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OTY81149.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OTY81224.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OTZ08074.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OTZ08101.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OTZ10368.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OTZ10628.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OTZ11038.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OUA23640.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OUA29467.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OUA30118.1 tetracycline resistance protein [Bacillus thuringiensis]
 OUA46598.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OUA46864.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OUA49777.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OUA76623.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]



 OUA88501.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
 OXR53504.1 tetracycline resistance protein [Bacillus thuringiensis]
 PHQ20167.1 tetracycline resistance protein [Bacillus thuringiensis]
 PNK52224.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPTLTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352



Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGIPYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098840828.1 GTP-binding protein [Bacillus sp. AFS033286]
 PGX14593.1 tetracycline resistance protein [Bacillus sp. AFS033286]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 364/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     K+N +DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINFIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKI+++G + + V++ +++ LS +       S+  E   E +  + ++
+D  I
Sbjct  121  IPTILFVNKIERSGANTEKVMKQIKEILSNEAF--
PFYSVQNEGTKEAHIMEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++PV++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLTSYVNNEIIPDALLRKELEQQIQQANVYPVFFGSAMTGMGVPELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
ALLPANNSSQDEKLSGVVFKIEREHSGEKVAYVRVFSGSLHVRKYVDIQRNKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDAVFQTLKQGLYGWGVTDIIVTLTHTGYASPVTTASDFRNLTPLVLIDA  533

Query  528  



LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L   +  +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKKAETYVYEPINEFELTVLERAISTAMYKLAAIPATFAEPILYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  594  HFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_060487229.1 GTP-binding protein [Bacillus cereus]
 KPU56140.1 small GTP-binding domain protein [Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 228/627 (36%), Positives = 355/627 (57%), Gaps = 
28/627 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L   VFK+E    G++  Y+R++SG L +R+ V +   E 
L  



Sbjct  235  
EKLPALIPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGNLHVRNYVDIQRHEPLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  ++      GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAIQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   + I +E+ +   G VQ EV+   
L
Sbjct  355  AIEAVPK-----
ERIHDLYAALMELCEEDPLIKVWKEDIHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLD  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P++ +S A +      AT     +  +    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAIPATFREPILSNNSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
               + ++  L  +T G S+  T+  GY
Sbjct  590  AKTENFKRMLHSFTEGESIFTTKPSGY  616

>WP_000207791.1 GTP-binding protein [Bacillus thuringiensis]
 AFQ14331.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
thuringiensis HD-771]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 229/650 (35%), Positives = 365/650 (56%), Gaps = 
19/650 (3%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKINVIDTPGHADFIAEVERSFRVLDGTILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179
            IPT++FINKID++G + + V + +++ LS +       S+  E   E    + ++
+D  +
Sbjct  121  IPTILFINKIDRSGANTEKVTKQIKEILSNETF--
PFYSVENEGTKEARIFECKSYDDCM  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L
++ +
Sbjct  179  ELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKL  237

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----K  290
              L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
K
Sbjct  238  
PALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEK  297

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +  P 
+   
Sbjct  298  IKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEAA  355

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I   +  Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  L 
EKY L
Sbjct  356  
IDAVSKEQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V 
LG L
Sbjct  416  
QVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSL  475



Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  +    TG +P    
+ +
Sbjct  536  
QAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098356146.1 GTP-binding protein [Bacillus cereus]
 PEY98998.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS         +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNK-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  



Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_087875509.1 GTP-binding protein [Bacillus thuringiensis]
 ARX66882.1 tetracycline resistance protein [Bacillus thuringiensis]



Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++ G+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFLGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--



EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDMVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_048656357.1 GTP-binding protein [Bacillus cereus]
 KMN69971.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------



DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSGIVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPRGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKKAETYVYEPVNEFELTVPEHAISTAMYKLTAVPATFREPILSNNSYQLTGLLPVA  590



Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_074554723.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 225/625 (36%), Positives = 352/625 (56%), Gaps = 
24/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDG+ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGSILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ V+T T   GE   +   + +++ D++G+ T   +     



+P   
Sbjct  294  
HKEKIKKMCIFHNGDAVQTTTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQME  353

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
                  PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  354  AAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V 
Sbjct  412  
KYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATMGFKVERGELNCGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
             ++++  L  +T G  +  T+  G+
Sbjct  592  TESFKRILHSFTEGEGIFTTKPAGF  616

>WP_102956528.1 GTP-binding protein [Bacillus thuringiensis]
 PNK27218.1 tetracycline resistance protein [Bacillus thuringiensis]
 PNK54868.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 219/618 (35%), Positives = 350/618 (57%), Gaps = 
10/618 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
               +       L G VFK+E    G++  Y+R++SG+L +R  + +   + L    
KI +
Sbjct  241  
IPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYIDIQRSKSLFHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+  
Sbjct  361  K--
EQIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QG++GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++ 
Sbjct  479  



FHKAIEDTVFQTLKQGIYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQAA  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP  +F L  P++ +S A +      AT        +    TG +P    ++
++  
Sbjct  539  
TYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKRI  598

Query  593  LAFYTNGRSVCLTELKGY  610
            L  +T G  +  T+  G+
Sbjct  599  LHSFTEGEGIFTTKPAGF  616

>WP_070756619.1 GTP-binding protein [Bacillus sp. RZ2MS9]
 OGY04951.1 tetracycline resistance protein [Bacillus sp. RZ2MS9]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++S +L +R  V +   



+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSSSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_048566143.1 MULTISPECIES: GTP-binding protein [Bacillus]
 KMP29478.1 tetracycline resistance protein [Bacillus cereus]
 OAJ99281.1 tetracycline resistance protein [Bacillus wiedmannii]
 OAK00809.1 tetracycline resistance protein [Bacillus wiedmannii]
 OAK16778.1 tetracycline resistance protein [Bacillus wiedmannii]
 OJD54925.1 tetracycline resistance protein [Bacillus sp. 4048]
 PHB76130.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647



 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 230/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT++L   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKVLMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411



Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_071723687.1 GTP-binding protein [Bacillus sp. 0711P9-1]
 OJE37172.1 tetracycline resistance protein [Bacillus sp. 0711P9-1]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 230/651 (35%), Positives = 361/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177



            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKDARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                    +  L G VFK+E    G++  Y+R++SG L +R  V +    A   K 
KI +
Sbjct  241  
IPANKPAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKHVNIQRDEAQAHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +   G  V+      GE   +     +++ D++G+ T   +     +P        
A 
Sbjct  301  ICLFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
LSEKY L
Sbjct  356  
IEALSKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLSEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKLERGELNSGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QG++GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGVYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT + EP   F L  P++ +S A +      AT    ++  D    TG +P    
+ +
Sbjct  536  
QAGTCVYEPVNEFELTVPEQAISTAMYKLAAISATFSEPKLYNDSYQLTGSLPVANTENF  595



Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTMKPSGYK-KLNAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_098688864.1 GTP-binding protein [Bacillus toyonensis]
 PGC67235.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L   VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSCVVFKIEREPFGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +     +++ D++G+ T   +  +  
+  P
Sbjct  293  



SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIYFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207776.1 GTP-binding protein [Bacillus thuringiensis]
 YP_037124.1 tetracycline resistance protein [[Bacillus 
thuringiensis] serovar 
konkukian str. 97-27]
 AAT62253.1 tetracycline resistance protein, GTP-binding elongation 
family 
[[Bacillus thuringiensis] serovar konkukian str. 97-27]
 AJI31903.1 small GTP-binding domain protein [Bacillus 
thuringiensis]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 236/657 (36%), Positives = 361/657 (55%), Gaps = 
36/657 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---



ISVEVMGEKANPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKQAETYVYEPVNEFELTVPKQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G     T+  GY+        + R  N+ L++  ++  
Sbjct  586  
SLPVAKTENFQRMLHSFTEGEGFFTTKPAGYKKLKATFPTRKRVDNNPLNRKDYLLH  642

>WP_097223686.1 GTP-binding protein [Streptomyces sp. OV198]
 SOE49685.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. OV198]
Length=659

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 241/652 (37%), Positives = 351/652 (54%), Gaps = 
35/652 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEAWD  176
            T++F+NKID+ G   + V+ +V  +L+  I+       + T      +  E        
D
Sbjct  121  
TLVFVNKIDRGGACCERVLDAVAARLTPAIVPMGEARAQGTRDARFGLFDEAGLGAPLLD  180



Query  177  AVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             + E++D LL  Y+ G     + R  LVR+  +    A + PV++GSA  G G+  
L+  
Sbjct  181  LLSEHDDALLAAYVEGRVSYGLIRAALVRQTGQ----
ALVHPVFFGSAVTGAGVDELIAG  236

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +  L           + GSVFKVE    G++  Y R++SGTLR RD + L   E+ 
++T 
Sbjct  237  
IRELLPRAEADVDGPVSGSVFKVERGSAGEKIAYARMFSGTLRTRDRLPLGDGEEGRVTA  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +  +G  VR  +   G I  L     +R+ D +G P +         P P L T 
+ P
Sbjct  297  ISVFDQGAAVREQSVAAGRIGKLWGLADIRIGDTIGVPRKSSAGEHHFSP-
PTLETVVEP  355

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ 
++ +
Sbjct  356  
CRPADKGALHGALTQLAEQDPLIDLRQDETRKEISVSLYGEVQKEVIQATLADEFGIDVL  415

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERPL + +    I+  PNPF A++GL V P  +GSGV++   V LG 
+  +
Sbjct  416  
FRETTPLCIERPLGSGAAVEFIKKGPNPFLATVGLRVDPAPVGSGVEFRLEVELGAMPYA  475

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV D ++  L QG+ GW V DC +   +  Y+            S  ST 
ADFR L 
Sbjct  476  
FFKAVEDTVKETLAQGIHGWQVADCTVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLT  535

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  
G 
Sbjct  536  
PLVVMDALRAAGTQVYEPMHRFRLEAPADTLGAVLPVLAKQGAVAGTTELRGASCVLEGR  595

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  
629
            IP   +      L   T G          Y      PV++   P RP + L+
Sbjct  596  IPVARVHGLERQLPGLTRGEGELECAFDHY-----APVLRGTVPDRPRTDLN  



642

>WP_097858981.1 GTP-binding protein [Bacillus wiedmannii]
 PDZ42708.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 229/630 (36%), Positives = 359/630 (57%), Gaps = 
34/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L   VFK+E    G++  Y+R++SG L +R+ V +   E 
L  
Sbjct  235  
EKLPALIPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGNLHVRNYVDIQRHEPLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED---PL  343
              KI +M +   G  ++      GE   +   + +++ D++G+     R  + +D     
Sbjct  295  KEKIKKMCMFHNGNAIQASIVPSGEFCKVWGLNDIKIGDIIGE-----
RNDYIKDIHFAE  349

Query  344  PMLRTTIAPKTAAQRERLLD---



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            P +   I    A  +ER+ D   AL +L + DPL++   + I +E+ +   G VQ 
EV+ 
Sbjct  350  PQMEAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKEDIHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L 
SG+ Y
Sbjct  407  
TTLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
KLDVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG 
Sbjct  527  
PLVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAIPATFREPILSNNSYQLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            +P    + ++  L  +T G S+  T+  GY
Sbjct  587  LPVAKTENFKRMLHSFTEGESIFTTKPSGY  616

>WP_071732015.1 GTP-binding protein [Bacillus thuringiensis]
 OJE16038.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 230/650 (35%), Positives = 361/650 (56%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGAKEARIIEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E I    L  + ++++Q AS++P+++GSA  G+G+  L+D 
+  L
Sbjct  181  
LAPFNESLLESYVNNEIIPDALLREKLEQQIQQASVYPIFFGSAMTGIGVTELLDKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
               +       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
MPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V++     GE   +   + +++ D++G+ T   +     +  P +  
+I  
Sbjct  301  MCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEASI--  356

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL+    D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  357  -
DAVSKERIHDLYAALMELCEEDPLIIVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  V    L SGV Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYHLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L PIVL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+++



Sbjct  536  
QAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTGSLPVAKTESF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_041183863.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 237/660 (36%), Positives = 363/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ V+T T   GE   +     +++ D++G  T   +     



+P   
Sbjct  294  
HKEKIKKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKLMAPLPTRKRVDYNPLNRKDYLLHVLK  645

>WP_063272418.1 GTP-binding protein [Amycolatopsis keratiniphila]
 ONF64668.1 GTP-binding protein [Amycolatopsis keratiniphila subsp. 
keratiniphila]
Length=633

 Score = 394 bits (1011),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 244/648 (38%), Positives = 342/648 (53%), Gaps = 
32/648 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV



Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGAILV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALGVLDGAILVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D + V + + +KL+A        +++P+ V++    +        
Sbjct  121  IPVLLFVNKLDRRGADPERVFREITEKLTA-----
SASTMAPDRVIDLLATL--------  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            + D L E     E  +  +L  E   +V +    PVY+GSA  G GI  L D +  
L   
Sbjct  168  
DEDFLTEYLTTPEAFTPSRLRAELTAKVAEGLAHPVYFGSAITGAGIDALRDGIENLLPS  227

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                  A L G+VFKVE    G++  Y+RL+SG++ +RD V L   E  K+T + +   
G
Sbjct  228  KDADVHAPLSGTVFKVERAPGGEKIAYVRLFSGSVAVRDKVPLGDGEG-
KVTAISVFDNG  286

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              V + +A  G I  +    VR+ DVLG   R P +  R  P P L T ++P   A 
R  
Sbjct  287  SAVPSASAEAGRIAKISGLDVRIGDVLG--ARPPMREARFSP-
PTLETVVSPVRPADRGP  343

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  ALT+L + DPL+    D +  E  +S  G VQ EV+ A L+++Y ++    E 
+ I 
Sbjct  344  
LHQALTRLTEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGIDVTFSETTTIC  403

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ER     S    I    NPF A++GL V P   GSG  +   V LG +  SF  
AV D 
Sbjct  404  VERVRGTGSAVELIGTASNPFLATVGLRVEP---
GSGFSFRLEVELGSMPYSFVKAVEDT  460

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQAL  528
            +R  L +G+ GW V DC +   +  YY            S  ST  DFR L P+VL  



AL
Sbjct  461  
VRKTLREGIHGWEVPDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVLMAAL  520

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +E+GT + EP   F L  P + L        +  A   T   K       GEIPA     
Sbjct  521  
REAGTTVHEPLHRFTLQTPADTLGPVTALLARARAVPRTTLTKGGTAELEGEIPAAKTHE  580

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                L   T G     T   GY+   G    + R  ++ L++  ++ +
Sbjct  581  VHQLLPSATRGEGTMETTFDGYRPVRGAAPSRSRTDHNPLERKEYLLR  628

>WP_098341682.1 GTP-binding protein [Bacillus cereus]
 PFE20267.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 236/656 (36%), Positives = 368/656 (56%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    D  +
+D  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAF--
PFYSVENEGTKEARIIDYNSYDDCM  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E +S + L+REE ++++Q A+++P ++GSA  G+G+  L
++ +
Sbjct  179  ELLAPYNESLLESYVNNEIVS-
DVLLREELEKQIQQANVYPTFFGSAMTGIGVTKLLENI  237

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREK  288



            + L        +  L G VFK+E    G++  Y+R++SG L++R  V      ALA 
+EK
Sbjct  238  
SDLILANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGHLQVRKYVDIQRDDALAHKEK  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +K  ++ +   G  V+  T   GE   +     +++ D++G+ T   +     DP     
Sbjct  298  IK--
KICMFHNGNAVQASTVSSGEFCKVWGLKDIKIGDIIGERTDYIKNIHFADPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D + +++ +   G VQ EV+   
L 
Sbjct  356  IEALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNDLYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y
+  V
Sbjct  411  
EKYHLQVTFSNTRVVCIEKPISVGNSVEEMGEKANPFYATIGFKVERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +      Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVCQTLKQGLYGWEVTDIIVTLTNTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ + + EP   F L  P+  +S A +      A     ++  +    TG 
+P  
Sbjct  531  
MDALKQAESCVYEPVNEFELNVPEHAISTAMYKLAAIPANFSEPKLYNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRILHSFTEGEGIFTTKPDGF-TKMKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_000207817.1 GTP-binding protein [Bacillus cereus]
 EJR22776.1 small GTP-binding protein domain protein [Bacillus 
cereus VD014]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 369/654 (56%), Gaps = 



27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +     +V    +   +I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNVGTKGAQIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDILLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ T   +     +  P 
+  
Sbjct  299  K--KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEA  354

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  355  SI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  



V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T L EP   F L  P+  +S A +      AT        D    TG 
+P   
Sbjct  532  
DALKQAETHLYEPINEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_067360068.1 GTP-binding protein [Streptomyces olivochromogenes]
 KUN49877.1 GTP-binding protein [Streptomyces olivochromogenes]
 GAX49611.1 tetracycline resistance protein [Streptomyces 
olivochromogenes]
Length=659

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 237/649 (37%), Positives = 352/649 (54%), Gaps = 
29/649 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEAWD  176
            T++F+NKID+ G   + V+ +V  +L+  ++       + T      +  E        
D



Sbjct  121  
TLVFVNKIDRGGACCERVLDAVAARLTPAVVPMGEVRAQGTRDAGFGLFDEARLGAPLLD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E++D LL  Y+ G  +S + +     R+   A + PV++GSA  G G+  L+  
+  
Sbjct  181  LLSEHDDALLAAYVEGR-
VSYDLIRAALTRQTGQALVHPVFFGSAVTGAGVDELIAGIRE  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L           + GSVFKVE    G++  Y R++SGTLR RD + L    + ++T 
+ +
Sbjct  240  
LLPRAEADVDGPVSGSVFKVERGPAGEKIAYARMFSGTLRTRDRLPLGDGAEGRVTAISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  VR ++   G I  L     +R+ D +G P +         P P L T + 
P+  
Sbjct  300  FDRGAAVREESVAAGRIGKLWGLADIRIGDTIGVPRKSSAGEHHFSP-
PTLETVVEPRRP  358

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ ++ 
+ +E
Sbjct  359  
ADKGALHGALTQLAEQDPLIDLRQDETRKEISVSLYGEVQKEVIQATLADEFGIDVLFRE  418

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERPL + +    I+  P+PF A++GL V P  +GSGV++   V LG +  
+F  
Sbjct  419  
TTPLCIERPLGSGAAVEFIKKGPHPFLATVGLRVDPAPVGSGVEFRLEVELGAMPYAFFK  478

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D ++  L QG+ GW VTDC +   +  Y+            S  ST ADFR L 
P+V
Sbjct  479  
AVEDTVKETLAQGIHGWQVTDCTVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLTPLV  538

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  G 
IP 
Sbjct  539  
VMDALRAAGTQVYEPMHRFRLEAPADTLGAVLPVLAKQGAVAGTTELRGASCVLEGRIPV  598

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  629
              +      L   T G          Y      PV++   P RP + L+



Sbjct  599  ARVHGLERKLPGLTRGEGELECAFDHY-----APVLRGEVPDRPRTDLN  642

>WP_098577319.1 GTP-binding protein [Bacillus wiedmannii]
 PFZ30783.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++  ++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGAIIGERTDYIKDIHFAEPQM  352



Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAVVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098560664.1 GTP-binding protein [Bacillus cereus]
 PFM10185.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 233/659 (35%), Positives = 364/659 (55%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGVGNSMEVMGEKANPFYATIGFKIERGELNSGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L PI
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPI  528

Query  523  



VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGALP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T   G+     +P    R+     P +R D + H
+ +
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTNPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_086388295.1 GTP-binding protein [Bacillus thuringiensis]
 OUA65924.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
aizawai]
Length=647

 Score = 394 bits (1012),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  



LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ ME+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKIMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_085927335.1 GTP-binding protein [Streptomyces platensis]
 OSY39363.1 Tetracycline resistance protein TetO [Streptomyces 
platensis]
Length=677



 Score = 395 bits (1014),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 237/666 (36%), Positives = 354/666 (53%), Gaps = 
31/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLYAAGVIDEIGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFALDGATVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLLRTLKRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PT+IF+NK+D+ G   + V++ + D+L+   +    V         ++P    +     
Sbjct  121  
VPTLIFVNKVDRRGAAGERVLRQIADRLTPAAVAMTAVQDAGTRRARVTPYGAADTAFTD  180

Query  173  EAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL  Y+     +   +L RE   + +   + PV++GSA  G G+
+ LM
Sbjct  181  
RLADLLTTHDDALLAAYVEDASALPYGRLRRELAAQTKRGLVHPVFFGSAVTGAGLEALM  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-----R  286
              +T L    G+     + G+VFKVE    G++  ++R++SGT+R RD +   G      
Sbjct  241  
AGLTELLPTAGDAADGPVSGTVFKVERGPAGEKIAWVRMFSGTVRTRDLLPFHGPGAPRP  300

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTR-
LPRKRWREDPLP  344
            +  K+T + +  +G   R DT   G I  L     +R  D +G  T   PR+ +     
P
Sbjct  301  
DAAKVTAISVFDQGSAPRRDTVTAGRIGKLWGLGGIRTGDTVGTATADTPRQHFAP---P  357

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P+  A +  L  ALTQLA+ DPL+    D++  +  LS  G VQ EV+ 
A L+
Sbjct  358  
TLETVVVPRHPADKRALHLALTQLAEQDPLINLRQDALRGQTSLSLYGEVQKEVIEATLA  417

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464



            E++ +E   +E + + +ERP  + +    I   PNPF A++GL V P   G+G  +   
V
Sbjct  418  
EEFAVEVDFRETTALCIERPAGSGAAVEIIAKEPNPFLATVGLRVDPAPAGTGSDFRLEV  477

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
             LG +  SF  AV + +   L QG+ GW V DC +   +  Y+            S  
ST
Sbjct  478  
ELGSMPYSFIKAVEETVHETLRQGVHGWQVEDCTVTLTHSGYWARQSHSHGVFDKSMSST  537

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR L P+VL  AL+ +GTQ+ EP   F L  P + L        +  A   T  
V+ 
Sbjct  538  
SGDFRHLTPLVLMDALRRAGTQVYEPVHRFRLEIPADSLGPLSPALARLHAVPRTQAVQG  597

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
             E +  GEIP   +      L   T G  V      GYQ   G+  ++ R  +  L 
+  
Sbjct  598  
TECLLEGEIPVARVHELERRLPGLTRGEGVLECTFGGYQPVRGEIPVRSRTDHDPLHRKE  657

Query  633  HMFQKV  638
            ++ + V
Sbjct  658  YLLKVV  663

>WP_033318981.1 GTP-binding protein [Streptomyces yerevanensis]
Length=660

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 244/657 (37%), Positives = 354/657 (54%), Gaps = 
25/657 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MYSLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----



IKQTVSLSPEIVLEENTDIEAWD  176
            IPT+IF+NKID+AG     +++S+  +L+  I+    + +  +   +    +       
+
Sbjct  121  
IPTLIFVNKIDRAGARYADLLESISTRLTPAIVPMGEVGELGTRGAQFTPYDGFPPRLLE  180

Query  177  AVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             + E++D LL  YI  E  +S+E+L  E   +   + + PV++GSA  G G+  L+  
+ 
Sbjct  181  
LLAEHDDALLAAYIDDEATVSQERLRTELAVQTGQSLVHPVFFGSAVTGAGVDELIGGIR  240

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L           + G+VFKVE    G++  Y+R++SGTLR RD V     E  K
+T + 
Sbjct  241  
ELLPSAEGDADGPVSGTVFKVERGPAGEKIAYVRMFSGTLRTRDRVTFGDGEDGKVTGIT  300

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAP  352
            +  +G  +R      G I  L     +R+ D LG    +PRK   E     P L T 
+ P
Sbjct  301  VFDRGSDLRDGQVPAGRIGRLWGLTGIRIGDTLG----
VPRKGTDEHYFAPPTLETVVVP  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +    +  L  ALTQLA+ DPL+    D I  E  +S  G VQ EV+ A L++++ 
L+  
Sbjct  357  
RDKTDKGALHLALTQLAEQDPLINLRQDEIRQETSVSLYGEVQKEVIQATLADEFGLDVG  416

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERP+   +        PNPF A++GL V P  +GSGV++   V LG 
+  +
Sbjct  417  
FRETTPLCIERPVGTGAAVEFNGKDPNPFLATVGLRVDPAPVGSGVEFRLEVELGSMPYA  476

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLA  520
            F  AV D +R  L QG  GW VTDC +   +            G   S  ST 
ADFR L 
Sbjct  477  
FFKAVEDTVREALGQGPHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLT  536

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  AL+++GT + EP  +F L AP + L        K  A  +T Q +    V  
G 
Sbjct  537  
PLVLMDALRQAGTLVHEPMHAFRLEAPADTLGAVLPVLAKLRAVPQTTQARGTASVLEGR  596



Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-
AAVGQPVIQPRRPNSRLDKVRHMFQ  636
            IPA  +      L   T G     T    Y  AA G    + R  ++ LD+  ++  
Sbjct  597  
IPAAQVHQLEQQLPALTRGEGELETAFDHYAPAARGVVPERERTDHNPLDRKEYLLN  653

>WP_098063664.1 GTP-binding protein [Bacillus toyonensis]
 PEK47111.1 tetracycline resistance protein [Bacillus toyonensis]
 PEO33517.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 394 bits (1011),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 231/657 (35%), Positives = 362/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVI A +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVICAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            + T I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  METAI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  
Sbjct  409  
LHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_079657901.1 GTP-binding protein [Streptomyces sp. 3214.6]
 SHH56258.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 3214.6]
Length=664

 Score = 394 bits (1013),  Expect = 2e-125, Method: Compositional 
matrix adjust.
 Identities = 248/658 (38%), Positives = 356/658 (54%), Gaps = 
28/658 (4%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDELGSVDAGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
VSFRVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEIVLE-----
ENTDIE  173
            IPT++F+NKID+ G   + V++ + ++LSA ++   TV+   +PE         E   
+ 
Sbjct  121  
IPTLVFVNKIDRPGARDEGVLRELTERLSAPVVPMGTVTGLGTPEAAFRLGRVPELGVLT  180

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              D + E++D LL  Y+ G  ++ E++      + +D  + PV++GSA  G G+  
L+ A
Sbjct  181  GLDVLTEHDDDLLSAYVDGA-
VTPERVRAALLAQTRDVLVHPVHFGSATTGAGVPELIAA  239

Query  234  VTGLFQPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
            +  L  P+ E      L G+VFKVE    G++  Y RL+SGTLR RD V   G    
K+T
Sbjct  240  IRELL-PVAEGDPEGPLSGTVFKVERGPAGEKIAYARLFSGTLRTRDEVRY-
GAGAGKVT  297

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + +  +G  VR +    G I  L     VR+ D LG P    ++       P L 
T + 
Sbjct  298  AISVFDQGTDVRREEVSAGRIARLWGLPDVRVGDSLGAPR---
KEHGHFFAPPTLETVVV  354

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L+++Y 
L  
Sbjct  355  
PAPDTDRRSLHVALTRLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVVQATLADEYGLHV  414

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + + +ERP  A +    I+   NPF A++GL V P   GSGV +   V LG 
+  
Sbjct  415  
TFRETTPLCVERPAGAGAAAEFIKKDANPFLATVGLRVEPAPPGSGVTFGLEVELGAMPY  474



Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSL  519
            +F  AV D +R  L QGL GW VTDC +   +  Y+            S  ST  
DFR L
Sbjct  475  
AFFKAVEDTVRETLGQGLHGWQVTDCAVTMTHSGYWPRQSHAHQGFDKSMSSTGHDFRGL  534

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL+ +GTQ+ EP   F + AP + L           A   T   +    
V  G
Sbjct  535  
TPLVLTEALRRAGTQVYEPMHRFRVEAPADTLGALLPVLAALRAVPRTTDTRGARCVLEG  594

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV-
GQPVIQPRRPNSRLDKVRHMFQ  636
             +PA  +      +   T G     +    Y     G P  +PR  ++ L++  ++  
Sbjct  595  
VVPAARVHGLEQRIPGLTRGEGEWESGFDHYAPVTHGTPPQRPRTDHNPLNRKEYLLN  652

>WP_100633937.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L +E  +++  A+++P+++GSA  G+G



+  L
Sbjct  174  
YDDRIERLAPYNESLLESYVNNEIVTDTMLRKELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
E L 
Sbjct  234  
LENISALLPAHNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKNIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F    P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFEFTVPEQAISTAMYKLAAISATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFSTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636



             +
Sbjct  644  LR  645

>WP_088096824.1 GTP-binding protein [Bacillus cereus]
 SCM97672.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 234/660 (35%), Positives = 366/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTKKVMKQIKEVLSNE-------
TFPFYSALNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLVPYNESLLASYVNNEIIPDALLRKELEQQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------ALA  284
            ++ ++ LF       +  L G VFK+E    G++  Y+R++SG L++R  V      
ALA
Sbjct  234  
LENISVLFLAKKSAENETLSGVVFKIEREPSGEKIAYVRVFSGHLQVRKYVDIQRDDALA  293

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
             +EK+K  ++ +   G  V+  T   GE   +     +++ D++G+ T   +     
DP 



Sbjct  294  HKEKIK--
KICMFHNGNAVQASTVSSGEFCKVWGLKDIKIGDIIGERTDYIKNIHFADPQ  351

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
                    PK     ER+ D   AL +L + DPL++   D + +++ +   G VQ 
EV+ 
Sbjct  352  MEAAIEALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNDLYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L 
SG+ Y
Sbjct  407  
TTLYEKYHLQVTFSNTRVVCIEKPISVGNSVEEMGEKANPFYATIGFKVERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  V LG L  +F  A+ D +   L+QGL+GW VTD  +      Y SPV+T 
+DFR+L 
Sbjct  467  
KLGVELGSLPLAFHKAIEDTVCQTLKQGLYGWEVTDIIVTLTNTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ + + EP   F L  P+  +S A +      A     ++  +    
TG 
Sbjct  527  
PLVLMDALKQAESCVYEPVNEFELNVPEHAISTAMYKLAAIPANFSEPKLYNNSYQLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            +P    + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + 
H+ +
Sbjct  587  LPVAKTENFKRILHSFTEGEGIFTTKPDGF-
TKMKAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_095850877.1 GTP-binding protein [Streptomyces sp. Ag82_O1-15]
 PBC93907.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. Ag82_O1-15]
Length=659

 Score = 394 bits (1012),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 241/652 (37%), Positives = 351/652 (54%), Gaps = 
35/652 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S



Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEAWD  176
            T++F+NKID+ G   + V+ +V  +L+  I+       + T      +  E        
D
Sbjct  121  
TLVFVNKIDRGGACCERVLDAVAARLTPAIVPMGEARAQGTRDARFGLFDEAGLGAPLLD  180

Query  177  AVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             + E++D LL  Y+ G     + R  LVR+  + V    + PV++GSA  G G+  
L+  
Sbjct  181  LLSEHDDALLAAYVEGRVSYDLIRAALVRQTGQAV----
VHPVFFGSAVTGAGVDELIAG  236

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +  L           + GSVFKVE    G++  Y R++SGTLR RD + L   E+ 
++T 
Sbjct  237  
IRELLPRAEADVDGPVSGSVFKVERGPAGEKIAYARMFSGTLRTRDRLPLGDGEEGRVTA  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +  +G  VR  +   G I  L     +R+ D +G P +         P P L T 
+ P
Sbjct  297  ISVFDQGAAVREQSVAAGRIGKLWGLADIRIGDTIGVPRKSSAGEHHFSP-
PTLETVVEP  355

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ 
++ +
Sbjct  356  
CRPADKGALHGALTQLAEQDPLIDLRQDETRKEISVSLYGEVQKEVIQATLADEFGIDVL  415

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERPL + +    I+  PNPF A++GL V P  +GSGV++   V LG 
+  +
Sbjct  416  
FRETTPLCIERPLGSGAAVEFIKKGPNPFLATVGLRVDPAPVGSGVEFRLEVELGAMPYA  475

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520



            F  AV D ++  L QG+ GW V DC +   +  Y+            S  ST 
ADFR L 
Sbjct  476  
FFKAVEDTVKETLAQGIHGWQVADCTVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLT  535

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  
G 
Sbjct  536  
PLVVMDALRAAGTQVYEPMHRFRLEAPADTLGAVLPVLAKQGAVTGTTELRGASCVLEGR  595

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  
629
            IP   +      L   T G          Y      PV++   P RP + L+
Sbjct  596  IPVARVHGLERQLPGLTRGEGELECAFDHY-----APVLRGTVPDRPRADLN  
642

>WP_098688062.1 GTP-binding protein [Bacillus toyonensis]
 PGC47168.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 231/657 (35%), Positives = 362/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +   +L +E ++++Q  +++P+++GSA  G+G
+  L
Sbjct  174  



YDDCMERVAPYNETLLESYVNNEVVPDVRLRKELEKQIQQTNVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +    
+  
Sbjct  234  
LENISALIPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQS  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            + T I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  METAI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y  
Sbjct  409  
LHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>AMP46867.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 



bacterium]
Length=276

 Score = 380 bits (977),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 179/276 (65%), Positives = 222/276 (80%), Gaps = 0/276 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P + + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHVNVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F  
Sbjct  181  
GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276
               +G + LCG VFK+EY++  +R VY+R+YSGTL 
Sbjct  241  STPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLH  276

>WP_098759426.1 GTP-binding protein [Bacillus anthracis]
 PGK42858.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 237/661 (36%), Positives = 369/661 (56%), Gaps = 
41/661 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V



Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  IE     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCIELLAPFNESLLESYVNNERIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ ME+P+   +    +    NPF+A+IG  +    L 
SG+ 
Sbjct  406  
ETTLYEKYNLQVTFSSTRVVCMEKPIGVGNSVEVMGEKTNPFYATIGFKIECGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519



            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YNLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK + T + EP   F L  P+  +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKNAETYVYEPINEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMF  635
             +       ++  L  +T G  +  T+  GY   +  P    +R    P +R D + 
H+ 
Sbjct  586  SLSVAKTDNFKRMLHSFTEGEGIFTTKPSGY-
TKLKAPFPTRKRVDYNPLNRKDYLLHVL  644

Query  636  Q  636
            +
Sbjct  645  K  645

>WP_097830202.1 GTP-binding protein [Bacillus cereus]
 PDY82987.1 tetracycline resistance protein [Bacillus cereus]
 PFA12820.1 tetracycline resistance protein [Bacillus cereus]
 PFM39792.1 tetracycline resistance protein [Bacillus cereus]
 PGL57712.1 tetracycline resistance protein [Bacillus cereus]
 PGQ06336.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 235/652 (36%), Positives = 363/652 (56%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKELGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ +++ LS D       S   E   E    + ++



+D  +
Sbjct  121  IPTLLFVNKIDRSGANTEKVVKQIKEILSNDAF--
PFYSTENEGTKEARIIEYKSYDDCM  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  + +    L +E + ++Q A+++P+ +GSA  G+GI  L+  
++
Sbjct  179  
ERLALYNESLLESYVNNDIVPDTLLRKELEIQIQQANVYPICFGSAMTGMGIAELLGNIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291
             L        +  L G VFK+E    G++  Y+R++SG+L +R  V +   E    
K KI
Sbjct  239  
ALIPANKSAQNEILSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVEIQRAESQSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +   + +++ D++G+ T   +     +  P +   
I
Sbjct  299  KKMCIFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGEQTDYIKDIHFAE--
PQMEAVI  356

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
                A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  357  ---
DAVPKERIHDLYTALMELCEEDPLIKVWKDGVHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++       V+ +E+P+        +    NPF+A+IG  V   +L SG+ Y   
V LG
Sbjct  414  
NIQVAFSNTRVVCVEKPVGIGYAAEVMGEKANPFYATIGFKVERGTLNSGITYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ + +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIENTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  



636
             ++  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  594  NFKRILHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098298894.1 GTP-binding protein [Bacillus anthracis]
 PEY25591.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 230/650 (35%), Positives = 358/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIAAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKEARILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLEKLPTL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                    +  L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPAHTSVQNETLSGVVFKIERESSGEKIAYVRIFSGSLHVRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P        
A 



Sbjct  301  MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----
QMEAA  355

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  356  
IDAVPKERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGMGNSVEVMGEKANPFYATVGFKVERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGFTKILAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097822362.1 GTP-binding protein [Bacillus thuringiensis]
 PDZ61124.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFT08919.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFU58800.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 231/651 (35%), Positives = 359/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLESYVNNEIIPDALLRKELEKQIQKANVYPIFFGSAMTGIGVTELLEKIPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
               +       L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
MPALTSAQEEPLSGVVFKIERESSGEKVAYIRVFSGSLHVRKYVDIQRDESLQHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V++     GE   +     +++ D++G+ T   +     +P         
P
Sbjct  301  
MCMFHSGNAVQSTIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIETLP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL 
Sbjct  476  



PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALI  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+ +
Sbjct  536  
QAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  596  KRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_072028650.1 GTP-binding protein [Amycolatopsis keratiniphila]
 SDU46226.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
keratiniphila]
 OLZ43368.1 GTP-binding protein [Amycolatopsis keratiniphila subsp. 
nogabecina]
Length=633

 Score = 393 bits (1010),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 244/648 (38%), Positives = 343/648 (53%), Gaps = 
32/648 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHAAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGAILV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALGVLDGAILVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D + V + + +KL+A        +++P+ V++    +        
Sbjct  121  IPVLLFVNKLDRRGADPERVFREITEKLTA-----
SASTMAPDRVIDLLATL--------  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            + D L E     +  +  +L  E   +V +    PVY+GSA  G GI  L D +  
L   
Sbjct  168  
DEDFLTEYLTTPDAFTPSRLRAELTAKVAEGLAHPVYFGSAITGAGIDALRDGIENLLPS  227



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                  A L G+VFKVE    G++  Y+RL+SG++ +RD V L   E  K+T + +   
G
Sbjct  228  KDADVHAPLSGTVFKVERAPGGEKIAYVRLFSGSVAVRDKVPLGDGEG-
KVTAISVFDNG  286

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              V + +A  G I  +    VR+ DVLG   R P +  R  P P L T ++P   A 
R  
Sbjct  287  SAVPSASAEAGRIAKISGLDVRIGDVLG--ARPPMREARFSP-
PTLETVVSPLRPADRGP  343

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  ALT+L + DPL+    D +  E  +S  G VQ EV+ A L+++Y ++    E 
+ I 
Sbjct  344  
LHQALTRLTEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGIDVTFSETTTIC  403

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ER     S    I    NPF A++GL V P   GSG  +   V LG +  SF  
AV D 
Sbjct  404  VERVRGTGSAVELIGTASNPFLATVGLRVEP---
GSGFSFRLEVELGSMPYSFVKAVEDT  460

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQAL  528
            +R  L +G+ GW V DC +   +  YY            S  ST  DFR L P+VL  
AL
Sbjct  461  
VRKTLREGIHGWEVPDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVLMAAL  520

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +E+GT + EP   F L  P + L        +  A   T   K       GEIPA     
Sbjct  521  
REAGTTVHEPLHRFTLQTPADTLGPVTALLARARAVPRTTLTKGGTAELEGEIPAAKTHE  580

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                L   T G     T   GY+   G    + R  ++ L++  ++ +
Sbjct  581  VHQLLPSATRGEGTMETTFDGYRPVRGAAPSRSRTDHNPLERKEYLLR  628

>WP_086385810.1 GTP-binding protein [Bacillus thuringiensis]
 OTX18431.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
nigeriensis]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.



 Identities = 231/655 (35%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVNI+DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNIIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMGTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FYKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DP ++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPFIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464



            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLATVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_016134813.1 GTP-binding protein [Bacillus cereus]
 EOQ28698.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG3O-1]
 PFF87375.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 231/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      



+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  



636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_074540974.1 GTP-binding protein [Bacillus cereus]
 OOZ80693.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 364/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   



Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTNYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_087966943.1 GTP-binding protein [Bacillus thuringiensis]
 OTY55814.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
yosoo]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  



EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_084064178.1 MULTISPECIES: GTP-binding protein [Bacillus]
 SMD37590.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
sp. JKS001846]
 PEB95841.1 tetracycline resistance protein [Bacillus cereus]
 PEC26805.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEQ80989.1 tetracycline resistance protein [Bacillus cereus]
 PFZ17126.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 353/629 (56%), Gaps = 
30/629 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174



            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTKKVMKQIKEVLSNE-------
TFPFYSALNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLVPYNESLLASYVNNEIIPDALLRKELEQQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  V +   
E L 
Sbjct  234  
LENISVLFPAKKSAENETLSGVVFKIEREPSGEKIAYVRVFSGHLHVRKYVHIQRSESLA  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI ++ +   G+ ++T     GE   +     +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKLCVFHNGDAIQTAIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV
+   
Sbjct  351  --
QMEAAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+        +    NPF+A+IG  +    L SGV 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL ++ T + EP   F L  P+  +S A +      AT    ++  D    
TG +P
Sbjct  529  
VLMDALIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLP  588



Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                + ++  L  +T G  +   +  GY+
Sbjct  589  VAKTENFKRILHSFTEGEGIFTMKPSGYK  617

>WP_098115864.1 GTP-binding protein [Bacillus wiedmannii]
 PEM25274.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=648

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 232/654 (35%), Positives = 367/654 (56%), Gaps = 
26/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFRFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-----
EKLK  290
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V +  R      
K K
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQQRGDVLGHKEK  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P       
Sbjct  299  
IKKICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAID  358



Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L EK
Sbjct  359  AVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFEK  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   
V L
Sbjct  414  
YNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVEL  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T +DFR+L P
+VL  
Sbjct  474  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNLTPLVLMD  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +      A         D    TG +P    
Sbjct  534  
ALKQAETFVYEPVNEFELTVPEHAISTAMYKLAAIPANFSEPIFNNDSYHLTGSLPVAKT  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  ENFKRMLHAFTEGEGIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLR  
646

>WP_061671897.1 GTP-binding protein [Bacillus wiedmannii]
 KXY10182.1 tetracycline resistance protein [Bacillus wiedmannii]
 OAK17983.1 tetracycline resistance protein [Bacillus wiedmannii]
 OAK20228.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 231/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAPANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531



Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098130182.1 GTP-binding protein [Bacillus wiedmannii]
 PEM31468.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 394 bits (1011),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 230/651 (35%), Positives = 366/651 (56%), Gaps = 
24/651 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS       +V    +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNKAFPFYSVLNEGTKGARIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289



             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ TR  +     +P      
Sbjct  299  K--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTRYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  +    TG 
+P   
Sbjct  532  
DALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             + ++  L  +T G  + + +  GY+        + R  N+ L++  ++  
Sbjct  592  TENFKRMLHSFTEGEGIFIMKPAGYKELKAPFPTRKRVDNNPLNRKDYLLH  642

>OEV31870.1 GTP-binding protein [Streptomyces nanshensis]
Length=679

 Score = 394 bits (1013),  Expect = 3e-125, Method: Compositional 
matrix adjust.
 Identities = 247/676 (37%), Positives = 362/676 (54%), Gaps = 
41/676 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T TD++ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGSTLTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   L
++++
Sbjct  61   
VSFTVGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLQRLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NKID+AG   + V++ + +KL+   +    V        + +P    +     
Sbjct  121  
IPTLLFVNKIDRAGAQYERVLRRIAEKLTPAAVPMGGVRELGTPAAAFTPHGPSDAGFAS  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E +D+LL  Y+  E  +S ++L  E   + +   + PV++GSA  G G+
+ L 
Sbjct  181  
RLAEVLAEGDDELLAAYVEDETALSHDRLRSELAAQSRRGVVHPVFFGSAITGAGVEALT  240

Query  232  DAVTGLFQPIGEQGSAALC-
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +T L  P GE        G+VFKVE    G +  Y+R++SGT+R+RD +      
+ +
Sbjct  241  AGLTELL-
PAGEGDPDGPARGTVFKVERAPGGAKTAYVRMFSGTVRVRDRLLHGAGARSE  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS------------DSVRLNDVLGD--
PTRLPRK  336
              E    S+G++   D    G  V  PS              VR+ D +GD    R 
P  
Sbjct  300  
GAEPAEGSEGKVTGIDVFERGGHVQSPSVAAGRIGRLRGLPGVRIGDTIGDAGAVREPAG  359

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                   P L T + P   A R  L +ALTQLA+ DPL+    D +  E+ +S  G 
VQ 
Sbjct  360  
ERHHFAPPTLETVVTPCRDADRGPLHNALTQLAEQDPLIGLRQDELRGEVHVSLYGEVQK  419

Query  397  EVVSALLSEKYKLETVVKEPSVIYMER--
PLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            EVV A L++++ L+   +E + I +ER     +A+  +H E  PNPF A++GL + 
P   
Sbjct  420  EVVQATLADEFGLDVTFRESTTICVERLDGPGSAAEIMHKE--
PNPFLATVGLRIEPAPP  477

Query  455  



GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-------  507
            GSGV+Y   V LG +  +F  AV D +R  L +G+ GW + DC +   +  Y        
Sbjct  478  
GSGVRYGLEVELGSMPYAFMRAVEDTVRQTLHEGIHGWEIPDCTVTMTHSGYSPRQSHAH  537

Query  508  -----
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
                 S  ST ADFR L P+V+  ALK +GT + EP   F L  P E          
+  
Sbjct  538  
AIFDKSMSSTGADFRQLTPLVVMDALKRAGTTVHEPMHHFRLEVPAETFGAVLPVLSRLR  597

Query  563  
ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            A  +    K D  +  GEIPA  + A    L   T+G  V       Y+  VG+   
+PR
Sbjct  598  
AVPQAPVTKGDAYLLEGEIPAARVHALEQQLPTLTSGEGVLECAFARYRPVVGEIPSRPR  657

Query  623  RPNSRLDKVRHMFQKV  638
              N  L++  ++ + V
Sbjct  658  TDNDPLNRKDYLLRVV  673

>WP_098099331.1 GTP-binding protein [Bacillus toyonensis]
 PEK53474.1 tetracycline resistance protein [Bacillus toyonensis]
 PFZ34169.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173



Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLASYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGTLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +  A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAIRTAMYKLAAIPATFTEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+



Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_097960934.1 GTP-binding protein [Bacillus thuringiensis]
 PEB49916.1 tetracycline resistance protein [Bacillus thuringiensis]
 PED26266.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFL08708.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFV27664.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGN19495.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGN29425.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGU38397.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 237/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVNI+DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNIIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292



Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPRSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088229516.1 MULTISPECIES: GTP-binding protein [Bacillus]
 PFA61497.1 tetracycline resistance protein [Bacillus sp. AFS015896]
 PGL74432.1 tetracycline resistance protein [Bacillus sp. AFS054943]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 232/657 (35%), Positives = 363/657 (55%), Gaps = 
33/657 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +      +    + +  I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSVHNEGTKTAHII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LL  Y+  E I    L +E ++++Q A+++PV++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLASYVNNEIIPDALLRKELEQQIQQANVYPVFFGSAMTGMGVPELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L   VFK+E    G++  Y+R++SG+L +R  V +   + 
L   
Sbjct  236  
NISALLPANNSSQDEELSSVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRNKSLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +P     
Sbjct  296  
EKIKKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L 
Sbjct  356  IDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGV  470



Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDAVFQTLKQGLYGWGVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L   +  +S A +      AT     +  D    TG 
+P  
Sbjct  531  
IDALKKAETYVYEPINEFELTVLERAISTAMYKLAAIPATFAEPILYNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMFQ  636
              + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ 
+
Sbjct  591  KTEHFKRMLHSFTEGEGIFTTNPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_064449298.1 GTP-binding protein [Bacillus wiedmannii]
 OAK41375.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 229/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE ++Y +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERIIYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT++L   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKVLMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230



            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645



>WP_030986857.1 GTP-binding protein [Streptomyces sp. NRRL WC-3744]
Length=677

 Score = 394 bits (1013),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 248/663 (37%), Positives = 342/663 (52%), Gaps = 
43/663 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGIAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+  +  +L+  ++   T +   +P           A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGARDTAVLGQMAQRLAVPLVPMGTAAGLGTPAARFLPGLGPSALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+D +  
L 
Sbjct  181  ADQDDGLLAAYLDGG-
VPESRLRRALAAQTRSASVHPVYFGSAITGAGVSELVDGIERLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKL--------  289
                      L G+VFKVE    G++  Y RL+SGTLR+RD V    GRE          
Sbjct  240  
PTAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGREDTGTGGHGRR  299

Query  290  -------------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPR  335
                         ++T + +   G   R D A  G IV +     +R+ D LG P 
R   
Sbjct  300  
HTTTGREGRGTDGRVTALSVFDHGTDTRADGAGAGRIVKVWGLGGIRIGDALGTPGRSYE  359

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
              +     P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  
G VQ
Sbjct  360  HHFAP---



PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQ  416

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             EVV A L+++Y L    +E + + +ERP+         +   NPF A++GL V P   
G
Sbjct  417  
KEVVQATLADEYGLHVTFRETTTLCIERPVGTGHAVEFNKKDANPFLATVGLRVDPAPPG  476

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------  503
            SGV +   V LG +  +F  AV D +R  L QGL GW VTDC +   +            
Sbjct  477  
SGVAFRLEVELGAMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVAMTHSGYSPRQSHAHQ  536

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            G   S  ST  DFR L P+VL +AL+ +GT + EP   F L AP + L        
+  A
Sbjct  537  
GFDKSMSSTGYDFRGLTPLVLVEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGA  596

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              ET        V  G +PA  + A    L   T G     T    Y A V +  + 
P R
Sbjct  597  VPETTGAHGAACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHY-
APVSRGTV-PER  654

Query  624  PNS  626
            P +
Sbjct  655  PRT  657

>WP_059262515.1 GTP-binding protein [Streptomyces corchorusii]
 KUN30857.1 GTP-binding protein [Streptomyces corchorusii]
Length=672

 Score = 394 bits (1012),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 246/658 (37%), Positives = 343/658 (52%), Gaps = 
38/658 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 



Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID++G    +V++ + ++L+  ++   T +   +P           A 
+ +
Sbjct  121  
IPTLVFVNKIDRSGARDTAVLRQMAERLAVPLVPMGTAAGLGTPAARFRPGLGPAALEVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D LL   + GE + + +L R    R +DA + PVY+GSA  G G+  L   +  
L 
Sbjct  181  AYQDDDLLAACLDGE-
VPKARLRRVLAARTRDACVHPVYFGSAITGAGVSELTGGIRRLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------------AGR  286
                      L G+VFKVE    G++  Y RL+SGTLR+RD V              
A R
Sbjct  240  
PTAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGGKDTGTGGNAHR  299

Query  287  E-----KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRE  340
            +     + ++T + +   G  VR D A  G IV +     +R+ D LG P R     
+  
Sbjct  300  
DTGTDREARVTALAVFDHGTDVRADRAGAGRIVKVWGLGGIRIGDALGTPGRSYEHHFAP  359

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L T + P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ 
EVV 
Sbjct  360  ---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDEQRGETSVSLYGEVQKEVVQ  416

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+++Y L+   +E + + +ERP+         +   NPF A++GL V P   G
+GV +
Sbjct  417  
ATLADEYGLDVTFRETTTLCVERPVGTGHAVEFNKKDSNPFLATVGLRVDPAPPGTGVAF  476

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYS  508
               V LG +  +F  AV D +R  L QGL GW VTDC +   +            G   
S
Sbjct  477  
RLEVELGSMPYAFFKAVEDTVRETLGQGLHGWQVTDCAVAMTHSGYSPRQSHAHQGFDKS  536

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568



              ST  DFR L P+VL +AL+ +GT++ EP   F L AP + L        +  A  
ETA
Sbjct  537  
MSSTGYDFRGLTPLVLAEALRRAGTKVYEPMHRFRLEAPADTLGALLPVLARLGAVPETA  596

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
                   V  G +PA  + A    L   T G     T    Y       V  P RP 
+
Sbjct  597  GTHGTACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHYAPVTRGTV--
PERPRT  652

>WP_000207803.1 GTP-binding protein [Bacillus cereus]
 EJQ53063.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG5X2-1]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 230/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT++L   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKVLMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   



E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>AMJ35357.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=288

 Score = 380 bits (977),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 185/281 (66%), Positives = 222/281 (79%), Gaps = 0/281 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
               +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V
Sbjct  246  STHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSV  286

>WP_070172510.1 GTP-binding protein [Bacillus anthracis]
 OFE34788.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 234/657 (36%), Positives = 361/657 (55%), Gaps = 
36/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  



APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P+  +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+         + R  N+ L++  ++  
Sbjct  586  
SLPVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKITATFPTRKRVDNNPLNRKDYLLH  642

>WP_020673402.1 GTP-binding protein [Amycolatopsis nigrescens]
Length=632

 Score = 393 bits (1009),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 245/638 (38%), Positives = 345/638 (54%), Gaps = 
29/638 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +G I EPGSV++G+TRTD+M LER+RGITI
++AV
Sbjct  1    
MEALNIGILAHVDAGKTSLTERLLFEAGVIDEPGSVDRGSTRTDSMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+L VLD A+LV+SA +GVQAQTRIL   L 
++ 
Sbjct  61   
VSFEIDGQPVNLIDTPGHSDFIAEVERALGVLDAAVLVVSAVEGVQAQTRILMRTLSRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPTV+F+NKID+AG     ++ +V  KL+   I   +VS        + P    +     
Sbjct  121  
IPTVLFVNKIDRAGARYDELLDAVARKLTGGGIALSSVSAIGTRAAKVHPFSFADPGFAD  180

Query  173  EAWDAVIENNDKLLEKYIAGE-----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
               + + E ++  L++Y+A +        R +LV +      +A + P+ +GSA  
G G+
Sbjct  181  RLTERLAERSESFLDRYLADDRSIDPAACRAELVAQ----
TAEAVVQPILFGSAITGEGV  236

Query  228  QPLMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-----  281
              L+  +  LF   G  G+ A L GSVFK+E    G++  Y+RL++G L +R  V     
Sbjct  237  
DHLIRELRELFPVTGANGAGADLAGSVFKIERGAAGEKVAYVRLHAGELAVRTQVPYYRW  296



Query  282  -ALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRW  338
             A   RE + K+T MR+    E    + A  G IV +     +R+ D LG P   P    
Sbjct  297  
TAAGVREHREKVTAMRVFRGAEPTAVERAGAGSIVQVWGLREIRIGDRLGTPGESPGDAA  356

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                 P L     P   A+R  L DAL QL++ DPL+    D   HEI +   G 
VQ EV
Sbjct  357  FSP--
PALEAVAEPVDPARRPALYDALRQLSEQDPLIGVRRDEAKHEITVRLYGEVQKEV  414

Query  399  VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSG  457
            ++A L   + +     E   +Y+E+P+   S    I +   N F+A+IGL V P   
GSG
Sbjct  415  
LAAQLDGDFGVAVRFAETQTVYLEKPVGVGSALTEIAKRERNEFYATIGLEVAPAGPGSG  474

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            V Y   V LG L  +F  A+ D +  GL  G  GW VTDC++   +  + SP+ST  
DFR
Sbjct  475  
VAYRLGVELGSLPLAFHTAIEDSVYEGLRHGPQGWAVTDCQVTLTHSGFASPISTAGDFR  534

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L  +VLE AL+ +GT+L EP   F    P + +S       +  AT    +V  D    
Sbjct  535  
KLTLLVLETALRRAGTRLYEPINRFEAEVPPDTISAVLAKLAELGATPAETRVLSDVCYL  594

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
             G IP R +  +   L   T G  V L+   GY+A  G
Sbjct  595  EGAIPVRQVAEFERRLPALTRGEGVFLSRPSGYRAVSG  632

>WP_044307263.1 GTP-binding protein [Bacillus cereus]
 KIZ28362.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPAHTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  



LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFREPILSNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097987378.1 GTP-binding protein [Bacillus thuringiensis]
 PEE71216.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPRSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGKLNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPINEFELTVPEHAISTAMYKLTAVPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPTGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_048557758.1 GTP-binding protein [Bacillus cereus]
 KMP16583.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 362/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFLIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPAHNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPNGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETT  408



Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LYEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPLVLMDALKQAETYVYEPVNKFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTQPAGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098985922.1 GTP-binding protein [Bacillus cereus]
 PGW19797.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 233/659 (35%), Positives = 364/659 (55%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV R+  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERTFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174



            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       VI +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVICIEKPIGVGNSMEVMGEKANPFYATIGFKIERGELNSGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L PI
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPI  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGALP  588



Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T   G+     +P    R+     P +R D + H
+ +
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTNPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_106103319.1 GTP-binding protein [Bacillus thuringiensis]
 PRT10849.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 364/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIERKPSGEKVAYIRVFSGSLHVRKYVDIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344



                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQI  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  ++ G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKLMLHSFSEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098253599.1 GTP-binding protein [Bacillus anthracis]
 PEU84861.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 230/651 (35%), Positives = 357/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    



MTTINIGIAAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPG  DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGQADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFPFYSAQNEGTKETRILEYKSYDDCVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLTSYVNNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                       L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
LPANNSSPDEELSGVVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
MCIFHNGDTIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D   +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDAHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  +    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKIERGELNSGITYTLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  



ALK
Sbjct  476  
PLSFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+ +
Sbjct  536  
QAETCVYEPVNEFELTVPEYAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHAFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_076277910.1 GTP-binding protein [Paenibacillus odorifer]
 OMD82097.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 394 bits (1011),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 228/620 (37%), Positives = 347/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADSEAVLAEARNYLSSDIIPVQQPIGKEKEYIGAIDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-



KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+      +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PEM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_098048452.1 GTP-binding protein [Bacillus wiedmannii]
 PEJ72824.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 230/652 (35%), Positives = 366/652 (56%), Gaps = 
23/652 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+  +
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENTS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             LF       +  L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSLFHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P        
Sbjct  299  
KKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D    L +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY
Sbjct  359  VPK-----
ERIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELG  473



Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            +++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  594  SFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_097936194.1 GTP-binding protein [Bacillus toyonensis]
 PED98489.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229



            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L   VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPALTSAQEELLSCVVFKIEREPFGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +     +++ D++G+ T   +  +  
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIYFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645



>WP_016087331.1 GTP-binding protein [Bacillus cereus]
 EOP11358.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG2O-3]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 230/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VAFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  



LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGALPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_038518607.1 GTP-binding protein [Amycolatopsis japonica]
 AIG79397.1 translation elongation factor G [Amycolatopsis japonica]
Length=633

 Score = 393 bits (1009),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 246/642 (38%), Positives = 337/642 (52%), Gaps = 
39/642 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 



Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D + V Q +  KL+        V+++P+ V+         D 
+  
Sbjct  121  IPVLLFVNKLDRRGADPERVFQEITGKLT-----PTAVTMAPDRVI---------
DLLAT  166

Query  181  NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++  L  Y+ A +  +  +L  E   +V +    PVY+GSA  G GI  L D +  
L  
Sbjct  167  
LDEDFLTGYLTAPDAFTPSRLRAELTAKVAEGRAHPVYFGSAITGAGIDALRDGIENLLP  226

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                   A L G+VFKVE    G++  Y+RL+SG++ +RD V L   E  K+T + 
+   
Sbjct  227  AKEADVHAPLSGTVFKVERAPGGEKIAYVRLFSGSVAVRDKVPLGDGEG-
KVTAISVFDN  285

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            G  V + +A  G I  L    VR+ DVLG     PR R      P L T ++P   
A R 
Sbjct  286  GSAVPSASAEAGRIAKLSGLDVRIGDVLG---
ARPRTREARFSPPTLETVVSPLRPADRG  342

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALT+L + DPL+    D +  E  +S  G VQ EV+ A L+++Y ++    E 
+ I
Sbjct  343  
PLHQALTRLTEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGIDVTFSETTTI  402

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ER     S    I    NPF A++GL V P   GSG  +   V LG +  SF  
AV D
Sbjct  403  CVERVDGTGSAVELIGTASNPFLATVGLRVEP---
GSGTSFRLEVELGSMPYSFIKAVED  459

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             ++  L +G+ GW V DC +   +  YY            S  ST  DFR L P
+VL +A
Sbjct  460  
AVKETLREGIHGWEVRDCAVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVLMEA  519

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587



            L+E+GT + EP   F L  P + L        +  A   T   K       GEIPA    
Sbjct  520  
LREAGTTVHEPLHRFTLQTPADTLGPVTALLARARAVPRTTLTKDGTAELEGEIPAAKTH  579

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
                 L   T G     T   GY     +PV  P    SR D
Sbjct  580  EVHQLLPSATRGEGAMETSFHGY-----RPVRGPVPSRSRTD  616

>WP_106081949.1 GTP-binding protein [Bacillus thuringiensis]
 PRT27091.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 230/654 (35%), Positives = 360/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L 
Sbjct  234  
LEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSLF  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQIE  353

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
                  PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  354  AAIDAVPK--
EQIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  ++ G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKLMLHSFSEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098009604.1 GTP-binding protein [Bacillus toyonensis]
 PEC65722.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 228/650 (35%), Positives = 360/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V



Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQMKEVLSNEAFPFYSVLNEGTKEARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V+  N+ LLE Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
VVPYNETLLESYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +  P + T 
I  
Sbjct  301  MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--
PQMETAI--  356

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + D L++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  357  -
DAVPKERIHDLYAALMELCEEDSLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
LAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTELILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KQMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_106824753.1 GTP-binding protein [Bacillus cereus]
 AVP48006.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKQN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIERETSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   +++++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPRSEFCKVWGLNNIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETFVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207782.1 GTP-binding protein [Bacillus cereus]
 EEK44330.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
m1293]



 PKF95824.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFLIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPAHNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   



Sbjct  351  --
QMEAAIDAVPKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ ME+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCMEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRILHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_098781735.1 GTP-binding protein [Bacillus cereus]
 PEE93510.1 tetracycline resistance protein [Bacillus cereus]
 PGN72519.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1010),  Expect = 4e-125, Method: Compositional 
matrix adjust.
 Identities = 226/626 (36%), Positives = 355/626 (57%), Gaps = 
26/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFGKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530



Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
              ++++  L  +T G  +  T+  G+
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGF  616

>WP_000207812.1 GTP-binding protein [Bacillus cereus]
 EEL73553.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
AH676]
 AOM06105.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
Length=647

 Score = 393 bits (1010),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+ +IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYVTIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAIYKLAAVPATFREPILSNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_074615634.1 GTP-binding protein [Bacillus cereus]
Length=647



 Score = 393 bits (1010),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 232/631 (37%), Positives = 353/631 (56%), Gaps = 
36/631 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSKKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+L+P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANLYPIFFGSAMTGIGVSKL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKNIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408



Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIDIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAISATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P    + ++  L  +T G  +  T+  G+
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFTTKPAGF  616

>WP_094594591.1 GTP-binding protein [Paenibacillus sp. XY044]
 OZB98636.1 tetracycline resistance protein [Paenibacillus sp. 
XY044]
Length=650

 Score = 393 bits (1010),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 240/646 (37%), Positives = 353/646 (55%), Gaps = 
19/646 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKTTLTE +LY +G I + GSV++G+T TD++ +ER+RGITI+AA  
SF
Sbjct  5    
INIGVLAHVDAGKTTLTEQILYQAGVIEKAGSVDQGSTITDSLDMERRRGITIKAAAVSF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 KVN++DTPGH DF++EV  SL VLDG ILV+SA +GVQAQTR+L   L++  
IP 
Sbjct  65   
ILGDLKVNLIDTPGHADFISEVEHSLGVLDGVILVVSAVEGVQAQTRVLMRTLQEHGIPV  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            + F+NKID+ G D   V  S+R+ L     ++ I          V++ +  +  W  
V+ 



Sbjct  125  
LFFVNKIDRMGADFIQVCASIRELLDDRICEVSIADHEGTESVQVVQADPAVSGWIEVLA  184

Query  181  -
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++ L+E +     IS ++L +E  R+ +    FP++ GSA KGLG++ L+  ++  
F 
Sbjct  185  
LGSESLMEDFAQDAAISEDRLRQELGRQSRQGLAFPLFAGSAAKGLGVRELLSGLSYFF-  243

Query  240  PIGEQ---GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR----
EKLKIT  292
            P+ E     +  L G  FKV     G+R V++RL+ G L+ R  V +  +    E+
+KI 
Sbjct  244  
PVQESQILTTLPLTGLAFKVIVQAGGERLVFVRLFGGRLQARAEVTVIAQDGLLERIKIK  303

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-
LPRKRWREDPLPMLRTTIA  351
            ++     GE         G+I I  S+ V++ DV+G  +  +   R+++ P+ +  
+ + 
Sbjct  304  
QLYGLMDGERKPVQHVDAGDIAIFGSEHVQVGDVIGCVSESMKVFRFQKPPIQVQVSAVR  363

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+       L  AL++L   DP L+   D+ THE I+   G+VQ EV+   L EKY 
+E 
Sbjct  364  PEDG---
HPLHLALSELTVEDPFLQYVYDAHTHENIIHVFGKVQQEVLLETLREKYSIEA  420

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                P VI +E+P+ +      I  P NPFWA++G  V P    SG+ Y   V LG 
L  
Sbjct  421  
AFSAPQVICIEKPVSSGEAAETIGEPDNPFWATVGFRVEPGPADSGLVYRLEVELGSLPL  480

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQ A+R+ +   L +GL GW VTD  +      Y SPVST  DFR L P+VL 
+AL  +
Sbjct  481  
SFQKAIRETVAEVLREGLHGWGVTDITVTLTDTGYSSPVSTAKDFRLLTPLVLMKALDRA  540

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GTQ+ EP     +  P+  +S+          T E  +  +  V  TG IP R     
+T
Sbjct  541  
GTQVYEPVSELQISLPESSISKVLFRITALDGTFEEPKFDRGSVYVTGTIPVRNADVLKT  600

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR---PNSRLDKVRHM  634
            +L   T G  V   +  GY  AV    +  RR   P  R D + H+



Sbjct  601  ELHGLTGGAGVMSVKPGGYVPAVSPTPVNQRRQLNPLHRGDYMLHI  646

>WP_096775460.1 GTP-binding protein [Paenibacillus lautus]
 PCL91589.1 tetracycline resistance protein [Paenibacillus lautus]
Length=648

 Score = 393 bits (1010),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 235/653 (36%), Positives = 362/653 (55%), Gaps = 
22/653 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ +G I   GSV+ G T TD++ +ER+RGITI+
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFKAGIIERAGSVDHGNTTTDSLDIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQ+QTR+L   L+
+  I
Sbjct  63   
SFMLGDLKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQSQTRVLMQTLKEQKI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTDIE--
AW-DA  177
            PT++F+NKID+ G D + V   +R  L   I  +   +      V  +  D     
W + 
Sbjct  123  
PTLLFMNKIDRMGADYRKVYAMIRHLLDEHICEMSSVIKEGGAAVQADAADPHHAGWVET  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND LL  Y    PIS ++L  E +R+ +    +P++ GSA KGLGI+PL+ A
+   
Sbjct  183  
LALSNDDLLNDYALDIPISHQRLQEELRRQTRQGKAYPLFAGSAAKGLGIEPLLQALGDF  242

Query  238  F--QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGR-
EKLKI  291
            F   P        L G VFKV     G+R VYLRLY+G+++ RD    + L G+   
LK+
Sbjct  243  
FPVNPSSMLQHEPLSGLVFKVIRRPNGERNVYLRLYAGSIQYRDEIPVIHLNGQTSTLKV  302

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTTI  350
             ++    +G+ +       G+I IL    +++ DV+G  + R+    +++ P   +
+  +
Sbjct  303  KQLHALHQGKSIPVHGIGAGDIAILIDGELKVGDVIGSVSGRMKTVHFQKPP---
IQVQV  359



Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +   +A++ RL  AL+ L + DP L+   D+ T E ++   G+VQ E++   + +
+Y +E
Sbjct  360  
SAVHSAEKHRLHAALSDLTEEDPFLQYSQDTKTSENVIHVFGKVQQEILLETILQQYGIE  419

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V   P VI +E+P        +I     PF+A++G+ V P   G+G+QY   V 
LG L 
Sbjct  420  AVFSAPRVICIEKPYGTGEAVEYI--
GECPFYATVGIRVEPGEFGTGIQYRLEVELGSLP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +FQ A++D +   L++GL+GW VTD  +   +  Y SPVST  DFRSL P+VL  
AL +
Sbjct  478  
LAFQKAIKDTVFEVLQEGLYGWAVTDTIVTLTHTGYASPVSTAKDFRSLTPLVLMAALDQ  537

Query  531  SGTQLLEP--
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +GT++ EP   + FIL  P+  LS+          T +        V   G IP R    
Sbjct  538  AGTEVYEPINVIQFIL--
PENSLSKVLSKLAALDGTYQEPAFHNGTVHVHGTIPVRTTDL  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ--KVM  
639
             + ++   T+G  +   +  GY        +  RR  + L++  +M    K+M
Sbjct  596  LKAEVHSLTSGEGMLTVKPGGYTKVQAPFPVNTRRQVNPLNRGEYMLHLNKIM  
648

>WP_074083232.1 GTP-binding protein [Paenibacillus sp. P32E]
 OKP94727.1 GTP-binding protein [Paenibacillus sp. P32E]
Length=659

 Score = 394 bits (1011),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 233/648 (36%), Positives = 360/648 (56%), Gaps = 
22/648 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+G+ AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGVFAHVDAGKTTTTEHMLYESGRIKAVGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT



Sbjct  70   
EWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----------  172
            +IF+NK+D+ G D ++V+   R  LS DI+  Q  +L  E       D+           
Sbjct  130  LIFMNKMDRVGADPEAVLAQARTYLSGDILPVQQ-
ALGQEQDYAGAVDLWADGAGPAART  188

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            E  +A+ E ++ LLE Y++G P++ E   ++   +    ++FP+ YG A KGLGI  
L+D
Sbjct  189  
ELLEALAERDEALLEVYMSGAPLAMEDWKKQLIAKTASGTMFPLVYGVAAKGLGITQLLD  248

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKI  291
            A+T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +E 
+ K+
Sbjct  249  
AMTDYFPRAGGNPELPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYSQEVQGKV  308

Query  292  TEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R    G      T   G+I V+     VR+ DVLG P  +P++   +  +P+L   
+
Sbjct  309  TQIRKVEGGRTEDVGTLEAGDIAVVYGLTGVRIGDVLGLPDAIPQE--
AKLAVPLLTVRV  366

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +      +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  
+Y L+
Sbjct  367  
HWEADIDEHQVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRYGLK  426

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +PSVIY E P +A    +   + P P WA +   + P   GSG+QYES V    
L 
Sbjct  427  VTFGQPSVIYKETPSQAGEGYVAY-
LMPKPCWAILRFKIEPGLPGSGLQYESLVRSSDLL  485

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
              +QN     +   L QGL+GW VTD K+    G ++   + P DF    P+ +   
L  
Sbjct  486  
PQYQNETARRVPEALMQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDGLNR  545

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      



Y 
Sbjct  546  
TGTRLLEPVLQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLEYP  605

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
              L+ YT GRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  606  VSLSSYTKGRSTFTSFFAGYEEC--PPDVRAERIRRGVNPLDQARYIL  651

>WP_091288457.1 GTP-binding protein [Amycolatopsis xylanica]
 SDX18717.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
xylanica]
Length=631

 Score = 392 bits (1008),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 238/649 (37%), Positives = 354/649 (55%), Gaps = 
38/649 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGIVAHVDAGKTSLTERLLHTAGVIDEIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVVDEVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK D+ G D + V + +  KL+   I                 D+ + + 
+ E
Sbjct  121  IPTLVFVNKTDRRGADPERVTREIAAKLTPAAI---------------
RHDMPSAEVLAE  165

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            N+D  L  Y+ G+ +S   L +E + + + A + PV++GSA  G G+  L+  +  
+   
Sbjct  166  NSDTFLAAYL-
GDEVSEHLLHKEFETQAKRALVHPVFFGSAITGAGVTELITGIKRMLPG  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                    + G+VFKVE    G++  Y+R++SGTLR RD +        K+T + +   
G
Sbjct  225  SESDVDGPVSGTVFKVERGPAGEKIAYVRMFSGTLRTRDRLP----
ADQKVTAISVFENG  280



Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              VR+ +   G+I  L     VR+ D +G+P R    +    P P L T +A    
+ + 
Sbjct  281  SAVRSASVSAGQIGKLWGLTEVRIGDAIGEP-RAGTGQHHFAP-
PTLETVVAGVRPSDKA  338

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALT+LA+ DPL+    D I  EI +S  G VQ EV+ A L++++ +E   +E 
+ I
Sbjct  339  
ALHPALTRLAEQDPLIDLRQDEIRQEISVSLYGEVQKEVIQATLADEFGVEVTFRETTTI  398

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ERP  + +    I+  PNPF A++GL V P  +GSGV +   V LG +  SF  
AV +
Sbjct  399  
CVERPRGSGAAFEIIDKEPNPFLATVGLRVDPAPIGSGVDFRLEVELGSMPYSFVKAVEE  458

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYYSP------------
VSTPADFRSLAPIVLEQA  527
              +  L QGL GW VTDC +   +  Y++              ST  DFR+L P
+VL  A
Sbjct  459  
TTKETLRQGLHGWRVTDCVVTMTHSGYWARQSHSHGTFDKTMSSTAGDFRNLTPLVLMNA  518

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+E+GT + EP   F L  P +          K  A   T        V  GEIPA  
+ 
Sbjct  519  LREAGTTVYEPMHRFRLELPPDTFGVVSSALAKLRAIPLTLGAS---
AVLEGEIPAAKVH  575

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              +  L   T G  V  +  + YQ   G+   +PR  ++ L++  ++ Q
Sbjct  576  ELQQRLPSLTRGEGVLESAFERYQPVTGEVPERPRTDHNPLNRKEYLLQ  624

>WP_098578189.1 GTP-binding protein [Bacillus thuringiensis]
 PFQ79043.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGK64960.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGM38463.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGP88260.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGR65160.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 366/654 (56%), Gaps = 
27/654 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +     +V    +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSVLNVGTKGARIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  K--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTHYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFEVERGELNSGITYNLGVE  471



Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
NALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_014676696.1 GTP-binding protein [Streptomyces hygroscopicus]
 AEY93414.1 tetracycline resistance protein [Streptomyces 
hygroscopicus subsp. 
jinggangensis 5008]
 AGF67572.1 tetracycline resistance protein [Streptomyces 
hygroscopicus subsp. 
jinggangensis TL01]
Length=672

 Score = 394 bits (1011),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 246/658 (37%), Positives = 345/658 (52%), Gaps = 
38/658 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID++G    +V++ + ++L+  ++   T +   +P           A 
+ +



Sbjct  121  
IPTLVFVNKIDRSGARDTAVLRQMAERLAVPLVPMGTAAGLGTPAARFRPGLGPAALETL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D LL   + GE + + +L R    R +DA + PVY+GSA  G G+  L   +  
L 
Sbjct  181  AYQDDDLLAACLDGE-
VPKARLRRVLAARTRDACVHPVYFGSAITGAGVSELTGGIRRLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GRE----------  287
                      L G+VFKVE    G++  Y RL+SGTLR+RD V    GR+          
Sbjct  240  
PTAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGRKDTGTGGNGRR  299

Query  288  ------KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRE  340
                  + ++T + +   G  VR D A  G IV +     +R+ D LG P R     
+  
Sbjct  300  
DTSTDREARVTALAVFDHGTDVRADRAGAGRIVKVWGLGGIRIGDALGTPGRSYEHHFAP  359

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L T + P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ 
EVV 
Sbjct  360  ---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDEQRGETSVSLYGEVQKEVVQ  416

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+++Y L+   +E + + +ERP+         +   NPF A++GL V P   G
+GV +
Sbjct  417  
ATLADEYGLDVTFRETTTLCIERPVGTGHAVEFNKKDSNPFLATVGLRVDPAPPGTGVAF  476

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYS  508
               V LG +  +F  AV D +R  L QGL GW VTDC +   +            G   
S
Sbjct  477  
RLEVELGSMPYAFFKAVEDTVRETLGQGLHGWQVTDCAVAMTHSGYSPRQSHAHQGFDKS  536

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              ST  DFR L P+VL +AL+ +GT++ EP   F L AP + L        +  A  
ET 
Sbjct  537  
MSSTGYDFRGLTPLVLAEALRRAGTKVYEPMHRFRLEAPADTLGALLPVLARLGAVPETT  596

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
                   V  G +PA  + A    L   T G     T    Y A V +  + P RP 



+
Sbjct  597  GTHGTACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHY-APVTRGTV-
PERPRT  652

>WP_079107999.1 GTP-binding protein [Streptococcus pneumoniae]
 CYI29226.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=280

 Score = 380 bits (975),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 184/280 (66%), Positives = 221/280 (79%), Gaps = 0/280 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+
Sbjct  241  STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDS  280

>WP_060631344.1 GTP-binding protein [Bacillus thuringiensis]
 ALQ68621.1 tetracycline resistance protein [Bacillus thuringiensis]
 OUA10622.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
finitimus]
Length=647



 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 366/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMKLERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E      + LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYKESLLASYVNNE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+RL+SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGIVFKIEREPSGEKVAYIRLFSGSLHVRKYVDIQRNESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +  KG  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHKGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAIPKERIHDLYAALIELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATIGFKIERGELNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D     
G +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFALTVPEQAISTAMYKLAAIPATFAEPILYNDSYQLAGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T   G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTRPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_076145470.1 GTP-binding protein [Paenibacillus odorifer]
 OME54455.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 393 bits (1010),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 228/620 (37%), Positives = 346/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------



LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTAASSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606



Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_098661250.1 GTP-binding protein [Bacillus toyonensis]
 PGB04362.1 tetracycline resistance protein [Bacillus toyonensis]
 PGE07143.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLASYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P



Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGTLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +  A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAIRTAMYKLAAIPATFTEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098179351.1 GTP-binding protein [Bacillus toyonensis]
 PEK40813.1 tetracycline resistance protein [Bacillus toyonensis]
 PHE85010.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 366/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    



MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AG  285
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +    
+ 
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSQ  292

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
              K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     
+P  
Sbjct  293  
SHKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG
+ Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYT  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR



+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P  R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLHRKDYLLHVLK  645

>WP_000209604.1 MULTISPECIES: GTP-binding protein [Bacillus]
 ACJ80117.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus AH187]
 EEL00049.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
BDRD-ST26]
 BAL18670.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus NC7401]
 EJP99242.1 small GTP-binding protein domain protein [Bacillus 
cereus IS075]
 EJR18136.1 small GTP-binding protein domain protein [Bacillus 
cereus MSX-A12]
 EOO88406.1 small GTP-binding protein domain protein [Bacillus 
cereus IS845/00]
 EOO96234.1 small GTP-binding protein domain protein [Bacillus 
cereus IS195]
 KFK72461.1 small GTP-binding domain protein [Bacillus cereus]
 KLA05240.1 hypothetical protein B4153_3102 [Bacillus cereus]
 KLA21433.1 hypothetical protein B4078_2814 [Bacillus cereus]
 KMP80537.1 tetracycline resistance protein [Bacillus cereus]
 KXI44429.1 tetracycline resistance protein [Bacillus cereus]
 KXI59544.1 tetracycline resistance protein [Bacillus cereus]
 KXI80518.1 tetracycline resistance protein [Bacillus cereus]
 KXI92953.1 tetracycline resistance protein [Bacillus cereus]
 KXI93966.1 tetracycline resistance protein [Bacillus cereus]
 KXI99340.1 tetracycline resistance protein [Bacillus cereus]
 KZD52314.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
 KZD55236.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
 SME41853.1 Tetracycline resistance protein TetO [Bacillus cereus]



 SME49747.1 Tetracycline resistance protein TetO [Bacillus cereus]
 SME54952.1 Tetracycline resistance protein TetO [Bacillus cereus]
 OXL99836.1 tetracycline resistance protein [Bacillus sp. KbaB1]
 PCC78375.1 tetracycline resistance protein [Bacillus cereus]
 PDR75795.1 tetracycline resistance protein [Bacillus cereus]
 PDR80691.1 tetracycline resistance protein [Bacillus cereus]
 PDR88511.1 tetracycline resistance protein [Bacillus cereus]
 PDR93996.1 tetracycline resistance protein [Bacillus cereus]
 PDR99430.1 tetracycline resistance protein [Bacillus cereus]
 PSA76523.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 229/656 (35%), Positives = 362/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTLNIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +   + 
L   
Sbjct  236  
NISTLLPANNLSQDEELSGVVFKIERESSGEKIAYVRVFSGSLHVRKHVDIQRDQSLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347



             KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     +P     
Sbjct  296  
EKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  356  IDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSSTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYTLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR++ 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNVTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S   +      AT        D    TG 
+P  
Sbjct  531  
MDALKKAETYVYEPVNAFELTVPEQAISTTMYKLAAIPATFAEPIFNNDSYQLTGSLPVT  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_006301404.1 GTP-binding protein [Aminomonas paucivorans]
 EFQ24181.1 small GTP-binding protein [Aminomonas paucivorans DSM 
12260]
Length=654

 Score = 393 bits (1010),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 240/643 (37%), Positives = 353/643 (55%), Gaps = 
15/643 (2%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTE LL+ASGA+  PGSV+ GT  TD + +ER+RGI+++A++ 
SF+
Sbjct  8    



NLGILAHVDAGKTTLTERLLHASGALRIPGSVDAGTACTDDLEVERRRGISVRASLASFE  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N+VDTPGH DF  EV R+L+VLDGA+LV+SA +GVQAQT +L+ AL  + 
+PT+
Sbjct  68   
WRGHRFNLVDTPGHGDFAGEVERTLSVLDGAVLVVSAAEGVQAQTEVLWEALAALGLPTL  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV-----
LEENTDIEA----W  175
             F+NK+D+ G DL  V+  +R  L+   +  QT++ +         L +  D EA    
+
Sbjct  128  
FFLNKVDRVGADLPGVLGQIRRLLTPRAVPLQTLAGAGTDRLLLRDLSDPGDPEAAAGLF  187

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            +A+ + ++ L+E Y+ G  +  E+L+R  +   +   LFP+ +G+A  GLG++ L
+D + 
Sbjct  188  
EALADLDEDLMEAYLEGRTLPPEELLRRAEPHARKGRLFPLLFGAALDGLGVELLLDGLV  247

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEM  294
                P G    A      FKV +     R VY+R++ GTLR RD + L GRE+  K
+T +
Sbjct  248  
RFLPPAGGDPEAPTSARAFKVVHDPALGRGVYVRVHRGTLRTRDALPLPGREEPGKVTRI  307

Query  295  RIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            R    G      +   G++ ++      R  D LGDP  LP      +PL  +R    
P 
Sbjct  308  
RRAGAGRWEDVSSLEAGDLGLVFGLGEARAGDALGDPEGLPCGVPLAEPLFSVRAV--PP  365

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T     RLL AL  L+D DP L   +D    E+ L  LG +Q+E+++ALLS+++ L    
Sbjct  366  
TPEDAPRLLAALRVLSDEDPHLGLVLDRERQEMHLRILGPLQVEILTALLSDRFGLAATF  425

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            ++P+ +Y E   +AA   +   + P P WA +   V P   GSGV Y SRVS   +   
+
Sbjct  426  EKPATLYKETLQEAAEGYVEYTL-
PKPCWAVLRFLVEPGERGSGVVYRSRVSTDDVKLKY  484

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            Q  V   +   LEQGL GW VTD +I    G  +   S P DF    P+ +  AL+
+ GT



Sbjct  485  
QREVERTLPAALEQGLLGWEVTDLRITLLEGEDHEVHSRPTDFAIATPMGIFDALQKGGT  544

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEP L F L AP+E       D  +   T +  +V++      G +PA     Y   
L
Sbjct  545  
RLLEPVLRFALAAPEEAAGAVLGDLLRMRGTFDAPRVEEGVFRVEGTLPAEPCGDYAVRL  604

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMF  635
               T GR    T   GY+    +   + PRR  S LD+ R++ 
Sbjct  605  GSLTGGRGRFSTRFAGYRDCPEEIRAEAPRRSVSPLDRARYIL  647

>WP_015734827.1 GTP-binding protein [Paenibacillus sp. Y412MC10]
 ACX64826.1 small GTP-binding protein [Paenibacillus sp. Y412MC10]
Length=648

 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 233/653 (36%), Positives = 362/653 (55%), Gaps = 
22/653 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ +G I + GSV+ G T TD++ +ER+RGITI+
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFKAGIIEQAGSVDHGNTTTDSLDIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQ+QTR+L   L+
+  I
Sbjct  63   
SFMLGDLKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQSQTRVLMQTLKEQKI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTDIE--
AW-DA  177
            PT++F+NKID+ G D + V   +R  L   I  +   +      V  +  D     
W + 
Sbjct  123  
PTLLFMNKIDRMGADYRKVYAMIRHLLDEHICEMSSVIKEGGAAVQADAADPHHAGWVET  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND LL  Y    PIS+E+L  E +R+ +    +P++ GSA KGLGI+PL+ A
+   
Sbjct  183  
LALSNDDLLNDYALDIPISQERLQEELRRQTRQGKAYPLFAGSAAKGLGIEPLLQALGDF  242

Query  238  F--QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291



            F   P        L G VFKV     G+R VYLRLY+G ++ RD + +  +      
LK+
Sbjct  243  
FPVNPSSMLQHEPLSGLVFKVIRRPNGERNVYLRLYAGCIQYRDEIPVIHQNGQTSTLKV  302

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTTI  350
             ++    +G+ +       G+I IL    +++ DV+G  + R+    +++ P   +
+  +
Sbjct  303  KQLHALHQGKSIPVHGIGAGDIAILIDGELKVGDVIGSVSGRMKTVHFQKPP---
IQVQV  359

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +   +A++ +L  AL+ L + DP L+   D+ T E ++   G+VQ E++   + +
+Y +E
Sbjct  360  
SAVHSAEKHQLHAALSDLTEEDPFLQYSQDTKTSENVIHVFGKVQQEILLETILQQYGIE  419

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V   P VI +E+P        +I     PF+A++G+ V P   G+G+QY   V 
LG L 
Sbjct  420  AVFSAPRVICIEKPYGTGEAVEYI--
GECPFYATVGIRVEPGEFGTGIQYRLEVELGSLP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +FQ A++D +   L++GL+GW VTD  +   +  Y SPVST  DFRSL P+VL  
AL +
Sbjct  478  
LAFQKAIKDTVFEVLQEGLYGWAVTDTIVTLTHTGYASPVSTAKDFRSLTPLVLMAALDQ  537

Query  531  SGTQLLEPY--
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +GT++ EP   + FIL  P+  LS+          T +        V   G IP R    
Sbjct  538  AGTEVYEPMNVIQFIL--
PENSLSKVLSKLAALDGTYQEPAFHNGTVHVHGTIPVRTTDL  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM--FQKVM  
639
             + ++   T+G  +   +  GY        +  RR  + L++  +M    K+M
Sbjct  596  LKAEVHSLTSGEGMLTVKPGGYTKVQAPFPVNTRRQVNPLNRGEYMLYLNKIM  
648

>WP_098582829.1 GTP-binding protein [Bacillus cereus]
 PFK25364.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID +G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDCSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M I   G+ V+T T    E   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCIFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDTHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAINAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIQT  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+



Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098597779.1 GTP-binding protein [Bacillus cereus]
 PFS53194.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 232/654 (35%), Positives = 365/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYTVKNEGTKEARIIEYKSYD-
DCME  179



Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLESYVNDEIVPDTFLREELIKQIAQANVYPIFFGSAMTGMGVTELLENISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K
Sbjct  240  
LFPANKPAENETLSGVVFKIEREPSGEKIAYVRIFSGRLHVRKYVDIQRGDALAHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G  V+T T   GE   +     +++ D++G+ T   +     +P       
Sbjct  300  --
KICMFHNGNAVQTSTVSSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QM  352

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  353  
EAAIEALSKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKLERGELNSGITYNLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QG++GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGVYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMG  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +       T     +  D    TG +P    
Sbjct  533  
ALKQAETCVYEPVNEFELNVPEYAISTAMYKLAAIPTTFSEPILHNDSYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTMKPSGYK-KLNVPFPTRKRVDYNPLNRKDYLLHVLR  
645



>WP_060851999.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1009),  Expect = 5e-125, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 370/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MITINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +  +G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHRGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 



EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098347023.1 GTP-binding protein [Bacillus anthracis]
 PFB74846.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 370/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFCINDLKVNVIDTPGHSDFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT+IF+NKID++G + + VV+ ++D LS +      +K   +   +I   ++ D 
+  +
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKDVLSNEAFPFYSVKNEGTKEAQIFEYKSYD-
DRLE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LLE Y+  E I  + L+REE  +++  A+LFP++ GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLESYVNDE-
IVPDILLREELIKQIAQANLFPIFCGSAITGMGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L        +  L G VFK+E    G++  Y+R++SG L +R  V      +LA 
+EK+
Sbjct  239  
DLIPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGHLHVRKYVHIQRSKSLAHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G+ ++T     GE   +     +++ D++G+ T   +     +P      
Sbjct  299  K--
KLCVFHNGDAIQTAIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAI  356

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
               PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV+   
L +
Sbjct  357  EALPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYD  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIGRGELNSGISYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+LAP
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLAPLVLI  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      A      +  D    TG 
+P   



Sbjct  532  
DALKQAKTCVYEPVNEFELTVPEHAVSTAMYKLAAIPANFSEPILNNDSYHLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_098405331.1 GTP-binding protein [Bacillus cereus]
 PEW41186.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 230/656 (35%), Positives = 363/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VAFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293



Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +     +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L++GL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKKGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTIPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGALPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_097914093.1 GTP-binding protein [Bacillus thuringiensis]
 PEA12371.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEB72048.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFA11344.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFB78224.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFM87721.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFN58897.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFN91381.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGH69043.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGL82675.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGM07714.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGN32099.1 tetracycline resistance protein [Bacillus thuringiensis]



 PGT93028.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGU16976.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGX95212.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGZ38817.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++ +++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYSIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098645458.1 GTP-binding protein [Bacillus cereus]
 PFU22387.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 233/656 (36%), Positives = 363/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTHTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKKVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+        +    NPF+A+IG  +    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGISYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  



EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL ++ T + EP   F L  P+  +S A +      AT    ++  D    TG 
+P  
Sbjct  531  
MDALIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_098326990.1 GTP-binding protein [Bacillus cereus]
 PDZ38708.1 tetracycline resistance protein [Bacillus cereus]
 PET37307.1 tetracycline resistance protein [Bacillus cereus]
 PFA03660.1 tetracycline resistance protein [Bacillus cereus]
 PFS68654.1 tetracycline resistance protein [Bacillus cereus]
 PGP95036.1 tetracycline resistance protein [Bacillus cereus]
 PGS11906.1 tetracycline resistance protein [Bacillus cereus]
 PGV22767.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+T +M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTYSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-



DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_078993835.1 GTP-binding protein [Bacillus thuringiensis]
 OPD53017.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647



 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPRSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405



Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPINEFELTVPEHAISTAMYKLTAVPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_074101168.1 GTP-binding protein [Paenibacillus sp. P3E]
 OKP83622.1 GTP-binding protein [Paenibacillus sp. P3E]
Length=658

 Score = 393 bits (1010),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 232/646 (36%), Positives = 361/646 (56%), Gaps = 
19/646 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHMLYESGRIKAVGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
EWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----



VLEENTD---IEA  174
            +IF+NK+D+ G D ++V+   R  LS DI+ ++Q +    +      +  E  D    
E 
Sbjct  130  
LIFMNKMDRVGADPEAVLAQARTYLSGDILPVQQALGQEQDYAGAVDLWAEGADPARTEL  189

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E ++ LLE Y++G P++     ++   +    ++FP+ YG A KGLGI  L
+DA+
Sbjct  190  
LEALAERDEALLEVYMSGAPLAMADWKKQLIAKTASGTMFPLVYGVAAKGLGITQLLDAM  249

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
            T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +E + 
K+T+
Sbjct  250  
TDYFPRAGGNPELPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYSQEVQGKVTQ  309

Query  294  MRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R    G      T   G+I V+     VR+ DVLG P  +P++   +  +P+L   
+  
Sbjct  310  IRKVEGGRTEDVGTLEAGDIAVVYGLTGVRIGDVLGLPDVIPQE--
AKLAVPLLTVRVHW  367

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +      +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  +Y 
L+  
Sbjct  368  
EADIDEHQVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRYGLKVT  427

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              +PSVIY E P +A    +   + P P WA +   + P   GSG+QYES V    
L   
Sbjct  428  FGQPSVIYKETPSQAGEGYVAY-
LMPKPCWAILRFKIEPGPPGSGLQYESLVRSSDLLPQ  486

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            +QN     +   L QGL+GW VTD K+    G ++   + P DF    P+ +   L  
+G
Sbjct  487  
YQNETARRVPEALMQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDGLNRTG  546

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y   
Sbjct  547  
TRLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLEYPVS  606



Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
            L+ YT GRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  607  LSSYTKGRSTFTSFFAGYEEC--PPDVRAERTRRGVNPLDQARYIL  650

>OUB20038.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
yunnanensis]
Length=648

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 233/656 (36%), Positives = 364/656 (55%), Gaps = 
30/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     



+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHDLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+       +  P    +R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
646

>WP_025966074.1 GTP-binding protein [Bacillus cereus]
 ANE86166.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 226/648 (35%), Positives = 363/648 (56%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI 
Sbjct  240  
LIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
Sbjct  300  
KMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK       L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  360  PKELIH--
NLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  
Sbjct  418  
NFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  



AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T +  P  +F L  P++ +S A +      AT        +    TG +P    +
+++ 
Sbjct  538  
ATYVYGPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  598  ILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_023522319.1 GTP-binding protein [Bacillus thuringiensis]
 AHA72486.1 Ribosome protection-type tetracycline resistance-related 
protein 
[Bacillus thuringiensis YBT-1518]
 PDY27977.1 tetracycline resistance protein [Bacillus thuringiensis]
 PDY35384.1 tetracycline resistance protein [Bacillus thuringiensis]
 PET23502.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEV87331.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFE40568.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFK98822.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFP08862.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFT97614.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGH77329.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGL27732.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGO20076.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGP54613.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGT57122.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGY61174.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------



DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPRSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTG  585



Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_043936983.1 MULTISPECIES: GTP-binding protein [Bacillus]
 KIQ85743.1 tetracycline resistance protein [Bacillus sp. L_1B0_5]
 KIQ88427.1 tetracycline resistance protein [Bacillus sp. L_1B0_8]
 PQQ44349.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 232/660 (35%), Positives = 373/660 (57%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRCKSL  292



Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
E++
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEII  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPLVLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098276660.1 GTP-binding protein [Bacillus thuringiensis]
 PEQ38456.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPRSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465



Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFHYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097920775.1 GTP-binding protein [Bacillus thuringiensis]
 PEE61609.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEE89419.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFM87058.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 372/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173



Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPRSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPINEFELTVPEHAISTAMYKLAAIPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +



Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_087955843.1 GTP-binding protein [Bacillus thuringiensis]
 OTW71906.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
coreanensis]
 OTX55526.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
sooncheon]
 OTX58863.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
guiyangiensis]
 OTX72504.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
roskildiensis]
Length=647

 Score = 393 bits (1009),  Expect = 6e-125, Method: Compositional 
matrix adjust.
 Identities = 239/661 (36%), Positives = 366/661 (55%), Gaps = 
41/661 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETKVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ ++D LS         +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKDVLSNK-------
AFPFYSALNEGTKKARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+REE  +++  AS+FP+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYNESLLESYVNNE-
IVPDTLLREELIKQIAQASVFPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283



            L++ ++ L        +  L G VFK+E    G++  Y+R++SG L +R  V      
AL
Sbjct  233  
LLENISDLIPAKNSAENEILSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGEAL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            A +EK+K  ++ +   G+ V+      GE   +     + + D++G+ T   +     
+P
Sbjct  293  AHKEKIK--
KICVFHNGDAVQASIVPSGEFCKVWGLSDITIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                     PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  QMEAAIEALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+        +    NPF+A+IG  +    L 
SG+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT   +    D    
TG
Sbjct  526  
TPLVLMNALKQAETCVYEPVNDFELNVPEHAISTAMYKLAVIPATFSESLFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMF  635
             +P    + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + 
H+ 
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFTTKPSGYK-
ELKAPFPTRKRVDYNPLNRKDYLLHVL  644

Query  636  Q  636
            +
Sbjct  645  R  645

>WP_076856476.1 GTP-binding protein [Bacillus cereus]
 ONG68405.1 tetracycline resistance protein [Bacillus cereus]



 ONG85185.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 392 bits (1008),  Expect = 7e-125, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 366/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFLIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPAHNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G+VQ EV
+   



Sbjct  351  --
QMEAAIDAVPKERIHDLYTALMELCEEDPLIKVWKDAVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D I   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTIFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_046199296.1 MULTISPECIES: GTP-binding protein [Bacillus]
 KKC53323.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
sp. UMTAT18]
 OJD78732.1 tetracycline resistance protein [Bacillus sp. P14-1]
Length=647

 Score = 392 bits (1008),  Expect = 7e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 363/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++



Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKQAETYVYEPVNKFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFTKILAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_061660011.1 GTP-binding protein [Bacillus cereus]
 KXX95693.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 392 bits (1008),  Expect = 7e-125, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++ +++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYSIFFGSAMTGIGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFETLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_037750473.1 GTP-binding protein [Streptomyces mirabilis]
Length=656



 Score = 393 bits (1009),  Expect = 8e-125, Method: Compositional 
matrix adjust.
 Identities = 233/615 (38%), Positives = 340/615 (55%), Gaps = 
20/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFPIDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   +S+++++ ++L A  +   +V    + E          A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARHESLLRAISERLRAAAVPMGSVEGLGTREARFVPGLGPGAPDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  Y+  + +S + L      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADHDDELLAAYVE-
DTVSYDHLRAALAAQTRQALVHPVYFGSAITGAGVDALIAGIRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
                      L G+VFKVE    G++  Y R++SGTLR+RD + L  GRE  ++T 
+ + 
Sbjct  240  
PTAEGDPGGPLSGTVFKVERGPAGEKVAYARMFSGTLRIRDRIPLGDGREDGRVTAVSVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
              G  VR ++   G I  L   D +R+ D +G P +     +     P L T I P   
A
Sbjct  300  DHGTDVRGESVPAGRIGRLWGLDEIRIGDPIGTPRKAHEHFFAP---
PTLETVIVPGPGA  356

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L++++ L    
+E 
Sbjct  357  
DRRALHLALTRLAEQDPLIGLRHDEVRQETAVSLYGEVQKEVIQATLADEFGLHVTFRET  416



Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + + +ERP+         +  PNPF A++GL V P   GSGV++   V LG +  
+F  A
Sbjct  417  
TPLCIERPVGTGMAVEFNKKDPNPFLATVGLRVDPAPAGSGVRFGLEVELGAMPYAFFKA  476

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVL  524
            V + +R  L QGL GW VTDC +   +            G   S  ST ADFR L 
P+VL
Sbjct  477  
VEETVRDTLGQGLHGWRVTDCAVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ +GTQ+ EP   F + AP + L           A   T + +    V  G 
+PA 
Sbjct  537  
VEALRRAGTQVYEPMHRFRIEAPADSLGALLPVLAALRAVPRTTETRGSACVLEGALPAA  596

Query  585  CIQAYRTDLAFYTNG  599
             +      L   T G
Sbjct  597  QVHGLERQLPGLTRG  611

>WP_063547740.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 ANC08480.1 tetracycline resistance protein [Bacillus cereus]
 ANC14299.1 tetracycline resistance protein [Bacillus cereus]
 OTY19325.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
kim]
 OUB19065.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
xiaguangiensis]
 PEV40419.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 392 bits (1008),  Expect = 8e-125, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 371/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L



+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ + + LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIIEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLALFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVSSSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  



APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207778.1 GTP-binding protein [Bacillus cereus]
 AFQ11820.1 tetracycline resistance protein [Bacillus cereus FRI-35]
 KXX92213.1 tetracycline resistance protein [Bacillus cereus]
 KXY87839.1 tetracycline resistance protein [Bacillus cereus]
 PEB07252.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 392 bits (1008),  Expect = 8e-125, Method: Compositional 
matrix adjust.
 Identities = 232/631 (37%), Positives = 353/631 (56%), Gaps = 
36/631 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSKKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+L+P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANLYPIFFGSAMTGIGVSKL  233



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKNIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAISATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P    + ++  L  +T G  +  T+  G+
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFTTKPAGF  616

>WP_095755238.1 GTP-binding protein [Streptomyces sp. SA15]
 PAZ10126.1 GTP-binding protein [Streptomyces sp. SA15]
Length=656

 Score = 393 bits (1009),  Expect = 8e-125, Method: Compositional 
matrix adjust.
 Identities = 245/649 (38%), Positives = 347/649 (53%), Gaps = 



36/649 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+ G   + V++++ ++L        SAD +  +    +P +        
Sbjct  121  
IPTLVFVNKIDRRGARYEGVLRALSERLTPSVVPMGSADGLGTRDARFTPGL------GP  174

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             A D + + +D LL  Y+ G  +S ++L      + + A + PVY+GSA  G G+  
L+ 
Sbjct  175  AALDVLADQDDDLLSAYVEGT-
VSEDRLHTALAAQTRQALVHPVYFGSAVTGAGVNELIT  233

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKI  291
             +  L           + G+VFKVE    G++  Y R++SGTLR RD V     RE
+ +I
Sbjct  234  
GIKALLPAADGDPDGPVSGTVFKVERGPAGEKIAYARMFSGTLRTRDRVPFGDAREEGRI  293

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRW-
REDPLPMLRTT  349
            T + +   G  VR D    G I  L     +R+ D LG+    PRK + R    P 
L T 
Sbjct  294  TAIGVFDHGTDVRCDAVPAGRIARLWGLVDIRIGDALGE----
PRKAYGRFFAPPTLETV  349

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P        L  ALT+LA+ DPL+    D + HE  +S  G VQ EV+ A L++ 
+ L
Sbjct  350  
VVPGPGTDSRTLHLALTRLAEQDPLIDLRHDEVRHETSVSLYGEVQKEVIQATLADDFGL  409

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E + + +ERP          +   NPF A++GL V P   GSGV +   V 
LG +



Sbjct  410  
DVTFRETTPLCVERPAGTGEAVEFNKKDANPFLATVGLRVAPALAGSGVDFRLEVELGSM  469

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFR  517
              +F  AV D +R  L QGL GW VTDC +   +            G   S  ST 
ADFR
Sbjct  470  
PYAFFKAVEDTVRDTLGQGLHGWQVTDCTVTMTHCGYSPRQSHAHQGFDKSMSSTGADFR  529

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L P+VL +AL+ +GT + EP   F   AP + L           A   T + + D  
V 
Sbjct  530  
GLTPLVLIEALRRAGTVVYEPMHRFRSEAPADTLGGLLPVLAALRAVPRTTETRGDSCVL  589

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             G IPA  + A    L   T G     +    Y A V Q  + PRRP +
Sbjct  590  EGVIPADRVHALEQRLPGLTRGEGEWESAFDHY-APVTQGAV-PRRPRT  636

>CGG62230.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 COQ21261.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
 COR63459.1 putative tetracycline resistance protein tet(O/W/32/O) 
[Streptococcus 
pneumoniae]
Length=647

 Score = 392 bits (1008),  Expect = 8e-125, Method: Compositional 
matrix adjust.
 Identities = 226/648 (35%), Positives = 363/648 (56%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177



            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI 
Sbjct  240  
LIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
Sbjct  300  
KMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK       L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  360  PKELIH--
NLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  
Sbjct  418  
NFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP  +F L  P++ +S A +      AT        +    TG +P    +
+++ 
Sbjct  538  
ATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636



             L  +T    +  T+  G+   +     + R    P +R D + H+ +
Sbjct  598  ILHSFTEEEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098914269.1 GTP-binding protein [Bacillus cereus]
 PGZ63803.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 392 bits (1008),  Expect = 8e-125, Method: Compositional 
matrix adjust.
 Identities = 230/619 (37%), Positives = 349/619 (56%), Gaps = 
20/619 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NKID+ G + + VV+ ++  LS +     +V L+         + +++D  
IE
Sbjct  121  IPIILFVNKIDRNGANTKKVVKQIKTILSNEAFPFYSV-
LNEGRKEARIIEYKSYDDCIE  179

Query  181  N----NDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
                 N+ LLE Y+  E I+ + L+REE  +++  A+++P+++GSA  G+G+  L+
+ ++
Sbjct  180  QLAPYNESLLESYVNNEIIT-
DTLLREELIKQIAQANVYPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             LF          L G VFK+E    G++  Y+RL+SG L +R  V +   + L    
KI
Sbjct  239  
DLFSANKSADDERLSGVVFKIEREPSGEKIAYVRLFSGRLHVRKYVDIQRDDSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358



Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  359  IPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ +     V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVIFSNTRVVCIEKPIGLGNSIEVMGEKANPFYATIGFKIERGELNSGITYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVKDISVTLTHTSYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETCVYEPVDEFELTVPEHAISTAMYKLATMPATFAEPIFNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTE  606
             ++  L  +T G  +  T+
Sbjct  594  DFKRMLHSFTEGEGIFTTK  612

>WP_046262628.1 GTP-binding protein [Streptomyces sp. WM6386]
 KKD03626.1 GTP-binding protein [Streptomyces sp. WM6386]
Length=659

 Score = 393 bits (1009),  Expect = 9e-125, Method: Compositional 
matrix adjust.
 Identities = 238/657 (36%), Positives = 357/657 (54%), Gaps = 
26/657 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTRTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   



VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT+IF+NKID+ G     V++++ ++L+  ++ + + V L     +    D    
D + 
Sbjct  121  IPTLIFVNKIDRRGARYDGVLRALSERLTPAVVPMGRAVGLGTRKAV-
FVPDRVPLDVLA  179

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E++D+LL  Y+ G  +S++++      R ++A + PV++GSA  G G+  L+  +  
L  
Sbjct  180  EHDDELLAAYVEGT-
LSQDRVRTALVARTREALVHPVFFGSAVTGAGVPELIAGIKELLP  238

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA------
GREKLKITE  293
                     +CG+VFKVE    G++  Y R++SGTLR RD V          RE+ 
++T 
Sbjct  239  
RAAGDPDGPVCGTVFKVERGPAGEKVAYARMFSGTLRTRDRVPFGDTRAGDAREEGRVTA  298

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +   G  +R D    G I  L     VR+ D +G+P       +     P L T 
+ P
Sbjct  299  VSVFDHGTDLREDAVPAGRIARLWGLADVRIGDAIGEPRTTHGHFFAP---
PTLETVVVP  355

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                 R  L  AL QLA+ DPL+    D +  E  +S  G VQ EV+ A L++++ 
L   
Sbjct  356  
GPDTDRRALHLALGQLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLAQEFGLAVG  415

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERP    +    I+   NPF AS+GL V P   G+GV +   V LG 
+  +
Sbjct  416  
FRETTPLCIERPAGTGAAAEFIKKDANPFLASVGLRVDPTPPGTGVAFRLEVELGAMPYA  475

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV D +R  L QGL GW VTDC +   +  Y+            S  ST 
ADFR L 
Sbjct  476  
FFKAVEDTVRETLAQGLNGWQVTDCTVTMTHCGYWPRQSHAHQGFDKSMSSTGADFRGLT  535

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL+++G+Q+ EP   F + AP + L           A   T + + +  V  



G 
Sbjct  536  
PLVLTEALRKAGSQVHEPMHRFRIEAPADTLGALLPVLAALQAVPRTTETRGESCVLEGA  595

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV-
GQPVIQPRRPNSRLDKVRHMFQ  636
            +PA  + A    L   T G     +    Y   V G    +PR  ++ L++  ++  
Sbjct  596  
VPAARVHALEQRLPGLTRGEGELESGFDHYAPVVRGDVPSRPRTDHNPLNRKEYLLN  652

>WP_000207802.1 GTP-binding protein [Bacillus cereus]
 EJR83846.1 small GTP-binding protein domain protein [Bacillus 
cereus VD166]
 PEV09282.1 tetracycline resistance protein [Bacillus cereus]
 PGM64024.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 392 bits (1008),  Expect = 9e-125, Method: Compositional 
matrix adjust.
 Identities = 230/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDG+ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGSILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   



+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+   
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLSVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_076309578.1 GTP-binding protein [Paenibacillus odorifer]
 OMC79522.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 393 bits (1009),  Expect = 9e-125, Method: Compositional 
matrix adjust.
 Identities = 228/620 (37%), Positives = 346/620 (56%), Gaps = 
15/620 (2%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGINALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLLNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-



PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_046110059.1 GTP-binding protein [Devosia geojensis]
 KKB10431.1 GTP-binding protein [Devosia geojensis]
Length=646

 Score = 392 bits (1007),  Expect = 9e-125, Method: Compositional 
matrix adjust.
 Identities = 242/640 (38%), Positives = 346/640 (54%), Gaps = 
20/640 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GS + G T+TDT+ LE+QRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSGDGGNTQTDTLALEKQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA + VQAQTR+LF AL
+++ 
Sbjct  61   
VSFRVGDTTVNLIDTPGHPDFIAEVERALDVLDGAVLVVSAVERVQAQTRVLFRALQRLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--------
IIKQTVSLSPEIVLEENTDI  172
            IPT+IF+NKID+AG      + ++ ++L+  I        I  +     P    +E    
Sbjct  121  
IPTLIFVNKIDRAGAACGETLATLAERLTPGIVPMGEVGAIGTRAADFCPFDPEDEAFRA  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + +++D +L   +    +S ++L     + V+ A L PV++GSA  G GI 
PL+ 



Sbjct  181  
RLAEKLADHDDAILADVLEDRALSYKRLRSGLAQEVRRARLHPVFFGSAITGAGIGPLIA  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +  L    G      L G+VFKVE    G++  Y RL+ GTL+ R  + LA   + 
++T
Sbjct  241  GLD-
LLPGAGHDAQGPLSGAVFKVERGPSGEKIAYARLFRGTLKARQRLVLADGSEARVT  299

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +     G  V T     G I  L   S +R+ D +G P +  R   R    P L 
T + 
Sbjct  300  GIAAFEGGRSVETRALTAGGIGKLSGLSGIRIGDAIGRPRQ--
RAEPRHFAPPTLETRVE  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK  AQR  L  AL QLA+ DP +    D + HEI LS  G VQ EV+   L  ++ 
+E 
Sbjct  358  
PKRPAQRGALNTALAQLAEQDPFIDLRRDDLRHEIYLSLYGEVQKEVIEETLRSEFGIEA  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +  ++I +ERP+   +    +E  P+PF+A+IGL + P  +GSG+ Y   +  G 
L  
Sbjct  418  TFQPSTIICVERPVGTGA---
AVEWAPDPFFATIGLRLEPGPIGSGIVYAEEIEYGSLPV  474

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYG--
LYYSPVSTPADFRSLAPIVLEQALK  529
            SF  A+ D +R  L QGL GW VTDCK+   +   L     S+ AD R L P+VL  
AL+
Sbjct  475  
SFHTAIEDAVRAALGQGLNGWQVTDCKVVLTHSTRLRKWATSSAADHRDLTPLVLMDALR  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT + EP   F L  P+E L+       +  A  +   V        GEI A  
+   
Sbjct  535  
QAGTVVCEPVHRFALTLPEESLAAVLAALARLEAVPKVPAVDGRTATLDGEIAAAHVHRL  594

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +  L   T G  V   E   Y+   G     P RP +  D
Sbjct  595  QQLLPGLTRGEGVLEAEFDHYRPVRGP---APSRPRTDYD  631

>WP_098204289.1 GTP-binding protein [Bacillus wiedmannii]
 PEP28884.1 tetracycline resistance protein [Bacillus wiedmannii]
 PFZ43892.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGA81422.1 tetracycline resistance protein [Bacillus wiedmannii]



 PHF56820.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHG55709.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=648

 Score = 392 bits (1008),  Expect = 9e-125, Method: Compositional 
matrix adjust.
 Identities = 232/654 (35%), Positives = 366/654 (56%), Gaps = 
26/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G   + VV+ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGAKSEKVVKQIKEILSNEAFRFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-----
EKLK  290
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V +  R      
K K
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQQRGDVLGHKEK  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P       
Sbjct  299  
IKKICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAID  358

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L EK



Sbjct  359  AVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFEK  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   
V L
Sbjct  414  
YNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVEL  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T +DFR+L P
+VL  
Sbjct  474  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNLTPLVLMD  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +      A         D    TG +P    
Sbjct  534  
ALKQAETFVYEPVNEFELTVPEHAISTAMYKLAAIPANFSEPIFNNDSYHLTGSLPVAKT  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  ENFKRMLHAFTEGEDIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLR  
646

>WP_000207777.1 GTP-binding protein [Bacillus cereus]
 EJR50784.1 small GTP-binding protein domain protein [Bacillus 
cereus VD102]
Length=647

 Score = 392 bits (1007),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 366/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSKKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDYIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            AP+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  



APLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_073935346.1 GTP-binding protein [Streptomyces sp. CB02400]
 OKK04211.1 GTP-binding protein [Streptomyces sp. CB02400]
Length=657

 Score = 392 bits (1008),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 242/656 (37%), Positives = 353/656 (54%), Gaps = 
26/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G   E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVTDEIGSVDDGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR+++
Sbjct  61   
VSFPLDDITVNLLDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G     ++++V  +L+  I+   T     +PE         +A 
D +
Sbjct  121  
IPTLLFVNKIDRRGARETELLRAVSARLTPAIVPMGTTGRLGTPEARFVPGPSPDALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL +++ G  ++  +L      + + A + PVY+GSA  G G+  L+  V  
L 
Sbjct  181  ADHDDGLLAEFVDGT-
LTDTRLRTALAEQTRRALVHPVYFGSAITGAGVDALLAGVRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKLKITEMRI  296
             P        + G+VFKVE    G++  Y R++SGTLR RD +    AG  + +IT 



+ +
Sbjct  240  
PPADGDPGGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIPFGPAGAAEGRITGISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPK  353
               G   RTD    G I  L     +R+ D +G+    PR  +     P P L T 
+ P 
Sbjct  300  FDGGTDARTDAVPAGRIARLWGLADIRIGDAIGE----PRTEYGHVFAP-
PTLETVVVPA  354

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   L  ALTQLA+ DPL+    D    E  +S  G VQ EVV A L+E+Y +
+   
Sbjct  355  
PDTDPGALHLALTQLAEQDPLIALRHDERRRETSVSLYGEVQKEVVQATLAEEYGIDVTF  414

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +  + + +ERP  + +    I   PNPF A++GL V P  LGSGV +   V LG +  
+F
Sbjct  415  
RGTTPLCVERPSGSGAAVEFIAKDPNPFLATVGLRVDPAPLGSGVAFRLEVELGAMPYAF  474

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAP  521
              AV D +R  L QGL GW VTDC +   +  Y+            S  ST ADFR 
L P
Sbjct  475  
FKAVEDTVRETLGQGLRGWRVTDCAVTMTHSGYWPRQSHSHQGFDKSMSSTGADFRGLTP  534

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL +AL+ +GT++ EP   F + AP + L           A   T + + +  V  
G +
Sbjct  535  
LVLVEALRRAGTEVCEPTHRFRIEAPADTLGALLPVLSGLGAVPRTTETRGELCVLDGTV  594

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV-GQPVIQPRRPNSRLDKVRHMFQ  
636
            PA  +      L   T G     +    Y     G P  +PR  ++ L++  ++  
Sbjct  595  PAARVHELEQRLPGLTRGEGELESAFAHYAPVTHGAPPRRPRTDHNPLNRKEYLLN  
650

>WP_098785410.1 GTP-binding protein [Bacillus cereus]
 PGQ12716.1 tetracycline resistance protein [Bacillus cereus]
 PGS53083.1 tetracycline resistance protein [Bacillus cereus]
 PGV00147.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 392 bits (1007),  Expect = 1e-124, Method: Compositional 
matrix adjust.



 Identities = 230/655 (35%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I + G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKKIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464



            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+   +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEGTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  
MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFTEPIFNNNSYQLTGLLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_030244424.1 GTP-binding protein [Streptomyces sp. NRRL S-350]
Length=660

 Score = 392 bits (1008),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 245/658 (37%), Positives = 353/658 (54%), Gaps = 
25/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV++G T+TD+  LER+RGITI
++AV
Sbjct  1    
MTSVNIGILAHVDAGKTSLTERLLHTAGVIDRVGSVDRGDTQTDSHELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDG +LVISA +GVQAQTR+L   L 
K+ 
Sbjct  61   
VSFTVDDVKVNLIDTPGHPDFISEVERALGVLDGVVLVISAVEGVQAQTRLLMRTLVKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLS-------
PEIVLEENTDI  172
            +P ++F+NKID+ G   Q ++  +R +L+  I+ + +   L           V  +
+ D 
Sbjct  121  
MPVILFVNKIDRVGARHQDLLDEIRTELTPAIVPLTRVEGLGTPGARALARAVGADDPDF  180



Query  173  --EAWDAVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              +  D + E+ D  L +Y+  E  ++ +    E  R+   A L+PV +GSA  G 
G   
Sbjct  181  
ATQLADVLAEHGDDFLARYVEAEASLTAQDYTAELARQAARAQLYPVLFGSAVTGAGTGA  240

Query  230  LMDAVTGLFQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            L+D VT LF P+G  GS   L G+VFK+E    G++  Y+RL  G L  R  V++  
R++
Sbjct  241  LVDGVTRLF-
PVGHGGSEGTLQGTVFKIERGWAGEKVAYVRLRGGELGPRSKVSVFRRDQ  299

Query  289  L--------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
                     + T + +  +G  V    A  G+I  +     VR+ D LG    L  
+   
Sbjct  300  
HGAVTELPGRTTVVEVFDRGSAVVESPARAGDIAKVWGLRDVRIGDRLGSAEGLDGEHLF  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T I P        L DAL QLAD DP +    D    EI +S  G VQ 
EV+
Sbjct  360  AP--
PGLETVIRPSRPGAMPELYDALLQLADQDPFINVRKDDEEQEIAVSLYGEVQKEVI  417

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGV  458
            +A L++ +KL+   +   ++ +ERP+        I+      FWA+IGL V P   
GSGV
Sbjct  418  
AATLADDFKLDVAFEGTRIVCVERPIGVGESVEEIDHRSKTFFWATIGLRVEPGEPGSGV  477

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             +   V LG L  +F  AV + +R  L QGL GW V D  +   +  + SPVS   
DFR 
Sbjct  478  
VFRRSVELGSLPHAFHKAVEEAVRATLRQGLNGWEVLDVLVTLTHSGFASPVSAAGDFRK  537

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  ALK++GTQ+ EP   F L  P E  S    +  +  AT ET +V+    
+  
Sbjct  538  
LTPLVLMNALKQAGTQVYEPVNRFELEVPGENASAVLLNLVECGATPETTRVQGGSCLVE  597

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            G IPAR ++ +   L   + G  V +T    +Q  VG    + R   + +D+  +M 
+



Sbjct  598  
GTIPARTVREFEQRLPGLSQGEGVLVTRFHRFQPVVGAAPSRRRTDLNPVDRSEYMLR  655

>WP_088745802.1 GTP-binding protein [Enterococcus hirae]
Length=288

 Score = 379 bits (974),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 184/288 (64%), Positives = 227/288 (79%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK
Sbjct  241  STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEK  288

>WP_070011477.1 GTP-binding protein [Streptomyces abyssalis]
 OEU85350.1 GTP-binding protein [Streptomyces abyssalis]
 OEU91479.1 GTP-binding protein [Streptomyces abyssalis]
Length=679

 Score = 393 bits (1010),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 247/676 (37%), Positives = 361/676 (53%), Gaps = 
41/676 (6%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T TD++ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGSTLTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   L
++++
Sbjct  61   
VSFTVGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLQRLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NKID+AG   + V++ + +KL+   +    V        + +P    +     
Sbjct  121  
IPTLLFVNKIDRAGAQYERVLRRIAEKLTPAAVPMGGVRELGTPAAAFTPHGPSDAGFAS  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E +D+LL  Y+  E  +S ++L  E   + +   + PV++GSA  G G+
+ L 
Sbjct  181  
RLAEVLAEGDDELLAAYVEDETALSHDRLRSELAAQSRRGVVHPVFFGSAITGAGVEALT  240

Query  232  DAVTGLFQPIGEQGSAALC-
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +T L  P GE        G+VFKVE    G +  Y+R++SGT+R+RD +      
+ +
Sbjct  241  AGLTELL-
PAGEGDPDGPARGTVFKVERAPGGAKTAYVRMFSGTVRVRDRLLHGAGARSE  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS------------DSVRLNDVLGD--
PTRLPRK  336
              E    S+G++   D    G  V  PS              VR+ D +GD    R 
P  
Sbjct  300  
GAEPAEGSEGKVTGIDVFERGGHVQSPSVAAGRIGRLRGLPGVRIGDTIGDAGAVREPAG  359

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                   P L T + P   A R  L +ALTQLA+ DPL+    D +  E+ +S  G 
VQ 
Sbjct  360  
ERHHFAPPTLETVVTPCRDADRGPLHNALTQLAEQDPLIGLRQDELRGEVHVSLYGEVQK  419

Query  397  EVVSALLSEKYKLETVVKEPSVIYMER--
PLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            EVV A L++++ L+   +E + I +ER     +A+  +H E  PNPF A++GL + 
P   
Sbjct  420  EVVQATLADEFGLDVTFRESTTICVERLDGPGSAAEIMHKE--



PNPFLATVGLRIEPAPP  477

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-------  507
            GSGV+Y   V LG +  +F  AV D +R  L +G+ GW + DC +   +  Y        
Sbjct  478  
GSGVRYGLEVELGSMPYAFMRAVEDTVRQTLHEGIHGWEIPDCTVTMTHSGYSPRQSHAH  537

Query  508  -----
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
                 S  ST ADFR L P+V+  ALK +GT + EP   F L  P E          
+  
Sbjct  538  
AIFDKSMSSTGADFRQLTPLVVMDALKRAGTTVHEPMHHFRLEVPAETFGAVLPVLSRLR  597

Query  563  
ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            A  +    K D  +  GEIPA  + A    L   T+G  V       Y+  VG    
+PR
Sbjct  598  
AVPQAPVTKGDAYLLEGEIPAARVHALEQQLPTLTSGEGVLECAFARYRPVVGGIPSRPR  657

Query  623  RPNSRLDKVRHMFQKV  638
              N  L++  ++ + V
Sbjct  658  TDNDPLNRKDYLLRVV  673

>WP_046946010.1 GTP-binding protein [Bacillus cereus]
 KLA26958.1 hypothetical protein B4080_3030 [Bacillus cereus]
Length=647

 Score = 392 bits (1007),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 232/654 (35%), Positives = 370/654 (57%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +     +V    +   +I+  +  D 
+  +



Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNVGTKGAQIIAYKPYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ T   +     +  P 
+  
Sbjct  299  K--KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEA  354

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  355  SI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L AP+  +S A +      AT     +  +    TG 
+P   
Sbjct  532  
DALKQAETHVYEPINEFELTAPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636



             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_076316927.1 GTP-binding protein [Paenibacillus odorifer]
 OME52233.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 392 bits (1008),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 227/620 (37%), Positives = 346/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTAASSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDIGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_000207774.1 GTP-binding protein [Bacillus cereus]
 ACM13279.1 tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus cereus Q1]
Length=647

 Score = 392 bits (1007),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 229/656 (35%), Positives = 360/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNMIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGVILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +   + 
L   
Sbjct  236  
NISTLLPANNLSQDEELSGVVFKIERESSGEKIAYVRVFSGSLHVRKHVDIQRDQSLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     +P     
Sbjct  296  
EKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  356  IDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSSTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYTLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR++ 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNVTPLVL  530

Query  525  



EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S   +      AT        D    TG 
+P  
Sbjct  531  
MDALKKAETYVYEPVNAFELTVPEQAISTTMYKLAAIPATFAEPIFNNDSYQLTGSLPVT  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_074789888.1 GTP-binding protein [Bacillus thuringiensis]
 SEJ31632.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
thuringiensis]
Length=647

 Score = 392 bits (1007),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 366/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179
            IPT++FINKID++G + + V + +++ LS +       S+  E   E    + ++
+D  +
Sbjct  121  IPTILFINKIDRSGANTEKVTKQIKEILSNETF--
PFYSVENEGTKEARIFECKSYDDCM  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L
++ +
Sbjct  179  ELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKL  237

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREK  288



              L   +       L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK
Sbjct  238  
PALIPALTSAQEEPLSGVVFKIEREPSGEKVAYVRVFSGRLHVRKYVDIQRGDVLGHKEK  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +K  ++ +   G +V+      GE   +   + +++ D++G+ TR  +     +P     
Sbjct  298  VK--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTRYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFEVERGELNSGITYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT     +  +    TG 
+P  
Sbjct  531  
MDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>EGL86977.1 GTP-binding domain protein [Streptococcus oralis SK255]
Length=310

 Score = 380 bits (976),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 184/287 (64%), Positives = 226/287 (79%), Gaps = 0/287 
(0%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +IINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+T
Sbjct  24   
EIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGIT  83

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM I
Sbjct  84   
SFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGI  143

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE 
Sbjct  144  
PTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEG  203

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F   
Sbjct  204  
NDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSS  263

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
              +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  264  THRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  310

>WP_084744559.1 GTP-binding protein [Dielma fastidiosa]
Length=288

 Score = 379 bits (973),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 184/288 (64%), Positives = 226/288 (78%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   
LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  288

>WP_098227245.1 GTP-binding protein [Bacillus toyonensis]
 PEQ00733.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 392 bits (1006),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 225/650 (35%), Positives = 359/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTQILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ L+ ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANSEKVVKQIKEILANEVFPFYSAQNEGTKDARIIEYKSYDDCMER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   N+ LL  Y+  E +   +L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L



Sbjct  181  
VAPFNETLLGSYVNNEVVPDVRLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +    +   K 
KI +
Sbjct  241  
IPAEISAQDGTLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRSKSQSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T   GE   +     +++ D++G+ T   +     +P         
P
Sbjct  301  
MCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKHNSGITYNLGVELGTL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDVIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +  A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCVFEPLNEFELTVPEHAIRTAMYKLAAIPATFTEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098091366.1 GTP-binding protein [Bacillus wiedmannii]
 PEJ97645.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEM83903.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEO84053.1 tetracycline resistance protein [Bacillus wiedmannii]



Length=647

 Score = 392 bits (1006),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFRFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  K--
KICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAI  356

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
               PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  357  DAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFE  411



Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      A         D    TG 
+P   
Sbjct  532  
DALKQAETFVYEPVNEFELTVPEHAISTAMYKLAAIPANFSEPIFNNDSYHLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TENFKRMLHAFTEGEGIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_076129526.1 GTP-binding protein [Paenibacillus odorifer]
 OMD50255.1 GTP-binding protein [Paenibacillus odorifer]
 OMD74071.1 GTP-binding protein [Paenibacillus odorifer]
 OMD76138.1 GTP-binding protein [Paenibacillus odorifer]
 OMD97472.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 392 bits (1007),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 228/620 (37%), Positives = 346/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129



Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLLNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  



GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_098670710.1 GTP-binding protein [Bacillus sp. AFS059628]
 PFV72423.1 tetracycline resistance protein [Bacillus sp. AFS059628]
Length=647

 Score = 392 bits (1006),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 362/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIQEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IF+NKID++G + + VV+ ++  LS +     +          ++   +  +  
+ 
Sbjct  121  
IPTIIFVNKIDRSGANTEKVVKQIKKILSNETFPFHSARNEGTKDAHIIAYKSYGDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L +E ++++Q AS++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LASYNESLLASYVNDEIVPDVLLRKELEKQIQQASVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                       L G VFK+E    G++  Y+R++SG L +R  V       LA 
+EK+K 
Sbjct  241  
IPAHKSTQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRGETLAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G++V++     GE   I   + V++ D++G+ T   +     +P        



Sbjct  300  -
KICLFDNGDVVQSSIVPSGEFCKIWGLNDVKIGDIIGERTDYIKDIHFAEPQMEAAIEA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV+   L 
+KY
Sbjct  359  LPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG       L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKTERGELNSGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSHHLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHAFTEGEGIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_098106955.1 GTP-binding protein [Bacillus toyonensis]
 PEM83805.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 392 bits (1006),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 371/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLASYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L +  PL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEYPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D + + L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  



LGVELGSLPLAFHKAIEDTVFHTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_098925948.1 GTP-binding protein [Bacillus anthracis]
 PGZ44883.1 tetracycline resistance protein [Bacillus anthracis]
Length=647

 Score = 392 bits (1006),  Expect = 1e-124, Method: Compositional 
matrix adjust.
 Identities = 231/631 (37%), Positives = 353/631 (56%), Gaps = 
36/631 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDIGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L +E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLRKELIKQIAQANVYPIFFGSAMTGIGVSEL  233



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
E L 
Sbjct  234  
LENISALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ ++T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAIQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +E+     NPF+A+IG  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEIMGEKTNPFYATIGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P    + ++  L  +T G  +  T+  G+
Sbjct  586  SLPVAKTEHFKRMLHSFTEGEGIFTTKPAGF  616

>WP_097997376.1 GTP-binding protein [Bacillus thuringiensis]
 PEF06907.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEF10624.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.



 Identities = 235/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIEEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            I T++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  ILTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461



             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_048526200.1 GTP-binding protein [Bacillus cereus]
 KMP36572.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 235/653 (36%), Positives = 362/653 (55%), Gaps = 
28/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMWTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D



Sbjct  121  IPTILFVNKIDRSGANCEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPFNELLLESYVNNE-
IVTDTLLREELEKQIQLANVYPIFFGSALTGIGVYELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+RL+SG L +R  V +   + 
L  
Sbjct  235  
ENIPALLLANNLSQDEELSGVVFKIEREPSGEKIAYVRLFSGNLHVRKYVHIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V+T T   GE   +     +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP----  350

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                A   A  +ER+ D   AL +L + DPL++   D I HE+ +   G VQ EV+   
L
Sbjct  351  -
QMEAAIEALPKERIHDLYAALMELCEEDPLIQVWKDDIHHELYIRLFGEVQKEVIEITL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             +KY L+       V+ +E+P+   +    +    NPF+A+IG       L SG+ 
Y+  
Sbjct  410  
YDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKTERGQLNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L  
+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWAVTDIIVTLTHTGYASPVTTASDFRNLTRLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
               + ++  L  +T G  +  T+  GY+        + R  N+ L++  ++  



Sbjct  590  AKTENFQRMLHSFTEGEGIFTTKPAGYKKLKAPFPTRKRVDNNPLNRKDYLLH  
642

>WP_000207841.1 GTP-binding protein [Bacillus cereus]
 EJR06959.1 small GTP-binding protein domain protein [Bacillus 
cereus MSX-A1]
Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 366/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INI I+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIRIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +     +V    +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSVLNVGTKGARIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ TR  +     +P      
Sbjct  299  K--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTRYIKDIHFAEP-----Q  351



Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFEVERGELNSGITYNLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  +    TG 
+P   
Sbjct  532  
DALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098722196.1 GTP-binding protein [Bacillus wiedmannii]
 PGD60849.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKEILSNEAFRFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  K--
KICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAI  356

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
               PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  357  DAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVLCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYTLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNLTPLVLM  531

Query  526  



QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      A         D    TG 
+P   
Sbjct  532  
DALKQAETFVYEPVNEFELTVPEHAISTAMYKLAAIPANFSEPIFNNDSYHLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TENFKRMLHAFTEGEGIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_098451801.1 GTP-binding protein [Bacillus thuringiensis]
 PDX94558.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFH69192.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGN57578.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGZ58291.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 234/660 (35%), Positives = 369/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++ +++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYSIFFGSAMTGIGVTE  232

Query  230  



LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ E
++  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEIIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +   +  G+   + +P    R+     P +R D + 
H+ +
Sbjct  588  PVAKTESFKRILHSFTEGEGIFTAKPAGF--
TILKPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_101787645.1 GTP-binding protein [Nonomuraea indica]
Length=657

 Score = 392 bits (1007),  Expect = 2e-124, Method: Compositional 
matrix adjust.



 Identities = 235/659 (36%), Positives = 352/659 (53%), Gaps = 
30/659 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFAAGVIDEIGSVDDGSTRTDSLALERERGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFAVGGVTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+AG    +V++++ ++L+  ++          +  +  P    +     
Sbjct  121  
IPTLVFVNKIDRAGARDDAVLKTMAERLTPSVVAMGAARDLGTRQAAFVPYGPDDPGFTG  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E++D  L  Y+    +   +L      + + A   PV++GSA  G G+  
L  
Sbjct  181  
RVAEVLAEHDDAFLTAYVHDTRVPYGRLRDGLAEQTRRALAHPVFFGSAITGAGVDALTA  240

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREK-LK  290
             +T L    G      + G+VFKVE    G +  Y+R++SGT+R RDTV    G+ 
+  +
Sbjct  241  
GLTELLPTAGGDADGPVSGTVFKVERGPAGDKIAYVRMFSGTVRTRDTVRFGPGQARSAR  300

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T + +  +G  VR D    G I  L     VR+ D +G+P   P + +     P 
L T 
Sbjct  301  VTGISVFEQGSDVRRDAVGAGRIGRLWGLGEVRIGDSVGEPPPGPGRHFAP---
PSLETV  357

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P+  A R  L  AL +LA+ DPL+    D +  EI +S  G VQ EV+ A L+E
++ L
Sbjct  358  
VEPRRRADRPALHAALGRLAEQDPLIDLRQDDVRQEISVSLYGEVQKEVIQATLAEEFGL  417

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E + I +ERP    +    +   PNPF A++GL V P   GSGV Y     



LG +
Sbjct  418  
DVTFRETTTICVERPAGTGAAVEVMYQEPNPFLATVGLRVEPAPAGSGVAYRLEAELGSM  477

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFR  517
              +F   V D +R  L QGL GW V DC +   +  Y             S  ST 
ADFR
Sbjct  478  
PYAFMKVVEDTVRETLRQGLHGWEVVDCVVTLTHTGYAPRQSHAHATFDKSMSSTGADFR  537

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            +L P+VL +AL+ +GT + EP   F L  P E +        +  A  +  +    
E   
Sbjct  538  
ALTPLVLVEALRRAGTVVCEPMHRFRLEVPAELIGTVLPALTRLGAVPDRVEPSAVE---  594

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             G IPA  +      L   T+G  +  +    Y+   G P  +PR  ++ LD+  +
+  
Sbjct  595  -
GLIPAARVHGLEQRLPSLTSGEGILESSFDHYEPVRGTPPGRPRTDHNPLDRKEYLLH  652

>WP_065229002.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 OBW88775.1 tetracycline resistance protein [Bacillus cereus]
 PER49432.1 tetracycline resistance protein [Bacillus thuringiensis]
 PES54915.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEV03131.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEV63021.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFB41951.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFB92595.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFC57479.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFD65232.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFE21439.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFF18709.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFF51158.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFI34117.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFO45088.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFR53302.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFS02267.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFS24309.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFT16339.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFU79771.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGK70359.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGO77515.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGO87614.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGP51882.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGR39402.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647



 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++ +++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYSIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGDLNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKQILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207798.1 GTP-binding protein [Bacillus cereus]
 EDZ53228.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus AH1134]
Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 230/655 (35%), Positives = 365/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+ 
+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMSVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
FHKEKIKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                   PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  353  EAAIDAVPK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y
+  V
Sbjct  411  
EKYNLQVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+Q L+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQELYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S A +      AT        +    TG 
+P  
Sbjct  531  



MDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
              ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  591  KTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098259317.1 GTP-binding protein [Bacillus cereus]
 PEU69934.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 240/660 (36%), Positives = 364/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I+E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVINEIGRVDSGNTQTDSMDLERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD------IEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T        
++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALNEGTKEARIIAYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQP  229
            +D  IE     N+ LLE Y+  E I  + L+REE  +++  A++FP+++GSA  G
+G+  
Sbjct  174  YDDCIELLAPYNESLLESYVNNE-
IVPDTLLREELIKQITQANVFPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V      
AL
Sbjct  233  
LLENISDLIPAKNPAEHEILSGVVFKIEREPSGEKIAYIRVFSGRLHVRKYVYIQRGEAL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            A +EK+K  ++ +   G  V+      GE   +   + +++ D++G+ T   R     
+P
Sbjct  293  AHKEKIK--
KICMFHNGNAVQASIVPSGEFSKVWGLNDIKIGDIIGERTHYIRDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL  L + DPL++   D I +E+     G VQ 
EV+
Sbjct  351  -----
QMEAAIEAVPKERIHDLYAALMDLCEEDPLIKVWKDDIHNELYTRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L 
SG+ 
Sbjct  406  
ETTLFEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGII  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P   +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKQAKTCVYEPVNEFELTVPGYAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+    G   I+ R    P +R D + 
H+ +
Sbjct  586  
LLPVAKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDYNPLNRKDYLLHVLK  645

>WP_076282042.1 GTP-binding protein [Paenibacillus odorifer]
 OMC66788.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 392 bits (1007),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 228/620 (37%), Positives = 345/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA



+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTAASSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531



             +Q+     +   L+QGL GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLHGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_000207779.1 MULTISPECIES: GTP-binding protein [Bacillus]
 AAS41988.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus ATCC 10987]
 KMQ27490.1 tetracycline resistance protein [Bacillus cereus]
 KXY76532.1 tetracycline resistance protein [Bacillus cereus]
 OJE17342.1 tetracycline resistance protein [Bacillus sp. EB422]
Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 229/628 (36%), Positives = 349/628 (56%), Gaps = 
30/628 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLD AILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDSAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSKKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230



            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALIELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+        I    NPF+A++G  V    L SG+ 
Y+ 
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPIGIGISVEIIGEKTNPFYATVGFKVERGELNSGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG +P
Sbjct  529  
VLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLASISATFAEPIFNNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
                + ++  L  +T G  +  T+  G+
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTKPAGF  616

>WP_078418104.1 GTP-binding protein [Bacillus cereus]
 OOZ89578.1 tetracycline resistance protein [Bacillus cereus]



Length=647

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 364/658 (55%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFHVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD------IEA  174
            IPT++F+NKID++G +++ V++ +++ LS         +      L E T        
++
Sbjct  121  IPTILFVNKIDRSGANIEKVMKQIKEVLSNK-------
AFPFYSALNEGTKEARIIAYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LL  Y+  E +    L  E  +++  A++FP+++GSA  G+G
+  L
Sbjct  174  
YDDCIELLAPYNESLLASYVNDEIVPDTLLRNELIKQIAQANVFPIFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGR  286
            ++ ++ LF       +  L G VFK+E    G++  Y+R++SG L +R  V +    
A +
Sbjct  234  
LENISSLFPANKPAENETLSGVVFKIEREASGEKIAYVRVFSGCLHVRKYVDIQRGEALK  293

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K KI ++ +   G++V++     GE   I   + V++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKICLFDNGDVVQSSIVPSGEFCKIWGLNDVKIGDIIGERTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV
+   
Sbjct  351  --



QMEAAIEALPKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L  KY L+       V+ +E+P+   +    +    NPF+A+IG       L SG+ 
Y+ 
Sbjct  409  
LYNKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKTERGELNSGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +P
Sbjct  529  
VLMDALKQAETCVYEPVNEFELTVPEHVISTAMYKLAAIPATFSEPIFNNDSHHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ 
+
Sbjct  589  VAKTENFKRMLHAFTEGEGMFTTKPSGYK-
KLKAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_030845064.1 GTP-binding protein [Streptomyces sp. NRRL S-475]
Length=657

 Score = 392 bits (1006),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 246/651 (38%), Positives = 346/651 (53%), Gaps = 
39/651 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------



KQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+ G   + V++ +  +L+  I+          +T   +P +        
Sbjct  121  
IPTLLFVNKIDRGGARHEPVLREIAARLTPAIVPMGTATGLGTRTARFTPGL-----GPA  175

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             A D +  ++D LL  Y+    ++   L R    +   A + PVY+GSA  G G++ 
L+ 
Sbjct  176  AALDVLTGHDDALLAAYVD-
NTLTDASLHRSLVAQTGQALVHPVYFGSAATGAGVEALLT  234

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLK  290
             V  L           +  +VFKV+    G++  Y R++SGTLR RD V     G 
E  +
Sbjct  235  
GVRTLLPAADGDADGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRVPFGTDGTEG-R  293

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLR  347
            IT + +   G   R D+   G I  L     VR+ D +G+    PRK +     P 
P L 
Sbjct  294  ITGISVFGHGTDTRADSVAAGRIARLTGLGEVRIGDAIGE----PRKAYEHFFAP-
PTLE  348

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L
+E+Y
Sbjct  349  
TVVVPGPGVNRGALHLALTQLAEQDPLIGLRRDERRQETSVSLYGEVQKEVIQATLAEEY  408

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E + + +ERP+         +  PNPF A++GL V P  +GSGV +   
V LG
Sbjct  409  
GLEVTFRETTPLCVERPVGTGQAVEFNKKDPNPFLATVGLRVDPAPVGSGVGFRLEVELG  468

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPAD  515
             +  +F  AV D +R  L+QGL GW VTDC +   +            G   S  
ST AD
Sbjct  469  
SMPYAFFKAVEDTVRETLDQGLHGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGAD  528

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR + P+VL +AL+ +GT++ EP   F + AP + L           A  ET + +
+D  
Sbjct  529  
FRGVTPLVLIEALRRAGTRVHEPLHRFRIEAPADTLGALLPVLAGLAAVPETTRNREDVC  588



Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            V  G +PA  + A    L   T G     +    Y A V    I P RP +
Sbjct  589  VLEGTVPAARVHALEQRLPGLTRGEGEMESSFAHY-APVTHGTI-PERPRT  637

>WP_093698327.1 GTP-binding protein [Streptomyces sp. 2231.1]
 SEE17528.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2231.1]
Length=674

 Score = 392 bits (1008),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 242/644 (38%), Positives = 341/644 (53%), Gaps = 
38/644 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LLY +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLYTAGVIDEVGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G +  +V++ +  +L+A  + + +T +          +    A 
D +
Sbjct  121  
IPTLVFVNKIDRRGAEDDAVLRGLARRLAAPFVPMGRTAARGTRAARFVPHLGPAALDTL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+ GE +   +L        + A + PVY+GSA  G+G+  L+D +  
L 
Sbjct  181  ADHDDGLLAAYLDGE-
VPEARLRAALATGTRSALVHPVYFGSAVTGVGVPELIDGIEHLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-----------------  281
             P     S  L  SVFKVE    G++  Y RL++GTL +RD V                 
Sbjct  240  
PPAAGDPSGPLSASVFKVERGPAGEKIAYARLHTGTLGVRDRVPVGADGDRPGHARPTPA  299

Query  282  --ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRW  338
              A A R+  ++T + +  +G  VR D+A  G IV +     VR+ D LG PT + 
R+ +



Sbjct  300  
PRATATRKDGRVTAISVFDRGTDVRRDSAGAGRIVKVWGLGGVRIGDALGVPTAVYRRHF  359

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                 P L T + P     R  L  ALTQLA+ DPL+    D    E  +S  G 
VQ EV
Sbjct  360  AP---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDERRRETSVSLYGEVQKEV  416

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            V A L+++Y L    +  + + +ERP  +       +   NPF A++GL + P   
GSGV
Sbjct  417  
VQATLADEYGLAVTFRGTTTLCIERPAGSGHAVEFNKKDANPFLATVGLRIDPAPPGSGV  476

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------GLY  506
             +   V LG +  +F  AV D +R  L QGL GW VTDC +   +            
G  
Sbjct  477  
AFRLEVELGSMPYAFFRAVEDTVRESLGQGLHGWRVTDCTVTMTHSGYSPRQSHAHQGFD  536

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
             S  ST  DFR L P+VL +AL+ +G+ + EP   F L AP + L        +  
A  E
Sbjct  537  
KSMSSTGHDFRGLTPLVLTEALRRAGSLVHEPLHRFRLQAPADTLGVLLPVLARLGAVPE  596

Query  567  TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            TA       V  G +PA  +      L   T G     T    Y
Sbjct  597  TAGTHGPACVLEGTVPAARVHELDQRLPGLTRGEGELETAFDHY  640

>WP_098672105.1 GTP-binding protein [Bacillus cereus]
 PFU30685.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 361/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFLIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E   ++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIEQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525



Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P+  +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTEHFKRMLHSFTEGEGIFTTKPAGFTKITATFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097981879.1 MULTISPECIES: GTP-binding protein [Bacillus]
 PEF27494.1 tetracycline resistance protein [Bacillus thuringiensis]
 PET84022.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEV00538.1 tetracycline resistance protein [Bacillus sp. AFS012607]
 PEY55440.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFA34123.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFE72799.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFE80549.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFO29911.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFS09479.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFS35032.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFS41427.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFS94074.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFU38543.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFV67667.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGM06279.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGM23755.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGM33677.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGO08446.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGR48778.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGT48226.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGX39310.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 232/660 (35%), Positives = 373/660 (57%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT++L   L



+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKVLMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVINEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L        +  L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALIPAHTSVQNETLSGVVFKIERESSGEKITYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPSSEFCKVRGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  
G+ 
Sbjct  406  
ETTLFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  



APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT     +  +    
TG
Sbjct  526  
TPIVLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098953430.1 GTP-binding protein [Bacillus wiedmannii]
 PHB59863.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 231/630 (37%), Positives = 354/630 (56%), Gaps = 
34/630 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDNVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANCEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+L+P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSAMTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L   VFK+E    G++  Y+R++SG L +R  V      



AL  
Sbjct  235  
EKLPALIPANTSVQDETLSSIVFKIEREPSGEKIAYVRIFSGRLHVRKYVDIQRGEALTH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPL  343
            +EK+K  ++ +   G  V+  T   GE   +     +++ D++G+ T  +    + 
E   
Sbjct  295  KEKIK--
KICMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDSIKNIHFAE---  349

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            P +   I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+ 
Sbjct  350  PQMEAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L 
SG+ Y
Sbjct  407  
TTLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  V LG L  +F  A+ D +   L+QGL+GW V+D  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
KLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVSDIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK + T   EP   F L  P+  +S A +      AT        D    
TG 
Sbjct  527  
PLVLMDALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSYHLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            +P    + ++  L  +T G  +  T+  GY
Sbjct  587  LPVAKTENFKRMLHSFTEGEGIFTTKPSGY  616

>WP_098252462.1 GTP-binding protein [Bacillus cereus]
 PER27650.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 362/654 (55%), Gaps = 
27/654 (4%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E +  + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAF--
PFYSVQNEGTKEAHIMEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++PV++GSA  G+G+  L+
+ ++
Sbjct  179  
ERLAPYNESLLTSYVNNEIIPDALLRKELEQQIQQANVYPVFFGSAMTGMGVPELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI
Sbjct  239  
ALLPANNSSQDEKLSGVVFKIEREHSGEKVAYVRVFSGSLHVRKYVDIQRNESLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G+ ++T T   GE   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCMFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D I + + +   G VQ EV+   L 
EKY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNVLYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++       V+ +E+P+        +    NPF+A+IG  V      SG+ Y   
V LG
Sbjct  414  
NIQVAFSNTRVVCVEKPVGIGYAADVMGEKANPFYATIGFKVERGKHNSGITYNLGVELG  473



Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D     L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTAFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP  +F L  P++ +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKQAKTYVYEPVNAFELTVPEQAISTAMYKLAAIPATFAEPILYNDSYQLTGALPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  594  HFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_061130392.1 GTP-binding protein [Bacillus cereus]
 KXI69582.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 237/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G



+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRRLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636



             +
Sbjct  644  LK  645

>AMP54771.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=313

 Score = 379 bits (974),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 181/313 (58%), Positives = 244/313 (78%), Gaps = 0/313 
(0%)

Query  72   
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKID  131
            +VDTPGHMDFL E YRSL+VLDGA+LVISAKDGVQAQTRILFHAL+KM+IPT
+IFINKID
Sbjct  1    
MVDTPGHMDFLTEAYRSLSVLDGAVLVISAKDGVQAQTRILFHALQKMDIPTIIFINKID  60

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191
            Q G+DL+ V QS++DKL++D+I+ Q VSLSP+I + + +D++ WD +I  +D+LLE
+Y+A
Sbjct  61   
QNGIDLRRVYQSIKDKLTSDMIVMQEVSLSPKITMTDISDLDKWDMIISGSDELLERYVA  120

Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
             + +  ++L  E+ +R +  SLFPVY+GSAK  LG + L++A+T  F    +   + 
LCG
Sbjct  121  
EDSLDIQELQYEKCKRTRCCSLFPVYHGSAKDNLGTEKLIEAITETFITETDDIQSELCG  180

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
             VFKVEYT+  +R  YLRLY GTL LRDT+ L+ +EK+KITEM IPS GEIV  D 
A PG
Sbjct  181  
YVFKVEYTERKKRLSYLRLYHGTLHLRDTLLLSKKEKIKITEMCIPSNGEIVPVDHACPG  240

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EIVIL  D+++LND+LG+   LP K   ++P+P+LRTT+ P+   QRE LL+ALT+
+ADT
Sbjct  241  
EIVILADDTLKLNDILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREALLNALTEIADT  300

Query  372  DPLLRCEVDSITH  384
            DPLL  ++D++TH
Sbjct  301  DPLLHFDIDTVTH  313



>WP_098366028.1 GTP-binding protein [Bacillus thuringiensis]
 PEY62777.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFM20820.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++ +++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYSIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401



             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNFVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098815310.1 GTP-binding protein [Bacillus wiedmannii]
 PHD61730.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 233/657 (35%), Positives = 366/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++



Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L   VFK+E    G++  Y+R++SG L +R+ V +   E 
L  
Sbjct  235  
EKLPVLIPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGNLHVRNYVDIQRHEPLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  ++      GE   +   + +++ D++G+ T   +     +  
P +
Sbjct  295  
KEKIKKMCMFHNGNAIQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQM  352

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
               I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  353  EAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+Y+E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVYIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGISYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583



            L  ALK++ T + EP   F L  P   +S A +      AT        D    TG 
+P 
Sbjct  530  
LMNALKQAETCVYEPVNEFELTVPGHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
               + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ 
+
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTKPSGYK-
KLKAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_062921122.1 MULTISPECIES: GTP-binding protein [Bacillus]
 KYZ68953.1 tetracycline resistance protein [Bacillus sp. GZT]
 OJE18333.1 tetracycline resistance protein [Bacillus sp. MN5]
 ONG63327.1 tetracycline resistance protein [Bacillus cereus]
 ONG78029.1 tetracycline resistance protein [Bacillus cereus]
 ONG86915.1 tetracycline resistance protein [Bacillus cereus]
 SME39433.1 Tetracycline resistance protein TetO [Bacillus cereus]
 SME44870.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 237/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  



YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645



>WP_000207818.1 GTP-binding protein [Bacillus thuringiensis]
 EEM83238.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar huazhongensis BGSC 4BD1]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 231/654 (35%), Positives = 370/654 (57%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +     +V    +   +I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNVGTKGAQIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ T   +     +  P 
+  
Sbjct  299  K--KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEA  354



Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L E
Sbjct  355  SI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  +    TG 
+P   
Sbjct  532  
DALKQTETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_097841252.1 MULTISPECIES: GTP-binding protein [Bacillus]
 PDZ16033.1 tetracycline resistance protein [Bacillus anthracis]
 PDZ52642.1 tetracycline resistance protein [Bacillus sp. AFS094611]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 232/652 (36%), Positives = 363/652 (56%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGTEGARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            ++  N+ LLE Y+  E I  + L+REE  +++  A+++P+++GSA  G+G+  L + 
+  
Sbjct  181  LVPYNESLLESYVNDE-
IVPDTLLREELIKQIAQANVYPIFFGSAMTGMGVTELFENIPA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKIT  292
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V +    A   K 
KI 
Sbjct  240  
LFPANKPAENETLSGVVFKIEREPSGEKIAYVRIFSGRLHVRKYVHIQHDEAQAHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
A
Sbjct  300  KICLFDNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----
QMEA  354

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D I +E+ +   G +Q EV+   L 
EKY 
Sbjct  355  
AIEALPKERIHDLYAALMELCEEDPLIKVWKDDIYNELYIRLFGEIQKEVIETTLLEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG       L SG+ Y+  V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKTERGELNSGITYKLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDMIVTLTHTGYASPVTTASDFRNLTPLVLMNAL  534



Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP   F L  P+  +S A +      AT   +    D    TG +P    
+ 
Sbjct  535  
KQAETCVYEPVNDFELNVPEHAISTAMYKLAVIPATFSESLFNNDSYHLTGSLPVAKTEN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_000207781.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EJR16682.1 small GTP-binding protein domain protein [Bacillus 
cereus MSX-D12]
 KMP46178.1 tetracycline resistance protein [Bacillus cereus]
 KMP65962.1 tetracycline resistance protein [Bacillus cereus]
 KXI81486.1 tetracycline resistance protein [Bacillus cereus]
 OUA64651.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
thailandensis]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 237/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFLIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----



NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPAHNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643



Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_016095714.1 GTP-binding protein [Bacillus cereus]
 EOO18285.1 small GTP-binding protein domain protein [Bacillus 
cereus HuA3-9]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 357/651 (55%), Gaps = 
21/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+ +V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKTSV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IPTV+F+NKID++G + + VV+ +++ LS ++      Q        ++E  +  +  
+ 
Sbjct  121  
IPTVLFVNKIDRSGANTEKVVKQIKEILSNEVFPFYSAQNEGTKDARIIEYKSYDDCIEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  + IS E L +E ++++Q A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLASYVNNKIISDELLRKELEKQIQQANVYPIFFGSAMTGMGVTELLENISAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                    +  L G VFK+E    G++  Y+R++SG L +R  V +   E    K 
KI +
Sbjct  241  
IPANKSAQNETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGESPSRKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V+  T + GE   +    +V++ D++G+ T   +     +P         



P
Sbjct  301  
MCMFHNGNAVQASTVHSGEFCKVWGLTNVKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+        +    NPF+A+IG  V    L SG+ Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCVEKPVGIGDSVEVMGEKENPFYATIGFKVERGELNSGITYNLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDNIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P+  +S   +      AT     +  D    TG +P    
+ +
Sbjct  536  
RAETCVYEPLNEFELTVPEHAISTTMYKLAAIPATFVEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            +  L  +T G  +  T   G    +  P    +R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGI-FTAKPGDFTKLTAPFPTRKRIDFNPLNRKDYLLHVLK  645

>WP_098684107.1 GTP-binding protein [Bacillus thuringiensis]
 PFT99555.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++ +++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYSIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_079245696.1 GTP-binding protein [Bacillus thuringiensis]
 AQY39562.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 365/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFYINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID  G + + V++ +++ LS +     +V    +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDSNGANTEKVMKQIKEILSNEAFPFYSVLNVGTKGARIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------



ALAGREKL  289
             LF       +  L   VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSVVVFKIEREPSGEKVAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ TR  +     +P      
Sbjct  299  K--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTRYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFEVERGELNSGITYNLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
NALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_000207809.1 GTP-binding protein [Bacillus cereus]
 EEL11081.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
BDRD-Cer4]
 KZD81309.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]



 OOR43906.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 231/657 (35%), Positives = 364/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEAQIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G
+  +
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGIGVTEI  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   



Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMGALKKAETYVYEPVNEFELTVPKQAISTAMYKLAAVPATFAEPILYNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  589  
VAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207816.1 GTP-binding protein [Bacillus cereus]
 EJR90293.1 small GTP-binding protein domain protein [Bacillus 
cereus VD169]
Length=647

 Score = 391 bits (1005),  Expect = 2e-124, Method: Compositional 
matrix adjust.
 Identities = 231/658 (35%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    



TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207811.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EEM47371.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar pakistani str. T13001]
 EJR75992.1 small GTP-binding protein domain protein [Bacillus 
cereus VD154]
 KIU75470.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
thuringiensis Sbt003]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  



Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L+P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLSP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFREPILSNNSYQLTGLL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098162334.1 GTP-binding protein [Bacillus toyonensis]



 PEM48321.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 365/658 (55%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQ +IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQIKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AG  285
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +    
+ 
Sbjct  233  
LLEKLPALMPALTSAQEELLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRSKSQ  292

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
              K KI +M +   G  V+  T   GE   +     +++ D++G+ T   +     
+P  
Sbjct  293  
SHKEKIKKMCMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  



Sbjct  351  ---
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    ++   NPF+A++G  V    L SG
+ Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMDEKANPFYATVGFKVERGELNSGITYT  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P  R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLHRKDYLLHVLK  645

>WP_061884320.1 GTP-binding protein [Bacillus thuringiensis]
 AMR03317.1 tetracycline resistance protein [Bacillus thuringiensis]
 PNK38787.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 233/661 (35%), Positives = 375/661 (57%), Gaps = 
41/661 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT++L   L
+K+N
Sbjct  61   



VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKVLMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVINEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L        +  L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALIPAHTSVQNETLSGVVFKIERESSGEKITYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGV  458
               L EKY L+       V+ +E+P+    H++ +     NPF+A++G  V    L  
G+
Sbjct  406  ETTLFEKYNLQVTFSNTRVVCIEKPI-
GIGHSVEVMGEKANPFYATVGFKVERGELNCGI  464

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+
Sbjct  465  
TYKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRN  524

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L PIVL  ALK++ T + EP   F L  P+  +S A +      AT     +  +    



T
Sbjct  525  
LTPIVLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLT  584

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMF  635
            G +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ 
Sbjct  585  
GSLPVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVL  644

Query  636  Q  636
            +
Sbjct  645  K  645

>WP_103622490.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 231/658 (35%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289



            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIQT  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALKKAETYVYEPVNEFELTVPKQAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098284721.1 GTP-binding protein [Bacillus thuringiensis]
 PER36214.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.



 Identities = 228/650 (35%), Positives = 360/650 (55%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                    +  L G VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI +
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYIRVFSGSLHVRKYVDIQRDESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G  V++     GE   +   + +++ D++G+ T   +     +  P +  
+I  
Sbjct  301  MCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEASI--  356

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  357  -
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469



            +       V+ +E+P+   +    +    NPF+A++G  V    L SGV Y   V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYHLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+++
Sbjct  536  
QAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSLPVAKTESF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088867818.1 GTP-binding protein [Bacillus cereus]
 ASI84058.1 Ribosome protection-type tetracycline resistance 
associated protein 
[Bacillus cereus]
 PGX19366.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 367/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++



Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPAHTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636



            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098911125.1 GTP-binding protein [Bacillus thuringiensis]
 PGW78905.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++ +++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYSIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKIAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P



Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
LVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_064475662.1 GTP-binding protein [Bacillus wiedmannii]
 OAK05086.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 361/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +      ++   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIKYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++ +++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLESYVNNEIVPGTLLREELIKQIAQANVYLIFFGSAMTGMGVTELLENISA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K
Sbjct  240  
LFPAKKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGEALAHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G  V+  T   GE   +     +++ D++G+ T   +     +P       
Sbjct  300  --
KICMFHNGNAVQVSTVSSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIE  357

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              PK     ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  358  AVPK-----
ERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+PL   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPLGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  



GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
Sbjct  533  
ALKQADTFVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFINDSYQLTGSLPVTKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY   +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGY-TKLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_076305359.1 GTP-binding protein [Paenibacillus odorifer]
 OMD64078.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 391 bits (1005),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 228/620 (37%), Positives = 347/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292



            +   +   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYYPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLLNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G I        G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRIEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEVLQQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFDGYE  626

>AFT65576.1 TetM, partial [Clostridioides difficile]
Length=334

 Score = 380 bits (975),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 187/334 (56%), Positives = 247/334 (74%), Gaps = 0/334 
(0%)

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191



            Q G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLEKY++
Sbjct  1    
QNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMS  60

Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
            G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + 
LCG
Sbjct  61   
GKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCG  120

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
            +VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D 
AY G
Sbjct  121  
NVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSG  180

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +
++D+
Sbjct  181  
EIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDS  240

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK 
A +T
Sbjct  241  
DPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYT  300

Query  432  IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            IHIEVPPNPFWASIGLSV PL LGSGVQYES VS
Sbjct  301  IHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVS  334

>WP_000207792.1 GTP-binding protein [Bacillus cereus]
 EEL64525.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
F65185]
 PEY52163.1 tetracycline resistance protein [Bacillus cereus]
 PFE38052.1 tetracycline resistance protein [Bacillus cereus]
 PFI72857.1 tetracycline resistance protein [Bacillus cereus]
 PFJ71100.1 tetracycline resistance protein [Bacillus cereus]
 PFK36532.1 tetracycline resistance protein [Bacillus cereus]
 PFN34350.1 tetracycline resistance protein [Bacillus cereus]
 PFR74145.1 tetracycline resistance protein [Bacillus cereus]
 PFU44089.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.



 Identities = 230/652 (35%), Positives = 361/652 (55%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G  TR  +     +  P + 
T I
Sbjct  300  -KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGGRTRYIKDIHFAE--
PQMETAI  356

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
                A  +ER+ D   AL +L + D L++   D I HE+ +   G VQ EV+   L 
+KY
Sbjct  357  E---
ALPKERIHDLYAALMELCEEDSLIQVWKDDIHHELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467



             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELHSGISYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP  +F L  P++ +S A +      AT        +    TG +P    
+
Sbjct  534  
LKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            +++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  594  SFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_074533382.1 GTP-binding protein [Bacillus cereus]
 ASZ17341.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 391 bits (1004),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 362/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------



AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G +  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGAKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGKRTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + D L++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDSLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 



+ H+
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFTTKSAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_074110803.1 GTP-binding protein [Paenibacillus sp. P46E]
 OKP98953.1 GTP-binding protein [Paenibacillus sp. P46E]
Length=659

 Score = 391 bits (1005),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 231/647 (36%), Positives = 361/647 (56%), Gaps = 
20/647 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHMLYESGRIKAVGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
EWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTD----IE  173
            +IF+NK+D+ G + ++V+   R  LS DI+ ++Q +    +      +  E  D     
E
Sbjct  130  
LIFLNKMDRVGANPEAVLAQARTYLSGDILPVQQALGQEQDYAGAVDLWAEGADPAARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E ++ LLE Y++G P++     ++   +    ++FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEALLEVYMSGAPLAVADWKKQLVAKTASGTMFPLVYGVAAKGLGITQLLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +E + 
K+T
Sbjct  250  
MTDYFPRAGGNPELPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYSQELQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G      T   G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGTLEAGDIAVVYGLTGVRIGDVLGLPDAIPQE--
AKLAVPLLTVRVH  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             +      +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  +Y 
L+ 
Sbjct  368  
WEADIDEHQVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLDSRYGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    +   + P P WA +   + P+  GSG+QYES V    
L  
Sbjct  428  TFGQPSVIYKETPSQAGEGYVAY-
LMPKPCWAILRFKIEPVPPGSGLQYESLVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQNETARRVPEALMQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDGLNRV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
             L+ YT GRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  607  SLSSYTKGRSTFTSFFAGYEEC--PPDVRAERTRRGVNPLDQARYIL  651

>WP_000691752.1 GTP-binding protein [Streptococcus pneumoniae]
 EHD62634.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA41538]
 EHZ99046.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA05578]
Length=288

 Score = 378 bits (970),  Expect = 3e-124, Method: Compositional 
matrix adjust.
 Identities = 183/288 (64%), Positives = 226/288 (78%), Gaps = 0/288 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV++GTT+TD   



LERQRGITIQ A+
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDRGTTKTDNTLLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   K+NI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWKNTKMNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY +G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V ++ +EK
Sbjct  241  STHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISEKEK  288

>WP_089149480.1 GTP-binding protein [Bacillus sp. M13(2017)]
 OXB96309.1 tetracycline resistance protein [Bacillus sp. M13(2017)]
Length=647

 Score = 391 bits (1004),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 234/661 (35%), Positives = 375/661 (57%), Gaps = 
41/661 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------



DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVINEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L        +  L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALIPAHTSVQNETLSGVVFKIERESSGEKITYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGV  458
               L EKY L+       V+ +E+P+    H++ +     NPF+A++G  V    L  
G+
Sbjct  406  ETTLFEKYNLQVTFSNTRVVCIEKPI-
GIGHSVEVMGEKANPFYATVGFKVERGELNCGI  464

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+
Sbjct  465  
TYKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRN  524

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L PIVL  ALK++ T + EP   F L  P+  +S A +      AT     +  +    
T
Sbjct  525  
LTPIVLMDALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFREPILNNNSYQLT  584



Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMF  635
            G +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ 
Sbjct  585  
GSLPVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVL  644

Query  636  Q  636
            +
Sbjct  645  K  645

>WP_090911413.1 GTP-binding protein [Paenibacillus sp. cl141a]
 SEM04087.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus sp. 
cl141a]
Length=648

 Score = 391 bits (1004),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 229/653 (35%), Positives = 363/653 (56%), Gaps = 
22/653 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIG+LAHVDAGKTTLTE +L+ +G I + GSV+ G T TD++ +ER+RGITI+
+A  
Sbjct  3    
NILNIGVLAHVDAGKTTLTEQILFKAGIIEQAGSVDHGNTTTDSLDIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF++EV  SL+VLDG ILVISA +GVQ+QTR+L   L+
+  I
Sbjct  63   
SFMLGDLQVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQSQTRVLMQTLKEQKI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE---
ENTDIEAW-DA  177
            PT++F+NKID+ G D + V   +R  L   I    +V       ++    +     
W + 
Sbjct  123  
PTLLFMNKIDRMGADYRKVYAMIRHLLDEHICEMSSVIKEGSAAVQVDAADPHHAGWVET  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND LL  Y    PIS ++L  E +R+ +    +P++ GSA KGLGI+PL+ A
+   
Sbjct  183  
LALSNDDLLNDYALDIPISHQRLQEELRRQTRQGKAYPLFAGSAAKGLGIEPLLQALGDF  242

Query  238  F--QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291



            F   P        L G VFKV     G+R VYLRLY+G+++ RD + +  +      
LK+
Sbjct  243  
FPVNPSSMLQQEPLSGLVFKVIRRPNGERNVYLRLYAGSIQYRDEIPVIHQNGQTSTLKV  302

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTTI  350
             ++    +G+ +       G+I IL    +++ DV+G  + R+    +++ P   +
+  +
Sbjct  303  KQLHALHQGKSIPVHGIGAGDIAILIDGELKVGDVIGSVSGRMKTVHFQKPP---
IQVQV  359

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +   +A++ +L  AL+ L + DP L+   D+ T + ++   G+VQ E++   + +
+Y +E
Sbjct  360  
SAVHSAEKHQLHAALSDLTEEDPFLQYSQDAKTSQNVIHVFGKVQQEILLETILQQYGIE  419

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V   P VI +E+P        +I     PF+A++G+ V P   G+G+QY   V 
LG L 
Sbjct  420  AVFSAPRVICIEKPYGTGEAVEYI--
GECPFYATVGIRVEPGEFGTGIQYRLEVELGSLP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +FQ A++D +   L++GL+GW VTD  +   +  Y SPVST  DFRSL P+VL  
AL +
Sbjct  478  
LAFQKAIKDTVFEVLQEGLYGWAVTDTIVTLTHTGYASPVSTAKDFRSLTPLVLMAALDQ  537

Query  531  SGTQLLEP--
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +GT++ EP   + FIL  P+  LS+          T +      D V   G +P R    
Sbjct  538  AGTEVYEPINVIQFIL--
PENSLSKVLSKLAALDGTYQEPAFHNDTVHVHGTVPVRTTDL  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ--KVM  
639
             + ++   T+G  +   +  GY        +  RR  + L++  +M    K+M
Sbjct  596  LKAEVHSLTSGEGMLTVKPGGYTRVHAPFPVNTRRQVNPLNRGEYMLHLNKIM  
648

>WP_097271842.1 GTP-binding protein [Streptomyces sp. TLI_55]
 SNX65718.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. TLI_55]
Length=654

 Score = 391 bits (1004),  Expect = 4e-124, Method: Compositional 
matrix adjust.



 Identities = 244/650 (38%), Positives = 351/650 (54%), Gaps = 
39/650 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFVVDDITVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLS-------
PEIVLEENTDI  172
            IPT++F+NKID+ G     V+ ++ ++L+  I+ + + V L        P  V       
Sbjct  121  
IPTLVFVNKIDRRGARYDGVLDALAERLTPAIVPMGRAVGLGTREAGFVPRAV-------  173

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             A D + +++D+LL  Y+ G  ++  +L      + + A + PVY+GSA  G G+  
L+D
Sbjct  174  -APDVLADHDDELLAAYLDGT-
LADGRLRAALVAQTRQALVHPVYFGSAVTGAGVPELID  231

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKI  291
             +  L           + GSVFKVE    G++  Y RL+SGTLR RD V     RE
+ ++
Sbjct  232  
GIKELLPAADGDPEGPVSGSVFKVERGPAGEKVAYARLFSGTLRTRDRVPFGPAREEGRV  291

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRT  348
            T + +   G  VR D    G I  L     +R+ D +G+    PRKR      P P 
L T
Sbjct  292  TAVSVFDHGTDVRADAVPAGRIARLWGLGDIRIGDTIGE----PRKRHGHFFSP-
PTLET  346

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P     R  L  ALTQLA+ DPL+    D +  E+ +S  G VQ EV+ A L
+E++ 
Sbjct  347  
VVVPGPGTDRRDLHLALTQLAEQDPLIDLRHDEVRQELSVSLYGEVQKEVIEATLAEEFG  406

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L    +E + + +ERP    +    I+   NPF A++GL V P   G+GV +   V 



LG 
Sbjct  407  
LAVGFRETTPLCIERPAGTGAAAEFIKKDANPFLATVGLRVDPAPPGTGVTFGLEVELGA  466

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADF  516
            +  +F  AV D +R  L QGL GW V DC +   +  Y+            S  ST 
ADF
Sbjct  467  
MPYAFFRAVEDTVRETLAQGLHGWQVADCAVTMTHSGYWPRQSHAHQGFDKSMSSTGADF  526

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL +AL+ +GT++ EP   F L AP + L           A  ET + +    
V
Sbjct  527  
RGLTPLVLAEALRRAGTRVYEPMHRFRLEAPADTLGALLPVLSAARAVPETTETRGALCV  586

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              G +PA  +      L   T G +   +  + Y    G   + P RP +
Sbjct  587  LEGVVPAARVHGLEQRLPGLTRGEAEWESAFEDYAPVAGGDDV-PERPRT  635

>WP_098834199.1 GTP-binding protein [Bacillus thuringiensis]
 PGV02720.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 391 bits (1004),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 370/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ + + LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIIEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLALFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++    L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKPPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVSSSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645



>WP_098926545.1 GTP-binding protein [Bacillus cereus]
 PEF92240.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 391 bits (1004),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 230/652 (35%), Positives = 361/652 (55%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G  TR  +     +  P + 
T I
Sbjct  300  -KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGGRTRYIKDIHFAE--
PQMETAI  356

Query  351  APKTAAQRERLLD---



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
                A  +ER+ D   AL +L + D L++   D I HE+ +   G VQ EV+   L 
+KY
Sbjct  357  E---
ALPKERIHDLYAALMELCEEDSLIQVWKDDIHHELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELHSGISYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP  +F L  P++ +S A +      AT        +    TG +P    
+
Sbjct  534  
LKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            +++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  594  SFKRILHSFTEGEGIFTTKPTGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_074608511.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 390 bits (1003),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 237/662 (36%), Positives = 364/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   



VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+   + + +V+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRSANSEKIVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVVLGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P++ +S A +      AT        D    



TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNGFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_098022276.1 GTP-binding protein [Bacillus cereus]
 PED40040.1 tetracycline resistance protein [Bacillus cereus]
 PEG07118.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 390 bits (1003),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 241/656 (37%), Positives = 364/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179
            IPT+IF+NKID++G + + VV+ ++D LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKDVLSNEAF--
PFYSVENEGTKEARIFEYKSYDDCI  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+REE  +++  A+LFP++ GSA  G+G+  L
++ +
Sbjct  179  ELLAPYNESLLESYVNDEIIP-
DILLREELIKQIAQANLFPIFCGSAMTGIGVTELLENI  237



Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREK  288
            + L        +  L G VFK+E    G++  Y+R++SG L +R  V       LA 
+EK
Sbjct  238  
SDLIPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGRLHVRKYVHILRDDTLAHKEK  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P     
Sbjct  298  IK--
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D I HE+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIEALPKERIHDLYAALMELCEEDPLIQVWKDDIHHELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+        +    NPF+A+IG  +    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGISYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL ++ T + EP   F L  P+  +S A +      AT    ++  D    TG 
+P  
Sbjct  531  
MDALIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_106535987.1 GTP-binding protein [Haloactinopolyspora alba]
 PSL07020.1 ribosomal protection tetracycline resistance protein 
[Haloactinopolyspora 
alba]
Length=662



 Score = 391 bits (1004),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 239/656 (36%), Positives = 355/656 (54%), Gaps = 
23/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I + G V+ G TRTD + LER RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDDVGRVDDGDTRTDFLALERTRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
ASFVVDDVAVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDI  172
            IPT++F+NK+D+AG     VVQ VR+KL+AD +   +V+ +        P    + 
+   
Sbjct  121  
IPTLVFVNKVDRAGARPDDVVQDVREKLTADCLPMGSVAAAQTREARHVPFDAADTSFAT  180

Query  173  EAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D + E++D LL  Y+  E  +  + +R+    +   A + P+Y+GSA  G G+  
L+
Sbjct  181  
ALLDLLTEHDDALLAAYVDDEAAASGRRLRDALATQTARARVHPLYFGSAITGAGVDDLV  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +T L             G VFKV     G++  Y+R+ SGTLR+R+TV      
+ K+
Sbjct  241  
AGITALLPTTDGGAEGPPSGVVFKVGRGRAGEKIAYVRMVSGTLRVRETVPFRDGRESKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRT  348
            T + +  +G  V  DT   G+I  +   D VR+ D +G P   P +R RE     P 
L  
Sbjct  301  TAIHVFDRGAAVARDTVVAGQIGTVRGLDDVRVGDAIGSP---
PAQRTREHQFAPPTLEA  357

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P   A    L  ALTQLA+ DPL+    D +  EI +S  G VQ EV+ A L+
++Y 
Sbjct  358  
VVVPGEHADPAALHVALTQLAEQDPLIGLRRDDVRREISVSLYGDVQKEVLQATLADEYG  417



Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+   +E + +++ERP+   +    +    NPF A +GL V P  + +GV++   +  
G 
Sbjct  418  
LDVAFRETTTLFIERPVGTGTAVEIMGADDNPFRAGVGLRVEPAPVDAGVRFRLGIERGS  477

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY-------YSPVSTPA-
DFRSLA  520
            L  +F  AV + +   L+QGL GW VTDC +      Y       +S +ST A 
DFR L 
Sbjct  478  
LPHAFVKAVEETVHRTLDQGLHGWRVTDCTVTLTDSAYTPAPPTGWSAISTSAGDFRQLT  537

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  AL+++GT++ EP   F L  P +          +  A    A+ +    V  
G 
Sbjct  538  
PLVLMSALRQAGTRVHEPMHRFRLEVPDDVYGSVLPALARLRAVPGAAEAQGRTFVVDGT  597

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            +PA      +  L   T+G  V       YQ   G P  +PR  ++ LD+  ++ +
Sbjct  598  VPAATTDELQRLLPSLTHGDGVLECGFDHYQPVSGPPPSRPRTDHNPLDRKEYLLR  
653

>WP_054236553.1 GTP-binding protein [Actinobacteria bacterium OK006]
 KPH99806.1 small GTP-binding protein [Actinobacteria bacterium 
OK006]
Length=659

 Score = 391 bits (1004),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 237/649 (37%), Positives = 349/649 (54%), Gaps = 
29/649 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEAWD  176



            T++F+NKID+ G   + V+ +V  +L+  I+       + T      +  E    +   
D
Sbjct  121  
TLVFVNKIDRGGASCERVLDAVAARLTPAIVPLGEVRAQGTRDARFGLFDEARLGVPLLD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E++D LL  Y+ G  +S + +     R+   A + PV++GSA  G G+  L+  
+  
Sbjct  181  LLSEHDDALLAAYVEGR-
VSYDLIRAALVRQTGQALVHPVFFGSAVTGAGVDELIAGIRE  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L           + GSVFKVE    G++  Y R++SGTLR RD + L   E+ ++T 
+ +
Sbjct  240  
LLPRAEADVDGPVSGSVFKVERGPAGEKIAYARMFSGTLRTRDRLPLGDGEEGRVTAISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  VR  +   G I  L     +R+ D +G P +         P P L T + 
P   
Sbjct  300  FDRGAAVREQSVAAGRIGKLWGLADIRIGDTIGVPRKSSAGEHHFSP-
PTLETVVEPCRP  358

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+   L++++ ++ 
+ +E
Sbjct  359  
ADKGALHGALTQLAEQDPLIDLRQDETRKEISVSLYGEVQKEVIQTTLADEFGIDVLFRE  418

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERPL + +    I+   NPF A++GL V P  +GSGV++   V LG +  
+F  
Sbjct  419  
TTPLCIERPLGSGAAVEFIKKGLNPFLATVGLRVDPAPVGSGVEFRLEVELGAMPYAFFK  478

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D ++  L QG+ GW V DC +   +  Y+            S  ST ADFR L 
P+V
Sbjct  479  
AVEDTVKETLAQGIHGWQVADCTVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLTPLV  538

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  G 
IP 
Sbjct  539  
VMDALRAAGTQVYEPMHRFRLEAPADTLGAVLPVLAKQGAVAGTTELRSASCVLEGRIPV  598



Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  629
              +      L   T G          Y      PV++   P RP + L+
Sbjct  599  ARVHGLERQLPGLTRGEGELECAFDHY-----APVLRGAVPDRPRTDLN  642

>WP_098977837.1 GTP-binding protein [Bacillus wiedmannii]
 PHG73659.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 390 bits (1003),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 233/660 (35%), Positives = 368/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L   +       L G VFK+E    G++  Y+R++SG L +R  V       
L
Sbjct  233  
LLEKLPALIPALTSAPEEPLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIKRGDVL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
              +EK+K T +     G +V++     GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  GHKEKIKKTCLF--



HNGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L 
SG+ 
Sbjct  406  
ETTLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGDLNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_000207808.1 GTP-binding protein [Bacillus cereus]
 NP_832772.1 tetracycline resistance protein [Bacillus cereus ATCC 
14579]
 AAP09973.1 Tetracycline resistance protein tetP [Bacillus cereus 
ATCC 14579]
Length=647

 Score = 390 bits (1003),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 231/657 (35%), Positives = 364/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V



Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEAQIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G
+  +
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGIGVFEI  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522



             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMGALKKAETYVYEPVNEFELTVPKQAISTAMYKLAAVPATFAEPILYNDSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  589  
VAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_016122745.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EOQ12034.1 small GTP-binding protein domain protein [Bacillus 
cereus VD184]
 KXY17065.1 tetracycline resistance protein [Bacillus cereus]
 OTY96252.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
subtoxicus]
Length=647

 Score = 390 bits (1003),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 366/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------



AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDGCMELLASFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPAHTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L  KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYNKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 



+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088059261.1 GTP-binding protein [Bacillus mycoides]
 SCM95449.1 Small GTP-binding protein domain protein [Bacillus 
mycoides]
Length=647

 Score = 390 bits (1003),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 233/653 (36%), Positives = 361/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEIGRVDNGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVNI+DTPGH DF+AEV R+  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIGDLKVNIIDTPGHADFIAEVERAFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + V++ +++ LS D       S   E   E    + ++
+D  +
Sbjct  121  IPTVLFVNKIDRSGANTEKVLKQIKEILSYDAF--
PFYSAENEGTKEARIIEYKSYDDCM  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E +    L +E + ++Q A+++P+++GSA  G+G+  L+  
++
Sbjct  179  
ERLALYNESLLASYVNNEIVPDILLRKELEIQIQQANVYPIFFGSAMTGMGVAELLGNIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291
             L        +  L G VFK+E    G++  Y+R++SG+L +R  V +   E    
K KI
Sbjct  239  
ALIPANKSAQNETLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESQSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G  V+T T + GE   +    ++++ D++G+ T   +     +P        
Sbjct  299  



KKMCMFHNGTAVQTSTVHSGEFCKVWGLSNIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEIMGEKANPFYATIGFKVERGKHNSGITYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMNA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKQADTCVYEPINEFELTVPEHAISTAMYKLAAIPATFAEPILNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +   +  G+   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTAKPAGF-TKLNAPFPTRKRVDFNPLNRKDYLLHVLK  
645

>WP_098057015.1 GTP-binding protein [Bacillus wiedmannii]
 PEK27516.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 390 bits (1003),  Expect = 4e-124, Method: Compositional 
matrix adjust.
 Identities = 230/659 (35%), Positives = 363/659 (55%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPIFFGSAITGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L        +  L G VFK+E    G++  Y++++SG L +R  + +   
E L 
Sbjct  234  
LENISDLIPANKPAENETLSGVVFKIERESSGEKIAYVKVFSGNLHVRKYIDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P   
Sbjct  294  
HKEKIKKMCLFHNGDALQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGVGNSMEVMGEKANPFYATIGFKIERGELNSGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L PI
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPI  528



Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKQAETYVYEPVSEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T   G+     +P    R+     P +R D + H
+ +
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTNPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098686565.1 GTP-binding protein [Bacillus cereus]
 PFW29406.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 390 bits (1003),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 367/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  



LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKKAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098430929.1 GTP-binding protein [Bacillus cereus]
 PFF33642.1 tetracycline resistance protein [Bacillus cereus]
 PFI44725.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 390 bits (1003),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 226/648 (35%), Positives = 355/648 (55%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKETRIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  + I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNKIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E    G++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRK-
RWREDPLPMLRTTIA  351
            M +   G+ V++ T   GE   +    ++++ D++G+ T   +  R+ E   P +   
I 
Sbjct  301  MCMFHNGDAVQSSTVQSGEFCKVWGLSNIKIGDIIGERTDYIKDIRFAE---
PQMEAAIE  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L  AL +L + DPL++   D + +++ +   G VQ EV+   L EKY 
L+ 
Sbjct  358  
AMPKERTHDLYAALMELCEEDPLIKVWKDDVHNKLYIRLFGEVQKEVIETTLCEKYNLQV  417



Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A++G  V    L S + Y+  V LG 
L  
Sbjct  418  
TFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATVGFKVERGELNSDITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHSGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP   F L  P   +S A +      AT    ++  D    TG +P    + 
++ 
Sbjct  538  
ETCVYEPLNEFELTVPAHAISTAMYKLAAIPATFAEPKLYNDSYHLTGSLPVAKTEDFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T   G+         + R    P +R D + H+ +
Sbjct  598  MLHSFTEGEGIFATRPGGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_018759654.1 GTP-binding protein [Paenibacillus terrigena]
Length=649

 Score = 390 bits (1003),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 228/614 (37%), Positives = 339/614 (55%), Gaps = 
10/614 (2%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +E++RGI+++AA
+TSFQ
Sbjct  6    
NVGIFAHVDAGKTTTTEHMLYESGRIRSLGSVDAGTALTDSMDIEKERGISVRAAMTSFQ  65

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    VN+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQAQT ++++ALRK+ 
IPT+
Sbjct  66   
WKGQSVNLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQAQTEVIWNALRKLRIPTL  125

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-VSLSPEIVLEE----
NTDIEAWDAVI  179
            IF+NK+D+ G D  SV++ +   LSAD+I  Q  + +  +    E    N D   +
+ + 
Sbjct  126  
IFVNKMDRIGADAASVMEGIHKYLSADVIPLQVPIGVEQDFRGAENGWMNGDESVYEFLA  185



Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            + N+ LL++Y+ G+ I+     +      Q A +FP++YG+A KG+G+  +MDA+     
Sbjct  186  
DRNEDLLQRYLNGDTINLSDWKQHAIDMSQRAEIFPLFYGAAGKGIGVTAVMDAMVEYLP  245

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPS  298
                   A L G VFK+E      R  Y+RLY G +R RD +    ++ + KIT+
+R   
Sbjct  246  
AAQGDTEAPLSGIVFKIERDKTMGRMAYVRLYEGVMRNRDMIYNHTQQLEEKITQIRKVD  305

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             G          G+I  +     VR+ D+LG P  +P +      +P+L         
A+
Sbjct  306  GGRSEDIGVLQAGDIAAVCGMTQVRIGDMLGRPDAIPDE--
ARLAVPLLTVQAHWVNEAE  363

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
              R++ AL +L+D DPLL  +      E+ +  +G +QLE+++ +L+ +Y L+    
+PS
Sbjct  364  
YPRVVQALQELSDEDPLLDVQWMQDERELHVKVMGPIQLEILTNMLANRYGLQVQFGQPS  423

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIY E P  A    I   + P P WA +   + P   GSG+ YE+ V    L   
+QN V
Sbjct  424  VIYKETPALAGEGFIAYTM-
PKPCWAILRFRIEPGPRGSGLHYEADVRTEKLLLQYQNEV  482

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
               +   L+QGL GW VTD  +    G ++   + P DF    P+ +   L   
GTQLLE
Sbjct  483  
ARRVPEALQQGLHGWEVTDLTVKLIDGEHHVWHTHPLDFAVATPMGIMDGLANVGTQLLE  542

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P L F +  P+E+  R  +D      T E   +  D +V  G +P      Y  +L   
T
Sbjct  543  
PILQFRIVVPEEFGGRVMNDLILMRGTFEPRSLYGDRMVIEGRVPVATSLDYPMELGSLT  602

Query  598  NGRSVCLTELKGYQ  611
             GR    T   GY+
Sbjct  603  KGRGTIATFFDGYE  616



>WP_035700787.1 GTP-binding protein, partial [Glycomyces tenuis]
Length=624

 Score = 390 bits (1001),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 235/625 (38%), Positives = 331/625 (53%), Gaps = 
26/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G   E GSV+ G+T TD++ LER+RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHEAGVTDEIGSVDDGSTLTDSLALERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LVISA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFALGETTVNLIDTPGHPDFIAEVERALGVLDGAVLVISAVEGVQAQTRVLMRALRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT--------DI  172
            IPT++F+NKID+ G     +++ + +KL    I   TV   P +     +          
Sbjct  121  
IPTLLFVNKIDREGARYGGLLREIAEKLDPSTIAMDTVVRVPGLRARTRSLPRTDQVFGA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            E  D + E++D  L  Y+  E   + E+L R    +   A +FPV++GSA  G G+
+ L 
Sbjct  181  
ELADLLAEHDDAFLADYVRDERSATPERLRRSLAAQTGRARVFPVHFGSAITGEGVEGLT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + +  L           + G+VFKVE    G++  Y RL+SGT+R+RD +     +
+ K 
Sbjct  241  
EGIRHLLPAAAADADGPVSGTVFKVERGPAGEKIAYARLFSGTIRVRDRLPFGDGKEGKA  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL-
PRKRWREDPLPMLRTTI  350
            T + +  +G   R  +   G I  L      L+  +GDP  L P  R      P L 
T +
Sbjct  301  TAVSVFDQGTDRRRPSVEAGRIAKLWG----
LDARIGDPIGLEPPTRTEHFAPPTLETVV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P     +  L  ALTQLA+ DPL+    D    E+ LS  G VQ EV+ A L+E+
+ L+
Sbjct  357  



VPSRPGDKGALHLALTQLAEADPLIGLRHDERRSELSLSLYGEVQKEVIGATLAEEFGLD  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +  +VI +ERP  +     HI   PNPF A++GL + P   GSG+ +   V 
LG + 
Sbjct  417  
VDFRASTVICVERPTGSGEAVEHIAKAPNPFLATVGLRIDPAPTGSGIGFRLGVELGSMP  476

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV + +   L QGL GW V DC +   +  Y+            S  ST  
DFR 
Sbjct  477  
FAFFKAVEETVHETLAQGLRGWQVADCTVTMTHSGYWARQSTAHGGFDKSMSSTAGDFRG  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL+ +GT + EP   F L  P E L        K  A  ET ++   E    
Sbjct  537  
LTPLVLMDALRTAGTAVHEPIHRFRLDLPAEALGPVLAALAKLRAVPETPRLNGGECTLE  596

Query  579  GEIPARCIQAYRTDLAFYTNGRSVC  603
            G +PA  +      L   T G  V 
Sbjct  597  GTVPAASVHELGQRLPSLTGGEGVA  621

>WP_076307103.1 GTP-binding protein [Paenibacillus odorifer]
 OME00692.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 391 bits (1004),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 226/620 (36%), Positives = 348/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E



Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPIGKEKEYIGARDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLLNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEE--
AKLAVPLLTVHVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             +      +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  368  
WEPDMDDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+



Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_006677586.1 GTP-binding protein [Paenibacillus dendritiformis]
 EHQ61398.1 tetracycline resistance protein [Paenibacillus 
dendritiformis 
C454]
Length=658

 Score = 391 bits (1004),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 230/664 (35%), Positives = 356/664 (54%), Gaps = 
36/664 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE LLY +  I E G V+ G+T+TD++ LER+RGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERLLYETKVIRELGGVDSGSTQTDSLELERRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV R+  VLDGA+LV+SA +G+QAQT++L   L 
K+ 
Sbjct  61   
VSFIVNEVKINLIDTPGHADFIAEVERAFGVLDGAVLVLSAVEGIQAQTKLLMAVLEKLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS----------------
ADIIIKQTVSLSPEI  164
            IP ++F+NKID++G   ++V ++VR +LS                ADI+ KQ    
+PE 
Sbjct  121  
IPVILFVNKIDRSGAQPEAVFEAVRQRLSRSAIPLYGTVQAGTRQADIVKKQCGKENPEF  180

Query  165  
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
                    +  +   +++++LL  Y+ G  ISR ++     R +++A ++P+  
GSA  G
Sbjct  181  YA------
QCIELAADHDEQLLASYVYGGEISRFRIEETLTRLIREARVYPILAGSAMTG  234

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            +GI  L++A+T           A L G+VFK++    G++  Y+R++SG+  +R T
+ + 
Sbjct  235  
IGINELLEAITRFIPAPQPSADAPLSGAVFKIKRASSGEKIAYIRVFSGSFGVRQTIQVN  294

Query  285  GREK--------LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPR  335
             ++          K+  ++I  +G      +A  GE   +     VR+ DV+G  +   
R
Sbjct  295  



RKQDDGQIEAACYKVKRIQIFDRGRTADAASAGAGEFCKVWGLKEVRIGDVIGTWSERIR  354

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
            +     P    R    PK+      L  AL  +A+ DPL+    D    E  +   
G VQ
Sbjct  355  ELRVAAPQMESRIEAVPKSGDH--
ALYQALMNMAEEDPLIHLWRDEHHRETYIRLFGEVQ  412

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             EV+ A L E Y+L+    E  ++ +E+P         +    NPF+A++G  + P   
G
Sbjct  413  
KEVIEATLKEAYQLDVRFAETRIVCIEKPRGTGKAVEFMGAEGNPFYATVGFRIDPGEAG  472

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SGV Y   V LG L  +FQ A+ D +   L QGL+GW VTD  +   +  Y SPV+  
AD
Sbjct  473  
SGVTYRLEVELGSLPLAFQAAIEDTVYATLRQGLYGWEVTDIAVTLTHTGYASPVTVAAD  532

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL +AL  +GT + EP   + L  P   +S A H      A ++   +  
D  
Sbjct  533  
FRKLVPLVLMEALSRAGTDVYEPIHEYELTIPAGSISSAMHRLAGLQAVMKEPVMSGDTC  592

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPR--
RPNSRLDKVR  632
            + TG IP +  + ++  L   T G  V +    G+ +   G PV +     P +R 
D + 
Sbjct  593  
LLTGTIPVKTAETFKRSLHAITEGEGVFIARPCGFIRMESGYPVRKRSDYNPLNRKDYLL  652

Query  633  HMFQ  636
            H+ +
Sbjct  653  HVLR  656

>WP_093782400.1 GTP-binding protein [Streptomyces guanduensis]
 SDM73401.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
guanduensis]
Length=672

 Score = 391 bits (1005),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 247/667 (37%), Positives = 352/667 (53%), Gaps = 
38/667 (6%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+TRTDT+ LE+QRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLFTAGVIDTVGSVDTGSTRTDTLALEKQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QT +L   
LR++ 
Sbjct  61   
VSFTLGGTAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTLVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--IKQT------
VSLSPEIVLEENTDI  172
            IPT++F+NKID++G DL+  +  +  +L+AD +  ++ T       +  P    +     
Sbjct  121  
IPTLVFVNKIDRSGADLERTLAGITTRLTADAVAMVRATGQGTRRAAALPCDGADPAFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               + +  ++D+LL  Y+  E   P  R      EQ     A + PVY GSA  G 
GI+ 
Sbjct  181  RLAEVLAGHDDRLLAAYVTDEQALPYPRLAAALAEQ--
TGRALVHPVYAGSAVTGAGIEA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L+D +  L           + G+VFKVE    G+R  YLR++SGT+R+RD +      
A 
Sbjct  239  
LVDGIAHLLPATAGDPEGPVSGTVFKVERGPAGERIGYLRMFSGTVRVRDRLPVHRGGAR  298

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWRED  341
            AG  + K+T +R+   GE VRTD    G I  V  P+D +R+ D +G+     ++  
R  
Sbjct  299  AG--EAKVTALRVFEAGEDVRTDAVAAGRIARVWGPAD-IRVGDTIGEAGE--
QRDGRHF  353

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T +       R  L  ALT+LA+ DPL+    D    EI +S  G VQ 
EV+ A
Sbjct  354  
APPTLETVVTACRPGGRTALFAALTRLAEQDPLIDVRQDETRGEIAVSLYGEVQKEVIQA  413

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+E++ +E   +E + +++ERP    +     +   NPF A++GL V P   
GSGV + 
Sbjct  414  
TLAEEFGIEVGFRETTTLHIERPAGTGAAVEFNKQDGNPFLATVGLRVAPAPAGSGVSFR  473



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SP  509
              V LG +  +F  AV + +   L QGL GW VTDC +   +  Y             
S 
Sbjct  474  
LGVELGSMPYAFFAAVEETVHRTLAQGLHGWRVTDCAVEMTHSGYSARQSHAHAVFDKSM  533

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST ADFR L P+VL  AL+ +GT + EP   F L  P+  L        +  A   
T Q
Sbjct  534  
SSTGADFRGLTPLVLMAALRRAGTVVHEPVHHFRLDLPENALGAVLPVLARLGAVPRTQQ  593

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            V     V  G+IPA  +      L   T+G  V  +    Y+   G    +PR     
L 
Sbjct  594  
VSGGTHVLEGDIPAARVHGLEQQLPTLTSGEGVLESAFDHYRPVRGPAPARPRTGPDPLH  653

Query  630  KVRHMFQ  636
            +  ++ Q
Sbjct  654  RREYLLQ  660

>WP_086387007.1 GTP-binding protein [Bacillus thuringiensis]
 OTW59332.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
silo]
 OTW73112.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
toguchini]
Length=647

 Score = 390 bits (1003),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 232/653 (36%), Positives = 360/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KIYMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+Y+E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVYIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+
Sbjct  534  
LIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVAKTE  593



Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_098147955.1 GTP-binding protein [Bacillus wiedmannii]
 PEJ67054.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 390 bits (1003),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 232/653 (36%), Positives = 364/653 (56%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT+IF+NKID++G + + VV+ ++  LS +       +   +    I+  ++   
+  +
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKKILSNETFPFYSARNEGTKDAHIIAYKSYG-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I ++ L+REE ++++Q AS++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLASYNESLLASYVNDE-
IVQDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLEKLP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKI  291
             L           L G VFK+E    G++  Y+R++SG L +R  V +    A + 
K KI
Sbjct  239  
ALIPTHKSAQDETLSGVVFKIERESSGEKIAYVRVFSGCLHVRKYVDIQRGEALKHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350



             ++ +   G++V++     GE   I   + V++ D++G+ T   +     +P        
Sbjct  299  
KKICLFDNGDVVQSSIVPSGEFCKIWGLNDVKIGDIIGERTDYIKDIHFAEPQMEAAIEA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D++ +E+ +   G VQ EV+   L 
EKY
Sbjct  359  LPK-----
ERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIEVTLFEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGVGNSIEVMGEKTNPFYATIGFKIERGELYSGISYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++   + EP   F L  P+  +S A +      A         D    TG +P    
+
Sbjct  534  
LKQAEACVYEPVNEFELTVPEHAISTAMYRLAAISANFSEPIFNNDSYHLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  +  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMVHAFTEGEGIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_037346117.1 GTP-binding protein [Amycolatopsis sp. MJM2582]
 KFZ77261.1 GTP-binding protein [Amycolatopsis sp. MJM2582]
Length=633

 Score = 390 bits (1001),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 244/643 (38%), Positives = 338/643 (53%), Gaps = 
41/643 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D + V + + +KL+   I     ++ P+ V+         D 
+  
Sbjct  121  IPVLLFVNKLDRRGADPERVFREITEKLTPSAI-----TMDPDRVI---------
DLLAT  166

Query  181  NNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             ++  L  Y+  EP   +  +L  E   +V +    PVY+GSA  G GI  L D +  
L 
Sbjct  167  LDEDFLTGYLT-
EPDAFTPSRLRAELAAKVAEGRAHPVYFGSAITGAGIDALRDGIENLL  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                    A L G+VFKVE    G++  Y+RL+SG++ +RD V L   E  K+T + 
+  
Sbjct  226  PAKEADVHAPLSGTVFKVERAPGGEKIAYVRLFSGSVAVRDKVPLGDGEG-
KVTAISVFD  284

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             G  V + +A  G I  +    VR+ DVLG   R+   R+     P L T ++P   
A R
Sbjct  285  NGSAVPSASAEAGRIAKISGLDVRIGDVLGARPRMREARFSP---
PTLETVVSPVRPADR  341

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALT+L + DPL+    D +  E  +S  G VQ EV+ A L+++Y ++    
E + 
Sbjct  342  
GPLHQALTRLTEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGIDVTFSETTT  401

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            I +ER     S    I    NPF A++GL V P   GSG+ +   V LG +  SF  
AV 
Sbjct  402  ICVERVDGTGSAAELIGTASNPFLATVGLRVEP---
GSGISFRLEVELGSMPYSFIKAVE  458

Query  479  DGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQ  526
            D ++  L +G+ GW V DC +   +  YY            S  ST  DFR L P
+VL  



Sbjct  459  
DTVKETLREGIHGWEVRDCAVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVLMA  518

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+E+GT + EP   F L  P + L        +  A   T   K       
GEIPA   
Sbjct  519  
ALREAGTTVHEPLHRFTLQTPADTLGPVTALLARARAVPRTTLTKGGTAELEGEIPAAKT  578

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
                  L   T G     T   GY     +PV  P    SR D
Sbjct  579  HEVHQLLPSATRGEGALETSFHGY-----RPVRGPAPSRSRTD  616

>WP_060895799.1 GTP-binding protein [Streptomyces 
diastatochromogenes]
Length=659

 Score = 390 bits (1003),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 240/652 (37%), Positives = 351/652 (54%), Gaps = 
35/652 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEAWD  176
            T++F+NKID+ G   + V+ +V  +L+  I+       + T      +  EE       
D
Sbjct  121  
TLVFVNKIDRGGACCERVLDAVAARLTPAIVPLGEVRAQGTRDARFGLFDEERLGAPLLD  180

Query  177  AVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             + E+++ LL  Y+ G     + R  LVR+  +    A + PV++GSA  G G+  
L+  
Sbjct  181  LLSEHDNALLAAYVEGRVSYDLIRAALVRQTGQ----
ALVHPVFFGSAVTGAGVDELIAG  236

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293



            +  L           + GSVFKVE    G++  Y R++SGTLR RD + L   E+ 
++T 
Sbjct  237  
IRELLPRAEADVDGPVSGSVFKVERGPAGEKIAYARMFSGTLRTRDRLPLGDGEEGRVTA  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +  +G  VR  +   G I  L     +R+ D +G P +         P P L T 
+ P
Sbjct  297  ISVFDRGAAVREQSVAAGRIGKLWGLADIRIGDTIGVPRKSSAGEHHFSP-
PTLETVVEP  355

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ 
++ +
Sbjct  356  
CRPADKGALHGALTQLAEQDPLIDLRQDETRKEISVSLYGEVQKEVIQATLADEFGIDVL  415

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERPL + +    I+   NPF A++GL V P  +GSGV++   V LG 
+  +
Sbjct  416  
FRETTPLCIERPLGSGAAVEFIKKGLNPFLATVGLRVDPAPVGSGVEFRLEVELGAMPYA  475

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV D ++  L QG+ GW V DC +   +  Y+            S  ST 
ADFR L 
Sbjct  476  
FFKAVEDTVKGTLAQGIHGWQVADCTVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLT  535

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  
G 
Sbjct  536  
PLVVMDALRAAGTQVFEPMHRFRLEAPADTLGAVLPVLAKQGAVAGTTELRGASCVLEGR  595

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  
629
            IP   +      L   T G          Y      PV++   P RP + L+
Sbjct  596  IPVARVHGLERQLPGLTRGEGELECAFDHY-----APVLRGAVPDRPRTDLN  
642

>WP_059128016.1 GTP-binding protein [Streptomyces sp. NRRL F-5122]
 KUJ42478.1 GTP-binding protein [Streptomyces sp. NRRL F-5122]
Length=662

 Score = 391 bits (1004),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 240/648 (37%), Positives = 350/648 (54%), Gaps = 



28/648 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LLY +G I E GSV+ G+T TD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLYTAGVIDEIGSVDDGSTLTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--------
IIKQTVSLSPEIVLEENTDI  172
            IPT++FINKID+ G  L   ++++  +L+  +        I  +T  ++P    +     
Sbjct  121  
IPTLVFINKIDRGGAQLGRTLEALARRLTPSVVPMGRPERIGTRTAHVTPYDADDPAFSG  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               D + E++D+LL  Y+  + +S ++L      + + A + PV++GSA  G G+  
L++
Sbjct  181  RLLDVLAEHDDELLSAYVE-
DTVSYDRLHTALLEQTRRARVHPVFFGSAITGAGVPQLIE  239

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKI  291
             V  L    G   +  L G+VFKVE    G++  Y R++SG LR+RD V    GR 
+ ++
Sbjct  240  
GVKHLLPAAGGDPAGPLSGTVFKVERGPAGEKVAYARMFSGMLRVRDRVPFGDGRPEGRV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +  +G  VR D    G I  L   S VR+ D +G   R  ++R+     P L 
T +
Sbjct  300  TSISVFDRGTDVREDAVPAGRIGRLWGLSDVRIGDDIG-VRRHAQERFFAP--
PTLETVV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P     R  L  AL +LA+ DPL+    D +  E  +S  G VQ EVV A L+++
+ L+
Sbjct  357  
VPGPGVDRGALHLALVRLAEQDPLIDLRHDEVRQETSVSLYGEVQKEVVQATLADEFALD  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + + +ERP+   +     +  PNPF A++GL V P   G GV +   V 
LG + 



Sbjct  417  
VTFRETTPLCIERPVGTGAAVEFNKRHPNPFLATVGLRVDPAPPGGGVDFSLEVELGSMP  476

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRS  518
             +F  AV D +R  L QGL GW VTDC +   +            G   S  ST 
ADFR 
Sbjct  477  
YAFFKAVEDTVREVLGQGLHGWEVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRG  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL +AL+ +GT++ EP  SF + AP + L           A   T + +    
V  
Sbjct  537  
LTPLVLIEALRRAGTRVHEPMHSFRIEAPADTLGALLPVLAAVRAVPRTTETRGSVCVLE  596

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            G +PA  +      L   T G     +    Y    G  +  P RP +
Sbjct  597  GAVPAAWVHTLEQQLPGLTRGEGELESAFGHYAPVTGGSM--PERPRT  642

>WP_103591471.1 GTP-binding protein [Bacillus thuringiensis]
Length=647

 Score = 390 bits (1002),  Expect = 5e-124, Method: Compositional 
matrix adjust.
 Identities = 230/631 (36%), Positives = 358/631 (57%), Gaps = 
36/631 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G



+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHTSVQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+KI  M +   G+ V+T T   GE   +     +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIKI--
MCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      
SG+ 
Sbjct  406  
ETTLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYAAIGFKVERGKHNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YNLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG
Sbjct  526  
TPLVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P    + ++  L  +T G  +  T+  G+
Sbjct  586  SLPIAKTENFKRMLHSFTEGEGIFTTKPAGF  616

>WP_012923280.1 GTP-binding protein [Kribbella flavida]
 ADB34726.1 small GTP-binding protein [Kribbella flavida DSM 17836]
Length=636



 Score = 390 bits (1001),  Expect = 6e-124, Method: Compositional 
matrix adjust.
 Identities = 239/639 (37%), Positives = 354/639 (55%), Gaps = 
18/639 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LLYA+G I   G V+ G+TRTD+M LER+RGITI++AV 
SF+ 
Sbjct  1    
MGILAHVDAGKTSLTERLLYAAGVIDRVGRVDDGSTRTDSMELERRRGITIRSAVVSFEL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                VN++DTPGH DF+AEV R+L+VLDGA+LV+SA +GVQ QTR+L   L+++
+IPT++
Sbjct  61   
ADLTVNLIDTPGHADFIAEVERALSVLDGAVLVLSAVEGVQVQTRLLMRTLQRLHIPTLL  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWDAVIEN  181
            F+NKID+ G     ++  VR  L+   I   TV      S   V          + 
+ E 
Sbjct  121  
FVNKIDRMGARHDELLADVRRLLTPAAIPLGTVRDLGGRSARYVPFPPGATAISETLAER  180

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND+ L +Y+  E  + ++  RE   +V+ A + P+Y+GSA  G G+  L++ +  +    
Sbjct  181  NDQFLARYLDDEVTAADQW-
RELAEQVRRAQVQPLYFGSAMTGDGVPELIEGIRTILPRA  239

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                   L  SVFKVE    G +    R+++GTLR R  V +       + K   + 
+ S
Sbjct  240  
TSSPGDRLQASVFKVERGPAGDKIASARIFAGTLRERQPVDVHRGGTTYQAKPAAVELFS  299

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G   R   A  G IV L     +R+ D LG P+   R+  R    P L T +    
AA 
Sbjct  300  RGGTRRVAAAEAGSIVALRGLKEIRIGDQLGVPS---RRGGRLFAPPTLETVV---
RAAD  353

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R +L  AL QLA+ DPL+R   D    EI +S  G VQ EV++ALL+++Y L     
E  
Sbjct  354  RIKLYQALQQLAEQDPLIRVRQDE---
EISVSLYGEVQKEVIAALLADEYGLAVTFDETR  410



Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             I++ERP    +    +  P NP+ A+IG  V+P  +G+G+ Y   V LG L ++F  
A+
Sbjct  411  
PIHLERPAGVGTAYREMGAPGNPWLATIGFRVSPAPVGTGIDYRLEVELGGLPRAFHTAI  470

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
                R  L QGLFGW V D +I   +  Y S  S  ADFR L P+VL +AL  +GT 
++E
Sbjct  471  
EHTARQTLRQGLFGWEVDDVQIDLTHTGYSSAGSVAADFRRLVPVVLMEALDRAGTTVVE  530

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P   F L  P + ++       +  A +ET+++  +    TG+IPA  + A+ + L   
T
Sbjct  531  
PVHHFELELPPDAVAPVLGRLAEARAAVETSRIDAEHAELTGQIPAGSVHAFESQLPGLT  590

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +G  + LT  +G++   G    +PR   + L++  ++  
Sbjct  591  HGEGILLTTFEGFRPVPGPSPTRPRTDGNPLNQKEYLLH  629

>WP_098280350.1 GTP-binding protein [Bacillus cereus]
 PET94949.1 tetracycline resistance protein [Bacillus cereus]
 PEZ55508.1 tetracycline resistance protein [Bacillus cereus]
 PFB65677.1 tetracycline resistance protein [Bacillus cereus]
 PFC14341.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 390 bits (1002),  Expect = 6e-124, Method: Compositional 
matrix adjust.
 Identities = 240/656 (37%), Positives = 364/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
ISFCINDLKVNVIDTPGHADFIAEVERSFRVLDGVILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179



            IPT+IF+NKID++G + + VV+ ++D LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKDVLSNEAF--
PFYSVENEGTKEARIFEYKSYDDCI  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+REE  +++  A+LFP++ GSA  G+G+  L
++ +
Sbjct  179  ELLAPYNESLLESYVNDEIIP-
DILLREELIKQIAQANLFPIFCGSAMTGIGVTELLENI  237

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREK  288
            + L        +  L G VFK+E    G++  Y+R++SG L +R  V       LA 
+EK
Sbjct  238  
SDLIPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGRLHVRKYVHILRDDTLAHKEK  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P     
Sbjct  298  IK--
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D I HE+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIEALPKERIHDLYAALMELCEEDPLIQVWKDDIHHELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+ +     V+ +E+P+        +    NPF+A+IG  +    L SG+ Y   
V
Sbjct  411  
EKYNLQVIFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGISYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL ++ T + EP   F L  P+  +S A +      AT    ++  D    TG 
+P  
Sbjct  531  
MDALIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  



636
              + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098596160.1 GTP-binding protein [Bacillus cereus]
 PFR33459.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 390 bits (1002),  Expect = 6e-124, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 366/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDNCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  



Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+        +    NPF+A+IG  V    L  G
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGDSVEVMGEKENPFYATIGFKVERGELNCGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKKAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_051855603.1 GTP-binding protein [Streptomyces sp. NRRL B-1347]
Length=683

 Score = 391 bits (1005),  Expect = 6e-124, Method: Compositional 
matrix adjust.
 Identities = 247/656 (38%), Positives = 346/656 (53%), Gaps = 
32/656 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+ +G + E GSV+ G+T TD++ LER+RGITI+
+AV SF
Sbjct  1    
MNLGILAHVDAGKTSLTERLLHGAGVVDELGSVDDGSTLTDSLALERRRGITIKSAVVSF  60



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQ QTR+L   LR++ 
IPT
Sbjct  61   
ALDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQPQTRVLMRTLRRLAIPT  120

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA------  177
            ++F+NK+D+ G D + V+  +  KL+   +   TV  SP             DA      
Sbjct  121  LVFVNKVDRRGADAERVLAEIGRKLTPAAVALGTVR-
SPGTPGARAVAYTPDDAPFRTRL  179

Query  178  ---VIENNDKLLEKYI----
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               + E +D LL  Y+    A    +R +    EQ R  DA   PV +GSA  G G
+  L
Sbjct  180  AESLAERDDALLAAYVTDDHAALTYARLRAALAEQTRRADA--
HPVLFGSAITGTGLDAL  237

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-EKL  289
             DAV  L           L G+VFKVE    G++  Y RLYSGTLR+RD V   GR 
E  
Sbjct  238  
TDAVKELLPRATGSPQGPLAGTVFKVERGAAGEKVAYARLYSGTLRVRDRVPFGGRAEPG  297

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRW--
REDPLPML  346
            K+T + +  +G  V  D    G+I  L     VR+ DVLGD   +P +    R    
P L
Sbjct  298  
KVTAVSVFEQGTAVPRDAVVAGQIARLRGLGDVRIGDVLGDVRDVPERHAPRRHFAPPTL  357

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P+    R  L  ALT+LA+ DPL+    D +  E+ +S  G VQ EV+ A 
L+E+
Sbjct  358  
ETVVEPRRPGDRGALHAALTRLAEQDPLIGLRQDPLRQEVSVSLYGEVQKEVIEATLAEE  417

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +    +E + + +ER +   +H   I+  PNPF A++GL V P   GSGV +   
V L
Sbjct  418  
FGVGADFRETTPLCVERVVGTGAHVEVIDTDPNPFLATVGLRVEPAPPGSGVAFRLGVEL  477

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AV + +R  L QG+ GW V+DC +   +  Y+            S  
ST  
Sbjct  478  
GAMPYAFFAAVEETVRETLRQGVHGWEVSDCLVTLTHSGYWPRQSHAHAVFDKSMSSTAG  537



Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL  AL+ +GT++ EP   F L  P E          +  A      V    
Sbjct  538  
DFRLLTPLVLMAALRAAGTRVHEPVHRFRLTVPAEVFGTLLPVLGRLGAVPHAPAVHGSA  597

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  
630
             V  G +PA  +      L   T G     +  + Y+   G P  +PR  ++ LD+
Sbjct  598  YVLDGLVPAARVHELEQLLPGLTRGEGEMESAFERYEPVRGTPPTRPRTDHNPLDR  
653

>WP_061536650.1 MULTISPECIES: GTP-binding protein [Bacillus]
 KXX99957.1 tetracycline resistance protein [Bacillus cereus]
 PNS30149.1 tetracycline resistance protein [Bacillus sp. AKBS9]
Length=647

 Score = 390 bits (1002),  Expect = 6e-124, Method: Compositional 
matrix adjust.
 Identities = 235/660 (36%), Positives = 361/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFLIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289



            ++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPAHNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTIPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYTALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPLVLMDALKQAETYVYEPVNKFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTQPAGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098868136.1 GTP-binding protein [Bacillus thuringiensis]
 PGL96723.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 390 bits (1002),  Expect = 6e-124, Method: Compositional 
matrix adjust.



 Identities = 235/658 (36%), Positives = 367/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIEEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            I T++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  ILTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
LLEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL  L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVSKERIHDLYAALMGLCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461



             L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV Y 
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYH  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_026923627.1 GTP-binding protein [Glycomyces arizonensis]
Length=662

 Score = 390 bits (1003),  Expect = 7e-124, Method: Compositional 
matrix adjust.
 Identities = 240/660 (36%), Positives = 352/660 (53%), Gaps = 
26/660 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LLY +G +   GSV+ G+TRTD++ LER+RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLYEAGVLDAVGSVDDGSTRTDSLDLERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFELDGTAVNLIDTPGHPDFIAEVERALSVLDGAVLVVSAVEGVQAQTRVLMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE--------
ENTDI  172
            IPT++F+NKID+ G     +++ + +KL    I   TV   P             E  
+ 
Sbjct  121  



IPTLVFVNKIDRTGARYSDLLRELAEKLDPATIAMDTVDRIPGPRARVRSIPRSGEAFEA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            E  D +  ++D  L   +  E   + E+L  E   +   A +FPV++GSA  G G+  
L 
Sbjct  181  
ELTDLLTGHDDAFLADCVRDERAATPERLRTELIAQTGRARVFPVHFGSAITGEGVDGLA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + +  L        +  + G+VFKVE    G +  Y RL+SGT+R+RD +      
+ K+
Sbjct  241  
EGIRHLLPAAEGDPAGPVSGTVFKVERGPAGDKIAYARLFSGTIRVRDRLPFGSGREGKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL-
PRKRWREDPLPMLRTTI  350
            T + +  +G   R+ +   G I  L      L+  +GDP  L P+ R      P L 
T +
Sbjct  301  TAVNVFDQGTDHRSGSVGAGRIAKLWG----
LDAQIGDPIGLAPKARAEHFSPPTLETVV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            AP   A +  L  ALTQLA+ DPL+    D    E+ LS  G VQ EV++A L+++
+ L 
Sbjct  357  
APSREADKGALHLALTQLAEADPLIGLRHDERRSELSLSLYGEVQKEVIAATLADQFGLA  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI +ERP  +     +I    NPF A++GL V P  +GSGV +   V 
LG + 
Sbjct  417  
VDFRESTVICVERPTGSGEAVEYIAKDANPFLATVGLRVDPAPVGSGVDFRLGVELGSMP  476

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV + +   L QGL GW V DC +   +  Y+            S  +T  
DFR 
Sbjct  477  
FAFFKAVEETVHETLAQGLRGWQVRDCAVTMTHSGYWARQSTAHGGFDKSMSTTAGDFRG  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL+++GT + EP   F L  P + L        K  A  E  + +  E    
Sbjct  537  
LVPLVLMDALRQAGTAVHEPIHRFRLDLPSDALGPVLAALAKLRAVPEAPRPRGAECTLE  596

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G +PA  + A    L   T G  V  +  + Y+   G    + R  ++ LD+  ++   
V



Sbjct  597  
GTVPAASVHALGQRLPSLTGGEGVAESAFERYEPVSGAVPSRARYDHNPLDREEYLLAVV  656

>WP_045862942.1 GTP-binding protein [Streptomyces sp. WMMB 714]
 SCK15300.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. WMMB 714]
Length=675

 Score = 391 bits (1004),  Expect = 7e-124, Method: Compositional 
matrix adjust.
 Identities = 254/666 (38%), Positives = 359/666 (54%), Gaps = 
42/666 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGSTRTDTLALERRRGITIKSAV  60

Query  61   TSF-
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             SF       VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL   
LR++
Sbjct  61   
VSFVLGGDVTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQPQTRILMRTLRRL  120

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLS-
ADIIIKQTVSLSPEIVLEENTDIEAWDA-  177
             IP ++F+NKID+ G     VV++VR++L+ A + +    +L            + 
WD  
Sbjct  121  
GIPVLVFVNKIDRRGAQDGRVVRAVRERLTPAAVPMGAVRALGTREARFVPYGEQLWDGA  180

Query  178  -----------VIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
                       + EN+++LL  Y+   AG P  R++L  +   + +   + P++
+GSA  
Sbjct  181  GAGYGREPAELLAENDEELLAAYVEDAAGLP--
RDRLREQLAAQSRQGLVHPLFFGSAIT  238

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            G G+Q L   +  L       G+  + G+VFKVE    G++  Y+R+ +GT+R+RD 
+  
Sbjct  239  
GAGVQELTTGIRELLPSTAGDGAGPVSGTVFKVERGAGGRQFAYVRMDAGTVRVRDRLPF  298

Query  284  AGREKL---KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWR  339
             G  +    K+TE+ +  +G  VR  +   G+I  L   D VR+ D +G P R       
Sbjct  299  GGSGEGSEGKVTEIEVFERGAAVRRASVTAGQIGRLRGLDGVRIGDAVG-



PVRGSAGGAG  357

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T ++P     R RL  ALT+LA+ DPL+    D +  EI +S  G VQ 
EVV
Sbjct  358  
HFAPPTLETVVSPCRPQDRGRLHSALTELAEADPLIGLRQDELRGEISVSLYGEVQKEVV  417

Query  400  SALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
             A L+++Y ++   +E + I +ERP    AA  T+H E  PNPF A++GL V P   
G+G
Sbjct  418  QATLADEYGVDVAFRESTTICVERPAGTGAAVETMHKE--
PNPFLATVGLRVDPAPEGTG  475

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY----------  507
            V Y   V LG +  +F  AV + +R  L +GL GW VTDC +   +  Y           
Sbjct  476  
VAYGLEVELGSMPYAFMRAVEETVRETLREGLHGWQVTDCTVTMTHSGYAPRQSHAHAVF  535

Query  508  --
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
              S  ST ADFR L P+VL +ALK +GT + EP   F L  P E          +  
A  
Sbjct  536  
DKSMSSTGADFRQLTPLVLMEALKRAGTIVHEPVHRFRLEIPAETFGTVLPVLSRMRAVP  595

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
                 +    +  GEIPA  I A    L   T+G  V       Y+   G  V  P 
RP 
Sbjct  596  GVPAAEGPAYLLEGEIPAANIHALEQQLPALTSGEGVLECAFSHYRPVAGGVV--
PSRPR  653

Query  626  SRLDKV  631
            +  D V
Sbjct  654  TDHDPV  659

>WP_020272080.1 GTP-binding protein [Streptomyces afghaniensis]
 EPJ39815.1 putative Oxytetracycline resistance protein 
[Streptomyces afghaniensis 
772]
Length=657

 Score = 390 bits (1002),  Expect = 7e-124, Method: Compositional 
matrix adjust.
 Identities = 250/649 (39%), Positives = 350/649 (54%), Gaps = 
35/649 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M+++N+GILAHVDAGKT+LTE LL+++G I E G V+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MQLLNLGILAHVDAGKTSLTERLLHSAGVIDEVGRVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G   + V++SV  +L+  I+   TV+          +      
A D 
Sbjct  121  
IPTLLFVNKIDRRGARDEEVLRSVAARLTPAIVPMGTVTGLGTRGARFTQGPGPAAALDV  180

Query  178  VIENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + EN+D LL  Y+ G   + + R  LV +     ++A + PVY+GSA  G G+  L
+  +
Sbjct  181  LTENDDALLSAYVEGTVTDALLRGSLVAQ----
TREALVHPVYFGSAATGAGVDALLSGI  236

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITE  293
              L           + G+VFKVE    G++  Y R++SGTLR RD +   A   + 
+IT 
Sbjct  237  
EELLPAADGDADGPVSGTVFKVERGQAGEKVAYARMFSGTLRTRDRIPCGADGAEGRITG  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTI  350
            + +   G   R DT + G+I  L     +R+ D +G+    PRK +     P P L 
T +
Sbjct  297  ISVFGHGTDTRADTVHAGQIARLWGLADIRIGDAIGE----PRKAYEHVFAP-
PTLETVV  351

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ EVV A L++
+Y L 
Sbjct  352  
VPGPGVNRGALHLALTQLAEQDPLIGLRHDERRQETSVSLYGEVQKEVVQATLADEYGLH  411

Query  411  TVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               +E + + +ER L    H +   +  PNPF A++GL V P   GSGV +   V 
LG +
Sbjct  412  VSFRETTPLCVER-
LVGTGHAVEFNKKDPNPFLATVGLRVEPAPAGSGVAFRLEVELGSM  470



Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFR  517
              +F  AV D +R  L QGL GW V DC +   +            G   S  ST 
ADFR
Sbjct  471  
PYAFFKAVEDTVRETLGQGLHGWQVPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFR  530

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             + P+VL +AL+ +GT++ EP   F + AP + L           A  ET + + D  
V 
Sbjct  531  
GVTPLVLVEALRRAGTRVHEPMHRFRVEAPADTLGGLLPALAALAAVPETTRNRGDLCVL  590

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             G +PA  + A    L   T G     +    Y A V    I P RP +
Sbjct  591  EGTVPAARVHALGHLLPGLTRGEGELESAFDHY-APVTHGTI-PERPRT  637

>WP_088084525.1 GTP-binding protein [Bacillus cereus]
 SCV23144.1 Tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus cereus]
Length=647

 Score = 390 bits (1002),  Expect = 7e-124, Method: Compositional 
matrix adjust.
 Identities = 230/656 (35%), Positives = 359/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKETRIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++PV++GSA  G+G



+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPVFFGSAMTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK++    G++  Y+R++SG+L++R  V +   
E L 
Sbjct  234  
LENISALLPANSSSQDEKLSGVVFKIDREYSGEKIAYVRVFSGSLQVRKYVDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M I   G+ ++T T   GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCIFHNGDALQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +  TI      +   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   
L E
Sbjct  352  
MEATIDTVPTERIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSMEVMGEKANPFYATIGFKVERGKHNSGITYNLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK + T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKRAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098639898.1 GTP-binding protein [Bacillus wiedmannii]



 PFZ56289.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 390 bits (1001),  Expect = 7e-124, Method: Compositional 
matrix adjust.
 Identities = 227/628 (36%), Positives = 351/628 (56%), Gaps = 
28/628 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L   VFK+E    G++  Y+R++SG L +R+ V +   E 
L  
Sbjct  235  
EKLPVLIPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGNLHVRNYVDIQRHEPLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  ++      GE   +   + +++ D++G+ T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAIQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP----  350

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  351  -



QMEAAIEAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGISYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P   +S A +      AT        D    TG 
+P 
Sbjct  530  
LMNALKQAETCVYEPVNEFELTVPGHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               + ++  L  +T G  +  T+  GY+
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTQPSGYK  617

>WP_012921159.1 GTP-binding protein [Kribbella flavida]
 ADB32603.1 small GTP-binding protein [Kribbella flavida DSM 17836]
Length=668

 Score = 390 bits (1003),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 243/669 (36%), Positives = 359/669 (54%), Gaps = 
32/669 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MKALNLGILAHVDAGKTSLTERLLYAAGVIDEVGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAIGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQAQTRVLLRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT+IF+NKID+ G   +++++ +  +LS  ++          +  S +P    +    



I
Sbjct  121  
IPTLIFVNKIDRRGARHEALLRDLASRLSTGVVAMGRTDGLGTRGASFTPYGPGDPGFAI  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E++D+LLE Y+  E  +S + L      + + A + PVY+GSA  G G 
+ L+
Sbjct  181  
SLVELLAEHDDQLLETYVENEKALSYDALRAGLAEQTRRALVHPVYFGSAITGAGTEQLI  240

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +  L   P G++  A + GSVFKVE    G++  Y+R+++G LR RDTV   G    
K
Sbjct  241  AGIRELLPAPEGDR-
EAPVAGSVFKVERGPAGEKVAYVRMFAGELRTRDTVRFRGDRGAK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD-----
PTRLPRKRWREDPLP  344
            +T + +   G      T   G+I  L     +R+ D + D     P R           
P
Sbjct  300  
VTAISVFGDGATATARTVTAGQIGKLWGLGDIRIGDAITDGSGAGPVREIAPESAFFAPP  359

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P  A+ R  L  AL QLA+ DPL+    D +  E  +S  G VQ EV+   
L+
Sbjct  360  
TLETVVLPVRASDRGNLRAALAQLAEQDPLINLRQDDLRQETFVSLYGEVQKEVIQTTLA  419

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             +Y L+   +E + I++ER     +     +V PNPF A+IGL V P   G+GV 
+E  V
Sbjct  420  
TEYGLDVTFRETTTIHIERLDGIGAAVEFNKVDPNPFLATIGLRVEPAPAGAGVTFELEV  479

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
             LG +  +F  AV + +   L+QGL GW + DC++   +  Y             S  
ST
Sbjct  480  
ELGSMPYAFIKAVEETVHETLQQGLHGWQIPDCRVVMTHSGYSARQSHAHAVFDKSMSST  539

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR L P+VL  AL+ +GT + EP  +F L  P + +        +  A      
+  
Sbjct  540  
AGDFRLLTPLVLTAALRRAGTTVHEPLHAFQLEIPTDTVRAVLAALARLRAIPRVPALDA  599

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR---



PNSRLD  629
            D  V  GEIPA  +      L   T G  V  +  + YQ   G   ++ R    P 
+R +
Sbjct  600  
DVSVLEGEIPAAAVYQLEQQLPALTRGEGVLESAFERYQPVTGAIPVRERTDHDPLNRRE  659

Query  630  KVRHMFQKV  638
             + H+ ++V
Sbjct  660  YLLHVLRRV  668

>WP_098872226.1 GTP-binding protein [Bacillus cereus]
 PGT79404.1 tetracycline resistance protein [Bacillus cereus]
 PGV98611.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 390 bits (1001),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 237/657 (36%), Positives = 362/657 (55%), Gaps = 
36/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I+E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVINEIGRVDSGNTQTDSMDLERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFCVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD------IEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T        
++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALNEGTKEARIIAYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQP  229
            +D  IE     N+ LLE Y+  E I  + L+REE  +++  A++FP+++GSA  G
+G+  
Sbjct  174  YDDCIELLAPYNESLLESYVNNE-
IVPDTLLREELIKQITQANVFPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ ++ L           L G VFK+E    G++  Y+R++SG L +R  V      
AL
Sbjct  233  



LLENISDLIPAKNPAEHEILSGVVFKIEREPSGEKIAYIRVFSGRLHVRKYVYIQRGEAL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            A +EK+K  ++ +   G  V+      GE   +   + +++ D++G+ T   R     
+P
Sbjct  293  AHKEKIK--
KICMFHNGNAVQASIVPSGEFSKVWGLNDIKIGDIIGERTHYIRDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL  L + DPL++   D I +E+     G VQ 
EV+
Sbjct  351  -----
QMEAAIEAVPKERIHDLYAALMDLCEEDPLIKVWKDDIHNELYTRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L 
SG+ 
Sbjct  406  
ETTLFEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGII  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP   F L  P   +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKQAKTCVYEPVNEFELTVPGYAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  GY+        + R  N+ L++  ++  
Sbjct  586  
LLPVAKTENFKRMLHSFTEGEGIFTTKPAGYKELKAPFPTRKRVDNNPLNRKDYLLH  642

>WP_088363862.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 390 bits (1001),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y++++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIKVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V    L  G
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYK  467



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++ T + EP   F L  P++ +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMGALKKAETYVYEPVNEFELTVPKQAISTAMYKLAAVPATFAEPILYNDSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098650532.1 GTP-binding protein [Bacillus wiedmannii]
 PFZ86637.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 390 bits (1001),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 229/624 (37%), Positives = 347/624 (56%), Gaps = 
22/624 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAF--
PFYSVQNEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235



            E     N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L+
+ + 
Sbjct  179  
ERLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPIFFGSAMTGIGVTELLEKLP  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG + +R  V +   E L    
KI
Sbjct  239  
ALIPANTSLQDETLSGVVFKIEREPSGEKIAYVRIFSGRIHVRKYVDIQRAEALTHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
             ++ +   G  V+  T   GE   +     +++ D++G+ T  +    + E   P 
+   
Sbjct  299  KKICMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDSIKNIHFAE---
PQMEAA  355

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L EK
Sbjct  356  IE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATVGFKVERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK + T   EP   F L  P+  +S A +      AT        D    TG +P    
Sbjct  533  
ALKHAETYAFEPVDEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            + ++  L  +T G  +  T+  GY
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGY  616

>WP_000207825.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EJS69706.1 small GTP-binding protein domain protein [Bacillus 



cereus BAG2X1-2]
 EJV63992.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG6X1-1]
 SCC50016.1 Small GTP-binding protein domain protein [Bacillus 
cereus]
 OFD07324.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis]
 OOR25514.1 tetracycline resistance protein [Bacillus cereus]
 OTX90530.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
balearica]
 OUB45816.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
argentinensis]
 PEA44428.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEO19411.1 tetracycline resistance protein [Bacillus wiedmannii]
 PFZ20788.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGB49939.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGB67850.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGC15449.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGC51863.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGD39400.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGD59687.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGD67065.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGD88209.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHA24820.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHA59133.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHB11984.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHE73782.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 390 bits (1001),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 225/623 (36%), Positives = 352/623 (57%), Gaps = 
18/623 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +       +   +    I+  ++ D 
+  +



Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+  +
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENTS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K T +     G +V++     GE   +   + +++ D++G+ T   +     +  P 
+  
Sbjct  299  KKTCLF--HNGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAE--
PQMEA  354

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I      Q   L  AL +L + DPL++   D I +++ +   G VQ EV+   L 
EKY 
Sbjct  355  
AIEALPKEQIHDLYAALMELCEEDPLIKVWKDDIHNKLYIRLFGEVQKEVIETTLFEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP  +F L  P+  +S A +      AT        D    TG +P      
Sbjct  535  
KQAETCVYEPVNAFELTVPERAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVAKTDN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            ++  L  +T G  +  T+  GY+
Sbjct  595  FKRMLHSFTEGEGIFTTKSSGYK  617



>WP_006927594.1 GTP-binding protein [Bacillus sp. GeD10]
 CCW08595.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Bacillus sp. GeD10]
Length=647

 Score = 390 bits (1001),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 367/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPAHTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350



Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098911284.1 GTP-binding protein [Bacillus toyonensis]
 PHD54212.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 390 bits (1001),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 230/657 (35%), Positives = 365/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G
+  +
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGIGVTEI  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYDL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW+VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWDVTDIIVTLTHTGYASPVTTASDFRNLTPL  528



Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207805.1 GTP-binding protein [Bacillus thuringiensis]
 EEM95630.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
IBL 200]
 OTZ57337.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
toumanoffi]
 PFF30882.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFT08034.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 390 bits (1001),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 231/660 (35%), Positives = 369/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT++L   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKVLMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++ +Q A+L+P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQHIQQANLYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            +++ +  L           L G VFK+E    G++  Y+R++SG L +R  V      
+L
Sbjct  233  
ILEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGNLHVRKYVNIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDSIQTTTVPSGEFCKVWGLNDIKIGDIIGEHTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DP ++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIEALPKERIHDLYAALMELCEEDPFIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  
G+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTKGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645



>WP_098855141.1 GTP-binding protein [Bacillus thuringiensis]
 PGH94856.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 390 bits (1001),  Expect = 8e-124, Method: Compositional 
matrix adjust.
 Identities = 235/660 (36%), Positives = 371/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q AS++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHASAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T    E   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPRSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  LPMLRTTIAPKTAAQRERLLD---



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             P +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  350  -PQMEASI---
DAVSKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L 
SGV 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGLGNSVEVMGEKENPFYATVGFKVERGELNSGVT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YHLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + E    F L  P+  +S A +      AT        +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYESINEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    ++++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_001992644.1 GTP-binding protein [Bacillus cereus]
 EDZ58761.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
cereus H3081.97]
 KKZ90763.1 hypothetical protein B4086_2956 [Bacillus cereus]
 KXI71179.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 390 bits (1001),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 228/656 (35%), Positives = 361/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTLNIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKHIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G+  
L++
Sbjct  176  
DCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSELLE  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             ++ L           L G VFK+E    G++  Y+R++SG+L +R  V +   + 
L   
Sbjct  236  
NISTLLPANNLSQDEELSGVVFKIERESSGEKIAYVRVFSGSLHVRKHVDIQRDQSLPHK  295

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     +P     
Sbjct  296  
EKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQMEAA  355

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  356  IDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLF  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSSTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYTLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR++  
+VL
Sbjct  471  



ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNVTSLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP  +F L  P++ +S   +      AT        D    TG 
+P  
Sbjct  531  
MDALKKAETYVYEPVNAFELTVPEQAISTTMYKLAAIPATFAEPIFNNDSYQLTGSLPVT  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +  T+  G+   +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRMLHSFTEGEGIFTTKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_099683621.1 GTP-binding protein [Bacillus sp. 100374]
 PIE96254.1 tetracycline resistance protein [Bacillus sp. 100374]
Length=647

 Score = 390 bits (1001),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 233/657 (35%), Positives = 365/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANSEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE  +++  A+++P+++GSA  G+G+  
L+
Sbjct  176  NCIERLAPYNESLLESYVNNE-
IVTDTLLREELIKQIAQANVYPIFFGSAITGIGVTELL  234

Query  232  



DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L G VFK+E    G++  Y+R++SG L +R  V +   + 
L  
Sbjct  235  
EKLPALIPAHTSAQDETLSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYVDIQRDQSLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  V++     GE   +   + +++ +++G+ T   +     +  
P +
Sbjct  295  
KEKIKKMCMFHSGNTVQSSIVPSGEFCKVWGLNDIKIGNIIGERTDYIKDIHFAE--PQM  352

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
              +I    A  +ER+ D   AL +L + DPL++   D + +++ +   G VQ EV+   
L
Sbjct  353  EASI---
DAVPKERIHDLYAALIELCEEDPLIKVWKDDVHNKLYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ ME+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
FEKYNLQVTFSNTRVVCMEKPIGVGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWKVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMEALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
                 ++  L  +T G  +  T+  GY   +  P    +R    P +R D + H+ 
+
Sbjct  590  AKTDNFKRMLHSFTEGEGIFTTKPSGY-
TKLKAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098509032.1 GTP-binding protein [Bacillus cereus]
 PFN63477.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 390 bits (1001),  Expect = 9e-124, Method: Compositional 



matrix adjust.
 Identities = 232/658 (35%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANNEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPAHTSAQEEPLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  



LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP  +F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAATYVYEPVNAFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098137940.1 GTP-binding protein [Bacillus toyonensis]
 PEO65242.1 tetracycline resistance protein [Bacillus toyonensis]
 PFX82745.1 tetracycline resistance protein [Bacillus toyonensis]
 PFX96811.1 tetracycline resistance protein [Bacillus toyonensis]
 PGB12347.1 tetracycline resistance protein [Bacillus toyonensis]
 PHF51497.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 390 bits (1001),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 227/650 (35%), Positives = 368/650 (57%), Gaps = 
19/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLS  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGTKEARIIEYKSYNDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P++  SA  G+G+  L++ 
++ 
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFSSSAMTGMGVTELLENISE  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            L        +  L G VFK+E    G++  Y+R++SG+L +R  V      +L+ 
+EK+K
Sbjct  240  
LIPANKSAENETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSLSHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +   G+ V+T T   GE   +   + +++ D++G+ T   +     +  P 
+  +
Sbjct  300  --KLCLFHNGDAVQTTTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEAS  355

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I   +  Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L
Sbjct  356  
IDAVSKEQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A++G  V    L  G+ Y+  V 
LG L
Sbjct  416  
QVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L PIVL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLMDALK  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT      K +    TG +P    
+++



Sbjct  536  
QAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFKNNSYQLTGSLPVAKTESF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  596  KRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_078077952.1 GTP-binding protein [Streptomyces niveus]
 AQU69311.1 GTP-binding protein [Streptomyces niveus]
Length=670

 Score = 390 bits (1003),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 240/663 (36%), Positives = 350/663 (53%), Gaps = 
26/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I E G V+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MTTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGRVDDGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDI----  172
            IPT++F+NKID+ G     +++ + +KL+   +    +++  + S E +     D     
Sbjct  121  
IPTLVFVNKIDRVGARHDGLLRDLAEKLAPATVPMGSVRRLGTRSAEFIPYGANDPVFSA  180

Query  173  --EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                 + + EN+D LL  Y+  +P  +S  +L RE   +   A   PV++GSA  G 
G+ 
Sbjct  181  TGPLAERLAENDDALLAAYV-
DDPARLSYGRLRRELAAQTGRALTHPVFFGSAMSGAGVD  239

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+  +  L           + G+VFKVE    G++  Y+R++SGTLR+RD +      
+
Sbjct  240  
TLIGGIRELLPATAGDEEGPVSGTVFKVERGTAGEKIAYVRMFSGTLRVRDRLPAGDDSE  299

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T + +   G  VR  +   G I  L    SVR+ DV+GDP             



P L 
Sbjct  300  
GKVTAISVFDDGSSVRGASVGAGRIGKLWGLGSVRIGDVIGDPDAAGAAGRHHFSPPTLA  359

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P+  + +  L  ALTQLA+ DPL+    D I  EI +S  G VQ EV+ A L
+++Y
Sbjct  360  
TVVVPREGSDKGALHAALTQLAEQDPLINLRQDEIRQEISVSLYGEVQKEVIQATLADEY  419

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++   +E + I +ER          +   PNPF A++GL V P   GSGV +   
V LG
Sbjct  420  
GVDVTFRETTTICVERLAGTGGAAEVMGKEPNPFLATVGLRVEPAPPGSGVDFRLEVELG  479

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICF-----------EYGLY-
YSPVSTPAD  515
             +  +F  A+ D +R  L +GL+GW V DC +              +G +  S  
ST  D
Sbjct  480  
SMPYAFMKAIEDTVRATLREGLYGWAVPDCAVVLTRTGYAPRQSHAHGTFDKSMSSTGGD  539

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL +ALK +GT + EP   F L  P +          +  A   T        
Sbjct  540  
FRLLTPLVLMEALKRAGTIVCEPMNHFRLDVPADTFGAVLPALARLRAVPHTPSAHGTSY  599

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            V  GEIPA    A    L   T+G  V  T    ++   G P  + R  +  L++  
++ 
Sbjct  600  
VVEGEIPAAETHALEQLLPTLTSGEGVLETAFDHHRPVQGTPPTRSRTDHDPLNRKEYLL  659

Query  636  QKV  638
              V
Sbjct  660  SVV  662

>WP_103141466.1 GTP-binding protein [Bacillus cereus]
 PNU15324.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 390 bits (1001),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 237/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFLIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E     ++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPAHNLSQDEKLSGIVFKIEREPSEEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G+VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYTALMELCEEDPLIKVWKDAVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465



Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_098084642.1 GTP-binding protein [Bacillus wiedmannii]
 PEI80600.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEO71712.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHE05706.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHG61103.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 390 bits (1001),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 227/628 (36%), Positives = 352/628 (56%), Gaps = 
28/628 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176



            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            + +  L           L   VFK+E    G++  Y+R++SG L +R+ V +   E 
L  
Sbjct  235  
EKLPVLIPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGNLHVRNYVDIQRHEPLPH  294

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI +M +   G  ++      GE   +   + +++ D++G+ T   +     +  
P +
Sbjct  295  
KEKIKKMCMFHNGNAIQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQM  352

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
               I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  353  EAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+  
Sbjct  410  
YEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGISYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VELGSLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P   +S A +      AT        D    TG 
+P 
Sbjct  530  
LMNALKQAETCVYEPVNEFELTVPGHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPV  589



Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               + ++  L  +T G  +  T+  GY+
Sbjct  590  AKTENFKRMLHSFTEGEGIFTTKPSGYK  617

>WP_010724625.1 transposase, partial [Enterococcus faecium]
 EOK96733.1 tetracycline resistance protein tetM transposon Tn916, 
partial 
[Enterococcus faecium EnGen0153]
 EOK98169.1 tetracycline resistance protein tetM transposon Tn916, 
partial 
[Enterococcus faecium EnGen0153]
Length=214

 Score = 374 bits (960),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 169/213 (79%), Positives = 190/213 (89%), Gaps = 0/213 
(0%)

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            K A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRYG 
Sbjct  1    
KNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGC  60

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYLSF +Y
Sbjct  61   
EQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIY  120

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
            APQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVCLT
Sbjct  121  
APQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLT  180

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            ELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  181  ELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  213

>WP_098116165.1 GTP-binding protein [Bacillus wiedmannii]
 PEJ43704.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 390 bits (1001),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 231/652 (35%), Positives = 364/652 (56%), Gaps = 
23/652 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+  +
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENTS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K T +     G +V++     GE   +   + +++ D++G+ T   +     +  P 
+  
Sbjct  299  KKTCLF--HNGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAE--
PQMEA  354

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I      Q   L  AL +L + DPL++   D I +++ +   G VQ EV+   L 
EKY 
Sbjct  355  
AIEALPKEQIHDLYAALLELCEEDPLIKVWKDDIHNKLYIRLFGEVQKEVIETTLFEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  V 
LG 
Sbjct  415  



LQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP  +F L  P+  +S A +      AT        D    TG +P      
Sbjct  535  
KQAETCVYEPVNAFELTVPERAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVAKTDN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTKSSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_098843072.1 GTP-binding protein [Bacillus thuringiensis]
 PGV80996.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 390 bits (1001),  Expect = 9e-124, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 369/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKAARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229



            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPAHTSAQEEPLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +   I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEAVI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645



>WP_098902478.1 GTP-binding protein [Bacillus thuringiensis]
 PEA87219.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 390 bits (1001),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 233/654 (36%), Positives = 365/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +     +V    +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSVLNVGTKGARIIAYKSYD-
DCTE  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL   +  E I  + L+REE ++++Q AS++P+++GSA  G+G+  L+
+ ++
Sbjct  180  LLAPYNESLLASCVNDE-
IVPDVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKV  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G +V+      GE   +   + +++ D++G+ TR  +     +P      
Sbjct  299  K--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTRYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ EV+   



L E
Sbjct  352  
MEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFEVERGELNSGITYNLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
NALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAEPILYNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_016514015.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 EPF05406.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG2O-2]
 PEE30384.1 tetracycline resistance protein [Bacillus toyonensis]
 PEK99688.1 tetracycline resistance protein [Bacillus toyonensis]
 PEO31149.1 tetracycline resistance protein [Bacillus toyonensis]
 PFX39094.1 tetracycline resistance protein [Bacillus toyonensis]
 PFY01970.1 tetracycline resistance protein [Bacillus toyonensis]
 PGB07903.1 tetracycline resistance protein [Bacillus toyonensis]
 PGC14369.1 tetracycline resistance protein [Bacillus toyonensis]
 PGC72405.1 tetracycline resistance protein [Bacillus toyonensis]
 PHB66326.1 tetracycline resistance protein [Bacillus toyonensis]
 PHC02159.1 tetracycline resistance protein [Bacillus toyonensis]
 PHG38199.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 390 bits (1001),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 227/650 (35%), Positives = 362/650 (56%), Gaps = 
19/650 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVLNEGAKEARIIEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
               +       L   VFK+E    G++  Y+R++SG+L +R  V +   + L    
KIT+
Sbjct  241  
MPALTSAQEELLSCVVFKIEREPFGEKVAYVRVFSGSLHVRKYVDIQRSQSLSHKEKITK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M +   G+ V+T T   GE   +     +++ D++G+ T   +  +  +  P +  
+I  
Sbjct  301  MCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIYFAE--
PQMEASI--  356

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  +ER+ D   AL +L + DPL++   D + + + +   G VQ EV+   L 
EKY L
Sbjct  357  -
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNGLYIRLFGEVQKEVIETTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V      SG+ Y+  V 
LG L
Sbjct  416  



QVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYDLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL+
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQ  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+ +
Sbjct  536  
QAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLPIAKTENF  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  596  KRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_093932369.1 GTP-binding protein [Amycolatopsis thailandensis]
 OXM58279.1 GTP-binding protein [Amycolatopsis thailandensis]
Length=637

 Score = 389 bits (1000),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 244/651 (37%), Positives = 343/651 (53%), Gaps = 
34/651 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDSLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK+D+ G D   V + + +KL+        V++ P+ V+         D 
+  
Sbjct  121  IPTLLFVNKLDRRGADPGRVFREIAEKLT-----PSAVTMEPDRVI---------
DVLSA  166

Query  181  NNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             ++  L  Y+  +P   +  +L  E   +V +  + PVY+GSA  G GI  L + +  



L 
Sbjct  167  LDEDFLTGYLT-
DPGGFTPLRLHTELAAKVAEGLVHPVYFGSAITGAGIDALREGIENLL  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                      L G+VFKVE    G++  Y+RL+SG++ +RD V L   E  KIT + 
+  
Sbjct  226  PAKENDVGGPLSGTVFKVERAPGGEKIAYVRLFSGSVAVRDKVPLGDGEG-
KITAISVFD  284

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             G  V + +A  G I  L    VR+ DVLG  P   PR  +     P L T + P   
A 
Sbjct  285  NGSAVPSGSAGAGRIAKLSGLDVRIGDVLGIRPDHAPRALFSP---
PTLETVVTPVRPAD  341

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALT L + DPL+    D +  E  LS  G VQ EV+ A L+++Y ++    
E +
Sbjct  342  
RGPLHQALTWLTEQDPLIGLRHDEVRRETSLSLYGEVQKEVIQATLADEYGVDVTFSETT  401

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             I +E      S    I+  PNPF A++GL V P   GSG+ +   V LG +  SF  
AV
Sbjct  402  
TICVEHVAGTGSAAELIDKEPNPFLATVGLRVEPGEAGSGISFRLEVELGSMPYSFVKAV  461

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             D ++  L +G+ GW V DC +   +  YY            S  ST  DFR L P
+VL 
Sbjct  462  
EDTVKETLREGVHGWEVLDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVLM  521

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL+E+GT + EP   F L AP + L        +  A   T   K       
GEIPA  
Sbjct  522  
AALREAGTTVHEPLHRFTLQAPADTLGPVTALLAQARAVPRTTFTKDGTAELEGEIPAAK  581

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                   L   T G     T   GY+   G    + R  ++ LD+  ++ +
Sbjct  582  THEVHRLLPSATRGEGAMETVFHGYRPVRGPVPSRSRTDHNPLDRKEYLLR  632

>WP_031027523.1 GTP-binding protein [Streptomyces sp. NRRL WC-3725]
Length=677



 Score = 390 bits (1003),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 247/666 (37%), Positives = 342/666 (51%), Gaps = 
49/666 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGIAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+  +  +L+  ++   T +   +            A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGARDTAVLGQMAQRLAVPLVPMGTAAGLGTRAARFLPGLGPAALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+D +  
L 
Sbjct  181  ADQDDGLLAAYLDGG-
VPESRLRRALAAQTRSASVHPVYFGSAITGAGVPELVDGIERLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKL--------  289
                      L G+VFKVE    G++  Y RL+SGTLR+RD V    GRE          
Sbjct  240  
PTAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGREDTGTGGHGRR  299

Query  290  -------------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPR  335
                         ++T++ +   G   R D+A  G IV +     +R+ D LG P 
R   
Sbjct  300  
HTTTGREGRGTDGRVTDLSVFDHGTDTRADSAGAGRIVKVWGLGGIRIGDALGTPGRSYE  359

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
              +     P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  
G VQ
Sbjct  360  HHFAP---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQ  416

Query  396  



LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             EVV A L+++Y L    +E + + +ERP+         +   NPF A++GL V P   
G
Sbjct  417  
KEVVQATLADEYGLHVTFRETTTLCIERPVGTGHAVEFNKKDANPFLATVGLRVDPAPPG  476

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------  503
            SGV +   V LG +  +F  AV D +R  L QGL GW VTDC +   +            
Sbjct  477  
SGVAFRLEVELGAMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVAMTHSGYSPRQSHAHQ  536

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            G   S  ST  DFR L P+VL +AL+ +GT + EP   F L AP + L        
+  A
Sbjct  537  
GFDKSMSSTGYDFRGLTPLVLVEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGA  596

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---  620
              ET        V  G +PA  + A    L   T G     T    Y      PV 
+   
Sbjct  597  VPETTGTHGAACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHY-----
APVTRGTV  651

Query  621  PRRPNS  626
            P RP +
Sbjct  652  PERPRT  657

>WP_101169116.1 GTP-binding protein [Bacillus sp. SN10]
 PKJ52164.1 tetracycline resistance protein [Bacillus sp. SN10]
Length=647

 Score = 390 bits (1001),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 236/657 (36%), Positives = 360/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDNGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFTDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLH  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
++++
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYE  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE  +++  A+L+P+ +GSA  G+G+  
L+
Sbjct  176  DCIERLAPFNESLLESYVNNE-
IVTDTLLREELIKQIAQANLYPISFGSALTGIGVTELL  234

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
            + ++ L           L G VFK+E    G++  Y+R++SG L +R  V +   +    
Sbjct  235  
ENISTLLPANNSSQDEELSGVVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIHRDQCLPH  294

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            K KI +M +   G  V+T T   GE   +     +++ D++G  T   +     +P    
Sbjct  295  
KEKIKKMCMFHNGNAVQTSTVPSGEFCKVWGLSDIKIGDIIGKRTDYIKDIHFAEPQMEA  354

Query  347  RTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                 PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L
Sbjct  355  AIDALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTL  409

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY L+       V+ +E+P+   S    +    NPF+A++G  V    L SG+ 
Y+  
Sbjct  410  
FEKYNLQVTFSNTRVVCIEKPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLG  469

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+V
Sbjct  470  
VVLGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALK++ T + EP   F L  P+  +S A +      AT        D    TG 
+P 
Sbjct  530  
LMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPV  589



Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
               + ++  L  +T G  +  T+  GY   +  P    +R    P +R D + H+ 
+
Sbjct  590  VKTENFKRMLHSFTEGEGIFTTKPSGY-
TKLKAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097960038.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 PEB59789.1 tetracycline resistance protein [Bacillus cereus]
 PFN37811.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 389 bits (1000),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 368/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKAARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPAHTSAQEEPLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRDESL  292



Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L +KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYDKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG +
Sbjct  528  
IVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  588  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_097843615.1 GTP-binding protein [Bacillus cereus]
 PDZ69407.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 389 bits (1000),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 236/657 (36%), Positives = 360/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD------IEA  174
            IPT+IF+NKID++G + + V++ ++D LS +       +      L E T        
++
Sbjct  121  IPTIIFVNKIDRSGANTEKVMKQIKDVLSNE-------
AFPFYSALNEGTKEARIIAYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQP  229
            +D  IE     N+ LLE Y+  E I  + L REE  +++  A++FP+++GSA  G
+G+  
Sbjct  174  YDDCIELLAPYNEALLESYVNNE-
IVPDTLFREELIKQIAQANVFPIFFGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ ++ L        +  L G VFK+E    G++  Y+R++SG L +R  V      
AL
Sbjct  233  
LLENISDLIPAKNWAENEILSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGEAL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            A +EK+K  ++ +   G  V+      GE   +   + +++ D++G+ T   +     
+ 
Sbjct  293  AHKEKIK--
KLCVFHNGGAVQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P +   I      +   L  AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  350  -
PQMEAAIEAVPKKRIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L        V+ +E+ +        +    NPF+A+IG  +    L SG+ 
Y+ 
Sbjct  409  
LFEKYNLHVTFSNTRVVCIEKLIGIGDSVEIMGEKANPFYATIGFKIERGELNSGITYKL  468



Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLIPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        D    
TG +P
Sbjct  529  
VLMNALKQAETYVYEPVNEFELTVPEHTISTAMYKLAAIPATFAEPIFNNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+    G   I+ R    P +R D + H+ 
+
Sbjct  589  
VAKTENFKRMLHSFTEGEGIFTTKPAGFIKLTGPFPIRKRVDYNPLNRKDYLLHVLK  645

>WP_057294845.1 GTP-binding protein [Nocardioides sp. Soil796]
 KRF14337.1 GTP-binding protein [Nocardioides sp. Soil796]
Length=652

 Score = 390 bits (1001),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 239/646 (37%), Positives = 351/646 (54%), Gaps = 
31/646 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI+AHVDAGKT+LTE LL+ +G I  PGSV+ GTTRTD++ LER+RGITI
+AAVTSF
Sbjct  5    
LNLGIVAHVDAGKTSLTERLLFEAGVIDAPGSVDAGTTRTDSLDLERRRGITIRAAVTSF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV RSL VLD A+LV+SA +GVQ QT +++ AL+++ 
+PT
Sbjct  65   
GLGDLAVNLVDTPGHPDFIAEVERSLGVLDAAVLVLSAVEGVQPQTVVIWRALQRIGVPT  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLS--------
ADIIIKQTVSLSPEIVLEENTDIEAW  175
            V+F+NKID+AG D++ V+  VR +L+        AD    +  +++   + +E+      
Sbjct  125  
VLFVNKIDRAGADVERVLAQVRRRLTPYAVQLARADGQGDRAATVTGVPLTDESV----V  180

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
              V E +D++L  ++AG       LVR  +  V+  +L PV  GSA  G GI  L   



+T
Sbjct  181  
AGVAEVDDRVLAGWVAGATPRHRDLVRALRSGVRRGALTPVLCGSAITGAGIDELHRTLT  240

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
            GL  P        + G+VF V+  + G RR ++RL+SG LR+RD VA+ GR+   
+TE+ 
Sbjct  241  GLL-PAARHSDGPVAGTVFAVDRDERG-
RRAWIRLWSGELRVRDRVAITGRKPELVTEVA  298

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G +     A  G+I ++   + R+ DVLG P   PR+R        L+  + 
P+  
Sbjct  299  ASEPGGVTVASVARAGQIAVIRGPAARIGDVLGRP---
PRRRAHHFAPATLQALVEPEDP  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L   LT+LAD DPL+   ++ +  E  +   G VQ EV++ALL ++Y +     
E
Sbjct  356  
TARTALYAGLTELADEDPLIDLHLNEVDGEAAVRLHGEVQKEVIAALLEQRYGVVARFLE  415

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             SV+ +ER +   +    I V  NP+ A IGL V P  +GSG+ +   +  G L  
+F  
Sbjct  416  
TSVVCIERVVGTGASVDRINVGDNPYLAGIGLRVEPGEVGSGITFSPGIERGNLPPAFIA  475

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIV  523
            A  +G+R  L QGL GW VTDC++      Y+   S P            ADFR 
LA +V
Sbjct  476  
ATEEGVRAALIQGLCGWAVTDCQVSMTESGYWPRQSRPHQKFDKSISSVAADFRHLAQVV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +  AL+ +GT++ +P   F L  P E          +  A               G 
+P+
Sbjct  536  
VMAALQRAGTRVCQPIERFDLELPDEAFGAIAALLGRIGAVTLDTSAAAGYTRLVGHVPS  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
              ++   + L   T+G  V +T L  + A V      PRR  +  D
Sbjct  596  AAVRDLTSRLPDLTSGEGVLVTRLD-HHAPV-TDTCPPRRRRTGFD  639

>WP_056889944.1 GTP-binding protein [Nocardioides sp. Root151]
 KQZ75258.1 GTP-binding protein [Nocardioides sp. Root151]
Length=652



 Score = 390 bits (1001),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 242/647 (37%), Positives = 357/647 (55%), Gaps = 
33/647 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI+AHVDAGKT+LTE LL+ +G I  PGSV+ GTTRTD++ LER+RGITI
+AAVTSF
Sbjct  5    
LNLGIVAHVDAGKTSLTERLLFEAGVIDAPGSVDAGTTRTDSLDLERRRGITIRAAVTSF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV RSL VLD A+LV+SA +GVQ QT +++ AL+++ 
+PT
Sbjct  65   
GLGDLAVNLVDTPGHPDFIAEVERSLGVLDAAVLVLSAVEGVQPQTVVIWRALQRIGVPT  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLS--------
ADIIIKQTVSLSPEIVLEENTDIEAW  175
            V+F+NKID+AG D++ V+  VR +L+        AD    +  +++   + +E+      
Sbjct  125  
VLFVNKIDRAGADVERVLAQVRRRLTPYAVQLARADGQGDRAATVTGVPLTDESV----V  180

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
              V E +D++L  ++AG       LVR  +  V+  +L PV  GSA  G GI  L   
+T
Sbjct  181  
AGVAEVDDRVLAGWVAGATPRHRDLVRALRSGVRRGALTPVLCGSAITGAGIDELHRTLT  240

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
            GL  P        + G+VF V+  + G RR ++RL+SG LR+RD VA+ GR+   
+TE+ 
Sbjct  241  GLL-PAARHSDGPVAGTVFAVDRDERG-
RRAWIRLWSGELRVRDRVAITGRKPELVTEVA  298

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G +     A  G+I ++   + R+ DVLG P   PR+R        L+  + 
P+  
Sbjct  299  ASEPGGVTVASVARAGQIAVIRGPAARIGDVLGRP---
PRRRAHHFAPATLQALVEPEDP  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L   LT+LAD DPL+   ++ +  E  +   G VQ EV++ALL ++Y +     
E
Sbjct  356  
TARTALYAGLTELADEDPLIDLHLNEVDGEAAVRLHGEVQKEVIAALLEQRYGVVARFLE  415



Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             SV+ +ER +   +    I V  NP+ A IGL V P  +GSG+ +   +  G L  
+F  
Sbjct  416  
TSVVCIERVVGTGASVDRINVGDNPYLAGIGLRVEPGEVGSGITFSPGIERGNLPPAFIA  475

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIV  523
            A  +G+R  L QGL GW VTDC++      Y+   S P            ADFR 
LA +V
Sbjct  476  
ATEEGVRAALIQGLCGWAVTDCQVSMTESGYWPRQSRPHQKFDKSISSVAADFRHLAQVV  535

Query  524  LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA-
TIETAQVKKDEVVFTGEIP  582
            +  AL+ +GT++ +P   F L  P E          +  A T++T+ V        
G +P
Sbjct  536  VMAALQRAGTRVCQPIERFDLELPDEAFGAIAALLGRIGAVTLDTSAVAG-
YTRLVGHVP  594

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +  ++   + L   T+G  V +T L  + A V      PRR  +  D
Sbjct  595  SAAVRDLTSRLPDLTSGEGVLVTRLD-HHAPV-TDTCPPRRRRTGFD  639

>WP_098541581.1 GTP-binding protein [Bacillus cereus]
 PFN20347.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 389 bits (1000),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 229/623 (37%), Positives = 349/623 (56%), Gaps = 
20/623 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVGRSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S + E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAF--



PFYSAANEGTKEARIMEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++  A+++P+++GSA  G+G+  L+
+ + 
Sbjct  179  
ERLAPYNESLLVSYVNNEIIPDALLRKELEKQILQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
ALLPANTSAPDELLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKHVEIKRSKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   GE   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCIFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++       V+ +E+P+        +    NPF+A++G  V    L SG+ Y+  
V LG
Sbjct  414  
NIQVTFSNTRVVCVEKPVGIGYAAEVMGEKANPFYATVGFKVERGELNSGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK   T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKRVETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFVEPILNNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             ++  L  +T G  + +T+  GY
Sbjct  594  NFKRMLHSFTEGEGIFITKPAGY  616



>WP_098001540.1 GTP-binding protein [Bacillus toyonensis]
 PED89834.1 tetracycline resistance protein [Bacillus toyonensis]
Length=643

 Score = 389 bits (1000),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 236/658 (36%), Positives = 370/658 (56%), Gaps = 
39/658 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLASYNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V +   
+ L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLP  344
                KIT+M +   G+ V+T T   GE   +      LND+ +G+ T   +     
+  P
Sbjct  293  SHKEKITKMCLFHNGDAVQTSTVPSGEFCKVWG----
LNDIKIGERTDYIKDIHFAE--P  346

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401



             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  347  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  403

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y+
Sbjct  404  
TLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYD  463

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D + + L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  464  
LGVELGSLPLAFHKAIEDTVFHTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  523

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  +L+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  524  
LVLMDSLQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGLL  583

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  584  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLMAPFPTRKRVDFNPLNRKDYLLHVLK  641

>WP_098711493.1 GTP-binding protein [Bacillus toyonensis]
 PGE66617.1 tetracycline resistance protein [Bacillus toyonensis]
 PHD37265.1 tetracycline resistance protein [Bacillus toyonensis]
 PRT18729.1 GTP-binding protein [Bacillus toyonensis]
Length=647

 Score = 389 bits (1000),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 230/657 (35%), Positives = 364/657 (55%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E I    L  + ++++Q A+++P+++GSA  G+G
+  +
Sbjct  174  
YDDCMELLAPFNESLLESYVNNEIIPDALLREKLEQQIQQANVYPIFFGSAMTGIGVTEI  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L 
Sbjct  234  
LEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G  V++     GE   +   + +++ D++G+ T   +     +  
P 
Sbjct  294  
HKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGKHNSGITYDL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528



Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +P
Sbjct  529  
VLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFAEPILHNDSYHLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  589  
IAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>AFT65575.1 TetM, partial [Clostridioides difficile]
Length=334

 Score = 378 bits (971),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 187/334 (56%), Positives = 246/334 (74%), Gaps = 0/334 
(0%)

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191
            Q G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLEKY++
Sbjct  1    
QNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMS  60

Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
            G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + 
LCG
Sbjct  61   
GKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCG  120

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
             VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D 
AY G
Sbjct  121  
IVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSG  180

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +
++D+
Sbjct  181  
EIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDS  240

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK 



A +T
Sbjct  241  
DPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYT  300

Query  432  IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            IHIEVPPNPFWASIGLSV PL LGSGVQYES VS
Sbjct  301  IHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVS  334

>WP_003994940.1 GTP-binding protein [Streptomyces viridochromogenes]
 EFL36787.1 translation elongation factor G [Streptomyces 
viridochromogenes 
DSM 40736]
Length=657

 Score = 390 bits (1001),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 245/646 (38%), Positives = 349/646 (54%), Gaps = 
29/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHSLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLGGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD---
IEAWDA  177
            IPT++F+NKID+ G   ++V++S++ +L+  I+   T +    I            
A D 
Sbjct  121  
IPTLLFVNKIDRRGAGYETVLRSIQARLTPAIVPMGTATGLGTIAARCTPGPGPAAALDV  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +++D LL  Y+  +    + L+R     R ++A + PVY+GSA  G G+  L+  
+  
Sbjct  181  LADHDDTLLSAYV--
DHTLTDALLRTSLAARTREALVHPVYFGSAVTGAGVDALLTGIEE  238

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMR  295
            L  P G      + G+VFKVE    G++  Y R++SGTLR RD V   A   + +
+T + 
Sbjct  239  
LLPPAGGDADGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRVPFGADGAEGRVTAVS  298



Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAP  352
            +   G   R +    G+I  L     +R+ D LG+    PRK +     P P L T 
+ P
Sbjct  299  VFGHGTDTRGEAVRAGQIARLWGLGDIRIGDALGE----PRKAYEHFFAP-
PTLETVVVP  353

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                 R  L  ALTQLA+ DPL+    D    E  +S  G VQ EVV A L+++Y 
L+  
Sbjct  354  
GPGVHRGALHLALTQLAEQDPLIGLRHDERRQETSVSLYGEVQKEVVQATLADEYGLDVT  413

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ER L        I+   NPF A++GL V    +GSGV +   V LG 
+  +
Sbjct  414  
FRETTPLCVERLLGTGQAVEFIKKDANPFLATVGLRVEAAPVGSGVVFRLEVELGSMPYA  473

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV D +R  L+QGL GW V DC +   +  Y+            S  ST 
ADFR L 
Sbjct  474  
FFKAVEDTVRATLDQGLHGWQVPDCVVTMTHKGYWPRQSHAHQGFDKSMSSTGADFRGLT  533

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  AL+++GT++ EP   F + AP + L           A  ET   + D  V  
G 
Sbjct  534  
PLVLVAALRQAGTRVHEPMHRFRVEAPADTLGALLPVLAGLGAVPETTLNRDDTCVLEGT  593

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            +PA  + A    L   T G     +    Y A V    + P RP +
Sbjct  594  VPAARVHALGQRLPGLTRGEGELESAFAHY-APVAHGTV-PERPRT  637

>WP_067127113.1 GTP-binding protein [Microtetraspora malaysiensis]
Length=656

 Score = 390 bits (1001),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 357/658 (54%), Gaps = 
22/658 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TD+M LERQRGITI
++AV
Sbjct  1    



MQTLNLGILAHVDAGKTSLTERLLFAAGVIDEIGSVDDGSTQTDSMALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAIDGVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT+IF+NKID+ G   + V++ +  KL+  I+   +V          +     ++    
Sbjct  121  
IPTLIFVNKIDRGGAQDERVLRDISAKLTPAIMPMGSVRDLGARAAGFTTYGAADDAFTT  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D ++  Y+  E  +  ++L  E   + + A   PV++GSA  G G+  
L+
Sbjct  181  
ALTDLLAGHDDAIVATYVNDETAVPYDRLRDELAAQTKRALAHPVFFGSAITGAGVDALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +T L           +  +VFKVE    G++  Y+R++SGT+R RD + L G  
+ K+
Sbjct  241  
TGITELLPAAEGDVDGPVSATVFKVERGPAGEKIAYVRVFSGTVRTRDRLRLRGDNEGKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +  +G  V   +   GEI  L     VR+ D +G  +R   +  R  P P L 
T +
Sbjct  301  TAVHVFDRGSAVTRASVTAGEIGKLWGLADVRVGDAIGT-SRTAAECHRFAP-
PTLETAV  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+   ++  L  ALTQLA+ DPL+    D +  E+ LS  G VQ EV+   L+  
+ ++
Sbjct  359  
VPRRPEEKGALHVALTQLAEQDPLINLRQDDLRQELFLSLYGEVQKEVIQETLATDFGID  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + I +ERP+        +   PNPF A++GL + P + GSGV  +  V 
+G + 
Sbjct  419  
VDFRETTTICVERPIGTGMAVEVLGKEPNPFLATVGLRIEPAAAGSGVGVKLEVKVGSIP  478

Query  471  -------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
                   + FQ A+ + +R  L QGL GW V DC +      Y SP ST  DFR L 
P+V



Sbjct  479  
LFIYKAVEEFQKAIENTVRETLRQGLRGWQVADCTVTITQSGYTSPESTARDFRLLTPLV  538

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+++GT + EP   F L  P + +        +  A     +++    V  
GEIPA
Sbjct  539  
LMSALQQAGTVVCEPVHRFHLDVPADTVGAILPVLARLRAVPRVPEIRGPACVLEGEIPA  598

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQKV  638
              +   +  L   T G  V       Y+   G P  +PR    P +R + + H+ +
+V
Sbjct  599  
ARVHELQRQLYALTRGEGVLEFAFDHYEPVRGAPPSRPRSDLNPINRKEYLLHVMRRV  656

>WP_000209603.1 GTP-binding protein [Bacillus thuringiensis]
 AFU13648.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
MC28]
Length=647

 Score = 389 bits (1000),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 233/660 (35%), Positives = 368/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTLNIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  



Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +     +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      
SG+ 
Sbjct  406  
ETTLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKHNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YNLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG
Sbjct  526  
TPLVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTASFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_097908587.1 GTP-binding protein [Bacillus wiedmannii]



 PEF32874.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 389 bits (1000),  Expect = 1e-123, Method: Compositional 
matrix adjust.
 Identities = 229/654 (35%), Positives = 362/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAIL ISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILAISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LL  Y+  E +    L  E ++++Q A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLASYVNDEIVPGVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIST  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+K
Sbjct  240  
LFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P       
Sbjct  300  --
KICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAEPQMEAAIE  357

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              PK     ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  358  AVPK-----



ERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKTNPFYATIGFKIERGELNSGIIYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP  +F L  P+  +S A +      A         D    TG +P    
Sbjct  533  
ALKQAETCVFEPVNAFELTVPERAISTAMYKLAAIPAAFADPIFNNDSYELTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098821275.1 GTP-binding protein [Bacillus toyonensis]
 PHB51978.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 389 bits (999),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 230/657 (35%), Positives = 369/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LT  +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTARILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS   LDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRALDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174



            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P++ GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFSGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ ++ L        +  L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLENISELIPANKSAENETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P +  +I   +  Q   L  AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  350  -
PQMEASIDAVSKEQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  G+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNCGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L PI
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPI  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKQAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLP  588



Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  589  
VAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_061676917.1 GTP-binding protein [Bacillus wiedmannii]
 KXY82683.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 389 bits (999),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 233/656 (36%), Positives = 363/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGWVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYYVKNAGTKEARIIEYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPIS----
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             +   N+ LL  Y+  E +     REKL+ +    +  A++FP+++GSA  G+G+  
L++
Sbjct  180  LLAPYNESLLASYVNDEIVPDTLLREKLITQ----
IAQANVFPIFFGSAMTGMGVTELLE  235

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREK  288
             ++ L        +  L G VFK+E    G++  Y+R++SG L +R  V +    A   
K
Sbjct  236  
NISDLIPANKPAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHIQRDEAPAHK  295

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347



             KI ++ +   G  V+      GE   +     +++ D++G+ T   +     +P     
Sbjct  296  
EKIKKICLFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
LS
Sbjct  351  
QMEAAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLS  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYTLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWKVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++GT + EP   F L  P++ +S A +      AT    ++  D    TG 
+P  
Sbjct  531  
MDALKQAGTCVYEPVNEFELTVPEQAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +      GY   +  P    +R    P +R D + H+ +
Sbjct  591  KTEHFKRILHSFTEGDGIFTVNPTGY-TKLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_010040474.1 GTP-binding protein [Streptomyces chartreusis]
 SOR84077.1 Tetracycline resistance protein TetO [Streptomyces 
chartreusis 
NRRL 3882]
Length=657

 Score = 389 bits (1000),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 249/650 (38%), Positives = 348/650 (54%), Gaps = 
37/650 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+A+G I E G V+ G TRTDT+ LERQRGITI
++AV



Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHAAGVIDEVGRVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G     V++SV  +L+  I+   TV+                 
A D 
Sbjct  121  
IPTLLFVNKIDRRGAREAEVLRSVSARLTPAIVPMGTVTGLGTRAARFTPGPGPAAALDV  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E +D LL  Y+  E    + L+R     R ++A + PV++GSA  G G++ L+  
+  
Sbjct  181  LTEYDDALLSAYV--
EDTVTDALLRGSLVARTREALVHPVFFGSAATGAGVEALLTGIEE  238

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMR  295
            L           + GSVFKVE    G++  Y R++SGTLR RD +   A   + 
+IT + 
Sbjct  239  
LLPAADGDPDGPVSGSVFKVERGPAGEKVAYARMFSGTLRTRDRIPCGADGAEGRITGIS  298

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAP  352
            +  +G   R D  + G+I  L     +R+ D +GD    PRK +     P P L T 
+ P
Sbjct  299  VFGRGTDTRADAVHAGQIARLWGLADIRIGDAIGD----PRKAYEHFFAP-
PTLETVVVP  353

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                 R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+++Y 
L   
Sbjct  354  
GPGVNRGALHLALTQLAEQDPLIGLRHDEHRQETSVSLYGEVQKEVIQATLADEYGLHVT  413

Query  413  VKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +E + + +ER L    H +   +  PNPF A++GL V P  +GSGV +   V LG 
+  
Sbjct  414  FRETTPLCVER-
LVGTGHAVEFNKKDPNPFLATVGLRVDPAPVGSGVGFRLEVELGSMPY  472

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519



            +F  AV D +R  L QGL GW VTDC +   +            G   S  ST 
ADFR +
Sbjct  473  
AFFKAVEDTVRETLGQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGV  532

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL+ +GT++ EP   F + AP + L           A  ET + + D  
V  G
Sbjct  533  
TPLVLVEALRRAGTRVHEPMHRFRIEAPADTLGALLPALAGLAAVPETTRTRGDLCVLEG  592

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNS  626
             +PA  + A    L   T G     +    Y      PV+    P RP +
Sbjct  593  TVPAARVHALGHLLPGMTRGEGELESAFDHY-----APVMHGTIPERPRT  637

>WP_097959893.1 GTP-binding protein [Bacillus toyonensis]
 PDY83144.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 389 bits (999),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 367/658 (56%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRILQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  +I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEASI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      SG
+ Y 
Sbjct  408  
TLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYATIGFKVERGKHNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG +
Sbjct  528  
LVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSL  587

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+         + R    P +R D + H+ 
+
Sbjct  588  
PIAKTENFKRMLHSFTEGEGIFTTKPAGFTKLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_076875058.1 GTP-binding protein [Bacillus cereus]
 ONG98478.1 tetracycline resistance protein [Bacillus cereus]
Length=647



 Score = 389 bits (999),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 236/662 (36%), Positives = 364/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E    G++  Y+R++S  L +R  V +   
+ L 
Sbjct  234  
LENISTLLPANNLSQDEKLSGIVFKIEREPSGEKIAYVRVFSSNLHVRKYVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQME  353

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  PK     ER+ D   AL +L + DPL++   D + +E+ +   G+VQ EV
+   
Sbjct  354  AAIDAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETT  408



Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_098805272.1 GTP-binding protein [Bacillus toyonensis]
 PHC44834.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 389 bits (999),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 230/657 (35%), Positives = 370/657 (56%), Gaps = 
33/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   



VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P++ GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFSGSAMTGMGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ ++ L        +  L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLENISELIPANKSAENETLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  ++ +   G+ V+T T   GE   +   + +++ D++G+ T   +     
+ 
Sbjct  293  SHKEKIK--
KLCLFHNGDAVQTTTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE-  349

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P +  +I      Q   L  AL +L + DPL++   D + +E+ +   G VQ EV
+  +
Sbjct  350  -
PQMEASIDAVLKEQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETI  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    N F+A++G  V    L  G+ 
Y+ 
Sbjct  409  
LYEKYNLQVTFSNTRVVCIEKPIDIGNSVEVMGEKANTFYATVGFKVERGELNCGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L PI
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPI  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK++ T + EP   F L  P+  +S A +      AT        +    



TG +P
Sbjct  529  
VLMDALKQAETYVYEPVNEFELTVPEYAISTAMYKLAAVPATFAEPIFNNNAYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
                ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  589  
VAKTESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_046954224.1 GTP-binding protein [Bacillus cereus]
 KLA31712.1 hypothetical protein B4077_3033 [Bacillus cereus]
Length=647

 Score = 389 bits (999),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 235/660 (36%), Positives = 367/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  
L+
Sbjct  176  DCIERLAPYNESLLESYVNNE-
IVTDTLLREELEKQIQQANVYPIFFGSAMTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L   VFK+E    G++  Y+R++SG + +R  V      
AL  
Sbjct  235  



EKLPALIPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGRIHVRKYVDIQRGEALTH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPL  343
            +EK+K  ++ +   G  ++      GE+  +     +++ D++G+ T  +    + 
E   
Sbjct  295  KEKIK--
KICVFHNGNAIQASIVPSGELCKVWGLSDIKIGDIIGERTDSIKNIHFAE---  349

Query  344  PMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            P +   I    A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+ 
Sbjct  350  PQMEAAIE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L 
SG+ Y
Sbjct  407  
TTLYEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
KLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK + T   EP   F L  P+  +S A +      AT        D    
TG 
Sbjct  527  
PLVLMDALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSYHLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            +P    + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + 
H+ +
Sbjct  587  LPVAKTENFKRMLHSFTEGEGIFTTKPSGYK-
ELKAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_106382945.1 GTP-binding protein [Bacillus wiedmannii]
 PRT22364.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 389 bits (999),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 229/654 (35%), Positives = 362/654 (55%), Gaps = 
27/654 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAIL ISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILAISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LL  Y+  E +    L  E ++++Q A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLASYVNDEIVPGVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIST  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+K
Sbjct  240  
LFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKIK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P       
Sbjct  300  --
KICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAEPQMEAAIE  357

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              PK     ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  358  AVPK-----
ERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKTNPFYATIGFKIERGELNSGIIYKLGVEL  472



Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK++ T + EP  +F L  P+  +S A +      A         D    TG +P    
Sbjct  533  
ALKQAETCVFEPVNAFELTVPERAISTAMYKLSAIPAAFADPIFNNDSYELTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_089007929.1 GTP-binding protein [Micromonospora viridifaciens]
 SCF21505.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
viridifaciens]
Length=668

 Score = 389 bits (1000),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 248/665 (37%), Positives = 355/665 (53%), Gaps = 
39/665 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI AHVDAGKT+LTE LL ++G I E GSV+ G+TRTDTM LERQRGITI
++AV
Sbjct  1    
MQTLNLGIFAHVDAGKTSLTERLLLSAGVIDELGSVDAGSTRTDTMALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVVAGVTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQAQTRVLARTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-----  175
            IPT+IF+NK+D+AG DL  V+  + D+L+       + +++   VL   T    W     
Sbjct  121  IPTLIFVNKVDRAGADLGRVLGQIGDRLT-------
SAAVALGRVLAAGTPAARWAPFAP  173

Query  176  ----------DAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKG  224



                      D +  ++D LL  Y+A E  ++  +L          A + PV+ 
GSA  G
Sbjct  174  
DDPDHRARLVDLLTTHDDALLAAYVANERAVTPARLRAALATWTGRARVHPVHAGSAITG  233

Query  225  LGIQPLMDAVTGLFQPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
             G+  L+ A+  L  P GE    A L G+VFKVE    G++  Y R+++GT+R+RD 
+  
Sbjct  234  AGVDDLIAAIAELL-
PAGEGDDDAPLSGTVFKVERGPAGEKIAYARIFAGTVRVRDRIRY  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
             G    +IT + +   G  V  D A  G IV L     VR+ D LG     P  R    
P
Sbjct  293  
RGGHDARITGIDVYDGGAPVPRDLAGSGRIVRLRGLTDVRVGDPLGVAPDRPAGRHHFAP  352

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P+ AA R  L  AL QLA+ DPL+    D +  EI +S  G VQ EV
+ A 
Sbjct  353  -
PTLETVVVPERAADRPALHAALAQLAEQDPLINLRQDDLRQEIAVSLYGEVQKEVIQAT  411

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L++ + L    +E + + +ERP+   +    I   PNPF  ++GL V P  LGSGV
++  
Sbjct  412  
LADDHGLPVSFRETTTVCVERPVGVGAAVEWIGREPNPFLGTVGLRVEPGPLGSGVEFRL  471

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SPV  510
             + LG +  +F  A+ + +R  L QGL GW V DC +   +G Y+            
S  
Sbjct  472  
GIELGSIPLAFLKAIEETVRETLRQGLRGWEVIDCVVTLTHGGYWARQSHSHGVFDKSMS  531

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  D R+L P+VL  AL  +GT++ EP   F L  P +          +  A   
T+ +
Sbjct  532  
STAGDLRNLTPLVLMAALSRAGTRVHEPVHRFRLDLPADLFGTVLPALARLDAVPHTSTL  591

Query  571  
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
            +    +  GE+PA  + A    L   T G     +E   Y+   G    +PR  +  
L++
Sbjct  592  
RGAAYLIEGEVPAGRVHALEQRLPSLTRGEGTLESEFDHYRPVRGPEPSRPRWDHDPLNR  651



Query  631  VRHMF  635
              ++ 
Sbjct  652  KEYLL  656

>WP_098954518.1 GTP-binding protein [Bacillus toyonensis]
 PHG65636.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 389 bits (999),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 234/660 (35%), Positives = 367/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHTSVQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +     +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--



KMCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D +  E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHSELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      
SG+ 
Sbjct  406  
ETTLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYAAIGFKVERGKHNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YNLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    
TG
Sbjct  526  
TPLVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTASFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_030659124.1 MULTISPECIES: GTP-binding protein [Streptomyces]
 KOG74029.1 GTP-binding protein [Streptomyces antibioticus]
Length=677

 Score = 390 bits (1001),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 247/666 (37%), Positives = 341/666 (51%), Gaps = 
49/666 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGIAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+  +  +L+  ++   T +   +            A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGARDTAVLGQMAQRLAVPLVPMGTAAGLGTRAARFLPGLGPAALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+D +  
L 
Sbjct  181  ADQDDGLLAAYLDGG-
VPESRLRRALAAQTRSASVHPVYFGSAITGAGVPELVDGIERLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKL--------  289
                      L G+VFKVE    G++  Y RL+SGTLR+RD V    GRE          
Sbjct  240  
PTAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGREDTGTGGHGRR  299

Query  290  -------------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPR  335
                         ++T + +   G   R D+A  G IV +     +R+ D LG P 
R   
Sbjct  300  
HTTTGREGRGTDGRVTALSVFDHGTDTRADSAGAGRIVKVWGLGGIRIGDALGTPGRSYE  359

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
              +     P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  
G VQ
Sbjct  360  HHFAP---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQ  416

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             EVV A L+++Y L    +E + + +ERP+         +   NPF A++GL V P   
G
Sbjct  417  
KEVVQATLADEYGLHVTFRETTTLCIERPVGTGHAVEFNKKDANPFLATVGLRVDPAPPG  476

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------  503
            SGV +   V LG +  +F  AV D +R  L QGL GW VTDC +   +            
Sbjct  477  
SGVAFRLEVELGAMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVAMTHSGYSPRQSHAHQ  536



Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            G   S  ST  DFR L P+VL +AL+ +GT + EP   F L AP + L        
+  A
Sbjct  537  
GFDKSMSSTGYDFRGLTPLVLVEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGA  596

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---  620
              ET        V  G +PA  + A    L   T G     T    Y      PV 
+   
Sbjct  597  VPETTGTHGAACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHY-----
APVTRGTV  651

Query  621  PRRPNS  626
            P RP +
Sbjct  652  PERPRT  657

>WP_097797620.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 PEA92119.1 tetracycline resistance protein [Bacillus cereus]
 PEF49749.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFO87624.1 tetracycline resistance protein [Bacillus cereus]
 PFT94386.1 tetracycline resistance protein [Bacillus cereus]
 PGO94607.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 389 bits (998),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 240/656 (37%), Positives = 363/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
ISFCINDLKVNVIDTPGHADFIAEVERSFRVLDGVILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179
            IPT+IF+NKID++G + + VV+ ++D LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKDVLSNEAF--
PFYSVENEGTKEARIFEYKSYDDCI  178



Query  180  E----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+REE  +++  A+LFP++ GSA  G+G+  L
++ +
Sbjct  179  ELLAPYNESLLESYVNDEIIP-
DILLREELIKQIAQANLFPIFCGSAMTGIGVTELLENI  237

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREK  288
            + L        +  L G VFK+E    G++  Y+R++SG L +R  V       LA 
+EK
Sbjct  238  
SDLIPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGRLHVRKYVHILRDDTLAHKEK  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P     
Sbjct  298  IK--
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D I HE+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIEALPKERIHDLYAALMELCEEDPLIQVWKDDIHHELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+        +    NPF+A+IG  +    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGISYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL ++ T + EP   F L  P+  +S A +      AT    ++  D    TG 
+P  
Sbjct  531  
MDALIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
              + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645



>WP_098222129.1 GTP-binding protein [Bacillus wiedmannii]
 PEP50558.1 tetracycline resistance protein [Bacillus wiedmannii]
 PFZ91740.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 389 bits (998),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 232/655 (35%), Positives = 367/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+  +
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENTS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIKRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K T +     G +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  KKTCLF--
HNGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAI  356

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405



               PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L +
Sbjct  357  DAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYD  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P++ +S A +      AT     +  +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098709482.1 GTP-binding protein [Bacillus toyonensis]
 PGC90957.1 tetracycline resistance protein [Bacillus toyonensis]
Length=647

 Score = 389 bits (998),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 234/660 (35%), Positives = 368/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   



VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHTSVQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +     +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      
SG+ 
Sbjct  406  
ETTLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKENPFYAAIGFKVERGKHNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YNLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++ T + EP   F L  P+  +S A +      AT     +  D    



TG
Sbjct  526  
TPLVLMDALQQAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPIAKTENFKRMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645

>WP_000207823.1 GTP-binding protein [Bacillus cereus]
 EJS69353.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG2X1-1]
 PEA06560.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 389 bits (998),  Expect = 2e-123, Method: Compositional 
matrix adjust.
 Identities = 233/652 (36%), Positives = 359/652 (55%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGVILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S + E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAF--
PLYSAANEGTKEARIMEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  179  
ERLAPYNESLLVSYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG+L +R  V +   + L    



KI
Sbjct  239  
ALLPANTSAPDELLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKHVDIKRSKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G+ V+T T   G+   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCIFHNGDAVQTSTVPSGDFCKVWGLSDIKIGDIIGERTGYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + D L++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIDAVPKERVHDLYAALMELCEEDSLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y   
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATVGFKVERGQLNSGITYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR+LAP
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLAPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT     +  D    TG +P    
+
Sbjct  534  
LKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPILNNDSYQLTGSLPIAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T   G+        I+ R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGDGIFTTNPAGFTKLKAPFPIRKRIDFNPLNRKDYLLHVLK  
645

>WP_010706236.1 transposase, partial [Enterococcus faecium]
 EOD82700.1 tetracycline resistance protein tetM transposon Tn916, 
partial 
[Enterococcus faecium EnGen0006]
Length=213

 Score = 373 bits (957),  Expect = 3e-123, Method: Compositional 
matrix adjust.
 Identities = 168/211 (80%), Positives = 189/211 (90%), Gaps = 0/211 



(0%)

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV 
+GIRYG EQ
Sbjct  2    
AEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQ  61

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            GL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAP
Sbjct  62   
GLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAP  121

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            QEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVCLTEL
Sbjct  122  
QEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTEL  181

Query  608  KGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            KGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  182  KGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  212

>WP_098607789.1 GTP-binding protein [Bacillus cereus]
 PFT30278.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 389 bits (998),  Expect = 3e-123, Method: Compositional 
matrix adjust.
 Identities = 240/656 (37%), Positives = 363/656 (55%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
ISFCINDLKVNVIDTPGHADFIAEVERSFRVLDGVILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179
            IPT+IF+NKID++G + + VV+ ++D LS +       S+  E   E    + ++



+D  I
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKDVLSNEAF--
PFYSVENEGTKEARIFEYKSYDDCI  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+REE  +++  A+LFP++ GSA  G+G+  L
++ +
Sbjct  179  ELLAPYNESLLESYVNDEIIP-
DILLREELIKQIAQANLFPIFCGSAMTGIGVTELLENI  237

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREK  288
            + L        +  L G VFK+E    G++  Y+R++SG L +R  V       LA 
+EK
Sbjct  238  
SDLIPANKSAENEILSGVVFKIERESSGEKIAYVRVFSGRLHVRKYVHILRDDTLAHKEK  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P     
Sbjct  298  IK--
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D I HE+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIEALPKERIHDLYAALMELCEEDPLIQVWKDDIHHELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       V+ +E+P+        +    NPF+A+IG  +    L SG+ Y   
V
Sbjct  411  
EKYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGISYNLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL ++ T + EP   F L  P+  +S A +      AT    ++  D    TG 
+P  
Sbjct  531  
MDALIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636



              + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  591  KTENFKRILHSFTEGEEIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_098906152.1 GTP-binding protein [Bacillus cereus]
 PEA03378.1 tetracycline resistance protein [Bacillus cereus]
Length=643

 Score = 388 bits (997),  Expect = 3e-123, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 369/658 (56%), Gaps = 
39/658 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+  P
Sbjct  293  



PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--P  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +  TI    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+  
Sbjct  351  QMEATI---
DAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIET  407

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L EKY L+       V  +E+P+   +    +    NPF+A+IG  +    L SG
+ Y+
Sbjct  408  
TLYEKYNLQVTFSNTRVACIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYK  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A++D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIKDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL  ALK++ T + EP   F L  P++    A +      AT     +  +    
TG +
Sbjct  528  IVLMDALKQAETYVYEPVNEFELTVPEQ----
AMYKLAAVPATFREPILSNNSYQLTGSL  583

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + H+ 
+
Sbjct  584  
PVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  641

>WP_028433974.1 GTP-binding protein [Streptomyces sp. TAA486]
Length=665

 Score = 389 bits (999),  Expect = 3e-123, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 353/660 (53%), Gaps = 
23/660 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+A+G I E GSV++G+T TD++ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDEGSTLTDSLALERQRGITIKSAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+AG   + V++ + +KL+   +          +    +P    ++    
Sbjct  121  
IPTLLFVNKIDRAGAQYEQVLRRITEKLTPAAVAMGRVRGLGTRAAEFTPHGASDDGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E++D +L  Y+  E  +SRE+L  E   + +   + PV++GSA  G G+
+ L 
Sbjct  181  
RLAEVLAEHDDAVLAAYVEDEKALSRERLRGELAAQSKRGLVHPVFFGSAITGAGVEALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +  L         A   G+VFKVE    GQ+  Y+R++SGT+R+RD +      
+ K+
Sbjct  241  
AGLKELLPAAEGDPDAPAHGTVFKVERAAGGQKTAYVRMFSGTVRVRDRLLHGDEGEGKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G          G I  L     VR+ D +G   +L R+     P P L 
T +
Sbjct  301  TGIDVFDNGSDAPGPCVEAGRIGKLRGLAGVRIGDAVGSARKLTREEHHFAP-
PTLETVV  359

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P    +   L  ALTQLA+ DPL+    D +  EI +S  G VQ EVV A L+++
+ L+
Sbjct  360  
LPCRPEESGALHTALTQLAEQDPLIGLRQDELRGEIHVSLYGEVQKEVVQATLADEFGLD  419

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + I +ER     S    +    NPF A++GL + P   GSGV+Y   V 
LG + 
Sbjct  420  
VAFRESTTICVERLDGPGSAAEIMNKELNPFLATVGLRIEPAPPGSGVRYGLEVELGSMP  479

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV D +R  L +G+ GW + DC +   +  Y             S  ST 
ADFR 
Sbjct  480  
YAFMRAVEDTVRETLREGIHGWEIPDCTVTMTHSGYAPRQSHAHAIFDKSMSSTGADFRQ  539



Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+V+ +AL+++GT + EP   F L  P E          +     +    K D  
+  
Sbjct  540  
LTPLVVMEALRDAGTTVHEPMHRFRLEIPAETFGAVLPALSRLRGVPQAPVTKGDAYLLE  599

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GEIPA  +      L   T+G  V       Y+  VG+   +PR  +  L++  ++ 
+ V
Sbjct  600  
GEIPAARVHELEQQLPTLTSGEGVLECAFARYRPVVGEIPSRPRTDHDPLNRKEYLLRVV  659

>WP_075307713.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 388 bits (997),  Expect = 3e-123, Method: Compositional 
matrix adjust.
 Identities = 224/649 (35%), Positives = 357/649 (55%), Gaps = 
17/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVNI+DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFCIDDLKVNIIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +          ++E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKHIKEVLSNEAFPFYSALYEGTKEARIIEYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPIFFGSAVTGMGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                    +  L G VFK+E    G++  Y+R++SG+L +R  + +   E L    



KI +
Sbjct  241  
IPANKPAENETLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYIDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +   G+ V+T T    E   +   + +++ D++G+ T   ++    +  P +   
I  
Sbjct  301  LCLFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTNYIKEIHFAE--
PQMEAAIEA  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                Q   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   L EKY 
L   
Sbjct  359  
LPKEQIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYEKYNLRVT  418

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  V LG 
L  +
Sbjct  419  
FSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELGSLPLA  478

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L PIVL  
ALK++ 
Sbjct  479  
FHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPIVLMDALKQAE  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   F L  P   +S A +      AT        +    TG +P    + 
++  
Sbjct  539  
TYVYEPVNKFELTVPGHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTENFKRM  598

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  636
            L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  599  LHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_106583421.1 GTP-binding protein [Murinocardiopsis flavida]
 PSK97011.1 ribosomal protection tetracycline resistance protein 
[Murinocardiopsis 
flavida]
Length=675

 Score = 389 bits (1000),  Expect = 3e-123, Method: Compositional 
matrix adjust.
 Identities = 230/645 (36%), Positives = 344/645 (53%), Gaps = 
31/645 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAH+DAGKT+LTE LLY++G I   G V+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MPTLNLGILAHIDAGKTSLTERLLYSAGVIDRIGRVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVGDTTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT+IF+NKID+ G   +++++S+ +KL+  ++   +V        S  P    +     
Sbjct  121  
IPTLIFVNKIDRRGAQYEALLRSMAEKLTPAVVAMTSVARAGTREASAEPFGAADPAFTS  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D + E +D LL  Y+  E  +   +L  E   +   A + PVY+GSA  G G   
L+
Sbjct  181  
RLVDLLAERDDALLAHYVENEAAVGHARLRAELAAQTGRALVSPVYFGSAVTGAGTDALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------  283
              + GL  P        + G+VFKVE    G++  Y+R+ SGT+RLRD V L        
Sbjct  241  
GGIRGLLPPAAGDADGPVSGTVFKVERGAAGEKLAYVRMRSGTVRLRDHVPLGSGGTAEG  300

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
               ++ +IT + + +     R++    G+I  L    +VR+ D +G+            
P
Sbjct  301  
GASDEARITGIEVFADASASRSNAVAAGQIGRLGGLGAVRIGDRIGESAGAVAADGHFAP  360

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P  A+ +  L  AL+QLA+ DPL+    D +  EI +S  G VQ EV
+ A 
Sbjct  361  -
PTLETVVVPCRASDKAALHLALSQLAEQDPLIDLRQDDVRREISVSLYGEVQKEVIQAT  419

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+  + L+   +E + I +ERP+        I+  PNPF A++GL V P+ +GSGV
++  
Sbjct  420  
LAADFGLDVTFRETTTICLERPVGTGEAVEIIDKDPNPFLATVGLRVEPVPVGSGVEFRL  479



Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SPV  510
             V LG +  +F  AV + +   L QG+ GW VTDC +   +  Y+            
S  
Sbjct  480  
GVELGSMPSAFIKAVEETVYATLGQGVHGWQVTDCTVTMTHSGYWARQSHAHGTFDKSMS  539

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFRSL P+VL  AL  +GT++ EP   F L  P +          +  A      
+
Sbjct  540  
STAGDFRSLTPLVLMSALMRAGTRVYEPLHGFHLEIPADTFGTVLPALARLGAVPHEPSL  599

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
            +      TGE+PA  +      +   T G  +  +  + Y+   G
Sbjct  600  RGTTCTLTGEVPAASVHELGQRVPGLTRGEGMLESAFESYREVRG  644

>WP_062930886.1 GTP-binding protein [Streptomyces sp. S10(2016)]
 AMW14755.1 GTP-binding protein [Streptomyces sp. S10(2016)]
Length=658

 Score = 389 bits (998),  Expect = 3e-123, Method: Compositional 
matrix adjust.
 Identities = 238/646 (37%), Positives = 346/646 (54%), Gaps = 
28/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G     V++ +  +L+  I+   T     + +            
A D
Sbjct  121  
IPTLLFVNKIDRSGARHDGVLREIAARLTPAIVPMGTATGLGTPAARFAPSPGPAAGALD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +  ++D LL  Y+    ++   L      + ++A + PVY+GSA  G G+  L+  
+  



Sbjct  181  VLTAHDDVLLAAYVE-
NTVTDSLLHGSLVAQTREALVHPVYFGSAATGAGVAELLSGIET  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMR  295
            L           +  +VFKV+    G++  Y R++SGTLR RD V    G  + +
+T + 
Sbjct  240  
LLPAAEGDADGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRVPFGTGGAEGRVTGIS  299

Query  296  IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAP  352
            +   G   R D+   G I  +     +R+ D +G+    PRK +     P P L T 
+ P
Sbjct  300  VFGHGTDTRADSVGAGRIARVTGLGDIRIGDAIGE----PRKAYEHVFAP-
PTLETVVVP  354

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                 R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+++Y 
L+  
Sbjct  355  
GPDVHRGALHLALTQLAEQDPLIGLRHDERRRETSVSLYGEVQKEVIQATLADEYGLDVG  414

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERP+        I+  PNPF A++GL V P  +GSGV +   V LG 
+  +
Sbjct  415  
FRETTPLCVERPVGTGQAAEFIKKDPNPFLATVGLRVEPAPVGSGVAFRLEVELGAMPYA  474

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV D +R  L+QGL GW VTDC +   +  Y+            S  ST 
ADFR + 
Sbjct  475  
FFKAVEDTVREALDQGLHGWQVTDCVVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGVT  534

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL+ +GT++ EP   F + AP + L        +  A  ET + + D  V  
G 
Sbjct  535  
PLVLVEALRRAGTRVHEPMHRFRIEAPADTLGALLPVLAQLAAVPETTRNRDDVCVLEGT  594

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            +PA  + A    L   T G     +    Y A V    I P RP +
Sbjct  595  VPAARVHALEQRLPGLTRGEGELESSFAHY-APVTHGTI-PERPRT  638

>WP_000207822.1 GTP-binding protein [Bacillus cereus]
 EJS76795.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG2X1-3]
Length=647



 Score = 388 bits (997),  Expect = 3e-123, Method: Compositional 
matrix adjust.
 Identities = 233/652 (36%), Positives = 357/652 (55%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGTILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S   E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAF--
PFYSAENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L+
+ ++
Sbjct  179  
EQLSPYNETLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLENIS  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E     ++  Y+R++SG+L +R  V +   + L    
KI
Sbjct  239  
ALLPANTSAQDELLSGVVFKIEREPSREKIAYIRVFSGSLHVRKYVDIKRSKSLPHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M +   G+ V+T T   GE   +     +++ D++G+ T   +     +P        
Sbjct  299  
KKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKY  413



Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++       V+ +E+P+        +    NPF+A++G  V    L SG+ Y   
V LG
Sbjct  414  
NIQVTFSNTRVVCVEKPVGIGYAAEVMGEKANPFYATVGFKVERGQLNSGITYNLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR+LAP
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLAPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPIFNNDSYQLTGLLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T+  GY        I+ R    P +R D + H+ +
Sbjct  594  NFKQMLHSFTEGEGIFTTKPFGYTKLKAPFPIRKRIDFNPLNRKDYLLHVLK  
645

>WP_098209106.1 GTP-binding protein [Bacillus wiedmannii]
 PEP72033.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGB90170.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGC22982.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 388 bits (997),  Expect = 4e-123, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 358/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-



TDIEAWDAVI  179
            IPT++F+NKID++G + + VV+ ++  LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNEAF--
PFYSVQNEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L+
+ + 
Sbjct  179  
ERLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPIFFGSAMTGIGVTELLEKLP  238

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L G VFK+E    G++  Y+R++SG + +R  V +   E L    
KI
Sbjct  239  
ALIPANTSLQDETLSGVVFKIEREPSGEKIAYVRIFSGRIHVRKYVDIQRAEALTHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
             ++ +   G  V+  T   GE   +     +++ D++G+ T  +    + E   P 
+   
Sbjct  299  KKICMFHNGNAVQASTVPSGEFCKVWGLSDIKIGDIIGERTDSIKNIHFAE---
PQMEAA  355

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L EK
Sbjct  356  IE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A++G  V    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATVGFKVERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK + T   EP   F L  P+  +S A +      AT        D    TG +P    
Sbjct  533  
ALKHAETYAFEPVDEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVAKT  592



Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY   +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGY-TKLKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_027346317.1 GTP-binding protein [Hamadaea tsunoensis]
Length=633

 Score = 388 bits (996),  Expect = 4e-123, Method: Compositional 
matrix adjust.
 Identities = 241/631 (38%), Positives = 345/631 (55%), Gaps = 
38/631 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKTTLTE LLYA+G I   GSV+ GTT+TD++ LER+RGITI+
+AV +
Sbjct  1    
MLNLGILAHVDAGKTTLTERLLYAAGVIGRIGSVDAGTTQTDSLDLERRRGITIRSAVVA  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L  ALR+
+ +P
Sbjct  61   
LEIEGVAVNLIDTPGHPDFIAEVDRVLGVLDGAVLVVSAVEGVQPQTRVLMRALRRLGVP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIEN  181
            T++FINKID+ G D         D++ AD+  +  V+     V++  T    W D 
+  +
Sbjct  121  TLVFINKIDRRGAD--------PDRVRADLTRRLGVA-----
VVDAGTPPGEWLDVLSTH  167

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D L+  Y+ GE +S ++L      + +   + PV+ GSA  G G+  LM  +  L    
Sbjct  168  DDGLVSAYVRGE-
MSDDRLRAALAGQTRAGLVHPVFTGSAANGTGVAELMSGIAALLPAA  226

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                +A + G +FKVE    G++  YLR++ G L LRD +   G  + K T + +   
G 
Sbjct  227  SGDPNAPVAGRIFKVERGAAGEKVAYLRMFEGRLHLRDRL---
GDGRDKATAISVFEHGT  283

Query  302  IVRTDTAYPGEIVIL-
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             VR D   PGEI  L  + S ++ D +G P R     +     PM+   +  +  A
+R  
Sbjct  284  WVRRDAVGPGEIGKLWGAGSFQVGDPIGRPVRAVGGNFAR---



PMMEAVVDARDPARRPA  340

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL AL QLA+ DPL+    D   HEI +S  G VQ EV+ + L++ Y +E V +E 
+ + 
Sbjct  341  
LLVALQQLAEQDPLIAVRSDDTYHEITVSLYGEVQKEVIESTLADAYGIEVVFREATPLC  400

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS------
LGYLNQS-F  473
            +ERPL+       +  P NPF A+IGL + P +  SGV++ S V         + N
+  F
Sbjct  401  
VERPLRTGYAVEILNAPDNPFRATIGLRIEPAAPDSGVRFVSDVDHRSIPLYAFRNRDEF  460

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS---------
PVSTPADFRSLAPIVL  524
              ++   +R  LE+GL  W V DC I      Y S         P+STPADFR L 
P+VL
Sbjct  461  
TASMETYVRQALEEGLRAWPVHDCVITLADCNYSSPDGSPATRGPLSTPADFRKLTPLVL  520

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT + EP     L  P E L        +  AT+E  +V+  EVV   E
+ A 
Sbjct  521  
MAALEAAGTAVCEPLAQVSLDVPVESLGPVLSLLSRLEATVEGQRVRGTEVVIDAELTAT  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
              Q     L   T+G       L GY+A  G
Sbjct  581  HSQELHRRLPGITSGEGTVEAVLSGYRAVRG  611

>WP_000207780.1 GTP-binding protein [Bacillus cereus]
Length=647

 Score = 388 bits (996),  Expect = 4e-123, Method: Compositional 
matrix adjust.
 Identities = 236/662 (36%), Positives = 365/662 (55%), Gaps = 
43/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N



Sbjct  61   
VSFLIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID+ G + + VV+ ++  LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRRGANSEKVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  IE     N+ LLE Y+  E ++   L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCIERLAPYNESLLESYVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L           L G VFK+E     ++  Y+R++SG L +R  V +   
+ L 
Sbjct  234  
LENISTLLPAHNLSQDEKLSGIVFKIEREPSEEKIAYVRVFSGNLHVRKHVDIQRDQSLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI +M +   G+ V+T T   GE   +     +++ D++G  T   +     
+P   
Sbjct  294  
HKEKIKKMCMFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEP---  350

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                 A   A  +ER+ D   AL +L + DPL++   D++ +E+ +   G+VQ EV
+   
Sbjct  351  --
QMEAAIDAVPKERIHDLYTALMELCEEDPLIKVWKDAVHNELYIRLFGQVQKEVIETT  408

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQ  459
            L EKY L+       V+ +E+P+      I +EV     NPF+A++G  V    L 
SG+ 
Sbjct  409  LFEKYNLQVTFSNTRVVCIEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR++
Sbjct  466  
YTLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISLTLTHTGYASPVTTASDFRNV  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579



             P+VL  ALK++ T + EP  +F L  P++ +S A +      AT        D    
TG
Sbjct  526  
TPLVLMDALKKAETYVYEPVNAFELTVPEQAISTAMYKLAAIPATFSEPIFNNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHM  634
             +P    + ++  L  +T G  +  T+  G+     +P    R+     P +R D 
+ H+
Sbjct  586  SLPVAKTENFQRMLHSFTEGEGIFTTKPAGFTKL--
KPPFPTRKRVDYNPLNRKDYLLHV  643

Query  635  FQ  636
             +
Sbjct  644  LK  645

>WP_059413886.1 GTP-binding protein [Streptomyces azureus]
 GAP45399.1 translation elongation factor G [Streptomyces azureus]
Length=657

 Score = 388 bits (997),  Expect = 4e-123, Method: Compositional 
matrix adjust.
 Identities = 242/646 (37%), Positives = 346/646 (54%), Gaps = 
29/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LL+++G I E G V+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MQLLNLGILAHVDAGKTSLTERLLHSAGVIDEVGRVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G   + V++SV  +L+  I+   T +         L         
D 
Sbjct  121  
IPTLLFVNKIDRRGARDEEVLRSVSARLTPAIVPMGTATGLGTRAARFLPGPGPAAPLDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + +++D +L  Y+ G  ++   L R    + ++A + PVY+GSA  G G+  L+  
+  L
Sbjct  181  LADHDDTVLSAYVEGT-
VTDALLRRSLVAQTREALVHPVYFGSAATGAGVDALLSGIEEL  239



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRI  296
                       + G+VFKVE    G++  Y R++SGTLR RD +   A   + +IT 
+ +
Sbjct  240  
LPAADGGADGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIPFGADGAEGRITGISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPK  353
               G   R D    G+I  L     +R+ D +G+    PRK +     P P L T 
+ P 
Sbjct  300  FGHGTDTRADAVAAGQIARLWGLGDIRIGDAIGE----PRKTYEHFFAP-
PTLETVVVPG  354

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  L  ALTQLA+ DPL+    D    E  +S  G VQ EVV A L+++Y L    
Sbjct  355  
PGVNRGALHLALTQLAEQDPLIGLRHDERRQETSVSLYGEVQKEVVQATLADEYGLHVTF  414

Query  414  KEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +E + + +ER L    H +   +  PNPF A++GL V P  +GSGV +   V LG 
+  +
Sbjct  415  RETTPLCVER-
LVGTGHAVEFNKKDPNPFLATVGLRVEPAPVGSGVGFRLEVELGSMPYA  473

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLA  520
            F  AV D +R  L+QGL+GW VTDC +   +            G   S  ST 
ADFR + 
Sbjct  474  
FFKAVEDTVRETLDQGLYGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGVT  533

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL+ +GT++ EP   F + AP + L           A  E  + + D  V  
G 
Sbjct  534  
PLVLIEALRRAGTRVHEPMHRFRVEAPADTLGALLPVLAGLAAVPEATRNRGDLCVLEGT  593

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            +PA  +      L   T G     +    Y       V  PRRP +
Sbjct  594  VPAARVHTLGQLLPGLTRGEGELESAFDHYAPVTHGTV--PRRPRT  637

>WP_074108390.1 GTP-binding protein [Paenibacillus sp. P26E]
 OKP83998.1 GTP-binding protein [Paenibacillus sp. P26E]
Length=659

 Score = 388 bits (997),  Expect = 4e-123, Method: Compositional 
matrix adjust.
 Identities = 232/648 (36%), Positives = 358/648 (55%), Gaps = 
22/648 (3%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+G+ AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGVFAHVDAGKTTTTEHMLYESGRIKAVGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
EWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----------  172
            +IF+NK+D+ G D ++V+   R  LS DI+  Q  +L  E       D+           
Sbjct  130  LIFMNKMDRVGADPEAVLAQARTYLSGDILPVQQ-
ALGQEQDYAGAVDLWADGADPAART  188

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            E  +A+ E ++ LLE Y++G P++     ++   +    ++FP+ YG A KGLGI  
L+D
Sbjct  189  
ELLEAMAERDEALLEVYMSGAPLAVADWKKQLIAKTASGTMFPLVYGVAAKGLGITQLLD  248

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKI  291
            A+T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +E 
+ K+
Sbjct  249  
AMTDYFPRTGGNPELPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYSQELQGKV  308

Query  292  TEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R    G      T   G+I V+     VR+ DVLG P  +P++   +  +P+L   
+
Sbjct  309  TQIRKVEGGRTEDVGTLEAGDIAVVYGLTGVRIGDVLGLPDAIPQE--
AKLAVPLLTVRV  366

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +      +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  
+Y L+
Sbjct  367  
HWEADIDEHQVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRYGLK  426

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +PSVIY E P +A    +   + P P WA +   + P   GSG+QYES V    
L 
Sbjct  427  VTFGQPSVIYKETPSQAGEGYVAY-



LMPKPCWAILRFKIEPGLPGSGLQYESLVRSSDLL  485

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
              +QN     +   L QGL GW VTD K+    G ++   + P DF    P+ +   
L  
Sbjct  486  
PQYQNETARRVPEALMQGLCGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDGLNR  545

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y 
Sbjct  546  
TGTRLLEPVLQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLEYP  605

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
              L+ YT GRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  606  VSLSSYTKGRSTFTSFFAGYEEC--PPDVRAERTRRGVNPLDQARYIL  651

>WP_088054828.1 GTP-binding protein [Bacillus thuringiensis]
 OTX11666.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
seoulensis]
Length=647

 Score = 388 bits (996),  Expect = 4e-123, Method: Compositional 
matrix adjust.
 Identities = 234/660 (35%), Positives = 367/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ +  L           L G VFK+E    G++  Y+R++SG+L +R  V      
+L
Sbjct  233  
LLEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSGSLHVRKYVDIQRSQSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ V+T T   GE   +     +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDAVQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A+IG  V      
SG+ 
Sbjct  406  
ETTLHEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKHNSGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YNLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+ + T + EP   F L  P+  +S A +      AT     +  D    
TG
Sbjct  526  
TPLVLMDALQLAETCVFEPLNEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+         + R    P +R D + 
H+ +
Sbjct  586  
SLPIAKTENFKQMLHSFTEGEGIFTTKPAGFTMLTAPFPTRKRVDFNPLNRKDYLLHVLK  645



>WP_036638349.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 ETT41565.1 small GTP-binding protein [Paenibacillus sp. FSL R5-808]
 ANA82359.1 tetracycline resistance protein [Paenibacillus 
glucanolyticus]
 AVV58901.1 GTP-binding protein [Paenibacillus glucanolyticus]
Length=648

 Score = 388 bits (996),  Expect = 5e-123, Method: Compositional 
matrix adjust.
 Identities = 227/621 (37%), Positives = 352/621 (57%), Gaps = 
18/621 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +LY SG I + GSV++G T TD++ +ER+RGITI+
+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILYRSGIIEQAGSVDQGNTTTDSLEIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L  +L+
+  I
Sbjct  63   
SFTLGDLKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLKQSLKEQGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NKID+ G D   V   +R+ L   I     +    S S  + + +  +    
+ 
Sbjct  123  
PTLLFMNKIDRMGADYNRVRTMLRNLLDEHICEMSRVDNEGSTSVHVDMADPHNSGWLEI  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   ND+LL+ Y    P+S E+L  E +++ +    +P++ GSA KG+G++PL+ A
+   
Sbjct  183  
LALLNDELLQDYAHDVPVSSERLKEELRKQTRQGKAYPLFAGSAAKGVGMEPLLAALNDF  242

Query  238  FQPIG---
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----LK  290
            F P+    E     L G VFKV     G+R VY RL++G ++ RD +++  ++     
LK
Sbjct  243  F-
PVNDPSELNHEPLSGLVFKVIKQPNGERNVYFRLFAGKVQARDEISVTSQDGQTTMLK  301

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
            + ++     G+         G+I IL    +R+ DV+G  + ++    +++ P+ +  
+T
Sbjct  302  



VKQLHALQHGKSAPAGHIDAGDIGILIGSELRVGDVIGAVSDKMKVVHFQKPPIQVHVST  361

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              P+      +L +AL+ L   DP L+   D+ T E I+   G+VQ E++   L  
+Y +
Sbjct  362  KQPE---
DEHKLHNALSDLTVEDPFLQYVQDTNTKENIIHVFGKVQQEILVETLQRQYGI  418

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E V   P VI +E+P        +I     PF+A++GL V P   GSG+QY   V 
LG L
Sbjct  419  EAVFSAPRVICIEKPCGVGEAVEYI--
GECPFYATVGLRVEPGEPGSGLQYRLDVELGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SFQ A++D +   L++GL+ W+VTD  +   +  Y SPVST  DFRSL P+VL 
+AL 
Sbjct  477  
PLSFQKAIKDTVIEVLQEGLYAWSVTDIIVTLTHTGYASPVSTAKDFRSLTPLVLMEALN  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++ EP        P+  LS+          T +  + + + V   G IP R     
Sbjct  537  
QAGTEVYEPMNDIQFILPESSLSKVLSRLAALEGTYQEPEFRNNVVHLHGTIPVRTSDEL  596

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            ++++   T+G  +      GY
Sbjct  597  KSEVHSLTSGEGMLSVRPGGY  617

>WP_067026426.1 GTP-binding protein [Streptomyces sp. RV15]
 KUO18262.1 GTP-binding protein [Streptomyces sp. RV15]
Length=656

 Score = 388 bits (996),  Expect = 5e-123, Method: Compositional 
matrix adjust.
 Identities = 234/617 (38%), Positives = 337/617 (55%), Gaps = 
24/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LLY +G I E GSV+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MHSLNLGIVAHVDAGKTSLTERLLYCAGVIDEIGSVDTGSTQTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 



Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-SLSPEIV-
LEENTDIEAWDAV  178
            IPT+IF+NK D+ G   + V++ + ++L+A ++   T   L              A 
D +
Sbjct  121  
IPTLIFVNKTDRRGARYEGVLRELSERLTASVVPMGTADGLGTRAARFLPGLGPSALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+  + +S ++L      + + A + PVY+GSA  G GI  L D +  
L 
Sbjct  181  ADHDDDLLSAYVE-
DTVSYDRLRTALAAQTRQALVHPVYFGSAMTGAGIAALADGIRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
               G      + G+VFKV+    G+R  Y R++SGTLR RD +     R + ++T 
+ + 
Sbjct  240  
PTAGGDPGGPVSGTVFKVDRGPAGERVAYARMFSGTLRTRDRIRFGEARTEGRVTAVSVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKT  354
              G  +R D    G I  L     +R+ D LG+    PRK +     P P L T + 
P  
Sbjct  300  DHGTDIRADEVPAGRIARLWGLADIRIGDTLGE----PRKAYGHFFAP-
PTLETVVVPGV  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               +  L  ALTQLA+ DPL+    D +  EI +S  G VQ EVV A L+++Y L+   
+
Sbjct  355  
GTDKRALHLALTQLAEQDPLIDLRHDEVRQEISVSLYGEVQKEVVQATLADEYGLDVTFR  414

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ERP+ + +     +   NPF A++GL V P   GSGV +   V LG +  
+F 
Sbjct  415  
ETTPLCIERPVGSGAAVEFNKKDANPFLATVGLRVDPAPPGSGVAFRLEVELGAMPYAFF  474

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPI  522
             AV D +R  L QGL GW VTDC +   +            G   S  ST ADFR 
+ P+
Sbjct  475  
KAVEDTVRETLGQGLNGWQVTDCTVAMTHSGYSPRQSHAHQGFDKSMSSTGADFRGVTPL  534

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582



            VL +AL+ +GT++ EP   F   AP + L           A  +T + +    V  
G +P
Sbjct  535  
VLIEALRRAGTRVYEPMHRFRAEAPADTLGALLPVLAAARAVPQTTETRGAACVLEGVVP  594

Query  583  ARCIQAYRTDLAFYTNG  599
            A  +      L   T G
Sbjct  595  AAQVHGLEQRLPGLTRG  611

>ANN35368.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
coreanensis]
Length=652

 Score = 388 bits (996),  Expect = 5e-123, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 362/648 (56%), Gaps = 
29/648 (4%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            I+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI+A+V SF    
Sbjct  13   
IVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASVVSFFIDA  72

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
             KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT
++F+
Sbjct  73   
VKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILIRTLQKLNIPTILFV  132

Query  128  NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEAWDAVIE-  180
            NKID++G + + V++ +++ LS +       +     VL E T      + +++D  
+E 
Sbjct  133  NKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKSYDDCMEL  185

Query  181  ---NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
                N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  186  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  244

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
KI 
Sbjct  245  
LIPALTSAQEEPLSGVVFKIERESSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEKIK  304



Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +P         
Sbjct  305  
KMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  364

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   Q   L   L +L + DPL++   D + +E+ +   G VQ EV+   L EKY 
L+ 
Sbjct  365  PK--
EQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQV  422

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V LG 
L  
Sbjct  423  
NFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSLPL  482

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  483  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKQA  542

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP  +F L  P++ +S A +      AT        +    TG +P    +
+++ 
Sbjct  543  
ATYVYEPINAFELTVPEQAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTESFKR  602

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  603  ILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  650

>WP_007386640.1 GTP-binding protein [Streptomyces sviceus]
 EDY60906.2 translation elongation factor G [Streptomyces sviceus 
ATCC 29083]
Length=654

 Score = 388 bits (996),  Expect = 6e-123, Method: Compositional 
matrix adjust.
 Identities = 237/640 (37%), Positives = 345/640 (54%), Gaps = 
20/640 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    



MHLLNLGILAHVDAGKTSLTERLLHSVGVIDELGSVDAGSTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVDDMTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     V+++V ++L+  I+   TV               A D 
+ +
Sbjct  121  
IPTLLFVNKIDRRGARYDHVLRAVAERLTPAIVPMGTVDRPGTRAARFLPGTGAHDVLAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D+LL  ++ G  +   +L      + + A + PVY+GSA  G G+  L+  +T 
L   
Sbjct  181  HDDELLSAWVEGR-
VDEARLHGALVAQTRQALVHPVYFGSAVTGAGVPELITGITELLPA  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
                    + G+VFKVE    G++  Y RL+SGTL +RD V     R + ++T + 
+   
Sbjct  240  
ADGDREGPVSGTVFKVERGPAGEKIAYARLFSGTLGIRDRVPFGEARTEGRVTAISVFDG  299

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G   + D    G I  L     +R+ D LG+P +   + +     P L T + P      
Sbjct  300  GTETQRDAVPAGRIAKLWGLTGIRVGDALGEPRKAHDRFFAP---
PSLETVVVPGPGTDA  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L+E++ L+   
+E + 
Sbjct  357  
RSLHLALTRLAEQDPLIDLRHDEVRRETSVSLYGEVQKEVVQATLAEEFGLDVTFRETTP  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            + +ERP    +    ++   NPF A++GL V P  +GSGV +   V LG +  +F  
AV 
Sbjct  417  
LCIERPAGTGAAAEFVKKDANPFLATVGLRVDPAPVGSGVAFRLEVELGAMPYAFFKAVE  476

Query  479  DGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVLEQ  526
            D +R  L QGL GW VTDC +   +            G   S  ST ADFR L P
+VL +



Sbjct  477  
DTVRETLGQGLDGWQVTDCTVTMTHCGYCPRQSHAHQGFDKSMSSTGADFRGLTPLVLVE  536

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT++ EP   F + AP + L           A  +T ++  D  V  G 
+PA  +
Sbjct  537  
ALRRAGTRVYEPMHRFRVEAPADALGALLPVLDALRAVPQTTEILGDRCVLEGAVPAARV  596

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
                  L   T G     T    Y A V    + PRRP S
Sbjct  597  HGLEQRLPGLTRGEGELETGFDHY-APVSHGTV-PRRPRS  634

>WP_097287913.1 GTP-binding protein [Streptomyces sp. OK228]
 SOE33082.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. OK228]
Length=656

 Score = 388 bits (996),  Expect = 6e-123, Method: Compositional 
matrix adjust.
 Identities = 240/652 (37%), Positives = 353/652 (54%), Gaps = 
38/652 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEA--WD  176
            T++F+NKID+ G   + V+ +V  +L+  I+    ++   +      L +   + A   
D
Sbjct  121  
TLVFVNKIDRGGACCERVLDAVAARLTPAIVPLGEVRAQGTRDARFGLFDEARLGAPLLD  180

Query  177  AVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             + E++D LL  Y+ G     + R  LVR+  +    A + PV++GSA  G G+  
L+  
Sbjct  181  LLSEHDDALLAAYVEGRVSYDLIRAALVRQTWQ----
ALVHPVFFGSAVTGAGVDELIAG  236



Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +  L           + GSVFKVE    G++  Y R++SGTLR RD + L   E+ 
++T 
Sbjct  237  
IRELLPHAEADVDGPVSGSVFKVERGPAGEKIAYARMFSGTLRTRDRLPLGDGEEGRVTA  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +  +G  VR  +   G I  L     +R+ D +G P +         P P L T 
+ P
Sbjct  297  ISVFDRGAAVREQSVAAGRIGKLWGLADIRIGDTIGVPRKSSAGEHHFSP-
PTLETVVEP  355

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ 
++ +
Sbjct  356  
CRPADKGALHGALTQLAEQDPLIDLRQDETRKEISVSLYGEVQKEVIQATLADEFGIDVL  415

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERPL + +    I+   NPF A++GL V P  +GSGV++   V LG 
+  +
Sbjct  416  
FRETTPLCIERPLGSGAAVEFIKKGLNPFLATVGLRVDPAPVGSGVEFRLEVELGAMPYA  475

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV D ++  L QG+ GW V DC +   +  Y+            S  ST 
ADFR L 
Sbjct  476  
FFKAVEDTVKETLAQGIHGWQVADCTVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLT  535

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  
G 
Sbjct  536  PLVVMDALRAAGTQVYEPMHRFRLEAPADTLGAVL---
AKQGAVAGTTELRGASCVLEGR  592

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  
629
            IP   +      L   T G          Y      PV++   P RP + L+
Sbjct  593  IPVARVHGLERQLPGLTRGEGELECAFDHY-----APVLRGAVPDRPRTDLN  
639

>WP_098079316.1 GTP-binding protein [Bacillus wiedmannii]
 PEM99532.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 387 bits (995),  Expect = 6e-123, Method: Compositional 



matrix adjust.
 Identities = 231/655 (35%), Positives = 368/655 (56%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGMGVTELLEKLP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L   +       L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
ALIPALTSAPEEPLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIKRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K T +     G +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  KKTCLF--
HNGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L +
Sbjct  352  
MEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYD  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465



            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGDLNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P++ +S A +      AT     +  +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_076273581.1 GTP-binding protein [Paenibacillus odorifer]
 OMD09229.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 388 bits (996),  Expect = 6e-123, Method: Compositional 
matrix adjust.
 Identities = 227/620 (37%), Positives = 347/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVS-----
LSPEIVLEENTDIEA---  174
            +IF+NK+D+ G + ++V+   R+ LS+DII ++Q +      +    + E   D  
A   
Sbjct  130  



LIFVNKMDRVGANPEAVLAEARNYLSSDIIPVQQPIGKEKGYIGARDLWENEADASARTE  189

Query  175  -
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G  I   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSTIDLAEWKKYMKTAASSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G     A+ G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGAVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDV--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P S GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGSPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626



>WP_099944941.1 GTP-binding protein [Streptomyces sp. 93]
 PIG40109.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 93]
Length=659

 Score = 388 bits (996),  Expect = 6e-123, Method: Compositional 
matrix adjust.
 Identities = 237/646 (37%), Positives = 349/646 (54%), Gaps = 
23/646 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEAWD  176
            T++F+NKID+ G   + V+ +V  +L+  ++       + T      +  E        
D
Sbjct  121  
TLVFVNKIDRGGACCERVLDAVAARLTPAVVPMGEVRAQGTRDAGFGLFDEARLGAPLLD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E++D LL  Y+ G  +S + +     R+   A + PV++GSA  G G+  L+  
+  
Sbjct  181  LLSEHDDALLAAYVEGR-
VSYDLIRAALVRQTGQALVHPVFFGSAVTGAGVDELIAGIRE  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L           + GSVFKVE    G++  Y R++SGTLR RD + L    + ++T 
+ +
Sbjct  240  
LLPRAEADVEGPVSGSVFKVERGPAGEKIAYARMFSGTLRTRDRLPLGDGAEGRVTAISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  VR  +   G I  L     +R+ D +G P +         P P L T + 
P   
Sbjct  300  FDRGAAVREQSVAAGRIGKLWGLADIRIGDTIGVPRKSSAGEHHFSP-
PTLETVVEPCRP  358



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ ++ 
+ +E
Sbjct  359  
ADKGALHGALTQLAEQDPLIDLRQDETRKEISVSLYGEVQKEVIQATLADEFGIDVLFRE  418

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERPL + S    I+   +PF A++GL V P  +GSGV++   V LG +  
+F  
Sbjct  419  
TTPLCIERPLGSGSAVEFIKKGAHPFLATVGLRVDPAPVGSGVEFRLEVELGAMPYAFFK  478

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D ++  L QG+ GW VTDC +   +  Y+            S  ST ADFR L 
P+V
Sbjct  479  
AVEDTVKETLAQGIHGWQVTDCAVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLTPLV  538

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  G 
IP 
Sbjct  539  
VMDALRAAGTQVYEPMHRFRLEAPADTLGAVLPVLAKQGAVAGTTELRGASCVLEGRIPV  598

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
              +      L   T G          Y A V +  + P RP + L+
Sbjct  599  ARVHGLERQLPGLTRGEGELECAFDHY-APVPRGTV-PDRPRTDLN  642

>WP_098509130.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 PFK53209.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGK82343.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGQ53831.1 tetracycline resistance protein [Bacillus thuringiensis]
 AUB63820.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 387 bits (995),  Expect = 6e-123, Method: Compositional 
matrix adjust.
 Identities = 231/652 (35%), Positives = 357/652 (55%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIEA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  359  LPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLMDA  533



Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            +++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  594  SFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_030252322.1 GTP-binding protein [Streptacidiphilus jeojiense]
Length=667

 Score = 388 bits (997),  Expect = 6e-123, Method: Compositional 
matrix adjust.
 Identities = 231/658 (35%), Positives = 354/658 (54%), Gaps = 
22/658 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTD+M LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHATGVIDEIGSVDAGSTRTDSMALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
ASFVVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+ G D +SV+  + +KL        SAD +  +     P    +     
Sbjct  121  
IPTLLFVNKIDRGGADTESVLGGIAEKLSRASIPMASADGLGTRGARTVPYSAADTGFTA  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D + +++D +L  Y+     +S ++L  E     + A + PV+ GSA  G G+  
L+
Sbjct  181  
GLLDLLADHDDTVLAAYLDDASTLSYQRLRSELAALSRRAVVHPVFLGSAITGAGVDELI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +T L   +         G+VFKVE    G++  ++R++SGT+ +R+ +     E
+ K+
Sbjct  241  



SGITELLPAVDGAADGPASGTVFKVERGPAGEKIAFVRMFSGTVHVRERLPFGEAEEGKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +  +G  +  D+   G I  I     +R+ D +G P             P L 
T +
Sbjct  301  
TAISVFERGSDLPCDSVCAGRIARIWGLGDIRVGDAVGRPHPTASGGRHHFAPPTLETVV  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            AP   A R  L  AL+QLA+ DPL+    D +  E  +S  G VQ EV+ A L++ 
Y ++
Sbjct  361  
APCRRADRGALHVALSQLAEQDPLINLRQDDLRQETSVSLYGEVQKEVIQATLADDYGID  420

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + I++ERP+   +    I V  NPF A++GL + P  +G+G ++   V 
LG + 
Sbjct  421  
VAFRETTTIHIERPVGTGTAVEVIRVGSNPFLATVGLRIEPAPIGAGAEFRLGVELGSMP  480

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV + +   L QGL GW VTDC +      Y+            S  ST  
DFR+
Sbjct  481  
FTFIRAVEETVAETLRQGLNGWQVTDCTVTLTRSGYWARQSHAHAVFDKSMSSTAGDFRN  540

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL+++GTQ+ EP   F L  P +          +  A   ++  +    
+  
Sbjct  541  
LTPMVLMSALQQAGTQVYEPMHRFHLDIPADAFGLLLPALARVGAVPRSSSPRGTSYLVE  600

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            GEIPA  +      L   T+G  V  +    Y+   G   ++PR   + L++  ++  
Sbjct  601  
GEIPAASVHGLEQTLPSLTSGEGVLESAFDHYRPVQGPVPVRPRSARNPLNREEYLLH  658

>WP_030605290.1 GTP-binding protein [Streptomyces fulvoviolaceus]
Length=654

 Score = 388 bits (996),  Expect = 6e-123, Method: Compositional 
matrix adjust.
 Identities = 231/614 (38%), Positives = 343/614 (56%), Gaps = 
20/614 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGSTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT++F+NKID+ G   + V++ + ++L+  ++ + + V L           + A 
D + 
Sbjct  121  IPTLVFVNKIDRRGARGEGVLREIAERLTPAVVPMGEAVGLGTRGAGFVPGPL-
AVDVLA  179

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            +++D LL  Y+ G  +S + L      + + A + PVY+GSA  G G++ L+  +  
L  
Sbjct  180  DHDDDLLAAYVDGS-
VSYDGLHAALVAQTRQALVHPVYFGSAVTGTGVRELIAGIRELLP  238

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPS  298
                     L G+VFKVE    G++  Y R++SGTLR+RD +     RE+ +IT + 
+  
Sbjct  239  
AADGDPDGPLSGTVFKVERGPAGEKVAYARVFSGTLRIRDRIPFGDAREEGRITAISVFD  298

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G   R ++   G I  L     +R+ D LG+   L +        P L T + P  
AA 
Sbjct  299  QGADARRESVPAGRIAKLWGLADIRIGDALGE---
LRKTHGHFFAPPSLETVVVPGPAAD  355

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A L+++Y L+   
+E +
Sbjct  356  
RRALHLALTQLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGLDVTFRETT  415

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             + +ERP    +    I+   NPF A++GL V P  +GSGV +   V LG +  +F  
AV
Sbjct  416  
PLCIERPAGTGATAEFIKKDDNPFLATVGLRVAPAPVGSGVGFRLEVELGAMPYAFFKAV  475



Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             D +R  L QGL GW VTDC +   +  Y+            S  +T ADFR L P
+VL 
Sbjct  476  
EDTVRATLGQGLHGWQVTDCTVTMTHSGYWPRQSHAHQGFDKSMSTTGADFRGLTPLVLV  535

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+ +G+Q+ EP   F + AP + L           A  +T +   D  V  G 
+PA  
Sbjct  536  
EALRRAGSQVYEPMHRFRVEAPADTLGALLPVLAALRAVPQTTETHGDRCVLEGVVPADR  595

Query  586  IQAYRTDLAFYTNG  599
            +      +   T G
Sbjct  596  VHELEQRIPGLTRG  609

>WP_104784234.1 GTP-binding protein [Streptomyces sp. 46]
 PPS68776.1 GTP-binding protein [Streptomyces sp. 46]
Length=658

 Score = 388 bits (996),  Expect = 7e-123, Method: Compositional 
matrix adjust.
 Identities = 236/645 (37%), Positives = 344/645 (53%), Gaps = 
26/645 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E G V+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGRVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G   ++V++ +  +L+  I+   T     + +            
A D
Sbjct  121  
IPTLLFVNKIDRSGARHEAVLREISARLTPAIVPMGTATGLGTRAARFTPGPAPAAAALD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +  ++D LL  Y+    ++ E L      R ++A + PVY+GSA  G G++ L+  
+  
Sbjct  181  VLAGHDDALLAAYVE-



NTVTDELLHGSLVARTREALVHPVYFGSAATGAGVEALLSGIET  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEM  294
            L           +  +VFKV+    G++  Y R++SGTLR RD V     G E  
+IT +
Sbjct  240  LLPVADGDADGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRVPFGTDGAEG-
RITGI  298

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +   G  +R D+   G I  L     +R+ D +G+P +     +     P L T 
+ P 
Sbjct  299  SVFGHGTDIREDSVAAGRIARLTGLGDIRIGDAIGEPHKAYEHFFAP---
PTLETVVVPG  355

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A L+ +Y L
+   
Sbjct  356  
PGVNRGALHLALTQLAEQDPLIGLRRDELRQETSVSLYGEVQKEVIQATLAGEYGLDVTF  415

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +E + + +ERP  A       +  PNPF A++GL V P  +GSGV +   V LG +  
+F
Sbjct  416  
RETTPLCVERPRGAGQAVEFNKKDPNPFLATVGLRVEPAPVGSGVGFRLEVELGSMPYAF  475

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAP  521
              AV D +R  LEQGL+GW VTDC +   +            G   S  ST ADFR 
+ P
Sbjct  476  
FKAVEDTVRETLEQGLYGWRVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGVTP  535

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL +AL+ +GT++ EP   F + AP + L        +  A  E  + +    V  
G +
Sbjct  536  
LVLVEALRRAGTRVHEPMHRFRIEAPADTLGALLPVLAQLAAVPEATRNRDALCVLEGTV  595

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            PA  + A    L   T G     +    Y   V   +  P RP +
Sbjct  596  PAARVHALGQRLPGLTRGEGELESSFSHYAPVVHGTI--PERPRT  638

>WP_034317801.1 GTP-binding protein [Amycolatopsis lurida]
 KFU77619.1 GTP-binding protein [Amycolatopsis lurida NRRL 2430]
 SED14722.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
lurida]



Length=639

 Score = 387 bits (994),  Expect = 7e-123, Method: Compositional 
matrix adjust.
 Identities = 248/657 (38%), Positives = 345/657 (53%), Gaps = 
37/657 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKNLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D   V + V  KL+   I    + L            +  D 
+  
Sbjct  121  IPVLLFVNKLDRRGADPGRVFREVTAKLTPSAIAMDPMDLD-----------
QVIDLLAT  169

Query  181  NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++  L +Y+ A +  +  +L  E   +V +    PVY+GSA  G GI  L D +  
L  
Sbjct  170  
LDEGFLTEYLTAPDAFTPPRLRAELTVKVAEGLAHPVYFGSAITGAGIDALRDGIENLL-  228

Query  240  PIGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            P GE      L G+VFKVE    G++  Y+RL+SG++ +R+ V L   E  K+T + 
+  
Sbjct  229  PAGESAVDGPLSGTVFKVERAPGGEKIAYVRLFSGSVSVREKVPLGDGEG-
KVTAISVFE  287

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKTAA  356
             G  V + +   G I  L    VR+ D+LG  TR     W     P P L T ++P   
+
Sbjct  288  NGSAVPSGSVGAGRIAKLSGLDVRVGDMLGARTR----GWEGLFSP-
PTLATVVSPVRPS  342

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L+++Y L     
E 
Sbjct  343  



DRGPLHQALTRLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGLGVTFSET  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + I +E      S    I   PNPF A++GL V P S GSG+ +   V LG +  
SF  A
Sbjct  403  
TTICVEHVSGTGSAAELIGKAPNPFLATVGLRVGPGSPGSGISFRLEVELGSMPYSFVKA  462

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            V + ++  L +GL GW V DC +   +  YY            S  ST  DFR L 
P+VL
Sbjct  463  
VEETVKETLREGLHGWEVLDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVL  522

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+E+GT + EP   F+L AP + L        +  A   T   K       
GEIPA 
Sbjct  523  
MAALREAGTTVHEPMHRFVLQAPADTLGPVTALLTQARAVPRTTVTKAGTAELEGEIPAV  582

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQKV  638
                    L   T G     T   GY+   G    + R    P +R + + H+ +
+V
Sbjct  583  
KTHEVHRFLPSATRGEGTMETAFHGYRPVRGAAPTRSRTDHNPLNRKEYLLHVLRRV  639

>WP_007914803.1 GTP-binding protein [Ktedonobacter racemifer]
 EFH83824.1 small GTP-binding protein [Ktedonobacter racemifer DSM 
44963]
Length=665

 Score = 388 bits (997),  Expect = 7e-123, Method: Compositional 
matrix adjust.
 Identities = 215/637 (34%), Positives = 354/637 (56%), Gaps = 
28/637 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M   NIGI+AHVDAGKT+LTE +L+ +  I   G V++G T+TD++ LE++RGITI
+A+V
Sbjct  1    
MTTANIGIVAHVDAGKTSLTERILFETHVIDAIGRVDQGNTQTDSLDLEKRRGITIKASV  60

Query  61   TSFQWH------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
             SF           K+N++DTPGH DF+AEV RS +VLD AILVISA +G+QAQT+ 
L  
Sbjct  61   
VSFFIQDKTLNKTLKINLIDTPGHADFIAEVERSFSVLDAAILVISAVEGIQAQTKFLMS  120



Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTD  171
             L K+ IP +IFINKID++G    ++V+ +++KL+  ++     + + +    ++E 
+  
Sbjct  121  
LLTKLGIPMIIFINKIDRSGAQSHTLVKHIKEKLAESVLPLYTPENLGIKQAFIVENSFS  180

Query  172  IEAWDAVIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
                 A +E        N++  LE Y+  E ++ E++    + +V+DA L+P++
+GSA  
Sbjct  181  
YAKNPAFMEECIGLLALNDEAFLEAYVNEEQVAEEQVKEALKSQVRDARLYPIFFGSAMT  240

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            G+G+  L+  V   F    +     L G VFK+E    G++  Y+R++SG+L +R+ 
V +
Sbjct  241  
GIGVAELLAGVATFFSENPKSADGPLSGVVFKIEKEASGEKIAYVRVFSGSLHVREYVPV  300

Query  284  AGR--------EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLP  334
            + +           K+ ++ +  +G+ +++ +   GE   +     +++ DV+G+ 
+   
Sbjct  301  
SRKTSESEVETHTDKVKKLHVFWEGKTLQSSSVEAGEFCKVWGLKDIKIGDVVGEWSGSI  360

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
            +        P +   I  +   Q  +L  AL +L++ DPL++   D+  HEI L   
G V
Sbjct  361  KDL--
HFVAPQMEARIEARHQEQSHQLYQALLELSEEDPLVKVLQDTFHHEIYLRLFGEV  418

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EVV  +L E Y L+    E  V+ +ERP         +    NPF+A++G  V 
P   
Sbjct  419  
QKEVVETMLQENYGLDVQFSETRVVCIERPAGTGQALEEMGKGGNPFYATVGFRVEPAPP  478

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            GSG+ Y   V LG L  +F  A+ + +   L+QGL+GW VTD  +   +  Y 
SPVST A
Sbjct  479  
GSGISYRLEVKLGALPLAFHRAIEETVYETLQQGLYGWEVTDIAVVVTHTAYSSPVSTAA  538

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+V+ +AL ++GT + EP   F L AP   +S+A        A++E   +
+ + 



Sbjct  539  
DFRNLVPLVVMEALSQAGTGVYEPLNQFELSAPVHAISQAMFRLSALKASVERPILRGET  598

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             + TG +P    + ++  L  +T G  + LT   G++
Sbjct  599  FLLTGTLPVATTEEFKRSLHSFTEGEGIFLTRPSGFR  635

>AFT65574.1 TetM, partial [Clostridioides difficile]
Length=334

 Score = 376 bits (966),  Expect = 7e-123, Method: Compositional 
matrix adjust.
 Identities = 187/334 (56%), Positives = 244/334 (73%), Gaps = 0/334 
(0%)

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191
            Q G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD VIE ND 
LLEKY  
Sbjct  1    
QNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIEGNDYLLEKYTL  60

Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
            G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + 
LCG
Sbjct  61   
GKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCG  120

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
            +VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D 
AY G
Sbjct  121  
NVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSG  180

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +
++D+
Sbjct  181  
EIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDS  240

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLL+  VDS THEIILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK 
A +T
Sbjct  241  
DPLLQYYVDSTTHEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYT  300

Query  432  IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            IHIEVPPNPFWASIGLSV PL LGSGVQYES VS
Sbjct  301  IHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVS  334



>ABM65169.1 TetW, partial [Bifidobacterium thermophilum]
Length=184

 Score = 370 bits (951),  Expect = 7e-123, Method: Compositional 
matrix adjust.
 Identities = 183/184 (99%), Positives = 184/184 (100%), Gaps = 
0/184 (0%)

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND
Sbjct  1    
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  60

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            
+LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE
Sbjct  61   
ELLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  120

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV
Sbjct  121  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  180

Query  304  RTDT  307
            RTDT
Sbjct  181  RTDT  184

>WP_020633936.1 GTP-binding protein [Amycolatopsis alba]
 OXM49247.1 GTP-binding protein [Amycolatopsis alba DSM 44262]
Length=640

 Score = 387 bits (994),  Expect = 7e-123, Method: Compositional 
matrix adjust.
 Identities = 241/649 (37%), Positives = 337/649 (52%), Gaps = 
27/649 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D   V + +  KL+  ++    ++    I L    D +     
+ 
Sbjct  121  
IPALLFVNKLDRRGADPDRVFREIAGKLTPSVVAMDPMTPDRVIDLLATLDDDLLAGYLA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            + D            +  +L  E   +V +    PVY+GSA  G GI  L D +  
L   
Sbjct  181  DPDGF----------
TPSRLHAELAAKVAEGLAHPVYFGSAITGAGIDALRDGIENLLPA  230

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                    L G+VFKVE    G++  Y+RL+SG + +RD V L   E  K+T + +   
G
Sbjct  231  KESDADGPLSGTVFKVERAPGGEKIAYVRLFSGRVAVRDKVPLGDGEG-
KVTAISVFDNG  289

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGD-
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              V + +A  G I  L    VR+ DVLG  P   PR  +     P L T ++P   
A R 
Sbjct  290  SAVPSGSAGAGRIAKLSGLDVRIGDVLGTPPEHAPRALFSP---
PTLETVVSPVRPADRG  346

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALT+LA+ DPL+    D I  E  +S  G VQ EV+ + L+++Y ++    E 
+ I
Sbjct  347  
PLHQALTRLAEQDPLIGLRHDEIRQETSVSLYGEVQKEVLQSTLADEYGIDVTFSETTTI  406

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ER     S    I   PNPF A++GL V P   GSG+ +   V LG +  SF  
AV D
Sbjct  407  
CVERVSGTGSAAELIGKDPNPFLATVGLRVEPGPPGSGISFRLEVELGSMPYSFVKAVED  466

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             ++  L +G+ GW V DC +      YY            S  ST  DFR L P
+VL  A
Sbjct  467  
TVKETLREGVHGWEVLDCVVTMTRSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVLMAA  526



Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+E+GT + EP   F L AP + L        +  A       +       GEIPA    
Sbjct  527  
LREAGTTVHEPMHRFTLQAPADTLGPVTALLAQARAIPRATFTEDGTAELDGEIPAAKTH  586

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                 L   T G  V  T   GY+   G P  + R  ++ L++  ++ +
Sbjct  587  EVHQLLPSATRGEGVLETSFHGYRPVRGAPPSRSRTDHNPLERKEYLLR  635

>WP_088029897.1 GTP-binding protein [Bacillus cereus]
 SME48623.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 387 bits (995),  Expect = 8e-123, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 357/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299



Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIIPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIEA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  359  LPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG       L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKTERGELNSGITYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+
Sbjct  534  
LKQAETCVYEPVNEFELTVPEHAISTAMYKLAAISATFSEPKLYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +   +  GY   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRLLHSFTEGEGIFTMKPSGYN-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_031098384.1 MULTISPECIES: GTP-binding protein [Streptomyces]
Length=677

 Score = 388 bits (997),  Expect = 8e-123, Method: Compositional 
matrix adjust.
 Identities = 246/666 (37%), Positives = 341/666 (51%), Gaps = 
49/666 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV



Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGIAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+  +  +L+  ++   T +   +            A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGARDTAVLGQMAQRLAVPLVPMGTAAGLGTRAARFLPGLGPAALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+D +  
L 
Sbjct  181  ADQDDGLLAAYLDGG-
VPESRLRRALAAQTRSASVHPVYFGSAITGAGVPELVDGIERLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKL--------  289
                      L G+VFKVE    G++  Y RL+SGTLR+RD V    GRE          
Sbjct  240  
PTAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGREDTGTGGHGRR  299

Query  290  -------------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPR  335
                         ++T + +   G   R D+A  G IV +     +R+ D LG P 
R   
Sbjct  300  
HTTTGREGRGTDGRVTALSVFDHGTDTRADSAGAGRIVKVWGLGGIRIGDALGTPGRSYE  359

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
              +     P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  
G VQ
Sbjct  360  HHFAP---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQ  416

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             EVV A L+++Y L    +E + + +ERP+         +   NPF A++GL V P   
G
Sbjct  417  
KEVVQATLADEYGLHVTFRETTTLCIERPVGTGHAVEFNKKDANPFLATVGLRVDPAPPG  476

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------  503
            SGV +   V LG +  +F  AV D +R  L QGL GW VTDC +   +            



Sbjct  477  
SGVAFRLEVELGAMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVAMTHSGYSPRQSHAHQ  536

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            G   S  ST  DFR L P+VL +AL+ +GT + EP   F L +P + L        
+  A
Sbjct  537  
GFDKSMSSTGYDFRGLTPLVLVEALRRAGTLVHEPVHRFRLESPADTLGALLPVLARLGA  596

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---  620
              ET        V  G +PA  + A    L   T G     T    Y      PV 
+   
Sbjct  597  VPETTGTHGAACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHY-----
APVTRGTV  651

Query  621  PRRPNS  626
            P RP +
Sbjct  652  PERPRT  657

>WP_068782386.1 GTP-binding protein [Paenibacillus sp. GM2]
Length=691

 Score = 389 bits (998),  Expect = 8e-123, Method: Compositional 
matrix adjust.
 Identities = 234/683 (34%), Positives = 364/683 (53%), Gaps = 
53/683 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GI AHVDAGKTT TE +L+ SG   E GSV++GT  TD+M +ERQRGI++
++A+
Sbjct  6    
MKRLNVGIFAHVDAGKTTTTEHILFESGRTRELGSVDEGTALTDSMDIERQRGISVRSAL  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQT ++++ 
LR++ 
Sbjct  66   
TSFHWNGAQINLVDTPGHVDFLSEVERSLRVMDCAVLIVSAVEGVQAQTEMIWNGLRRLG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------------------------  153
            IPT++F+NK+D+ G D ++V++ +R  LS DII                           
Sbjct  126  
IPTLLFVNKMDRVGADAKAVLEQIRKHLSPDIIPLQVPLGREQEFRGTVLLLDENSANGG  185

Query  154  --------------IKQTVSLSPEIVLEENTDIEAWDAVI----
ENNDKLLEKYIAGEPI  195
                          +KQTV +  +   EE +  +A+D +     E ++ L E Y+  
EP+



Sbjct  186  ESPANHQPEPGVNGLKQTVEIRTD--
EEERSFEQAYDRLCDFLAERDEALFEAYLDNEPV  243

Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK  255
              ++ +       + A +FPV YG+A +G GI  L+DA+       G     AL G 
VFK
Sbjct  244  
PADRWMSTMSELTRKALIFPVMYGAASRGTGIAALLDAIVQYLPDAGGNPQGALSGIVFK  303

Query  256  VEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPGEI-  313
            +E      R  Y+R+Y G++R RD V    +  + K+T++R    G          
G+I 
Sbjct  304  
IERDKTMGRMAYVRVYEGSMRNRDIVYNHTQGIQEKVTQIRKVEGGRTEDLGLLEAGDIA  363

Query  314  
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDP  373
             +     VR+ DVLG P  +P +     PL  +R   A     Q  +++ AL +L
+D DP
Sbjct  364  AVCGLTQVRIGDVLGGPEAIPPEAHLAVPLLTVRVHWA--
NEEQYPQVVQALQELSDEDP  421

Query  374  
LLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIH  433
            LL  +      E+    +G +QLE++S++L  +Y L     +PSVIY E PL+     
I 
Sbjct  422  
LLDVQWLQDERELHAKVMGPIQLEILSSILETRYGLAVTFGQPSVIYKETPLQEGEGFIA  481

Query  434  
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWN  493
              + P P WA +   + P   GSG+ YES+V    L   +QN V+  +   L QGL
+GW 
Sbjct  482  YTM-
PKPCWAILRFKIEPGPRGSGLVYESQVKSEELLAQYQNEVQRRVPEALMQGLYGWE  540

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            VTD K+   YG ++   + P DF    P+ +   L  +GT LLEP L   +  P+E   
R
Sbjct  541  
VTDLKVTLVYGQHHVWHTHPLDFAVATPMGIMDGLTNTGTALLEPMLRVRIIVPEENGGR  600

Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
              +D  +   T E   ++ + ++  G +P      Y  +L+ YT GRS   +   
GY+  
Sbjct  601  
VMNDLAQMRGTFEPPVLQGERMLIEGRVPLAASMNYPVELSSYTKGRSTFASFFDGYEPC  660

Query  614  VGQ-PVIQPRRPNSRLDKVRHMF  635
              +   ++ RR  + LD+ +++ 



Sbjct  661  PPEVKAVRQRRGVNPLDQAKYIL  683

>WP_053757057.1 GTP-binding protein [Streptomyces sp. AS58]
Length=656

 Score = 387 bits (995),  Expect = 8e-123, Method: Compositional 
matrix adjust.
 Identities = 241/653 (37%), Positives = 350/653 (54%), Gaps = 
21/653 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTQTDTLALERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IP +IF+NKID+ G   + V++ + D+LSA ++ +     L         +    A 
D +
Sbjct  121  
IPALIFVNKIDRRGARYEEVLRELTDRLSAAVVPMGSATGLGTRAARFAPHIGPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+ G  +  ++L      R + A++ PVY GSA  G G+  L + +  
L 
Sbjct  181  ADHDDDLLAAYVDGT-
VGPDRLRASLSARTRQAAVHPVYAGSAVTGAGVAALAEGIRDLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEMRIP  297
                      + G+VFKVE    G++  Y R++SGTLR+RD VA  G   + +IT 
+ + 
Sbjct  240  
PAAAGDPRGPVSGTVFKVERGPAGEKIAYARMFSGTLRVRDKVACGGPGGEGRITALTVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
              G  VR D    G I  L     +R+ D +G P R P  R      P L T + P    
Sbjct  300  DHGGDVRRDEVPAGRIARLWGLTDIRIGDSVGLP-RAPHGRLFAP--
PTLETVVVPGPEV  356

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416



             R  L  ALT+LA+ DPL+    D +  EI +S  G VQ EVV A L+++Y L+   
+E 
Sbjct  357  
DRGALHVALTRLAEQDPLIALRHDRVRREISVSLYGEVQKEVVQATLADEYGLDVGFRET  416

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + + +ER + + +     +   NPF A++GL V P   G+G ++   V LG +  
+F  A
Sbjct  417  
TPLCVERAVGSGAAVEFNKQGANPFLATVGLRVDPAPAGAGTEFRLEVELGSMPYAFFKA  476

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVL  524
            V D +R  L QGL GW V DC +   +            G   S  ST ADFR L 
P+VL
Sbjct  477  
VEDTVRETLGQGLHGWRVADCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ +GT + EP   F + AP + L           A   T +      V  G 
+PA 
Sbjct  537  
IEALRRAGTSVHEPMHRFRIEAPADTLGALLPVLAAARAVPRTTESHGAGCVLEGTVPAV  596

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMFQ  
636
             + A    L   T G     +    Y   V + V + PR  ++ LD+  ++  
Sbjct  597  HVHALEQQLPGLTRGEGELESAFDHYAQVVRRTVPERPRTDHNPLDRKEYLLN  
649

>WP_103492161.1 MULTISPECIES: GTP-binding protein [Streptomyces]
Length=660

 Score = 388 bits (996),  Expect = 8e-123, Method: Compositional 
matrix adjust.
 Identities = 241/662 (36%), Positives = 361/662 (55%), Gaps = 
33/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  + IGILAHVDAGKT+LTE LL+ SG I   GSV++G T+TD+  LER+RGITI
++AV
Sbjct  1    
MTSVTIGILAHVDAGKTSLTERLLHTSGVIDHVGSVDRGDTQTDSHELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDG +LV+SA +GVQAQTR+L   L 
KM 
Sbjct  61   
VSFTVDGVKVNLIDTPGHPDFISEVERALGVLDGVVLVLSAVEGVQAQTRLLMRTLVKMR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------------
SLSPEIVLE  167
            +P ++F+NKID+ G     ++  +R +L+  ++   TV             ++ P    
+
Sbjct  121  
MPVILFVNKIDRTGARHHDLLAEIRAELAHALVPLTTVEGIGRPGAQAIIRTVGPH---D  177

Query  168  ENTDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
             +   E  + + ++ D+ L +Y+  G  ++      E  R+ + A L PV++GSAK 
G G
Sbjct  178  
PDFAAELAEVLADHGDEFLARYLDDGTTLAAHDYTEELVRQTRQALLCPVFFGSAKAGAG  237

Query  227  IQPLMDAVTGLFQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            +  L++ +T LF P+   G    L G+VFK+E    G++  ++RL  G+L  R  V
++  
Sbjct  238  VDALLEGITRLF-
PVDRAGDEGTLQGTVFKIERGWAGEKVAFVRLRRGSLGSRSKVSVFR  296

Query  286  REKL--------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRK  336
            R++         + + + +  +G  V    A  G+I  +     VR+ D LG    
L R+
Sbjct  297  
RDQHGAVVELPGRTSVVEVFDRGSTVVEARARSGDIAKVWGLKDVRIGDRLGSADALGRE  356

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
              R  P P L T I P    +   L DAL +LAD DP +    D     I +S  G 
VQ 
Sbjct  357  H-RFAP-
PALETVIRPTRRGKMPELHDALMRLADEDPFINVHKDDQEGTISVSLYGEVQK  414

Query  397  EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLG  455
            EV++A L++ +KL+ V ++  V+ +ERP+        I+      FWA++GL V P 
+ G
Sbjct  415  
EVIAATLADDFKLDVVFEDTRVVCVERPVGTGESVEEIDGRSKTVFWATVGLRVEPGAPG  474

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SGV +   V LG L ++F  AV + +R  L+QGL GW V D  +   +  + SPVS   
D
Sbjct  475  
SGVVFRRSVELGSLPRAFHTAVEEAVRATLKQGLAGWEVLDVLVTLTHSGFASPVSAAGD  534

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL  ALK++GTQ+ EP   F L  P E       +  +  A  ET + +    
Sbjct  535  



FRKLTPLVLMNALKQAGTQVYEPVSRFELEVPAENAGAVLLNLVECGAVPETTRGQGRNC  594

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN-
SRLDKVRHM  634
            +  G IPAR +Q     L   + G  V +T   G+Q  VG PV   RR + + +D+  
+M
Sbjct  595  LVEGTIPARTVQKLEQRLPGLSQGEGVMVTRFHGFQPVVG-
PVPSRRRSDLNPVDRAEYM  653

Query  635  FQ  636
             +
Sbjct  654  LR  655

>WP_080041786.1 GTP-binding protein [Nonomuraea sp. ATCC 55076]
 AQZ65521.1 GTP-binding protein [Nonomuraea sp. ATCC 55076]
Length=660

 Score = 388 bits (996),  Expect = 8e-123, Method: Compositional 
matrix adjust.
 Identities = 248/664 (37%), Positives = 347/664 (52%), Gaps = 
33/664 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LL+A+G I E GSV+ GTTRTDT+ LER+RGITI
++AV
Sbjct  1    
MRMLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDAGTTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPIGGTTVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTD-----IE  173
            +PT+IF+NKID+ G     V++ +  KLS  +I    V    +P        D     
+ 
Sbjct  121  
LPTLIFVNKIDRRGARYDGVLRELAAKLSPGVIAMGDVDGLGTPAATFTPFGDRPEFAVS  180

Query  174  AWDAVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              D +  ++D+LL  Y+A E  ++  +L  E   +   A   PV++GSA  G G++ 
LM 
Sbjct  181  
LLDVLASHDDRLLAAYVADEASLTYPRLRAELAAQTGRAVAHPVFFGSAITGAGVEALMA  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             V  L           L G+VFKVE    G++  Y R++ GTLR+RD ++       



K+T
Sbjct  241  
GVEELLPAAQGDPEGPLSGTVFKVERGPAGEKAAYARVFGGTLRVRDRLSFGPGRAGKVT  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-----
GDPTRLPRKRWREDPLPML  346
             + +   G  VR      G I  L     VR+ D L     G P+  PR   +  P 
P L
Sbjct  301  AISVFDAGTSVRAQEVPAGRIARLWGLADVRIGDPLDRGTAGSPS--
PRAEPQFAP-PTL  357

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P+  A R  LL  LTQLA+ DPL+    D +  E+ +S  G VQ EV+ A 
L+  
Sbjct  358  
ETVVVPRRPADRGALLLVLTQLAEQDPLIDLRQDDLRQEVSVSLYGEVQKEVIEATLATD  417

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+   +E + I +ERP         I V PNPF A++GL V P   GSGV++   
V +
Sbjct  418  
YGLDVTFRETTTICVERPAGTGEAAEVIAVDPNPFLATVGLRVEPGPPGSGVRFGLEVEM  477

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G L  +F   + + +   L+QGL GW V DC +      Y+            S  
ST  
Sbjct  478  
GSLPYAFMRTIEETVHETLKQGLHGWEVHDCVVTLTRSGYWARQSHAHGTFDKSMSSTAG  537

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL+ +GT + EP   F L  P + L       P         + 
+   
Sbjct  538  DFRNLVPLVLMTALRRAGTIVYEPLHRFRLELPPDTLGAVL---
PVLSGLGAIPRTRHSS  594

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            VV  G IPA  +      L   T G  V       Y+   G    +PR  ++ LD+  
++
Sbjct  595  VV-
EGRIPAARVHELEQRLPGLTRGEGVLECAFDRYEPVRGPIPERPRTDHNPLDRKEYL  653

Query  635  FQKV  638
               V
Sbjct  654  LHVV  657

>WP_006209881.1 GTP-binding protein [Paenibacillus vortex]
 EFU41037.1 small GTP-binding protein [Paenibacillus vortex V453]
Length=648



 Score = 387 bits (995),  Expect = 8e-123, Method: Compositional 
matrix adjust.
 Identities = 227/621 (37%), Positives = 352/621 (57%), Gaps = 
18/621 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +LY SG I + GSV++G T TD++ +ER+RGITI+
+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILYRSGIIEQAGSVDQGNTTTDSLEIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L  +L+
+  I
Sbjct  63   
SFTLGDLKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLKQSLKEQGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NKID+ G D   V   +R+ L   I     +    S S  + + +  +    
+ 
Sbjct  123  
PTLLFMNKIDRMGADYNRVRTMLRNLLDEHICEMSRVDNEGSTSVHVDMADPHNSGWLEI  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   ND+LL+ Y    P+S E+L  E +++ +    +P++ GSA KG+G++PL+ A
+   
Sbjct  183  
LALLNDELLQDYAHDVPVSSERLKEELRKQTRQGKAYPLFAGSAAKGVGMEPLLAALNDF  242

Query  238  FQPIG---
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----LK  290
            F P+    E     L G VFKV     G+R VY RL++G ++ RD +++  ++     
LK
Sbjct  243  F-
PVNDPSELNHEPLSGLVFKVIKQPNGERNVYFRLFAGKVQARDEISVTSQDGQTTMLK  301

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
            + ++     G+         G+I IL    +R+ DV+G  + ++    +++ P+ +  
+T
Sbjct  302  
VKQLHALQYGKSAPAGHIDAGDIGILIGSELRVGDVIGAVSDKMKIVHFQKPPIQVHVST  361

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              P+      +L +AL+ L   DP L+   D+ T E I+   G+VQ E++   L  
+Y +
Sbjct  362  KQPE---
DEHKLHNALSDLTVEDPFLQYVQDTNTKENIIHVFGKVQQEILVETLQRQYGI  418



Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E V   P VI +E+P        +I     PF+A++GL V P   GSG+QY   V 
LG L
Sbjct  419  EAVFSAPRVICIEKPCGVGEAVEYI--
GECPFYATVGLRVEPGEPGSGLQYRLDVELGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SFQ A++D +   L++GL+ W+VTD  +   +  Y SPVST  DFRSL P+VL 
+AL 
Sbjct  477  
PLSFQKAIKDTVIEVLQEGLYAWSVTDIIVTLTHTGYASPVSTAKDFRSLTPLVLMEALN  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++ EP        P+  LS+          T +  + + + V   G IP R     
Sbjct  537  
QAGTEVYEPMNDIQFILPESSLSKVLSRLAALEGTYQEPEFRNNAVHLHGTIPVRTSDEL  596

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            ++++   T+G  +      GY
Sbjct  597  KSEVHSLTSGEGMLSVRPGGY  617

>WP_068620994.1 GTP-binding protein [Paenibacillus tuaregi]
Length=654

 Score = 387 bits (995),  Expect = 8e-123, Method: Compositional 
matrix adjust.
 Identities = 231/646 (36%), Positives = 359/646 (56%), Gaps = 
20/646 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+G+ AHVDAGKTT TE +L+ASG I   GSV+ GTT TD + +ER+RGI+++AA 
TS+ 
Sbjct  8    
NVGVFAHVDAGKTTTTEHILFASGRIRSLGSVDSGTTVTDWLDMERERGISVRAATTSYV  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VN+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQAQT ++++ALR++ 
IPT+
Sbjct  68   
WNDVRVNLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQAQTELIWNALRRLKIPTL  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS------
PEIVLEENTDIEAWDAV  178
            +++NK+D+ G D   V+  +R +LS  +++ Q++S S         +  E T  E    
+
Sbjct  128  
LYVNKMDRVGADAGRVLAEIRTQLSTRLVVMQSLSGSGGEFQGAADLWSEGTAGEKQREL  187



Query  179  IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            IE+    +++LLE+Y+ GE +S  +  R+ Q   +   ++PV +G++ KG+GI  
LMDA+
Sbjct  188  
IESIAEADEQLLERYLDGESVSLSEWKRQAQLLSRIGEVYPVLFGASSKGIGIPGLMDAI  247

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
            T      G    A   G VFK+E      +  ++RLY GT+R RD +    R+ + 
K+T+
Sbjct  248  
TDYLPGPGGDPEAPPSGVVFKIEQGKSAGKMAFVRLYEGTIRNRDVIRNVTRQVEEKVTQ  307

Query  294  MRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R    G    T     G+I  +     V++ D+LG P  +P +      +P+L      
Sbjct  308  IRRVEGGRSEDTGVLEAGDIAAVCGLTQVQIGDILGSPDAIPEE--
ARLAVPLLTVQAQW  365

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +      R++ AL +L++ DPLL  +      E+ L  +G +QLE++++LL  ++ 
L+  
Sbjct  366  
ENEQDYPRMVQALRELSEEDPLLDVQWLQEERELHLKIMGLIQLEMLTSLLDSRFGLKAR  425

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
               PSVIY E P +AA   I     P P WA +   + P   GSG +Y S V    
L   
Sbjct  426  FSPPSVIYKETPSQAAEGYI-
ANTMPKPCWAVLRFLIEPGERGSGTRYASTVRTEDLLAQ  484

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            +QN V   +   L+QGL+GW VTD K+    G ++   + P DF    P+ L   L  
+G
Sbjct  485  
YQNEVARRVPEALQQGLYGWEVTDLKVTLVEGQHHVWHTHPLDFAVATPMGLMNGLAAAG  544

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEP L F +  P+E+  R  +D      T E  +++   +   G++P      
Y   
Sbjct  545  
TRLLEPVLKFRIVVPEEFGGRVMNDLTLMRGTFEAPELQDVRMTIEGKLPLAESLEYPVA  604

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
            L+  T GR    T   GY+     P I     RR  + LD+ R++ 
Sbjct  605  LSSLTKGRGTIATSFLGYEEC--PPDIHAERQRRGVNPLDQSRYIL  648



>WP_076117876.1 GTP-binding protein [Paenibacillus odorifer]
 OMD42451.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 387 bits (995),  Expect = 9e-123, Method: Compositional 
matrix adjust.
 Identities = 225/620 (36%), Positives = 344/620 (55%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
TWEGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q V    E +          +     
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPVGKEQEYIGAIDLWGSEADPAAQTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E ++ LLE Y++G  I      +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEDLLEAYMSGSSIDLSAWKKAMKTASASGRYFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDTV    ++ + 
K+T
Sbjct  250  
MIEYFPRAGGNAEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVMNNTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPEAIPEE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             +T     +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 



L+ 
Sbjct  368  
WETDMDDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLKERYGLQV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P  A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPASAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L + 
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLAQV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T +   ++ D ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFDPPVLQGDRMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_000207783.1 GTP-binding protein [Bacillus cereus]
 PFW59794.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 387 bits (994),  Expect = 9e-123, Method: Compositional 
matrix adjust.
 Identities = 227/622 (36%), Positives = 348/622 (56%), Gaps = 
26/622 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMALEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------



DIEA  174
            IPT++F+NKID+ G + + V++ ++D LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKDVLSNE-------
AFPFYSALNEGTKKSRIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+REE   ++  A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYNESLLESYVNNEIIP-
DTLLREELITQIAQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AG  285
            L++ ++ L        +  L G VFK+E    G++ VY+R++SG L +R  V +    
A 
Sbjct  233  
LLENISDLIPANTSAENEILSGVVFKIERETSGEKIVYVRVFSGRLHVRKYVDIQRGEAI  292

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
              K KI ++ +   G  V+      GE   +     V++ D++G+ T   +     
+  P
Sbjct  293  
THKEKIKKLCMFHNGNAVQASIVPSGEFCKVWGLSDVKIGDIIGERTDYIKDIHFAE--P  350

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             +  TI      +   L  AL +L + DPL++   D + +E+ +   G VQ EV+   
L 
Sbjct  351  
QMEATIDAVPTERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLY  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            EKY L+       VI +E+P+   +    +    NPF+A++G  V    L SG+ Y
+  V
Sbjct  411  
EKYNLQVTFSNTRVICIEKPIGVGNRMEVMGEKENPFYATVGFKVERGELNSGITYKLGV  470

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
P+VL
Sbjct  471  
ELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P  
Sbjct  531  
MNALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPILYNDSYQLTGALPVA  590



Query  585  CIQAYRTDLAFYTNGRSVCLTE  606
              + ++  L  +T G  +  T+
Sbjct  591  KTENFKRMLHSFTEGEGIFTTK  612

>WP_031046543.1 MULTISPECIES: GTP-binding protein [Streptomyces]
 KUM88023.1 GTP-binding protein [Streptomyces pseudovenezuelae]
Length=654

 Score = 387 bits (995),  Expect = 9e-123, Method: Compositional 
matrix adjust.
 Identities = 238/640 (37%), Positives = 341/640 (53%), Gaps = 
20/640 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLERLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     V+++V ++L+  I+   TV             I  +D 
+ +
Sbjct  121  
IPTLVFVNKIDRRGARCDDVLRAVAERLTPAIVPMGTVDRPGTRAARFLPGIGPYDVLAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL  ++ G  +  + L R    R   A + PVY+GSA  G G+  L+  +  
L   
Sbjct  181  HDDDLLSAWVEGR-
VDADLLHRALVTRTGQALVHPVYFGSAVTGAGVPELITGIKELLPG  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
                    + G+VFKVE    G++  Y RL+SGTL +RD +     R + ++T + 
+   
Sbjct  240  
ADGDPEGPVSGTVFKVERGPAGEKIAYARLFSGTLGVRDRIPFGEARTEGRVTAISVFDG  299

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G   R D    G I  L      R+ D LG+P    +   R    P L T + P      
Sbjct  300  GTETRRDAVPAGRIAKLWGLTGTRVGDTLGEPR---



KAHGRFFAPPSLETVVVPGPDTDA  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L+E++ L+   
+E + 
Sbjct  357  
RSLHLALTRLAEQDPLIDLRHDEVRQETSVSLYGEVQKEVVQATLAEEFGLDVTFRETTP  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            + +ERP  + +    ++   NPF A++GL V P  +GSGV +   V LG +  +F  
AV 
Sbjct  417  
LCIERPAGSGAAAEFVKKDDNPFLATVGLRVDPAPVGSGVSFRLEVELGAMPYAFFKAVE  476

Query  479  DGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVLEQ  526
            D +R  L QGL GW VTDC +   +            G   S  ST ADFR L P
+VL +
Sbjct  477  
DTVRETLGQGLDGWQVTDCTVTMTHCGYCPRQSHAHQGFDKSMSSTGADFRGLTPLVLVE  536

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT++ EP   F + AP + L           A   T + + D  V  G 
+PA  +
Sbjct  537  
ALRRAGTRVHEPMHRFRVEAPADTLGALLPVLAALRAVPRTTETRGDRCVLEGAVPAARV  596

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
                  L   T G     +    Y A V    + PRRP S
Sbjct  597  HGLEQRLPGLTRGEGELESGFDHY-APVSHGTV-PRRPRS  634

>WP_062321889.1 GTP-binding protein [Paenibacillus pabuli]
Length=662

 Score = 387 bits (995),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 226/628 (36%), Positives = 341/628 (54%), Gaps = 
28/628 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFHSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF++EV RSL V+DGAIL++SA +GVQ+Q+  ++HALR + 
IPT+



Sbjct  69   
WKDTIIDLIDTPGHIDFISEVERSLRVMDGAILIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDA------  177
            I+INK+D+ G   ++V++ +R  LS  I   QT  ++ E+     T I++ W+A      
Sbjct  129  IYINKMDRVGASAETVIEQIRSSLSPFICEVQTSRMNEEVF----
TGIDSLWNASQARLT  184

Query  178  ------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                        + E N+ L+E YI GE      L    ++ V    +FP+ YG++ 
+G+
Sbjct  185  
DSPSSVPGLFELLAEFNEDLMESYINGESPPAHLLEETFRKHVHQGEMFPICYGASGRGI  244

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            G+  L+DA+     P  +    ++ G VFK+E      R  Y+R+Y G++  RDT+  
+ 
Sbjct  245  
GVTELLDAIIEFLPPPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVYNRDTIYNST  304

Query  286  RE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPL  343
            RE + K+T++R     +   T   + G+I  L   S   + D++G P  +P     
+  +
Sbjct  305  RELEEKVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPKGVPPM--
PQMAV  362

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE+
+S+LL
Sbjct  363  
PLLTVQVHGKDMARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLL  422

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L+     PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ 
Y S 
Sbjct  423  MSRFGLDVAFDPPSVIYKETPRSSGEGYIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSST  481

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    
P+ 
Sbjct  482  
VRTDHLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMG  541

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G 



+P 
Sbjct  542  
IMDGLASTGTTLLEPILKFRLTVPEEYGGKALSDLVHMRATFEAPIIGSGRCIVEGLMPL  601

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 Y   L   T+GR V  T   GYQ
Sbjct  602  ATSMDYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_055485788.1 GTP-binding protein [Streptomyces sp. WMMB 322]
 SCK27571.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. WMMB 322]
Length=673

 Score = 388 bits (996),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 243/670 (36%), Positives = 355/670 (53%), Gaps = 
35/670 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+A+G I E GSV+KG+T TD++ LERQRGITI
++AV
Sbjct  1    
MKALNLGILAHVDAGKTSLTERLLHAAGVIDELGSVDKGSTLTDSLTLERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVGDLTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLKRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS--------
ADIIIKQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+AG     V++ + +KL+         D +  +    +     +E
+   
Sbjct  121  
IPTLLFVNKIDRAGAQYGHVLRRIHEKLTPAAVAMGRVDRLGTRDAEFTSHGPSDEDCTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E++D+L+  Y+  E  +S E+L  E   + +     PV++GSA  G G+
+ L 
Sbjct  181  
RLAEVLAEHDDELMAAYVEDERALSHERLREELAAQSRRGLAHPVFFGSAITGAGVEALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +  L         A   G+VFKVE T  GQ+  Y+R++SGT+R+RD +      
+ K+
Sbjct  241  
AGLKELLPAADGDPGAPAHGTVFKVERTAGGQKTAYVRMFSGTVRVRDRLLHGDDGEGKV  300



Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G          G I  L     VR+ D +G   R+ R++    P P L 
T +
Sbjct  301  TGIEVFEHGSDAPGACVEAGRIGKLRGLAGVRIGDAVGSARRVTREQHHFAP-
PTLETVV  359

Query  351  APKTAAQRERLLDALTQLADTDPL--------
LRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P    +   L  ALTQLA+ DP              D +  E+ LS  G VQ 
EVV A 
Sbjct  360  
VPCRPEESGALHTALTQLAEQDPSPAFGGETPFGLRQDELRGELNLSLYGEVQKEVVQAT  419

Query  403  LSEKYKLETVVKEPSVIYMER--
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            L++++ L+   +E + I +ER     AA+  +H E  PNPF A++GL V P   
GSGV+Y
Sbjct  420  LADEFGLDVAFRESTTICVERLDGPGAAAEIMHKE--
PNPFLATVGLRVEPAPPGSGVRY  477

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------S  508
               V LG +  +F  AV D +R  L +G+ GW + DC +   +  Y             
S
Sbjct  478  
GLEVELGSMPYAFMRAVEDTVRETLREGIHGWEIPDCTVTMTHSGYAPRQSHAHAIFDKS  537

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              ST ADFR L P+VL +AL+ +GT + EP   F L  P E          +     
+  
Sbjct  538  
MSSTGADFRQLTPLVLMEALRRAGTTVHEPMHRFRLEIPAETFGAVLPVLSRLRGVPQAP  597

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL  628
              K D  V  GEIPA  +      L   T+G  V       Y+  VG+   +PR  
+  L
Sbjct  598  
VTKGDAYVLEGEIPAARVHELEQQLPTLTSGEGVLECAFACYRPVVGEAPSRPRTDHDPL  657

Query  629  DKVRHMFQKV  638
            ++  ++ + V
Sbjct  658  NRKEYLLRVV  667

>WP_048547720.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 KMP91372.1 tetracycline resistance protein [Bacillus cereus]
 SCN09503.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Bacillus cereus]



 PFZ59188.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 387 bits (994),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 229/654 (35%), Positives = 365/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGMGVTELLEKLP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L   +       L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
ALIPALTSAPEEPLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIKRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K T +     G +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  KKTCLF--
HNGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L +
Sbjct  352  



MEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYD  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGDLNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_098220272.1 GTP-binding protein [Bacillus cereus]
 PES74318.1 tetracycline resistance protein [Bacillus cereus]
 PET02544.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 387 bits (994),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 225/648 (35%), Positives = 354/648 (55%), Gaps = 
15/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDSLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ ++  LS +       Q        + E  +  +  
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKTILSNEAFPFYSVQNEGTKETRIFEYRSYEDCIER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  + I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYNESLLASYVNNKIIPDSLLRKELEKQIQQANVYPIFFGSAMTGMGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITE  293
                       L G VFK+E     ++  Y+R++SG+L +R  V +   E    K 
KI +
Sbjct  241  
IPANTSAQDETLSGVVFKIEREPSEEKVAYIRVFSGSLHVRKYVDIQRGEFLSHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRK-
RWREDPLPMLRTTIA  351
            M +   G+ V++ T   GE   +    ++++ D++G+ T   +  R+ E   P +   
I 
Sbjct  301  MCMFHNGDAVQSSTVQSGEFCKVWGLSNIKIGDIIGERTDYIKDIRFAE---
PQMEAAIE  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L  AL +L + DPL++   D + +++ +   G VQ EV+   L EKY 
L+ 
Sbjct  358  
AMPKERTHDLYAALMELCEEDPLIKVWKDDVHNKLYIRLFGEVQKEVIETTLCEKYNLQV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V+ +E+P+   +    +    NPF+A++G  V    L S + Y+  V LG 
L  
Sbjct  418  
TFSNTRVVCIEKPIGVGNSIEVMGEKANPFYATVGFKVERGELNSDITYKLGVELGSLPL  477

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK++
Sbjct  478  
AFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHSGYASPVTTASDFRNLTPLVLMDALKQA  537

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP   F L  P   +S A +      AT    ++  D    TG +P    + 
++ 
Sbjct  538  



ETCVYEPLNEFELTVPAHAISTAMYKLAAIPATFAEPKLYNDSYHLTGSLPVAKTEDFKR  597

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
             L  +T G  +  T   G+         + R    P +R D + H+ +
Sbjct  598  MLHSFTEGEGIFATRPGGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_073847927.1 GTP-binding protein [Amycolatopsis sp. CB00013]
 OKJ93149.1 GTP-binding protein [Amycolatopsis sp. CB00013]
Length=633

 Score = 387 bits (993),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 244/643 (38%), Positives = 337/643 (52%), Gaps = 
41/643 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALGDVTVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D + V + +  KL+        V+++P+ V+         D 
+  
Sbjct  121  IPALLFVNKLDRRGADPERVFREITGKLT-----PTAVTMAPDRVI---------
DLLAT  166

Query  181  NNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             ++  L  Y+  EP   +  +L  E   +V +    PVY+GSA  G GI  L D +  
L 
Sbjct  167  LDEDFLTGYLT-
EPDAFTPSRLRAELTAKVAEGRAHPVYFGSAITGAGIDALRDGIENLL  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                    A L G+VFKVE    G++  Y+RL+SG++ +RD V L   E  K+T + 
+  
Sbjct  226  PAKEADVLAPLSGTVFKVERAPGGEKIAYVRLFSGSVAVRDKVPLGDGEG-
KVTAISVFD  284

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             G  V + +A  G I  +    VR+ DVLG     PR R      P L T ++P   



A R
Sbjct  285  NGSAVPSASAEAGRIAKISGLDVRIGDVLG---
ACPRTREARFSPPTLETVVSPVRPADR  341

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALT+L + DPL+    D +  E  +S  G VQ EV+ A L+++Y ++    
E + 
Sbjct  342  
GPLHQALTRLTEQDPLIGLRHDEVRQETSVSLYGEVQKEVIQATLADEYGIDVTFSETTT  401

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            I +ER     S    I    NPF A++GL V P   GSG+ +   V LG +  SF  
AV 
Sbjct  402  ICVERVDGTGSAVELIGTASNPFLATVGLRVEP---
GSGISFRLEVELGSMPYSFVKAVE  458

Query  479  DGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQ  526
            D ++  L +G+ GW V DC +   +  YY            S  ST  DFR L P
+VL +
Sbjct  459  
DTVKETLREGIHGWEVRDCAVTLTHSGYYARQSHAHGTFDKSMSSTAGDFRDLTPLVLME  518

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+E+GT + EP   F L  P + L        +  A   T   K       
GEIPA   
Sbjct  519  
ALREAGTTVHEPLHRFTLQTPADTLGPVTALLARARAVPRTTLTKDGTAELEGEIPAAKT  578

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
                  L   T G     T    Y     +PV  P    SR D
Sbjct  579  HEVHQLLPSATRGEGAMETSFHSY-----RPVRGPVPSRSRTD  616

>WP_038569059.1 GTP-binding protein [Paenibacillus odorifer]
 AIQ72765.1 GTP-binding protein [Paenibacillus odorifer]
 OMD02716.1 GTP-binding protein [Paenibacillus odorifer]
 OME22957.1 GTP-binding protein [Paenibacillus odorifer]
 OME29954.1 GTP-binding protein [Paenibacillus odorifer]
 OME30440.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 387 bits (995),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 227/620 (37%), Positives = 347/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF



Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVS-----
LSPEIVLEENTD----IE  173
            +IF+NK+D+ G + ++V+   R+ LS+DII ++Q +      +    + E   D     
E
Sbjct  130  
LIFVNKMDRVGANPEAVLAEARNYLSSDIIPVQQPIGKEKGYIGARDLWENEADASARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G  I   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSTIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G     A+ G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGAVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDV--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P S GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGSPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   



L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_094903857.1 GTP-binding protein [Paenibacillus odorifer]
 OZQ63769.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 387 bits (995),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 227/620 (37%), Positives = 347/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVS-----
LSPEIVLEENTDIEA---  174
            +IF+NK+D+ G + ++V+   R+ LS+DII ++Q +      +    + E   D  
A   
Sbjct  130  
LIFVNKMDRVGANPEAVLAEARNYLSSDIIPVQQPIGKEKGYIGARDLWENEADASARTE  189

Query  175  -
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G  I   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSTIDLAEWKKYMKTASSSGRFFPMVYGIAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-



KLKIT  292
            +   F   G     A+ G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGAVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDV--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P S GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGSPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_033364982.1 GTP-binding protein [Dactylosporangium aurantiacum]
Length=653

 Score = 387 bits (994),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 240/655 (37%), Positives = 344/655 (53%), Gaps = 
24/655 (4%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+I+N+GILAHVDAGKT+LTE LL+A+G I EPGSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MRILNLGILAHVDAGKTSLTERLLHAAGVIDEPGSVDDGSTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
VSFTVGDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+AG     +++ + D+L+  ++     +                D 
+ E
Sbjct  121  
IPTIVFVNKIDRAGARGDGILRELADRLTPALVPMGAPAGLGTRAAGFTAAPPGLDVLAE  180

Query  181  NNDKLLEKYIAGEPIS----
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +++ LL  ++ G  ++    RE L  +  R    A + PVY+GSA  G G+  L   
+  
Sbjct  181  HDEALLAAFVDGATVAPARVREVLAAQTAR----
ALVHPVYFGSAITGAGLAALTAGIAA  236

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
                      A   G+VFKVE    G++  Y+R++SGT+R+R+ V+L G E  K+T 
+ +
Sbjct  237  FLPAAAGDAGAPASGTVFKVERGPAGEKVAYVRMFSGTVRIRERVSLPGGEA-
KVTGIAV  295

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G    +     G I  L   + VR+ D +G P R  R        P L   +     
Sbjct  296  FDGGGAAESAALPAGRIGKLWGLNGVRIGDAVGLPGR--
RTPAHHFAPPSLEAVVEAVRP  353

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A L+E+Y LE   
++
Sbjct  354  
GARGALYAALTQLAEQDPLIDVRHDDVRRETSVSLYGEVQKEVIQATLAEEYGLEVTFRD  413

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + I +ERP          E   NPF A+IGL V P   G+G  +   V  G +  
+F  
Sbjct  414  
TTTICVERPAGTGEAVEVGEKDGNPFLATIGLRVEPAPAGAGTAFRLEVEAGAMPAAFFA  473



Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV+D +   L QGL GW V DC +      Y+            S  ST  DFRSL 
P+V
Sbjct  474  
AVQDTVTATLRQGLHGWQVEDCTVTMTRSGYWPRQSHAHQQFDKSMSSTGYDFRSLTPLV  533

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT + EP   F L AP + L        +  A   T   +    V  G
+IPA
Sbjct  534  
LMTALRRAGTVVHEPVHRFRLEAPADQLGALLPVLSRLQAVPRTTDTRGTVCVLDGDIPA  593

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +    Y+   G P  + R  ++ LD+  ++ + V
Sbjct  594  ARVHELQVRLPGLTRGEGVLESAFDRYEPVTGAPPSRSRTDHNPLDRDEYLLRVV  
648

>WP_069768779.1 GTP-binding protein [Streptomyces sp. LUP30]
Length=664

 Score = 387 bits (995),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 246/657 (37%), Positives = 355/657 (54%), Gaps = 
44/657 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLLHSVGVIDELGSVDAGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
VSFRIDDVTVNLIDTPGHPDFIAEVERALCVLDGAVLVVSAVEGVQAQTRILMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE-----AW  175
            IPT++F+NKID+ G   + V++ + ++LSA ++   +V+  P       T +E     
A 
Sbjct  121  IPTLVFVNKIDRRGARDEGVLRELTERLSARVVPMGSVT-
GPGTAAAAFTAVEPALEPAV  179

Query  176  DAVIENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            + + +++D LL  Y+ G   +   RE L+ + +R    A + PVY+GSA  G G+  
L+ 



Sbjct  180  EVLADHDDALLSAYVDGVVTQERVREALLDQTRR----
AFVHPVYFGSATTGAGVPELVA  235

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------AG  285
             +  L             G+VFKVE    G++  Y+RL+SG LR+RD V L        
G
Sbjct  236  
GIAELLPGADGDRDGPPSGTVFKVERGPAGEKIAYVRLFSGVLRVRDRVPLGGGDGRGRG  295

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
             +  ++T + +  +G  VR +    G I  L      R+ D LG+P R  R+R+     
P
Sbjct  296  EDAGRVTAISVFDQGTDVRQEEVAAGRIARLWGLVDARVGDCLGEP-
RDERRRFFAP--P  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P     R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ 
A L+
Sbjct  353  
TLETVVVPGPGVDRRSLHLALTRLAEQDPLIGLRHDEVRRETSVSLYGEVQKEVLQATLA  412

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E + L    +E + + +ERP+   +    I+   NPF A++GL V P   GSGV++   
V
Sbjct  413  
EDHGLAVDFRETTPLCVERPVGVGAAAEFIKKDANPFLATVGLRVEPAPAGSGVRFGLEV  472

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
             LG +  +F  AV D +R  L QGL GW VTDC +   +  Y+            S  
ST
Sbjct  473  
ELGSMPYAFFKAVEDSVRETLGQGLHGWQVTDCAVAMTHCGYWPRQSHAHQGFDKSMSST  532

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR L P+VL +AL+ +GT++ EP   F + AP + L           A   T  
V+ 
Sbjct  533  
GYDFRGLTPLVLAEALRRAGTRVHEPMHRFRVEAPADTLGALLPVLAGLRAVPRTTDVRG  592

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---
PRRPNS  626
               V  G +PA  +      +   T G     +    Y      PV+    P RP 
+
Sbjct  593  ARCVLEGAVPAARVHGLEQRIPALTRGEGEWESGFDHY-----
APVVHGTLPERPRT  644

>WP_098082541.1 GTP-binding protein [Bacillus wiedmannii]



 PEL96140.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGB72693.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 387 bits (993),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 228/649 (35%), Positives = 354/649 (55%), Gaps = 
20/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G + + V++ +++ LS +       Q        +L   +  +  
+ 
Sbjct  121  
IPTILFVNKIDRNGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARILAYKSYDDCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E +    L  E ++++Q AS++P+++GSA  G+G+  L++ 
++ L
Sbjct  181  
LAPYNESLLASYVNDEIVPGVLLREELEKQIQQASVYPIFFGSAMTGIGVTELLENISTL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
            F       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+K 
Sbjct  241  
FPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVNIQRGNVLGHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G +V+      GE   +   + +++ D++G+ T   +     +P        
Sbjct  300  -
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL  L + DPL++   D I +E+     G VQ EV+   L 
EKY



Sbjct  354  
AAIEAVPKERIHDLYAALMDLCEEDPLIKVWKDDIHNELYTRLFGEVQKEVIETTLFEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKIERGELNSGIIYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P   +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAKTCVYEPVNEFELTVPGYAISTAMYKLAAIPATFSEPIFNNDSYHLTGLLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             ++  L  +T G  +  T+  GY+        + R  N+ L++  ++  
Sbjct  594  NFKRMLHSFTEGEGIFTTKPAGYKELKAPFPTRKRVDNNPLNRKDYLLH  642

>WP_107134524.1 GTP-binding protein [Bacillus wiedmannii]
 PTC14424.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 387 bits (993),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 229/654 (35%), Positives = 365/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176



            IPT++F+NKID++G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGMGVTELLEKLP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L   +       L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
ALIPALTSAPEEPLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIKRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K T +     G +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  KKTCLF--
HNGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L +
Sbjct  352  
MEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYD  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGDLNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPFAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  



636
             ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>KMS88978.1 GTP-binding protein [Streptomyces regensis]
Length=677

 Score = 387 bits (995),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 247/666 (37%), Positives = 339/666 (51%), Gaps = 
49/666 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGIAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+  +  +L+  ++   T +   +            A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGARDTAVLGQMAQRLAVPLVPMGTAAGLGTRAARFLPGLGPSALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+D +  
L 
Sbjct  181  ADQDDGLLAAYLDGG-
VPESRLRRALAAQTRSASVHPVYFGSAITGAGVPELVDGIERLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKL--------  289
                      L G+VFKVE    G++  Y RL+SGTLR+RD V    GRE          
Sbjct  240  
PTAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGREDTGTGGHGRR  299

Query  290  -------------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPR  335
                         ++T + +   G   R D A  G IV +     +R+ D LG P 
R   
Sbjct  300  
HTTTGREGRGTDGRVTALSVFDHGTDTRADGAGAGRIVKVWGLGGIRIGDALGTPGRSYE  359



Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
              +     P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  
G VQ
Sbjct  360  HHFAP---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQ  416

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             EVV A L+++Y L    +E + + +ERP+         +   NPF A++GL V P   
G
Sbjct  417  
KEVVQATLADEYGLHVTFRETTTLCIERPVGTGHAVEFNKKDANPFLATVGLRVDPAPPG  476

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICF------------EY  503
            SGV +   V LG +  +F  AV D +R  L QGL GW VTDC +                
Sbjct  477  
SGVAFRLEVELGAMPYAFFKAVEDTVRETLGQGLHGWQVTDCAVAVTQSGYSPRQSHAHQ  536

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            G   S  ST  DFR L P+VL +AL+ +GT + EP   F L AP + L        
+  A
Sbjct  537  
GFDKSMSSTGYDFRGLTPLVLVEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGA  596

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---  620
              ET        V  G +PA  + A    L   T G     T    Y      PV 
+   
Sbjct  597  VPETTGTHGAACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHY-----
APVTRGTV  651

Query  621  PRRPNS  626
            P RP +
Sbjct  652  PERPRT  657

>WP_042266215.1 GTP-binding protein [Paenibacillus graminis]
 AIQ67356.1 GTP-binding protein [Paenibacillus graminis]
Length=659

 Score = 387 bits (994),  Expect = 1e-122, Method: Compositional 
matrix adjust.
 Identities = 232/647 (36%), Positives = 355/647 (55%), Gaps = 
20/647 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   



INVGIFAHVDAGKTTTTEHILYESGRIKAVGSVDSGTALTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
EWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWD------  176
            +IF+NK+D+AG D  +V+   R  LS DI+ ++Q +          +   EA D      
Sbjct  130  
LIFLNKMDRAGADPAAVLAQARTYLSGDILPVQQALGQEQNYTGALDLWAEAADPAARTE  189

Query  177  ---
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               A+ E ++ LLE Y++G P+       + +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEALLETYMSGTPLDLTAWKEQLKAGAGAGKWFPLVYGVAAKGLGITQLLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    ++ + 
K+T
Sbjct  250  
MTDYFPRAGGNPELPVSGIVYSIQRDKSMGRMAFVRLYQGTVRNRDTVLNYTQDVQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGVPDAIPQE--
AKLAVPLLTVRVH  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             + A    +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  +Y 
L+ 
Sbjct  368  
WEAAVDEHKVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRYGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    +   + P P WA +   + P   GSG++YES V    
L  
Sbjct  428  TFGQPSVIYRETPSRAGEGYVAY-
LMPKPCWAILRFRIEPGPPGSGLRYESLVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L QGL+GW VTD K+    G ++   + P DF    P+ +   
L   



Sbjct  487  
QYQNETARRVPEALMQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDGLNRI  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
             L+ YTNGRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  607  SLSSYTNGRSTFTSFFAGYEEC--PPDVRAERTRRGVNPLDQARYIL  651

>WP_030350511.1 GTP-binding protein [Streptomyces scopuliridis]
 PVE04408.1 GTP-binding protein [Streptomyces scopuliridis RB72]
Length=681

 Score = 387 bits (995),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 245/681 (36%), Positives = 357/681 (52%), Gaps = 
46/681 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MSTLNLGILAHVDAGKTSLTERLLFTAGVIDEIGSVDDGSTQTDSLTLERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVVGDTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT+IF+NKID+ G   + V++ + +KLS  +I +     L     L       A 
DA  
Sbjct  121  IPTLIFVNKIDRTGAHDERVLRGISEKLSPSVIAMGAATGLGTRDALP--
VPYGAGDAAF  178

Query  180  ---------ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                     +++D LL  Y+     +   +L  E   +   A + PVY GSA  G 
G+  
Sbjct  179  
TSALAELLADHDDALLAAYVDDATALPYHRLREELATQTGRALVHPVYLGSAITGAGVDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------  283



            L+D ++ L    G      + G+VFK+E    G++  Y+R++SGT+R RD +        
Sbjct  239  
LIDGISELLPRAGGDPEGPVSGTVFKMERGPAGEKIAYVRMFSGTVRTRDLLRFHRTTEN  298

Query  284  --AGR-----------EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGD  329
              AG            E+ K+T + +  +G  VR  +   G I  L   S +R+ D 
+G 
Sbjct  299  
DTAGNAAGDTANEVREEEDKVTAISVFDRGSAVRRASVPAGRIGKLWGLSDIRIGDGIGI  358

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
            P   P +R    P P L T + P+ AA +  L  ALTQLA+ DPL+    D I  
EI +S
Sbjct  359  PRTTPAERRFFSP-
PTLETVVVPRRAADKGTLHAALTQLAEQDPLINLRQDRIRREISVS  417

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
              G VQ EV+ A L +++ ++   +E + I +ERP  + +    +   PNPF A+
+GL V
Sbjct  418  
LYGEVQKEVIQATLLDEFGVDVTFRETTTICVERPAGSGAAVEIMGKEPNPFLATVGLRV  477

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY--  507
             P  +G+GV++   V LG +  +F  AV D ++  L QG+ GW V DC +   +  
Y   
Sbjct  478  
DPAPVGAGVEFRLEVELGSMPYAFMKAVEDTVKESLRQGIHGWQVIDCVVTMTHSGYAPR  537

Query  508  ----------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
                      S  ST +DFR L P+VL  AL+ +GT + EP   F L  P + L      
Sbjct  538  
QSHSHGVFDKSMSSTGSDFRHLTPLVLMSALERAGTTVYEPMHRFRLDLPADALGAVLPV  597

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
              +  A   T+       +  GEIPA  +      L   T+G  V       Y+A     
Sbjct  598  
LGRLRAVPRTSAANGSSYLLEGEIPAARVHELEQRLPTLTSGEGVLEASFDHYEAVRDTI  657

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
              +PR  ++ L++  ++   V
Sbjct  658  PARPRTDHNPLNRKEYLLHVV  678

>WP_098617594.1 GTP-binding protein [Bacillus thuringiensis]
 PFR44964.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGL22714.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647



 Score = 387 bits (993),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 231/660 (35%), Positives = 368/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKAARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++ +Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQHIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            +++ +  L           L G VFK+E    G++  Y+R++S  L +R  V      
+L
Sbjct  233  
ILEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSSNLHVRKYVNIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDSIQTTTVPSGEFCKVWGLNDIKIGDIIGEHTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DP ++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIEALPKERIHDLYAALMELCEEDPFIKVWKDDVHNELYIRLFGEVQKEVI  405



Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  
G+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_076225049.1 GTP-binding protein [Paenibacillus odorifer]
 OME34802.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 387 bits (994),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 227/620 (37%), Positives = 345/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W    +N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVHINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADI------
IIKQTVSLSPEIVLEENTDIEA---  174



            +IF+NK+D+ G + ++V+  VR+ LS+DI      I K+   +    + E   D  
A   
Sbjct  130  
LIFVNKMDRVGANPEAVLAEVRNYLSSDILPVQQPIGKEKGYIGARDLWENEADASARTE  189

Query  175  -
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G  I   +  +  +        FP+ YG A KGLG+  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSTIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGVTALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G     A+ G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGAVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDV--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P S GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGSPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611



             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_046587741.1 GTP-binding protein [Bacillus sp. SA1-12]
 KKI90008.1 tetracycline resistance protein [Bacillus sp. SA1-12]
Length=649

 Score = 387 bits (993),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 227/638 (36%), Positives = 351/638 (55%), Gaps = 
17/638 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIG+LAHVDAGKTTLTE LLY +G I +PGSV+ G T TD++ +ER+RGIT+
++A 
Sbjct  1    
MKILNIGVLAHVDAGKTTLTEQLLYRAGIIEQPGSVDHGNTTTDSLEIERKRGITVKSAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV  SL VLDG ILVISA +GVQ+QT++L   L
++  
Sbjct  61   
VSFSLDDLKVNLIDTPGHADFISEVEHSLTVLDGVILVISAVEGVQSQTKVLMQTLKEQR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAW-D  176
            IPT++F+NK+D+ G + Q     +++ L  +I     V     S   +  ++     
W +
Sbjct  121  
IPTILFMNKMDRMGANYQKTRDMIQNNLVEEICELNEVMYEGTSTVKIKRKDPKKAGWIE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +  NN+ LL ++     I  E+L      +V++  ++P++ GSA KG+GI  L+ 
+++ 
Sbjct  181  
TLALNNETLLYEFANDLSIPDEQLFNGLHEQVKNGVVYPLFAGSAAKGVGIDHLLSSLSD  240

Query  237  LFQPI---
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----KL  289
             F P+    ++    L G VFK+     G R  ++RL+ G LR+RD V +  +     
+L
Sbjct  241  FF-
PVCYSSQKNERPLAGIVFKIIKHPNGTREAFVRLFEGQLRIRDEVQVITQNGQYSQL  299

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            KI +++    G+ ++T     G+I +L    +++ DV+G  T   +        P 
++  
Sbjct  300  KIKQLQCLKNGKQIQTAAIEAGDIGVLTGSELKVGDVIG--
TNSDQVNIFTFHRPPIQVQ  357



Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I    A     L  ALT L   DP L+      T E ++   G+VQ E+++ ++ +
+Y +
Sbjct  358  
INTAKAEDSIILHQALTDLTTEDPFLQYVYHRETKENMIHVFGKVQQEILTEMIQQQYGI  417

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            + +   P VI +E+PL   +   +     NPFWA++G  V P   GSG+QY   V 
LG L
Sbjct  418  
DVIFSAPKVICIEKPLSTGNAAEYKVKDGNPFWATVGFRVEPGEEGSGLQYRLEVELGSL  477

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SFQ A+++ +   L++GL+GWNVTD  +   +  Y S  ST  DFRSL P+VL  
AL 
Sbjct  478  
PLSFQKAIKETVEEVLKEGLYGWNVTDIIVTLTHSGYESACSTAKDFRSLVPLVLMNALH  537

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT + EP  S  L  P+  LS+          T +  Q +K+ V   G IP R     
Sbjct  538  
KAGTNVYEPVNSIQLTLPESSLSKVLSRLSVLKGTYQDPQFQKEIVYINGTIPVRHSDLL  597

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR--PN  625
              D    T+G      +  GY+  V Q + + +R  PN
Sbjct  598  ELDFHSLTSGEGTISIKPGGYK-KVDQTIPKNKRSQPN  634

>WP_031133712.1 MULTISPECIES: GTP-binding protein [Streptomyces]
 KJK40530.1 GTP-binding protein [Streptomyces variegatus]
Length=657

 Score = 387 bits (993),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 237/645 (37%), Positives = 345/645 (53%), Gaps = 
27/645 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   



VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G   ++V++ +  +L+  ++   T +                 
A D 
Sbjct  121  
IPTLLFVNKIDRSGARHEAVLREISSRLTPAVVPMGTATRLGTRAARFTPSPGPAGALDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  ++D LL  Y+    ++   L +    + ++A + PVY+GSA  G G+  L+  
+  L
Sbjct  181  LTGHDDALLTAYVE-
NTVTDAALRKALVAQTREALVHPVYFGSAATGAGVTALLSGIETL  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRI  296
                       +  +VFKV+    G++  Y R++SGTLR RD V   A   + +IT 
+ +
Sbjct  240  
LPAADGNADGPVSATVFKVDRGPAGEKAAYARMFSGTLRTRDRVPFGADGAEGRITGISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPK  353
               G   R D+   G I  L     +R+ D +G+    PRK +     P P L T 
+ P 
Sbjct  300  FDHGTDTRADSVAAGRIARLTGLGDIRIGDAIGE----PRKAYEHYFAP-
PTLETVVVPG  354

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+++Y L
+   
Sbjct  355  
PDVHRGALHLALTQLAEQDPLIGLRRDERRQETSVSLYGEVQKEVIQATLADEYGLDVTF  414

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            ++ + + +ERP+        I+  PNPF A++GL V P  +GSGV +   V LG +  
+F
Sbjct  415  
RQTTPLCVERPVGTGQAVEFIKKDPNPFLATVGLRVDPAPVGSGVGFRLEVELGAMPYAF  474

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAP  521
              AV D +R  L+QGL GW VTDC +   +  Y+            S  ST ADFR 
+ P
Sbjct  475  
FKAVEDTVRETLDQGLHGWQVTDCVVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGVTP  534

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL +AL+ +GT++ EP   F + AP + L           A   T   + D  V  



G +
Sbjct  535  
LVLIEALRRAGTRVHEPMHRFRIEAPADTLGALLPFLAGLAAVPGTTGNRDDRCVLEGTV  594

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            PA  + A    L   T G    L     + A V    I P RP +
Sbjct  595  PAARVHALEQRLPGLTRGEG-ELESFFAHYAPVTHGTI-PERPRT  637

>WP_098127963.1 GTP-binding protein [Bacillus wiedmannii]
 PEN49403.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEN66337.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEO55021.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGC73133.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHF13480.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHG24275.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 386 bits (992),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 228/653 (35%), Positives = 360/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        ++E  +  +    
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILSNEAFPFYSAQNEGTKEARIIEYKSYDDCMVL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LASYNETLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                       L   VFK+E    G++  Y+R++SG + +R  V      AL  
+EK+K 



Sbjct  241  
IPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGRIHVRKYVDIQRGEALTHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  ++      GE   +   + +++ D++G+ T   +     +P        
Sbjct  300  -
KICVFHNGNAIQASIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIEA  358

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  359  VPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIKRDELNSGITYKLDVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P++ +S A +      AT     +  +    TG +P    
+
Sbjct  534  
LKQAETYVYEPVNEFELTVPEQAISTAMYKLAAIPATFREPILSNNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G S+  T+  GY   +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGESIFTTKPSGY-TKLKAPFPTRKRVDNNPLNRKDYLLHVLK  
645

>WP_098200540.1 GTP-binding protein [Bacillus wiedmannii]
 PEP22251.1 tetracycline resistance protein [Bacillus wiedmannii]
 PFY73407.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHF07362.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHF96969.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 386 bits (992),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 226/626 (36%), Positives = 353/626 (56%), Gaps = 



24/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G   + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGAHTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  K--
KICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIEAVPKERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 



Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKTNPFYATIGFKIERGELNSGIIYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP  +F L  P+  +S A +      A         D    TG 
+P   
Sbjct  532  
DALKQAETCVYEPVNAFELTVPERAISTAMYKLAAIPAAFADPIFNNDSYELTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
             + ++  L  +T G  +   +  GY+
Sbjct  592  TENFKRALHSFTEGEGIFTMKPSGYK  617

>WP_042124754.1 GTP-binding protein [Paenibacillus sp. FSL R5-0345]
 AIQ34162.1 GTP-binding protein [Paenibacillus sp. FSL R5-0345]
Length=659

 Score = 387 bits (993),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 224/620 (36%), Positives = 345/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
TWEGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q V    E +          +     
E
Sbjct  130  
LIFVNKMDRVGADPEAVLAEARNYLSSDIIPVQQPVGKEQEYIGAIDLWGSEADLAAQTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233



              +A+ E ++ LLE Y++G  I      +  +        +P+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEDLLEAYMSGSSIDLSAWKKAMKTASASGRYYPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G     ++ G V+ ++      R  ++RLY GT+R RDTV    ++ + 
K+T
Sbjct  250  
MIEYFPRAGGNAEGSVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVMNNTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPEAIPEE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             +T     +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  368  
WETDMDDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLKERYGLQV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P  A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPASAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L + 
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLAQV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T +   ++ D ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFDPPVLQGDRMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_098201457.1 GTP-binding protein [Bacillus wiedmannii]
 PEP99266.1 tetracycline resistance protein [Bacillus wiedmannii]



Length=647

 Score = 386 bits (992),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 226/626 (36%), Positives = 353/626 (56%), Gaps = 
24/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G   + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRNGAHTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIAYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTELLENIP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             LF       +  L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
TLFPANKSAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  K--
KICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIEAVPKERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFE  411



Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKTNPFYATIGFKIERGELNSGIIYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLLLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP  +F L  P+  +S A +      A         D    TG 
+P   
Sbjct  532  
DALKQAETCVYEPVNAFELTVPERAISTAMYKLAAIPAAFADPIFNNDSYELTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
             + ++  L  +T G  +   +  GY+
Sbjct  592  TENFKRALHSFTEGEGIFTMKPSGYK  617

>WP_086407383.1 MULTISPECIES: GTP-binding protein [Bacillus]
 SEG18344.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
sp. ok061]
 OTW77555.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
sumiyoshiensis]
 OTX07006.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
fukuokaensis]
 PEB09825.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEB67114.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEB87918.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEC14896.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEQ78088.1 tetracycline resistance protein [Bacillus cereus]
 PEV52105.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEY65946.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEY79456.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFD37738.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFE63980.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFI33396.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFJ11004.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFJ58307.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFL30506.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFN57644.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFV31542.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFW26317.1 tetracycline resistance protein [Bacillus thuringiensis]



 PFW45704.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGF19806.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGK97260.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGQ24409.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGS86754.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGT61932.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGV69292.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGW22558.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGW40268.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGW55777.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGX84961.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 386 bits (992),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 230/660 (35%), Positives = 369/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKAARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            +++ +  L           L G VFK+E    G++  Y+R++S  L +R  V      
+L
Sbjct  233  
ILEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSSNLHVRKYVNIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDSIQTTTVPSGEFCKVWGLNDIKIGDIIGEHTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DP ++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIEALPKERIHDLYAALMELCEEDPFIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  
G+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_067443508.1 GTP-binding protein [Streptomyces lincolnensis]
 ANS69994.1 tetracycline resistance protein [Streptomyces 
lincolnensis]
Length=656

 Score = 386 bits (992),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 240/643 (37%), Positives = 347/643 (54%), Gaps = 
24/643 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGDTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V++++ ++L A ++   T     + E          A 
D +
Sbjct  121  
IPTLVFVNKIDRRGAGDERVLRALSERLCAPVVPMGTTDGLGTREARFVPGPGPSALDVL  180

Query  179  IENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +++D+LL +Y+  G P  R +    +Q R     + PVY+GSA  G G+  L+  
+  L
Sbjct  181  ADHDDELLSRYLEGGVPDDRLRAALVDQTR--
RCLVHPVYFGSAVTGAGVAELVAGIKEL  238

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRI  296
                       L G+VFKVE    G++  Y R++SG LR+RD +     RE+ ++T 
+ +
Sbjct  239  
LPAADGDPEGLLSGTVFKVERGPAGEKIAYARVFSGALRIRDRIPFGEPREEGRVTAISV  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G   R DT   G I  L   + +R+ D LG+P       +     P L T + 
P  A
Sbjct  299  FDRGVDTRQDTVPAGRIAKLWGLEGIRIGDALGEPRTAHEHHFAP---
PTLETVVVPGPA  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L++++ L+   
+E
Sbjct  356  
TDRGALHLALTRLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVIEATLADEFGLDVTFRE  415

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERP          +   NPF A++GL V P  +GSGV +   V LG +  
+F  
Sbjct  416  
TTPLCVERPDGTGEAAEFNKRGENPFLATVGLRVDPAPVGSGVGFRLEVELGSMPYAFFK  475



Query  476  AVRDGIRYGLEQGLFGWNVTDCKICF------------
EYGLYYSPVSTPADFRSLAPIV  523
            AV D +R  L QGL GW VTDC +                G   S  ST ADFR L 
P+V
Sbjct  476  
AVEDTVRDTLTQGLHGWQVTDCTVTMTRCGYSPRQSHAHQGFDKSMSSTGADFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +GT++ EP   F L AP + L           A   T   + D  V  G 
+PA
Sbjct  536  
LVEALRRAGTRVHEPMHRFRLEAPADTLGALLPVLAALRAIPRTTVTRGDTGVLEGVVPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              +      L   T G     +    Y A V + ++ PRRP +
Sbjct  596  ERVHELEQRLPGLTRGEGELESAFDHY-APVTRGIV-PRRPRT  636

>WP_046563544.1 GTP-binding protein [Micromonospora sp. HK10]
 KKK07594.1 GTP-binding protein [Micromonospora sp. HK10]
Length=668

 Score = 387 bits (993),  Expect = 2e-122, Method: Compositional 
matrix adjust.
 Identities = 237/647 (37%), Positives = 348/647 (54%), Gaps = 
28/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+++G I  PGSV+ G+TRTDTM LERQRGITI
++A+
Sbjct  1    
MATLNLGILAHVDAGKTSLTERLLHSAGVIDVPGSVDDGSTRTDTMALERQRGITIRSAM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LVISA +GVQAQTR+L   L 
++ 
Sbjct  61   
VSFAVAGVTVNLIDTPGHPDFIAEVERALGVLDGAVLVISAVEGVQAQTRVLARTLHRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDI  172
            IPT+IF+NK+D+AG D   V++ + D+L+   +    V  +        P  + + 
+   
Sbjct  121  
IPTLIFVNKVDRAGADPDRVLRQITDRLTPYAVALGRVEAAGTPAARWRPYPIDDPDHTT  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL  Y+A E  ++  +L      +   A + PV+ GSA  G G+  
L+
Sbjct  181  



RLVDLLTAHDDALLGAYLADERGVTGARLRAALATQTARARVHPVHAGSAITGAGVDDLI  240

Query  232  DAVTGLFQPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
             A+  L  P GE    A L G+VFKVE    G++  Y R+++GT+R+RD +   G 
++ K
Sbjct  241  AAIAELL-
PTGEGDDEAPLSGTVFKVERGPAGEKIAYARIFAGTVRVRDRIRYRGDQEAK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T + +   G+     +   G I  L     VR+ D +G        R    P P 
L T 
Sbjct  300  VTALAVFDGGDAAPAGSVGAGRIARLHGLTDVRVGDPIGVAPERSGGRHHFSP-
PTLETV  358

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P  A  R  L  AL QLA+ DPL+    D +  E+ +S  G VQ EV+ A L++
+Y +
Sbjct  359  
VEPTRATDRPALHAALVQLAEQDPLINLRQDDLRRELAVSLYGEVQKEVIEATLADEYGV  418

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                +E + + +ER     +    I   PNPF  ++GL + P  + SGV +   + 
LG +
Sbjct  419  
PVTFRETTTVCVERLTGVGAAVEWIGKDPNPFLGTVGLRIEPGPVDSGVAFRLGIELGSM  478

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFR  517
              +F  A+ D +R  L QGL GW+V DC +   +G Y+            S  ST  
DFR
Sbjct  479  
PPAFLKAIEDTVRETLHQGLHGWSVLDCVVTLTHGGYWARQSHAHAVFDKSMSSTAGDFR  538

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            +L P+VL  AL+++GT++ EP   F L  P +             A   ++ ++    
+ 
Sbjct  539  
NLTPLVLMAALRQAGTRVHEPVHRFRLEVPADLFGAVLPVLAGLDAVPRSSLLRGGAYLV  598

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
             GE+PA  + A    L   T G      E   Y+   G PV  PRRP
Sbjct  599  EGEVPAGRVHALEQRLPSLTRGEGSLEAEFDHYRPVRG-PV--PRRP  642

>WP_037714123.1 GTP-binding protein [Streptomyces mirabilis]
Length=654

 Score = 386 bits (992),  Expect = 2e-122, Method: Compositional 
matrix adjust.



 Identities = 239/640 (37%), Positives = 343/640 (54%), Gaps = 
20/640 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L+  L
+++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLWRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     V+++V D+L+  ++   TV             I A+D 
+ +
Sbjct  121  
IPTLVFVNKIDRRGARPDQVLRAVGDRLTPAVVPMGTVDGPGTREARFLPGIGAYDVLAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL  ++ G  +  E L      + + A + PVY GSA  G G+  L+  +T 
L   
Sbjct  181  HDDDLLSAFVEGR-
VGAELLHGALVAQTRQALVHPVYLGSAVTGAGVPELITGITELLPA  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
                    + G+VFKVE    G++  Y RL+SGTL +RD V     R + ++T + 
+   
Sbjct  240  
ADGDPEGPVSGTVFKVERGPAGEKVAYARLFSGTLGVRDKVPFGETRAEGRVTAISVFDG  299

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G     +    G I  L     VR+ D LG+P +   + +     P L T + P      
Sbjct  300  GTEAPREAVPAGRIAKLWGLTDVRVGDALGEPRKAHGRFFAP---
PSLETVVVPGPDTDA  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV A L+E++ L+   
+E + 
Sbjct  357  
RSLHLALTQLAEQDPLIDLRHDEVRQETSVSLYGEVQKEVVQATLAEEFGLDVTFRETTP  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            + +ERP    +    I+   NPF A++GL V P  +GSGV +   V LG +  +F  



AV 
Sbjct  417  
LCIERPAGTGAAAEFIKKDANPFLATVGLRVDPAPVGSGVSFRLEVELGAMPYAFFKAVE  476

Query  479  DGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVLEQ  526
            D +R  L QGL GW VTDC +   +            G   S  ST ADFR L P
+VL +
Sbjct  477  
DTVRETLGQGLDGWQVTDCTVTMTHCGYCPRQSHAHQGFDKSMSSTGADFRGLTPLVLVE  536

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT++ EP   F + AP + L           A   T + + D     G 
+PA  +
Sbjct  537  
ALRRAGTRVHEPMHRFRIEAPADTLGALLPVLAALRAVPRTTETRGDRCALEGSVPAARV  596

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
                  L   T G     +    Y A V    + PRRP S
Sbjct  597  HGLEQRLPGLTRGEGELESGFDHY-APVSHGTV-PRRPRS  634

>WP_061666951.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 KXY58815.1 tetracycline resistance protein [Bacillus cereus]
 PEQ48703.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEV02840.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFC37529.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFS52355.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 386 bits (991),  Expect = 3e-122, Method: Compositional 
matrix adjust.
 Identities = 230/660 (35%), Positives = 368/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      



+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKAARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++ +Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQHIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            +++ +  L           L G VFK+E    G++  Y+R++S  L +R  V      
+L
Sbjct  233  
ILEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSSNLHVRKYVNIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDSIQTTTVPSGEFCKVWGLNDIKIGDIIGEHTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DP ++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIEALPKERIHDLYAALMELCEEDPFIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  
G+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---



RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_098867149.1 GTP-binding protein [Bacillus thuringiensis]
 PGK42550.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 386 bits (991),  Expect = 3e-122, Method: Compositional 
matrix adjust.
 Identities = 230/660 (35%), Positives = 368/660 (56%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKAARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++ +Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQHIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            +++ +  L           L G VFK+E    G++  Y+R++S  L +R  V      
+L
Sbjct  233  
ILEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSSNLHVRKYVNIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ ++T T   GE   +   + +++ D++G+ T   +     



+P
Sbjct  293  SHKEKIK--
KMCLFHNGDSIQTTTVPSGEFCKVWGLNDIKIGDIIGEHTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DP ++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIEALPKERIHDLYAALMELCEEDPFIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  
G+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P++ +S A +      AT     +  +    
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPINEFELTVPEQAISTAMYKLAAVPATFAEPILYNNSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_088947873.1 GTP-binding protein [Micromonospora zamorensis]
 SCG48453.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
zamorensis]
Length=665

 Score = 386 bits (992),  Expect = 3e-122, Method: Compositional 
matrix adjust.
 Identities = 239/659 (36%), Positives = 347/659 (53%), Gaps = 
27/659 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+  G   + G V+ G+T+TDT+ LERQRGITI



++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHDVGVTDQLGRVDAGSTQTDTLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFVLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----
SPEIVLEENTDIEAWD  176
            IPT+IFINK+D+AG D + V ++V +KL+  ++   +V++             TD+   
D
Sbjct  121  
IPTLIFINKVDRAGADPERVFRAVAEKLTPAVVAMGSVAVPGTRGAYCTPYGPTDLAFTD  180

Query  177  AVIE----NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             +++     +D LL  ++A    +   +L      R   A + PVY GSA  G G+  
L+
Sbjct  181  
RLLDLLTGQDDVLLADWVADTSSLPYPRLRAALATRTGRALVQPVYAGSAITGAGVDALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +T L   +     A + G+VF +E    G++   +RL++GT+R+RD V + G +   
+
Sbjct  241  
AGITELLPTVEGDADAPVSGTVFAIERGPAGEKIALVRLFAGTIRIRDRVRVGGVDAELV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED---
PLPMLRT  348
            T +R+ + G  V       G I  L       +  +GDP  +P +R   D     P 
L T
Sbjct  301  TAVRVVAHGADVEASAVEAGHIARLWGLK---
HARIGDPVGVPPERGGADRHFAPPTLET  357

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P     R  L  AL QLA+ DPL+    D   HEI +S  G VQ EV+ A L+
+ + 
Sbjct  358  
VVVPTRPGDRVALHAALVQLAEQDPLINLRQDDRRHEITVSLYGEVQKEVIQATLADDFG  417

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +    +E S +++ER          I V PNPF A++GL V P   G+GV +   V 
LG 
Sbjct  418  
VGVTFRETSTVHVERVCGVGEAVEVIAVAPNPFLATVGLRVAPAPTGAGVTFRLGVELGS  477

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------



SPVSTPADF  516
            +  +F  AV + +R  L QGL GW V DC++   +  Y+            S  ST  
DF
Sbjct  478  
MPPAFFTAVEETVRRTLRQGLHGWEVPDCEVTMTHAGYWARQSHSHGTFDKSMSSTAGDF  537

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R+L P+VL  AL  +GT++ EP   F L  P + L        +  A       +    
+
Sbjct  538  
RNLTPLVLMAALARAGTRVHEPVHRFRLEVPGDILGTLLPALTRLDAVPTDTTGQGGSYL  597

Query  577  
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
              GEIPA  + A    L   T G  V  TE   Y+   G   ++ R  N+ LD+  
++ 
Sbjct  598  
VQGEIPAGLVHALERRLPALTRGEGVLETEFDCYRPVRGPAPVRTRWDNNPLDRKEYLL  656

>WP_088122469.1 GTP-binding protein [Bacillus cereus]
 SCC38584.1 Tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus cereus]
Length=647

 Score = 386 bits (991),  Expect = 3e-122, Method: Compositional 
matrix adjust.
 Identities = 238/653 (36%), Positives = 358/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179
            IPT+IF+NKID++G + + VV+ ++D LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTIIFVNKIDRSGANTEKVVKQIKDVLSNEAF--
PFYSVENEGTKEARIFEYKSYDDCI  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREEQ-



RRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+REE  +++  A+LFP++ GSA  G+G+  L
++ +
Sbjct  179  ELLAPYNESLLESYVNDE-
IVPDILLREELIKQIAQANLFPIFCGSAMTGMGVTELLENI  237

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----K  290
            + L           L G VFK+E    G++  Y+R++SG L +R+ V +   E L    
K
Sbjct  238  
SALLPANNPSQDEELSGVVFKIEREPSGEKIAYVRVFSGNLHVRNYVDIQRHEPLPHKEK  297

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED---
PLPMLR  347
            I +M +   G+ ++T     GE   +      L D+        R R+ +D     
P + 
Sbjct  298  IKKMCMFHNGDAIQTAIVPSGEFCKVWG----
LIDIKIGDIIGERTRYIKDIHFAEPQME  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I      Q   L  AL +L + DPL++   D++ +E+ +   G VQ EV+   L 
+KY
Sbjct  354  
AAIEAVPKEQIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIETTLYDKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+ +   +    +    NPF+A+IG  +    L SG+ Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKTIGIGNSVEVMGEKANPFYATIGFKIERGELNSGISYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWKVADIIVTLTHTGYASPVTTASDFRNLTPLVLMNA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ T + EP   F L  P   +S A +      AT        D    TG +P    
+
Sbjct  534  
LKQAETCVYEPVNEFELTVPGHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRMLHSFTEGEGIFTTKPSGYK-KLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645



>WP_098133135.1 GTP-binding protein [Bacillus wiedmannii]
 PEL94480.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 386 bits (991),  Expect = 3e-122, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 360/655 (55%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAF--
PFYSVENEGTKEARIIEYKSYDNCI  178

Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E +    L  E   ++  A++F +++GSA  G G+  L+
+ ++
Sbjct  179  
ELLALYNESLLESYVNNEIVPGTLLREELITQIAQANVFSIFFGSAMTGTGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L           L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
DLIPANKSAEYEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIQRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +  KG +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  K--
KICLFHKGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAEPQMEAAI  356

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
               PK     ER+ D   AL  L + DPL++   D I +E+ +   G VQ EV+   



L E
Sbjct  357  EAVPK-----
ERIHDLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKTNPFYATIGFKIERGELNSGIIYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP  +F L  P+  +S A +      A         D    TG 
+P   
Sbjct  532  
DALKQAETCVFEPVNAFELTVPERAISTAMYKLSAIPAAFADPIFNNDSYELTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>PJQ99820.1 tetracycline resistance ribosomal protection protein, 
partial 
[Campylobacter jejuni subsp. jejuni]
Length=217

 Score = 370 bits (950),  Expect = 3e-122, Method: Compositional 
matrix adjust.
 Identities = 168/220 (76%), Positives = 192/220 (87%), Gaps = 4/220 
(2%)

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERP     +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSFQNAV 
Sbjct  1    IYMERP----
EYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVM  56

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEP
Sbjct  57   



EGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEP  116

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL 
++TN
Sbjct  117  
YLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTN  176

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  177  GQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  216

>WP_030172602.1 GTP-binding protein [Streptomyces sp. NRRL S-813]
Length=656

 Score = 386 bits (991),  Expect = 3e-122, Method: Compositional 
matrix adjust.
 Identities = 236/653 (36%), Positives = 352/653 (54%), Gaps = 
21/653 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTRTDTLALERERGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLLRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G   +++++++  +L+ D + + +   L              A 
D +
Sbjct  121  
IPTLLFVNKIDRRGAQDEALLRAIARRLTPDAVPMGRVEGLGTRAARFVPGPGPGAADVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+ G  +  E L      + + +   P+Y+GSA  G G+  L+  +  
L 
Sbjct  181  ADHDDDLLTAYVEGT-
LGDELLHTALAAQTRQSLAHPLYFGSAITGAGVDALIGGIRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
                      +  +VFKVE    G++  Y R++SGTLR+RD V     R + ++T 
+ + 



Sbjct  240  
PTAAGDPGGPVSATVFKVERGPAGEKVAYARMFSGTLRVRDRVPYGEARTEGRVTSIGVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
              G  VR D    G I  L     +R+ D +G+P R  ++R+     P L T + P    
Sbjct  300  DHGTDVRADAVSAGRIARLWGLADIRIGDAVGEP-RKSQERFFAP--
PTLETVVVPGPGT  356

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L++++ L+   
+E 
Sbjct  357  
GRGALHLALTRLAEQDPLIGLRHDEVRRETSVSLYGEVQKEVLQATLADEFGLDVTFRET  416

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + + +ERP+   +     +   NPF A++GL V P   GSGV +   V LG +  
+F  A
Sbjct  417  
TPLCIERPVGTGAAVEFNKKDGNPFLATVGLRVDPAPAGSGVDFRMEVELGSMPYAFFKA  476

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVL  524
            V D +R  L QGL GW VTDC +   +            G   S  ST ADFR L 
P+VL
Sbjct  477  
VEDTVREALGQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ +GT++ EP   F + AP + L           A   T + +  + V  GE
+PA 
Sbjct  537  
IEALRRAGTRVHEPMHRFRVEAPADTLGALLPVLAALRAVPRTTRTRGTDCVLDGEVPAA  596

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMFQ  
636
             + A    L   T G     T    Y    G  V + PR  ++ LD+  ++  
Sbjct  597  RVHALEQQLPGLTRGEGELETAFDHYAPVTGGTVPERPRTDHNPLDRKEYLLN  
649

>WP_000207789.1 GTP-binding protein [Bacillus cereus]
 EJV81761.1 small GTP-binding protein domain protein [Bacillus 
cereus HuB1-1]
Length=647

 Score = 385 bits (990),  Expect = 4e-122, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 360/653 (55%), Gaps = 
25/653 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS + +   +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEALPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473



Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+
Sbjct  534  
LIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>KOV87046.1 GTP-binding protein [Streptomyces sp. NRRL WC-3723]
Length=675

 Score = 386 bits (992),  Expect = 4e-122, Method: Compositional 
matrix adjust.
 Identities = 245/664 (37%), Positives = 340/664 (51%), Gaps = 
49/664 (7%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FPLDGIAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAVIE  180
            T++F+NKID+ G    +V+  +  +L+  ++   T +   +            A 
DA+ +
Sbjct  121  
TLVFVNKIDRRGARDTAVLGQMAQRLAVPLVPMGTAAGLGTRAARFLPGLGPAALDALAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+D +  



L   
Sbjct  181  QDDGLLAAYLDGG-
VPESRLRRALAAQTRSASVHPVYFGSAITGAGVPELVDGIERLLPT  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKL----------  289
                    L G+VFKVE    G++  Y RL+SGTLR+RD V    GRE            
Sbjct  240  
AAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRVPFGDGREDTGTGGHGRRHT  299

Query  290  -----------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKR  337
                       ++T + +   G   R D+A  G IV +     +R+ D LG P R     
Sbjct  300  
TTGREGRGTDGRVTALSVFDHGTDTRADSAGAGRIVKVWGLGGIRIGDALGTPGRSYEHH  359

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
            +     P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  G 
VQ E
Sbjct  360  FAP---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQKE  416

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            VV A L+++Y L    +E + + +ERP+         +   NPF A++GL V P   
GSG
Sbjct  417  
VVQATLADEYGLHVTFRETTTLCIERPVGTGHAVEFNKKDANPFLATVGLRVDPAPPGSG  476

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------GL  505
            V +   V LG +  +F  AV D +R  L QGL GW VTDC +   +            
G 
Sbjct  477  
VAFRLEVELGAMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVAMTHSGYSPRQSHAHQGF  536

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
              S  ST  DFR L P+VL +AL+ +GT + EP   F L +P + L        +  
A  
Sbjct  537  
DKSMSSTGYDFRGLTPLVLVEALRRAGTLVHEPVHRFRLESPADTLGALLPVLARLGAVP  596

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PR  622
            ET        V  G +PA  + A    L   T G     T    Y      PV +   
P 
Sbjct  597  ETTGTHGAACVLEGTVPAARVHALEQRLPGLTRGEGELETAFDHY-----
APVTRGTVPE  651

Query  623  RPNS  626
            RP +
Sbjct  652  RPRT  655



>WP_098641881.1 GTP-binding protein [Bacillus wiedmannii]
 PFY97334.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGE31398.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHA37789.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 385 bits (990),  Expect = 4e-122, Method: Compositional 
matrix adjust.
 Identities = 228/654 (35%), Positives = 365/654 (56%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +   N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G+G+  L+
+ + 
Sbjct  180  LLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGMGVTELLEKLP  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L   +       L G VFK+E    G++  Y+R++SG L +R  V       L  
+EK+
Sbjct  239  
ALIPALTSAPEEPLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDIKRGDVLGHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K T +     G +V++     GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  KKTCLF--
HNGNVVQSSIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----Q  351



Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   +L +L + DPL++   D + +E+ +   G VQ EV+   
L +
Sbjct  352  
MEAAIDAVPKERIHDLYASLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYD  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGDLNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L 
PIVL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDVMVTLTHTGYASPVTTASDFRNLTPIVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT        +    TG 
+P   
Sbjct  532  
DALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
             ++++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  592  TESFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_088113343.1 GTP-binding protein [Bacillus cereus]
 SCC47646.1 Tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus cereus]
Length=647

 Score = 385 bits (990),  Expect = 4e-122, Method: Compositional 
matrix adjust.
 Identities = 226/653 (35%), Positives = 362/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +       +   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSAQNEGTKEARIIPYKSYD-
DCME  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G+  L++ 
++ 
Sbjct  180  
LLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPIFFGSAVTGMGVTELLENISD  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L        +  L G VFK+E    G++  Y+R++SG+L +R  + +   E L    
KI 
Sbjct  240  
LIPANKPAENETLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYIDIQRNESLPHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++ +   G+ V+T T    E   +   + +++ D++G+ T   ++    +  P +   
I 
Sbjct  300  KLCLFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTNYIKEIHFAE--
PQMEAAIE  357

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY 
Sbjct  358  ---
ALPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLFEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYKLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534



Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K + T + EP   F L  P   +S A +      AT        +    TG +P    
+ 
Sbjct  535  
KRAETYVYEPVNEFELTVPGHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLPVAKTEN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
            ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDNNPLNRKDYLLHVLK  
645

>WP_076100045.1 GTP-binding protein [Paenibacillus odorifer]
 OMD00123.1 GTP-binding protein [Paenibacillus odorifer]
 OMD10908.1 GTP-binding protein [Paenibacillus odorifer]
 OMD31239.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 385 bits (990),  Expect = 5e-122, Method: Compositional 
matrix adjust.
 Identities = 226/620 (36%), Positives = 344/620 (55%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W    +N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVHINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADI------
IIKQTVSLSPEIVLEENTDIEA---  174
            +IF+NK+D+ G + ++V+   R+ LS+DI      I K+   +    + E   D  
A   
Sbjct  130  
LIFVNKMDRVGANPEAVLAEARNYLSSDILPVQQPIGKEKGYIGARDLWENEADASARTE  189

Query  175  -
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G  I   +  +  +        FP+ YG A KGLG+  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSTIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGVTALLDA  249



Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G     A+ G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGAVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDV--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P S GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGSPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_101612711.1 GTP-binding protein [Amycolatopsis sp. BJA-103]
 AUI63860.1 GTP-binding protein [Amycolatopsis sp. BJA-103]
 PNE16270.1 GTP-binding protein [Amycolatopsis sp. BJA-103]
Length=642

 Score = 385 bits (989),  Expect = 5e-122, Method: Compositional 
matrix adjust.
 Identities = 250/646 (39%), Positives = 343/646 (53%), Gaps = 



38/646 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER RGITI
+AAV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHTAGIIGELGSVDDGSTQTDTLALERARGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVGDVIVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G D   V + + +KL+  ++    V  +P+ V +    +        
Sbjct  121  IPALLFVNKLDRRGADPDRVFREIAEKLTPSVVAMDPV--
APDRVADLLATL--------  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            + D L E   A +  +  +L  E   +V +   +PVY+GSA  G GI  L D +  
L   
Sbjct  171  
DEDFLTEYLTAPDAFTPSRLQAELTAKVAEGLAYPVYFGSAITGAGIDALRDGIENLLP-  229

Query  241  IGEQGSA--
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
              E+G A   L G+VFKVE    G++  Y+RLYSGT+ +RD V L   E  K+T + 
+  
Sbjct  230  -AEEGDADGPLSGTVFKVERAPGGEKIAYVRLYSGTVAVRDKVLLGDGEG-
KVTAISVFD  287

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTA  355
             G  V + +A  G I  L    VR+ DVLG      R R  +  L   P L T +
+P  A
Sbjct  288  NGSAVSSGSASAGRIAKLSGLDVRIGDVLGT-----
RPRHAQVALFSPPTLETVVSPVHA  342

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L  ALT+L + DPL+    D I  E  +S  G VQ EV+ A L+E+Y ++    
E
Sbjct  343  
VDRGPLHQALTRLTEQDPLIGLRHDEIRGETSVSLYGEVQKEVIQATLAEEYGIDVTFSE  402

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + I +ER     S    I+  PNPF A++GL V P   GSG+ +   V LG +  
SF  



Sbjct  403  
TTTICVERVSGTGSAAEIIDKAPNPFLATVGLRVGPGPAGSGISFRLEVELGSMPYSFIK  462

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D ++  L +G+ GW V DC +   +  Y+            S  ST  DFR L 
P+V
Sbjct  463  
AVEDTVKETLREGVHGWEVLDCVVTMTHSGYHARQSHAHGTFDKSMSSTAGDFRDLTPLV  522

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+++GT + EP   F L AP + L        +  A   T   +       
GEIPA
Sbjct  523  
LMAALRQAGTTVHEPMHRFTLQAPADTLGPVTALLAQAWAVPRTTLTRGGTAELDGEIPA  582

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
                     L   T G     T   GY+   G     P R  SR D
Sbjct  583  AKTHEVHQLLPSATRGEGTMETAFHGYRPVRGA---APSRSRSRTD  625

>WP_093472534.1 MULTISPECIES: GTP-binding protein [Streptomyces]
 SEB72990.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 1222.5]
 PKW11666.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 5112.2]
Length=674

 Score = 386 bits (992),  Expect = 5e-122, Method: Compositional 
matrix adjust.
 Identities = 240/644 (37%), Positives = 337/644 (52%), Gaps = 
38/644 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LLY +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLYTAGVIDEVGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G +  +V++ +  +L+A  + + +T +          +    A 
D +



Sbjct  121  
IPTLVFVNKIDRRGAEDDAVLRGLARRLAAPFVPMGRTAARGTRAARFVPHLGPAALDTL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++  LL  Y+ GE +   +L        + A + PVY+GSA  G G+  L+D +  
L 
Sbjct  181  ADHDHGLLAAYLDGE-
VPEARLRAALATGTRSALVHPVYFGSAVTGAGVPELIDGIEHLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-----------------  281
             P     S  L  SVFKVE    G++  Y RL++GTL +RD V                 
Sbjct  240  
PPAAGDPSGPLSASVFKVERGPAGEKIAYARLHTGTLSVRDRVPVGADGDRPGHARPTPA  299

Query  282  --ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRW  338
              A A R+  ++T + +  +G  VR D+A  G IV +     VR+ D LG PT   
R+ +
Sbjct  300  
PRATATRKDGRVTAISVFDRGTDVRRDSAGAGRIVKVWGLGGVRIGDALGVPTAAYRRHF  359

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                 P L T + P     R  L  ALTQLA+ DPL+    D    E  +S  G 
VQ EV
Sbjct  360  AP---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDERRRETSVSLYGEVQKEV  416

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            V A L+++Y L    +  + + +ERP  +       +   NPF A++GL + P   
GSGV
Sbjct  417  
VQATLADEYGLAVTFRGTTTLCIERPAGSGHAVEFNKKDANPFLATVGLRIDPAPPGSGV  476

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------GLY  506
             +   V LG +  +F  AV D +R  L QGL GW VTDC +   +            
G  
Sbjct  477  
AFRLEVELGSMPYAFFRAVEDTVRESLGQGLHGWRVTDCTVTMTHSGYSPRQSHAHQGFD  536

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
             S  ST  DFR L P+VL +AL+ +G+ + EP   F L AP + L        +  
A  E
Sbjct  537  
KSMSSTGHDFRGLTPLVLTEALRRAGSLVHEPLHRFRLQAPADTLGVLLPVLARLGAVPE  596

Query  567  TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            T        V  G +PA  +      L   T G     T    Y
Sbjct  597  TTGTHGPACVLEGTVPAARVHELDQRLPGLTRGEGELETAFDHY  640



>WP_073890912.1 GTP-binding protein [Streptomyces sp. CB01883]
 OKJ84514.1 GTP-binding protein [Streptomyces sp. CB01883]
Length=669

 Score = 386 bits (991),  Expect = 5e-122, Method: Compositional 
matrix adjust.
 Identities = 242/666 (36%), Positives = 346/666 (52%), Gaps = 
34/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LLY +G I E GSV++G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLYTAGVIDEVGSVDEGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G +  +V+  +  +L+A  + + +T +          +    A 
D +
Sbjct  121  
IPTLVFVNKIDRRGAEDGAVLSGLARRLAAPFVPMGRTAARGTRAARFVPHLGPAALDTL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+ GE +   +L        +   + PVY+GSA  G G+  L+D +  
L 
Sbjct  181  ADHDDGLLAAYLDGE-
VPEARLRSALAAGTRSGLVHPVYFGSAATGAGVPELIDGIEHLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-------------  285
             P        L  SVFKVE    G++  Y RL++GTLR+RD V +               
Sbjct  240  
PPAAGDPEGPLSASVFKVERGPAGEKIAYARLHTGTLRVRDRVPVGADGDRPAATSRATA  299

Query  286  -REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
             R+  ++T + +  +G  VR D+A  G IV +     VR+ D LG P    R  +     
Sbjct  300  
ARKDGRVTAISVFDRGSDVRRDSAGAGRIVKVWGLGGVRIGDALGVPAAAYRHHFAP---  356

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L + + P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ EVV 



A L
Sbjct  357  
PTLESVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDERRRETSVSLYGEVQKEVVQATL  416

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +++Y L    +  + + +ERP  +       +   NPF A++GL V P   GSGV 
+   
Sbjct  417  
ADEYGLAVTFRGTTTLCIERPAGSGHAVEFNKKDANPFLATVGLRVDPAPPGSGVAFRLE  476

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVS  511
            V LG +  +F  AV D +R  L QGL GW VTDC +   +            G   
S  S
Sbjct  477  
VELGSMPYAFFRAVEDTVRDSLGQGLHGWRVTDCTVTMTHSGYSPRQSHAHQGFDKSMSS  536

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR L P+VL +AL+ +G+ + EP   F L AP + L        +  A  ET    
Sbjct  537  
TGHDFRGLTPLVLTEALRRAGSLVHEPLHRFRLQAPADTLGALLPVLARLGAVPETTATH  596

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV-
GQPVIQPRRPNSRLDK  630
                V  G +PA  +      L   T G     T    Y     GQ   +PR  ++ 
L++
Sbjct  597  
GPACVLEGTVPAARVHELDQRLPGLTRGEGELETAFDHYAPVTRGQVPERPRTDHNPLNR  656

Query  631  VRHMFQ  636
              ++  
Sbjct  657  KEYLLN  662

>WP_048560638.1 MULTISPECIES: GTP-binding protein [Bacillus cereus 
group]
 KMP76174.1 tetracycline resistance protein [Bacillus cereus]
 SCN35726.1 Tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus cereus]
 PDY37183.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 385 bits (989),  Expect = 5e-122, Method: Compositional 
matrix adjust.
 Identities = 229/659 (35%), Positives = 362/659 (55%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V



Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +      L E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNE-------
AFPFYSALYEGTKEARIIEYKS  173

Query  175  WDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +D  +E     N+ LLE Y+  E +    L  E  +++  A+++P+++GSA  G+G
+  L
Sbjct  174  
YDDCMELLAPYNESLLESYVNNEIVPDTLLKEELIKQIAQANVYPIFFGSAVTGMGVTEL  233

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            ++ ++ L        +  L G VFK+E    G++  Y+R++SG+L +R  + +   
E L 
Sbjct  234  
LENISDLIPANKPAENETLSGVVFKIERESSGEKIAYVRVFSGSLHVRKYIDIQRNESLP  293

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KI ++ +   G+ V+T T    E   +   + +++ D++G+ T   ++    +  
P 
Sbjct  294  
HKEKIKKLCLFHNGDAVQTTTVPSSEFCKVWGLNDIKIGDIIGERTNYIKEIHFAE--PQ  351

Query  346  LRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +   I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV
+   
Sbjct  352  MEAAIE---
ALPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETT  408

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L EKY L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ 
Y+ 
Sbjct  409  
LFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERGELNSGITYKL  468

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522



             V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR
+L P+
Sbjct  469  
GVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPL  528

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK + T + EP   F L  P   +S A +      AT        +    
TG +P
Sbjct  529  
VLMDALKRAETYVYEPVNEFELTVPGHAISTAMYKLAAVPATFAEPIFNNNSYQLTGSLP  588

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----
PNSRLDKVRHMFQ  636
                + ++  L  +T G  +  T   G+     +P    R+     P +R D + H
+ +
Sbjct  589  VAKTENFKRMLHSFTEGEGIFTTNPAGFTKL--
KPPFPTRKRVDNNPLNRKDYLLHVLK  645

>WP_025117848.1 MULTISPECIES: GTP-binding protein [Bacillus]
 SFL57129.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. 5mfcol3.1]
 OJE07130.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEC70993.1 tetracycline resistance protein [Bacillus thuringiensis]
 PED13039.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEF01850.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEF84075.1 tetracycline resistance protein [Bacillus thuringiensis]
 PER46606.1 tetracycline resistance protein [Bacillus thuringiensis]
 PES44798.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEV38861.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEW26828.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEW51428.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEW93115.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEZ38069.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFA86182.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFB52289.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFB76322.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFC28041.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFD60544.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFD86109.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFE86790.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFF81312.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFJ61357.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFK09654.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFO13061.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFR71818.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFS54294.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFT80121.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFU69742.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFV39000.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFV47423.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFV92524.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFV97139.1 tetracycline resistance protein [Bacillus thuringiensis]



 PFV97720.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGL18248.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGL67042.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGM55751.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGO45718.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGP27737.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGQ45640.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGR89582.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGS72616.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGU29725.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGV78439.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGW76168.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGX96276.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGZ05383.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 385 bits (989),  Expect = 5e-122, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 359/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  



IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+
Sbjct  534  
LIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>KOV72169.1 GTP-binding protein [Streptomyces sp. AS58]
Length=654

 Score = 385 bits (990),  Expect = 5e-122, Method: Compositional 
matrix adjust.
 Identities = 240/651 (37%), Positives = 349/651 (54%), Gaps = 
21/651 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+T+TDT+ LER+RGITI+



+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTQTDTLALERRRGITIRSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FPLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAVIE  180
             +IF+NKID+ G   + V++ + D+LSA ++ +     L         +    A D 
+ +
Sbjct  121  
ALIFVNKIDRRGARYEEVLRELTDRLSAAVVPMGSATGLGTRAARFAPHIGPAALDVLAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL  Y+ G  +  ++L      R + A++ PVY GSA  G G+  L + +  
L   
Sbjct  181  HDDDLLAAYVDGT-
VGPDRLRASLSARTRQAAVHPVYAGSAVTGAGVAALAEGIRDLLPA  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEMRIPSK  299
                    + G+VFKVE    G++  Y R++SGTLR+RD VA  G   + +IT + 
+   
Sbjct  240  
AAGDPRGPVSGTVFKVERGPAGEKIAYARMFSGTLRVRDKVACGGPGGEGRITALTVFDH  299

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G  VR D    G I  L     +R+ D +G P R P  R      P L T + P     
R
Sbjct  300  GGDVRRDEVPAGRIARLWGLTDIRIGDSVGLP-RAPHGRLFAP--
PTLETVVVPGPEVDR  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALT+LA+ DPL+    D +  EI +S  G VQ EVV A L+++Y L+   
+E + 
Sbjct  357  
GALHVALTRLAEQDPLIALRHDRVRREISVSLYGEVQKEVVQATLADEYGLDVGFRETTP  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            + +ER + + +     +   NPF A++GL V P   G+G ++   V LG +  +F  
AV 
Sbjct  417  
LCVERAVGSGAAVEFNKQGANPFLATVGLRVDPAPAGAGTEFRLEVELGSMPYAFFKAVE  476

Query  479  DGIRYGLEQGLFGWNVTDCKICFEY------------



GLYYSPVSTPADFRSLAPIVLEQ  526
            D +R  L QGL GW V DC +   +            G   S  ST ADFR L P
+VL +
Sbjct  477  
DTVRETLGQGLHGWRVADCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLTPLVLIE  536

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT + EP   F + AP + L           A   T +      V  G 
+PA  +
Sbjct  537  
ALRRAGTSVHEPMHRFRIEAPADTLGALLPVLAAARAVPRTTESHGAGCVLEGTVPAVHV  596

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMFQ  636
             A    L   T G     +    Y   V + V + PR  ++ LD+  ++  
Sbjct  597  HALEQQLPGLTRGEGELESAFDHYAQVVRRTVPERPRTDHNPLDRKEYLLN  647

>WP_086734279.1 GTP-binding protein [Streptomyces glaucescens]
Length=657

 Score = 385 bits (990),  Expect = 5e-122, Method: Compositional 
matrix adjust.
 Identities = 238/617 (39%), Positives = 334/617 (54%), Gaps = 
24/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V+++   +LSA ++   T +   +P       T   A 
D +
Sbjct  121  
IPTLLFVNKIDRRGAAYEDVLRAAAGRLSAAVVPMGTATGLGTPAARFTPGTVPAALDVL  180

Query  179  IENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
              ++D LL   + G  P    +    EQ R     + P Y GSA  G G+  L   
+  L
Sbjct  181  AGHDDDLLAACLDGAVPDGLLRTALAEQTR--
QGLVHPAYAGSAITGAGVDALAAGIRRL  238



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEMR  295
                       + G+VFKVE    G++  Y RL+SGTLR+RD + +   GRE  +
+T ++
Sbjct  239  LPAADGDPDGPVSGTVFKVERGPAGEKVAYARLFSGTLRVRDRIPVGEEGREG-
RVTAVQ  297

Query  296  IPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +   G   R D    G I  L   S VR+ D LG P R   + +     P L T + 
P  
Sbjct  298  VLDHGTDTRRDEVTAGRIARLWGLSEVRIGDWLGVPGRTAGQHFAP---
PTLETVVEPVR  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A R  L  ALTQLA+ DPL+    D++  E  +S  G VQ EVV A L+++Y L    
+
Sbjct  355  
PADRRALHLALTQLAEQDPLIGLRHDAVRRETSVSLYGEVQKEVVQATLADEYGLAVTFR  414

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ERP+ + +     +   NPF A++GL V P   G+G ++   V LG +  
+F 
Sbjct  415  
ETTPLCVERPVGSGAAVEFNKKDGNPFLATVGLRVDPAPAGAGTEFRLEVELGSMPYAFF  474

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPI  522
             AV D +R  L QGL GW VTDC +   +            G   S  ST ADFR 
L P+
Sbjct  475  
KAVEDTVRETLGQGLHGWQVTDCTVTMTHCGYSPRQSHAHQGFDKSMSSTGADFRGLTPL  534

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL+ +GT++ EP   F L AP + L           A     + +    V  
G +P
Sbjct  535  
VLTEALRRAGTRVYEPTHRFRLEAPADTLGALLPVLSALRAVPRNTETRGARCVLDGAVP  594

Query  583  ARCIQAYRTDLAFYTNG  599
            A  +      L   T G
Sbjct  595  AARVHELEQRLPGLTRG  611

>WP_098517190.1 GTP-binding protein [Bacillus thuringiensis]
 PFJ35728.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 385 bits (989),  Expect = 6e-122, Method: Compositional 
matrix adjust.
 Identities = 230/660 (35%), Positives = 368/660 (56%), Gaps = 



39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANSEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKAARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            +++ +  L           L G VFK+E    G++  Y+R++S  L +R  V      
+L
Sbjct  233  
ILEKLPALMPAHTSAQEELLSGVVFKIEREPSGEKVAYVRVFSSNLHVRKYVNIQRSKSL  292

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            + +EK+K  +M +   G+ ++T T   GE   +   + +++ D++G+ T   +     
+P
Sbjct  293  SHKEKIK--
KMCLFHNGDSIQTTTVPSGEFCKVWGLNDIKIGDIIGEHTDYIKDIHFAEP  350

Query  343  LPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                    A   A  +ER+ D   AL +L + DP ++   D + +E+ +   G VQ 
EV+
Sbjct  351  -----
QMEAAIEALPKERIHDLYAALMELCEEDPFIKVWKDDVHNELYIRLFGEVQKEVI  405

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
               L EKY L+       V+ +E+P+   +    +    NPF+A++G  V    L  



G+ 
Sbjct  406  
ETTLYEKYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATVGFKVERGELNCGIT  465

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SP++T 
+DFR+L
Sbjct  466  
YKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPITTASDFRNL  525

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL  ALK++ T + EP   F L  P++ +S A +      AT     +       
TG
Sbjct  526  
TPIVLMDALKQAETYVYEPVNEFELTVPEQAISTAMYKLAAVPATFAEPILYNTSYQLTG  585

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQ  636
             +P    + ++  L  +T G  +  T+  G+   +     + R    P +R D + 
H+ +
Sbjct  586  
SLPVAKTENFKRMLHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  645

>WP_020525111.1 GTP-binding protein [Catelliglobosispora koreensis]
Length=637

 Score = 385 bits (988),  Expect = 6e-122, Method: Compositional 
matrix adjust.
 Identities = 240/655 (37%), Positives = 355/655 (54%), Gaps = 
36/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A G I E GSV+ G+T TD++ LER+RGITI
++AV
Sbjct  1    
MTTLNLGILAHVDAGKTSLTERLLFAGGVIGELGSVDDGSTLTDSLALERERGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
ASFAIDDLTVNLIDTPGHPDFIAEVERVLQVLDGAVLVVSAVEGVQAQTRVLMRALQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINKID+ G          RD   A ++ + +++  P   +   T  +  D 
+  
Sbjct  121  LPTLIFINKIDRVG---------ARD---ASLLERLSLATVP---
MATATRADLLDVLTL  165



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LL   +  E +S ++L +    + + A + PVY GSA  G G+  L   +      
Sbjct  166  RDDELLAAAVR-
EDVSPQRLRQALAAQTKQAVVHPVYLGSAITGAGVGALTAGIKEFLPS  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    +A L G VFKVE  D G++  Y+RL++GT+R+RD VA       K+T M +  
+G
Sbjct  225  
LPGDANAPLSGVVFKVERGDSGEKIAYVRLFAGTIRVRDRVAFGNGHAEKVTAMEVFDRG  284

Query  301  EIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              V    A  G+I  L   S VR+ D +G        R+     P L T + P  A
+ + 
Sbjct  285  GAVSRSAAEAGQIAKLYGLSEVRIGDFIGVSPETSVARFFTP--
PSLETVVVPVPASAKG  342

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALTQLA+ DPL+    D    E+ LS  G VQ EV+   L+  + ++   +E 
+ I
Sbjct  343  
ALHVALTQLAEQDPLINLRQDEQRQELSLSLYGEVQKEVIQTTLARDFGVDVTFRETTTI  402

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +E+ +        I V PNPF A++GL VTP   G+G  ++  V  G +  +F  
AV +
Sbjct  403  
CIEKLVGTGEAAEFIAVAPNPFLATVGLRVTPSEPGTGNNFQLGVEPGSMPPAFFKAVEE  462

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             +   LEQGL GW+VTDC +   +  Y+            S  ST  DFR+L P
+VL  A
Sbjct  463  
SVFQTLEQGLHGWSVTDCTVTMTHAGYWARQSHSHGTFDKSMSSTAGDFRNLTPLVLMTA  522

Query  528  LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT-
GEIPARCI  586
            L+++GT++ EP  S  L  P E   +      +  A+++ A + +  V F  G 
+PA  +
Sbjct  523  LRQAGTRVFEPVHSLSLELPAELYPQVLPVLARSRASVQ-
APIPRGAVSFVDGHVPAANV  581

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQKV  
638
               +  L   T G  V  T    YQ   G P  + R    P +R + + H+ +++
Sbjct  582  HELQQQLPGLTRGEGVLETAFDHYQPVKGAPSSRARIGPDPLNRKEYLLHIVRRI  
636



>WP_060862270.1 GTP-binding protein [Paenibacillus riograndensis]
 KWX73375.1 GTP-binding protein [Paenibacillus riograndensis]
Length=659

 Score = 385 bits (990),  Expect = 6e-122, Method: Compositional 
matrix adjust.
 Identities = 232/650 (36%), Positives = 357/650 (55%), Gaps = 
20/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI++
+AA+
Sbjct  7    
MERINVGIFAHVDAGKTTTTEHILYESGRIKAVGSVDSGTALTDSMEVERQRGISVRAAL  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++
+ALRK+ 
Sbjct  67   
ASFEWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAAEGVQAQSEMIWNALRKLG  126

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----IKQTVSLSPEIVL-
EENTD---  171
            IPT++F+NK+D+ G D ++V+   R  LS DI+     + Q  S +  + L  E  
D   
Sbjct  127  
IPTLVFLNKMDRTGADPEAVLAQARTYLSGDILPVQQALGQEQSYTGAVDLWAEAADPAA  186

Query  172  -
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              E  +A+ E ++ LLE YI+G P+       + +        FP+ YG A 
KGLGI  L
Sbjct  187  
RTELLEALAERDEALLETYISGTPLDLTAWKEQLKAGAAAGKWFPLVYGVAAKGLGITQL  246

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +
+ + 
Sbjct  247  
LDAMTDYFPRAGGNPQLPVSGIVYSIQRDKTMGRMAFVRLYQGTVRNRDTVMNYTQDVQG  306

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R    G          G+I V+     V++ DVLG P  +P++   +  +P
+L  
Sbjct  307  KVTQIRKVEGGRTEDVGALEAGDIAVVYGLSGVKIGDVLGVPDAVPQE--
AKLAVPLLTV  364

Query  349  



TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +    A    +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  
+Y 
Sbjct  365  
RVHWDAAVDEHKVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRYG  424

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+    +PSVIY E P +A    +   + P P WA +   + P   GSG++YES V    
Sbjct  425  LKVTFGQPSVIYRETPSRAGEGYVAY-
LMPKPCWAILRFRIEPGLPGSGLRYESLVRSSD  483

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN     +   L QGL+GW VTD K+    G ++   + P DF    P+ +   
L
Sbjct  484  
LLPQYQNETARRVPEALMQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDGL  543

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Sbjct  544  
NRVGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLD  603

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
            Y   L+ YT GRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  604  YPVSLSSYTKGRSTFTSFFAGYEEC--PPDVRAERTRRGVNPLDQARYIL  651

>WP_098374038.1 GTP-binding protein [Bacillus cereus]
 PEW81518.1 tetracycline resistance protein [Bacillus cereus]
Length=647

 Score = 385 bits (989),  Expect = 6e-122, Method: Compositional 
matrix adjust.
 Identities = 234/659 (36%), Positives = 364/659 (55%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGWVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----



IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +      +K   +    I+  ++ D 
+  +
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVKNAGTKEARIIEYKSYD-
DCME  179

Query  177  AVIENNDKLLEKYIAGEPIS----
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             +   N+ LL  Y+  E +     REKL+ +    +  A++FP+++GSA  G+G+  
L++
Sbjct  180  LLAPYNESLLASYVNDEIVPDTLLREKLITQ----
IAQANVFPIFFGSAMTGMGVTELLE  235

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREK  288
             ++ L        +  L G VFK+E    G++  Y+R++SG L +R  V +    A   
K
Sbjct  236  
NISDLIPANKPAENETLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHIQRDEAPAHK  295

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KI ++ +   G  V+      GE   +     +++ D++G+ T   +     +P     
Sbjct  296  
EKIKKICLFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----  350

Query  348  TTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
               A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L 
Sbjct  351  
QMEAAIEALSKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLF  410

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQYE  461
            EKY L+       V+ +E+P+      I +EV     NPF+A+IG  +    L SG
+ Y 
Sbjct  411  EKYNLQVTFSNTRVVCIEKPIGVG---
ISVEVMGEKANPFYATIGFKLERGELNSGITYN  467

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L+QG++GW VTD  +   +  Y SPV+T +DFR
+L P
Sbjct  468  
LGVELGSLPLAFHKAIEDTVFQTLKQGVYGWEVTDIIVTLTHTGYASPVTTASDFRNLTP  527

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  ALK++GT + EP   F L  P++ +S A +      AT    ++  D    
TG +
Sbjct  528  
LVLMDALKQAGTCVYEPVNEFELTVPEQAISTAMYKLAAIPATFSEPKLYNDSYQLTGSL  587



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            P    + ++  L  +T G  +      GY   +  P    +R    P +R D + H
+ +
Sbjct  588  PVTKTEHFKRILHSFTEGDGIFTVNPTGY-
TKLKAPFPTRKRVDYNPLNRKDYLLHVLR  645

>WP_072938814.1 GTP-binding protein [Bacillus sp. bc15]
 SHL10817.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
sp. bc15]
Length=647

 Score = 385 bits (989),  Expect = 6e-122, Method: Compositional 
matrix adjust.
 Identities = 225/624 (36%), Positives = 347/624 (56%), Gaps = 
20/624 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299



Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+
Sbjct  534  
LIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             ++  L  +T G  +   +  GY+
Sbjct  594  NFKRILHSFTEGEGIFTMKPSGYK  617

>KWX54318.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli]
Length=217

 Score = 369 bits (948),  Expect = 6e-122, Method: Compositional 
matrix adjust.
 Identities = 166/216 (77%), Positives = 190/216 (88%), Gaps = 0/216 
(0%)

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            RPL+ A +TIHIEVPPNPFWAS+GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV 
+G+ 
Sbjct  1    



RPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVL  60

Query  483  
YGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
            YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEPYL F
Sbjct  61   
YGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHF  120

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL  
+TNG+ V
Sbjct  121  
EIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTCFTNGQGV  180

Query  603  CLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            CLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  181  CLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  216

>WP_076284038.1 GTP-binding protein [Paenibacillus odorifer]
 OME72341.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 385 bits (989),  Expect = 7e-122, Method: Compositional 
matrix adjust.
 Identities = 227/622 (36%), Positives = 346/622 (56%), Gaps = 
19/622 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
EWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDI----------  172
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +  E TD+          
Sbjct  130  LIFMNKMDRVGADPEAVLAQARNYLSSDIIPVQQPIGKEQEYI--
EATDLWGSDADPAAQ  187

Query  173  -
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             E  +A+ E ++ LLE Y++G  I      +  +        FP+ YG A KGLGI  
L+



Sbjct  188  
TELLEALAERDEDLLETYMSGSSIDLAAWKKYMKTASASGRFFPMVYGVAAKGLGITALL  247

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLK  290
            DA+   F   G      + G V+ ++      R  ++RLY GT+R RDTV    +  
+ K
Sbjct  248  
DAMVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVMNYTQNIQGK  307

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T++R    G      +   G+I VI     VR+ DVLG P  +P +   +  +P
+L   
Sbjct  308  VTQIRKVEGGRTEDVGSLEAGDIAVIYGLSGVRIGDVLGHPEAIPEE--
AKLAVPLLTVR  365

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +   T     +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E
+Y L
Sbjct  366  
VFWGTDMDDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYAL  425

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +PSVIY E P  A    I   + P P WA +   + P   GSG+ Y+S V    
L
Sbjct  426  KVTFGQPSVIYKETPASAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSVVRSSDL  484

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L 
Sbjct  485  
LPQYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLA  544

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y
Sbjct  545  
RVGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDY  604

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
               L+ YT GRS   +   GY+
Sbjct  605  PVTLSSYTKGRSTFTSFFAGYE  626

>WP_068778043.1 GTP-binding protein [Paenibacillus sp. GM2]
Length=652

 Score = 385 bits (988),  Expect = 7e-122, Method: Compositional 



matrix adjust.
 Identities = 227/640 (35%), Positives = 351/640 (55%), Gaps = 
19/640 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +L  +G I+  GSV+KG T TD++ LER+RGITI
+A+ 
Sbjct  1    
MKTINIGVLAHVDAGKTTLTERILLETGIINAVGSVDKGNTITDSLELERKRGITIKASA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF++EV  SL++LDG ILVISA +GVQ+QT++L + L  
+ 
Sbjct  61   
VSFWVGDVKINLIDTPGHADFISEVEHSLSILDGVILVISAVEGVQSQTKVLMNTLTDLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--PEIVL-
EENTDIEAW-D  176
            IP+++FINK+D+ G +   V++ ++  L+  +I    +S    P++ + +   DI+ 
W +
Sbjct  121  
IPSMLFINKMDRLGANYSKVIEEIKLSLTDAVIELTQISNEGCPDVAIADRQIDIDVWIE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +  +N++LL  YI    +   +L  E   + Q A +FPV  GSA  G+G+  ++  
+  
Sbjct  181  
RLSAHNERLLSNYIENVTVQDSELFTELCVQTQGARIFPVLAGSAALGIGVDRILQYLRQ  240

Query  237  LFQPIG----EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR---
DTVALAGREK-  288
             F P+     E     L   VFKVE +  G+R  Y+R+Y G L +R   D +     
EK 
Sbjct  241  FF-
PVNLHHEEHEEGPLSAIVFKVEKSITGERLAYIRVYEGFLAIRSEVDIIRTDAEEKF  299

Query  289  -LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPML  346
              KI ++     G        Y G+I +L    +R+ D+LG  + R+    ++E P   
+
Sbjct  300  
SFKIKKLETLELGGRTSVSCVYSGDIAVLFGSDLRIGDILGQRSDRIKVIAFQEPP---I  356

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            R  IA +      RL +AL  L   DP ++   +++T E+ +   G +Q EV+   
L  +
Sbjct  357  
RIQIAARQIEDTHRLHEALEDLTAEDPFIQYAQNAVTREMSIKIFGDIQKEVIEETLKSE  416

Query  407  



YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +E     P VI +ERP+   S    I    NPF+A+IG  + P + G+G+QY   
V L
Sbjct  417  
FGIEANFSNPEVICIERPVSTGSSVEFIGEAGNPFYATIGFRIEPGAAGTGLQYRREVEL  476

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L   FQ +++D +   L +GL GW V D  +   +  Y SPV+T  DFR+L P
+VL +
Sbjct  477  
GSLPLPFQRSIKDTVEDTLREGLHGWEVRDLVVTLTHTGYSSPVTTAGDFRNLVPLVLMK  536

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL E+ T + EPY ++ L  P+  L++A +   +  AT      + +     G +P 
R  
Sbjct  537  
ALDEASTLVYEPYHNYFLRIPESSLNKALYHLTRLQATFSDPIPEPNGYSLQGALPVRNT  596

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR-RPN  625
             + +  L  +T G     T+   Y    G P  + R RPN
Sbjct  597  DSLKQMLYSFTGGEGFLSTKPGEYYPIEGAPPEKSRSRPN  636

>WP_063260315.1 GTP-binding protein [Bacillus cereus]
 KZD69759.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
Length=647

 Score = 385 bits (988),  Expect = 8e-122, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 358/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 



Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+   +    +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+
Sbjct  534  
LIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +      GY   +  P    +R    P +R D + H+ +



Sbjct  594  NFKRILHSFTEGDGIFTVNPTGY-TKLKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_036686792.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 ETT48582.1 small GTP-binding protein [Paenibacillus sp. FSL H8-237]
 OME53174.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 385 bits (989),  Expect = 8e-122, Method: Compositional 
matrix adjust.
 Identities = 225/620 (36%), Positives = 347/620 (56%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  +D+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALSDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L+++A +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILTAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVS-----
LSPEIVLEENTD----IE  173
            +IF+NK+D+ G + ++V+   R+ LS+DII ++Q +      +    + E   D     
E
Sbjct  130  
LIFVNKMDRVGANPEAVLAEARNYLSSDIIPVQQPIGKEKGYIGARDLWENEADASARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G  I   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSTIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G     A+ G V+ ++      R  ++RLY GT+R RDT+    ++ + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGAVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLMNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P       +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PDV--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P S GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGSPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  SLSSYTKGRSTFTSFFAGYE  626

>WP_090993395.1 GTP-binding protein [Paenibacillus sp. OK003]
 SEK19635.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. OK003]
Length=662

 Score = 385 bits (989),  Expect = 9e-122, Method: Compositional 
matrix adjust.
 Identities = 226/649 (35%), Positives = 353/649 (54%), Gaps = 
21/649 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFHSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W    ++++DTPGH+DF +EV RSL V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLMDTPGHIDFSSEVERSLRVMDGAVLIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL-------
EENTDIEA---  174
            ++INK+D+ G   ++V+  +R  LS  +   Q+  ++ E+         E+ T ++    
Sbjct  129  
LYINKMDRVGASAETVIDQIRSSLSPFVCEIQSFRMNEEVFEGIDSLWNEDQTQLKGSPS  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 ++ + E ++ L+E YI GE +  + L      +V    +FP+ YG++ KG
+G+  
Sbjct  189  
SIPGLFELLAELDEDLMEAYINGETLPADLLDEAFHTQVHQGEVFPICYGASGKGIGVTE  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+     P  +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
RE +
Sbjct  249  
LLDAIVEFLPPPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQLAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
HLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  



LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LASTGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
             Y   L   T+GR V  T   GYQ     Q   + RR  + LD+ +++ 
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQDCPSDQTHTRKRRGVNPLDQSKYIL  654

>WP_016512644.1 MULTISPECIES: GTP-binding protein [Bacillus]
 EPF12513.1 small GTP-binding protein domain [Bacillus cereus 
BAG1O-3]
 PEQ61103.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFG75966.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
sp. YF23]
Length=647

 Score = 384 bits (987),  Expect = 9e-122, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 359/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291



                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+
Sbjct  534  
LIQAETYVYEPVNEFELNVPEYAISTAMYKLVAIPATFSEPKLYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_015622942.1 GTP-binding protein [Actinoplanes sp. N902-109]
 AGL18384.1 small GTP-binding protein [Actinoplanes sp. N902-109]
Length=651

 Score = 385 bits (988),  Expect = 9e-122, Method: Compositional 
matrix adjust.
 Identities = 242/650 (37%), Positives = 351/650 (54%), Gaps = 
28/650 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+G++AHVDAGKT+LTE LL+ +G +SEPGSV+ GTT TD M LER+RGITI
+AAV
Sbjct  1    
MAFLNLGVVAHVDAGKTSLTERLLFEAGVLSEPGSVDAGTTVTDAMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF      VN++DTPGH DF+AEV RSLAVLD A+LV+S  +GVQ QT +++ 
ALR++ 
Sbjct  61   
TSFALGDLTVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSGVEGVQPQTVVIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS-------
PEIVLEENTDIE  173
            +P V+F+NK+D++G D   VV   R +L+  ++    V+ +         + L+    
+E
Sbjct  121  
VPAVLFVNKVDRSGADADRVVTQARHRLTPHLVPLTRVTGAGTRDARVGALALDAEPVVE  180

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               AV + +D++L  ++AG+   R  +    +R ++  +L PV +GSA  G G+  
L   
Sbjct  181  ---
AVADGDDRVLAAWLAGQRPGRAAVRSALRRGIRRQTLTPVLHGSALTGAGVPQLRRV  237

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            VTGL    GE G  A  GSVF V+    G RR ++RL+SG LR+RD VA AGR   
+ITE
Sbjct  238  VTGLLPRAGEPGGPA-AGSVFAVDRDGHG-
RRAWVRLWSGELRVRDRVAFAGRRPERITE  295

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + + + GE+     A  G+I  L   S R+ + LG P   P +R    P   L+  
+ P 
Sbjct  296  VAVSAPGEVAVHPAARAGQIAALRGTSARIGETLGAP---
PGRRAHRFPPATLQALVEPV  352

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              A+R  L   L +LAD DPL+   +D    E ++S  G VQ EV++ALL ++Y +    
Sbjct  353  
DPARRTALFAGLAELADEDPLIDLRLDEQAGEAVVSLHGEVQKEVLAALLQDRYGVAARF  412

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               +V  +ER     S    ++   NP+ A IGL +     G GV++   +  G L  
+F
Sbjct  413  



SGTAVACIERVTGTGSAQERVKERGNPYLAGIGLRLEAAPAGHGVEFRPGIEPGRLPPAF  472

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAP  521
              A  +G+R  L QG  GW VTDC +      Y+            S  S  ADFR
+LAP
Sbjct  473  
IAATEEGVRAALRQGPAGWPVTDCMVTMTSSQYWPRQSASHQKFDKSVSSVAADFRNLAP  532

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +V+  AL  +GT++ +P   F L  P+           +  A +         V   
G +
Sbjct  533  
VVVAAALAPAGTRVCQPVNRFELDLPRPAHGPVTALLGRLGALVLDTATNGGYVRLAGHL  592

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLDK  630
            PA  + A  T L   T G  V +T    +    G +P +QPRR     D+
Sbjct  593  PAAQVPALTTALPDLTGGEGVLVTRFDHHAPVTGRRPPVQPRRGPDPADR  642

>WP_075028184.1 GTP-binding protein [Streptomyces mirabilis]
 SFF33265.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
mirabilis]
Length=659

 Score = 385 bits (988),  Expect = 9e-122, Method: Compositional 
matrix adjust.
 Identities = 234/649 (36%), Positives = 349/649 (54%), Gaps = 
29/649 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEA--WD  176
            T++F+NKID+ G   +  + +V  +L+  ++    ++   +      L +   +     
D
Sbjct  121  
TLVFVNKIDRGGACCERALDAVAARLTPAVVPMGEVRAQGTRDARFGLFDEARLGGPLLD  180

Query  177  



AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E++D LL  Y+ G  +S + +     R+   A + PV++GSA  G G+  L+  
+  
Sbjct  181  LLSEHDDALLAAYVEGR-
VSYDLIRAALVRQTGQALVHPVFFGSAVTGAGVDELIAGIRE  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L           + GSVFKVE    G++  Y R++SGTLR RD + L   E+ ++T 
+ +
Sbjct  240  
LLPRAEADVDGPVSGSVFKVERGPAGEKIAYARMFSGTLRTRDRLPLGDGEEGRVTAISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  V   +   G I  L     +R+ D +G P +         P P L T + 
P   
Sbjct  300  FDRGAAVCEQSVAAGRIGKLWGLADIRIGDTVGVPRKSSAGEHHFSP-
PTLETVVEPCRP  358

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ ++ 
+ +E
Sbjct  359  
ADKGALHGALTQLAEQDPLIDLRQDETRKEISVSLYGEVQKEVIQATLADEFGIDVLFRE  418

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERPL + +    I+  PNPF A++GL V P  +GSGV++   V  G +  
+F  
Sbjct  419  
TTPLCIERPLGSGAAVEFIKKGPNPFLATVGLRVDPAPVGSGVEFRLEVERGAMPYAFFK  478

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D ++  L QG+ GW V DC +   +  Y+            S  ST ADFR L 
P+V
Sbjct  479  
AVEDTVKETLAQGIHGWQVADCAVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRGLTPLV  538

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    V  G 
IP 
Sbjct  539  
VMDALRAAGTQVYEPMHRFRLEAPADTLGAVLPVLAKQGAVAGTTELRGASCVLEGRIPV  598

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  629
              +      L   T G          Y      PV++   P RP + L+
Sbjct  599  ARVHGLERQLPGLTRGEGELECTFDHY-----APVLRGTVPDRPRTDLN  642

>WP_103816462.1 GTP-binding protein [Streptomyces sp. Ru62]



 POX59206.1 GTP-binding protein [Streptomyces sp. Ru62]
Length=689

 Score = 385 bits (990),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 248/678 (37%), Positives = 344/678 (51%), Gaps = 
61/678 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHSAGVIDEVGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLGAVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRQLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V++ +  +L+  ++   T +   +            A 
+A+
Sbjct  121  
IPTLVFVNKIDRRGARDTAVLRQMAQRLAVPLVPMGTAAGLGTRAARFLPGLGPAALEAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R      + AS+ PVY+GSA  G G+  L D +  
L 
Sbjct  181  ADRDDGLLAAYLDGG-
VPEARLRRALVAHTRRASVHPVYFGSAITGAGVAELTDGIQRLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-------------G  285
                      L G+VFK E    G++  Y RL+SGTLR+RD V                
G
Sbjct  240  
PTAAGDPDGPLSGTVFKAERGPAGEKVAYARLFSGTLRVRDRVPFGDGRGDRNGSGDRDG  299

Query  286  RE------KLKITEMRIP---------------SKGEIVRTDTAYPGEIV-
ILPSDSVRL  323
            RE      + ++TE R+                  G   R D A  G IV +   D 
+R+
Sbjct  300  
REDSGTDRRARVTEGRVTEGPVTEGRVTALAVFDHGTDTRADRAGAGRIVKVWGLDGIRI  359

Query  324  
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSIT  383
             D LG P R     +     P L T + P     R  L  ALTQLA+ DPL+    
D + 



Sbjct  360  GDALGTPGRSYEHHFAP---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELR  416

Query  384  
HEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWA  443
             E  +S  G VQ EVV A L+++Y L+   +E + + +ERP+         +   
NPF A
Sbjct  417  
GETSVSLYGEVQKEVVQATLADEYGLDVTFRETTTLCVERPVGTGHAVEFNKKDANPFLA  476

Query  444  
SIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY  503
            ++GL V P   G+GV +   V LG +  +F  AV D +R  L QGL GW VTDC +   
+
Sbjct  477  
TVGLRVDPAPPGTGVAFRLEVELGSMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVAMTH  536

Query  504  ------------
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYL  551
                        G   S  ST  DFR L P+VL +AL+ +GT + EP   F L AP 
+ L
Sbjct  537  
SGYSPRQSHAHQGFDKSMSSTGHDFRGLTPLVLTEALRRAGTLVHEPVHRFRLEAPADTL  596

Query  552  
SRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                    +  A  ETA       V  G +PA  + A    L   T G     T    
Y 
Sbjct  597  
GALLPVLARLGAVPETAGTHGTACVLEGTVPAARVHALERRLPGLTRGEGELETAFDHY-  655

Query  612  AAVGQPVIQ---PRRPNS  626
                 PV +   P RP +
Sbjct  656  ----APVTRGTVPERPRT  669

>WP_067232841.1 GTP-binding protein [Streptomyces longwoodensis]
 KUN38448.1 GTP-binding protein [Streptomyces longwoodensis]
Length=659

 Score = 385 bits (988),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 241/647 (37%), Positives = 348/647 (54%), Gaps = 
29/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+  G   E GSV+ GTTRTDT+ LER+RGITI
+AAV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHRVGITDEIGSVDAGTTRTDTLALERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVGDTTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----
SPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G    +V++++ ++L+  ++    V+       ++V      +
+A D
Sbjct  121  IPTLVFVNKIDRRGARPDAVLRALAERLTPAVVATGRVTAPGTRGADVV--
PGLGLDALD  178

Query  177  AVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             + +++D LL  Y+ G   ++  +L        + A + PV++GSA  G G+  L
+D +T
Sbjct  179  
VLADHDDALLAAYVEGTGAVTPGRLRAALAGASRRALVHPVFFGSAVTGAGVDALVDGLT  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKLKITE  293
             L  P G   +  +  +VFKVE    G++    R++SGTLR+RD V    AGRE  
+IT 
Sbjct  239  ELLPPAGGDPAGPVSATVFKVERGPAGEKVACARVFSGTLRVRDRVPFGTAGREG-
RITA  297

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRWRED-
PLPMLRTTIA  351
            + +   G  VR +    G I  L      L D+ +GDP  + R+        P L 
T + 
Sbjct  298  LSVFDHGTDVRAEEVPAGRIARLWG----
LPDLRIGDPVGVARRGGEHHFAPPTLETVVV  353

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L++++ 
+E 
Sbjct  354  
PAPGTDRRSLHVALTRLAEQDPLIALRHDEVRGETSVSLYGEVQKEVLQATLADEHGVEV  413

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +  + + +ERP  + +         NPF A++GL V P   GSGV +   V LG 
+  
Sbjct  414  
TFRGTTPLCVERPAGSGAAVEFNGADDNPFLATVGLRVDPAPPGSGVGFALEVELGSMPY  473

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AVRD +   L QGL GW VTDC +   +            G   S  ST  
DFR L
Sbjct  474  
AFFKAVRDTVHETLAQGLHGWRVTDCAVAMTHCGYSPRQSHAHQGFDKSMSSTGHDFRGL  533



Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL QAL+ +GT++ EP   F L AP + L        +  A    A+      
V  G
Sbjct  534  
TPLVLTQALRRAGTRVHEPTHRFRLEAPADTLGALLPVLSRLRAVPRAARTHGATCVLEG  593

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             +PA  + A    L   T G     +    Y A V      P RP +
Sbjct  594  TVPAARVHALEQHLPALTRGEGELESAFDHY-APVAPGTTVPERPRT  639

>WP_091406681.1 GTP-binding protein [Micromonospora saelicesensis]
 SCF36198.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
saelicesensis]
Length=665

 Score = 385 bits (988),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 239/661 (36%), Positives = 344/661 (52%), Gaps = 
31/661 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+  G   + G V+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHDVGVTDQLGRVDAGSTQTDTLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFVLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----
SPEIVLEENTDIEAWD  176
            IPT+IFINK+D+ G D + V Q+V +KL+  ++    V++             TD+ 
+ D
Sbjct  121  
IPTLIFINKVDRVGADPERVFQAVAEKLTPTVVAMGAVAMPGTRGAHCTTYGPTDLASTD  180

Query  177  AVIE----NNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +++     +D LL  ++A     P SR +       R   A + PVY GSA  G 
G+  
Sbjct  181  RLLDLLTGQDDVLLADWVADTSSLPYSRLRAALAT--
RTGRALVQPVYAGSAITGAGVDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  +T L   +     A + G+VF +E    G++   +RL++GT+R+RD V +   



+  
Sbjct  239  
LIAGITELLPTVQGDADAPVSGTVFAIERGPAGEKIALVRLFAGTIRIRDRVRVGAVDAE  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED---
PLPML  346
             +T +R+ + G  V       G I  L          +GDP  +P      D     
P L
Sbjct  299  LVTAVRVVAHGADVVASAVEAGHIARLWGLK---
QARIGDPVGVPPGHVGTDRHFAPPTL  355

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P   A R  L  AL QLA+ DPL+    D   HEI +S  G VQ EV+ A 
L++ 
Sbjct  356  
ETVVVPTRPADRVALHAALIQLAEQDPLINLRQDDRQHEITVSLYGEVQKEVIQATLADD  415

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +    +E S +++ER          I V PNPF A++GL + P   G+GV +   
V L
Sbjct  416  
FGVGVTFRETSTVHVERVCGVGEAVEVIAVAPNPFLATVGLRIAPAPTGAGVTFRLGVEL  475

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AV + +R  L QGL GW V DC++   +  Y+            S  
ST  
Sbjct  476  
GSMPPAFFTAVEETVRRTLRQGLHGWEVPDCEVTMTHAGYWARQSHSHGTFDKSMSSTAG  535

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL  +GT++ EP   F L  P + L        +  A       
+   
Sbjct  536  
DFRNLTPLVLMAALARAGTRVHEPVHRFRLEVPGDVLGTLLPALTRLEAVPTDTTAQGAS  595

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  GEIPA  + A    L   T G  V  TE   Y+   G   ++ R  N+ LD+  
++
Sbjct  596  
YLVQGEIPAGLVHALERRLPALTRGEGVLETEFDCYRPVRGPAPVRTRWDNNPLDRREYL  655

Query  635  F  635
             
Sbjct  656  L  656

>WP_089153402.1 GTP-binding protein [Paenibacillus rubinfantis]
Length=670



 Score = 385 bits (989),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 247/671 (37%), Positives = 366/671 (55%), Gaps = 
50/671 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI AHVDAGKTT TE +LY SG I  PG V+ GT  TD++ +ERQRGI++
+AA+
Sbjct  6    
MPRLNVGIFAHVDAGKTTTTEHILYESGRIRMPGRVDDGTALTDSLEVERQRGISVRAAM  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+F W   +VN++DTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQT ++++AL 
K+ 
Sbjct  66   
TTFTWKGTQVNLIDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQTEMIWNALAKLR  125

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE-
NTDIEAW----  175
            IPT++F+NK+D+ G D ++V+   R+ LSADII  Q     P    E+ N   + W    
Sbjct  126  IPTLLFVNKMDRVGADPEAVLTQARNYLSADIIPVQ----
HPLGTWEDYNGAADLWSADG  181

Query  176  ---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
                                 +A+ E ++ +LE Y+ GE I+ E+  R  +   + 
A ++
Sbjct  182  
EAAAAEAGEAGALMAERTRLIEALAERDEAMLEAYLNGENIALERWERCAEELARSARIY  241

Query  215  
PVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGT  274
            P+ YG+A KG+GI  L+DA+   F   G    + L G VFK+E      R  Y
+RLY G+
Sbjct  242  
PLLYGAAAKGIGIAALLDAMLRYFPLAGGDAESPLSGVVFKIERDKTMGRMAYVRLYEGS  301

Query  275  LRLRDTV---ALAGREKL----
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL  327
            LR RDTV    L   EK+    KI   R    G +   D A      +     VR+ 
DVL
Sbjct  302  LRNRDTVFNHTLNLSEKVTQIRKIDGNRTEDIGLLQAGDIA-----
AVCGLSHVRIGDVL  356

Query  328  
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
            G P  +P +   +  +P+L     P   A+   + DAL +L+D DPLL  +      
E+ 
Sbjct  357  GRPDAIPAEA--
KLAVPLLTVRAHPANDAEYRAVADALQELSDEDPLLDVQWLQDERELH  414

Query  388  



LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL  447
            +  +G +QLEV+S++L+ +Y L+    +PSVIY E P +A    I   +P  P WA 
+  
Sbjct  415  VKVMGPIQLEVLSSVLASRYGLQVTFGKPSVIYKETPKQAGEGDIAYTMP-
KPCWAILRF  473

Query  448  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
             + P   GSG+ YE+ V    L   +QN V   +   L+QGL+GW VTD K+   
YG ++
Sbjct  474  
RIEPGPRGSGLTYEAHVRDEDLLPQYQNEVARRVPEALQQGLYGWEVTDLKVTLTYGQHH  533

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
               + P DF    P+ +   L + GTQLLEP L   L  P+E   R  +D  +     
E 
Sbjct  534  
VWHTHPLDFAVATPMGIMDGLAKVGTQLLEPILHVRLVVPEENAGRVMNDLVQMRGRFEP  593

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRP  624
             Q++ + V+  G++P      Y  +L+ YT GRS   +   GY+     P +Q    
RR 
Sbjct  594  PQLQGERVLIEGQVPLSTSLQYPIELSSYTKGRSTFASSFAGYEPC--
PPDVQAERTRRG  651

Query  625  NSRLDKVRHMF  635
             + LD+ +++ 
Sbjct  652  VNPLDQAKYIL  662

>WP_086870746.1 GTP-binding protein [Streptomyces viridochromogenes]
Length=663

 Score = 385 bits (988),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 241/654 (37%), Positives = 340/654 (52%), Gaps = 
33/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G   E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLLHSAGVTDELGSVDAGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFALGDTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLRRLR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT---
VSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G    +V+++VR++L+  ++   T   +       +      
+A D 
Sbjct  121  
IPTLVFVNKIDRRGARCDAVLRAVRERLTPAVVPMGTAHGLGTRDARFVPAGPGPDALDV  180

Query  178  VIENNDKLLEKYIAGE--
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + +D LL  Y+ G   P      + +  RR   A   PVYYGSA  G G+  L+  
+ 
Sbjct  181  LADLDDALLTAYVEGRVAPADVHAALVDGTRR---
ALAHPVYYGSAHTGAGVDALITGIR  237

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------
AGREK  288
             +  P G   +  L G+VFKVE    G++  Y RL+SGTLR+RD +           
R +
Sbjct  238  
EVLPPAGGDPAGPLSGTVFKVERGPAGEKIAYARLFSGTLRVRDRIPFGPPVRENGTRAE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G   R D      I  L     VR+ D LG P       +     
P L 
Sbjct  298  GRVTAVSVFDGGTDTRADEVPASRIARLWGLTDVRIGDALGTPRTAHGHLFAP---
PTLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P     R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L
+E+ 
Sbjct  355  
TVVDPADGTDRRALHRALTRLAEQDPLIGLRHDEVRQETHVSLYGEVQKEVIEATLAEES  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V +E + + +ERP+   +     +   NPF A++GL V P   GSGV +   
V LG
Sbjct  415  
GLKVVFRETTPLCVERPVGPGAAVEFDKKDGNPFLATVGLRVDPAPPGSGVDFRLEVELG  474

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPAD  515
             +  +F  AV D +R  L QGL+GW V DC I   +            G   S  
ST  D
Sbjct  475  
SMPYAFFKAVEDTVRETLGQGLYGWQVPDCVITMTHSGYSPRQSHAHQGFDKSMSSTGYD  534

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL +AL+ +GT++ EP   F L  P + L+          A   T +      
Sbjct  535  
FRGLTPLVLMEALRRAGTRVHEPVHRFRLETPADTLAALLPALAGQRAVPHTTRSHGAVC  594



Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  
629
            V  G +PA  +      L   T G     T    Y  A   P   PRRP + L+
Sbjct  595  VLEGTVPAAQVHGLEQRLPGLTRGEGELETAFDHYAPA--PPGTVPRRPRTDLN  
646

>WP_103842088.1 GTP-binding protein [Streptomyces sp. Ru72]
 POX47861.1 GTP-binding protein [Streptomyces sp. Ru72]
Length=670

 Score = 385 bits (989),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 349/658 (53%), Gaps = 
24/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MPTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGSTQTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+ G      + ++ ++L+  ++          +   + P    +     
Sbjct  121  
IPTLVFVNKIDRGGAHDGRTLTALAERLTPSMVPMGRPYGLGTRDAHVVPYDTHDTAFTA  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               D + E+++ LL  Y+  + +S E+L R    + + A + PV++GSA  G G++ 
L+ 
Sbjct  181  RLLDVLAEHDEGLLAAYVE-
DAVSSERLRRALVEQTRHALVHPVFFGSAITGAGVRELIG  239

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +T L     +       G+VFKVE    G++  Y R++SGTLR RD +      + 
K+T
Sbjct  240  
GLTELLPAAEDDTEGPASGTVFKVERGPAGEKIAYARVFSGTLRTRDRLVFRDGREGKVT  299

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + +  +G   R  +   G I  L     VR+ D  G+     +      P P L 



T + 
Sbjct  300  AISVFHRGGADREASVAAGRIGKLWGLADVRIGDTFGEAPNAGQPAQHFSP-
PTLETVVV  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R  L  ALTQLA+ DPL+    D +  EI +S  G VQ EV+ A L+E+Y 
L  
Sbjct  359  
PARPRDRGALHLALTQLAEQDPLIALRQDELRQEISVSLYGEVQKEVIQATLAEEYGLAV  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + + +ERP+   +     +  PNPF A++GL + P  +G+GV +   V LG 
+  
Sbjct  419  
TFRETTPLCVERPVGTGAAVEFNKKDPNPFLATVGLRIDPTPVGAGVTFRLEVELGSMPY  478

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +   L QGL GW VTDC +   +            G   S  ST 
ADFR L
Sbjct  479  
AFFKAVEDTVNETLAQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGL  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+V+  AL+ +GT++ EP   F + AP + L        +  A   T  ++    
V  G
Sbjct  539  
TPLVVVTALRRAGTRVYEPMHRFRIEAPADTLGALLPVLTRLRAVPGTTSLRGRTCVLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-
IQPRRPNSRLDKVRHMFQ  636
             +PA  +      L   T+G     +    Y    G  V  +PR  ++ LD+  ++ 
+
Sbjct  599  
RVPAAQVHELEQTLPGLTHGEGELESAFDHYAPVTGGAVPSRPRTDHNPLDREEYLLR  656

>WP_036324150.1 GTP-binding protein [Microbispora sp. ATCC PTA-5024]
Length=654

 Score = 384 bits (987),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 242/659 (37%), Positives = 346/659 (53%), Gaps = 
33/659 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LLYA+G I E GSV++G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MKYLNLGILAHVDAGKTSLTERLLYAAGVIGEIGSVDEGSTQTDTLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA + VQAQTR+L   
LR++ 
Sbjct  61   
VSFDVGDVVVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEAVQAQTRVLMRVLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NK+D+ G D+  VV +VR+ L+  ++    V        +  P    +E    
Sbjct  121  
IPTLVFVNKVDRRGADVDRVVAAVREHLTPSVVAMGAVRGLGTPRAACVPYGEDDEGFAA  180

Query  173  EAWDAVIENNDKLLEKYIAGEPIS----
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
               D +  ++D +L  Y+ G  +     RE L  +  R    A   P+Y GSA  G 
G+ 
Sbjct  181  ALADLLARHDDGILAAYVEGGALPYGVLREALAAQTAR----
ALTHPLYAGSAITGAGVD  236

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+D +T L           + G+VFKVE    G++  Y+RL+SGT+R RD + + 
G E 
Sbjct  237  
ALIDGLTELLPAYAGDADGPVSGTVFKVERGPSGEKIAYVRLFSGTVRARDRLRVGGDE-  295

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRK---
RWREDPLP  344
             K+T + +   G  V       G I  L     VR    +GDP  +PR      R  
P P
Sbjct  296  WKVTAVEVFDNGSAVERSALPAGRIGRLWGLAGVR----
IGDPVGVPRDDGPAHRFSP-P  350

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P+    +  L  ALT+LA+ DPL+    D +  E+ LS  G VQ EV+   
L 
Sbjct  351  
SLETAVVPRRPEDKAALHLALTRLAEQDPLIDLRQDDVRQEMFLSLYGEVQKEVIQETLL  410

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
              + +E   +E S I +ERP         +  P NPF A++GL V P   GSGV+    
V
Sbjct  411  
ADFGVEAEFRETSTICVERPAGTGEAAETVGEPGNPFMATLGLRVEPAPPGSGVRLGLDV  470

Query  465  SLGYLN-------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             +G +        ++FQ A+ + +R  L QGL GW V DC +      Y SP++T  
D R
Sbjct  471  



KIGAIPLYVYKTVEAFQEALGEVVRETLRQGLHGWEVVDCAVTVTRCGYVSPLTTARDVR  530

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             LAP+VL  AL+ +GT +  P   F L AP +          +  A     + +      
Sbjct  531  
LLAPLVLMSALRRAGTTVCGPVHRFRLEAPADAAGPIGAVLARLGAVPGMPETRGRTYAL  590

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             G IPA  +   R  L   T+G  V       Y+   G+P  +PR   + L++  +
+  
Sbjct  591  
DGHIPAGRVHELRLRLGSLTSGEGVLEAAFDHYEPVRGEPPARPRTDRNPLNRAEYLLH  649

>WP_078636267.1 GTP-binding protein [Streptomyces antibioticus]
 OOQ47674.1 GTP-binding protein [Streptomyces antibioticus]
Length=652

 Score = 384 bits (987),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 238/652 (37%), Positives = 344/652 (53%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+TRTDT+ LERQRGITI
+AAV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHHAGVIDELGSVDAGSTRTDTLALERQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVDGITVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK D+ G   + V++ + ++L+  ++   +V+           +  A D 
+ +
Sbjct  121  
IPTLVFVNKTDRRGARPEGVLRELSERLAVPVVAMGSVTAPGTPAAAFTPEDPAPDVLAD  180

Query  181  NNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            ++D LL  Y+ G   P      +R +  R     + PVY GSA  G G+  L+  +  
L 
Sbjct  181  HDDTLLAAYVDGTLTPARVRAALRAQAHR---
GVVHPVYAGSAATGAGVPELVAGIKELL  237

Query  239  



QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P        L G+VFKVE    G++  Y RL+SGTLR+RD +  A   + K+T + 
+ +
Sbjct  238  PPAAGDPDGPLSGTVFKVERGPAGEKIAYARLFSGTLRVRDRIG-
ADDARSKVTAVSVFA  296

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             G   R +    G I  L      R+ D LG P R    R+     P L T + P     
Sbjct  297  DGADTRAEAVPAGRIARLWGLTDARVGDSLGTP-RPGHGRFFAP--
PTLETVVVPGPGTD  353

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L++++ L    
+E +
Sbjct  354  
RRALHLALTRLAEQDPLIGLRHDEVRAETSVSLYGEVQKEVLQATLADEHGLAVTFRETT  413

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             + +ERP    +    I+   +PF A++GL V P   G+GV +   V LG +  +F  
AV
Sbjct  414  
PLCLERPAGTGAAAEFIKKGDHPFLATVGLRVEPAPPGTGVTFGLEVELGAMPYAFFKAV  473

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             D +R  L QGL GW VTDC +   +  Y+            S  ST  DFR L P
+VL 
Sbjct  474  
EDTVRETLAQGLHGWRVTDCAVTMTHSGYWPRQSHAHQGFDKSMSSTGYDFRGLTPLVLV  533

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL+++GT++ EP   F L AP + L           A   T + +    V  G 
+PA  
Sbjct  534  
DALRQAGTRVHEPMHRFRLEAPADTLGALLPVLAALDAVPGTTRTEGARCVLEGVVPAAR  593

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMFQ  
636
            + A    +   T G     +    Y    G  V + PR   + LD+  ++  
Sbjct  594  VHALEQRIPGLTRGEGEWESAFDHYAPVAGGAVPERPRTDRNPLDRKEYLLN  
645

>WP_093506731.1 GTP-binding protein [Streptomyces sp. Ag109_O5-10]
 SEF16467.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. Ag109_O5-10]
Length=661

 Score = 384 bits (987),  Expect = 1e-121, Method: Compositional 



matrix adjust.
 Identities = 244/654 (37%), Positives = 342/654 (52%), Gaps = 
35/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G   E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVTDELGSVDDGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+  +  +L+  ++ + +  +L              A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARGDAVLAQLARRLAVPVVPMGRATALGTRAARFLPGLGPAALDTL  180

Query  179  IENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             +++D LL  Y+ G   EP  R  L  + +R V    + PVY+GSA  G G+  L+  
+ 
Sbjct  181  ADHDDALLAAYLDGGVPEPRLRAALAEQARRAV----
VHPVYFGSAATGAGVPDLIAGIE  236

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L    G      L G+VFKVE    G++  Y RL+SGTL +RD V      A  
GR + 
Sbjct  237  
RLLPAAGADADGPLSGTVFKVERGPAGEKVAYARLFSGTLGVRDRVPFGNRAAAGGRPEG  296

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            ++T + +   G  +R + A  G IV +     +R+ D LG P R+    +     P 
L T
Sbjct  297  RVTGLSVFEDGTDLRRERAGAGRIVKVWGLGGIRVGDALGVPGRVYAHHFAP---
PTLET  353

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P     R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A L+
++Y 
Sbjct  354  
VVVPGPGTDRRSLHVALTQLAEQDPLIDVRHDEVRQETSVSLYGEVQKEVIQATLADEYG  413

Query  409  



LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L    +E +VI +ER     S     +   NPF A++GL V P   G+GV +   V 
LG 
Sbjct  414  
LGVTFRETTVICVERLTGTGSAVEFNKRDGNPFLATVGLRVEPAPPGAGVCFRLEVELGA  473

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADF  516
            +  +F  AV D +R  L QGL GW + DC +   +            G   S  ST  
DF
Sbjct  474  
MPYAFFKAVEDAVRESLGQGLHGWRIPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGYDF  533

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R LAP+VL +AL+ +GT + EP   F L AP + L           A  +    +    
+
Sbjct  534  
RGLAPLVLTEALRRAGTLVHEPMHRFRLEAPVDTLGALLPVLAGLGAVPQRTGTEGALAL  593

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  
630
              G +PA  +      L   T G     T    Y   +  PV  P R  SR D 
Sbjct  594  LEGVVPAARVHGLEQRLPGLTRGEGELETAFDHYAPVLRGPV--PER--SRTDH  
643

>WP_067279567.1 GTP-binding protein [Streptomyces jeddahensis]
 OAH12631.1 tetracycline resistance protein TetO [Streptomyces 
jeddahensis]
Length=684

 Score = 385 bits (989),  Expect = 1e-121, Method: Compositional 
matrix adjust.
 Identities = 235/682 (34%), Positives = 352/682 (52%), Gaps = 
45/682 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+A+G I E GSV++G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHATGVIDEIGSVDQGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAIDDITVNLIDTPGHPDFIAEVERVLTVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDI  172
            IPT++F+NKID++G     V++ + +KL        S D +  +    +P    ++    



Sbjct  121  
IPTLVFVNKIDRSGAQYDGVLRRISEKLGPSSIPMGSTDGLGTRDARYTPYAADDKEFRS  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D + + +D LL  Y+  E  +S E+L  +   + + A++ PV++GSA  G G+  
LM
Sbjct  181  
LLVDVLADPDDALLAAYVEDETTLSHERLHDQLAAQTRQATVHPVFFGSAITGAGVDALM  240

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGR--  286
              +  L           + G+VFKVE    G++  Y+R+ SGT+R RDT+      
G+  
Sbjct  241  
AGIKELLPAAQGDVDGPVSGTVFKVERGPAGEKIAYVRMISGTVRTRDTLNFRHAHGKHD  300

Query  287  -----------------EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLG  328
                             E  K+T + +   G  VR  +   G+I  L     +R+ 
D +G
Sbjct  301  
SDPGNPHERNPVGNRTDEAAKVTAISVFEHGSAVRRSSVTAGQIGKLWGLGDIRIGDEIG  360

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
             P  +P       P P L T + P     +  L  AL QLA+ DPL+    D +  
E+ +
Sbjct  361  VPREIPSAGGHFAP-
PTLETVVIPGHPTDKGALHTALAQLAEQDPLINLRQDDVRQEVSV  419

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            S  G VQ EV+ A L++ + L+   +E + I +ERP    S    I    NPF A+
+GL 
Sbjct  420  
SLYGEVQKEVIQATLADDFGLDVTFRESTTICIERPAGTGSAAEMIGKQTNPFLATVGLR  479

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-  507
            + P  +GSG+ +   V LG +  SF  AV + +   L +G+ GW VTDC +   +  
Y+ 
Sbjct  480  
IDPAPIGSGITFRLEVELGSMPFSFIKAVEETVHDTLREGMHGWQVTDCTVTMTHSGYWA  539

Query  508  -----------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
                       S  ST  DFR+L P+VL  AL+++GT + EP   F L  P +       
Sbjct  540  
RQSHSHGVFDKSMSSTAGDFRNLTPLVLMTALRQAGTTVYEPMHRFRLEIPSDLFGPLLP  599

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
               +  A   T           G+IPA  +      L   T G  V       Y+   



G 
Sbjct  600  
VLARLRAVPRTPSTHGTTTALEGDIPAARVHELEQLLPGLTRGEGVLECAFDRYEPVRGT  659

Query  617  PVIQPRRPNSRLDKVRHMFQKV  638
            P  +PR  ++ L++  ++   V
Sbjct  660  PPTRPRTDHNPLNRKEYLIHVV  681

>WP_094876316.1 GTP-binding protein [Paenibacillus sp. VTT E-133291]
 OZQ94745.1 GTP-binding protein [Paenibacillus sp. VTT E-133291]
Length=659

 Score = 384 bits (987),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 226/622 (36%), Positives = 345/622 (55%), Gaps = 
19/622 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIKALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWQGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDI----------  172
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +  E  D+          
Sbjct  130  LIFMNKMDRVGADPEAVLAQARNYLSSDIIPVQQPIGKEQEYI--
EAIDLWGRDADPAIQ  187

Query  173  -
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             E  +A+ E ++ LLE Y++G PI      +  +        FP+ YG A KGLGI  
L+
Sbjct  188  
TELLEALAERDEDLLETYMSGSPIDLAAWKKNMKTASASGRFFPMVYGVAAKGLGITALL  247

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLK  290
            DA+   F   G     A+ G V+ ++      R  ++RLY G +R RDTV    ++ 
+ K
Sbjct  248  
DAMVEYFPRAGGNVEGAVSGIVYNIQRDKSMGRMAFVRLYEGMIRNRDTVMNYTQDIQGK  307

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTT  349



            +T++R    G          G+I +L   S VR+ DVLG P  +P +   +  +P
+L   
Sbjct  308  VTQIRKVEGGRTEDVGALEAGDIAVLYGLSGVRIGDVLGHPEAIPAE--
AKLAVPLLTVR  365

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +   T     +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E
+Y L
Sbjct  366  
VFWGTDMDDHKVIGALQELADEDPLLDTQWLQDERELHIKVMGPIQLEILNSVLEERYGL  425

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +PSVIY E P       I   + P P WA +   + P   GSG+ Y+S V    
L
Sbjct  426  KVTFGQPSVIYKETPASVGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDL  484

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L 
Sbjct  485  
LPQYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLA  544

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y
Sbjct  545  
RVGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDY  604

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
               L+ YT GRS   +   GY+
Sbjct  605  PVTLSSYTKGRSTFTSFFAGYE  626

>WP_000207788.1 GTP-binding protein [Bacillus cereus]
 EJS56992.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG1X1-2]
Length=647

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 230/653 (35%), Positives = 359/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ +V+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKDVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  



SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L  P+  +S A +      AT    ++  D    TG +P    
+
Sbjct  534  
LIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPKLYNDSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  594  NFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_094874042.1 GTP-binding protein [Paenibacillus sp. VTT E-133280]
 OZQ61193.1 GTP-binding protein [Paenibacillus sp. VTT E-133280]
Length=659

 Score = 384 bits (987),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 226/622 (36%), Positives = 346/622 (56%), Gaps = 
19/622 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
EWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDI----------  172
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +  E  D+          
Sbjct  130  LIFMNKMDRVGADPEAVLAQARNYLSSDIIPVQQPIGKEQEYI--
EAIDLWGRDADPAIQ  187

Query  173  -
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             E  +A+ E ++ LLE Y++G PI      +  +        FP+ YG A KGLGI  
L+
Sbjct  188  
TELLEALAERDEDLLETYMSGSPIDLAAWKKYMKTASASGRFFPMVYGVAAKGLGITALL  247

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLK  290



            DA+   F   G     A+ G V+ ++      R  ++RLY G +R RDTV    ++ 
+ K
Sbjct  248  
DAMVEYFPRAGGNVEGAVSGIVYNIQRDKSMGRMAFVRLYEGMIRNRDTVMNYTQDIQGK  307

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T++R    G      +   G+I VI     VR+ DVLG P  +P +   +  +P
+L   
Sbjct  308  VTQIRKVEGGRTEDVGSLEAGDIAVIYGLSGVRIGDVLGHPEAIPAE--
AKLAVPLLTVR  365

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +   T     +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E
+Y L
Sbjct  366  
VFWGTDMDDHKVIGALQELADEDPLLDTQWLQDERELHIKVMGPIQLEILNSVLEERYGL  425

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +PSVIY E P       I   + P P WA +   + P   GSG+ Y+S V    
L
Sbjct  426  KVTFGQPSVIYKETPASVGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDL  484

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L 
Sbjct  485  
LPQYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLA  544

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y
Sbjct  545  
RVGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDY  604

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
               L+ YT GRS   +   GY+
Sbjct  605  PVTLSSYTKGRSTFTSFFAGYE  626

>WP_098945939.1 GTP-binding protein [Bacillus sp. AFS029637]
 PGZ73055.1 tetracycline resistance protein [Bacillus sp. AFS029637]
Length=647

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 227/653 (35%), Positives = 359/653 (55%), Gaps = 
25/653 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     K+N++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKINVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + V++ +++ LS +      +    + +  I+  ++ D 
+   
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEILSNEAFPFYSVHNEGTKTAHIIEYKSYD-
DCIG  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   N+ LL  Y+  E I    L +E ++++Q A+++PV++GSA  G+G+  L++ 
++ 
Sbjct  180  
RLAPYNESLLASYVNNEIIPDALLRKELEQQIQQANVYPVFFGSAMTGMGVPELLENISA  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            L           L   VFK+E    G++  Y+R++SG+L +R  V +   E L    
KI 
Sbjct  240  
LLPANNSSQDEELSSVVFKIERESSGEKIAYVRVFSGSLHVRKYVDIQRNESLPHKEKIK  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +M +   G+ ++T T   GE   +     +++ D++G+ T   +     +P         
Sbjct  300  
KMCMFHNGDALQTSTVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAV  359

Query  352  PKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            PK     ER+ D   AL +L + DPL++   D I + + +   G VQ EV+   L 
EKY 
Sbjct  360  PK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNVLYIRLFGEVQKEVIETTLYEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            ++       V+ +E+P+        +    NPF+A+IG  V      SG+ Y   V 
LG 
Sbjct  415  
IQVAFSNTRVVCVEKPVGIGYAADVMGEKANPFYATIGFKVERGKHNSGITYNLGVELGS  474



Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D     L+QGL+GW +TD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTAFQTLKQGLYGWELTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP  +F L  P++ +S A +      AT     +  D    TG +P    
+ 
Sbjct  535  
KQAKTYVYEPVNAFELTVPEQAISTAMYKLAAIPATFAEPILYNDSYQLTGALPVAKTEH  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-----PNSRLDKVRHMFQ  
636
            ++  L  +T G  +  T   G+     +P    R+     P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTNPAGFTKL--KPPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_103623351.1 GTP-binding protein, partial [Bacillus 
thuringiensis]
Length=579

 Score = 382 bits (980),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 216/576 (38%), Positives = 336/576 (58%), Gaps = 
16/576 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKINVIDTPGHADFIAEVERSFRVLDGTILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179
            IPT++FINKID++G + + V + +++ LS +       S+  E   E    + ++
+D  +
Sbjct  121  IPTILFINKIDRSGANTEKVTKQIKEILSNETF--
PFYSVENEGTKEARIFECKSYDDCM  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234



            E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L
++ +
Sbjct  179  ELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKL  237

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----K  290
              L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   + L    
K
Sbjct  238  
PALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEK  297

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I +M +   G+ V+T T   GE   +   + +++ D++G+ T   +     +  P 
+   
Sbjct  298  IKKMCLFHNGDTVQTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--
PQMEAA  355

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I   +  Q   L   L +L + DPL++   D + +E+ +   G VQ EV++  L 
EKY L
Sbjct  356  
IDAVSKEQIHNLYAVLMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLYEKYNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       V+ +E+P+   +    +    NPF+A+IG  V    L  G+ Y+  V 
LG L
Sbjct  416  
QVNFSNTRVVCIEKPIGVGNSVEVMGEKENPFYATIGFKVERGELNCGITYKLGVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK
Sbjct  476  
PLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALK  535

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            ++ T + EP   F L  P+  +S A +      AT 
Sbjct  536  QAETHVYEPINEFELTVPEHAISTAMYKLAAVPATF  571

>WP_042210947.1 GTP-binding protein [Paenibacillus borealis]
 AIQ56638.1 GTP-binding protein [Paenibacillus borealis]
Length=659

 Score = 384 bits (987),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 227/620 (37%), Positives = 343/620 (55%), Gaps = 
15/620 (2%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
TWQGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-----
LEENTD----IE  173
            +IF+NK+D+ G D  +V+   R  LS DI+ ++Q +    E +       E  D     
E
Sbjct  130  
LIFVNKMDRIGADPAAVLTQARTYLSGDIVPVQQPLYREREYIGAADLWSEGADAAARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLE Y+AG      +  RE   R     ++P+ YG A KGLG+  
L+DA
Sbjct  190  
LLEALAERDEELLELYMAGGTADLARWKRELAVRTAAGRMYPLVYGVAAKGLGVTALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    ++ + 
K+T
Sbjct  250  
MTQYFPRAGGDAEQPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYTQDVQAKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGRPEAIPQE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                A   +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L E++ 
L+ 
Sbjct  368  
WGEDADDHKVIAAFQELADEDPLLDTQWLQEERELHIKVMGPIQLEILDSVLQERFGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGQPSVIYRETPSRAGEGYIAY-



LMPKPCWAILRFQIEPGPPGSGLVYESLVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL GW VTD KI    G ++   + P DF    P+ +   
L  +
Sbjct  487  
QYQNETARRVPEALQQGLRGWEVTDLKITLVEGNHHVWHTHPLDFAVATPMAIMDGLAHT  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTSLLEPVLQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFTSFFAGYE  626

>SNT39461.1 ribosomal protection tetracycline resistance protein 
[Streptosporangium 
subroseum]
Length=669

 Score = 384 bits (987),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 242/661 (37%), Positives = 359/661 (54%), Gaps = 
31/661 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFVVDDVTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLSPEIVLE---
ENTDIEAWD  176
            IPT++F+NK+D+ G   + VV+S+ +KL+ A I +   + +     L      TD     
Sbjct  121  
IPTLVFVNKVDRGGARYERVVRSITEKLTPASISMGSVLGMGTRDALSVPYGATDAGFTS  180

Query  177  AVI----ENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +I    +++D  L  Y+  E   P  R +     Q     A + P+++GSA  G 



G+  
Sbjct  181  GLIGLLADHDDAFLTAYVDDEVALPYLRLRAGLAAQ--
TGQALVHPLFFGSAITGAGVDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  +T L           + G+VFKVE    G++  Y+R++SGT+R+RD + L   
E+ 
Sbjct  239  
LIAGITELLPAAEGDADGPISGTVFKVERGPAGEKIAYIRMFSGTVRVRDRLRLREDEEG  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T + +  +G  +  D    G+I  L     +R+ D +G P R      R    P 
L T
Sbjct  299  KVTAISVFERGSDLSRDAVAAGQIGRLWGLGDIRIGDAIGVP-
RTTTSDGRHFSPPTLET  357

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +AP     R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A L
+E + 
Sbjct  358  
IVAPCRPTDRGALHLALTQLAEQDPLINLRQDDLRQETSVSLYGEVQKEVIQATLAEDFG  417

Query  409  LETVVKEPSVIYMERPL--
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            ++   +E + I++ERP+   AA+  +H E   NPF A++GL V P  + +GV++   
V L
Sbjct  418  VDVTFRETTTIHIERPVGTGAAAEILHAE--
SNPFLATVGLRVEPAPIDTGVEFRLGVEL  475

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  SF  AV + +R  L QGL+GW VTDC +   +  Y             S  
ST  
Sbjct  476  
GSMPFSFIKAVEETVRETLNQGLYGWQVTDCTVTLTHSGYAARQSHSHGVFDKSMSSTAG  535

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL ++GT++ EP   F L  P +          +  A  +T+  
+   
Sbjct  536  
DFRNLTPLVLMSALTQAGTRVHEPMHRFHLDLPADVFGSVLPVLSRLRAVPQTSVTRGSS  595

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  GEIPA  +      L   T+G  V       Y+   G    +PR  +  LD+  
++
Sbjct  596  
YLVEGEIPAASVHGLEQRLPSLTSGEGVLECAFDHYRPVRGTVPTRPRSDHDPLDRREYL  655

Query  635  F  635



             
Sbjct  656  L  656

>WP_030937792.1 GTP-binding protein [Streptomyces sp. NRRL S-646]
Length=681

 Score = 385 bits (988),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 236/640 (37%), Positives = 338/640 (53%), Gaps = 
45/640 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I EPG V+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEPGRVDAGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAIDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G     V++ +  +L+ +++   TV    +P+          A 
D +
Sbjct  121  
IPTLLFVNKIDRRGARYDGVLREICQRLTPEVVPMGTVGGLGTPDAHFVPGLAATALDVL  180

Query  179  IENNDKLLEKYIAGEP------------------------
ISREKLVREEQRRVQDASLF  214
             +++D+LL  Y+ G                          +S + L      + + 
A + 
Sbjct  181  
ADHDDELLAAYVEGSDASLGVGSAMSHTTRGAASHTARGGMSHDTLHAALTTQTRQALVH  240

Query  215  
PVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGT  274
            PV++GSA  G G+  L+  +  L  P        + G+VFKVE    G++  Y R+
+SGT
Sbjct  241  
PVHFGSAITGAGVNALVTGIKELLPPADGDPDGPVSGTVFKVERGPAGEKVAYARMFSGT  300

Query  275  LRLRDTVAL--AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPT  331
            LR RD +    AG E  ++T + +   G  VR D    G I  L     +R+ D 
LG+P 
Sbjct  301  LRTRDRIPFGEAGAEG-
RVTAISVFDHGTDVRADAVPAGRIARLWGLTDIRIGDALGEP-  358



Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
            R   + +     P L T + P       +L  ALTQLA+ DPL+    D +  E  
+S  
Sbjct  359  RTAHEHFFA--
APTLETVVVPGPGVDTRKLHLALTQLAEQDPLIDLRHDEVRQETSVSLY  416

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G VQ EVV A L+E++ L+   +E +VI +ERP    +     +   NPF A++GL 
V P
Sbjct  417  
GEVQKEVVQATLAEEFGLDVTFRETTVICIERPSGPGAAVEFNKKGANPFLATVGLRVDP  476

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY--------  503
               GSGV++   V LG +  +F  AV D +R  L QGL GW VTDC +   +        
Sbjct  477  
APAGSGVRFRLEVELGAMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVTMTHSGYSPRQS  536

Query  504  ----
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
                G   S  ST  DFR + P+VL +AL+ +GT++ EP   F L AP + L        
Sbjct  537  
HAHQGFDKSMSSTGYDFRGVTPLVLIEALRRAGTRVYEPMHRFRLEAPADTLGALLPVLA  596

Query  560  KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
               A  +T + +    V  G IPA  +      L   T G
Sbjct  597  ALRAVPQTTETQGAACVLEGAIPAGRVHELEQRLPGLTRG  636

>CCX36685.1 small GTP-binding protein [Clostridium sp. CAG:1013]
Length=647

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 226/641 (35%), Positives = 353/641 (55%), Gaps = 
13/641 (2%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            +IN+GILAH DAGKTT+TE LL  SG+I + GSV+ GTT+TD++ +ER+RGI+++
+A   
Sbjct  5    
MINLGILAHADAGKTTITEQLLLLSGSIRQAGSVDDGTTQTDSLNVERRRGISVRSASVV  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             + +  ++N++DTPGH+DFL EV R L VLDGA+LV+SA +GVQAQTR+L+ AL K
+ IP
Sbjct  65   
LEHNGVRINLIDTPGHVDFLGEVERCLGVLDGAVLVLSAVEGVQAQTRLLWRALDKLKIP  124

Query  123  



TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD-----A  177
             ++ INK+D+ G D+ +V+  +R +    + + Q V  +PE    +    E W+      
Sbjct  125  VLLLINKVDRMGCDIPAVLDQLRQECDPRLWVTQRVE-
NPETDQCQVLPSETWEEDGLAC  183

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +E +D L E Y+  +P+ RE+L +   + V +  +FPV++ SAK+G G+  L++ 
+   
Sbjct  184  
AVEFDDALAEAYLNDQPVEREQLFQSLGKGVAERQVFPVFFASAKQGKGMAELLNGIIQY  243

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRI  296
                  Q  A L   V++V++     +  +LR++SGTL+ RD+V L G   + K+T
++R 
Sbjct  244  
LPKASGQDDAPLSAVVYQVDHDPVMGKAAHLRVFSGTLQNRDSVPLPGGTDVQKVTQIRR  303

Query  297  PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                + V     + GE   +     VR  DVLG+    P +      +P+L+    
P + 
Sbjct  304  FYGSKSVDIGQIHSGETGTVYGLSGVRAGDVLGEA---
PPRELYHLAVPLLQVQAFPASP  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             Q   L +AL +L+  DPLL  E    + E+ L   G++QLEV++ ++ E+Y LE    
+
Sbjct  361  
DQLPTLTEALQELSQEDPLLDLEWVPESRELHLHITGKIQLEVLTEIIRERYGLEVSFSQ  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P+VIY E P  + S    + + P P WA + L V PLS GSG+Q+ES +    L   
+QN
Sbjct  421  PTVIYKETP-
ASTSEGEEVYLAPKPCWAIVKLLVEPLSRGSGIQFESIIKEKELPYRYQN  479

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
             VR  +   L+QG  GW VTD +     G ++   + P DF    P+ +++AL  
SGT L
Sbjct  480  
HVRQSLPDALKQGRLGWEVTDARFTLIGGQHHHFHTHPLDFFVATPVAVQRALVNSGTIL  539

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  L   +E L R   D        +T  + K       ++P      Y      
Sbjct  540  
LEPMVTVTLSGQEELLGRVIRDMVSMRGEFDTPTIHKGWFTLEAKLPVATSLDYPVSFRS  599

Query  596  YTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635



             T+G+ V  +E  GYQ    G+    PRR    LD  + + 
Sbjct  600  MTSGKGVYASEFAGYQECPPGEGQQAPRRGVDPLDHSKWIL  640

>WP_015655786.1 GTP-binding protein [Streptomyces davaonensis]
 CCK25389.1 Oxytetracycline resistance protein [Streptomyces 
davaonensis 
JCM 4913]
Length=656

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 232/615 (38%), Positives = 333/615 (54%), Gaps = 
20/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ GTTRTDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGTTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSP-
EIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V++++  +L A ++ + +T +L   E          A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGAREEEVLRAIARRLGAPVVPMGRTSALGTREAAFTPGLGPAALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+    +S ++L      + +   + PVY+GSA  G G+  L   +  
L 
Sbjct  181  ADHDDALLTAYVENT-
VSPDRLRTALIEQTRQGLVHPVYFGSAVTGAGVDALTGGIRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
                      L G+VFKVE    G++  Y R++SGTL +R  VA   GR + K+T 
+ + 
Sbjct  240  
PAADGDPEGPLSGTVFKVERGPAGEKIAYARIFSGTLGVRVPVAFGDGRREGKVTAVSVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
              G  +R D    G I  L     +R+ D LG P +     +     P L T + P    
Sbjct  300  EHGTDLRRDAVPAGRIAKLWGLPDIRIGDALGRPRKAESHFFAP---



PTLETVVVPGPGM  356

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                L  ALTQLA+ DPL+    D I  EI +S  G VQ EVV + L+++Y L+   
+E 
Sbjct  357  
APRALHGALTQLAEQDPLIGLRHDEIRREISVSLYGEVQKEVVQSTLADEYGLDVTFRET  416

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + + +ERP+            PNPF A++GL V P  +G+GV +   V LG +  
+F  A
Sbjct  417  
TPLCVERPVGTGLAVEFNGKDPNPFLATVGLRVAPAPVGTGVSFALEVELGSMPYAFFKA  476

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVL  524
            V D +R  L QGL GW + DC +   +            G   S  ST  DFR L 
P+VL
Sbjct  477  
VEDTVRETLGQGLHGWRIPDCAVTMTHSGYSPRQSHAHQGFDKSMSSTGYDFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ +GTQ+ EP   F + AP + L           A     + + +  V  G 
+PA 
Sbjct  537  
IEALRRAGTQVYEPMHRFRVEAPADTLGALLPVLAGLGAVPGATETRGESCVLEGAVPAA  596

Query  585  CIQAYRTDLAFYTNG  599
             +      L   T G
Sbjct  597  RVHELEQRLPGLTRG  611

>WP_042233132.1 GTP-binding protein [Paenibacillus sp. FSL R5-0912]
 AIQ39644.1 GTP-binding protein [Paenibacillus sp. FSL R5-0912]
Length=659

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 228/620 (37%), Positives = 341/620 (55%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 



IPT
Sbjct  70   
TWRGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-----
LEENTD----IE  173
            +IF+NK+D+ G D  +V+   R  LS DI+ ++Q      E +       E  D     
E
Sbjct  130  
LIFVNKMDRIGADPAAVLTQARTYLSGDIVPVQQPFYREREYIGAADLWSEGADAAARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLE Y+AG      +  RE   R     ++P+ YG A KGLG+  
L+DA
Sbjct  190  
LLEALAERDEELLELYMAGGTADLARWKRELAVRTAAGRMYPLVYGVAAKGLGVTALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +E + 
K+T
Sbjct  250  
MTQYFPRAGGDAEQPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYTQEVQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGRPEAIPQE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                A   +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L E++ 
L+ 
Sbjct  368  
WGADADDHKVIAAFQELADEDPLLDTQWLQEERELHIKVMGPIQLEILDSVLQERFGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                PSVIY E P +A    +   + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGPPSVIYRETPSRAGEGYVAY-
LMPKPCWAILRFQIEPGPPGSGLVYESLVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL GW VTD KI    G ++   + P DF    P+ +   
L  +
Sbjct  487  
QYQNETARRVPEALQQGLRGWEVTDLKITLVEGNHHVWHTHPLDFAVATPMAIMDGLAHT  546

Query  532  



GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT LLEP L   +  P+E   R  +D  +   T E   ++ D ++  G +P      
Y  
Sbjct  547  
GTSLLEPVLQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGDRMIIEGRLPLATSLEYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFTSFFAGYE  626

>WP_066367314.1 GTP-binding protein [Bacillus sp. FJAT-27264]
 OBZ15716.1 GTP-binding protein [Bacillus sp. FJAT-27264]
Length=658

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 227/623 (36%), Positives = 344/623 (55%), Gaps = 
15/623 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD++ +ERQRGI++
+AA+
Sbjct  6    
MERINVGIFAHVDAGKTTTTEHILYESGRIRSLGSVDTGTALTDSLDVERQRGISVRAAL  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++ 
ALRK+ 
Sbjct  66   
ASFAWKGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWSALRKLK  125

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTD---  171
            IPT+IF+NK+D+ G D ++V+      LS DII ++Q +    +      + E+  
D   
Sbjct  126  
IPTIIFMNKMDRTGADPEAVLAQAHTYLSGDIIPVQQPLGREQDYAGTADLWEQGADSAV  185

Query  172  -
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              E  +A+ E ++ LLE Y+AG+ +           R   A LFP+ YG+A KG
+GI  L
Sbjct  186  
QTELLEALAERDEALLETYMAGDSLDLAIWRNHLADRAAAAELFPLVYGAAAKGMGIPAL  245

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+   F   G      + G V+ ++      R  ++RLY GT+R RD V    +
+ + 
Sbjct  246  
LDAMIQYFPRAGGDAELPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDAVQNYSQDIQG  305



Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R    G          G+I V+     VR+ DVLG P  +P++   +  +P
+L  
Sbjct  306  KITQVRKVEGGRTEDVGALEAGDIGVVYGLSGVRIGDVLGRPDAIPQE--
AKLAVPLLTV  363

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +    AA   +++ A+ +LAD DPLL  +      E+ +  +G +QLE++ +++  
+Y 
Sbjct  364  
RVHWAEAADDHKVIAAMQELADEDPLLDAQWLPEERELHIKVMGPIQLEILGSVMESRYG  423

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L     +PSVIY E P +A    I   + P P WA +   + P  LGSG+ Y+S V    
Sbjct  424  LAVTFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPLGSGLVYDSVVRSSD  482

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L
Sbjct  483  
LLPQYQNETARRVPEALQQGLYGWEVTDLKVTLVEGQHHVWHTHPLDFAVATPMGIMDGL  542

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT+LLEP L   +  P+E   R  +D  +   T E   +  D +V  G +P      
Sbjct  543  
ARVGTKLLEPVLQVRIVVPEENGGRVMNDLVQMRGTFEPPVLLGDRMVIEGRLPLATSLD  602

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y   L+ +T GRS   +   GY+
Sbjct  603  YPVTLSSFTKGRSTFTSFFAGYE  625

>WP_030344712.1 GTP-binding protein [Streptomyces sp. NRRL S-1022]
Length=664

 Score = 384 bits (987),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 242/649 (37%), Positives = 342/649 (53%), Gaps = 
32/649 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEVGSVDAGSTTTDTLALERQRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V++ +  +L+  ++   T +   +            A 
+ +
Sbjct  121  
IPTLVFVNKIDRRGARDTAVLRQMDRRLAVALVPMGTAAGLGTRAARFRPGLGPAALEVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  ++  +L R    + + AS+ PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADRDDGLLAAYLDGG-
VTEGRLRRALAAQTRSASVHPVYFGSAVTGAGVPELITGIERLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GR----
EKLKITE  293
                      L G+VFK+E    G++  Y RL+SGTLR+RD +    GR    E  
++T 
Sbjct  240  
PTAAGDPDGPLSGTVFKIERGPAGEKAAYARLFSGTLRVRDRITFGDGRRGAGEAGRVTA  299

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            + +   G   R D A  G IV +     +R+ D LG      R R  E     P L 
T +
Sbjct  300  LNVFEHGTDTRADGAGAGRIVKVWGLGGIRIGDPLG-----
VRDRPYEHHFAPPTLETVV  354

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P     R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV A L++
+Y L 
Sbjct  355  
VPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQKEVVQATLADEYGLA  414

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + + +ERP+ +       +   NPF A++GL V P   G+G+ +   V 
LG + 
Sbjct  415  
VGFRETTTLCVERPVGSGHAVEFDKKDGNPFLATVGLRVDPAPPGAGIAFRREVELGSMP  474

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFR  517
             +F  AV D +R  L QGL GW VTDC +   +   YSP              ST  
DFR
Sbjct  475  YAFFKAVGDTVRETLGQGLHGWQVTDCTVTMTHS-



GYSPRQSHAHQRFDKSMSSTGYDFR  533

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L P+VL +AL+ +GT + EP   F L AP + L        +  A  E++       
V 
Sbjct  534  
GLTPLVLTEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGAVPESSGTHAAVCVL  593

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             G +PA  + A    L   T G     T    Y      PV  P RP +
Sbjct  594  EGVVPAARVHALEQRLPGPTRGEGELETAFDHYAPVTRGPV--PERPRT  640

>WP_090891717.1 GTP-binding protein [Bacillus caseinilyticus]
 SDZ41374.1 ribosomal protection tetracycline resistance protein 
[Bacillus 
caseinilyticus]
Length=653

 Score = 384 bits (985),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 223/628 (36%), Positives = 354/628 (56%), Gaps = 
25/628 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKI+NIG+LAHVDAGKTTLTE +L+ +G +++ GSV++GTT TD++ +ER+RGIT+
+AA 
Sbjct  1    
MKILNIGVLAHVDAGKTTLTEQILHQTGILAQAGSVDQGTTVTDSLEIERRRGITVKAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV  SL+VLDGAIL++SA +GVQAQTR+L   L
++  
Sbjct  61   
VSFTVGDLKVNLIDTPGHADFIAEVEHSLSVLDGAILIVSAVEGVQAQTRVLMQTLKENR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTD--
IEAW-D  176
            IPTVIF+NK+D+ G D + V Q +R  L   I  + + V+     V  ++ D     
W D
Sbjct  121  
IPTVIFMNKLDRLGADYKKVCQLIRTMLDEHICELTEVVNEGNGAVRIQSADPLKAGWLD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   ND LL  ++    IS ++L RE  R+ +  + +P+  GSA KG+G+  L+  
+  
Sbjct  181  
TLSLRNDDLLRDFVNEAVISEDRLYRELCRQAKQGNAYPLLAGSAAKGIGVNRLLSCLAD  240

Query  237  LF-----



QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---  288
             F     + +G   S  L G VFK+  +  G+R V++RL++G +++R+ + +  +     
Sbjct  241  
FFPVTLPEVVGNSNSNPLSGIVFKIVRSASGERAVFIRLFAGVIQVRNEIPVISQGGEPI  300

Query  289  -LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPML  346
             LK+ ++R    G+ + TD    G+I IL   + ++ DVLG  + ++    +++ P
+ + 
Sbjct  301  
FLKVKQLRSLQDGKWLATDRVTAGDIAILTGGNFQVGDVLGAVSDKMKLFSFQKPPIQV-  359

Query  347  RTTIAPKTAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  K +A+R+     L +ALT+L   DP L+   D    E  +   G++Q E+
++  
Sbjct  360  ------
KVSAERQEEEAILHNALTELTMEDPFLQYAQDRKAKENTIHVFGKIQQEILAET  413

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            +  +Y ++ V   P V+ +E+P+ A     +I    NPF A++G  V P + GSGV
+Y  
Sbjct  414  
IVTEYGIKAVFSAPKVMCIEKPVSAGKAVEYIGEAANPFLATVGFRVEPGAEGSGVEYRL  473

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
               LG L  SFQ A+++ +   L +GL+GW VTD  +   +  Y S +ST  DFR 
L P+
Sbjct  474  
EAELGSLLLSFQKAIKETVTEVLREGLYGWPVTDIVVTLTHTGYDSVLSTAKDFRRLVPL  533

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  ALK + T + EP     L  P+  LS+         + ++  +   + V   
G IP
Sbjct  534  
VLMTALKRAATDVYEPVSDMQLSIPESSLSKVLSRLAVLESCLQEPEFHGNAVHLNGTIP  593

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             R  +  + +L   T G  +      GY
Sbjct  594  VRTAELLKVELHSLTKGEGMISFRPGGY  621

>WP_063564692.1 GTP-binding protein [Paenibacillus sp. O199]
Length=661

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 352/648 (54%), Gaps = 
20/648 (3%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV RSL V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERSLRVMDGAVLIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL-------
EENTDIEA---  174
            I+INK+D+ G   ++V+  +R  LS  +   QT  ++ E+         E    ++    
Sbjct  129  
IYINKMDRVGASAETVIDQIRSSLSPFVCEIQTFRMNEEVFEGIDSLWNESQAQVKGSSS  188

Query  175  ----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                ++ + E ++ L+E YI GE +  ++L     ++V    +FP+ YG++ KG
+GI+ L
Sbjct  189  
IPGLFELLAELDEDLMEAYINGETLPADQLDEAFCKKVHQGEVFPICYGASGKGIGIKEL  248

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
RE + 
Sbjct  249  
LDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVYNRDTIYNSTRELEE  308

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  +P
+L  
Sbjct  309  KVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQLAVPLLTV  366

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++ 
Sbjct  367  
QVHGKDTARYSDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRFG  426

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S V   
+
Sbjct  427  LDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTDH  485



Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ +   
L
Sbjct  486  
LLVRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDGL  545

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P      
Sbjct  546  
ASIGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSMD  605

Query  589  YRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
            Y   L   T+GR V  T   GYQ     Q   + RR  + LD+ +++ 
Sbjct  606  YPVKLRSETSGRGVLTTSFAGYQDCPSDQTHTRKRRGVNPLDQSKYIL  653

>WP_031110204.1 GTP-binding protein [Streptomyces sp. NRRL S-146]
Length=657

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 237/652 (36%), Positives = 348/652 (53%), Gaps = 
41/652 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF++EV R L VLDG +LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFISEVERVLGVLDGVVLVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT++F+NKID+ G   ++V++ +  +L+  I+   T +         +P +        
Sbjct  121  
IPTLLFVNKIDRNGARHEAVLREISARLTPAIVPMGTATGLGTRAARFTPGL-----GPA  175

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             A D +  ++D LL  Y+  + ++   L      + ++A + PVY+GSA  G G++ 
L+ 
Sbjct  176  AALDVLTGHDDALLAAYVD-
DTVTDASLQGSLVAQTREALVHPVYFGSAATGAGVKELLS  234

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--



GREKLK  290
             +  L           +  +VFKV+    G++  Y R++SGTLR RD V     G 
E  +
Sbjct  235  
GIETLLPAADGDADGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRVPFGTDGAEG-R  293

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            IT + +   G   R D+   G I  L     +R+ D +G+P R   + +     P 
L T 
Sbjct  294  ITGISVFGHGTDTREDSVAAGRIARLTGLGDIRIGDAIGEP-RTAYEHFFAP--
PTLETV  350

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P  +  R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+E
+Y L
Sbjct  351  
VVPGPSVNRGALHLALTQLAEQDPLIGLRRDERRQETSVSLYGEVQKEVIQATLAEEYGL  410

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E + + +ERP+         +  PNPF A++GL V P  +GSG  +   V 
LG +
Sbjct  411  
DVTFRETTPLCVERPVGTGQAVEFNKKDPNPFLATVGLRVDPAPVGSGFGFRLEVELGSM  470

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFR  517
              +F  AV D +R  L+QGL GW VTDC +   +            G   S  ST 
ADFR
Sbjct  471  
PYAFFKAVEDTVRETLDQGLHGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFR  530

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             + P+VL +AL+ +GT++ EP   F + AP + L           A  ET + ++D  
V 
Sbjct  531  
GVTPLVLIEALRRAGTRVHEPLHHFRVEAPADTLGALLPVLAGLGAVPETTRNREDVCVL  590

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNS  
626
             G +PA  + A    L   T G     +    Y     +PV     P RP +
Sbjct  591  EGTVPAARVHALEQRLPGLTRGEGELESSFARY-----EPVTHGTIPERPRT  
637

>WP_053193661.1 GTP-binding protein [Streptomyces resistomycificus]
 KOG28608.1 GTP-binding protein [Streptomyces resistomycificus]
 KUN95734.1 GTP-binding protein [Streptomyces resistomycificus]
Length=656

 Score = 384 bits (986),  Expect = 2e-121, Method: Compositional 



matrix adjust.
 Identities = 238/653 (36%), Positives = 346/653 (53%), Gaps = 
21/653 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E G V+ G T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGRVDDGNTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G D   V++++ ++L+   +     +   +P           A 
D +
Sbjct  121  
IPTLVFVNKIDRRGADCDRVLRAIVERLTPSAVPMGAAARLGTPGAHFVPGLGPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +D LL  Y+ G  +S  +L        + A + PVY+GSA  G G+  L+D V  
L 
Sbjct  181  AEQDDDLLGAYVEGT-
LSGARLRAALVDGTRQAVVHPVYFGSAVTGAGVDQLIDGVKELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEMRIP  297
                      L G+VFKVE    G++  Y R++SGTLR R  V L   RE+ +IT 
+ + 
Sbjct  240  
PAADGDPDGPLSGTVFKVERGPAGEKVAYARIFSGTLRTRAHVPLGDLREEGRITAISVF  299

Query  298  SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
              G  VR DT   G I  +     +R+ D LG+   L +   +    P L T + P    
Sbjct  300  DHGTHVRRDTVSAGRIAKVWGLADIRIGDPLGE---
LRKAHGQFFAPPTLETVVVPGPGT  356

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L++++ L+   
++ 
Sbjct  357  
DGGALHLALTRLAEQDPLIGLRHDEVRRETSVSLYGEVQKEVVQATLADEFGLDVTFRQT  416

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476



            + + +ERP    +    I+   NPF A++GL V P   GSG+ +   V LG +  
+F  A
Sbjct  417  
TPLCVERPAGTGAAAEFIKKDANPFLATVGLRVDPAPTGSGIDFRLEVELGSMPYAFFKA  476

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            V D +R  L QGL GW V DC +   +  Y+            S  ST ADFR L 
P+VL
Sbjct  477  
VEDTVRDTLGQGLDGWQVVDCTVTMTHCGYWPRQSHSHQGFDKSMSSTGADFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ +GT++ EP   F L AP + L           A   T + + +  V  G 
+PA 
Sbjct  537  
VEALRRAGTRVCEPVHRFRLEAPADALGGLLPVLAALRAVPRTTETRGELCVLEGVVPAH  596

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAV-GQPVIQPRRPNSRLDKVRHMFQ  
636
             +      L   T G     +    Y+    G    +PR  N+ L++  ++  
Sbjct  597  RVHELEQRLPGLTRGEGELESAFDHYEPVTHGTAPRRPRTDNNPLNRREYLLN  
649

>WP_085206754.1 GTP-binding protein [Streptomyces sp. Amel2xC10]
 SME92933.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. Amel2xC10]
Length=652

 Score = 384 bits (985),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 241/652 (37%), Positives = 340/652 (52%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+TRTDT+ LERQRGITI
+AAV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHHAGVIDELGSVDAGSTRTDTLALERQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVDDITVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK D+ G   Q V++ + ++L+  ++   TV+              A D 



+ +
Sbjct  121  
IPTLVFVNKTDRRGARPQGVLRELTERLAVPVVAMGTVTAPGTPAAAFTPADPAPDVLAD  180

Query  181  NNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            ++D LL  Y+ G   P      +R +  R     + PVY GSA  G G+  L+  +  
L 
Sbjct  181  HDDTLLAAYVDGTLTPAGVRAALRAQAHR---
GVVHPVYAGSAATGAGVPELVAGIKELL  237

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P        L G+VFKVE    G++  Y RL+SGTLR+RD +  A   + K+T + 
+  
Sbjct  238  PPAAGDPDGPLSGTVFKVERGPAGEKIAYARLFSGTLRVRDRIR-
ADDARSKVTAISVFG  296

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             G   R +    G I  L      R+ D LG P R    R+     P L T + P     
Sbjct  297  DGTDTRAEAVPAGRIARLWGLTGARVGDSLGTP-RPGHGRFFAP--
PTLETVVVPGPGTD  353

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L++++ L    
+E +
Sbjct  354  
RRALHLALTRLAEQDPLIGLRHDEVRAETSVSLYGEVQKEVLQATLADEHGLAVTFRETT  413

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             + +ERP    +    I+   +PF A++GL V P   GSGV +   V LG +  +F  
AV
Sbjct  414  
PLCLERPAGTGAAAEFIKKGDHPFLATVGLRVEPAPPGSGVTFGLEVELGAMPYAFFKAV  473

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             D +R  L QGL GW VTDC +   +  Y+            S  ST  DFR L P
+VL 
Sbjct  474  
EDTVRETLGQGLHGWQVTDCAVTMTHSGYWPRQSHAHQGFDKSMSSTGYDFRGLTPLVLV  533

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL+ +GT++ EP   F L AP + L           A   T + +    V  G 
+PA  
Sbjct  534  
DALRRAGTRVHEPMHRFRLEAPVDTLGALLPVLAALDAVPGTTRTEGSRCVLEGVVPAAR  593

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMFQ  
636



              A    +   T G     +    Y    G  V + PR   + LD+  ++  
Sbjct  594  AHALEQRIPGLTRGEGEWESAFDHYAPVAGGAVPERPRTDRNPLDRKEYLLN  
645

>WP_000207824.1 GTP-binding protein [Bacillus cereus]
 EEK67069.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
MM3]
Length=647

 Score = 384 bits (985),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 229/654 (35%), Positives = 358/654 (55%), Gaps = 
27/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        ++E  +  +    
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKKIKEILSNEAFPFYSAQNEGTKEARIIEYKSYDDCMVL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LASYNETLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                       L   VFK+E    G++  Y+R++SG + +R  V      AL  
+EK+K 
Sbjct  241  
IPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGRIHVRKYVDIQRGEALTHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
             ++ +   G  ++      GE   +     +++ D++G+ T  +    + E   P 
+   



Sbjct  300  -KICVFHNGNAIQASIVPSGEFCKVWGLSDIKIGDIIGERTDSIKNIHFAE---
PQMEAA  355

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            I    A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  356  IE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK + T   EP   F L  P+  +S A +      AT        D    TG +P    
Sbjct  533  
ALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_024492581.1 GTP-binding protein [Streptomyces sp. AW19M42]
Length=671

 Score = 384 bits (987),  Expect = 2e-121, Method: Compositional 
matrix adjust.
 Identities = 237/672 (35%), Positives = 348/672 (52%), Gaps = 
42/672 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E G V+ G TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGIIDELGRVDDGNTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFDIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA------  174
            IPT++F+NK D+AG   + V++ + +KL+ +      V++ P +      +         
Sbjct  121  IPTLVFVNKTDRAGARYEQVLRGITEKLTPN-----
AVAMGPAVTGLGTREAHCPSYAAD  175

Query  175  --------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                     D + E++D LL  Y+ G+ I   +L  E   +   A + PVY+GSA  
G G
Sbjct  176  
DPGLTGRLTDLLTEHDDALLAAYVEGDTIPPSRLHEELAAQTGRALVHPVYFGSAVTGTG  235

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV----A  282
            I  L   +  L          ++ G+VFKVE +  G++  Y+R++SGT+R RD +    
A
Sbjct  236  
IAALNSGIKELLPGARGDADGSVSGTVFKVERSPAGEKLAYVRMFSGTVRTRDRLPFGRA  295

Query  283  LAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
                 + ++T + + + G  V      PG I  L     +R+ D +G    + R+  
RE 
Sbjct  296  PGAAGEGRVTGISVFADGSDVPRPAVGPGRIAKLRGLGGIRIGDAVG----
VAREGAREH  351

Query  342  PL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L + + P   A R  L  AL QLA+ DPL+    D I  E+ +S  G VQ 
EV+
Sbjct  352  
HFAPPTLESVVVPAAPASRGELHLALAQLAEQDPLIDLRQDDIRKEVSVSLYGEVQKEVI  411

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+E++ ++   +E + I +ERP    +    I+   NPF A++GL V P   G 
GV 
Sbjct  412  
GATLAEEFGIDVTFRETTTICLERPSGTGAAFEIIDKEDNPFLATVGLRVDPAPAGGGVD  471

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
            Y   V LG +  S   AV + +   L QGL GW VTDC +   +  Y+            
Sbjct  472  
YRLEVELGSMPYSLMRAVEETVFETLGQGLNGWQVTDCTVTMTHSGYWPRQSHAHGTFDK  531

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567



            S  ST  DFRSL P+VL  AL+ +GT + EP   F L  P + L           A    
Sbjct  532  
SMSSTAGDFRSLTPLVLMTALQRAGTTVYEPMHRFRLELPTDALGPFLPVLAHLTAVPGP  591

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              +     V  GEIPA  +   +  L   T G  V  +    ++A VG    + R  
++ 
Sbjct  592  
PSLDGANCVLEGEIPAARVHELQQRLPSLTRGEGVLESAFASHRAVVGGAPTRSRTDHNP  651

Query  628  LDKVRHMFQKVM  639
            LD+  ++    +
Sbjct  652  LDRKEYLLHAAL  663

>WP_086730612.1 GTP-binding protein [Streptomyces carpinensis]
Length=656

 Score = 384 bits (985),  Expect = 3e-121, Method: Compositional 
matrix adjust.
 Identities = 239/654 (37%), Positives = 352/654 (54%), Gaps = 
23/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTQTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLLRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSL-
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +++++V  +L+ A + +     L S         D  A 
D +
Sbjct  121  
IPTLLFVNKIDRRGAQDGALLRAVARRLTPAAVPMGHVQGLGSRGARFVPGLDPRAADVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+  + +  ++L      + + A   P+Y+GSA  G G+  L+  V  
L 
Sbjct  181  ADHDDDLLTAYLE-
DTLGDDRLHAALAAQTRQALAHPLYFGSAMTGAGVDALIGGVRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRI  296



                      +  +VFKVE    G++  Y R++SGTLR+RD V    +G E  ++T 
+ +
Sbjct  240  PAAAGDPDGPVSATVFKVERGPAGEKVAYARMFSGTLRVRDRVPYGESGTEG-
RVTAIGV  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G  VR D    G I  L     VR+ D +G P +   + +     P L T + 
P   
Sbjct  299  FDHGTDVRADAVPAGRIARLWGLADVRIGDAVGRPRKAHERFFAP---
PTLETVVVPGPG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L++++ L+   
+E
Sbjct  356  
VGRGALHLALTRLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVVQATLADEFGLDVTFRE  415

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERP+   +     +   NPF A++GL V P  +GSG  +   V LG +  
+F  
Sbjct  416  
TTPLCVERPVGTGAAVEFNKKDANPFLATVGLRVDPAPIGSGTDFRLEVELGSMPYAFFK  475

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIV  523
            AV D +R  L QGL GW VTDC +   +            G   S  ST ADFR L 
P+V
Sbjct  476  
AVEDTVREALGQGLHGWQVTDCTVTMTHCGYSPRQSHAHQGFDKSMSSTGADFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +GT++ EP   F + AP + L           A   T + +  + V  
GE+PA
Sbjct  536  
LVEALRRAGTRVHEPMHRFRIEAPTDTLGALLPVLAALRAVPRTTRTRGTDCVLEGEVPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMFQ  
636
              + A    L   T+G     T    Y    G  V + PR  ++ LD+  ++  
Sbjct  596  ARVHALEQQLPGLTSGEGELETVFDHYAPVAGGTVPERPRTDHNPLDRKEYLLN  
649

>WP_076151083.1 GTP-binding protein [Paenibacillus glucanolyticus]
 OMF80244.1 tetracycline resistance protein [Paenibacillus 
glucanolyticus]
Length=648

 Score = 383 bits (984),  Expect = 3e-121, Method: Compositional 
matrix adjust.



 Identities = 224/621 (36%), Positives = 351/621 (57%), Gaps = 
18/621 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +LY SG I + GSV++G T TD++ +ER+RGITI+
+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILYRSGIIEQAGSVDQGNTTTDSLEIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFTLGDLKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEQGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NKID+ G +   V   +R+ L   I     +    S S ++ + +  +    
+ 
Sbjct  123  
PTLLFMNKIDRMGANYNRVRTMLRNLLDEHICEMSRVDDEGSTSVQVDMADPHNSGWLEI  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   ND+LL+ Y    P+S E+L  E +++ +    +P++ GSA KG+G++PL+ A
+   
Sbjct  183  
MALLNDELLQDYAQDVPVSSERLKEELRKQTRQGKAYPLFAGSAAKGIGMEPLLAALNDF  242

Query  238  FQPIG---
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----LK  290
            F P+    E     L G VFKV     G+R VY RL++G ++ R  +++  ++     
LK
Sbjct  243  F-
PVNDPSELNHEPLSGLVFKVIKQPNGERNVYFRLFAGKVQARGEISVTSQDGQIAVLK  301

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
            + ++     G+         G+I IL    +R+ DV+G  + ++    +++ P+ +  
+T
Sbjct  302  
VKQLHALQHGKSAPAGHIDAGDIGILIGSELRVGDVIGAVSDKMKVVHFQKPPIQVHVST  361

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              P+      +L +AL+ L   DP L+   D+ T E I+   G+VQ E++   L  
+Y +
Sbjct  362  KQPE---
DEHKLHNALSDLTVEDPFLQYVQDTNTKENIIHVFGKVQQEILVETLQRQYGI  418

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469



            + V   P VI +E+P        +I     PF+A++GL V P   GSG+QY   V 
LG L
Sbjct  419  DAVFSAPRVICIEKPCGVGEAVEYI--
GECPFYATVGLRVEPGEPGSGLQYRLDVELGSL  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SFQ A++D +   L++GL+ W+VTD  +   +  Y SPVST  DFRSL P+VL 
+AL 
Sbjct  477  
PLSFQKAIKDTVIEVLQEGLYAWSVTDIIVTLTHTGYASPVSTAKDFRSLTPLVLMEALN  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++ EP        P+  LS+          T +  + + + V   G IP R     
Sbjct  537  
QAGTEVYEPMNDIQFILPESSLSKVLSRLAALEGTYQEPEFRNNVVHLHGTIPVRTSDEL  596

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            ++++   T+G  +      GY
Sbjct  597  KSEVHSLTSGEGMLSVRPGGY  617

>WP_062665501.1 MULTISPECIES: GTP-binding protein [Streptomyces]
 KUL77872.1 GTP-binding protein [Streptomyces sp. NRRL WC-3605]
 KUL79136.1 GTP-binding protein [Streptomyces sp. NRRL WC-3604]
Length=663

 Score = 384 bits (985),  Expect = 3e-121, Method: Compositional 
matrix adjust.
 Identities = 241/654 (37%), Positives = 339/654 (52%), Gaps = 
33/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G   E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLLHSAGVTDELGSVDAGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFALGDTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT---
VSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G    +V+++VR++L+  ++   T   +       +      
+A D 
Sbjct  121  
IPTLVFVNKIDRRGARCDAVLRAVRERLTPAVVPMGTAHGLGTRDARFVAAGPGPDALDV  180



Query  178  VIENNDKLLEKYIAGE--
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + +D LL  Y+ G   P      + +  RR   A   PVYYGSA  G G+  L+  
+ 
Sbjct  181  LADLDDALLTAYVEGRVAPADVRAALVDGTRR---
ALAHPVYYGSAHTGAGVDALITGIR  237

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------
AGREK  288
             +  P G   +  L G+VFKVE    G++  Y RL+SGTLR+RD +           
R +
Sbjct  238  
EVLPPAGGDPAGPLSGTVFKVERGPAGEKIAYARLFSGTLRVRDRIPFGPPARENGTRAE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G   R      G I  L     VR+ D LG P       +     
P L 
Sbjct  298  GRVTAVSVFDGGTDTRAGEVPAGRIARLWGLTDVRIGDALGTPRTAHGHLFAP---
PTLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P     R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L
+E+ 
Sbjct  355  
TVVDPAGGTDRRALHRALTRLAEQDPLIGLRHDEVRQETHVSLYGEVQKEVIEATLAEES  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V +E + + +ERP+   +     +   NPF A++GL V P   GSGV +   
V LG
Sbjct  415  
GLKVVFRETTPLCVERPVGRGAAVEFDKKDGNPFLATVGLRVDPAPPGSGVDFRLEVELG  474

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPAD  515
             +  +F  AV D +R  L QGL+GW V DC I   +            G   S  
ST  D
Sbjct  475  
SMPYAFFKAVEDTVRETLAQGLYGWQVPDCVITMTHSGYSPRQSHAHQGFDESMSSTGYD  534

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL +AL  +GT++ EP   F L  P + L+          A   T +      
Sbjct  535  
FRGLTPLVLMEALHRAGTRVHEPVHRFRLETPADTLAALLPALAGQRAVPHTTRAHGAVC  594

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  
629
            V  G +PA  +      L   T G     T    Y  A   P   PRRP + L+
Sbjct  595  VLEGTVPAAQVHGLEQRLPGLTRGEGELETAFDHYAPA--PPGTVPRRPRTDLN  
646



>WP_098230648.1 GTP-binding protein [Bacillus wiedmannii]
 PEP30903.1 tetracycline resistance protein [Bacillus wiedmannii]
 PFZ03025.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHF28091.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 383 bits (984),  Expect = 3e-121, Method: Compositional 
matrix adjust.
 Identities = 234/655 (36%), Positives = 360/655 (55%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAF--
PFYSVENEGTKEARIIEYKSYDNCI  178

Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E +    L  E   ++  A++F +++GSA  G G+  L+
+ ++
Sbjct  179  
ELLAPYNESLLESYVNNEIVPGTLLREELITQIAQANVFSIFFGSAMTGTGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L        +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+
Sbjct  239  
DLIPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P      
Sbjct  299  K--
KICMFHNGNAVQASIVPSGEFGKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+        +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERGELNSGIIYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP  +F L  P+  +S A +      A         D    TG 
+P   
Sbjct  532  
DALKQAETCVFEPVNAFELTVPERAISTAMYKLAAIPAAFADPIFNNDSYELTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_097890251.1 GTP-binding protein [Bacillus wiedmannii]
 PEC59911.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEI34284.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEN93934.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 383 bits (984),  Expect = 3e-121, Method: Compositional 
matrix adjust.
 Identities = 234/655 (36%), Positives = 359/655 (55%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAF--
PFYSVENEGTKEARIIEYKSYDNCI  178

Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E +    L  E   ++  A++F +++GSA  G G+  L+
+ ++
Sbjct  179  
ELLAPYNESLLESYVNNEIVPGTLLREELITQIAQANVFSIFFGSAMTGTGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L        +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+
Sbjct  239  
DLIPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P      
Sbjct  299  K--
KICMFHNGNAVQASIVPSGEFGKVWGLSDIKIGDIIGERTDYIKDIHFAEPQMEAAI  356

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
               PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L E
Sbjct  357  EALPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+        +    NPF+A+IG  +    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERGELNSGIIYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWGVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  



QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP  +F L  P+  +S A +      A         D    TG 
+P   
Sbjct  532  
DALKQAETCVFEPVNAFELTVPERAISTAMYKLAAIPAAFADPIFNNDSYELTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TENFKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_018384796.1 GTP-binding protein [Streptomyces vitaminophilus]
 KRV49064.1 GTP-binding protein [Streptomyces vitaminophilus]
Length=668

 Score = 384 bits (985),  Expect = 4e-121, Method: Compositional 
matrix adjust.
 Identities = 239/662 (36%), Positives = 342/662 (52%), Gaps = 
30/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I E G V+ GTTRTDT+ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHVAGVIDEVGRVDDGTTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVTEGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW---DA  177
            IPT++F+NKID  G D +  ++ +  KL+  ++   TV               AW   
DA
Sbjct  121  IPTLLFVNKIDSRGADCRRALRDLAAKLTPGVLAMGTVRAEG----
TRGARCTAWTGADA  176

Query  178  ---------VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL-
FPVYYGSAKKGLGI  227
                     + +++D LL  Y+  E     + +R E       SL  PV++GSA  
G G+
Sbjct  177  
HFVSDLLGVLCDHDDALLAAYVEEESAVPYRRLRAELAAQTARSLVHPVFFGSAITGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            + L+  V  L           + G+VFKVE    G+R   +R+ SGT+R+RD + L    
Sbjct  237  



RDLLAGVRELLPAAQGDPRGPVAGTVFKVERGPAGERIACVRMLSGTVRVRDRLRLGRGG  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
              K+T + +  +G       A  GEI  L     VR+ D LG          R    
P L
Sbjct  297  
AGKVTAISVFDRGTAEPRPQARAGEIGRLWGLGDVRIGDTLGAEGEPAAPAGRFFAPPTL  356

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P+    R  L  ALTQLA+ DPL+    D    E+ +S  G VQ EV+ A 
L++ 
Sbjct  357  
ETAVVPRRPGDRGALHAALTQLAEQDPLINLRQDDQRQEVHVSLYGEVQKEVIQATLADD  416

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + ++   +  + I  ERP         I+  PNPF A++GL V P  +G+GV +   
V  
Sbjct  417  
FGVDVTFRRTTTICRERPDGTGEAVEFIDREPNPFLATVGLRVEPAPVGTGVDFRLGVEP  476

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AV + +R  L QG+ GW VTDC++   +  Y+            S  
ST  
Sbjct  477  
GSMPSAFFTAVEESVRATLLQGVHGWEVTDCRVTMTHAGYWARQSHAHGTFDKSMSSTAG  536

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL+ +GT + EP   F L  P + L        +  A   T + 
+ + 
Sbjct  537  
DFRNLTPLVLVDALRRAGTTVHEPMHRFHLEVPADALGVVLPALGRLRAVPGTPEPRGES  596

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  G +PA  + A    L   T G  V       YQ  VG P  + R  ++ LD+  
++
Sbjct  597  
YLLQGRVPAAMVHALEQQLPGLTRGEGVLECAFDRYQPVVGPPPARDRTDHNPLDRKEYL  656

Query  635  FQ  636
             +
Sbjct  657  LR  658

>WP_019912996.1 GTP-binding protein [Paenibacillus sp. HW567]
Length=659

 Score = 383 bits (984),  Expect = 4e-121, Method: Compositional 
matrix adjust.



 Identities = 230/648 (35%), Positives = 353/648 (54%), Gaps = 
16/648 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI++
+AA+
Sbjct  7    
MERINVGIFAHVDAGKTTTTEHILYESGRIKAVGSVDSGTALTDSMEVERQRGISVRAAL  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ +++
+ALR++ 
Sbjct  67   
ASFTWKGVQMNLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRRLG  126

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENT  170
            IPT+IF+NK+D+ G D  +V+   R  LS DII ++Q +    E            
E   
Sbjct  127  
IPTLIFVNKMDRVGADPAAVLAQARTYLSGDIIPVQQPLGREQEYTGAVDLWKQEAEAAA  186

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              E  +A+ E +++LLE Y++G P+       + + +    ++FP+ YG A 
KGLGI  L
Sbjct  187  
RTEMLEALAERDEELLELYMSGAPLDLTMWKDQMKAKAAAGTVFPLIYGVAAKGLGIPAL  246

Query  231  MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKL  289
            +DA+T  F   G      + G V+ ++      R  ++RLY+G +R RD V   +  
E+ 
Sbjct  247  
LDAMTDYFPRAGGDPELPVSGIVYNIQRDKSMGRMAFVRLYNGIIRNRDAVLNYSQEEQG  306

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R    G          G+I VI     VR+ DVLG P  +P +   +  +P
+L  
Sbjct  307  KVTQIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGCPDAVPEE--
AKLAVPLLTV  364

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +   T  +  +++ AL +LAD DPLL  +      E+ +  +G +QLE++ ++L  
+Y 
Sbjct  365  
RVHWTTDMEDHKVIGALQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRYG  424

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468



            L+    +PSVIY E P +     +   + P P WA +   + P   GSG+ YES V    
Sbjct  425  LKVTFGQPSVIYKETPSRTGEGYVAY-
LMPKPCWAILRFKIEPGPPGSGLVYESLVRSSD  483

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L
Sbjct  484  
LLPQYQNETARRVPEALQQGLYGWEVTDLKVTLTEGEHHVWHTHPLDFAVATPMAIMDGL  543

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT+LLEP L   +  P+E   R  +D  +   T E   ++   ++  G +P      
Sbjct  544  
YRIGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGGRMIIEGRLPLATSLD  603

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMF  635
            Y   L+ YT GRS   +   GY+        +  RR  + LD+ R++ 
Sbjct  604  YPVSLSSYTKGRSTFTSFFAGYEECPSDVRAERTRRGVNPLDQARYIL  651

>WP_026162623.1 GTP-binding protein [Kribbella catacumbae]
Length=661

 Score = 383 bits (984),  Expect = 4e-121, Method: Compositional 
matrix adjust.
 Identities = 229/658 (35%), Positives = 349/658 (53%), Gaps = 
24/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLYAAGVIDEVGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L+VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAIDDVTVNLIDTPGHPDFIAEVERALSVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT+IF+NK+D+ G     +++S+ D+LSAD I          +  + +P    +     
Sbjct  121  
IPTLIFVNKLDRRGAQAAELLKSIADRLSADFIAMGEPTSLGDRDAAFTPYGRDDAGFTF  180

Query  173  EAWDAVIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D + E++D+LL  Y+   E +S + L      + Q A + PVY+GSA  G G   
L+



Sbjct  181  
AMIDLLAEHDDQLLATYVDNEEALSYDALRTRLAEQTQRALVHPVYFGSAITGAGTDALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +  L           + GSVFKVE    G++  ++R++SG +R RD +   G +
+ K+
Sbjct  241  
AGIRELLPASEGDVEGPVSGSVFKVERGPAGEKIAFVRMFSGAIRTRDRLRFHGDKESKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G ++       G+I  L     +++ D +G         +     P L 
T I
Sbjct  301  TAISVFDSGSVLTRPEVSAGQIGKLWGLGDIQIGDAIGIEGSTAESGYFAP--
PTLETVI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            AP   + +  L  AL+QLA+ DPL+    D I  E  +S  G VQ EV+   L+ +
+ ++
Sbjct  359  
APARPSDKGNLQVALSQLAEQDPLINLRQDDIRQETFVSLYGEVQKEVIQTTLASEFGID  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + I +ER     +     +  PNPF A+IGL V P  L SGV ++  V 
LG + 
Sbjct  419  
VTFRETTTICIERLDGTGAAVEFNKQDPNPFLATIGLRVEPAPLNSGVTFKLEVELGSMP  478

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV + +   + QG+ GW + D  +   +  Y             S  ST  
DFR+
Sbjct  479  
YAFIKAVEETVHETMRQGVHGWQIPDATVVMTHSGYSARQSHAHAVFDKSMSSTAGDFRN  538

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL+E+GT + EP   F L  P + +        +  A  +   +  +  
+  
Sbjct  539  
LTPLVLMTALQEAGTTVFEPMHRFQLDIPTDTVRGVLAALTRLRAIPQVPALGSETSILE  598

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            GEIPA  +      L   + G  V  +  + YQ   GQ   +PR  N  L++  ++  
Sbjct  599  
GEIPAAAVYQLEQHLPGLSRGEGVLESAFERYQPVTGQLPNRPRTDNDPLNRREYLLH  656

>WP_042134229.1 GTP-binding protein [Paenibacillus sp. FSL P4-0081]
 AIQ27923.1 GTP-binding protein [Paenibacillus sp. FSL P4-0081]



Length=659

 Score = 383 bits (984),  Expect = 4e-121, Method: Compositional 
matrix adjust.
 Identities = 227/620 (37%), Positives = 342/620 (55%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
TWQGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLEIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-----
LEENTD----IE  173
            +IF+NK+D+ G D  +V+   R  LS DI+ ++Q +    E +       E  D     
E
Sbjct  130  
LIFVNKMDRIGADPAAVLTQARTYLSGDIVPVQQPLYREREYIGAADLWSEGADAAARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLE Y+AG      +  RE   R     ++P+ YG A KGLG+  
L+DA
Sbjct  190  
LLEALAERDEELLELYMAGGAAELAQWKRELAVRTAAGRMYPLVYGVAAKGLGVTALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +E + 
K+T
Sbjct  250  
MTQYFPRAGGDAEQPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYTQEVQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGQPEAIPQE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                A   +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L E++ 
L+ 
Sbjct  368  



WGADADDHKVIAAFQELADEDPLLDTQWLQEERELHIKVMGPIQLEILDSVLQERFGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    +   + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGQPSVIYRETPSRAGEGYVAY-
LMPKPCWAILRFQIEPGPPGSGLVYESLVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL GW VTD KI    G ++   + P DF    P+ +   
L  +
Sbjct  487  
QYQNETARRVPEALQQGLRGWEVTDLKITLVEGNHHVWHTHPLDFAVATPMAIMDGLAHT  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT LLEP L   +  P+E   R  +D  +     E   ++ D ++  G +P      
Y  
Sbjct  547  
GTSLLEPILLVRIVVPEENGGRVMNDLVQMRGIFEPPVLQGDRMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFTSFFAGYE  626

>WP_063479332.1 GTP-binding protein [Paenibacillus glucanolyticus]
 KZS48432.1 tetracycline resistance protein [Paenibacillus 
glucanolyticus]
Length=647

 Score = 383 bits (983),  Expect = 4e-121, Method: Compositional 
matrix adjust.
 Identities = 226/621 (36%), Positives = 351/621 (57%), Gaps = 
19/621 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIG+LAHVDAGKTTLTE +LY SG I   GSV++G T TD++ +ER+RGITI+
+A  
Sbjct  3    
KILNIGVLAHVDAGKTTLTEQILYRSGIIERAGSVDQGNTTTDSLEIERRRGITIKSAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+
+  I
Sbjct  63   
SFTLGDLKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKEQGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177



            PT++F+NKID+ G +   V   +R+ L   I     +    S S  + + +  +    
+ 
Sbjct  123  
PTLLFMNKIDRMGANYNRVRTMLRNLLDEHICEMSRVDNEGSTSVHVDMADPHNSGWLEI  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   ND+LL+ Y    P+S E+L  E +++ +    +P++ GSA KG+G++PL+ A
+   
Sbjct  183  
MALLNDELLQDYAHDVPVSSERLKEELRKQTRQGKAYPLFAGSAAKGVGMEPLLAALNDF  242

Query  238  FQPIG---
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----LK  290
            F P+    E     L G VFKV     G+R VY RL++G ++ RD +++  ++     
LK
Sbjct  243  F-
PVNDPSELNHEPLSGLVFKVIKQPSGERNVYFRLFAGKVQARDEISVTSQDGQTTMLK  301

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
            + ++     G+         G+I IL    +R+ DV+G  + ++    +++ P+ +  
+T
Sbjct  302  
VKQLHALQHGKSAPAGHIDAGDIGILIGSELRVGDVIGAVSDKMKIVHFQKPPIQVHVST  361

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              P+      +L +AL+ L   DP L+   D+ T E I+   G+VQ E++   L +
+Y +
Sbjct  362  KQPE---DEHKLHNALSDLTVEDPFLQYVQDTNTKENIIHVFGKVQQEILVETL-
QRYGI  417

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E V   P VI +E+P        +I     PF+A++GL V P   GSG+QY   V 
LG L
Sbjct  418  EAVFSAPRVICIEKPCGVGEAVEYI--
GECPFYATVGLRVEPGEPGSGLQYRLDVELGSL  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SFQ A++D +   L++GL+ W+VTD  +   +  Y SPVST  DFRSL P+VL 
+AL 
Sbjct  476  
PLSFQKAIKDTVIGVLQEGLYAWSVTDIIVTLTHTGYASPVSTAKDFRSLTPLVLMEALN  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++ EP        P+  LS+          T +  + + + V   G IP R     
Sbjct  536  
QAGTEVYEPMNDIQFILPESSLSKVLSRLAALEGTYQEPEFRNNVVHLHGTIPVRTSDEL  595

Query  590  RTDLAFYTNGRSVCLTELKGY  610



            ++++   T+G  +      GY
Sbjct  596  KSEVHSLTSGEGMLSVRPGGY  616

>WP_076298378.1 GTP-binding protein [Paenibacillus odorifer]
 OMD55349.1 GTP-binding protein [Paenibacillus odorifer]
Length=659

 Score = 383 bits (983),  Expect = 5e-121, Method: Compositional 
matrix adjust.
 Identities = 226/622 (36%), Positives = 345/622 (55%), Gaps = 
19/622 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
EWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDI----------  172
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +  E  D+          
Sbjct  130  LIFMNKMDRVGADPEAVLAQARNYLSSDIIPVQQPIGKEQEYI--
EAIDLWGSDADPAAQ  187

Query  173  -
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             E  +A+ E ++ LLE Y++G  I      +  +        FP+ YG A KGLGI  
L+
Sbjct  188  
TELLEALAERDEDLLETYMSGSSIDLAAWKKYMKTASASGRFFPMVYGVAAKGLGITALL  247

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLK  290
            DA+   F   G      + G V+ ++      R  ++RLY GT+R RDTV    +  
+ K
Sbjct  248  
DAMVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVMNYTQNIQGK  307

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T++R    G      +   G+I VI     VR+ DVLG P  +P +   +  +P
+L   
Sbjct  308  VTQIRKVEGGRTEDVGSLEAGDIAVIYGLSGVRIGDVLGHPEAIPEE--
AKLAVPLLTVR  365



Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +   T     +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E
+Y L
Sbjct  366  
VFWGTDMDDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYAL  425

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +PSVIY E P  A    I   + P P WA +   + P   GSG+ Y+S V    
L
Sbjct  426  KVTFGQPSVIYKETPASAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSVVRSSDL  484

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L 
Sbjct  485  
LPQYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLA  544

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y
Sbjct  545  
RVGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDY  604

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
               L+ YT GRS   +   GY+
Sbjct  605  PITLSSYTKGRSTFTSFFAGYE  626

>WP_046959814.1 GTP-binding protein [Bacillus cereus]
 KKZ93464.1 hypothetical protein B4147_2700 [Bacillus cereus]
Length=647

 Score = 382 bits (982),  Expect = 5e-121, Method: Compositional 
matrix adjust.
 Identities = 227/653 (35%), Positives = 356/653 (55%), Gaps = 
25/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   



VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        ++E  +  +    
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILSHEAFPFYSAQNEGTKEARIIEYKSYDDCMVL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LASYNETLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                       L   VFK+E    G++  Y+R++SG + +R  V      AL  
+EK+K 
Sbjct  241  
IPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGRIHVRKYVDIQRGEALTHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
             ++ +   G  ++      GE   +     +++ D++G+ T  +    + E   P 
+   
Sbjct  300  -KICVFHNGNAIQASIVPSGEFCKVWGLSDIKIGDIIGERTDSIKNIHFAE---
PQMEAA  355

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            I    A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L EK
Sbjct  356  IE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK + T   EP   F L  P+  +S A +      AT     +  D    TG +P    
Sbjct  533  



ALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFSEPILNHDSYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            + ++  L  +T G  +  T+  G+         + R    P +R D + H+ +
Sbjct  593  EHFKRILHSFTEGEGILTTKPSGFTKLTAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_097923941.1 GTP-binding protein [Bacillus thuringiensis]
 PDY61867.1 tetracycline resistance protein [Bacillus thuringiensis]
 PEW72567.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFA26611.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFD27805.1 tetracycline resistance protein [Bacillus thuringiensis]
 PFV72017.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGN26765.1 tetracycline resistance protein [Bacillus thuringiensis]
 PGQ43184.1 tetracycline resistance protein [Bacillus thuringiensis]
Length=647

 Score = 382 bits (982),  Expect = 5e-121, Method: Compositional 
matrix adjust.
 Identities = 229/652 (35%), Positives = 357/652 (55%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  
LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291



                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L  P+  +S A +      AT        +    TG +P    
+
Sbjct  534  
LIQAETYVYEPVNEFELNVPEYAISTAMYKLAAVPATFAEPIFNYNSYQLTGSLPVAKTE  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  
636
            +++  L  +T G  +  T+  G+   +     + R    P +R D + H+ +
Sbjct  594  SFKRILHSFTEGEGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_086170746.1 GTP-binding protein [Streptomyces pharetrae]
 OSZ58732.1 GTP-binding protein [Streptomyces pharetrae CZA14]
Length=657

 Score = 383 bits (983),  Expect = 6e-121, Method: Compositional 
matrix adjust.
 Identities = 235/616 (38%), Positives = 333/616 (54%), Gaps = 
22/616 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V+++   +LSA ++   T +   +P       T   A 
D +
Sbjct  121  
IPTLLFVNKIDRRGAAYEDVLRAAAGRLSAAVVPMGTATGLGTPAARFTPGTVPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D LL   + G  +    L R    + +   + P Y GSA  G G+  L D +  
L 
Sbjct  181  AGHDDDLLAACLDGA-
VPDGLLRRALAEQTRQGLVHPAYAGSAITGAGVDALADGIRRLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEMRI  296
                      + G+VFKVE    G++  Y RL+SGTLR+RD + +   GRE  ++T 
+++
Sbjct  240  PAADGDPEGPVSGTVFKVERGPAGEKVAYARLFSGTLRVRDRIPVGEEGREG-
RVTAVQV  298

Query  297  PSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G   R      G I  L   S VR+ D LG P +   + +     P L T + 
P   
Sbjct  299  FDHGTDTRRAEVTAGRIARLWGLSEVRIGDWLGTPGKTAGQLFAP---
PTLETVVEPVRP  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV A L+++Y L    
+E
Sbjct  356  
ADRRALHLALTQLAEQDPLIGLRHDEVRRETSVSLYGEVQKEVVQATLADEYGLAVTFRE  415

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ERP+ + +     +   NPF A++GL V P   G+G ++   V LG +  
+F  



Sbjct  416  
TTPLCVERPVGSGAAVEFNKKDGNPFLATVGLRVDPAPAGAGTEFRLEVELGSMPYAFFK  475

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIV  523
            AV D +R  L QGL GW V DC +   +            G   S  ST ADFR L 
P+V
Sbjct  476  
AVEDTVRETLGQGLHGWQVIDCTVTMTHCGYSPRQSHAHQGFDKSMSSTGADFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +GT++ EP   F L AP + L           A   T + +    V  G 
+PA
Sbjct  536  
LTEALRGAGTRVYEPTHRFRLEAPADTLGALLPVLSALRAVPRTTETRGARCVLDGAVPA  595

Query  584  RCIQAYRTDLAFYTNG  599
              +      L   T G
Sbjct  596  ARVHELEQRLPGLTRG  611

>WP_088609194.1 GTP-binding protein [Bacillus sp. K2I17]
 OWT50162.1 tetracycline resistance protein [Bacillus sp. K2I17]
Length=647

 Score = 382 bits (982),  Expect = 6e-121, Method: Compositional 
matrix adjust.
 Identities = 232/652 (36%), Positives = 354/652 (54%), Gaps = 
23/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAIL ISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILAISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID+ G + + V++ +++ LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRNGANTEKVMKQIKEVLSNEAF--
PFYSVENEGTKEARIIEYKSYDNCI  178

Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235



            E     N+ LLE Y+  E +    L  E   ++  A++F +++GSA  G G+  L+
+ ++
Sbjct  179  
ELLAPYNESLLESYVNNEIVPGTLLREELITQIAQANVFSIFFGSAMTGTGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L        +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+
Sbjct  239  
DLIPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G  V+      GE   +   + +++ D++G+ T   +     +P      
Sbjct  299  K--
KICMFHNGNAVQASIVPSGEFCKVWGLNDIKIGDIIGERTNYIKDIHFAEPQMEAAI  356

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               PK   +   L  AL  L + DPL++   D I +E+ +   G VQ EV+   L 
EKY 
Sbjct  357  EAVPK--
ERIHNLYAALMDLCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEKYN  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       V+ +E+P+   +    +    NPF+A+IG  +    L SGV Y+  V 
LG 
Sbjct  415  
LQVTFSNTRVVCIEKPIGVGNSVEVMGEKTNPFYATIGFKIERGELNSGVTYKLGVELGS  474

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  
AL
Sbjct  475  
LPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDAL  534

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ T + EP   F L  P+  +S A +      A         D    TG +P    
+ 
Sbjct  535  
KQAETCVFEPVNEFELNVPEYAISTAMYKLAAIPAAFADPIFNNDSYELTGSLPVAKTEN  594

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
            ++  L  +T G  +  T+  GY+  +  P    +R    P +R D + H+ +
Sbjct  595  FKRMLHSFTEGEGIFTTKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_024630144.1 MULTISPECIES: GTP-binding protein [Paenibacillus]



 KGP82245.1 GTP-binding protein [Paenibacillus sp. MAEPY1]
 KGP82793.1 GTP-binding protein [Paenibacillus sp. MAEPY2]
 OZQ73610.1 GTP-binding protein [Paenibacillus taichungensis]
Length=662

 Score = 383 bits (983),  Expect = 6e-121, Method: Compositional 
matrix adjust.
 Identities = 224/627 (36%), Positives = 341/627 (54%), Gaps = 
26/627 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV RSL V+DGAIL++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERSLRVMDGAILIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV------  178
            I+INK+D+ G   ++V+  +R  LS  I   Q+  ++ ++    +T    W+A+      
Sbjct  129  IYINKMDRIGASAETVIDQIRSSLSPFICGIQSYRMNDDVFDGIDT---
LWNAIQTEVMG  185

Query  179  ------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                         E ++ L+E YI GE +    L    +++V    +FP+ YG++ 
KG+G
Sbjct  186  
SPSSIPGLFELLAELDEDLMEAYINGETLPAHLLDEAFRKQVHQGVVFPICYGASGKGIG  245

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            +  L+DA+        +   A++ G VFK+E      R  Y+R+Y G++  RDT+  
+ R
Sbjct  246  
VTELLDAIIEFLPAPAQPQDASVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTR  305

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLP  344
            E + K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  
+P
Sbjct  306  ELEEKVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQMAVP  363

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S



+LL 
Sbjct  364  
LLTVQVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLM  423

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             ++ L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y 
S V
Sbjct  424  SRFGLDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSMEPLPRGSGLVYSSTV  482

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    
P+ +
Sbjct  483  
RTDHLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGI  542

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
               L  +GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G 
+P  
Sbjct  543  
MDGLASTGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLA  602

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                Y   L   T+GR V  T   GYQ
Sbjct  603  SSMDYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_096189851.1 GTP-binding protein [Bacillus sp. FJAT-44876]
Length=648

 Score = 382 bits (982),  Expect = 6e-121, Method: Compositional 
matrix adjust.
 Identities = 216/619 (35%), Positives = 350/619 (57%), Gaps = 
11/619 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTLTE +LY +G I   GSV+KGTT TD++ +ER+RGIT+
++A 
Sbjct  1    
MKRINIGVLAHVDAGKTTLTEQILYQAGIIKHVGSVDKGTTLTDSLEIERRRGITVKSAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF++EV  SL VLDGAILVISA +GVQ+QTR+L   L
++  
Sbjct  61   
VSFYLNDLKVNVIDTPGHADFISEVEHSLNVLDGAILVISAVEGVQSQTRVLMQTLKEHR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176



            IPT++F+NKID+ G D + +V  ++  L   I     V    S S  I   +  + 
+  D
Sbjct  121  
IPTILFMNKIDRIGADYKKIVTMIQTLLDEHICEMNNVIDAGSSSVRIKRADPEESQWLD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   ND LL   +   PI++++L  E  R+ +  +++P++ GSA KG+G++ L+ 
++  
Sbjct  181  
ILALKNDSLLYDLVHSIPITKDQLNDELCRQTKSGNVYPLFAGSAMKGIGVEQLLASLDD  240

Query  237  LF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---LKI  291
             F      E  +  L G VFKV+    G+R  ++RL+ G +++R+ + +  +E+   
LK+
Sbjct  241  
FFPVHNTTESEAKPLSGIVFKVQINPIGERVTFIRLFEGMIQVREEIPVISKEQHSSLKV  300

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +     G+ V  +    G+I IL    +++ DV+G  ++       E P P ++  
++
Sbjct  301  KHLYSLQNGKWVSVNEVGAGDIAILKGGHLKVGDVIGTFSQKMNVIHFESP-P-
IQVIVS  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             K     + L +AL  L   DP L+   DS+T E ++   G+VQ E+++  + ++Y 
+E 
Sbjct  359  
AKYREDEQILHNALHNLTAEDPFLQYRYDSLTKENMIHVFGKVQQEILTETIKQQYGIEA  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            +   P V+ +E+P+       +I    NPF A++G  +   + GSG++Y     LG 
L  
Sbjct  419  
LCSSPKVMCIEKPISTGEAVEYIGDSNNPFLATVGFRIEYNTQGSGLKYVLEAELGSLLL  478

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQ A+++ +   L++GL+GW VTD  +   +  Y S ++T +DFR+L P+VL  
AL ++
Sbjct  479  
SFQKAIKETVEDVLQEGLYGWQVTDIVVTLTHTGYDSVLTTASDFRNLVPLVLMDALSKA  538

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T + EP     L  P+ +LS+    A       + A  ++  V   G +P R +   
R+
Sbjct  539  
ETNVYEPANRIQLILPESHLSKVLSRATVLEGIFQEAYYQRKTVHLNGTMPVRTVDILRS  598



Query  592  DLAFYTNGRSVCLTELKGY  610
            +L   T+G         GY
Sbjct  599  ELHSLTSGEGTISIRPGGY  617

>WP_046503944.1 GTP-binding protein [Streptomyces odonnellii]
Length=684

 Score = 384 bits (985),  Expect = 6e-121, Method: Compositional 
matrix adjust.
 Identities = 240/680 (35%), Positives = 355/680 (52%), Gaps = 
43/680 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGSTQTDSLTLERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVVDGVTVNLIDTPGHPDFIAEVERVLNVLDGAVLVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT+IF+NKID+ G   + V+++V ++LS  I+          +    +P    ++    
Sbjct  121  
IPTLIFVNKIDRRGAHDERVLRAVSERLSPAIVPMGAAYGLGARGAGFTPFGEADDTFTA  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +++D L+  Y+  G P+   +L      +   A + PVY+GSA  G G+  
L+
Sbjct  181  
GLAEVLADHDDALMAAYLDDGTPLPYRRLRDGLAAQTGRALVHPVYFGSAITGAGVDALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----  287
              +T L          A+ G+VFK+E    G++  Y+R+ SGT+R RD + L GR     
Sbjct  241  TGITELLPASERDTEGAVSGTVFKIERGTAGEKIAYVRMVSGTVRTRDKL-
LFGRHGAGG  299

Query  288  ---KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRL------
PRKR  337
               + K+T + +  +G  V   +   G I +L     +R+ D +GD          
P   
Sbjct  300  
AAAEGKVTAISVFDQGAAVSRSSVEAGRIGLLRGLGDIRIGDTIGDAMAAVDAADPPGSS  359

Query  338  WREDPL-------



PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
              +DP        P L T + P++ A +  L +AL QL + DPL+    D+I  EI 
+S 
Sbjct  360  
TAQDPSGQRHFAPPTLETVVVPRSPADKGALHEALAQLVEQDPLINLRQDAIRQEISVSL  419

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
             G VQ EV+ A L+  + +    +E + I +ERP  +      +   PNPF A
+IGL V 
Sbjct  420  
YGEVQKEVIQATLANDFGVHVTFRETTTICVERPAGSGEALEIMGKDPNPFLATIGLRVE  479

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---  507
            P   GSGV++   + LG L  +F  A+ + ++  L QG+ GW V DC +      Y    
Sbjct  480  
PAPHGSGVEFRREIELGSLPLAFLKAIEETVKQTLLQGIHGWQVIDCAVTLTRSGYAPRQ  539

Query  508  ---------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
                     S  ST  DFRSL P+VL  ALK++GT + EP   F L  P +    A    
Sbjct  540  
SHAHAVFDKSMSSTGGDFRSLTPLVLMAALKQAGTMVYEPMHRFRLELPADVYGSALPVL  599

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
             +  A   T        +  GEIPA  +      L   T G  V  +    YQ   
G   
Sbjct  600  
ARLRAVPRTPSTHGSSYLLEGEIPAAQVHELEQRLPTLTRGEGVLESAFDHYQQVTGPLP  659

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             +PR  +  L++  ++ + V
Sbjct  660  SRPRTDHDPLNRKEYLLRVV  679

>WP_053196001.1 GTP-binding protein [Streptomyces viridochromogenes]
 KOG09412.1 GTP-binding protein [Streptomyces viridochromogenes]
 KOG27318.1 GTP-binding protein [Streptomyces viridochromogenes]
Length=668

 Score = 383 bits (983),  Expect = 7e-121, Method: Compositional 
matrix adjust.
 Identities = 234/657 (36%), Positives = 347/657 (53%), Gaps = 
34/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGNTQTDSLALERQRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-SLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V++++ ++L+A ++   T   L              A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGARYDAVLRALSERLTASVVPMGTADGLGTRAARFRPGLTSSALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  YI  E +S ++L      + + A + PVY+GSA  G G+  L + +  
L 
Sbjct  181  ADHDDELLTAYIE-
ETVSYDRLRTALADQTRQALVHPVYFGSAITGAGVGALAEGIGQLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-------------  285
                      + GSVFKVE    G++  Y R++SGT+R+RD +                 
Sbjct  240  
PAADGDPEGPVSGSVFKVERGPAGEKVAYARMFSGTVRIRDRIRFGAVGASSDAGEPDDT  299

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
            R + +IT + +  +G   R D    G I  L     +R+ D  G+P +     +     
P
Sbjct  300  
RAEGRITAISVFDRGADRRDDLVAAGRIAKLWGLADIRIGDAFGEPRKAAGHFFAP---P  356

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P   A R  L  ALT LA+ DPL+    D +  E  +S  G VQ EVV 
A L+
Sbjct  357  
TLETVVVPADGADRRDLHRALTLLAEQDPLIDLRHDEVRQETFVSLYGEVQKEVVQATLA  416

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +++ L+   +E + + +ERP+ + +     +   NPF A+IGL V P  +GSGV +   
V
Sbjct  417  
DEFGLDVTFRETTPLCVERPVGSGAAVEFNKKDGNPFLATIGLRVDPAPVGSGVAFRLEV  476

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVST  512
             LG +  +F  AV D +R  L QGL GW V DC +   +            G   S  
ST
Sbjct  477  
ELGSMPFAFFKAVEDTVRETLGQGLRGWQVPDCTVTMTHSGYSPRQSHAHQGFDKSMSST  536



Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR L P+VL +AL+ +GT++ EP   F + AP + L+       +  A  +T 
+ + 
Sbjct  537  
GYDFRGLTPLVLVEALRRAGTRVHEPMHRFRVEAPSDTLAALLPVLARLRAVPQTTETRG  596

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
               V  G +PA  +      L   T G     +    Y  A   P   P R  + L
+
Sbjct  597  ASCVLEGAVPAAHVHELEQHLPGLTRGEGELESAFDHYAPAA--
PGTAPERRRTDLN  651

>WP_099852807.1 GTP-binding protein [Micromonospora sp. CNZ299]
 PIF82822.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
sp. CNZ299]
Length=665

 Score = 383 bits (983),  Expect = 7e-121, Method: Compositional 
matrix adjust.
 Identities = 241/663 (36%), Positives = 345/663 (52%), Gaps = 
35/663 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+  G   + G V+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHDVGVTDQLGRVDAGSTQTDTLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFVLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----
SPEIVLEENTDIEAWD  176
            IPT+IFINK+D+AG D + V ++V +KL+  ++   +V++             TD+   
D
Sbjct  121  
IPTLIFINKVDRAGADPERVFRAVAEKLTPAVVAMGSVAVPGTRGAYCTPYGPTDLAFTD  180

Query  177  AVIE----NNDKLLEKYIAGE-----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
             +++     +D LL  ++A       P  R  L     R    A + PVY GSA  
G G+
Sbjct  181  RLLDLLTGQDDVLLADWVADTSSLPYPRLRAALATGTGR----
ALVQPVYAGSAITGAGV  236



Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+  +T L   +     A + G+VF +E    G++   +RL++GT+R RD V +   
+
Sbjct  237  
DALIAGITELLPTVEGDADAPVSGTVFAIERGPAGEKIALVRLFAGTIRTRDRVRVGAVD  296

Query  288  
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED---PLP  344
               +T +R+ + G  V       G I  L       +  +GDP  +P +R   D     
P
Sbjct  297  AELVTAVRVVAHGADVEASAVEAGHIARLWGLK---
HARIGDPVGVPPERGGADRHFAPP  353

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P     R  L  AL QLA+ DPL+    D   HEI +S  G VQ EV+ 
A L+
Sbjct  354  
TLETVVVPTRPGDRVALHAALVQLAEQDPLINLRQDDRRHEITVSLYGEVQKEVIQATLA  413

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E + +    +E S +++ER          I V PNPF A++GL V P   G+GV +   
V
Sbjct  414  
EDFGVGVTFRETSTVHVERVCGVGEAVEVIAVAPNPFLATVGLRVAPAPTGAGVTFRLGV  473

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
             LG +  +F  AV + +R  L QGL GW V DC++   +  Y+            S  
ST
Sbjct  474  
ELGSMPPAFFTAVEETVRRTLRQGLHGWEVPDCEVTMTHAGYWARQSHSHGTFDKSMSST  533

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR+L P+VL  AL  +GT++ EP   F L  P + L        +  A       
+ 
Sbjct  534  
AGDFRNLTPLVLMAALARAGTRVHEPVHRFRLEVPGDILGTLLPALTRLDAVPTDTTGQG  593

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
               +  GEIPA  + A    L   T G  V  TE   Y+   G   ++ R  N+ 
LD+  
Sbjct  594  
ASYLVQGEIPAGLVHALERRLPALTRGEGVLETEFDCYRPVRGPAPVRTRWDNNPLDRKE  653

Query  633  HMF  635
            ++ 
Sbjct  654  YLL  656



>WP_090805321.1 GTP-binding protein [Paenibacillus sp. 276b]
 SEA22601.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. 276b]
Length=661

 Score = 383 bits (983),  Expect = 7e-121, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 351/648 (54%), Gaps = 
20/648 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV RSL V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERSLRVMDGAVLIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL-------
EENTDIEA---  174
            I+INK+D+ G   ++V+  +R  LS  +   QT  ++ E+         E    ++    
Sbjct  129  
IYINKMDRVGASAETVIDQIRSSLSPFVCEIQTFRMNEEVFEGIDSLWNESQAQVQGSSS  188

Query  175  ----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                ++ + E ++ L+E YI GE +  ++L     ++V    +FP+ YG++ KG
+GI  L
Sbjct  189  
IPGLFELLAELDEDLMEAYINGETLPADQLDEAFCKKVHQGEVFPICYGASGKGIGITEL  248

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
RE + 
Sbjct  249  
LDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVYNRDTIYNSTRELEE  308

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  +P
+L  
Sbjct  309  KVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQLAVPLLTV  366

Query  349  



TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++ 
Sbjct  367  
QVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRFG  426

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S V   
+
Sbjct  427  LDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTDH  485

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ +   
L
Sbjct  486  
LLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDGL  545

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P      
Sbjct  546  
ASIGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSMD  605

Query  589  YRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
            Y   L   T+GR V  T   GYQ     Q   + RR  + LD+ +++ 
Sbjct  606  YPVKLRSETSGRGVLTTSFAGYQDCPSDQTHTRKRRGVNPLDQSKYIL  653

>WP_074309255.1 GTP-binding protein [Micromonospora cremea]
 SIM63391.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
cremea]
Length=666

 Score = 383 bits (983),  Expect = 7e-121, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 347/660 (53%), Gaps = 
29/660 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LLYA G I   GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLYAVGVIDRLGSVDAGSTRTDSLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQ QTR+L   
LR++ 
Sbjct  61   



VSFVLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT+IF+NK+D+AG D + VV++V +KLS  ++   +V+         +P    +     
Sbjct  121  
IPTLIFVNKVDRAGADPERVVRAVAEKLSPSVVAMGSVAGPGTRDARCTPYGPADVGFTD  180

Query  173  EAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +   ++ LL  ++     +   +L      R   A + PV+ GSA  G G+  
L+
Sbjct  181  
RLLDLLAGQDEALLADWVTDASTVPYPRLRGALADRTGRALVQPVFAGSAVTGAGVDALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +T L   +     A + G+VF +E    G++   +RL++GT+R+RD + +       
+
Sbjct  241  
AGITELLPTVQGDADAPVSGTVFAIERGPAGEKIALVRLFAGTIRVRDRIRVGATGAALV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRW---
REDPLPMLR  347
            T  R+ + G  V   +   G I  L      L +  +GDP  +P +R    R+   
P L 
Sbjct  301  TAARVVADGADVVASSVAAGHIARLWG----
LTEARIGDPVGVPPERAGVDRQFAPPTLE  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P  AA R  +  AL+QLA+ DPL+    D   HEI +S  G VQ EV+ A L
++ +
Sbjct  357  
TVVVPARAADRVTMHAALSQLAEQDPLINLRQDDRQHEISVSLYGEVQKEVIQATLADDF  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +    +E S +++ER     +    I V PNPF A++GL V P   G+GV +   
V LG
Sbjct  417  
GVVVTFRETSTVHVERVCGVGAAVEVIAVAPNPFLATVGLRVGPAPTGAGVSFRLGVELG  476

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPAD  515
             +  +F  AV + +   L QG  GW V DC++   +  Y+            S  
ST  D
Sbjct  477  
SMPPAFFAAVEETVHRTLRQGPHGWQVPDCEVTMTHAGYWARQSHSHGTFDKSMSSTAGD  536

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR+L P+VL  AL  +GT++ EP   F L  P + L        +  A       +    
Sbjct  537  



FRNLTPLVLMTALTRAGTRVHEPVHRFRLEVPGDVLGTLLPALARLDAVPTDTTGQGTSY  596

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            +  GEIPA  + A    L   T G  V  T    Y+   G    +PR  ++ LD+  
++ 
Sbjct  597  
LVEGEIPAGRVHALERRLPALTRGEGVLETAFDRYRPVRGPAPTRPRWDHNPLDRKEYLL  656

>GAK38578.1 small GTP-binding protein [Paenibacillus sp. TCA20]
Length=658

 Score = 382 bits (982),  Expect = 8e-121, Method: Compositional 
matrix adjust.
 Identities = 233/653 (36%), Positives = 341/653 (52%), Gaps = 
32/653 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV +GT  TD++ +E+QRGI+++AA 
TSF 
Sbjct  7    
NVGIFAHVDAGKTTTTEQILYQSGVIRALGSVNEGTAFTDSLDIEKQRGISVKAAATSFV  66

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C VN+VDTPGH+DF++EV RSL V+DGAIL+ISA DGVQAQT  ++ ALRK+
+IPT+
Sbjct  67   
WKNCTVNLVDTPGHIDFISEVERSLRVMDGAILIISAADGVQAQTETIWKALRKLHIPTI  126

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--------------
LEENT  170
            I++NK+D+  + +  ++ ++   LS   +  Q +    E++               
EE+ 
Sbjct  127  
IYVNKMDRPDISVTDIMNNITSLLSPAALPVQQIQFDQEVLSDAVSIFTADGIDAREEHN  186

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             I  W A  + +++ LE++I GE ISR +L        +  + FPV +GS++KG
+GIQ L
Sbjct  187  IIAEWLA--
DQDEEFLERFIEGEDISRNELHDRIAAEARHGNAFPVCFGSSQKGIGIQEL  244

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M+A+              L G VFKVE      R VY+RLY+G L  RDTV +  R  
+ 
Sbjct  245  
MEAIIDYLPGPACNADGPLSGVVFKVERDKSMGRAVYIRLYNGKLHTRDTVTIKNRGLEE  304

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPL-----  343
            K+T++R     + +       G+I  +      ++ D++G  T +P       PL     
Sbjct  305  KVTQIRKLEGRKAIDLGQFEAGDIAAVYGLHEAQIGDIIGSETYVP-------
PLPGMAV  357

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K AAQ   L+ AL +L D DPLL         E+ L  +G +QLE++ 
++L
Sbjct  358  
PLLTVQVHCKDAAQYPSLIAALQELTDEDPLLGLTWLKDERELHLKVMGSIQLEILESIL  417

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E P       I   + P P WA +  ++ PL  GSG+ 
Y S 
Sbjct  418  LSRFGLAVTFDPPSVIYKETPTAEGEGYIAYTM-
PKPCWAVLRFAIRPLPRGSGLVYRSE  476

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L + +QN V   +   LEQGL+GW VTD ++   YG ++   + P DF    
P+ 
Sbjct  477  
VRYDHLLERYQNEVARRVPEALEQGLYGWEVTDLEVVLTYGEHHVWHTHPLDFVVATPMG  536

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L +  T LLEP   F +  P+E   +   +     A  E   +        G 
IP 
Sbjct  537  
IMDGLDQVRTTLLEPMQHFRIIVPEENGGKVLSELVHMRAVFEAPYIAHGRCTVEGIIPV  596

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAA-VGQPVIQPRRPNSRLDKVRHMF  
635
                 Y   L   T G  +  T   GYQA   G    + RR     D+ R++ 
Sbjct  597  ATSLNYPVQLRSETKGSGIMTTSYAGYQACPEGISATRKRRGVDPRDQSRYIL  
649

>WP_042185495.1 GTP-binding protein [Paenibacillus sp. FSL H7-0737]
 AIQ22408.1 GTP-binding protein [Paenibacillus sp. FSL H7-0737]
Length=659

 Score = 382 bits (982),  Expect = 8e-121, Method: Compositional 
matrix adjust.
 Identities = 225/620 (36%), Positives = 342/620 (55%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+I+AA
+ SF
Sbjct  10   



INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMDVERQRGISIRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
EWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q      E +          +     
E
Sbjct  130  
LIFMNKMDRVGADPEAVLAQARNYLSSDIIPVQQPTGKEQEYIGAIDLWGSDADPAAQTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E ++ LLE Y++G  I      +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEDLLETYMSGSSIDLAAWKKYMKTASASGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDTV    +  + 
K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVMNYTQNIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G      +   G+I VI     VR+ DVLG P  +P +   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGSLEAGDIAVIYGLSGVRIGDVLGHPEAIPEE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
              T     +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  368  
WGTDMDDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P  A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPASAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q+     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   



L   
Sbjct  487  
QYQSETARRVPEALQQGLYGWEVTDLKVTLIEGQHHVWHTHPLDFAVATPMGIMDGLARV  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFTSFFAGYE  626

>WP_076242340.1 GTP-binding protein [Paenibacillus sp. FSL H8-0259]
 OMF32814.1 GTP-binding protein [Paenibacillus sp. FSL H8-0259]
Length=659

 Score = 382 bits (982),  Expect = 8e-121, Method: Compositional 
matrix adjust.
 Identities = 226/620 (36%), Positives = 342/620 (55%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
TWQGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-----
LEENTD----IE  173
            +IF+NK+D+ G D  +V+   R  LS DI+ ++Q +    E +       E  D     
E
Sbjct  130  
LIFVNKMDRIGADPAAVLTQARTYLSGDIVPVQQPLYREREYIGAADLWSEGADAAARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLE Y+AG      +  RE   R     ++P+ YG A KGLG+  
L+DA
Sbjct  190  
LLEALAERDEELLELYMAGGAADLAQWKRELAVRTAAGRMYPLVYGVAAKGLGVTALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-



KLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +E + 
K+T
Sbjct  250  
MTQYFPRAGGDAEQPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYTQEVQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVVYGLAGVRIGDVLGQPEAIPQE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                A   +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L E++ 
L+ 
Sbjct  368  
WGADADDHKVIAAFQELADEDPLLDTQWLQEERELHIKVMGPIQLEILDSVLQERFGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +     +   + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGQPSVIYRETPSRTGEGYVAY-
LMPKPCWAILRFQIEPGPPGSGLVYESLVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL GW VTD KI    G ++   + P DF    P+ +   
L  +
Sbjct  487  
QYQNETARRVPEALQQGLRGWEVTDLKITLVEGNHHVWHTHPLDFAVATPMAIMDGLAHT  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Y  
Sbjct  547  
GTSLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFTSFFAGYE  626

>WP_036649654.1 GTP-binding protein [Paenibacillus wynnii]
 KGE19074.1 GTP-binding protein [Paenibacillus wynnii]
Length=656

 Score = 382 bits (982),  Expect = 8e-121, Method: Compositional 
matrix adjust.
 Identities = 233/645 (36%), Positives = 352/645 (55%), Gaps = 
16/645 (2%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGI AHVDAGKTT TE +L+ SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  9    
MNIGIFAHVDAGKTTTTEHILFESGRIRSLGSVDSGTALTDSMDVERQRGISVRAALASF  68

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQT +++ ALRK
+NIPT
Sbjct  69   
SWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQTEMIWGALRKLNIPT  128

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R  LS +II ++  +    + +          E      
Sbjct  129  
LIFMNKMDRMGADHEAVLAQARTYLSENIIPVQHPLGTEQDFIGAADLWMDGAEPALQTA  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLE Y++GE I  E            A +FP+ YG+A K +GI  
L+DA
Sbjct  189  
LLEALAERDEELLETYMSGEAIHLEAWKDHLTAAASSAQIFPLVYGAAAKSIGITELLDA  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R R+TV    +  + 
KIT
Sbjct  249  
MLQYFPRAGGDVEQPVSGIVYSIQRDKTMGRMAFVRLYEGTVRNRETVLNYTQNIQEKIT  308

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+    SVR+ DVLG P  +P++     PL  +R   
A
Sbjct  309  
QIRKVEGGRTEDVGILEAGDIAVVYGLSSVRIGDVLGSPDAIPQEAKLAVPLLTVRVHWA  368

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +  +++ AL +LAD DPLL  +      E+ +  +G +QLE++S++L  +Y 
LE 
Sbjct  369  QDM--
EDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILSSVLEHRYGLEV  426

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +     I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  427  TFGQPSVIYKETPSRMGEGFIAYTM-



PKPCWAILRFLIEPGLPGSGIVYDSVVRSSDLLP  485

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ L   
L   
Sbjct  486  
QYQNETARRVPEALQQGLYGWEVTDVKVTLIEGQHHVWHTHPLDFAVATPMALMDGLSNV  545

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L   +  P+E   R  +D  +   T E   ++ + +V  G +P      
Y  
Sbjct  546  
GTRLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMVIEGRLPLATSLDYPV  605

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMF  635
             L+ YT GRS   +   GY+A     + +  RR  + LD+ +++ 
Sbjct  606  TLSSYTKGRSTFTSFFAGYEACPPDVIAERTRRGVNPLDQAKYIL  650

>WP_089210847.1 GTP-binding protein [Streptosporangium subroseum]
Length=670

 Score = 382 bits (982),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 241/661 (36%), Positives = 359/661 (54%), Gaps = 
31/661 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  2    
VRTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGSTQTDSLALERQRGITIKSAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  62   
ASFVVDDVTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  121

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLSPEIVLE---
ENTDIEAWD  176
            IPT++F+NK+D+ G   + VV+S+ +KL+ A I +   + +     L      TD     
Sbjct  122  
IPTLVFVNKVDRGGARYERVVRSITEKLTPASISMGSVLGMGTRDALSVPYGATDAGFTS  181

Query  177  AVI----ENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             +I    +++D  L  Y+  E   P  R +     Q     A + P+++GSA  G 
G+  
Sbjct  182  GLIGLLADHDDAFLTAYVDDEVALPYLRLRAGLAAQ--



TGQALVHPLFFGSAITGAGVDA  239

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+  +T L           + G+VFKVE    G++  Y+R++SGT+R+RD + L   
E+ 
Sbjct  240  
LIAGITELLPAAEGDADGPISGTVFKVERGPAGEKIAYIRMFSGTVRVRDRLRLREDEEG  299

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T + +  +G  +  D    G+I  L     +R+ D +G P R      R    P 
L T
Sbjct  300  KVTAISVFERGSDLSRDAVAAGQIGRLWGLGDIRIGDAIGVP-
RTTTSDGRHFSPPTLET  358

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +AP     R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A L
+E + 
Sbjct  359  
IVAPCRPTDRGALHLALTQLAEQDPLINLRQDDLRQETSVSLYGEVQKEVIQATLAEDFG  418

Query  409  LETVVKEPSVIYMERPL--
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            ++   +E + I++ERP+   AA+  +H E   NPF A++GL V P  + +GV++   
V L
Sbjct  419  VDVTFRETTTIHIERPVGTGAAAEILHAE--
SNPFLATVGLRVEPAPIDTGVEFRLGVEL  476

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  SF  AV + +R  L QGL+GW VTDC +   +  Y             S  
ST  
Sbjct  477  
GSMPFSFIKAVEETVRETLNQGLYGWQVTDCTVTLTHSGYAARQSHSHGVFDKSMSSTAG  536

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL ++GT++ EP   F L  P +          +  A  +T+  
+   
Sbjct  537  
DFRNLTPLVLMSALTQAGTRVHEPMHRFHLDLPADVFGSVLPVLSRLRAVPQTSVTRGSS  596

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  GEIPA  +      L   T+G  V       Y+   G    +PR  +  LD+  
++
Sbjct  597  
YLVEGEIPAASVHGLEQRLPSLTSGEGVLECAFDHYRPVRGTVPTRPRSDHDPLDRREYL  656

Query  635  F  635
             
Sbjct  657  L  657



>WP_062833737.1 GTP-binding protein [Paenibacillus amylolyticus]
 GAS80943.1 small GTP-binding protein [Paenibacillus amylolyticus]
Length=662

 Score = 382 bits (981),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 228/624 (37%), Positives = 338/624 (54%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLYESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE------
IVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      QT  L  E       +  EN D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQTYQLHEESFHGIDSLWNENQDTLSGGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 ++ + E ++K++E YI    +S++ L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLFEILAELDEKVMEAYIQETALSQKDLNEAFLRYVHKGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DAV     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDAVLAFLPPPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIYNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KIT++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKITQIRRMDGRKWADTGAVHAGQIATLYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407



              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRAAGEGYIAYTM-
PKPCWAILRFRIEPLPRGSGLIYTSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LARTGTTLLEPLLQFRLTVPEEYGGKALSDLVYMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_052511656.1 GTP-binding protein [Paenibacillus sp. TCA20]
Length=664

 Score = 382 bits (981),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 233/653 (36%), Positives = 341/653 (52%), Gaps = 
32/653 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV +GT  TD++ +E+QRGI+++AA 
TSF 
Sbjct  13   
NVGIFAHVDAGKTTTTEQILYQSGVIRALGSVNEGTAFTDSLDIEKQRGISVKAAATSFV  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C VN+VDTPGH+DF++EV RSL V+DGAIL+ISA DGVQAQT  ++ ALRK+
+IPT+
Sbjct  73   
WKNCTVNLVDTPGHIDFISEVERSLRVMDGAILIISAADGVQAQTETIWKALRKLHIPTI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--------------
LEENT  170



            I++NK+D+  + +  ++ ++   LS   +  Q +    E++               
EE+ 
Sbjct  133  
IYVNKMDRPDISVTDIMNNITSLLSPAALPVQQIQFDQEVLSDAVSIFTADGIDAREEHN  192

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             I  W A  + +++ LE++I GE ISR +L        +  + FPV +GS++KG
+GIQ L
Sbjct  193  IIAEWLA--
DQDEEFLERFIEGEDISRNELHDRIAAEARHGNAFPVCFGSSQKGIGIQEL  250

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M+A+              L G VFKVE      R VY+RLY+G L  RDTV +  R  
+ 
Sbjct  251  
MEAIIDYLPGPACNADGPLSGVVFKVERDKSMGRAVYIRLYNGKLHTRDTVTIKNRGLEE  310

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-----  343
            K+T++R     + +       G+I  +      ++ D++G  T +P       PL     
Sbjct  311  KVTQIRKLEGRKAIDLGQFEAGDIAAVYGLHEAQIGDIIGSETYVP-------
PLPGMAV  363

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K AAQ   L+ AL +L D DPLL         E+ L  +G +QLE++ 
++L
Sbjct  364  
PLLTVQVHCKDAAQYPSLIAALQELTDEDPLLGLTWLKDERELHLKVMGSIQLEILESIL  423

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E P       I   + P P WA +  ++ PL  GSG+ 
Y S 
Sbjct  424  LSRFGLAVTFDPPSVIYKETPTAEGEGYIAYTM-
PKPCWAVLRFAIRPLPRGSGLVYRSE  482

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L + +QN V   +   LEQGL+GW VTD ++   YG ++   + P DF    
P+ 
Sbjct  483  
VRYDHLLERYQNEVARRVPEALEQGLYGWEVTDLEVVLTYGEHHVWHTHPLDFVVATPMG  542

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L +  T LLEP   F +  P+E   +   +     A  E   +        G 
IP 
Sbjct  543  
IMDGLDQVRTTLLEPMQHFRIIVPEENGGKVLSELVHMRAVFEAPYIAHGRCTVEGIIPV  602

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAA-VGQPVIQPRRPNSRLDKVRHMF  



635
                 Y   L   T G  +  T   GYQA   G    + RR     D+ R++ 
Sbjct  603  ATSLNYPVQLRSETKGSGIMTTSYAGYQACPEGISATRKRRGVDPRDQSRYIL  
655

>WP_101402599.1 GTP-binding protein [Streptomyces sp. OK885]
 PKW46019.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. OK885]
Length=659

 Score = 382 bits (981),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 237/652 (36%), Positives = 350/652 (54%), Gaps = 
35/652 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEA--WD  176
            T++F+NKID+ G   + V+ +V  +L+  I+    ++   +      L +   + A   
D
Sbjct  121  
TLVFVNKIDRGGACPERVLDAVAARLTRAIVPMGEVRAQGTRDARFGLFDEARLGAPLLD  180

Query  177  AVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             + E++D LL  Y+ G     + R  LVR+  +    A + PV++GSA  G G+  
L+  
Sbjct  181  LLTEHDDALLAAYVEGRVSYDLIRAALVRQTGQ----
ALVHPVFFGSAVTGAGVDELITG  236

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +  L           + GSVFKVE    G++  Y R+++GTLR RD + L   E+ 
++T 
Sbjct  237  
IKELLPRAETDVDGPVSGSVFKVERGPAGEKIAYARMFAGTLRTRDRLPLGDGEEGRVTA  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352



            + +  +G  VR      G I  L     +R+ D +G P +         P P L T 
+ P
Sbjct  297  ISVFDRGAAVREQYVAAGRIGKLWGLADIRVGDTIGVPRKSSAGEHHFSP-
PTLETVVEP  355

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A +  L  ALTQLA+ DPL+    D    EI +S  G VQ EV+ A L++++ 
++ +
Sbjct  356  
CRPADKGALHGALTQLAEQDPLIDLRQDERRKEISVSLYGEVQKEVIEATLADEFGIDVL  415

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERPL   +     +   NPF A++GL + P  +GSGV++   V LG 
+  +
Sbjct  416  
FRETTPLCIERPLGRGAAVEFNKKDSNPFLATVGLRIDPAPVGSGVEFRLEVELGAMPYA  475

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLA  520
            F  AV D ++  L QG+ GW VTDC +   +            G   S  ST 
ADFR L 
Sbjct  476  
FFKAVEDTVKETLAQGIHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLT  535

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  AL+ +GTQ+ EP   F L AP + L        K  A   T +++    +  
G 
Sbjct  536  
PLVVMDALRAAGTQVYEPMHRFRLEAPADTLGAVLPVLAKQGAVAGTTELRGASCMLEGR  595

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  
629
            IP   +      L   T G          Y      PV++   P RP + L+
Sbjct  596  IPVARVHGLERQLPGLTRGEGELECAFDHY-----APVLRGTVPDRPRTDLN  
642

>WP_088063841.1 GTP-binding protein [Bacillus cereus]
 SCL99873.1 Small GTP-binding protein domain [Bacillus cereus]
Length=647

 Score = 382 bits (980),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 235/655 (36%), Positives = 360/655 (55%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    



MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAF--
PFYSVENEGTKEARIIEYKSYDNCI  178

Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E +    L  E   ++  A++F +++GSA  G G+  L+
+ ++
Sbjct  179  
ELLALYNESLLESYVNNEIVPGTLLREELITQIAQANVFSIFFGSAMTGTGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L        +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+
Sbjct  239  
DLIPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P      
Sbjct  299  K--
KICMFHNGNAVQASIVPSGEFGKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGKSVEVMGGKANPFYATIGFKIERGELNSGVTYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 



Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
DALKQAETCVYEPVNEFELNVPEYAISTAMYKLVAIPATFSEPILHNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TEHFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLK  
645

>WP_090949071.1 GTP-binding protein [Paenibacillus sp. OK060]
 SDJ92763.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. OK060]
Length=662

 Score = 382 bits (981),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 227/649 (35%), Positives = 350/649 (54%), Gaps = 
21/649 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV RSL V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERSLRVMDGAVLIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL-------
EENTDIEA---  174
            I+INK+D+ G   ++V+  +R  LS  +   Q+  ++ E+         E  T ++    
Sbjct  129  
IYINKMDRVGASAETVIDQIRSSLSPFVCEIQSFRMNEEVFEGIDSLWNESQTQLKGSPS  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 ++ + E ++ L+E YI GE +  + L      +V    +FP+ YG++ KG
+GI  
Sbjct  189  
SIPGLFELLAELDEDLMEAYINGETLPADLLDEAFHTQVHQGEMFPICYGASGKGIGITE  248



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
RE +
Sbjct  249  
LLDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQLAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDMARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
HLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L   GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LASIGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
             Y   L   T+GR V  T   GYQ     Q   + RR  + LD+ +++ 
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQDCPSDQTHTRKRRGVNPLDQSKYIL  654

>WP_098858081.1 GTP-binding protein [Bacillus wiedmannii]
 PHE95511.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 381 bits (979),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 235/655 (36%), Positives = 360/655 (55%), Gaps = 



29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAF--
PFYSVENEGTKEARIIEYKSYDNCI  178

Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E +    L  E   ++  A++F +++GSA  G G+  L+
+ ++
Sbjct  179  
ELLAPYNESLLESYVNNEIVPGTLLREELITQIAQANVFSIFFGSAMTGTGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L        +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+
Sbjct  239  
DLIPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P      
Sbjct  299  K--
KICMFHNGNAVQASIVPSGEFGKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIEALPKERIHDLYTALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V 



Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERGELNSGVTYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
DALKQAETCVYEPVNEFELNVPEYAISTAMYKLVAIPATFSEPILHNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TEHFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_039301914.1 GTP-binding protein [Paenibacillus sp. IHB B 3415]
 KHL94262.1 GTP-binding protein [Paenibacillus sp. IHB B 3415]
Length=659

 Score = 382 bits (980),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 228/645 (35%), Positives = 351/645 (54%), Gaps = 
16/645 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
+PT
Sbjct  70   
SWRGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGVPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTD----IE  173
            +IF+NK+D+ G D  +V+   R  LS DI+       ++   +    +  E  D     
E
Sbjct  130  
LIFVNKMDRIGADPAAVLTQARTYLSGDIVPVQQPLYRERKYIGAADLWSEGADAAARTE  189



Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLE Y+A       +  RE   R     ++P+ YG A KGLG+  
L+DA
Sbjct  190  
LLEALAERDEELLELYMADGTADLARWKRELAVRTTAGRMYPLVYGVAAKGLGVTALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +E +
+K+T
Sbjct  250  
MTEYFPRAGGDAEQPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVMNYTQEVQVKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGRPEAIPQE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                A   +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L E++ 
L+ 
Sbjct  368  
WGADADDHKVIAAFQELADEDPLLDTQWLQEERELHIKVMGPIQLEILDSVLQERFGLKI  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                PSVIY E P +A    +   + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGPPSVIYRETPSRAGEGYVAY-
LMPKPCWAILRFQIEPGPPGSGLVYESLVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL GW VTD KI    G ++   + P DF    P+ +   
L  +
Sbjct  487  
QYQNETARRVPEALQQGLRGWEVTDLKITLVEGNHHVWHTHPLDFAVATPMAIMDGLAHT  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT LLEP L   +  P+E   R  +D  +   T E   ++ D ++  G +P      
Y  
Sbjct  547  
GTSLLEPVLQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGDRMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMF  635
             L+ YT GRS   +   GY+      + +  RR  + LD+ +++ 
Sbjct  607  TLSSYTKGRSTFTSFFAGYEPCPPDVIAERTRRGVNPLDQAKYIL  651



>AMJ36824.1 elongation factor G, domain IV [uncultured bacterium]
Length=570

 Score = 379 bits (973),  Expect = 1e-120, Method: Compositional 
matrix adjust.
 Identities = 215/563 (38%), Positives = 321/563 (57%), Gaps = 9/563 
(2%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT+IFINKID+ 
GV+L+
Sbjct  1    
MDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFKTLQKLQIPTIIFINKIDRDGVNLE  60

Query  139  SVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
             +   ++  LS D++  QTV   L   I  +     E  + V  ++D +LE+Y+A   
IS
Sbjct  61   
RLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFVCNHDDNILERYLADSEIS  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
                       V  A ++PV +GSA   +GI  L+DA++    P  E  S  L   
++K+
Sbjct  121  PADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFILP-
PESVSNRLSAYLYKI  179

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGEIVI  315
            E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  D     
+I I
Sbjct  180  
EHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAI  239

Query  316  LPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPL  374
            +   +  R+ D LG    L +    + P   L++++ P  + +R +++ AL  L   
DP 
Sbjct  240  VEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSEERSKVISALNTLWIEDPS  297

Query  375  
LRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI  434
            L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  +  
I I
Sbjct  298  
LSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPVKKVNKIIQI  357

Query  435  
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  494
            EVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + GL 
GW V



Sbjct  358  
EVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEV  417

Query  495  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554
            TD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L F L  PQ   
S+A
Sbjct  418  
TDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFELQIPQVASSKA  477

Query  555  
YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAV  614
              D  K  + IE      +     G++P    + Y ++++ YT G  + + +  
GYQ   
Sbjct  478  
ITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMVKPCGYQIT-  536

Query  615  GQPVIQPRRPNSRLDKVRHMFQK  637
                    R N + DK+  MFQK
Sbjct  537  KDGYSDNIRMNEK-DKLLFMFQK  558

>WP_046501621.1 GTP-binding protein [Paenibacillus riograndensis]
 CQR53492.1 small GTP-binding protein [Paenibacillus riograndensis 
SBR5]
Length=659

 Score = 382 bits (980),  Expect = 2e-120, Method: Compositional 
matrix adjust.
 Identities = 230/650 (35%), Positives = 356/650 (55%), Gaps = 
20/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I    SV+ GT  TD+M +ERQRGI++
+AA+
Sbjct  7    
MERINVGIFAHVDAGKTTTTEHILYESGRIKAVDSVDSGTALTDSMEVERQRGISVRAAL  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++
+ALRK+ 
Sbjct  67   
ASFEWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLG  126

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTD---  171
            IPT++F+NK+D+ G D ++V+   R  LS DI+ ++Q +    E      +  E  
D   
Sbjct  127  
IPTLVFLNKMDRTGADPEAVLVQARTYLSGDILPVQQALGQEQEYAGAVDLWAEAADPAA  186

Query  172  -



IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             IE  +A+ E ++ LLE Y++  P+       + +        FP+ YG A 
KGLGI  L
Sbjct  187  
RIELLEALAERDEALLETYMSDTPLDLTAWKEQLKAGAAAGRWFPLVYGVAAKGLGITQL  246

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+T  F   G      + G V+ ++      R  Y+RLY G +R RDTV    +
+ + 
Sbjct  247  
LDAMTDYFPRAGGNPQLPVSGIVYSIQRDKTMGRMAYVRLYQGMVRNRDTVMNYTQDVQG  306

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R    G      T   G+I V+     V++ DVLG P  +P++   +  +P
+L  
Sbjct  307  KVTQIRKVEGGRTEDVGTLEAGDIAVVYGLSGVKIGDVLGVPDAVPQE--
AKLAVPLLTV  364

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +    A    +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  
+Y 
Sbjct  365  
RVHWDAAVDEHKVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRYG  424

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+    +PSVIY E P +A    +   + P P WA +   + P   GSG++YES V    
Sbjct  425  LKVTFGQPSVIYRETPSRAGEGYVAY-
LMPKPCWAILRFRIEPGPPGSGLRYESLVRSSD  483

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN     +   L QGL+GW VTD K+    G ++   + P DF    P+ +   
L
Sbjct  484  
LLPQYQNETARRVPEALMQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDGL  543

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Sbjct  544  
NRVGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLD  603

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
            Y   L+ YT GRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  604  YPVSLSSYTKGRSTFTSFFAGYEEC--PPDVRAERTRRGVNPLDQARYIL  651

>WP_086576182.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptosporangium 
minutum]



 OUC93505.1 GTP-binding protein [Streptosporangium minutum]
Length=656

 Score = 382 bits (980),  Expect = 2e-120, Method: Compositional 
matrix adjust.
 Identities = 242/665 (36%), Positives = 362/665 (54%), Gaps = 
43/665 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT  +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDTGTIDRLGSVDAGSTQTDTGDIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQAQTR+L   
LRKM 
Sbjct  61   
ASFTVGASQVNLIDTPGHSDFISEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRKMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIV--
LEENTDIEA  174
            +PT++F+NKID+AG   + ++  +R KLS  I+    ++Q  S S   V    + 
+D  +
Sbjct  121  
LPTLVFVNKIDRAGARHEEMLADIRRKLSPQIVPMNAVRQAGSPSARTVPISLDGSDSRS  180

Query  175  WDAVI--
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              A I  E++D LL + +AG   +  +++ E + +     L PV++GSA  G G++ 
L+D
Sbjct  181  
RVAEILAESDDTLLAELVAGSVPTAGRILAEVRAQTAAGLLHPVFFGSALTGQGVEALVD  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             ++ L  P    G     G+VF +E    G++  YLR++SG LR R           
+IT
Sbjct  241  
GISQLLPPAQGTGDDDPRGTVFAIERGGAGEKVAYLRMHSGELRARQ----------RIT  290

Query  293  EMRIPSKGEI---------------VRTDTAYP--GEIV-
ILPSDSVRLNDVLGDPTRLP  334
              R+ + G +               VR +  +P  G+I  +     +R+ D +G    
L 
Sbjct  291  
SYRLEAGGGVSENSEQITALHVIGPVRGEARHPVAGDIAKVWGLSRIRVGDQVGSARGLA  350

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
              R    P P L T   PK A Q  RL  AL  LAD DPL+           +L + 
G V



Sbjct  351  -GRSHFAP-
PTLETLARPKQAGQAARLHAALVNLADRDPLIHTRAVPGEGTSVLLY-GEV  407

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q +V++  L  ++ +E V ++   +++ERP+        +   P+ F+A++GL V 
P + 
Sbjct  408  
QKDVIAETLLHEFGVEAVFEQSRTVHLERPVGIGEACEEMGPGPDGFFATVGLRVEP-AT  466

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            G G+ +   V LG L + F  A+ D +R  LEQGL GW VTDC +      Y 
+PVST  
Sbjct  467  
GPGITFRREVELGSLPRPFHRAIEDTVRRTLEQGLHGWAVTDCLVTLTRTGYAAPVSTAG  526

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL +AL  +GT++ EP  +F L  P + LS A        A I  +    
+ 
Sbjct  527  
DFRDLTPLVLMRALDIAGTRVYEPCHAFELEVPPDGLSAATAQLAALGADIRESSGDMET  586

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKV  631
                GEIPAR ++ +   L   + G  V  +   G +  +G   ++ R    P +R 
+ +
Sbjct  587  
WSVKGEIPARQVREFERRLPGLSRGEGVWWSRPSGDRRVLGPVPVRARSDGNPLNRSEYL  646

Query  632  RHMFQ  636
            RH+ Q
Sbjct  647  RHLAQ  651

>WP_102638281.1 GTP-binding protein [Streptomyces sp. SMS_SU21]
 PMR83997.1 GTP-binding protein [Streptomyces sp. SMS_SU21]
Length=657

 Score = 381 bits (979),  Expect = 2e-120, Method: Compositional 
matrix adjust.
 Identities = 242/656 (37%), Positives = 344/656 (52%), Gaps = 
26/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLLHTAGVIDEVGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA+TR+L   
LR+++
Sbjct  61   
VSFPLDDVTVNLLDTPGHPDFVAEVERVLGVLDGAVLVLSAVEGVQARTRVLMRVLRRLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+ G     +++ V  +L+  ++   T     + +          A 
D +
Sbjct  121  
LPTLLFVNKIDRRGARETDLLREVAARLTPSLVPMGTTERLGTRDARFVPGPVPSALDVL  180

Query  179  IENNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +++D LL  Y+ G   P    + V E+ R+   A + PV++GSA  G G+  L+  
V  
Sbjct  181  ADHDDGLLAAYVDGTLTPARLREAVTEQTRQ---
ALVHPVFFGSAVTGAGVGELLTGVRE  237

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKLKITEM  294
            L  P G      L G+VFKVE    G++  Y RL+SGTLR RD +     G  + +
+T +
Sbjct  238  
LLPPSGGSPDGPLSGTVFKVERGPAGEKIAYARLFSGTLRARDRIPFGAGGVTEGRVTGL  297

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +   G   R D    G I  L     VR+ D +G+P   PR+R +   LP L T 
+ P 
Sbjct  298  SVFDHGADSRADAVEAGRIARLWGLTDVRIGDAIGEP---
PRERRQFFSLPTLETVVVPG  354

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   L  AL QLA+ DPL+    D    E  +S  G VQ EV+ A L+E+Y L
+   
Sbjct  355  
AGVDPGELHLALAQLAEQDPLIGLRHDEGRRETSVSLYGEVQKEVLQATLAEEYGLDVTF  414

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +  + + +ERP    S    I    NPF A++GL V P   GSGV +   V LG +  
+F
Sbjct  415  
RGTTPLCVERPAGTGSAAEFIRQDGNPFLATVGLRVDPAPPGSGVAFRLGVELGAMPYAF  474

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAP  521
              AV D +R  L QGL GW VTDC +   +  Y+            S  ST ADFR 
L P
Sbjct  475  
FKAVEDTVRATLAQGLRGWRVTDCAVTMTHCGYWPRQSHAHQRFDKSMSSTGADFRGLTP  534



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+ +GT + EP   F + AP + L           A   T        V  
G +
Sbjct  535  
LVLTDALRRAGTVVHEPVHRFRIEAPADTLGALLPVLGGLGALPRTTDTLGALCVLEGTV  594

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-IQPRRPNSRLDKVRHMFQ  
636
            PA  ++     L   T G     +    Y      PV  +PR  ++ LD+  ++  
Sbjct  595  PAARVRELEQRLPGLTRGEGELESRFGHYAPVTHGPVPSRPRTGHNPLDRREYLLN  
650

>WP_079347056.1 GTP-binding protein [Paenibacillus sp. VT-16-81]
 OPG98150.1 GTP-binding protein [Paenibacillus sp. VT-16-81]
Length=662

 Score = 381 bits (979),  Expect = 2e-120, Method: Compositional 
matrix adjust.
 Identities = 223/624 (36%), Positives = 342/624 (55%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV RSL V+DGAIL++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERSLRVMDGAILIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI--------------
VLEENT  170
            I+INK+D+ G   ++V+  +R  LS  I   Q+  ++ ++              V+   
+
Sbjct  129  
IYINKMDRIGASAETVIDQIRSSLSPFICGIQSYRMNDDVFDGIDTLWNASQTEVMGSPS  188

Query  171  DIEA-
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             I   ++ + E ++ L+E YI GE +    L    +++V    +FP+ YG++ KG
+G+  
Sbjct  189  
SIPGLFELLAELDEDLMEAYINGETLPAHLLDEAFRKQVHQGVVFPICYGASGKGIGVTE  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+        +   A++ G VFK+E      R  Y+R+Y G++  RDT+  + 



RE +
Sbjct  249  
LLDAIIEFLPAPAQPQDASVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSMEPLPRGSGLIYSSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
HLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LASTGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_038694233.1 GTP-binding protein [Paenibacillus stellifer]
 AIQ62810.1 GTP-binding protein [Paenibacillus stellifer]
Length=658

 Score = 381 bits (979),  Expect = 2e-120, Method: Compositional 
matrix adjust.
 Identities = 227/625 (36%), Positives = 341/625 (55%), Gaps = 
21/625 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K +N+GI AHVDAGKTT TE +LY SG I   GSV++GT  TD+M +ERQRGI+++
+A  
Sbjct  7    
KRLNVGIFAHVDAGKTTTTEHILYESGRIRSLGSVDEGTALTDSMDVERQRGISVRSAFI  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   KVN+VDTPGH+DF++EV RSL V+D A+L++SA +GVQAQ+ +++ 
ALRK+NI
Sbjct  67   
SLAWKGMKVNLVDTPGHVDFMSEVERSLRVMDCAVLILSAAEGVQAQSEMIWGALRKLNI  126

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW------  175
            PT+IF+NK+D+ G D ++V+   R  LS  I+  Q    S +   E     + W      
Sbjct  127  PTLIFMNKMDRIGADHEAVLDQARSYLSGSIVPVQLPLGSGQ---
EYRGAADTWAEEPGA  183

Query  176  -------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                   +A+ E +++LLE Y++GE        +    R  D  LFP+ YG+A 
KGLGI+
Sbjct  184  
PALTELIEAMAERDEELLELYMSGEEPKPADWKKHMAERTADCRLFPLVYGAAAKGLGIR  243

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-  287
             L+DA+T  F   G + +A L G VF ++      R  Y+RLYSG++R RD V    
R  
Sbjct  244  
ELLDAMTDYFPSAGGEPAAPLSGVVFNIQRDPAMGRMAYVRLYSGSIRNRDLVTNHTRGL  303

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + K T++R    G          G+I V+      R+ D LG P  +P +      
+P+L
Sbjct  304  QEKATQIRKVEGGRAEDIGMLEAGDIGVVYGLAGARVGDCLGSPDAVPEE--
ARLAMPLL  361

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               I        +R++ A+ +LAD DPLL  +      E+ +  +G +QLEV+S+
+L  +
Sbjct  362  
TVRIHWDAGTDDQRVIAAVQELADEDPLLDAQWLQEERELHIKVMGPIQLEVLSSVLDTR  421

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L+    +PSVIY E P +A    I   + P P WA +   + P   GSG++YES 
V  
Sbjct  422  FGLKVTFGKPSVIYKETPRQAGEGFIAYTM-
PKPCWAVLRFLIEPGPPGSGLRYESVVRS  480

Query  467  



GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
              L   +QN     +   L+QGL GW VTD K+    G ++   + P DF    P+ 
+  
Sbjct  481  
SDLLPQYQNETARRVPEALQQGLHGWEVTDLKVTLVEGQHHVWHTHPLDFAVATPMGIMD  540

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L  +GT+LLEP L   +  P+E   R  +D  +   + +   +    ++  G +P    
Sbjct  541  
GLARTGTKLLEPVLRVRIAVPEENGGRVMNDLAQMRGSFQPPVLLDGRMIIEGRVPLATS  600

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
              Y  +L+ +T GRS   +   GY+
Sbjct  601  LEYPQELSSFTKGRSTFTSFFDGYE  625

>WP_073515491.1 GTP-binding protein [Bacillus cereus]
 SCC25935.1 Small GTP-binding protein domain protein [Bacillus 
cereus]
 OKA38000.1 tetracycline resistance protein [Bacillus cereus]
 OKA40853.1 tetracycline resistance protein [Bacillus cereus]
 SME49892.1 Tetracycline resistance protein TetO [Bacillus cereus]
Length=647

 Score = 381 bits (978),  Expect = 2e-120, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 360/655 (55%), Gaps = 
29/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMALEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPT++F+NKID++G + + V++ +++ LS +       S+  E   E    + ++
+D  I
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAF--
PFYSVENEGTKEARIIEYKSYDNCI  178

Query  180  E----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LLE Y+  E +    L  E   ++  A++F +++GSA  G G+  L+



+ ++
Sbjct  179  
ELLAPYNESLLESYVNNEIVPGTLLREELITQIAQANVFSIFFGSAMTGTGVTELLENIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKL  289
             L        +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+
Sbjct  239  
DLIPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVDILRDDALAHKEKI  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K  ++ +   G  V+      GE   +     +++ D++G+ T   +     +P      
Sbjct  299  K--
KICMFHNGNAVQASIVPSGEFAKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----Q  351

Query  349  TIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   
L E
Sbjct  352  
MEAAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFE  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            KY L+       V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y+  
V 
Sbjct  412  
KYNLQVTFSNTRVVCIEKPIGVGNSVEVMGEKANPFYATIGFKVERGELNSGITYKLGVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL 
Sbjct  472  
LGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLM  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL ++ T + EP   F L  P+  +S A +      AT     +  D    TG 
+P   
Sbjct  532  
DALIQAETYVYEPVNEFELNVPEYAISTAMYKLAAIPATFSEPILHNDSYQLTGSLPVAK  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  592  TEHFKGILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
645

>WP_037885331.1 GTP-binding protein [Streptomyces viridochromogenes]
Length=656



 Score = 381 bits (979),  Expect = 2e-120, Method: Compositional 
matrix adjust.
 Identities = 228/631 (36%), Positives = 342/631 (54%), Gaps = 
24/631 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V++++  +L+A ++   T     + +          A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARPDAVLRAISRRLTAAVVPMGTTDAPGTRDARFVPGLAPSALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  Y+  + +S + L      + + A + PVY GSA  G G+  L   +  
L 
Sbjct  181  ADHDDELLRAYVE-
DTVSCDCLRSALADQTRQALVHPVYAGSALTGAGVDALTGGIRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
               G      + G+VFKVE    G++  Y R++SGTLR+RD V     R + ++T 
+ + 
Sbjct  240  
PAAGGDPDGPVSGTVFKVERGPAGEKVAYARMFSGTLRIRDRVPFGEARAEGRVTAISVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKT  354
             +G  VR D    G I  L     +R+ D +G+    PRK +     P P L T + 
P  
Sbjct  300  DRGTDVRDDLVAAGRIARLWGLADIRIGDAIGE----PRKAYGHFFAP-
PTLETVVVPGD  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L+E++ L+   
+
Sbjct  355  
GTDRRALHRALTRLAEQDPLIGLRHDEVRQETFVSLYGEVQKEVIQATLAEEFGLDVTFR  414



Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ERP+ +       +   NPF A++GL V P   GSGV++   V LG +  
+F 
Sbjct  415  
ETTPLCVERPVGSGEAVEFNKKDGNPFLATVGLRVDPAPAGSGVEFRLEVELGSMPYAFF  474

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPI  522
             AV D +R  L QGL GW V DC +   +            G   S  ST  DFR 
L P+
Sbjct  475  
KAVEDTVRETLGQGLHGWQVPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGYDFRGLTPL  534

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL+ +GT++ EP   F + AP + L+       +  A  +T + +    +  
G +P
Sbjct  535  
VLMEALRRAGTRVHEPMHRFRVEAPTDTLAALLPVLARLRAVPQTTRTRGASCLLEGSVP  594

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            A  +      L   T G     +    Y  A
Sbjct  595  AAHVHELEQQLPGLTRGEGELESAFDHYAPA  625

>WP_104791053.1 GTP-binding protein [Streptomyces sp. QL37]
 PPQ61674.1 GTP-binding protein [Streptomyces sp. QL37]
Length=671

 Score = 382 bits (980),  Expect = 3e-120, Method: Compositional 
matrix adjust.
 Identities = 244/659 (37%), Positives = 344/659 (52%), Gaps = 
37/659 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MQTLNLGILAHVDAGKTSLTERLLHTAGVIDAVGSVDDGSTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL  
ALR++ 
Sbjct  61   
VSFAIDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT++F+NK D+ G   + V+  +  +LS  ++    V           P    +     
Sbjct  121  



IPTLVFVNKTDRPGARYEDVLSDIARRLSPAVVAMGPVEGLGTREARTRPLTAADRGFTT  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG P  R +     Q R   A + PVY+GSA  G 
G+  
Sbjct  181  ALTDLLTTHDDELLAAYVEGAAGVPYDRLRDRLAAQTR--
QALVHPVYFGSAATGAGVAE  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------  283
            L   +  L     +       G+VFKVE    G++  Y R++SGT+R R+ V L      
Sbjct  239  
LTAGIAELLPVTDQDTEGPASGAVFKVERGPAGEKIAYARMFSGTVRTRERVRLRGDGEK  298

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
             GRE  KI+ + +  +G  VR  +   G I  L    +VR+ D +G+P  +   R    
P
Sbjct  299  EGREG-
KISAITVFDQGADVRGSSLPAGRIGRLRGLHTVRIGDRIGEPGAVEPARAHFAP  357

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P     R  L  AL  LA+ DPL+    D +  E+ LS  G VQ EV
+ A 
Sbjct  358  -
PSLETVVTPCRRQDRGALHIALGHLAEQDPLIGVRTDDLRQEVSLSLYGEVQKEVIQAT  416

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+++Y +E   +E + I +ERP         I+  PNPF A++GL V P + GSGV
++  
Sbjct  417  
LADEYGIEVGFRETTTICLERPSGTGEAVEFIDKEPNPFLATVGLRVGPAAFGSGVEFRR  476

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SPV  510
             V LG +  S   AV D +R  L QG+ GW VTDC +   +  Y+            
S  
Sbjct  477  
EVELGSMPYSLMRAVEDTVRETLGQGIHGWQVTDCAVTMTHSGYWPRQSHSHAVFDKSMS  536

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFR+L P+VL +ALK +GT + EP   F    P + L        +  A     
+ 
Sbjct  537  
STAGDFRNLTPLVLMEALKRAGTTVYEPMHRFRAELPADALGPLAPVLARLRAVPGPPET  596

Query  571  
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +       G IPA  +   +  L   T G  V  +  + Y+   G PV  P RP +  
D



Sbjct  597  RDGVCTVEGVIPAARVHELQESLPGMTRGEGVLESAFEDYRPVDG-PV--
PHRPRTDRD  652

>WP_079694783.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 SLJ98570.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. RU5A]
 SOC66744.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. RU26A]
 SOC70115.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. RU5M]
Length=661

 Score = 381 bits (978),  Expect = 3e-120, Method: Compositional 
matrix adjust.
 Identities = 226/648 (35%), Positives = 351/648 (54%), Gaps = 
20/648 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV RSL V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERSLRVMDGAVLIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV-------
LEENTDIEA---  174
            I+INK+D+ G   ++V+  +R  LS  +   QT  ++ E+         E    ++    
Sbjct  129  
IYINKMDRVGASAETVIDQIRSSLSPFVCEIQTFRMNEEVFEGIDSLWNESQAQVKGSSS  188

Query  175  ----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                ++ + + ++ L+E YI GE +  ++L     ++V    +FP+ YG++ KG
+GI  L
Sbjct  189  
IPGLFELLADLDEDLMEAYINGETLPADQLDEAFCKKVHQGEVFPICYGASGKGIGITEL  248

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
RE + 
Sbjct  249  
LDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVYNRDTIYNSTRELEE  308



Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  +P
+L  
Sbjct  309  KVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQLAVPLLTV  366

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++ 
Sbjct  367  
QVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRFG  426

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S V   
+
Sbjct  427  LDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTDH  485

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ +   
L
Sbjct  486  
LLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDGL  545

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P      
Sbjct  546  
ASIGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSMD  605

Query  589  YRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
            Y   L   T+GR V  T   GYQ     Q   + RR  + LD+ +++ 
Sbjct  606  YPVKLRSETSGRGVLTTSFAGYQDCPSDQTHTRKRRGVNPLDQSKYIL  653

>WP_029137645.1 GTP-binding protein [Nakamurella lactea]
Length=663

 Score = 381 bits (979),  Expect = 3e-120, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 343/629 (55%), Gaps = 
25/629 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GI+AHVDAGKT+LTE LLY +GAI  PGSV+ GTT TD+M LER+RGITI
+AAVT
Sbjct  10   
RYLNLGIVAHVDAGKTSLTERLLYEAGAIEAPGSVDAGTTSTDSMELERRRGITIRAAVT  69



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV RSL VLD A+LV+SA +GVQ QT +++ AL+
++ +
Sbjct  70   
SFAIGGLSVNLLDTPGHPDFIAEVERSLGVLDAAVLVLSAVEGVQPQTVVIWRALQRIGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTV---
SLSPEIVLEENTDIEAWDA  177
            PTV+F+NKID++G D+ +V+  VR +L+  ++ + + V   +    +     T+     
A
Sbjct  130  
PTVLFVNKIDRSGADVGAVLDQVRRRLTPQLVELARPVDQGTRGAAVAGVPVTNEAVLAA  189

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V E +D +L ++ AGEP  R +++R  +  V+  +L PV  GSA  G G   L   
+  L
Sbjct  190  
VAETDDGVLARWAAGEPARRRQVLRALRAGVRRRTLTPVLVGSAITGAGTAELRRVLVEL  249

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
              P          G+VF ++  D G RR ++RL+SG LR+RD +++ GR    +TE
+ + 
Sbjct  250  LPPAAND-DGPPAGTVFALDRDDRG-
RRAWIRLWSGRLRVRDRISIGGRPATTLTEVAVS  307

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              G       A  G+I +L   + R+ D +G P   P +R        L+  + P+  
++
Sbjct  308  EPGGARVRRVAGAGQIAVLRGPTARIGDTVGRP---
PLRRTHRFAPATLQAIVEPEDPSR  364

Query  358  RERLLDALTQLADTDPLLRCEVDSITHE----
IILSFLGRVQLEVVSALLSEKYKLETVV  413
            R  +   LT+LA+ DPL+   +D    +     ++S  G VQ EV++ALL+++Y +    
Sbjct  365  
RMAMFAGLTELAEEDPLIDLHLDDSPGDGGQSAVVSLHGEVQKEVIAALLADRYGVRARF  424

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E SV+ +ER +   +    I    NP+ A IGL +   SLG G+++   +  G L  
+F
Sbjct  425  
SETSVVCLERVIGTGTAVDRIRQNDNPYLAGIGLRIEAASLGHGIEFSPGIERGNLPPAF  484

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAP  521
             NA  +G+R  L QGL GW VTDC++      Y+   S P            ADFR 
LAP
Sbjct  485  



INATEEGVRRALRQGLHGWTVTDCRVTMTASQYWPRQSRPHQKFDKSISSVAADFRHLAP  544

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+ + T +  P   F L  P   +        +  A +    V        
G +
Sbjct  545  
VVLMAALRRADTVVCRPVDRFDLDVPDRMVPVVTPVLGRLGAAVMDTSVGGGYTRLVGHL  604

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P+  +      L   T+G  V +T L  +
Sbjct  605  PSAAVPDLAARLPDLTSGEGVLVTRLDHH  633

>WP_094095010.1 GTP-binding protein [Paenibacillus physcomitrellae]
Length=695

 Score = 382 bits (981),  Expect = 3e-120, Method: Compositional 
matrix adjust.
 Identities = 230/664 (35%), Positives = 367/664 (55%), Gaps = 
37/664 (6%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +L+ SG     GSV+ GT  TD + +E++RGI+++AA 
TSF 
Sbjct  28   
NVGIFAHVDAGKTTTTEHILFESGRTRSLGSVDSGTAVTDWLDIEKERGISVRAATTSFV  87

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++ ALRK
+NIPT+
Sbjct  88   
WKDVHINLVDTPGHVDFLSEVERSLRVMDGAVLIVSAAEGVQAQTELIWGALRKLNIPTL  147

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII---------------------
IKQTVSLS--  161
            I++NK+D+ GV+ QS++  +R  LS D +                     +    S
+S  
Sbjct  148  
IYVNKMDRTGVNEQSLLADIRKYLSPDAVPFQLPMGREQSFAGAEDLWAAVTGAASISAA  207

Query  162  ---PEIVLEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
               P+    E  +   +E  +++ E  + LL++Y++GE +   +  +      +   
LFP
Sbjct  208  
GQGPDAGAAEGLEAAGVELLESLAEREETLLQRYLSGETVEDAEWKQAAVDLTRAGRLFP  267

Query  216  VYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGT  274
            V YG++ KG+G++ LMDA+   L +P G++G+  L G VFK+E      R  Y
+RLYSG 



Sbjct  268  VLYGASGKGIGVEALMDAIVDYLPEPGGDKGNE-
LSGIVFKIERDKTMGRMAYVRLYSGV  326

Query  275  LRLRDTVALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTR  332
            +R RD V    ++ + K+T++R     +         G+I  +    SVR+ DVLG 
P  
Sbjct  327  
IRNRDLVRNHTQQLEEKVTQIRKVDGNKSEDLGVLEAGDIAAVCGMASVRIGDVLGSPAN  386

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            +P +      +P+L       + A   R + AL +L+D DPLL  +      E+ +  
+G
Sbjct  387  IPEEA--
RLAVPLLTVQAHWASEADYPRTVQALQELSDEDPLLDVQWMQDERELHVKVMG  444

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            ++QLE+++++L  +Y L+    +PSVIY E P++A    I   + P P WA +  +
+ P 
Sbjct  445  QIQLEMLTSVLQSRYGLQVEFGKPSVIYKETPIQAGEGYIAY-
LMPKPCWAILRFAIEPG  503

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSG+QY+++V    L   +QN VR  +   L QGL+GW V D K+    G ++   
+ 
Sbjct  504  
PPGSGLQYDAKVRAEDLLVQYQNEVRRRVPVALSQGLYGWEVVDLKVTLIEGQHHVWHTH  563

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
            P DF    P+ +   L  +GT+LLEP L+F +  P+E   +  +D  +     E   
++ 
Sbjct  564  
PLDFAVATPMGIMDGLVNTGTKLLEPILNFRINVPEENAGKVMNDLIQMRGMFEAPILQG  623

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-
AAVGQPVIQPRRPNSRLDKV  631
            + +  TG++P      Y   L   T GR   +T   GY+    G    +PRR  + 
LD+ 
Sbjct  624  
ERITLTGKVPLAESMDYGAQLGSLTKGRGAMVTFFAGYEPCPEGFIAERPRRGVNPLDQS  683

Query  632  RHMF  635
            +++ 
Sbjct  684  KYIL  687

>WP_089014005.1 GTP-binding protein [Micromonospora inositola]
 SCG68412.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
inositola]



Length=669

 Score = 381 bits (979),  Expect = 3e-120, Method: Compositional 
matrix adjust.
 Identities = 240/657 (37%), Positives = 354/657 (54%), Gaps = 
23/657 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDTM LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLHSAGVIDELGSVDDGSTRTDTMTLERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFVVDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT+IF+NK+D+AG D + V++ + +KL+  II    V    + +   +  +  D 
+  +
Sbjct  121  
IPTLIFVNKVDRAGADPERVLRQIAEKLTPAIIATGRVDAPGTAAARCLPFDPDDPDHAE  180

Query  177  AVIE----NNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             +++    ++D LL  Y+A E  ++  +L      +   A + PV+ GSA  G G+
+ L+
Sbjct  181  
RLVDLLSAHDDALLAAYVADERAVTGRRLRAALAAQTGRARVHPVFAGSAITGAGVEALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +  L           L G+VFKVE    G++  Y R+++GTLR+RD V        
KI
Sbjct  241  
AGLVELLPAAEGDEDIPLRGTVFKVERGPAGEKIAYARIFAGTLRVRDRVPFQRDADAKI  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + + + G  V       G I  L     VR+ D LG P   P  R    P P L 
T +
Sbjct  301  TAISVFADGVAVPVPVVGAGRIARLWGLADVRIGDFLGTPPDRPAGRHHFAP-
PTLETVV  359

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P  AA R  L  AL QLA+ DPL+    D +  EI +S  G VQ EV+ A L++
+Y + 
Sbjct  360  



VPCRAADRAALHTALAQLAEQDPLINLRQDDVRQEIAVSLYGEVQKEVIQATLADEYGVR  419

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + + +ER +   +    I   PNPF  ++GL + P  + SGV++   + 
LG + 
Sbjct  420  
VDCRETTTVCVERVVGVGTAVEWIGKEPNPFLGTVGLLIEPGPVDSGVEFRLGIELGSMP  479

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  A+ + +R  L QGL GW V DC I   +G Y+            S  ST  
DFR+
Sbjct  480  
LAFLKAIEETVRETLRQGLRGWEVIDCVITLTHGGYWARQSHSHGVFDKSMSSTAGDFRN  539

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL  +GT++ EP   F L  P +             A    + V+    
+  
Sbjct  540  
LTPLVLMAALTRAGTRVHEPMHRFRLDVPADLFGAVLPVLAGLDAVPRGSTVRGRSYLVE  599

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            GE+PA  + A    L   T G  +  +E   Y+   G    +PR  ++ L++  ++ 
Sbjct  600  
GEVPAGRVHALGQRLPSLTRGEGMLESEFDHYRPVRGPAPGRPRWDHNPLNRKDYLL  656

>WP_098830153.1 GTP-binding protein [Bacillus wiedmannii]
 PHB63597.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 380 bits (977),  Expect = 3e-120, Method: Compositional 
matrix adjust.
 Identities = 221/625 (35%), Positives = 345/625 (55%), Gaps = 
22/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---



IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        ++E  +  +    
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILSNEAFPFYSAQNEGTKEARIIEYKSYDDCMVL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LASYNETLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                       L   VFK+E    G++  Y+R++SG + +R  V      AL  
+EK+K 
Sbjct  241  
IPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGRIHVRKYVDIQRGEALTHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
             ++ +   G  ++      GE   +     +++ D++G+ T  +    + E   P 
+   
Sbjct  300  -KICVFHNGNAIQASIVPSGEFCKVWGLSDIKIGDIIGERTDSIKNIHFAE---
PQMEAA  355

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L EK
Sbjct  356  IE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW V+D  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVSDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK + T   EP   F L  P   +S A +      AT        D    TG +P    
Sbjct  533  
ALKHAETCAFEPVNEFELTVPGHAISTAMYKLAAIPATFSEPIFNNDSYHLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611



            + ++  L  +T G  +  T+  GY+
Sbjct  593  ENFKRMLHSFTEGEGIFTTKPSGYK  617

>WP_043350686.1 GTP-binding protein [Beutenbergia cavernae]
Length=657

 Score = 381 bits (978),  Expect = 4e-120, Method: Compositional 
matrix adjust.
 Identities = 245/638 (38%), Positives = 353/638 (55%), Gaps = 
40/638 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LLY +G +  PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MPYLNLGIVAHVDAGKTSLTERLLYDAGVVDAPGSVDAGTTRTDSMDLERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF      V ++DTPGH DF+AEV RSLAVLD A+LV+S  +GVQ+QT +L+ 
ALR++ 
Sbjct  61   
TSFPVDDVTVTVIDTPGHPDFIAEVERSLAVLDAAVLVLSCVEGVQSQTVVLWRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT +F+NK+D+A  D++  +  VR +L AD++   T++ +  +   E        
TD  
Sbjct  121  IPTALFLNKVDRAAADVERTLAQVRRRLDADLV---
TLTRAEHVGTREARVHAVPLTDAS  177

Query  174  AWDAVIENNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMD  232
              +AV   +D +L +++ G P+ R + VR   RR V+  +L PV  GSA  G G   
L  
Sbjct  178  VVEAVAAADDSVLARWVDGAPV-
RARQVRHALRRGVRAGTLVPVVCGSAITGAGTGMLRQ  236

Query  233  AVTGLF------
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
             +T +       +   + G AA   +VF V+  D G RR +LR +SGT+R+RD V
+L+GR
Sbjct  237  VLTDVLPRAPRREGPDDGGPAA---TVFAVDRDDRG-
RRAWLRSWSGTIRVRDRVSLSGR  292

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                +TE+ +     +   D    GE+ ++  P+ S R+ D +G P    R+ +R  
P P
Sbjct  293  APELVTEIAVSGASGLHAADEVRAGEVAVVRGPTTS-RIGDTVGRPPV--
RQEYRFTP-P  348



Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L++ + P   AQR  L  ALT LAD+DPL+   +D    E  +S  G VQ EVV
+ALL 
Sbjct  349  
TLQSLVEPVDPAQRTALYAALTDLADSDPLIGLRLDETDGEAAVSLHGEVQREVVAALLE  408

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +       S I +ER +        I    NP+ A IGL V PL + SGV++   
+
Sbjct  409  
EQFGVRARFTSTSTICLERVVGVGEAVEQISAGGNPYLAGIGLRVEPLPVDSGVRFSPGI  468

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
              G L  +F  A   G+R GL  G  GW VTDC +      YY            +  
S 
Sbjct  469  
ERGNLPPAFIAATEAGVRAGLRAGPSGWAVTDCLVTMTASGYYPRQSHAHQKFNKAMSSV  528

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR+LAP+VL  AL  +GTQ+  P+ +F L  P+  L        +  A    +  
++
Sbjct  529  
GADFRNLAPVVLHAALASAGTQVCRPFDAFELDLPERTLGSVAALLGRLSAATTASTAER  588

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
              V   G +P+  + A    L   T G +V +T L  +
Sbjct  589  GSVRLLGHVPSAHVDALARALPDLTAGEAVLVTRLDHH  626

>WP_073728811.1 GTP-binding protein [Streptomyces sp. TSRI0281]
 OKI32396.1 GTP-binding protein [Streptomyces sp. TSRI0281]
Length=672

 Score = 381 bits (979),  Expect = 4e-120, Method: Compositional 
matrix adjust.
 Identities = 229/665 (34%), Positives = 355/665 (53%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I + GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVIDDIGSVDDGSTQTDSLDLERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   



VSFVIGDIAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT+IF+NK D+AG   + ++ S+ ++LS D++          +    +P    +     
Sbjct  121  
IPTLIFVNKTDRAGARYEQILASIAERLSPDVVAMGSARGLGTRDACGTPFTAADAAFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               + +  ++D LL  Y+  +P  +  E+L  E   +   A + PV++GSA  G G
+  L
Sbjct  181  ALTELLTAHDDDLLAAYV-
DDPTAVPYERLRGELAAQTGRALVHPVFFGSAATGAGVADL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG----R  286
            +  +T L         +   G+VFKVE    G++  Y+R+++GT+R R+ +   G    
+
Sbjct  240  
VAGITELLPTAAGDAHSPASGTVFKVERGPAGEKIAYIRMFTGTVRTREVLRFRGADGTQ  299

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +  +G  VR      G I  I     +R+ D +GD    P         
P 
Sbjct  300  
SEGKVSAISVFDRGAEVRGHGVGAGRIARIRGLADIRIGDTIGDAAAGPAVHHFAP--PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+  A R  L  AL +LA+ DPL+    D I  E+ +S  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPRRRADRGTLHLALGRLAEQDPLIALRHDDIRQEVSVSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +E   +E + I +ERP+   +    I+  PNPF A++GL V P + GSGV++   
V 
Sbjct  418  
EFGVEVTFRETTTICLERPVGTGAAFEIIDKDPNPFLATVGLRVEPAAPGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  SF  AV + +R  L QG+ GW VTDC +   +  Y+            +  
ST 
Sbjct  478  
LGSMPYSFMRAVEETVRTTLHQGIHGWQVTDCVVTMTHSGYWPRQSHSHATFDKTMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR L P+VL  AL+E+GT++ EP   F +  P +          +  A   T  
V+  



Sbjct  538  
GDFRHLTPLVLMSALREAGTRVYEPMHRFRIELPYDTFGPLVPVLARLRAVPGTPVVRGS  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 G++PA  +   +  L   T G  V  +    +    G P  + R  +  L 
+  +
Sbjct  598  
VCTLEGDVPAARVHELQQLLPEMTRGEGVLESAFAHHLPVTGTPPERSRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + +
Sbjct  658  LLRTL  662

>WP_098625819.1 GTP-binding protein [Bacillus wiedmannii]
 PFX62411.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 380 bits (977),  Expect = 4e-120, Method: Compositional 
matrix adjust.
 Identities = 224/650 (34%), Positives = 356/650 (55%), Gaps = 
22/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        ++E  +  +    
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILSNEAFPFYSAQNEGTKEARIIEYKSYDDCMVL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LASYNETLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                       L   VFK+E    G++  Y+R++SG + +R  V      AL  



+EK+K 
Sbjct  241  
IPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGRIHVRKYVDIQRGEALTHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
             ++ +   G  ++      GE   +     +++ D++G+ T  +    + E   P 
+   
Sbjct  300  -KICVFYNGNAIQASIVPSGEFCKVWGLSDIKIGDIIGERTDSIKNIHFAE---
PQMEAA  355

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L EK
Sbjct  356  IE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YHLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW V+D  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVSDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK + T   EP   F L  P+  +S A +      AT     +  +    TG +P    
Sbjct  533  
ALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFREPILSNNSYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            + ++  L  +T G S+  T+  GY         + R  N+ L++  ++  
Sbjct  593  ENFKRMLHSFTEGESIFTTKPSGYTKLKAPFPTRKRVDNNPLNRKDYLLH  642

>WP_031165186.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptosporangium 
roseum]
Length=656

 Score = 380 bits (977),  Expect = 4e-120, Method: Compositional 
matrix adjust.
 Identities = 236/665 (35%), Positives = 356/665 (54%), Gaps = 
43/665 (6%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT  +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDTGTIDRLGSVDAGSTQTDTGDIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQAQTR+L   
LRKM 
Sbjct  61   
ASFTVGTSQVNLIDTPGHSDFISEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRKMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIVL----
EENTDI  172
            +PT++F+NK+D+AG   + ++  +R KLS  I+    ++Q  S +   V       
++  
Sbjct  121  
LPTLVFVNKVDRAGARHEEMLADIRRKLSPQIVPMNAVRQAGSPAARTVPISLDGPDSRS  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E++D LL + +AG   +  +++ E + +     L PV++GSA  G G++ 
L+D
Sbjct  181  
RVAEILAESDDTLLAELVAGSVPTAGRILAEVRAQTAAGLLHPVFFGSALTGQGVEALVD  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             ++ L  P    G     G+VF +E    G++  YLR++SG LR R           
+IT
Sbjct  241  
GISRLLPPARGTGDDDPRGTVFAIERGGAGEKVAYLRMHSGELRARQ----------RIT  290

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS------------------
DSVRLNDVLGDPTRLP  334
              R+ + G +           VI P                     +R+ D +G    
L 
Sbjct  291  
SYRLEAGGGVSENSEQITALHVIGPVRREAHHLAAGDIAKVWGLSRIRVGDQVGSARGLA  350

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
              R    P P L T   PK A Q  RL  AL  LAD DPL+           +L + 
G V
Sbjct  351  -GRSHFAP-
PTLETLARPKQAGQAARLHAALVNLADRDPLIHTRAVPGEGTSVLLY-GEV  407

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q +V++  L  ++ +E V ++   +++ERP+ A      +   PN F+A++GL V 
P + 
Sbjct  408  
QKDVIAETLLHEFGVEAVFEQSRTVHLERPVGAGEACEEMGPGPNGFFATVGLRVEP-AT  466



Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            G G+ +   V LG L + F  A+ D +R  LEQGL+GW VTDC +      Y 
+PVST  
Sbjct  467  
GPGITFRREVELGSLPRPFHRAIEDTVRRTLEQGLYGWAVTDCLVTLTRTGYAAPVSTAG  526

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL +AL  +GT++ EP  +F L  P + LS A        A I  +    
+ 
Sbjct  527  
DFRDLTPLVLMRALDLAGTRVYEPCHTFELEVPPDGLSAATAQLAALGADIRESSGDMET  586

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKV  631
                G+IPAR ++ +   L   + G  V  +   G +  +G   ++ R    P +R 
+ +
Sbjct  587  
WSVKGDIPARQVREFERRLPGLSRGEGVWWSRPSGDRRVLGPVPVRARSDGNPLNRSEYL  646

Query  632  RHMFQ  636
            RH+ Q
Sbjct  647  RHLTQ  651

>WP_093909984.1 GTP-binding protein [Streptomyces sp. cf386]
 SDP10255.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. cf386]
Length=665

 Score = 381 bits (978),  Expect = 4e-120, Method: Compositional 
matrix adjust.
 Identities = 228/638 (36%), Positives = 341/638 (53%), Gaps = 
29/638 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G T+TD++ 
LERQRGITIQ+AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGNTQTDSLALERQRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178



            IPT++F+NKID+ G    +V+++V ++L+A ++   T     + +          A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARSDAVLRAVAERLTAAVVPMGTADGLGTRDARFVPGLAPSALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  YI  + +S + L      + + A + PVY+GSA  G G++ L+  +  
L 
Sbjct  181  ADHDDELLTAYIE-
DAVSYDDLRAALADQTRQALVHPVYFGSAITGAGVEALIGGIRELL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG----------REK  288
                        G+VFKV     G++  Y R++SGTLR RD +              
R +
Sbjct  240  
PAADGDVEGPASGTVFKVARGPAGEKVAYARMFSGTLRTRDRIPFGAPGETGGTGDSRAE  299

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             +IT + +  +G  +R D    G I  L   S +R+ D +G+P +     +     
P L 
Sbjct  300  GRITAISVFDQGTDIRDDQVTAGRIARLWGLSDIRIGDAIGEPRKAYGHYFAP---
PTLE  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +AP     R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L
++++
Sbjct  357  
TIVAPAGGTDRRALHRALTRLAEQDPLIDLRHDEVRRETFVSLYGEVQKEVIQATLADEF  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    E + + +ERP+ + +     +   NPF A++GL V P  +GSGV +   
V LG
Sbjct  417  
GLDVTFHETTPLCIERPVGSGAAVEFNKKDGNPFLATVGLRVDPAPVGSGVGFRLEVELG  476

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPAD  515
             +  +F  AV D +R  L QGL GW V DC +   +            G   S  
ST  D
Sbjct  477  
SMPYAFFKAVEDTVRETLGQGLHGWQVPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGYD  536

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL +AL+ +GTQ+ EP   F + AP + L+       +  A  +T Q + 
D  
Sbjct  537  
FRGLTPLVLIEALRRAGTQVHEPMHRFRIEAPTDTLAALLPVLARLRAVPQTTQTRGDSC  596



Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
               G +P   +      L   T G     +    Y  A
Sbjct  597  SLEGAVPVAHVHELEQQLPGLTRGEGELESAFDHYAPA  634

>WP_076111228.1 GTP-binding protein [Paenibacillus borealis]
 OMD47081.1 GTP-binding protein [Paenibacillus borealis]
Length=659

 Score = 380 bits (977),  Expect = 4e-120, Method: Compositional 
matrix adjust.
 Identities = 227/623 (36%), Positives = 341/623 (55%), Gaps = 
15/623 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI++
+AA+
Sbjct  7    
MERINVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTAMTDSMEVERQRGISVRAAL  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++
+ALRK+ 
Sbjct  67   
ASFAWKGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLG  126

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTD---  171
            IPT+IF+NK+D+ G D  +V+   R  LS DII ++Q V    E      + +   
D   
Sbjct  127  
IPTLIFVNKMDRVGADPGAVLAQARTYLSGDIIPVQQPVGKEQEYTGASDLWQAGADAAA  186

Query  172  -
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              E  +A+ E +++LLE Y++G         +  Q       +FP+ YG A 
KGLGI  L
Sbjct  187  
RTELLEALAERDERLLELYMSGGSPDLAVWKKHLQAEAASGQMFPLVYGVAAKGLGITEL  246

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+   F   G      + G V+ ++      R  ++RLY GT+R RDTV    +  
+ 
Sbjct  247  
LDAMIDYFPRAGGDAEQPVSGIVYNIQRDKSMGRMAFVRLYDGTIRNRDTVKNYSQNVEA  306

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R    G          G+I V+     V++ DVLG P  +P++   +  +P
+L  
Sbjct  307  KVTQIRKVEGGRTEDVGALEAGDIAVVYGLSGVQIGDVLGRPDAIPQE--



AKLAVPLLTV  364

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +   T     +++ AL +LAD DPLL  +      E+ +  +G +QLEV+ +++  
+Y 
Sbjct  365  
RVFWGTEFDDHKVIGALQELADEDPLLDAQWLQEERELHIKVMGPIQLEVLDSVMESRYG  424

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+    +PSVIY E P +A    I   + P P WA +   + P   GSG+ YES V    
Sbjct  425  LKVTFGQPSVIYKETPSRAGEGFIAYTM-
PKPCWAILRFLIEPGPPGSGLVYESLVRSSD  483

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L
Sbjct  484  
LLPQYQNETARRVPEALQQGLYGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGIMDGL  543

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Sbjct  544  
NRIGTTLLEPILQVRIVVPEENSGRVMNDLVQMRGTFEPPLLQGERMIIEGRLPLATSLD  603

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y   L+ YT GRS   +   GY+
Sbjct  604  YPVTLSSYTKGRSTFTSFFAGYE  626

>WP_107459851.1 GTP-binding protein [Streptomyces sp. A244]
 PTH84020.1 GTP-binding protein [Streptomyces sp. A244]
Length=658

 Score = 380 bits (977),  Expect = 5e-120, Method: Compositional 
matrix adjust.
 Identities = 239/647 (37%), Positives = 345/647 (53%), Gaps = 
30/647 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   



VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G     V++ +  +L+  I+   T     + +            
A D
Sbjct  121  
IPTLLFVNKIDRSGARHDEVLREIAARLTPAIVPMGTATGLGTRAARFTPTPGPAAGALD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+  ++D LL  Y+    ++   L      + ++A + PVY+GSA  G G+  L+  
+  
Sbjct  181  ALTGHDDVLLAAYVE-
NTVTDSLLHGSLVAQTREALVHPVYFGSAATGEGVAALLSGIET  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEM  294
            L           +  +VFKV+ +  G++  Y R++SGTLR RD +     G E  +
+T +
Sbjct  240  LLPAAEGDADGPVSATVFKVDRSPAGEKVAYARMFSGTLRTRDRIPFGTDGAEG-
RVTGI  298

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIA  351
             +   G   R D+   G I  L     +R+ D +G+    PRK +     P P L 
T + 
Sbjct  299  SVFGHGTDTRADSVAAGRIARLTGLGDIRIGDAIGE----PRKTYEHVFAP-
PTLETIVV  353

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+++Y 
L+ 
Sbjct  354  
PGPDTHRGALHLALTQLAEQDPLIGLRHDERRRETSVSLYGEVQKEVIQATLADEYGLDV  413

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + + +ER +         +  PNPF A++GL V P  +GSGV++   V LG 
+  
Sbjct  414  
GFRETTPLCVERLVGTGQAVEFNKKDPNPFLATVGLRVEPAPIGSGVRFRLEVELGSMPY  473

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +R  LEQGL GW VTDC +   +            G   S  ST 
ADFR +
Sbjct  474  
AFFKAVEDTVRETLEQGLHGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGV  533

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL+ +GT++ EP   F + AP + L           A  ET + + D  



V  G
Sbjct  534  
TPLVLIEALRRAGTRVHEPMHRFRIEAPADTLGALLPVLAGLGAVPETTRNRDDVCVLEG  593

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             +PA  + A    L   T G     +    Y A V    I P RP +
Sbjct  594  TVPAARVHALGQRLPGLTRGEGELESSFAHY-APVTHGTI-PERPRT  638

>WP_031487082.1 GTP-binding protein [Streptomyces bicolor]
Length=664

 Score = 380 bits (977),  Expect = 6e-120, Method: Compositional 
matrix adjust.
 Identities = 232/649 (36%), Positives = 344/649 (53%), Gaps = 
28/649 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRILMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+++V ++L+A ++   T     + +          A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARGDAVLRAVSERLTAAVVPMGTTDALGTRDARFVPGLAASALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  Y+  + +S + L      + + A + PVY+GSA  G G++ L+D +  
L 
Sbjct  181  ADHDDELLTAYLE-
DTVSYDDLRTALAAQTRQALVHPVYFGSAVTGAGVEALVDGIRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---------
REKL  289
                      + G+VFKVE    G++  Y R++SGTLR RD +             
R + 
Sbjct  240  
PVADGDPDGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRICFGAVDESSEGGSRSEG  299

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVIL-
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348



            +IT + +  +G   R D    G I  L     +R+ D +G+ TR     +     P 
L T
Sbjct  300  RITAISVFDQGTDSRDDLVAAGRIAKLWGMADIRIGDAIGE-TRKAHGHFFAP--
PTLET  356

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +AP     R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L+
+ + 
Sbjct  357  
IVAPAGGTDRRALHRALTRLAEQDPLIDLRHDEVRQETFVSLYGEVQKEVIQATLADDFG  416

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+    E + + +ERP+ + +     +   NPF A+IGL V P   GSGV +   V 
LG 
Sbjct  417  
LDVTFHETTPLCIERPVGSGAAVEFNKKDANPFLATIGLRVDPAPAGSGVAFRLEVELGS  476

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADF  516
            +  +F  AV D +R  L QGL GW + DC +   +            G   S  ST  
DF
Sbjct  477  
MPYAFFKAVEDTVRETLGQGLHGWKIPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGYDF  536

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL +AL+ +GTQ+ EP   F L  P + L+       +  A  +T Q +     
Sbjct  537  
RGLTPLVLTEALRRAGTQVHEPMHRFRLETPTDTLAALLPVLARLRAVPQTTQTRGVTCS  596

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
              G +PA  +      L   T G     +    Y  A    V + RR +
Sbjct  597  LEGSVPAAHVHELEQQLPGLTRGEGELESSFDHYAPAPRGTVPERRRTD  645

>WP_086564096.1 GTP-binding protein [Streptomyces africanus]
Length=657

 Score = 380 bits (976),  Expect = 7e-120, Method: Compositional 
matrix adjust.
 Identities = 245/647 (38%), Positives = 345/647 (53%), Gaps = 
31/647 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LL+++G I E G V+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MQLLNLGILAHVDAGKTSLTERLLHSAGVIDEVGRVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G   + V++S+  +L+  I+   T +                 
A D 
Sbjct  121  
IPTLLFVNKIDRRGARDEEVLRSIAARLTPAIVPMGTATGLGTRAARFTPGPGPAAALDV  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E +D LL  Y+  E    + L+R     + + A + PVY+GSA  G G+  L+  
+  
Sbjct  181  LTETDDALLSAYV--
EDTVTDALLRGSLVTQTRQALVHPVYFGSAATGAGVDALLSGIEE  238

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMR  295
            L           + G+VFKVE    G++  Y R++SGTLR RD +   A   + 
+IT + 
Sbjct  239  
LLPAADGDADGPVSGAVFKVERGPAGEKVAYARMFSGTLRTRDRIPCGADGAEGRITGIS  298

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAP  352
            +   G   R D    G+I  L     +R+ D +G+    PRK +     P P L T 
+ P
Sbjct  299  VFGHGTDTRADAVAAGQIARLWGLADIRIGDAIGE----PRKAYEHVFAP-
PTLETVVVP  353

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                 R  L  ALTQLA+ DPL+    D    E  +S  G VQ EVV A L+++Y 
L   
Sbjct  354  
GAGVHRGALHLALTQLAEQDPLIGLRHDERRQETSVSLYGEVQKEVVQATLADEYGLHVT  413

Query  413  VKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +E + + +ER L    H + + +  PNPF A++GL V P   GSGV +   V LG 
+  
Sbjct  414  FRETTPLCVER-
LVGTGHAVELNKKDPNPFLATVGLRVEPAPAGSGVAFRLEVELGSMPY  472

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +R  L QGL+GW V DC +   +            G   S  ST 
ADFR +
Sbjct  473  
AFFKAVEDTVRETLGQGLYGWQVPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGV  532



Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL+ +GT++ EP   F + AP + L           A  ET + + D  
V  G
Sbjct  533  
TPLVLIEALRRAGTRVHEPMHRFRVDAPADTLGALLPALAGLAAVPETTRNRGDLCVLEG  592

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             +PA  + A    L   T G     +    Y A V    I P RP +
Sbjct  593  TVPAARVHALGHVLPGLTRGEGELESAFDHY-APVTHGTI-PERPRT  637

>CUQ11287.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Roseburia 
hominis]
Length=256

 Score = 366 bits (939),  Expect = 7e-120, Method: Compositional 
matrix adjust.
 Identities = 172/240 (72%), Positives = 206/240 (86%), Gaps = 0/240 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PE+ LE  TD+E 
WDAVI 
Sbjct  121  
IPTIIFINKIDQYGINLNNIYQNIKEKLSNDIIVMQNVTLTPEVSLENITDLEKWDAVIA  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND+LLEKYI GE ++ ++L +EE  +VQ  SLFP+Y+GSAK  +G Q L++A++ 
LF P
Sbjct  181  
GNDRLLEKYITGETLTVQELKQEEYEQVQKGSLFPIYHGSAKNNIGTQQLIEAISNLFCP  240

>WP_053783744.1 GTP-binding protein [Paenibacillus sp. A59]
 KOY13395.1 GTP-binding protein [Paenibacillus sp. A59]
Length=662



 Score = 380 bits (976),  Expect = 7e-120, Method: Compositional 
matrix adjust.
 Identities = 220/624 (35%), Positives = 342/624 (55%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV RSL V+DGAIL++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERSLRVMDGAILIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI--------------
VLEENT  170
            I+INK+D+ G   ++V+  +R  LS  +   Q+  ++ ++              V+   
+
Sbjct  129  
IYINKMDRIGASAETVIDQIRSSLSPFVCGIQSYRMNEDVFDGIDTLWNTSQTEVMGSPS  188

Query  171  DIEA-
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             I   ++ + E ++ L+E YI GE +    L    ++ V    +FP+ YG++ KG
+G+  
Sbjct  189  
SIPGLFELLAELDEDLMESYINGETLPSHLLNEAFRKHVHKGDVFPICYGASGKGIGVTE  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
RE +
Sbjct  249  
LLDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     + + T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWMDTGAVHAGQIAALYGLSETHVGDIIGNPEGVPPI--
PQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426



Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ +   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S 
V   
Sbjct  427  GLDVIFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
HLLLRYQNEVERRIPEALSQGLSGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LASTGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_010988902.1 GTP-binding protein [Streptomyces avermitilis]
 BAC75218.1 putative tetracycline resistance protein [Streptomyces 
avermitilis 
MA-4680 = NBRC 14893]
 KUN50064.1 GTP-binding protein [Streptomyces avermitilis]
 OOV26176.1 GTP-binding protein [Streptomyces avermitilis]
Length=663

 Score = 380 bits (976),  Expect = 8e-120, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 350/658 (53%), Gaps = 
24/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+  G I E GSV++G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDEGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +   VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAINDTTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLLRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------



KQTVSLSPEIVLEENTDI  172
            IPT++F+NKID+ G   + V++++  +L+  I+          +     P    +     
Sbjct  121  
IPTLLFVNKIDRGGAGEERVLRAIAARLTPAIVPMGRAAGPGSRDARFIPYEAHDPGFGA  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               D + E++++LL  Y+  + +S  +L      + + A + PV++GSA  G G+  
L+ 
Sbjct  181  RLLDVLTEHDEELLAAYVK-
DTVSYGRLRTALVEQTRQALVHPVFFGSATTGAGVPELIA  239

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +  L           + G+VFKVE    G++  Y RL+SGT+R RD +     E+ 
K+T
Sbjct  240  
GIKELLPAAEGDPDGPVSGTVFKVERGPAGEKIAYARLFSGTVRTRDRLLFRDGEEGKVT  299

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + +  +G  VR  +   G I  L     +R+ D  G+  +         P P L 
T + 
Sbjct  300  AISVFDQGSAVREASVAAGRIGKLWGLAEIRIGDTFGEVPKAAEPSRHFSP-
PTLETVVV  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   +    L  ALTQLA+ DPL+    D I  EI LS  G VQ EV+ A L++ + 
L+ 
Sbjct  359  
PGGRSDGGALHLALTQLAEQDPLINMRQDEIRREISLSLYGEVQKEVIQATLADAFGLDV  418

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + I +ERP+   +        P+PF A++GL V    +GSGV++   V LG 
+  
Sbjct  419  
TFRETTPICVERPVGTGAAVEFNGKGPHPFLATVGLRVEAAPVGSGVEFRLEVELGAMPY  478

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +R  L QG+ GW VTDC +   +            G   S  ST 
ADFR L
Sbjct  479  
AFFKAVEDTVRETLGQGIHGWRVTDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGL  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP   F L AP + L           A + T ++++   
V  G
Sbjct  539  
TPLVLMDALRQAGTRVHEPLHRFGLEAPADTLGAVLPVLAGLRAVVRTTRMREAVCVLEG  598



Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-
IQPRRPNSRLDKVRHMFQ  636
             +PA  +      L   T G     T    Y    G  V  +PR  ++ LD+  ++  
Sbjct  599  
LVPAAHVHELGQVLPGLTRGEGELETAFDHYAPVAGGTVPNRPRTDHNPLDRKEYLLN  656

>ACQ82047.1 small GTP-binding protein [Beutenbergia cavernae DSM 
12333]
Length=661

 Score = 380 bits (976),  Expect = 8e-120, Method: Compositional 
matrix adjust.
 Identities = 244/638 (38%), Positives = 353/638 (55%), Gaps = 
40/638 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +  +N+GI+AHVDAGKT+LTE LLY +G +  PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  5    
LPYLNLGIVAHVDAGKTSLTERLLYDAGVVDAPGSVDAGTTRTDSMDLERRRGITIRAAV  64

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF      V ++DTPGH DF+AEV RSLAVLD A+LV+S  +GVQ+QT +L+ 
ALR++ 
Sbjct  65   
TSFPVDDVTVTVIDTPGHPDFIAEVERSLAVLDAAVLVLSCVEGVQSQTVVLWRALRRLR  124

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE  173
            IPT +F+NK+D+A  D++  +  VR +L AD++   T++ +  +   E        
TD  
Sbjct  125  IPTALFLNKVDRAAADVERTLAQVRRRLDADLV---
TLTRAEHVGTREARVHAVPLTDAS  181

Query  174  AWDAVIENNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMD  232
              +AV   +D +L +++ G P+ R + VR   RR V+  +L PV  GSA  G G   
L  
Sbjct  182  VVEAVAAADDSVLARWVDGAPV-
RARQVRHALRRGVRAGTLVPVVCGSAITGAGTGMLRQ  240

Query  233  AVTGLF------
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
             +T +       +   + G AA   +VF V+  D G RR +LR +SGT+R+RD V
+L+GR
Sbjct  241  VLTDVLPRAPRREGPDDGGPAA---TVFAVDRDDRG-
RRAWLRSWSGTIRVRDRVSLSGR  296

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                +TE+ +     +   D    GE+ ++  P+ S R+ D +G P    R+ +R  



P P
Sbjct  297  APELVTEIAVSGASGLHAADEVRAGEVAVVRGPTTS-RIGDTVGRPPV--
RQEYRFTP-P  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L++ + P   AQR  L  ALT LAD+DPL+   +D    E  +S  G VQ EVV
+ALL 
Sbjct  353  
TLQSLVEPVDPAQRTALYAALTDLADSDPLIGLRLDETDGEAAVSLHGEVQREVVAALLE  412

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +       S I +ER +        I    NP+ A IGL V PL + SGV++   
+
Sbjct  413  
EQFGVRARFTSTSTICLERVVGVGEAVEQISAGGNPYLAGIGLRVEPLPVDSGVRFSPGI  472

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
              G L  +F  A   G+R GL  G  GW VTDC +      YY            +  
S 
Sbjct  473  
ERGNLPPAFIAATEAGVRAGLRAGPSGWAVTDCLVTMTASGYYPRQSHAHQKFNKAMSSV  532

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR+LAP+VL  AL  +GTQ+  P+ +F L  P+  L        +  A    +  
++
Sbjct  533  
GADFRNLAPVVLHAALASAGTQVCRPFDAFELDLPERTLGSVAALLGRLSAATTASTAER  592

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
              V   G +P+  + A    L   T G +V +T L  +
Sbjct  593  GSVRLLGHVPSAHVDALARALPDLTAGEAVLVTRLDHH  630

>WP_091154973.1 GTP-binding protein [Paenibacillus sp. 453mf]
Length=665

 Score = 380 bits (975),  Expect = 1e-119, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 330/629 (52%), Gaps = 
31/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV +GT  TD++ +E+QRGI+++AA 
TSF 
Sbjct  14   
NVGIFAHVDAGKTTTTEQILYLSGVIRALGSVNEGTAFTDSLEIEKQRGISVKAAATSFV  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W  C VN+VDTPGH+DF++EV RSL V+DGAIL++SA DGVQAQT  ++ ALRK+
+IPT+
Sbjct  74   
WKDCTVNLVDTPGHIDFISEVERSLRVMDGAILIVSAADGVQAQTETIWKALRKLHIPTI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL--------------
EENT  170
            I++NK+D+ G+ L  ++ ++   LS   +  Q V    E +               
EE++
Sbjct  134  
IYVNKMDRPGISLTEIMDNMTSLLSPAALPVQQVQFDQEALCKTVSIFAEDGSNAREEHS  193

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             I  W A  + ++  LE++I GE     +L        +  ++FPV +GS++KG
+GI+ L
Sbjct  194  TIAEWLA--
DQDEIFLERFIEGEEFPAHELRDRIAEEARHGNVFPVCFGSSQKGIGIREL  251

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M+A+              L G V+KVE      R VY+RLY+G L  RDTV +  R  
K 
Sbjct  252  
MEAIIDYLPAPAGDADGPLSGVVYKVERDKTMGRAVYIRLYNGKLHTRDTVTIMNRGLKE  311

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-----  343
            K++++R       V       G+I  +      ++ D++G  T +P       PL     
Sbjct  312  KVSQIRKIEGRRAVDLTHFEAGDIAAVYGLHEAQIGDIIGTETSVP-------
PLPGMAV  364

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K  AQ   L+ AL +L D DPLL         E+ L  +G +QLE++ 
++L
Sbjct  365  
PLLTVQVHCKDIAQYPSLVAALQELTDEDPLLGLTWLKDERELHLKVMGAIQLEILESIL  424

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E P       I   + P P WA +  ++ PL  GSG+ 
Y S 
Sbjct  425  LSRFGLAVTFDPPSVIYKETPAADGEGFIAYTM-
PKPCWAILRFAIRPLPRGSGLVYRSE  483

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L + +QN V   +   LEQGL+GW VTD ++   YG ++   + P DF    
P+ 
Sbjct  484  
VRYDHLLERYQNEVARRVPEALEQGLYGWEVTDLEVVLTYGEHHVWHTHPLDFVVATPMG  543

Query  524  



LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L +  T LLEP   F +  P+EY  +   D     A  E   +        G 
IPA
Sbjct  544  
IMDGLNQVRTTLLEPMQHFRITVPEEYGGKVLSDLVHMRAVFEAPYIAHGRCTVEGTIPA  603

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
                 Y   L   T G  +  T   GYQA
Sbjct  604  ATSLNYPVQLRSETKGSGMMTTSYAGYQA  632

>WP_083180455.1 GTP-binding protein [Paenibacillus yonginensis]
 ANS76669.1 GTP-binding protein [Paenibacillus yonginensis]
Length=698

 Score = 381 bits (978),  Expect = 1e-119, Method: Compositional 
matrix adjust.
 Identities = 225/642 (35%), Positives = 352/642 (55%), Gaps = 
39/642 (6%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +L+ SG     GSV+ GT  TD + +E++RGI+++AA 
TSF 
Sbjct  28   
NVGIFAHVDAGKTTTTEHILFESGRTRSLGSVDSGTAVTDWLDIEKERGISVRAATTSFV  87

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++ ALRK+ 
IPT+
Sbjct  88   
WKGVHINLVDTPGHVDFLSEVERSLRVMDGAVLIVSAAEGVQAQTELIWGALRKLKIPTL  147

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----IKQTVSLSP--------
EIVLEENTD  171
            I++NK+D+ GV+ Q+++  +   LS D +     + Q  S +         E  LE
+ T+
Sbjct  148  
IYVNKMDRTGVNEQALLADICKYLSPDAVPFQLPVGQEQSFTGAVDLWAALEDGLEDGTN  207

Query  172  -------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS  212
                               IE  +++ E ++ LL++Y+AGE +   +  +          
Sbjct  208  
TAVSGETLSEAAGRLKAAGIELLESLAERDEALLQRYLAGEKVPVMQWRQAAADMACSGR  267

Query  213  
LFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYS  272
            LFP++YG++ KG+G++ LMDA+       G      L G VFK+E      R  Y
+RLYS
Sbjct  268  
LFPLFYGASGKGIGVEALMDAIVDYLPGPGGDKDKELSGIVFKIERDKTMGRMAYVRLYS  327



Query  273  GTLRLRDTVALAGREKL--KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGD  329
            G +R RD V L   ++L  K+T++R     +         G+I  +    SVR+ 
DVLG 
Sbjct  328  GAIRNRDLV-
LNYTQQLEEKVTQIRKVDGNKSEDLGVLEAGDIAAVCGLASVRIGDVLGS  386

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
            P  +P +      +P+L       + A   R++ AL +L+D DPLL  +      E
+ + 
Sbjct  387  PAHIPDEA--
RLAVPLLTVQAHWASEADYPRMVQALQELSDEDPLLDVQWMQDERELHVK  444

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
             +G++QLE++++LL  +Y L     +PSVIY E P++A    +   + P P WA +  
++
Sbjct  445  VMGQIQLEMLTSLLQSRYGLRAEFGKPSVIYKETPVRAGEGYVAY-
LMPKPCWAILRFAI  503

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             P   GSG+QY+++V    L   +QN VR  +   L QGL+GW V D K+    G 
++  
Sbjct  504  
EPGPPGSGLQYDAKVRTEDLLLQYQNEVRRRVPEALSQGLYGWEVVDLKVTLIEGQHHVW  563

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             + P DF    P+ +   L  +GT+LLEP L+F +  P+E   R  +D  +     
ET  
Sbjct  564  
HTHPLDFAVATPMGIMDGLANTGTKLLEPILNFRINVPEENAGRVMNDLVQMRGVFETPV  623

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            ++ + +  TG++P      Y + L   T GR   +T   GY+
Sbjct  624  LQGERITLTGKVPLAESMEYASQLGSLTKGRGAMVTFFAGYE  665

>SFS47170.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. 453mf]
Length=659

 Score = 380 bits (975),  Expect = 1e-119, Method: Compositional 
matrix adjust.
 Identities = 228/629 (36%), Positives = 330/629 (52%), Gaps = 
31/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV +GT  TD++ +E+QRGI+++AA 
TSF 



Sbjct  8    
NVGIFAHVDAGKTTTTEQILYLSGVIRALGSVNEGTAFTDSLEIEKQRGISVKAAATSFV  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C VN+VDTPGH+DF++EV RSL V+DGAIL++SA DGVQAQT  ++ ALRK+
+IPT+
Sbjct  68   
WKDCTVNLVDTPGHIDFISEVERSLRVMDGAILIVSAADGVQAQTETIWKALRKLHIPTI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL--------------
EENT  170
            I++NK+D+ G+ L  ++ ++   LS   +  Q V    E +               
EE++
Sbjct  128  
IYVNKMDRPGISLTEIMDNMTSLLSPAALPVQQVQFDQEALCKTVSIFAEDGSNAREEHS  187

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             I  W A  + ++  LE++I GE     +L        +  ++FPV +GS++KG
+GI+ L
Sbjct  188  TIAEWLA--
DQDEIFLERFIEGEEFPAHELRDRIAEEARHGNVFPVCFGSSQKGIGIREL  245

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M+A+              L G V+KVE      R VY+RLY+G L  RDTV +  R  
K 
Sbjct  246  
MEAIIDYLPAPAGDADGPLSGVVYKVERDKTMGRAVYIRLYNGKLHTRDTVTIMNRGLKE  305

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-----  343
            K++++R       V       G+I  +      ++ D++G  T +P       PL     
Sbjct  306  KVSQIRKIEGRRAVDLTHFEAGDIAAVYGLHEAQIGDIIGTETSVP-------
PLPGMAV  358

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K  AQ   L+ AL +L D DPLL         E+ L  +G +QLE++ 
++L
Sbjct  359  
PLLTVQVHCKDIAQYPSLVAALQELTDEDPLLGLTWLKDERELHLKVMGAIQLEILESIL  418

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E P       I   + P P WA +  ++ PL  GSG+ 
Y S 
Sbjct  419  LSRFGLAVTFDPPSVIYKETPAADGEGFIAYTM-
PKPCWAILRFAIRPLPRGSGLVYRSE  477

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L + +QN V   +   LEQGL+GW VTD ++   YG ++   + P DF    



P+ 
Sbjct  478  
VRYDHLLERYQNEVARRVPEALEQGLYGWEVTDLEVVLTYGEHHVWHTHPLDFVVATPMG  537

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L +  T LLEP   F +  P+EY  +   D     A  E   +        G 
IPA
Sbjct  538  
IMDGLNQVRTTLLEPMQHFRITVPEEYGGKVLSDLVHMRAVFEAPYIAHGRCTVEGTIPA  597

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
                 Y   L   T G  +  T   GYQA
Sbjct  598  ATSLNYPVQLRSETKGSGMMTTSYAGYQA  626

>WP_048578961.1 GTP-binding protein [Streptomyces viridochromogenes]
 KMS77168.1 GTP-binding protein [Streptomyces viridochromogenes]
Length=668

 Score = 380 bits (975),  Expect = 1e-119, Method: Compositional 
matrix adjust.
 Identities = 232/657 (35%), Positives = 346/657 (53%), Gaps = 
34/657 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-SLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V++++ ++L+A ++   T   L              A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGARYDAVLRALSERLTASVVPMGTADGLGTRAARFRPGLTSSALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  YI  + +S ++L      + + A + PVY+GSA  G G+  L + +  
L 
Sbjct  181  ADHDDELLTAYIE-
DTVSYDRLRTALADQTRQALVHPVYFGSAITGAGVGALAEGIGQLL  239

Query  239  



QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-------------  285
                      + GSVFKVE    G++  Y R++SGT+R RD +                 
Sbjct  240  
PAADGDPEGPVSGSVFKVERGPAGEKVAYARMFSGTVRTRDRIRFGAAGASSDAGEHDDT  299

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
            R + +IT + +  +G   R D    G I  L     +R+ D  G+P +     +     
P
Sbjct  300  
RAEGRITAISVFDRGADRRDDLVAAGRIAKLWGLADIRIGDAFGEPRKAAGHFFAP---P  356

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P   A R  L  ALT LA+ DPL+    D +  E  +S  G VQ EV+ 
A L+
Sbjct  357  
TLETVVVPADGADRRDLHRALTLLAEQDPLIDLRHDEVRQETFVSLYGEVQKEVIQATLA  416

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +++ L+   +E + + +ERP+ + +     +   NPF A+IGL V P  +GSGV +   
V
Sbjct  417  
DEFGLDVTFRETTPLCVERPVGSGAAVEFNKKDGNPFLATIGLRVDPAPVGSGVAFRLEV  476

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVST  512
             LG +  +F  AV D +R  L QGL GW V DC +   +            G   S  
ST
Sbjct  477  
ELGSMPFAFFKAVEDTVRETLGQGLRGWQVPDCTVTMTHSGYSPRQSHAHQGFDKSMSST  536

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR L P+VL +AL+ +GT++ EP   F + AP + L+       +  A  +T 
+ + 
Sbjct  537  
GYDFRGLTPLVLVEALRRAGTRVHEPMHRFRVEAPSDTLAALLPVLARLRAVPQTTETRG  596

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
               V  G +PA  +      L   T G     +    Y  A   P   P R  + L
+
Sbjct  597  ASCVLEGAVPAAHVHELEQHLPGLTRGEGELESAFDHYAPAA--
PGTAPERRRTDLN  651

>WP_076289457.1 GTP-binding protein [Paenibacillus pabuli]
 OME81669.1 GTP-binding protein [Paenibacillus pabuli]
Length=662

 Score = 379 bits (974),  Expect = 1e-119, Method: Compositional 
matrix adjust.



 Identities = 221/649 (34%), Positives = 354/649 (55%), Gaps = 
21/649 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERALRVMDGAVLIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV-------
LEENTDIEA---  174
            I++NK+D+ G   ++V+  +R  LS  +   Q+  ++ ++         +  T ++    
Sbjct  129  
IYMNKMDRVGASAETVIDQIRSSLSPFVCEVQSFRMNEDVFEGIDSLWNDSQTQVKGSSS  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 ++ + E ++ L+E YI GE +  ++L    +++V    +FP+ YG++ KG
+G+  
Sbjct  189  
SIPGLFELLAELDEDLMEAYINGETLPADQLDEAFRKKVHQGEVFPICYGASGKGIGVTE  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
R+ +
Sbjct  249  
LLDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTRKLE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQLAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S 



V   
Sbjct  427  GLDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
HLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LANTGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
             Y   L   T+GR V  T   GYQ     Q   + RR  + LD+ +++ 
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQDCPSDQTHTRKRRGVNPLDQSKYIL  654

>WP_064639114.1 GTP-binding protein [Paenibacillus sp. AD87]
 OAX49662.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Paenibacillus 
sp. AD87]
Length=662

 Score = 379 bits (974),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 222/649 (34%), Positives = 353/649 (54%), Gaps = 
21/649 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERALRVMDGAVLIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL-------
EENTDIEA---  174
            I++NK+D+ G   ++V+  +R  LS  +   Q+  ++ ++         E  T ++    
Sbjct  129  
IYMNKMDRVGASAETVIDQIRSSLSPFVCEVQSFRMNEDVFEGIDSLWNESQTQVKGSSS  188

Query  175  -----



WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 ++ + E ++ L+E YI GE +  ++L    +++V    +FP+ YG++ KG
+G+  
Sbjct  189  
SIPGLFELLAELDEDLMEAYINGETLPADQLDEAFRKKVHQGEVFPICYGASGKGIGVTE  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
RE +
Sbjct  249  
LLDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWTDTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQLAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
HLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L   GT LLEP L+F L  P+E+  +A  D     AT E   +     +  G +P     
Sbjct  546  
LASIGTTLLEPILNFRLTVPEEHGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
             Y   L   T+GR V  T   GYQ     Q   + RR  + LD+ +++ 
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQDCPSDQTHTRKRRGVNPLDQSKYIL  654

>WP_058849791.1 GTP-binding protein [Streptomyces silvensis]
 KUF16315.1 GTP-binding protein [Streptomyces silvensis]



Length=671

 Score = 379 bits (974),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 344/654 (53%), Gaps = 
26/654 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAH+DAGKT+LTE LL+ +G I E GSV+ G+TRTD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHIDAGKTSLTERLLHTAGVIDEVGSVDDGSTRTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDIEA  174
            T++F+NK+D+ G D + V+  +  KL+  +    TV           P  V +       
Sbjct  121  
TLVFVNKVDRGGADPERVLAELARKLTPAVTPLGTVEAPGTRTARYVPYTVDDPVRTARL  180

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + +++D LL  Y+ G     ++L      + + A + PV +GSA  G G+  L  
A+
Sbjct  181  
TELLADHDDALLSAYVEGAAPRHDELRAALAGQTRRALVHPVLFGSAMTGTGLDALTGAI  240

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---KI  291
              L           + G+VFKVE    G++  Y R++SGT+R+RD V + G  +    
K+
Sbjct  241  
RELLPAAAGSADGPVAGTVFKVERGLAGEKVAYARMFSGTVRVRDRVRVGGSARGAGDKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRT  348
            T + +  +G     D    G+I +L     VR+ DVLG    +P ++W       P 
L T
Sbjct  301  
TGIGVFEQGTAAPRDAVSAGQIALLWGLRGVRIGDVLGHEHDVPERQWARHHFAPPTLET  360

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+  + R  L  ALTQLA+ DPL+    D +  EI +S  G VQ EV+ A L
+E++ 
Sbjct  361  
VVEPRRPSDRSALHSALTQLAEQDPLIGLRQDPLRQEISVSLYGEVQKEVIEATLAEEFG  420



Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            + T  +E + I +ER +        I+  PNPF A++GL V P   G+GV++   V 
LG 
Sbjct  421  
VGTDFRETTTICVERVVGTGEAVEIIDTDPNPFLATVGLRVEPAPAGAGVEFRLGVELGS  480

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADF  516
            +  +F  AV + ++  L QG  GW V DC +      Y+            S  ST  
DF
Sbjct  481  
MPYAFFKAVEEAVQETLRQGPHGWEVPDCLVTMTRSGYWPRQSHAHAVFDKSMSSTAGDF  540

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL  AL+ +GT++ EP   F L  P +          +  A   T        
V
Sbjct  541  
RRLTPLVLMDALRRAGTRVHEPMHRFRLTVPADVFGTLLPALGRLRAVPHTPTAHGSSYV  600

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  
630
              G +PA  +      L   T G     T    Y    G P  +PR  ++ LD+
Sbjct  601  VDGVVPAARVHGLEQALPGLTRGEGELETAFDHYAPVHGTPPGRPRTDHNPLDR  
654

>WP_038586981.1 GTP-binding protein [Paenibacillus sp. FSL H7-0357]
 AIQ16356.1 GTP-binding protein [Paenibacillus sp. FSL H7-0357]
Length=659

 Score = 379 bits (973),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 226/623 (36%), Positives = 340/623 (55%), Gaps = 
15/623 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI++
+AA+
Sbjct  7    
MERINVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTAMTDSMEVERQRGISVRAAL  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++
+ALRK+ 
Sbjct  67   
ASFAWKGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLG  126

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTD---  171



            IPT+IF+NK+D+ G D  +V+   R  LS DII ++Q V    E      + +   
D   
Sbjct  127  
IPTLIFVNKMDRVGADPGAVLAQARTYLSGDIIPVQQPVGKEQEYTGASDLWQAGADAAA  186

Query  172  -
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              E  +A+ E +++LLE Y++G         +  Q       +FP+ YG A 
KGLGI  L
Sbjct  187  
RTELLEALAERDERLLELYMSGGASDLAVWKKHLQAEAASGRMFPLVYGVAAKGLGITEL  246

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+   +   G      + G V+ ++      R  ++RLY GT+R RDTV    +  
+ 
Sbjct  247  
LDAMIDYYPRAGGDAEQPVSGIVYNIQRDKSMGRMAFVRLYDGTIRNRDTVKNYSKNVEA  306

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R    G          G+I V+     VR+ DVLG P  +P++   +  +P
+L  
Sbjct  307  KVTQIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGRPDAIPQE--
AKLAVPLLTV  364

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +         +++ AL +LAD DPLL  +      E+ +  +G +QLEV+ +++  
+Y 
Sbjct  365  
RVFWGAEFDDHKVIGALQELADEDPLLDAQWLQEERELHIKVMGPIQLEVLDSVMESRYG  424

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+    +PSVIY E P +A    I   + P P WA +   + P   GSG+ YES V    
Sbjct  425  LKVTFGQPSVIYKETPSRAGEGFIAYTM-
PKPCWAILRFLIEPGPPGSGLVYESLVRSSD  483

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L
Sbjct  484  
LLPQYQNETTRRVPEALQQGLYGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGIMDGL  543

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P      
Sbjct  544  
NRIGTTLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSLD  603

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y   L+ YT GRS   +   GY+



Sbjct  604  YPVTLSSYTKGRSTFTSFFAGYE  626

>WP_019544083.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sulphureus]
Length=661

 Score = 379 bits (973),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 240/664 (36%), Positives = 360/664 (54%), Gaps = 
29/664 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV  GTT+TD++ LERQRGITI
++AV
Sbjct  1    
MKKLNLGILAHVDAGKTSLTERLLHRTGVIDEVGSVAAGTTQTDSLELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DFL+EV R+LAVLDGA+LV+SA +GVQ QTRIL   
LR+++
Sbjct  61   
ATFVLDDLKVNLIDTPGHSDFLSEVERALAVLDGAVLVVSAVEGVQPQTRILMRTLRRLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--SLSPE---
IVLEENTD----  171
            IPT++F+NK+D+ G     V+  +R +L+   +    V  + +P+   +VL+ +TD    
Sbjct  121  
IPTLLFVNKVDRGGARPDGVLGEIRKRLTPAAVALSAVDHAGTPQARAVVLDADTDPEFT  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL-
FPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  E+   EE      + L  PV++GSA  G G
+  L
Sbjct  181  
VRVGETLADHDDAFLSAYLDEERVLPERAYAEELAAQTGSGLVHPVFFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
LCGIRELLPSVCGAKDAPLRATVFKVDRGPRGEAVAYLRLVSGTLGTRDSVTLHRADHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R    + +IT +R+   G   R   A  G+I  +     VR+ D  G     P + 
+   
Sbjct  301  
RVTGHRGRITALRVFEHGSATREARASAGDIAQVRGLKDVRVGDRAGCLDGPPPQSFFAP  360



Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPL--
LRCEVDSITHEIILSFLGRVQLEVV  399
              P L T + P+  A   RL  AL  L + DP   LR   +S T  ++    G VQ 
E++
Sbjct  361  --PSLETVVRPERPADAGRLHAALRMLDEQDPSIDLRYHEESATGAVV-
RLYGEVQKEIL  417

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGV  458
            S+ L+E + +         + +E+P+      I ++    N FWA++GL V P + 
G+GV
Sbjct  418  
SSTLAESFDVRVRFDPTRTVCIEKPVGTGEALIELDTRTRNYFWATVGLHVGPAAPGTGV  477

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             +   V LG L  +F  A+ + +R  L  GL GW VTDC +      + SPVS   
DFR+
Sbjct  478  
AFRVAVKLGSLPSAFHKAIEEAVRTTLRHGLCGWQVTDCAVTLTRTGFASPVSAADDFRA  537

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
              P+VL  AL+++GT++ EP  SF L  P   LS+      +  AT        D     
Sbjct  538  
ATPLVLMDALRQAGTRVHEPVSSFELEVPAAQLSQVLAKLAESGATPGVPAADGDVFRLG  597

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHM  634
            G +P   +  +R  +   T G  V +TE   Y+ A G+P ++PR     P +R + 
+ H+
Sbjct  598  
GTMPTGLVHDFRQQVPALTRGEGVFVTEHLDYRPAAGEPPVRPRPKGPDPLNRDEYLLHV  657

Query  635  FQKV  638
             +++
Sbjct  658  LKRI  661

>WP_053752191.1 GTP-binding protein [Streptomyces sp. MMG1533]
Length=656

 Score = 379 bits (973),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 242/655 (37%), Positives = 347/655 (53%), Gaps = 
25/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E G V+ G T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGRVDDGNTQTDTLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAIDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-VSLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V++++ ++L+   +   T   L              A 
D +
Sbjct  121  
IPTLVFVNKIDRRGAGHEGVLRAISERLTPSAVPMGTPAGLGTRAARFTPGLGPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+  + +S  +L      R + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADHDDDLLSAYVE-
DTVSEARLRAALAARTRQALVHPVYFGSAVTGAGVDELIAGIKELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
                      L G+VFKVE    G++  Y R++SGTLR RD +     RE  +IT 
+ + 
Sbjct  240  
PAADGDPDGPLSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIPFGDAREDGRITAVSVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKT  354
              G  VR DT   G I  L     +R+ D LG+    PRK +     P P L T + 
P  
Sbjct  300  DHGTDVRRDTVPAGRIAKLWGLADIRIGDSLGE----PRKAYGHFFAP-
PTLETVVVPGP  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L++++ LE   
+
Sbjct  355  
HTDGGALHLALTRLAEQDPLIGLRHDEVRRETSVSLYGEVQKEVVQATLADEFGLEVTFR  414

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ERP    +    I+   NPF A++GL V P   GSGV +   V LG +  
+F 
Sbjct  415  
ETTPLCIERPAGTGTAVEFIKKDANPFLATVGLRVDPAPPGSGVGFLLEVELGSMPYAFF  474

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPI  522
             A+ D +R  L QGL GW V DC +   +  Y+            S  ST ADFR 
L P+
Sbjct  475  



KAIEDTVRDTLGQGLHGWQVADCTVTMTHCGYWPRQSHSHQGFDKSMSSTGADFRGLTPL  534

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +ALK +GTQ+ EP   F + APQ+ L           A   T +   D  V  
G +P
Sbjct  535  
VLVEALKRAGTQVYEPMHRFRIEAPQDTLGALLPVLAALRAVPRTTETHGDICVLEGVVP  594

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            A  +      L   + G     +    Y   A G    +PR  N+ L++  ++  
Sbjct  595  ADRVHELEQRLPGLSRGEGEVESSFDHYAPVARGTSPRRPRTDNNPLNRKEYLLN  
649

>WP_067455119.1 GTP-binding protein [Actinomadura macra]
Length=630

 Score = 378 bits (970),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 244/649 (38%), Positives = 342/649 (53%), Gaps = 
31/649 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LLY +GAI   GSV+ G T+TD   LER RGITI
+ AV
Sbjct  1    
MATLNLGILAHVDAGKTSLTERLLYDTGAIGRLGSVDAGDTQTDRGELERSRGITIRTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR + 
Sbjct  61   
ASFRAGGLDVNLIDTPGHADFVAEVERALGVLDGAVLVMSAVEGVQAQTRVLMRTLRALR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IF+NKID+ G   +  + ++R +LS   +    V               + + 
+ E
Sbjct  121  
LPTLIFVNKIDRMGASGEGTLAAIRRRLSERAVPLNDVRDVGTATAGTTARAVSAEILAE  180

Query  181  NNDKLLEKYIAG-EPISREKLVREEQRRVQDAS--
LFPVYYGSAKKGLGIQPLMDAVTGL  237
            N+D LLE  + G EP S   +VR+   RVQ A+  + P+Y+GSA  G G+  L+D 
+  L
Sbjct  181  NDDALLEALVDGREPAS--AVVRDAL-
RVQTAAGLVHPLYFGSAVTGAGVAELLDGIGNL  237

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI-  296



              P          GSVF VE    G+R  YLRL+SG LRLR  V + GR   ++T 
+ + 
Sbjct  238  LPPADGDAGGETRGSVFAVERGPSGERAAYLRLFSGELRLRQRVTIGGRVG-
RVTGLDVV  296

Query  297  -PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
             PS   +   +    G +  L    +R+ D +G P R         P   P L T 
+  +
Sbjct  297  GPSGPHLTAGNI---GRVRGLA--GIRVGDRIGAPVRA------
VTPFHPPSLETVVRAR  345

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              A   RL  AL  LA+ DPL+R          +L + G VQ E++ A L     
+E V 
Sbjct  346  RPADSARLRGALLDLAEEDPLIRARPAPGGATSVLLY-
GEVQKEIIGARLRADAGVEAVF  404

Query  414  KEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            +    +Y+ERP  +  A+  ++       FWAS+GL V P   G+GV +   V LG 
L  
Sbjct  405  EASRTVYLERPAGVGEAAEDMNWRRRTPDFWASVGLRVEP---
GTGVSFRREVELGALPH  461

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +   A+ + +   LEQGL GW VTDC +      Y +P+ST ADFR L P+VL 
+AL E+
Sbjct  462  
ALDRAIEETVHRTLEQGLHGWPVTDCAVVLTRSGYAAPLSTAADFRGLTPLVLMRALAEA  521

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT++ EP  +F    P E LS          A     +   +     GEIPA   +    
Sbjct  522  
GTRVFEPCHAFEAEIPGEALSPVLARLTALGAGALEPEPASEGWTVRGEIPASLAREAEQ  581

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK---VRHMFQK  637
             L   TNG  V  +   G +   G+P  + R     LD+   +RH+ ++
Sbjct  582  SLPALTNGEGVWWSRPSGERPVTGRPPERERTDGDPLDRDAYLRHLARR  630

>WP_090895831.1 GTP-binding protein [Paenibacillus sp. OK076]
 SEN22647.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. OK076]
Length=662

 Score = 379 bits (973),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 221/627 (35%), Positives = 341/627 (54%), Gaps = 
26/627 (4%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRTPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV RSL V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERSLRVMDGAVLILSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            I+INK+D+ G   ++V+  VR  LS  +   Q+  ++ E+   E  D   W+        
Sbjct  129  IYINKMDRVGASAETVIDQVRSSLSPFVCEIQSFRMNEEVF--EGID-
SLWNESQKRVKG  185

Query  178  -----------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                       + E ++ L+E YI GE +  E+L    +++V    +FP+ YG++ 
KG+G
Sbjct  186  
PPSSIPGLFELLAELDEDLMEAYINGETLPAEQLDEAFRKKVHRGEVFPICYGASGKGIG  245

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            +  L+DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  
+ R
Sbjct  246  
VTELLDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTR  305

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLP  344
            + + K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  
+P
Sbjct  306  KLEEKVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQMAVP  363

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S
+LL 
Sbjct  364  
LLTVQVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLM  423

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             ++ L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y 
S V
Sbjct  424  SRFGLDVVFDPPSVIYKETPASSGEGFIAYTM-



PKPCWAILRFSIEPLPRGSGLIYSSTV  482

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    
P+ +
Sbjct  483  
RTDHLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGI  542

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
               L  +GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G 
+P  
Sbjct  543  
MDGLASTGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLA  602

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                Y   L   T+GR +  T   GY+
Sbjct  603  SSMDYPVKLRSETSGRGLLTTSFAGYE  629

>ACC86068.1 putative ribosomal protection protein, partial 
[Clostridiaceae 
bacterium T2-RPP]
Length=306

 Score = 366 bits (940),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 171/304 (56%), Positives = 234/304 (77%), Gaps = 0/304 
(0%)

Query  137  
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            L +  Q++++KLS DIII Q V+L+PE+ LE  TD+E WDAVI  ND+LLEKYI 
GE ++
Sbjct  1    
LHNTYQNIKEKLSTDIIIMQNVTLTPEVSLENITDLEKWDAVIAGNDRLLEKYITGETLT  60

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
             ++L +EE  +VQ  SLFP+Y+GSAK  +G Q L++ ++ +F    ++  + 
LCGSVFK+
Sbjct  61   
VQELKQEEYEQVQKGSLFPIYHGSAKNNIGTQQLIEVISDIFCSEMDKSQSELCGSVFKI  120

Query  257  
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL  316
            EYTD  QR  YLRLYSGTL LRDT+ L+ ++K+K+TEM IPS GE+++T+ A  G
+IVIL
Sbjct  121  
EYTDRKQRLAYLRLYSGTLHLRDTIILSEKKKMKLTEMYIPSNGEMIQTEVACSGDIVIL  180

Query  317  
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376



            P+D+++LND++G+   LP   W ++P+P LRT I P    QRE LLDALT+
+ADTDPLL 
Sbjct  181  
PNDTLKLNDIVGNEKMLPCNAWNDNPVPTLRTMIEPIKPEQREYLLDALTEIADTDPLLC  240

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
              VD+ITHEII+SFLG VQLEV+ +LL+EKY ++  VKEP+VIY+E+PL+ A 
+TIHIEV
Sbjct  241  
YYVDTITHEIIISFLGTVQLEVICSLLTEKYHIDINVKEPTVIYLEKPLQKADYTIHIEV  300

Query  437  PPNP  440
            PPNP
Sbjct  301  PPNP  304

>WP_086421795.1 GTP-binding protein [Bacillus thuringiensis]
 OTZ91834.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
ostriniae]
Length=635

 Score = 378 bits (971),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 228/653 (35%), Positives = 356/653 (55%), Gaps = 
37/653 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAAEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V         ++E  +     
+ 
Sbjct  121  
IPTILFVNKIDRSGANTEKVMKQIKEVLSNEAFPFYSVENEGTKEARIIEYKSYENCMEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LLE Y+  E +    L  E  +++  A++FP+++GSA  G G+  L++ 
++ L
Sbjct  181  



LAPYNESLLESYVNNEIVPGALLREELIKQIAQANVFPIFFGSAMTGTGVTELLENISDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                    +  L G VFK+E    G++  Y+R++SG L +R  V      ALA 
+EK+K 
Sbjct  241  
IPANKSAENEVLSGVVFKIEREPSGEKIAYVRVFSGRLHVRKYVHILRDDALAHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++ +   G  V+      GE   +     +++ D++G+ T   +     +P        
Sbjct  300  -
KICMFHNGNAVQASIVPSGEFCKVWGLSDIKIGDIIGERTDYIKDIHFAEP-----QME  353

Query  351  APKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G VQ EV+   L 
EKY
Sbjct  354  
AAIEALPKERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLYEKY  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+       V+ +E+P+        +    NPF+A+IG  +    L SGV Y+  
V LG
Sbjct  414  
NLQVTFSNTRVVCIEKPIGIGKSVEVMGEKANPFYATIGFKIERDELNSGVTYKLGVELG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P
+VL  A
Sbjct  474  
SLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ T + EP   F L            + P+Y  +    ++  D    TG +P    
+
Sbjct  534  LIQAETYVYEPVNEFEL------------
NVPEYAISTAMYKLYNDSYQLTGSLPVAKTE  581

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  
636
             ++  L  +T G  +   +  GY+  +  P    +R    P +R D + H+ +
Sbjct  582  NFKRILHSFTEGEGIFTMKPSGYK-ELKAPFPTRKRVDYNPLNRKDYLLHVLR  
633

>WP_077015246.1 GTP-binding protein [Kribbella sp. ALI-6-A]
 ONI71696.1 GTP-binding protein [Kribbella sp. ALI-6-A]
Length=654



 Score = 379 bits (972),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 237/660 (36%), Positives = 356/660 (54%), Gaps = 
39/660 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+A+G I   GSV+ G+TRTDTM LER+RGITI++AV 
SF+ 
Sbjct  1    
MGILAHVDAGKTSLTERLLHAAGVIDRVGSVDAGSTRTDTMDLERRRGITIRSAVVSFEL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                VN++DTPGH DF+AEV R+L+VLDGA+LV+SA +GVQ QTR+L   L+++ 
IPT++
Sbjct  61   
SGLTVNLIDTPGHSDFIAEVERALSVLDGAVLVLSAVEGVQVQTRLLMRTLQRLRIPTLL  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWDAVIEN  181
            F+NKID+ G     ++  VR  L+   I   TV    + S   V          + 
+ E 
Sbjct  121  
FVNKIDRMGARYDELLADVRRLLTPAAIPLGTVRDLGARSARFVPYTPGTGAVDELLAER  180

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND  LE+Y+A +  + ++   E   +V+ A + PVY+GSA  G G+  L++ +  L    
Sbjct  181  NDMYLERYLADDLTAADQQT-
ELADQVRRALVQPVYFGSAITGNGVPELIEGIRTLLPWA  239

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-------------  288
                   L  SVFKVE    G++    R+++GTLR R+ + +   E+             
Sbjct  240  
SGSAKDPLQASVFKVERGAAGEKIASARVFAGTLRAREQIEVHRGEQAVLRSSAPASPGA  299

Query  289  -----------LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRK  336
                        K T +++ ++GE  R +    G IV L     +R+ D LG P     
+
Sbjct  300  
GGGSARGASYFAKPTSVQVFARGETERVEAVEAGRIVALRGLKEIRIGDQLGGPGDRGGQ  359

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             +     P L T +    A  R +L  AL QLA+ DPL+R   D    EI +S  G 
VQ 
Sbjct  360  LFAP---PTLETVV---RAGDRIKLFQALQQLAEQDPLIRVRKDD---
EISVSLYGEVQK  410

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456



            EV+++LL+++Y L     E   I+ ERP+ + +    +  P NP+ A++G  V+P   
G+
Sbjct  411  
EVIASLLADEYGLAVTFDETRPIHQERPIGSGTAVREMGAPDNPWVATVGFRVSPAPAGT  470

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y   V LG L ++F  A+ + +R  L QGL GW V   ++      Y SPV+   
DF
Sbjct  471  
GIDYRLEVELGGLPRAFHTAIEETVRQTLLQGLSGWEVDYVRVDLIRTGYSSPVTVAMDF  530

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL +AL ++GT ++EP   F L  P + +S       +  AT+ET+++  
+   
Sbjct  531  
RRLVPLVLLEALAQAGTTVVEPVNHFELDLPPDSVSPVLGRLAEAHATVETSRIDANHAQ  590

Query  577  
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             TG IPA  + A+ T L   T+G  + L+    Y    G P  +PR   + L+   
++  
Sbjct  591  
LTGLIPAGRVHAFETQLPGLTHGEGILLSTFAAYHPVPGTPPTRPRTDGNPLNLKEYLLH  650

>WP_094056801.1 GTP-binding protein [Streptomyces sp. XY006]
 OXS31793.1 GTP-binding protein [Streptomyces sp. XY006]
Length=659

 Score = 379 bits (972),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 241/648 (37%), Positives = 342/648 (53%), Gaps = 
31/648 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----EAW  175
            IPT++F+NKID+ G     V++ +  +L+  I+   TV+            +      
A 



Sbjct  121  
IPTLLFVNKIDRRGARHAEVLREIAARLTPAIVPMGTVTGPGTRAARFVPGVGPGAPGAL  180

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            D + E++D LL  Y+  + ++   L R    + + A + PV++GSA  G G+  L+  
+ 
Sbjct  181  DVLTEHDDALLAAYVD-
DRVTGALLHRSLVAQTRQALVHPVHFGSAATGAGVADLLSGIE  239

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEM  294
             L           + G+VFKVE    G++  Y+R++SGTLR RD +   A   + +
+T +
Sbjct  240  
ELLPAADGDADGPVSGTVFKVERGPAGEKIAYVRMFSGTLRTRDRIPFGADGAEGRVTAI  299

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIA  351
             +   G   R D    G I  L     +R+ D LG+    PRK +     P P L 
T + 
Sbjct  300  SVFGHGTDTRADAVTAGRIARLWGLGDIRIGDALGE----PRKAYEHVFAP-
PTLETVVV  354

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ EVV A L++ Y 
L+ 
Sbjct  355  
PGPDTHRGALHLALTQLAEQDPLIGLRHDPRRQETSVSLYGEVQKEVVQATLADDYGLDV  414

Query  412  VVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
              +E + + +ER L    H +  +   PNPF A++GL V P   GSGV +   V 
LG + 
Sbjct  415  TFRETTPLCVER-
LVGTGHAVEFDKKDPNPFLATVGLRVEPAPPGSGVTFRLEVELGSMP  473

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRS  518
             +F  AV D +R  L+QGL GW + DC +   +            G   S  ST 
ADFR 
Sbjct  474  
YAFFKAVEDTVRETLDQGLHGWRIPDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRG  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            + P+VL +AL+ +GT++ EP   F + AP + L           A  ET + + D  
V  
Sbjct  534  
VTPLVLVEALRRAGTRVHEPLHRFRVEAPADTLGVLLPALAGLGAVPETTRNRDDLCVLE  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            G +PA    A    L   T G     +    Y       V  P RP +



Sbjct  594  GTVPAARAHALEQRLPGLTRGEGELESSFARYAPVTHGTV--PERPRT  639

>ELS58735.1 putative Translation elongation factor G [Streptomyces 
viridochromogenes 
Tue57]
Length=654

 Score = 379 bits (972),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 341/629 (54%), Gaps = 
24/629 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L++
+ IP
Sbjct  61   
FALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAVIE  180
            T++F+NKID+ G    +V++++  +L+A ++   T     + +          A D 
+ +
Sbjct  121  
TLVFVNKIDRRGARPDAVLRAISRRLTAAVVPMGTTDAPGTRDARFVPGLAPSALDVLAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D+LL  Y+  + +S + L      + + A + PVY GSA  G G+  L   +  
L   
Sbjct  181  HDDELLRAYVE-
DTVSCDCLRSALADQTRQALVHPVYAGSALTGAGVDALTGGIRELLPA  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
             G      + G+VFKVE    G++  Y R++SGTLR+RD V     R + ++T + 
+  +
Sbjct  240  
AGGDPDGPVSGTVFKVERGPAGEKVAYARMFSGTLRIRDRVPFGEARAEGRVTAISVFDR  299

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKTAA  356
            G  VR D    G I  L     +R+ D +G+    PRK +     P P L T + P    
Sbjct  300  GTDVRDDLVAAGRIARLWGLADIRIGDAIGE----PRKAYGHFFAP-
PTLETVVVPGDGT  354



Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L+E++ L+   
+E 
Sbjct  355  
DRRALHRALTRLAEQDPLIGLRHDEVRQETFVSLYGEVQKEVIQATLAEEFGLDVTFRET  414

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + + +ERP+ +       +   NPF A++GL V P   GSGV++   V LG +  
+F  A
Sbjct  415  
TPLCVERPVGSGEAVEFNKKDGNPFLATVGLRVDPAPAGSGVEFRLEVELGSMPYAFFKA  474

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVL  524
            V D +R  L QGL GW V DC +   +            G   S  ST  DFR L 
P+VL
Sbjct  475  
VEDTVRETLGQGLHGWQVPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGYDFRGLTPLVL  534

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ +GT++ EP   F + AP + L+       +  A  +T + +    +  G 
+PA 
Sbjct  535  
MEALRRAGTRVHEPMHRFRVEAPTDTLAALLPVLARLRAVPQTTRTRGASCLLEGSVPAA  594

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
             +      L   T G     +    Y  A
Sbjct  595  HVHELEQQLPGLTRGEGELESAFDHYAPA  623

>SDK43429.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. OK060]
Length=657

 Score = 379 bits (972),  Expect = 2e-119, Method: Compositional 
matrix adjust.
 Identities = 230/639 (36%), Positives = 355/639 (56%), Gaps = 
30/639 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M 
+ERQRGITIQ+AV
Sbjct  1    
MKNINIGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L 
K+ 



Sbjct  61   
VSFTVNNVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDI--  172
            IPT+ FINKID+ G   +S++  + DKL+   +         T +   E+  E N     
Sbjct  121  
IPTIFFINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFME  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +  + + +NN + LE+Y+ + E ++ +    E   + + A L+PV +GSA  G GI  
L+
Sbjct  181  
DLANRLADNNGRFLERYLYSSEELAPDDFESEFLEQFKQAQLYPVLFGSAITGEGIPHLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+      +  + +    G VFK+E     ++  Y+R++SG +++R+++      
+   
Sbjct  241  
TAIQNCHSSVHYENTPFTRGRVFKIERGKNDEKIAYVRVFSGEIKIRESLTYYRMNQTGE  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
                  K+T ++    G+      A  G+IV +    + L D  +GD   +P     
E  
Sbjct  301  IIKFTNKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETL  356

Query  343  L--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q 
EV+ 
Sbjct  357  
FSPPSLVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIR  416

Query  401  ALLSE--
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
              L +  +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    
+G+
Sbjct  417  DQLKKDAQIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGI  474

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +Y   V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST 
+DFR 
Sbjct  475  
EYHLEVELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRK  534

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-VF  577
            L P+VL +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D



+V + 
Sbjct  535  LTPLVLMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMI  593

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             G IP + IQ+++  L  +T G  V L+E  GYQ+  G+
Sbjct  594  YGMIPIKNIQSFKNQLPGWTQGEGVLLSEFYGYQSFDGE  632

>WP_068580501.1 GTP-binding protein [Paenibacillus macquariensis]
 OAB38145.1 GTP-binding protein [Paenibacillus macquariensis subsp. 
macquariensis]
 SIR07405.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
macquariensis]
Length=659

 Score = 379 bits (972),  Expect = 3e-119, Method: Compositional 
matrix adjust.
 Identities = 235/653 (36%), Positives = 354/653 (54%), Gaps = 
30/653 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+G+ AHVDAGKTT TE +L+ SG I   GSV+ GT +TD + +ERQRGI+++AA 
TS  
Sbjct  8    
NVGVFAHVDAGKTTTTEHMLFKSGTIRSLGSVDDGTAQTDNLDIERQRGISVRAATTSII  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RS+ V+DGAIL++SA +GVQ+QT  ++HALR +
+IPT+
Sbjct  68   
WRDIYINLVDTPGHVDFLSEVERSIRVMDGAILIVSAAEGVQSQTETIWHALRSLSIPTI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-
EAWD-------  176
            I++NK+D+ GV +  V++ +R  LS   +  Q     P+   E+ T I   W+       
Sbjct  128  IYVNKMDRVGVSVPDVLEQIRRLLSPSTVPLQV----
PQGAGEDFTGILPIWNTLQDDQN  183

Query  177  ----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                      +V +++D+L+ +YI GE I  E+L    Q   +   LFP+ +GS++
+ +G
Sbjct  184  
SELDLSTVITSVADHDDELMLRYIEGEHIPIEELQNRFQSLTKSGHLFPLCFGSSQRDIG  243

Query  227  IQPLMDAVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            +  LMDA+T  L  P+G+   A L G +FK+E      R  Y+RL++G LR RD +    
Sbjct  244  VAELMDAITTYLPSPMGDV-
EAPLSGIIFKIERDKAMGRTAYVRLFNGYLRNRDLIHNVT  302



Query  286  RE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPL  343
            R+   KIT++R     + V     + G+I  +   S  ++ DVLG    +P     
E  +
Sbjct  303  RDIHEKITQIRKLEGRKFVDLGQVFSGDIAAVYGLSQSKIGDVLGSTVGVPSS--
PEIAI  360

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  +   +   L++AL +L D DP L  +      E+ L  +G +QLE+
+S+LL
Sbjct  361  
PLLTVQVHVQDEHRYSDLVEALQELTDEDPQLDLQWLQDERELHLKVMGAIQLEILSSLL  420

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ LE    +PSVIY E P K+A   I   + P P WA +   + PL  GSG+ 
Y+S 
Sbjct  421  MSRFALEVTFDQPSVIYKETPTKSAEGFIAYTM-
PKPCWAVLRFQIDPLPRGSGLVYQSE  479

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V    L   +QN V   +   L QGL GW VTD K+    G ++   + P DF    
P+ 
Sbjct  480  
VRSDDLLIRYQNEVARRVPEALLQGLHGWEVTDLKVTLTEGEHHVWHTHPLDFVVATPMG  539

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L  S T LLEP L F +  P+EY  +   D  +  A  E   +    ++  G 
+P 
Sbjct  540  
IMDGLANSETTLLEPLLKFRITTPEEYGGKVLSDLVQMRAEFEPPSIIHGRIMVEGILPV  599

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMF  
635
                 Y   L   T GR V  +   GYQA      V +PRR    LD+ +++ 
Sbjct  600  ATSLEYPIKLRSMTGGRGVMSSSYAGYQACPPDVHVDRPRRGVDPLDQSKYIL  
652

>WP_030045349.1 GTP-binding protein, partial [Streptomyces 
resistomycificus]
Length=564

 Score = 375 bits (964),  Expect = 3e-119, Method: Compositional 
matrix adjust.
 Identities = 223/568 (39%), Positives = 318/568 (56%), Gaps = 
20/568 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M ++N+GILAHVDAGKT+LTE LL++ G I E G V+ G T+TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGRVDDGNTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G D   V++++ ++L+   +     +   +P           A 
D +
Sbjct  121  
IPTLVFVNKIDRRGADCDRVLRAIVERLTPSAVPMGAAARLGTPGAHFVPGLGPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +D LL  Y+ G  +S  +L        + A + PVY+GSA  G G+  L+D V  
L 
Sbjct  181  AEQDDDLLGAYVEGT-
LSGARLRAALVDGTRQAVVHPVYFGSAVTGAGVDQLIDGVKELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEMRIP  297
                      L G+VFKVE    G++  Y R++SGTLR R  V L   RE+ +IT 
+ + 
Sbjct  240  
PAADGDPDGPLSGTVFKVERGPAGEKVAYARIFSGTLRTRAHVPLGDLREEGRITAISVF  299

Query  298  SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
              G  VR DT   G I  +     +R+ D LG+   L +   +    P L T + P    
Sbjct  300  DHGTHVRRDTVSAGRIAKVWGLADIRIGDPLGE---
LRKAHGQFFAPPTLETVVVPGPGT  356

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L++++ L+   
++ 
Sbjct  357  
DGGALHLALTRLAEQDPLIGLRHDEVRRETSVSLYGEVQKEVVQATLADEFGLDVTFRQT  416

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + + +ERP    +    I+   NPF A++GL V P   GSG+ +   V LG +  
+F  A
Sbjct  417  
TPLCVERPAGTGAAAEFIKKDANPFLATVGLRVDPAPTGSGIDFRLEVELGSMPYAFFKA  476

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------



SPVSTPADFRSLAPIVL  524
            V D +R  L QGL GW V DC +   +  Y+            S  ST ADFR L 
P+VL
Sbjct  477  
VEDTVRDTLGQGLDGWQVVDCTVTMTHCGYWPRQSHSHQGFDKSMSSTGADFRGLTPLVL  536

Query  525  EQALKESGTQLLEPYLSFILYAPQEYLS  552
             +AL+ +GT++ EP   F L AP + L 
Sbjct  537  VEALRRAGTRVCEPVHRFRLEAPADALG  564

>WP_108467308.1 GTP-binding protein [Paenibacillus sp. CAA11]
 AWB46393.1 GTP-binding protein [Paenibacillus sp. CAA11]
Length=660

 Score = 379 bits (972),  Expect = 3e-119, Method: Compositional 
matrix adjust.
 Identities = 231/647 (36%), Positives = 360/647 (56%), Gaps = 
20/647 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG     GSV+ GT  TD + +E++RGI+++AA 
TSF 
Sbjct  10   
NIGIFAHVDAGKTTTTEHILYESGRTRTLGSVDSGTAVTDWLDIEKERGISVRAATTSFT  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VN+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT ++++AL K+ 
IPT+
Sbjct  70   
WKGVQVNLVDTPGHVDFLSEVERSLRVMDGAVLIVSAAEGVQAQTELIWNALCKLKIPTI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEEN--
TDIEA-------  174
            +++NK+D+ GV   +V++ +   LS+ +  I++ +  + +    E+   D++A       
Sbjct  130  
VYVNKMDRTGVRAAAVLEDIHKYLSSAVTPIQRPLGEAQDFRGIEDLWEDVDAASGKEPT  189

Query  175  --
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               +++ E N++LL +Y+ GE IS  K   E  R  + A  +P+ YG++ KG+GI  
LMD
Sbjct  190  
SLLESIAEPNEELLARYLEGEHISAAKWREEAARLTRKAEWYPLLYGASGKGIGITQLMD  249

Query  233  AVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLK  290
            A+   L +P G    A + G VFK+E      R  ++RLY+GT+R RD++    +  
+ K
Sbjct  250  AMLEYLPEPKG-
AADAPVSGIVFKIERDKAMGRMAFVRLYAGTIRNRDSIRNHTQNIEEK  308



Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T++R    G          G+I  +    +VR+ D+LGDP  +P +      +P
+L   
Sbjct  309  VTQIRRVEGGRSEDAGCLEAGDIAAVCGMANVRIGDILGDPHGIPEE--
ARLAVPLLTVQ  366

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                  A   +L+ AL +L+D DPLL  +      E+ +  +G +QLE++ ++L  
+Y+L
Sbjct  367  
AHWLNEADYPKLVQALQELSDEDPLLDVQWMQDERELHVKVMGPIQLEMLISVLESRYQL  426

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +PSVIY E  LK A         P P WA +  ++ P   GSG+ YE+RV    
L
Sbjct  427  KVRFGQPSVIYKET-
LKGAGEGFIAYTMPKPCWAILRFAMEPGPRGSGIAYEARVRAEDL  485

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               +QN V   +   L+QGL+GW V D KI    G ++   + P DF    P+ +   
L 
Sbjct  486  
LPQYQNEVARRVPEALQQGLYGWEVVDVKITLTEGEHHVWHTHPLDFAVATPMGIMDGLA  545

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT+LLEP L+F +  P+E   R  +D  +   T E  Q+  D ++  G +P      
Y
Sbjct  546  
RIGTRLLEPILNFRITVPEENGGRVMNDLIQMRGTFEPPQLLGDRMMIEGRVPLATSMEY  605

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMF  635
              +L   T GR    T   GY+         +PRR  + LD+ +++ 
Sbjct  606  PVELGSLTKGRGTMATFFAGYEECPEDVKAERPRRGVNPLDQSKYIL  652

>WP_098190439.1 GTP-binding protein [Bacillus wiedmannii]
 PEP12990.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 378 bits (970),  Expect = 3e-119, Method: Compositional 
matrix adjust.
 Identities = 234/660 (35%), Positives = 361/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    



MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G +   V++ +++ LS +             VL E T      
D ++
Sbjct  121  IPTILFVNKIDRSGANTDKVMKQIKEVLSNE-------
GFPFYSVLNEGTKETRIIDYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ ++ L        +  L G VFK+E    G +  Y+R++SG L +R  V      
AL
Sbjct  233  
LLENISELIPANKPAENETLSGVVFKIEREPSGGKIAYVRVFSGHLHVRKYVHIQRSEAL  292

Query  284  
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED--  341
            A +EK+K  ++ +   G+ ++T     GE   +      L D+        R R+ 
+D  
Sbjct  293  AHKEKIK--KLCVFHNGDAIQTAIVPSGEFCKVWG----
LIDIKIGDIIGERTRYIKDIH  346

Query  342  -
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P +   I      Q   L  AL +L + DPL++   D++ +E+ +   G VQ 
EV+ 
Sbjct  347  
FAEPQMEAAIEALPKEQIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L +KY L+       V+ +E+ +   +    +    NPF+A+IG  +    L 
SG+ Y
Sbjct  407  
TTLYDKYNLQVTFSNTRVVCIEKTIGIGNSVEVMGEKANPFYATIGFKIERGELNSGISY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  V LG L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T 



+DFR+L 
Sbjct  467  
KLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP  +F L  P   +S A +      AT        D    
TG 
Sbjct  527  
PLVLMNALKQAETCVYEPVNAFELTVPGHAISTAMYKLAAIPATFSEPIFNNDSYHLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            +P    + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + 
H+ +
Sbjct  587  LPVAKTENFKRMLHSFTEGEGIFTAKPSGYK-
ELKAPFSTRKRVDYNPLNRKDYLLHVLR  645

>AMJ37778.1 elongation factor G, domain IV [uncultured bacterium]
Length=580

 Score = 376 bits (965),  Expect = 3e-119, Method: Compositional 
matrix adjust.
 Identities = 215/573 (38%), Positives = 322/573 (56%), Gaps = 
19/573 (3%)

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT+IFINKID+ 
GV+L+
Sbjct  1    
MDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINKIDRDGVNLE  60

Query  139  SVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
             +   ++  LS D++  QTV   L   I  +     E  + V  ++D +LE+Y+A   
IS
Sbjct  61   
RLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEYKEFVCNHDDNILERYLADSEIS  120

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKV  256
                       V  A ++PV +GSA   +GI  L+DA++    P  E  S  L   
++K+
Sbjct  121  PADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAISSFILP-
PESVSNRLSAYLYKI  179

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-----------
LKITEMRIPSKGEIVRT  305
            E+   G +R +L++  G+LRLRD V +   EK           +KI  ++   +G  
+  
Sbjct  180  
EHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNDSEKFIKIKNLKTIYQGREINV  239



Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D     +I I+   +  R+ D LG    L +    + P   L++++ P  + +R +
++ A
Sbjct  240  DEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRPDRSEERSKVISA  297

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY 
ERP
Sbjct  298  
LNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERP  357

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV 
+GIR  
Sbjct  358  
VKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMS  417

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             + GL GW VTD K+ F    YYSPVSTPADFR L P V   AL++SG  +LEP L 
F L
Sbjct  418  
CQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFEL  477

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              PQ   S+A  D  K  + IE      +     G++P    + Y ++++ YT G  
+ +
Sbjct  478  
QIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFM  537

Query  605  TELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
             +  GYQ           R N + DK+  MFQK
Sbjct  538  VKPCGYQIT-KDGYSDNIRMNEK-DKLLFMFQK  568

>WP_092882214.1 GTP-binding protein [Actinopolymorpha cephalotaxi]
 SFF98818.1 ribosomal protection tetracycline resistance protein 
[Actinopolymorpha 
cephalotaxi]
Length=660

 Score = 378 bits (971),  Expect = 3e-119, Method: Compositional 
matrix adjust.
 Identities = 236/663 (36%), Positives = 358/663 (54%), Gaps = 
31/663 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            + +N+GI+AHVDAGKT+LTE LL+ +G I++ GSV+ G+T+TDT+ LER+RGITI+
+AV 
Sbjct  3    
RTLNLGIVAHVDAGKTSLTERLLHLAGVIAQVGSVDAGSTQTDTLELERRRGITIRSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFVLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------KQTVSLSP--
EIVLEENTD  171
            PT+IF+NK+D+ G D   V+ ++ D L+  +I          +     P  +    
+ T 
Sbjct  123  
PTLIFVNKLDRGGADPDRVLAAIADTLTPAVIAMGASHDAGTKAARFEPYDDTDGADGTG  182

Query  172  IEAW--DAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              A   D +  +++ LL  Y+  E  +S ++L  E   + + A + PV++GSA  G 
G+ 
Sbjct  183  
FRAGLTDLLTGHDEDLLAAYVEDEAALSYQRLRGELGAQTRQALVHPVFFGSAVTGAGVD  242

Query  229  PLMDAVTGLFQPIGEQG--
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
             L+  +T L    G +G   A   G+VFKVE    G++  YLR++SG+L  R+ V     
Sbjct  243  ALVAGITELLP--
GREGDPDAPPAGTVFKVERGPAGEKVAYLRMFSGSLHAREQVGFNRG  300

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            E  KIT +R+   G  V+  +   G I  +     VR+ D +G         +     
P 
Sbjct  301  
ESAKITAIRVFDHGAAVQRTSVTAGRIAKVWGLSDVRIGDTIGVSGTTGDHHFAP---PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P  AA + RL  ALTQLA+ DPL+    D +  E+ +S  G VQ EV+ A 
L+ 
Sbjct  358  
LETVVVPIDAADKGRLHVALTQLAEQDPLINLRQDDVAQELYVSLYGEVQKEVIEATLAL  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +Y ++   +E + I +ERP+   +    +    NPF +++GL V P  +G+GV+ E  
V 
Sbjct  418  
EYGIDVTFRETTPICVERPVGTGTAVEVLGKDGNPFLSTVGLRVEPAPVGAGVRVELDVK  477

Query  466  LGYLN-------



QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            L  +        + F+ AVR+ +   L QGL GW VTDC +      Y SP +T  
D R 
Sbjct  478  
LELIPLYVFKSVEEFRQAVRNTVVDTLRQGLHGWQVTDCVVTLTDSGYVSPETTAGDVRK  537

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL ++GT++ EP   F L  P + L        +  A      V+    
V  
Sbjct  538  
LVPLVLMSALGQAGTEVCEPVHRFRLEFPADTLGAVLPLLGRLRAVPGAPLVRGSSGVLE  597

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMF  635
            G++PA  +   + +L   T G  V  +    ++   G   I+PR    P +R + + 
H+ 
Sbjct  598  
GDVPAAMVHELQQNLPAATRGEGVLESAFDHHEPVRGTVPIRPRTDLNPLNRKEYLLHVL  657

Query  636  QKV  638
            + V
Sbjct  658  RGV  660

>WP_054939188.1 GTP-binding protein [Paenibacillus ihuae]
Length=659

 Score = 378 bits (971),  Expect = 3e-119, Method: Compositional 
matrix adjust.
 Identities = 237/650 (36%), Positives = 348/650 (54%), Gaps = 
26/650 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
MNIGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
TWQGVEVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD-------  176
            +IF+NK+D+ G D ++V+   R  LS DII  Q   L  E       D+  WD       
Sbjct  130  LIFVNKMDRTGADPEAVLAQARTYLSGDIIPVQQ-PLGKEQEYSGAADL--
WDAYADAAA  186

Query  177  ------



AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                  A+ E ++ LLE Y++G         RE Q       LFP+ YG A 
KGLGI  L
Sbjct  187  
RTELLEALAERDEALLELYMSGGEPDLSNWKREMQAASAAGRLFPLVYGVAAKGLGITEL  246

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            ++A+   F   G   S  L G V+ ++      R  ++RLY G++R RDTV    
+E + 
Sbjct  247  
LNAMIDYFPRAGGDASQPLSGLVYNIQRDKSMGRMAFVRLYQGSIRNRDTVTNYSQEVQA  306

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R    G      +   G+I V+     VR+ DVLG P  +P++     PL  
+R 
Sbjct  307  
KVTQIRKVEGGRTEDVGSLAAGDIAVVYGLSGVRIGDVLGSPDAIPQEAKLAVPLLTVRV  366

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
                 T     +++ AL +LAD DP L  E      E+ +  +G +QLEV++++L  
+Y 
Sbjct  367  FWGADT--
DDHKVIGALQELADEDPQLGAEWLPEERELHIKVMGPIQLEVLNSVLESRYG  424

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+     PSVIY E P       I   + P P WA +   + P   GSG+ YES V    
Sbjct  425  LKVTFGPPSVIYKETPRGTGEGYIAY-
LMPKPCWAILRFHIEPGPPGSGLVYESVVRSSD  483

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L   +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ +   
L
Sbjct  484  
LLPQYQNETARRVPEVLQQGLYGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGIMDGL  543

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               GT+LLEP L+  +  P+E   R  +D  +   + E   ++ + ++  G +P      
Sbjct  544  
NRIGTRLLEPILAVRIVVPEENAGRVMNDLVQMRGSFEPLVLQGERMIIEGRLPLATSLD  603

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
            Y   L+ YT GRS   +    Y+     P +Q    RR  + LD+ +++ 
Sbjct  604  YPVTLSSYTKGRSTFTSAFAAYEPC--PPDVQAERTRRGVNPLDQAKYIL  651

>WP_099501283.1 MULTISPECIES: GTP-binding protein [Streptomyces]
 PIB08245.1 GTP-binding protein [Streptomyces sp. HG99]
 AVH54947.1 GTP-binding protein [Streptomyces sp. XZHG99]



Length=679

 Score = 379 bits (973),  Expect = 4e-119, Method: Compositional 
matrix adjust.
 Identities = 238/662 (36%), Positives = 353/662 (53%), Gaps = 
39/662 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   + V+++V ++L+  ++   +V+   + +  +       A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARYEGVLRAVCERLTPAVVPMGSVAGIGTRDAHVTPGLGPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+  + +S ++L      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADHDDDLLTAYVE-
DAVSYDRLRAALTDQTRQALVHPVYFGSAMTGAGVAELITGIKELL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-----------GRE  287
                      L G+VFKVE    G++  Y R++SGTLR RD +              
GR 
Sbjct  240  
PAADGDPDGPLSGTVFKVERGPAGEKVAYARIFSGTLRTRDRIPFGDGRAGNGRADVGRA  299

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-GDP-------
TRLPRKRW  338
            + K+T + +   G  VR +    G I  L     +R+ D + G P         
+PRK +
Sbjct  300  
EGKVTAVSVFDHGTDVRAEQVPAGRIGKLWGLGEIRIGDAIWGSPRASAAERGGVPRKAY  359

Query  339  RE--
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                 P P L T + P     +  L  ALT+LA+ DPL+    D I  EI +S  G 
VQ 
Sbjct  360  EHFFAP-



PTLETVVVPGPGTDKRALHLALTRLAEQDPLIGLRHDEIRQEISVSLYGEVQK  418

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EVV A L++ + L+   +E + + +ERP+   +     +  PNPF A++GL V P   
GS
Sbjct  419  
EVVQATLADDFGLDVTFRETTPLCIERPVGRGAAVEFNKKDPNPFLATVGLRVDPAPAGS  478

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------G  504
            GV +   V LG +  +F  AV D +R  L QGL GW VTDC +   +            
G
Sbjct  479  
GVAFRLEVELGAMPYAFFKAVEDTVRQTLGQGLHGWQVTDCTVTMTHSGYSPRQSHAHQG  538

Query  505  
LYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
               S  ST ADFR + P+VL +AL+ + TQ+ EP   F + AP + L           
A 
Sbjct  539  
FDKSMSSTGADFRGVTPLVLIEALRRADTQVYEPMHRFRIEAPVDTLGALLPVLAGVRAV  598

Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
             +T + +    V  G +PA  +      L   T G     +    Y A V +    
P RP
Sbjct  599  PQTTETRGAVCVLDGTLPAAHVHGLGQQLPGLTRGEGEVESAFDHY-
APVARGGTVPERP  657

Query  625  NS  626
             +
Sbjct  658  RT  659

>WP_056919357.1 GTP-binding protein [Phycicoccus sp. Root101]
 KQU68039.1 hypothetical protein ASC58_10615 [Phycicoccus sp. 
Root101]
Length=643

 Score = 377 bits (969),  Expect = 4e-119, Method: Compositional 
matrix adjust.
 Identities = 243/662 (37%), Positives = 354/662 (53%), Gaps = 
70/662 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + +G++AHVDAGKT+LTE +L+ +G +  PGSV+ G TRTD++ LER+RGITI
++AV
Sbjct  1    
MRTLTVGVVAHVDAGKTSLTERILHEAGVLDRPGSVDAGDTRTDSLELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF+WH   VN+VDTPGH DF+AEV RSLAVLD A+LV+SA +GVQAQT +L  AL
+++ 
Sbjct  61   
ASFEWHDTLVNLVDTPGHSDFVAEVERSLAVLDAAVLVVSAVEGVQAQTLVLMRALQRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D+AG D   V+  V ++L+A                 E   + A 
DA   
Sbjct  121  LPTLLFVNKLDRAGADPDRVLAQVGERLTA-----------------
EAVPLGAADAPGS  163

Query  181  NNDKLLEKYIAGEPISREKLVREEQR--
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +   L  + A +    +  +RE  R  RVQ     PV +GSA  G G+  L+DA
+T L 
Sbjct  164  PHAAYL-AFAASD--GEQADLREGTRAARVQ-----
PVVFGSAITGAGVPALLDALTDL-  214

Query  239  QPIGEQGSAALC----------
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
              + E+   AL           G+VFK++ +  G R  Y+RL  GTLR+RD 
+ALAGRE 
Sbjct  215  --
VAEENGPALATEDDALEAPAGTVFKLDRSPSGTRLTYVRLRRGTLRVRDRLALAGREP  272

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWRED---PL  343
             ++T + +     + R      G I +L  P+ + R+ D  G     P  +   D     
Sbjct  273  ERVTGVEVFGPDGLQRARQVQAGRIAVLRGPT-TARVGDRFG-----
PHGQGTRDVELGR  326

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P    QR RL  ALT+LA+ DPL+   +D    E+ +S  G VQ EV+
+  L
Sbjct  327  
PSLETVVDPVDPRQRGRLFTALTELAEQDPLIDLRLDDGRGEVAVSLYGEVQKEVIATFL  386

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             E + +    +  + I +ER    A+    I+V PNPF A++GL V P  +G G++    
Sbjct  387  
EEDHGVAATFRPTTPICVERVRAVAAAHQLIDVSPNPFLATVGLRVEPAEVGHGIELGLE  446

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVS  511
            V LG +  +F  AVR+G    L + + GW V DC++   +  YY               
S
Sbjct  447  
VELGSMPPAFFAAVREGAGLTLGEAVHGWAVPDCRVVVTHSGYYPRQSAMHAGFDKKMSS  506

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571



            T ADFRSLA +VL +AL  +GT +  P   F L  PQ+ +     + P + A   T 
+V 
Sbjct  507  
TAADFRSLARLVLAEALARAGTVVCVPVHRFELEVPQDLVGVVLAELPHHRAVPHTTRVP  566

Query  572  KDEV----
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
               +    V +G++PA  +      L   T G +V  T L  +    G P   P R  
+R
Sbjct  567  DRSLGAAAVLSGDVPAGEVHGLAQRLPHLTRGEAVLTTVLDHHAPVTGPP---
PERSRAR  623

Query  628  LD  629
             D
Sbjct  624  PD  625

>WP_099853395.1 GTP-binding protein [Paenibacillus polymyxa]
 PIH61326.1 GTP-binding protein [Paenibacillus sp. LK1]
Length=662

 Score = 378 bits (971),  Expect = 4e-119, Method: Compositional 
matrix adjust.
 Identities = 221/649 (34%), Positives = 354/649 (55%), Gaps = 
21/649 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFQSGVVRIPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGA+L++SA +GVQ+Q+  ++HALR + 
IPT+
Sbjct  69   
WKDTIIDLIDTPGHIDFSSEVERALRVMDGAVLIVSAVEGVQSQSETIWHALRSLGIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV-------
LEENTDIEA---  174
            I++NK+D+ G   ++V+  +R  LS  +   Q+  ++ ++         +  T ++    
Sbjct  129  
IYMNKMDRVGASAETVIDQIRSSLSPFVCEIQSFRMNEDVFEGIDSLWNDSQTQVKGSSS  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 ++ + E ++ L+E YI GE +  ++L    +++V    +FP+ YG++ KG
+G+  
Sbjct  189  
SIPGLFELLAELDEDLMEAYINGETLPADQLDEAFRKKVHQGEVFPICYGASGKGIGVTE  248

Query  230  



LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+        +    ++ G VFK+E      R  Y+R+Y G++  RDT+  + 
R+ +
Sbjct  249  
LLDAIIEFLPAPAQPQEPSVSGVVFKIERDKTMGRTAYVRMYGGSVHNRDTIYNSTRKLE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSETHVGDIIGSPEGVPPV--
PQLAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDTARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  +    I   + P P WA +  S+ PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRSSGEGFIAYTM-
PKPCWAILRFSIEPLPRGSGLIYSSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +L   +QN V   I   L QGL GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
HLLLRYQNEVERRIPEALSQGLLGWEVTDLRITLIEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L+F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LANTGTTLLEPILNFRLTVPEEYGGKALSDLVHMRATFEAPIIGGGRCIVEGRMPLASSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
             Y   L   T+GR V  T   GYQ     Q   + RR  + LD+ +++ 
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQDCPSDQTHTRKRRGVNPLDQSKYIL  654

>AMP52929.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=548

 Score = 374 bits (961),  Expect = 4e-119, Method: Compositional 
matrix adjust.
 Identities = 211/551 (38%), Positives = 316/551 (57%), Gaps = 
15/551 (3%)



Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GA+L++SAK+G+QAQT++LF  L+K+ IPT+IFINKID+AGV+L+ +   ++  LS 
D++
Sbjct  1    
GAVLILSAKEGIQAQTKLLFKTLQKLQIPTIIFINKIDRAGVNLERLYLDIKTNLSQDVL  60

Query  154  IKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              QTV       +   TDI  E  + V  ++D +LE+Y+A   IS           
V  A
Sbjct  61   
FMQTVVDGVVYPICTPTDIRAEHKEFVCNHDDNILERYLADSEISPADYWNTIIDLVAKA  120

Query  212  
SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLY  271
             ++PV +GSA   +GI  L+DA++    P  E  S  L   ++K+E+   G +R 
+L++ 
Sbjct  121  KVYPVLHGSAMFNIGINELLDAISSFILP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKII  179

Query  272  SGTLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGD  329
             G+LRLRD V +   EK +KI  ++   +G  +  D     +I I+   +  R+ D 
LG 
Sbjct  180  
DGSLRLRDIVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVEDMEDFRIGDYLGT  239

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
               L +    + P   L++++ P  + +R +L+ AL  L   DP L   ++S + E
+ +S
Sbjct  240  KPCLIQGLSHQHP--
ALKSSVRPDRSEERSKLISALNVLFIEDPSLSFSINSYSDELEIS  297

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
              G  Q E++  LL E++ ++    E   IY ERP K  +  IHIEVPPNP
+WASIGL++
Sbjct  298  
LYGLTQKEIIQTLLEERFSVKAHFDEIKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTL  357

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             PL +GSG+Q ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ F Y 
LYYSP
Sbjct  358  
EPLPIGSGLQIESEISFGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSP  417

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            +STPADFR L+P V   AL++SG  +LEP L F L  PQ   S+A  D  K  + I
+   
Sbjct  418  



ISTPADFRQLSPYVFRLALQQSGVDILEPMLYFELQIPQVASSKAITDLQKMMSEIKGIS  477

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL-  628
               +  +  G++P    + Y ++++ YT G    + +  GYQ   G         N
+R+ 
Sbjct  478  CNNEWCLIEGKVPLNTSKDYASEVSSYTKGLGTFMVKPCGYQITKGG-----
YSDNTRME  532

Query  629  --DKVRHMFQK  637
              DK+  MF+K
Sbjct  533  EKDKLLFMFEK  543

>WP_037571424.1 GTP-binding protein [Streptacidiphilus oryzae]
Length=680

 Score = 379 bits (972),  Expect = 5e-119, Method: Compositional 
matrix adjust.
 Identities = 248/671 (37%), Positives = 353/671 (53%), Gaps = 
43/671 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT+ LERQRGITI+
+AV SF
Sbjct  7    
LNLGILAHVDAGKTSLTERLLHTAGVIDAVGSVDHGDTQTDTLALERQRGITIRSAVVSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQAQTR+L   LR++ 
IPT
Sbjct  67   
PVDGVHVNLIDTPGHPDFIAEVERALAVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLS--------
ADIIIKQTVSLSPEIVLEENTDIEAW  175
            ++F+NKID+ G D   V+ ++ ++LS         D    +     P          
+  
Sbjct  127  
LLFVNKIDRLGADPARVLAAITERLSPAAAELGSVDAAGTRDARFRPYADAGAAGAADHR  186

Query  176  DAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
              ++E    ++D LL  Y+    +   +L R    +   A + PV +GSA  G G+  
L 
Sbjct  187  
RRLVELLAEDDDGLLAAYVEDRAVPYRRLRRALAEQTCRARVHPVLFGSAMTGAGVPELA  246

Query  232  DAVTGLFQPIGEQGS-------------
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
             AV   F P  E G+               L  +VFK+E    G++ VY+R+ 
SGTLRLR



Sbjct  247  AAVR-
EFLPATEAGAETDAGAETDAGKDGPLSATVFKIERGPGGEKLVYVRIRSGTLRLR  305

Query  279  DTVALAGR-EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRL---  333
            D V  AG  E  ++T + +   G     D    G+I  L    + R+ D LG        
Sbjct  306  
DRVRWAGSAEGQRVTAINVFDGGPARPGDAVSAGQIAKLSGLSAARVGDELGTGAGTEAG  365

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P  R    P P L T + P+  A+R  L  AL QLA+ DPL+    D +  EI +S  
G 
Sbjct  366  PGGRRHFAP-
PTLETVVVPRVPAERGALHLALAQLAEQDPLIGLRQDDLRQEISVSLYGE  424

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ EVV A L+E++ L    +E + I +ERP+       +++   NPF A++GL V 
P  
Sbjct  425  
VQKEVVQATLAEEFGLAVSFRETTTICVERPVGTGRAAEYMDQGGNPFRATVGLRVEPGH  484

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP----  509
             GSGV++   V LG +  +F  AV +  R  L QGL+GW V DC +      +  P    
Sbjct  485  
AGSGVRFRLGVELGSMPHAFFRAVEESARATLGQGLYGWQVIDCTVTLTRTGFVPPPPYG  544

Query  510  ----
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
                 S+  DFR+L P+VL +AL E+GT++ EP   F L AP + +        K  
A  
Sbjct  545  
WSKWSSSAGDFRALTPLVLMRALAEAGTRVHEPVHGFRLEAPSDLVPAVLPALSKLGAVP  604

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
             + + +    V TGE+PA  +      L   T G  +  +    Y+A  G P  
+PR  +
Sbjct  605  
RSTETRGPISVLTGELPAAAVHPLEQRLPALTRGEGLLESAFTHYRAVPGAPPRRPRTDH  664

Query  626  SRLDK---VRH  633
            + LD+   +RH
Sbjct  665  NPLDRREYLRH  675

>WP_097915395.1 GTP-binding protein [Bacillus wiedmannii]
 PEA77272.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEG11926.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEJ49223.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEL40792.1 tetracycline resistance protein [Bacillus wiedmannii]
 PEO98520.1 tetracycline resistance protein [Bacillus wiedmannii]



 PGA35307.1 tetracycline resistance protein [Bacillus wiedmannii]
 PGE63820.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHA67360.1 tetracycline resistance protein [Bacillus wiedmannii]
 PHC02312.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 377 bits (969),  Expect = 5e-119, Method: Compositional 
matrix adjust.
 Identities = 220/624 (35%), Positives = 345/624 (55%), Gaps = 
22/624 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K++
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        ++E  +  +    
Sbjct  121  
IPTILFVNKIDRSGANTEKVVKQIKEILSNEAFPFYSAQNEGTKEARIIEYKSYDDCMVL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   N+ LL  Y+  E I    L +E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LASYNETLLASYVNNEIIPDALLRKELEKQIQQANVYPIFFGSAMTGIGVTELLEKLPAL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKI  291
                       L   VFK+E    G++  Y+R++SG + +R  V      AL  
+EK+K 
Sbjct  241  
IPANTSVQDETLSSIVFKIEREPSGEKIAYVRVFSGRIHVRKYVDIQRGEALTHKEKIK-  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
             ++ +   G  ++      GE   +     +++ D++G+ T  +    + E   P 
+   
Sbjct  300  -KICVFHNGNAIQASIVPSGEFCKVWGLSDIKIGDIIGERTDSIKNIHFAE---
PQMEAA  355

Query  350  IAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406



            I    A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   
L EK
Sbjct  356  IE---
AVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEK  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+       V+ +E+P+   +    +    NPF+A+IG  +    L SG+ Y+  
V L
Sbjct  413  
YNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKTNPFYATIGFKIERGELNSGITYKLGVEL  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ D +   L+QGL+GW V+D  +   +  Y SPV+T +DFR+L P
+VL  
Sbjct  473  
GSLPLAFHKAIEDTVFQTLKQGLYGWEVSDIIVTLTHTGYASPVTTASDFRNLTPLVLMD  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK + T   EP   F L  P+  +S A +      AT     +       TG +P    
Sbjct  533  
ALKHAETCAFEPVNEFELTVPEHAISTAMYKLAAIPATFSEPILNNGFYQLTGSLPVAKT  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            + ++  L  +T G  +  T+  GY
Sbjct  593  ENFKRILHSFTEGEGIFTTKPSGY  616

>AHN92783.1 hypothetical protein [uncultured bacterium DCM005Tet05]
 AHN92784.1 hypothetical protein [uncultured bacterium DCM006Tet07]
Length=223

 Score = 362 bits (929),  Expect = 6e-119, Method: Compositional 
matrix adjust.
 Identities = 161/202 (80%), Positives = 184/202 (91%), Gaps = 0/202 
(0%)

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGL+VTPL +GSG QY+S VSLGYLNQSFQNAV +G+RYG+EQGL+GW 
VTDC
Sbjct  22   
PNPFWASIGLTVTPLPVGSGTQYKSEVSLGYLNQSFQNAVMEGVRYGMEQGLYGWGVTDC  81

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            +ICF+YG+YYSPVSTPADFR LAP+VLEQALK++GTQLLEPYLSF L
+APQEYLSRAY+D
Sbjct  82   
QICFDYGVYYSPVSTPADFRFLAPVVLEQALKKAGTQLLEPYLSFTLFAPQEYLSRAYND  141

Query  558  



APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            APKYCA IE+ +++KDEV+F GEIPARCI  YR DL FYTNGRSVC+TELKGYQ   
G+P
Sbjct  142  
APKYCAIIESTRLEKDEVIFKGEIPARCIGEYRNDLNFYTNGRSVCITELKGYQETSGEP  201

Query  618  VIQPRRPNSRLDKVRHMFQKVM  639
            V QPRRPNSRLDKVRHMFQK+M
Sbjct  202  VFQPRRPNSRLDKVRHMFQKIM  223

>WP_020393203.1 GTP-binding protein [Kribbella catacumbae]
Length=636

 Score = 377 bits (968),  Expect = 6e-119, Method: Compositional 
matrix adjust.
 Identities = 232/647 (36%), Positives = 350/647 (54%), Gaps = 
31/647 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LLYA+G I   G V+ G+TRTD+M LER+RGITI++AV 
SF+ 
Sbjct  1    
MGILAHVDAGKTSLTERLLYAAGVIDHVGRVDDGSTRTDSMELERRRGITIRSAVVSFEL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                VN++DTPGH DF+AEV R+L+VLDGA+LVISA +GVQ QTR+L   L ++ 
IPT++
Sbjct  61   
ADLTVNLIDTPGHSDFIAEVERALSVLDGAVLVISAVEGVQVQTRLLMRTLTRLRIPTLL  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP-
EIVLEENTDIEAWDA-------  177
            F+NKID+ G           D+L ADI    T S  P   V E  T +  ++        
Sbjct  121  FVNKIDRMGARY--------
DELLADIGRLLTPSALPMGSVAELGTRVAQYEPFPLVHKG  172

Query  178  ----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
                + E+ND+ L+ Y+  + ++ +   RE   +V+ + + PVY+GSA  G G+  
L+D 
Sbjct  173  LGELLAESNDEFLDGYL-
DDTLTEKDYRRELAEQVRRSLVQPVYFGSAMTGEGVPELIDG  231

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLK  290
            +              L  +VFKVE    G++    R+++G L  R  + +     + 
++K
Sbjct  232  
IREWLPRATGSPMEPLSAAVFKVERGAAGEKIASARVFAGQLHARQAIDVHRGGTQYEVK  291

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             T +R+  +G     + A  G IV L     V++ D LG PT    + +     P 
L T 
Sbjct  292  PTSVRVFERGGTRPVECAEAGRIVALRGLKQVQIGDQLGTPTGRAGQLFAP---
PTLETV  348

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +   +A  R +L  AL QLA+ DPL+R   + +  EI ++  G VQ EV++ALL   
Y L
Sbjct  349  V---
SAQDRVKLFQALQQLAEQDPLIRVRKNPLQQEISVNLYGEVQKEVIAALLESDYGL  405

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 E + I++ERP+   +       P N + A +G  ++P  +G+G+ Y   V 
LG L
Sbjct  406  
AVTFSETTPIHVERPIGVGTAVREFGDPGNQWDAGVGFRISPAPVGTGIDYRLEVELGGL  465

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++F  A+ +  R  L QGL+GW V DC++      Y S  +  ADFR L P+VL 
QAL+
Sbjct  466  
PRAFHTAIEETARTALRQGLYGWEVVDCRVDLIRTQYSSVTTVAADFRRLVPLVLMQALQ  525

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T++ EP  +F L  P + +S       +  A ++   +  D+   TG IP   
+ A+
Sbjct  526  
QADTRVHEPVNTFELELPPDAVSPVLGKLAEAAAIVDDTTIGVDQAQLTGRIPVGRVHAF  585

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
               L   T+G  V LT   GY    G P  +PR   + L++  ++  
Sbjct  586  EAQLPGLTHGEGVLLTTFDGYHPLPGTPPTRPRTDGNPLNQKEYLLH  632

>WP_056916266.1 GTP-binding protein [Phycicoccus sp. Root563]
 KQZ90025.1 hypothetical protein ASD62_12680 [Phycicoccus sp. 
Root563]
Length=643

 Score = 377 bits (968),  Expect = 7e-119, Method: Compositional 
matrix adjust.
 Identities = 243/662 (37%), Positives = 353/662 (53%), Gaps = 
70/662 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + +G++AHVDAGKT+LTE +L+ +G +  PGSV+ G TRTD++ LER+RGITI
++AV
Sbjct  1    



MRTLTVGVVAHVDAGKTSLTERILHEAGVLDRPGSVDAGDTRTDSLELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+WH   VN+VDTPGH DF+AEV RSLAVLD A+LV+SA +GVQAQT +L  AL
+++ 
Sbjct  61   
ASFEWHDTLVNLVDTPGHSDFVAEVERSLAVLDAAVLVVSAVEGVQAQTLVLMRALQRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D+AG D   V+  V ++L+A                 E   + A 
DA   
Sbjct  121  LPTLLFVNKLDRAGADPDRVLAQVGERLTA-----------------
EAVPLGAADAPGS  163

Query  181  NNDKLLEKYIAGEPISREKLVREEQR--
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +   L  + A +    +  +RE  R  RVQ     PV +GSA  G G+  L+DA
+T L 
Sbjct  164  PHAAYL-AFAASD--GEQADLREGTRAARVQ-----
PVVFGSAITGAGVPALLDALTDL-  214

Query  239  QPIGEQGSAALC----------
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
              + E+   AL           G+VFK++ +  G R  Y+RL  GTLR+RD 
+ALAGRE 
Sbjct  215  --
VAEENGPALATEDDALEAPAGTVFKLDRSPSGTRLTYVRLRRGTLRVRDRLALAGREP  272

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWRED---PL  343
             ++T + +     + R      G I +L  P+ + R+ D  G     P  +   D     
Sbjct  273  ERVTGVEVFGPDGLQRASQVEAGRIAVLRGPT-TARVGDRFG-----
PHGQGTRDVELGR  326

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P    QR RL  ALT+LA+ DPL+   +D    E+ +S  G VQ EV+
+  L
Sbjct  327  
PSLETVVDPVDPRQRGRLFTALTELAEQDPLIDLRLDDGRGEVAVSLYGEVQKEVIATFL  386

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             E + +    +  + I +ER    A+    I+V PNPF A++GL V P  +G G++    
Sbjct  387  
EEDHGVAATFRPTTPICVERVRAVAAAHQLIDVSPNPFLATVGLRVEPAEVGHGIELGLE  446

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVS  511
            V LG +  +F  AVR+G    L + + GW V DC++   +  YY               
S
Sbjct  447  



VELGSMPPAFFAAVREGAGLTLGEAVHGWAVPDCRVVVTHSGYYPRQSAMHAGFDKKMSS  506

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T ADFRSLA +VL +AL  +GT +  P   F L  PQ+ +     + P + A   T 
+V 
Sbjct  507  
TAADFRSLARLVLAEALARAGTVVCVPVHRFELEVPQDLVGVVLAELPHHRAVPHTTRVP  566

Query  572  KDEV----
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
               +    V +G++PA  +      L   T G  V  T L  +    G P   P R  
+R
Sbjct  567  DRSLGAAAVLSGDVPAGEVHGLAQRLPHLTRGEGVLTTVLDHHAPITGPP---
PERSRAR  623

Query  628  LD  629
             D
Sbjct  624  PD  625

>WP_087443748.1 GTP-binding protein [Paenibacillus thiaminolyticus]
Length=658

 Score = 377 bits (969),  Expect = 7e-119, Method: Compositional 
matrix adjust.
 Identities = 225/658 (34%), Positives = 353/658 (54%), Gaps = 
24/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE LLY +  I E G V+ G T+TD++ LER+RGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERLLYETKVIRELGGVDSGNTQTDSLELERRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV R+  VLDGA+LV+SA +GVQAQT++L   L 
K+ 
Sbjct  61   
VSFVVNEVKINLIDTPGHADFIAEVERAFGVLDGAVLVLSAVEGVQAQTKLLMAVLEKLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIVL----
EENTDI  172
            IP ++F+NKID++G   ++V +++R++LS  +I      Q  +    IV     
+EN D 
Sbjct  121  
IPVILFVNKIDRSGAQPEAVCKAIRERLSRCVIPLYGTVQAGTKQANIVKKQCGKENPDF  180

Query  173  EAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             A   +   +++++LL  Y+ G  IS  ++     R +++A ++P+  GSA  G
+GI  L



Sbjct  181  
YAQCIELAADHDEQLLASYVYGGEISGSRIEETMTRLIREARVYPILAGSAMIGIGINEL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            ++A+           +A L G VFK+E    G++  Y+R++SG+  +R T+ +  +
+   
Sbjct  241  
LEAIARFIPAPQPCANAPLSGVVFKIERAHSGEKIAYIRVFSGSFGVRQTIHVNRKQADG  300

Query  288  -----KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
                   K+  +++  +G      +A  GE   +     VR+ DV+G  T   R R    
Sbjct  301  QIEAASYKVKRIQLFDRGRTADATSAGAGEFCKVWGLKEVRIGDVIG--
TWSERIREIHV  358

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P + + I     ++   L  AL  +A+ DPL+    D    E  +   G VQ 
EV+  
Sbjct  359  
AAPQMESRIEAVPKSRDHTLYQALMNMAEEDPLIHIWRDEHHQETYIRLFGEVQKEVIET  418

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L E Y+L+    E  ++ +E+P    +    +    NPF+A++G  + P   
GSGV Y 
Sbjct  419  
TLKEAYQLDVRFAETRIVCIEKPRGTGTAVEFMGAEGNPFYATVGFRIDPGEPGSGVTYR  478

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ D +   L QGL+GW VTD  +   +  Y SPV+   DFR 
L P
Sbjct  479  
LEVELGSLPLAFHAAIEDTVYATLRQGLYGWEVTDIAVTLTHTGYASPVTVAGDFRKLVP  538

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL +AL  +G  + EP   + L  P   +S A H      A ++   +     + 
TG I
Sbjct  539  
LVLMEALSRAGMDVYEPIHEYELTVPAGSISSAMHRLAGLQAVMKEPVMSAGTCLLTGTI  598

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPR--
RPNSRLDKVRHMFQ  636
            P +  +A++  L   T G  V +    G+ +   G PV +     P +R D + H+ 
+
Sbjct  599  
PVKTTEAFKRSLHALTEGEGVFIARPCGFIRMESGYPVRKRSDYNPLNRKDYLLHVLR  656

>WP_093889762.1 GTP-binding protein [Streptosporangium canum]
 SFK29276.1 ribosomal protection tetracycline resistance protein 



[Streptosporangium 
canum]
Length=656

 Score = 377 bits (969),  Expect = 7e-119, Method: Compositional 
matrix adjust.
 Identities = 236/665 (35%), Positives = 358/665 (54%), Gaps = 
43/665 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT  +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDTGTIDRLGSVDAGSTQTDTGDIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQAQTR+L   
LRKM 
Sbjct  61   
ASFTVGASQVNLIDTPGHSDFISEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRKMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIVL----
EENTDI  172
            +PT++F+NKID+AG   + ++  +R KLS  I+    ++Q  S +   V        
+  
Sbjct  121  
LPTLVFVNKIDRAGARHEEMLADIRRKLSPQIVPMNAVRQAGSPAARTVPISLDGPGSRS  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E++D LL   +AG   +  +++ E + +     L PV++GSA  G G++ 
L+D
Sbjct  181  
RVAEILAESDDTLLADLVAGSVPTAGRILAEVRAQTAAGLLHPVFFGSALTGQGVEALVD  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             ++ L  P    G      +VF +E    G++  YLR++SG LR R           
+IT
Sbjct  241  
GISRLLPPARGTGDDDPRATVFAIERGGAGEKVAYLRMHSGELRARQ----------RIT  290

Query  293  EMRIPSKGEI---------------VRTDTAYP--GEIV-
ILPSDSVRLNDVLGDPTRLP  334
              R+ + G +               VR    +P  G+I  +     +R+ D +G    
L 
Sbjct  291  
SYRLEAGGGVSENSEQITALHVIGPVRRKAHHPVAGDIAKVWGLSRIRVGDQVGSARGLA  350

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
              R    P P L T   PK A Q  RL  AL +LAD DPL+           +L + 



G V
Sbjct  351  -GRSHFAP-
PTLETLARPKQAGQAARLHAALVELADRDPLIHTRAVPGEGTSVLLY-GEV  407

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q +V++  L  ++ +E V ++   +++ERP+        ++  PN F+A++GL V 
P + 
Sbjct  408  
QKDVIAETLLHEFGVEAVFEQSRTVHLERPVGVGEACEEMDPGPNGFFATVGLRVEP-AT  466

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            G G+ +   V LG L + F  A+ D +R  LEQGL+GW VTDC +      Y 
+PVST  
Sbjct  467  
GPGITFRREVELGSLPRPFHRAIEDTVRRTLEQGLYGWAVTDCLVTLTRTGYAAPVSTAG  526

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL +AL  +GT++ EP  +F L  P + LS A        A I  +    
+ 
Sbjct  527  
DFRDLTPLVLMRALDIAGTRVYEPCHAFELEVPPDGLSAATAQLAALGADIRESSGDMET  586

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKV  631
                G+IP R ++ +   L   + G  V  +   G +  +G   ++ R    P +R 
+ +
Sbjct  587  
WSVRGDIPVRQVREFERRLPGLSRGEGVWWSRPSGDRRVLGPVPVRARSDGNPLNRSEYL  646

Query  632  RHMFQ  636
            RH+ Q
Sbjct  647  RHLAQ  651

>PKC90356.1 tetracycline resistance protein tetW [Bifidobacterium 
longum]
Length=199

 Score = 361 bits (926),  Expect = 7e-119, Method: Compositional 
matrix adjust.
 Identities = 176/181 (97%), Positives = 179/181 (99%), Gaps = 0/181 
(0%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV
Sbjct  1    
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  60

Query  106  



QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV
Sbjct  61   
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            LEENTDIEAWDAVIENND+LLEKYIAGEPISREKL REEQ+RVQDASLFPVY
+GSAK GL
Sbjct  121  
LEENTDIEAWDAVIENNDELLEKYIAGEPISREKLAREEQQRVQDASLFPVYHGSAKNGL  180

Query  226  G  226
            G
Sbjct  181  G  181

>WP_098802486.1 GTP-binding protein [Bacillus wiedmannii]
 PHB05440.1 tetracycline resistance protein [Bacillus wiedmannii]
Length=647

 Score = 377 bits (968),  Expect = 8e-119, Method: Compositional 
matrix adjust.
 Identities = 233/660 (35%), Positives = 361/660 (55%), Gaps = 
39/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGMQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G +   V++ +++ LS +             VL E T      
D ++
Sbjct  121  IPTILFVNKIDRSGANTDKVMKQIKEVLSNE-------
GFPFYSVLNEGTKETRIIDYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LL  Y+  E I  + L+REE ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQANVYPIFFGSAMTGIGVTE  232



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------AL  283
            L++ ++ L        +  L G VFK+E    G +  Y+R++SG L +R  V      
AL
Sbjct  233  
LLENISELIPANKPAENETLSGVVFKIEREPSGGKIAYVRVFSGHLHVRKYVHIQRSEAL  292

Query  284  
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED--  341
            A +EK+K  ++ +   G+ ++T     GE   +      L D+        R R+ 
+D  
Sbjct  293  AHKEKIK--KLCVFHNGDAIQTAIVPSGEFCKVWG----
LIDIKIGDIIGERTRYIKDIH  346

Query  342  -
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P +   I      Q   L  AL +L + DPL++   D++ +E+ +   G VQ 
EV+ 
Sbjct  347  
FAEPQMEAAIEALPKEQIHDLYAALMELCEEDPLIKVWKDNVHNELYIRLFGEVQKEVIE  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L +KY L+       V+ +E+ +   +    +    NPF+A+IG  +    L 
SG+ Y
Sbjct  407  
TTLYDKYNLQVTFSNTRVVCIEKTIGIGNSVEVMGEKANPFYATIGFKIERGELNSGISY  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  V LG L  +F  A+ D +   L+QGL+GW V D  +   +  Y SPV+T 
+DFR+L 
Sbjct  467  
KLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVADIIVTLTHTGYASPVTTASDFRNLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALK++ T + EP  +F L  P   +S A +      AT        D    
TG 
Sbjct  527  
PLVLMNALKQAETCVYEPVNAFELTVPGHAISTAMYKLAAIPATFSEPIFNNDSYHLTGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVRHMFQ  636
            +P    + ++  L  +T G  +   +  GY+  +  P    +R    P +R D + 
H+ +
Sbjct  587  LPVAKTENFKRMLHSFTEGEGIFTAKPSGYK-
ELKAPFSTRKRVDYNPLNRKDYLLHVLR  645

>WP_062239896.1 GTP-binding protein [Streptomyces griseorubiginosus]
 KUN65453.1 GTP-binding protein [Streptomyces griseorubiginosus]
Length=638



 Score = 377 bits (967),  Expect = 8e-119, Method: Compositional 
matrix adjust.
 Identities = 235/636 (37%), Positives = 339/636 (53%), Gaps = 
26/636 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFTVGDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     +++S+  +L+  I+   TV+         +      D 
+ +
Sbjct  121  
IPTLVFVNKIDRRGARYDGLLRSLAQRLTPAIVPMGTVAGLGTRQARFSPGTGPLDVLAD  180

Query  181  NNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++D LL  Y+     E + R  LV + +R +    + PVY+GSA  G G+  L+  
+  L
Sbjct  181  HDDDLLSAYVEERVDEGLLRRALVEQTRRSL----
VHPVYFGSAATGAGVPELVSGIREL  236

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRI  296
              P        + G+VFKVE    G++  Y R++SGTL  RD V     R +  +T 
+ +
Sbjct  237  
LPPADADPEGPVSGTVFKVERGPAGEKIAYTRMFSGTLGTRDRVPFGEARAEGLVTAISV  296

Query  297  PSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G   R DT   G I  L   S VR+ D LG+P    +   R    P L T + 
P   
Sbjct  297  FDGGSETRRDTVPAGRIARLWGLSGVRIGDTLGEPR---
KTHGRFFAPPTLETVVEPGPG  353

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 L  ALT LA+ DPL+    D    E  +S  G VQ EV+ A L+E++ L+   
+E
Sbjct  354  
TDTRSLHLALTHLAEQDPLIGLRHDESRQETSVSLYGEVQKEVLQATLAEEFGLDVTFRE  413



Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ER +   S     +   NPF A++GL V P  +GSGV++   V LG +  
+F  
Sbjct  414  
TTPLCVERLVGTGSAVRFNKQGGNPFLATVGLRVEPAPVGSGVEFRLEVELGAMPYAFFR  473

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFRSLAPI  522
            AV D +R  L +GL+GW V DC +   +   YSP              ST ADFR 
+ P+
Sbjct  474  AVEDTVRETLGEGLYGWPVPDCAVTMTHS-
GYSPRQSHAHQGFNKAMSSTGADFRGVTPV  532

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL+ +GT++ EP   F L AP + L           A  E   V+++     
G +P
Sbjct  533  
VLAEALRRAGTRVHEPLHRFRLEAPADTLGALLPVLAALRAVPENTVVREETCRVEGVVP  592

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            A  +      L   T G     +    Y A    PV
Sbjct  593  AARLHELEQRLPGLTRGEGEMESAFGHYAAVTQGPV  628

>WP_089021306.1 GTP-binding protein [Micromonospora coriariae]
 SCF15255.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
coriariae]
Length=665

 Score = 377 bits (969),  Expect = 8e-119, Method: Compositional 
matrix adjust.
 Identities = 236/660 (36%), Positives = 350/660 (53%), Gaps = 
29/660 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LLYA G     GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MKTLNLGILAHVDAGKTSLTERLLYAVGVTDRLGSVDAGSTRTDSLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFVLDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172



            IPT+IF+NK+D+AG D + V+++V +KL+  ++   +V+         +P    +     
Sbjct  121  
IPTLIFVNKVDRAGADPERVMRAVAEKLTPSVVAMGSVAGPGRRDARCTPYGPADVGFTD  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +   +D LL  ++A +P  +   +L R    R   A + PV+ GSA  G G
+  L
Sbjct  181  RLLDLLAGQDDALLADWVA-
DPATLPYPRLRRALADRTGRALVEPVFAGSAITGAGVDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            +  +T L         A + G+VF +E    G++   +RL++GT+R+RD + +       
Sbjct  240  
IAGITELLPTAQGDAEAPVSGTVFAIERGPAGEKIALVRLFAGTIRVRDRIRVGASGAAV  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW---
REDPLPMLR  347
            +T +R+ + G  V   +   G I  L   +      +GDP  +P +R    R+   
P L 
Sbjct  300  VTAVRVVADGADVAASSVGAGHIARLWGLT---
QARIGDPVGVPPERAGTDRQFAPPTLE  356

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P  AA+R  +  AL+QLA+ DPL+    D   HEI +S  G VQ EV+ A L
++ +
Sbjct  357  
TVVVPARAAERVTMHAALSQLAEQDPLINLRQDDRQHEITVSLYGEVQKEVIQATLADDF  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +    +E S +++ER          I V PNPF A++GL V P  +G+GV +   
V LG
Sbjct  417  
GVAVTFRETSTVHVERVCGVGEAVEVIAVAPNPFLATVGLRVAPAPVGAGVSFRLGVELG  476

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPAD  515
             + Q+F  AV + +   L QG  GW + DC++   +  Y+            S  
ST  D
Sbjct  477  
SMPQAFFAAVEETVHRTLRQGPHGWQIPDCEVTMTHAGYWARQSHSHGTFDKSMSSTAGD  536

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR+L P+VL  AL  +GT++ EP   F L  P + L        +  A       +    
Sbjct  537  
FRNLTPLVLMTALTRAGTRVHEPVHRFRLEVPGDVLGTLLPALARLDAVPTDTTGQGTSY  596

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            +  GEIPA  + A    L   T G  V  T    Y+   G    + R  ++ LD+  



++ 
Sbjct  597  
LVEGEIPAGRVHALERRLPSLTRGEGVLETAFDRYRPVRGPAPTRARWDHNPLDRKEYLL  656

>WP_062020304.1 GTP-binding protein [Streptomyces phaeopurpureus]
 KUM80733.1 GTP-binding protein [Streptomyces phaeopurpureus]
Length=638

 Score = 377 bits (967),  Expect = 9e-119, Method: Compositional 
matrix adjust.
 Identities = 234/636 (37%), Positives = 338/636 (53%), Gaps = 
26/636 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFTVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     +++S+  +L+  I+   TV+         +     WD 
+ +
Sbjct  121  
IPTLVFVNKIDRRGARYDGLLRSLAQRLTPAIVPMGTVAGLGTRQARFSPGTGPWDVLAD  180

Query  181  NNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            ++D LL  Y+     E + R  LV + +R +    + PVY+GSA  G G+  L+  
+  L
Sbjct  181  HDDDLLSAYVEERVDEGLLRRALVEQTRRSL----
VHPVYFGSAATGAGVPELVSGIREL  236

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRI  296
                       + G+VFKVE    G++  Y R++SGTL  RD V     R +  +T 
+ +
Sbjct  237  
LPSADADPEGPVSGTVFKVERGPAGEKIAYTRMFSGTLGTRDRVPFGEARAEGLVTAISV  296

Query  297  PSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G   R DT   G I  L   S VR+ D LG+P    +   R    P L T + 
P   
Sbjct  297  FDGGSETRRDTVPAGRIARLWGLSGVRIGDTLGEPR---



KTHGRFFAPPTLETVVEPGPG  353

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 L  ALT LA+ DPL+    D    E  +S  G VQ EV+ A L+E++ L+   
+E
Sbjct  354  
TDTRSLHLALTHLAEQDPLIGLRHDESRQETSVSLYGEVQKEVLQATLAEEFGLDVTFRE  413

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ER +   S     +   NPF A++GL V P  +GSGV++   V LG +  
+F  
Sbjct  414  
TTPLCVERLVGTGSAVRFNKQGGNPFLATVGLRVEPAPVGSGVEFRLEVELGAMPYAFFR  473

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFRSLAPI  522
            AV D +R  L +GL+GW V DC +   +   YSP              ST ADFR 
+ P+
Sbjct  474  AVEDTVRETLGEGLYGWPVPDCAVTMTHA-
GYSPRQSHAHQGFNKAMSSTGADFRGVTPV  532

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL+ +GT++ EP   F L AP + L           A  E   V+++     
G +P
Sbjct  533  
VLAEALRRAGTRVHEPLHRFRLEAPADTLGALLPVLAALRAVPENTVVREETCRVEGVVP  592

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            A  +      L   T G     +    Y      PV
Sbjct  593  AARLHELEQRLPGLTRGEGEMESAFGHYARVTQGPV  628

>WP_085922271.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
platensis]
 OSY48343.1 Tetracycline resistance protein TetO [Streptomyces 
platensis]
Length=663

 Score = 377 bits (968),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 229/663 (35%), Positives = 356/663 (54%), Gaps = 
28/663 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +N+GILAHVDAGKT+LTE LL+ +GAI+E GSV+ GTT+TD+M LER+RGITI+
+AV 
Sbjct  3    
KKLNLGILAHVDAGKTSLTERLLHHTGAIAEFGSVDAGTTQTDSMELERRRGITIRSAVA  62



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     KVN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTRIL   L+
++ I
Sbjct  63   
TFVTDGLKVNLIDTPGHSDFIAEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLQRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            PT+IF+NKID+ G      ++ +  +L++  +    V+          P  + +     
E
Sbjct  123  
PTLIFVNKIDRHGARYDGALEEITKRLTSSAVAVSAVTDIGAPTAQAMPRRLDDPAFATE  182

Query  174  AWDAVIENNDKLLEKYIA---
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              + +  +ND  L  Y+    G P++ ++   E   +     ++PV++GSA KG G
++ L
Sbjct  183  
LGELLSLHNDAFLASYLELDDGAPLTDKECAEELALQTSRGQVYPVFFGSALKGEGLEEL  242

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +      + + G   L G+VFK+E    G+   YLRL+SG+L  RD V L     
AG
Sbjct  243  
LRGIREFLPSVHDHGEGPLLGTVFKIERGPRGEAIAYLRLWSGSLGTRDHVTLHRAHHAG  302

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            +      +IT +R+   G       A  G+I  +     VR+ D  G     P + 
+   
Sbjct  303  
QVTEHPGRITSLRVYEDGSATTETRATAGDIAKVWGLKDVRIGDRAGYSDEKPPRNFFAP  362

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDS-
ITHEIILSFLGRVQLEVVS  400
              P L T + P+  A   RL  AL  L++ DP +    D  I H  +L   G VQ 
+++ 
Sbjct  363  --
PNLETVVRPERPADAGRLHTALRMLSEQDPSIELRQDEQIAHGAVLRLYGEVQKDIIH  420

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP-
NPFWASIGLSVTPLSLGSGVQ  459
              L+E + +  V +E   + +E+P+   +     ++   N FWA++GL V P   
GSG+ 
Sbjct  421  
TTLAESFGVRAVFEETRSVCIEKPVGVGAALEEWDLRKLNYFWATVGLRVEPGEEGSGIV  480

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L ++F  A+ + +   L  GL+GW VTD  +      + SPVS   
DFR +
Sbjct  481  



FRLAVELGSLPRAFHKAIEEAVHTTLRHGLYGWQVTDVVVTLNRSGFASPVSAADDFRKV  540

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  ALK++GT++ EP  SF L  P   LS       +  AT +    + D  
+  G
Sbjct  541  
TPLVLMGALKQAGTRVYEPVSSFELEIPAATLSTVLAKLAELGATPDIPTAQGDVFLLEG  600

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P+  +      +   TNG  V L++L G++   G   ++PR     P +R + + 
H  
Sbjct  601  
TLPSSHVHELGRRIPGLTNGEGVFLSQLHGHRPVSGGFPVRPRPSGPDPLNREEYILHAV  660

Query  636  QKV  638
            +++
Sbjct  661  KRL  663

>AFT65578.1 TetM, partial [Clostridioides difficile]
Length=334

 Score = 366 bits (939),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 179/321 (56%), Positives = 238/321 (74%), Gaps = 0/321 
(0%)

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191
            Q G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLEKY++
Sbjct  1    
QNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMS  60

Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
            G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + 
LCG
Sbjct  61   
GKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCG  120

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
            +VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D 
AY G
Sbjct  121  
NVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSG  180

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +
++D+



Sbjct  181  
EIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDS  240

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK 
A +T
Sbjct  241  
DPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYT  300

Query  432  IHIEVPPNPFWASIGLSVTPL  452
            IHIEVPPNPFWASIGLSV+PL
Sbjct  301  IHIEVPPNPFWASIGLSVSPL  321

>WP_046587315.1 GTP-binding protein [Streptomyces mangrovisoli]
 OIJ68872.1 GTP-binding protein [Streptomyces mangrovisoli]
Length=657

 Score = 377 bits (968),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 243/646 (38%), Positives = 338/646 (52%), Gaps = 
29/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTQTDTLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IPTV+F+NKID+ G     V+ ++  +L+AD + + +T  L           D  A 
D +
Sbjct  121  
IPTVLFVNKIDRRGAREDEVLAAIARRLTADAVPLGRTHDLGTRAAGFVPGLDARALDVL  180

Query  179  IENNDKLLEKYIAG----
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
              ++D L+  Y+AG    EP  R  LV + +R        PV +GSA  G G+  L   
+
Sbjct  181  SRHDDDLVAAYVAGAGVPEPRLRAALVAQTRR----
CRAHPVLFGSAATGAGVAALTAGI  236

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKIT  292



              L           + GSVFKVE    G++  Y R++SGTLR RD V     GR+  
K+T
Sbjct  237  
KELLPAADGDPDGPVSGSVFKVERGPAGEKIAYARVFSGTLRTRDRVPFGADGRDG-KVT  295

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + +   G  +R D    G I  L     +R+ D LG P   P         P L 
+ + 
Sbjct  296  AVSVFDHGTDLRCDAVPAGRIGRLWGLADIRIGDALGLP---
PAAHGPAFAPPTLESVVV  352

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+       L  ALT+LA+ DPL+    D    E+ +S  G VQ EVV A L++++ 
L  
Sbjct  353  
PEPGTDERALHLALTRLAEQDPLIGLRHDEARRELSVSLYGEVQKEVVQATLADEFGLRV  412

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E +VI +ER L A +     +   NPF A++GL   P + G+GV +   V LG 
+  
Sbjct  413  
GFRETTVICVERLLDAGAAVEFNKKDGNPFLATVGLRAEPAAPGAGVSFRLGVELGSMPY  472

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +R  LE GL GW V DC +   +            G   S  ST 
ADFR L
Sbjct  473  
AFFKAVEDTVRETLELGLHGWRVPDCAVTMTHCGYSPRQSHAHQGFDKSMSSTGADFRGL  532

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL+ +GT + EP   F L AP + L        +  A   T + +    
V  G
Sbjct  533  
TPLVLVEALRRAGTAVHEPVHRFRLEAPADTLGALLPLLARVRAVPRTTRTRGALCVLEG  592

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
             +PA  +      L   T G     +    Y   VG  V +  R +
Sbjct  593  VVPAAQVHELERQLPGPTRGEGELESSFDHYVPVVGDTVPERSRTD  638

>WP_097318893.1 GTP-binding protein [Actinoplanes atraurantiacus]
 SNY23932.1 ribosomal protection tetracycline resistance protein 
[Actinoplanes 
atraurantiacus]
Length=651

 Score = 377 bits (967),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 232/652 (36%), Positives = 341/652 (52%), Gaps = 



41/652 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LL+ +GA+  PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLFEAGAVDRPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS +     VN++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSIRLGDLTVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLE  167
            +PT+ F+NK+D+AG D++ VV  +RD+L+A  ++  TV              L  E 
V+E
Sbjct  121  
VPTMFFLNKVDRAGADVERVVTQLRDRLAARPLVLSTVDGPGGRDARVRAVELGAEPVVE  180

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                     AV + +D L  +++ GEP+    + R  ++ V+   L PV  GSA  
G G+
Sbjct  181  ---------
AVADVDDALAARWLTGEPVGPRHVRRAIRQAVRGGRLSPVACGSAITGAGV  231

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L   + GL  P G +G   L G+VF V+    G RR +LRL+SG LR+RD V L 
G  
Sbjct  232  PQLRHILAGLL-PRGARGDGPLAGTVFAVDRDGHG-
RRAWLRLWSGQLRVRDRVQLTGNR  289

Query  288  
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
              ++TE+ +     +    +A  G+I  +     R+   +GDP   PR+     P 
P  +
Sbjct  290  PQRVTEIAVSEPDGVRVRPSATAGQIAAVRGLEARIGQHVGDP---
PRRHLYRFPPPTRQ  346

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +     AQR  L   L +LAD DPL+   +D    + ++   G VQ EV++ALL 
++Y
Sbjct  347  
ALVEAVDPAQRLALFAGLAELADEDPLVDLRLDEHEAQAVIRLHGEVQKEVIAALLEDRY  406

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +           +ER     +    I    NP+ A IGL +     G G++    



+  G
Sbjct  407  
GVRARFSGTLTACIERVAGTGTAEDRIRERGNPYLAGIGLRIEAAEAGHGIEVRPGIEPG  466

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------AD  515
             L  +F  A+ +G+R  L QG  GW VTDC +      Y+   S P            
AD
Sbjct  467  
RLTPAFVAAIEEGVRAALRQGRHGWPVTDCVVTMTSSQYWPRQSRPHQKFDKSISSVAAD  526

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR+LAP+V+  AL+ +GT++ +P   F L  P            +  A I+        
+
Sbjct  527  
FRNLAPVVVAAALRRAGTRVCQPIERFDLNLPPTTFDAVAALLGRLGAVIDDTTTTGGYL  586

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ--PVIQPRRPN  
625
               G +P+  + A    L   T G +V  T    Y        PV+  R P+
Sbjct  587  EVGGTLPSSRVPAVVAALPDLTGGEAVLTTRFDHYAPVTTDDPPVLARRGPD  
638

>WP_054977783.1 GTP-binding protein, partial [Paenibacillus sp. A3]
Length=625

 Score = 376 bits (965),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 218/575 (38%), Positives = 328/575 (57%), Gaps = 
25/575 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKT+L E +LY +  I E G V++G T+ D M LER+RGITI
+A+V
Sbjct  1    
MHIINIGILAHVDAGKTSLAERILYDTDVIDELGRVDQGNTQMDAMELERKRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  KVN++DTPGH DF+AEV RSL+VLDG ILV+SA +GVQAQT+ILF  L
+KM 
Sbjct  61   
VSFDLHGLKVNLIDTPGHADFIAEVERSLSVLDGVILVVSAVEGVQAQTKILFSVLKKMG  120

Query  121  IPTVIFINKIDQAGVDL-QSVVQSVRDKLSADIIIKQTVSLSPE---
IVLEENTDIEAWD  176
            +PT++F+NKID+ G     + ++ +R+KL+ +      V  + +    V+E   D  
A  
Sbjct  121  
LPTILFVNKIDRLGAQSDNTALEWIREKLTPNAFPFCQVEHAGDKKASVVEHRFDWAANP  180



Query  177  AVIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              +E        +++++LE Y+ GE ++ E++     ++V+ A ++PVY+GSA  G
+G+ 
Sbjct  181  
DFMERCIELAAAHDERVLEAYVNGETVTEEQVKAAFGKQVRQADIYPVYFGSAMTGVGVS  240

Query  229  PLMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
             L+  V   F P+ E      L G VFK+E    G++  Y+RL+SG+L +R+ V L  
+ 
Sbjct  241  SLLAGVAQWF-
PVNEHAEGEPLSGVVFKLEKEPSGEKIAYVRLFSGSLSMREQVKLQRKN  299

Query  288  K--------LKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRW  338
            +         KI ++     G+ V       G++  +   + VR+ DV+G+  R  
R + 
Sbjct  300  REGEFEARTCKIKKLHALMNGKAVPAAKVTSGDLGKVWGLEDVRIGDVVGE--
RSHRIKH  357

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                +P + T I     ++   L  AL  L++ DPL++   D +  E+ +   G 
VQ EV
Sbjct  358  
FSFAVPQMETRIETAEPSKDHLLYKALIGLSEEDPLIQVMKDDVHQELYIRIFGEVQKEV  417

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +   L E+Y LE    E   I +E+P         I    NPF+A++GL V P    
SGV
Sbjct  418  
IEEALKEQYDLEVRFSETRTICLEKPAGTGQALEIIAEGDNPFYATVGLRVEPGLPESGV  477

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y   V LG L  +F  A+ + +   L+QGL+GW VTD  +   +  Y+SPVS   
DFR 
Sbjct  478  
AYRMEVELGSLPLAFHKAIEETVHQTLKQGLYGWEVTDIVVTLTHTGYFSPVSAAGDFRK  537

Query  519  LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            L P+VL +AL ++GT + +P  +  L  P   +S+
Sbjct  538  LVPLVLMEALAQAGTYVFDPIQALELKVPAAMMSK  572

>OME83711.1 hypothetical protein BK122_09865 [Paenibacillus pabuli]
Length=657

 Score = 377 bits (967),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 226/637 (35%), Positives = 352/637 (55%), Gaps = 
26/637 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ INIGILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M 
+ERQRGITIQ+AV
Sbjct  1    
MRNINIGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L 
K+ 
Sbjct  61   
VSFTVNDVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDI--  172
            IPT+ FINKID+ G   +S++  + DKL+   +         T +   E+  E N     
Sbjct  121  
IPTIFFINKIDRVGARYESLLTEIHDKLTPHALAMGFVYNIGTSAAHMELFTENNQKFME  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +  + + +NN++ LE+Y+ + E ++ +    E   + + A L+PV +GSA  G GI  
L+
Sbjct  181  
DLANRLADNNERFLERYLYSSEELAPDDFESEFLEQFKQAQLYPVLFGSAITGRGIPHLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+      +  + +    G VFK+E     ++  Y+R++SG +++R+++      
+   
Sbjct  241  
TAIQNCHSSVHYENTPFTRGRVFKIERGKNDEKIAYVRVFSGEIKIRESLTYYRMNQTGE  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
                  K+T ++    G+      A  G+IV +    + L D  +GD   +P     
E  
Sbjct  301  IIKFTNKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETL  356

Query  343  L--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q 
EV+ 
Sbjct  357  
FSPPSLVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIR  416

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L +  +++    E   IY+E+P+        +    NPF+++IG  + P    
+G++Y
Sbjct  417  



DQLKKDAQIDIEFLETQPIYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNLRSTGIEY  476

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST 
+DFR L 
Sbjct  477  
HLEVELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLT  536

Query  521  PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTG  579
            P+VL +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V 
+  G
Sbjct  537  PLVLMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYG  595

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             IP + IQ+++  L  +T G  V L+E  GY+   G+
Sbjct  596  MIPIKNIQSFKNQLPGWTQGEGVLLSEFYGYEPFDGE  632

>WP_103515238.1 GTP-binding protein [Streptomyces sp. SM10]
Length=670

 Score = 377 bits (968),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 247/668 (37%), Positives = 353/668 (53%), Gaps = 
56/668 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I+  GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHNAGVIAAVGSVDDGSTRTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL  AL 
++ 
Sbjct  61   
VSFAVDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRALLRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-----  175
            IPT++F+NK D+AG   + V+  V  +LS  ++   +V    E     +    A+     
Sbjct  121  IPTLVFVNKTDRAGARCEGVLADVARRLSPAVVAMGSV----
EAAGTRSAATRAFTAGDP  176

Query  176  -------DAVIENNDKLLEKYI---AGEPIS--
REKLVREEQRRVQDASLFPVYYGSAKK  223
                   D +  ++D LL  Y+   AG P    RE+L  + +R    A + PVY
+GSA  
Sbjct  177  GFVTALTDLLTTHDDDLLAAYVESAAGVPYGRLRERLAAQTRR----



ALVHPVYFGSAAT  232

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            G G+  L   +      +G+       G+VFKVE    G++  Y R++SG +R R+ 
V L
Sbjct  233  
GAGVAELTAGIAAFLPAVGQGAEGPASGTVFKVERGPAGEKIAYARMFSGEVRTRERVRL  292

Query  284  AG------REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRK  336
             G      RE  KI+ + +   G  VR D    G I  L    +VR+ D +G+    
P  
Sbjct  293  LGDGDQEPREG-
KISAITVFDNGTDVRGDALPAGRIGRLRGLHTVRIGDTIGEVGGRP-A  350

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
            R    P P L T + P  +  R  L  AL  LA+ DPL+    D +  E+ LS  G 
VQ 
Sbjct  351  RSHFAP-
PTLETVVTPCRSEDRGALHIALGHLAEQDPLIGVRRDELRQEVSLSLYGEVQK  409

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+ A L+++Y +E   +E + I +ERP    +    I+V PNPF A++GL V P 
+ GS
Sbjct  410  
EVIQATLADEYGIEVGFRETTTICLERPAGTGAAVEFIDVDPNPFLATVGLRVEPAAFGS  469

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------  507
            GV++   V LG +  +   AV + ++  L QG+ GW VTDC +   +  Y+         
Sbjct  470  
GVEFRREVELGAMPYALMRAVEETVQETLAQGIHGWRVTDCTVTLTHTGYWPRQSHAHAV  529

Query  508  ---
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
               S  ST  DFR+L P+VL +AL+ +GT + EP   F    P + +        +  
A 
Sbjct  530  
FDKSMSSTAGDFRNLTPLVLMEALRRAGTTVYEPVHRFRAELPADAIGPLAPVVARLGAV  589

Query  565  IETAQVKKDEVVFT--
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
                    D VV T  G +PA  +   +  L   T G  V  +  + Y+   G+    
PR
Sbjct  590  --
PGPPVTDGVVCTVEGVVPAARVHELQQLLPGMTRGEGVMESAFEDYRPVEGR---LPR  644

Query  623  RPNSRLDK  630
            R  SR D+
Sbjct  645  R--SRTDR  650



>WP_076082619.1 GTP-binding protein [Streptomyces sp. IMTB 2501]
 OLZ74511.1 GTP-binding protein [Streptomyces sp. IMTB 2501]
Length=682

 Score = 377 bits (969),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 245/665 (37%), Positives = 338/665 (51%), Gaps = 
45/665 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDAGSTTTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLAGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IPT++F+NKID+ G +  +V+  +  +L+  ++ +    +L              A 
D +
Sbjct  121  
IPTLVFVNKIDRGGANGSAVLDQMTRRLAVPLVPMGHPTALGTRAAGFVPGLAPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D L+  Y+ G  +   +L      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  AGHDDDLIAAYLDGG-
VGDARLHAALATQTRRALVHPVYFGSAITGAGVPDLISGIERLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--------------  284
               G   +A L  +VFKVE    G++  Y R++SGTLR+RD V                 
Sbjct  240  
PTAGGDPAAPLSATVFKVERGPAGEKVAYARIFSGTLRVRDRVPFGAGAEADGRAEGREG  299

Query  285  -----GREKLKITEMRIPS-----KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRL  333
                 GR  L+  E R+        G  VR D+A  G IV +     +R+ D LG 
P   
Sbjct  300  
GGPVEGRGALRRPEGRVTGLGVFEGGTDVRRDSAAAGRIVKVWGLGGIRIGDALGRPA--  357

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P       P P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  



G 
Sbjct  358  PAYGHHFAP-
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGE  416

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ EVV A L+ +Y L+   +E + + +ERP+         +  PNPF A++GL V 
P  
Sbjct  417  
VQKEVVQATLAGEYGLDVAFRETTTLCIERPVGTGHAVEFNKKEPNPFLATVGLRVEPAP  476

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY----------  503
             GSGV++   V LG +  +F  AV   +R  L QGL GW V DC +   +          
Sbjct  477  
PGSGVEFRLEVELGSMPYAFFKAVEGTVRETLGQGLHGWQVPDCTVTLTHSGYSPRQSHA  536

Query  504  --
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  561
              G   S  ST  DFR L P+VL +AL+ +GT + EP   F L AP + L        
+ 
Sbjct  537  
HQGFDKSMSSTGYDFRGLTPLVLTEALRRAGTLVHEPLHGFRLQAPADTLGALLPVLARL  596

Query  562  
CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  621
             A  ET        V  G +PA  +      L   T G     T    Y A V    
I P
Sbjct  597  GAVPETTGALGAVCVLHGAVPAARVHELEQRLPGLTRGEGELETAFDHY-
APVAHGTI-P  654

Query  622  RRPNS  626
             RP +
Sbjct  655  ERPRT  659

>WP_077010096.1 GTP-binding protein [Saccharothrix sp. ALI-22-I]
 ONI83954.1 GTP-binding protein [Saccharothrix sp. ALI-22-I]
Length=647

 Score = 376 bits (966),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 237/623 (38%), Positives = 339/623 (54%), Gaps = 
29/623 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TD++ LERQRGITI
+AAV SF
Sbjct  1    
MNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDDGSTQTDSLALERQRGITIKAAVVSF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123



                  VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L  ALR++ 
IPT
Sbjct  61   
DVGGTSVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRALRRLRIPT  120

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIE  180
            ++F+NKID+ G    SV++ +   L+  ++    V         V+    D    + 
+ E
Sbjct  121  LVFVNKIDRGGARPSSVLRDIAAFLTPSVVAMGRVCDAGTRAASVVPGFGD-
GTVEVLAE  179

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D +L  Y+ G  +     V   Q R    ++ PVY+GSA  G G+  L+  V      
Sbjct  180  HDDAVLAAYVEGRALPYPGPVVAAQTR--
RCAVHPVYFGSAITGAGVPELVAGVAAFLPA  237

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                    + GSVFKVE    G+R  ++R++SGT+R+RD V +   E  K+T + + 
++G
Sbjct  238  SSGDADGPVSGSVFKVERGPAGERIAFVRMFSGTVRVRDRVQVRDEE--
KVTAISVFAQG  295

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              VR      G++  L   + VR+ D +G P   P  R      P L T + P  +
+ R 
Sbjct  296  AAVRCGAVRAGQVAKLWGLEDVRIGDAIGVP---
PSSREHRFAPPTLETVVVPSRSSDRG  352

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV A L+ +Y LE   +E 
+ I
Sbjct  353  ALHAALTQLAEQDPLINLRHDGV--
ETWVSLYGEVQKEVVQATLAAEYGLEVEFRETTTI  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ERP+   S    I+   NPF A++GL V P   G GV +   V LG +  +F  
AV +
Sbjct  411  CLERPVGVGSAVEFIKQGDNPFLATVGLRVEP---
GDGVTFRLGVELGSMPSAFFTAVEE  467

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             +R  L QGL GW V+DC +   +  Y+            S  ST  DFR L P
+VL  A
Sbjct  468  
TVRETLGQGLCGWQVSDCAVTMTHAGYWARQSHAHGTFDKSMSSTAGDFRLLTPLVLLAA  527

Query  528  



LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT++L P   F L  P + L        +  A + +   +    V  G+IPA  
+ 
Sbjct  528  
LRSAGTEVLSPVHRFWLEVPSDVLGVLTPAMARVRAVLLSTVARGRTTVVEGDIPAAFVH  587

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             ++  L   T G  V  T    Y
Sbjct  588  EFQRKLPALTRGEGVLETSFSHY  610

>KOU61854.1 GTP-binding protein [Streptomyces sp. MMG1533]
Length=654

 Score = 376 bits (966),  Expect = 1e-118, Method: Compositional 
matrix adjust.
 Identities = 241/653 (37%), Positives = 346/653 (53%), Gaps = 
25/653 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL++ G I E G V+ G T+TDT+ LER+RGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSVGVIDEIGRVDDGNTQTDTLALERRRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L++
+ IP
Sbjct  61   
FAIDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-VSLSPEIV-
LEENTDIEAWDAVIE  180
            T++F+NKID+ G   + V++++ ++L+   +   T   L              A D 
+ +
Sbjct  121  
TLVFVNKIDRRGAGHEGVLRAISERLTPSAVPMGTPAGLGTRAARFTPGLGPAALDVLAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL  Y+  + +S  +L      R + A + PVY+GSA  G G+  L+  +  
L   
Sbjct  181  HDDDLLSAYVE-
DTVSEARLRAALAARTRQALVHPVYFGSAVTGAGVDELIAGIKELLPA  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
                    L G+VFKVE    G++  Y R++SGTLR RD +     RE  +IT + 
+   
Sbjct  240  
ADGDPDGPLSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIPFGDAREDGRITAVSVFDH  299



Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKTAA  356
            G  VR DT   G I  L     +R+ D LG+    PRK +     P P L T + P    
Sbjct  300  GTDVRRDTVPAGRIAKLWGLADIRIGDSLGE----PRKAYGHFFAP-
PTLETVVVPGPHT  354

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                L  ALT+LA+ DPL+    D +  E  +S  G VQ EVV A L++++ LE   
+E 
Sbjct  355  
DGGALHLALTRLAEQDPLIGLRHDEVRRETSVSLYGEVQKEVVQATLADEFGLEVTFRET  414

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + + +ERP    +    I+   NPF A++GL V P   GSGV +   V LG +  
+F  A
Sbjct  415  
TPLCIERPAGTGTAVEFIKKDANPFLATVGLRVDPAPPGSGVGFLLEVELGSMPYAFFKA  474

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            + D +R  L QGL GW V DC +   +  Y+            S  ST ADFR L 
P+VL
Sbjct  475  
IEDTVRDTLGQGLHGWQVADCTVTMTHCGYWPRQSHSHQGFDKSMSSTGADFRGLTPLVL  534

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +ALK +GTQ+ EP   F + APQ+ L           A   T +   D  V  G 
+PA 
Sbjct  535  
VEALKRAGTQVYEPMHRFRIEAPQDTLGALLPVLAALRAVPRTTETHGDICVLEGVVPAD  594

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMFQ  
636
             +      L   + G     +    Y   A G    +PR  N+ L++  ++  
Sbjct  595  RVHELEQRLPGLSRGEGEVESSFDHYAPVARGTSPRRPRTDNNPLNRKEYLLN  
647

>WP_023958886.1 GTP-binding protein [Paenibacillus sp. JCM 10914]
 GAE05504.1 ribosome protection-type tetracycline resistance related 
proteins 
[Paenibacillus sp. JCM 10914]
Length=650

 Score = 376 bits (966),  Expect = 2e-118, Method: Compositional 
matrix adjust.
 Identities = 226/655 (35%), Positives = 352/655 (54%), Gaps = 
24/655 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



             I+NIG+LAHVDAGKTTLTE +LY +G + + GSV++G T TD++ +ER+RGITI
+AA  
Sbjct  3    
NIVNIGVLAHVDAGKTTLTEQILYRAGILKQVGSVDQGNTTTDSLDMERRRGITIKAAAV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     KVN++DTPGH DF++EV  SL+VLDG ILVISA +GVQAQTR+L   L+   
I
Sbjct  63   
SFMIGALKVNLIDTPGHADFISEVEHSLSVLDGVILVISAVEGVQAQTRVLMQTLKNQGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI----
IIKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NKID+ G D   V   +R +L   I    I     + S  + + +  +    
D 
Sbjct  123  
PTLLFLNKIDRIGADYDRVCTMIRRQLDEHICEIAIPSNEGTTSASVRMADPIEANWIDT  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +++ LL+ Y+   PI+  +L     ++ + A +FP++ GSA KG+G++P++ A
+  L
Sbjct  183  
LALHDEDLLQDYVQDIPINSNRLKDILHQQTKLAHVFPLFVGSAAKGVGVEPVIQALADL  242

Query  238  F--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----LKI  291
            F  Q +       L G VFKV   + G+   Y R+++G+L  R+ + +  ++     
LK+
Sbjct  243  
FPVQSVEVLTPLPLSGLVFKVVRQENGELSAYARIFAGSLHTREEIVVHAQDGETSWLKV  302

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR-
KRWREDPLPMLRTTI  350
             ++     G  V       G+I I+ S  +++ DVLG P+   R  R+ + PL +     
Sbjct  303  
KQLHRLHLGRTVPAPVIEGGDIAIITSTVLKVGDVLGSPSEKIRVVRFHKPPLQV-----  357

Query  351  APKTAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              +   +R+     L  AL+ L   DP L+   D+  +E ++   GRVQ EV+   
+   
Sbjct  358  --
RVMTERDDVDMVLHQALSTLTIEDPFLQYHYDAGANEHMIHVFGRVQQEVLMETVQTL  415

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +E     P+V+ +E+ +     T  I    NPF A++GL V P + GSGV+Y   
V L
Sbjct  416  
YGIEIQFSPPTVMCIEKVVAIGEATESINETQNPFHATVGLRVEPGAAGSGVEYRLEVEL  475

Query  467  



GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  SF  A+++ +   L++GL+GW VTD  I   +  Y SPVST  DFRSL P
+V  +
Sbjct  476  
GSLPLSFHKAIKETVYENLQEGLYGWPVTDILITLTHTGYSSPVSTAGDFRSLTPLVFMK  535

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL ++ T++ EP        P+  LS+               Q +   V   G IP 
R  
Sbjct  536  
ALDQARTEVYEPVNKLYFAMPESSLSKVMSRLSTLEGAFAEPQYRNGLVHLEGSIPVRTT  595

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ--KVM  
639
               + ++   T+G  +      GY   + +  +  RR  + L +  +M    K+M
Sbjct  596  DILQAEVHSLTSGEGILTVRPGGYAKVLTRFPVHTRRQVNALHRSEYMMHLNKIM  
650

>WP_055624457.1 GTP-binding protein [Streptomyces sp. JHA19]
Length=663

 Score = 377 bits (967),  Expect = 2e-118, Method: Compositional 
matrix adjust.
 Identities = 240/656 (37%), Positives = 336/656 (51%), Gaps = 
33/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE L++++G I E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLVHSAGVIDELGSVDAGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFALGDATVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT---
VSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G     V+++VR++L+  ++   T   +       +      
+A D 
Sbjct  121  
IPTLVFVNKIDRRGACPDRVLRAVRERLTPAVVPMGTAHGLGTRAARFVPAPPGPDALDV  180

Query  178  VIENNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + +D LL  Y+     P      + +  RR   A   PVY GSA  G G+  L+  
+ 
Sbjct  181  LADLDDSLLTAYVEDRVSPDDVRAALADGTRR---



ALAHPVYCGSAHTGAGVDALITGIR  237

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------
AGREK  288
             L  P        L G+VFKVE    G++  Y RL+SGTLR+RD V           
R +
Sbjct  238  
DLLPPADGDPGGPLSGTVFKVERGPAGEKIAYARLFSGTLRVRDRVPFGPPAGEDGSRAE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G   R D    G I  L     VR+ D LG P   P         
P L 
Sbjct  298  ARVTAVSVFDGGTDTRADEVRAGRIARLWGLADVRIGDALGAP---
PTTHGHLFAPPTLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P     R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+   L
+E+ 
Sbjct  355  
TVVDPADGTDRRALHRALTRLAEQDPLIGLRHDEVRQETHVSLYGEVQKEVIEDTLAEES  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L    +E + + +ERPL         +   NPF A++GL V P   GSGV++   
V LG
Sbjct  415  
GLRVTFRETTPLCVERPLGEGEAAAFNQKDGNPFLATVGLRVAPAPPGSGVRFGLEVELG  474

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPAD  515
             +  +F  AV D +R  L QGL+GW V DC +   +            G   S  
ST  D
Sbjct  475  
SMPYAFFKAVEDTVRETLGQGLYGWRVPDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGYD  534

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL +AL+ +GT++ EP   F L  P + L+          A   T   +    
Sbjct  535  
FRGLTPLVLMEALRRAGTRVHEPVHRFRLETPADTLAALLPALAGLRAVPATTTTRGTVC  594

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  
631
               G +PA  + A    L   T G +   T    Y  A   P   PRRP + L+ +
Sbjct  595  ELEGTVPAAHVHALEQRLPGLTRGEAELETAFDHYAPA--PPGAVPRRPRTDLNPL  
648

>AFT65573.1 TetM, partial [Clostridioides difficile]
Length=334

 Score = 365 bits (937),  Expect = 2e-118, Method: Compositional 



matrix adjust.
 Identities = 179/321 (56%), Positives = 237/321 (74%), Gaps = 0/321 
(0%)

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191
            Q G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLEKY++
Sbjct  1    
QNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMS  60

Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
            G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + 
LCG
Sbjct  61   
GKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGPSELCG  120

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
            +VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D 
AY G
Sbjct  121  
NVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSG  180

Query  312  
EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            EIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +
++D+
Sbjct  181  
EIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDS  240

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK 
A +T
Sbjct  241  
DPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYT  300

Query  432  IHIEVPPNPFWASIGLSVTPL  452
            IHIEVPPNPFWASIGLSV+PL
Sbjct  301  IHIEVPPNPFWASIGLSVSPL  321

>WP_052589207.1 GTP-binding protein [Luteipulveratus mongoliensis]
 AKU14687.1 GTP-binding protein [Luteipulveratus mongoliensis]
Length=664

 Score = 376 bits (966),  Expect = 2e-118, Method: Compositional 
matrix adjust.
 Identities = 237/644 (37%), Positives = 349/644 (54%), Gaps = 
33/644 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LE+QRGITI
++AV
Sbjct  1    
MTSLNLGILAHVDAGKTSLTERLLFEAGVIDEVGSVDDGSTQTDSLALEQQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      +N+VDTPGH DF+AEV R+L+VLDGAILVISA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGETVINLVDTPGHSDFIAEVERALSVLDGAILVISAVEGVQAQTRVLMRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIVLEE--
NTDIEA  174
            IPT+IF+NKID+ G     VV+ + ++L+   I    ++         V  E  +  
++A
Sbjct  121  
IPTLIFVNKIDRTGARPDEVVREITERLTPRAIALGSVRDAGGRDASFVPYECGSRPMDA  180

Query  175  W-DAVIENNDKLLEKYIAGEPISREKLVRE---
EQRRVQDASLFPVYYGSAKKGLGIQPL  230
            W D +  ++ +LL  Y+       E L++E   EQ R    ++ PV +GSA  G G
++ L
Sbjct  181  WVDLLSAHDGELLAAYVEDPASVTESLLQERLAEQSRA--
GTVHPVAFGSAVTGAGVEAL  238

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            M ++  L        S    G+VFKVE    G++  YLRL SGT+R+RD + L    
+ +
Sbjct  239  
MCSIPRLLPVADPDVSGPPRGTVFKVERGGGGEQIAYLRLESGTVRVRDRLRLVSPAERR  298

Query  291  ITEMRIPS-----KGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRKRWREDPL  343
            + E ++ +      G       A  G I  +     VR+ D +GD PTR   + +     
Sbjct  299  
VMEAKVTAIREFDSGVARPAQCARAGRIAQVWGLAGVRIGDEIGDVPTRSADRHFFSP--  356

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P   A R  +   L+QLA+ DPL+    D + HEI +S  G VQ EV+ 
A+L
Sbjct  357  
PSLETVVDPVRDADRGTMHVGLSQLAEQDPLIDLRQDDVRHEISVSLYGEVQKEVIQAML  416

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +++Y ++   +E + I +ERP  +      I V PNPF A++GL V P  +GSG+ 
+   
Sbjct  417  
AQEYDVDVTFRETTTICIERPSGSGEAFEIINVGPNPFLATVGLRVDPAPVGSGITFALG  476



Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVS  511
            V LG +  +F  AV + +   L +GL GW V DC +   +  Y+            
S  S
Sbjct  477  
VELGSMPPAFFTAVEEAVHATLREGLRGWAVADCLVTMTHSGYWARQSHSHGTFDASMSS  536

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR+L P+VL  AL+ +GT + EP   F L  P++ L                 
Q +
Sbjct  537  
TAGDFRNLTPMVLTDALRRAGTCVHEPIHHFELEVPEDALGATLSALSHVRGVPLDTQSR  596

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
                V  G+IPA  +   +  +   T G  V +T    Y+   G
Sbjct  597  GAAYVLAGDIPAATVHQLQQRVPGLTRGEGVLVTAFDRYEPVQG  640

>CDD30461.1 small GTP-binding protein [Firmicutes bacterium CAG:94]
Length=647

 Score = 376 bits (965),  Expect = 2e-118, Method: Compositional 
matrix adjust.
 Identities = 233/642 (36%), Positives = 354/642 (55%), Gaps = 
15/642 (2%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I+N+GILAH DAGKTT+TE LL  SG+I + GSV+ GTT  D + +ER+RGI++
+AA  S
Sbjct  5    
ILNLGILAHADAGKTTVTEQLLLRSGSIRQAGSVDDGTTHADWLEVERRRGISVRAASIS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             ++   +VN++DTPGH+DFL EV RSL VLDGA+LV+SA +GVQAQTR+L+ AL 
KM IP
Sbjct  65   
LEYKGVRVNLIDTPGHVDFLGEVERSLTVLDGAVLVLSAVEGVQAQTRLLWRALEKMGIP  124

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----SLSPEIVLEEN--
TDIEAWD  176
            T++ +NK+D+ G D+  V++ +R + +  ++  Q V    S S +++  E+   D  
AW 
Sbjct  125  
TLLVVNKVDRTGCDIPGVLEQLRQECTTRLLPAQQVEEAGSDSCQVLPLESFWEDALAWA  184

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A  + + +L E Y+   P+ RE+L++  +  V    +FPV + SAK G G++ L++ 
V  
Sbjct  185  A--
DYDPELAEAYLEERPVPRERLLQALREGVAQRQVFPVLFASAKGGKGMEALLEGVVT  242



Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMR  295
            L  P   Q   AL   V++V++     +  +LR++SGTL  RD+V L  G    
KIT++R
Sbjct  243  
LLPPACGQEGGALSAVVYQVDHDPAMGKAAHLRVFSGTLENRDSVPLPQGDGTQKITQIR  302

Query  296  IPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
                 + V      PGE+  +    +VR  DVLG+    P +   +  +P+L+     
+ 
Sbjct  303  RFYGQKAVDMGRLGPGEVGAVYGLSAVRAGDVLGE---
APPRPACQLAVPLLQVQAFAQE  359

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +   L++AL +L+  DPLL  E    + E+ L   G++QLEV++  + ++Y L     
Sbjct  360  
PDKLPALVEALQELSQEDPLLDLEWVPESRELHLRITGKIQLEVLTERIQQRYGLAVSFS  419

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            EP+VIY E P  AA     + + P P WA + L V PL  GSG+Q+ES +    L   
+Q
Sbjct  420  EPTVIYKETPASAAQGE-
EVYLAPKPCWAVVRLLVEPLPRGSGIQFESVIKEKELPYRYQ  478

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            N VR  +   L QG  GW VTD K     G ++   + P DF    P+ +++AL  
SGT 
Sbjct  479  
NHVRQSLPEALRQGRKGWEVTDAKFTLIGGQHHHVHTHPLDFFVATPVAVQRALVNSGTL  538

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   L A +E L +   D        +T  + +       ++P      Y 
T   
Sbjct  539  
LLEPMVRVTLSAQEELLGKVIRDMVAMRGAFDTPILHQGTFTLEADLPVATSLDYPTAFR  598

Query  595  FYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
              T+G+ V  +   GYQ    G+    PRR    LD  + + 
Sbjct  599  SMTSGKGVYASAFLGYQECPPGEGKEAPRRGVDPLDHAKWIL  640

>WP_087986521.1 GTP-binding protein [Bacillus thuringiensis]
 OTY54757.1 tetracycline resistance protein [Bacillus thuringiensis 
serovar 
graciosensis]
Length=629

 Score = 375 bits (963),  Expect = 2e-118, Method: Compositional 



matrix adjust.
 Identities = 216/634 (34%), Positives = 348/634 (55%), Gaps = 
23/634 (4%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            +TE +LY +  I E G V+ G T+TD+M LERQRGITI+A+V SF     KVN+
+DTPGH
Sbjct  1    
MTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASVVSFFIDDIKVNVIDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
             DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID++G 
+ +
Sbjct  61   
ADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLNIPTILFVNKIDRSGANSE  120

Query  139  SVVQSVRDKLSADII----IKQTVSLSPEIVLEENTDIEAWDAVIEN----
NDKLLEKYI  190
             VV+ +++ LS +      ++   +    I+     + E++D  IE     N+ 
LLE Y+
Sbjct  121  KVVKQIKEILSNEAFPFYSVQNEGTKEARII-----
EYESYDDCIERLAPYNESLLESYV  175

Query  191  
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC  250
              E +    L +E ++++Q A+++P+++GSA  G+G+  L++ ++ L           
L 
Sbjct  176  
NNEIVPDALLRKELEKKIQQANVYPIFFGSAMTGIGVTELLENISALLPANNSSPDEELS  235

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
            G VFK+E    G++  Y+RL+SG+L +R  V +   E L    KI +M +   G+ 
++T 
Sbjct  236  
GVVFKIEREPPGEKIAYVRLFSGSLHIRKYVDIQRDESLPHKEKIKKMCLFHNGDAIQTS  295

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            T   GE   +   + +++ D++G  T   +     +  P +   I   +  Q   L  
AL
Sbjct  296  TVPSGEFCKVWGLNDIKIGDIIGQQTDYIKDIHFAE--
PQMEAAIDAVSKEQIHDLYAAL  353

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L + DPL++   D I +E+ +   G VQ EV+   L EKY L+       V+ 
+E+P+
Sbjct  354  
MELCEEDPLIQVWKDDIHNELYIRLFGEVQKEVIETTLFEKYNLQVTFSNTRVVCIEKPI  413

Query  426  



KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               +    +    NPF+A++G  V    L  G+ Y+  V LG L  +F  A+ D +   
L
Sbjct  414  
GIGNSVEVMGEKTNPFYATVGFKVERGELNCGITYKLGVELGSLPLAFHKAIEDTVFQTL  473

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            +QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  ALK++ T + EP   
F L 
Sbjct  474  
KQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALKKAETYVYEPVNEFELT  533

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+  +S A +      AT        +    TG +P    ++++  L  +T G  
+  T
Sbjct  534  
VPEHAISTAMYKLAAIPATFAEPIFNNNSYQLTGSLPVAKTESFKRILHSFTEGEGIFTT  593

Query  606  ELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  G++  +     + R    P +R D + H+ +
Sbjct  594  KPSGFRKLMAPFPTRKRVDYNPLNRKDYLLHVLK  627

>WP_076168364.1 GTP-binding protein [Paenibacillus rhizosphaerae]
 OMF58566.1 GTP-binding protein [Paenibacillus rhizosphaerae]
Length=661

 Score = 376 bits (965),  Expect = 3e-118, Method: Compositional 
matrix adjust.
 Identities = 225/626 (36%), Positives = 343/626 (55%), Gaps = 
21/626 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SG I   GSV++GT  TD++ +ER+RGI+++AA 
T+  
Sbjct  8    
NIGIFAHIDAGKTTTTEHMLFESGTIRTLGSVDQGTALTDSLEVERERGISVRAAATTLH  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N++DTPGH+DFL+EV RS+ V+DGAIL++SA +GVQ+QT  ++HALR 
+NIPT+
Sbjct  68   
WKGIHINVIDTPGHVDFLSEVERSMRVMDGAILIVSAAEGVQSQTETVWHALRSLNIPTL  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--------------
LEENT  170
            I++NK+D+ GV   SV+  ++  LS   +  Q      E                
LE   
Sbjct  128  
IYVNKMDRTGVSAASVLDEIKRLLSPHAVPLQISVGEAENFAGMHSILDPVKDGELERPE  187



Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             ++  +A  + +++LL + I GEPI+ E+L     R  +   LFPV +GS+++G
+GI+ L
Sbjct  188  
YVQLVEACADVDEELLFRVIEGEPIAPEELRSMLARLTRQGRLFPVLFGSSQRGIGIREL  247

Query  231  MD-AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREK  288
            +D A   L  P G+     L G VFK+E      R  Y+RLY+GTLR RD V  L    
+
Sbjct  248  LDHAAAYLPGPTGDN-
EGELSGVVFKIERDKTMGRAAYVRLYNGTLRNRDAVRNLTQDVQ  306

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +       + G+I  +   S  ++ D+LG    +P        
+P+L 
Sbjct  307  EKVTQIRKMDGRKFADLGELHAGDIAAVYGLSQSKIGDILGSSELIPPS--
PSIAVPLLT  364

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + P+  A+ + L++AL +L D DPLL  +      E+ L  +G +QLE++S+ L  
++
Sbjct  365  
VQVQPEEEARYQDLVEALQELTDEDPLLDLQWLPSERELHLKVMGSIQLEILSSQLESRF  424

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    +PSVIY E P ++    I   + P P WA +  ++ PL  GSG+ Y +
+V   
Sbjct  425  GLKVRFGQPSVIYKETPSQSGEGFIAYTM-
PKPCWAVLRFTIEPLPRGSGLVYSAQVRSE  483

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  S+QN V   +   L+QGL GW VTD ++    G ++   + P DF    P+ 
+   
Sbjct  484  
DLLTSYQNEVERRVPEALQQGLLGWEVTDLRVTLVEGEHHVWHTHPLDFVVATPMGIMNG  543

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F +  P+EY  +   D  +  A  E   +     +  G IPA    
Sbjct  544  
LAATGTTLLEPMLRFRITTPEEYGGKILSDLVQMRAEFEPPSILHGRFMVEGIIPAATSL  603

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA  613
             +   L   T GR V  +   GYQ A
Sbjct  604  EFPVKLRSMTGGRGVMASSFAGYQEA  629



>WP_050671488.1 GTP-binding protein [Luteipulveratus halotolerans]
 KNX38954.1 GTP-binding protein [Luteipulveratus halotolerans]
Length=640

 Score = 375 bits (963),  Expect = 3e-118, Method: Compositional 
matrix adjust.
 Identities = 237/647 (37%), Positives = 356/647 (55%), Gaps = 
36/647 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+G++AHVDAGKT+LTE LL+ +G I   G V+ G+T+TD++ LE+QRGITI
++AV
Sbjct  1    
MASLNLGVVAHVDAGKTSLTERLLFEAGVIDAVGRVDDGSTQTDSLALEQQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFVVGGTTVNLIDTPGHSDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRALQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIF+NK+D+ G D + V+  +R +LS  +     V  + + +L E   +EA D    
Sbjct  121  IPTVIFVNKVDRVGADPERVLGELRSRLSPAV-----VPYADDHLLSEEC-
VEALD----  170

Query  181  NNDKLLEKYIAGEPI---
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D LL  +I G      +RE L  +  R    AS +PV  GSA  G G++ LM A
+  +
Sbjct  171  -DDNLLAAFIEGTATAADAREVLAYKATR----
ASAYPVLVGSAVTGQGVRDLMAALPEV  225

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                       L   VFKVE  +  +R  Y+ +  G LR+RD V + G E+ K+T 
+R+ 
Sbjct  226  LPSREGASDEPLHARVFKVERGEARERVAYVDVRRGALRVRDRVEVGG-
ERSKVTAVRVF  284

Query  298  SKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTTIAPKTA  355
              G  V +D A  G++  +     VR+ D +G  T +L    +     P L T +    
+
Sbjct  285  RDGSSVPSDVASAGDVAQVWGLSGVRIGDEIGCGTSKLADFHFAP---
PSLETVVDVVDS  341

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A R  +   LT+LA+ DPL+    D +  E+ +S  G VQ EV++++L+++Y ++   
+E



Sbjct  342  
ADRTAMFAGLTELAEQDPLIGLRRDDVRGEVAVSLYGEVQKEVIASMLADEYGVDVTFRE  401

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + I +ERP+ A +    I+V PNPF A++GL V P  +GSGV++E  V LG +  
+F  
Sbjct  402  
TTTICIERPVGAGAAVEVIDVDPNPFLATVGLRVEPGPVGSGVRFELGVELGSMPPAFFA  461

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV + I     +GL GW V DC +      Y+            S  ST  DFR L 
P+V
Sbjct  462  
AVEEAITETFREGLHGWQVADCVVTMTDSGYWARQSHAHGTFDASMSSTAGDFRRLTPLV  521

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+++GT + EP   F L  P+  LS A        A     + +    + +G
++PA
Sbjct  522  
LMEALRQAGTVVCEPMHRFELEVPEWGLSAALSLLATVRAVPLETEPRGSAYLVSGDVPA  581

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
              +   +  L   T+G  V  T    Y+ A      +PR   + LD+
Sbjct  582  AQVHGLQQRLPSVTSGEGVLTTVFDRYEPARSAVADRPRVQANPLDR  628

>WP_030790530.1 GTP-binding protein [Streptomyces sp. NRRL S-920]
Length=682

 Score = 376 bits (966),  Expect = 3e-118, Method: Compositional 
matrix adjust.
 Identities = 248/677 (37%), Positives = 354/677 (52%), Gaps = 
42/677 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+A+G I E G V+ G T TD++ LERQRGITI+
+AV SF
Sbjct  1    
MNLGILAHIDAGKTSLTERLLHAAGVIDEVGRVDDGNTLTDSLALERQRGITIKSAVVSF  60

Query  64   QWHRCK---------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
                 K         VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR
+L  
Sbjct  61   
VIDAPKGAGTGDGVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLLR  120

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPE  163
             LR++ IPT+IF+NK D+AG   +SV+  + ++L+ DI+   +V             



+ E
Sbjct  121  
TLRRLRIPTLIFVNKADRAGARYESVLTQIAERLTPDIVPMGSVPGLGTRAARCTPFTAE  180

Query  164  IVLEENTDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
               E        + +  ++D LL  Y   G P+S ++L RE   +   A + PVY
+GSA 
Sbjct  181  
NAEESGFTARLTELLAGHDDALLSAYAEGGAPLSYDRLRRELAHQTGRALVHPVYFGSAV  240

Query  223  
KGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-  281
             G GI  L D +  L           + GSVFKVE    G++  Y+RL+SGT+R 
RD + 
Sbjct  241  
TGAGIPELTDGIRALLPASAGDAEGPVSGSVFKVERGPAGEKIAYVRLFSGTIRTRDRLD  300

Query  282  -------ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRL  333
                   A   R + K+T + +  +G  VR      G I  L     VR+ DV+G 
P + 
Sbjct  301  
ILDGADPAAEARREGKVTAVTVFDQGTDVRRPEVRAGRIGRLWGLGDVRIGDVIGVPPKG  360

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
                 R    P L T ++P   A R  L  ALTQLA+ DPL+    D+   E+ +S  
G 
Sbjct  361  
AGPGARFFAPPTLETVVSPVRPADRGALHTALTQLAEQDPLIALRQDAARREVSVSLYGE  420

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ EV+ A L+E + L+   +E + I +ER +         E  PNPF A++GL V 
P  
Sbjct  421  
VQKEVIQATLAEDFGLDVTFRETTTICVERVVGTGQAFEIGEKEPNPFLATVGLRVEPAP  480

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------  507
            +G+GV++   V LG +  +F  AV + +R  L+QGL+GW V DC +   +  Y+      
Sbjct  481  
VGAGVEFRLGVELGSMPYAFFRAVEETVRETLQQGLYGWRVPDCAVTMTHAGYWPRQSHA  540

Query  508  ------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  561
                  S  ST  DFR L P+VL  AL+E+GT + EP   F L  P + L        
+ 
Sbjct  541  
HGTFDKSMSSTAGDFRHLTPLVLMDALREAGTAVYEPMHRFRLDVPADTLGAVLPALARL  600

Query  562  
CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  621



             A   T           G+IPA+ + A    L   T G     +    Y+   G P  
+ 
Sbjct  601  
RAVPHTPTTSGTSYRLEGDIPAQRVHALEKLLPGLTRGEGELESAFDHYEPVRGAPPKRA  660

Query  622  RRPNSRLDKVRHMFQKV  638
            R  +  L++  ++ + V
Sbjct  661  RTDHDPLNRKDYLLRVV  677

>WP_026257429.1 GTP-binding protein [Actinopolymorpha alba]
Length=659

 Score = 375 bits (964),  Expect = 3e-118, Method: Compositional 
matrix adjust.
 Identities = 236/663 (36%), Positives = 358/663 (54%), Gaps = 
37/663 (6%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LERQRGITI++AV SF  
+  
Sbjct  1    
MAHVDAGKTSLTERLLFGAGVIDEIGSVDDGSTQTDSLALERQRGITIKSAVVSFVINDV  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
             VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   L+++NIPT
+IF+N
Sbjct  61   
TVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLQRLNIPTLIFVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDAVIE----  180
            KID+ G D +  + ++R+KL+  II     ++  S   + V     D     +V E    
Sbjct  121  
KIDRGGADDERTLLAIREKLTPVIIPMGSTRELGSKRADFVPYPAGDPAFTASVAEVLAD  180

Query  181  NNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            +++  L  Y+ GE  +S + +  E  R+ + A + PVY+GSA  G G++ L+  +T    
Sbjct  181  
HDEAFLAAYVEGEAGLSYDDVRGELARQGRRARVHPVYFGSAIVGSGVKALISGLTEFLP  240

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                  + +  G+VFKVE    G++  Y+R++SGT+R RD +        K+T +R
+ + 
Sbjct  241  
TSQGDVNGSASGTVFKVERDPAGEKIAYVRMFSGTIRARDRLRFGQERDGKVTAIRVFAD  300

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRK------
RWREDPL-------PM  345
            G  V+  +   G I  +      L+DV +GD   LPR+       W  +         



P 
Sbjct  301  GTAVQRRSLQAGHIGRVSG----
LSDVQIGDTIALPREPSDGQVDWDSETRGERFFAPPT  356

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L + + P   A +  L  ALTQLA+ DPL+    D I  E+ +S  G VQ EV+ A 
L+ 
Sbjct  357  
LESVVVPANPADKGALHLALTQLAEQDPLINLRQDDIRQELFVSLYGEVQKEVIQATLAN  416

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             + L    +E S+I +ERP+   +    +    NPF A++GL + P  + +G ++   
V 
Sbjct  417  
DFGLAVTFRETSMICVERPIGTGAAVELLGKDANPFLATVGLRIEPAPINTGTEFRLDVK  476

Query  466  LGYLN-------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
               +        + F+ ++   ++  L QG+ GW V D  +   +  Y SP +T  
DFR 
Sbjct  477  
HESIPLYRYKAIEEFRKSLEATVKETLHQGVHGWEVIDYVVTLTHSGYMSPETTSGDFRK  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            LAP+VL  ALKE+GT + EP   F L  P + L        +  A  +T  V+       
Sbjct  537  
LAPLVLMSALKEAGTIVCEPMHEFALEFPADTLPAVLAVLARLRAQPQTPDVRGRVGTLE  596

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMF  635
            GEIPA  + A +  +   T G  V  T    YQ   G+   +PR    P +R + 
+RH+ 
Sbjct  597  
GEIPASQVYALQQQVPGVTRGEGVLETTFHRYQPVRGEFPTRPRTDLNPLNRKEYLRHVL  656

Query  636  QKV  638
            + V
Sbjct  657  RGV  659

>WP_093623424.1 GTP-binding protein [Streptomyces sp. 3213.3]
 SEC61293.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 3213]
Length=655

 Score = 375 bits (964),  Expect = 3e-118, Method: Compositional 
matrix adjust.
 Identities = 226/617 (37%), Positives = 335/617 (54%), Gaps = 
24/617 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G     +++ + D+L A ++   +V    +P               
+
Sbjct  121  
IPTLLFVNKIDRRGARHDDLLREISDRLRAAVVPMGSVEDIGTPAAGFRTGPAPGTAAVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  Y+    +S + L      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADHDDELLAAYLE-
NTVSYDLLCTALATQTRQALVHPVYFGSAITGAGVDALITGIKELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
                      L G+VFKVE    G++  Y R++SGTLR RD +      E+ K+T 
+ + 
Sbjct  240  
PAAEGDPQGPLSGTVFKVERGPAGEKVAYARMFSGTLRTRDRITFGDAGEEGKVTAISVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKT  354
              G  V  D+   G I  L     +R+ D +G    +PRK +     P P L T + 
P  
Sbjct  300  DHGTDVGADSVPAGRIGRLRGLGEIRIGDAIG----VPRKAYEHFFAP-
PTLETVVVPGP  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A R  L  ALT+LA+ DPL+    D +  E  +S  G VQ E++ A L++++ ++   
+
Sbjct  355  
GADRRALHLALTRLAEQDPLIGLRNDEVRQETAVSLYGEVQKEIIQATLADEFGVQVTFR  414

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ERP+   +     +   NPF A++GL V P  +GSGV++   V LG +  
+F 
Sbjct  415  



ETTPLCIERPVGTGTAAEFNKKDENPFLATVGLRVDPAPVGSGVRFALEVELGAMPYAFF  474

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPI  522
             AV D +R  L QGL GW VTDC +   +            G   S  ST ADFR 
L P+
Sbjct  475  
KAVEDTVRETLGQGLHGWRVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLTPL  534

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL+ +G+Q+ EP   F + AP + L           A   T + +    V  
G +P
Sbjct  535  
VLVEALRRAGSQVYEPMHRFRVEAPVDTLGALLPVLAAVRAVPRTTETRGALCVLEGVVP  594

Query  583  ARCIQAYRTDLAFYTNG  599
               +      L   T G
Sbjct  595  VAQVHGLERQLPGLTRG  611

>WP_070018520.1 GTP-binding protein [Streptomyces nanshensis]
 OEV09583.1 GTP-binding protein [Streptomyces nanshensis]
Length=666

 Score = 376 bits (965),  Expect = 4e-118, Method: Compositional 
matrix adjust.
 Identities = 243/666 (36%), Positives = 352/666 (53%), Gaps = 
34/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MKHLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDDGSTRTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVGGTAVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDI----  172
            IPT++F+NK D+ G      ++ + +KL+   +    +++  + + E      +      
Sbjct  121  
IPTLLFVNKTDRRGARYGHTLRGIAEKLTPAAVPMGRVREIGTPAAEFTPYGASGTPLAP  180

Query  173  -EAWDAVIENNDKLLEKYIAGE----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                D + E++D LL  Y+  E    P      + E+ RR     + PV++GSA  
G G+



Sbjct  181  PRLADVLAEHDDALLAAYVEDEASLTPARLRAALAEQSRR---
GLVHPVFFGSAVTGAGV  237

Query  228  QPLMDAVTGLF-QPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            + L   +T L    +G+ QG A   G+VFKVE  + GQ+  Y+R++SGT+R+RD +    
Sbjct  238  EALTCGLTELLPHSVGDPQGPA--
HGTVFKVERAEGGQKTAYVRMFSGTVRVRDRLLHGD  295

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
              + K+T + +   G          G I  L     VR+ D +G      R+     
P P
Sbjct  296  
AGEGKVTGIDVFEDGTHTPAPCVSAGRIGRLRGLAGVRIGDAVGTERTAAREGHHFAP-P  354

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T +     A R  L  ALT LA+ DPL+    D +  E+ +S  G VQ EVV 
A L+
Sbjct  355  
TLETVVTASRDADRGALHTALTLLAEQDPLIGLRQDELRGELRVSLYGEVQKEVVQATLA  414

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            ++Y LE   +E + I +ER     S    ++  PNPF A++GL V P   GSGV+Y   
V
Sbjct  415  
DEYGLEVAFRESTTICVERLDGPGSAVEIMDKEPNPFLATVGLRVEPAPPGSGVRYGLDV  474

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
             LG +  +F  AV D +R  L +GL GW + DC +   +  Y             S  
ST
Sbjct  475  
ELGSMPYAFMRAVEDTVRETLHEGLHGWQIPDCAVTMTHSGYAPRQSHAHAVFDKSMSST  534

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR L P+VL  AL+++GT + EP   F L  P            +  A       
K 
Sbjct  535  
GADFRLLTPLVLMDALRDAGTTVHEPMHHFRLEIPAVSFGAVLPVLARLRAVPRAPVTKG  594

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            D  V  GE+PA  + A    L   T+G  V  T    Y+   G+   +PR  +  L 
+  
Sbjct  595  
DAYVLEGEMPAARVHALEGRLPTLTSGEGVLETAFAHYRPVTGEIPERPRTDHDPLHRKE  654

Query  633  HMFQKV  638
            ++ + V
Sbjct  655  YLLRVV  660



>AFD32972.1 TetS, partial (plasmid) [Enterococcus gallinarum]
 AFD32974.1 TetS, partial (plasmid) [Enterococcus gallinarum]
 AFD32980.1 TetS, partial (plasmid) [Enterococcus faecalis]
 AFD32982.1 TetS, partial (plasmid) [Enterococcus sp. SN373]
 AFD32985.1 TetS, partial (plasmid) [Enterococcus faecalis]
Length=268

 Score = 362 bits (928),  Expect = 4e-118, Method: Compositional 
matrix adjust.
 Identities = 180/269 (67%), Positives = 217/269 (81%), Gaps = 2/269 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  61   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  121  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  181  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  240

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYL  268
            P  +  S  LCG+VFKVEY+D GQR VY+
Sbjct  241  PT-QLNSDKLCGNVFKVEYSDDGQRLVYV  268

>WP_053804350.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rimosus]
 KOT77081.1 GTP-binding protein [Streptomyces rimosus subsp. 
pseudoverticillatus]
Length=661



 Score = 375 bits (964),  Expect = 4e-118, Method: Compositional 
matrix adjust.
 Identities = 236/663 (36%), Positives = 347/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEVGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++N
Sbjct  61   
ATFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVADAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-



PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLRVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPAARLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ AVGQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAVGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>WP_094593705.1 GTP-binding protein [Paenibacillus sp. XY044]
 OZB97732.1 GTP-binding protein [Paenibacillus sp. XY044]
Length=661

 Score = 375 bits (964),  Expect = 5e-118, Method: Compositional 
matrix adjust.
 Identities = 231/649 (36%), Positives = 356/649 (55%), Gaps = 
22/649 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SG I   GSV++GT  TD++ +ER+RGI+++AA 
T+ Q
Sbjct  8    
NIGIFAHIDAGKTTTTEHMLFESGTIRTLGSVDQGTALTDSLEVERERGISVRAAATTLQ  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+   +N++DTPGH+DFL+EV RS+ V+DGAIL++SA +GVQ+QT  ++HALR 
+NIPT+
Sbjct  68   
WNGIHINVIDTPGHVDFLSEVERSMRVMDGAILIVSAAEGVQSQTETVWHALRSLNIPTL  127



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------
VSLSPEIVLEENTD-----  171
            I++NK+D+ GV   +V+  ++  LS   +  Q           + P +   ++ D     
Sbjct  128  
IYVNKMDRTGVSAAAVLDEIKRLLSPHAVPLQIPVGEAENFAGMHPILDPVKDGDPERTE  187

Query  172  -
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             ++  +A  + ++ LL + I GEPIS E+L     R  + A LFPV +GS++KG
+GI+ L
Sbjct  188  
YVQLVEACADLDEDLLLRVIEGEPISPEELRSMLVRLTRQARLFPVLFGSSQKGIGIREL  247

Query  231  MD-AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREK  288
            +D AV  L  P G+     L G VFK+E      R  Y+RLY+G L+ RD V  L    
+
Sbjct  248  LDHAVAYLPGPTGDS-
EGELAGVVFKIERDKTMGRTAYVRLYNGILKNRDAVRNLTQDVQ  306

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +       + G+I  +   S  ++ D+LG   R+P        
+P+L 
Sbjct  307  EKVTQIRKMDGRKFADLGELHAGDIAAVYGLSQSKIGDILGSSKRIPPS--
PSIAVPLLT  364

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  +  A+ + L++AL +L D DPLL  +      E+ L  +G +QLE++S  L  
++
Sbjct  365  
VQVQAEEEARYQDLVEALQELTDEDPLLDLQWLPNERELHLKVMGSIQLEILSNQLESRF  424

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    +PSVIY E P +     I   + P P WA +  ++ PL  GSG+ Y 
+RV   
Sbjct  425  GLKVRFGQPSVIYKETPSRIGEGFIAYTM-
PKPCWAVLRFTIEPLPRGSGLVYSARVRSE  483

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  S+QN V   +   L+QGL GW VTD ++    G ++   + P DF    P+ 
+   
Sbjct  484  
DLLTSYQNEVERRVPEALQQGLLGWEVTDLRVTLVEGEHHVWHTHPLDFVVATPMGIMNG  543

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F +   +EY  +   D  +  A  E   +     +  G IPA    
Sbjct  544  
LAATGTTLLEPMLRFRITTSEEYGGKILSDLVQMRAEFEPPSILHGRFMVEGMIPAATSL  603



Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-IQPRRPNSRLDKVRHMF  635
             +   L   T GR V  +   GYQ A    V  + RR  + LD+ +++ 
Sbjct  604  EFPVKLRSMTGGRGVMASSFAGYQEAPQDTVATRQRRGVNPLDQSKYIL  652

>WP_031187249.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomyces]
 KOT60620.1 GTP-binding protein [Streptomyces rimosus subsp. 
rimosus]
Length=661

 Score = 375 bits (964),  Expect = 5e-118, Method: Compositional 
matrix adjust.
 Identities = 236/663 (36%), Positives = 347/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEIGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++N
Sbjct  61   
ATFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVTDAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341



            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLRVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ AVGQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAVGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>WP_030596573.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomyces]
 KOG52579.1 GTP-binding protein [Streptomyces griseoflavus]
Length=661

 Score = 375 bits (963),  Expect = 5e-118, Method: Compositional 
matrix adjust.
 Identities = 236/663 (36%), Positives = 347/663 (52%), Gaps = 



27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEIGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++ 
Sbjct  61   
ASFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +   TV+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSTVTDAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEERVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 



Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLHVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ A+GQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAIGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>WP_026211992.1 GTP-binding protein [Longispora albida]
Length=650

 Score = 375 bits (962),  Expect = 6e-118, Method: Compositional 
matrix adjust.
 Identities = 237/652 (36%), Positives = 348/652 (53%), Gaps = 
27/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MNSLNLGILAHVDAGKTSLTERLLHAAGVIGEVGSVDDGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL  
ALR++ 
Sbjct  61   
VSFALGGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRILMRALRRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI----
EAWD  176
            IPT++F+NK D+ G D   V++ +  KL        TV  +P     + + I       



+
Sbjct  121  IPTLVFVNKADRRGADPDRVLREISTKLGVPAAPMTTVD-
APGTPGAQISAILPGGPLTE  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E +D++L  Y+ GE   R++L+   + +     + PVY GSA  G G+  L  
A+  
Sbjct  180  
VLAEQDDEILSWYLEGEAAPRQRLLAALREQTAKGLVCPVYTGSAITGAGVDLLTSAIRD  239

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P   +    + G+VFKV+    G+R  Y+R++ GTLR RD +      + ++T 
+ +
Sbjct  240  LLPPAAGEADGPVSGTVFKVDRGAAGERLAYVRMFGGTLRTRDRLP-----
QGRVTGIDL  294

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLP-
RKRWREDPLPMLRTTIAPKT  354
             S+G+  R      G+I I+     +R+ D +G+   +P R   R+   P L T I 
P  
Sbjct  295  FSEGKAARATAVRAGQIAIVRGLAGIRIGDTIGE---
VPARGAARQFAAPSLETVIEPGY  351

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               R  +L AL QLA+ DPL+    D    E+ +S  G VQ EV+ A L+ +Y +    
+
Sbjct  352  
PGARGAMLAALAQLAEQDPLINLRQDDERQEVHVSLYGEVQKEVIEATLASEYGVPVTFR  411

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ER          I    NPF A++GL V P   GSGV Y   V LG +  
+F 
Sbjct  412  
ESTTVCVERVAGTGEDFEIIAKGDNPFLATVGLRVEPGPEGSGVTYRLGVELGSMPMAFM  471

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPI  522
             AV   +R  L QGL GW V DC +   +  Y+            S  ST  DFR
+L P+
Sbjct  472  
TAVESTVRETLGQGLHGWQVIDCVVTLTHSGYFARQSHSHGTFDASMSSTAGDFRNLTPL  531

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ +GT++ EP   F L  P E L        +   T    + +    +  
GEIP
Sbjct  532  
VLMDALRRAGTRVHEPIHEFWLEIPGESLKPVLQVLARLRGTPRVCEPRGTGYLLEGEIP  591

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  



634
            A  +   +  L   T+G  V  +    YQ   G+   +PR  ++ L++  ++
Sbjct  592  AARVHELQQQLPTLTSGEGVLDSVFSHYQPLQGEQWTRPRTDHNPLNRKEYL  
643

>WP_003981038.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomycetaceae]
 ELQ83304.1 small GTP-binding protein [Streptomyces rimosus subsp. 
rimosus 
ATCC 10970]
 KEF12065.1 GTP-binding protein [Streptomyces rimosus R6-500]
 KOG75045.1 GTP-binding protein [Kitasatospora aureofaciens]
 KOT41839.1 GTP-binding protein [Streptomyces sp. NRRL WC-3701]
 KOT43994.1 GTP-binding protein [Streptomyces rimosus subsp. 
rimosus]
 KOT67333.1 GTP-binding protein [Streptomyces rimosus subsp. 
rimosus]
 KOT69940.1 GTP-binding protein [Streptomyces rimosus subsp. 
rimosus]
 KOT80267.1 GTP-binding protein [Streptomyces rimosus subsp. 
rimosus]
 KOT90638.1 GTP-binding protein [Streptomyces rimosus subsp. 
rimosus]
 KUJ40403.1 GTP-binding protein [Streptomyces rimosus subsp. 
rimosus]
Length=661

 Score = 375 bits (963),  Expect = 6e-118, Method: Compositional 
matrix adjust.
 Identities = 236/663 (36%), Positives = 347/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEVGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++ 
Sbjct  61   
ATFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +  I L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVADAGTPRARAIALGPDTDPDFA  180



Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLRVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPAARLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ AVGQP ++PR     P +R + + 
H+ 
Sbjct  599  



TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAVGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>WP_073749651.1 GTP-binding protein [Streptomyces sp. CB02058]
 OKI92444.1 GTP-binding protein [Streptomyces sp. CB02058]
Length=674

 Score = 375 bits (964),  Expect = 6e-118, Method: Compositional 
matrix adjust.
 Identities = 245/673 (36%), Positives = 346/673 (51%), Gaps = 
45/673 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I   GSV+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVIDTVGSVDDGSTQTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL  
ALR++ 
Sbjct  61   
VSFPVDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL  166
            IPT++F+NK D+AG   + V+  + ++LS  ++               +Q     P  
V 
Sbjct  121  
IPTLVFVNKTDRAGARHEGVLAEIAERLSPAVVAMGAPEYLGTRRAGTRQFTEADPAFV-  179

Query  167  EENTDIEAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                     D +  ++D LL  +   GE I    L      + + A + PVY GSA  
G 
Sbjct  180  -----
TALTDLLTTHDDDLLAAWAEDGEHIPYGLLRTALAAQTRQALVHPVYVGSAATGA  234

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI  L   +T L    G+       G+VFKVE    G++  Y R++SGT+R R+ V 
L G
Sbjct  235  
GIAELTAGITRLLPVTGQDPGGPASGTVFKVERGPAGEKIAYARMFSGTVRTRERVRLRG  294

Query  286  ------REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRW  338
                  RE  KI+ + +   G  VR  +   G I  L    +VR  D +G+P   P    



Sbjct  295  DGDEEPREG-
KISAITVFDGGTDVRGPSLPAGRIGRLRGLHAVRTGDRIGEPAGAPAGAH  353

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                 P L T + P        L  AL QLA+ DPL+    D++  E+ LS  G 
VQ EV
Sbjct  354  FAP--
PTLETVVTPLRREDSGALHLALGQLAEQDPLIGVRTDAVRQEVSLSLYGEVQKEV  411

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            + A L+++Y ++   +E + I +ERP    +    I+  PNPF A++GL V P   
GSGV
Sbjct  412  
IQATLADEYGIDVGFRETTTICLERPAGTGAAVEFIDKEPNPFLATVGLRVDPAEFGSGV  471

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-----------  507
            ++   V LG +  S   AV D +   L QG+ GW VTDC +   +  Y+           
Sbjct  472  
EFRREVELGSMPFSLMRAVEDTVLETLAQGIHGWRVTDCTVTMTHSGYWPRQSHAHAVFD  531

Query  508  -
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
             S  ST  DFR+L P+VL  AL+ +GT + EP   F    P +          +  
A + 
Sbjct  532  
KSMSSTAGDFRNLTPLVLMDALRRAGTTVYEPMHRFRAEIPADAFGPLVPALARLRA-VP  590

Query  567  TAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
             A V    V V  GE+PA  +   +  L   T G  V  T  + Y+   G    + 
R  N
Sbjct  591  
GAPVTHGRVCVLEGEVPAARVHELQQLLPGLTRGEGVLETAFEHYRPVEGAVPHRSRTDN  650

Query  626  SRLDKVRHMFQKV  638
              L++  ++ + +
Sbjct  651  DPLNRKEYLLRTL  663

>SDW17994.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. PDC88]
Length=658

 Score = 375 bits (963),  Expect = 6e-118, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 331/629 (53%), Gaps = 
31/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            N+GI AHVDAGKTT TE +LY SG I   GSV +GT  TD++ +E+QRGI+++AA 
TSF 
Sbjct  7    
NVGIFAHVDAGKTTTTEQILYQSGVIRALGSVNEGTAFTDSLDIEKQRGISVKAAATSFV  66

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C VN+VDTPGH+DF++EV RSL V+DGAIL+ISA DGVQAQT  ++ ALRK+
+IPT+
Sbjct  67   
WKDCTVNLVDTPGHIDFISEVERSLRVMDGAILIISAADGVQAQTETIWKALRKLHIPTI  126

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--------------
LEENT  170
            I++NK+D+  + L  ++ ++   LS   +  Q V    E++               
EE+ 
Sbjct  127  
IYVNKMDRPAISLTDIMDNITSLLSPAALPVQQVQFDHEVLREAVSIFTEDGIDAREEHN  186

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             I  W A  + +++ LE++I GE I  ++L       V+  + FPV +GS++KG
+GI+ L
Sbjct  187  IIAEWLA--
DQDEEFLERFIEGEEIPPDELQERIAAEVRHGNAFPVCFGSSQKGIGIREL  244

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M+A+              L G VFKVE      R VY+RLY+G L  RDTV +  R  
+ 
Sbjct  245  
MEAIIDYLPGPAGNADGPLSGVVFKVERDKSMGRAVYIRLYNGKLHTRDTVTIMNRGLEE  304

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-----  343
            K+T++R     + +       G+I  +      ++ D++G  + +P       PL     
Sbjct  305  KVTQIRKLEGRKAIDLGQFEAGDIAAVYGLHEAQIGDIIGSESYVP-------
PLPGMAV  357

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K  AQ   L+ AL +L+D DPLL         E+ L  +G +QLE++ 
++L
Sbjct  358  
PLLTVQVHCKDNAQYPSLIAALQELSDEDPLLGLTWLKDERELHLKVMGSIQLEILESIL  417

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E P       I   + P P WA +  ++ PL  GSG+ 
Y S 
Sbjct  418  LSRFGLAVTFDPPSVIYKETPAAEGEGFIAYTM-
PKPCWAVLRFAIRPLPRGSGLVYRSE  476

Query  464  



VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L + +QN V   +   LEQGL GW VTD ++   YG ++   + P DF    
P+ 
Sbjct  477  
VRYDHLLERYQNEVARRVPEALEQGLSGWEVTDLEVVLTYGEHHVWHTHPLDFVVATPMG  536

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L +  T LLEP   F +  P+E   +   +     A  E   +        G 
IP 
Sbjct  537  
IMDGLDQVRTTLLEPMQHFRITVPEENGGKVLSELVHMRAVFEAPYIAHGRCTVEGIIPV  596

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
                 Y   L   T G  +  T   GYQA
Sbjct  597  ATSLNYPIQLRSETKGSGIMTTSYAGYQA  625

>WP_053673433.1 GTP-binding protein [Streptomyces sp. NRRL B-1140]
Length=657

 Score = 375 bits (962),  Expect = 7e-118, Method: Compositional 
matrix adjust.
 Identities = 234/643 (36%), Positives = 343/643 (53%), Gaps = 
23/643 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E G V+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGRVDDGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G   ++V++ +  +L+  I+   T +         +       
A D 
Sbjct  121  
IPTLLFVNKIDRSGARHEAVLREIAARLTPAIVPMGTAAGLGTRAARFVPGAGPAGALDV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   +D LL  Y+    ++ E L      + ++A + PVY+GSA  G G++ L+  
+  L
Sbjct  181  LTGRDDALLSAYVE-
NTVTDELLHCSLLAQTREALVHPVYFGSAATGAGVEALLSGIETL  239



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRI  296
                       +  +VFKV+    G++  Y R++SGTLR RD V   A   + ++T 
+ +
Sbjct  240  
LPVADGDADGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRVPFGADGAEGRVTGISV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G  VR D+   G I  L     +R+ D +G+   +    +     P L T + 
P   
Sbjct  300  FGDGTDVREDSLAAGRIARLTGLGDIRIGDAIGESRSVDEHFFAP---
PTLETVVVPGPD  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+E Y L+   
+E
Sbjct  357  
VDRGALHLALTQLAEQDPLIGLRRDERRQETSVSLYGEVQKEVIQATLAEDYGLDVAFRE  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ER +         +  PNPF A++GL V P  +GSGV +   V LG +  
+F  
Sbjct  417  
TTPLCVERLVGTGQAVEFNKKDPNPFLATVGLRVEPAPVGSGVCFRLEVELGSMPYAFFR  476

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIV  523
            AV D +R  L+QGL GW VTDC +   +            G   S  ST ADFR + 
P+V
Sbjct  477  
AVEDTVRETLDQGLRGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGVTPLV  536

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +GT++ EP   F + AP + L        +  A  ET + + D  V  G 
+PA
Sbjct  537  
LLEALRRAGTRVHEPMHRFRVEAPADTLGALLPVLAQLAAVPETTRSRDDLCVLEGTVPA  596

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              + A +  L   T G     +    Y A V    I P RP +
Sbjct  597  ARVHALQQALPGLTRGEGELESSFAHY-APVTHGTI-PERPRT  637

>WP_028279377.1 GTP-binding protein [Arthrobacter sp. H5]
Length=632

 Score = 374 bits (960),  Expect = 7e-118, Method: Compositional 
matrix adjust.
 Identities = 230/635 (36%), Positives = 345/635 (54%), Gaps = 
19/635 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LLYA+GAI   G V+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHALNLGILAHVDAGKTSLTERLLYAAGAIGAIGRVDDGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      +N++DTPGH DF+AEV R L+ LDG ILVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
ASFNLRGLTINLIDTPGHPDFIAEVERVLSALDGVILVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----
SPEIVLEENTDIEA--  174
            IP++IF+NKID+ G +   V++ + DKL+   +   TVS     +      +   + 
A  
Sbjct  121  
IPSLIFVNKIDRGGANYDDVLRGIADKLTPAAVSMGTVSAQGTRTARFDEHDGGSLPARL  180

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D +  N+D LL +Y+    ++ ++L      + ++A + PV+ GSA  G GI+ L  
A+
Sbjct  181  
LDVLTRNDDALLAEYVTNRTVTSQRLWNALVAQTRNALVHPVFAGSAVTGAGIEQLTAAI  240

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            T L        +A + G+ FKVE    GQ+   +RL SGT+  RD +      + K
++ +
Sbjct  241  
TELLPAAAGDPAATVRGTAFKVERGPAGQKVALVRLNSGTVHTRDRLQFGDGGEAKVSAI  300

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +   G    + T   G+I  L   D +++ D +G+      + +     P L T 
+ P 
Sbjct  301  NVFDSGSAHHSGTVEAGQIARLWGLDGIQVGDSIGEFQAGAARHYFAP--
PTLETAVVPV  358

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                +  L  AL+QLA+ DPL+    D    E+ LS  G VQ EV+ A L   Y +    
Sbjct  359  NPRDKGALHTALSQLAEQDPLINLRQDD-
RGELFLSLYGEVQKEVIQATLIGHYGIAAEF  417

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +E ++I +ERP+    H   +E  P+PF A+IGL V P  + SGV++   V  G +  
+F
Sbjct  418  RETTMICIERPI-GRGHA--



LEEAPDPFVATIGLRVEPRDIDSGVEFRLAVDRGSIPAAF  474

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS--
PVSTPADFRSLAPIVLEQALKES  531
              AV D +R  L QGL GW VTDC +   + + Y     S P++ R L P+VL  
AL ++
Sbjct  475  
FTAVEDAVRETLRQGLHGWRVTDCTVTMTHSIRYRDWAQSNPSEHRRLTPLVLMAALHDA  534

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT   EP   F + AP + ++       K  A  + A  +    V  G+IPA  +   
+ 
Sbjct  535  GTVACEPVHRFTIEAPPDAIAPLLTLLAKLQALNQPASAQG---
VLRGDIPASRLHRLQQ  591

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-PN  625
             L   T+G  V  +  + ++   G+P  +PR  PN
Sbjct  592  ALPGLTHGEGVLESAFERFRPVRGKPPFRPRTGPN  626

>WP_073736610.1 GTP-binding protein [Streptomyces sp. CB02488]
 OKK16428.1 GTP-binding protein [Streptomyces sp. CB02488]
Length=672

 Score = 375 bits (963),  Expect = 8e-118, Method: Compositional 
matrix adjust.
 Identities = 237/674 (35%), Positives = 349/674 (52%), Gaps = 
45/674 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E G V+ G TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGIIDELGRVDDGNTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFDIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA------  174
            IPT++F+NK D+AG   + V++ + +KL+ +      V++ P +      +         
Sbjct  121  IPTLVFVNKTDRAGARYEQVLRGITEKLTPN-----
AVAMGPAVTGLGTREAHCPSYAPD  175

Query  175  --------WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                     D + E++D LL  Y+  G+ ++  +L  E   R   A + PVY+GSA  
G 



Sbjct  176  
DPRLTGRLTDLLTEHDDALLTAYVEGGDTLAPGRLHEELAARTGQALVHPVYFGSAVTGA  235

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI  L   +  L           + G+VFKVE    G++  Y+R++SGT+R RD +   
G
Sbjct  236  
GIAALTSGIKELLPGARGDADGPVSGTVFKVERGSAGEKLAYVRMFSGTVRTRDRLPF-G  294

Query  286  R-----EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWR  339
            R      + ++T + + + G      +  PG I  L      L D+ +GD   +  
+  R
Sbjct  295  RGPGAAGEGRVTGINVFADGSDGPRPSVGPGRIAKLRG----
LGDIRIGDAVGVAPEGAR  350

Query  340  EDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
            E     P L + + P+  A R  L  AL QLA+ DPL+    D I  E+ +S  G 
VQ E
Sbjct  351  
EHHFAPPTLESVVVPEAPASRGELHFALAQLAEQDPLIDLRQDDIRKEVSVSLYGEVQKE  410

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            V+ A L+E++ ++   +E + I +ERP    +    I+   NPF A++GL V P   
GSG
Sbjct  411  
VIEATLAEEFGIDVTFRETTTICLERPSGTGAAFEIIDKDDNPFLATVGLRVDPAPAGSG  470

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY----------  507
            V Y   V LG +  S   AV + +   L QGL GW VTDC +   +  Y+          
Sbjct  471  
VDYRLEVELGSMPYSLMRAVEETVFETLGQGLNGWQVTDCTVTMTHSGYWPRQSHAHGTF  530

Query  508  --
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
              S  ST  DFR+L P+VL  AL+ +GT + EP   F L  P + L           
A  
Sbjct  531  
DKSMSSTAGDFRNLTPLVLMTALRRAGTTVYEPMHRFRLELPADALGPLLPVLAHLTAVP  590

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
                +     V  GEIPA  +   +  L   T G  V  +    ++A VG    + 
R  +
Sbjct  591  
GPPSLDGANCVLEGEIPAARVHELQQRLPSLTRGEGVLESVFASHRAVVGGNPSRSRTDH  650

Query  626  SRLDKVRHMFQKVM  639
            + LD+  ++    +
Sbjct  651  NPLDRKEYLLHAAL  664



>WP_068728233.1 GTP-binding protein [Paenibacillus sp. DMB5]
 KUP21684.1 GTP-binding protein [Paenibacillus sp. DMB5]
Length=659

 Score = 375 bits (962),  Expect = 8e-118, Method: Compositional 
matrix adjust.
 Identities = 227/620 (37%), Positives = 335/620 (54%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
MNIGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
SWKGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI---------
VLEENTDIE  173
            +IF+NK+D+ G D ++V+   R  LS DII ++Q +    E            E     
E
Sbjct  130  
LIFVNKMDRTGADPEAVLAQARTYLSGDIIPVQQPLGKEQEYRGAADLWSGESETAARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E ++ LLE Y+AG         +  Q       LFP+ YG A KG GI  
L+DA
Sbjct  190  
LLETLAERDESLLELYMAGGEPDLLYWKKYMQTAAAAGRLFPLIYGVAAKGTGITELLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      L G V+ ++      R  ++RLY GT+R RDTV    +  + 
K+T
Sbjct  250  
MIDYFPRAGGDAEQPLSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVTNYSQGIEAKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIGVVYGLSGVRIGDVLGRPDAVPQE--
AKLAVPLLTVRVF  367

Query  352  



PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                    +++ AL +LAD DP L  E      E+ +  +G +QLEV+ ++L  +Y 
L+ 
Sbjct  368  
WDADMDDHKVIGALQELADEDPQLGAEWLPEERELHIKVMGPIQLEVLDSVLQSRYGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E PL A    +   + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGQPSVIYKETPLTAGEGYVAY-
LMPKPCWAILRFHIEPGPPGSGLVYESVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ L   
L   
Sbjct  487  
QYQNETARRVPEALQQGLYGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGLMDGLNRI  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L+  +  P+E   R  +D  +   + E   ++ + ++  G +P      
Y  
Sbjct  547  
GTRLLEPILAVRIVVPEENAGRVMNDLVQMRGSFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFASAFAGYE  626

>WP_030629387.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rimosus]
Length=661

 Score = 375 bits (962),  Expect = 8e-118, Method: Compositional 
matrix adjust.
 Identities = 236/663 (36%), Positives = 347/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEIGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++N
Sbjct  61   



ATFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVTDAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSEIRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLRVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G



Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ AVGQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAVGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>SMF81208.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
uliginis N3/975]
Length=663

 Score = 375 bits (962),  Expect = 8e-118, Method: Compositional 
matrix adjust.
 Identities = 233/647 (36%), Positives = 352/647 (54%), Gaps = 
22/647 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I N+GI AHVDAGKTT TE LL+ SGAI + GSV  GT +TD + +ER+RGI+++
+A  S
Sbjct  6    
IRNVGIFAHVDAGKTTTTEHLLFYSGAIRKLGSVNDGTAQTDRLEVERERGISVKSASAS  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +W+  ++N++DTPGH+DFL+EV R L V+DGA+L+ISA +G+Q+QT  ++  LR 
+ IP
Sbjct  66   
LEWNGTRLNLIDTPGHVDFLSEVERPLRVMDGAVLIISAAEGIQSQTETVWQTLRSLGIP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII----------
IKQTVSLSPEIVLEENTDI  172
            T+I+INK+D+ GVD +S++  +R  LS DI              +VS         
N  +
Sbjct  126  
TLIYINKMDRTGVDTKSLMDEIRRVLSPDIFPVNSPLGEGETFHSVSSIWSDSDSSNPAV  185

Query  173  E-----
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            E     A +     ++ LL++Y+    + +E +  + +        FPV +G+++
+G+GI
Sbjct  186  
ETSLHYATELAAGLDEDLLDRYVENGTLPKEDIRNKLKEYTLIGQSFPVCFGASQRGIGI  245

Query  228  



QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            + L+D +T      G    A L G V+K+E      R  Y+RLY+G L+ RD++  
+ R 
Sbjct  246  
RELLDHITEYLPEAGGNEGAELSGVVYKIERDSNMGRTAYVRLYNGILKNRDSLFNSTRN  305

Query  288  -KLKITEMR-IPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
               KIT++R + S G++V T  A  G+I  +      R+ D+LG+   +P     E  
+P
Sbjct  306  ITEKITQIRKMDSGGKLVDTGQAAAGDIAAVYGLVQTRIGDILGNTEGVPAS--
PEMAVP  363

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   +  K  ++ + L +AL +L D DPLL  +   +  E+ L  +G +QLE++  
+L 
Sbjct  364  
LLTVQVRSKEVSRYQELAEALQELTDEDPLLDFQWMPVERELHLKVMGTIQLEILENILL  423

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             +Y LE V   PSVIY E  L +A+        P P WA +   + PL  GSG++Y 
S V
Sbjct  424  NRYHLEVVFDPPSVIYKET-
LASAAQGFVAYTMPKPCWAVLRFDMEPLPRGSGLEYSSIV  482

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
                L QS+QN V   +   L QGLFGW VTD KI    G ++   + P DF    
P+ +
Sbjct  483  
RNENLLQSYQNEVARRVPEALRQGLFGWEVTDLKITLVEGEHHVWHTHPLDFVIATPMAV  542

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
               L  SGT LLEP L F L  P+E   R   D  +  AT ++  +     +  G 
+PA 
Sbjct  543  
MNGLAASGTILLEPMLRFRLTVPEENGGRMLSDLVQMRATFDSPVISGGRCIVEGLVPAA  602

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
                +   +   T GR V  T   GY Q   G  V + RR  + LD+
Sbjct  603  ESLDFPIQVRSLTGGRGVWTTSFAGYEQCPPGSNVTRERRGVNPLDQ  649

>WP_090715404.1 GTP-binding protein [Paenibacillus typhae]
 SDJ42259.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
typhae]
Length=659

 Score = 375 bits (962),  Expect = 9e-118, Method: Compositional 
matrix adjust.



 Identities = 226/620 (36%), Positives = 339/620 (55%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
MNIGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
SWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-------
VLEENTD--IE  173
            +IF+NK+D+ G D ++V+   R  LS DII ++Q +    +         +E +T    
E
Sbjct  130  
LIFVNKMDRTGADPEAVLAQARTYLSGDIIPVQQPLGREQDYRGAADLWSVESDTAARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E ++ LLE Y+AG         +  Q       LFP+ YG A KG+GI  
L+DA
Sbjct  190  
LLETLAERDESLLELYMAGGETDLLYWKKYMQTAAAAGRLFPLVYGVAAKGIGITELLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-
LAGREKLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDTV   +   + 
K+T
Sbjct  250  
MIDYFPRAGGDAEQPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVTNYSQATEAKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGRPDAVPQE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                    +++ AL +LAD DP L  E      E+ +  +G +QLEV+ ++L  +Y 
L+ 
Sbjct  368  
WDADMDDHKVIGALQELADEDPQLGAEWLPEERELHIKVMGPIQLEVLDSVLQSRYGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471



               +PSVIY E P +AA       + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGQPSVIYKETP-
RAAGEGYVAYLMPKPCWAILRFHIEPGPPGSGLVYESVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ L   
L   
Sbjct  487  
QYQNETARRVPEALQQGLYGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGLMDGLNRI  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L+  +  P+E   R  +D  +   + E   ++ + ++  G +P      
Y  
Sbjct  547  
GTRLLEPVLAVRIVVPEENAGRVMNDLVQMRGSFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFASAFAGYE  626

>WP_087913507.1 GTP-binding protein [Paenibacillus donghaensis]
 ASA19483.1 GTP-binding protein [Paenibacillus donghaensis]
Length=659

 Score = 375 bits (962),  Expect = 9e-118, Method: Compositional 
matrix adjust.
 Identities = 229/646 (35%), Positives = 350/646 (54%), Gaps = 
18/646 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
MNVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTALTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++ ALRK+ 
IPT
Sbjct  70   
GWKGVQINLVDTPGHVDFLSEVQRSLRVMDCAVLILSAVEGVQAQSEMIWSALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------
TVSLSPEIVLEENTDI----E  173
            +I +NK+D+ G    +V+   R+ LSADII  Q            E +  +  D+    
E
Sbjct  130  
LILVNKMDRIGAAPAAVLADARNYLSADIIPVQHPVGEEQAYRGAEDLWSDGADVAAQTE  189



Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E ++ LLE Y++G P+      R+ Q++     LFP+ Y  A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEALLEFYMSGNPLQLPDWKRQLQQKAARGELFPLVYSVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKI  291
            +       G   +  + G V+ ++      R  ++RLY G +R RDTV    +G +  
K+
Sbjct  250  
MLDYLPRAGGDAAQPVSGIVYNIQRDPSMGRMAFVRLYEGAIRNRDTVLNHTSGAQG-KV  308

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R    G      T   G+I +L     VR+ DVLG P  +P++     PL  
+R   
Sbjct  309  
TQIRKVEGGRTEDAGTLEAGDIAVLYGLPGVRIGDVLGHPGAVPQEAKLAVPLLTVRVFW  368

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               T +   R++ AL +L+D DPLL  +      E+ +  +G +QLE++ ++L E
+Y L+
Sbjct  369  PADTDSH--
RVITALQELSDEDPLLDTQWLPEERELHIKVMGPIQLEILGSVLEERYGLQ  426

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                 PSVIY E P +     +   + P P WA +   + P   GSG+ Y+S+V    
L 
Sbjct  427  ITFGAPSVIYKETPSRVGEGFVAYTM-
PKPCWAILRFLIEPGPPGSGLVYDSQVRSSDLL  485

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
              +QN     +   L+QGL GW VTD K+    G ++   + P DF    P+ +   
L  
Sbjct  486  
PQYQNETARRVPEALQQGLRGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDGLAH  545

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT LLEP L   +  P+E   R  +D  +   T +   ++   +V  G +P      
Y 
Sbjct  546  
TGTTLLEPILQVRIVVPEENGGRVMNDLVQMRGTFDPPVLQGGRMVIEGRLPLATSLDYP  605

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMF  635
            T L+ YT GRS   +   GY+      + +  RR  + LD+ +++ 
Sbjct  606  TSLSSYTKGRSTFTSFFAGYEPCPPDVIAERTRRGVNPLDQAKYIL  651



>AKJ08989.1 GTP-binding protein [Streptomyces incarnatus]
Length=659

 Score = 374 bits (961),  Expect = 9e-118, Method: Compositional 
matrix adjust.
 Identities = 246/645 (38%), Positives = 342/645 (53%), Gaps = 
25/645 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--
KQTVSLSPEIVLEENTDIEAWDAV  178
            IPT+IF+NKID+ G + ++V+  +   LS  ++   + T   +P           A 
DA+
Sbjct  121  
IPTLIFVNKIDRRGANGRAVLAQMARVLSVPLVPTGEATALGTPAARFVPGLGPAALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+ G  +S  +L      + +   + PVY+GSA  G G   L+  +  
L 
Sbjct  181  ADHDDDLLAAYLDGG-
VSDARLRTALAAQTRRTLVHPVYFGSAITGAGAPELIAGIEHLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL---
KITEM  294
               G   S  L  +VFK+E    G++  Y R+  GTLR+RD V   +GRE     +
+T +
Sbjct  240  
PTAGGDPSGPLSATVFKIERGPAGEKVAYARVLGGTLRIRDRVPFGSGREAAAEGRVTAL  299

Query  295  RIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +   G  VR D+A  G IV +     VR+ D LG P R     +     P L T 
+ P 
Sbjct  300  GVFENGTEVRRDSAGAGRIVKVWGLGGVRVGDALGRPGRAYAHHFAP---
PTLETVVVPG  356

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              A R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+E+Y L
+   



Sbjct  357  
PGADRRALHLALTQLAEQDPLIGVRHDEQRGETSVSLYGEVQKEVIQATLAEEYGLDVGF  416

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +E + + +ERP+         +   NPF A++GL V P   G+GV++   V LG +  
+F
Sbjct  417  
RETTTLCVERPVGTGHAVEFNKKGANPFLATVGLRVEPAPPGAGVEFRLEVELGSMPYAF  476

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAP  521
              AV D +R  L QGL GW V DC +   +            G   S  ST  DFR 
L P
Sbjct  477  
FKAVEDTVRETLGQGLHGWQVPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGYDFRGLTP  536

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL +AL+ +GT++ EP   F L AP + L        +  A  ETA       V  
G +
Sbjct  537  
LVLAEALRRAGTRVHEPVHRFRLQAPADTLGALLPVLARLGAVPETAGAPGAVCVLQGTV  596

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            PA  +      L   T G     T    Y      PV  P RP +
Sbjct  597  PAARVHELEQRLPGLTRGEGELETAFDHYAPVTHGPV--PERPRT  639

>WP_052482014.1 GTP-binding protein [Streptomyces albus]
 CCD31861.1 tetracycline resistance protein [Streptomyces albus 
subsp. albus]
 AJE80686.1 tetracycline resistance protein [Streptomyces albus]
 AOU74997.1 tetracycline resistance protein [Streptomyces albus]
Length=698

 Score = 376 bits (965),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 241/681 (35%), Positives = 367/681 (54%), Gaps = 
56/681 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+  G I E G V++G+T TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGRVDEGSTHTDSLPLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
ASFTVDGVAVNLIDTPGHPDFIAEVERALRVLDGAVLVVSAVEGVQAQTRILMRTLRRLR  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI-  179
            +PT++F+NK+D+AG     +++++ ++L+   +   +V          +  ++A 
DA   
Sbjct  121  VPTLVFVNKVDRAGARYAPLLRALTERLAPTCLALDSVE-
GIGTRAARSVPLDAGDAAFT  179

Query  180  --------ENNDKLLEKYIAGEP----
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                    E ++ LL  ++A  P    +   +L+RE   + +   + PV +GSA  
G G+
Sbjct  180  
ERLTELLAERDEALLADWLALPPGEAALPYPRLLRELAAQSRRGLVHPVLFGSAATGTGV  239

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GR  286
              L+  +TGL      +      G+VFK+E    G R  ++R++SGT+R R  +    
GR
Sbjct  240  
AALVSRLTGLLPTAASESGGPAAGTVFKIEQGPAGDRTAWVRMFSGTVRTRQRLGYGEGR  299

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGD----------------  329
            E  K+T + + ++GE   + T   G+I  L    SVR+ D +G+                
Sbjct  300  EG-
KVTGIGVFAQGECRPSGTLRAGQIGTLRGLGSVRIGDRVGERGEQAAGEREFAPPSP  358

Query  330  ----
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
                P+        E   P L T + P   A R  L  AL +LA+ DPL+    ++
++ E
Sbjct  359  
ESAPPSPESAPPSMEFAPPSLETVVVPVAGADRAALHTALLRLAEQDPLIGLRREALSGE  418

Query  386  IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK--
AASHTIHIEVPPNPFWA  443
            + +S  G VQ EV+ A L+E+Y +    +E + +++ERPL   AA+  +H E   
NPF A
Sbjct  419  LAVSLYGEVQKEVLQATLAEEYGVRAEFRESTTLHIERPLATGAAAEFLHAE--
GNPFLA  476

Query  444  
SIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY  503
            ++GL + P + GSGV +   V LG +  +F  AV + +   LEQGL GW VTDC +   
+
Sbjct  477  
TVGLRLEPAASGSGVVFRLGVELGSMPAAFFKAVEESVHGALEQGLRGWRVTDCAVTLTH  536

Query  504  GLYY------------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYL  551
              Y             S  ST  DFR L  +VL  AL+++GT +LEP   F L  P   
L
Sbjct  537  



CGYAPRQSHAHAVFDKSMSSTAGDFRHLTRLVLMSALEQAGTTVLEPLHRFTLEIPAGAL  596

Query  552  
SRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                    +  A   T+  + +++V  GE+PA  + A    L   T+G  V L+ + 
G+ 
Sbjct  597  GSVLPVLTRLRAVPRTSVARGEDLVLEGEVPAASVHALELRLPSLTSGEGV-
LSAVFGHY  655

Query  612  AAVGQPVIQPRRPNSRLDKVR  632
            A V  P+  P RP +  D +R
Sbjct  656  APVRGPL--PARPRAEPDALR  674

>WP_027750437.1 GTP-binding protein [Streptomyces sp. CNH287]
Length=673

 Score = 375 bits (963),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 235/658 (36%), Positives = 346/658 (53%), Gaps = 
23/658 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G     G V+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MTVLNLGILAHVDAGKTSLTERLLHTAGITDALGRVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFTAGDTTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT++F+NKID+ G D   V++ + +KL+  ++    VS         +P    +     
Sbjct  121  
IPTLLFVNKIDRRGADAARVLRGITEKLTDAVLPMGAVSTQGAPGAGFTPYGEGDAAFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E +D LL  Y+  E  I   +L      +   A + PV++GSA  G G   
L 
Sbjct  181  
RLAELLAERDDALLAAYVEDETAIGYARLRAGLAAQTGQALVHPVFFGSAVTGAGTDALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              V  L  P        + G+VFKVE    GQ+  Y+R++SGTLR RD V L   +  
K+
Sbjct  241  



AGVRELLPPAQGAADGPVSGTVFKVERGPAGQKLAYVRMFSGTLRTRDRVRLPADDAAKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDP-
TRLPRKRWREDPLPMLRTT  349
            T + + S+G  V       G I  L    +VR+ D +G+P T  P         P 
L T 
Sbjct  301  
TGISVFSEGAAVPDTAVSAGRIGRLTGLGAVRVGDPVGEPRTTGPCAARHHFAPPTLETV  360

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P     R  L  ALT+LA+ DPL+    D    E+ +S  G VQ EV+ A L+E
++ L
Sbjct  361  
VLPCRPIDRGALHLALTRLAEQDPLIGLRQDERRREVSVSLYGEVQKEVIQATLAEEFGL  420

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E + +  ER     S    I+  PNPF A++GL V P  +GSGV++   V 
LG +
Sbjct  421  
DVAFRETTTLCTERVAGTGSAFEIIDKEPNPFLATVGLRVAPAPVGSGVEFGLDVELGSM  480

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFR  517
              +F +AV + +R  L QG+ GW + DC++   +  Y+            S  ST  
DFR
Sbjct  481  
PYAFFHAVEETVRETLHQGIHGWPIPDCRVTMTHSGYWPRQSHAHGTFDKSMSSTAGDFR  540

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            +L P+VL  AL+E+GT++ EP   F L  P +          +  A     + +    
V 
Sbjct  541  
NLTPLVLMDALREAGTRVHEPVHRFQLDLPADTFGALLPVLARLDAVPGAPEARGAAYVL  600

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
             GEIPA  +      L   T G  V  +    Y+   G    + R  ++ LD+  +
+ 
Sbjct  601  
EGEIPAARVHELGQLLPSLTRGEGVLESAFARYRPVRGAVPGRARTDHNPLDRREYLL  658

>WP_106614004.1 GTP-binding protein [Saccharothrix carnea]
Length=638

 Score = 374 bits (959),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 234/651 (36%), Positives = 349/651 (54%), Gaps = 
34/651 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTD++ LER+RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDDGSTRTDSLALERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFDVGGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT++F+NK+D+ G   +SV++ V   L+  ++    V  +          I   A 
+ +
Sbjct  121  
IPTLVFVNKVDRGGARPESVLRDVAALLTPSVVAMGRVVGAGGRAAHVVPVIGDGAVEVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E++D +L  Y+ G  +   + V   Q R    ++ PV++GSA  G G+  L   +    
Sbjct  181  AEHDDAVLAAYVDGREVPGLRAVVAAQAR--
RCAVHPVFFGSAITGAGVPELAAGIAEFL  238

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                      +   VFKVE    G+R  ++R++SGT+R+RD      R   ++T + 
+ S
Sbjct  239  PASSGDPDGPVSRVVFKVERGPGGERVAFVRMFSGTVRVRD------
RLPERVTGLAVFS  292

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G  VR D    G++  +   + VR+ D LG P   P +  R  P P L   + P   
A 
Sbjct  293  RGAAVRCDAVRAGQVAKVWGLEGVRIGDALGTPP--PGEGHRFAP-
PTLEAVVVPSREAD  349

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALT+LA+ DPL+      + H   +S  G VQ EV+ A L+E+Y +E   
+E +
Sbjct  350  RGALHVALTRLAERDPLI-----
GLRHGGRVSLYGEVQKEVLQATLAEEYGVEVEFRETT  404

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             I +ERP+   +    I    NPF A++GL V P   G GV +   V LG +  +F  
AV
Sbjct  405  TICLERPVGVGTAVEFIGSGGNPFLATVGLRVEP---
GDGVTFALGVELGSMPLAFFKAV  461



Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             + +R  L QGL GW VTDC +   +  Y+            S  ST  DFR L P
+VL 
Sbjct  462  
EETVRETLGQGLCGWQVTDCAVTMTHAGYWARQSHAHGTFDKSMSSTAGDFRLLTPLVLL  521

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL+ +GT +L P   F L  P + L        +  A I ++  +    V  GE
+PA  
Sbjct  522  
SALRSAGTSVLSPVHRFTLEVPGDVLGALTPVMARLRAVILSSVPRGRVTVVEGEVPAAF  581

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  ++  +   T G  V  T    +    G   ++ R  ++ L++  ++ +
Sbjct  582  VHGFQRTVPALTRGEGVLETAFSHHAPVRGVVPMRDRSDHNPLNRKEYLLR  632

>WP_039870362.1 GTP-binding protein [Paenibacillus sp. FSL R7-0273]
 AIQ45424.1 GTP-binding protein [Paenibacillus sp. FSL R7-0273]
 OMF89946.1 GTP-binding protein [Paenibacillus sp. FSL R7-0273]
Length=659

 Score = 374 bits (961),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 224/620 (36%), Positives = 337/620 (54%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
MNVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
SWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPE---------
IVLEENTDIE  173
            +IF+NK+D+ G D ++V+   R  LS DII ++Q +    E         +  +     
E
Sbjct  130  
LIFVNKMDRTGADPEAVLAQARTYLSGDIIPVQQPLGREQEYSGAADLWTVESDAAARTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E ++ LLE Y+AG         +  Q       LFP+ YG A KG GI  
L+DA



Sbjct  190  
LLETLAERDESLLELYMAGGEPELLYWKKYMQTAATAGRLFPLVYGVAAKGTGITDLLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-
LAGREKLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV   +   + 
K+T
Sbjct  250  
MTDYFPRAGGAADQPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVTNYSQATEAKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDAGALEAGDIAVVYGLSGVRIGDVLGRPDAVPQE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                    +++ AL +LAD DP L  E      E+ +  +G +QLEV+ ++L  +Y 
L+ 
Sbjct  368  
WDADMDDHKVIGALQELADEDPQLGAEWLPEERELHIKVMGPIQLEVLDSVLQSRYGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +AA       + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGQPSVIYKETP-
RAAGEGYIAYLMPKPCWAILRFKIEPGPPGSGLVYESVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ L   
L  +
Sbjct  487  
QYQNETARRVPEALQQGLYGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGLMDGLSRT  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G +LLEP L+  +  P+E   R  +D  +   + E   ++ + ++  G +P      
Y  
Sbjct  547  
GIRLLEPILAVRIVVPEENAGRVMNDLVQMRGSFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFASAFAGYE  626

>WP_099171569.1 GTP-binding protein [Streptomyces sp. LamerLS-316]
 SCK07167.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. LamerLS-316]



Length=674

 Score = 375 bits (962),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 246/666 (37%), Positives = 347/666 (52%), Gaps = 
48/666 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G +   GSV+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVVDAVGSVDDGSTQTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL  
ALR++ 
Sbjct  61   
VSFAVDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--------
SPEIVLEENTDI  172
            IPT++F+NK D+AG   + V+  +  +LS  ++   T            P    +     
Sbjct  121  
IPTLVFVNKTDRAGARYEGVLADLARRLSPAVVAMGTAECLGTREARTRPFTATDPAFVT  180

Query  173  EAWDAVIENNDKLLEKYI---AGEPIS--
REKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
               D +  ++D+LL  Y+   AG P    RE+L R+     + A + PVY+GSA  
G G+
Sbjct  181  ALTDLLTSHDDELLAAYVEGGAGVPYGRLRERLARQ----
TRQALVHPVYFGSAVTGAGV  236

Query  228  QPLMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---  283
              L   +   F P+ +Q +A    G+VFKVE    G++  Y R++SGT+R R+ V 
L   
Sbjct  237  AELTAGIA-
EFLPVRDQDTAGPASGTVFKVERGPAGEKIAYARMFSGTVRTRERVRLRGD  295

Query  284  ---AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPR---K  336
                GRE  KI+ + +   G  VR      G I  L    +VR+ D +G+ T  P     
Sbjct  296  GEQEGREG-
KISAITVFDHGTDVRGTVLPAGRIGRLRGLHAVRIGDRIGNGTGGPAAEPA  354

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
            R    P P L T + P     R  L  AL  LA+ DPL+    D +  E+ LS  G 
VQ 
Sbjct  355  RAHFAP-
PTLETVVTPCRRQDRGALHIALGHLAEQDPLIGVRRDDLRQEVSLSLYGEVQK  413



Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+ A L+++Y +E   +E + I +ERP    +    I+  PNPF A++GL V P 
+ GS
Sbjct  414  
EVIQATLADEYGIEVGFRETTTICLERPSGTGAAVEFIDTDPNPFLATVGLRVEPAAFGS  473

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------  507
            GV++   V LG +  +   AV D +   L QG+ GW VTDC +   +  Y+         
Sbjct  474  
GVEFRREVELGSMPYALMRAVEDTVMETLGQGIHGWQVTDCAVTMTHSGYWPRQSHSHAV  533

Query  508  ---
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
               S  ST  DFR L P+VL  AL+ +GT + EP   F    P + L        +  
A 
Sbjct  534  
FDKSMSSTAGDFRHLTPLVLMDALRRAGTTVYEPMHRFRAEIPADSLGPLVPVLARLRAV  593

Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
                +      V  G +PA  +   +  L   T G  V  +  + Y     +PV  
P   
Sbjct  594  PGPPETHDGVCVVEGVVPAARVHELQQLLPGMTRGEGVLESAFEDY-----
RPVDGPVPH  648

Query  625  NSRLDK  630
             SR D+
Sbjct  649  RSRTDR  654

>WP_090723024.1 GTP-binding protein [Paenibacillus sp. PDC88]
Length=664

 Score = 374 bits (961),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 331/629 (53%), Gaps = 
31/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV +GT  TD++ +E+QRGI+++AA 
TSF 
Sbjct  13   
NVGIFAHVDAGKTTTTEQILYQSGVIRALGSVNEGTAFTDSLDIEKQRGISVKAAATSFV  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C VN+VDTPGH+DF++EV RSL V+DGAIL+ISA DGVQAQT  ++ ALRK+
+IPT+
Sbjct  73   
WKDCTVNLVDTPGHIDFISEVERSLRVMDGAILIISAADGVQAQTETIWKALRKLHIPTI  132



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--------------
LEENT  170
            I++NK+D+  + L  ++ ++   LS   +  Q V    E++               
EE+ 
Sbjct  133  
IYVNKMDRPAISLTDIMDNITSLLSPAALPVQQVQFDHEVLREAVSIFTEDGIDAREEHN  192

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             I  W A  + +++ LE++I GE I  ++L       V+  + FPV +GS++KG
+GI+ L
Sbjct  193  IIAEWLA--
DQDEEFLERFIEGEEIPPDELQERIAAEVRHGNAFPVCFGSSQKGIGIREL  250

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M+A+              L G VFKVE      R VY+RLY+G L  RDTV +  R  
+ 
Sbjct  251  
MEAIIDYLPGPAGNADGPLSGVVFKVERDKSMGRAVYIRLYNGKLHTRDTVTIMNRGLEE  310

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-----  343
            K+T++R     + +       G+I  +      ++ D++G  + +P       PL     
Sbjct  311  KVTQIRKLEGRKAIDLGQFEAGDIAAVYGLHEAQIGDIIGSESYVP-------
PLPGMAV  363

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K  AQ   L+ AL +L+D DPLL         E+ L  +G +QLE++ 
++L
Sbjct  364  
PLLTVQVHCKDNAQYPSLIAALQELSDEDPLLGLTWLKDERELHLKVMGSIQLEILESIL  423

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E P       I   + P P WA +  ++ PL  GSG+ 
Y S 
Sbjct  424  LSRFGLAVTFDPPSVIYKETPAAEGEGFIAYTM-
PKPCWAVLRFAIRPLPRGSGLVYRSE  482

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L + +QN V   +   LEQGL GW VTD ++   YG ++   + P DF    
P+ 
Sbjct  483  
VRYDHLLERYQNEVARRVPEALEQGLSGWEVTDLEVVLTYGEHHVWHTHPLDFVVATPMG  542

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L +  T LLEP   F +  P+E   +   +     A  E   +        G 
IP 
Sbjct  543  
IMDGLDQVRTTLLEPMQHFRITVPEENGGKVLSELVHMRAVFEAPYIAHGRCTVEGIIPV  602



Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
                 Y   L   T G  +  T   GYQA
Sbjct  603  ATSLNYPIQLRSETKGSGIMTTSYAGYQA  631

>WP_027743837.1 GTP-binding protein [Streptomyces sp. CNT371]
Length=668

 Score = 375 bits (962),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 237/664 (36%), Positives = 357/664 (54%), Gaps = 
29/664 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G + E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVVEEVGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALDGITVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NK D+ G    ++V+ +  KL+   +   TV        + +P    +     
Sbjct  121  
IPTLVFVNKTDRRGARDDALVRDIAAKLTPGAVAMGTVGGLGTRTAAFTPYGPDDPGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL  Y+A E  ++  +L +    +   A + PVY+GSA  G G+  
L 
Sbjct  181  
RLADVLAGHDDALLADYVADEAAVTYRRLRKSLAEQTAGALVHPVYFGSAATGAGVADLT  240

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
              +  L   P G+    A  G+VFKVE    G++  Y+R+ +GT+R R  +A    
++  
Sbjct  241  AGIEELLPAPAGDPDGPA-
AGTVFKVERGPNGEKVAYVRMLAGTVRTRQELAYGDGDRAP  299

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED-PLP  344
               K+T + +  +G  V    A  G I ++     VR+ D +G          R     
P
Sbjct  300  
ATEKVTGVSVFEQGAAVPAAAAGAGRIALVRGLAGVRIGDAVGAAVGRAADARRHHFAPP  359



Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P   A R  L  AL QLA+ DPL+    D I  E+ +S  G VQ EV+ 
A L+
Sbjct  360  
TLETVVVPDRTADRGALHAALFQLAEQDPLIALRQDDIRQELYVSLYGEVQKEVIGATLA  419

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            ++Y L    +E SVI++ER   A +     +   NPF A++GL VTP   G+GV++
+  V
Sbjct  420  
DEYGLPVSFRESSVIHVERLAGAGAAYEKGDTGTNPFLATVGLRVTPAPPGTGVRFDLDV  479

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
             LG +  +F  AV D +R  L QGL GW + D ++   +  Y+            +  
ST
Sbjct  480  
ELGSMPYAFFKAVEDTVRATLHQGLHGWEIPDVRVTMTHSGYWPRQSHAHQGFSKAMSST  539

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR + P+VL  AL+ +GT++ EP   F L AP++ +   +       A ++  
+V+ 
Sbjct  540  
GADFRGITPLVLTDALRRAGTRVCEPVQRFRLEAPEDAVPALWPVLAALAAVVDGQEVRG  599

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
               V  GE+PA  +      L   T G  V  T    Y+A  G   ++PR  ++ 
LD+  
Sbjct  600  
GVAVLEGEVPAARVHGLERRLPGLTRGEGVLETSFGRYRAVRGPAPVRPRTDHNPLDRKE  659

Query  633  HMFQ  636
            ++  
Sbjct  660  YLLH  663

>WP_068597041.1 GTP-binding protein [Paenibacillus macquariensis]
 OAB35874.1 GTP-binding protein [Paenibacillus macquariensis subsp. 
defensor]
Length=659

 Score = 374 bits (961),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 232/649 (36%), Positives = 350/649 (54%), Gaps = 
22/649 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+G+ AHVDAGKTT TE +L+ SG I   GSV+ GT +TD + +ERQRGI+++AA 



TS  
Sbjct  8    
NVGVFAHVDAGKTTTTEHMLFKSGTIRSLGSVDDGTAQTDNLDIERQRGISVRAATTSII  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RS+ V+DGAIL++SA +GVQ+QT  ++HALR +
+IPT+
Sbjct  68   
WRDIYINLVDTPGHVDFLSEVERSIRVMDGAILIVSAAEGVQSQTETIWHALRSLSIPTI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-------------
VSLSPEIVLEENTD  171
            I++NK+D+ GV +  V++ +R  LS   +  Q              +  +P+ V     
D
Sbjct  128  
IYVNKMDRVGVSVPDVLEQIRRLLSPSAVPLQVPQGEGEDFTGILPIWNTPQDVQNSELD  187

Query  172  IEA-
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            +     ++ +++D+L+ +YI GE I  E+L    Q   +   LFP+ +GS+++ +G
+  L
Sbjct  188  
LSTVITSIADHDDELMLRYIEGEYIPMEELQNRFQSLTKSGHLFPLCFGSSQRDIGVAEL  247

Query  231  MDAVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            MD +T  L  P G+   A L G +FK++      R  Y+RLY+G LR RD +    
R+  
Sbjct  248  MDTITTYLPSPRGDV-
EAPLSGIIFKIKRDKAMGRTAYVRLYNGYLRNRDLIHNVTRDIH  306

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KIT++R     + V     + G+I  +   S  ++ DVLG    +P     E  
+P+L 
Sbjct  307  EKITQIRKLEGRKFVDLGQVFSGDIAAVYGLSQSKIGDVLGSTVGVPSS--
PEIAIPLLT  364

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  +   +   L++AL +L D DP L  +      E+ L  +G +QLE++S+LL  
++
Sbjct  365  
VQVHIQDEHRYSDLVEALQELTDEDPQLDLQWLQDERELHLKVMGAIQLEILSSLLMSRF  424

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE    +PSVIY E P K+A   I   + P P WA +   + PL  GSG+ Y+S 
V   
Sbjct  425  GLEVTFDQPSVIYKETPTKSAEGFIAYTM-
PKPCWAVLRFHIEPLPRGSGLVYQSEVRSD  483

Query  468  



YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   +   L QGL GW VTD K+    G ++   + P DF    P+ 
+   
Sbjct  484  
DLLIRYQNEVARRVPEALLQGLHGWEVTDLKVTLTEGEHHVWHTHPLDFVVATPMGIMDG  543

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  S T LLEP L F +  P+EY  +   D  +  A  E   V     +  G +P     
Sbjct  544  
LANSETTLLEPLLKFRITTPEEYGGKVLSDLVQMRAEFEPPSVNHGRFMVEGILPVATSL  603

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMF  635
             Y   L   T GR V  +   GYQA      V +PRR    LD+ +++ 
Sbjct  604  EYPVKLRSMTAGRGVMSSSYAGYQACPPDVDVDRPRRGVDPLDQSKYIL  652

>WP_024883416.1 GTP-binding protein [Streptomyces sp. CNH189]
Length=657

 Score = 374 bits (960),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 236/643 (37%), Positives = 337/643 (52%), Gaps = 
23/643 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLLHTAGVIDEVGSVDDGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR+++
Sbjct  61   
VSFPLDDITVNLLDTPGHPDFVAEVERVLGVLDGAVLVLSAVEGVQAQTRVLMRILRRLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-
SPEIVLEENTDIEAWDAV  178
            +PT+IF+NKID+ G     +++ +  +L+  +  +  T  L +P           A 
DA+
Sbjct  121  
LPTLIFVNKIDRRGAREAELLREMAARLTPALAPVGTTEGLGTPRARFVPGVRSAALDAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E++D LL  Y+ G  +++++L      + + A + PV++GSA  G G+  L+  V  
L 
Sbjct  181  TEHDDGLLAAYVDGT-
LTQDRLRHALVTQTRQALVHPVHFGSAATGAGVDALLTGVRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--



KITEMRI  296
             P G      + G+VFKVE    G++  Y RL+SGTLR RD V     +    ++T 
+ +
Sbjct  240  
PPAGGDPEGPVSGTVFKVERGPAGEKIAYARLFSGTLRARDRVPFGAGDTTEGRVTGVSV  299

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G   R D    G I  L     VR+ D +G+P    ++       P L T + 
P   
Sbjct  300  FDRGTDTRADAVEAGRIARLWGLTDVRVGDAIGEPA---
KEHGHFFAPPTLETVVVPGDG  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                RL  AL QLA+ DPL+    D    E  +S  G VQ EVV A L+E+Y L+   
+ 
Sbjct  357  
VDPGRLHLALAQLAEQDPLIGLRHDERRRETSVSLYGEVQKEVVQATLAEEYGLDVTFRG  416

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ER          I+   NPF A++GL V P   GSG  +   V LG +  
+F  
Sbjct  417  
TTPLCVERLAGPGEAAEFIKQDGNPFIATVGLRVDPAPPGSGTDFRLEVELGAMPYAFFK  476

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D +R  L QG  GW VTDC +   +  Y+            S  ST ADFR L 
P+V
Sbjct  477  
AVEDTVRATLGQGPHGWQVTDCAVTMTHCGYWPRQSHAHQRFDKSMSSTGADFRGLTPLV  536

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT + EP   F + AP + L           A   +   +    V  G 
+PA
Sbjct  537  
LMDALRRAGTVVHEPVHRFRIEAPADTLGALLPVLGGLGAVPGSTATRGALGVLDGTVPA  596

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              ++     L   T G     T+   Y      PV  P RP +
Sbjct  597  ARVRELEQRLPGLTRGEGELETQFGHYAPVTHGPV--PHRPRT  637

>WP_074648684.1 GTP-binding protein [Paenibacillus jilunlii]
 SDM99396.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
jilunlii]
Length=659

 Score = 374 bits (961),  Expect = 1e-117, Method: Compositional 
matrix adjust.



 Identities = 229/651 (35%), Positives = 349/651 (54%), Gaps = 
22/651 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI++
+AA+
Sbjct  7    
MERINVGIFAHVDAGKTTTTEHILYESGRIKAVGSVDSGTALTDSMEVERQRGISVRAAL  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+W    VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++
+ALRK+ 
Sbjct  67   
ASFEWRGVLVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLG  126

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--------  172
            IPT+IF+NK+D+ G D  +V+   R  LS DI+  Q  +L  E       D+        
Sbjct  127  IPTLIFLNKMDRTGADPAAVLAQARTYLSGDILPVQQ-
ALGQERNYAGAVDLWAEAADPA  185

Query  173  ---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               E  +++ E ++ LLE Y++G P+       + +        FP+ YG A 
KGLGI  
Sbjct  186  
ARTELLESLAERDEALLETYMSGAPLDLTAWKNQLKAGAAAGKWFPLVYGVAAKGLGITQ  245

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+T  F          + G V+ ++      R  ++RLY GT+R RDTV    
++ +
Sbjct  246  
LLDAMTDYFPRACGSLELPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYTQDVQ  305

Query  289  LKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R    G          G+I V+     VR+ DVLG P  +P++   +  
+P+L 
Sbjct  306  GKVTQIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGVPDAIPQE--
AKLAVPLLT  363

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +    A     ++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  
+Y
Sbjct  364  
VRVHWDAAVDEHEVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRY  423

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    +PSVIY E P +     +   + P P WA +   + P   GSG+ YES 



V   
Sbjct  424  GLKVTFGQPSVIYRETPSRTGEGYVAY-
LMPKPCWAILRFRIEPGPPGSGLVYESLVRSS  482

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN     +   L QGL+GW VTD K+    G ++   + P DF    P+ 
+   
Sbjct  483  
DLLPQYQNETARRVPEALMQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIMDG  542

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L   GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G +P     
Sbjct  543  
LNRVGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLATSL  602

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
             Y   L+ YT GRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  603  DYPVSLSSYTKGRSTFTSFFAGYEEC--PPDVRAERTRRGVNPLDQARYIL  651

>SHN59487.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. ov031]
Length=657

 Score = 374 bits (960),  Expect = 1e-117, Method: Compositional 
matrix adjust.
 Identities = 227/639 (36%), Positives = 354/639 (55%), Gaps = 
30/639 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M 
+ERQRGITIQ+AV
Sbjct  1    
MKNINIGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L 
K+ 
Sbjct  61   
VSFTVNNVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEA  174
            IPT+ FINKID+ G   +S++  + DKL+   +         T +   E+  E N     
Sbjct  121  
IPTIFFINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFME  180

Query  175  W--DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231



               + + +NN++ LE+Y+ + + ++      E   + + A L+PV +GSA  G GI  
L+
Sbjct  181  
GLTNRLADNNERFLERYLYSAKDLAPVDFELEFLEQFKQAQLYPVLFGSAITGEGIPHLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+      +  + +    G +FK+E     ++  Y+R++SG +++R++++     
+   
Sbjct  241  
TAIQNCHSSVHHENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGE  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
                  K+  ++    G+      A  G+IV +    + L D  +GD   +P     
E  
Sbjct  301  IIKFTNKVKGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETL  356

Query  343  L--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q 
EV+ 
Sbjct  357  
FSPPSLVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIR  416

Query  401  ALLSE--
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
              L +  +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    
+G+
Sbjct  417  DQLKKDAQIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGI  474

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +Y   V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST 
+DFR 
Sbjct  475  
EYHLEVELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRK  534

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-VF  577
            L P+VL +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D
+V + 
Sbjct  535  LTPLVLMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMI  593

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             G IP + IQ+++  L  +T G  V L+E  GYQ+  G+
Sbjct  594  YGMIPIKNIQSFKNQLPGWTQGEGVLLSEFYGYQSFDGE  632

>WP_107910239.1 GTP-binding protein [Streptomyces chartreusis]
Length=680



 Score = 375 bits (962),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 236/655 (36%), Positives = 351/655 (54%), Gaps = 
48/655 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+++V ++L+A ++   T +   +P           A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARYDAVLRAVCERLTAAVVPMGTATALGTPGAGFLPGLGTAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ GE ++ ++L      R + A + PVY+GSA  G G+  L D +  
L 
Sbjct  181  TDLDDDLLTAYVEGE-
VTDDRLRTVLAARTRQALVHPVYFGSAITGAGVDALTDGIRELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--------
ALAG-----  285
               G      + G+VFKVE    G++  Y R++SGTLR RD +        A AG     
Sbjct  240  
PAAGGDREGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIRFGESGPSAEAGDGVDL  299

Query  286  ------------REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTR  332
                        R + ++T + +  +G  VR D    G I  L     +R+ D +G
+   
Sbjct  300  
AQSEATPDPDDTRAEGRVTAISVFDRGTDVRDDQVPAGRIAKLWGLADIRIGDTIGE---  356

Query  333  LPRKRWRE--
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
             PRK +     P P L T +AP     R  L  ALT+LA+ DPL+    D +  E  
+S 
Sbjct  357  -PRKAYGHFFSP-
PTLETIVAPADGVDRRALHRALTRLAEQDPLIDLRHDEVRQETFVSL  414



Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
             G VQ EV+ A L++ + L+   +E + + +ERP+ + +     +   NPF A+
+GL V 
Sbjct  415  
YGEVQKEVIQATLADDFGLDVTFRETTPLCVERPVGSGAAVEFNKKDGNPFLATVGLRVD  474

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY-------  503
            P   GSGV++   V LG +  +F  AV + +R  L QGL GW V DC +   +       
Sbjct  475  
PAPAGSGVEFRLEVELGSMPYAFFKAVEETVRETLGQGLHGWQVPDCTVTMTHSGYSPRQ  534

Query  504  -----
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
                 G   S  ST  DFR + P+VL +AL+ +GTQ+ EP   F L AP + L+      
Sbjct  535  
SHAHQGFDKSMSSTGYDFRGVTPLVLIEALRRAGTQVHEPLHRFRLEAPSDTLAALLPVL  594

Query  559  PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  
613
             +  AT +T + +  +    G +PA  +      L   T G     +    Y  A
Sbjct  595  ARLRATPQTTETRGADCRLEGTVPAAHVHELEQQLPGLTRGEGELESAFDHYAPA  
649

>WP_042199732.1 GTP-binding protein [Paenibacillus camerounensis]
Length=659

 Score = 374 bits (960),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 224/620 (36%), Positives = 339/620 (55%), Gaps = 
15/620 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
MNVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
SWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII-------KQTVSLSPEIVLEEN---
TDIE  173
            +IF+NK+D+ G D ++V+   R  LS DII        +Q  S + ++   E+      
E
Sbjct  130  
LIFVNKMDRTGADPEAVLAQARTYLSGDIIPVQRPLGREQEYSGAADLWSGESDAAARTE  189



Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E ++ LLE Y+AG   +     +  Q       LFP+ YG A KG+GI  
L+DA
Sbjct  190  
LLETLAERDESLLELYMAGGEPNLLYWKKYMQTAAAAGRLFPLVYGVAAKGIGITELLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +  + 
K+T
Sbjct  250  
MTDYFPRAGGSAEQPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVTNHSQATEAKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+ 
Sbjct  310  QIRKVEGGRTEDIGALEAGDIAVVYGLSGVRIGDVLGRPDAVPQE--
AKLAVPLLTVRVF  367

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                    +++ AL +LAD DP L  E      E+ +  +G +QLEV+ ++L  +Y 
L+ 
Sbjct  368  
WDADMDDHKVISALQELADEDPQLGAEWLPEERELHIKVMGPIQLEVLDSVLESRYGLKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P  A    +   + P P WA +   + P   GSG+ YES V    
L  
Sbjct  428  TFGQPSVIYKETPRTAGEGYVAY-
LMPKPCWAILRFKIEPGPPGSGLVYESVVRSSDLLP  486

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN     +   L+QGL+GW VTD K+    G ++   + P DF    P+ L   
L  +
Sbjct  487  
QYQNETARRVPEALQQGLYGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGLMDGLNRT  546

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G +LLEP L+  +  P+E   R  +D  +   + E   ++ + ++  G +P      
Y  
Sbjct  547  
GIRLLEPILAVRIVVPEENAGRVMNDLVQMRGSFEPPVLQGERMIIEGRLPLATSLDYPV  606

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L+ YT GRS   +   GY+
Sbjct  607  TLSSYTKGRSTFASAFAGYE  626



>WP_076330539.1 GTP-binding protein [Paenibacillus amylolyticus]
 OMF17173.1 GTP-binding protein [Paenibacillus amylolyticus]
Length=662

 Score = 374 bits (960),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 226/624 (36%), Positives = 336/624 (54%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLYESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE------
IVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      QT  L  E       +  EN D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQTYQLHEESFHGIDSLWNENRDTLSGGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 ++ + E +++++E YI    +S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLFEILAELDEEVMEAYIQETKLSQRDLNESFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DAV     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDAVLAFLPPPPQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIYNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KIT++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKITQIRRMDGRKWADTGAVHAGQIATLYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  +  A+   L+ AL  L D DPLL  +      E+ L  +G +QLE++S+LL  



++
Sbjct  367  
VQVHGRDPARYPDLVAALQALTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRAAGEGYIAYTM-
PKPCWAILRFRIEPLPRGSGLIYTSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVDGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LARTGTTLLEPLLQFRLTVPEEYGGKALSDLVYMRATFEAPVIGNGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_030372719.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rimosus]
Length=661

 Score = 374 bits (960),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 235/663 (35%), Positives = 346/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEIGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++N
Sbjct  61   
ATFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----



LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVTDAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELATQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRIDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLRVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDVFRLEG  598



Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ A GQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAAGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>KOY14136.1 hypothetical protein AMS66_23215 [Paenibacillus sp. A59]
Length=657

 Score = 374 bits (959),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 223/636 (35%), Positives = 346/636 (54%), Gaps = 
24/636 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ INIGILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M 
+ERQRGITIQ+AV
Sbjct  1    
MRNINIGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L 
K+ 
Sbjct  61   
VSFTVNNMKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEA  174
            IPT+ FINKID+ G   +S++  + DKL+   +         T +   E+  E N     
Sbjct  121  
IPTIFFINKIDRVGARYESLLTEIHDKLTPHALAMGFVYNIGTSAAHMELFTENNQKFME  180

Query  175  WDA--VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
              A  + +NN++ LE+Y+ + E ++      E   + + A L+PV +GSA  G GI  
L+
Sbjct  181  
GLANRLADNNERFLERYLYSAEDLAPVDFESEFLEQFKQAQLYPVLFGSAITGEGIPHLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+      +  + ++   G VFK+E     ++  Y+R++SG +++R++++     
+   
Sbjct  241  
TAIQNCHSSVHYENTSFTRGKVFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGE  300



Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
                  K+T ++    G+      A  G+IV +    + L D  +GD   +P     
E  
Sbjct  301  IIKFTNKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETL  356

Query  343  L--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L TTI      +   L  AL +LA+ DP +  + + +  E+ +   G +Q 
EV+ 
Sbjct  357  
FSPPSLVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNPLQRELSIHLYGEIQKEVIR  416

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L +  +++        IY+E+P+        +    NPF++++G  + P    
+G++Y
Sbjct  417  
DQLKKDAQIDIEFLATQPIYIEKPIFTGEAVERMGDKGNPFYSTVGFRIDPNPRSTGIEY  476

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  SF  A+ + +   L+QGL+GW V D  +      Y SPVST 
+DFR L 
Sbjct  477  
HLEVELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASPVSTASDFRKLT  536

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL ++ TQ+ EP   F L  P  YLSR      +  +T +         +  
G 
Sbjct  537  
PLVLMRALAQATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDPIQNGQVFMIYGM  596

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            IP + IQ+++  L  +T G  V L+E  GYQ   G+
Sbjct  597  IPIKNIQSFKNQLPGWTQGEGVLLSEFYGYQPFDGE  632

>AMP53612.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=482

 Score = 368 bits (944),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 196/486 (40%), Positives = 299/486 (62%), Gaps = 9/486 
(2%)

Query  18   
TLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPG  77
            ++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W+  K NI
+DTPG



Sbjct  1    
SVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVKCNIIDTPG  60

Query  78   
HMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDL  137
            HMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT+IFINKID
+AGV+L
Sbjct  61   
HMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINKIDRAGVNL  120

Query  138  QSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEP  194
            + +   ++  LS D++  QTV   S+ P +  +     E  + V  ++D +LE+Y
+A   
Sbjct  121  ERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDDILERYLADSE  179

Query  195  
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVF  254
            IS           V  A ++PV +GSA   +GI  L+DA++    P     S  L   
++
Sbjct  180  ISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-
SNRLSAYLY  238

Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGEI  313
            K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  D     
+I
Sbjct  239  
KIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGANDI  298

Query  314  VILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTD  372
             I+   +  R+ D LG    L +    +   P L++++ P    +R +++ AL  L   
D
Sbjct  299  AIVEDIEDFRIGDYLGAKPCLIQGLSHQH--
PALKSSVRPNKPEERSKVISALNTLWIED  356

Query  373  
PLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTI  432
            P L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  
+  I
Sbjct  357  
PSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPIKKVNKII  416

Query  433  
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGW  492
             IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + 
GL GW
Sbjct  417  
QIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGW  476

Query  493  NVTDCK  498
             VTD K



Sbjct  477  EVTDLK  482

>WP_099518086.1 GTP-binding protein [Paenibacillus sp. BIHB4019]
 ANY66794.1 GTP-binding protein [Paenibacillus sp. BIHB4019]
Length=658

 Score = 374 bits (959),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 223/625 (36%), Positives = 347/625 (56%), Gaps = 
27/625 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG     GSV+ GTT TD+M +ER RGI+++AA
+T+ +
Sbjct  10   
NVGIFAHVDAGKTTTTEHMLYVSGRTRTLGSVDTGTTITDSMEVERARGISVRAAMTALE  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH   V +VDTPGH+DFL+EV R+L V+DGA+L++SA +GVQAQT ++++ALRK+ 
IPT+
Sbjct  70   
WHGTHVQLVDTPGHVDFLSEVERALRVMDGAVLIVSAVEGVQAQTELIWNALRKLCIPTL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENTDIEA---  174
            I+INK+D+ G D ++V+  +R  L+AD++       I+Q  +   E +  E  D 
+A   
Sbjct  130  IYINKMDRVGADCEAVLADIRSYLTADLLAVQRPLGIEQQFA-
GAEDLWAEGADADARTA  188

Query  175  -
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLE+Y++GE +   +   E   + + A ++PV YG++ KG+G+Q 
L+DA
Sbjct  189  
LLEALAEQDERLLERYVSGEEVPLAEWRAEAAAKARRAEVYPVMYGASSKGIGVQALLDA  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKIT  292
            +       G +  A   G VFK+E      R  Y+RLY G +R RD V     +   
K+T
Sbjct  249  
MIEYLPAPGGEADAPPSGIVFKIERDKVMGRMAYIRLYQGKIRNRDVVRNFTQQMDEKVT  308

Query  293  EMRIPSKGEIVRTDTAYPGEI------
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            ++R   K +  R++ A  GE+       +     VR+ D++G P  +P +      
+P+L
Sbjct  309  QIR---KMDGFRSEDA--GELAAGGIAAVCGMSHVRIGDIIGSPDAIPEE--
ARLAVPLL  361



Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
                    A     ++ ALT+L+D DPLL  +      E+ +  +G +QLE+++++
+ ++
Sbjct  362  
TVQAHWGDAQHYPAMVQALTELSDEDPLLNVQWLQDERELHVKVMGPIQLEILTSVIEQR  421

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L     +PSVIY E   +     I   + P P WA +   + P   GSG+QY S 
V  
Sbjct  422  YGLAVRFGQPSVIYKETLEEVGEGYISY-
LMPKPCWAVLRFRMEPGERGSGLQYASAVRS  480

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
              L   +Q+ V   +   LEQGL+GW V D K+    G ++   + P DF    P+ 
+  
Sbjct  481  
EDLLPQYQSEVARRVPEALEQGLYGWEVVDLKVTLIEGQHHVWHTHPLDFAVATPMGIMN  540

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L   GT+LLEP L F +  P+E   R  +D      T     +  D ++  G 
+PA   
Sbjct  541  
GLASVGTRLLEPILQFRIVVPEEAGGRVMNDLSLMRGTFGAPVLHGDRMIIEGRVPAATS  600

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
              Y  +L+  T GR    T   GY+
Sbjct  601  LEYAVELSSLTKGRGTIATFFAGYE  625

>WP_106246637.1 GTP-binding protein [Allonocardiopsis opalescens]
 PRX98969.1 ribosomal protection tetracycline resistance protein 
[Allonocardiopsis 
opalescens]
Length=667

 Score = 374 bits (959),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 233/658 (35%), Positives = 342/658 (52%), Gaps = 
24/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I   GSV+ G+T+TDT+ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVIDAVGSVDDGSTQTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   



LR+++
Sbjct  61   
VSFAVDGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NKID+ G D   V++++ +KLS   +   +V        + +P    +     
Sbjct  121  
IPTLVFVNKIDRRGADDGRVLRAIAEKLSPSAVAMGSVAAIGTRGAAFTPYTAADTAFTT  180

Query  173  EAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D + +++D  +  Y+A E  +  + +R     +   +   PV++GSA  G G+  
L 
Sbjct  181  
RLVDVLADHDDAFVADYVADEAAASYRRLRAGLAAQTARSRAHPVFFGSAITGAGVAALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            + +  L           L G+VFKVE    G+R  Y R++SGTLR R+ V L G  
+ K+
Sbjct  241  EGIRELLPAARGDADGPLSGAVFKVERGPAGERIAYARIFSGTLRTRERVEL-
GPTEAKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +  +G  V   +   G I  L     VR+ D +G P R         P P L 
T +
Sbjct  300  TAISVFEQGAAVPRPSVPAGRIARLWGLGEVRVGDPIGIPRRADTGVLHFAP-
PTLETVV  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P++ A R RL  ALTQLA+ DPL+    D +  E+ +S  G VQ EVV A L++ 
+ ++
Sbjct  359  
VPRSRADRARLHLALTQLAEQDPLIDLRRDDVRQELSVSLYGEVQKEVVQATLADDFGID  418

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + I +ERP         +    NPF A++GL V P   G+G  +   + 
LG L 
Sbjct  419  
VGFQETTTICVERPAGTGEAAEAMGEDANPFLATVGLRVEPAPAGAGTSFRLGIELGALP  478

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  A+ D +R  L QGL GW V D  +      Y             S  ST  
DFR 
Sbjct  479  
LAFVKAIEDTVRETLCQGLHGWEVVDTVVTLTRSGYAPRQSHAHARFDKSMSSTGEDFRK  538

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578



            L P+VL  AL+ +GT++ EP   F +  P +          +  A      V+       
Sbjct  539  
LTPLVLMAALRRAGTRVHEPLHRFRIELPADTAGPLLPLLARLGAVPRPPVVQGPSAAVE  598

Query  579  
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            GEIPA  +      L   T G  +  +    Y+   G    +PR  +  LD+  ++ 
+
Sbjct  599  
GEIPAARVHTLEQRLPGLTRGEGLLESAFARYEPVRGPVPERPRSDHDPLDRKGYLLR  656

>WP_037698501.1 GTP-binding protein [Streptomyces scabiei]
 KFF98547.1 GTP-binding protein [Streptomyces scabiei]
Length=669

 Score = 374 bits (960),  Expect = 2e-117, Method: Compositional 
matrix adjust.
 Identities = 244/658 (37%), Positives = 349/658 (53%), Gaps = 
38/658 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTD++ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDSLALERQRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPEIVLE--
ENTDIEAWDA  177
            PT+IF+NK+D+ G   Q +++++  +L+  I+    V    +P+              
+ 
Sbjct  123  
PTLIFVNKLDRRGARHQDLLETIAARLTPAIVPMGDVGELGTPDACFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + E++D LL  Y+  E   P +R +     Q    +A + PV++GSA  G GI  L
+D +
Sbjct  183  LAEHDDGLLAAYVDDEKAVPDTRLRAALAAQ--
TGEALVHPVFHGSAITGAGIDELVDGI  240

Query  235  TGLFQPI----GEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GRE  287
              L        GE G +     G+VFKVE    G++  Y+R+++GT+R R+ +A   
G  
Sbjct  241  



RELLPATDGEHGEHGESEGPASGTVFKVERGPAGEKIAYVRMFAGTVRTRERLAFRDGEL  300

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWRED---PL  343
              K+T + +   G  VR      G I  L      L+D+ +GD   +PR+R  E      
Sbjct  301  HGKVTAISVFEGGTAVRRAAVPAGRIAQLWG----
LSDIRIGDTVGVPRERAAEGHHFSP  356

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P  A     L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV 
A L
Sbjct  357  
PTLETVVLPARAEDGGALHLALTQLAEQDPLIGLRHDGLRQETSVSLYGEVQKEVVQATL  416

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +++Y L+   +E + I +ER +   +     +   NPF A++GL V P  LGSGV 
+   
Sbjct  417  
ADEYGLDVTFRETTTICVERLVGVGAAVAFNKKDGNPFLATVGLRVEPAPLGSGVGFRLE  476

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVS  511
            V LG +  +F  AV D +R  LEQG+ GW V DC +   +            G   
S  S
Sbjct  477  
VELGSMPYAFFKAVEDSVREALEQGVHGWRVPDCTVTMTHSGYSPRQSHAHQGFDKSMSS  536

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T ADFR L P+VL  AL+ +GT++ EP   F + AP + L           A  +  
++ 
Sbjct  537  
TGADFRGLTPLVLMDALRRAGTRVHEPMHRFRIDAPADTLGAVLPVLAALRAVPQDTRMS  596

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
               V   G +PA  +      L   TNG     T    Y    G  V  P RP + 
L+
Sbjct  597  GTAVRLEGLVPAARVHGLEQRLPGATNGEGELETAFDHYAPVGGATV--
PERPRTDLN  652

>ALP02588.1 Tetracycline resistance protein TetM [Clostridioides 
difficile]
Length=288

 Score = 360 bits (924),  Expect = 3e-117, Method: Compositional 
matrix adjust.
 Identities = 186/288 (65%), Positives = 226/288 (78%), Gaps = 0/288 
(0%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+ GTTRTDT 
FLERQRGITIQ AV
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYTSGAIAESGSVDTGTTRTDTTFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISA+DGVQAQTRILFHAL 
KM 
Sbjct  61   
TSFQWKDIKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISARDGVQAQTRILFHALNKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY  G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDYLLEKYTLGKSLEILELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
               +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK
Sbjct  241  STYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEK  288

>WP_033031213.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rimosus]
Length=661

 Score = 373 bits (958),  Expect = 3e-117, Method: Compositional 
matrix adjust.
 Identities = 235/663 (35%), Positives = 346/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEVGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++ 
Sbjct  61   



ATFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVADAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLRVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G



Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ AVGQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAVGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>WP_030879823.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
varsoviensis]
 KOG87054.1 GTP-binding protein [Streptomyces varsoviensis]
Length=659

 Score = 373 bits (958),  Expect = 3e-117, Method: Compositional 
matrix adjust.
 Identities = 227/662 (34%), Positives = 352/662 (53%), Gaps = 
27/662 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LLY +G I   GSV+KGTT+TD+M LERQRGITI
++AV
Sbjct  1    
MKKLNLGILAHVDAGKTSLTERLLYRTGVIDSVGSVDKGTTQTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   L
+++ 
Sbjct  61   
ASFVLDDLKVNLIDTPGHSDFISEVERALRVLDGAVLVVSAVEGVQPQTRILMRTLQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT++F+NK+D+AG   + ++  +  KL+   +   +V              V +E   
+
Sbjct  121  
IPTLLFVNKVDRAGARYEGLLDDIGKKLTPHAVAMSSVEDIGTRGARSHARTVEDEGFAV  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ E +D  L  Y+  +  +++++   E   +     L PV++GSA  G GI  
L+
Sbjct  181  
YLAEALAEESDAFLAAYLDDDRRLTQKEYDAELALQTGRGRLHPVFFGSAVTGEGIDELL  240



Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--------AL  283
              V      +     A L G+VFKV+    G++  YLRL SG++  RD V         
L
Sbjct  241  
HGVQVFLPSVHADADAPLGGTVFKVDRGTRGEKVAYLRLRSGSVGARDQVTFHRTDHSGL  300

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLG-
DPTRLPRKRWRED  341
                 ++IT +++   G       A  G+I  +      R+ D LG D  + PR  
+   
Sbjct  301  
TTEHPVRITSLQVFEHGSTTAEARATAGDIAKVRGFKEARVGDRLGLDDEQAPRNFFAP-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T +  +   +  RL  AL  L++ DP +    D      +L   G VQ E
++  
Sbjct  360  --
PSLETVVRSERPGEAGRLHAALQALSEQDPHIELRQDQYADGAVLRLYGEVQKEIIRT  417

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQY  460
             L E Y +    ++   +++E+P+   +    ++    N FWA++GL V P + G
+GV +
Sbjct  418  
TLEEVYGVRAYFEQTRTVHIEKPVGVGAWLEELDTRTRNYFWATVGLRVEPAAPGAGVVF  477

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L ++F  A+ + +   L+ GL+GW VTD  +   +  + SPVS   
DFR + 
Sbjct  478  
RLGVELGSLPRAFHTAIEETVHTTLDHGLYGWQVTDIAVTLTHSGFASPVSAADDFRKVT  537

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  ALKE+GTQ+ EP   F +  P + LS       +  A  +    ++D    
TG 
Sbjct  538  
PLVLMTALKEAGTQVYEPVSGFEMELPPDSLSPVLAKLAELGARPQPPTAREDGYRLTGS  597

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMFQ  636
            + +  +  +   +   T G  V L+E +GYQA  G+   +PR     P +R + + 
H  +
Sbjct  598  
MESSKVHEFEQQVPGLTQGEGVFLSEFQGYQAVQGRFPSRPRPEGANPLNRDEYILHTVK  657

Query  637  KV  638
            ++
Sbjct  658  RL  659



>OMC71145.1 GTP-binding protein [Paenibacillus sp. FSL H7-0326]
Length=660

 Score = 373 bits (958),  Expect = 3e-117, Method: Compositional 
matrix adjust.
 Identities = 225/629 (36%), Positives = 331/629 (53%), Gaps = 
31/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV +GT  TD++ +E+QRGI+++AA 
TSF 
Sbjct  9    
NVGIFAHVDAGKTTTTEQILYQSGVIRALGSVNEGTAFTDSLDIEKQRGISVKAAATSFV  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C VN+VDTPGH+DF++EV RSL V+DGAIL+ISA DGVQAQT  ++ ALRK+
+IPT+
Sbjct  69   
WKDCTVNLVDTPGHIDFISEVERSLRVMDGAILIISAADGVQAQTETIWKALRKLHIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--------------
LEENT  170
            I++NK+D+  + L  ++ ++   LS   +  Q V    E++               
EE+ 
Sbjct  129  
IYVNKMDRPAISLTDIMDNITSLLSPAALPVQQVQFDHEVLREAVSIFTEDGIDAREEHN  188

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             I  W A  + +++ LE++I GE I  ++L       V+  + FPV +GS++KG
+GI+ L
Sbjct  189  IIAEWLA--
DQDEEFLERFIEGEEIPPDELQERIAAEVRHGNAFPVCFGSSQKGIGIREL  246

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M+A+              L G VFKV+      R VY+RLYSG L  RDTV +  R  
+ 
Sbjct  247  
MEAIIDYLPGPAGNADGPLSGVVFKVDRDRTMGRAVYVRLYSGKLHTRDTVTIMNRGLEE  306

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-----  343
            K+T++R     + +       G+I  +      ++ D++G  + +P       PL     
Sbjct  307  KVTQIRKFEGRKAIDLGQFEAGDIAAVYGLHEAQIGDIIGSESYVP-------
PLPGMAV  359

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K  AQ   L+ AL +L+D DPLL         E+ L  +G +QLE++ 
++L
Sbjct  360  



PLLTVQVHCKDTAQYPSLIAALQELSDEDPLLGLTWLKDERELHLKVMGSIQLEILESIL  419

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E P       I   + P P WA +  ++ PL  GSG+ 
Y S 
Sbjct  420  LSRFGLAVTFDPPSVIYKETPAAEGEGFIAYTM-
PKPCWAVLRFAIRPLPRGSGLVYRSE  478

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L + +QN V   +   LEQGL+GW VTD ++   YG ++   + P DF    
P+ 
Sbjct  479  
VRYDHLLERYQNEVARRVPEALEQGLYGWEVTDLEVVLTYGEHHVWHTHPLDFVVATPMG  538

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L +  T LLEP   F +  P+    +   +     A  E   +        G 
IP 
Sbjct  539  
IMDGLDQVRTTLLEPMQHFRITVPEVNGGKVLSELVHMRAVFEAPYIAHGRCTVEGIIPV  598

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
                 Y   L   T G  +  T   GYQA
Sbjct  599  ATSLNYPVQLRSETKGSGIMTTSYAGYQA  627

>WP_062714720.1 GTP-binding protein [Streptomyces regalis]
 KUL21140.1 GTP-binding protein [Streptomyces regalis]
Length=668

 Score = 374 bits (959),  Expect = 3e-117, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 348/653 (53%), Gaps = 
32/653 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V++++  +L+A ++   T +   + +          A 



D +
Sbjct  121  
IPTLVFVNKIDRRGARYDAVLRAIAQRLTAAVVPMGTAAALGTRDARFLPGLGPSALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+  + +S ++L      R + A + PVY+GSA  G G+  L+D +  
L 
Sbjct  181  ADLDDDLLTAYVE-
DTVSYDRLHAALVDRTRQALVHPVYFGSAVTGAGVDALIDGIRQLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-------------  285
               G+     + G+VFKVE    G++  Y R++SGTLR RD +                 
Sbjct  240  
PAAGDDPDGPVSGTVFKVERGPAGEKVAYARIFSGTLRTRDRIRFGAADGSSDAGDLGTP  299

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
            R + +IT + +  +G  VR D    G I  L     +++ DV+G+P +     +     
P
Sbjct  300  
RTEGRITAISVFDQGMDVRDDLVAAGRIAKLWGLADIKIGDVIGEPRKTHGHFFAP---P  356

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P   A R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ 
A L+
Sbjct  357  
TLETVVVPGDGADRRALHRALTRLAEQDPLIDLRHDEVRQETFVSLYGEVQKEVIQATLA  416

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +++ L+   +E + + +ERP+ + +     +   NPF A+IGL V P  +GSGV +   
V
Sbjct  417  
DEFGLDVTFRETTPLCVERPVGSGAAVEFNKKDGNPFLATIGLRVDPAPVGSGVAFRLEV  476

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVST  512
             LG +  +F  AV D +R  L QGL GW + DC +   +            G   S  
ST
Sbjct  477  
ELGSMPYAFFKAVEDTVRETLGQGLHGWQIPDCTVTMTHSGYSPRQSHAHQGFDKSMSST  536

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR L P+VL QAL+ +GT++ EP   F +  P + L+       +  A  +T 
Q + 
Sbjct  537  
GYDFRGLTPLVLTQALRRAGTRVHEPMHRFRIETPTDTLAALLPVLTRLRAVPQTTQTRG  596

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  
625



                  G +PA  +      L   T G     +    Y  A    V + RR +
Sbjct  597  ASCSLEGSVPAAHVHELEQQLPGLTRGEGELESAFDHYAPAARGAVPERRRTD  
649

>OZH72043.1 elongation factor G, partial [Enterococcus faecium]
Length=211

 Score = 357 bits (916),  Expect = 3e-117, Method: Compositional 
matrix adjust.
 Identities = 162/209 (78%), Positives = 182/209 (87%), Gaps = 0/209 
(0%)

Query  430  
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGL  489
            +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG 
EQGL
Sbjct  2    
YTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGL  61

Query  490  
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQE  549
            +GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF 
+YAPQE
Sbjct  62   
YGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQE  121

Query  550  
YLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            YLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL 
ELKG
Sbjct  122  
YLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKG  181

Query  610  YQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            YQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  182  YQVTTGEPVCQTRRLNSRIDKVRYMFNKI  210

>WP_019057847.1 GTP-binding protein [Streptomyces prunicolor]
Length=661

 Score = 373 bits (958),  Expect = 4e-117, Method: Compositional 
matrix adjust.
 Identities = 228/621 (37%), Positives = 335/621 (54%), Gaps = 
26/621 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL   L
+++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRILMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +++ ++ ++L A ++   +V    +            A   
+
Sbjct  121  
IPTLLFVNKIDRRGARYDNLLSALSERLRAAVVPMGSVEGIGTRAAGFRPGLGPGAPAVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E++D+LL  Y+    +S + L      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  AEHDDELLTAYVE-
NTVSYDLLRTALAAQTRQALVHPVYFGSAITGAGVDALITGIKELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-------
REKLKI  291
                      L GSVFKVE    G++  Y R++SGTLR RD +           RE
+ K+
Sbjct  240  
PAAEGDPQGPLSGSVFKVERGLAGEKVAYARMFSGTLRTRDRITFGDASDTGGIREEGKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G  + +D+   G I  L     +++ D +G P +     +     P L 
T +
Sbjct  300  TSVSVFDHGTDIGSDSVPAGRIGRLWGLGEIKIGDSIGVPRKAVGHFFAP---
PTLETVV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P   A R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A L+E+
+ + 
Sbjct  357  
VPGPDADRRALHLALTQLAEQDPLIGLRHDEVRQETAVSLYGEVQKEVIQATLAEEFGVR  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + + +ERP+   +    I+   NPF A++GL V P  +GSGV +   V 
LG + 
Sbjct  417  
VTFRETTPLCIERPVAVGAAAEFIKKDANPFLATVGLRVEPGPVGSGVSFGLEVELGAMP  476

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV D +R  L QGL GW +TDC +   +  Y+            S  ST 
ADFR 
Sbjct  477  



YAFFKAVEDTVRETLGQGLHGWRLTDCVVTMTHSGYWPRQSHAHQGFDKSMSSTGADFRG  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL +AL+ SG+Q+ EP   F + AP + L           A   T + +    
V  
Sbjct  537  
LTPLVLVEALRRSGSQVYEPMHRFRVEAPADTLGALLPVLAALRAVPRTTETQGSLCVLE  596

Query  579  GEIPARCIQAYRTDLAFYTNG  599
            G +PA  +      L   T G
Sbjct  597  GVVPAAQVHGLERQLPGLTRG  617

>WP_010731387.1 GTP-binding protein [Enterococcus faecium]
 EOH58185.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0264]
 EOM18472.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0262]
Length=267

 Score = 359 bits (922),  Expect = 4e-117, Method: Compositional 
matrix adjust.
 Identities = 176/267 (66%), Positives = 211/267 (79%), Gaps = 0/267 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  240



Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVY  267
               +G + LCG+VFK+EYT   QR  Y
Sbjct  241  STHRGPSELCGNVFKIEYTKKRQRLAY  267

>WP_083655696.1 GTP-binding protein [Paenibacillus sp. FSL H7-0326]
Length=664

 Score = 373 bits (958),  Expect = 4e-117, Method: Compositional 
matrix adjust.
 Identities = 225/629 (36%), Positives = 331/629 (53%), Gaps = 
31/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV +GT  TD++ +E+QRGI+++AA 
TSF 
Sbjct  13   
NVGIFAHVDAGKTTTTEQILYQSGVIRALGSVNEGTAFTDSLDIEKQRGISVKAAATSFV  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C VN+VDTPGH+DF++EV RSL V+DGAIL+ISA DGVQAQT  ++ ALRK+
+IPT+
Sbjct  73   
WKDCTVNLVDTPGHIDFISEVERSLRVMDGAILIISAADGVQAQTETIWKALRKLHIPTI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--------------
LEENT  170
            I++NK+D+  + L  ++ ++   LS   +  Q V    E++               
EE+ 
Sbjct  133  
IYVNKMDRPAISLTDIMDNITSLLSPAALPVQQVQFDHEVLREAVSIFTEDGIDAREEHN  192

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             I  W A  + +++ LE++I GE I  ++L       V+  + FPV +GS++KG
+GI+ L
Sbjct  193  IIAEWLA--
DQDEEFLERFIEGEEIPPDELQERIAAEVRHGNAFPVCFGSSQKGIGIREL  250

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M+A+              L G VFKV+      R VY+RLYSG L  RDTV +  R  
+ 
Sbjct  251  
MEAIIDYLPGPAGNADGPLSGVVFKVDRDRTMGRAVYVRLYSGKLHTRDTVTIMNRGLEE  310

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-----  343
            K+T++R     + +       G+I  +      ++ D++G  + +P       PL     
Sbjct  311  KVTQIRKFEGRKAIDLGQFEAGDIAAVYGLHEAQIGDIIGSESYVP-------
PLPGMAV  363



Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  K  AQ   L+ AL +L+D DPLL         E+ L  +G +QLE++ 
++L
Sbjct  364  
PLLTVQVHCKDTAQYPSLIAALQELSDEDPLLGLTWLKDERELHLKVMGSIQLEILESIL  423

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E P       I   + P P WA +  ++ PL  GSG+ 
Y S 
Sbjct  424  LSRFGLAVTFDPPSVIYKETPAAEGEGFIAYTM-
PKPCWAVLRFAIRPLPRGSGLVYRSE  482

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V   +L + +QN V   +   LEQGL+GW VTD ++   YG ++   + P DF    
P+ 
Sbjct  483  
VRYDHLLERYQNEVARRVPEALEQGLYGWEVTDLEVVLTYGEHHVWHTHPLDFVVATPMG  542

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L +  T LLEP   F +  P+    +   +     A  E   +        G 
IP 
Sbjct  543  
IMDGLDQVRTTLLEPMQHFRITVPEVNGGKVLSELVHMRAVFEAPYIAHGRCTVEGIIPV  602

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
                 Y   L   T G  +  T   GYQA
Sbjct  603  ATSLNYPVQLRSETKGSGIMTTSYAGYQA  631

>WP_079910133.1 GTP-binding protein [Paenibacillus sp. 32352]
Length=671

 Score = 373 bits (958),  Expect = 4e-117, Method: Compositional 
matrix adjust.
 Identities = 229/657 (35%), Positives = 349/657 (53%), Gaps = 
25/657 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            + I NIGI+AHVDAGKTT TE +L+ SG I   G V+ GT +TD + +ER+RGI++
+AA 
Sbjct  7    
IGIRNIGIVAHVDAGKTTTTEHMLFESGRIRSLGRVDAGTAQTDWLDVERERGISVRAAT  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T FQW+ C VN++DTPGH+DF +EV RSL VLDGAIL++SA +GVQA T  L+
+ALR + 
Sbjct  67   
TVFQWNGCTVNLIDTPGHVDFSSEVERSLRVLDGAILIVSAVEGVQAHTETLWNALRTLR  126



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            IPT+I INK+D+ G D Q V++ +   LS D+I  Q              L   +  
EE 
Sbjct  127  
IPTIILINKMDRIGADAQRVLKEMNQYLSPDLIPVQLYDGVEESFHGVRGLREGLETEEP  186

Query  170  TDIEA----WDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSA  221
              ++A    ++ V+    E+++ LL  YI+GE +    L        + A ++PV 
+G+A
Sbjct  187  
HRMKAMQQLYEGVLERLAEHDESLLHSYISGEAVPESVLFERLTGLTRQAVVYPVLFGAA  246

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
             KG+GI+ LM+A+     P   +    L G VF++E      +   +RLY G ++ 
RD V
Sbjct  247  
SKGVGIRELMNAIVDYLPPPAGKPENPLSGVVFRLERDKAMGKIAMVRLYGGRIQNRDVV  306

Query  282  ALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
                +E   K+T++R    G          G+I  +     VR+ DV+GDP  +P     
Sbjct  307  
RNTTQEMDEKVTQIRKVHAGHHEDVGILEAGDIAGVCGLSRVRIGDVIGDPGAVPPAHRL  366

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              PL  L   ++P  ++   +L+ AL +L+D DPLL  +      E+ +  +G 
+QLEV+
Sbjct  367  TTPL--
LTVQVSPVQSSDYPQLVAALQELSDEDPLLDLQWHQEERELHIKIMGPIQLEVL  424

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            +  L  ++ L+    +P+VIY E P ++    +   + P P WA +   + P   
GSG+ 
Sbjct  425  THALQTRFGLQAAFGQPTVIYKETPSRSGFGFVAYTM-
PKPCWAILKFHIEPGPRGSGLA  483

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y S V    L   +QN V   +   L+QGL GW VTD K+    G ++   + P 
DF   
Sbjct  484  
YRSMVKPERLLPGYQNEVARRVPEALQQGLRGWEVTDLKVTLVDGEHHVWHTHPLDFVLA  543

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            AP+ +   L  +GT L+EPYL F + AP+E   +  H+     A  +   +  +     
G
Sbjct  544  



APMGIMDGLANTGTTLMEPYLHFRITAPEEANGKIMHELVLMRAVFDYPVIHGERFTVEG  603

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY-
QAAVGQPVIQPRRPNSRLDKVRHMF  635
             IPA     +   L+  T GR    T   GY +   G  + +PRR  + LD  +++ 
Sbjct  604  
TIPAATSLDFPVKLSTLTGGRGTFTTRFDGYRECPAGMEITRPRRGVNPLDTAKYIL  660

>WP_075124903.1 GTP-binding protein [Actinophytocola xanthii]
 OLF18045.1 GTP-binding protein [Actinophytocola xanthii]
Length=651

 Score = 372 bits (956),  Expect = 4e-117, Method: Compositional 
matrix adjust.
 Identities = 235/656 (36%), Positives = 346/656 (53%), Gaps = 
26/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHGAGVIDELGSVDDGNTQTDSLALERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
LR++ 
Sbjct  61   
VAFTVGDVAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-SLSPEIV-
LEENTDIEAWDAV  178
            IPTV+F+NKID+ G     +++ +  +L+  ++   TV  L           D EA   
V
Sbjct  121  
IPTVLFVNKIDRPGARDTGLLREIAARLTPSVVPMGTVDGLGTRAARFVPGVDDEALVEV  180

Query  179  I-ENNDKLLEKYIAGEPI--
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + E++D  L  Y+  +     R+ LV +  R    A + PVY+GSA  G G+  L+  
++
Sbjct  181  LAEHDDAALAAYVTEDEAFPRRDALVEQSHR----
ALVHPVYFGSAATGAGVAALVAGIS  236

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L        +  L G+VF VE    G++  Y+R+YSGT+R+RD V   G+ + K
+T + 
Sbjct  237  ELLPSGTGDAAGPLSGTVFTVERGPAGEKIAYVRMYSGTVRVRDRVPY-
GQTEGKVTALG  295

Query  296  IPSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +   G  +R+    PG I  L     VR+ D LG P     + +     P L T + 
P  
Sbjct  296  VFHSGTSLRSGELGPGRIGKLWGLGEVRVGDALGTPHAATGRHFAP---
PTLETVVVPAR  352

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A R  L  AL+QLA+ DPL+    D    EI +S  G VQ EV+ A L+++Y +E   
+
Sbjct  353  
RADRGALHTALSQLAEQDPLINLRRDESRQEISVSLYGEVQKEVIQATLADEYGIEVGFR  412

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E +V+ +ERP+   +    I    NPF A++GL V P  +GSG  +   V LG +  
+F 
Sbjct  413  
ETTVVCVERPVGTGAAHELIGTESNPFLATVGLRVEPAPVGSGSSFRLGVELGSMPYAFF  472

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPI  522
             AVR+ +   L QGL+GW V  C +   +  Y+            S  ST  DFR
+L P+
Sbjct  473  
AAVRETVVETLRQGLYGWEVLGCVVTMTHSGYWARQSHAHGTFDKSMSSTAGDFRNLTPL  532

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL  +GT + EP   F L  P + L        +  A     + +    V  
GEIP
Sbjct  533  
VLMAALDRAGTVVHEPVHRFSLELPGDTLGVVLPVLARLHAVPRATRPRGATCVVEGEIP  592

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
               +      L   T G  +  +    Y    G+   + R  +  L++  ++   V
Sbjct  593  VARVHELEQRLPGLTRGEGLLESAFDHYAPVRGEVPTRSRTDHDPLNRQEYLLHVV  
648

>WP_030641547.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rimosus]
Length=661

 Score = 373 bits (957),  Expect = 4e-117, Method: Compositional 
matrix adjust.
 Identities = 235/663 (35%), Positives = 345/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI



++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEIGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++ 
Sbjct  61   
ASFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVADAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDPVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      ++T +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRVTALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLHVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519



            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ AVGQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAVGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>EJX67630.1 GTP-binding domain protein [Enterococcus faecium P1986]
 EJY36547.1 GTP-binding domain protein [Enterococcus faecium 510]
Length=272

 Score = 359 bits (921),  Expect = 4e-117, Method: Compositional 
matrix adjust.
 Identities = 175/267 (66%), Positives = 210/267 (79%), Gaps = 0/267 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  245

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVY  267
               +G + LCG+VFK+EYT   QR  Y
Sbjct  246  STHRGPSELCGNVFKIEYTKKRQRLAY  272

>WP_089546508.1 GTP-binding protein [Paenibacillus sp. SSG-1]
 OXL82733.1 GTP-binding protein [Paenibacillus sp. SSG-1]
Length=661

 Score = 373 bits (957),  Expect = 5e-117, Method: Compositional 
matrix adjust.
 Identities = 224/626 (36%), Positives = 345/626 (55%), Gaps = 
21/626 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SG I   GSV++GT  TD++ +ER+RGI+++AA 
T+  
Sbjct  8    
NIGIFAHIDAGKTTTTEHMLFESGTIRTLGSVDQGTALTDSLEVERERGISVRAAATTLH  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N++DTPGH+DFL+EV RS+ V+DGAIL++SA +GVQ+QT  ++HALR 
+NIPT+
Sbjct  68   
WKGIHINVIDTPGHVDFLSEVERSMRVMDGAILIVSAAEGVQSQTETVWHALRSLNIPTL  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS------------ADIIIKQTVSLSP--
EIVLEENT  170
            I++NK+D+ GV   SV+  ++  LS            A+        L P  +  
LE   
Sbjct  128  
IYVNKMDRTGVSAASVLDEIKRLLSPHAAPLQIPIGEAEDFAGMHSILDPAKDGELERPE  187

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             ++  +A  + +++LL + I GEP++ E+L     R  +   LFPV +GS+++G
+GI+ L
Sbjct  188  
YVQLVEACADVDEELLLRVIEGEPVAPEELRSMLARLTRQGRLFPVLFGSSQRGIGIREL  247

Query  231  MD-AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREK  288
            +D A   L  P G+     L G VFK+E      R  Y+RLY+GTL+ RD V  L    
+
Sbjct  248  LDHAAAYLPGPTGDN-



EGELSGVVFKIERDKTMGRAAYVRLYNGTLKNRDAVRNLTQDVQ  306

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +       + G+I  +   S  ++ D+LG    +P        
+P+L 
Sbjct  307  EKVTQIRKMDGRKFADLGELHAGDIAAVYGLSQSKIGDILGSSELIPPS--
PSIAVPLLT  364

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + P+  A+ + L++AL +L D DPLL  +      E+ L  +G +QLE++S+ L  
++
Sbjct  365  
VQVQPEEEARYQDLVEALQELTDEDPLLDLQWLPSERELHLKVMGSIQLEILSSQLESRF  424

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    +PSVIY E P ++    I   + P P WA +  ++ PL  GSG+ Y +
+V   
Sbjct  425  GLKVRFGQPSVIYKETPSQSGEGFIAYTM-
PKPCWAVLRFTIEPLPRGSGLVYSAQVRSE  483

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L  S+QN V   +   L+QGL GW VTD ++    G ++   + P DF    P+ 
+   
Sbjct  484  
DLLTSYQNEVERRVPEALQQGLLGWEVTDLRVTLVEGEHHVWHTHPLDFVVATPMGIMNG  543

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F +  P+EY  +   D  +  A  E   +     +  G IPA    
Sbjct  544  
LAATGTTLLEPMLRFRITTPEEYGGKILSDLVQMRAEFEPPSILHGRFMVEGIIPAATSL  603

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA  613
             +   L   T GR V  +   GYQ A
Sbjct  604  EFPVKLRSMTGGRGVMASSFAGYQEA  629

>WP_092885270.1 GTP-binding protein [Actinopolymorpha cephalotaxi]
 SFH04562.1 ribosomal protection tetracycline resistance protein 
[Actinopolymorpha 
cephalotaxi]
Length=657

 Score = 372 bits (956),  Expect = 5e-117, Method: Compositional 
matrix adjust.
 Identities = 227/655 (35%), Positives = 348/655 (53%), Gaps = 
21/655 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            + +N+GI+AHVDAGKT+LTE LL+ +G I++ GSV+ G+T+TDT+ LER+RGITI+
+AV 
Sbjct  3    
RTLNLGIVAHVDAGKTSLTERLLHLAGVIAQVGSVDAGSTQTDTLELERRRGITIRSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFVLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIE  173
            PT+ F+NK+D+ G D + V   + +KL+  ++          +     P    +E     
Sbjct  123  
PTLAFVNKLDRRGADAERVFAEIAEKLTPAVVAMGRAYDEGTRQAGFVPYGPDDEPFVAA  182

Query  174  AWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A + + + +++ L  Y+ G P  ++  +   E       A + PV+YGSA  G G+  
L+
Sbjct  183  
AVEVLADRDEEFLATYVDGGPEVLTGRRARAELAAGTARAVVHPVFYGSAITGAGVADLV  242

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-----GR  286
              +TGL      +    + G+VFKVE    G++  YLR++SG LR R+ V  A     
G 
Sbjct  243  
AGITGLLPAKEAETRGPVSGTVFKVERGPAGEKVAYLRMFSGELRARERVRFARGDSEGE  302

Query  287  EK-LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            ++  K+T +R+  +G +V+      G+I  +     VR+ D +G         +     
P
Sbjct  303  
DQGEKVTALRVFDRGGVVQCPAVVGGQIAKVWGLSDVRIGDTIGVSGTTGDHHFAP---P  359

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P  A  + RL  ALTQLA+ DPL+    D +  E+ +S  G VQ EV+ 
A L+
Sbjct  360  
TLETVVVPVRAGDKGRLHGALTQLAEQDPLINLRQDDVAQELYVSLYGEVQKEVIEATLA  419

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             +Y ++   +E + I +ER L + +    +  P NPF A+IGL V P  + +G+ +   
V
Sbjct  420  
LEYGIDVTFRETTPICVERVLGSGASYDLMGGPNNPFAATIGLRVEPAQVDAGIDFRLEV  479

Query  465  



SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
              G L  +   A+ + +   L QGL+GW V +CK+   +  Y S  ST  DFR L 
P+V+
Sbjct  480  
ERGSLLPTLLKAIEETVPLALRQGLYGWQVPECKVTLTHSGYSSAGSTAGDFRGLTPLVV  539

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++ T + EP   F L  P + L        +  A  E    +    V  G 
I A 
Sbjct  540  
MDALKQARTVVCEPVHRFRLELPADTLGALLPVLSRLGAVPEAPTTRGAGCVLEGRIRAA  599

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-IQPRRPNSRLDKVRHMFQKV  
638
             +   +  L   T G  V       Y+   G  V  +PR  ++ LD+  ++   V
Sbjct  600  AVHDLQQQLPGLTRGEGVLEFAFDSYEPVRGGAVPARPRTDHNPLDRKEYLLHVV  
654

>ETK35607.1 GTP-binding protein [Microbispora sp. ATCC PTA-5024]
Length=646

 Score = 372 bits (956),  Expect = 5e-117, Method: Compositional 
matrix adjust.
 Identities = 236/651 (36%), Positives = 339/651 (52%), Gaps = 
33/651 (5%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AHVDAGKT+LTE LLYA+G I E GSV++G+T+TDT+ LER+RGITI++AV SF     
Sbjct  1    
MAHVDAGKTSLTERLLYAAGVIGEIGSVDEGSTQTDTLALERRRGITIKSAVVSFDVGDV  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
             VN++DTPGH DF+AEV R L VLDGA+LV+SA + VQAQTR+L   LR++ IPT+
+F+N
Sbjct  61   
VVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEAVQAQTRVLMRVLRRLRIPTLVFVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIEAWDAVIE  180
            K+D+ G D+  VV +VR+ L+  ++    V        +  P    +E       D 
+  
Sbjct  121  
KVDRRGADVDRVVAAVREHLTPSVVAMGAVRGLGTPRAACVPYGEDDEGFAAALADLLAR  180

Query  181  NNDKLLEKYIAGEPIS----
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            ++D +L  Y+ G  +     RE L  +  R    A   P+Y GSA  G G+  L+D 
+T 
Sbjct  181  HDDGILAAYVEGGALPYGVLREALAAQTAR----
ALTHPLYAGSAITGAGVDALIDGLTE  236



Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L           + G+VFKVE    G++  Y+RL+SGT+R RD + + G E  K+T 
+ +
Sbjct  237  LLPAYAGDADGPVSGTVFKVERGPSGEKIAYVRLFSGTVRARDRLRVGGDE-
WKVTAVEV  295

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRK---
RWREDPLPMLRTTIAP  352
               G  V       G I  L     VR    +GDP  +PR      R  P P L T 
+ P
Sbjct  296  FDNGSAVERSALPAGRIGRLWGLAGVR----IGDPVGVPRDDGPAHRFSP-
PSLETAVVP  350

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +    +  L  ALT+LA+ DPL+    D +  E+ LS  G VQ EV+   L   + 
+E  
Sbjct  351  
RRPEDKAALHLALTRLAEQDPLIDLRQDDVRQEMFLSLYGEVQKEVIQETLLADFGVEAE  410

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN--  470
             +E S I +ERP         +  P NPF A++GL V P   GSGV+    V +G 
+   
Sbjct  411  
FRETSTICVERPAGTGEAAETVGEPGNPFMATLGLRVEPAPPGSGVRLGLDVKIGAIPLY  470

Query  471  -----
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
                 ++FQ A+ + +R  L QGL GW V DC +      Y SP++T  D R LAP
+VL 
Sbjct  471  
VYKTVEAFQEALGEVVRETLRQGLHGWEVVDCAVTVTRCGYVSPLTTARDVRLLAPLVLM  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL+ +GT +  P   F L AP +          +  A     + +       G 
IPA  
Sbjct  531  
SALRRAGTTVCGPVHRFRLEAPADAAGPIGAVLARLGAVPGMPETRGRTYALDGHIPAGR  590

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +   R  L   T+G  V       Y+   G+P  +PR   + L++  ++  
Sbjct  591  VHELRLRLGSLTSGEGVLEAAFDHYEPVRGEPPARPRTDRNPLNRAEYLLH  641

>WP_018844188.1 GTP-binding protein [Streptomyces sp. CNS335]
Length=672

 Score = 373 bits (958),  Expect = 5e-117, Method: Compositional 
matrix adjust.
 Identities = 236/669 (35%), Positives = 354/669 (53%), Gaps = 



35/669 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVIEEVGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALDGITVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NK D+ G    ++V+ +  KL+   +   TV        + +P    +     
Sbjct  121  
IPTLVFVNKTDRRGARDDALVRDIAAKLTPGAVAMGTVGGLGTRAAAFTPYGPDDPGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL  Y+A E  ++  +L +    +   A + PVY+GSA  G G+  
L 
Sbjct  181  
RLADVLAGHDDALLADYVADEAAVTYRRLRKCLAEQTAGALVHPVYFGSAATGAGVAELT  240

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +  L   P G+    A  G+VFKVE    G++  Y+R+ +GT+R R  +A    
++  
Sbjct  241  AGIEELLPAPAGDPAGPA-
AGTVFKVERGPNGEKVAYVRMLAGTVRTRQELAYGDGDRAP  299

Query  291  ITEMRIPSK-----GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR------
KRWR  339
            +TE     K       +           ++   + VR+ D +G             
+R R
Sbjct  300  
VTEKVTGVKVFAQGAAVPAAGAGAGRIALVRGLEGVRIGDAVGAAAGSAVGLAADARRHR  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P P L T + P   A R  L  AL QLA+ DPL+    D I  E+ +S  G VQ 
EV+
Sbjct  360  FAP-
PTLETVVVPDRTADRGALHAALFQLAEQDPLIALRQDDIRQELYVSLYGEVQKEVI  418

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+++Y L    +E SVI++ER     +     +   NPF A++GL VTP   G
+GV+



Sbjct  419  
GATLADEYGLPVSFRESSVIHVERLAGTGAAYEKGDTGTNPFLATVGLRVTPAPPGTGVR  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
             +  V LG +  +F  AV D +R  L QGL+GW + D ++   +  Y+            
Sbjct  479  
LDLAVELGSMPYAFFKAVEDTVRATLHQGLYGWEIPDVRVTMTHSGYWPRQSHAHQGFSK  538

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            +  ST ADFR + P+VL  ALK +GT++ EP   F L AP++ +   +       A 
++ 
Sbjct  539  
AMSSTGADFRGITPLVLADALKRAGTRVCEPVQRFRLEAPEDAVPALWPVFAALAAVVDG  598

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
             +V+    V  GE+PA  +      L   T G  V  T    Y+A  G   ++PR  
++ 
Sbjct  599  
QEVRGGVAVLEGEVPAARVHGLERRLPGLTRGEGVLETSFGRYRAVRGPAPVRPRTDHNP  658

Query  628  LDKVRHMFQ  636
            LD+  ++  
Sbjct  659  LDRKEYLLH  667

>WP_056884328.1 GTP-binding protein [Phycicoccus sp. Soil748]
 KRE54624.1 hypothetical protein ASG70_10715 [Phycicoccus sp. 
Soil748]
Length=656

 Score = 372 bits (956),  Expect = 5e-117, Method: Compositional 
matrix adjust.
 Identities = 235/662 (35%), Positives = 346/662 (52%), Gaps = 
69/662 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + +G++AHVDAGKT+LTE +L+ +G +  PGSV+ G TRTD++ LER+RGITI
++AV
Sbjct  1    
MRTLTVGVVAHVDAGKTSLTERILHEAGVLDHPGSVDAGDTRTDSLDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF WH   VN+VDTPGH DF+AEV RSLAVLD A+LV+S+ +GVQAQT +L  AL
+++ 
Sbjct  61   
ASFAWHDTLVNLVDTPGHSDFVAEVERSLAVLDAAVLVVSSVEGVQAQTLVLARALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178



            +PTV+F+NK+D+ G D   V+  V ++L+ D +   TV    +P+               
Sbjct  121  
LPTVLFVNKLDRTGADPDRVLAQVGERLTPDAVPLGTVDAPGTPQ---------------  165

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
                      Y+   P   E+   + + R + A + PV +GSA  G G+  L+DA
+T L 
Sbjct  166  --------AAYLPFVPTDGERA--
DLRERTRAARVQPVVFGSAITGAGVPALLDALTDLV  215

Query  239  Q-------PIGEQGSAAL-------------
CGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
                    P GE                    G+VFK++ +  G R  Y+R+  
GTLR+R
Sbjct  216  
AEDAACTTPPGEDHHHLQDQDHDHDHDHEPAAGTVFKLDRSAAGSRLTYVRVTGGTLRVR  275

Query  279  DTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSD-
SVRLNDVLGDPTRLPRKR  337
            D + + GR   ++T + +     + R +    G I +L    + R+ D  G  T   
R R
Sbjct  276  DRLEVGGRVPERVTGLEVFGPDGLRRVEQVDRGRIAVLRGPVTARVGDTFG--
TGGLRAR  333

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
              E   P L T + P   +QR RL  ALT+LA+ DPL+   +D    E+ +S  G 
VQ E
Sbjct  334  
QVELGRPSLETVVDPVEPSQRGRLFAALTELAEQDPLIALRLDDGRGEVAVSLYGEVQKE  393

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            V++  L+E + ++   +  + I +ER   A S    I+V PNPF A++GL V P  
+GSG
Sbjct  394  
VIATFLAEDHGVKASFRPTTPICVERVRAAGSAHQLIDVSPNPFLATVGLRVEPAPVGSG  453

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY----------  507
            V     V LG +  +F  AVR+G+   L + + GW+V DC++   +  YY          
Sbjct  454  
VDLALEVELGSMPPAFFAAVREGVDGTLTEAVHGWSVPDCRVVVTHSGYYPRQSAMHAGF  513

Query  508  --
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
                 ST ADFRSLA +VL +AL  +GT +  P   F L  PQ+ +     + P + 
A  
Sbjct  514  
DKKMSSTAADFRSLARLVLAEALARAGTVVCAPVHRFELEVPQDLVGTVLAELPHHRAVP  573

Query  566  ETAQVKKDE----
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  621



               +V         V +G++PA  +      L   T G  V  T L  +    G P   
P
Sbjct  574  
HDTRVPGTSATAAAVLSGDVPADEVHGLAQRLPHLTRGEGVLTTVLDHHAPVTGPP---P  630

Query  622  RR  623
            RR
Sbjct  631  RR  632

>EJX78721.1 elongation factor Tu domain 2, partial [Enterococcus 
faecium 
ERV99]
Length=248

 Score = 358 bits (918),  Expect = 5e-117, Method: Compositional 
matrix adjust.
 Identities = 168/246 (68%), Positives = 204/246 (83%), Gaps = 0/246 
(0%)

Query  267  
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV  326
            Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ +
+LN V
Sbjct  3    
YIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSV  62

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  63   
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  122

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  123  
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  182

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  183  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  242

Query  507  YSPVST  512
            YSPVST
Sbjct  243  YSPVST  248

>WP_002345019.1 MULTISPECIES: GTP-binding protein [Bacilli]



 AFC62149.1 translation elongation factor G [Enterococcus faecium 
Aus0004]
 ELB53011.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0030]
 ERT28494.1 tetracycline resistance protein tetM [Enterococcus 
faecium BM4538]
 ERT30878.1 tetracycline resistance protein tetM [Enterococcus 
faecium NEF1]
 CXL05071.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
 SAY53735.1 translation elongation factor G [Enterococcus faecium]
 SAM53084.1 translation elongation factor G [Enterococcus faecium]
 ONN38792.1 GTP-binding protein [Enterococcus faecium]
 AQY31274.1 GTP-binding protein [Enterococcus faecium]
 SML23301.1 translation elongation factor G [Enterococcus faecium]
 SMM54108.1 translation elongation factor G [Enterococcus faecium]
 SML70573.1 translation elongation factor G [Enterococcus faecium]
 SML17900.1 translation elongation factor G [Enterococcus faecium]
 SML17794.1 translation elongation factor G [Enterococcus faecium]
 SMJ58869.1 translation elongation factor G [Enterococcus faecium]
 SML63785.1 translation elongation factor G [Enterococcus faecium]
 SML26810.1 translation elongation factor G [Enterococcus faecium]
 SMM76406.1 translation elongation factor G [Enterococcus faecium]
 SMH73140.1 translation elongation factor G [Enterococcus faecium]
 SMM39455.1 translation elongation factor G [Enterococcus faecium]
 SMH93321.1 translation elongation factor G [Enterococcus faecium]
 SMH94717.1 translation elongation factor G [Enterococcus faecium]
 SML19973.1 translation elongation factor G [Enterococcus faecium]
 SMH78616.1 translation elongation factor G [Enterococcus faecium]
 SMH99287.1 translation elongation factor G [Enterococcus faecium]
 SMJ45347.1 translation elongation factor G [Enterococcus faecium]
 SMH75259.1 translation elongation factor G [Enterococcus faecium]
 SMH95293.1 translation elongation factor G [Enterococcus faecium]
 SMJ64482.1 translation elongation factor G [Enterococcus faecium]
 SMH83452.1 translation elongation factor G [Enterococcus faecium]
 SMJ43682.1 translation elongation factor G [Enterococcus faecium]
 SMM42419.1 translation elongation factor G [Enterococcus faecium]
 SMJ57367.1 translation elongation factor G [Enterococcus faecium]
 SMI15122.1 translation elongation factor G [Enterococcus faecium]
 SMJ95174.1 translation elongation factor G [Enterococcus faecium]
 SMI52369.1 translation elongation factor G [Enterococcus faecium]
 SMM62895.1 translation elongation factor G [Enterococcus faecium]
 SMI02005.1 translation elongation factor G [Enterococcus faecium]
 SMM45598.1 translation elongation factor G [Enterococcus faecium]
 SMM53581.1 translation elongation factor G [Enterococcus faecium]
 SMI41168.1 translation elongation factor G [Enterococcus faecium]
 SMI10049.1 translation elongation factor G [Enterococcus faecium]
 SML34453.1 translation elongation factor G [Enterococcus faecium]
 SML42145.1 translation elongation factor G [Enterococcus faecium]
 SMI78191.1 translation elongation factor G [Enterococcus faecium]
 SMI58453.1 translation elongation factor G [Enterococcus faecium]
 SMI51872.1 translation elongation factor G [Enterococcus faecium]
 SML64221.1 translation elongation factor G [Enterococcus faecium]
 SMJ18932.1 translation elongation factor G [Enterococcus faecium]



 SMJ18343.1 translation elongation factor G [Enterococcus faecium]
 SMI76293.1 translation elongation factor G [Enterococcus faecium]
 SMK02026.1 translation elongation factor G [Enterococcus faecium]
 SMI84479.1 translation elongation factor G [Enterococcus faecium]
 SMM70083.1 translation elongation factor G [Enterococcus faecium]
 SMI51577.1 translation elongation factor G [Enterococcus faecium]
 SML72078.1 translation elongation factor G [Enterococcus faecium]
 SML34066.1 translation elongation factor G [Enterococcus faecium]
 SMM54705.1 translation elongation factor G [Enterococcus faecium]
 SML73435.1 translation elongation factor G [Enterococcus faecium]
 SMM20816.1 translation elongation factor G [Enterococcus faecium]
 SMI49757.1 translation elongation factor G [Enterococcus faecium]
 SMI85948.1 translation elongation factor G [Enterococcus faecium]
 SMM00053.1 translation elongation factor G [Enterococcus faecium]
 SMJ18186.1 translation elongation factor G [Enterococcus faecium]
 SMM38668.1 translation elongation factor G [Enterococcus faecium]
 SMH90710.1 translation elongation factor G [Enterococcus faecium]
 SMI60663.1 translation elongation factor G [Enterococcus faecium]
 SMI27077.1 translation elongation factor G [Enterococcus faecium]
 OTO40282.1 tetracycline resistance protein TetM [Enterococcus 
faecium]
 OUK12405.1 GTP-binding protein [Enterococcus faecium]
 OUK39106.1 GTP-binding protein [Enterococcus faecium]
 OXM09179.1 GTP-binding protein [Enterococcus faecium]
Length=267

 Score = 358 bits (920),  Expect = 5e-117, Method: Compositional 
matrix adjust.
 Identities = 175/267 (66%), Positives = 210/267 (79%), Gaps = 0/267 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVY  267
               +G + LCG+VFK+EYT   QR  Y
Sbjct  241  STHRGPSELCGNVFKIEYTKKRQRLAY  267

>PSL58321.1 ribosomal protection tetracycline resistance protein 
[Saccharothrix 
carnea]
Length=639

 Score = 372 bits (955),  Expect = 5e-117, Method: Compositional 
matrix adjust.
 Identities = 233/651 (36%), Positives = 349/651 (54%), Gaps = 
34/651 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTD++ LER+RGITI
+AAV
Sbjct  2    
VRTLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDDGSTRTDSLALERRRGITIKAAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  
ALR++ 
Sbjct  62   
VSFDVGGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRALRRLR  121

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            IPT++F+NK+D+ G   +SV++ V   L+  ++    V  +          I   A 
+ +
Sbjct  122  
IPTLVFVNKVDRGGARPESVLRDVAALLTPSVVAMGRVVGAGGRAAHVVPVIGDGAVEVL  181

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E++D +L  Y+ G  +   + V   Q R    ++ PV++GSA  G G+  L   +    
Sbjct  182  AEHDDAVLAAYVDGREVPGLRAVVAAQAR--
RCAVHPVFFGSAITGAGVPELAAGIAEFL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                      +   VFKVE    G+R  ++R++SGT+R+RD      R   ++T + 
+ S
Sbjct  240  PASSGDPDGPVSRVVFKVERGPGGERVAFVRMFSGTVRVRD------
RLPERVTGLAVFS  293



Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G  VR D    G++  +   + VR+ D LG P   P +  R  P P L   + P   
A 
Sbjct  294  RGAAVRCDAVRAGQVAKVWGLEGVRIGDALGTPP--PGEGHRFAP-
PTLEAVVVPSREAD  350

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALT+LA+ DPL+      + H   +S  G VQ EV+ A L+E+Y +E   
+E +
Sbjct  351  RGALHVALTRLAERDPLI-----
GLRHGGRVSLYGEVQKEVLQATLAEEYGVEVEFRETT  405

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             I +ERP+   +    I    NPF A++GL V P   G GV +   V LG +  +F  
AV
Sbjct  406  TICLERPVGVGTAVEFIGSGGNPFLATVGLRVEP---
GDGVTFALGVELGSMPLAFFKAV  462

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             + +R  L QGL GW VTDC +   +  Y+            S  ST  DFR L P
+VL 
Sbjct  463  
EETVRETLGQGLCGWQVTDCAVTMTHAGYWARQSHAHGTFDKSMSSTAGDFRLLTPLVLL  522

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL+ +GT +L P   F L  P + L        +  A I ++  +    V  GE
+PA  
Sbjct  523  
SALRSAGTSVLSPVHRFTLEVPGDVLGALTPVMARLRAVILSSVPRGRVTVVEGEVPAAF  582

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  ++  +   T G  V  T    +    G   ++ R  ++ L++  ++ +
Sbjct  583  VHGFQRTVPALTRGEGVLETAFSHHAPVRGVVPMRDRSDHNPLNRKEYLLR  633

>SEA63444.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. 276b]
Length=657

 Score = 372 bits (956),  Expect = 6e-117, Method: Compositional 
matrix adjust.
 Identities = 226/637 (35%), Positives = 355/637 (56%), Gaps = 
26/637 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M 
+ERQRGITIQ+AV



Sbjct  1    
MKNINIGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L 
K+ 
Sbjct  61   
VSFTVNNVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEA  174
            IPT+ FINKID+ G   +S++  + DKL+   +         T +   E+  E N     
Sbjct  121  
IPTIFFINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFME  180

Query  175  W--DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +NN++ LE+Y+ + + ++      E   + + A L+PV +GSA  G GI  
L+
Sbjct  181  
GLTNRLADNNERFLERYLYSAKDLAPVDFELEFLEQFKQAQLYPVLFGSAITGEGIPHLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+      +  + +    G +FK+E     ++  Y+R++SG +++R++++     
+   
Sbjct  241  
TAIQNCNSSVHYENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGE  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
                  K+T ++    G+      A  G+IV I+     ++ D +G P+    +      
Sbjct  301  
IIKFTNKVTGLKHFFSGKTTDGTIAACGDIVKIMGLTDCQVGDDIGVPSNATTETLFSP-  359

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV
+   
Sbjct  360  -
PSLVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQ  418

Query  403  LSE--
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            L +  +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    
+G++Y
Sbjct  419  LKKDAQIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGIEY  476

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST 
+DFR L 



Sbjct  477  
HLEVELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLT  536

Query  521  PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTG  579
            P+VL +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V 
+  G
Sbjct  537  PLVLMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYG  595

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             IP + IQ+++  L  +T G  V L+E  GYQ+  G+
Sbjct  596  MIPIKNIQSFKNQLPGWTQGEGVLLSEFYGYQSFDGE  632

>WP_043670067.1 GTP-binding protein [Streptomyces xylophagus]
Length=667

 Score = 373 bits (957),  Expect = 6e-117, Method: Compositional 
matrix adjust.
 Identities = 230/625 (37%), Positives = 337/625 (54%), Gaps = 
28/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL   L
+++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRILMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G     +++++ ++L A ++   +V    + E          A   
+
Sbjct  121  
IPTLLFVNKIDRRGARHDDLLRAISERLRASVVPMGSVEGLGTREAAFLPGLGPTASAVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D+LL  Y+    +S + L      + + A + PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADYDDELLAAYVE-
NTVSYDGLRAALVAQTRQARVHPVYFGSAITGAGVDALITGIKELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
                      L G+VFKVE    G++  Y R++SGTLR RD +      E+ K+T 



+ + 
Sbjct  240  
PAAEGDPQGPLSGTVFKVERGLAGEKVAYARMFSGTLRTRDRITFGDAGEEGKVTSVSVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-GDPTR-------LPRKRWRE--
DPLPML  346
              G  +  D+   G I  L     +R+ D + G P         +PRK +     P 
P L
Sbjct  300  
DHGTDIGADSVPAGRIGRLWGLGEIRIGDAIWGSPRASAAERGGVPRKAYEHVFAP-PTL  358

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P   A R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A 
L+++
Sbjct  359  
ETVVVPGPDADRRALHLALTRLAEQDPLIGLRHDEVRQETAVSLYGEVQKEVIQATLADE  418

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +    +E + + +ERPL   +     +  PNPF A++GL V P  +GSGV++   
V L
Sbjct  419  
FGVRVTFRETTPLCIERPLHTGAAVEFNKKEPNPFLATVGLRVDPGPVGSGVRFGLEVEL  478

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPA  514
            G +  +F  AV D +R  L QGL GW VTDC +   +            G   S  
ST A
Sbjct  479  
GAMPYAFFKAVEDSVRETLGQGLHGWRVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGA  538

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL +AL+ +G+Q+ EP   F +  P + L           A  +T + 
+   
Sbjct  539  
DFRGLTPLVLVEALRRAGSQVHEPMHRFRVEVPADTLGALLPVFAALRAVPQTTETQGSL  598

Query  575  VVFTGEIPARCIQAYRTDLAFYTNG  599
             V  G +PA  +      L   T G
Sbjct  599  CVLEGVVPAAQVHGLERQLPGLTGG  623

>WP_053709350.1 GTP-binding protein [Streptomyces sp. NRRL B-3648]
Length=664

 Score = 372 bits (956),  Expect = 7e-117, Method: Compositional 
matrix adjust.
 Identities = 240/652 (37%), Positives = 341/652 (52%), Gaps = 
38/652 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M ++N+GILAHVDAG+T+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGRTSLTERLLHTAGVIDEVGSVDAGSTTTDTLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++D PGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDAPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V++ +  +L+  ++   T +   +            A 
+A+
Sbjct  121  
IPTLVFVNKIDRRGARDTAVLRQMDRRLAVPLVPMGTAAGLGTRAARFRPGLGPAALEAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADWDDGLLAAYLDGG-
VPAGRLRRALAAQTRSASVHPVYFGSAVTGAGVPELITGIERLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GR----
EKLKITE  293
                      L G+VFK+E    G+R  Y RL+SGTLR+RD +    GR    E  
++T 
Sbjct  240  
PTAAGDPDGPLSGTVFKIERGQAGERAAYARLFSGTLRVRDRITFGDGRRGVGEAGRVTA  299

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            + +   G   R D+A  G IV +     +R+ D LG      R R  E     P L 
T +
Sbjct  300  LNVFEHGTDTRADSAGAGRIVKVWGLGGIRIGDPLG-----
VRDRPYEHHFAPPTLETVV  354

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P     R  L  ALT+LA+ DPL+    D    E  +S  G VQ EVV A L++
+Y L 
Sbjct  355  
VPGPGTDRRSLHLALTRLAEQDPLIGVRHDEPRGETSVSLYGEVQKEVVQATLADEYGLA  414

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E + + +ERP+ +       +   NPF A++GL V P   G+G+ +   V  
G + 
Sbjct  415  
VGFRETTTLCVERPVGSGHAVEFDKKDGNPFLATVGLRVDPAPPGAGIAFRREVEPGSMP  474



Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFR  517
             +F  AV D +R  L QGL GW VTDC +   +   YSP              ST  
DFR
Sbjct  475  YAFFKAVEDTVRETLGQGLHGWQVTDCTVAMTHS-
GYSPRQSHAHQRFDKSMSSTGHDFR  533

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L P+VL +AL+ +GT + EP   F L AP + L        +  A  E++       
V 
Sbjct  534  
GLTPLVLTEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGAVPESSGTHAAVCVP  593

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNS  
626
             G +PA  + A    L   T G     T    Y      PV +   P RP +
Sbjct  594  EGVVPAARVHALEQRLPGPTRGEGELETAFDHY-----APVTRGTVPERPRT  
640

>WP_053699798.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL F-5755]
 KOT88584.1 GTP-binding protein [Streptomyces sp. NRRL F-5755]
Length=661

 Score = 372 bits (956),  Expect = 7e-117, Method: Compositional 
matrix adjust.
 Identities = 235/663 (35%), Positives = 345/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEIGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++ 
Sbjct  61   
ASFILDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVTDAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230



            +   + + +++D  L  Y+  E +  EK   EE   ++    + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQIARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDPVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGIRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLHVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ A GQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPATGQPPVRPRPEGPNPLNRDEYILHVL  658



Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>WP_097222482.1 GTP-binding protein [Streptomyces sp. Ag82_G6-1]
Length=657

 Score = 372 bits (955),  Expect = 7e-117, Method: Compositional 
matrix adjust.
 Identities = 241/651 (37%), Positives = 348/651 (53%), Gaps = 
39/651 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG ++VISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVVVISAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT++F+NKID++G   ++V++ +  +L+  I+   T +         +P          
Sbjct  121  
IPTLLFVNKIDRSGARHEAVLREISARLTPAIVPMGTAAGLGTRAARFTPGFA-----PA  175

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             A D +  ++D LL  Y+    ++   L      + ++A + PVY+GSA  G G++ 
L+ 
Sbjct  176  AALDVLTGHDDALLAAYVE-
NTVTDASLHGSLAAQTREALVHPVYFGSAATGAGVEALLS  234

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLK  290
             +  L           +  +VFKV+    G++  Y R++SGTLR RD V     G 
E  +
Sbjct  235  
GIESLLPAADGDPDGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRVPFGTDGAEG-R  293

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLR  347
            IT + +   G   R D+   G I  L     +R+ D +G+    PRK +     P 
P L 
Sbjct  294  ITGISVFGHGTDTREDSVAAGRIARLTGLGDIRIGDAIGE----PRKAYEHFFAP-
PTLE  348



Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L
+E+Y
Sbjct  349  
TVVVPGPGVNRGALHLALTQLAEQDPLIGLRRDERRQETSVSLYGEVQKEVIQATLAEEY  408

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+   +E + + +ERP+         +  PNPF A++GL V P  +GSGV +   
V LG
Sbjct  409  
GLDVTFRETTPLCVERPVGTGQAVEFNKKDPNPFLATVGLRVDPAPVGSGVGFRLEVELG  468

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPAD  515
             +  +F  AV D +R  L+QGL GW VTDC +   +            G   S  
ST AD
Sbjct  469  
SMPYAFFKAVEDTVRETLDQGLHGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGAD  528

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR + P+VL +AL+ +GT++ EP   F + AP + L           A  ET + +
+D  
Sbjct  529  
FRGVTPLVLIEALRRAGTRVHEPLHRFRVEAPADTLGALLPVLAGLGAVPETTRNREDVC  588

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            V  G +PA  + A    L   T G     +    Y A V    I P RP +
Sbjct  589  VLEGTVPAARVHALEQKLPGLTRGEGELESSFAHY-APVTHGTI-PERPRT  637

>WP_092657465.1 GTP-binding protein [Actinopolymorpha singaporensis]
Length=661

 Score = 372 bits (956),  Expect = 8e-117, Method: Compositional 
matrix adjust.
 Identities = 231/666 (35%), Positives = 361/666 (54%), Gaps = 
33/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AHVDAGKT+LTE LL+ +G I+  GSV+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MRTLNLGIVAHVDAGKTSLTERLLHLAGVIARVGSVDAGDTQTDSLELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVLDGVSVNLIDTPGHPDFVAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEEN  169
            IP ++F+NK+D+ G D   V   + ++L+  ++               V+  PE   
+E 
Sbjct  121  
IPVLVFVNKVDRGGADTGRVFGEIGERLTPAVVAMGRVLGEGTGGAGFVAYGPE---DEA  177

Query  170  TDIEAWDAVIENNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                A + + + +++ L  ++ G  E ++  ++ RE   RV +  ++PV++GSA  
G G+
Sbjct  178  
FVAGACEVLADVDEEFLAAWVDGGAEVVTGGRVRRELVCRVAEGRVYPVFFGSAITGAGV  237

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----  283
              L+D + GL   +  +  A   G+VFKVE    G++  YLR+++G LR+R+ V      
Sbjct  238  
AELVDGIIGLLPAVEGEVDAPAAGTVFKVERGPAGEKVAYLRMFAGELRVRERVRFGGGD  297

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
             G E  K+T + +  +G +V   +   G I  +     VR+ D LG+P     +++    
Sbjct  298  
GGGEGEKVTAIGVFEQGAVVTRPSVTAGRIAKVWGLSGVRIGDRLGEPGTGVGQQYFAP-  356

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P     + RL  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A 
Sbjct  357  -
PTLETVVVPVRVGDKGRLHVALTQLAEQDPLINLRQDDVRGELYVSLYGEVQKEVVEAT  415

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+ +Y ++   +E + I +ER L + S    +    NPF +++GL V P  +GSGV
+ E 
Sbjct  416  
LALEYGIDVTFRETTPICVERVLGSGSAVEVLGRNENPFLSTVGLRVDPAPVGSGVRVEL  475

Query  463  RVSLGYLN-------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
             V L  +        + F+ A+R+ I   L+QGL GW VTDC +      Y SP +   
D
Sbjct  476  
DVKLELIPLYVFKSVEEFRQALRNTIVETLQQGLHGWQVTDCVVTLTDSGYVSPETGAGD  535

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
             R L P+VL  AL+++GT + EP   F L  P + L        +         V+    
Sbjct  536  
VRKLTPLVLMSALRQAGTVVCEPVHRFRLEFPADTLGAVLPLLGRLRGVPGAPLVRGSSG  595



Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVR  632
            V  G+IPA  +   +  L   T+G  V  +    ++   G    +PR    P +R 
+ ++
Sbjct  596  
VLEGDIPAAMVHELQQHLPGVTHGEGVLESAFDHHEPVRGAFPTRPRTDLNPLNRKEYLQ  655

Query  633  HMFQKV  638
            H+ + V
Sbjct  656  HVLRGV  661

>WP_020521069.1 GTP-binding protein [Catelliglobosispora koreensis]
Length=613

 Score = 371 bits (952),  Expect = 8e-117, Method: Compositional 
matrix adjust.
 Identities = 231/645 (36%), Positives = 347/645 (54%), Gaps = 
49/645 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G T+TD++ LERQRGITI
+AAV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLFNAGVIREIGSVDAGNTQTDSLALERQRGITIKAAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTRIL   L+
++NI
Sbjct  63   
TFHIKDTTVNLIDTPGHPDFIAEVERVLTVLDGAVLVISAVEGVQAQTRILMRTLKRLNI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+IFINKID+AG D+   +++++++L+ D+   Q                E  + 
+  +
Sbjct  123  PTLIFINKIDRAGADVSGTLKAIKERLTPDVATTQNQE-------------
ELLNVLSYH  169

Query  182  NDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            +D+L + Y++G+P  IS+      +Q R+      PVY GSA  G GI  L +A+  
L  
Sbjct  170  DDQLTKNYLSGQPLDISQSLATLTKQARIH-----
PVYTGSAITGEGITELEEAIATLLP  224

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                   A   G+VFKVE    G++  Y+R+++GT+R+RD +   G    K+T M     
Sbjct  225  AEAGDPGAPAQGTVFKVERGQNGEKIAYVRMFAGTIRVRDRLGDFG----
KVTRM-----  275



Query  300  GEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  D    G+I  L   S +R+ D +G P    R  +     P L T I    
A+  
Sbjct  276  ----SPDGLSAGQIGKLWGLSGIRIGDSIGMPKAQQRHHFAP---PTLETVIQ---
ASDS  325

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  A+TQLA+ DPL+    D    ++ +S  G VQ EV+ A L+  + ++   
+E + 
Sbjct  326  NALHTAMTQLAEQDPLINLRQDG--
DQLSVSLYGEVQKEVIQATLACDFGVDVTFRETTT  383

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL-------NQ  471
            I  E  +        I   PNPF A++GL V P     G+  +  V + ++         
Sbjct  384  
ICQEHLVGTGEALELIYKDPNPFLATVGLRVEPSKKHHGIHVKLDVPVEHMPLFLFRTTD  443

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             F+ A+ + +R  L QGL+GW V+DC +   +  Y SP +TP D+R L P+VL  
AL+++
Sbjct  444  
EFRLALEETVRETLAQGLYGWQVSDCLVTLTHSGYQSPGTTPGDYRKLVPLVLMAALRQA  503

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT + EP   F L  P + L  A     +  A  +T  + K   V  GEI A  I   
+ 
Sbjct  504  
GTTVGEPVHHFRLDGPSDLLGPALRALAQLNAVPQTPVLTKTTYVVEGEISAGLIHQLQQ  563

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             +   T G  V  ++   Y+   G P ++ R  ++ L++  ++  
Sbjct  564  RVPGLTRGEGVLESQFSRYRKVHGTPPVRARTDHNPLNRKEYLMH  608

>WP_030663885.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rimosus]
Length=661

 Score = 372 bits (955),  Expect = 8e-117, Method: Compositional 
matrix adjust.
 Identities = 234/663 (35%), Positives = 345/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    



MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEIGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR+++
Sbjct  61   
ATFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLRDIRDRLTPTAVALSAVADAGTPRARATALGPDTDPEFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +       PV++GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEERVLTEKEYAEELAAQTARGLAHPVFFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   + E     L  +VFKV+    G+   YLRL SGTL  RD V L      
G
Sbjct  241  
VRGIRELLPSVHEAQDTPLRATVFKVDRGSRGEAVAYLRLVSGTLGTRDAVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+  A+  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPAEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFDVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLHVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  



Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDVFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ A GQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAAGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>KOV97088.1 GTP-binding protein [Streptomyces sp. NRRL B-1140]
Length=655

 Score = 372 bits (955),  Expect = 8e-117, Method: Compositional 
matrix adjust.
 Identities = 233/641 (36%), Positives = 342/641 (53%), Gaps = 
23/641 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+++G I E G V+ G TRTDT+ LER+RGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSAGVIDEIGRVDDGNTRTDTLALERRRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L VLDG +LVISA +GVQAQTR+L   L++
+ IP
Sbjct  61   
FPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVISAVEGVQAQTRVLMRTLQRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDAVI  179
            T++F+NKID++G   ++V++ +  +L+  I+   T +         +       A 
D + 
Sbjct  121  
TLLFVNKIDRSGARHEAVLREIAARLTPAIVPMGTAAGLGTRAARFVPGAGPAGALDVLT  180

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              +D LL  Y+    ++ E L      + ++A + PVY+GSA  G G++ L+  +  



L  
Sbjct  181  GRDDALLSAYVE-
NTVTDELLHCSLLAQTREALVHPVYFGSAATGAGVEALLSGIETLLP  239

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRIPS  298
                     +  +VFKV+    G++  Y R++SGTLR RD V   A   + ++T + 
+  
Sbjct  240  
VADGDADGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRVPFGADGAEGRVTGISVFG  299

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             G  VR D+   G I  L     +R+ D +G+   +    +     P L T + P     
Sbjct  300  DGTDVREDSLAAGRIARLTGLGDIRIGDAIGESRSVDEHFFAP---
PTLETVVVPGPDVD  356

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+E Y L+   
+E +
Sbjct  357  
RGALHLALTQLAEQDPLIGLRRDERRQETSVSLYGEVQKEVIQATLAEDYGLDVAFRETT  416

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             + +ER +         +  PNPF A++GL V P  +GSGV +   V LG +  +F  
AV
Sbjct  417  
PLCVERLVGTGQAVEFNKKDPNPFLATVGLRVEPAPVGSGVCFRLEVELGSMPYAFFRAV  476

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVLE  525
             D +R  L+QGL GW VTDC +   +            G   S  ST ADFR + P
+VL 
Sbjct  477  
EDTVRETLDQGLRGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGVTPLVLL  536

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+ +GT++ EP   F + AP + L        +  A  ET + + D  V  G 
+PA  
Sbjct  537  
EALRRAGTRVHEPMHRFRVEAPADTLGALLPVLAQLAAVPETTRSRDDLCVLEGTVPAAR  596

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            + A +  L   T G     +    Y A V    I P RP +
Sbjct  597  VHALQQALPGLTRGEGELESSFAHY-APVTHGTI-PERPRT  635

>WP_103889659.1 GTP-binding protein [Streptomyces yanglinensis]
 SEG89267.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
yanglinensis]



Length=678

 Score = 373 bits (957),  Expect = 8e-117, Method: Compositional 
matrix adjust.
 Identities = 244/667 (37%), Positives = 352/667 (53%), Gaps = 
33/667 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAH+DAGKT+LTE LL+A+G I E GSV++G+T TD++ LE+QRGITI
++AV
Sbjct  1    
MHSLNLGILAHIDAGKTSLTERLLHAAGVIDEIGSVDQGSTTTDSLALEKQRGITIKSAV  60

Query  61   TSFQW----
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
             SF         +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL   
L
Sbjct  61   
VSFALPGPLGGPQVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRILMRTL  120

Query  117  RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------
IKQTVSLSPEIVLE  167
            R++ IPT+IF+NK+D+ G DL   + +VR +L+ DI+          +Q  ++ P    
+
Sbjct  121  RRLRIPTLIFVNKLDRRGADLDRTLDAVRRRLTPDIVPMTGATEQGTRQAAAV-
PYTAAD  179

Query  168  ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL-
FPVYYGSAKKGLG  226
                    D +   +D+LL  Y+  E       +R        ASL  PVY GSA  
G G
Sbjct  180  
RGFGDRLVDLLARRDDRLLAAYVDDESAVDHARLRAALAEQTAASLVHPVYAGSAVTGAG  239

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--A  284
               L+  +  L        +A + GSVFK+E    G+R  Y+R+ +GT+R RD + 
+   
Sbjct  240  
TDALIAGIAELLPARCPDPAAPVAGSVFKMERGTAGERIAYVRVAAGTVRTRDRLPVHRG  299

Query  285  GRE--KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            G    + K+T + +   G  VR DTA  G I  +     VR+ D +G     P +     
Sbjct  300  
GTTVGEGKVTALSVFDAGTGVRRDTAPAGRIARVWGLGDVRIGDTVGAAPAGPEEHRYFA  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T +  +  A+R  L  AL QLA+ DPL+    D +  EI +S  G VQ 
EV+ A
Sbjct  360  P-
PSLETVVTARRTAERGALHAALAQLAEQDPLIDLRRDDVRQEIAVSLYGEVQKEVIQA  418



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+ ++ L+   ++ + I++ERP+   +   +I     PF A++GL + P  
+GSGV + 
Sbjct  419  
TLAAEFGLDVDFRQTTTIHIERPVGTGAAVEYIAKEETPFLATVGLRIEPGPVGSGVVFR  478

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SP  509
              V LG +  +F  AV D +R  LEQGL GW VTDC +   +  YY            
S 
Sbjct  479  
LGVELGAMPYAFFAAVEDTVRRTLEQGLHGWRVTDCAVTMTHSGYYPRQSHAHGTFDKSM  538

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST ADFR L P+VL  AL+++GT + EP   F L  P E L        +  A   
T  
Sbjct  539  
SSTGADFRGLTPLVLMDALRQAGTVVHEPMHRFRLDLPAEALGTLLPALARLGALPGTPT  598

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
             +       G+IPA  +      L   T G  V  +    Y+   G    +PR  +
+ L 
Sbjct  599  
ARDGGYEVEGDIPAARVHDLEQQLPTLTRGEGVLESAFHHYRPVAGAAPERPRTDHNPLH  658

Query  630  KVRHMFQ  636
            +  ++ Q
Sbjct  659  RREYLLQ  665

>WP_060731365.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
albus]
 KWT59060.1 GTP-binding protein [Streptomyces albus subsp. albus]
Length=661

 Score = 372 bits (955),  Expect = 8e-117, Method: Compositional 
matrix adjust.
 Identities = 235/663 (35%), Positives = 345/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEIGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++ 
Sbjct  61   
ASFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +    L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVTDAGTPRARATALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P   G
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWATVGLHVGPAEPGAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GL+GW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADDFRKA  538

Query  520  



APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT++ EP  SF L  P   LS       +  AT      + D     
G
Sbjct  539  
TPLVLMDALRQAGTEVHEPVSSFELEVPATRLSPVLAKLAELGATPGVPTAEGDIFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P   +  +   +   T G  V L E +GY+ A GQP ++PR     P +R + + 
H+ 
Sbjct  599  
TMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPATGQPPVRPRPEGPNPLNRDEYILHVL  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>WP_093722930.1 GTP-binding protein [Streptomyces sp. DI166]
 SBT93480.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. DI166]
Length=659

 Score = 372 bits (955),  Expect = 9e-117, Method: Compositional 
matrix adjust.
 Identities = 230/616 (37%), Positives = 328/616 (53%), Gaps = 
22/616 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+A G   E GSV+ GTTRTDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHAVGITDEIGSVDAGTTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSP-
EIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G   Q +++ +  +L A +  + +T  L   E       +  A 
D +
Sbjct  121  
IPTLVFVNKIDRRGAREQDLLRDIARRLGAPVAPMGRTAGLGTREAAFRPGPEPAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+    ++ ++L     R+ +   + PVY+GSA  G G+  L+  +  
L 



Sbjct  181  ADHDDGLLTAYVE-
NAVTPDRLHAALVRQTRQCLVHPVYFGSAVTGAGVDALIGGIRDLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKLKITEMRI  296
                      L G+VFKVE    G++  Y R+Y+GTLR+R  V    AG E  K+T 
+ +
Sbjct  240  PAAEGDPDGPLSGAVFKVERGPAGEKTAYARIYAGTLRVRTPVRFGDAGAEG-
KVTAVSV  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G  +R +    G I  L     +R+ D LG P +     +     P L T + 
P   
Sbjct  299  FEHGCDIRREAVPAGRIAKLWGLADIRIGDPLGRPRKTESHFFAP---
PTLETVVVPGPG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 L  ALTQLA+ DPL+    D +  EI +S  G VQ EVV A L+++Y L    
+E
Sbjct  356  
THPGALHTALTQLAEQDPLIGLRHDEVRREISVSLYGEVQKEVVQATLADEYGLHVTFRE  415

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + + +ER     +        PNPF A++GL V P  +G+GV +   V LG +  
+F  
Sbjct  416  
TTPLCVERLTGTGAAVEFNGKDPNPFLATVGLRVEPAPVGAGVTFALEVELGSMPYAFFK  475

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIV  523
            AV D +   L QG  GW V DC +   +            G   S  ST  DFR L 
P+V
Sbjct  476  
AVEDTVGETLGQGPHGWPVPDCAVTMTHSGYSPRQSHAHQGFDKSMSSTGYDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +GTQ+ EP   F + AP + L           A     + + +  V  G 
+PA
Sbjct  536  
LTEALRRAGTQVYEPMHRFRIEAPADTLGALLPVLAGLGAVPGATETRGESCVLEGAVPA  595

Query  584  RCIQAYRTDLAFYTNG  599
              + A    L   T G
Sbjct  596  ARVHALEQRLPGLTRG  611

>PKU99047.1 TetW, partial [Bifidobacterium pseudolongum subsp. 
pseudolongum]
Length=172



 Score = 354 bits (909),  Expect = 1e-116, Method: Compositional 
matrix adjust.
 Identities = 165/172 (96%), Positives = 170/172 (99%), Gaps = 0/172 
(0%)

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA
Sbjct  1    
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  60

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LKESGTQLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGEIPARCIQ
Sbjct  61   
LKESGTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGEIPARCIQ  120

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            AYRTDLAFYTNG+SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  121  AYRTDLAFYTNGQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  
172

>WP_079415894.1 GTP-binding protein [Paenibacillus ferrarius]
 OPH53596.1 GTP-binding protein [Paenibacillus ferrarius]
Length=664

 Score = 372 bits (955),  Expect = 1e-116, Method: Compositional 
matrix adjust.
 Identities = 237/658 (36%), Positives = 355/658 (54%), Gaps = 
39/658 (6%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE LLY SG I   GSV+ GT +TD+M +ER+RGI++++A 
T+F 
Sbjct  11   
NVGIFAHVDAGKTTTTEHLLYHSGRIRALGSVDSGTAQTDSMDVERERGISVRSATTAFS  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL++SA +GVQ+QT +++HAL+ + 
IPT+
Sbjct  71   
WKETFINLVDTPGHVDFLSEVERSLRVMDGAILIVSAVEGVQSQTEMIWHALQSLKIPTL  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLE-------ENT  170
            +++NK+D+ G D   V+Q +  +L+       A + I+ T   +  ++ E          
Sbjct  131  
LYVNKMDRIGADPARVLQEIHKQLTPMAVPIYAPLGIEDTFRGAVNVLAEGAPSAPTPGF  190



Query  171  DIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            D+ A  + + E ++ LL  YI G PI   ++    QR  +    +P+  G++ KG
+GI+ 
Sbjct  191  
DLAAAVEKLSELDEPLLSSYIEGVPIPAREVKTTLQRYARQGMAYPLLVGASSKGIGIEE  250

Query  230  LMDAVTGLFQPIGEQGSA--
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-  286
            LM+A+       G  GSA   L   VFKVE      R  Y+R+Y GT+R RDT+  
A R 
Sbjct  251  LMEAILDYLP--
GPSGSAEQPLSAVVFKVERDKTMGRMAYVRVYEGTIRNRDTLFNATRG  308

Query  287  --EKL----
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
              EK+    KI   R    G +   D A      +     VR+ DVLG    +P      
Sbjct  309  VEEKVTQIRKIDGRRAEDIGLVAAGDIA-----
AVCGLTQVRIGDVLGRSDAVPPA--PR  361

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
              +P+L   +  ++ AQ   L+ AL +L D DPLL  +      E+ +  +G 
+QLE+++
Sbjct  362  
LAVPLLTVQVHAQSDAQYPALVAALQELTDEDPLLDLQWIQEERELHVKVMGTIQLEILT  421

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            +LL  ++ L+    +PSVIY E P K+    I   + P P WA +   + P   
GSG+ Y
Sbjct  422  SLLDSRFGLQARFDQPSVIYKETPSKSGEGFIAYTM-
PKPCWAILRFQIEPGEPGSGLVY  480

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +S V    L   +QN V   +   L+QGL GW VTD K+   YG ++   + P DF    
Sbjct  481  
QSLVRGEQLLAQYQNEVERRVPEALQQGLLGWEVTDLKVTLTYGEHHVWHTHPLDFAVAT  540

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+ L Q L E+GT+LLEP L   +  P+ Y  +   D  +  A  +  Q+  D  V  
G 
Sbjct  541  
PMGLMQGLAETGTKLLEPMLQVRITVPEVYGGKVLSDLVQMRAIFDPPQISGDRFVVEGR  600

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---
RRPNSRLDKVRHMF  635
            +PA     Y   L+  + GR V  +   GYQ +   P +Q    RR  + LD+ ++
+ 
Sbjct  601  LPAATSLDYPVKLSAMSGGRGVITSSFGGYQPS--
PPDVQAERKRRGVNPLDQSKYIL  656



>WP_077073063.1 (d)CMP kinase [Mailhella massiliensis]
Length=335

 Score = 360 bits (925),  Expect = 1e-116, Method: Compositional 
matrix adjust.
 Identities = 164/172 (95%), Positives = 169/172 (98%), Gaps = 0/172 
(0%)

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ
Sbjct  163  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  222

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK+SGTQLLEPYLSF LYAPQEYLSRAYHDAPKYCATIETAQ
+KKDEVVFTGEIPARCI
Sbjct  223  
ALKKSGTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCATIETAQIKKDEVVFTGEIPARCI  282

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            QAYRTDLAFYTNGRSVCLTELKGYQA VG+P+IQPRRPNSRLDKVRHMF K+
Sbjct  283  QAYRTDLAFYTNGRSVCLTELKGYQATVGEPIIQPRRPNSRLDKVRHMFSKI  
334

>AFD29105.1 TetS, partial (plasmid) [Enterococcus faecalis]
Length=265

 Score = 358 bits (918),  Expect = 1e-116, Method: Compositional 
matrix adjust.
 Identities = 178/265 (67%), Positives = 214/265 (81%), Gaps = 2/265 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  61   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  121  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  181  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  240

Query  240  PIGEQGSAALCGSVFKVEYTDCGQR  264
            P  +  S  LCG+VFKVEY+D GQR
Sbjct  241  PT-QLNSDKLCGNVFKVEYSDDGQR  264

>WP_062519581.1 GTP-binding protein [Paenibacillus jilunlii]
 KWX79719.1 GTP-binding protein [Paenibacillus jilunlii]
Length=659

 Score = 372 bits (954),  Expect = 1e-116, Method: Compositional 
matrix adjust.
 Identities = 232/653 (36%), Positives = 352/653 (54%), Gaps = 
26/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI++
+AA+
Sbjct  7    
MERINVGIFAHVDAGKTTTTEHILYESGRIKAVGSVDSGTALTDSMEVERQRGISVRAAL  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+W    VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++
+ALRK+ 
Sbjct  67   
ASFEWRGVLVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLG  126

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--------  172
            IPT+IF+NK+D+ G D  +V+   R  LS DI+  Q  +L  E       D+        
Sbjct  127  IPTLIFLNKMDRTGADPAAVLAQARTYLSGDILPVQQ-
ALGQERNYAGAVDLWAEAADPA  185

Query  173  ---EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS--
LFPVYYGSAKKGLGI  227
               E  +++ E ++ LLE Y++G P  R+    + Q +   A+   FP+ YG A 
KGLGI
Sbjct  186  ARTELLESLAERDEALLETYMSGAP--
RDLTAWKNQLKTGAAAGKWFPLVYGVAAKGLGI  243



Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+DA+T  F          + G V+ ++      R  ++RLY GT+R RDTV    
++
Sbjct  244  
TQLLDAMTAYFLRACGSLELPVSGIVYNIQRDKSMGRMAFVRLYQGTIRNRDTVMNYTQD  303

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K+T++R    G          G+I V+     VR+ DVLG P   P++   +  
+P+
Sbjct  304  VQGKVTQIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGVPDASPQE--
AKLAVPL  361

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +    A     ++ A  +LAD DPLL  +      E+ +  +G +QLE++ +
+L  
Sbjct  362  
LTVRVHWDAAVDEHEVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLES  421

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +Y L+    +PSVIY E P +     +   + P P WA +   + P   GSG+ 
YES V 
Sbjct  422  RYGLKVTFGQPSVIYRETPSRTGEGYVAY-
LMPKPCWAILRFRIEPGPPGSGLVYESLVR  480

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               L   +QN     +   L QGL+GW VTD K+    G ++   + P DF    P
+ + 
Sbjct  481  
SSDLLPQYQNETARRVPEALMQGLYGWEVTDLKVTLTEGQHHVWHTHPLDFAVATPMAIM  540

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L   GT+LLEP L   +  P+E   R  +D  +   T E   ++ + ++  G 
+P   
Sbjct  541  
DGLNRVGTKLLEPILQVRIVVPEENGGRVMNDLVQMRGTFEPPVLQGERMIIEGRLPLAT  600

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  
635
               Y   L+ YT GRS   +   GY+     P ++    RR  + LD+ R++ 
Sbjct  601  SLDYPVSLSSYTKGRSTFTSFFAGYEEC--PPDVRAERTRRGVNPLDQARYIL  
651

>AFD32983.1 TetS, partial (plasmid) [Enterococcus faecium]
Length=264

 Score = 357 bits (917),  Expect = 1e-116, Method: Compositional 
matrix adjust.



 Identities = 178/265 (67%), Positives = 214/265 (81%), Gaps = 2/265 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  61   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  121  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  181  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  240

Query  240  PIGEQGSAALCGSVFKVEYTDCGQR  264
            P  +  S  LCG+VFKVEY+D GQR
Sbjct  241  PT-QLNSDKLCGNVFKVEYSDDGQR  264

>WP_095358740.1 GTP-binding protein [Paenibacillus sp. 7523-1]
 PAD31980.1 GTP-binding protein [Paenibacillus sp. 7523-1]
Length=657

 Score = 371 bits (953),  Expect = 1e-116, Method: Compositional 
matrix adjust.
 Identities = 225/646 (35%), Positives = 347/646 (54%), Gaps = 
20/646 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY  G +  PG V+ GT  TD++ +ER+RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLYHGGIVRSPGRVDDGTAATDSLDIERERGISVQAAMTSLT  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W+   +++VDTPGH+DF +EV RSL V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WNNTVIDLVDTPGHIDFSSEVERSLRVMDGAILILSAVEGIQSQSETIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL----------
EENTDIEA  174
            I+INK+D+ G    ++++ +    S      Q+  +  +  +           + T    
Sbjct  129  
IYINKMDRIGASAAAIMEQIHSTFSPFACPVQSCVMDEDSFIGVHSLWRDQAHQQTIPGL  188

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            ++ + E ++ ++E YI   P+  E++    ++ V    +FPV +G++ KG+G+  L
+D+V
Sbjct  189  
FEMIAELDEAIMESYINEVPLPSEQIDSTFRKLVHQGEIFPVCFGASGKGIGVSELLDSV  248

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
            T    P      +A+ G VFK+E      R  Y+R+Y G++  RDT+    R  + 
K+T+
Sbjct  249  
TWFLPPPAITVDSAVSGVVFKIERNKTMGRTAYVRMYGGSIHNRDTIYNTTRGLEEKVTQ  308

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R     +   T   + G+I  L   S   + D++G P  +P        +P+L   
+  
Sbjct  309  IRQMDGRKWSDTGAVHSGQIAALYGLSETHVGDIIGSPDAVPPM--
PHMAVPLLTVQVHG  366

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LLS ++ 
LE V
Sbjct  367  
QDPARYPDLVAALQELTDEDPLLDLQWLPEDRELHLKVMGTIQLEILSSLLSSRFGLEVV  426

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
               PSVIY E  L A          P P WA +   + PL  GSG+ YES V    
L   
Sbjct  427  FDPPSVIYKET-
LNAPGEGFIAYTMPKPCWAILRFQMEPLPRGSGLIYESTVRTDQLLLR  485

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            +QN V+  I   L QG+FGW VTD K+    G ++   + P DF    P+ +   L  
+G
Sbjct  486  
YQNEVQRRIPEALSQGMFGWEVTDLKVTLVEGEHHVWHTHPLDFVVATPMGIMDGLARTG  545

Query  533  



TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEP L F L  P+EY  +A  D     AT E   +     +  G+IP      
Y   
Sbjct  546  
TKLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGGGRCIVEGQIPLASSMDYPVK  605

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
            L   T GR V +T   GYQ     P ++P   RR  + LD+ +++ 
Sbjct  606  LRSETGGRGVLVTSFAGYQDC--PPDVKPMRKRRGVNPLDQSKYIL  649

>WP_080695809.1 tetracycline resistance ribosomal protection protein 
[Bacteroides 
fragilis]
 EXZ31393.1 elongation factor G, domain IV family protein 
[Bacteroides fragilis 
str. S36L11]
Length=551

 Score = 368 bits (944),  Expect = 1e-116, Method: Compositional 
matrix adjust.
 Identities = 209/554 (38%), Positives = 315/554 (57%), Gaps = 
11/554 (2%)

Query  91   
VLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA  150
            +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT+IFINKID+AGV+L+ +   ++  
LS 
Sbjct  1    
MLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINKIDRAGVNLERLYLDIKANLSQ  60

Query  151  DIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            D++  Q V   S+ P +  +     E  + V  ++D +LE+Y+A   IS           
Sbjct  61   DVLFMQNVVDGSVYP-
VCSQTYIKEEYKEFVCNHDDNILERYLADSEISPADYWNTIIAL  119

Query  208  
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVY  267
            V  A ++PV +GSA   +GI  L+DA+T    P     S  L   ++K+E+   G 
+R +
Sbjct  120  VAKAKVYPVLHGSAMFNIGINELLDAITSFILPPASV-
SNRLSSYLYKIEHDPKGHKRSF  178

Query  268  LRLYSGTLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLND  325
            L++  G+LRLRD V +   EK +KI  ++  ++G  +  D     +I I+   D  
R+ +
Sbjct  179  
LKIIDGSLRLRDVVRINDSEKFIKIKNLKTINQGREINVDEVGANDIAIVEDMDDFRIGN  238

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
             LG    L +    + P   L++++ P    +R +++ AL  L   DP L   ++S 



+ E
Sbjct  239  YLGAEPCLIQGLSHQHP--
ALKSSVRPDRPEERSKVISALNTLWIEDPSLSFSINSYSDE  296

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            + +S  G  Q E++  LL E++ ++    E   IY ERP+K  +  I IEVPPNP
+WA+I
Sbjct  297  
LEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPVKKVNKIIQIEVPPNPYWATI  356

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ F    
Sbjct  357  
GLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTQAE  416

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            YYSPVSTPADFR L P V   AL++SG  +LEP L F L  PQ   S+A  D  K  
+ I
Sbjct  417  
YYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLYFELQIPQAASSKAITDLQKMMSEI  476

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
            E      +     G++P    + Y ++++ YT G  + + +  GYQ   G      
R   
Sbjct  477  
EDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMVKPCGYQITKGGYSDNIRM--  534

Query  626  SRLDKVRHMFQKVM  639
            +  DK+  MFQK M
Sbjct  535  NEKDKLLFMFQKSM  548

>WP_042173515.1 GTP-binding protein [Paenibacillus sp. FSL R7-0331]
 AIQ51043.1 GTP-binding protein [Paenibacillus sp. FSL R7-0331]
Length=659

 Score = 371 bits (953),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 226/621 (36%), Positives = 335/621 (54%), Gaps = 
17/621 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
MNVGIFAHVDAGKTTTTEHILYESGRIRALGSVDSGTAVTDSMEVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123



             W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
SWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLEIPT  129

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD-----------I  172
            +IF+NK+D+ G D ++V+   R  LS DII  Q + L  E       D            
Sbjct  130  LIFVNKMDRTGADPEAVLAQARTYLSGDIIPVQ-
LPLGREQEYSGAADSWSGESDAAART  188

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            E  + + E ++ LLE Y+AG         +  Q       LFP+ YG A KG+GI  
L+D
Sbjct  189  
ELLETLAERDESLLELYMAGGEPDLLYWKKYMQTAAAAGHLFPLVYGVAAKGIGITELLD  248

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKI  291
            A+T  F   G      + G V+ ++      R  ++RLY GT+R RDTV    +  
+ K+
Sbjct  249  
AMTEYFPRAGGAAEQPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTVTNHSQATEAKV  308

Query  292  TEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R    G          G+I V+     VR+ DVLG P  +P++   +  +P+L   
+
Sbjct  309  TQIRKVEGGRTEDVGALEAGDIAVVYGLSGVRIGDVLGRPDAVPQE--
AKLAVPLLTVRV  366

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     +++ AL +LAD DP L  E      E+ +  +G +QLEV+ ++L  
+Y L+
Sbjct  367  
FWDADMDDHKVISALQELADEDPQLGAEWLPEERELHIKVMGPIQLEVLDSVLQSRYGLK  426

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +PSVIY E P +AA       + P P WA +   + P   GSG+ YES V    
L 
Sbjct  427  VTFGQPSVIYKETP-
RAAGEGYVAYLMPKPCWAILRFKIEPGPPGSGLVYESVVRSSDLL  485

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
              +QN     +   L+QGL GW VTD K+    G ++   + P DF    P+ L   
L  
Sbjct  486  
PQYQNETARRVPEALQQGLHGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGLMDGLNR  545

Query  531  



SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G +LLEP L+  +  P+E   R  +D  +   + E   ++ + ++  G +P      
Y 
Sbjct  546  
TGIRLLEPVLTVRIALPEENAGRVMNDLVQMRGSFEPPVLQGERMIIEGRLPLATSLDYP  605

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
              L+ YT GRS   +   GY+
Sbjct  606  VTLSSYTKGRSTFASAFAGYE  626

>WP_073501082.1 GTP-binding protein [Streptomyces paucisporeus]
 SHN01471.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
paucisporeus]
Length=678

 Score = 372 bits (955),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 233/662 (35%), Positives = 350/662 (53%), Gaps = 
27/662 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAH+DAGKT+LTE LLY++G I   GSV++G+T TD++ LERQRGITI
++AV
Sbjct  1    
MPSLNLGILAHIDAGKTSLTERLLYSAGVIDTIGSVDRGSTLTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QT +L   
LR++ 
Sbjct  61   
VSFTLGGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTAVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEA  174
            IPT++F+NK+D+ G DL   +  +  +L+ D++       + T   +  +    +T   
A
Sbjct  121  
IPTLVFVNKLDRRGADLDRTLAGIAARLTPDVVPLAAAEAQGTKDAAAALYDGADTGFTA  180

Query  175  --
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + +  ++D LL  ++    +   +L R    +   A + PVY GSA  G G+  
L+D
Sbjct  181  
RLTELLAGHDDDLLAAWVRDGTLPYPRLRRALAAQTGRALVHPVYAGSAVTGAGVDALID  240

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREK  288
             +  L    G      L GSVFK+E    G+R  Y+RL SGTL +RD V +    
AG  +



Sbjct  241  
GIAELLPGSGGDPRGPLGGSVFKMERGPAGERIAYVRLTSGTLAVRDRVPVYRDGAGVGE  300

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             +IT + +  +G  V   +A  G I  +     VR+ D++G+    P       P 
P L 
Sbjct  301  GRITALSVFDRGGDVPAASAAAGRIARVWGLGEVRIGDIVGEAAGTPGAAHHFAP-
PSLE  359

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  A R  L  AL QLA+ DPL+    D    EI +S  G VQ EV+ A L
++ +
Sbjct  360  
TVVVARRPADRAALHTALGQLAEQDPLINLRRDEDRGEIAVSLYGEVQKEVIQATLADDH  419

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++   +E + I++ER   + S    I+  PNPF A++GL + P   GSGV +   
V LG
Sbjct  420  
GVDVDFRETTTIHIERVTGSGSAVEFIKKDPNPFLATVGLRIDPAPPGSGVAWRREVELG  479

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPAD  515
             L  SF  AV + +   L QGL+GW VTDC +   +  Y             S  
ST  D
Sbjct  480  
SLPYSFFVAVEETVMSTLAQGLYGWQVTDCTVTMTHSGYSARQSHAHAVFDKSMSSTSGD  539

Query  516  FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET-
AQVKKDE  574
            FR++ P+VL +AL+++GT++ EP   F +  P + L        +  A     A  
+   
Sbjct  540  
FRNVTPLVLMEALRQAGTRVHEPMHRFTVELPSDALGAVLPALSRLRAVPRAPAPTRSGG  599

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  G+IPA  +      L   T+G     T    +    G+  ++PR     LD+  
++
Sbjct  600  
WLLEGDIPAARVHDLEQQLPTLTSGEGALETVFDHWAPVHGEIPLRPRSGPDPLDRKEYL  659

Query  635  FQ  636
             +
Sbjct  660  LR  661

>WP_030630763.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomyces]
Length=661



 Score = 371 bits (953),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 237/663 (36%), Positives = 348/663 (52%), Gaps = 
27/663 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT+TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEVGSVDAGTTQTDSMGLERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR+++
Sbjct  61   
ATFVLDDLKVNLIDTPGHADFISEVERALRVLDGAVLVVSAVEGVQPQTRILMRTLRRLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPE---
IVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +     +   +P+     L  +TD    
Sbjct  121  
IPTLVFVNKIDRNGARPDGVLREIRDRLTPAAVALSAAADAGTPQARATALGPDTDPEFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + + ND  L  Y+  E +  E+   EE   +     + PV+ GSA  G G
+  L
Sbjct  181  
VRVGELLADRNDAFLTAYLDEERVLTERDYAEELASQTARGLVHPVFLGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VCGIRELLPSVHGSQDAPLRATVFKVDRGVRGETVAYLRLISGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+  +G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFERGSATSDTRATAGDIAQARGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+  A   RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPADAGRLHAALRMLDEQDPSIDLRRDEENAAGAVVRLYGEVQKEILV  418



Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQ  459
            + L+E + +         + +E+P+      I ++    N FWA++GL V P    
+G+ 
Sbjct  419  
STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRMHNYFWATVGLHVGPAEPDAGIT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +   V LG L  +F  A+ + +   L  GLFGW VTDC +      + SPVS   
DFR  
Sbjct  479  
FRLAVELGSLPLAFHKAIEETVHTTLRHGLFGWQVTDCAVTLTRTGFASPVSAADDFREA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GTQ+ EP  SF L  P   LS       +  AT      ++D     
G
Sbjct  539  
TPLVLMDALRQAGTQVHEPVSSFELEVPAARLSLVLAKLAESGATPGVPTAERDIFRLEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVRHMF  635
             +P R +  +   +   T G  V L E +GY+ A GQP ++PR     P +R + + 
HM 
Sbjct  599  
TMPTRLVHDFHQRVPGLTGGEGVFLAEHRGYRPAAGQPPVRPRPEGPNPLNRDEYILHML  658

Query  636  QKV  638
            ++V
Sbjct  659  KRV  661

>SLJ87924.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. RU5A]
 SOC65437.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. RU26A]
 SOC68649.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. RU5M]
Length=657

 Score = 371 bits (953),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 227/639 (36%), Positives = 354/639 (55%), Gaps = 
30/639 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ INIGILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M 
+ERQRGITIQ+AV
Sbjct  1    



MRNINIGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L 
K+ 
Sbjct  61   
VSFAVNDVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEA  174
            IPT+ FINKID+ G   +S++  + DKL+   +         T +   E+  E N     
Sbjct  121  
IPTIFFINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFME  180

Query  175  WDA--VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
              A  + +NN++ LE+Y+ + + ++      E   + + A L+PV +GSA  G GI  
L+
Sbjct  181  
GLANRLADNNERFLERYLYSAKDVAPVDFELEFLEQFKQAQLYPVLFGSAITGEGIPHLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+      +  + +    G +FK+E     ++  Y+R++SG +++R++++     
+   
Sbjct  241  
TAIQNCHSSVHHENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGE  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
                  K+T ++    G+      A  G+IV +    + L D  +GD   +P     
E  
Sbjct  301  IIKFTNKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETL  356

Query  343  L--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q 
EV+ 
Sbjct  357  
FSPPSLVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIR  416

Query  401  ALLSE--
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
              L +  +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    
+G+
Sbjct  417  DQLKKDAQIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGI  474

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +Y   V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST 
+DFR 



Sbjct  475  
EYHLEVELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRK  534

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-VF  577
            L P+VL +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D
+V + 
Sbjct  535  LTPLVLMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMI  593

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             G IP + IQ+++  L  +T G  V L+E  GY+   G+
Sbjct  594  YGMIPIKNIQSFKNQLPGWTQGEGVLLSEFYGYEPFDGE  632

>WP_092655347.1 GTP-binding protein [Actinopolymorpha singaporensis]
 SDS89383.1 ribosomal protection tetracycline resistance protein 
[Actinopolymorpha 
singaporensis]
Length=672

 Score = 372 bits (954),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 233/669 (35%), Positives = 349/669 (52%), Gaps = 
37/669 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G TRTD++ LER+RGITI
++AV
Sbjct  1    
MKLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGNTRTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFELDGVTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----
KQTVSLSPEIVLEENTDIEA-  174
            IPT++F+NK+D+ G D   V   + +KL+  ++       Q    +  +  E + +  
A 
Sbjct  121  
IPTLLFVNKLDRGGADADRVYAEIAEKLTPAVVAMGRAYDQGTPRAGFVAYEPDDEAFAT  180

Query  175  --WDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               + + +++D  L  Y+ G+   ++   L  E   R   A + PV+ GSA  G
+GI  L
Sbjct  181  
AVAEVLADSDDAFLAAYVDGDGDVLTAGHLRHELAARTARAGVHPVFAGSAITGVGIDAL  240



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------  283
            +  +  L         A   G VFKV+    G++  Y+R++ G++ LRD + +       
Sbjct  241  
VAGIRDLLPTADGDPDAPASGEVFKVDRGPGGEKIAYVRMFDGSVHLRDRLPVVRPAGTG  300

Query  284  -----AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKR  337
                  G    K+T +++  +G          G+I  L     VR+ D +G P   
P + 
Sbjct  301  GAADGVGAPGSKVTGIQVFEQGAAPTRPVVRAGQIGRLTGLAGVRIGDTIGVPR--
PGRA  358

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                  P L T + P   + +  L  ALTQLA+ DPL+    D +  E+ +S  G 
VQ E
Sbjct  359  
THHFAPPTLETVVVPVRRSDKGALHLALTQLAEQDPLINLRQDDVRQELYVSLYGEVQKE  418

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            VV+  L+E+Y +E      SVI +ERP    +    I   PNP++A++GL V P   
GSG
Sbjct  419  
VVATTLAEEYGIEVEFARTSVICVERPTGKGAAFDLIGTDPNPYFATVGLRVEPARPGSG  478

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY----------  507
            V +   V LG +  +F  AV + ++  L QGL GW V D  +   +  YY          
Sbjct  479  
VSFGLDVELGSMPPAFFTAVEETVKETLRQGLCGWEVIDIAVFMTHSGYYARQSHSHGTF  538

Query  508  --
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
              S  ST  DFR L P+VL  AL+++GT + EP   F L  P + L+       +     
Sbjct  539  
DKSMSSTAGDFRYLTPLVLMAALRQAGTVVYEPAHRFHLECPADTLTTVVPALVRLGGVP  598

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
            ++ QV+    V  GEIPA  +   +  L   T G  +  +  + YQ   G    + 
R   
Sbjct  599  
DSQQVRGSGAVVEGEIPAARVHELQLQLPGLTRGEGMLDSAFERYQPVRGPAPTRARTDQ  658

Query  626  SRLDKVRHM  634
            + LD+  ++
Sbjct  659  NPLDRREYL  667

>WP_085809117.1 hypothetical protein, partial [Enterococcus faecium]
Length=202



 Score = 355 bits (910),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 160/201 (80%), Positives = 180/201 (90%), Gaps = 0/201 
(0%)

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDC
Sbjct  1    
PNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDC  60

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+D
Sbjct  61   
KICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYND  120

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            APKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+P
Sbjct  121  
APKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEP  180

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
            V QPRRPNSR+DKVR+MF K+
Sbjct  181  VCQPRRPNSRIDKVRYMFNKI  201

>WP_093748296.1 GTP-binding protein [Streptomyces sp. PAN_FS17]
 SED68086.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. PAN_FS17]
Length=680

 Score = 372 bits (954),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 347/655 (53%), Gaps = 
48/655 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   



VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+++V ++L+A ++   T +   +P           A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARYDAVLRAVSERLTASVVPMGTATALGTPGARFLPGLGTAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ GE  + ++L      R + A + PVY+GSA  G G+  L D +  
L 
Sbjct  181  ADLDDDLLTAYVEGE-
ATDDRLRTALAARTRQALVHPVYFGSAITGAGVDALTDGIRELL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--------------  284
               G      + G+VFKVE    G++  Y R++SGTLR RD +                 
Sbjct  240  
PAAGGDRDGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIRFGESGPSAEPGDGVDL  299

Query  285  -----------GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTR  332
                        R + +IT + +  +G  VR D    G I  L     +R+ D +G
+P  
Sbjct  300  
AHRHARPDPGDTRTEGRITAISVFDQGTDVRDDQVPAGRIAKLWGLADIRIGDTIGEP--  357

Query  333  LPRKRWRE--
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
              RK +     P P L T +AP     R  L  ALT+LA+ DPL+    D +  E  
+S 
Sbjct  358  --RKAYGHFFSP-
PTLETIVAPADGVDRRALHRALTRLAEQDPLIDLRHDEVRQETFVSL  414

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
             G VQ EV+ A L++ + L+   +E + + +ERP+ + +     +   NPF A+
+GL V 
Sbjct  415  
YGEVQKEVIQATLADDFGLDVTFRETTPLCVERPVGSGAAVEFNKKDGNPFLATVGLRVD  474

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY-------  503
            P   GSG+++   V LG +  +F  AV + +R  L QGL GW V DC +   +       
Sbjct  475  
PAPAGSGLEFRLEVELGSMPYAFFKAVEETVRETLGQGLHGWQVPDCTVTMTHSGYSPRQ  534

Query  504  -----
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
                 G   S  ST  DFR + P+VL +AL+ +GTQ+ EP   F L AP + L+      
Sbjct  535  
SHAHQGFDKSMSSTGYDFRGVTPLVLIEALRRAGTQVHEPLHHFRLEAPSDTLAALLPVL  594



Query  559  PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  
613
             +  AT ++ Q +  +    G +PA  +      L   T G     +    Y  A
Sbjct  595  ARLRATPQSTQTRGADCRLEGTVPAAHVHELEQQLPGLTRGEGELESAFDHYAPA  
649

>WP_020575777.1 GTP-binding protein [Actinopolymorpha alba]
Length=703

 Score = 372 bits (956),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 237/703 (34%), Positives = 357/703 (51%), Gaps = 
79/703 (11%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AHVDAGKT+LTE LL+ +G I E GSV+ G+T+TD++ LERQRGITI++AV SF  
+  
Sbjct  1    
MAHVDAGKTSLTERLLFGAGVIDEIGSVDDGSTQTDSLALERQRGITIKSAVVSFVINDV  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
             VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR+L   L+++NIPT
+IF+N
Sbjct  61   
TVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLMRTLQRLNIPTLIFVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQT--------
VSLSPEIVLEENTDIEAWDAVIE  180
            KID+ G D + V++ + ++L+  I+   T         + +P    +        D   
+
Sbjct  121  
KIDRGGADDERVLREIAERLTPAIVPMGTAEGLGARNAAFTPSTAADAEFVSRLVDLAAD  180

Query  181  NNDKLLEKYIAGE-----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            ++D  L  Y+A E     P  R +L R+ +R    A + PVY+GSA  G G+  L   
+T
Sbjct  181  HDDAFLTAYVADERAASYPTLRGELARQSRR----
ARVHPVYFGSAITGAGVDALTAGIT  236

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKI  291
             L    G      + G+VFKVE    G++  Y+RL++G +  RD ++     +   
+ K+
Sbjct  237  
ELLPASGGDADGPVSGTVFKVERGPAGEKIAYVRLFTGAINTRDLLSFGSEGSEGSEGKV  296

Query  292  TEMRIPSKGEIVRTDTAYPGEI-------
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-  343
            T + +  +G +VR  +   G+I        I   D+V    V G P    R  W  



DP  
Sbjct  297  TGIGVFERGSVVRRPSVSAGQIGKLWGLGGIQIGDTVARRVVGGGP--
YGRSPWGPDPTQ  354

Query  344  ---------------------
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
                                 P L   + P  AA ++ L  ALTQLA+ DPL+    
D +
Sbjct  355  
TTPDGPVDQNSRPPARRFFAPPTLEAVLTPSRAADKQVLHTALTQLAEQDPLINLRHDDV  414

Query  383  THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP---------
LKAASHTIH  433
              E  +S  G VQ EV+ A L+ ++ +E   +E + I +ERP         + A   
+ H
Sbjct  415  
RQETYVSLYGEVQKEVIQATLANEFGIEVSFRETTTICVERPIGTGAAMEKMGAGQTSPH  474

Query  434  IEVP------
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              V       PNPF A++GL + P  +G+GV++   V LG +  +F  AV + ++  
L Q
Sbjct  475  
QRVAPTLDQEPNPFLATVGLRIEPAPIGTGVEFRLEVELGAMPLAFFKAVEETVKETLRQ  534

Query  488  GLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKESGTQL  535
            GL+GW V DC +   +  Y             S  ST  DFR+L P+VL  AL++
+G+ +
Sbjct  535  
GLYGWQVIDCAVSMTHSGYAPRQSHAHGSFDKSMSSTGGDFRNLTPLVLMSALQQAGSLV  594

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
             EP   F L  P + L        +  A   T        +  GEIP   +   +  
L  
Sbjct  595  
HEPIHRFSLEIPADTLGGLLPVLSRVRAIPRTQATHGSTCLMEGEIPVARVHDLQRQLPE  654

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             T G  V  +    YQ   G+   + R  ++ LD+  ++ + V
Sbjct  655  LTRGEGVLESTFDHYQPVRGEVPTRSRTDHNPLDRKEYLLRVV  697

>SDD10449.1 ribosomal protection tetracycline resistance protein 
[Alloactinosynnema 
iranicum]
Length=645

 Score = 370 bits (951),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 235/654 (36%), Positives = 343/654 (52%), Gaps = 
28/654 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AHVDAGKT+LTE LLYA+G I   GSV++G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MRTVNLGIVAHVDAGKTSLTERLLYAAGVIDAVGSVDEGSTRTDTLELERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA+TR+L   
LR++ 
Sbjct  61   
VSFVVDGVTVNLIDTPGHPDFIAEVERVLTVLDGAVLVVSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--
LEENTDIEAWDAV  178
            IPT++F+NKID+ G    +      +KL A + +     L       L         
DA+
Sbjct  121  IPTLVFVNKIDRRGARCDAA-----
EKLGATVPMGSVSGLGTRGARYLPFGAGELPADAL  175

Query  179  IENNDKLLEKYIAGEPISREKLVREEQR-
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             EN+D  L  Y+ GE       VR+E R +   A   PV++GSA  G G+  L+  
VTGL
Sbjct  176  AENSDAFLAAYLDGEVGG----
VRDELRAQTGRAVAHPVFFGSAITGAGVAELISGVTGL  231

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                       + G+VFKVE    G++  Y RL+SGT+R R+ + + G +  K+T 
+ + 
Sbjct  232  LPAKESDADGPVTGTVFKVERGPAGEKIAYARLFSGTVRTRERLRV-
GDKIAKVTGISVF  290

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  VR D+   G I  L   D VR+ D +G P       +     P L T + P    
Sbjct  291  ERGSAVRRDSVEAGRIGKLWGLDDVRVGDPIGVPETAQDNAFFAP--
PTLETVVVPCHEP  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  L  ALT+LA+ DPL+    D    E  +S  G VQ EV+ A L++++ +E    
E 
Sbjct  349  
DRGALHVALTRLAEQDPLINLRYDGARREFSVSLYGEVQKEVIQATLADEFGVEAAFHET  408

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + +++ER + + +    I   PNPF A++GL V P   G+GV++   V LG +  
+F  A
Sbjct  409  
TTVHIERLVGSGAAVEFIGKEPNPFLATVGLRVDPAPAGAGVEFRLGVELGSMPFAFFTA  468



Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            V + +R  L QG  GW + DC +   +  Y             S  ST  DFR L 
P+VL
Sbjct  469  
VAETVRETLGQGPHGWEIPDCVVTMTHSGYAARQSHSGATFDKSMSSTAGDFRDLTPLVL  528

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+++GT + EP   F L  P + L        +          +    +  G 
+PA 
Sbjct  529  
MTALRQAGTVVHEPLHRFHLDIPADTLGAVLPVVARLRGVPRDQTPRGSSYLVAGVLPAA  588

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
             +    + L   T G +V       YQ   G    + R  N+ LD+  ++ + +
Sbjct  589  KVHELESLLPGLTRGEAVLECAFDHYQPIQGPIPTRARSDNNPLDRKEYLMRTL  
642

>WP_019068592.1 GTP-binding protein [Streptomyces hokutonensis]
Length=655

 Score = 371 bits (952),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 224/617 (36%), Positives = 331/617 (54%), Gaps = 
24/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAG+T+LTE LL+ +G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGRTSLTERLLHWAGVIDEIGSVDDGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G     +++ + ++L A ++   +V    +P           A   
+
Sbjct  121  
IPTLLFVNKIDRRGARHDDLLREISERLRAAVVPMGSVEDIGTPAAGFRPGLAPGAAAVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  Y+    +S + L      +   A + PVY+GSA  G G+  L+  +  



L 
Sbjct  181  ADHDDELLAAYVE-
NTVSYDLLRTALATQTHQAFVHPVYFGSAITGAGVDALITGIKELL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIP  297
                      L G+VFKVE    G++  Y R++SGTLR RD +      E+ K+T 
+ + 
Sbjct  240  
PAAEGDPQGPLSGTVFKVERGPAGEKVAYARMFSGTLRTRDRITFGDAGEEGKVTAISVF  299

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIAPKT  354
              G  +  D+   G I  L     +R+ D +G    +PRK +     P P L T + 
P  
Sbjct  300  DHGTDIGADSVPAGRIGRLRGLGEIRIGDAIG----VPRKAYEHFFAP-
PTLETVVVPGP  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EV+ A L++++ +    
+
Sbjct  355  
GADRRALHLALTQLAEQDPLIGLRHDEVRQETAVSLYGEVQKEVIQATLADEFGVHVTFR  414

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ERP+         +   NPF A++GL + P  +GSGV++   V LG +  
+F 
Sbjct  415  
ETTPLCIERPVGTGGAVEFNKKDENPFLATVGLRIDPAPVGSGVRFALEVELGAMPYAFF  474

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPI  522
             AV D +R  L QGL GW VTDC +   +            G   S  ST ADFR 
L P+
Sbjct  475  
KAVEDTVRETLGQGLHGWRVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLTPL  534

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            V  +AL+ +G+Q+ EP   F + AP + L           A   T + +    V  
G +P
Sbjct  535  
VFVEALRRAGSQVYEPMHRFRVEAPADTLGALLPVLAALRAVPGTTETRGALCVLEGVVP  594

Query  583  ARCIQAYRTDLAFYTNG  599
               +      L   T G
Sbjct  595  VAQVHGLERQLPGLTRG  611

>WP_049580573.1 GTP-binding protein [Streptomyces sp. SBT349]
Length=669



 Score = 371 bits (953),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 233/625 (37%), Positives = 331/625 (53%), Gaps = 
44/625 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+ +GAI E GSV+ G+TRTD+  LER+RGITI+
+AV +F
Sbjct  9    
LNLGILAHVDAGKTSLTERLLFDNGAIPELGSVDAGSTRTDSGDLERERGITIRSAVAAF  68

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN+VDTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L  +LRK+ 
+PT
Sbjct  69   
AVGDLQVNLVDTPGHPDFIAEVERALSVLDGAVLVLSAVEGVQAQTRVLMRSLRKLRLPT  128

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDIEAW  175
            ++F+NKID+ G   + ++  +R+KL+  ++   TV           P  + +      
A 
Sbjct  129  
LLFVNKIDRMGARPEGLLADIREKLAPHLVPMGTVRAPGTAAARAVPRALGDRGLGESAA  188

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + EN+D LL + + G P S  +L     R+     + PVY+GSA  G G   L   
V 
Sbjct  189  
ETLAENDDALLARLVEGSPPSAAELSGALARQTAAGLVHPVYFGSALTGEGTGHLTAGVR  248

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
                P       A  G+VF VE  + G++  YLRL+SG +R R  +    R+    
T   
Sbjct  249  
TFLPPPERDAGGAARGTVFAVERAEGGEKIAYLRLFSGEVRERQRLTFRRRDPSGATSE-  307

Query  296  IPSKGEIVRTD-----TAYP---------GEIVILPSDSVRLNDVLG-------
DPTRLP  334
              S G +V  D     +A P         G +  LP   +R+ D LG       +P   
P
Sbjct  308  --STGRVVGLDVIGAGSAAPRGRRRAGSIGRLRGLP--
RIRVGDRLGEAGDAGAEPHFSP  363

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                     P L T + P+   Q  RL  ALT LAD DPL+R          +L + 
G V
Sbjct  364  ---------
PSLETVVRPRQPGQEARLHAALTSLADEDPLIRIRPAGGGATSLLLY-GAV  413



Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EV+ A L   + +E V ++   +Y ERP+        +    + FWA+IGL V 
P   
Sbjct  414  
QREVIGARLRRAFGIEPVFEKIRPVYFERPVGVGESAQEMGPGTDEFWATIGLRVEPAPA  473

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            GSGV Y   V  G L ++F  A+ +     LEQGL GW VTDC +      Y +P 
S  A
Sbjct  474  
GSGVGYAHEVEWGALPRAFHRAIEESALRTLEQGLHGWEVTDCAVTLIRVGYCAPNSVAA  533

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL +AL+ +G+++ EP  S  +  P++ L           A I  +  
+   
Sbjct  534  
DFRHLTPVVLLRALRAAGSRVHEPCQSVEIEIPRDVLGGVVGALAALGADITGSGERGAS  593

Query  575  VVFTGEIPARCIQAYRTDLAFYTNG  599
             + T E+PAR +Q     L   T+G
Sbjct  594  WLVTAELPARLVQELTAALPGLTHG  618

>WP_105410658.1 GTP-binding protein [Paenibacillus sp. PCH8]
 PQP80112.1 GTP-binding protein [Paenibacillus sp. PCH8]
Length=662

 Score = 371 bits (952),  Expect = 2e-116, Method: Compositional 
matrix adjust.
 Identities = 226/654 (35%), Positives = 347/654 (53%), Gaps = 
31/654 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QA+
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQASMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L ++DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRIMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--------------
SPEIVLEENT  170
            I+INK+D+ G    +V++ +R  LS      QT  +              +P+ + 
+   
Sbjct  129  



IYINKLDRIGASASAVMEQIRSTLSPFACEIQTYQIHEDSFLGIDCLWNPNPDSLPDCTP  188

Query  171  DIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             I    + + E +++++E YI   P+S   L     + V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEMLAELDEEVMEAYIHENPLSPRVLNEVFLQHVHQGKMFPVCYGASGKGIGVTE  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DAV     P  +   + + G VFK+E      R  Y+R+Y G+L  RD++  + 
RE +
Sbjct  249  
LLDAVIEFLPPPAQPADSPVSGVVFKIERDRTMGRAAYVRMYGGSLYNRDSIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G P  +P       
PLP + 
Sbjct  309  EKVTQIRRMDGKKWADTGAVHAGQIATLYGLSDTHVGDIIGSPEGVP-------
PLPQMA  361

Query  348  T-----
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            T      +  K  AQ   L+ AL +L D +PLL  +      E+ L  +G +QLE+
+S+L
Sbjct  362  
TPLLTVQVHGKDPAQYPDLVAALQELTDEEPLLDLQWLPEERELHLKVMGTIQLEILSSL  421

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L  ++ L+ +   PSVIY E P  +    I   + P P WA +   + PL  GSG+ 
Y S
Sbjct  422  LMSRFGLDVMFDPPSVIYKETPRVSGEGYIAYTM-
PKPCWAVLRFRIEPLPRGSGLIYTS  480

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V   +L   +QN V+  I   L QGL GW VTD +I    G ++   + P DF    
P+
Sbjct  481  
TVRTDHLLLRYQNEVQRRIPEALSQGLLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPM  540

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             +   L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  
G +P
Sbjct  541  
GIMDGLARTGTTLLEPLLQFRLTIPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGLMP  600

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  
635
                  Y   L   T GR V  T   GYQ   V     + RR  S LD+ +++ 



Sbjct  601  LATSMDYPVKLRSETGGRGVLTTSFAGYQDCPVEVTHTRKRRGISPLDQSKYIL  
654

>WP_091451254.1 GTP-binding protein [Alloactinosynnema iranicum]
Length=646

 Score = 370 bits (951),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 235/654 (36%), Positives = 343/654 (52%), Gaps = 
28/654 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AHVDAGKT+LTE LLYA+G I   GSV++G+TRTDT+ LER+RGITI
++AV
Sbjct  2    
MRTVNLGIVAHVDAGKTSLTERLLYAAGVIDAVGSVDEGSTRTDTLELERRRGITIKSAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA+TR+L   
LR++ 
Sbjct  62   
VSFVVDGVTVNLIDTPGHPDFIAEVERVLTVLDGAVLVVSAVEGVQARTRVLMRTLRRLR  121

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--
LEENTDIEAWDAV  178
            IPT++F+NKID+ G    +      +KL A + +     L       L         
DA+
Sbjct  122  IPTLVFVNKIDRRGARCDAA-----
EKLGATVPMGSVSGLGTRGARYLPFGAGELPADAL  176

Query  179  IENNDKLLEKYIAGEPISREKLVREEQR-
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             EN+D  L  Y+ GE       VR+E R +   A   PV++GSA  G G+  L+  
VTGL
Sbjct  177  AENSDAFLAAYLDGEVGG----
VRDELRAQTGRAVAHPVFFGSAITGAGVAELISGVTGL  232

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                       + G+VFKVE    G++  Y RL+SGT+R R+ + + G +  K+T 
+ + 
Sbjct  233  LPAKESDADGPVTGTVFKVERGPAGEKIAYARLFSGTVRTRERLRV-
GDKIAKVTGISVF  291

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  VR D+   G I  L   D VR+ D +G P       +     P L T + P    
Sbjct  292  ERGSAVRRDSVEAGRIGKLWGLDDVRVGDPIGVPETAQDNAFFAP--
PTLETVVVPCHEP  349

Query  357  



QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  L  ALT+LA+ DPL+    D    E  +S  G VQ EV+ A L++++ +E    
E 
Sbjct  350  
DRGALHVALTRLAEQDPLINLRYDGARREFSVSLYGEVQKEVIQATLADEFGVEAAFHET  409

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + +++ER + + +    I   PNPF A++GL V P   G+GV++   V LG +  
+F  A
Sbjct  410  
TTVHIERLVGSGAAVEFIGKEPNPFLATVGLRVDPAPAGAGVEFRLGVELGSMPFAFFTA  469

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            V + +R  L QG  GW + DC +   +  Y             S  ST  DFR L 
P+VL
Sbjct  470  
VAETVRETLGQGPHGWEIPDCVVTMTHSGYAARQSHSGATFDKSMSSTAGDFRDLTPLVL  529

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+++GT + EP   F L  P + L        +          +    +  G 
+PA 
Sbjct  530  
MTALRQAGTVVHEPLHRFHLDIPADTLGAVLPVVARLRGVPRDQTPRGSSYLVAGVLPAA  589

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
             +    + L   T G +V       YQ   G    + R  N+ LD+  ++ + +
Sbjct  590  KVHELESLLPGLTRGEAVLECAFDHYQPIQGPIPTRARSDNNPLDRKEYLMRTL  
643

>WP_029197645.1 GTP-binding protein [Paenibacillus alginolyticus]
Length=669

 Score = 371 bits (953),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 229/633 (36%), Positives = 350/633 (55%), Gaps = 
34/633 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD+M +ER+RGI++++A 
TSF 
Sbjct  12   
NVGIFAHVDAGKTTTTEHILYHSGRIRSLGSVDNGTAQTDSMDVERERGISVRSATTSFS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL++SA +GVQ+QT +++H L+ + 
IPT+
Sbjct  72   



WKDTLINLVDTPGHVDFLSEVERSLRVMDGAILIVSAVEGVQSQTEMIWHTLQSLKIPTL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +++NK+D+ G D + V++ +  +L+       A +  + T   +  ++ ++ T+  
A + 
Sbjct  132  
LYMNKMDRVGADPERVLRDIHKQLTELAVPIYAPLGREDTFRGAANVLTDDATETVAAEG  191

Query  178  V------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            V             E ++++L  YI G PI   ++    QR  +    FP+  G++ 
KGL
Sbjct  192  
VRGFDLASAVEKLSELDERMLTSYIEGAPIEAREVKATLQRYARQGQAFPLLVGASSKGL  251

Query  226  GIQPLMDAVTGLFQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--  281
            GI+ LM+A+       G  GSA   L   VFKVE      R  Y+RLY GT+R 
RDTV  
Sbjct  252  GIKELMEAILDYLP--
GPSGSAEQPLSAVVFKVERDKTMGRMAYVRLYEGTIRNRDTVVN  309

Query  282  ALAGREKLKITEMRI--PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRW  338
               G E+ K+T++R     K E +   TA  G+I  +     VR+ DVLG    +P    
Sbjct  310  VTQGVEE-KVTQIRKIDGRKAEDIGVVTA--
GDIAAVCGLTQVRIGDVLGRADSVPPA--  364

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             +  +P+L   +  ++ AQ   L+ AL +L D DPLL  +      E+ +  +G 
+QLE+
Sbjct  365  
PQMAVPLLTVQVHAESEAQYPALVAALQELTDEDPLLDLQWLQEERELHVKVMGAIQLEI  424

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +++LLS ++ L+    +PSVIY E P +A    I   + P P WA +   + P + 
GSG+
Sbjct  425  LTSLLSSRFGLQARFDQPSVIYKETPSQAGEGFIAYTM-
PKPCWAILRFRIEPGAPGSGL  483

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             YES V   +L   +QN V   +   L+QGL GW VTD K+    G ++   + P 
DF  
Sbjct  484  
VYESLVRGEHLLVQYQNEVARRVPEALQQGLLGWEVTDLKVTLVEGEHHVWHTHPLDFAV  543

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
              P+ + Q L ++GT LLEP L   +  P+E+  +   D  +  A  ++ Q+     
V  



Sbjct  544  
ATPMGIIQGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRAVFDSPQMTGGRFVVE  603

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G +P      Y   L+  + GR V  +   GYQ
Sbjct  604  GRLPVATSLEYPVKLSAMSGGRGVITSSFSGYQ  636

>CMY16859.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=288

 Score = 358 bits (918),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 173/259 (67%), Positives = 207/259 (80%), Gaps = 0/259 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYT  259
               +G + LCG+VFK+EYT
Sbjct  241  STHRGQSELCGNVFKIEYT  259

>WP_015847478.1 GTP-binding protein [Paenibacillus sp. JDR-2]
 ACT04542.1 small GTP-binding protein [Paenibacillus sp. JDR-2]
Length=656



 Score = 370 bits (951),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 227/622 (36%), Positives = 335/622 (54%), Gaps = 
24/622 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +L+ SG     GSV+ GT  TD M +ER+RGI+++AA 
TSF 
Sbjct  11   
NVGIFAHVDAGKTTTTEHMLFVSGRTRALGSVDAGTALTDWMDVERERGISVRAATTSFV  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++ ALRK+ 
IPT+
Sbjct  71   
WRDTTINLVDTPGHVDFLSEVERSLRVMDGAVLIVSAVEGVQAQTEMIWSALRKLGIPTI  130

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW---------  175
            I+INK+D+ G D ++V++ +R  L+ D I  Q   +  E     +TD  +W         
Sbjct  131  IYINKMDRIGADREAVLRDIRSYLTPDFIEVQH-PIGSEQQFAGSTD--
SWGTDADEEAR  187

Query  176  ----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                +AV E N++LL++YI+GE    E          + A LFPV YG++ KG+G+  
LM
Sbjct  188  TALAEAVAERNEELLQQYISGEA---
EDWKSHATGMTKRAELFPVLYGASGKGIGVNELM  244

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLK  290
            DAV       G    A L G VFK+E      R  ++RLY GT+R RD +    +  
+ K
Sbjct  245  
DAVIDYLPESGGNREAPLSGIVFKIERDKTMGRMAFVRLYEGTMRNRDVIRNYTQNIEEK  304

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T++R               G+I  +   S VR+ D++G P  +P +     PL  
++  
Sbjct  305  
VTQIRKVEGSRSEDLGMLEAGDIAAVCGMSHVRIGDIIGVPGAVPEEVRLAVPLLTVQAH  364

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
             A +   Q    + AL +L+D DPLL  +      E+ +  +G +QLE+++++L  
+Y L
Sbjct  365  WADQQ--
QYPAAVAALQELSDEDPLLDVQWLQDERELHVKVMGPIQLEILTSVLENRYGL  422

Query  410  



ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +PSVIY E P +     I   + P P WA +   + P   GSG+ YE+ V    
L
Sbjct  423  QVSFGQPSVIYKETPSQPGEGYIAY-
LMPKPCWAILRFRIEPGERGSGLLYEAFVRSEDL  481

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               +QN V   +   L+QGL GW V D K+    G ++   + P DF    P+ +   
L 
Sbjct  482  
LPQYQNEVARRVPEALQQGLKGWEVVDLKVTLIEGQHHVWHTHPLDFVVATPMAIMNGLD  541

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT+LLEP L F +  P+E   R  +D      T E   ++ D ++  G +PA     
Y
Sbjct  542  
SVGTKLLEPVLQFRIVVPEENGGRVMNDIVLMRGTFEAPSLQGDRLLIEGRVPAATSLEY  601

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L   T GR    T   GY+
Sbjct  602  SMELNSLTKGRGTMATFFAGYE  623

>OAX48496.1 Tetracycline resistance protein TetO [Paenibacillus sp. 
AD87]
Length=657

 Score = 370 bits (951),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 227/639 (36%), Positives = 354/639 (55%), Gaps = 
30/639 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INI ILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M 
+ERQRGITIQ+AV
Sbjct  1    
MKNINIWILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L 
K+ 
Sbjct  61   
VSFTVNNVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEA  174
            IPT+ FINKID+ G   +S++  + DKL+   +         T +   E+  E N     
Sbjct  121  
IPTIFFINKIDRMGARYESLLTEIHDKLTPHALSMGFVNNIGTSAAHMELFTENNQKFME  180



Query  175  WDA--VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
              A  + +NN++ LE+Y+ + + ++ +    E   + + A L+PV +GSA  G GI  
L+
Sbjct  181  
GLANRLADNNERFLERYLYSAKDLAPDDFESEFLEQFKQAQLYPVLFGSAITGEGIPHLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+      +  + +    G +FK+E     ++  Y+R++SG +++R++++     
+   
Sbjct  241  
TAIQNCHSSVHYENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGE  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
                  K+T ++    G+      A  G+IV +    + L D  +GD   +P     
E  
Sbjct  301  IIKFTNKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETL  356

Query  343  L--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q 
EV+ 
Sbjct  357  
FSPPSLVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIR  416

Query  401  ALLSE--
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
              L +  +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    
+G+
Sbjct  417  DQLKKDAQIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGI  474

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +Y   V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST 
+DFR 
Sbjct  475  
EYHLEVELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRK  534

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-VF  577
            L P+VL +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D
+V + 
Sbjct  535  LTPLVLMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMI  593

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             G IP + IQ+++  L  +T G  V L+E  GY+   G+
Sbjct  594  YGMIPIKNIQSFKNQLPGWTQGEGVLLSEFYGYEPFDGE  632



>WP_023362944.1 GTP-binding protein [Actinoplanes friuliensis]
 AGZ42572.1 tetracycline resistance protein [Actinoplanes 
friuliensis DSM 
7358]
Length=634

 Score = 370 bits (949),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 239/653 (37%), Positives = 339/653 (52%), Gaps = 
38/653 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL  +G I   GSV+ G+TRTDT+ LER+RGITI
+AAV
Sbjct  1    
MPSLNLGILAHVDAGKTSLTERLLLHAGVIDHLGSVDAGSTRTDTLDLERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   L 
++ 
Sbjct  61   
VSFAIGDLTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRTLNRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IP +IF+NKID+ G   ++++  +R +L+   +   TV  + +P   +   TD    
+ +
Sbjct  121  IPALIFVNKIDRTGA--
RNLLTELRTRLTPAAVALDTVHDAGTPAAHVGPWTDPALGNVL  178

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++DKLL   + GE +  +  +  + RR   A ++PV  GSA  G G+  L  A
+T L 
Sbjct  179  ADHDDKLLTALVTGEHVDLQHELAAQTRR---
ALVYPVLSGSAITGAGVPELAAALTTLL  235

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                      L G+VFKVE  D G++  Y RL+SGTLR+RD          ++T + 
+ +
Sbjct  236  PAASGDPDGPLSGTVFKVERGDAGEKIAYARLFSGTLRVRDRTPTG-----
RVTALTVFT  290

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                 R   A  G I  L    +VR+ D LG P   P         P L T + P   
A 
Sbjct  291  DAGARRGSCATAGSIAQLRGLPAVRIGDALGTP---
PPAAGHLFAPPTLETVVEPADPAD  347

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALT+LAD DPL+     ++ H++ LS  G VQ EV+ A L++ Y L    
+E +
Sbjct  348  RGALYAALTELADQDPLI-----
NLRHDLALSLYGEVQKEVIQATLADAYGLHVTFRETT  402

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             I +ERP      T   E+   PF A+IGL V P   G+G+ +   V LG +  +F  
AV
Sbjct  403  TICVERPTGTGEAT--EEIGTGPFLATIGLRVEP---
GTGITFGLGVELGSMPPAFFKAV  457

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             + +   L QGL GW VTDC +      Y+            S  ST  DFR L P
+VL 
Sbjct  458  
EEAVHDTLTQGLHGWQVTDCAVTLTRNGYWARQSHSHGTFDKSMSSTAGDFRLLTPLVLM  517

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+ +GT++LEP   F L  P + L                  +     V  G+
+PA  
Sbjct  518  
EALRRAGTRVLEPIHRFTLELPADLLGTVLPVLGALRGVPLQTDLHGTVCVVEGDLPAAH  577

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            +   +  L   T G  V       +    G    + R  +  LD+  ++ + V
Sbjct  578  VHEMQQRLPALTRGEGVLDATFDHHAPVTGPAPRRTRTDHDPLDRKNYLLRTV  
630

>WP_093868422.1 GTP-binding protein [Streptomyces sp. KS_5]
 SEE81026.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. KS_5]
Length=680

 Score = 371 bits (953),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 233/655 (36%), Positives = 347/655 (53%), Gaps = 
48/655 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDAGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFALDDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+++V ++L+A ++   T +   +P           A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARYDAVLRAVSERLTASVVPMGTATALGTPGAHFLPGLGTAALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ GE  + ++L      R + A + PVY+GSA  G G+  L D +  
L 
Sbjct  181  ADLDDDLLTAYVEGE-
ATDDRLRTALAARTRQALVHPVYFGSAITGAGVDALTDGIRELL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--------------  284
               G      + G+VFKVE    G++  Y R++SGTLR RD +                 
Sbjct  240  
PAAGGDRDGPVSGTVFKVERGPAGEKVAYARMFSGTLRTRDRIRFGESGPSAEPGDGVDL  299

Query  285  -----------GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTR  332
                        R + +IT + +  +G  VR D    G I  L     +R+ D +G
+P  
Sbjct  300  
AHRHARPDPGDTRTEGRITAISVFDQGTDVRDDQVPAGRIAKLWGLVDIRIGDTIGEP--  357

Query  333  LPRKRWRE--
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
              RK +     P P L T +AP     R  L  ALT+LA+ DPL+    D +  E  
+S 
Sbjct  358  --RKAYGHFFSP-
PTLETIVAPADGVDRRALHRALTRLAEQDPLIDLRHDEVRQETFVSL  414

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
             G VQ EV+ A L++ + L+   +E + + +ERP+ + +     +   NPF A+
+GL V 
Sbjct  415  
YGEVQKEVIQATLADDFGLDVTFRETTPLCVERPVGSGAAVEFNKKDGNPFLATVGLRVD  474

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY-------  503
            P   GSG+++   V LG +  +F  AV + +R  L QGL GW V DC +   +       
Sbjct  475  
PAPAGSGLEFRLEVELGSMPYAFFKAVEETVRETLGQGLHGWQVPDCTVTMTHSGYSPRQ  534

Query  504  -----
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558



                 G   S  ST  DFR + P+VL +AL+ +GTQ+ EP   F L AP + L+      
Sbjct  535  
SHAHQGFDKSMSSTGYDFRGVTPLVLIEALRRAGTQVHEPLHHFRLEAPSDTLAALLPVL  594

Query  559  PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  
613
             +  AT ++ Q +  +    G +PA  +      L   T G     +    Y  A
Sbjct  595  ARLRATPQSTQTRGADCRLEGTVPAAHVHELEQQLPGLTRGEGELESAFDHYAPA  
649

>KOV96771.1 GTP-binding protein [Streptomyces sp. NRRL B-3648]
Length=662

 Score = 370 bits (951),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 238/649 (37%), Positives = 339/649 (52%), Gaps = 
36/649 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAG+T+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGRTSLTERLLHTAGVIDEVGSVDAGSTTTDTLALERQRGITIRSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++D PGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FPLDGVTVNLIDAPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAVIE  180
            T++F+NKID+ G    +V++ +  +L+  ++   T +   +            A 
+A+ +
Sbjct  121  
TLVFVNKIDRRGARDTAVLRQMDRRLAVPLVPMGTAAGLGTRAARFRPGLGPAALEALAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+  +  
L   
Sbjct  181  WDDGLLAAYLDGG-
VPAGRLRRALAAQTRSASVHPVYFGSAVTGAGVPELITGIERLLPT  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GR----
EKLKITEMR  295
                    L G+VFK+E    G+R  Y RL+SGTLR+RD +    GR    E  +
+T + 
Sbjct  240  
AAGDPDGPLSGTVFKIERGQAGERAAYARLFSGTLRVRDRITFGDGRRGVGEAGRVTALN  299



Query  296  IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAP  352
            +   G   R D+A  G IV +     +R+ D LG      R R  E     P L T 
+ P
Sbjct  300  VFEHGTDTRADSAGAGRIVKVWGLGGIRIGDPLG-----
VRDRPYEHHFAPPTLETVVVP  354

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                 R  L  ALT+LA+ DPL+    D    E  +S  G VQ EVV A L+++Y 
L   
Sbjct  355  
GPGTDRRSLHLALTRLAEQDPLIGVRHDEPRGETSVSLYGEVQKEVVQATLADEYGLAVG  414

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + + +ERP+ +       +   NPF A++GL V P   G+G+ +   V  G 
+  +
Sbjct  415  
FRETTTLCVERPVGSGHAVEFDKKDGNPFLATVGLRVDPAPPGAGIAFRREVEPGSMPYA  474

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV D +R  L QGL GW VTDC +   +  Y             S  ST  
DFR L 
Sbjct  475  
FFKAVEDTVRETLGQGLHGWQVTDCTVAMTHSGYSPRQSHAHQRFDKSMSSTGHDFRGLT  534

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL+ +GT + EP   F L AP + L        +  A  E++       V  
G 
Sbjct  535  
PLVLTEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGAVPESSGTHAAVCVPEGV  594

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNS  626
            +PA  + A    L   T G     T    Y      PV +   P RP +
Sbjct  595  VPAARVHALEQRLPGPTRGEGELETAFDHY-----APVTRGTVPERPRT  638

>WP_090951708.1 GTP-binding protein [Paenibacillus sp. OK060]
Length=652

 Score = 370 bits (951),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 225/634 (35%), Positives = 351/634 (55%), Gaps = 
30/634 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTV  60



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L K+ 
IPT+ 
Sbjct  61   
NNVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIK------QTVSLSPEIVLEENTDI--
EAWDA  177
            FINKID+ G   +S++  + DKL+   +         T +   E+  E N     +  
+ 
Sbjct  121  
FINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFMEDLANR  180

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +NN + LE+Y+ + E ++ +    E   + + A L+PV +GSA  G GI  L+ 
A+  
Sbjct  181  
LADNNGRFLERYLYSSEELAPDDFESEFLEQFKQAQLYPVLFGSAITGEGIPHLITAIQN  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------  289
                +  + +    G VFK+E     ++  Y+R++SG +++R+++      +        
Sbjct  241  
CHSSVHYENTPFTRGRVFKIERGKNDEKIAYVRVFSGEIKIRESLTYYRMNQTGEIIKFT  300

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPL--PM  345
             K+T ++    G+      A  G+IV +    + L D  +GD   +P     E     
P 
Sbjct  301  NKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETLFSPPS  356

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV+   
L +
Sbjct  357  
LVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQLKK  416

Query  406  --
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    +G+
+Y   
Sbjct  417  DAQIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGIEYHLE  474

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST +DFR L 
P+V
Sbjct  475  



VELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLTPLV  534

Query  524  LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIP  582
            L +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V +  
G IP
Sbjct  535  LMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYGMIP  593

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             + IQ+++  L  +T G  V L+E  GYQ+  G+
Sbjct  594  IKNIQSFKNQLPGWTQGEGVLLSEFYGYQSFDGE  627

>WP_054968289.1 GTP-binding protein [Alicyclobacillus ferrooxydans]
 KPV44575.1 GTP-binding protein [Alicyclobacillus ferrooxydans]
Length=664

 Score = 370 bits (951),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 227/629 (36%), Positives = 343/629 (55%), Gaps = 
30/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +L+ SG +   G V++GT+ TD + +ERQRGI++
+AAVT ++
Sbjct  14   
NIGIVAHVDAGKTTTTEQMLFRSGRLKILGRVDEGTSHTDWLEVERQRGISVRAAVTRYE  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+ C VN++DTPGH+DF AEV RSL VLDGAILV+SA +GVQ  T  L+HAL +
+NIPT+
Sbjct  74   
WNGCTVNLIDTPGHIDFSAEVERSLRVLDGAILVVSAAEGVQGYTETLWHALSELNIPTL  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---------------
SLSPEIVLEEN  169
            I++NK+D+ G +LQ V+  ++  LS  I+  Q V               +  PE++ 
E +
Sbjct  134  
IYVNKVDRVGTELQDVIHQLKSILSPSIVPIQQVDADGPPFSAVASVFATSHPELLEELH  193

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T       + EN++ L E Y+ G+    + L+   +++V+    FPV +G++ KG
+G+  
Sbjct  194  T------
VLAENDEALFEAYVEGQRPDVQTLMSALKKQVRLRLAFPVLFGASLKGIGVAE  247

Query  230  LMDAVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--  286
            LMDAV   L +P GE     + G VFKVE      R  Y+RL+SG ++ RD+V    



R  
Sbjct  248  LMDAVVDYLPRPRGEIND-
PMSGVVFKVERHPSQGRVTYVRLFSGQMKNRDSVVNQTRSV  306

Query  287  -EKL-
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
             EK+ +I ++ + +  ++        G +  L     ++ DV GDP     +  +   
+P
Sbjct  307  VEKVNQIRQIDVSTYHDVGWLGAGDVGALYGL--
SQAQIGDVFGDPGPEFIRNAKSLSVP  364

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   + P+      +L++AL +L   DP L  E      E+ +  +G +QLEV+  
++ 
Sbjct  365  
LLTVQVLPERDDDYMQLVEALMELNLEDPSLSAEWMQEEREVHIKAMGTIQLEVLQEMIL  424

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +++ L     EPSVIY E P ++A   +   + P P WA +   + PL  GSGV Y
++ V
Sbjct  425  DRFGLRVSFTEPSVIYKETPKQSAEGFVAYTM-
PKPCWAVLRFMIEPLPRGSGVLYQAHV  483

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
                L Q +QN V   +   LEQGLFGW VTD +I    G ++   + P DF    
P+ +
Sbjct  484  
RTDDLLQRYQNEVERRVPEALEQGLFGWEVTDLRITLVEGQHHVWHTHPLDFVVATPMGI  543

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
               L+ +G+QLLEP L F L  P+ +  R  +D        +     +      G 
IP  
Sbjct  544  
MDGLQNAGSQLLEPILEFKLSVPEGFSGRVLNDLSVMRGDFQNPFTSRGRFSVEGTIPLA  603

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
                Y   LA  T GR V  T    Y+ A
Sbjct  604  TSLEYPVKLAMLTGGRGVFTTRFLEYREA  632

>WP_046231214.1 GTP-binding protein [Paenibacillus algorifonticola]
 SFF13554.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
algorifonticola]
Length=658

 Score = 370 bits (951),  Expect = 3e-116, Method: Compositional 
matrix adjust.
 Identities = 223/624 (36%), Positives = 345/624 (55%), Gaps = 
25/624 (4%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG     GSV+ GTT TD+M +ER RGI+++AA
+T+ +
Sbjct  10   
NVGIFAHVDAGKTTTTEHMLYVSGRTRTLGSVDTGTTITDSMEVERARGISVRAAMTALE  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    V +VDTPGH+DFL+EV R+L V+DGA+L++SA +GVQAQT ++++ALRK+ 
IPT+
Sbjct  70   
WQGTHVQLVDTPGHVDFLSEVERALRVMDGAVLIVSAVEGVQAQTELIWNALRKLRIPTL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS------
PEIVLEENTDIEA----  174
            I+INK+D+ G D ++V+  +R  L+AD++  Q    S       E +  E+ D +A    
Sbjct  130  
IYINKMDRVGADYEAVLADIRSYLTADLLAVQRPLGSEQQFAGSEDLWAEDADADARTAL  189

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E +++LLE+Y++GE +   +   E   + + A ++PV YG++ KG+G+Q L
+ A+
Sbjct  190  
LEAMAEQDERLLERYVSGEEVPLAEWRAEAAAKARRAEVYPVLYGASSKGIGVQALLGAM  249

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITE  293
                   G +  A   G VFK+E      R  Y+RLY G +R RD V     +   
K+T+
Sbjct  250  
VEYLPAPGGEAEAPPSGIVFKIERDKVMGRMAYIRLYQGKIRNRDVVRNFTQQMDEKVTQ  309

Query  294  MRIPSKGEIVRTDTAYPGEI------
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +R   K +  R++ A  GE+       +     VR+ D++G P  +P +      
+P+L 
Sbjct  310  IR---KMDGFRSEDA--GELAAGGIAAVCGMSHVRIGDIIGSPDAVPEE--
ARLAVPLLT  362

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
                   A     ++ ALT+L+D DPLL  +      E+ +  +G +QLE++++++ 
++Y
Sbjct  363  
VQAHWGDAQHYPAMVQALTELSDEDPLLNVQWLQDERELHVKVMGPIQLEILTSVIEQRY  422

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L     +PSVIY E   +A    I   + P P WA +   + P   GSG+QY S 
V   
Sbjct  423  GLSVRFGQPSVIYKETLEEAGEGYISY-



LMPKPCWAVLRFRMEPGERGSGLQYASVVRSE  481

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +Q+ V   +   LEQGL+GW V D K+    G ++   + P DF    P+ 
+   
Sbjct  482  
DLLPQYQSEVARRVPEALEQGLYGWEVVDLKVTLIEGQHHVWHTHPLDFAVATPMGIMNG  541

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L   GT+LLEP L F +  P+E   R  +D      T     +  D ++  G IPA    
Sbjct  542  
LASVGTRLLEPILQFRIVVPEEAGGRVMNDLSLMRGTFGAPVLHGDRMIIEGRIPAATSL  601

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  +L+  T GR    T   GY+
Sbjct  602  EYAVELSSLTKGRGTIATFFAGYE  625

>WP_030560687.1 GTP-binding protein [Streptomyces aureocirculatus]
Length=675

 Score = 371 bits (952),  Expect = 4e-116, Method: Compositional 
matrix adjust.
 Identities = 239/661 (36%), Positives = 345/661 (52%), Gaps = 
33/661 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+TRTDT+ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHTAGVIDEVGSVDDGSTRTDTLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLAIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDIEA  174
            T++F+NK+D+ G + + V+  +  KL        + D    +T    P    + +     
Sbjct  121  
TLVFVNKVDRGGANPERVLADLARKLTPAVTPLGTVDAPGTRTAHYVPYATDDPDFTARL  180

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + E++D LL  Y+ G  +  ++L      + + A + PV  GSA  G GI  L 
DA+
Sbjct  181  
AELLAEHDDALLSAYVEGTALRHDELHTALAAQTRRALVHPVLLGSAMTGTGIDALTDAI  240



Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---------  285
              L           + G+VFKVE    G++  Y R++SGT+R+RD V + G         
Sbjct  241  
KELLPAAPCAADGPVAGTVFKVERGLAGEKVAYARMFSGTVRVRDRVRVGGAGGGSVSGS  300

Query  286  -REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLP-
RKRWRED-  341
               K K+T + +  +G     D    G+I +L     VR+ DVLG    +P R R 
R   
Sbjct  301  
KNAKDKVTGIGVFEQGTAAPRDAVSAGQIALLWGLRGVRIGDVLGHERDVPERHRARHHF  360

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T + P+  + R  L  ALTQLA+ DPL+    D +  EI +S  G VQ 
EV+ A
Sbjct  361  
APPTLETVVEPRHPSDRAALHSALTQLAEQDPLIGLRQDPLRQEISVSLYGEVQKEVIEA  420

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+ ++ +    +E + I +ER +   +    I+  PNPF A++GL V P  
+GSGV++ 
Sbjct  421  
TLAAEFGVGADFRETTTICVERVVGIGAAVEIIDTDPNPFLATVGLRVEPAPVGSGVEFR  480

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SP  509
              V LG +  +F  AV + +   L QG  GW V DC +   +  Y+            
S 
Sbjct  481  
LGVELGSMPYAFFKAVEETVGETLRQGPHGWEVPDCLVTMTHSGYWPRQSHAHAVFDKSM  540

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST  DFR L P+VL  AL+ +GT++ EP   F L  P +          +  A   
T  
Sbjct  541  
SSTAGDFRQLTPLVLMDALRRAGTRVHEPMHRFRLTVPADVFGTLLPALGRLRAVPHTPT  600

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
                  V  G +PA  +      L   T G     T    Y    G P  +PR  +
+ LD
Sbjct  601  
AHGSTYVVDGVVPAARVHGLEQALPGLTRGEGELETAFDHYAPVHGTPPGRPRTDHNPLD  660

Query  630  K  630
            +
Sbjct  661  R  661



>WP_099161420.1 GTP-binding protein [Micromonospora sp. WMMA2032]
 ATO13623.1 GTP-binding protein [Micromonospora sp. WMMA2032]
Length=651

 Score = 370 bits (950),  Expect = 4e-116, Method: Compositional 
matrix adjust.
 Identities = 221/626 (35%), Positives = 339/626 (54%), Gaps = 
21/626 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA+S PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALVNLGIVAHVDAGKTSLTERLLYEAGAVSRPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS      ++N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLRINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIE-AWD  176
            +PTV+F+NK+D+ G D+  V+  VR +L A  ++  TV+    +   V     D E   
+
Sbjct  121  
VPTVVFLNKVDRRGADVDRVLAQVRQRLGARPVLLTTVTGQGGAEARVRAVGLDAEPVIE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            AV E +D +  +++  EP+    + R  +  V+ A L PV  GSA  G G++ L + 
+  
Sbjct  181  
AVAEVDDPVAARWLTNEPVRVRDVRRAIRSAVRRAELTPVACGSAITGAGVRQLCNLLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P G +    L G+VF V+    G RR +LRL+SG L++RD V LAG     +T
++ +
Sbjct  241  LL-PRGAERDGPLAGTVFAVDRDGHG-
RRAWLRLWSGRLQVRDRVQLAGSRPQTVTQIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +   G+I  +   S R+   +GDP   PR+     P P  +  + P    
Sbjct  299  IEPAGVLVRPSVSAGQIAAVRGVSARIGQHIGDP---
PRRHVYRFPPPTRQAVVEPVEPE  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL++++Y +       
Sbjct  356  



QRLAMFAGLAELADEDPLVDLRLDEREAEAVIRLHGEVQKEVLAALMADRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S   +ER     +         NP+ A +GL +    +G G+++   V  G L  
+F  A
Sbjct  416  
STACIERVAGTGTAEERANERGNPYLAGLGLRIEAAPVGHGIEFRPGVEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
              +G+R  L QG +GW VTDC +      Y+            S  S  ADFR
+LAP+V+
Sbjct  476  
TEEGVRAALRQGRYGWPVTDCTVTMTASRYWPRQSSSHQKFAKSMSSVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ +P   F +  PQ  +        +  A +    +    +  +G 
+P+ 
Sbjct  536  
AAALRRAGTRVCQPVERFDVNLPQRAVETVMALLGRLGAVVHDTTLAGGYLEVSGTLPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +      L   T G +V  T    Y
Sbjct  596  RVPQVVAALPDLTGGEAVLSTTFDHY  621

>WP_037780130.1 GTP-binding protein [Streptomyces sp. CNH099]
Length=683

 Score = 371 bits (952),  Expect = 4e-116, Method: Compositional 
matrix adjust.
 Identities = 234/672 (35%), Positives = 353/672 (53%), Gaps = 
39/672 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LLYA+G + E GSV+ G+TRTD++ LER+RGITI+
+AV SF
Sbjct  7    
LNLGILAHVDAGKTSLTERLLYAAGVVEEVGSVDDGSTRTDSLALERRRGITIKSAVVSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  ALR++ 
IPT
Sbjct  67   
ALDGLTVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRALRRLAIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------SLSP----
EIVLEENTD  171
            ++F+NK D+ G    ++V+ +  KL+   +   +V        + +P          
+ D



Sbjct  127  
LVFVNKTDRRGARGDALVRDIAAKLAPGAVAMGSVPGLGTRAAAFTPYGPDHPDGPGDPD  186

Query  172  IEAW-----DAVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
              A+     D +  ++D LL  Y+  E  ++  +L +    +   A + PVY+GSA  
G 
Sbjct  187  
GAAFTGRLADVLAVHDDALLADYVTDEAAVTYRRLRKGLAEQTAGALVHPVYFGSAATGA  246

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI  L   +  L         A   G+VFKVE    G++  Y+R+ +GT++ R  +    
Sbjct  247  
GIAELTAGIRELLPAFTGDPDAPAAGTVFKVERGPGGEKVAYVRVLAGTVQTRRELPYGD  306

Query  286  REKLKITE----MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND----
VLGDPTRLPRK  336
             ++  +TE    + +  +G +V       G I ++     VR+ D     +G   R    
Sbjct  307  
GDRAPVTEKVTGVEVFDQGAVVPAAGVPAGRIALVRGLAGVRIGDAVGAAVGSAGRAGDA  366

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
            R      P L T + P+ AA R  L  AL QLA+ DPL+    D I  E+ +S  G 
VQ 
Sbjct  367  
RRHHFAPPTLETVVVPERAADRGALHAALFQLAEQDPLIALRQDDIRQELYVSLYGEVQK  426

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+ A L+++Y L    +E SVI++ER   A +     +   NPF A++GL V P   
G+
Sbjct  427  
EVIGATLADEYGLPVSFRESSVIHVERLAGAGAAYEKGDTDTNPFLATVGLRVEPAPPGT  486

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------  507
            GV +   V LG +  +F  AV D +R  L QGL GW + D ++   +  Y+         
Sbjct  487  
GVVFGLAVELGSMPYAFFKAVEDTVRATLRQGLSGWEIPDVRVTMTHSGYWPRQSHAHQG  546

Query  508  ---
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
               +  ST ADFR + P+VL  ALK +GT++ EP   F L AP++ +   +       
A 
Sbjct  547  
FSKAMSSTGADFRGITPLVLADALKRAGTRVHEPVQRFRLEAPEDTVPALWPAFAALDAV  606

Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            ++   V+    V  GE+PA  +      L   T G  V  +    Y+   G   +
+PR  
Sbjct  607  



VDAQVVRGGIAVLEGEVPAARVHGLERRLPGLTRGEGVLESAFGRYREVRGPAPVRPRTD  666

Query  625  NSRLDKVRHMFQ  636
            ++ LD+  ++  
Sbjct  667  HNPLDRKEYLLH  678

>WP_088645945.1 GTP-binding protein [Micromonospora wenchangensis]
 OWV03453.1 GTP-binding protein [Micromonospora wenchangensis]
Length=655

 Score = 370 bits (950),  Expect = 4e-116, Method: Compositional 
matrix adjust.
 Identities = 226/658 (34%), Positives = 345/658 (52%), Gaps = 
25/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD+M +ER+RGITI
++AV
Sbjct  1    
MGSLNIGIVAHVDAGKTSLTERLLHHTGVIDQVGSVDAGSTQTDSMEMERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R+L VLDGA+LV+S  +GVQAQTRIL   L 
++ 
Sbjct  61   
VSFTIDGLRVNLIDTPGHPDFIAEVERALRVLDGAVLVVSCVEGVQAQTRILMRTLIRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDI  172
            IP +IF NKID+ G     ++  + +KL+   +   TV+          P  + E 
N   
Sbjct  121  
IPVLIFANKIDRGGARHHELLHDIGEKLTPRRLAMSTVTGPGTAQARSVPLPLSEGNRAA  180

Query  173  EAWDAVIENNDKLLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +   +D  LE Y++      E   R E  R+V+ A + PVY+GSA  G G+  
L+
Sbjct  181  
SVADLLAGRSDDFLESYLSDTARLSETDYRAELVRQVRRAQVVPVYFGSAVTGEGVDELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             AV     P G   SA L  S+FK+++   G++  Y R+++G L  R+ V    R 
+   
Sbjct  241  
RAVREFLPPPGGDPSARLRASIFKIDWAPGGEKVAYARVHAGRLTAREPVDTYRRGRTGE  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
                  + T +R+ + G       A PG+I  +     VR+ D LG P  LP   +    



Sbjct  301  
VVEGHGRTTSVRVFTHGTTTHETVAGPGDIATVYGLAQVRVGDQLGSPEGLPSGGYFAP-  359

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T +      Q  R    L +LA+ DPL+    D     I ++  G VQ 
EVV  L
Sbjct  360  -
PSLETVVRAARPDQNARFYRCLLRLAEEDPLIDVRRDETDRTISVALYGEVQREVVKGL  418

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            + +++ +E V +E + +Y+E+ ++   H + + +  N F A++GL + P   G+GV
+Y  
Sbjct  419  MLDRHGIEMVFEETTTVYVEK-VEGTGHGLEV-
IRHNEFPATVGLRIEPAPTGTGVRYRI  476

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V  G L  +F  A+ + +R  L QGL+GW V DC +      Y+SPV++  DFR 
L P+
Sbjct  477  
AVEPGGLPAAFHRAIEETVRRTLRQGLYGWEVVDCVVTLTDTAYFSPVTSAGDFRKLTPL  536

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ +GT + EP   F +  P + +           A ++    +       
G IP
Sbjct  537  
VLMAALRTAGTTVHEPVNRFEVEVPDDTVHAVISRLAAARAVVDRCDTRGPVSRLHGTIP  596

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQK  637
            A  +      L   ++G  V +    G++   G P  +PR    P  R + + H+  
+
Sbjct  597  
ASSVHDIERQLPGLSHGEGVFVATPSGHRRLAGNPPTRPRTDGNPLHRREYLTHVLGR  654

>WP_098381402.1 GTP-binding protein [Enterococcus faecium]
 PEY08897.1 GTP-binding protein [Enterococcus faecium]
Length=272

 Score = 357 bits (915),  Expect = 4e-116, Method: Compositional 
matrix adjust.
 Identities = 173/267 (65%), Positives = 211/267 (79%), Gaps = 0/267 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F  
Sbjct  186  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYS  245

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVY  267
               +  + LCG+VFK+EY++  QR  Y
Sbjct  246  STYRKKSELCGNVFKIEYSEERQRLAY  272

>SDS20277.1 ribosomal protection tetracycline resistance protein 
[Actinopolymorpha 
singaporensis]
Length=662

 Score = 370 bits (950),  Expect = 5e-116, Method: Compositional 
matrix adjust.
 Identities = 230/666 (35%), Positives = 361/666 (54%), Gaps = 
33/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ +N+GI+AHVDAGKT+LTE LL+ +G I+  GSV+ G T+TD++ LER+RGITI
++AV
Sbjct  2    
VRTLNLGIVAHVDAGKTSLTERLLHLAGVIARVGSVDAGDTQTDSLELERRRGITIRSAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  62   
VSFVLDGVSVNLIDTPGHPDFVAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  121

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEEN  169
            IP ++F+NK+D+ G D   V   + ++L+  ++               V+  PE   



+E 
Sbjct  122  
IPVLVFVNKVDRGGADTGRVFGEIGERLTPAVVAMGRVLGEGTGGAGFVAYGPE---DEA  178

Query  170  TDIEAWDAVIENNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                A + + + +++ L  ++ G  E ++  ++ RE   RV +  ++PV++GSA  
G G+
Sbjct  179  
FVAGACEVLADVDEEFLAAWVDGGAEVVTGGRVRRELVCRVAEGRVYPVFFGSAITGAGV  238

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----  283
              L+D + GL   +  +  A   G+VFKVE    G++  YLR+++G LR+R+ V      
Sbjct  239  
AELVDGIIGLLPAVEGEVDAPAAGTVFKVERGPAGEKVAYLRMFAGELRVRERVRFGGGD  298

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
             G E  K+T + +  +G +V   +   G I  +     VR+ D LG+P     +++    
Sbjct  299  
GGGEGEKVTAIGVFEQGAVVTRPSVTAGRIAKVWGLSGVRIGDRLGEPGTGVGQQYFAP-  357

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P     + RL  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A 
Sbjct  358  -
PTLETVVVPVRVGDKGRLHVALTQLAEQDPLINLRQDDVRGELYVSLYGEVQKEVVEAT  416

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+ +Y ++   +E + I +ER L + S    +    NPF +++GL V P  +GSGV
+ E 
Sbjct  417  
LALEYGIDVTFRETTPICVERVLGSGSAVEVLGRNENPFLSTVGLRVDPAPVGSGVRVEL  476

Query  463  RVSLGYLN-------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
             V L  +        + F+ A+R+ I   L+QGL GW VTDC +      Y SP +   
D
Sbjct  477  
DVKLELIPLYVFKSVEEFRQALRNTIVETLQQGLHGWQVTDCVVTLTDSGYVSPETGAGD  536

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
             R L P+VL  AL+++GT + EP   F L  P + L        +         V+    
Sbjct  537  
VRKLTPLVLMSALRQAGTVVCEPVHRFRLEFPADTLGAVLPLLGRLRGVPGAPLVRGSSG  596

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVR  632
            V  G+IPA  +   +  L   T+G  V  +    ++   G    +PR    P +R 
+ ++



Sbjct  597  
VLEGDIPAAMVHELQQHLPGVTHGEGVLESAFDHHEPVRGAFPTRPRTDLNPLNRKEYLQ  656

Query  633  HMFQKV  638
            H+ + V
Sbjct  657  HVLRGV  662

>SOD49833.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. Ag82_G6-1]
Length=655

 Score = 370 bits (949),  Expect = 5e-116, Method: Compositional 
matrix adjust.
 Identities = 240/649 (37%), Positives = 347/649 (53%), Gaps = 
39/649 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LER+RGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERRRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L VLDG ++VISA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVVVISAVEGVQAQTRVLMRTLRRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEA  174
            T++F+NKID++G   ++V++ +  +L+  I+   T +         +P           
A
Sbjct  121  TLLFVNKIDRSGARHEAVLREISARLTPAIVPMGTAAGLGTRAARFTPGFA-----
PAAA  175

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D +  ++D LL  Y+    ++   L      + ++A + PVY+GSA  G G++ L
+  +
Sbjct  176  LDVLTGHDDALLAAYVE-
NTVTDASLHGSLAAQTREALVHPVYFGSAATGAGVEALLSGI  234

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKIT  292
              L           +  +VFKV+    G++  Y R++SGTLR RD V     G E  
+IT
Sbjct  235  
ESLLPAADGDPDGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRVPFGTDGAEG-RIT  293

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--



DPLPMLRTT  349
             + +   G   R D+   G I  L     +R+ D +G+    PRK +     P P 
L T 
Sbjct  294  GISVFGHGTDTREDSVAAGRIARLTGLGDIRIGDAIGE----PRKAYEHFFAP-
PTLETV  348

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+E
+Y L
Sbjct  349  
VVPGPGVNRGALHLALTQLAEQDPLIGLRRDERRQETSVSLYGEVQKEVIQATLAEEYGL  408

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E + + +ERP+         +  PNPF A++GL V P  +GSGV +   V 
LG +
Sbjct  409  
DVTFRETTPLCVERPVGTGQAVEFNKKDPNPFLATVGLRVDPAPVGSGVGFRLEVELGSM  468

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFR  517
              +F  AV D +R  L+QGL GW VTDC +   +            G   S  ST 
ADFR
Sbjct  469  
PYAFFKAVEDTVRETLDQGLHGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFR  528

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             + P+VL +AL+ +GT++ EP   F + AP + L           A  ET + ++D  
V 
Sbjct  529  
GVTPLVLIEALRRAGTRVHEPLHRFRVEAPADTLGALLPVLAGLGAVPETTRNREDVCVL  588

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             G +PA  + A    L   T G     +    Y A V    I P RP +
Sbjct  589  EGTVPAARVHALEQKLPGLTRGEGELESSFAHY-APVTHGTI-PERPRT  635

>WP_014444434.1 GTP-binding protein [Actinoplanes missouriensis]
 BAL89540.1 putative tetracycline resistance protein [Actinoplanes 
missouriensis 
431]
Length=651

 Score = 370 bits (949),  Expect = 6e-116, Method: Compositional 
matrix adjust.
 Identities = 228/643 (35%), Positives = 344/643 (53%), Gaps = 
28/643 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LL+ +GA+  PGSV+ GTTRTD+M LER+RGITI
+AAV



Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLFEAGAVRSPGSVDDGTTRTDSMDLERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       VN++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSIDLGGLTVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------
IVLEENTDIE  173
            +PT+ F+NK+D+ G D+  VV  +R +L+   ++  TV+   +       I L+    
+E
Sbjct  121  
VPTLFFLNKVDRRGADVGRVVTQLRQRLATRPVLLTTVTDQGQTHARVRPIALDSEPVVE  180

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               AV E +D +  ++++GEP+    + R  +R V+ A L PV  GSA  G G+ P 
+  
Sbjct  181  ---AVAEADDTVAGRWLSGEPVPARDVRRVIRRSVRRAELSPVTCGSAITGAGV-
PQLRR  236

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +     P  ++    L G+VF V+    G RR ++RL+SG+LR+RD VALAG     
+T+
Sbjct  237  ILAELLPRCDERDGPLAGTVFAVDRDRHG-
RRAWVRLWSGSLRVRDRVALAGDRPQTVTQ  295

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + +     +    +A  G+I  +   S R+   +GDP   PR+     P P  +  
+ P 
Sbjct  296  IAVSEPDGVQVRPSASAGQIAAIRGLSARIGQHVGDP---
PRRNLYRFPPPTRQALVEPV  352

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               QR  L   L +LAD DPL+   +D    E ++   G VQ EV++ALL ++Y +    
Sbjct  353  
EPGQRLALFAGLAELADEDPLVDLRLDEHQAEAVIRLHGEVQKEVIAALLEDRYGVRVRF  412

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                   +ER     +    I+   NP+ A +GL +    +G G+++   V  G L  
+F
Sbjct  413  
SGTLTACIERVTGTGAAEDRIKERGNPYLAGVGLRIEAAPVGHGIEFRPGVEPGRLPPAF  472

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAP  521
              A  +G+R GL QGL GW VTDC +      YY   S P            ADFR 



LAP
Sbjct  473  
VAATEEGVRAGLRQGLSGWPVTDCTVTMTSSQYYPRQSRPHQKFDKSISSVAADFRHLAP  532

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +V+  AL+ +G+++ +P   F +  P            ++ A I         +  
+G +
Sbjct  533  
VVVTAALRRAGSRVCQPVERFDVNVPHHVFDAVTALLGRFGAVISDTVEAGGHLEVSGVL  592

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR  623
            P+  +      L   T G +V       Y    G +P + PRR
Sbjct  593  PSSRVPQVVAVLPDLTGGEAVLTATFDHYAPVTGEEPPVLPRR  635

>WP_036670278.1 GTP-binding protein [Paenibacillus sp. FSL R5-192]
 ETT37011.1 small GTP-binding protein [Paenibacillus sp. FSL R5-192]
Length=662

 Score = 370 bits (950),  Expect = 6e-116, Method: Compositional 
matrix adjust.
 Identities = 222/624 (36%), Positives = 335/624 (54%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSETIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      Q   L        + +   N D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQAYQLHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E +++++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEEVMEGYIQETPLSQRDLNEAFLRYVHQGEVFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288



            L+DAV     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDAVLAFLPPPEQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIYNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             KIT++R     +   T   + G+I  +   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKITQIRRMDGRKWADTGAVHAGQIATMYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLMSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFRIEPLPRGSGLIYTSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LARTGTTLLEPLLQFRLTVPEEYGGKALSDLVYMRATFEAPVIGNGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR +  T   GYQ
Sbjct  606  DYPLKLRSETSGRGMLTTSFAGYQ  629

>AKJ08846.1 GTP-binding protein [Streptomyces incarnatus]
Length=657

 Score = 370 bits (949),  Expect = 6e-116, Method: Compositional 
matrix adjust.
 Identities = 235/641 (37%), Positives = 343/641 (54%), Gaps = 
32/641 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            + +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+TRTD++ LER+RGITI+ 
AV 
Sbjct  6    
RTLNLGILAHVDAGKTSLTERLLYAAGVIEEIGSVDAGSTRTDSLELERRRGITIRTAVA  65

Query  62   SF----
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +F          VN+VDTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
L+
Sbjct  66   
NFLLGSGGSAVSVNLVDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLK  125

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------------
KQTVSLSPEIV  165
            ++ IPT++FINK D+ G D   V++ +  +L   +I              + V+ 
+PE  
Sbjct  126  
RLGIPTLLFINKADRRGADDARVLREIERRLDVPVIPMVRIADGLGTADARAVAFAPE--  183

Query  166  LEENTDIEAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
             +        DA+  ++D LL+ ++     ++ E+L      + +   + PVY 
GSA  G
Sbjct  184  -
DSAFTQNLLDALTLHDDTLLDAFVTDARSVTYERLRTALAAQARAGRVHPVYAGSAISG  242

Query  225  LGIQPLMDAVTGLFQPIG-
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
             G+  L++ +   F PIG       L G VFKVE    G++  Y+RL+SG LR+ D 
V +
Sbjct  243  TGVAELLEGIR-
EFLPIGCGDAGEPLSGRVFKVERGKSGEKIAYVRLFSGELRVCDRVPV  301

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWRED  341
            AGRE  K+T++ +  +G + R  +   G+I +L     VR+ D +G +P   P +     
Sbjct  302  AGREG-
KVTDLAVFDRGAVERRASVRAGQIAVLRGLADVRIGDGIGREPDDRPYRHVFAP  360

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T + P   A R  L  ALTQLA+ DPL+    D    ++ +S  G VQ 
EV++ 
Sbjct  361  --
PSLETVVVPAEPADRGALHLALTQLAEQDPLIGLRRDPEGQDLSVSLYGEVQQEVLAT  418

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+E+Y L    +E + I +ER     +    ++   NPF A++GL V P  +G 
GV + 
Sbjct  419  
TLAEEYGLTVAFRETTPICVERVTGTGAAYEILDHDGNPFLATVGLRVEPAPVGGGVVFR  478

Query  462  



SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L   F  AV + +   L QGL+GW V DC +   +  + S  ST  +FR
+L P
Sbjct  479  
REVELGSLPLGFMRAVEETVHATLRQGLYGWQVPDCVVTMTHSGFCSIRSTAGEFRALTP  538

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+ +GT + EP   F L  PQ   +       +  A  +   V  D  V  
G +
Sbjct  539  
LVLMTALRRAGTVVHEPMHRFRLEFPQGACAVVLSALARRRAVADPPVVLGDAYVVGGHL  598

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            PA  +     +L   T G  V  T    +     +P   PR
Sbjct  599  PADQVHGLEAELPELTGGEGVLETAFDHH-----RPATAPR  634

>WP_012893562.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptosporangium 
roseum]
 ACZ89832.1 small GTP-binding protein [Streptosporangium roseum DSM 
43021]
Length=657

 Score = 370 bits (949),  Expect = 6e-116, Method: Compositional 
matrix adjust.
 Identities = 235/667 (35%), Positives = 357/667 (54%), Gaps = 
44/667 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TDT  +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGSTQTDTGDIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQAQTR+L   
LRKM 
Sbjct  61   
ASFTVGTSQVNLIDTPGHSDFISEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRKMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIVL----
EENTDI  172
            +PT++F+NKID+AG   + ++  +R KLS  ++    ++Q  S +   V       
++  
Sbjct  121  
LPTLVFVNKIDRAGARHEEMLADIRRKLSPQVVPMNAVRQAGSPAARTVPISLDGPDSRS  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E++D LL   +AG   +  +++ E + +     L PV++GSA  G GI+ 



L+D
Sbjct  181  
RVAEILAESDDTLLADLVAGSIPTAGRVLAEVRAQTAAGLLHPVFFGSALTGQGIEALID  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             ++ L  P    G      +VF VE    G++  YLR++SG LR R           
+IT
Sbjct  241  
GISRLLPPARGTGDGDPRATVFAVERGGAGEKVAYLRMHSGELRARQ----------RIT  290

Query  293  EMRIPSKGEI---------------VRTDT--AYPGEIV-
ILPSDSVRLNDVLGDPTRLP  334
              R+ + G++               VR +   A  G+I  +     +R+ D +G    
L 
Sbjct  291  
SYRLEADGDVSENSEQITALHVIGPVRREAHQAAAGDIAKVWGLSRIRVGDQVGSARGLA  350

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
             +       P L     PK A Q  RL  AL  LAD DPL+           +L + 
G V
Sbjct  351  GQSHFAP--
PTLEALARPKQAEQAARLHAALVSLADQDPLIHTRAVPGEGTSVLLY-GEV  407

Query  395  QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLS  453
            Q +V++  L  ++ +E V ++   +++ERP+        I E  P  F+A++GL V 
P +
Sbjct  408  
QKDVIAETLLHEFGVEAVFEQSRTVHLERPVGVGEACEEIGEHGPGGFFATVGLRVEP-A  466

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
             G G+ +   V LG L + F  A+ D +R  LEQGL GW VT C +      Y 
+PVST 
Sbjct  467  
TGPGITFRREVELGSLPRPFHRAIEDTVRRTLEQGLHGWAVTGCLVTLTRTGYAAPVSTA  526

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR L P+VL +AL  +GT++ EP  +F L  P + LS          A I  +    
+
Sbjct  527  
GDFRGLTPLVLMRALDIAGTRVYEPCHAFELEVPPDGLSAVTAQLAALGADIMESSGGTE  586

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDK  630
                 G+IPAR ++ +   L   ++G  V  +   G +  +G   ++ R    P 
+R + 
Sbjct  587  
TWSVKGDIPARRVREFERQLPGLSHGEGVWWSRPSGDRPVLGPVPVRARSDGNPLNRSEY  646

Query  631  VRHMFQK  637



            +RH+ Q+
Sbjct  647  LRHLAQR  653

>WP_040950387.1 GTP-binding protein [Gorillibacterium massiliense]
Length=659

 Score = 370 bits (949),  Expect = 6e-116, Method: Compositional 
matrix adjust.
 Identities = 225/647 (35%), Positives = 353/647 (55%), Gaps = 
21/647 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+G+ AHVDAGKTT TE +LY  G I  PG V+ GT++TD + +ER+RGI++QAA 
TSF 
Sbjct  8    
NVGVFAHVDAGKTTTTEYMLYECGKIRAPGKVDTGTSQTDWLDVERERGISVQAASTSFL  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RS+ V+DGA+L++SA +GVQAQT  ++HALR 
MNIPT+
Sbjct  68   
WKDTAINLVDTPGHVDFLSEVERSMRVMDGAVLLVSAVEGVQAQTEAVWHALRTMNIPTI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-----
ADIIIKQTVSLSPEIVLEENTDIEAW---D  176
            +++NK+D+ G D +  +  +R  L+       I + +  + +    L +N  I A+   
D
Sbjct  128  
VYLNKMDRVGADPERTLAEIRRVLTPVAIPVQIPVGREQAYTGNCSLWQNPGIGAFSLQD  187

Query  177  AV---
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            AV    E +D +LE+Y+ GE +S E+L +      +    FPV +G + +G+G+  
L+DA
Sbjct  188  
AVERLAEADDAILERYLNGESLSPEELRQALDELARTGLAFPVLFGCSARGIGVAELLDA  247

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +              + G VFK+E      +  Y+R+Y GT+R R  V  A R    
KIT
Sbjct  248  
IVEFLPEPKGSAEEPVSGVVFKIERHKTMGKLAYVRMYGGTIRNRAAVFNATRNVHEKIT  307

Query  293  EMRI--PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            ++R     +GE +    A  G+I  +    S ++ D+LG+P  +P +     PL M
+R  
Sbjct  308  QIRRMEGQRGEDIGLLAA--
GDIAAVCGLTSAQVGDILGNPAGVPPQLRMAVPLLMVR--  363



Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +       ++ A+ +LA+ DPLL  +      E+ ++ +G +QLE+++A++  
+++L
Sbjct  364  
VYWQQEQDYPAVVAAMQELAEEDPLLGMQWHRQERELHINVMGPIQLEILTAVMKARFQL  423

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +PSVIY E P + A    +    P P WA +   + P   GSG+ Y+ +V    
L
Sbjct  424  DVTFGQPSVIYKETPSRTA-
EGFYAYTMPKPCWAILRFLIEPGERGSGLVYQGQVRTEDL  482

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               +Q  V   +   L QGL GW VTD K+   YG ++   + P DF    P+ + 
+ L+
Sbjct  483  
LLQYQKQVERQVPEALLQGLRGWEVTDLKVTLLYGEHHVWHTHPLDFVVATPVAIMEGLQ  542

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT LLEP LSF +  P+E   +   D  +  A     +   D +   G+IP      
Y
Sbjct  543  
AAGTTLLEPLLSFRITVPEELGGKVMADLAQMRAEFSPPETAGDRMTVEGKIPVATSLDY  602

Query  590  RTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
               L+  + GR   +T   GYQ A  G  V +PR   + LD  R++ 
Sbjct  603  SVKLSSQSKGRGTMVTSFWGYQPAPPGTDVSRPRIGVNPLDHSRYIL  649

>WP_083678877.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 PIH55908.1 hypothetical protein CS562_29355 [Paenibacillus sp. LK1]
Length=652

 Score = 369 bits (948),  Expect = 7e-116, Method: Compositional 
matrix adjust.
 Identities = 222/632 (35%), Positives = 348/632 (55%), Gaps = 
26/632 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTV  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L K+ 
IPT+ 
Sbjct  61   



NDVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLRIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIK------QTVSLSPEIVLEENTDI--
EAWDA  177
            FINKID+ G   +S++  + DKL+   +         T +   E+  E N     +  
+ 
Sbjct  121  
FINKIDRVGARYESLLTEIHDKLTPHALAMGFVYNIGTSAAHMELFTENNQKFMEDLANR  180

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +NN++ LE+Y+ + E ++ +    E   + + A L+PV +GSA  G GI  L+ 
A+  
Sbjct  181  
LADNNERFLERYLYSSEELAPDDFESEFLEQFKQAQLYPVLFGSAITGRGIPHLITAIQN  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------  289
                +  + +    G VFK+E     ++  Y+R++SG +++R+++      +        
Sbjct  241  
CHSSVHYENTPFTRGRVFKIERGKNDEKIAYVRVFSGEIKIRESLTYYRMNQTGEIIKFT  300

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPL--PM  345
             K+T ++    G+      A  G+IV +    + L D  +GD   +P     E     
P 
Sbjct  301  NKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETLFSPPS  356

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV+   
L +
Sbjct  357  
LVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQLKK  416

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
              +++    E   IY+E+P+        +    NPF+++IG  + P    +G++Y   
V 
Sbjct  417  
DAQIDIEFLETQPIYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNLRSTGIEYHLEVE  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST +DFR L P
+VL 
Sbjct  477  
LGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLTPLVLM  536

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPAR  584
            +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V +  G 
IP +



Sbjct  537  RALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYGMIPIK  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             IQ+++  L  +T G  V L+E  GY+   G+
Sbjct  596  NIQSFKNQLPGWTQGEGVLLSEFYGYEPFDGE  627

>EEL45061.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
Rock3-42]
Length=629

 Score = 369 bits (946),  Expect = 7e-116, Method: Compositional 
matrix adjust.
 Identities = 218/638 (34%), Positives = 348/638 (55%), Gaps = 
31/638 (5%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            +TE +LY +  I E G V+ G T+TD+M LERQRGITI+A+V SF     KVN+
+DTPGH
Sbjct  1    
MTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASVVSFFIDDVKVNVIDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
             DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID++G 
+ +
Sbjct  61   
ADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLNIPTILFVNKIDRSGANTE  120

Query  139  SVVQSVRDKLSADII----IKQTVSLSPEIVLEENTDIEAWDAVIEN----
NDKLLEKYI  190
             VV+ ++  LS +      ++   +    I+     + +++D  IE     N+ 
LLE Y+
Sbjct  121  KVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYDDCIERLAPYNESLLESYV  175

Query  191  
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC  250
              + ++   L  E  +++  A+++P+++GSA  G+G+  L++ ++ L           
L 
Sbjct  176  
NNKIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVTELLENISALLPANNSSQDEELS  235

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
            G VFK+E    G++  Y+R++SG L +R  V +   + L    KI +M +   G  
V+T 
Sbjct  236  
GIVFKIEREPSGEKIAYVRVFSGNLHVRKYVHIQRDQSLPHKEKIKKMCMFHNGNAVQTS  295

Query  307  TAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD--  363
            T   GE   +   + +++ D++G  T   +     +P         PK     ER+ 
D  
Sbjct  296  TVPSGEFCRVWGLNDIKIGDIIGKRTDYIKDIHFAEPQMEAAIDALPK-----
ERIHDLY  350

Query  364  -
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DPL++   D + +E+ +   G VQ EV++  L EKY L+       V
+ +E
Sbjct  351  
AALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIATTLFEKYNLQVTFSNTRVVCIE  410

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P+   S    +    NPF+A++G  V    L SG+ Y+  V LG L  +F  A+ 
D + 
Sbjct  411  
KPIGIGSSVEVMGEKANPFYATVGFKVERGELNSGITYKLGVELGSLPLAFHKAIEDTVF  470

Query  483  
YGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  ALK++ T + EP   
F
Sbjct  471  
QTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALKQAETYVYEPVNEF  530

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             L  P++ +S A +      AT        D    TG +P    ++++  L  +T 
G  V
Sbjct  531  
ELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPVAKTESFKRMLHSFTEGEGV  590

Query  603  CLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
              T+  G+   +  P+   +R    P +R D + H+ +
Sbjct  591  FTTKPAGFTKLMA-PLPTRKRVDYNPLNRKDYLLHVLK  627

>WP_091069160.1 GTP-binding protein [Paenibacillus sp. NFR01]
 SET96417.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. NFR01]
Length=658

 Score = 369 bits (948),  Expect = 8e-116, Method: Compositional 
matrix adjust.
 Identities = 222/624 (36%), Positives = 347/624 (56%), Gaps = 
23/624 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIGI AHVDAGKTT TE LLY SG I   GSV+ GT  TD++ +ERQRGI+++AA
+ SF



Sbjct  9    
INIGIFAHVDAGKTTTTEHLLYESGRIRNLGSVDSGTAVTDSLEVERQRGISVRAALASF  68

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ ++++ALRK
+NIPT
Sbjct  69   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLNIPT  128

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL------
SPEIVLEENTDIEA---  174
            ++F+NK+D+ G D  +V+      LS +II  Q   L        E + ++  +  
A   
Sbjct  129  
LVFMNKLDRTGADPAAVLAQAHAYLSENIIPVQRPLLDGLDYAGAEDLWDDGAEPAARTG  188

Query  175  -WDAVIENNDKLLEKYIA-GEP---
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              + + E ++ LLE+Y++ GEP     RE      ++R    +++P+ YG+A KG
+GI  
Sbjct  189  LLEMIAERDEALLERYMSEGEPDFAAWREWF----
RQRTTTGTMYPLVYGAAAKGMGITA  244

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DA+   F   G    A + G V+ ++      R  ++RLY G +R RDTV L  
++ +
Sbjct  245  
LLDAMLDYFPRAGGNPDAPVSGIVYNIQRDKAMGRMAFVRLYQGRVRNRDTVKLHLQDAE  304

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R    G          G+I +L    + R+ D++GDP  +P +   +  
+P+L 
Sbjct  305  AKVTQIRKVEGGRAEDVGELAAGDIAVLYGLSTARIGDIIGDPDPVPAE--
AKLAVPLLT  362

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +         +++ AL +LAD DPLL  +      E+ +  +G +QLEV+ ++L  
+Y
Sbjct  363  
ARVFWDADTDERQVIFALGELADEDPLLDAQWLQEERELHIKVMGPIQLEVLDSVLESRY  422

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    +PSVIY E P +A    I   + P P WA +  ++ P   GSG+QY S 
V   
Sbjct  423  GLKVTFGQPSVIYKETPAQAGEGYIAY-
LMPKPCWAILRFAIEPGPRGSGLQYASVVRSS  481

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527



             L   +QN     +   L+QGL GW VTD K+    G ++   + P DF    P+ 
+   
Sbjct  482  
DLLPQYQNETARRVPEALQQGLRGWEVTDLKVTLVEGNHHVWHTHPLDFAVATPMGIMDG  541

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT+LLEP L   +  P+E   R  +D  +   + E   ++ + ++  G +P     
Sbjct  542  
LARTGTKLLEPILQVRIVVPEENGGRVMNDLIQMRGSFEPPVLQGERMIIEGRLPLATSL  601

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L+ +T GRS   +   GY+
Sbjct  602  EYPVTLSSFTKGRSTFTSFFAGYE  625

>WP_073827900.1 GTP-binding protein [Micromonospora sp. TSRI0369]
 OKJ45324.1 GTP-binding protein [Micromonospora sp. TSRI0369]
Length=651

 Score = 369 bits (948),  Expect = 8e-116, Method: Compositional 
matrix adjust.
 Identities = 230/653 (35%), Positives = 343/653 (53%), Gaps = 
43/653 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA+SEPGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVSEPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       +N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLSINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLE  167
            +PTV F+NK+D+ G D+      +R +L A  ++  TV+             L  E 
V+ 
Sbjct  121  
VPTVFFLNKVDRRGADVGRATAELRRRLGARPVLLTTVAGQGGREARVRAVRLDAEPVVA  180

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            E         V E +D +  +++  +P+    + R  +  V+   L PV  GSA  
G G+
Sbjct  181  E---------
VAEVDDAVAARWLTDQPVRARDVRRAIRGAVRRGDLIPVACGSAITGAGV  231

Query  228  



QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            + L D +  L  P G+     L G+VF V+    G RRV+LRL+SG LR+RD V 
LAG  
Sbjct  232  RQLCDVLADLL-PYGDTRDGPLAGTVFAVDRDGHG-
RRVWLRLWSGRLRVRDRVLLAGAR  289

Query  288  KLKITEMR-
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
               +T++  I  +G +VRT  +  G+I  +   S R+   +G P   PR+     P 
P  
Sbjct  290  PQTVTQIAVIEPEGVLVRTAVSA-GQIAAVRGVSARIGQHIGQP---
PRRHGYRFPPPTR  345

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            +  + P    QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL
+ ++
Sbjct  346  
QAVVEPVEPEQRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMEDR  405

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +           +ER     +    +    NP+ A +GL +    +G G+++ S 
V  
Sbjct  406  
YGVRVRFSGTLTACIERVASTGAAEERVRERGNPYLAGLGLRIEAAPVGHGIEFRSGVER  465

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------A  514
            G L  +F  A  +G+R  L QG  GW VTDC +      Y    S P            
A
Sbjct  466  
GRLPPAFVAATEEGVRAALRQGRHGWPVTDCVVTMTASQYLPRQSRPHQKFDKSISTVAA  525

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR LAP+V+  AL+ +GT++  P   F +  PQ+ +        +  A +    V    
Sbjct  526  
DFRHLAPVVVAAALRRAGTRVCHPVERFDVNLPQQAVETVLALLARLGAVVHDTGVAGGY  585

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ--PVIQPRRPN  
625
            +  +G +P+  +      L   T G +V  T    Y    G+  P ++ R P+
Sbjct  586  LEVSGTLPSARVPQVVAALPDLTGGEAVLTTTFDHYAPVTGEESPTLRRRGPD  
638

>WP_042187779.1 GTP-binding protein, partial [Kibdelosporangium sp. 
MJ126-NF4]
 CEL17059.1 Oxytetracycline resistance protein OtrA 
[Kibdelosporangium sp. 
MJ126-NF4]
 CTQ91711.1 Oxytetracycline resistance protein OtrA 
[Kibdelosporangium sp. 



MJ126-NF4]
Length=601

 Score = 368 bits (944),  Expect = 8e-116, Method: Compositional 
matrix adjust.
 Identities = 230/614 (37%), Positives = 335/614 (55%), Gaps = 
41/614 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL   G I E GSV++G+T+TD+M LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLQLGGVIDEVGSVDRGSTQTDSMALERQRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV RSL+VLDGA+LVISA +GVQAQTR+L  AL+
++ I
Sbjct  63   
SFVIDDVTVNLIDTPGHPDFIAEVERSLSVLDGAVLVISAVEGVQAQTRVLMRALKRLAI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PTVIF+NKID+ G    S+++ + D+L        T++++P        D +  D 
+   
Sbjct  123  PTVIFVNKIDRMGARHGSLLREIADRL--------TLAIAP-------
VDGDPTDLLATV  167

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D +L  Y+ G  ++ E++ +    + + A + PV++GSA  G G+  LM A+T      
Sbjct  168  DDAVLAAYLDGS-
LTPEQVHQSLTAQTRLARVHPVFFGSAITGAGVPALMSALTEFLPSA  226

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                     G VFKVE    G++  Y+R++SGTLR+RD V   GR+  K+T + +  
+G 
Sbjct  227  AGAHDGPGSGLVFKVERGQHGEKIAYVRMFSGTLRVRDRVQFDGRDG-
KVTAISVFDRGP  285

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             VR D+   G+I  +     +R+ D +G P       +     P L T + P   
AQR  
Sbjct  286  AVRADSVRAGQIGKVWGLSEIRIGDQIGAPHTHTEHHFTP---
PTLETAVVPDDQAQRGA  342

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  ALTQLA+ DPL+    D      ++S  G VQ EV+ A L   Y L    +E 
+ I 
Sbjct  343  LYTALTQLAEQDPLINLRQDG-----



VISLYGEVQKEVIQATLLNDYGLAVSFEETTTIC  397

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ER          I    NP+ A++GL V P   G+GV ++  V LG +  +F 
NAV + 
Sbjct  398  IERVAGIGEAVEIINEGDNPYLATVGLRVEP---
GTGVTFQLEVELGSMPSAFFNAVEEA  454

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQAL  528
            +   L +G+ GW +TDC +   +  Y+            S  ST  DFR+L  +VL  
AL
Sbjct  455  
VYKTLREGVNGWEITDCAVTMTHSGYWARQSHSHGTFDKSMSSTAGDFRNLTALVLRNAL  514

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++GT + EP  S+ L  P + L        +  A   ++  + D  +  G IPA  
I  
Sbjct  515  
RKAGTVVYEPMHSYQLEIPPDTLGVVQPVLVRLRAFPLSSTPRGDAYLLEGAIPAVRIHE  574

Query  589  YRTDLAFYTNGRSV  602
                L   T G  V
Sbjct  575  LERLLPSLTRGEGV  588

>WP_025510906.1 GTP-binding protein [Lachnospiraceae bacterium 
VE202-23]
Length=527

 Score = 365 bits (937),  Expect = 9e-116, Method: Compositional 
matrix adjust.
 Identities = 219/532 (41%), Positives = 312/532 (59%), Gaps = 
13/532 (2%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AHVDAGKTTLTESLLY SG +   GSV+KGTT TD++ LE++RG+TI+A+  SF     
Sbjct  1    
MAHVDAGKTTLTESLLYYSGIVKIRGSVDKGTTITDSLELEQKRGMTIKASTVSFPVGDV  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            K+N++DTPGH+DF+ EV R L  LDG ILVISA++GVQ QTRILF  L+KM +P + 
FIN
Sbjct  61   
KINLIDTPGHVDFIGEVERCLRALDGVILVISAREGVQPQTRILFRQLKKMRMPVLFFIN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---VLEENTDIEAW-
DAVIENNDK  184
            KID+ G D ++V   +R +L+  ++  Q V  +PE    + +   D  A+ D ++ 
+++K



Sbjct  121  
KIDRPGADYEAVCVQIRSQLTKRLLFMQEVVKTPEQDYRIRDYGFDDSAYTDQILLSSEK  180

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LL KY+ GE    E+L    + R     L+PVY GSA K LGI+PLM  +   + P
+   
Sbjct  181  LLNKYLEGEMTGEEELTAAARFRAGKGRLYPVYVGSALKCLGIEPLMQGII-
RWLPVRRP  239

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIV  303
            G+  L   V+KVE+ +   + VY R++SG++R +D V +AG E+ + I  +R  +
+G+ +
Sbjct  240  
GTDRLSAYVYKVEHDEKEHKLVYFRVFSGSIRQKDKVLIAGTEQEITINNLRTVNRGKQI  299

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                    +I IL    +++  D LG  T  P K       PML   I P     R 
RLL
Sbjct  300  PAQEVSANDIGILTDVPALKCGDFLGSMT--
PGKGTGLLMEPMLCVNIQPAEEEDRYRLL  357

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            DAL  LA+ DPLL   +   T EI+    G++Q+E++  LL E++ L TV      
I  E
Sbjct  358  
DALNVLAEEDPLLHIRIPERTGEILADLYGKLQIEILKELLWERFGLRTVFSGMKTIGRE  417

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P       I +    N   A IG+ + PL  G+G +YE++VS GY+ +SFQNAV+
+G+ 
Sbjct  418  
KPAGPVYAEIRLGEKGNLHRAGIGIRIEPLETGAGNRYETQVSFGYIEKSFQNAVQEGVM  477

Query  483  YGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  
534
              LE+G+    VTD    F    Y S  STPADFR   P   +   K SG Q
Sbjct  478  KALEEGISN-EVTDTLAVFADADYDSVTSTPADFRRWRPRWFK---KRSGRQ  
525

>WP_091576591.1 GTP-binding protein [Micromonospora sediminicola]
 SBT67241.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
sediminicola]
Length=651

 Score = 369 bits (947),  Expect = 9e-116, Method: Compositional 
matrix adjust.
 Identities = 227/636 (36%), Positives = 340/636 (53%), Gaps = 



41/636 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA+S PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALVNLGIVAHVDAGKTSLTERLLYEAGAVSRPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS      ++N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLRINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-------------
KQTVSLSPEIVLE  167
            +PTV+F+NK+D+ G D+  VV  VR +L A  ++              + V L  E 
V+E
Sbjct  121  
VPTVVFLNKVDRRGADVDRVVGQVRQRLGARPVLLTAVAGQGGAEARVRAVGLDAEPVVE  180

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                     AV E +D +  +++A EP+    + R  +  V+ A L PV  GSA  
G G+
Sbjct  181  ---------
AVAEVDDPVAARWLANEPVRVRDVRRAIRSGVRRAELTPVACGSAITGAGV  231

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            + L   +  L  P G +    L G+VF V+    G RR +LRL+SG L++RD V 
LAG  
Sbjct  232  RQLCHLLADLL-PRGAERDGPLAGTVFAVDRDGHG-
RRAWLRLWSGRLQVRDRVQLAGSR  289

Query  288  KLKITEMR-
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
               +T++  I   G +VR   +  G+I  +   S R+   +GDP   PR+     P 
P  
Sbjct  290  PQTVTQIAVIEPDGVLVRPSVSA-GQIAAVRGVSARIGQHIGDP---
PRRHVYRFPPPTR  345

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            +  + P    QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL
++++
Sbjct  346  
QAVVEPVDPEQRLAMFAGLAELADEDPLVDLRLDEREAEAVIRLHGEVQKEVLAALMADR  405

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +       S   +ER     +         NP+ A +GL +    +G G+++   



V  
Sbjct  406  
YGVRVRFSGTSTACIERVAGTGTAEERANERGNPYLAGLGLRIEAAPVGHGIEFRPGVEP  465

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G L  +F  A  +G+R  L QG +GW VTDC +      Y+            S  
S  A
Sbjct  466  
GRLPPAFVAATEEGVRAALRQGRYGWPVTDCTVTMTASRYWPRQSSSHQKFAKSMSSVAA  525

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+LAP+V+  AL+ +GT++ +P   F +  PQ  +        +  A +    +    
Sbjct  526  
DFRNLAPVVVAAALRRAGTRVCQPVERFDVNLPQRAVETVMALLGRLGAVVHDTTLAGGY  585

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            +  +G +P+  +      L   T G +V  T    Y
Sbjct  586  LEVSGTLPSARVPQVVAALPDLTGGEAVLSTTFDHY  621

>AGS74493.1 translation elongation factor G [Enterococcus faecium 
Aus0085]
Length=288

 Score = 356 bits (914),  Expect = 1e-115, Method: Compositional 
matrix adjust.
 Identities = 172/259 (66%), Positives = 207/259 (80%), Gaps = 0/259 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYT  259
               +G + LCG+VFK+EYT
Sbjct  241  STHRGPSELCGNVFKIEYT  259

>OLE28133.1 GTP-binding protein [Actinobacteria bacterium 
13_1_20CM_3_71_11]
Length=650

 Score = 369 bits (947),  Expect = 1e-115, Method: Compositional 
matrix adjust.
 Identities = 235/638 (37%), Positives = 347/638 (54%), Gaps = 
29/638 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKTTLTE LL+A+G I   GSV+ GTT+TDT+ LERQRGITI+
+AV SF
Sbjct  1    
MNLGILAHVDAGKTTLTERLLHAAGVIDTVGSVDAGTTQTDTLALERQRGITIRSAVVSF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R+L++LDGA+LV+SA +GVQ QTR+L  ALR++ 
IPT
Sbjct  61   
DLAGVTVNLIDTPGHPDFIAEVERALSLLDGAVLVVSAVEGVQPQTRVLMRALRRLRIPT  120

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            ++F+NKID+AG D + V+ ++R +L   ++   T    P +     T +E    + 
+ +D
Sbjct  121  LLFVNKIDRAGADPEGVLDAIRGRLGVRVVPMGTDWGDPAV---RATLVE---
TLADRDD  174

Query  184  KLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
             LL  ++  E  I+ ++L R    + + + + PV++GSA  G G+  L   +        
Sbjct  175  
ALLAAFVENEHAITDQRLRRALATQTRRSLVHPVFFGSAITGAGVAALSGGLVEFLPADE  234

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
                AA+ G VFK++    G+R  Y+R++ GT+R+R  + + G    K T +R+   
G  
Sbjct  235  GDPEAAVSGRVFKIDRGRAGERIAYVRMFGGTVRVRQRLPV-
GTTDAKATVIRVSRDGTW  293

Query  303  VRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPR-



KRWREDPLPMLRTTIAPKTAAQRER  360
            V       GEI  L   S VR+ D +G P   PR  R R  P P + T ++P        
Sbjct  294  VPRPALVAGEIGKLWGLSEVRIGDTIGRPP--PRAARHRFAP-
PTMETVVSPVRPGDDAA  350

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL +LA+ DPL+    D    EI +S  G +Q EV+ A+L++++ ++   +  
+ I 
Sbjct  351  
LRAALARLAEQDPLINVRADDTGREISVSLYGEIQKEVIQAMLADEFGIDVTFRATTTIC  410

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG----
YLNQS---F  473
            +ERP+        +   PNPF A+IGL V P   GSG+++  RV       Y+ +S   
F
Sbjct  411  
VERPVGRGEAVEFLNTEPNPFHATIGLRVEPGPAGSGIRFRMRVPPQAMPLYVYKSAEVF  470

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------
SPVSTPADFRSLAPIVL  524
             +A+   +R  L +G +GW VTDC +      Y           PVS+P DFR+L 
PIVL
Sbjct  471  
TDAMGQYVRRTLREGRYGWAVTDCVVTMVESGYSVADGPPSRRGPVSSPTDFRNLTPIVL  530

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL  +GT + EP L   L  P   LS       +  A +    V+ D       
+PA 
Sbjct  531  
MRALDRAGTVVCEPTLRVSLEIPAWSLSAVLTALGRLGAAVRHQTVRGDLTTIGTVVPAA  590

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
             +      L   T G  V  +   GY+   G P ++PR
Sbjct  591  RVPELHRRLPALTAGEGVLESTFDGYRPVHGDPPVRPR  628

>EJG80816.1 small GTP-binding domain protein [Streptococcus 
pneumoniae SPAR27]
Length=299

 Score = 357 bits (915),  Expect = 1e-115, Method: Compositional 
matrix adjust.
 Identities = 172/259 (66%), Positives = 207/259 (80%), Gaps = 0/259 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYT  259
               +G + LCG+VFK+EYT
Sbjct  241  STHRGPSELCGNVFKIEYT  259

>EQC82012.1 Tetracycline resistance protein TetM [Enterococcus sp. 
HSIEG1]
Length=299

 Score = 356 bits (914),  Expect = 1e-115, Method: Compositional 
matrix adjust.
 Identities = 172/259 (66%), Positives = 207/259 (80%), Gaps = 0/259 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  



IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYT  259
               +G + LCG+VFK+EYT
Sbjct  241  STHRGQSELCGNVFKIEYT  259

>WP_010730929.1 GTP-binding protein [Enterococcus faecium]
 EOM07759.1 tetracycline resistance protein tetM [Enterococcus 
faecium EnGen0258]
Length=267

 Score = 355 bits (911),  Expect = 1e-115, Method: Compositional 
matrix adjust.
 Identities = 174/267 (65%), Positives = 210/267 (79%), Gaps = 0/267 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVY  267
               +G + LCG+VFK+EY++  QR  Y



Sbjct  241  STHRGPSELCGNVFKIEYSEERQRLAY  267

>EHT67642.1 small GTP-binding domain protein [Staphylococcus aureus 
subsp. 
aureus CIG1770]
 EZM54653.1 tetracycline resistance protein tetM [Streptococcus 
pyogenes 
ABC020047506]
 EZY17889.1 tetracycline resistance protein tetM [Staphylococcus 
aureus GD2010-147]
 KAC37195.1 tetracycline resistance protein tetM [Staphylococcus 
aureus VET0222R]
 SGV39599.1 tetracycline resistance protein TetM [Staphylococcus 
aureus]
Length=288

 Score = 356 bits (913),  Expect = 1e-115, Method: Compositional 
matrix adjust.
 Identities = 172/259 (66%), Positives = 207/259 (80%), Gaps = 0/259 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYT  259
               +G + LCG+VFK+EYT
Sbjct  241  STHRGPSELCGNVFKIEYT  259



>WP_085815349.1 hypothetical protein, partial [Enterococcus faecium]
Length=201

 Score = 352 bits (904),  Expect = 1e-115, Method: Compositional 
matrix adjust.
 Identities = 159/200 (80%), Positives = 179/200 (90%), Gaps = 0/200 
(0%)

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCK
Sbjct  1    
NPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCK  60

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            ICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+DA
Sbjct  61   
ICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDA  120

Query  559  
PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            PKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+PV
Sbjct  121  
PKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPV  180

Query  619  IQPRRPNSRLDKVRHMFQKV  638
             QPRRPNSR+DKVR+MF K+
Sbjct  181  CQPRRPNSRIDKVRYMFNKI  200

>WP_067219782.1 GTP-binding protein [Marinomonas gallaica]
Length=670

 Score = 369 bits (948),  Expect = 1e-115, Method: Compositional 
matrix adjust.
 Identities = 219/633 (35%), Positives = 344/633 (54%), Gaps = 
29/633 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTTLTE LL+ASGA  + GSV+ GTT TD++ +ER+RGI+++ A  
+F 
Sbjct  9    
NIGIVAHVDAGKTTLTEQLLFASGATRKVGSVDDGTTATDSLTVERERGISVRLATETFY  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF AEV RSL  LD AILV+S+ +GVQA T  +F AL+ 
+NIPT+



Sbjct  69   
WNDHQINLIDTPGHVDFSAEVERSLRALDCAILVVSSVEGVQANTSSIFDALQYLNIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENT-------  170
            IFINK+D+AG D++ V+  +   LS + +       + QT +   +   + N        
Sbjct  129  
IFINKLDRAGADVERVMAEIHQNLSPNAVLLQQPSNLGQTNAGISDSWFKANCPSQFTSE  188

Query  171  DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            ++E W     + + E +D+LLE  I   P++ E++ ++    +    ++PV+ G 
AK G+
Sbjct  189  
ELEPWLQPLLERLTELDDELLEAIIESVPVTFEEVDQKLSHAISCNEIYPVFTGVAKAGI  248

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI  L++A+        +  +AAL   VFK+E+     +  Y+R++ GTL  RD +  
A 
Sbjct  249  
GINELLNAIIHYLPNAKQNNNAALSAIVFKIEHDQRIGKMAYVRVFEGTLNARDKIHNAT  308

Query  286  RE------KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRW  338
            R       + K ++++   +G+    D    G+I ++    S ++ D+LG    +P    
Sbjct  309  
RSHEAYVIEDKASQVKRVIRGKYQDMDCIEAGDIGVVSGLQSAKIGDILGLGDAVPDA--  366

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             +   P+L   + P        L  ALT+LAD DPLL  E      E+ ++  G 
+Q+EV
Sbjct  367  
YQLSAPLLTVQVIPDNEKDFSALASALTELADEDPLLNLEWLVEQRELHVNINGWIQVEV  426

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            + A+L +++ ++   K+PS+IY E P +           P P WA +   + P   
GSGV
Sbjct  427  LQAILQQRFAIQATFKQPSIIYKETPTQPV-
EGYECYWMPKPCWAIVRFLIEPAQRGSGV  485

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             YES+VS+  +   +QN ++  +   L+QG+ GW++TD KI    G  +   S P 
DF  
Sbjct  486  
HYESKVSVNQIAAKYQNEIQANLAKALKQGIKGWSITDVKITLIDGSDHVQHSRPGDFII  545

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
              P+ +   L ES T LLEP L F + A  E L     D  K     +  + + + 
V+  



Sbjct  546  
ATPMAIMNGLNESDTDLLEPILDFQIQADSELLGTLTSDITKMRGHFDAPEFQGNRVIIR  605

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G+ PA     Y   LA  + G +   T L GY+
Sbjct  606  GKFPAATSLDYAIKLASLSGGHAKMSTRLSGYE  638

>WP_013862151.1 GTP-binding protein [Microlunatus phosphovorus]
 BAK34268.1 putative tetracycline resistance protein [Microlunatus 
phosphovorus 
NM-1]
Length=655

 Score = 369 bits (946),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 230/656 (35%), Positives = 353/656 (54%), Gaps = 
40/656 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKTTLTE LL+ SG I +PGSV+ GTT TDT+ LER+RGITI
+AAV 
Sbjct  4    
RTLNLGILAHVDAGKTTLTERLLHHSGVIDQPGSVDAGTTATDTLALERRRGITIKAAVV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL  AL+
++ +
Sbjct  64   
SFPLDGMRVNVLDTPGHPDFIAEVERVLGVLDGAVLVLSAVEGVQPQTRILMRALQRLRV  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD-  176
            PT++FINKID+ G D+ + V ++R +L  +++    +++  S +       + D    
D 
Sbjct  124  
PTLVFINKIDRRGADVDATVAAIRRRLVRNVLPMGHLERVGSKAATFSAYRSDDRAFRDR  183

Query  177  ---
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               A+ E++D LL  ++ G   S E+L  E   + +   L+P Y GSA  G G+  
LMD 
Sbjct  184  
ETAALAEHDDALLAGFVEGRLGSGEQLRSELAAQTRACMLYPTYAGSAVTGSGVSELMDG  243

Query  234  VTGLFQPI----------
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            +  L  P+          G   S    G VFK+E    G++  Y+RL+SG+LR R  
+ L
Sbjct  244  
IATLLPPVLPTATPDSVDGPPCSDQPSGRVFKIERGGAGEKVAYVRLFSGSLRPRSRLDL  303



Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDP  342
                  K+T +++  +G  +RT +  PG+I  +   S  R+ D  G      +       
Sbjct  304  PDGRVGKVTSLQLFDQGRWLRTSSIGPGQIGRVTGLSTGRVGDGFGG----
AKTDEHHFA  359

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L  ++     +Q   L  AL +L+D+DPL+    D    +  +S  GRVQ EV
+++ 
Sbjct  360  PPTLEASVVAIDESQGPALRAALAELSDSDPLIAARADD-
DGQATVSLYGRVQQEVIAST  418

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+E+Y +     + SV+++ERP  A +    +    NP+ A+IGL++ P S GSG+ 
+ S
Sbjct  419  
LAEEYGIAVRFTDASVLHVERPRAAGAAVERLNTDSNPYHATIGLTIAPGSPGSGLTFRS  478

Query  463  RVSLG----YLNQ---
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY--------  507
             VS      YL +   +FQ A+   +   L  GL+GW VTDC +  ++  Y         
Sbjct  479  
TVSARDMPLYLFKNATAFQAAIERHVSDALAAGLYGWRVTDCVVTLDHCGYSVADGPPSR  538

Query  508  -
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
              P ST  D+R L PIV+ QAL+ +GT + EP L   L  P++ ++       ++ 
A + 
Sbjct  539  
RGPTSTAYDYRQLTPIVVRQALERAGTIVCEPVLRVSLEIPRDAITAVQRLVTRWGAEVT  598

Query  567  TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  
622
                  D       + +  +   +  L   T G  V  +    +++  G P ++ R
Sbjct  599  AQTTGSDLSQLEVRLVSTRLHELQLQLPDLTGGEGVLESRFDSFESVHGAPPVRRR  
654

>WP_037754408.1 GTP-binding protein [Streptomyces sp. CNQ-525]
Length=672

 Score = 369 bits (947),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 233/669 (35%), Positives = 356/669 (53%), Gaps = 
35/669 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G + E GSV++G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTMNLGILAHVDAGKTSLTERLLHAAGVVEEVGSVDEGSTRTDSLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALDGITVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NK D+ G    ++V+ +  KL+   +   TV        + +P    +     
Sbjct  121  
IPTLVFVNKTDRRGAGDDALVRDIAAKLTPGAVAMGTVGGLGTRAAAFTPYGPDDPGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL  Y+A E  ++  +L +    +   A + PVY+GSA  G G+  
L 
Sbjct  181  
RLADVLAGHDDALLADYVADEAAVTYRRLRKSLAEQTAGALVHPVYFGSAATGAGVAELT  240

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +  L   P G+    A  G+VFKVE    G++  Y+R+ +GT+R R  +A    
++  
Sbjct  241  AGIEELLPAPAGDPDGPA-
AGTVFKVERGPNGEKVAYVRMLAGTVRTRQELAYGDGDRAP  299

Query  291  ITEMRIPSK-----GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR------
KRWR  339
            +TE     K       +           ++   + VR+ D +G             
+R  
Sbjct  300  
VTEKVTGVKVFEQGAAVPAAGAGAGRIALVRGLEGVRIGDAVGAAAGSAVGRAADARRHH  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P  +    +  +TA  R  L  AL QLA+ DPL+    D I  E+ +S  G VQ 
EV+
Sbjct  360  FAPPTLETVVVPDRTA-
DRGALHAALFQLAEQDPLIALRQDDIRQELYVSLYGEVQKEVI  418

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+++Y L    +E SVI++ER   A +     +   NPF A++GL VTP   G
+GV+
Sbjct  419  
GATLADEYGLPVSFRESSVIHVERLAGAGAAYEKGDTGTNPFLATVGLRVTPAPPGTGVR  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
            ++  V LG +  +F  AV D +R  L QGL+GW + D ++   +  Y+            
Sbjct  479  
FDLAVELGSMPYAFFKAVDDTVRATLHQGLYGWEIPDVRVTMTHSGYWPRQSHAHQGFSK  538



Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            +  ST ADFR + P+VL  ALK +GT++ EP   F L AP++ +   +   P   A 
++ 
Sbjct  539  
AMSSTGADFRGITPLVLADALKRAGTRVCEPVQRFRLEAPEDAVPALWPVFPALAAVVDG  598

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
             +V+    V  GE+PA  +      L   T G  V  T    Y+A  G   ++PR  
++ 
Sbjct  599  
QEVRGGVAVLEGEVPAARVHGLERRLPGLTRGEGVLETSFGRYRAVRGPAPVRPRTDHNP  658

Query  628  LDKVRHMFQ  636
            LD+  ++  
Sbjct  659  LDRKEYLLH  667

>WP_007917907.1 GTP-binding protein [Ktedonobacter racemifer]
 EFH80874.1 small GTP-binding protein [Ktedonobacter racemifer DSM 
44963]
Length=654

 Score = 369 bits (946),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 227/633 (36%), Positives = 350/633 (55%), Gaps = 
21/633 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I   G V+KGTT+TD M LE++RGITI
+A+V
Sbjct  1    
MPTINIGIVAHVDAGKTSLTERILYETHVIDAVGRVDKGTTQTDAMDLEKRRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DFLAEV RS +VLDGA+LVISA +G+QAQTRIL  AL
+K+ 
Sbjct  61   
VSFFVNDVKINLIDTPGHADFLAEVERSFSVLDGAVLVISAVEGIQAQTRILLSALQKLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPE---
IVLEENTDIEAWD  176
            IPT+IFINKID++G    S++Q ++DKL+  I+ + Q   L  +   I+  +  D     
Sbjct  121  
IPTIIFINKIDRSGAQSDSLLQRIKDKLTEHILPLNQPTQLETKQAAIIPNDLHDPVFLH  180

Query  177  AVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              +E    +++ LL  Y+  E ++ E++    +++V  A + PV++GSA  G+G++ 
L+ 



Sbjct  181  
TCLEQLALHDEHLLAAYVEDERMTAEQVWSALKQQVGTAQIAPVFFGSAITGVGVKELLT  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----  288
             +  LF          L G VFK+E    G++  Y+R+++G+L++R  V +  R      
Sbjct  241  
QLADLFPSQTSLEEEPLSGIVFKLEKEATGEKIAYVRIFAGSLQVRSQVNVLRRMADGAS  300

Query  289  ----LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
                 KI ++ +  +G   +      GE   +     V++ DV+G+ +   + +     
+
Sbjct  301  ETYTGKIQKLHLFCEGTTEQVPMVAAGEFCKVWGLKEVKIGDVVGEWSS--
QIKTLHFAI  358

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T I         +L   L +LA+ DPL+    D +   I L   G VQ EV+ 
+LL
Sbjct  359  
PQLETRIEAVPTEYNHQLYQVLLELAEEDPLISVLKDDLHQTIYLRIFGEVQKEVIESLL  418

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             E++ L     E +++ +E+P+        +    NPF A+IG  V P  +GSGV 
Y+S 
Sbjct  419  
LEQHGLAVRFSETTIVCIEKPVGIGQAVEIMGEDDNPFVATIGFRVEPGPVGSGVSYKS-  477

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
             +LG L  S+  A+ + +   L QGL+GW VTD  I   +  +    ST + FR+L 
P+V
Sbjct  478  -
TLGALPLSYYRAIEETLYTTLAQGLYGWEVTDIAITLTHMGFDRASSTASGFRNLTPLV  536

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL ++G+ + EP   F L  P + LS A        A  E   ++ D  + TG 
IP 
Sbjct  537  
LMAALSQAGSAVYEPINQFELSIPVDVLSTAIFKLSALGAVYEQPILQGDAFLLTGTIPV  596

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
               + +R  L  ++ G  V L +  GY+   G+
Sbjct  597  ETTEKFRRKLPAFSKGEGVFLAQAAGYRQKEGE  629

>WP_081220688.1 GTP-binding protein [Streptomyces sp. M41(2017)]
 OQQ19600.1 GTP-binding protein [Streptomyces sp. M41(2017)]
Length=661

 Score = 369 bits (946),  Expect = 2e-115, Method: Compositional 



matrix adjust.
 Identities = 235/655 (36%), Positives = 345/655 (53%), Gaps = 
37/655 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+T+TD+  LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTQTDSSALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFAVDDTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-----  175
            IPT+IF+NKID+ G     V+  + ++L+  ++    V        E+ T    +     
Sbjct  121  IPTLIFVNKIDRRGARCAEVLARIAERLTPAVVPMGEVG-------
EQGTRAAYFTPYPA  173

Query  176  --------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                    D + +++++LL  Y+  + +S  +L      +   A + PV++GSA  
G G+
Sbjct  174  ARLRPHLLDPLADHDEELLAAYVE-
DRMSHGRLRSALVAQTGAAQVHPVFFGSATTGAGV  232

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+  V  L           + G+VFKVE    G++  Y RL+SGTLR RD +AL 
G E
Sbjct  233  
PELIAGVRELLPGATVDADGPVSGTVFKVERGAAGEKIAYARLFSGTLRTRDRLALHGGE  292

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + K+T + +   G  VR ++   G I  L    +VR+ D LG P R           
P L
Sbjct  293  EGKVTGISVFDGGSDVRAESVTAGRIARLWGLGAVRIGDTLGAP-
RTSSADGHHFAPPTL  351

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T ++P     R  L  ALTQLA+ DPL+    D +  E+ +S  G VQ EV+ A 
L ++
Sbjct  352  
ETVVSPCRPGDRGALHLALTQLAEQDPLIDLRQDDVRGEVSVSLYGEVQKEVIQATLEDE  411

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466



            + ++ V +E + + +ERP+   +     +   NPF A++GL V    +GSGV +   
V L
Sbjct  412  
FGIDVVFRETTPLCVERPVGTGAAVEFNKKDANPFLATVGLRVDAAPVGSGVSFRLEVEL  471

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AV D ++  L QG+ GW VTDC +   +  Y             S  
ST A
Sbjct  472  
GSMPYAFFKAVEDTVQETLGQGVHGWQVTDCTVTMTHSGYSPRQSHAHQRFDKSMSSTGA  531

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL  AL+ +G+++ EP   F L AP + L+       +  A  +T ++    
Sbjct  532  
DFRGLTPLVLMDALRAAGSRVNEPMNRFRLEAPADTLAAVLPVLARQRAVPQTTRMLGAT  591

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  
629
             V  G +P          L   T G          Y A V    I P RP + ++
Sbjct  592  CVLEGVLPVMETHGLEQLLPGLTRGEGELECAFDHY-APVANGAI-PDRPRTDMN  
644

>WP_091032003.1 GTP-binding protein [Paenibacillus sp. CF095]
 SDC81972.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. CF095]
Length=662

 Score = 369 bits (946),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 223/624 (36%), Positives = 337/624 (54%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSESIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      QT  L        + +   N D  +    
Sbjct  129  



IYINKMDRIGASAPAVMEQIRSTLSPFACEIQTYQLHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E +++++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
TIPGLVEILAELDEEVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V  L     +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDTVLALLPAPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I +L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGSKWADTGAVHAGQIAMLYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K +A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDSARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYSSTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPMDFVIATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LSRTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629



>ESA52577.1 50S ribosome-binding GTPase [Streptococcus pyogenes 
GA40056]
Length=299

 Score = 356 bits (913),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 172/259 (66%), Positives = 207/259 (80%), Gaps = 0/259 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYT  259
               +G + LCG+VFK+EYT
Sbjct  241  STHRGPSELCGNVFKIEYT  259

>WP_020943791.1 GTP-binding protein [Streptomyces collinus]
 AGS73382.1 tetracycline resistance protein [Streptomyces collinus 
Tu 365]
Length=680

 Score = 369 bits (948),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 239/677 (35%), Positives = 343/677 (51%), Gaps = 
45/677 (7%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G   E GSV++G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVTDEIGSVDRGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDSVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    SV+  +  +L+  ++   T +   +            A 
D +
Sbjct  121  
IPTLVFVNKIDRRGARDASVLDEMTRRLAVPLVPMGTAAGLGTRAARFVPGLGPSALDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D LL  Y+    IS  +L      + +   + PV++GSA  G G+  L+  V  
L 
Sbjct  181  ADHDDDLLAAYVT-
HGISAGRLDAALVAQTRQGLVHPVWFGSALTGAGVAELVTGVERLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------------AG  285
             P        L G+VFKVE    G++  Y R++SGTLR+RD V               
+ 
Sbjct  240  
PPASGDPDGPLSGTVFKVERGPAGEKIAYARIFSGTLRVRDRVPFSHGAEEGDGRGEGSA  299

Query  286  REKL------------KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTR  332
            R K             +IT + +   G  VR + A  G I  L     VR+ D LG 
P R
Sbjct  300  
RRKGDGRGAGDGRVEGRITALTVFDHGGDVRREEAGAGRIARLWGLGGVRIGDALGTPGR  359

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
                 +     P L T + P     R  L  ALTQLA+ DPL+    D +  E  
+S  G
Sbjct  360  ATGHHFAP---
PTLETVVVPGPGTDRRALHLALTQLAEQDPLIGVRHDELRKETSVSLYG  416

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
             VQ EV+ + L+++Y L+   +E + + +ERP  + +         NPF A++GL 
V   
Sbjct  417  
EVQKEVIESTLADEYGLDVTFRETTTLCVERPAGSGAAVEFNRKDGNPFLATVGLRVDAA  476



Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY---------  503
              GSGV++   V LG +  +F  AV D +R  L QGL GW VTDC +   +         
Sbjct  477  
PPGSGVRFGLEVELGSMPYAFFKAVEDTVRDTLGQGLHGWQVTDCAVTITHSGYSPRQSH  536

Query  504  ---
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPK  560
               G   S  ST  DFR L P+VL +AL+ + T + EP   F + AP + L        
+
Sbjct  537  
AHQGFDKSMSSTGYDFRGLTPLVLVEALRRARTVVYEPMHRFRIEAPADTLGALLPVLAR  596

Query  561  
YCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
              A  E+   +    V  G +PA  +      L   T G     T    Y      
P+ +
Sbjct  597  
LGAVPESTGGRDRAGVLEGAVPAARVHELGQRLPGLTRGEGELETAFDHYAPVARGPLPE  656

Query  621  -PRRPNSRLDKVRHMFQ  636
             PR  ++ LD+  ++  
Sbjct  657  RPRTDHNPLDRKEYLLN  673

>WP_095287887.1 GTP-binding protein [Paenibacillus sp. 7516]
 PAF32339.1 GTP-binding protein [Paenibacillus sp. 7516]
Length=657

 Score = 369 bits (946),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 225/646 (35%), Positives = 347/646 (54%), Gaps = 
20/646 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY  G +  PG V+ GT  TD++ +ER+RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLYHGGIVRSPGRVDDGTAATDSLDIERERGISVQAAMTSLT  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+   +++VDTPGH+DF +EV RSL V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WNNTVIDLVDTPGHIDFSSEVERSLRVMDGAILILSAVEGIQSQSETIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL----------
EENTDIEA  174
            I+INK+D+ G    ++++ V+   S      Q+  +  +  +           + T    
Sbjct  129  
IYINKMDRIGASAAAIMEQVQSTFSPFACPVQSCVMDEDSFIGVHSLWRDQANQQTIPGL  188



Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + E ++ ++E YI   P+  E++    ++ V    +FPV YG++ KG+G+  L
+DAV
Sbjct  189  
LEMIAELDEAIMESYINEVPLPSEQIDSTFRKLVHQGEIFPVCYGASGKGIGVSELLDAV  248

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
            T    P     ++A+ G VFK+E      R  Y+R+Y G++  RDT+    R  + 
K+T+
Sbjct  249  
TRFLPPPAIIENSAVSGVVFKIERNKTMGRTAYVRMYGGSIHNRDTIYNTTRGLEEKVTQ  308

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R     +   T   + G+I  L   S   + D++G P  +P     +  +P+L   
+  
Sbjct  309  IRQMDGRKWSDTGAVHSGQIAALYGLSETHVGDIIGSPDAVPPM--
PQMAVPLLTVQVHG  366

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LLS ++ 
L   
Sbjct  367  
QDPARYPDLVAALQELTDEDPLLDLQWLPEDRELHLKVMGTIQLEILSSLLSSRFGLGVA  426

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
               PSVIY E  L A          P P WA +   + PL  GSG+ YES V    
L   
Sbjct  427  FDPPSVIYKET-
LNAPGEGFIAYTMPKPCWAILRFQMYPLPRGSGLIYESTVRTDQLLLR  485

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            +QN V+  +   L QG+FGW VTD K+    G ++   + P DF    P+ +   L  
+G
Sbjct  486  
YQNEVQRRVPEALSQGMFGWEVTDLKVTLVEGEHHVWHTHPLDFVVATPMGIMDGLARTG  545

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T+LLEP L F L  P+EY  +A  D     AT E   +     +  G+IP      
Y   
Sbjct  546  
TKLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGGGRCIVEGQIPLASSMDYPVK  605

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  635
            L   T GR V +T   GYQ     P ++P   RR  + LD+ +++ 
Sbjct  606  LRSETGGRGVLVTSFAGYQDC--PPDVKPIRKRRGVNPLDQSKYIL  649



>WP_078981364.1 GTP-binding protein [Streptomyces scabrisporus]
 OPC78270.1 GTP-binding protein [Streptomyces scabrisporus]
Length=663

 Score = 369 bits (946),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 221/659 (34%), Positives = 349/659 (53%), Gaps = 
23/659 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G IS  GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MNHLNIGILAHVDAGKTSLTERLLFDAGVISRVGSVDAGSTQTDSLDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQA+TR+L  +L 
++ 
Sbjct  61   
VAFRVDDLQVNVIDTPGHSDFVAEVERALRVLDGAVLVVSAVEGVQARTRVLMRSLARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IP ++F+NKID+ G   + V+ ++  +L    +   +V+         +P    +     
Sbjct  121  
IPVLVFVNKIDRMGARYREVLGALAAELGPGCVAMGSVAGIGTADARFAPFDAGDPEFAE  180

Query  173  EAWDAVIENNDKLLEKYIAGEPI-
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A  ++ +  ++ Y+    + +     RE +R+V++A ++PV++GSA  G G+  
L+
Sbjct  181  
RLAEAFADHGESFVDAYLDDRVVLTAADYTRELRRQVREARVYPVFFGSALNGEGVGHLV  240

Query  232  DAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK--  288
              +      + +      L   V K+E    G++  Y+R +SG LR RD+VAL  
RE   
Sbjct  241  
RGIAAWLPRVEDAAEQEPLRAVVLKIERGRAGEKIAYVRTWSGVLRARDSVALFRREHGG  300

Query  289  ------LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
                  ++ + +++  +G  VR   A  G I  +      R+ D LG    LPR      
Sbjct  301  
GVAESTVRASGVQVFDRGTGVRDADATAGTIAKVRGLAQARVGDQLGSADGLPRTGLFAP  360

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L + + P    +R  L  AL ++A+ DP++    D  +  I +   G VQ 
EV+ A



Sbjct  361  --
PTLESEVTPGRPGERPALFAALQRMAEEDPMIDVRGDESSGAISVRLYGEVQKEVIGA  418

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQY  460
             L+E++ L     E   +Y ERP+        ++   P  FWA++G+ V P   
GSG++ 
Sbjct  419  
TLAEEFGLRVAFAESRPLYFERPVGVGEAVEEMDADGPTYFWATVGVRVEPAPPGSGIEL  478

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ +  R  L QGL+GW V DC +      Y+SPVS   
DFRS+ 
Sbjct  479  
RLGVELGALPLAFHRAIEESARRTLRQGLYGWEVLDCTVTLTRTGYFSPVSAAGDFRSVT  538

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  AL+ +GT++ EP   F +  P + L           A  E    + D  +  
G 
Sbjct  539  
PLVVADALRRAGTRVFEPTHRFEVETPADCLGVVLSALSAARAVPEEQVARGDRFLVRGS  598

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-
IQPRRPNSRLDKVRHMFQKV  638
            +PA  +      L   T G  V ++E + Y+   G  V I+ R      D+ R+M 
Q +
Sbjct  599  
LPAAMVHGVTGRLPGLTRGEGVLVSEFEDYRLFAGHAVPIRERTGADPYDRERYMLQSL  657

>KIF02847.1 GTP-binding protein [Streptomyces sp. RSD-27]
Length=657

 Score = 368 bits (945),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 237/633 (37%), Positives = 342/633 (54%), Gaps = 
29/633 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LLYA+G I E GSV++G TR+D++ LER+RGITI+
+AV 
Sbjct  6    
RTLNLGILAHVDAGKTSLTERLLYAAGVIGETGSVDEGNTRSDSLELERRRGITIKSAVV  65

Query  62   SFQWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +F          VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   
L+
Sbjct  66   
NFPLGSGDCAVSVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQPQTRVLMRTLK  125



Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIE  173
            ++++PT++F+NK D+AG D+  V++ +  +L+   I    +   +  S   V     
D  
Sbjct  126  
RLSLPTLLFVNKADRAGADVDRVLREIGHRLAVPAIRMGRVTGGLGTSAARVTALTPDDT  185

Query  174  AW-----DAVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            A+     D +  ++D LL  Y+A E   P +R +     Q R     + PVY GSA  
G 
Sbjct  186  AFTRSLLDVLTAHDDDLLAAYVADERSLPYARLRAALAAQTR--
GGLVHPVYVGSAITGA  243

Query  226  GIQPLMDAVTGLFQPIGEQGS--
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            GI  L++ +  L    GEQG     L G VFKVE ++ G+R  Y+RL+SG +R R  
V +
Sbjct  244  GIADLVEGIGELLP--
GEQGDTRGPLSGRVFKVERSESGERIAYVRLFSGQVRARAYVPV  301

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKR--WRE  340
            AG  + K+T++ +      VR   A  G+I  L    +VR+ DV+G   R P  R   
R 
Sbjct  302  AGTRR-KVTDLAVFDGATAVRRTVARAGQIATLRGLSAVRIGDVVG---
REPEGRPYGRA  357

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L + + P        L  AL +LA+ DPL+    D  + E+ +S  G VQ 
EV++
Sbjct  358  
FAAPSLESVVVPADPDGAGALHTALARLAEQDPLIGLRQDPDSGELTVSLYGEVQKEVLA  417

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+E+Y      +E + I +ER     S    ++   NPF A++GL V P   
GSGV +
Sbjct  418  
ATLAEEYATAVSFRETTPICVERVTGTGSAYEILDHDGNPFLATVGLRVEPAPAGSGVLF  477

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L   +  AV + +   L QGL GW V DC +   +  + S  ST   
FR L 
Sbjct  478  
RRDVELGSLPPGYMRAVEETVHATLRQGLLGWQVPDCAVTMTHSGFCSIRSTAGAFRGLT  537

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  AL+ +GT + EP   F L  PQ+  +       ++ A   T     D  V  
G 
Sbjct  538  



PLVLMSALRRAGTVVHEPVHRFRLEFPQDAYAPVSLALARHRAVPGTPVAVGDAYVVEGH  597

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            +PA  +     +L   T G  V  TE   ++ A
Sbjct  598  LPAEHVHGLERELPGLTGGDGVLETEFAHHRPA  630

>WP_097867307.1 GTP-binding protein [Streptomyces sp. rh34]
Length=661

 Score = 369 bits (946),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 236/645 (37%), Positives = 344/645 (53%), Gaps = 
23/645 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LSAD++          +T + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYSSLLTSITERLSADVVAMGTARDLGTRTATSTPYTGADPGFTD  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALTDLLTRHDDELLGAYVDDPAG--
LTHARLLGALADQTGRCLVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  G +R R+ +      
GR
Sbjct  239  
LVDGITGLLPTATGDPEAPARGTVFKVDRTANGERTAYVRMVEGAVRAREVLRFRSPDGR  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
            E + K+  + +   G  V   +   G I  L     VR+ D +G         +R    
P
Sbjct  299  ESEGKVAAVSVFENGGEVPVSSVRAGRIGRLKGLAGVRIGDSVG--



AGRAEAGYRHFAPP  356

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EVV 
A L+
Sbjct  357  
TLETVVVPRHPEDRGALHVALGRLAEQDPLIAVRRDDLRGEVSLSLYGEVQKEVVQATLA  416

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +++ ++   +E + I  ERP    +    I   PNPF A++GL V P   GSGV++   
V
Sbjct  417  
DEFGVDVSFRETTTICRERPAGTGAAAEFIGTGPNPFLATVGLRVDPAPYGSGVEFRRAV  476

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+VL
Sbjct  477  
ELGSMPPSLMRAVEETVRATLSQGVHGWQVTDCVVTQTHSGYNSVSSTAGDFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ EP   F L AP +          +  A     +         
GEIPA 
Sbjct  537  
MDALRRAGTRVYEPMHRFRLEAPTDAFGALVPVLARLGAEPGPPETHGALCTVEGEIPAA  596

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
             +   +  L   T G  V  +   G++   G     PRRP +  D
Sbjct  597  RVHELQRLLPGSTRGEGVLESSFAGHRPVTGP---APRRPRTDHD  638

>WP_056036530.1 GTP-binding protein [Paenibacillus sp. Leaf72]
 KQO10831.1 GTP-binding protein [Paenibacillus sp. Leaf72]
Length=658

 Score = 368 bits (945),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 221/624 (35%), Positives = 343/624 (55%), Gaps = 
25/624 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG     GSV+ GTT TD+M +ER RGI+++AA
+T+ +
Sbjct  10   
NVGIFAHVDAGKTTTTEHMLYVSGRTRTLGSVDTGTTITDSMEVERARGISVRAAMTALE  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    V +VDTPGH+DFL+EV R+L V+DGA+L++SA +GVQAQT ++++ALRK+ 



IPT+
Sbjct  70   
WCGTHVQLVDTPGHVDFLSEVERALRVMDGAVLIVSAVEGVQAQTELIWNALRKLRIPTL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS------
PEIVLEENTDIEA----  174
            I+INK+D+ G D ++V+  +R  L+AD++  Q    S       E +  E  D +A    
Sbjct  130  
IYINKMDRVGADCEAVLADIRSYLTADLLAVQRPLGSEQQFAGAEDLWAEGADADARTAL  189

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E +++LLE+Y++GE +   +       + + A ++PV YG++ KG+G+Q L
+DA+
Sbjct  190  
LEALAEQDERLLERYVSGEEVPLAEWRAAAAAKARRAEVYPVLYGASSKGIGVQALLDAM  249

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITE  293
                   G +  A   G VFK+E      R  Y+RLY G +R RD V     +   
K+T+
Sbjct  250  
IEYLPAPGGEAEAPPSGIVFKIERDKVMGRMAYIRLYQGKIRNRDVVRNFTQQMDEKVTQ  309

Query  294  MRIPSKGEIVRTDTAYPGEI------
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +R   K +  R++ A  GE+       +     VR+ D++G P  +P +      
+P+L 
Sbjct  310  IR---KMDGFRSEDA--GELAAGGIAAVCGMSHVRIGDIIGSPDAVPEE--
ARLAVPLLT  362

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
                   A     ++ ALT+L+D DPLL  +      E+ +  +G +QLE++++++ 
++Y
Sbjct  363  
VQAHWGDAQHYPAMVQALTELSDEDPLLNVQWLQDERELHVKVMGPIQLEILTSVIEQRY  422

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L     +PSVIY E   +     I   + P P WA +   + P   GSG+QY S 
V   
Sbjct  423  GLAVRFGQPSVIYKETLEEVGEGYISY-
LMPKPCWAVLRFRMGPGERGSGLQYASVVRSE  481

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +Q+ V   +   LEQGL+GW V D K+    G ++   + P DF    P+ 
+   
Sbjct  482  
DLLPQYQSEVARRVPEALEQGLYGWEVVDLKVTLIEGQHHVWHTHPLDFAVATPMGIMSG  541

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587



            L   GT+LLEP L F +  P+E   R  +D      T     +  D ++  G +PA    
Sbjct  542  
LASVGTRLLEPILQFRIVVPEEAGGRVMNDLSLMRGTFGAPVLHGDRMIIEGRVPAATSL  601

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  +L+  T GR    T   GY+
Sbjct  602  EYAVELSSLTKGRGTIATFFAGYE  625

>EGI85972.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA41301]
 EGS29877.1 GTP-binding domain protein [Peptoniphilus sp. oral taxon 
375 
str. F0436]
 EHE01739.1 small GTP-binding domain protein [Streptococcus 
pneumoniae GA17227]
Length=299

 Score = 355 bits (912),  Expect = 2e-115, Method: Compositional 
matrix adjust.
 Identities = 172/259 (66%), Positives = 206/259 (80%), Gaps = 0/259 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYT  259
               +G + LCG+VFK+EYT
Sbjct  241  STHRGPSELCGNVFKIEYT  259



>WP_107732006.1 GTP-binding protein [Chromobacterium haemolyticum]
 PTU69571.1 GTP-binding protein [Chromobacterium haemolyticum]
Length=643

 Score = 368 bits (944),  Expect = 3e-115, Method: Compositional 
matrix adjust.
 Identities = 236/639 (37%), Positives = 347/639 (54%), Gaps = 
28/639 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAH+DAGKT+L+E LLY +GAI   GSV++G T TDT+  ERQRGITI
+++V
Sbjct  1    
MRTLNLGILAHIDAGKTSLSEQLLYTTGAIQAAGSVDQGNTHTDTLAQERQRGITIKSSV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG ILV+SA +GVQAQTRIL  A+
++  
Sbjct  61   
ASFAIEDLSVNLIDTPGHPDFIAEVDRVLDVLDGIILVVSAVEGVQAQTRILMRAIQRQG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA---  177
            +P +IF+NKID+ G    S+++ +  KLS   I        P  +        A
+DA   
Sbjct  121  LPCLIFVNKIDRRGAQHDSLLRQIAHKLSPSAIAIG----
EPRDIGTPGAGYHAYDADHI  176

Query  178  ---------VIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                     + ENND++L  Y+    P S ++L  E  R+ +     PV +GSA  
G G+
Sbjct  177  
AFRARLTETLAENNDRILAAYLGQSAPPSYQRLRAELARQTRRGQAHPVLFGSAATGAGL  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+ A+  L             G+VFK+E    G++  Y RL++G+LRLR+ + L 
GR+
Sbjct  237  
PGLLAAIAELLPAAAGDADGPPSGAVFKIERGRGGEKIAYARLFTGSLRLRERLLLGGRQ  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI  +++  +G+     +   G+I +L   ++ R+ DV G P R PR      P 
P L
Sbjct  297  D-KIAAIKVFDRGQARVAASVQAGQIALLHGLEAARIGDVFG-PAR-
PRTARAFSP-PTL  352

Query  347  



RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T ++ +  A   RL  AL+QLA+ DPL+    D    E+ LS  G VQ EV+   
L+  
Sbjct  353  
ETRVSARHPADARRLYAALSQLAEQDPLINLRQDDGLQEVALSLYGEVQKEVIQETLASD  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +    +E + + +ERP       +     PNPF A+IGL + P   GSGV++   
+  
Sbjct  413  YGIAAEFRETTTLCVERPSGVGFALMEA---
PNPFVATIGLRLEPAPAGSGVEFRLAMHE  469

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL---
YYSPVSTPADFRSLAPIV  523
            G L  ++  AV DG+R  L  GL+GW VTDC++   + +   ++ P++T A+ R 
LAP+V
Sbjct  470  
GMLPPAYFKAVEDGVRAALRNGLYGWEVTDCRVTMTHSIRRRHWGPLTTAAEHRGLAPLV  529

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ + + + EP   F L  P + LS          A  E  Q +    + TG 
I A
Sbjct  530  
LAEALRLADSHVCEPIQRFRLEVPADALSAMLSALASLQAQPEPPQQQAGGYLLTGYIRA  589

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              +Q  +  L   T G  +  T    Y+A  G P  +PR
Sbjct  590  AKLQQLQGLLPPLTGGEGLLETMFDRYEAVQGPPPKRPR  628

>ACT97612.1 TetA(Q) [uncultured organism]
Length=551

 Score = 365 bits (936),  Expect = 3e-115, Method: Compositional 
matrix adjust.
 Identities = 209/554 (38%), Positives = 313/554 (56%), Gaps = 
11/554 (2%)

Query  91   
VLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA  150
            +LDGA L++SAK+G+QAQT++LF  L+K+ IPT+IFINKID+AGV+L+ +   ++  
LS 
Sbjct  1    
MLDGAFLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINKIDRAGVNLERLYMDIKTNLSQ  60

Query  151  DIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            D++  QTV   S+ P +  +     E  + V  ++D +LE+Y+A   IS           
Sbjct  61   DVLFMQTVVNGSVYP-
VCSQTYIKEEYKEFVCNHDDDILERYLADSEISPADYWNTIIAL  119

Query  208  



VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVY  267
            V  A ++PV +GSA   +GI  L+DA++    P     S  L   ++K+E+   G 
+R +
Sbjct  120  VAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-
SNRLSAYLYKIEHDPKGHKRSF  178

Query  268  LRLYSGTLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLND  325
            L++  G+LRLRD V +   EK +KI  ++   +G  +  D     +I I+   +  
R+ D
Sbjct  179  
LKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVEDIEDFRIGD  238

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
             LG    L +    + P   L++++ P    +R +++ AL  L   DP L   ++S 
+ E
Sbjct  239  YLGAKPCLIQGLSHQHP--
ALKSSVRPNKPEERSKVISALNTLWIEDPSLSFSINSYSDE  296

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            + +S  G  Q E++  LL E++ ++    E   IY ERP+K  +  I IEVPPNP
+WA+I
Sbjct  297  
LEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPIKKVNKIIQIEVPPNPYWATI  356

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ F    
Sbjct  357  
GLTLEPLPLGAGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTQAE  416

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            YYSPVSTPADFR L P V   AL++SG  +LEP L F L  PQ   S+A  D  K  
+ I
Sbjct  417  
YYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLCFELQIPQVASSKAITDLQKLMSEI  476

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
            E      +     G++P    + Y ++++ YT G  + + +  GYQ           
R N
Sbjct  477  EDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMVKPCGYQIT-
KDGYSDNIRMN  535

Query  626  SRLDKVRHMFQKVM  639
             + DK+  MFQK M
Sbjct  536  EK-DKLLFMFQKSM  548

>SPL96878.1 Oxytetracycline resistance protein OtrA [Actinomadura 
parvosata 



subsp. kistnae]
Length=649

 Score = 368 bits (944),  Expect = 3e-115, Method: Compositional 
matrix adjust.
 Identities = 240/653 (37%), Positives = 336/653 (51%), Gaps = 
33/653 (5%)

Query  12   
VDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVN  71
            +DAGKT+LTE LL+A+G I E GSV+ GTTRTDT+ LER+RGITI++AV SF      
VN
Sbjct  1    
MDAGKTSLTERLLHAAGVIDEVGSVDAGTTRTDTLALERRRGITIKSAVVSFPIGGTTVN  60

Query  72   
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKID  131
            ++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR++ +PT+IF
+NKID
Sbjct  61   
LIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGLPTLIFVNKID  120

Query  132  QAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEIVLEENTD-----
IEAWDAVIENNDK  184
            + G     V++ +  KLS  +I    V    +P        D     +   D +  
++D+
Sbjct  121  
RRGARYDGVLRELAAKLSPGVIAMGDVDGLGTPAATFTPFGDRPEFAVSLLDVLASHDDR  180

Query  185  LLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            LL  Y+A E  ++  +L  E   +   A   PV++GSA  G G++ LM  V  L      
Sbjct  181  
LLAAYVADEASLTYPRLRAELAAQTGRAVAHPVFFGSAITGAGVEALMAGVEELLPAAQG  240

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                 L G+VFKVE    G++  Y R++ GTLR+RD ++       K+T + +   
G  V
Sbjct  241  
DPEGPLSGTVFKVERGPAGEKAAYARVFGGTLRVRDRLSFGPGRAGKVTAISVFDAGTSV  300

Query  304  RTDTAYPGEIVILPS-DSVRLNDVL-----
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            R      G I  L     VR+ D L     G P+  PR   +  P P L T + P+  
A 
Sbjct  301  RAQEVPAGRIARLWGLADVRIGDPLDRGTAGSPS--PRAEPQFAP-
PTLETVVVPRRPAD  357

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  LL  LTQLA+ DPL+    D +  E+ +S  G VQ EV+ A L+  Y L+   
+E +
Sbjct  358  



RGALLLVLTQLAEQDPLIDLRQDDLRQEVSVSLYGEVQKEVIEATLATDYGLDVTFRETT  417

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             I +ERP         I V PNPF A++GL V P   GSGV++   V +G L  +F   
+
Sbjct  418  
TICVERPAGTGEAAEVIAVDPNPFLATVGLRVEPGPPGSGVRFGLEVEMGSLPYAFMRTI  477

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             + +   L+QGL GW V DC +      Y+            S  ST  DFR+L P
+VL 
Sbjct  478  
EETVHETLKQGLHGWEVHDCVVTLTRSGYWARQSHAHGTFDKSMSSTAGDFRNLVPLVLM  537

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL+ +GT + EP   F L  P + L       P         + +   VV  G 
IPA  
Sbjct  538  TALRRAGTIVYEPLHRFRLELPPDTLGAVL---PVLSGLGAIPRTRHSSVV-
EGRIPAAR  593

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            +      L   T G  V       Y+   G    +PR  ++ LD+  ++   V
Sbjct  594  VHELEQRLPGLTRGEGVLECAFDRYEPVRGPIPERPRTDHNPLDRKEYLLHVV  
646

>EVA35755.1 tetracycline resistance protein tetM, partial 
[Staphylococcus 
aureus M0530]
 EVK37455.1 tetracycline resistance protein tetM, partial 
[Staphylococcus 
aureus M0798]
Length=261

 Score = 354 bits (908),  Expect = 3e-115, Method: Compositional 
matrix adjust.
 Identities = 172/259 (66%), Positives = 205/259 (79%), Gaps = 0/259 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGFLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVEYT  259
               +G + LCG+VFK+EYT
Sbjct  241  STHRGPSELCGNVFKIEYT  259

>WP_100529364.1 GTP-binding protein [Paenibacillus sp. GM1FR]
 PJN50959.1 Tetracycline resistance protein TetO [Paenibacillus sp. 
GM1FR]
Length=662

 Score = 368 bits (945),  Expect = 3e-115, Method: Compositional 
matrix adjust.
 Identities = 223/624 (36%), Positives = 333/624 (53%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLYESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      QT           + +   N D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQTYQFHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229



                  + + E ++K++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEKVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDTVLAFLPPPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSDTYVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A    L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPAHYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTE  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPESLSQGMLGWEVTDLRITLMEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            +  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
MSRTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_052581730.1 GTP-binding protein [Actinosporangium sp. NRRL 
B-3428]
Length=671



 Score = 368 bits (945),  Expect = 3e-115, Method: Compositional 
matrix adjust.
 Identities = 245/667 (37%), Positives = 360/667 (54%), Gaps = 
40/667 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+A+G I  PGSV++G+TRTD++ LER+RGITI+
+AV SF
Sbjct  10   
LNLGILAHVDAGKTSLTERLLHAAGVIDAPGSVDEGSTRTDSLALERRRGITIKSAVVSF  69

Query  64   QW----
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
                   R  VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTRIL   
LR++
Sbjct  70   
PLGPPEDRVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRILLRTLRRL  129

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLS----
ADIIIKQTVSLSPEIVLEENTDIEAW  175
             IPT+IF+NKID+ G D    ++ +  +L+    A   ++   + + E +     D 
EA+
Sbjct  130  
GIPTLIFVNKIDRGGADDARALEQITRRLTPAAPAMGPVRAIGTRAAEALAYGPAD-EAF  188

Query  176  -----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                 + + E +D+LL  Y+    +  E+L+     + +D  + PV+YGSA  G G
+  L
Sbjct  189  
RRNLVELLAEQDDELLSAYVEDSAVPYERLLGSLAEQTRDCLVHPVFYGSAMTGAGVPRL  248

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            MDA+  L  P    G   L G+VFKVE    G++  Y+R++SG+L +RD V + 
GRE+  
Sbjct  249  MDAIRTLL-PSAAPGDGHLSGTVFKVERGGAGEKIAYVRMFSGSLAVRDRVPV-
GREEAQ  306

Query  290  -----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
                 K+T + +  +G  VR      GEI  +     VR+ D +G+  +   +R      
Sbjct  307  
HEAFGKVTAVEVFHEGAGVRRPQVRAGEIAKVWGLGEVRIGDWVGEARKDSAQRHFAP--  364

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P T   R  L  AL QLA+ DPL+    D +  E+ LS  G VQ EV+   
L
Sbjct  365  
PTLETVVVPGTGTDRGSLHLALAQLAEQDPLIDLRQDDVRGEVYLSLYGEVQKEVIQTTL  424



Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ L+   +E + I +ERP          E    PF  ++GL V P   GSG+ 
+   
Sbjct  425  AEEFGLDVAFRETTTICVERPTGVG---
YGYEKDLLPFLGTVGLRVEPAPPGSGISFGLE  481

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVS  511
            V LG +  +F  AV + +   L QGL GW V DC +   +  Y+            
S  S
Sbjct  482  
VELGSMPYAFFKAVEETVHETLTQGLLGWRVVDCAVTMTHSGYWPRQSHSHATFDKSMSS  541

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR + P+VL  AL+E+GT++ EP   F L  P + L        +  A   T 
+++
Sbjct  542  
TARDFRQVTPLVLMDALREAGTRVEEPVHHFRLDLPADTLGPVLPLLGRLRAVPATPEIR  601

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
                V  GEIPA  +      L   T G  V  +   GY+   G+   + R  ++ 
L++ 
Sbjct  602  
GAAGVLEGEIPAGSLHQLGQLLPGLTRGEGVVESAFAGYRPVSGEAPARARTDHNPLNRK  661

Query  632  RHMFQKV  638
             ++   V
Sbjct  662  EYLLTVV  668

>WP_059246843.1 MULTISPECIES: GTP-binding protein [Streptomyces]
 CUW25673.1 Tetracycline resistance protein TetO [Streptomyces 
reticuli]
 OYP13617.1 GTP-binding protein [Streptomyces sp. FBKL.4005]
Length=672

 Score = 368 bits (945),  Expect = 3e-115, Method: Compositional 
matrix adjust.
 Identities = 243/661 (37%), Positives = 345/661 (52%), Gaps = 
44/661 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   



LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+ G    +V++ +  +L+  ++   T +   +           EA 
+A+
Sbjct  121  
LPTLVFVNKIDRRGARDTAVLRQMAQRLAVPLVPMGTAAGLGTRAARFRPGLGPEALEAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L   +  
L 
Sbjct  181  ADRDDGLLAAYLDGT-
VPEGRLCRALAAQTRGASVHPVYFGSAITGAGVPELFGGIQRLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREKLKITE  293
             P        L G+VFKVE    G++  Y RL+SGTLR+RD +           + 
++T 
Sbjct  240  
PPAAGDPDGPLSGTVFKVERGPAGEKAAYARLFSGTLRVRDRIPFGDGRRGTGGEGRVTA  299

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD------------
PTRLPRKRWRE  340
            + +  +G   RTD+A  G IV +     +R+ D LG             P R     
+  
Sbjct  300  
LSVFDRGTDTRTDSAGAGRIVKVWGLGGIRIGDALGGSPGASAAECAGAPGRASSHHFAP  359

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  G VQ 
EVV 
Sbjct  360  ---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQKEVVQ  416

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+++Y L+   +E + + +ERP+         +  PNPF A++GL V P   G
+GV +
Sbjct  417  
ATLADEYGLDVTFRETTTLCIERPVGTGHAVEFNKKDPNPFLATVGLRVDPAPPGAGVAF  476

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYS  508
               V LG +  +F  AV D +R  L QGL GW VTDC +   +            G   
S
Sbjct  477  
RLEVELGSMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKS  536

Query  509  



PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              ST  DFR L P+VL +AL+ +GT + EP   F L AP + L        +  A  
E+ 
Sbjct  537  
MSSTGQDFRGLTPLVLMEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGAVPEST  596

Query  569  QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---
PRRPN  625
              +    V  G +PA  + A    L   T G     T    Y      PV +   P 
RP 
Sbjct  597  GTRDVVCVLEGMVPAARVHALERQLPGLTRGEGELETAFDHY-----
APVTRGTVPHRPR  651

Query  626  S  626
            +
Sbjct  652  T  652

>WP_076318479.1 GTP-binding protein [Paenibacillus amylolyticus]
 OME99831.1 GTP-binding protein [Paenibacillus amylolyticus]
Length=662

 Score = 368 bits (944),  Expect = 4e-115, Method: Compositional 
matrix adjust.
 Identities = 223/624 (36%), Positives = 334/624 (54%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      QT           + +   N D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQTYQFHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E ++K++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEKVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDTVLAFLPPPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTE  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LSRTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>KJK33637.1 GTP-binding protein, partial [Lechevalieria 
aerocolonigenes]
Length=567

 Score = 365 bits (936),  Expect = 4e-115, Method: Compositional 
matrix adjust.
 Identities = 218/558 (39%), Positives = 303/558 (54%), Gaps = 
28/558 (5%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +N+G+LAHVDAGKT+LTE LL+ +G I E GSV++G T+TDT+ LER RGITI+
+AV 
Sbjct  7    
KTLNLGVLAHVDAGKTSLTERLLHTAGVIDEIGSVDRGDTQTDTLALERSRGITIRSAVA  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTRIL   LR
++ I
Sbjct  67   
SFALGDVTVNLIDTPGHPDFIAEVERVLTVLDGAVLVISAVEGVQAQTRILARTLRRLGI  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            P ++F+NKID+ G D  +V++ V  +L    +   TV+         +P       
T   
Sbjct  127  
PVLLFVNKIDRRGADCVAVLRDVHRRLGGTAVAMGTVAAQGTSAARFTPHDPTRPGTAHR  186

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E++D LL  Y+     +   L RE   +    ++ P ++GSA  G GI  
L+  
Sbjct  187  
LAERLAEHDDALLAAYVGDAVPAYPVLHRELAAQTAALAVMPAFFGSAITGAGITDLVAG  246

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +T L        +  L G VFKVE      +  Y RL+ GTLR+RD +  AGR    
+T 
Sbjct  247  
ITELLPSAPPDPAGPLSGKVFKVERGPADAKIAYARLFGGTLRVRDRLPGAGR----VTA  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +  +G  VR      G I  L     VR+ D +G P      R+     P L T 
+ P
Sbjct  303  IEVFDQGRAVRAQELPAGRIGTLRGLTGVRVGDAIGVPREGTEARFAP---
PTLETVVVP  359

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K  A++  L  ALTQLA+ DPL+    D +  E  LS  G VQ EVV A L+++Y 
+   
Sbjct  360  
KVPARKALLHHALTQLAEQDPLIDVRQDDVRGEFALSLYGEVQKEVVEATLADEYGVGVE  419

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + I +ER +       HI    NPF A++GL + P   G+GV++   V LG 
+  +



Sbjct  420  
FRETTTICVERLMGNGCAAEHIGTDTNPFLATVGLRLEPAPPGTGVEFRLEVELGSMPLA  479

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV +  R  L QGL GW V DC +   +  Y+            S  ST  DF
+ L 
Sbjct  480  
FFTAVEESAREALRQGLHGWEVPDCVVVMTHSGYWARQSHAHGTFDKSMSSTAGDFKHLT  539

Query  521  PIVLEQALKESGTQLLEP  538
            P+VL  AL  +GT + EP
Sbjct  540  PLVLMDALHRAGTVVHEP  557

>WP_086698833.1 GTP-binding protein [Streptomyces tricolor]
Length=672

 Score = 368 bits (945),  Expect = 4e-115, Method: Compositional 
matrix adjust.
 Identities = 243/661 (37%), Positives = 346/661 (52%), Gaps = 
44/661 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+ G    +V++ +  +L+  ++   T +   +           EA 
+A+
Sbjct  121  
LPTLVFVNKIDRRGARDAAVLRQMAQRLAVPLVPMGTAAGLGTRAARFRPGLGPEALEAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADRDDGLLAAYLDGT-
VPEGRLCRALAAQTRGASVHPVYFGSAITGAGVPELIGGIQRLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREKLKITE  293
             P        L G+VFKVE    G++  Y RL+SGTLR+RD +           + 



++T 
Sbjct  240  
PPAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRIPFGDGRRGTGGEGRVTA  299

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD------------
PTRLPRKRWRE  340
            + +  +G   RTD+A  G IV +     +R+ D LG             P R     
+  
Sbjct  300  
LSVFDRGTDTRTDSAGAGRIVKVWGLGGIRIGDALGGSPGASAAECAGAPGRASSHHFAP  359

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  G VQ 
EVV 
Sbjct  360  ---
PTLETVVVPGPGTDRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQKEVVQ  416

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+++Y L+   +E + + +ERP+         +  PNPF A++GL V P   G
+GV +
Sbjct  417  
ATLADEYGLDVTFRETTTLCIERPVGTGHAVEFNKKDPNPFLATVGLRVDPAPPGAGVAF  476

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYS  508
               V LG +  +F  AV D +R  L QGL GW VTDC +   +            G   
S
Sbjct  477  
RLEVELGSMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKS  536

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              ST  DFR L P+VL +AL+ +GT + EP   F L AP + L        +  A  
E+ 
Sbjct  537  
MSSTGQDFRGLTPLVLMEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGAVPEST  596

Query  569  QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---
PRRPN  625
              +    V  G +PA  + A    L   T G     T    Y      PV +   P 
RP 
Sbjct  597  GTRDVVCVLEGMVPAARVHALERQLPGLTRGEGELETAFDHY-----
APVTRGTVPHRPR  651

Query  626  S  626
            +
Sbjct  652  T  652

>WP_091027997.1 GTP-binding protein [Glycomyces harbinensis]
 SDD06208.1 ribosomal protection tetracycline resistance protein 
[Glycomyces 



harbinensis]
Length=663

 Score = 368 bits (944),  Expect = 4e-115, Method: Compositional 
matrix adjust.
 Identities = 240/658 (36%), Positives = 351/658 (53%), Gaps = 
43/658 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL A+G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLQAAGVIEEVGSVDAGSTRTDTLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LDGA+LV+SA +GVQAQTR+LF 
ALR++ 
Sbjct  61   
VSFALGDTAVNLIDTPGHPDFIAEVERVLGLLDGAVLVVSAVEGVQAQTRVLFRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------
TVSLSPEIVLEENTDI  172
            +PT++F+NKID++G     ++  +  +L   +I             S +P        
D 
Sbjct  121  
VPTLVFVNKIDRSGARGAPLLAELAARLDPAVIAMDAPSGLGTPAASSAPRPRDRPYLD-  179

Query  173  EAWDAVIENNDKLLEKYIAGEP------
ISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
            +  +A+ + ++ L+  Y+ G P      +   +L      +V  A   PV++GSA  
G G
Sbjct  180  DLVEALADLDEDLVLDYL-
GAPAGLAPALGGPRLDAALAAQVARARAHPVHFGSAITGAG  238

Query  227  IQPLMDAVTGLFQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            ++ L+  +   F P G  G AA  L G+VFK+E    G+R  Y RL+SG++ +RD 
+ + 
Sbjct  239  VEGLIGGIR-RFLP-
GSSGDAAGPLSGTVFKIERGPAGERIAYARLFSGSVAVRDRIDVG  296

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            GRE  K+T + + + G          G I        VR+ D +G P   P +R      
Sbjct  297  GREA-KVTALSVFADGADRPGGRVEAGRIARFWGLGEVRIGDPIGRP---
PGRRVERFAP  352

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P   + R  L  ALTQLA+ DPL+    D    E+ +S  G VQ EV+ 
A L
Sbjct  353  



PTLETVVVPARESDRPALHAALTQLAEQDPLIGLRQDEERRELSVSLYGEVQKEVIGATL  412

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ L+   +E +VI +ERP+ A +    I   PNPF A++GL + P + GSGV 
+   
Sbjct  413  AEEHGLDVAFRESTVICVERPIGAGAAAETIAKAPNPFLATVGLRIEP-
TPGSGVDFRLG  471

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP------------VS  511
            V LG +  +F  AV + +   L QGL GW V  C +   +  Y++              
S
Sbjct  472  
VELGSMPLAFFKAVEETVHETLGQGLHGWQVEGCAVTMTHSGYWARQSSAHGGFDKAMSS  531

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFRSL P+VL +AL+E+GT + EP   F +  P   L        K  A     
+ +
Sbjct  532  
TAGDFRSLVPLVLAEALREAGTVVCEPLHRFRIELPGADLGGVLAALVKLRAVPGPPEHR  591

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
             D  V  G +PA  +      L   T+G  V  +  + +     +PV  P    +R 
D
Sbjct  592  GDRCVLEGTVPAAAVHGLGQRLPGLTSGEGVLESAFERH-----
EPVTGPVPSRARTD  644

>OFE17018.1 hypothetical protein BA895_17680 [Humibacillus sp. DSM 
29435]
Length=653

 Score = 367 bits (943),  Expect = 4e-115, Method: Compositional 
matrix adjust.
 Identities = 228/644 (35%), Positives = 342/644 (53%), Gaps = 
33/644 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKTTLTE LL+ +G I EPGSV+ GTT TDT+ LER+RGITI
+AAV SF
Sbjct  6    
LNLGILAHVDAGKTTLTERLLHLAGVIDEPGSVDSGTTSTDTLALERRRGITIKAAVVSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV R L+VLDGA+LV+SA +GVQ QTRIL  AL+++ 
+PT
Sbjct  66   
PLGDLTVNVVDTPGHPDFIAEVERVLSVLDGAVLVLSAVEGVQPQTRILMRALQRLRVPT  125



Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NK+D+ G +L  V+ ++R +L+ D+++  +VS          P   L+        
Sbjct  126  
LMFVNKVDRVGANLDLVLTAIRARLTPDVVMMGSVSALGTRRAQFCPHDRLDAAFRDRET  185

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             A+ E++D  L  Y+ G   S  +L      + +  SL PVY GSA  G G+  LM  
+ 
Sbjct  186  
AALAEHDDTWLAAYVEGRTPSGRELAAAMAGQTRTTSLHPVYAGSASTGTGVPELMTGIA  245

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L         A   G VFK+E +  G++  Y+R+++G+ R R  +AL+G    K+
+ + 
Sbjct  246  
ALLPASRADADAPPSGRVFKIERSLAGEKVAYVRMFNGSARPRQRLALSGGRMGKVSAVE  305

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +   G   RTD A  G+I  L    +VR+ D  G+P  L    +    L    T + 
P+ 
Sbjct  306  
VFGTGRWRRTDIAAAGQIARLHGLRAVRVGDAFGEPGGLQDHHFAPPTLEASVTVVRPE-  364

Query  355  AAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              Q   L  AL +LAD DPL+  R   D +     +S  G+VQ EV+ + L+E+Y 
+E  
Sbjct  365  --QGPALRTALDELADQDPLIDVRTGDDGLP---
TVSLYGQVQQEVLGSTLAEEYGIEVE  419

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG----Y  468
              +  V+++ER  +       +    NP+ ASIGL +TP + GSG+++ +         
Y
Sbjct  420  
FADAGVLHVERARQTGEAVERLNTDSNPYHASIGLRLTPGAAGSGLRFANETPARDMPLY  479

Query  469  LNQS---FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------
SPVSTPADF  516
            L +S   F  ++   +R  LE G +GW VTD  +      Y           P ST  
D+
Sbjct  480  
LFKSSTAFTASIEKHVRRTLEHGCYGWRVTDALVTLTECAYSVADGPPSRRGPTSTSYDY  539

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L PIV+ QAL+++GT++ EP L  ++  P            ++ A +       
D  +
Sbjct  540  
RQLTPIVMRQALQQAGTRVCEPVLRVLVEVPAPDAVAVVRLVTRWGAELLAQTATGDLAL  599



Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
                + A  +   +  L   T G        +GYQ   G+P ++
Sbjct  600  LEVRLVASRLHDLQRQLPDLTGGEGTLEPRFEGYQPVHGEPPLR  643

>WP_091189770.1 GTP-binding protein [Paenibacillus catalpae]
 SFF21786.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
catalpae]
Length=656

 Score = 368 bits (944),  Expect = 4e-115, Method: Compositional 
matrix adjust.
 Identities = 225/619 (36%), Positives = 336/619 (54%), Gaps = 
18/619 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +L+ SG     GSV+ GTT TD + +E++RGI+++AA 
TSF 
Sbjct  11   
NVGIFAHVDAGKTTTTEHMLFVSGRTRSLGSVDAGTTLTDWLDVEKERGISVRAATTSFV  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++ ALRK+ 
IPT+
Sbjct  71   
WKNTNINLVDTPGHVDFLSEVERSLRVMDGAVLILSAVEGVQAQTEMIWSALRKLRIPTI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE------
NTDIEAW---  175
            I+INK+D+ G D ++V++ +R  LS DI+  Q    S +  +        + D E+
+   
Sbjct  131  
IYINKMDRIGADREAVLRDIRSYLSPDILEVQHPLGSEQQFMGAVDLWGPDADEESFTAL  190

Query  176  -
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E  ++LL++YI+GE    E          + A LFPV YG++ KG+G+  
LMDAV
Sbjct  191  VEAIAEREEELLQRYISGEA---
EDWKSHAAGMTKRAELFPVVYGASGKGIGVTELMDAV  247

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
                   G    A L G VFK+E      R  ++RLY GT+R RD +    +    
K+T+
Sbjct  248  
IDYLPEPGGDRDAPLSGIVFKIERDKTMGRMAFVRLYEGTMRNRDVIRNYTQNIDEKVTQ  307

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352



            +R               G+I  +   S VR+ D++G P  +P +     PL  ++   
A 
Sbjct  308  
IRKVEGSRSEDLGMLEAGDIAAVCGISHVRIGDIIGVPDAVPEEVRLAVPLLTVQAHWAD  367

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +   Q   ++ AL +L+D DPLL  +      E+ +  +G +QLE+++++L  +Y 
L+  
Sbjct  368  QQ--
QYPAMVQALQELSDEDPLLDVQWLQEERELHVKVMGPIQLEILASVLENRYGLQVK  425

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              +PSVIY E P +     I   + P P WA +   + P   GSG++YE+ V    
L   
Sbjct  426  FGQPSVIYKETPSQPGEGYIAY-
LMPKPCWAILRFRIEPGEKGSGLRYEAFVRSEDLLPQ  484

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            +QN V   +   L+QGL GW V D K+    G ++   + P DF    P+ +   L   
G
Sbjct  485  
YQNEVARRVPEALQQGLKGWEVVDLKVTLIEGQHHVWHTHPLDFAVATPMGIMNGLASVG  544

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T LLEP L F +  P+E   R  +D      T E   +  D +V  G +PA     
Y  +
Sbjct  545  
TNLLEPVLQFRIVVPEENGGRVMNDLILMRGTFEAPTLHGDRLVIEGRVPAATSLEYPME  604

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR    T   GY+
Sbjct  605  LNSLTKGRGTIATFFSGYE  623

>WP_082704145.1 GTP-binding protein [Paenibacillus pabuli]
Length=652

 Score = 367 bits (943),  Expect = 5e-115, Method: Compositional 
matrix adjust.
 Identities = 221/632 (35%), Positives = 347/632 (55%), Gaps = 
26/632 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTV  60

Query  66   



HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +GVQ QTR+L   L K+ 
IPT+ 
Sbjct  61   
NHVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGVQTQTRVLMKTLAKLKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEAWDA--  177
            FINKID+ G   +S++  + DKL+   +         T +   E+  E N       
A  
Sbjct  121  
FINKIDRVGARYESLLTEIHDKLTPHALAMGFVYNIGTSAAHMELFTENNQKFMEGLANR  180

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +NN++ LE+Y+ + + ++      E   + + A L+PV +GSA  G GI  L+ 
A+  
Sbjct  181  
LADNNERFLERYLYSAKDLAPVDFESEFLEQFKQAQLYPVLFGSAMTGEGISHLITAIQN  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------  289
                +  + ++   G VFK+E     ++  Y+R++SG +++R++++     +        
Sbjct  241  
CHSSVHYENTSFTRGKVFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGEIIKFT  300

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL--PM  345
             K+T ++    G+      A  G+IV I+     ++ D +G    +P     E     
P 
Sbjct  301  NKVTGLKHFFSGKTTDGTIAASGDIVKIMGLTECQVGDDIG----
VPSNEMTETLFSPPS  356

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV+   
L +
Sbjct  357  
LVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQLKK  416

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
              +++        IY+E+P+        +    NPF++++G  + P    +G++Y   
V 
Sbjct  417  
DAQIDIEFLATQPIYIEKPIFTGEAVERMGDKGNPFYSTVGFRIDPNPRSTGIEYHLEVE  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST  DFR L P
+VL 
Sbjct  477  
LGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTAGDFRKLTPLVLM  536



Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPAR  584
            +AL E+ TQ+ EP   F L  P +YLSR      +  +T +   ++ D+V +  G 
IP +
Sbjct  537  RALAEATTQIYEPIHRFELEVPAKYLSRILFKLTQASSTYQDP-
IQNDQVFMIYGMIPIK  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             IQ+++  L  +T G  V L+E  GYQ   G+
Sbjct  596  NIQSFKNQLPGWTQGEGVFLSEFYGYQPFDGE  627

>WP_097248842.1 GTP-binding protein [Streptomyces sp. 1222.2]
 SOD67113.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 1222.2]
Length=677

 Score = 368 bits (944),  Expect = 5e-115, Method: Compositional 
matrix adjust.
 Identities = 246/664 (37%), Positives = 346/664 (52%), Gaps = 
42/664 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  G I E GSV++G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDEGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFAIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-SPE--
IVLEENTDIEAWDA  177
            PT+IF+NKID+ G   Q +++S+  +L+  I+ + +   L +PE   +  +       
+ 
Sbjct  123  
PTLIFVNKIDRRGARHQDLLESIAARLTPGIVPMGEVAGLGTPEAHFLPYDPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E +D LL  Y+  G  +   +L      R   + + PV++GSA  G GI  L+D 
V  
Sbjct  183  
LAEYDDDLLAAYVDDGTAVPETRLRAALAARTGGSLVHPVFHGSAITGSGIAELVDGVRE  242

Query  237  LFQPIGEQGSAAL------------
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            L                         G+VFKVE    G++  Y+R++ GT+R+RD 



+A  
Sbjct  243  
LLPSTDADHGGDTAGGGDGEAAAPPSGTVFKVERGPAGEKIAYVRMFDGTVRVRDRLAFR  302

Query  285  -GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
             G  + K+T + +   G  VR      G I  L      L D+ +GD   +PR+R     
Sbjct  303  DGAREGKVTAISVFEGGADVRATAVSAGRIARLWG----
LADIRIGDTVGVPRERAAAAH  358

Query  343  L-----
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                  P L T + P  A     L  ALTQLA+ DPL+    D +  EI +S  G 
VQ E
Sbjct  359  
GHHFAPPTLETVVLPARAEDGAALHLALTQLAEQDPLIGLRHDELRREISVSLYGEVQKE  418

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            VV A L+++Y L+   +E + I +ER     +     +   NPF A++GL V P   
GSG
Sbjct  419  
VVQATLADEYGLDVTFRETTTICVERLAGVGAAVEFNKKDGNPFLATVGLRVEPAPAGSG  478

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------GL  505
            V +   V LG +  +F  AV D +R  LEQGL GW V DC +   +            
G 
Sbjct  479  
VAFRLEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTMTHSGYSPRQSHAHQGF  538

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
              S  ST ADFR L P+VL  AL+ +GT++ EP   F + AP + L           
A  
Sbjct  539  
DKSMSSTGADFRGLTPLVLTDALRRAGTRVHEPMHRFRIDAPADTLGAVLPVLAALRAVP  598

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
               +     V   G +PA  + A    L   TNG     T    Y A VG+  + P 
RP 
Sbjct  599  RETRTSGAAVRLEGLVPAAGVHALEQRLPGPTNGEGELETAFDHY-APVGRAAV-
PSRPR  656

Query  626  SRLD  629
            + L+
Sbjct  657  TDLN  660

>WP_067044099.1 GTP-binding protein [Streptomyces sp. FXJ1.172]
 OAB00384.1 GTP-binding protein [Streptomyces sp. FXJ1.172]
Length=701



 Score = 369 bits (946),  Expect = 5e-115, Method: Compositional 
matrix adjust.
 Identities = 241/691 (35%), Positives = 341/691 (49%), Gaps = 
74/691 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDDGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGILDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-
LEENTDIEAWDAV  178
            IPT+IF+NKID+ G +  +V++ +  +L   ++ +   VS        E      A 
+ +
Sbjct  121  
IPTLIFVNKIDRRGANGSAVLEQMTRRLGVPLVPMGGPVSPGTRAARFEPGLGPAAAEVL  180

Query  179  IENNDKLLEKYI-AGEPISR--
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
              ++D LL  Y+  G P SR    LV + +R +    + PVY+GSA  G G+  L+  
+ 
Sbjct  181  AGHDDDLLAAYLDGGVPGSRLYAALVAQARRSL----
VHPVYFGSAVTGAGVPELVTGIE  236

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-----------  284
             L    G   +  L  +VFKVE    G++  Y R++SGTLR+RD +              
Sbjct  237  
RLLPAAGGDPAGPLSATVFKVERGPAGEKVAYARIFSGTLRVRDRIPFGGVRERGDFAGA  296

Query  285  ------------------------------------
GREKLKITEMRIPSKGEIVRTDTA  308
                                                GR++ ++T + +  +   +   
+A
Sbjct  297  
WEEGDFAGAWEEGGAVGRRAGAGRAAGSRTAGRTGEGRQEGRVTALSVFERAGDIPRHSA  356

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G IV I     +R+ D LG P R     +     P L + + P   A R  L  
ALTQ
Sbjct  357  GAGRIVKIRGLGGIRIGDALGTPGRAYEHHFAP---
PTLESVVVPGPGADRRSLHLALTQ  413

Query  368  



LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DPL+    D +  E  +S  G VQ EVV A L+E+Y L+   +E + + 
+ERP   
Sbjct  414  
LAEQDPLIGVRHDELRGETSVSLYGEVQKEVVQATLAEEYGLDVAFRETTTLCVERPAGT  473

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
                      PNPF A++GL V P   G+GV +   V LG +  +F  AV D +R  
L Q
Sbjct  474  
GHAVEFNRKDPNPFLATVGLRVEPAPPGAGVTFRLEVELGSMPYAFFKAVEDTVRETLGQ  533

Query  488  GLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            GL GW + DC +   +            G   S  ST  DFR+L P+VL +AL+ 
+GT +
Sbjct  534  
GLHGWRIPDCTVTMTHCGYSPRQSHAHQGFDKSMSSTGYDFRALTPLVLAEALRRAGTVV  593

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
             EP  SF L AP + L        +  A  E         V  G +PA  +      
L  
Sbjct  594  
HEPVHSFRLEAPADSLGTLLPVLARLGAVPERTAAAGAAAVLEGTVPAARVHELEQRLPG  653

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             T G     T    Y       V  P RP +
Sbjct  654  LTRGEGELETAFDHYAPVTRGAV--PERPRT  682

>WP_068661669.1 GTP-binding protein [Paenibacillus sp. 1ZS3-15]
 OAS23891.1 GTP-binding protein [Paenibacillus sp. 1ZS3-15]
Length=666

 Score = 367 bits (943),  Expect = 6e-115, Method: Compositional 
matrix adjust.
 Identities = 231/629 (37%), Positives = 345/629 (55%), Gaps = 
29/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE LLY SG I   GSV+ GT +TD++ +ER+RGI++++A 
TS  
Sbjct  12   
NVGIFAHVDAGKTTTTEHLLYVSGRIRALGSVDSGTAQTDSLDVERERGISVRSATTSLV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL+ISA +GVQ+QT +++HAL+ + 
IPT+
Sbjct  72   
WQNTWINLVDTPGHVDFLSEVERSLRVMDGAILIISAVEGVQSQTEMIWHALQSLRIPTL  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAV-----  178
            +++NK+D+ G D + V+Q +  +L+   + I   + L       +N  I+A  AV     
Sbjct  132  
LYMNKLDRVGADPERVLQEIHKQLTGMAVPIYAPLGLEDTFRGAQNVLIDAPPAVGAPQG  191

Query  179  ----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                       E ++ +L  YI G PIS  ++    QR  + A  FP+  G++ K 
+GI+
Sbjct  192  
FDLAAAVEKLSELDEPMLTSYIEGAPISAHEVKATLQRYTRQAEAFPLLVGASSKAIGIE  251

Query  229  PLMDAVTG-LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAG  285
             L+ A+   L +P G+     L   VFKVE      R  Y+RLY GT+R RDTV  
A  G
Sbjct  252  ELLAAILDYLPEPRGD-
AQQPLSAVVFKVERDKTMGRMAYVRLYEGTIRNRDTVVNATQG  310

Query  286  REKLKITEMR--IPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDP  342
             E+ K+T++R     K E +   TA  G+I  +     VR+ D+LG P  +P        
Sbjct  311  VEE-KVTQIRRIDGRKAEDLGVVTA--GDIAAVCGLTQVRIGDLLGRPDSVPSA--
PRMA  365

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +P+L   +  ++ AQ   L+ AL +L D DPLL  +      E+ +  +G +QLE+
+++L
Sbjct  366  
VPLLTVQVHAESDAQYPVLVAALQELTDEDPLLDLQWLQDERELHVKVMGAIQLEILTSL  425

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            LS ++ L     +PSVIY E P +     I   + P P WA +   + P + GSG+ 
YES
Sbjct  426  LSSRFGLAVRFDQPSVIYKETPSQTGEGFIAYTM-
PKPCWAILRFRIEPGAPGSGLVYES  484

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
            +V    L   +QN V   +   L+QGL GW VTD K+    G ++   + P DF    
P+
Sbjct  485  
QVRGEQLLLQYQNEVARRVPEALQQGLLGWEVTDIKVTLLEGEHHVWHTHPLDFAVATPM  544

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             + Q L ++GT LLEP L   +  P+E+  +   D  +  AT +   +     V  
G +P
Sbjct  545  
GIMQGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRATFDAPSIAGGRFVLEGRLP  604



Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                  Y   L+  + GR V  +   GYQ
Sbjct  605  VATSLEYPVKLSAMSGGRGVITSSFAGYQ  633

>WP_046769230.1 GTP-binding protein [Jiangella alkaliphila]
 SDU70828.1 ribosomal protection tetracycline resistance protein 
[Jiangella 
alkaliphila]
Length=666

 Score = 367 bits (943),  Expect = 7e-115, Method: Compositional 
matrix adjust.
 Identities = 242/671 (36%), Positives = 352/671 (52%), Gaps = 
41/671 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLYAAGVIDEIGSVDAGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VAFTVGDTAVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT+IF+NK+D+AG DL +VV  +R +L+  I+          +  +  P    ++    
Sbjct  121  
IPTLIFVNKLDRAGADLDAVVGQLRVRLTPRIVPLGAAVRPGGKDAAFRPFTAADDGFGA  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D + + +D LL  Y+   AG  +S  +L+R   R+ + A + PV+ GSA  G 
G++ 
Sbjct  181  RLVDVLADGDDALLADYVDDPAG--
VSHRRLLRSLARQSRRADVHPVFAGSAITGAGVEE  238

Query  230  LMDAVTGLFQPIGEQGSAAL----
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            L   +  L     + G         G+VFKVE    G++  Y+R+ +GTLR RD + 
+AG
Sbjct  239  
LTAGIVSLLPSTSDDGDGGAEGPPSGTVFKVERGPAGEKIAYVRMVAGTLRTRDRL-VAG  297

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDP--
TRLPRKRWREDP  342
                K+T + +   G          G I  +    +VR+ D +G    T          



P
Sbjct  298  ----
KVTALSVFDGGGARPGPEVTAGRIAKVWGLGAVRIGDTIGATAGTNGDAAAHHFAP  353

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P+   +R  L  AL QLA+ DPL+    D +  E+ +S  G VQ 
EVV A 
Sbjct  354  -
PTLETVVVPRHVRERGALHAALAQLAEQDPLIDLRQDDLRQEVSVSLYGEVQKEVVQAT  412

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+ +Y ++   +E + I +ER L +      I    NPF A +GL V P  + SGV 
+  
Sbjct  413  
LASEYGIDVDFRESTTICVERLLGSGEAIELITDDTNPFLAGVGLRVEPAPVRSGVTFRL  472

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SPV  510
             + LG L  +F  A+ + +R  L QGL GW+V DC++   +  YY            
S  
Sbjct  473  
AIELGSLPPAFLRAIEETVRETLHQGLAGWDVPDCRVTLTWSQYYPRQSHAHGTFDKSMS  532

Query  511  STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA---
TIET  567
            ST  DFR L P+VL  AL  +GT++ EP   F L  P + L +      +  A   
T   
Sbjct  533  
STAGDFRLLTPLVLMTALTRAGTRVHEPIHRFELELPADTLGQVLPALARLRAVPGTPSP  592

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
            +       V  G++PA      +  L   T G  V  T    YQ   G P  +PR  
+  
Sbjct  593  
SPAAAGAYVLEGDLPAAHAHELQQQLPALTRGEGVLETRFDRYQPVAGPPPDRPRTDHDP  652

Query  628  LDKVRHMFQKV  638
            L +  ++   V
Sbjct  653  LHRDEYLLHVV  663

>EHE01245.1 elongation factor G, domain IV family protein 
[Streptococcus 
pneumoniae GA16833]
Length=242

 Score = 352 bits (904),  Expect = 7e-115, Method: Compositional 
matrix adjust.
 Identities = 166/232 (72%), Positives = 194/232 (84%), Gaps = 0/232 
(0%)



Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKKAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  
530
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK+
Sbjct  186  EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKK  
237

>WP_092884428.1 GTP-binding protein [Actinopolymorpha cephalotaxi]
 SFG89780.1 ribosomal protection tetracycline resistance protein 
[Actinopolymorpha 
cephalotaxi]
Length=676

 Score = 368 bits (944),  Expect = 7e-115, Method: Compositional 
matrix adjust.
 Identities = 236/673 (35%), Positives = 344/673 (51%), Gaps = 
41/673 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK+IN+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKLINLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDAGNTQTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVLDGVTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------



KQTVSLSPEIVLEENTDI  172
            IPT++F+NK+D+ G D + V   + +KL+  ++                P    +     
Sbjct  121  
IPTLLFVNKLDRRGADAERVYAEIAEKLTPAVVPMGRAYDQGTPHAGFLPYGPDDGAFAT  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             A + + + +D  L  Y+ G+   ++  +L  E   R   A + PV+ GSA  G 
GI  L
Sbjct  181  
AAAEVLADADDGFLAAYVDGDGDVLTDGRLRHELATRTARARVHPVFAGSAITGAGIAAL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------  283
            +  +  L    G    A   GSVFKV+    G++  Y+R++ G + LRD V +       
Sbjct  241  
VSGIRDLLPTAGGDPDAPASGSVFKVDRGPGGEKIAYVRMFDGAVHLRDQVPVVRPGGSG  300

Query  284  ---------AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRL  333
                           K+T +R+  +G          G+I  L     VR+ D +G 
P   
Sbjct  301  
GATGGVDGGVDGGGSKVTGIRVFDQGAAPVRPVVRAGQIGRLTGLADVRIGDTVGVPR--  358

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P         P L T + P   + +  L  ALTQLA+ DPL+    D +  EI +S  
G 
Sbjct  359  
PGGAAHHFAPPTLETVVVPVRRSDKGALHLALTQLAEQDPLINLRQDDVRQEIYVSLYGE  418

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ EVV+  L+E+Y +E      SVI +ERP+   +    I    NP++A++GL V 
P  
Sbjct  419  
VQKEVVATTLAEEYGIEVEFARTSVICVERPIGKGAAYDLIGTDANPYFATVGLRVEPAR  478

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------  507
             G GV +   V LG +  +F  AV + ++  L QGL GW V D  +   +  YY      
Sbjct  479  
PGDGVSFGLDVELGSMPPAFFTAVEETVKETLRQGLSGWEVGDIAVFMTHSGYYARQSHS  538

Query  508  ------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  561
                  S  ST  DFR L P+VL  AL+++GT + EP   F L  P + L+       
+ 
Sbjct  539  
HGTFDKSMSSTAGDFRYLTPLVLMAALRQAGTVVCEPAHRFHLECPADTLAAVVPALVRL  598

Query  562  
CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  621



                ++ Q K    V  GEIPA  +   +  L   T G  +  +  + YQ   G    
+P
Sbjct  599  
GGVPDSQQPKGSGAVVEGEIPAARVHELQQQLPGLTRGEGMLDSTFERYQPVRGPAPTRP  658

Query  622  RRPNSRLDKVRHM  634
            R  ++ LD+  ++
Sbjct  659  RTDHNPLDRREYL  671

>WP_056921987.1 GTP-binding protein [Phycicoccus sp. Soil802]
 KRF28281.1 hypothetical protein ASG91_07330 [Phycicoccus sp. 
Soil802]
Length=649

 Score = 367 bits (941),  Expect = 7e-115, Method: Compositional 
matrix adjust.
 Identities = 232/648 (36%), Positives = 340/648 (52%), Gaps = 
54/648 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + +GI+AHVDAGKT+LTE +L+ +G +  PGSV+ G T+TD+M LERQRGITI+
+AV 
Sbjct  7    
KTLCLGIVAHVDAGKTSLTERVLFEAGVLDHPGSVDAGDTQTDSMALERQRGITIRSAVV  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W    VN++DTPGH DF+AEV R+L VLD A+LV+SA +GVQAQT +L  AL+
++ +
Sbjct  67   
SFDWRATTVNLIDTPGHSDFIAEVERALTVLDAAVLVVSAVEGVQAQTLVLMRALQRLGL  126

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P V+F+NK+D+AG D   V+  V  +LS +      VS                      
Sbjct  127  
PVVLFVNKVDRAGADPDRVLGEVTTRLSPEAFALGQVS---------------------G  165

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---  238
                   Y+  E  + E  + E +  V+ A+  PV +GSA  G G+  L+DA+T L    
Sbjct  166  AGTRGAAYLPFEVGTTE--
LGELRSAVRGATSHPVLFGSAITGAGVTELLDALTTLLPVA  223

Query  239  QPIGEQGSAALC---
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             P+   GS       G+VFKV+  + G+R V  R+ SG+LRLRD V + GR   K
+T +R
Sbjct  224  APVPSAGSGTASPPSGTVFKVDRGE-
GRRTVLARVRSGSLRLRDRVEVDGRPAEKVTGLR  282

Query  296  IPSKGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPL--------PML  346
            +  +G +V  D    G I  +    S R+ D  G     PR   R D          
P L
Sbjct  283  LFDRGRLVSVDEVPAGRIAAVTGWSSARIGDRFGP---
APRPCSRADQFTSTAQFARPTL  339

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +     +    +  ALT+LAD DPL+    D    EI +S  G VQ EV++A
+L+E+
Sbjct  340  
ETVVDAVRLSDVVGMYSALTELADQDPLIDLRRDDGRREIAVSLYGEVQKEVIAAVLAEE  399

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +E   +  + I +ER +   +    I   PNPF A +GL V PL +G+G ++   
+ L
Sbjct  400  
YGIEVTFRPTTSICVERLVAPGAAVQLIGTAPNPFLAQVGLRVEPLPVGAGHEFALEIEL  459

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F  AVR+GI   LE+G+ GW V D ++   +  YY            +  
ST  
Sbjct  460  
GSMPPAFFTAVREGIAATLEEGVHGWAVPDARVVMTHSGYYPRQSHAHATFDKAMSSTAQ  519

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFRSL+ +VL +AL  +GT +  P   F L  P++ LS    +  ++ A      +
+   
Sbjct  520  
DFRSLSRLVLAEALVRAGTVVCAPVHRFELEVPEDTLSSVLGELNRHQAVPLETTLRGRS  579

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
             V  G++PA  +   +  +   T G  V  + L  Y    G P  + R
Sbjct  580  AVLLGQVPADAVHGVQQRIPHLTRGEGVFTSGLDHYAPTTGAPAERSR  627

>WP_036609508.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 ETT50987.1 small GTP-binding protein [Paenibacillus sp. FSL H7-689]
 KLU53921.1 GTP-binding protein [Paenibacillus sp. VT-400]
Length=662

 Score = 367 bits (942),  Expect = 7e-115, Method: Compositional 
matrix adjust.
 Identities = 223/624 (36%), Positives = 334/624 (54%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    



NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      QT           + +   N D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQTYQFHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E ++K++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEKVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTG  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDTVLAFLPPPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTE  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   



Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LARTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_090980187.1 GTP-binding protein [Paenibacillus sp. CF384]
 SDW94199.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. CF384]
Length=664

 Score = 367 bits (942),  Expect = 7e-115, Method: Compositional 
matrix adjust.
 Identities = 230/657 (35%), Positives = 363/657 (55%), Gaps = 
27/657 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N+GI AHVDAGKTT TE +LY SG I   GSV+ GTT+TD + +ER+RGI++
+AAVT
Sbjct  4    
KMRNVGIFAHVDAGKTTTTEQMLYQSGHIRALGSVDTGTTQTDWLDVERERGISVRAAVT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++ ALR 
++I
Sbjct  64   
RFTWKDTPINLVDTPGHVDFLSEVERSLRVMDGAVLIVSAVEGVQAQTEVIWQALRDLSI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPE------
IVLEE---NTD  171
            PTVI++NK+D+ G D  +V+  ++  LS  ++ +   V    E      ++LEE      
Sbjct  124  
PTVIYVNKMDRIGADALAVLAQLQRLLSRQVVPVAAPVGAEAEFTGAVSVLLEEQVIGAG  183

Query  172  IEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
             ++W         +AV E ++ LLE Y+ G+ +    L R     V  ++LFPV 
+G++ 
Sbjct  184  
EQSWAEPYRRMLVEAVAEQDESLLEAYLDGQAVDDALLGRVLVEGVHRSTLFPVLFGASN  243

Query  223  KGLGIQPLMDAV-
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281



            +G+G++ LMDAV T L  P G +  A + G +FK+E      +  Y+RL+ G +R 
RDTV
Sbjct  244  RGIGVKELMDAVLTYLPAPSGSE-
EAPVSGVIFKMERDPVMGKISYVRLFEGVIRNRDTV  302

Query  282  ALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWR  339
                R+ + K+T++R  +  +         G+I  +   S  R+ DV+G P  +P 
+  +
Sbjct  303  
LNYSRDMQDKVTQIRRVTGQKTEDIGVLKAGDIAAVYGWSRARIGDVIGAPEGVPGE--K  360

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               +P+L   +  K  A+   ++ A  +LAD DPLL  +      E+ L  +G +Q
+EV+
Sbjct  361  
RLAVPLLTVQVQWKNEAEYPAVVAAFQELADEDPLLDLQWLQDERELHLKVMGPIQMEVL  420

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            +++L  ++KLE     PSVIY E P       +   + P P WA +  ++ P   
GSG+ 
Sbjct  421  TSILLSRFKLEVSFGAPSVIYKETPASVGEGYVAY-
LMPKPCWAILRFTIEPGERGSGLV  479

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+S V    L +S+QN V   +   L+QGL GW VTD ++    G ++   + P 
DF   
Sbjct  480  
YKSLVRGERLLESYQNEVARRVPEALQQGLRGWEVTDLRVTLIEGEHHVWHTHPLDFVIA  539

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+ +   L  +GT+LLEP L F L  P+EY  +  ++        +   V+++ +   
G
Sbjct  540  
TPMGMMNGLANTGTKLLEPLLRFRLSVPEEYGGKLMNELVLMRGEFDAPIVRQERMELEG  599

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY-
QAAVGQPVIQPRRPNSRLDKVRHMF  635
             +P      +   L   T GR    T   GY +      V + RR  + LD+ +++ 
Sbjct  600  
TLPVATTLDFPARLGSMTKGRGTLTTFFAGYRECPPDVDVSRQRRGVNPLDQAKYIL  656

>WP_076208951.1 GTP-binding protein [Paenibacillus sp. FSL R5-0765]
 OMF67466.1 GTP-binding protein [Paenibacillus sp. FSL R5-0765]
Length=662

 Score = 367 bits (942),  Expect = 7e-115, Method: Compositional 
matrix adjust.
 Identities = 224/624 (36%), Positives = 334/624 (54%), Gaps = 



20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLYESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRLLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      Q   L        + +   N D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQAYQLHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E +++++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEEVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+DAV     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDAVLAFLPPPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSDTYVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L  V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   



Sbjct  427  GLNVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LSRTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_037282496.1 GTP-binding protein [Saccharibacillus sacchari]
 EXG83196.1 small GTP-binding protein [Saccharibacillus sacchari DSM 
19268]
Length=672

 Score = 367 bits (943),  Expect = 7e-115, Method: Compositional 
matrix adjust.
 Identities = 233/669 (35%), Positives = 352/669 (53%), Gaps = 
49/669 (7%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIG+ AH+DAGKTT TE +LY SG+I   GSV++GTT TD++ +ER+RGI+++AA  
S  
Sbjct  9    
NIGVFAHIDAGKTTTTEYMLYLSGSIRSLGSVDEGTTSTDSLDVERERGISVKAASASLN  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   K+N+VDTPGH DFLAEV RSL V+DGA+L++SA +GVQAQT +L+ AL+ M 
IPTV
Sbjct  69   
WKGHKINLVDTPGHADFLAEVERSLGVMDGAVLIVSAAEGVQAQTEVLWQALKLMRIPTV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-----
IVLE------------  167
            I+INK+D+ G   +  +  +R  LS   +  Q + L  E      + E            
Sbjct  129  IYINKLDRIGASFERTLNDIRRLLSPSALPMQ-
MPLHAEDESFYAIRELWKTDAGSDGRP  187

Query  168  --------ENTDIE-----
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
                    EN + E     A + + E +D+L+ +YI G+    ++L     +    



A +F
Sbjct  188  
AKEPYDAFENKEKEQFRGAATEIIAEFDDELMLRYIEGDIPDEDELTLLLVKHSAAAQIF  247

Query  215  
PVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGT  274
            PV  G ++KG+GI  L+DA+   F P        L G VFK+E      R  +
+RLY G 
Sbjct  248  PVCCGCSQKGIGITELLDAMLA-FLP-
APPPKTELAGIVFKIERERSMGRAAWVRLYGGN  305

Query  275  LRLRDTVALAGR-EKLKITEMRI------
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVL  327
            LR RD V L G  E+ KIT++R+         GEI   D A    +  LP  ++   
D++
Sbjct  306  LRNRDIVRLNGHEEEHKITQIRVLDGLKRIDAGEIGEGDIA---AVYGLPDAAI--
GDII  360

Query  328  
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
            GDP  +P+    E  +P+L   + P + A   R  +AL +L D DPLL         
E+ 
Sbjct  361  GDPVLVPKT--
PEMAVPLLTARVLPDSEADYARTAEALRELTDEDPLLDLAWLPELRELH  418

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL  447
            +  +G +QLEV+S++L  ++ L      P+VIY E P KA    +   + P P WA 
+  
Sbjct  419  VRMMGAIQLEVLSSMLKSRFDLNVGFGPPAVIYKETPAKACEGRVAY-
LMPKPCWAILHF  477

Query  448  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
            ++ P   GSG+ Y S+     +  ++QN V   +   L+QGL GW VTD  +   
YG ++
Sbjct  478  
TIEPGERGSGLVYRSQARADDILPAYQNEVERRVPEALKQGLHGWEVTDLIVTLTYGQHH  537

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
               + P DF    P+ +   L   GT+LLEP L F +  P+E+  R   D  +  A   
+
Sbjct  538  
VWHTHPLDFVIATPMGIMNGLASGGTKLLEPILRFRISVPEEHAGRVLSDLSRMRAEFTS  597

Query  568  AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY-
QAAVGQPVIQPRRPNS  626
              ++ +  +  G +PA     Y   L  ++ G+ V     +GY +A  G    + R   
+
Sbjct  598  
PSIEGERFIVEGTVPASTSMDYSAALRSFSAGKGVMTASFEGYREAPEGTEASRTRNGIN  657

Query  627  RLDKVRHMF  635



             LD+ +++ 
Sbjct  658  PLDEAKYIL  666

>WP_091083523.1 GTP-binding protein [Nonomuraea wenchangensis]
 SEU14418.1 ribosomal protection tetracycline resistance protein 
[Nonomuraea 
wenchangensis]
Length=654

 Score = 367 bits (941),  Expect = 8e-115, Method: Compositional 
matrix adjust.
 Identities = 241/655 (37%), Positives = 342/655 (52%), Gaps = 
25/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL A G I E GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLLAGGVIDELGSVDDGSTQTDSLDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVGDTTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IP ++F+NKID+ G     V+  +  +L+  +     V  + +PE         E  
D V
Sbjct  121  
IPALVFVNKIDRRGARPHGVLAELGSRLALPVAAMGEVAGAGTPEAAFVPYDGAELLDVV  180

Query  179  IENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
              ++D LL  Y+  GE +   +L      + +DA + PV++GSA  G G+  L+  
V  L
Sbjct  181  
TLHDDALLAAYVRGGEAVPPARLRAALAAQTRDALVHPVFFGSAITGAGVDDLVAGVREL  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI-  296
                G      + G+VFKVE    G++  Y RL+SGTLR+RD + L G  + +IT 
M + 
Sbjct  241  
LPAAGGDPGGPVSGAVFKVERGPAGEKIAYARLFSGTLRVRDRLRLPGGGEARITGMDVL  300

Query  297  --PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
              P+        +   G+I  L   D+VR+ D LG+P R  R        P L T 
+ P 



Sbjct  301  SAPADSASGARASVAAGQIARLRGLDAVRVGDPLGEPPR--
RAGECHFAPPTLETVVRPA  358

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              A R  LL ALT+LA+ DPL+    D    E+ LS  G VQ EV+   L E++ 
LE   
Sbjct  359  
RPADRGALLLALTRLAEQDPLIGLRQDDARGEVSLSLYGEVQKEVIQTTLLEEHGLEVSF  418

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E + I +ERPL + +    I   PNPF A++GL V P   G GV +   V LG L  
+F
Sbjct  419  
MESTTICVERPLGSGAAVELIAEDPNPFLATVGLRVEPGPPGGGVVFRLEVELGSLPYAF  478

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAP  521
               + + +   L QGL GW V DC +   +  Y+            S  ST  DFR
+L P
Sbjct  479  
MRTIEETVHETLWQGLRGWQVIDCVVTLTHSGYWARQSHAGGGFDKSMSSTAGDFRALTP  538

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +V+  AL+ +GT + EP   F L  P +             A +      +   +  
GEI
Sbjct  539  LVVMDALRRAGTVVCEPVHRFTLELPADTTGEVL----
PVLARLGAVPRAQGPGLIEGEI  594

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            PA  +      L   T G  V  +  + Y    G    + R  +  LD+  ++ +
Sbjct  595  PAARVHELGQRLPGLTRGEGVLDSAFERYHPVRGPAPARTRLSHDPLDRKEYLLR  
649

>WP_046915797.1 GTP-binding protein [Streptomyces stelliscabiei]
Length=677

 Score = 367 bits (943),  Expect = 8e-115, Method: Compositional 
matrix adjust.
 Identities = 245/664 (37%), Positives = 346/664 (52%), Gaps = 
42/664 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  G I E GSV++G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDEGSTRTDTLALERRRGITIKSAVV  62

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFAIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-SPE--
IVLEENTDIEAWDA  177
            PT+IF+NKID+ G   Q +++S+  +L+  I+ + +   L +PE   +  +       
+ 
Sbjct  123  
PTLIFVNKIDRRGARHQDLLESIAARLTPGIVPMGEVAGLGTPEAHFLPYDPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E +D LL  Y+  G  +   +L      R   + + PV++GSA  G GI  L+D 
+  
Sbjct  183  
LAEYDDDLLAAYVDDGTAVPETRLRAALAARTGGSLVHPVFHGSAITGSGIAELVDGIRE  242

Query  237  LFQPIGEQGSAAL------------
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            L                         G+VFKVE    G++  Y+R++ GT+R+RD 
+A  
Sbjct  243  
LLPSTDADHGGDTAGGGDGEAAAPPSGTVFKVERGPAGEKIAYVRMFDGTVRVRDRLAFR  302

Query  285  -GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
             G  + K+T + +   G  VR      G I  L      L D+ +GD   +PR+R     
Sbjct  303  DGAREGKVTAISVFEGGADVRATAVSAGRIARLWG----
LADIRIGDTVGVPRERAAAAH  358

Query  343  L-----
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                  P L T + P  A     L  ALTQLA+ DPL+    D +  EI +S  G 
VQ E
Sbjct  359  
GHHFAPPTLETVVLPARAEDGAALHLALTQLAEQDPLIGLRHDELRREISVSLYGEVQKE  418

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            VV A L+++Y L+   +E + I +ER     +     +   NPF A++GL V P   
GSG
Sbjct  419  
VVQATLADEYGLDVTFRETTTICVERLAGVGAAVEFNKKDGNPFLATVGLRVEPAPAGSG  478

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------GL  505
            V +   V LG +  +F  AV D +R  LEQGL GW V DC +   +            
G 
Sbjct  479  
VAFRLEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTMTHSGYSPRQSHAHQGF  538



Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
              S  ST ADFR L P+VL  AL+ +GT++ EP   F + AP + L           
A  
Sbjct  539  
DKSMSSTGADFRGLTPLVLTDALRRAGTRVHEPMHRFRIDAPADTLGAVLPVLAALRAVP  598

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
               +     V   G +PA  + A    L   TNG     T    Y A VG+  + P 
RP 
Sbjct  599  RETRTSGAAVRLEGLVPAAGVHALEQRLPGPTNGEGELETAFDHY-APVGRAAV-
PSRPR  656

Query  626  SRLD  629
            + L+
Sbjct  657  TDLN  660

>WP_091668895.1 GTP-binding protein [Micromonospora auratinigra]
 SBT51001.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
auratinigra]
Length=651

 Score = 367 bits (941),  Expect = 9e-115, Method: Compositional 
matrix adjust.
 Identities = 229/653 (35%), Positives = 344/653 (53%), Gaps = 
34/653 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA++EPGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVTEPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       VN++DTPGH DF+AEV RSLAVLD A+LV+S  +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSIALGELDVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSGVEGVQPQTVAIWRALRRIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IF+NK+D+ G D+  V+  +R +L A     + V L+  +  + + D       
++
Sbjct  121  VPTLIFLNKVDRRGADVDRVLSQLRQRLGA-----RPVPLT-
RVTGQGSRDARVRAVALD  174

Query  181  NNDKL----------
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                L            +++A EP+    + R  +  V+ A L PV  GSA  G G



++ L
Sbjct  175  
AEPVLAAVAEADDAVAARWLADEPVRVRAVRRALREAVRRAELTPVACGSAITGAGVRQL  234

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
               +  L  P GEQ   AL G+VF V+    G RR +LRL+SG LR+RD V LAG     
Sbjct  235  CHLLADLL-PHGEQPDGALAGTVFAVDRDGHG-
RRAWLRLWSGRLRVRDRVELAGARPQT  292

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            +T++ +   G ++   +   G+I  +   S R+   +G+P   PR+     P P  
+  +
Sbjct  293  VTQIAVTEPGGVLVRPSVAAGQIAAVRGLSARIGQHIGEP---
PRRHGYRFPPPTRQAVV  349

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P   AQR  +   L +LAD DPL+   +D    E ++   G VQ EV++ALL +
+Y + 
Sbjct  350  
EPVEPAQRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALLEDRYGVR  409

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                      +ER     +    I+   NP+ A +GL +    +G G+++ + V  
G L 
Sbjct  410  
VRFSGTLTACIERVAGTGAAEERIQEGGNPYLAGLGLRIEAAPVGHGIEFRAGVEPGRLP  469

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRS  518
             +F  A  +G+R  L  G  GW VTDC +      Y+   S P            
ADFR+
Sbjct  470  
PAFVAATEEGVRAALRHGRHGWPVTDCVVTMTASRYFPRQSRPHQKFDKSISTVAADFRN  529

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            LAP+V+  AL+ +GT++ +P   F +  PQ  +        +  A +    V    
+  +
Sbjct  530  
LAPVVVAAALRGAGTRVCQPIERFDVNLPQHTVETVLALLGRSGALVRDTAVAGGYLEVS  589

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLDK  
630
            G +P+  +      L   T G +V  T    Y    G +P   PRR     D+
Sbjct  590  GTLPSARVPQVVAALPDLTGGEAVLTTTFDHYAPVTGEEPPTLPRRGPDPADR  
642

>WP_079571409.1 GTP-binding protein [Krasilnikoviella flava]
 SKC42212.1 ribosomal protection tetracycline resistance protein 



[Krasilnikoviella 
flava]
Length=639

 Score = 366 bits (940),  Expect = 9e-115, Method: Compositional 
matrix adjust.
 Identities = 238/641 (37%), Positives = 338/641 (53%), Gaps = 
41/641 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TDT+ LER+RGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTAGAIDAVGSVDAGSTQTDTLALERRRGITIRSAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L  ALR
+  I
Sbjct  63   
SFAVGDTTVNVVDTPGHPDFVAEVERALGVLDGAVLVVSAVEGVQAQTRVLVRALRRSRI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW------  175
            PTV+F+NKID+ G               AD+ +     +   +V    T   AW      
Sbjct  123  PTVVFVNKIDRPGA-------------
RADLELDGLPLVPLGVVEAAGTPAAAWRPRLDA  169

Query  176  ----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                D V +++D +L +Y+    +  E+L        +   + PV  GSA  G G+  
L+
Sbjct  170  
DRALDVVADHDDGVLAEYVRTGAVGAERLRASVADLSRRGLVLPVLGGSAITGAGVDQLL  229

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           L G VFKVE    G+R  Y RL+SGTLR RD V        
K+
Sbjct  230  
AALPELLPAADGDPDGPLSGRVFKVERGPAGERVAYARLWSGTLRERDQVGAD-----KV  284

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +R+  +G  V    A  G++  L     VR+ D LG+P      R+R  P P+L 
T +
Sbjct  285  TAVRVVRRGSAVERTEARAGQVAQLWGLAGVRVGDDLGEPH--DGDRFRFSP-
PVLETVV  341

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P    +R  L  ALTQLA+ DPL+   +D  T +  LS  G VQ EVV A L+E+
+ + 



Sbjct  342  VPDEPTERGALHAALTQLAEQDPLIGLRLDD-
TGDAALSLYGEVQKEVVGATLAEEFGVA  400

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +  ++ERP+   S    +    NPF A++GL V P  +GSGV++   +  
G L 
Sbjct  401  
VSFRETTTFHVERPVGVGSAVERMGDDVNPFNATVGLRVEPAPVGSGVRFRLGIEPGSLT  460

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP--------
VSTPADFRSLAPI  522
             +F+ AV + +   L+QGL GW V DC +      Y  P         S+ +DFR 
L P+
Sbjct  461  
LAFRRAVEETVLCTLQQGLRGWQVADCTVVLTESGYVPPPPYGWSVYSSSASDFRRLTPL  520

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T +LEP   F L  P + L+       +  A   +   + D  V  
G++P
Sbjct  521  
VLLTALRRARTTVLEPVHGFTLDVPHDTLTAVLPLLARSDAVPLSTVTRGDRAVVEGDVP  580

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            A  +      L   T G  V  +    Y+   G+  ++ RR
Sbjct  581  AARLHRLHQQLPGATRGEGVLDSVFARYRPVRGEAPVRRRR  621

>WP_030671742.1 GTP-binding protein [Streptomyces sp. NRRL B-1347]
Length=656

 Score = 367 bits (941),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 233/634 (37%), Positives = 345/634 (54%), Gaps = 
24/634 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LLY +G I   GSV+ G+T TD++ LER+RGITI+
+AV 
Sbjct  6    
RTLNLGILAHVDAGKTSLTERLLYEAGVIDAIGSVDAGSTHTDSLDLERRRGITIKSAVV  65

Query  62   SFQWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +F+         VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL   
L+
Sbjct  66   
NFRLGSGTSAVSVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRILMRTLK  125

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK---------
QTVSLSPEIVLEE  168
            ++ IPT++FINK+D+ G D   V+     +L    +           +T  ++     



+E
Sbjct  126  
RLGIPTLLFINKVDRRGADDARVLHEAGRRLGVPTVATGRVTEGLGTRTAHVTAYTEGDE  185

Query  169  NTDIEAWDAVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                E  D +   +D LL  Y+A E  +  E+L      + +   + PVY GSA  
G GI
Sbjct  186  
PYARELLDVLTAQDDALLAAYVADEARVPYERLHAALVAQTRKGRVHPVYVGSAITGAGI  245

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L++ +  L          A+ G VFKVE  + G++  Y RL+SG+L +R+ VA+ 
G  
Sbjct  246  
AELVEGIKELLPAEHHDTGGAVSGRVFKVERGEGGEKIAYARLFSGSLTVRERVAV-GDT  304

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL--P  344
            + K+T++ +  +G + R   A  GEI  L    +VR+ DV+G P   P  R  +     
P
Sbjct  305  RAKVTDVAVFDRGVLERRTAARAGEIATLRGLAAVRVGDVIGSP---
PVGRPYDQVFAPP  361

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P   A    L  ALT+LA+ DPL+    D    E+ +S  G VQ EV+
+A L+
Sbjct  362  
SLETVVVPADPADLGALHLALTRLAEQDPLIGLRQDPEGRELSVSLYGEVQKEVLAASLA  421

Query  405  EKYKLETVVKEPSVIYMERPL-
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            E+ +L    ++ + I +ER     A+H I ++   NPF A++GL V P  +G GV 
+   
Sbjct  422  EQ-RLTVDFRQTTPICVERVTGTGAAHEI-
LDEDGNPFLATVGLRVAPGPVGGGVTFRLD  479

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  ++  AV + +R  L+QG++GW V DC +   +  + S  ST  +FR+L 
P+V
Sbjct  480  
VELGSLPLAYVRAVEETVRTTLKQGMYGWQVPDCVVTMTHSGFCSIRSTAGEFRALTPLV  539

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT + EP   F+L  PQE  +       ++ A   T   + D  V  G 
+PA
Sbjct  540  
LMAALRRAGTVVHEPMHRFVLDVPQEAYASVALALARHRAVPGTPAARGDAFVVEGHLPA  599

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617



              +     +L   T G  V  T    Y+A    P
Sbjct  600  DHVHGLERELPELTGGEGVLETSFGHYRATTPPP  633

>WP_098247510.1 GTP-binding protein [Streptomyces formicae]
Length=690

 Score = 368 bits (944),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 243/679 (36%), Positives = 355/679 (52%), Gaps = 
46/679 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+A+G I EPG V+ G+T+TD++ LERQRGITI+
+AV SF
Sbjct  1    
MNLGILAHIDAGKTSLTERLLHAAGVIDEPGRVDDGSTQTDSLALERQRGITIKSAVVSF  60

Query  64   ---------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
                          +VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR
+L  
Sbjct  61   
VIDAPAGADAGDGVEVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLLR  120

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVL  166
             LR++ IPT+IF+NK D+ G   + V+  +  +L+ D++   TV           P    
Sbjct  121  
TLRRLRIPTLIFVNKTDRRGARYEGVLDHIATRLTPDVVPMGTVPGLGTREARFVP-FTA  179

Query  167  EENTDIEAWDA-----VIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGS  220
            E  TD   + A     +  ++D +L  Y+     +S ++L  E  R+ + A + PV
++GS
Sbjct  180  
ESGTDGNGFTARLTELLASHDDTVLSAYVEDAASLSYDRLRAELARQTRRALVHPVFFGS  239

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A  G+G+  L D +  L           + GSVFKVE    G++  Y+R++SGT+R 
RD 
Sbjct  240  
AMTGVGVGELADGIRELLPSNAGDAEGPVSGSVFKVERGAAGEKIAYVRMFSGTIRTRDR  299

Query  281  V--------ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPT  331
            V        A   RE  K+T + +  +G  VR      G I  L     VR+ DV
+G P 
Sbjct  300  VDIVAASDGASESREG-
KVTAITVFDQGTDVRRTEVGAGRIGKLRGLGDVRIGDVIGVPR  358

Query  332  



RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
                        P L T +AP   + R  L  ALTQLA+ DPL+    D++  E+ 
+S  
Sbjct  359  
PGVEPGAHHFAPPTLETVVAPVRPSDRGALHVALTQLAEQDPLIGLRQDAVRQEVSVSLY  418

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G VQ EVV A L+E + L+   +E + I +ER +        I+  PNPF A++GL 
V P
Sbjct  419  
GEVQKEVVQATLAEDFGLDVSFRETTTICVERVVGTGEAFEIIDKDPNPFLATVGLRVAP  478

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY----  507
              +G+GV++   V LG +  +F  AV + +R  L QGL+GW V DC +   +  Y+    
Sbjct  479  
APVGAGVEFRLGVELGAMPYAFFRAVEETVRETLHQGLYGWRVPDCTVTMTHCGYWPRQS  538

Query  508  --------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
                    S  ST  DFR+L P+VL  AL+ +GT + EP   F +  P +          
Sbjct  539  
HAHGTFDKSMSSTAGDFRNLTPLVLMDALRRAGTVVHEPMHRFRIDVPGDTFGAVLPALT  598

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  A   T        V  G+IPA+ + A    L   T G     +    Y+   G 
P  
Sbjct  599  
RLRAVPHTPTTSGASYVLEGDIPAKQVHALEQMLPGLTRGEGEWESAFDHYEPVRGAPPT  658

Query  620  QPRRPNSRLDKVRHMFQKV  638
            + R  +  L +  ++ + V
Sbjct  659  RARTDHDPLSRKEYLLRVV  677

>WP_082350871.1 GTP-binding protein [Paenibacillus sp. A59]
Length=652

 Score = 366 bits (940),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 219/631 (35%), Positives = 342/631 (54%), Gaps = 
24/631 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTV  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125



            +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L K+ 
IPT+ 
Sbjct  61   
NNMKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEAWDA--  177
            FINKID+ G   +S++  + DKL+   +         T +   E+  E N       
A  
Sbjct  121  
FINKIDRVGARYESLLTEIHDKLTPHALAMGFVYNIGTSAAHMELFTENNQKFMEGLANR  180

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +NN++ LE+Y+ + E ++      E   + + A L+PV +GSA  G GI  L+ 
A+  
Sbjct  181  
LADNNERFLERYLYSAEDLAPVDFESEFLEQFKQAQLYPVLFGSAITGEGIPHLITAIQN  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------  289
                +  + ++   G VFK+E     ++  Y+R++SG +++R++++     +        
Sbjct  241  
CHSSVHYENTSFTRGKVFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGEIIKFT  300

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPL--PM  345
             K+T ++    G+      A  G+IV +    + L D  +GD   +P     E     
P 
Sbjct  301  NKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETLFSPPS  356

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L TTI      +   L  AL +LA+ DP +  + + +  E+ +   G +Q EV+   
L +
Sbjct  357  
LVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNPLQRELSIHLYGEIQKEVIRDQLKK  416

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
              +++        IY+E+P+        +    NPF++++G  + P    +G++Y   
V 
Sbjct  417  
DAQIDIEFLATQPIYIEKPIFTGEAVERMGDKGNPFYSTVGFRIDPNPRSTGIEYHLEVE  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  SF  A+ + +   L+QGL+GW V D  +      Y SPVST +DFR L P
+VL 
Sbjct  477  
LGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASPVSTASDFRKLTPLVLM  536

Query  526  



QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL ++ TQ+ EP   F L  P  YLSR      +  +T +         +  G 
IP + 
Sbjct  537  
RALAQATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDPIQNGQVFMIYGMIPIKN  596

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            IQ+++  L  +T G  V L+E  GYQ   G+
Sbjct  597  IQSFKNQLPGWTQGEGVLLSEFYGYQPFDGE  627

>WP_042169003.1 GTP-binding protein [Paenibacillus gorillae]
Length=657

 Score = 367 bits (941),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 222/620 (36%), Positives = 336/620 (54%), Gaps = 
19/620 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG     GSV+ GT  TD M +ER+RGI+++AA 
TS  
Sbjct  11   
NVGIFAHVDAGKTTTTEHMLYLSGRTRALGSVDAGTALTDWMEVERERGISVRAATTSCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NIVDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT ++++ALRK+ 
IPTV
Sbjct  71   
WKGASINIVDTPGHVDFLSEVERSLRVMDGAVLIVSAVEGVQAQTEMIWNALRKLRIPTV  130

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW---------  175
            I++NK+D+ G D ++V+ S+   L+ D +  Q   L  E     + D+  W         
Sbjct  131  IYVNKMDRIGTDREAVLHSIHSYLTRDAVEMQQ-PLGSEQQFAGSADL--
WTVSELERTA  187

Query  176  --
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +AV E +++LL +Y+AGE +   +   +     + + LFPV YG++ KG+GI+ 
L+DA
Sbjct  188  
LIEAVAERDEELLLRYVAGEDMPLAEWKEQAAVLSRQSKLFPVLYGASGKGIGIEALLDA  247

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +       G   +A L G VFK+E      R  Y+RLY G +  RD V  A +    
K+T
Sbjct  248  
ILHYLPEPGGDRNAPLSGIVFKIERDKTMGRMAYVRLYDGAMSNRDVVRNATQNVDEKVT  307

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDS-



VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I  +   S VR+ D+LG    +P +      +P+L     
Sbjct  308  QIRKVEGGRSEDLGQLEAGDIAAVCGMSHVRIGDILGVADAVPEE--
VRLAVPLLTVQAH  365

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 Q   ++ AL +L+D DPLL  +      E+ +  +G +QLE+++ +L+ +Y 
L+ 
Sbjct  366  
WPDEQQYPAVVSALQELSDEDPLLDVQWLQDERELHVKVMGPIQLEILTTVLAARYGLDV  425

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PS+IY E P +A    +   + P P WA +   + P   GSGV+YE+ V    
L  
Sbjct  426  RFGQPSIIYKETPRQAGEGYVAY-
LMPKPCWAILRFRLEPGERGSGVKYEAFVRSEDLLP  484

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN V   +   L+QGL GW V D K+    G ++   + P DF    P+ +   
L   
Sbjct  485  
QYQNEVARRVPEALQQGLRGWEVVDLKVTLIEGQHHVWHTHPLDFAVATPMGIMNGLASV  544

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEP L F +  P+E   R  +D      + +   ++ D ++  G +PA    
+Y  
Sbjct  545  
GTKLLEPVLHFRIVVPEENGGRVMNDLSMMRGSFDAPVLQGDRMLIEGRVPAATSLSYSV  604

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            +L   T GR    T   GY+
Sbjct  605  ELNSLTKGRGTMATFFAGYE  624

>KNB70578.1 hypothetical protein ADS79_16860 [Brevibacillus 
reuszeri]
Length=657

 Score = 367 bits (941),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 235/662 (35%), Positives = 361/662 (55%), Gaps = 
36/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILAHVDAGKT+LTE +L+ +G ISE GSV+KG T+TD+M 
+ERQRGITIQ+AV
Sbjct  1    
MKKINIGILAHVDAGKTSLTERILFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH +F++EV R+L VLDG ILVIS+ +GVQ QTR+L   L 
KM 
Sbjct  61   
VSFTLDHVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGVQPQTRVLMKTLAKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV------
SLSPEIVLEENTD-IE  173
            IPT+ F+NKID+ G   +S++  + DKL+   +    V      +   E+  E N 
D +E
Sbjct  121  
IPTIFFVNKIDRVGARYESLLTEIHDKLTPHALAMSVVANIGTSTAQTEMFTENNQDFME  180

Query  174  AW-DAVIENNDKLLEKYIAGE----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
            A  + + + N+  LEKY+  E    P   E    E+ +R Q   L+PV +GSA  G 
GI 
Sbjct  181  ALANRLGDLNEHFLEKYLYNEKDLTPADFEWEFLEQFKRAQ---
LYPVLFGSAITGEGIT  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----  283
             L+ A+      +  + ++ + G +FK+E     ++  Y R+++G +++R+++A      
Sbjct  238  
YLITAIQNWLPSVHSEDTSVVRGKIFKIERGKNDEKIAYARVFTGEIKIRESLAYYRTNQ  297

Query  284  AGREKL----KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRW  338
            AG E++    K+T ++  S G+      A  G+IV +    + L D  +GD   +     
Sbjct  298  AG-ERMGFTNKVTGLQHFSSGKTTNGTRAVSGDIVKI----
MGLTDCQVGDDIGMASTET  352

Query  339  REDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             E     P L TTI      +   L  AL +LA+ DP ++ +   +  E+ +   G 
+Q 
Sbjct  353  
TEALFSPPSLVTTIKACNEKETIHLYRALKRLAEQDPFIQIKQHPLQRELSIQLYGEIQK  412

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+   L ++  ++        IY+E+ +   +    +    NPF+A++G  + P    
+
Sbjct  413  
EVIQDQLKKEAHIDIEFLGTQPIYIEKAIFTGTAVERMGESGNPFYATVGFRIDPNPRAT  472

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G++Y   V LG L  +F  A+ + +   L+QGL GW V D  +      Y SPVST  
DF
Sbjct  473  
GIEYHLEVELGSLPLAFHKAIEETVYETLKQGLHGWEVRDLIVTLTDTAYASPVSTAGDF  532



Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL +AL E+ TQ+ EP   F L  P + LS+      +  AT +   ++ 
D+ V
Sbjct  533  RKLTPLVLMRALTEATTQIYEPIHRFELEIPIDSLSKVLFKLTQASATYQNP-
IQNDQ-V  590

Query  577  FT--
GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            FT  G IP + I  +   L  +T G  V L+E  GYQ   G+  +  R  ++ L++  
++
Sbjct  591  
FTILGMIPIKNIHPFEIQLPGWTQGEGVFLSEFHGYQPLHGEVPVCTRYDHNPLNRKEYL  650

Query  635  FQ  636
              
Sbjct  651  LH  652

>WP_083283123.1 GTP-binding protein [Humibacillus sp. DSM 29435]
Length=698

 Score = 368 bits (944),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 228/644 (35%), Positives = 342/644 (53%), Gaps = 
33/644 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKTTLTE LL+ +G I EPGSV+ GTT TDT+ LER+RGITI
+AAV SF
Sbjct  51   
LNLGILAHVDAGKTTLTERLLHLAGVIDEPGSVDSGTTSTDTLALERRRGITIKAAVVSF  110

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV R L+VLDGA+LV+SA +GVQ QTRIL  AL+++ 
+PT
Sbjct  111  
PLGDLTVNVVDTPGHPDFIAEVERVLSVLDGAVLVLSAVEGVQPQTRILMRALQRLRVPT  170

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NK+D+ G +L  V+ ++R +L+ D+++  +VS          P   L+        
Sbjct  171  
LMFVNKVDRVGANLDLVLTAIRARLTPDVVMMGSVSALGTRRAQFCPHDRLDAAFRDRET  230

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             A+ E++D  L  Y+ G   S  +L      + +  SL PVY GSA  G G+  LM  
+ 
Sbjct  231  
AALAEHDDTWLAAYVEGRTPSGRELAAAMAGQTRTTSLHPVYAGSASTGTGVPELMTGIA  290



Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L         A   G VFK+E +  G++  Y+R+++G+ R R  +AL+G    K+
+ + 
Sbjct  291  
ALLPASRADADAPPSGRVFKIERSLAGEKVAYVRMFNGSARPRQRLALSGGRMGKVSAVE  350

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +   G   RTD A  G+I  L    +VR+ D  G+P  L    +    L    T + 
P+ 
Sbjct  351  
VFGTGRWRRTDIAAAGQIARLHGLRAVRVGDAFGEPGGLQDHHFAPPTLEASVTVVRPE-  409

Query  355  AAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              Q   L  AL +LAD DPL+  R   D +     +S  G+VQ EV+ + L+E+Y 
+E  
Sbjct  410  --QGPALRTALDELADQDPLIDVRTGDDGLP---
TVSLYGQVQQEVLGSTLAEEYGIEVE  464

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG----Y  468
              +  V+++ER  +       +    NP+ ASIGL +TP + GSG+++ +         
Y
Sbjct  465  
FADAGVLHVERARQTGEAVERLNTDSNPYHASIGLRLTPGAAGSGLRFANETPARDMPLY  524

Query  469  LNQS---FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------
SPVSTPADF  516
            L +S   F  ++   +R  LE G +GW VTD  +      Y           P ST  
D+
Sbjct  525  
LFKSSTAFTASIEKHVRRTLEHGCYGWRVTDALVTLTECAYSVADGPPSRRGPTSTSYDY  584

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L PIV+ QAL+++GT++ EP L  ++  P            ++ A +       
D  +
Sbjct  585  
RQLTPIVMRQALQQAGTRVCEPVLRVLVEVPAPDAVAVVRLVTRWGAELLAQTATGDLAL  644

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
                + A  +   +  L   T G        +GYQ   G+P ++
Sbjct  645  LEVRLVASRLHDLQRQLPDLTGGEGTLEPRFEGYQPVHGEPPLR  688

>ATL30409.1 Oxytetracycline resistance protein OtrA [Streptomyces 
formicae]
Length=698

 Score = 367 bits (943),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 243/679 (36%), Positives = 355/679 (52%), Gaps = 



46/679 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+A+G I EPG V+ G+T+TD++ LERQRGITI+
+AV SF
Sbjct  9    
LNLGILAHIDAGKTSLTERLLHAAGVIDEPGRVDDGSTQTDSLALERQRGITIKSAVVSF  68

Query  64   ---------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
                          +VN++DTPGH DF+AEV R L+VLDGA+LVISA +GVQAQTR
+L  
Sbjct  69   
VIDAPAGADAGDGVEVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQAQTRVLLR  128

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVL  166
             LR++ IPT+IF+NK D+ G   + V+  +  +L+ D++   TV           P    
Sbjct  129  
TLRRLRIPTLIFVNKTDRRGARYEGVLDHIATRLTPDVVPMGTVPGLGTREARFVP-FTA  187

Query  167  EENTDIEAWDA-----VIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGS  220
            E  TD   + A     +  ++D +L  Y+     +S ++L  E  R+ + A + PV
++GS
Sbjct  188  
ESGTDGNGFTARLTELLASHDDTVLSAYVEDAASLSYDRLRAELARQTRRALVHPVFFGS  247

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A  G+G+  L D +  L           + GSVFKVE    G++  Y+R++SGT+R 
RD 
Sbjct  248  
AMTGVGVGELADGIRELLPSNAGDAEGPVSGSVFKVERGAAGEKIAYVRMFSGTIRTRDR  307

Query  281  V--------ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPT  331
            V        A   RE  K+T + +  +G  VR      G I  L     VR+ DV
+G P 
Sbjct  308  VDIVAASDGASESREG-
KVTAITVFDQGTDVRRTEVGAGRIGKLRGLGDVRIGDVIGVPR  366

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
                        P L T +AP   + R  L  ALTQLA+ DPL+    D++  E+ 
+S  
Sbjct  367  
PGVEPGAHHFAPPTLETVVAPVRPSDRGALHVALTQLAEQDPLIGLRQDAVRQEVSVSLY  426

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G VQ EVV A L+E + L+   +E + I +ER +        I+  PNPF A++GL 
V P



Sbjct  427  
GEVQKEVVQATLAEDFGLDVSFRETTTICVERVVGTGEAFEIIDKDPNPFLATVGLRVAP  486

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY----  507
              +G+GV++   V LG +  +F  AV + +R  L QGL+GW V DC +   +  Y+    
Sbjct  487  
APVGAGVEFRLGVELGAMPYAFFRAVEETVRETLHQGLYGWRVPDCTVTMTHCGYWPRQS  546

Query  508  --------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
                    S  ST  DFR+L P+VL  AL+ +GT + EP   F +  P +          
Sbjct  547  
HAHGTFDKSMSSTAGDFRNLTPLVLMDALRRAGTVVHEPMHRFRIDVPGDTFGAVLPALT  606

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  A   T        V  G+IPA+ + A    L   T G     +    Y+   G 
P  
Sbjct  607  
RLRAVPHTPTTSGASYVLEGDIPAKQVHALEQMLPGLTRGEGEWESAFDHYEPVRGAPPT  666

Query  620  QPRRPNSRLDKVRHMFQKV  638
            + R  +  L +  ++ + V
Sbjct  667  RARTDHDPLSRKEYLLRVV  685

>EEL33958.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
Rock3-28]
Length=629

 Score = 365 bits (938),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 219/640 (34%), Positives = 355/640 (55%), Gaps = 
35/640 (5%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            +TE +L+ +  I E G V+ G+T+TD+M LERQRGITI+A+V SF  +  KVN+
+DTPGH
Sbjct  1    
MTERILFETNVIKEVGRVDSGSTQTDSMELERQRGITIKASVVSFCINDVKVNVIDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
             DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID++G 
+ +
Sbjct  61   
ADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLNIPTILFVNKIDRSGANTE  120

Query  139  SVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------DIEAWDAVIE----
NNDKLLEK  188
             V++ +++ LS +       +     VL E T      + +++D  +E     N+ 



LLE 
Sbjct  121  KVIKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKSYDDCMELLASYNESLLES  173

Query  189  YIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            Y+  E I R+ L+RE+ ++++Q A+++P+++GSA  G+GI  L++ +  L          
Sbjct  174  YVNNE-
IIRDALLREKLEQQIQQANVYPIFFGSAMTGIGITELLEKLPALMPAHTSAQEE  232

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
             L G VFK+E    G++  Y+R++S +L +R  V +   + L    KI +M +   
G+ V
Sbjct  233  
LLSGVVFKIEREPSGEKVAYVRVFSDSLHVRKYVNIQRSQSLSHKEKIKKMCLFHNGDAV  292

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +T T   GE   +   + +++ D++G+ T   +     +  P +  +I    A  
+ER+ 
Sbjct  293  QTSTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAE--PQMEASI---
DAVPKERIH  347

Query  363  D---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            D   AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY L+       
V+
Sbjct  348  
DLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLHEKYNLQVTFSNTRVV  407

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +E+P+   +    +    NPF+A+IG  V      SG+ Y   V LG L  +F  
A+ D
Sbjct  408  
CIEKPIGIGNSVEVMGEKANPFYATIGFKVERGKHNSGITYNLGVELGSLPLAFHKAIED  467

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  AL+++ T + 
EP 
Sbjct  468  
TVFQTLKQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALQQAETCVFEPL  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F L  P+  +S A +      AT     +  D    TG +P    + ++  L  
+T G
Sbjct  528  
NEFELTVPEHAISTAMYKLAAIPATFTEPILHNDSYHLTGSLPIAKTENFKRMLHSFTEG  587

Query  600  RSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              +  T+  G+   +     + R    P +R D + H+ +



Sbjct  588  EGIFTTKPAGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  627

>WP_013017024.1 GTP-binding protein [Stackebrandtia nassauensis]
 ADD41453.1 small GTP-binding protein [Stackebrandtia nassauensis 
DSM 44728]
Length=662

 Score = 367 bits (941),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 235/659 (36%), Positives = 355/659 (54%), Gaps = 
28/659 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LLY +G I   G V+ G+T TD++ LERQRGITI
++AV
Sbjct  1    
MTSLNLGIVAHVDAGKTSLTERLLYDAGVIDAVGRVDDGSTHTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +   VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALNGVDVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PT+IF+NKID++G   ++ + ++  KL+   I   TVS         +P   L 
+N   
Sbjct  121  VPTLIFVNKIDRSGAAYEATLDNIHRKLTDASIAMGTVSAPGVRDAEFTP-
FQLGDNGFT  179

Query  173  EAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            EA  D +  N+D+LL  ++ GEP + E++ +    + Q   + PVY+GSA  G G+  
L 
Sbjct  180  EALADVLTVNDDELLAAFVDGEP-
APERVWKSLAAQTQAGLVHPVYFGSAMTGSGVAALS  238

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +T L  P        +  SVFKV+    GQ+  Y R+++G LR+RD V     +  
K+
Sbjct  239  
RGITELLPPAVGAVDGEVSASVFKVDRGPSGQKLAYARIFAGQLRVRDKVRYGTGKSDKV  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + + + G +   ++   G I ++     V + D +G P  + R +    P P L 
T +
Sbjct  299  TGLGLFADGTVSAAESVGAGRIALVTGLAEVNIGDAIGVPPSV-RAKHHFAP-
PSLETVV  356



Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P T + + R+ DALT L++ DPL+    D I  E  +S  G VQ EV+ A L+E+
+ + 
Sbjct  357  
VPVTESDKGRMHDALTILSEQDPLINLRRDDIRDETSVSLYGEVQKEVIEATLAEEFGVA  416

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS-
LGYL  469
               +E S I++ERP+        I+    PF A IGL V P  + SGV++      
LG L
Sbjct  417  VDFRESSTIHIERPVGTGRAYEAIQY-
GKPFLAGIGLLVEPAPVDSGVEFRLGFEQLGRL  475

Query  470  NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFR  517
              +F  A+ + +   L +GL+GW VTDC +      Y+  +S P             
DFR
Sbjct  476  
PLAFIKAIEETVYTTLAEGLYGWRVTDCVVTLYRSGYFPRMSKPHQKFDKSLSSTAGDFR  535

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            +L P+VL  AL+ + T++ EP   F L  P +          +  A + T    +D  
V 
Sbjct  536  
NLTPLVLMDALRAATTRVYEPMHHFDLELPTDTFGAVMPVLSRLRAVVHTTTTHRDTYVL  595

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             GEIPA  +      L   T+G  +       Y+  +G+   +PR  N  L +  
+M +
Sbjct  596  
DGEIPAARVHELEQQLPALTSGEGMFAGAFDHYRRVLGEVPTRPRTDNDPLHRDEYMLR  654

>PLX04511.1 GTP-binding protein [Marinilabiliales bacterium]
Length=650

 Score = 366 bits (940),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 218/645 (34%), Positives = 359/645 (56%), Gaps = 
21/645 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT++TE +LY SG+I   G+V+KGT+ +D + +E++RGI+++ +  
SF
Sbjct  8    
MNIGILAHVDAGKTSITELMLYKSGSIRSLGNVDKGTSISDNLDIEKERGISVRLSTASF  67

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123



             W     NI+DTPGH+DF +EV RSL  LD A+LV+SA +GVQA +  ++ ALRK
+NIPT
Sbjct  68   
LWENTNFNIIDTPGHLDFSSEVERSLLALDCAVLVLSAAEGVQAHSDNIWSALRKLNIPT  127

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD-------  176
            +IFINKID++G D+++V+Q ++ +L+++II+ Q VS       EEN  I ++D       
Sbjct  128  LIFINKIDRSGSDVKAVLQEIKQELTSNIIVMQQVSNES----
EENITINSFDLTNSVLK  183

Query  177  -
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
              +IE +  LLEKY+    IS+E+++   ++++  + ++P+ +GSAK  +GI  LM  
++
Sbjct  184  
EKIIEKDSLLLEKYLDEICISKEEIINSFKQQIAKSKIYPILFGSAKYDIGITELMSFLS  243

Query  236  GLF-QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITE  293
              F + IG++ +    G V+K+E+     +   +RL+ GTL+ RD++ + G  ++ 
KI++
Sbjct  244  EYFPKAIGDENTEP-
SGIVYKLEHDQSIGKIASVRLFDGTLKNRDSIEIYGSNEISKISQ  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDP-
TRLPRKRWREDPLPMLRTTIA  351
            +R     +         G+   L    +V+  D++G P  R+  +     PL  L   
++
Sbjct  303  IRKLQGQKFQDIGILKAGDTAALCGLSNVKAGDIIGKPYGRINTEVSLNTPL--
LTIKVS  360

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+  A    L+ AL  L+D DP L+        E+ +  +G + +E++ ++L+ ++ 
+  
Sbjct  361  
PENNADYSDLVKALQILSDEDPSLQLLWLQDERELHIKVMGLIHIEILKSVLNSRFGINA  420

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            +  EP+VIY E P K         + P P WA +  ++ P   GSG+ Y S VS   
+  
Sbjct  421  LFGEPTVIYKETPSKPGQAYEEYTM-
PKPCWAVVLFNIEPGEPGSGIAYHSEVSFNKIAA  479

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +Q  +   I   L QG+ GW VTD KI    G +++  S   DF    P+ L + 
L E+
Sbjct  480  
RYQKEIERTIPKALNQGIKGWEVTDIKITLVDGEHHNIHSRAGDFAVATPMALMKGLVEA  539

Query  532  



GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T LLEP L F + AP+E L +      K  A I   ++   ++   G +P      
Y  
Sbjct  540  
DTDLLEPILEFTIKAPEENLGKIASSLTKIGAEISEHEILNSKLKLKGLVPLASSMDYSI  599

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             LA  T+G++   T    Y+       I P R  S L + +++ Q
Sbjct  600  TLASITSGKAKLNTRFTEYRKCDSGITI-PYRGISPLHRAKYILQ  643

>WP_010733535.1 tetracycline resistance protein tetM transposon 
TnFO1, partial 
[Enterococcus faecium]
 EOH54732.1 tetracycline resistance protein tetM transposon TnFO1, 
partial 
[Enterococcus faecium EnGen0264]
Length=200

 Score = 350 bits (898),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 158/199 (79%), Positives = 178/199 (89%), Gaps = 0/199 
(0%)

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            PFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKI
Sbjct  1    
PFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKI  60

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
            CF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAP
Sbjct  61   
CFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAP  120

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            KYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G
+PV 
Sbjct  121  
KYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVC  180

Query  620  QPRRPNSRLDKVRHMFQKV  638
            QPRRPNSR+DKVR+MF K+
Sbjct  181  QPRRPNSRIDKVRYMFNKI  199

>WP_063810217.1 GTP-binding protein [Kibdelosporangium 
phytohabitans]
Length=599



 Score = 364 bits (935),  Expect = 1e-114, Method: Compositional 
matrix adjust.
 Identities = 242/628 (39%), Positives = 340/628 (54%), Gaps = 
49/628 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL   G I E GSV+ G T+TD+M LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLQLGGVIDEVGSVDDGNTQTDSMALERQRGITIKSAVM  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV RSL+VLDGA+LVISA +GVQAQTR+L  ALR
++ I
Sbjct  63   
SFVVDDVTVNLIDTPGHPDFIAEVERSLSVLDGAVLVISAVEGVQAQTRVLMRALRRLAI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+IF+NKID+ G    S+++ + D+L        T +++P     + TD    D 
+   
Sbjct  123  PTIIFVNKIDRTGARHDSLLREIADRL--------TPAIAP-----DGTD--
PVDLLATV  167

Query  182  NDKLLEKYIAGEPI---
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +D LL  Y+ G      +R  LV   Q R+  A + PV++GSA  G G+  LM A+    
Sbjct  168  DDALLAGYLDGSLTPEDTRGSLV--AQTRL--
ARVHPVFFGSAITGAGVPALMSALVEFL  223

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                        G VFKVE    G++  Y+R++SG+LR+RD V   G++  KIT + 
+  
Sbjct  224  PTASGATDGPGSGLVFKVERGQHGEKIAYVRMFSGSLRVRDRVRFGGKDG-
KITAISVFD  282

Query  299  KGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G  VR  +   G+I  L   S VR+ D +G+P R     +     P L T + P   
++
Sbjct  283  RGPAVRGASVGAGQIGKLWGLSEVRIGDHIGEPHRHAEHHFTP---
PTLETVVIPDDPSE  339

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALTQLA+ DPL+    D      ++S  G VQ EV+ A LS+ Y L    
+E +
Sbjct  340  RGALYTALTQLAEQDPLINLRQDG-----
VISLYGEVQKEVIQATLSDDYGLAVSFEETT  394

Query  418  VIYMER-



PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             I +ER   K A+  I I    NP+ A++GL V P   G+GV +   V LG +  
+F NA
Sbjct  395  TICIERVAGKGAAFEI-INEGDNPYLATVGLRVEP---
GTGVSFRLGVELGSMPSAFFNA  450

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            V +G+R  L  GL GW +TDC +      Y+            S  ST  DFR+L  
+VL
Sbjct  451  
VEEGVRKTLRNGLHGWEITDCVVTMTRSGYWARQSHSHGTFDKSMSSTAGDFRNLTALVL  510

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++GT + EP  ++ L  P++ L        +  A   ++  +    +  G 
IPA 
Sbjct  511  
TNALKQAGTVVHEPMHAYRLEIPEDALGVVQPVLVRLRAFPLSSTPRNAAYLLEGTIPAA  570

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQA  612
             +      L   T G  V       Y A
Sbjct  571  RVHELERLLPSLTRGEGVLECAFDHYAA  598

>WP_095206223.1 GTP-binding protein [Paenibacillus sp. O199]
Length=652

 Score = 366 bits (939),  Expect = 2e-114, Method: Compositional 
matrix adjust.
 Identities = 220/632 (35%), Positives = 347/632 (55%), Gaps = 
26/632 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTV  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L K+ 
IPT+ 
Sbjct  61   
NNVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEAW--DA  177
            FINKID+ G   +S++  + DKL+   +         T +   E+  E N        
+ 
Sbjct  121  
FINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFMEGLTNR  180



Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +NN++ LE+Y+ + + ++      E   + + A L+PV +GSA  G GI  L+ 
A+  
Sbjct  181  
LADNNERFLERYLYSAKDLAPVDFELEFLEQFKQAQLYPVLFGSAITGEGIPHLITAIQN  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------  289
                +  + +    G +FK+E     ++  Y+R++SG +++R++++     +        
Sbjct  241  
CHSSVHHENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGEIIKFT  300

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPL--PM  345
             K+T ++    G+      A  G+IV +    + L D  +GD   +P     E     
P 
Sbjct  301  NKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETLFSPPS  356

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV+   
L +
Sbjct  357  
LVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQLKK  416

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
              +++        IY+E+P+        +    NPF+++IG  + P    +G++Y   
V 
Sbjct  417  
DAQIDIEFLMTQPIYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGIEYHLEVE  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST +DFR L P
+VL 
Sbjct  477  
LGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLTPLVLM  536

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPAR  584
            +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V +  G 
IP +
Sbjct  537  RALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYGMIPIK  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             IQ+++  L  +T G  V L+E  GYQ+  G+
Sbjct  596  NIQSFKNQLPGWTQGEGVLLSEFYGYQSFDGE  627

>WP_018156866.1 GTP-binding protein [Demetria terragena]



Length=651

 Score = 366 bits (939),  Expect = 2e-114, Method: Compositional 
matrix adjust.
 Identities = 233/646 (36%), Positives = 355/646 (55%), Gaps = 
25/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LL+ +GAI   G V+ GTT TD++ LER+RGITI
+AAV
Sbjct  1    
MSFLNLGIVAHVDAGKTSLTERLLFEAGAIEALGRVDDGTTHTDSLDLERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS      KV ++DTPGH DF+AEV RSL VLD A+LVISA +G+Q QT +++ AL
+++ 
Sbjct  61   
TSCALDDLKVTVIDTPGHPDFIAEVERSLVVLDAAVLVISAVEGIQPQTVVIWRALQRLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTDI---
EAWD  176
            +PT++F+NKID+ G DL+ V +  + +LS  I+ + Q   L         T +   
E  +
Sbjct  121  
VPTLLFVNKIDRHGADLERVQERAKRRLSERIVPLVQANDLGTTRASVHRTSLLADEILE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            AV E +D LL ++++  PI+   +    +R+V DA + P+  GSA+ G G+  L  
A+  
Sbjct  181  
AVAEADDDLLRRFLSDRPIADHDVKDALRRQVADAVVTPLLAGSARTGAGLPELRAALVD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P     +  L  +VF V+  + G RR ++RL+SG +R RD V +   +   
+TE+R+
Sbjct  241  LL-PQAPTTAPDLAATVFAVDRDERG-
RRSWIRLWSGQIRERDRVTIGSSQGQLVTEIRV  298

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G + R+ TA  G+I +L    + R+ D +G P   P +R    P   L+  + 
P   
Sbjct  299  SRPGGLDRSRTAGSGDIAVLRGLANARIGDTIGRP---
PARRTVTFPPATLQALVEPVDP  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  L   L++LAD DPL+   +D+   E  +S  G VQ EV++ALL E+Y +      
Sbjct  356  
THRTALYTGLSELADEDPLIDLRLDTTDGEAAVSLHGEVQKEVIAALLLERYGVAARFLP  415



Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S + +ER +   +    I+   NP+ A++GL V P + G GV++   +  G L +
+F  
Sbjct  416  
TSTVCIERVVGIGTGVDRIKQHGNPYLATLGLRVEPATAGHGVEFSPGIERGNLPRAFIE  475

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIV  523
            A   G+R GL QG  GW VTDC +      Y+   S P            ADFR 
LAP+V
Sbjct  476  
AAEAGVRAGLRQGPSGWKVTDCVVTMTESGYWPRQSRPHQKFDKSMSTVAADFRLLAPVV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL ++GT++  P  ++ L  P+  L        ++  ++ T+ +  D +  +G 
+P+
Sbjct  536  
LAAALAQAGTRVCRPIEAYELEVPEGALGSVTSLIGRHGGSVLTSHITGDHLGLSGHLPS  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
              I A    L   T G  V ++ L  +  A   P  +P RP    D
Sbjct  596  GEISALTARLPDLTAGEGVWISRLDHFAPA---PRPEPSRPRKGPD  638

>WP_086790078.1 GTP-binding protein [Crossiella equi]
Length=663

 Score = 366 bits (940),  Expect = 2e-114, Method: Compositional 
matrix adjust.
 Identities = 234/629 (37%), Positives = 342/629 (54%), Gaps = 
39/629 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G + EPGSV++G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MRTVNLGILAHVDAGKTSLTERLLHAAGVLDEPGSVDEGSTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  
+LR++ 
Sbjct  61   
VSFVVDDVAVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLKSLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----I  172
            IP ++F+NKID+ G D   V+  V D+L+  ++    +++  + + EI     T+     
Sbjct  121  
IPVLVFVNKIDRGGADPARVLAEVADRLTPAVVPMAGVRRPGTSAAEITPFRGTEPPFLT  180



Query  173  EAWDAVIENNDKLLEKYIAGE----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
               + + E+++ LL  Y+ G     P  R  LV + +R +    + PVY+GSA  G 
G+ 
Sbjct  181  RLAELLAEHDEDLLAAYVHGPAADWPRLRAGLVEQTRRGL----
VTPVYFGSAITGAGVA  236

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+  +TGL           + G+VFKVE    G+R  YLRL+SGT+R RD + + 
G   
Sbjct  237  
ELVGGITGLLPASTGAAGEPVSGTVFKVERGPAGERIAYLRLFSGTVRTRDRLPVGGPGS  296

Query  289  L--KITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD--
PTRLPRKRWREDPL  343
               ++T + +  +G   R +    G I  +     VR+ D +G   P  +PR+       
Sbjct  297  
RVGRVTALSVFDRGGAQRAEVLTAGRIGRVWGLGEVRIGDAVGSAPPPVVPRQFAP----  352

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P    +   L  AL QLA+ DPL+    D +  E+ +S  G VQ EV+ 
A+L
Sbjct  353  
PTLETVVVPADPREWGALHAALAQLAEQDPLIDVRQDDVRRELAVSLYGEVQKEVLRAVL  412

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYES  462
              +Y +    +E + I +ER +    H +  I +  NPF A++GL V P   GSG  
+  
Sbjct  413  HTEYGVAVDFRETTTICVER-
VHGTGHALEVIALGDNPFLATVGLRVEPGPPGSGTTFGI  471

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SPV  510
               LG L  +F  AV + +R  L  GL GW V DC++   +  Y+            
S  
Sbjct  472  
GFELGALPPAFLKAVEETVRVTLAAGLHGWQVLDCQVTMTHSGYWPRQSHSHAVFDKSMS  531

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFR L P+VL +AL ++GT + EP   F L AP + L        +Y A   
+   
Sbjct  532  
STAGDFRQLTPLVLMRALAQAGTTVCEPLHRFHLAAPADVLPVLGPVLTRYRAVATSTTA  591

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                   TGE+PA  I   R  L   T G
Sbjct  592  HSGVCHLTGELPATAIHPLRQLLPGLTRG  620



>WP_105598174.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 PRA09255.1 GTP-binding protein [Paenibacillus sp. MYb63]
 PRA46009.1 GTP-binding protein [Paenibacillus sp. MYb67]
Length=662

 Score = 366 bits (939),  Expect = 2e-114, Method: Compositional 
matrix adjust.
 Identities = 222/624 (36%), Positives = 334/624 (54%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      Q   L        + +   N D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQAYQLHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E +++++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEEVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V        +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDTVLAFLPAPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I +L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAVLYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  AQ   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  



++
Sbjct  367  
VQVHGKDPAQYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LSRTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLAASM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_091017379.1 GTP-binding protein [Paenibacillus amylolyticus]
Length=662

 Score = 366 bits (939),  Expect = 2e-114, Method: Compositional 
matrix adjust.
 Identities = 222/624 (36%), Positives = 334/624 (54%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      Q   L        + +   N D  +    



Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQAYQLHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E +++++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEEVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V        +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDTVLAFLPAPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I +L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAVLYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  AQ   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPAQYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTD  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LSRTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629



>WP_043627550.1 GTP-binding protein [Nonomuraea candida]
Length=689

 Score = 367 bits (941),  Expect = 2e-114, Method: Compositional 
matrix adjust.
 Identities = 240/692 (35%), Positives = 350/692 (51%), Gaps = 
66/692 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TDT+ LER+RGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDDGNTQTDTLDLERRRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FAVGDTTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAW-----  175
            T++F+NKID+AG     V++ +  KLS  ++   +V+    P      + D  A+     
Sbjct  121  
TLVFVNKIDRAGARYDGVLRELAAKLSPAVVAMGSVTGLGGPAAAFTPSGDSPAFAADLL  180

Query  176  DAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            D +   +D LL  Y+A E  ++ ++L  E   +   A   PV++GSA  G G+  L
+  +
Sbjct  181  
DVLAAQDDALLAAYVADEDALTCDRLRAELVAQTGRAVAHPVFFGSAITGAGVDALVAGI  240

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
              L        +  + G+VFKVE    G++  Y RL+ GTLR+RD V+  G    K
+T +
Sbjct  241  
RELLPAAQGDPAGPVSGTVFKVERGPAGEKIAYARLFGGTLRVRDRVSFGGGRSGKVTAI  300

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP-----------  342
             +   G  VR+     G I  L      L DV +GDP   P     + P           
Sbjct  301  TVFDGGTAVRSQEVAAGRIARLWG----
LTDVRIGDPVAPPDAAACDPPPKARTTTRSPA  356

Query  343  --------------------------
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
                                       P L T + P     R  L  AL++LA+ 
DPL+ 



Sbjct  357  
RAGAAPAPPDAVAGSTGRAGAAGHFAPPTLETVVVPGRPGDRGALHLALSRLAEQDPLIG  416

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
               D +  E+ +S  G VQ EV+ A L+  Y L+   +E + I +ER     +    
I V
Sbjct  417  
LRQDDVRQEVSVSLYGEVQKEVIQATLAADYGLDVTFRETTTICVERVSGTGAAVEVIAV  476

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
             PNPF A++GL V P  +G GV++   V LG L  +F   + + +R  L QGL GW 
V D
Sbjct  477  
APNPFLATVGLRVEPGPVGGGVEFRLEVELGSLPYAFMRTIEETVRETLHQGLHGWEVPD  536

Query  497  CKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            C +   +  Y+            S  ST  DFR L P+VL +AL+ +GT + EP   
F+L
Sbjct  537  
CVVTLTHSGYWAKQSHSGGVFDKSMSSTAGDFRGLVPLVLMEALRRAGTTVCEPLHRFVL  596

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P + +       P         + ++  +V  GEIPA  + A    L   T G  
+  
Sbjct  597  ELPPDTVGAVL---PVLAGLGGVPRARRAGLV-
EGEIPAARVHALERRLPGLTRGEGMLE  652

Query  605  TELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +E   Y+   G    + R  ++ LD+  ++  
Sbjct  653  SEFDRYEPVRGPIPARSRTDHNPLDRKEYLLH  684

>WP_068650680.1 GTP-binding protein [Paenibacillus antarcticus]
 OAB45166.1 GTP-binding protein [Paenibacillus antarcticus]
Length=659

 Score = 365 bits (938),  Expect = 3e-114, Method: Compositional 
matrix adjust.
 Identities = 231/653 (35%), Positives = 351/653 (54%), Gaps = 
30/653 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +L+ SG+I   GSV+ GT +TD + +ERQRGI+++AA 
TS  
Sbjct  8    
NVGIFAHVDAGKTTTTEHMLFKSGSIRSLGSVDDGTAQTDNLDIERQRGISVRAATTSIV  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W    +N+VDTPGH+DFL+EV RS+ V+DGAIL++SA +G+Q+QT  ++HALR 
+NIPT+
Sbjct  68   
WRDIYINLVDTPGHVDFLSEVERSIRVMDGAILIVSAAEGIQSQTETIWHALRSLNIPTI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD-
IEAWD-------  176
            I++NK+D+ GV +  V++ ++  LS   +  Q     P+   E+ T  +  W+       
Sbjct  128  IYVNKMDRIGVSVPDVLEQIKRLLSPSAVPIQV----
PQGDGEDFTGLLPIWNTLPDGKN  183

Query  177  ----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                       + +++++L+ +YI G+ IS E+L    Q   +   LFP+ +GS++  
+G
Sbjct  184  
FGLDLSSVISTIADHDEELMLRYIEGDQISVEELQNRFQSLSKSGQLFPLCFGSSQMDIG  243

Query  227  IQPLMDAVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            +  LMDA+T  L  P G++  A L G +FK+E      R  Y+RLY+G LR RD +    
Sbjct  244  VAELMDAITTYLPSPEGDK-
EAPLSGIIFKIERDKSMGRTAYVRLYNGYLRNRDLIHNVT  302

Query  286  RE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPL  343
            R+   KIT++R     + V       G+I  +   S  ++ DVLG    +P     
+  +
Sbjct  303  RDIHEKITQIRKLDGRKFVDLGQVLSGDIAAVYGLSQSKIGDVLGSTVGVPAS--
PDIAI  360

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +  +   +   L++AL +L D DP L  +      E+ L  +G +QLE+
+S+LL
Sbjct  361  
PLLTVQVHIQDDHRYSDLVEALQELTDEDPQLDLQWLQDERELHLKVMGAIQLEILSSLL  420

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ LE    +PSVIY E P  +A   I   + P P WA +   + PL  GSG+ 
Y S 
Sbjct  421  MSRFALEVTFDQPSVIYKETPTTSAEGYIAYTM-
PKPCWAVLRFHIEPLPRGSGLVYHSE  479

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V    L   +QN V   +   L QGL G+ VTD K+    G ++   + P DF    
P+ 
Sbjct  480  
VRSDDLLIRYQNEVARRVPEALLQGLHGFEVTDLKVTLTEGEHHVWHTHPLDFVVATPMG  539

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583



            +   L  SGT LLEP L F +  P+EY  +   D  +  A  E   +     +  G 
+P 
Sbjct  540  
IMDGLANSGTTLLEPLLKFRITTPEEYGGKVLSDLVQMRAEFEPPSIIHGRFMVEGILPV  599

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMF  
635
                 Y   L   T GR V  +   GYQA      V +PRR    LD+ +++ 
Sbjct  600  ATSLDYPVKLRSMTGGRGVISSSYAGYQACPPDVHVDRPRRGVDPLDQSKYIL  
652

>WP_055709911.1 GTP-binding protein [Streptomyces puniciscabiei]
Length=657

 Score = 365 bits (938),  Expect = 3e-114, Method: Compositional 
matrix adjust.
 Identities = 231/631 (37%), Positives = 337/631 (53%), Gaps = 
25/631 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+TRTD++ LER+RGITI+ 
AV 
Sbjct  6    
RTLNLGILAHVDAGKTSLTERLLYAAGVIEEIGSVDAGSTRTDSLELERRRGITIKTAVA  65

Query  62   SF----
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +F          VN+VDTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
L+
Sbjct  66   
NFVLGSGGSAVSVNLVDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLK  125

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------------
KQTVSLSPEIV  165
            ++ IPT++FINK D+ G D   V++ +  +L+  +I              + V+ 
+PE  
Sbjct  126  
RLGIPTLLFINKADRRGADDDRVLREIERRLAVPVIPMGRIADGLGTADARAVAFAPE--  183

Query  166  LEENTDIEAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
             +        DA+  ++  LL+ Y+     ++ E+L      + +   + PVY 
GSA  G
Sbjct  184  -
DSAFTRNLLDALTLHDGTLLDAYVTDARTVTYERLRTALAAQARAGRIHPVYVGSAISG  242

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
             GI  L++ V              L G VFKVE    G++  Y+RL+SG LR+RD 
V +A
Sbjct  243  
TGIAELIEGVREFLPAECGDAGGPLSGRVFKVERDKSGEKIAYVRLFSGELRVRDRVPVA  302



Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDP  342
            GRE  K+T++ +  +G + R  +   G+I +L     VR+ D +G +P   P +      
Sbjct  303  GREG-
KVTDVAVFDRGAVERRMSVGAGQIAMLRGLADVRIGDGIGREPDDRPYRHVFAP-  360

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P   A R  L  ALTQLA+ DPL+    D    ++ +S  G VQ EV
++A 
Sbjct  361  -
PSLETVVVPAEPADRGALHLALTQLAEQDPLIGLRQDPEGQDLSVSLYGEVQKEVLAAT  419

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+E+Y L    +E + I +ER     +    ++   NPF A++GL V P   G GV 
+  
Sbjct  420  
LAEEYGLRVAFRETTPICVERVTGTGAAYEILDHDGNPFLATVGLRVEPGPAGGGVVFRR  479

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L   +  AV + +   L QGL+GW V DC +   +  + S  ST  +FR 
L P+
Sbjct  480  
EVELGSLPLGYMRAVEETVHATLRQGLYGWQVPDCVVTMTHSGFCSIRSTAGEFRGLTPL  539

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ +GT + EP   F L  P +  +       +  A  +   V  D  V  
G +P
Sbjct  540  
VLMAALRRAGTVVHEPMHRFRLEFPPDACAVVSPALARRRAVADPPVVLGDAYVVEGHVP  599

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            A  +     +L   T G  V  T    ++ A
Sbjct  600  ADQVLGLEAELPELTGGEGVLETAFDHHRPA  630

>WP_086750285.1 GTP-binding protein [Streptomyces scabiei]
Length=672

 Score = 366 bits (939),  Expect = 3e-114, Method: Compositional 
matrix adjust.
 Identities = 244/665 (37%), Positives = 350/665 (53%), Gaps = 
49/665 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTD++ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDSLALERQRGITIKSAVV  62



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            PT+IF+NK+D+ G   Q +++++  +L+  I+    V          +P   L       
Sbjct  123  
PTLIFVNKLDRRGARHQDLLETIAARLTPAIVPMGDVGELGTPGARFTPYAPLPPRL---  179

Query  174  AWDAVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              + + E++D LL  Y+  E   P SR +     Q    +A + PV++GSA  G 
GI  L
Sbjct  180  -LEVLAEHDDGLLAAYVDDERAVPESRLRAALAAQ--
TGEALVHPVFHGSAITGSGISEL  236

Query  231  MDAVTGLFQPI-------GEQGSA--
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            +D +  L           GE G++     G+VFKVE    G++  Y+R+++GT+R 
R+ +
Sbjct  237  
IDGIRELLPATDGEDGEDGEHGASHGPASGTVFKVERGPAGEKIAYVRMFAGTVRTREQL  296

Query  282  ALA-GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWR  339
            A   G    K+T + +   G  VR      G I  L      L+D+ +GD   +PR
+R  
Sbjct  297  AFRDGELHGKVTAISVFEGGAAVRRAAVPAGRIAQLWG----
LSDIRIGDTVGVPRERAV  352

Query  340  ED---
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
            E      P L T + P  A     L  ALTQLA+ DPL+    D +  E  +S  G 
VQ 
Sbjct  353  
EGHHFSPPTLETVVLPARAEDGGALHLALTQLAEQDPLIGLRHDGLRQETSVSLYGEVQK  412

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EVV A L+++Y ++   +E + I +ER +   +     +   NPF A++GL V P  
+GS
Sbjct  413  
EVVQATLADEYGIDVTFRETTTICVERLVGVGAAVEFNKKDGNPFLATVGLRVEPAPVGS  472

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------G  504
            GV +   V LG +  +F  AV D +R  LEQG+ GW V DC +   +            
G
Sbjct  473  



GVGFRLEVELGSMPYAFFKAVEDTVREALEQGVHGWRVPDCTVTMTHSGYSPRQSHAHQG  532

Query  505  
LYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
               S  ST ADFR L P+VL  AL+ +GT++ EP   F + AP + L           
A 
Sbjct  533  
FDKSMSSTGADFRGLTPLVLMDALRRAGTRVHEPMHRFRIDAPADTLGAVLPVLAALRAV  592

Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
             +  ++    V   G +PA  +      L   TNG     T    Y    G  V  
P RP
Sbjct  593  PQDTRMSGTAVRLEGLVPAARVHGLEQRLPGPTNGEGELETAFDHYAPVGGGTV--
PERP  650

Query  625  NSRLD  629
             + L+
Sbjct  651  RTDLN  655

>WP_091064578.1 GTP-binding protein [Micromonospora humi]
 SCG64031.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
humi]
Length=651

 Score = 365 bits (937),  Expect = 3e-114, Method: Compositional 
matrix adjust.
 Identities = 227/647 (35%), Positives = 343/647 (53%), Gaps = 
25/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA++  GSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVAHLGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS      +VN++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLRVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIE-AWD  176
            +PTV F+NK+D+ G D+  V   +R +L A  ++  TV+        V   + D E   
+
Sbjct  121  
VPTVFFLNKVDRRGADVDRVTAQLRRRLGARPVVLTTVAGQGAGDARVRAVDLDAEPVVE  180

Query  177  



AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            AV E +D +  +++  EP+    + R  +  V+   + PV  GSA  G G++ L   
+T 
Sbjct  181  
AVAEVDDAVAARWLTDEPVRVRDVRRAIRNAVRHGGISPVACGSAITGAGVRQLCRLLTD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P GE+      G+VF V+    G RR +LRL+SG LR+RD V LAG     +T
++ +
Sbjct  241  LL-PRGEERDGPPAGTVFAVDRDGQG-
RRAWLRLWSGQLRVRDRVRLAGARPQTVTQIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +   G+I  +   S R+   +GDP   PR+     P P  +  + P    
Sbjct  299  IEPDGVLVRPSVSAGQIAAVRGLSARIGQHIGDP---
PRRHAYRFPPPTRQAVVEPVEPE  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL++++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQRSEAVIRLHGEVQKEVLAALMADRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER          +    NP+ A +GL +    +G GV++ + V  G L  
+F  A
Sbjct  416  
LTACIERVAGVGCAEERVRERGNPYLAGLGLRIEAAPVGHGVEFRAGVEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R    QG  GW VTDC +      Y+   S P            ADFR
+LAP+V+
Sbjct  476  
TEEGVRAAFRQGRHGWPVTDCTVTMTASTYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ +P   F +  PQ  +        +  A ++   V    +  +G 
+P+ 
Sbjct  536  
ATALRAAGTRVCQPIERFEVNLPQHAVEAVLALLGRRGAVVQDTAVAGGYLDVSGTLPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR---PNSR  627
             I      L   T G +V  T    Y    G +P   PRR   P+ R
Sbjct  596  RIPEVVAALPDLTGGAAVLTTTFDHYAPVTGEEPPTLPRRGPDPDDR  642

>WP_083584658.1 GTP-binding protein [Paenibacillus sp. ov031]
Length=652



 Score = 365 bits (937),  Expect = 3e-114, Method: Compositional 
matrix adjust.
 Identities = 222/634 (35%), Positives = 350/634 (55%), Gaps = 
30/634 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTV  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L K+ 
IPT+ 
Sbjct  61   
NNVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEAW--DA  177
            FINKID+ G   +S++  + DKL+   +         T +   E+  E N        
+ 
Sbjct  121  
FINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFMEGLTNR  180

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +NN++ LE+Y+ + + ++      E   + + A L+PV +GSA  G GI  L+ 
A+  
Sbjct  181  
LADNNERFLERYLYSAKDLAPVDFELEFLEQFKQAQLYPVLFGSAITGEGIPHLITAIQN  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------  289
                +  + +    G +FK+E     ++  Y+R++SG +++R++++     +        
Sbjct  241  
CHSSVHHENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGEIIKFT  300

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPL--PM  345
             K+  ++    G+      A  G+IV +    + L D  +GD   +P     E     
P 
Sbjct  301  NKVKGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETLFSPPS  356

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV+   
L +
Sbjct  357  
LVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQLKK  416

Query  406  --



KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    +G+
+Y   
Sbjct  417  DAQIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGIEYHLE  474

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST +DFR L 
P+V
Sbjct  475  
VELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLTPLV  534

Query  524  LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIP  582
            L +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V +  
G IP
Sbjct  535  LMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYGMIP  593

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             + IQ+++  L  +T G  V L+E  GYQ+  G+
Sbjct  594  IKNIQSFKNQLPGWTQGEGVLLSEFYGYQSFDGE  627

>WP_091249948.1 GTP-binding protein [Micromonospora matsumotoense]
 SCF39339.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
matsumotoense]
Length=655

 Score = 365 bits (937),  Expect = 4e-114, Method: Compositional 
matrix adjust.
 Identities = 227/658 (34%), Positives = 343/658 (52%), Gaps = 
25/658 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD+M +ER+RGITI
++AV
Sbjct  1    
MGSLNIGIVAHVDAGKTSLTERLLHHTGVIDQVGSVDAGSTQTDSMEMERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGAILV+SA +GVQAQTRIL   L 
++ 
Sbjct  61   
VSFSIDDLPVNLIDTPGHPDFIAEVERALRVLDGAILVVSAVEGVQAQTRILMRTLTRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDI  172
            IP ++F NKID+ G   Q ++ S+  KL+   +   TV+          P  +       
Sbjct  121  



IPVLVFANKIDRVGARYQELLDSIGQKLTPRPLAMSTVTGPGTAEARSLPLPLAAGGRAA  180

Query  173  EAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E +D  LE Y+       E   R E  R+V+ A + PVY+GSA  G G+  
L+
Sbjct  181  
SVAELLAEESDAFLESYLDDTTHLTEGDYRAELTRQVRQARVVPVYFGSAITGEGVGELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+     P     +A L  SVFK+++   G++  Y R++SG L  R+ V    R 
+   
Sbjct  241  
QAIREFLPPAAGDPAARLRASVFKIDWAPGGEKVAYARVHSGRLTAREPVDTYRRGRTGE  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
                  K+T +R+ ++G       A PG+I  +     V++ D LG P  LP   +    
Sbjct  301  
VIGGNGKVTSVRVFAQGTTTHETAAEPGDIAKVYGLAHVQVGDQLGSPEGLPSGGFFAP-  359

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T +     AQ       L +LA+ DPL+          I ++  G VQ EV
+  L
Sbjct  360  -
PSLETVVRAAQPAQNAEFYQRLQRLAEEDPLINVRRHEADRTISVALYGEVQREVIKGL  418

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L ++Y +E V +E + +Y+E+ +    H + + +  N F A++GL + P   GSGV
+Y  
Sbjct  419  LLDRYGIEVVFEETTTVYVEK-VVGVGHGLEV-
IWQNEFAATVGLRIAPGPAGSGVRYRI  476

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V  G L  SF  A+ + +R  L+QGL+GW V DC +      Y+SPV++  DFR 
L P+
Sbjct  477  
EVEPGGLPASFHKAIEETVRQTLQQGLYGWEVVDCVVTLTDTAYFSPVTSAGDFRKLTPL  536

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL  + T + EP   F +  P + +           A ++            
G IP
Sbjct  537  
VLMAALSTARTTVHEPVNQFEVEVPDDTVRAVMSRLTAARAIVDHCDTHGPVSRLHGTIP  596

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---
RPNSRLDKVRHMFQK  637
            A  +      L   ++G  V ++ L G++   G P  + R    P  R + + H+ 
++



Sbjct  597  
ASNVHDIERQLPGLSHGEGVFVSALSGHRRTTGTPPTRRRTDGNPLHRKEYLTHVLKR  654

>WP_037060640.1 GTP-binding protein [Rhizobium leguminosarum]
Length=647

 Score = 365 bits (936),  Expect = 4e-114, Method: Compositional 
matrix adjust.
 Identities = 226/635 (36%), Positives = 350/635 (55%), Gaps = 
26/635 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   G V+ G T+TDT+ LER+RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFHAGVIKTLGGVDTGDTQTDTLQLERERGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  +VN++DTPGH DF+AEV R L +LDGA+LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
ASFVYNDTRVNLLDTPGHPDFIAEVERVLGILDGAVLVVSAVEGVQAQTRVLMRALARLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK--
QTVSLSPEIVLEENTDIEAW---  175
            +PTV+F+NKID+ G D +  ++++R +LS  I+     T + +P+        + 
+W   
Sbjct  121  VPTVVFVNKIDRRGADGRGALENLRSRLSDAIVPMGYATATGTPDAAFA----
VGSWRDR  176

Query  176  -------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                    A+ E++D+L E +     +  + L+     R  D  ++PVY+GSA  G 
GI+
Sbjct  177  
HFRSAVVQALAEHDDELFEAFAEDADVPGDALLAALVMRTADGMVYPVYFGSAITGAGIR  236

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             LMD +T L      +        VFKV+    G++  YLR+++G++R+RD +A+ 
G++ 
Sbjct  237  
ELMDGITALLPASMPETDRPASAMVFKVDRNGGGEKLAYLRMFAGSIRVRDRLAIDGKDN  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             +ITE+ + S+G   R D A+ G+I  +   S VR+ D +G+ +   ++++   P 
PML 
Sbjct  297  -RITEIEVFSQGRTGRRDFAHAGDIAKVRGLSDVRIGDWIGERSVQAQRQF---
PPPMLE  352



Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            + + P    +   L  AL Q+A+ DPL+     +    I +S  G VQ E++   L   
Y
Sbjct  353  
SVVVPADPNEAPLLWKALLQMAEQDPLINLRQGNGQAAISISLYGEVQKEIIEHTLRVDY  412

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L     E S IY+ER +       H    P+PF A++GL V P       ++ S 
+  G
Sbjct  413  GLRVHFLETSPIYVERVVGTGRAVEHA---
PDPFIATVGLIVEPGDCQGRHRFRSLIDPG  469

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYG--
LYYSPVSTPADFRSLAPIVLE  525
                    A+ + +   L+QG+FGW VTDC +       +     STPAD R+L P
+VL 
Sbjct  470  
SSPHFALKAIVEAVEETLKQGVFGWRVTDCVVSLAEATRMRKWATSTPADHRNLTPLVLA  529

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK +GT++ EP     +  P+EYL        +  A++E        ++  G I 
A  
Sbjct  530  
AALKAAGTEVCEPVDRITIEMPREYLPGLQSLLARLGASLEPPTSDGATLLLVGVIAAID  589

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
            + + +  L   T G     TE  GY+   G P I+
Sbjct  590  VHSVQRALPSLTGGLGTMDTEFFGYRPLSGPPPIR  624

>WP_067099538.1 GTP-binding protein [Marinomonas atlantica]
Length=668

 Score = 365 bits (938),  Expect = 4e-114, Method: Compositional 
matrix adjust.
 Identities = 218/635 (34%), Positives = 345/635 (54%), Gaps = 
33/635 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTTLTE LL+ASGA  + GSV+ GTT TD++ +ER+RGI+++ A  
+F 
Sbjct  7    
NIGIVAHVDAGKTTLTEQLLFASGATRKVGSVDDGTTATDSLTVERERGISVRLATETFY  66

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF AEV RSL  LD AILV+S+ +GVQA T  +F AL+ 
+NIPT+
Sbjct  67   
WNDHQINLIDTPGHVDFSAEVERSLRALDCAILVVSSVEGVQANTSSIFDALQYLNIPTL  126



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSL---------------
SPEIVLEE  168
            IFINK+D+AG D++ V+  +  +LS + ++++Q  +L               +P     
E
Sbjct  127  
IFINKLDRAGADVERVMDEIHQELSPNAVLLQQPSNLGQTDAGISDGWLKASTPSQFTSE  186

Query  169  NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
              ++E W     + + E +D+LLE  I   P++ E++ ++    +    ++PV+ G 
AK 
Sbjct  187  --
ELEPWLQPLLERLTELDDELLEAIIESVPVTFEEVDQKLSHAISCNEIYPVFTGVAKA  244

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            G+GI   ++A+        +  +AAL   VFK+E+     +  Y+R++ GTL  RD 
+  
Sbjct  245  
GIGINEFLNAIIHYLPNAKQNINAALSAVVFKIEHDQRIGKMAYVRVFEGTLNARDKIHN  304

Query  284  AGRE------KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRK  336
            A R       + K ++++   +G+    D    G+I ++    S ++ D+LG    
+P  
Sbjct  305  
ATRSHEAHVIEDKASQVKRVIRGKYHDMDCIEAGDIGVVSGLHSAKIGDILGLGDAVPDA  364

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
               +   P+L   + P        L  ALT+LAD DPLL  E      E+ ++  G 
+Q+
Sbjct  365  --
YQLSAPLLTVQVIPDNEKDFSALASALTELADEDPLLNLEWLVEQRELHVNINGWIQV  422

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+  +L +++ ++   K+PS+IY E P +           P P WA +   + P   
GS
Sbjct  423  EVLQTILQQRFAIQATFKQPSIIYKETPTQPV-
EGYECYWMPKPCWAIVRFLIEPAQRGS  481

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            GV YES+VS+  +   +QN ++  +   L+QG+ GW++TD KI    G  +   S 
P DF
Sbjct  482  
GVHYESKVSVNQIAAKYQNEIQANLTKALKQGIKGWSITDVKITLIDGSDHVQHSRPGDF  541

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
                P+ +   L ES T LLEP L F + A  E L     D  K     +  + + 
+ V+



Sbjct  542  
IIATPMAIMNGLNESDTDLLEPILDFQIQADSELLGTLTSDITKMRGHFDAPEFQGNRVI  601

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G+ PA     Y   LA  + G +   T L GY+
Sbjct  602  IRGKFPAATSLDYAIKLASLSGGHAKMSTRLSGYE  636

>WP_091328730.1 GTP-binding protein [Micromonospora aurantiaca]
 SCL29299.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
aurantiaca]
Length=651

 Score = 365 bits (936),  Expect = 4e-114, Method: Compositional 
matrix adjust.
 Identities = 229/647 (35%), Positives = 342/647 (53%), Gaps = 
25/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA++EPGSV+ GTTR D+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVAEPGSVDAGTTRADSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       +N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLSINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEAWDA--  177
            +PTV F NK+D+ G D+  V   VR +L A  ++  TV+       L    D++A     
Sbjct  121  
VPTVFFFNKVDRGGADVDRVTAQVRQRLGARPVLLTTVTGQGSREALVHAVDLDAEPVVA  180

Query  178  -
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E +D +  +++   P+    + R  +R V+ A L P  YGSA  G G++ L D 
+  
Sbjct  181  
EVAEVDDAVAARWLTDRPVRVRDVRRALRRAVRGAELVPAVYGSAITGAGVRRLCDVLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P GE       G+VF V+    G RRV+LRL+SG LR+RD V LAG     
+TE+ +
Sbjct  241  LL-PYGEARDGPPAGTVFAVDRDGHG-
RRVWLRLWSGRLRVRDRVQLAGGRPEPVTEIAV  298

Query  297  



PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +   G+I  +   S R+   +GDP   PR+     P P  +  + P   
A
Sbjct  299  IEPAGVLVRRSVSAGQIAAVRGVSARIGQHIGDP---
PRRHGYRFPPPTRQAVVEPVDPA  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL+ ++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMEDRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER     +    +    NP+ A +GL +     G G+++   +  G L  
+F  A
Sbjct  416  
LTACIERVAGTGAAEERLRERGNPYLAGLGLRIDAAPAGHGIEFRPGIEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R  L QG  GW VTDC +      Y+   S P            ADFR
+LAP+V+
Sbjct  476  
TEEGVRAALRQGRHGWPVTDCTVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+++GT++ +P   F +  P+  +        +  A +    V    +  +G 
+P+ 
Sbjct  536  
VAALRQAGTRVCQPIEGFDVNLPRHAVETVLALLGRLGAVVHDTAVAGGYLEVSGTLPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR---PNSR  627
             +      L   T G +V  T    Y    G +P   PRR   P+ R
Sbjct  596  RVPRVVAALPDLTGGEAVLTTTFDHYAPVTGEEPPTLPRRGPDPDDR  642

>SFF66120.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
alni]
Length=701

 Score = 366 bits (940),  Expect = 4e-114, Method: Compositional 
matrix adjust.
 Identities = 235/680 (35%), Positives = 347/680 (51%), Gaps = 
45/680 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAH+DAGKT+LTE LLYA+G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHIDAGKTSLTERLLYAAGVIDEVGSVDDGSTRTDTLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVGDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDI  172
            IP +IF+NKID+ G D  +V+ +VR +L        + D I  +     P    +     
Sbjct  121  
IPVLIFVNKIDRRGADADAVLAAVRARLAPAAVAMGAVDGIGTRDARPVPYTAADPEFVA  180

Query  173  EAWDAVIENNDKLL----
EKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
               D + E++D  L    ++      +  E++  E   +       PV++GSA  G 
G++
Sbjct  181  
GLADLLAEHDDAFLADRVDRLDHASDVPYERVRAELAAQTARGRAHPVFFGSAITGAGVE  240

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD-----
TVAL  283
             L   +T L           + G+VFK+E    G+R  Y+R++SGT+R+RD      
V  
Sbjct  241  
ALTAGLTELLPATAGDDRGPVSGTVFKIERGQAGERTAYVRMFSGTVRVRDRLRFGRVTG  300

Query  284  AGREKL--------------KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLG  328
             GR  +              K+T + +   G          G I +L     +R+ 
D +G
Sbjct  301  
GGRSGIPGDGPGDAAAVREGKVTGISVFEDGAAAPAPAVPAGRIGLLRGLADIRVGDRVG  360

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            DP  L     R    P L T + P+    +  L  AL QLA+ DPL+   +D +  
EI +
Sbjct  361  DPD-
LWAADGRHFAPPSLETVVVPRRPGDKGSLHVALGQLAEQDPLIHLRLDELRQEISV  419

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            S  G VQ EVV A L++++ ++   +E + I++ER          I+   NPF A+
+GL 
Sbjct  420  
SLYGEVQKEVVQATLADEFGIDVTFRETTTIHIERVTGRGEAVEVIKKDANPFLATVGLR  479

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-  507
            + P   G+GV +   V LG +  +F  AV D +R  L QGL GW V DC +   +  
Y+ 
Sbjct  480  



IEPAPPGAGVDFRLGVELGSMPYAFIKAVEDTVRATLRQGLRGWAVIDCVVTMTHSGYWA  539

Query  508  -----------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
                       S  ST  DFR+L P+VL  AL+ +GTQ+ EP   F L  P +       
Sbjct  540  
RQSHAHAVFDKSMSSTSGDFRNLTPLVLMDALRRAGTQVHEPMHLFRLDVPADTFGALLP  599

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
                  A     + + D  V  G +PA  +      L   T+G  V  +    Y+  
VG 
Sbjct  600  
VLTGLRAVPRAPRPQGDSYVLEGTVPAARVHELEQALPTLTHGEGVLESAFDHYEPVVGP  659

Query  617  PVIQPRRPNSRLDKVRHMFQ  636
               +PR  ++ L +  ++ Q
Sbjct  660  APERPRTDHNPLSRKDYLLQ  679

>BAR83764.1 GTP-binding elongation factor protein, TetM/TetO family 
[Bacillus 
thuringiensis serovar tolworthi]
Length=629

 Score = 364 bits (934),  Expect = 4e-114, Method: Compositional 
matrix adjust.
 Identities = 217/640 (34%), Positives = 354/640 (55%), Gaps = 
35/640 (5%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            +TE +LY +  I E G V+ G T+TD+M LERQRGITI+A+V SF     KVN+
+DTPGH
Sbjct  1    
MTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASVVSFFIDDVKVNVIDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
             DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID++G 
+ +
Sbjct  61   
ADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLNIPTILFVNKIDRSGANTE  120

Query  139  SVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------DIEAWDAVIE----
NNDKLLEK  188
             V++ +++ LS +       +     VL E T      + +++D  +E     N+ 
LLE 
Sbjct  121  KVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKSYDGCMELLASFNESLLES  173

Query  189  YIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  +++ +  L   +      



Sbjct  174  YVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTEILEKLPALMPALTSAQEE  232

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
             L G VFK+E    G++  Y+R++SG+L +R  V +   E L    KI +M +  
+G  V
Sbjct  233  
PLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESLPHKEKIKKMCMFHRGNAV  292

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            ++     GE   +   + +++ D++G+ T   +     +P        A   A  
+ER+ 
Sbjct  293  QSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----
QMEAAIDAVPKERIH  347

Query  363  D---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            D   AL +L + DPL++   D + +E+ +   G VQ EV+   L EKY L+       
V+
Sbjct  348  
DLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQVTFSNTRVV  407

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +E+P+   +    +    NPF+A++G  V    L SG+ Y+  V LG L  +F  
A+ D
Sbjct  408  
CIEKPIGIGNSVEVMGEKANPFYATVGFKVERGELNSGITYKLGVELGSLPLAFHKAIED  467

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +   L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  ALK++ T + 
EP 
Sbjct  468  
TVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALKKAETYVYEPV  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F L  P++ +S A +      AT     +  +    TG +P    + ++  L  
+T G
Sbjct  528  
NEFELTVPKQAISTAMYKLATIPATFREPILSNNSYQLTGLLPVAKTENFKRMLHSFTEG  587

Query  600  RSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              +  T+  G+   +     + R    P +R D + H+ +
Sbjct  588  EGIFTTKPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  627

>WP_060647963.1 GTP-binding protein [Paenibacillus sp. Soil724D2]
 KRE40969.1 GTP-binding protein [Paenibacillus sp. Soil724D2]
Length=669



 Score = 365 bits (937),  Expect = 5e-114, Method: Compositional 
matrix adjust.
 Identities = 222/632 (35%), Positives = 339/632 (54%), Gaps = 
32/632 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD+M +ER+RGI++++A 
TSF 
Sbjct  12   
NVGIFAHVDAGKTTTTEHILYHSGRIRSLGSVDNGTAQTDSMDVERERGISVRSATTSFS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL++SA +GVQ+QT +++H L+ + 
IPT+
Sbjct  72   
WKDTLINLVDTPGHVDFLSEVERSLRVMDGAILIVSAVEGVQSQTEMIWHTLQSLKIPTL  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------------  172
            +++NK+D+ G D + V++ +  +L+ ++ +     L  E       ++            
Sbjct  132  LYMNKMDRVGADPERVLRDIHKQLT-
EMAVPIYAPLGQEDTFRGAANVLTDDSADAVAAD  190

Query  173  --------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
                     A + + E ++++L  YI G P+   ++    QR  +    FP+  G+
+ KG
Sbjct  191  
GVRGFDLASAVEKLSELDERMLTSYIEGAPVEAREVKAALQRYARQGEAFPLLVGASSKG  250

Query  225  LGIQPLMDAVTGLFQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-  281
            LGI+ LM+A+       G  GSA   L   VFKVE      R  Y+RLY GT+R 
RDTV 
Sbjct  251  LGIKELMEAILDYLP--
GPNGSAEQPLSAVVFKVERDKTMGRMAYVRLYEGTIRNRDTVF  308

Query  282  -ALAGREKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                G E+ K+T++R     +         G+I  +     VR+ DVLG    +P     
Sbjct  309  NVTQGVEE-
KVTQIRKIDGRKAEDIGFVMAGDIAAVCGLTQVRIGDVLGQADSVPPA--P  365

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            +  +P+L   +  ++ AQ   L+ AL +L D DPLL  +      E+ +  +G 
+QLE++
Sbjct  366  
QMAVPLLTVQVHAESEAQYPALVAALQELTDEDPLLDLQWLQEERELHVKVMGAIQLEIL  425

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459



            ++LLS ++ L     +PSVIY E P K     I   + P P WA +   + P + 
GSG+ 
Sbjct  426  TSLLSSRFGLRVRFDQPSVIYKETPSKVGEGFIAYTM-
PKPCWAILRFRIEPGAPGSGLV  484

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES V   +L   +QN V   +   L+QGL GW VTD K+    G ++   + P 
DF   
Sbjct  485  
YESLVRGEHLLVQYQNEVERRVPEALQQGLLGWEVTDLKVTLIEGEHHVWHTHPLDFAVA  544

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+ + Q L ++GT LLEP L   +  P+E+  +   D  +  A  +  Q+     
V  G
Sbjct  545  
TPMGIMQGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRAAFDPPQMTGGRFVVEG  604

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +P      Y   L+  + GR V  +   GYQ
Sbjct  605  RLPVATSLEYPVKLSAMSGGRGVITSSFAGYQ  636

>WP_020134762.1 GTP-binding protein [Streptomyces sp. 351MFTsu5.1]
Length=638

 Score = 364 bits (934),  Expect = 5e-114, Method: Compositional 
matrix adjust.
 Identities = 229/632 (36%), Positives = 332/632 (53%), Gaps = 
18/632 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTHTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFTVGDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     +++S+ ++L+  I+   TV+         +      D 
+ +
Sbjct  121  
IPTLVFVNKIDRRGARYDGLLRSLAERLTPAIMPMGTVAGLGTRQARFSPGAGPCDVLAD  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL  Y+  E +    L R    + + + + PVY+GSA  G G+  L+  +  
L   
Sbjct  181  HDDDLLSAYVE-
ERVDEALLHRALVEQTRRSLVHPVYFGSAATGAGVPELVAGIRELLPA  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
                    + G+VFKVE    G++  Y R++SGTL  RD V     R +  +T + 
+   
Sbjct  240  
ADADPEGPVSGTVFKVERGPAGEKIAYTRMFSGTLGTRDRVPFGEARAEGLVTAISVFDG  299

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G   R DT   G I  L   + +R+ D LG+P +     +     P L T + P   
A  
Sbjct  300  GSETRRDTVPAGRIAKLWGLNGIRIGDTLGEPRKAHGHFFAP---
PTLETVVVPGPGADT  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+E++ L+   
+E + 
Sbjct  357  
RSLHLALTQLAEQDPLIGLRHDESRQETSVSLYGEVQKEVLQATLAEEFGLDVTFRETTP  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            + +ER     S     +   NPF A++GL V P  +GSGV +   V LG +  +F  
AV 
Sbjct  417  
LCVERLAGTGSAVRFNKRGGNPFLATVGLRVEPAPVGSGVAFRLEVELGAMPYAFFRAVE  476

Query  479  DGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPIVLEQ  526
            D +R  L +GL GW V DC +   +            G   S  ST ADFR + P
+VL +
Sbjct  477  
DTVRETLGEGLCGWPVPDCTVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGVTPLVLVE  536

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT++ EP   F L AP + L           A  E   V+ +     G 
+PA  +
Sbjct  537  
ALRRAGTRVHEPLHRFRLEAPADTLGALLPVLGALRAVPEDTVVRGETCRVEGVVPAARL  596

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
                  L   T G     +    Y A    PV
Sbjct  597  HELEQRLPGLTRGEGELESAFGHYAAVTHGPV  628

>WP_094212894.1 GTP-binding protein [Streptomyces sp. 2R]



 OXY87080.1 GTP-binding protein [Streptomyces sp. 2R]
Length=667

 Score = 365 bits (937),  Expect = 6e-114, Method: Compositional 
matrix adjust.
 Identities = 234/665 (35%), Positives = 350/665 (53%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDTIGSVDHGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPTV+F+NK D+ G    S+++S+ ++LS DI+          +  + +P    +     
Sbjct  121  
IPTVLFVNKTDRPGARYGSLLESISERLSPDIVAMGSARHLGTRDATGTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEPI--
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P+  +  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLAAYVD-
DPVALTHARLLAALAEQTGRCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
VDGITGLLPAATGDADAPARGTVFKVDRTAGGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G   R    R    
P P 
Sbjct  300  GEGKVSAVSVFEDGGEVPVLGVGAGRIARLKGLPDIRIGDSVG-
AARAQAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+    R  L  AL +LA+ DPL+    D + HE+ LS  G VQ EV+ A 
L++
Sbjct  358  



LETVVVPRRPEDRGALHLALGRLAEQDPLIAVRRDELRHEVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +E + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRETTTICLERPAGTGAAVEFIDTEPNPFLATVGLRVAPGPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEEAVHSTLRQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P +          +  A     +    
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVFEPMHRFRLELPADAFGALGPVLARLHAVPGPPETHGT  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 GE+PA  +   +  L   T G  V  +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTLEGEVPAARVHELQQLLPGLTRGEGVLESAFDGHRPVTGPAPDRPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662

>WP_090807525.1 GTP-binding protein [Paenibacillus sp. 276b]
Length=652

 Score = 364 bits (935),  Expect = 6e-114, Method: Compositional 
matrix adjust.
 Identities = 221/632 (35%), Positives = 351/632 (56%), Gaps = 
26/632 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTV  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L K+ 
IPT+ 
Sbjct  61   



NNVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEAW--DA  177
            FINKID+ G   +S++  + DKL+   +         T +   E+  E N        
+ 
Sbjct  121  
FINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFMEGLTNR  180

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +NN++ LE+Y+ + + ++      E   + + A L+PV +GSA  G GI  L+ 
A+  
Sbjct  181  
LADNNERFLERYLYSAKDLAPVDFELEFLEQFKQAQLYPVLFGSAITGEGIPHLITAIQN  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------  289
                +  + +    G +FK+E     ++  Y+R++SG +++R++++     +        
Sbjct  241  
CNSSVHYENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGEIIKFT  300

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T ++    G+      A  G+IV I+     ++ D +G P+    +       
P L 
Sbjct  301  NKVTGLKHFFSGKTTDGTIAACGDIVKIMGLTDCQVGDDIGVPSNATTETLFSP--
PSLV  358

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE--  405
            TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV+   L 
+  
Sbjct  359  
TTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQLKKDA  418

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    +G++Y   
V 
Sbjct  419  QIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGIEYHLEVE  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST +DFR L P
+VL 
Sbjct  477  
LGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLTPLVLM  536

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPAR  584
            +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V +  G 
IP +



Sbjct  537  RALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYGMIPIK  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             IQ+++  L  +T G  V L+E  GYQ+  G+
Sbjct  596  NIQSFKNQLPGWTQGEGVLLSEFYGYQSFDGE  627

>ADK05618.1 tetracycline resistance protein, GTP-binding elongation 
family 
[Bacillus cereus biovar anthracis str. CI]
Length=629

 Score = 363 bits (933),  Expect = 7e-114, Method: Compositional 
matrix adjust.
 Identities = 223/643 (35%), Positives = 349/643 (54%), Gaps = 
41/643 (6%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            +TE +LY +  I E G V+ G+T+TD+M LERQRGITI+A+V SF     KVN+
+DTPGH
Sbjct  1    
MTERILYETNVIKEIGRVDGGSTQTDSMELERQRGITIKASVVSFFIDDLKVNVIDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
             DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID+ G 
+ +
Sbjct  61   
ADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLNIPTILFVNKIDRRGANSE  120

Query  139  SVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------DIEAWDAVIEN----
NDKLLEK  188
             VV+ ++  LS +       +     VL E T      + +++D  IE     N+ 
LLE 
Sbjct  121  KVVKQIKTILSNE-------
AFPFYSVLNEGTKEARIIEYKSYDDCIERLAPYNESLLES  173

Query  189  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            Y+  E ++   L  E  +++  A+++P+++GSA  G+G+  L++ ++ L           
Sbjct  174  
YVNNEIVTDTMLREELIKQIAQANVYPIFFGSAMTGIGVSELLENISTLLPANNLSQDEK  233

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L G VFK+E    G++  Y+R++SG L +R  V +   + L    KI +M I   G
+ V+
Sbjct  234  
LSGIVFKIEREPSGEKIAYVRVFSGNLHVRKHVDIQRDQSLPHKEKIKKMCIFHNGDAVQ  293

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363



            T T   GE   +     +++ D++G  T   +     +P         PK     
ER+ D
Sbjct  294  TSTVPSGEFCKVWGLSDIKIGDIIGARTDYIKDIHFAEPQMEAAIDAVPK-----
ERIHD  348

Query  364  ---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
               AL +L + DPL++   D + +E+ +   G+VQ EV+   L EKY L+       
V+ 
Sbjct  349  
LYAALMELCEEDPLIKVWKDDVHNELYIRLFGQVQKEVIETTLFEKYNLQVTFSNTRVVC  408

Query  421  MERPLKAASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            +E+P+      I +EV     NPF+A++G  V    L SG+ Y   V LG L  +F  
A+
Sbjct  409  IEKPIGIG---
ISVEVMGEKTNPFYATVGFKVERGELNSGITYTLGVELGSLPLAFHKAI  465

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             D +   L+QGL+GW VTD  +   +  Y SPV+T +DFR++ P+VL  ALK++ T 
+ E
Sbjct  466  
EDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNVTPLVLMDALKKAETYVYE  525

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P  +F L  P++ +S A +      AT        D    TG +P    + ++  L  
+T
Sbjct  526  
PVNAFELTVPEQAISTAMYKLAAIPATFAEPIFNNDSYQLTGSLPVAKTEHFKRMLHSFT  585

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
             G  +  T+  G+   +  P+   +R    P +R D + H+ +
Sbjct  586  EGEGIFTTKPAGFTKLMA-PLPTRKRVDYNPLNRKDYLLHVLK  627

>WP_096761568.1 GTP-binding protein [Micromonospora sp. Rc5]
 OON32462.1 GTP-binding protein [Micromonospora sp. Rc5]
Length=659

 Score = 364 bits (935),  Expect = 7e-114, Method: Compositional 
matrix adjust.
 Identities = 232/656 (35%), Positives = 357/656 (54%), Gaps = 
22/656 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G  +E GSV+ G+T TD+M LERQRGITI
++AV
Sbjct  1    
MALLNLGILAHVDAGKTSLTERLLHLAGVRTELGSVDAGSTLTDSMELERQRGITIRSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL  
ALR+++
Sbjct  61   
ASFMIGDTQVNLLDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILMRALRRLD  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAW---  175
            +P ++F+NKID+ G + + V++ V D+L+ D++    VS    P+   +     + 
+   
Sbjct  121  
LPLLLFVNKIDRTGANPERVLRDVMDRLTPDVVPMGYVSQPGGPQARFQPYGPDDEFRTR  180

Query  176  --DAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              D +  +++ ++  Y+A +      L+R+E  +++    +FPV++GSA  G G   
LM 
Sbjct  181  
LVDVLATHDEGIIAAYVADDSALPYALLRKELGKQIARCQVFPVFFGSAITGQGADVLMS  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
            A+  L   +       L  +VFK++    G++  Y+R++SGT+ +R  V        
K+T
Sbjct  241  
AIAELLPGLDGDADGDLSATVFKIDREASGEKVAYVRVFSGTVHVRSRVDFGRGRGGKVT  300

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + + + G   R+ T  PG+I  L     +R+ D +G        + +  P P L 
T I 
Sbjct  301  GIVLFTNGATERSATLGPGQIGKLWGLADIRIGDTIGTRNGHGTDQRQFAP-
PTLETVIV  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+ +A +  L  AL  LA+ DPL+    D I  E  +S  G VQ EV+ A L+  + 
++ 
Sbjct  360  
PRVSAAKGTLNAALRLLAEQDPLINLRQDDIRQETYVSLYGEVQKEVIQATLAGDFGVDV  419

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + I +ERP+        + V  NP+ A++GL V    LGSGV +   V LG 
+  
Sbjct  420  
DFRETTTICVERPVGTGEAVEVLRVGDNPYLATVGLRVERGPLGSGVTFRLGVELGSMPL  479

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSL  519
            +F  AV + ++  L QGL GW V DC +      Y             S  ST  
DFR L
Sbjct  480  



AFFRAVEEAVQGTLRQGLHGWEVIDCAVTLHRSGYLARQSHSHGSFDKSMSSTATDFRYL  539

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+++GT + EP   F L  P +  +       KY A  +   +  +     
G
Sbjct  540  
TPLVLMAALRQAGTTVHEPLHWFRLEMPTDLYTSMLQVLTKYGAVPQVPTIGGELSTVEG  599

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  
635
            EIPA  I A +  L   T G  V  +  + ++  VG P  +PR   + L++ R++ 
Sbjct  600  EIPAASIHALQQQLPSLTRGEGVLESAFERWEQVVGTPPERPRTDINPLERARYLL  
655

>WP_079694252.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
Length=652

 Score = 364 bits (935),  Expect = 7e-114, Method: Compositional 
matrix adjust.
 Identities = 223/634 (35%), Positives = 350/634 (55%), Gaps = 
30/634 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFAV  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L K+ 
IPT+ 
Sbjct  61   
NDVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEAWDA--  177
            FINKID+ G   +S++  + DKL+   +         T +   E+  E N       
A  
Sbjct  121  
FINKIDRMGARYESLLTEIHDKLTPHALAMGFVNNIGTSAAHMELFTENNQKFMEGLANR  180

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +NN++ LE+Y+ + + ++      E   + + A L+PV +GSA  G GI  L+ 
A+  
Sbjct  181  
LADNNERFLERYLYSAKDVAPVDFELEFLEQFKQAQLYPVLFGSAITGEGIPHLITAIQN  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------  289



                +  + +    G +FK+E     ++  Y+R++SG +++R++++     +        
Sbjct  241  
CHSSVHHENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGEIIKFT  300

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPL--PM  345
             K+T ++    G+      A  G+IV +    + L D  +GD   +P     E     
P 
Sbjct  301  NKVTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETLFSPPS  356

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV+   
L +
Sbjct  357  
LVTTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQLKK  416

Query  406  --
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    +G+
+Y   
Sbjct  417  DAQIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGIEYHLE  474

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST +DFR L 
P+V
Sbjct  475  
VELGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLTPLV  534

Query  524  LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIP  582
            L +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V +  
G IP
Sbjct  535  LMRALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYGMIP  593

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             + IQ+++  L  +T G  V L+E  GY+   G+
Sbjct  594  IKNIQSFKNQLPGWTQGEGVLLSEFYGYEPFDGE  627

>WP_067498620.1 GTP-binding protein [Actinoplanes sp. TFC3]
Length=644

 Score = 364 bits (934),  Expect = 8e-114, Method: Compositional 
matrix adjust.
 Identities = 222/637 (35%), Positives = 340/637 (53%), Gaps = 
23/637 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M ++N+GI+AHVDAGKT+LTE LLY +GA+S+PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MSLLNLGIVAHVDAGKTSLTERLLYEAGAVSQPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS +     VN++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSLRLGELTVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IF+NK+D+ G D+   +  VR +L+   ++  T +    + L   + +E   
AV E
Sbjct  121  VPTMIFLNKVDRRGADVDRALTQVRQRLTPHAVLLTTATGQDAVDLTGESVVE---
AVAE  177

Query  181  NNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             +D +  +++AGE I R + VR   R  V+ A   PV  GSA  G G+ P +  +     
Sbjct  178  VDDIIATRWLAGETI-RARDVRLAIRHAVRRAEFSPVACGSAITGAGV-
PHLRHLLAALL  235

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   Q    L G+VF V+  D   RR +LRL+SG LR+RD V + G  +  +T + 
+   
Sbjct  236  PHSGQPDGPLAGTVFAVDR-
DAHGRRAWLRLWSGQLRVRDRVPVEGTRRQTVTGIAVSEP  294

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              ++   +A  G+I  +     R+   +G P   PR+     P P  +  + P   
+QR 
Sbjct  295  AGVLDRPSASAGQIAAVRGLPARIGQHIGTP---
PRRNLYRFPPPTRQALVEPVNPSQRL  351

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +   L +LAD DPL+   ++    + ++   G VQ EVV+ALL E+Y +     +    
Sbjct  352  
AMFAGLAELADEDPLVDLRLEEQQAQAVIRLHGEVQKEVVAALLEERYGVRVRFSDTLTA  411

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ER +   +    ++   NP+ A +GL +     G G+++   +  G L  +F  
A   
Sbjct  412  
CIERVVGTGAAEDRVKERGNPYLAGLGLRIEAAKTGHGIEFRPGIEPGRLPPAFIAATEQ  471

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVLEQA  527



            G+R  L  G  GW VTDC +      Y+   S P            ADFR+LAP+V
+  A
Sbjct  472  
GVRAALHHGRHGWPVTDCTVTMTSSQYWPRQSKPHQKFDKSISSVAADFRNLAPVVISAA  531

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+++GT++  P   F +  P   +        +  A I         +  +G++P+  
+ 
Sbjct  532  
LRQAGTRVCHPIERFDVNLPHPTVDAVLGLLGRLGAVIRDTAAAGGYLEVSGDVPSSRVP  591

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRR  623
                 L   T G +V  T    Y A  G  + + PRR
Sbjct  592  QLVAALPDLTGGEAVLTTHFDHYAAVGGGEMPELPRR  628

>WP_056622295.1 GTP-binding protein [Paenibacillus sp. Soil750]
 KRE58294.1 GTP-binding protein [Paenibacillus sp. Soil750]
Length=666

 Score = 365 bits (936),  Expect = 8e-114, Method: Compositional 
matrix adjust.
 Identities = 226/627 (36%), Positives = 341/627 (54%), Gaps = 
25/627 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE LLY SG I   GSV+ GT +TD++ +ER+RGI++++A 
TS  
Sbjct  12   
NVGIFAHVDAGKTTTTEHLLYLSGRIRALGSVDSGTAQTDSLDVERERGISVRSATTSLV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL+ISA +GVQ+QT +++HAL+ + 
IPT+
Sbjct  72   
WQNTWINLVDTPGHVDFLSEVERSLRVMDGAILIISAVEGVQSQTEMIWHALQSLRIPTL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------ADIIIKQTV--------
SLSPEIVLEEN  169
            +++NK+D+ G D + V+Q +  +L+       A + ++ T            P +     
Sbjct  132  
LYMNKLDRVGADPERVLQEIHKQLTGMAVPIYAPLGLEDTFRGARNVLDDAPPAVGALPG  191

Query  170  TDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
             D+ A  + + E ++ LL  YI G PI+   +    QR  +    FP+  G++ K 
+GI+
Sbjct  192  
FDLAAAVEKLSELDEPLLTSYIEGAPIAAHDVKNTLQRYARQGEAFPLLVGASSKAIGIE  251

Query  229  PLMDAVTG-LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--



ALAG  285
             L+ A+   L +P G+     L   VFKVE      R  Y+RLY GT+R RDTV  
A  G
Sbjct  252  ELLAAILDYLPKPHGD-
AEQPLSAVVFKVERDKTMGRMAYVRLYEGTIRNRDTVVNATQG  310

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
             E+ K+T++R     +         G+I  +     VR+ DVLG P  +P        
+P
Sbjct  311  VEE-KVTQIRRIDGRKAEDLGVVAAGDIAAVCGLTQVRIGDVLGRPDSVPPA--
PRMAVP  367

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   +  ++  Q   L+ AL +L D DPLL  +      E+ +  +G +QLE+++
+LLS
Sbjct  368  
LLTVQVHAESDVQYPALVAALQELTDEDPLLDLQWLQDERELHVKVMGAIQLEILTSLLS  427

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             ++ L     +PSVIY E P +A    I   + P P WA +   + P S GSG+ 
YES+V
Sbjct  428  SRFGLAVRFDQPSVIYKETPSQAGEGFIAYTM-
PKPCWAILRFRIEPGSPGSGLVYESQV  486

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
                L   +QN V   +   L+QGLFGW VTD K+    G ++   + P DF    
P+ +
Sbjct  487  
RGEQLLVQYQNEVARRVPEALQQGLFGWEVTDIKVTLVEGEHHVWHTHPLDFAVATPMGI  546

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L ++GT LLEP L   +  P+E+  +   D  +  A+ +   +     V  G 
+P  
Sbjct  547  
MQGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRASFDAPSIAGGRFVLEGRLPVA  606

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                Y   L+  + GR V  +   GYQ
Sbjct  607  TSLEYPVKLSAMSGGRGVITSSFAGYQ  633

>WP_090822327.1 GTP-binding protein [Paenibacillus sp. yr247]
 SDO02407.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. yr247]
Length=669

 Score = 365 bits (936),  Expect = 8e-114, Method: Compositional 
matrix adjust.



 Identities = 220/631 (35%), Positives = 343/631 (54%), Gaps = 
30/631 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD+M +ER+RGI++++A 
TSF 
Sbjct  12   
NVGIFAHVDAGKTTTTEHILYHSGRIRALGSVDNGTAQTDSMDVERERGISVRSATTSFS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL++SA +GVQ+QT +++H L+ + 
IPT+
Sbjct  72   
WKDTLINLVDTPGHVDFLSEVERSLRVMDGAILIVSAVEGVQSQTEMIWHTLQSLQIPTL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +++NK+D+ G D + V++ +  +L+       A +  + T   +  ++++   + +
+ D 
Sbjct  132  
LYMNKMDRVGADPERVLRDIHKQLTEMAVPIYAPLGREDTFRGAVNVLVDGAAEADSADG  191

Query  178  V------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            V             E ++++L  YI G P+   ++    QR  +  + FP+  G++ 
KGL
Sbjct  192  
VRGFDFASAVEKLSELDERMLTSYIEGAPVEAREVKATLQRYARQGAAFPLLVGASSKGL  251

Query  226  GIQPLMDAVTGLFQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--  281
            GI+ LM+A+       G  GSA   L   VFKVE      R  Y+RLY GT+R 
RDT+  
Sbjct  252  GIKELMEAILDYLP--
GPSGSAEQPLSAVVFKVERDKTMGRMAYVRLYEGTIRNRDTIVN  309

Query  282  ALAGREKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWRE  340
            A  G E+ K+T++R               G+I  +     VR+ DVLG    +P      
Sbjct  310  ATQGVEE-
KVTQIRKIDGRRAEDIGFVAAGDIAAVCGLTQVRIGDVLGRADSVPPA--PR  366

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
              +P+L   +  ++ AQ   L+ AL +L D DPLL  +      E+ +  +G 
+QLE+++
Sbjct  367  
MAVPLLTVQVHAESEAQYPALVAALQELTDEDPLLDLQWLQEERELHVKVMGAIQLEILT  426

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            +LL  ++ L+    +PSVIY E P +     I   + P P WA +   + P 



+LGSG+ Y
Sbjct  427  SLLRSRFNLQARFDQPSVIYKETPSQVGEGYIAYTM-
PKPCWAILRFRIEPGALGSGLVY  485

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            ES V   +L   +QN V   +   L+QGL GW VTD K+    G ++   + P DF    
Sbjct  486  
ESLVRGEHLLVQYQNEVERRVPEALQQGLLGWEVTDLKVTLVEGEHHVWHTHPLDFAVAT  545

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+ + + L ++GT LLEP L   +  P+E+  +   D  +  A  +   +     V  
G 
Sbjct  546  
PMGIMKGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRAAFDPPHIAGGRFVVEGR  605

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +P      Y   L+  + GR V  +   GYQ
Sbjct  606  LPVATSLEYPVKLSAMSGGRGVITSSFAGYQ  636

>WP_046706840.1 GTP-binding protein [Streptomyces europaeiscabiei]
Length=669

 Score = 365 bits (936),  Expect = 8e-114, Method: Compositional 
matrix adjust.
 Identities = 241/658 (37%), Positives = 346/658 (53%), Gaps = 
38/658 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTD++ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDSLALERQRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPEIVLE--
ENTDIEAWDA  177
            PT+IF+NK+D+ G   Q +++++  +L+  I+    V    +P+              
+ 
Sbjct  123  
PTLIFVNKLDRRGARHQDLLETIAARLTPAIVPMGDVGELGTPDACFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + E++D LL  Y+  E   P +R +     Q    +A + PV++GSA  G G+  L



+D +
Sbjct  183  LAEHDDGLLAAYVDDERAVPDTRLRAALAAQ--
TGEALVHPVFHGSAITGAGMDELVDGI  240

Query  235  TGLFQPI----GEQGSA--ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGRE  287
              L        GE G +     G+VFKVE    G++  Y+R+++GT+R R+ +A   
G  
Sbjct  241  
RELLPATDGEHGEHGESDGQASGTVFKVERGPAGEKVAYVRMFAGTVRTRERLAFRDGEL  300

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWRED---PL  343
              K+T + +   G  VR      G I  L      L+D+ +GD   +PR+R  E      
Sbjct  301  HGKVTAISVFEGGAAVRRAAVSAGRIAQLWG----
LSDIRIGDTVGVPRERAAEGHHFSP  356

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P  A     L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV 
A L
Sbjct  357  
PTLETVVLPARAEDGGALHLALTQLAEQDPLIGLRHDGLRQETSVSLYGEVQKEVVQATL  416

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +++Y L+   +E + I +ER     +     +   NPF A++GL V P  +GSGV 
+   
Sbjct  417  
ADEYGLDVTFRETTTICVERLAGVGAAVEFNKKDGNPFLATVGLRVEPAPVGSGVGFRLE  476

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVS  511
            V LG +  +F  AV D +R  LEQG+ GW V DC +   +            G   
S  S
Sbjct  477  
VELGSMPYAFFKAVEDSVREALEQGVHGWRVPDCTVTMTHSGYSPRQSHAHQGFDKSMSS  536

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T ADFR L P+VL  AL+ +GT++ EP   F + AP + L           A  +  
+  
Sbjct  537  
TGADFRGLTPLVLMDALRRAGTRVHEPMHRFRIDAPADTLGAVLPVLAALRAVPQDTRTS  596

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
               V   G +PA  +      L   TNG          Y    G  V  P RP + 
L+
Sbjct  597  GTAVRLEGLVPAARVHGLEQRLPGATNGEGELEAAFDHYAPVGGATV--
PERPRTDLN  652

>WP_067037992.1 GTP-binding protein [Marinomonas gallaica]



Length=670

 Score = 365 bits (936),  Expect = 9e-114, Method: Compositional 
matrix adjust.
 Identities = 217/635 (34%), Positives = 345/635 (54%), Gaps = 
33/635 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTTLTE LL+ASGA  + GSV+ GTT TD++ +ER+RGI+++ A  
+F 
Sbjct  9    
NIGIVAHVDAGKTTLTEQLLFASGATRKVGSVDDGTTATDSLTVERERGISVRLATETFY  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF AEV RSL  LD AILV+S+ +GVQA T  +F AL+ 
+NIPT+
Sbjct  69   
WNDHQINLIDTPGHVDFSAEVERSLRALDCAILVVSSVEGVQANTSSIFDALQYLNIPTL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSL---------------
SPEIVLEE  168
            IFINK+D+AG D++ V+  +  +LS + ++++Q  +L               +P     
E
Sbjct  129  
IFINKLDRAGADVERVMAEIHQELSPNAVLLQQPSNLGQTDAGISDGWLKASTPSQFTSE  188

Query  169  NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
              ++E W     + + E +D+ LE  I   P++ E++ ++  + +    ++PV+ G 
AK 
Sbjct  189  --
ELEPWLQPLLERLTELDDEFLEAIIESVPVTFEEVDQKLSQAISCNEIYPVFTGVAKA  246

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            G+GI  L++A+        +  + AL   VFK+E+     +  Y+R++ GTL  RD 
+  
Sbjct  247  
GIGINELLNAIIHYLPNAKQNINTALSAVVFKIEHDQRIGKMAYVRVFEGTLNARDKIHN  306

Query  284  AGRE------KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRK  336
            A R       + K ++++   +G+    D    G+I ++    S ++ D+LG    
+P  
Sbjct  307  
ATRSHEAQVIEDKASQVKRVIRGKYQDMDCIEAGDIGVVSGLQSAKIGDILGLGDAVPDA  366

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
               +   P+L   + P        L  ALT+LAD DPLL  E      E+ ++  G 
+Q+
Sbjct  367  --



YQLSAPLLTVQVIPDNEKDFSALASALTELADEDPLLNLEWLVEQRELHVNINGWIQV  424

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+  +L +++ ++   K+PS+IY E P +           P P WA +   + P   
GS
Sbjct  425  EVIQTILQQRFGIQATFKQPSIIYKETPTQPV-
EGYECYWMPKPCWAIVRFLIEPAQRGS  483

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            GV YES+VS+  +   +QN ++  +   L+QG+ GW++TD KI    G  +   S 
P DF
Sbjct  484  
GVHYESKVSVNQIAAKYQNEIQANLAKALKQGIKGWSITDVKITLIDGSDHVQHSRPGDF  543

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
                P+ +   L ES T LLEP L F + A  E L     D  K     +  + + 
+ V+
Sbjct  544  
IIATPMAIMNGLNESDTDLLEPILDFQIQADSELLGTLTSDITKMRGHFDAPEFQGNRVI  603

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G+ PA     Y   LA  + G +   T L GY+
Sbjct  604  IRGKFPAATSLDYAIKLASLSGGHAKMSTRLSGYE  638

>WP_076326844.1 GTP-binding protein [Paenibacillus amylolyticus]
 OMF09527.1 GTP-binding protein [Paenibacillus amylolyticus]
Length=662

 Score = 364 bits (935),  Expect = 9e-114, Method: Compositional 
matrix adjust.
 Identities = 222/624 (36%), Positives = 333/624 (53%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +   LS      QT           + +   N D  +    



Sbjct  129  
IYINKMDRIGASAPAVMEQICSTLSPFACEIQTYQFHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E ++K++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEKVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDTVLAFLPPPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTE  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LARTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629



>WP_057376394.1 GTP-binding protein [Phycicoccus sp. Soil803]
 KRF23519.1 hypothetical protein ASG95_02155 [Phycicoccus sp. 
Soil803]
Length=643

 Score = 363 bits (933),  Expect = 9e-114, Method: Compositional 
matrix adjust.
 Identities = 229/641 (36%), Positives = 337/641 (53%), Gaps = 
46/641 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + +GI+AHVDAGKT+LTE +L+ +G +  PGSV+ G T+TD+M LERQRGITI+
+AV 
Sbjct  7    
KTLCLGIVAHVDAGKTSLTERVLFEAGVLDHPGSVDAGDTQTDSMALERQRGITIRSAVV  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W    VN++DTPGH DF+AEV R+L VLD A+LV+SA +GVQAQT +L  AL+
++ +
Sbjct  67   
SFDWRATTVNLIDTPGHSDFIAEVERALTVLDAAVLVVSAVEGVQAQTLVLMRALQRLGL  126

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P V+F+NK+D+AG D   V+  V  +LS +      VS                      
Sbjct  127  
PVVLFVNKVDRAGADPDRVLGEVTTRLSPEAFALGQVS---------------------G  165

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
                   Y+  E  + E  + E +  V+ A+  PV +GSA  G G+  L+DA+T L  
P+
Sbjct  166  AGTRGAAYLPFEVGTTE--
LGELRSTVRGATAHPVLFGSAITGAGVTELLDALTTLL-PV  222

Query  242  GEQGSAALCGS-------
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
                 +A+ G+       VFKV+  + G R V  R+ SG+LRLRD V + GR   K
+T +
Sbjct  223  AAPVPSAVSGTPGPPSGTVFKVDRGEGG-
RTVLARVRSGSLRLRDRVEVDGRAAEKVTGL  281

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            R+  +G +V  D    G I  +    S R+ D  G P         +   P L T 
+   
Sbjct  282  RLFDRGRLVSVDEVPAGRIAAVTGWSSARIGDRFG-
PVGATPGAVAQFARPTLETVVDAV  340

Query  354  



TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              +    +  ALT+LAD DPL+    D    EI +S  G VQ EV++A+L+E+Y 
+E   
Sbjct  341  
RLSDVVGMYSALTELADQDPLIDLRRDDGRREIAVSLYGEVQKEVIAAVLAEEYGIEVTF  400

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +  + I +ER +   +    I   PNPF A +GL V PL +G+G ++   + LG +  
+F
Sbjct  401  
RPTTSICVERVVAPGAAVQLIGTAPNPFLAQVGLRVEPLPVGAGHEFALEIELGSMPPAF  460

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAP  521
              AVR+GI   LE+G+ GW V D ++   +  YY            +  ST  
DFRSL  
Sbjct  461  
FTAVREGIAATLEEGVHGWAVPDARVVMTHSGYYPRQSHAHATFDKAMSSTAQDFRSLTR  520

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL +AL  +GT +  P   F L  P++ LS    +  ++ A      ++    V  
GE+
Sbjct  521  
LVLAEALVRAGTVVCAPVHRFELEVPEDTLSSVLGELNRHRAVPLETTLRGRSAVLVGEV  580

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            PA  +   +  +   T G  V  + L  Y    G P  + R
Sbjct  581  PADAVHGVQQRIPHLTRGEGVFTSGLDHYAPTTGAPAERSR  621

>SBT21816.1 Tetracycline resistance protein TetO [Marinomonas 
gallaica]
 SBT18861.1 Tetracycline resistance protein TetO [Marinomonas 
gallaica]
Length=668

 Score = 364 bits (935),  Expect = 9e-114, Method: Compositional 
matrix adjust.
 Identities = 217/635 (34%), Positives = 345/635 (54%), Gaps = 
33/635 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTTLTE LL+ASGA  + GSV+ GTT TD++ +ER+RGI+++ A  
+F 
Sbjct  7    
NIGIVAHVDAGKTTLTEQLLFASGATRKVGSVDDGTTATDSLTVERERGISVRLATETFY  66

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF AEV RSL  LD AILV+S+ +GVQA T  +F AL+ 
+NIPT+



Sbjct  67   
WNDHQINLIDTPGHVDFSAEVERSLRALDCAILVVSSVEGVQANTSSIFDALQYLNIPTL  126

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSL---------------
SPEIVLEE  168
            IFINK+D+AG D++ V+  +  +LS + ++++Q  +L               +P     
E
Sbjct  127  
IFINKLDRAGADVERVMAEIHQELSPNAVLLQQPSNLGQTDAGISDGWLKASTPSQFTSE  186

Query  169  NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
              ++E W     + + E +D+ LE  I   P++ E++ ++  + +    ++PV+ G 
AK 
Sbjct  187  --
ELEPWLQPLLERLTELDDEFLEAIIESVPVTFEEVDQKLSQAISCNEIYPVFTGVAKA  244

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            G+GI  L++A+        +  + AL   VFK+E+     +  Y+R++ GTL  RD 
+  
Sbjct  245  
GIGINELLNAIIHYLPNAKQNINTALSAVVFKIEHDQRIGKMAYVRVFEGTLNARDKIHN  304

Query  284  AGRE------KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRK  336
            A R       + K ++++   +G+    D    G+I ++    S ++ D+LG    
+P  
Sbjct  305  
ATRSHEAQVIEDKASQVKRVIRGKYQDMDCIEAGDIGVVSGLQSAKIGDILGLGDAVPDA  364

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
               +   P+L   + P        L  ALT+LAD DPLL  E      E+ ++  G 
+Q+
Sbjct  365  --
YQLSAPLLTVQVIPDNEKDFSALASALTELADEDPLLNLEWLVEQRELHVNINGWIQV  422

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+  +L +++ ++   K+PS+IY E P +           P P WA +   + P   
GS
Sbjct  423  EVIQTILQQRFGIQATFKQPSIIYKETPTQPV-
EGYECYWMPKPCWAIVRFLIEPAQRGS  481

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            GV YES+VS+  +   +QN ++  +   L+QG+ GW++TD KI    G  +   S 
P DF
Sbjct  482  
GVHYESKVSVNQIAAKYQNEIQANLAKALKQGIKGWSITDVKITLIDGSDHVQHSRPGDF  541

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576



                P+ +   L ES T LLEP L F + A  E L     D  K     +  + + 
+ V+
Sbjct  542  
IIATPMAIMNGLNESDTDLLEPILDFQIQADSELLGTLTSDITKMRGHFDAPEFQGNRVI  601

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G+ PA     Y   LA  + G +   T L GY+
Sbjct  602  IRGKFPAATSLDYAIKLASLSGGHAKMSTRLSGYE  636

>WP_017644183.1 GTP-binding protein [Streptococcus agalactiae]
 EPV94566.1 GTP-binding protein [Streptococcus agalactiae FSL 
S3-023]
Length=257

 Score = 350 bits (898),  Expect = 1e-113, Method: Compositional 
matrix adjust.
 Identities = 170/257 (66%), Positives = 205/257 (80%), Gaps = 0/257 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFKVE  257
               +G + LCG+VFK+E
Sbjct  241  STHRGPSELCGNVFKIE  257

>WP_075132401.1 GTP-binding protein [Actinophytocola xinjiangensis]



 OLF12210.1 GTP-binding protein [Actinophytocola xinjiangensis]
Length=630

 Score = 363 bits (931),  Expect = 1e-113, Method: Compositional 
matrix adjust.
 Identities = 228/633 (36%), Positives = 334/633 (53%), Gaps = 
26/633 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I E G V++GTTRTDT+ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHDAGVIDEVGRVDEGTTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA+TR+L   L 
++ 
Sbjct  61   
VSFRVGDVTVNLIDTPGHPDFVAEVERVLGVLDGAVLVVSAVEGVQARTRVLMRTLLRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID+ G    +++  +  +L+A I+   TV          +    ++ 
A + 
Sbjct  121  
IPTLVFVNKIDRVGARDTALLADIAKRLTASIVPMGTVEGLGTRAARFVPGVDEVAAAEV  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL-
FPVYYGSAKKGLGIQPLMDAVTG  236
            + E++D LL  Y+ G       LV     R     L  PV++GSA  G G+  L+  
+  
Sbjct  181  LAEHDDALLADYLDG---
GGTGLVAGSLARQSRCGLVHPVHFGSAMTGAGVAELVAGLVD  237

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L      +      G+VFKVE    G+R  Y+R++SGT+R+RD V +   E  ++T 
+ +
Sbjct  238  LLPAGAGETHGPPSGTVFKVERGPAGERIAYVRMFSGTVRVRDRVPVGATEA-
RVTGVGV  296

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +GE+VRT     G I +L    +VR+ D +G  T     R+     P L T + 
P   
Sbjct  297  FDQGEVVRTTEVGAGRIGLLWGLSAVRIGDTIGTATITAPPRFAP---
PALETVVVPVDP  353

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A R  L  AL QLA+ DPL+    D    EI +S  G VQ EV+   L+E++ +E   
+E



Sbjct  354  
AGRSALHTALAQLAEQDPLINLRQDDERGEIAVSLYGEVQKEVIGDTLAEEFGIEVTFRE  413

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + +++ERP         I    NP  A++GL V P + G+   +   V LG +  
+F  
Sbjct  414  TTTVHIERPAGTGEAVELIGTDENPLLATVGLRVEPSAGGN--
TFRLGVELGSMPPAFFR  471

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV + +   L  G  GW V DC +      Y+            S  ST  DFR+L  
+V
Sbjct  472  
AVEESVTETLRHGPHGWAVLDCAVTMTRSGYWARQSHAHGTFDKSMSSTAGDFRALTRVV  531

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +GT + EP   F L  P + L+       +  A   T + +    V TG
++P 
Sbjct  532  
LLRALRAAGTVVHEPVHRFWLEIPADTLAGVLPVLSRLRAVPRTTEPRGASCVLTGDVPV  591

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
              + A    L   T G  V  T    Y    GQ
Sbjct  592  ALVHALERRLPGLTRGEGVLETVFDHYAPVRGQ  624

>WP_085816978.1 hypothetical protein, partial [Enterococcus faecium]
Length=199

 Score = 347 bits (891),  Expect = 1e-113, Method: Compositional 
matrix adjust.
 Identities = 157/198 (79%), Positives = 177/198 (89%), Gaps = 0/198 
(0%)

Query  441  
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKIC  500
            FWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKIC
Sbjct  1    
FWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKIC  60

Query  501  
FEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPK  560
            F+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPK
Sbjct  61   
FKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPK  120

Query  561  
YCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
            YCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G



+PV Q
Sbjct  121  
YCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQ  180

Query  621  PRRPNSRLDKVRHMFQKV  638
            PRRPNSR+DKVR+MF K+
Sbjct  181  PRRPNSRIDKVRYMFNKI  198

>WP_098892387.1 GTP-binding protein [Streptomyces sp. or3]
Length=655

 Score = 363 bits (933),  Expect = 1e-113, Method: Compositional 
matrix adjust.
 Identities = 230/655 (35%), Positives = 351/655 (54%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D++          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDVVAMGSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVRAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     



Sbjct  299  
EGEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L
Sbjct  356  
PTLETVVVPRRPEDRGALYAALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G++   G    +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGSTRGEGVLESAFAGHRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_019423546.1 GTP-binding protein [Paenibacillus sp. OSY-SE]
Length=660

 Score = 363 bits (933),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 224/647 (35%), Positives = 339/647 (52%), Gaps = 
20/647 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+G+ AHVDAGKTT TE +LY SG I   GSV+ GT +TD + +ER+RGI+++AA 
T+F 
Sbjct  10   
NVGVFAHVDAGKTTTTEHMLYESGQIRALGSVDAGTAQTDWLDVERERGISVRAATTTFH  69

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT I++ ALR 
+NIPT+
Sbjct  70   
WRNAAINMVDTPGHVDFLSEVERSLHVMDGAVLIVSAVEGVQAQTEIIWQALRSLNIPTI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS------------
LSPEIVLEENTDI  172
            I++NK+D+ G D  +V+  +R  L+A  +  Q+ +               +  + E    
Sbjct  130  
IYVNKMDRIGADADTVLLGIRKYLTAHAVPIQSPAGREDSFLGGQDLWGADPFVPEEERK  189

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            +  +A+ E ++ LLE+Y+ GE ++ ++             LFPV +G++ KG+G+  
LMD
Sbjct  190  
QLIEAIAECDEGLLERYLNGENVNVDEWKLHLTALTHRCELFPVLFGASSKGIGVSALMD  249

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLK  290
            AV            A L G VFK+E      R  Y+RL++G +  RD V     G 
E+ K
Sbjct  250  
AVVDYLPDPSGTLDAPLSGIVFKIERDKTMGRMAYVRLFNGIIHNRDVVFNDTLGVEE-K  308

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T++R     +   T     G+I  +     VR+ DVLG   R   K+     +P
+L+  
Sbjct  309  VTQIRKVDGHKAKDTGMLEAGDIAAVCGMHRVRIGDVLG--
CRAGVKQAMRLAVPLLKVQ  366

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +         R + AL +LAD DPLL  +      E+ L  +G +QLE++S+LL  
++ L
Sbjct  367  
VHWANEQDYPRTVAALQELADEDPLLDLQWLQDERELHLKVMGPIQLEIMSSLLHTRFGL  426

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +PSVIY E P       I   + P P WA +   + P   GSG+QY+S+V    
L
Sbjct  427  DVTFGQPSVIYKETPKHEGEGFIAYTM-
PKPCWAVLRFKIEPGPCGSGLQYDSQVRAENL  485

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               +QN V   +   L+QGL GW V D K+    G ++   + P DF    P+ +   
L 
Sbjct  486  
LPQYQNEVARRVPQALQQGLHGWEVVDLKVTLIEGEHHVWHTHPLDFAVATPMGIMDGLV  545



Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T+LLEP L F +  P+E+  +  +D  +     E        +   G +PA     
Y
Sbjct  546  
NTETRLLEPMLQFRITVPEEFGGKIMNDLVQMRGVFEAPVPHGGRMTLEGRMPAATSLDY  605

Query  590  RTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDKVRHMF  635
               L   T GR    T    Y Q      V  PRR  + LD+ +++ 
Sbjct  606  PIKLGSMTKGRGTIATFFDRYEQCPPDISVTCPRRGVNPLDQSKYIL  652

>WP_074094524.1 GTP-binding protein [Paenibacillus xylanexedens]
 APO45122.1 GTP-binding protein [Paenibacillus xylanexedens]
Length=662

 Score = 363 bits (933),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 222/624 (36%), Positives = 333/624 (53%), Gaps = 
20/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   
WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +R  LS      QT           + +   N D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQIRSTLSPFACEIQTYQFHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E ++K++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEKVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V     P  +   + + G VFK+E      R  Y+R+Y G+L  RDT+  + 
RE +
Sbjct  249  
LLDTVLAFLPPPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGSLHNRDTIHNSTRELE  308



Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTE  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF     + 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATLMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  
LSRTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   T+GR V  T   GYQ
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQ  629

>WP_030268770.1 GTP-binding protein [Micromonospora globosa]
Length=651

 Score = 363 bits (932),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 230/647 (36%), Positives = 343/647 (53%), Gaps = 
25/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA++EPGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVAEPGSVDAGTTRTDSMELERRRGITIRAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       +N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLSINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PTV F NK+D+ G D+  V   VR +L A  ++  TV+       +V   + D E   
A
Sbjct  121  
VPTVFFFNKVDRGGADVDRVTAQVRQRLGARPVLLTTVTGQGRREALVHAVDLDAEPVVA  180

Query  178  -
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E +D +  +++   P+    + R  +R V+ A L P   GSA  G G++ L D 
+  
Sbjct  181  
EVAEVDDAVAARWLTDRPVRVRDVRRALRRAVRGAELVPAVCGSAITGAGVRRLCDVLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P GE       G+VF V+    G RRV+LRL+SG LR+RD V LAG     
+TE+ +
Sbjct  241  LL-PYGEARDGPPAGTVFAVDRDGHG-
RRVWLRLWSGRLRVRDRVQLAGGRPEPVTEIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +   G+I  +   S R+   +GDP   PR+     P P  +  + P   
A
Sbjct  299  IEPAGVLVRRSVSAGQIAAVRGVSARIGQHIGDP---
PRRHGYRFPPPTRQAVVEPVDPA  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL+ ++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMEDRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER     +    +    NP+ A +GL +     G G+++   +  G L  
+F  A
Sbjct  416  
LTACIERVAGTGAAEERLRERGNPYLAGLGLRIDAAPAGHGIEFRPGIEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R  L QG  GW VTDC +      Y+   S P            ADFR
+LAP+V+
Sbjct  476  



TEEGVRAALRQGRHGWPVTDCTVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+++GT++ +P   F +  P+  +        +  A +    V    +  +G 
+P+ 
Sbjct  536  
AAALRQAGTRVCQPIERFDVNLPRHAVETVLALLGRLGAVVHDTAVAGGYLEVSGTLPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR---PNSR  627
             +      L   T G +V  T    Y    G +P   PRR   P+ R
Sbjct  596  RVPRVVAALPDLTGGEAVLTTTFDHYAPVTGEEPPTLPRRGPDPDDR  642

>WP_009155796.1 GTP-binding protein [Saccharomonospora marina]
 EHR52418.1 small GTP-binding protein domain protein 
[Saccharomonospora marina 
XMU15]
Length=662

 Score = 363 bits (933),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 240/646 (37%), Positives = 349/646 (54%), Gaps = 
27/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N GILAHVDAGKT+LTE LLY+ GAI E GSV++GTT+TDT+ LER+R ITI
++AV
Sbjct  1    
MSTVNFGILAHVDAGKTSLTERLLYSGGAIPEIGSVDQGTTQTDTLELERRRRITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFALGDTSVNVIDTPGHPDFIAEVERVLSVLDGAVLVMSAVEGVQAQTRLLHRVLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--PE-
IVLEENTDIEAW--  175
            IPT++F+NKID+ G     V+  + D L+AD ++  TV+ +  P+  V+    D  
A+  
Sbjct  121  
IPTLLFVNKIDRRGARPAFVLADIADSLTADTVLVGTVADAGGPDAAVVPHRYDDLAYTT  180

Query  176  ---DAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + E++DKLL  ++    P  R +L R+   +V+ A + PVY+GSA  G GI  
L+
Sbjct  181  
GLAEVLAEHDDKLLPAFVDERLPADRPELRRQFADQVKRALVHPVYFGSAVTGAGIAELL  240

Query  232  



DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +        +  S    G+VFKVE    G++  Y+R+ SG LR+RD +   G  
+ K+
Sbjct  241  
SGIKDFLPASEDDVSGPPAGTVFKVERGARGEKIAYVRMRSGLLRVRDRLRYRGCVEGKV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +         R D    GEI  L     +R+ D +G      R   ++ P P L   
+
Sbjct  301  TAIEPFGGAATRRRDGVAAGEIAKLWGLPGIRVGDTIGTGPETARDE-
QQFPPPPLEAVV  359

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+   Q   L  AL QLA+ DPL+    D      ++S  G VQ EV+ A L  
+Y ++
Sbjct  360  
EPRVPEQAAALRSALDQLAEQDPLINLRADPRQGATLISLYGEVQKEVIHATLGAEYGID  419

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E   +++ERP    S    +  P NPF A++GL V    +G+ V+    + 
LG L 
Sbjct  420  
VAFRETVAVHVERPAGTGSSLSVLGEPDNPFLATVGLRVERADVGADVEIGLEIELGALL  479

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV + +R  L +G  GW V DC++   +  Y             S  ST  
DFR+
Sbjct  480  
PAFVRAVEEAVRSTLREGAHGWQVIDCRVTLTHSGYLARQSHSAGTFDKSMSSTAGDFRN  539

Query  519  LAPIVLEQALKES-
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            L P+VL  AL E+ GT + EP   F L AP++ L       P + A +ET   K    
+ 
Sbjct  540  
LTPLVLATALSEAGGTVVCEPVHWFCLEAPEDALRVVSSALPTHGAVLETLTRKNSWCLL  599

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             G IP   +Q  +  L  +T+G+    +    Y+   G P+  PRR
Sbjct  600  EGTIPVVRMQHLQRQLPSFTSGKGTFESVFHHYREVRG-PL--PRR  642

>APO27433.1 ferrous iron transport protein B, partial [uncultured 
bacterium]
Length=171

 Score = 346 bits (887),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 170/171 (99%), Positives = 170/171 (99%), Gaps = 0/171 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD  171
            IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII KQTVSLSPEIVLEENTD
Sbjct  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIITKQTVSLSPEIVLEENTD  171

>WP_060890206.1 GTP-binding protein [Streptomyces europaeiscabiei]
Length=669

 Score = 363 bits (933),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 240/658 (36%), Positives = 346/658 (53%), Gaps = 
38/658 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTD++ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDSLALERQRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPEIVLE--
ENTDIEAWDA  177
            PT+IF+NK+D+ G   Q +++++  +L+  I+    V    +P+              
+ 
Sbjct  123  
PTLIFVNKLDRRGARHQDLLETIAARLTPAIVPMGDVGELGTPDACFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + E++D LL  Y+  E   P +R +     Q    +A + PV++GSA  G G+  L
+D +
Sbjct  183  LAEHDDGLLAAYVDDERAVPDTRLRAALAAQ--



TGEALVHPVFHGSAITGAGMDELVDGI  240

Query  235  TGLFQPI----GEQGSA--ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGRE  287
              L        GE G +     G+VFKVE    G++  Y+R+++GT+R R+ +A   
G  
Sbjct  241  
RELLPATDGEHGEHGESDGQASGTVFKVERGPAGEKVAYVRMFAGTVRTRERLAFRDGEL  300

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWRED---PL  343
              K+T + +   G  VR      G I  L      L+D+ +GD   +PR+R  E      
Sbjct  301  HGKVTAISVFEGGAAVRRAAVSAGRIAQLWG----
LSDIRIGDTVGVPRERAAEGHHFSP  356

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P  A     L  ALTQLA+ DPL+    D +  E  ++  G VQ EVV 
A L
Sbjct  357  
PTLETVVLPARAEDGGALHLALTQLAEQDPLIGLRHDGLRQETSVTLYGEVQKEVVQATL  416

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +++Y L+   +E + I +ER     +     +   NPF A++GL V P  +GSGV 
+   
Sbjct  417  
ADEYGLDVTFRETTTICVERLAGVGAAVEFNKKDGNPFLATVGLRVEPAPVGSGVGFRLE  476

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVS  511
            V LG +  +F  AV D +R  LEQG+ GW V DC +   +            G   
S  S
Sbjct  477  
VELGSMPYAFFKAVEDSVREALEQGVHGWRVPDCTVTMTHSGYSPRQSHAHQGFDKSMSS  536

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T ADFR L P+VL  AL+ +GT++ EP   F + AP + L           A  +  
+  
Sbjct  537  
TGADFRGLTPLVLMDALRRAGTRVHEPMHRFRIDAPADTLGAVLPVLAALRAVPQDTRTS  596

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
               V   G +PA  +      L   TNG          Y    G  V  P RP + 
L+
Sbjct  597  GTAVRLEGLVPAARVHGLEQRLPGATNGEGELEAAFDHYAPVGGATV--
PERPRTDLN  652

>WP_103954083.1 GTP-binding protein [Nonomuraea solani]
Length=662



 Score = 363 bits (933),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 242/668 (36%), Positives = 347/668 (52%), Gaps = 
39/668 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LL+A+GAI E GSV+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MRMLNLGILAHVDAGKTSLTERLLHAAGAIDEVGSVDDGNTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVIGGTTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-
SADIIIKQTVSLSPEIVLEENTDIEAW----  175
            IP ++F+NKID+ G     V++ +  KL  A + +  T  L          D  A     
Sbjct  121  
IPALVFVNKIDRRGARYDGVLREITGKLVPAAVAMGVTTGLGTRAAAFTPFDGAAGFEGL  180

Query  176  -DAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             + + E  ++LL  Y+  E  +S  +L  E   +   A   PV++GSA  G G+  
L+  
Sbjct  181  
VEVLAEQGEELLAAYVDDERSVSYARLRAELVAQTGRAVAHPVFFGSAITGAGVDALIAG  240

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +  L  P  +     + G+VFKVE    G++  Y+R+  GTLR RD +   G  + 
K+T 
Sbjct  241  
IEELLPPAQDDPGGPVAGTVFKVERGQAGEKIAYVRMSGGTLRTRDRLRFGGGREGKVTG  300

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL------
GDPTRLPRKRWREDPLPML  346
            + +   G  VR      G I  L     VR+ D +       D  R P       P 
P L
Sbjct  301  ISVFDGGTSVRAQQVTAGRIARLWGLTDVRIGDHVTSLEGGADAVR-
PASEGHFAP-PTL  358

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P+  A +  L  AL QLA+ DPL+    D +  E+ +S  G VQ EVV A 
L   
Sbjct  359  
ETVVVPRRPADKGALHLALAQLAEQDPLIGLRQDDLRQEVSVSLYGEVQKEVVQATLMAD  418

Query  407  



YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L+   +E + I +ERP    +    I   PNPF A++GL V P  +  GV++   
V L
Sbjct  419  
FGLDVTFRETTTIRVERPTGTGAAIEVIAKAPNPFLATVGLRVEPGPVDGGVEFRLEVEL  478

Query  467  GYLNQSF----
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SPV  510
            G L  +F    ++ VRD +R+G   GL GW V DC +   +  Y+            
S  
Sbjct  479  GSLPYAFMRTIEDTVRDTLRHG---
GLHGWEVVDCVVTLTHSGYWARQSHMGGGFDKSMS  535

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFR+L P+VL  ALK +GT + EP   F L  P + L       P         
+ 
Sbjct  536  STAGDFRNLVPLVLMAALKRAGTTVYEPMHRFRLELPPDTLGPVL---
PVLAGLGAIPRT  592

Query  571  
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
            ++D +V  G+IPA  +      L   T G  +       YQ   G   ++PR  ++ 
LD+
Sbjct  593  RQDALV-
EGDIPAAGVHELERRLPSLTRGDGLLECGFDRYQPVRGPIPVRPRTDHNPLDR  651

Query  631  VRHMFQKV  638
              ++   V
Sbjct  652  KAYLLHVV  659

>WP_076249849.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 OMF48048.1 GTP-binding protein [Paenibacillus amylolyticus]
 PKQ93007.1 GTP-binding protein [Paenibacillus sp. BGI2013]
Length=662

 Score = 363 bits (933),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 227/649 (35%), Positives = 342/649 (53%), Gaps = 
21/649 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ SG +  PG V+ GTT TD++ +E++RGI++QAA
+TS  
Sbjct  9    
NIGIFAHVDAGKTTTTEHMLFESGVVRSPGRVDDGTTATDSLDIEKERGISVQAAMTSLI  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++++DTPGH+DF +EV R+L V+DGAIL++SA +G+Q+Q+  ++HALR + 
IPT+
Sbjct  69   



WKNTIIDLIDTPGHIDFSSEVERTLRVMDGAILILSAVEGIQSQSEAIWHALRSLRIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP------
EIVLEENTDIEA----  174
            I+INK+D+ G    +V++ +   LS      QT           + +   N D  +    
Sbjct  129  
IYINKMDRIGASAPAVMEQICSTLSPFACEIQTYQFHEDSFHGIDSLWNPNQDSLSDGTP  188

Query  175  -----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                  + + E ++K++E YI   P+S+  L     R V    +FPV YG++ KG
+G+  
Sbjct  189  
SIPGLVEILAELDEKVMEAYIQETPLSQRDLNEAFLRYVHQGEMFPVCYGASGKGIGVTA  248

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-K  288
            L+D V     P  +   + + G VFK+E      R  Y+R+Y G L  RDT+  + 
RE +
Sbjct  249  
LLDTVLAFLPPPAQPVDSPVSGVVFKIERDRTMGRTAYVRMYGGILHNRDTIHNSTRELE  308

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             K+T++R     +   T   + G+I  L   S   + D++G+P  +P     +  
+P+L 
Sbjct  309  EKVTQIRRMDGRKWADTGAVHAGQIAALYGLSDTHVGDIIGNPEGVP--
PLPQMAVPLLT  366

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +  K  A+   L+ AL +L D DPLL  +      E+ L  +G +QLE++S+LL  
++
Sbjct  367  
VQVHGKDPARYPDLVAALQELTDEDPLLDLQWLPEERELHLKVMGTIQLEILSSLLLSRF  426

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+ V   PSVIY E P  A    I   + P P WA +   + PL  GSG+ Y S 
V   
Sbjct  427  GLDVVFDPPSVIYKETPRTAGEGYIAYTM-
PKPCWAILRFKIEPLPRGSGLIYASTVRTE  485

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L   +QN V   I   L QG+ GW VTD +I    G ++   + P DF    P+ 
+   
Sbjct  486  
DLLLRYQNEVERRIPEALSQGMLGWEVTDLRITLVEGEHHVWHTHPLDFVVATPMGIMDG  545

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT LLEP L F L  P+EY  +A  D     AT E   +     +  G +P     
Sbjct  546  



LARTGTTLLEPLLQFRLTVPEEYGGKALSDLVHMRATFEAPVIGSGRCIIEGVMPLATSM  605

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMF  635
             Y   L   T+GR V  T   GYQ    G      RR  + LD+ +++ 
Sbjct  606  DYPVKLRSETSGRGVLTTSFAGYQDCPAGVNHTCKRRGVNPLDQSKYIL  654

>WP_047683683.1 GTP-binding protein [Paenibacillus chondroitinus]
Length=669

 Score = 363 bits (933),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 225/634 (35%), Positives = 344/634 (54%), Gaps = 
36/634 (6%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD+M +ER+RGI++++A 
TSF 
Sbjct  12   
NVGIFAHVDAGKTTTTEHILYHSGRIRALGSVDNGTAQTDSMDVERERGISVRSATTSFS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL++SA +GVQ+QT +++H L+ + 
IPT+
Sbjct  72   
WKDTLINLVDTPGHVDFLSEVERSLRVMDGAILIVSAVEGVQSQTEMIWHTLQSLKIPTL  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------------  172
            +++NK+D+ G D + V++ +  +L+ ++ +     L  E       ++            
Sbjct  132  LYMNKMDRVGADPERVLRDIHKQLT-
EMAVPIYAPLGREDTFRGTVNVLVDDAAEAVAAD  190

Query  173  --------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
                     A + + E ++++L  YI G P+   ++    QR  +    FP+  G+
+ KG
Sbjct  191  
GVRGFDLASAVEKLSELDERMLTSYIEGAPVEAREVEATLQRYARQGEAFPLLVGASSKG  250

Query  225  LGIQPLMDAVTGLFQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-  281
            LGI+ LM+A+       G  GSA   L   VFKVE      R  Y+RLY GT+R 
RDTV 
Sbjct  251  LGIKELMEAILDYLP--
GPSGSAEQPLSAVVFKVERDKTMGRMAYVRLYEGTIRNRDTVV  308

Query  282  -ALAGREKLKITEMRI--PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKR  337
                G E+ K+T++R     K E +   TA  G+I  +     VR+ DVLG    
+P   
Sbjct  309  NVTQGVEE-KVTQIRKIDGRKAEDIGFVTA--



GDIAAVCGLTQVRIGDVLGRGDSVPPA-  364

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
              +  +P+L   +  ++ AQ   L+ AL +L D DPLL  +      E+ +  +G 
+QLE
Sbjct  365  -
PQMAVPLLTVQVHAESEAQYPALVAALQELTDEDPLLDLQWLQEERELHVKVMGTIQLE  423

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++++LLS ++ L+    +PSVIY E P +     I   + P P WA +   + P + 
GSG
Sbjct  424  ILTSLLSSRFGLQVRFDQPSVIYKETPSQVGEGFIAYTM-
PKPCWAILRFRIEPGAPGSG  482

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            + YES V   +L   +QN V   +   L+QGL GW VTD K+    G ++   + P 
DF 
Sbjct  483  
LVYESLVRGEHLLVQYQNEVERRVPEALQQGLLGWEVTDLKVTLIEGEHHVWHTHPLDFA  542

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
               P+ + Q L ++GT LLEP L   +  P+E+  +   D  +  A  +  Q+     
V 
Sbjct  543  
VATPMGIMQGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRAAFDPPQITGGRFVV  602

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             G +P      Y   L+  + GR V  +   GYQ
Sbjct  603  EGRLPVATSLEYPVKLSAMSGGRGVITSSFAGYQ  636

>WP_033308524.1 GTP-binding protein [Streptomyces iakyrus]
Length=658

 Score = 363 bits (932),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 237/647 (37%), Positives = 344/647 (53%), Gaps = 
30/647 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHMLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LV+SA +GVQAQTR+L   L
+++ 



Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVVSAVEGVQAQTRVLMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G     V++ +  +L+  I+   T     + +            
A D
Sbjct  121  
IPTLLFVNKIDRSGARHDEVLREIAARLTPAIVPMGTATGLGTRAAGFTPSPGPAAGALD  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +  ++D LL  Y+    ++   L      + ++A + PVY+GSA  G G+  L+  
+  
Sbjct  181  VLTGHDDVLLAAYVE-
NTVTDSLLHGSLVAQTREALVHPVYFGSAATGAGVAALLSGIET  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEM  294
            L           +  +VFKV+    G++  Y R++SGTLR RD +     G E  +
+T +
Sbjct  240  LLPAAEGNADGPVSATVFKVDRGPAGEKVAYARMFSGTLRTRDRIPFGTDGAEG-
RVTGI  298

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE--
DPLPMLRTTIA  351
             +   G   R D+   G I  L     +R+ D +G+    PRK +     P P L 
T + 
Sbjct  299  SVFGHGTDTRADSVAAGRIARLTGLGDIRIGDAIGE----PRKTYEHVFAP-
PTLETVVV  353

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R  L  ALTQLA+ DPL+    D    E  +S  G VQ EV+ A L+++Y 
L+ 
Sbjct  354  
PGPDTHRGALHLALTQLAEQDPLIGLRHDERRQETSVSLYGEVQKEVIQATLADEYGLDV  413

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + + +ERP+         +  PNPF A++GL V P  +GSGV++   V LG 
+  
Sbjct  414  
GFRETTPLCVERPVGTGQAVEFNKKDPNPFLATVGLRVEPAPIGSGVRFRLEVELGSMPY  473

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +R  L+QGL GW VTDC +   +            G   S  ST 
ADFR +
Sbjct  474  
AFFKAVEDTVRETLDQGLHGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGV  533

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579



             P+VL +AL+ +GT++ EP   F + AP + L           A  ET + + D  
V  G
Sbjct  534  
TPLVLTEALRRAGTRVHEPMHRFRIEAPADTLGALLPVLAGLGAVPETTRSRDDVCVLEG  593

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             +PA  + A    L   T G    L     + A V    I P RP +
Sbjct  594  TVPAARVHALGQRLPGLTRGEG-ELESFFAHYAPVTHGTI-PERPRT  638

>KZD40308.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillus cereus]
Length=619

 Score = 362 bits (929),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 214/600 (36%), Positives = 336/600 (56%), Gaps = 
32/600 (5%)

Query  30   
ISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSL  89
            I E G V+ G T+TD+M LERQRGITI+A+V SF     KVN++DTPGH DF+AEV 
RS 
Sbjct  2    
IKEIGRVDSGNTQTDSMELERQRGITIKASVVSFFIDDLKVNVIDTPGHADFIAEVERSF  61

Query  90   
AVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
             VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID++G + + VV+ ++  
LS
Sbjct  62   
RVLDGAILVISAVEGVQAQTKILMRTLQKLNIPTILFVNKIDRSGANTEKVVKQIKVILS  121

Query  150  ADII----IKQTVSLSPEIVLEENTDIEAWDAVIE----
NNDKLLEKYIAGEPISREKLV  201
             D      ++   +    I+     + +++D  IE      + LL  Y+  E I    
L 
Sbjct  122  NDAFPFYSVENEGTKKAHII-----
EYKSYDDCIELLAPYKESLLASYVNNEIIPDTLLR  176

Query  202  REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEY  258
            +E ++++Q A++FP+++GSA  G+G+  L++ ++ L    +P+ ++    L G 
VFK+E 
Sbjct  177  KELEKQMQQANVFPIFFGSAMTGVGVTELLENISALIPVNKPVQDK---
TLSGVVFKIER  233

Query  259  TDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYPGEIV  314
               G++  Y+R++SG+L +R  V +   E L    KI +M +   G+ V++ T + 
GE  
Sbjct  234  
EPSGEKIAYVRVFSGSLHVRKYVDIQRGESLPHKEKIKKMCMFHNGDAVQSSTVHSGEFC  293



Query  315  -ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD---
ALTQLAD  370
             +    ++++ D++G+ T   +     +P        A   A  +ER+ D   AL 
+L +
Sbjct  294  KVWGLTNIKIGDIIGEWTDYIKDIHFAEP-----
QMEAAIEAVPKERIHDLYAALMELCE  348

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DPL++   D I +E+ +   G VQ EV+   L EKY L+       V+ +E+P+   
+ 
Sbjct  349  
EDPLIKVWKDDIHNELYIRLFGEVQKEVIETTLFEKYNLQVTFSNTRVVCIEKPIGIGNS  408

Query  431  
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF  490
               +    NPF+A+IG  V    L SG+ Y+  V LG L  +F  A+ D +   L
+QGLF
Sbjct  409  
AELMGEKTNPFYATIGFKVERGELNSGITYKLGVELGSLPLAFHKAIEDTVFQTLKQGLF  468

Query  491  
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEY  550
            GW VTD  +   +  Y SPV+T +DFR+L P+VL  ALK + T   EP   F L  
P+  
Sbjct  469  
GWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMDALKHAETCAFEPVNEFELTVPEHA  528

Query  551  
LSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            +S A +      AT     +  D    TG +P   I+ ++  L  +T G  + +T+  
G+
Sbjct  529  
ISTAMYKLAAIPATFAEPTLHNDSYHLTGSLPVAKIEDFKRMLHSFTEGEGIFITKPTGF  588

>WP_054212791.1 GTP-binding protein [Actinobacteria bacterium OK074]
 KPI22183.1 small GTP-binding protein [Actinobacteria bacterium 
OK074]
Length=661

 Score = 363 bits (932),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 241/647 (37%), Positives = 343/647 (53%), Gaps = 
22/647 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+  G + EPGSV+ GTTRTDT+ LER+RGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTVGVVDEPGSVDAGTTRTDTLDLERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFIAEVERTLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAW-  175
            +PT++F+NKID++G     V+  + ++L+  I       +  S     V  +   +    
Sbjct  121  
LPTLVFVNKIDRSGARPDRVLHDIAERLTPAITPMGRAARPGSRGARFVPYDTAAVPGLA  180

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            D + E+++++L  Y+  + +SR++L      + + A + PV+ GSA  G G+  L+  
+ 
Sbjct  181  DLLAEHDEEMLTAYVE-
DTVSRDRLRTALVAQTRRARVHPVFLGSAITGAGVGELVAGIR  239

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L           + G+VFKVE    G++  Y R++SGT+R+RD + L G    
KIT + 
Sbjct  240  
ELLPSADGDSEGPVSGTVFKVERGPAGEKIAYARVFSGTVRVRDRLPLPGGRSGKITAVT  299

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +   G    T     G I  L     VR+ D LG P    R      P P L T + 
P  
Sbjct  300  VFDHGTDRLTPAVTAGHIARLWGLTDVRIGDTLGTPPPGHRPEHHFAP-
PSLETVVVPGP  358

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               R  L  ALTQLA+ DPL+    D I  E  +S  G VQ EVV A L+++Y L    
+
Sbjct  359  
GTDRGALHLALTQLAEQDPLIDLRHDEIRRETSVSLYGEVQKEVVQATLADEYGLGVTFR  418

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E   + +ERP+ + +     +   NPF A++GL V P  +GSGV++   V LG +  
+F 
Sbjct  419  
ETVPLCVERPVGSGTAAEFNKKGDNPFLATVGLRVDPAPVGSGVRFALEVELGAMPYAFF  478

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPI  522
             AV D +R  L QG  GW VTDC +   +            G   S  ST ADFR 
L P+
Sbjct  479  
KAVEDTVRETLAQGPHGWQVTDCTVTMTHCGYSPRQSHAHQGFDKSMSSTGADFRGLTPL  538



Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL  +GT++ EP   F L AP + L           A  ET + +    V  
G +P
Sbjct  539  
VLMAALSRAGTRVHEPVHHFRLVAPVDTLGAVLPALTAAGAVPETTEPRGTGCVLEGRVP  598

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            A  + A    L   T G     +    Y       V  P RP + L+
Sbjct  599  AVHVHALEQALPALTRGEGELESAFDHYAPHARAAV--PERPRTDLN  643

>WP_033278824.1 GTP-binding protein [Streptomyces sp. NRRL F-525]
Length=661

 Score = 363 bits (932),  Expect = 2e-113, Method: Compositional 
matrix adjust.
 Identities = 235/657 (36%), Positives = 340/657 (52%), Gaps = 
53/657 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGVIDEIGSVDDGNTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQ QTRIL   L
+++ 
Sbjct  61   
VSFPVDDVTVNLIDTPGHPDFVAEVERVLGVLDGAVLVISAVEGVQPQTRILMRTLQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV------------
SLSPEIVLEE  168
            IPT++F+NKID+ G     ++ ++ ++L A ++   +V             L P      
Sbjct  121  
IPTLLFVNKIDRRGARYDDLLPAISERLRAAVVPMGSVEGLGTRAAGFLPGLGP------  174

Query  169  
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                 A   + E++D+LL  Y+    +S + L      + +   + PVY+GSA  G 
G+ 
Sbjct  175  ----NAPAVLAEHDDELLTAYVE-
NTVSYDLLRAALATQTRQVLVHPVYFGSAITGAGVD  229

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----  284
             L+  +  L           L G+VFKVE    G++  Y R++SGTLR RD +       
Sbjct  230  
ALITGIKELLPAAEGDPQGPLSGTVFKVERGPAGEKIAYARMFSGTLRTRDRITFGDTRD  289



Query  285  ----GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWR  339
                G+E  K+T + +   G  +  D+   G I  L     +R+ D +G      R
++  
Sbjct  290  TSDIGQEG-KVTAITVFDHGTDIACDSLPAGRIGKLRGLGDIRIGDSIG-----
VRRKEV  343

Query  340  EDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
            E     P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  G 
VQ E
Sbjct  344  
EHFFAPPTLETAVVPGPDTDRRALHLALTQLAEQDPLIGLRHDEVRQETAVSLYGEVQKE  403

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            VV A L++++ +    +E + + +ERP    +     +   NPF A++GL V P  
+GSG
Sbjct  404  
VVQATLADEFGVHVTFRETTPLCIERPNGTGAAVEFNKKDANPFLATVGLRVEPGPVGSG  463

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------GL  505
            V++   V LG +  +F  AV D +R  L QGL GW VTDC +   +            
G 
Sbjct  464  
VRFGLEVELGAMPYAFFKAVEDTVRETLGQGLHGWRVTDCAVTMTHSGYSPRQSHAHQGF  523

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
              S  ST ADFR L P+VL +AL+ +G+Q+ EP   F + AP + L+          
A  
Sbjct  524  
DKSMSSTGADFRGLTPLVLVEALRRAGSQVYEPMHRFRVEAPADTLAALLPALAALRAVP  583

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
             T +      V  GE+PA  +      L   T G     +    Y AAV   ++  
R
Sbjct  584  RTTETHGSLCVLEGEVPAAQVHGLERQLPGLTRGEGEWESAFDHY-
AAVAHGIVPER  639

>WP_082935267.1 GTP-binding protein [Paenibacillus sp. AD87]
Length=652

 Score = 363 bits (931),  Expect = 3e-113, Method: Compositional 
matrix adjust.
 Identities = 222/632 (35%), Positives = 349/632 (55%), Gaps = 
30/632 (5%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            ILAHVDAGKT+LTE LL+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV SF  



+ 
Sbjct  3    
ILAHVDAGKTSLTERLLFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTVNN  62

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
             KVN++DTPGH +F++EV R+L VLDG ILVIS+ +G+Q QTR+L   L K+ IPT
+ FI
Sbjct  63   
VKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGIQTQTRVLMKTLAKLKIPTIFFI  122

Query  128  NKIDQAGVDLQSVVQSVRDKLSADIIIK------
QTVSLSPEIVLEENTDIEAWDA--VI  179
            NKID+ G   +S++  + DKL+   +         T +   E+  E N       A  
+ 
Sbjct  123  
NKIDRMGARYESLLTEIHDKLTPHALSMGFVNNIGTSAAHMELFTENNQKFMEGLANRLA  182

Query  180  ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +NN++ LE+Y+ + + ++ +    E   + + A L+PV +GSA  G GI  L+ A+    
Sbjct  183  
DNNERFLERYLYSAKDLAPDDFESEFLEQFKQAQLYPVLFGSAITGEGIPHLITAIQNCH  242

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--------K  290
              +  + +    G +FK+E     ++  Y+R++SG +++R++++     +         
K
Sbjct  243  
SSVHYENTPFTRGRIFKIERGKNDEKIAYVRVFSGEIKIRESLSYYRMNQTGEIIKFTNK  302

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRWREDPL--
PMLR  347
            +T ++    G+      A  G+IV +    + L D  +GD   +P     E     
P L 
Sbjct  303  VTGLKHFFSGKTTDGTIAASGDIVKI----
MGLTDCQVGDDIGVPSNETTETLFSPPSLV  358

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE--  405
            TTI      +   L  AL +LA+ DP +  + +S+  E+ +   G +Q EV+   L 
+  
Sbjct  359  
TTIKASDENETIHLFRALKKLAEQDPFIHIKQNSLQRELSIHLYGEIQKEVIRDQLKKDA  418

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +  +E +V +P  IY+E+P+        +    NPF+++IG  + P    +G++Y   
V 
Sbjct  419  QIDIEFLVTQP--
IYIEKPIFTGEAVERMGDKGNPFYSTIGFRIDPNPRSTGIEYHLEVE  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525



            LG L  SF  A+ + +   L+QGL+GW V D  +      Y S VST +DFR L P
+VL 
Sbjct  477  
LGSLPLSFHKAIEETVYETLKQGLYGWEVRDLIVTLTDTAYASAVSTASDFRKLTPLVLM  536

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPAR  584
            +AL E+ TQ+ EP   F L  P  YLSR      +  +T +   ++ D+V +  G 
IP +
Sbjct  537  RALAEATTQIYEPIHRFELEVPANYLSRILFKLTQASSTYQDP-
IQNDQVFMIYGMIPIK  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             IQ+++  L  +T G  V L+E  GY+   G+
Sbjct  596  NIQSFKNQLPGWTQGEGVLLSEFYGYEPFDGE  627

>WP_018348410.1 GTP-binding protein [Longispora albida]
Length=636

 Score = 362 bits (929),  Expect = 3e-113, Method: Compositional 
matrix adjust.
 Identities = 233/640 (36%), Positives = 349/640 (55%), Gaps = 
30/640 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT+ LER
+RGITIQAAV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFETGVIRRIGSVDSGSTQTDTLDLERRRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R+LAVLDG +LV+SA +GVQ QTR+L   L 
++ 
Sbjct  61   
VSFMVGDVRVNLIDTPGHPDFIAEVERALAVLDGVVLVVSAVEGVQPQTRVLMRTLARLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI-  179
            +P ++F NKID+ G   +S++  +R +L+  ++   TV+       E  T     
DA + 
Sbjct  121  LPVILFANKIDRMGARYESLLADIRHRLTPAVLPLSTVAAIG--
TREAVTAPCEPDAAML  178

Query  180  -
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E++D+LL  Y+  + +  + + RE  R+   A ++PV++GSA  G G+  L+  V  
L 
Sbjct  179  AEHSDELLAAYV-
DDAVPADLVRRELARQTASAIVYPVFFGSAITGEGVPELLAGVRELL  237

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-----



ALAGREKLKITE  293
               G      L  +VFK+E    G++  Y+R++SG L  R  +       A R ++
+ T 
Sbjct  238  
PSAGPGPDGELRATVFKIERGRAGEKIAYVRVFSGELSARRGLPWRRPGTAIRGEVRPTA  297

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +RI   G       A  G I  +     +R+ D LG P+         D    L    
+ 
Sbjct  298  VRIFDGGSSTVDGVAGAGSIARVHGLRELRIGDQLGVPS---------
DTRTGLFAPPSL  348

Query  353  KTAAQRER---
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +TA + +R   L  AL +LA++DPL+    +    E+ +   G VQ EV+++ L+E
++ L
Sbjct  349  ETAVRSDRPVELYAALRRLAESDPLISIRAED-
GAELTIRLYGEVQKEVIASRLAEEHGL  407

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 E   I +ERP+   S T  I   P+ F A++GL V P   G G +Y   V  
G L
Sbjct  408  AVEFAETRPICVERPVGTGSFTEMISGRPDGFLATVGLRVEP---
GPGYRYGLAVEAGSL  464

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               F +A+ + I   L QGL GW V  C +   +  Y++PVS+ ADFR  AP+V+  
AL+
Sbjct  465  
LPPFHHALEEAIPAALRQGLHGWQVIGCHVTLTHSGYWAPVSSAADFRRCAPLVVLHALR  524

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+GT++LEP   F L  P + +S A        A + ++ V+ +  V  G I A  
+  +
Sbjct  525  
EAGTEVLEPVHRFELEVPADRISVALSRLADAHAELSSSVVRGETAVLGGTIAAGRVHGF  584

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
               L   T G     TE  GY+   G+P   PRR  + L+
Sbjct  585  EQQLPGLTQGDYAFWTEFGGYRPVHGEP---PRRARTDLN  621

>WP_093716798.1 GTP-binding protein [Streptomyces alni]
Length=702

 Score = 364 bits (934),  Expect = 3e-113, Method: Compositional 
matrix adjust.
 Identities = 234/680 (34%), Positives = 347/680 (51%), Gaps = 
45/680 (7%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ +N+GILAH+DAGKT+LTE LLYA+G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  2    
VRTLNLGILAHIDAGKTSLTERLLYAAGVIDEVGSVDDGSTRTDTLALERRRGITIKSAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  62   
VSFAVGDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  121

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDI  172
            IP +IF+NKID+ G D  +V+ +VR +L        + D I  +     P    +     
Sbjct  122  
IPVLIFVNKIDRRGADADAVLAAVRARLAPAAVAMGAVDGIGTRDARPVPYTAADPEFVA  181

Query  173  EAWDAVIENNDKLL----
EKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
               D + E++D  L    ++      +  E++  E   +       PV++GSA  G 
G++
Sbjct  182  
GLADLLAEHDDAFLADRVDRLDHASDVPYERVRAELAAQTARGRAHPVFFGSAITGAGVE  241

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD-----
TVAL  283
             L   +T L           + G+VFK+E    G+R  Y+R++SGT+R+RD      
V  
Sbjct  242  
ALTAGLTELLPATAGDDRGPVSGTVFKIERGQAGERTAYVRMFSGTVRVRDRLRFGRVTG  301

Query  284  AGREKL--------------KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLG  328
             GR  +              K+T + +   G          G I +L     +R+ 
D +G
Sbjct  302  
GGRSGIPGDGPGDAAAVREGKVTGISVFEDGAAAPAPAVPAGRIGLLRGLADIRVGDRVG  361

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            DP  L     R    P L T + P+    +  L  AL QLA+ DPL+   +D +  
EI +
Sbjct  362  DPD-
LWAADGRHFAPPSLETVVVPRRPGDKGSLHVALGQLAEQDPLIHLRLDELRQEISV  420

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            S  G VQ EVV A L++++ ++   +E + I++ER          I+   NPF A+
+GL 
Sbjct  421  
SLYGEVQKEVVQATLADEFGIDVTFRETTTIHIERVTGRGEAVEVIKKDANPFLATVGLR  480



Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-  507
            + P   G+GV +   V LG +  +F  AV D +R  L QGL GW V DC +   +  
Y+ 
Sbjct  481  
IEPAPPGAGVDFRLGVELGSMPYAFIKAVEDTVRATLRQGLRGWAVIDCVVTMTHSGYWA  540

Query  508  -----------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
                       S  ST  DFR+L P+VL  AL+ +GTQ+ EP   F L  P +       
Sbjct  541  
RQSHAHAVFDKSMSSTSGDFRNLTPLVLMDALRRAGTQVHEPMHLFRLDVPADTFGALLP  600

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
                  A     + + D  V  G +PA  +      L   T+G  V  +    Y+  
VG 
Sbjct  601  
VLTGLRAVPRAPRPQGDSYVLEGTVPAARVHELEQALPTLTHGEGVLESAFDHYEPVVGP  660

Query  617  PVIQPRRPNSRLDKVRHMFQ  636
               +PR  ++ L +  ++ Q
Sbjct  661  APERPRTDHNPLSRKDYLLQ  680

>WP_071095573.1 GTP-binding protein [Micromonospora sp. WMMB235]
 OHX02841.1 GTP-binding protein [Micromonospora sp. WMMB235]
Length=651

 Score = 362 bits (930),  Expect = 3e-113, Method: Compositional 
matrix adjust.
 Identities = 230/647 (36%), Positives = 343/647 (53%), Gaps = 
25/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA++EPGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVAEPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       +N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLSINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PTV F NK+D+ G D+  V   VR +L A  ++  TV+       +V   + D E   
A
Sbjct  121  



VPTVFFFNKVDRGGADVDRVTAQVRQRLGARPVLLTTVTGQGRREALVHAVDLDAEPVVA  180

Query  178  -
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E +D +  +++   P+    + R  +R V+ A L P   GSA  G G++ L D 
+  
Sbjct  181  
EVAEVDDAVAARWLTDRPVRVRDVRRALRRAVRGAELVPAVCGSAITGAGVRRLCDVLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P GE       G+VF V+    G RRV+LRL+SG LR+RD V LAG     
+TE+ +
Sbjct  241  LL-PYGEARDGPPAGTVFAVDRDGHG-
RRVWLRLWSGRLRVRDRVQLAGGRPEPVTEIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +   G+I  +   S R+   +GDP   PR+     P P  +  + P   
A
Sbjct  299  IEPAGVLVRRSVSAGQIAAVRGVSARIGQHIGDP---
PRRHGYRFPPPTRQAVVEPVDPA  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL+ ++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMEDRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER     +    +    NP+ A +GL +     G G+++   +  G L  
+F  A
Sbjct  416  
LTACIERVAGTGAAEERLRERGNPYLAGLGLRIDAAPAGHGIEFRPGIEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R  L QG  GW VTDC +      Y+   S P            ADFR
+LAP+V+
Sbjct  476  
TEEGVRAALRQGRHGWPVTDCTVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+++GT++ +P   F +  P+  +        +  A +    V    +  +G 
+P+ 
Sbjct  536  
VAALRQAGTRVCQPIEGFDVNLPRHAVETVLALLGRLGAVVHDTAVAGGYLEVSGTLPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR---PNSR  627
             +      L   T G +V  T    Y    G +P   PRR   P+ R
Sbjct  596  RVPRVVAALPDLTGGEAVLTTTFDHYAPVTGEEPPTLPRRGPDPDDR  642



>CKH18343.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=272

 Score = 349 bits (896),  Expect = 3e-113, Method: Compositional 
matrix adjust.
 Identities = 170/255 (67%), Positives = 202/255 (79%), Gaps = 0/255 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSVFK  255
               +G + LCG VFK
Sbjct  241  STHRGQSELCGKVFK  255

>WP_078174720.1 GTP-binding protein [Bacillus cereus]
 OOQ92792.1 tetracycline resistance protein [Bacillus cereus]
Length=620

 Score = 362 bits (928),  Expect = 3e-113, Method: Compositional 
matrix adjust.
 Identities = 229/649 (35%), Positives = 338/649 (52%), Gaps = 
44/649 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDLKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + VV+ ++  LS D       S+  E   E    + ++
+D  I
Sbjct  121  IPTVLFVNKIDRSGANTEKVVKQIKAILSKDAF--
PFYSVENEGTKEARIIEYKSYDDCI  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E      + LL  Y+  E I  + L+R+E                          +
+ ++
Sbjct  179  ERLAPYKESLLASYVNNE-IVPDALLRKE--------------------------
LENIS  211

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
             L           L   VFK+E    G++  Y+R++SG L +R  V +   E L    
KI
Sbjct  212  
ALIPATKSAQDETLSSVVFKIERESSGEKIAYVRVFSGFLHVRKYVDIQRSESLSHKEKI  271

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +M I   G  V+  T   GE   +    +V++ D++G+ T   +  +  +P        
Sbjct  272  
KKMCIFHNGNAVQASTVQSGEFCKVWGLTNVKIGDIIGERTDYIKDIYFAEPQMEAAIEA  331

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   Q   L  AL +L + DPL++   D + +E+ +   G VQ EV+   L 
EKY L+
Sbjct  332  VPK--
EQIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQ  389

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V+ +E+P+   +    +    NPF+A+IG  V    L SG+ Y   V 
LG L 
Sbjct  390  
VTFSNTRVVCIEKPIGIGNSVEVMSEKENPFYATIGFKVERGVLNSGITYNLGVELGSLP  449

Query  471  



QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L+QGLFGW VTD  +   +  Y SPV+T +DFR+L P+VL  
ALK+
Sbjct  450  
LAFHKAIEDTVFQTLKQGLFGWEVTDIIVTLTHTGYASPVTTASDFRNLTPLVLMAALKQ  509

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P+  +S A +      AT        D    TG +P    
+ ++
Sbjct  510  
AETCVYEPLNEFELTVPEHAISTAMYKLAAIPATFAEPIFYNDSYHLTGSLPVAKTENFK  569

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
              L  +T G  + +T+  G+   +     + R    P +R D + H+ +
Sbjct  570  RMLHSFTEGEGIFITKPTGFTKLMAPFPTRKRVDFNPLNRKDYLLHVLK  618

>WP_091530565.1 GTP-binding protein [Microlunatus soli]
 SDT43221.1 ribosomal protection tetracycline resistance protein 
[Microlunatus 
soli]
Length=689

 Score = 363 bits (933),  Expect = 3e-113, Method: Compositional 
matrix adjust.
 Identities = 240/680 (35%), Positives = 352/680 (52%), Gaps = 
45/680 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   G V+ G T+TD++ LERQRGITI
++AV
Sbjct  1    
MSTLNLGILAHVDAGKTSLTERLLHTAGVIDHIGRVDHGDTQTDSLALERQRGITIKSAV  60

Query  61   TSFQWHR--------------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQ  106
            TSF  HR                VN++DTPGH DF+AEV R L VLDG +LV+SA 
+GVQ
Sbjct  61   
TSFVIHRPAAGSPGPLRTEDPITVNLIDTPGHPDFIAEVERVLNVLDGVVLVVSAVEGVQ  120

Query  107  AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSP  162
            AQTRIL  ALR++ IP +IF+NKID++G     ++  +  +L   ++   TV    
S + 
Sbjct  121  
AQTRILTRALRRLRIPMLIFVNKIDRSGARADELLDEIARRLDIAVVGMGTVADAGSRTA  180

Query  163  EIVLEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYY  218
              +     D    D + +     +D+LL +Y+  + +  E L      +   A L 
PV++



Sbjct  181  
RSISNSYDDPTFADRLADRLTVADDRLLTRYLEADGLPVEALRSALIEQTARADLHPVFF  240

Query  219  
GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
            GSA  G G+  LM  +  L   +  + SA   G+VFKV+    G++  YL+L SG
+L +R
Sbjct  241  
GSAITGAGVGELMAGIGSLLPSVDGRASAEPSGTVFKVDRGPAGEKIAYLQLASGSLAVR  300

Query  279  DTVALAGREK-----LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTR  332
            D   ++ R+       KIT + +  +G   R++    G I  L     VR+ D +G 
P  
Sbjct  301  
DAPDVSHRDGSSADPAKITAISVFDRGGEQRSERIEAGRIGKLWGLPQVRIGDRIGRPQD  360

Query  333  LPRKRWREDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
                R R+     P L T + P   A R RL  AL +LA+ DPL+    D +  E+ 
+S 
Sbjct  361  
RSHGRHRDHYFTPPSLETVVDPVDPADRGRLRTALDRLAEQDPLINVRQDDLRSELSVSL  420

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
             G VQ EV+ A L   + +     E S I +ERPL   +    I  P NPF A+
+GL V 
Sbjct  421  
YGEVQKEVIGATLDTDFGVPVTFSETSTICVERPLGIGTAVERIRDPGNPFLATVGLRVE  480

Query  451  PLSLGSGVQYESRVSL-
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
            P  +G+G+++E+  S+ G +  +F +A+ D +R    Q L+GW + D  I   +   
Y+P
Sbjct  481  PGPIGTGIRWETATSVHGTMPIAFFSAIEDTVRLTAGQSLYGWRLIDAVITLTH-
TGYAP  539

Query  510  -------------
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
                          ST +DFR L P+VL  AL+++GT +LEP   F L  P + L+  
Y 
Sbjct  540  
RQSHMHQSFNKAMSSTGSDFRELTPLVLMAALRDAGTDVLEPIHRFELEFPTDLLAALYP  599

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
               +  A   +  V     V  G+IPA  I A    L   T G  V       YQ   
G+
Sbjct  600  
VLAERRAVPGSPAVGAATTVIEGDIPAAEIHALEQQLPGLTRGEGVLEAAFDRYQPVTGR  659

Query  617  PVIQPRRPNSRLDKVRHMFQ  636
               + R   + LD+  ++ +



Sbjct  660  RPQRRRTDRNPLDRKEYLLR  679

>WP_073960390.1 GTP-binding protein [Streptomyces sp. TSRI0395]
 OKI75340.1 GTP-binding protein [Streptomyces sp. TSRI0395]
Length=655

 Score = 362 bits (930),  Expect = 4e-113, Method: Compositional 
matrix adjust.
 Identities = 229/655 (35%), Positives = 351/655 (54%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D++          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDVVAMGSARDLGTRSATSTPFTGSDPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVEDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403



            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L
Sbjct  356  
PTLETVVVPRRPEDRGALYAALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G++   G+   +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGSTRGEGVLESAFAGHRPVTGEVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_094013456.1 GTP-binding protein [Paenibacillus rigui]
 OXM88209.1 GTP-binding protein [Paenibacillus rigui]
Length=678

 Score = 363 bits (931),  Expect = 4e-113, Method: Compositional 
matrix adjust.
 Identities = 231/661 (35%), Positives = 344/661 (52%), Gaps = 
31/661 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AHVDAGKTT TE +L+ SG I   G V+ GT +TD M +E++RGI++
+AA T
Sbjct  11   
QIRNIGIVAHVDAGKTTTTEHMLFESGRIRSLGRVDAGTAQTDWMDIEKERGISVRAATT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             FQW  C +N++DTPGH+DF +EV RSL VLDGAILVISA +GVQA T  L++AL  
+ I
Sbjct  71   



VFQWKGCTINLIDTPGHVDFSSEVERSLRVLDGAILVISAVEGVQAHTETLWNALHTLGI  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIE-  173
            PT++ INK+D+ G D + V+Q +R  L+   I  Q      E             
TD   
Sbjct  131  
PTLMLINKMDRVGADAERVLQEIRSVLTPSAIPVQWYDGQGEAFAGVEPFWRPVPTDCSN  190

Query  174  -----------AWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYY  218
                        +D +I    E  + LLE YI G  +   + + + ++    A + 
PV Y
Sbjct  191  
GKSSQFAPGHPGYDGLIGCLAEQEESLLEDYINGIAVPESRWLAQLRQLTGQALVTPVLY  250

Query  219  
GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
             +A +G+G+  LMDA+T L  P       AL G VF++E      R   +RLY G 
++ R
Sbjct  251  
AAANRGIGVTELMDAMTELLPPPSGSVGDALSGVVFRLERDKVMGRLALVRLYGGRIQNR  310

Query  279  DTV--ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPR  335
            D +  A  G ++ K+T++R    G          G+I  +   S VR+ DVLG+P  
+P 
Sbjct  311  DVIHNATLGLDE-
KVTQIRKVHAGHHEDVGMLEAGDIAAVCGLSRVRIGDVLGNPGLIPP  369

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
            +      +P+L   + P   A   +L+ AL +LAD DPLL  +      E+ +  
+G +Q
Sbjct  370  EH--
RLTVPLLTVQVKPLQDADYPQLVAALQELADEDPLLDLQWHQTERELHVKIMGPIQ  427

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            LEV++ +L  ++ L  V  +PSVIY E P +     +   +P  P WA +   + P   
G
Sbjct  428  LEVLTHVLYSRFGLHAVFGQPSVIYKETPSRQGIGFVAYTMP-
KPCWAILKFRIEPGVRG  486

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+ Y S V    L  S+QN V   +   L+QGL GW VTD K+    G ++   + 
P D
Sbjct  487  
SGLSYSSIVKPENLLPSYQNEVARRVPESLQQGLLGWEVTDLKVTLIEGEHHVWHTHPLD  546

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            F    P+ +   L ++GT LLEPY+ F + AP+E   +  H+     A  +   +  



D +
Sbjct  547  
FVLATPMGIMNGLAQTGTTLLEPYVHFRISAPEESSGKILHELTLMRAIFDYPVMTGDRL  606

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY-
QAAVGQPVIQPRRPNSRLDKVRHM  634
            +  G +P      +   L+  T GR    T   GY +   G   ++ RR    LD  
+++
Sbjct  607  
MVEGTVPVASSLDFAVKLSTLTGGRGTFTTRFDGYRECPEGMEAVRTRRGVHPLDTSKYI  666

Query  635  F  635
             
Sbjct  667  L  667

>WP_046724499.1 GTP-binding protein [Streptomyces xiamenensis]
Length=644

 Score = 362 bits (929),  Expect = 5e-113, Method: Compositional 
matrix adjust.
 Identities = 234/654 (36%), Positives = 338/654 (52%), Gaps = 
31/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LLYA+G I   GSV+ G T+TD+M LERQRGITI
++AV
Sbjct  1    
MRMVNLGILAHVDAGKTSLTERLLYAAGVIDAIGSVDDGNTQTDSMSLERQRGITIRSAV  60

Query  61   TSFQWHR-
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             +F       VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++
Sbjct  61   
VAFALDEDTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRL  120

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             IPT++FINK D++G   Q+V+  +R +            L+P +V     D E  
+ + 
Sbjct  121  RIPTLVFINKTDRSGARPQAVLDELRTR------------
LTPAVVAPTAPDDELAEILA  168

Query  180  ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            E +D LL  Y+ A  P+ R +L      +   A + PVY GSA  G G   L+  +    
Sbjct  169  
ERDDDLLAAYLDADGPLPRARLRAALAAQTGRARVHPVYQGSAITGEGTDALLSGIREFL  228

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                    A + G VFKVE    G+R  Y RL++GTL +RD +     EK+    +    



Sbjct  229  
PASAGDPGAPVSGRVFKVERGPAGERIAYARLFAGTLAVRDRLPGGPEEKVTAIGVFDRE  288

Query  299  KGEIVRTDTAYPGEIVILPSDS-VRLNDVLGD-
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +G  +R  +   G+I  L   S VR+ D +G  P       +   P P L T + P    
Sbjct  289  RGTDIRRASVTAGQIAKLWGLSGVRVGDPIGTVPAGAAGGHF---
PAPTLETVVEPCRPG  345

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            ++  L  AL QLA+ DPL+    D +  EI +S  G VQ EV+ A L+ +Y +    
+E 
Sbjct  346  
EKGTLHAALAQLAEQDPLINLRQDDLRREIAVSLYGEVQKEVIQATLAHEYGVAATFRET  405

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + I++ER           +   NPF A++GL V P  +GSGV Y   V LG +  
+F  A
Sbjct  406  
TTIHVERLTGTGEAVEFNKKNGNPFLATVGLRVEPAPVGSGVTYRLGVELGSMPYAFMAA  465

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            V D +R  L +GL+GW + D  +   +  Y             S  ST ADFR L 
P+VL
Sbjct  466  
VEDTVRSTLREGLYGWEIPDVVVTMTHSGYSPRQSHAHAIFDKSMSSTGADFRHLTPLVL  525

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT+  EP   F L  P + L        +  A  +  + +    V  G 
IPA 
Sbjct  526  
MAALRRAGTRAHEPMHRFRLDLPADTLGPVMSVLARLRAVPDNPRTQHTGCVLEGAIPAA  585

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
             +      L   T G +    +   ++   G P  + R  ++ L++  ++   V
Sbjct  586  AVHRLEQQLPGLTRGEASLEADFDHHRPVQGPPPHRERTDHNPLNRKDYLLAVV  
639

>WP_033172074.1 GTP-binding protein [Streptomyces sp. URHA0041]
Length=679

 Score = 363 bits (931),  Expect = 5e-113, Method: Compositional 
matrix adjust.
 Identities = 232/676 (34%), Positives = 341/676 (50%), Gaps = 
53/676 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  +N+GILAHVDAGKT+LTE LLY++G I   GSV++G+T TDT+ LE+QRGITI
++AV
Sbjct  1    
MPSLNLGILAHVDAGKTSLTERLLYSAGVIDTVGSVDRGSTTTDTLALEKQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QT +L   
LR++ 
Sbjct  61   
VSFVARGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTVVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK+D+ G DL   + +V  +L+ D +          +  ++ P    +     
Sbjct  121  
IPTLVFVNKLDRRGADLDRTLAAVAARLTPDAVPLVLATAQGTKDAAVPPWAADDPGFAA  180

Query  173  EAWDAVIENNDKLLEKYIAGE------
PISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
               +A+  ++D LL  ++  +      P  R+ L  +  +    A + PVY GSA  
G G
Sbjct  181  RLTEALAGHDDDLLAAWVRADADALPYPQLRQALAAQTGK----
ALVHPVYAGSAVTGAG  236

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---  283
            +  L+D +  L           L GSVF +E    G+R  Y+RL SGTL +RD   
L   
Sbjct  237  
VDGLIDGIAELLPASAGDAGGPLSGSVFTIERGPAGERIAYVRLRSGTLHVRDRPPLRRG  296

Query  284  -AGREKLKITEMRIPSKG-
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             A   + ++T + +  +G ++     A      +     VR+ D +G P   P       
Sbjct  297  
GAAVGEGRVTALSVFGRGRDLPAASAAAGSIARVWGLGEVRIGDTVGVPAEEPGAAHHFA  356

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T +  +  A R  L  AL +LA+ DPL+    D    EI +S  G VQ 
EV+ A
Sbjct  357  P-
PSLETVVTARRPADRAALHSALGELAEQDPLINLRRDEDRGEIAVSLYGEVQKEVIQA  415

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L++ Y +E   +E + I++ER   + +    I+   NPF A++GL + P   GSG  
+ 
Sbjct  416  
TLADDYGVEADFRETTTIHIERVTGSGAAVEFIKKDGNPFLATVGLRIDPAPPGSGTAFR  475

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SP  509



              V LG L  +F  AV + +R  L QGL+GW V DC +   +  Y+            
S 
Sbjct  476  
REVELGSLPYAFFVAVEETVRSTLAQGLYGWQVADCTVTMTHAGYWARQSHAHAVFDKSM  535

Query  510  VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPK  560
             ST  DFR++ P+VL  AL+ +GT++ EP   F +  P + L          RA   
AP 
Sbjct  536  
SSTSGDFRNVTPLVLMAALRRAGTRVHEPMHRFRIELPADALGAVLPVLSRLRAVPRAPV  595

Query  561  
YCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
                  +        V  G+IPA  +      L   T G     T    Y    G 
P ++
Sbjct  596  SAGPAGS--------
VIEGDIPAARVHDLEQQLPTLTRGEGALETVFDHYAPVAGAPAVR  647

Query  621  PRRPNSRLDKVRHMFQ  636
            PR     LD+  ++ Q
Sbjct  648  PRSGPDPLDRKEYLLQ  663

>WP_021653378.1 GTP-binding protein [Clostridiales bacterium oral 
taxon 876]
 ERI89487.1 putative translation elongation factor G [Clostridiales 
bacterium 
oral taxon 876 str. F0540]
Length=648

 Score = 362 bits (929),  Expect = 5e-113, Method: Compositional 
matrix adjust.
 Identities = 218/593 (37%), Positives = 330/593 (56%), Gaps = 
19/593 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            + + NIGILAHVDAGKTT+TE +LY SG I   GSV+KGT  TD+M +ERQRGI++
++A 
Sbjct  5    
LNVKNIGILAHVDAGKTTVTEQMLYKSGTIRSLGSVDKGTAHTDSMEIERQRGISVKSAY  64

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    +NI+DTPGH+DF AEV RSL+VLDGA+LVISA +GVQ QT + F AL
+ M 
Sbjct  65   
ANLLWKNININIIDTPGHIDFSAEVERSLSVLDGAVLVISAVEGVQPQTEVYFKALQAMR  124

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            +PTVIFINKID+ G D   V++ +   L+ D ++ + +    S SPE+  E   D    
+



Sbjct  125  VPTVIFINKIDRTGADTNRVIKDINKSLTKDTVVLENIIGEKSSSPEV--
EYIIDRSVLE  182

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + + ++ LL+KYI  E ++   L  +    ++   ++PV YGSA K +GI+ L++ 
+T 
Sbjct  183  
QIADKDEDLLDKYINEEEVTESCLRGKLIEFIKKCRIYPVLYGSAIKAVGIEELLNTLTD  242

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMR  295
            L           L   VFK+E+     +  Y+RLYSG ++ RD+V  + +  + 
KIT+++
Sbjct  243  
LLPVPSSNEIEDLSALVFKIEHIKNLGKAAYIRLYSGEIKSRDSVYNSAKNVEEKITQIK  302

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
                 + +       GEI ++    S  + D+LG    +P  +      P+L   + 
PK 
Sbjct  303  KLKGLKEIEAGEVKAGEIALVSGLSSCSIGDILGRSDNVP--
KVPSIATPLLTIQVLPKI  360

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +  +LL+AL +L + DPLL  +      E+ +  +G VQLE++ ++L  ++ LE    
Sbjct  361  
KNEYTKLLEALEELQEEDPLLYVQRIREKEELHIQIMGMVQLEILQSILKSRFNLEVSFG  420

Query  415  EPSVIYMERPLKA----
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            +PSVIY E P KA    A++T+     P P WA +   + PL  GSG+ YES+V    
+ 
Sbjct  421  KPSVIYKETPSKAGYGFAAYTM-----
PKPCWAIVRFYIEPLKPGSGIVYESQVRAEDIK  475

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
              +QN V   +   L+QGL+GWNV D KI    G  +   S P DF     + +   
L+ 
Sbjct  476  
LRYQNEVERQLPITLQQGLYGWNVVDLKITLIEGEDHVMHSNPGDFLIATAMGIMDGLQS  535

Query  531  SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  
583
             GT LLEP L F +  P+E   +   D      + ++  +        GE+PA
Sbjct  536  IGTTLLEPILKFRITVPEEAGGKVLGDIINMRGSFDSPVITNGNFTVEGEMPA  
588

>AKN68844.1 GTP-binding protein [Streptomyces sp. PBH53]
Length=672



 Score = 363 bits (931),  Expect = 5e-113, Method: Compositional 
matrix adjust.
 Identities = 240/655 (37%), Positives = 341/655 (52%), Gaps = 
32/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LERQRGITI
++AV
Sbjct  1    
MPLLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+ G    +V++ +  +L+  ++   T +   +            A 
+A+
Sbjct  121  
LPTLVFVNKIDRRGARDAAVLRQMAQRLAVPLVPMGTAAGLGTRAARFRPGLGPAALEAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +D LL  Y+ G  +   +L R    + + AS+ PVY+GSA  G G+  L+  +  
L 
Sbjct  181  ADRDDGLLAAYLDGT-
VPEGRLCRALAAQTRSASVHPVYFGSAITGAGVPELIGGIERLL  239

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREKLKITE  293
             P        L G+VFKVE    G++  Y RL+SGTLR+RD +           + 
++T 
Sbjct  240  
PPAAGDPDGPLSGTVFKVERGPAGEKVAYARLFSGTLRVRDRIPFGDGRRGTGGEGRVTA  299

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP---------L  343
            + +   G   RTD+A  G IV +     +R+ D L  P+          P          
Sbjct  300  
LSVFDHGTDTRTDSAGAGRIVKVWGLGGIRIGDALCGPSGASAAECAGAPGRASSHHFAP  359

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P     R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV 
A L
Sbjct  360  
PTLETVVVPGPGTVRRSLHLALTQLAEQDPLIGVRHDELRGETSVSLYGEVQKEVVQATL  419

Query  404  



SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +++Y L+   +E + + +ERP+         +  PNPF A++GL V P   G+GV 
+   
Sbjct  420  
ADEYGLDVTFRETTTLCIERPVGTGHAVEFNKKDPNPFLATVGLRVDPAPPGAGVAFRLA  479

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVS  511
            V LG +  +F  AV D +R  L QGL GW VTDC +   +            G   
S  S
Sbjct  480  
VELGSMPYAFFKAVEDTVRETLGQGLHGWQVTDCTVTMTHSGYSPRQSHAHQGFDKSMSS  539

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR L P+VL +AL+ +GT + EP   F L AP + L        +  A  E+   
+
Sbjct  540  
TGQDFRGLTPLVLMEALRRAGTLVHEPVHRFRLEAPADTLGALLPVLARLGAVPESTGTR  599

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  
626
                V  G +PA  + A    L   T G     T    Y       V  P RP +
Sbjct  600  DVVCVLEGMVPAARVHALERRLPGLTRGEGELETAFDHYARVTRGTV--PHRPRT  
652

>WP_028608445.1 GTP-binding protein [Paenibacillus harenae]
Length=662

 Score = 362 bits (930),  Expect = 5e-113, Method: Compositional 
matrix adjust.
 Identities = 219/623 (35%), Positives = 337/623 (54%), Gaps = 
17/623 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AHVDAGKTT TE +L+ SG I   GSV+ GT +TD + +ER RGI++
+AA T 
Sbjct  9    
IRNIGIFAHVDAGKTTTTEQILFRSGRIRSLGSVDAGTAQTDFLEVERSRGISVRAAATR  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    VN+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQAQT +++HALR+  
IP
Sbjct  69   
FAWKGITVNLVDTPGHVDFLSEVERSLRVMDGAVLIISAAEGVQAQTEVIWHALRERQIP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSAD-------
IIIKQTVSLSPEIVLEENTDIEAW  175
            T++++NK+D+ G D    ++ ++  LSAD       + ++   S S  ++  E      
+
Sbjct  129  



TLLYVNKMDRIGADPMGTLRQIKRLLSADAAPVQMPLGVEDGFSGSVNLLDAEGGSKGPY  188

Query  176  -----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                 + + E ++ LL +Y+    + +E+L R      Q A +FPV +G++ KG
+GI+PL
Sbjct  189  
LQLLEETIAERDESLLIRYLESGSLPKEELGRLLPALTQSAEMFPVLFGASNKGIGIEPL  248

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            M A+  L  P        + G VF++E      R  Y+RLYSG +R RD+V    R
+ + 
Sbjct  249  
MQAMVSLVPPPAAAVEGPVSGVVFRIERDAAMGRIAYVRLYSGAIRNRDSVRNETRQIEE  308

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R     +         G+I  +   +  R+ D++G    +P +      +P
+L  
Sbjct  309  KVTQIRKIDGQKAEDVGLLAAGDIAAVCGWNQARIGDIIGCADDVPGE--
TRLAVPLLTV  366

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  ++ A+   ++ AL +LAD DPLL  +      E+ L  +G +Q+EV++ +L 
++Y 
Sbjct  367  
QVRWRSEAEYPAVVAALHELADEDPLLDLQWLQEQRELHLKVMGPIQIEVLTHVLRDRYG  426

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L     +PSVIY E P +     I   + P P WA +   + P   GSG+ Y S V    
Sbjct  427  LAADFGQPSVIYKETPAQMGEGFIAYTM-
PKPCWAILRFKIEPGERGSGLVYSSVVRPER  485

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  S+QN V   +   L+QGLFGW VTD K+    G ++   + P DF    P+ +   
L
Sbjct  486  
LLGSYQNEVARRVPEALQQGLFGWEVTDLKVTLIEGEHHVWHTHPLDFAVATPMGIMDGL  545

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               G +LLEP LSF L AP+E   +  ++  +     +T  V+ D +   G +P      
Sbjct  546  
SNIGVKLLEPMLSFRLSAPEETGGKLMNELVQMRGEFDTPVVRGDRMELEGTLPVATSLD  605

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            +       T GR    T   GY+
Sbjct  606  FPARFGSLTKGRGALATFFAGYR  628



>WP_090929080.1 GTP-binding protein [Nonomuraea jiangxiensis]
Length=664

 Score = 362 bits (930),  Expect = 5e-113, Method: Compositional 
matrix adjust.
 Identities = 236/666 (35%), Positives = 346/666 (52%), Gaps = 
33/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TDT+ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDDGNTQTDTLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVVGGTTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------
VSLSPEIVLEENTDI  172
            IPT+IF+NKID+ G    +V++ +  +L   ++   T         S +P    +     
Sbjct  121  
IPTLIFVNKIDRRGARYDAVLREISGRLCPAVVAMGTTSGLGTEAASFTPYDGGDPAFAT  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +    D LLE ++A E  +   +L  E   +   A   PV++GSA  G G+  
L+
Sbjct  181  
HLVDVLAGQRDALLEAFVADEGSVPYGRLRAELVAQTGQALAHPVFFGSAITGAGVDALV  240

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKL  289
              +  L           + G+VFKVE  + G++  Y+R+++GT+R RD +     
GR   
Sbjct  241  
AGIEELLPAAQGDPEGPVSGTVFKVERGEAGEKVAYVRMFAGTVRTRDRLCFGRDGRAG-  299

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDP----
TRLPRKRWREDPLP  344
            K+T + +  +G   R  +   G I  L     VR+ D +  P    TR P +  R    
P
Sbjct  300  
KVTAISVFDRGAATRRPSVEAGRIARLWGLADVRIGDPITTPSSPETRAPGEARRHFAPP  359

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P  ++ +  L  AL QLA+ DPL+    D +  E+ +S  G VQ EV+ 
A L 
Sbjct  360  



TLETVVVPGRSSDKGALHLALAQLAEQDPLIALRQDDLRQEVSVSLYGEVQKEVIQATLL  419

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
              + L+   +E + I +ERP+        I   PNPF A++GL   P   GSGV++   
V
Sbjct  420  
NDFGLDVTFRETTTICVERPVGRGEAFELIGKEPNPFLATVGLRAEPGPAGSGVEFRLEV  479

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
             LG L  SF   + + +   L +GL GW V DC +   +  Y+            S  
ST
Sbjct  480  
ELGSLPYSFMRTIEETVGDTLREGLHGWQVVDCVVTLTHSGYWARQSHSGGVFDKSMSST  539

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR+L P+VL  AL+++GT++ EP   F L  P + L        +  A   T    
+
Sbjct  540  
AGDFRNLTPLVLMSALRQAGTRVYEPMHRFRLELPADTLGPVLPVLARLGAVPRT----R  595

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
               +  GEIPA  +      L   T G  V   +  GYQ   G    +PR  ++ L
++  
Sbjct  596  
TPGLVEGEIPAASVHRLERRLPELTRGEGVLECDFDGYQPIRGPIPERPRTDHNPLNRKE  655

Query  633  HMFQKV  638
            ++   V
Sbjct  656  YLLHVV  661

>WP_057661166.1 GTP-binding protein [Streptomyces anulatus]
 KPL35811.1 GTP-binding protein [Streptomyces anulatus]
Length=655

 Score = 362 bits (929),  Expect = 5e-113, Method: Compositional 
matrix adjust.
 Identities = 230/655 (35%), Positives = 350/655 (53%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   



LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D++          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDVVAMGSARDLGTRSATSTPFTGSDPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L
Sbjct  356  
PTLETVVVPRRPEDRGALYAALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ SGT++ EP   F L  P +          +  A     +         



GEIPA
Sbjct  536  
LMDALRRSGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G++   G    +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGSTRGEGVLESAFAGHRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_106681444.1 GTP-binding protein [Streptosporangium 
nondiastaticum]
 PSJ24987.1 GTP-binding protein [Streptosporangium nondiastaticum]
Length=659

 Score = 362 bits (929),  Expect = 6e-113, Method: Compositional 
matrix adjust.
 Identities = 242/670 (36%), Positives = 347/670 (52%), Gaps = 
57/670 (9%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD+  +ER+RGITI+ 
AV  
Sbjct  4    
VLNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGSTRTDSGDIERRRGITIRTAVAP  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F+    +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR+
+ +P
Sbjct  64   
FRVGGLRVNLVDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLGLP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIEAW  175
            T++F+NK D+AG      +++VR +L+  ++   TV       + +     E+    
EA 
Sbjct  124  
TLLFVNKTDRAGAAEAGTLEAVRRRLTPHVVPMGTVHGIGAPGARTVPGSYEDPGFREAM  183

Query  176  DAVI-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
              ++ E++D LL K +   P++  +L R   R+     + P+Y+GSA  G G+  L
+D +
Sbjct  184  
AEILAEHDDALLAKLVEDRPVTPGELRRTLARQTALGQVHPLYFGSALSGRGVADLVDGI  243

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------
AGREK  288
                 P    G  A  G+VF V+    G++  YLRL+SG +  RD + L       
GR +
Sbjct  244  VRYLPPARCTGREA-



TGTVFAVDRGPSGEKTAYLRLFSGGVSERDRITLHRQHADGGRTE  302

Query  289  L--KITEM------------
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLP  334
               +IT +            R  + G+I R        I  LP   VR+ D LG P 
R  
Sbjct  303  HTGRITSLAAVEAGPPGAARRRATAGDIAR--------IRGLP--EVRVGDRLG-
PARAG  351

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                R    P L T + P       RL  AL  LAD DPL+            +   
G V
Sbjct  352  AP-
GRHFAAPSLETVVRPVRPEDAARLHGALAALADQDPLIATRTLPAGGGTSVLLYGEV  410

Query  395  QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS-------
HTIHIEVPPNPFWASIGL  447
            Q E+++A L+E++ +E V +  S ++ ER             H  H+      FWA
+IGL
Sbjct  411  QKEIIAATLAEEFGVEAVFEPSSTVHRERLTGTGEAHEEIDRHGGHV------
FWATIGL  464

Query  448  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
             V P + GSG  +     LG L  +F  A+ +   + L QGL+GW VTDC +      
Y 
Sbjct  465  
RVEPGAPGSGTVFRRDTELGALPHAFDRAIEETAHHTLVQGLYGWPVTDCTVTLTRSGYA  524

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            SPVST ADFR L P+VL  AL  +GT++ EP  ++ L AP + LS          A 
I  
Sbjct  525  
SPVSTAADFRRLTPLVLMAALARAGTKVYEPCHAYELEAPADTLSAVAGALAALGAEIHD  584

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RP  624
             +   +  V  G IPAR        L   T G ++  T     +   G+P  +PR    
P
Sbjct  585  
TETGPEVCVLKGTIPARHAPDAERRLPALTRGEALWWTHPTEDRPHQGRPPQRPRTDGNP  644

Query  625  NSRLDKVRHM  634
             +R   +RH+
Sbjct  645  LNRAAYLRHL  654

>WP_050362714.1 GTP-binding protein, partial [Streptomyces 
europaeiscabiei]
 KND24211.1 GTP-binding protein, partial [Streptomyces 
europaeiscabiei]
Length=634



 Score = 361 bits (927),  Expect = 7e-113, Method: Compositional 
matrix adjust.
 Identities = 231/641 (36%), Positives = 346/641 (54%), Gaps = 
25/641 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D++          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDVVAMGSARDLGTRSATSTPFTGSDPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVEDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVRAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L
Sbjct  356  
PTLETVVVPRRPEDRGALYAALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATL  415

Query  404  



SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
              +   +  L   T G  V  +   G++   G PV  P RP
Sbjct  596  ARVHELQRLLPGSTRGEGVLESAFAGHRPVTG-PV--PDRP  633

>WP_079074500.1 GTP-binding protein [Streptomyces atriruber]
Length=692

 Score = 363 bits (931),  Expect = 7e-113, Method: Compositional 
matrix adjust.
 Identities = 239/650 (37%), Positives = 354/650 (54%), Gaps = 
40/650 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+A+G I E G V+ G T+TD++ LER+RGITI+
+AV SF
Sbjct  1    
MNLGILAHIDAGKTSLTERLLHAAGVIDEVGRVDDGNTQTDSLALERRRGITIKSAVVSF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR++ 
IPT
Sbjct  61   
AVDGTTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLLRTLRRLRIPT  120

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            +IF+NK D+ G   + V++ + ++L+ D++   TVS         +P      N     
+
Sbjct  121  LIFVNKTDRRGARHEGVLRHIAERLTPDVVPMGTVSGLGTREARFAP--
FTAGNAGPGGF  178



Query  176  DA-----VIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
             A     +  ++D LL  Y+  +P  +S ++L  E  R+ + A + PV++GSA  G
+G++
Sbjct  179  TARLTELLAGHDDALLAAYVD-
DPASLSYDRLRTELARQTRRALVHPVFFGSAATGVGVR  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----  283
             L D +  L   +       + GSVFKVE    G++  Y+R+++GT+R RD + +     
Sbjct  238  
ELTDGIRELLPAVAGDAEGPVSGSVFKVERGAAGEKIAYVRMFAGTVRTRDRLDIGDGRG  297

Query  284  -AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
             A RE  K+T + +   G  V       G+I  L     VR+ DVLG P        
R  
Sbjct  298  GAAREG-
KVTGIGVFEAGTDVPRAEVRAGQIGKLRGLGDVRIGDVLGVPREGVEYGARFF  356

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T + P  AA R  L  ALTQLA+ DPL+    D++  E+ +S  G VQ 
EVV A
Sbjct  357  
APPTLETVVTPLRAADRGALHLALTQLAEQDPLIGLRQDAVRQEVSVSLYGEVQKEVVQA  416

Query  402  LLSEKYKLETVVKEPSVIYMERPL-
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
             L+E ++L+   +E + I +ER +   A+H I I+  PNPF A++GL V P  +G
+GV++
Sbjct  417  TLAEDFRLDVSFRETTTICVERVVGTGAAHEI-
IDKDPNPFLATVGLRVEPAPVGAGVEF  475

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------S  508
               V LG +  +F  AV + +R  L QG+ GW + DC +   +  Y+            
S
Sbjct  476  
RLGVELGSMPYAFFRAVEETVRETLHQGIHGWRIPDCTVTMTHCGYWPRQSHAHGTFDKS  535

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              ST  DFR+L P+VL  AL+ +GT + EP   F L  P + +        +  A   
T 
Sbjct  536  
MSSTAGDFRNLTPLVLMDALRAAGTAVHEPMHRFRLDVPADTVGAVLPVLSRLRAVPHTP  595

Query  569  QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
                      G+IPA+ + A    L   T G     +    Y+   G  V
Sbjct  596  TTNGASYHLEGDIPAQQVHALEQQLPGLTRGEGELESAFDHYEPVRGGAV  645

>WP_073805610.1 GTP-binding protein [Streptomyces sp. TSRI0261]



 OKJ05454.1 GTP-binding protein [Streptomyces sp. TSRI0261]
Length=655

 Score = 362 bits (928),  Expect = 7e-113, Method: Compositional 
matrix adjust.
 Identities = 234/663 (35%), Positives = 352/663 (53%), Gaps = 
38/663 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS DI+          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDIVAMGSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLP  344
            E + K++ + +   G  V       G I  L   + +R+ D +G     P +R      
P
Sbjct  299  
EGEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEPGRRHFAP--P  356

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P+    R  L  AL++LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L+
Sbjct  357  



TLETVVVPRRPEDRGALHLALSRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATLA  416

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ ++ + +  + I  ERP         I+  PNPF A++GL V P   GSGV++   
V
Sbjct  417  
EEFGVDVIFRGTTTICRERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRAV  476

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+VL
Sbjct  477  
ELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLVL  536

Query  525  EQALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCATIETAQVKKDEV  575
              AL+ +GT++ EP   F L  P +            RA    P+    + T +      
Sbjct  537  
MDALRRAGTRVYEPMHCFRLEVPADAFGALLPVLARLRAEPGPPEAHGALRTVE------  590

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
               GEIPA  +   +  L   T G  V  +   G +   G    +PR  +  L +  
++ 
Sbjct  591  ---
GEIPAARVHELQRLLPGATRGEGVLESAFAGDRPVTGPVPDRPRTDHDPLHREDYLL  647

Query  636  QKV  638
            + V
Sbjct  648  RTV  650

>AVR54585.1 tetracycline resistance protein TetM, partial 
[Actinobacillus 
pleuropneumoniae]
Length=218

 Score = 346 bits (888),  Expect = 8e-113, Method: Compositional 
matrix adjust.
 Identities = 163/218 (75%), Positives = 189/218 (87%), Gaps = 0/218 
(0%)

Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  
VDS 
Sbjct  1    
LNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDST  60

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 



+TIHIEVPPNPFW
Sbjct  61   
THEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFW  120

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+
Sbjct  121  
ASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFK  180

Query  503  YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYL
Sbjct  181  YGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  218

>WP_007455273.1 GTP-binding protein [Streptomyces sp. W007]
 EHM26258.1 putative tetracycline resistance protein [Streptomyces 
sp. W007]
Length=655

 Score = 362 bits (928),  Expect = 8e-113, Method: Compositional 
matrix adjust.
 Identities = 229/655 (35%), Positives = 350/655 (53%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D++          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDVVAMCSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  



LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L
Sbjct  356  
PTLETVVVPRRPEDRGALYAALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G++   G    +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGATRGEGVLESSFAGHRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_067367508.1 GTP-binding protein [Micromonospora rosaria]
 KXK60631.1 GTP-binding protein [Micromonospora rosaria]
Length=663

 Score = 362 bits (928),  Expect = 8e-113, Method: Compositional 
matrix adjust.
 Identities = 240/662 (36%), Positives = 350/662 (53%), Gaps = 



34/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+  G I E G V+ GTTRTD+M LERQRGITI
++AV
Sbjct  1    
MKTLNVGILAHVDAGKTSLTERLLHTVGVIDEIGRVDDGTTRTDSMALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LDG +LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFVVGDVTVNLIDTPGHPDFIAEVERVLGLLDGVVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PTV+F+NK+D+AG D Q V++ +  +L+  ++    V         + P    + 
+   
Sbjct  121  
LPTVVFVNKVDRAGADPQRVLRDLATRLTPAVVAVGAVHDAGTAAARVEPYPDDDPDHLR  180

Query  173  EAWDAVIENNDKLLEKYIAGE-----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
               D +  ++D LL  Y+A E     P  R  L  + +R +    + PV  GSA  
G+G+
Sbjct  181  RLRDLLTRHDDALLAAYVADESRLTGPRLRAALAEQSRRGL----
VHPVLPGSAITGVGV  236

Query  228  QPLMDAVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
              L+  +T L  P G+   A  +CG+VFKV+    G+R  Y+R++ GTLRLRD + 
+   
Sbjct  237  PALVAGLTELL-
PTGDGDPAGPVCGTVFKVDRGPAGERIAYVRMFGGTLRLRDRLPVGAG  295

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
                +T + +  +G  VR +    G + +L      R+ D +G     P    R    
P 
Sbjct  296  RTATVTGIELCERGGTVRAEAVPAGRVALLRGLGDARIGDPVGQAR--
PGPTGRHFAPPS  353

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+ AA    L  AL++LA+ DPL+    D    EI +S  G VQ EV+ 
ALL++
Sbjct  354  
LETVVVPQRAADGAALYAALSRLAEEDPLINVRQDPRRREITVSLYGEVQKEVIQALLAD  413

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             Y L    +E + + +ER     +    I V PNPF A++GL V P   GSGV +   



V 
Sbjct  414  
GYGLTVDFRETTPVCVERLAGTGAAVELIGVAPNPFLATVGLRVAPAPTGSGVTFRLGVE  473

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  +F  AVRD +R  L QG +GW V DC +   +  Y+            S  
ST 
Sbjct  474  
LGSMPPAFFTAVRDTVRETLTQGRYGWQVVDCVVTMTHAGYWARQSHAHGTFDKSMSSTA  533

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GT++ EP   F L  P + L        +  A   +   
+  
Sbjct  534  
GDFRNLTPLVLMAALERAGTRVAEPVHRFRLEVPGDVLGDVLPVLARLDAVPSSTLAQGA  593

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
              +  GEIPA  + A    L   T G     +    ++   G P ++ R  +   D
+  +
Sbjct  594  
SYLVEGEIPAGRVHAVERRLPALTRGEGSFESTFARHRPVHGVPPVRARWDHDPTDRKEY  653

Query  634  MF  635
            + 
Sbjct  654  LL  655

>WP_018838230.1 GTP-binding protein [Streptomyces sp. CNQ766]
Length=672

 Score = 362 bits (929),  Expect = 9e-113, Method: Compositional 
matrix adjust.
 Identities = 231/669 (35%), Positives = 352/669 (53%), Gaps = 
35/669 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G + E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVVEEVGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALDGITVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172



            IPT++F+NK D+ G    ++V+ +  KL+   +   TV        + +P    +     
Sbjct  121  
IPTLVFVNKTDRRGARDDALVRDIAAKLTPGAVAMGTVGGLGTRAAAFTPYGPDDPGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL  Y+A E  ++  +L +    +   A + PVY+GSA  G G+  
L 
Sbjct  181  
RLADVLAGHDDALLADYVADEAAVTYRRLRKCLAEQTAGALVHPVYFGSAATGAGVAELT  240

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +  L   P G+    A  G+VFKVE    G++  Y+R+ +GT+R R  +A    
++  
Sbjct  241  AGIEELLPAPAGDPAGPA-
AGTVFKVERGPNGEKVAYVRMLAGTVRTRQELAYGDGDRAP  299

Query  291  ITEMRIPSK-----GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR------
KRWR  339
            +TE     K       +           ++   + VR+ D +G             
+R  
Sbjct  300  
VTEKVTGVKVFEQGAAVPAAGAGAGRIALVRGLEGVRIGDAVGAAAGSAVGRAADARRHH  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P  +    +  +TA  R  L  AL QLA+ DPL+    D I  E+ +S  G VQ 
EV+
Sbjct  360  FAPPTLETVVVPDRTA-
DRGALHAALFQLAEQDPLIALRQDDIRQELYVSLYGEVQKEVI  418

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+++Y L    +E SVI++ER     +     +   NPF A++GL VTP   G
+GV+
Sbjct  419  
GATLADEYGLPVSFRESSVIHVERLADTGAAYEKGDTGTNPFLATVGLRVTPAPPGTGVR  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
             +  V LG +  +F  AV D +R  L QGL+GW + D ++   +  Y+            
Sbjct  479  
LDLAVELGSMPYAFFKAVEDTVRATLHQGLYGWEIPDVRVTMTHSGYWPRQSHAHQGFSK  538

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            +  ST ADFR + P+VL  ALK +GT++ EP   F L AP++ +   +       A 
++ 
Sbjct  539  
AMSSTGADFRGITPLVLADALKRAGTRVCEPVQRFRLEAPEDAVPALWPVFAALAAVVDG  598

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627



             +V+    V  GE+PA  +      L   T G  V  T    Y+A  G   ++PR  
++ 
Sbjct  599  
QEVRGGVAVLEGEVPAARVHGLERRLPGLTRGEGVLETSFGRYRAVRGPAPVRPRTDHNP  658

Query  628  LDKVRHMFQ  636
            LD+  ++  
Sbjct  659  LDRKEYLLH  667

>WP_097912592.1 GTP-binding protein [Streptomyces sp. b84]
Length=655

 Score = 362 bits (928),  Expect = 9e-113, Method: Compositional 
matrix adjust.
 Identities = 231/655 (35%), Positives = 350/655 (53%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIE  173
            IPT++F+NK D+ G    S++ S+ ++LS D++   +        + SP     +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDVVAMGSARDLGTRSATSPPFTGADPGFTG  180

Query  174  AW-DAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            A  D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343



            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L
Sbjct  356  
PTLETVVVPRRPEDRGALYAALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G++   G    +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGATRGEGVLESSFAGHRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_057302783.1 GTP-binding protein [Paenibacillus sp. Root444D2]
 KQX66387.1 GTP-binding protein [Paenibacillus sp. Root444D2]
Length=669

 Score = 362 bits (929),  Expect = 9e-113, Method: Compositional 
matrix adjust.
 Identities = 221/632 (35%), Positives = 338/632 (53%), Gaps = 
32/632 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD+M +ER+RGI++++A 
TSF 
Sbjct  12   
NVGIFAHVDAGKTTTTEHILYHSGRIRSLGSVDNGTAQTDSMDVERERGISVRSATTSFS  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL++SA +GVQ+QT +++H L+ + 
IPT+
Sbjct  72   
WKDTLINLVDTPGHVDFLSEVERSLRVMDGAILIVSAVEGVQSQTEMIWHTLQSLKIPTL  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------------  172
            +++NK+D+ G D + V++ +  +L+ ++ +     L  E       ++            
Sbjct  132  LYMNKMDRVGADPERVLRDIHKQLT-
EMAVPIYAPLGQEDTFRGAANVLSDDSADAVAAD  190

Query  173  --------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
                     A + + E ++++L  YI G P+   ++    QR  +    FP+  G+
+ KG
Sbjct  191  
GVRGFDLASAVEKLSELDERMLTSYIEGAPVEAREVKAALQRYARQGEAFPLLVGASSKG  250

Query  225  LGIQPLMDAVTGLFQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-  281
            LGI+ LM+A+       G  GSA   L   VF+VE      R  Y+RLY GT+R 
RDTV 
Sbjct  251  LGIKELMEAILDYLP--
GPSGSAEQPLSAVVFRVERDKTMGRMAYVRLYEGTIRNRDTVV  308

Query  282  -ALAGREKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                G E+ K+T++R     +         G+I  +     VR+ DVLG    +P     
Sbjct  309  NVTQGVEE-
KVTQIRKIDGRKAEDIGFVMAGDIAAVCGLTQVRIGDVLGRADSVPPA--P  365

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            +  +P+L   +  +  AQ   L+ AL +L D DPLL  +      E+ +  +G 
+QLE++
Sbjct  366  
QMAVPLLTVQVHAEGEAQYPALVVALQELTDEDPLLDLQWLQEERELHVKVMGAIQLEIL  425

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            ++LLS ++ L     +PSVIY E P K     I   + P P WA +   + P + 
GSG+ 
Sbjct  426  TSLLSSRFGLRVRFDQPSVIYKETPSKVGEGFIAYTM-
PKPCWAILRFRIEPGAPGSGLV  484

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES V   +L   +QN V   +   L+QGL GW VTD K+    G ++   + P 
DF   
Sbjct  485  
YESLVRGEHLLVQYQNEVERRVPEALQQGLLGWEVTDLKVTLVEGEHHVWHTHPLDFAVA  544



Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+ + Q L ++GT LLEP L   +  P+E+  +   D  +  A  +  Q+     
V  G
Sbjct  545  
TPMGIMQGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRAAFDPPQMTGGRFVVEG  604

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +P      Y   L+  + GR V  +   GYQ
Sbjct  605  RLPVATSLEYPVKLSAMSGGRGVITSSFAGYQ  636

>ACH92687.1 tetracycline resistance protein, partial [Enterococcus 
durans]
 ACH92688.1 tetracycline resistance protein, partial [Enterococcus 
faecalis]
Length=218

 Score = 346 bits (887),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 164/218 (75%), Positives = 186/218 (85%), Gaps = 0/218 
(0%)

Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  
VDS 
Sbjct  1    
LNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSA  60

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            THEIILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFW
Sbjct  61   
THEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFW  120

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+
Sbjct  121  
ASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFK  180

Query  503  YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYL
Sbjct  181  YGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  218

>WP_018681915.1 GTP-binding protein [Actinokineospora enzanensis]
Length=639

 Score = 361 bits (926),  Expect = 1e-112, Method: Compositional 



matrix adjust.
 Identities = 241/652 (37%), Positives = 347/652 (53%), Gaps = 
59/652 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + N+G+LAHVDAGKT+LTE LLY +G I E GSV+ G+TRTDT+ LER+RGITI
+AAV
Sbjct  1    
MGMTNLGVLAHVDAGKTSLTERLLYTAGVIDEVGSVDDGSTRTDTLELERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      +N++DTPGH DF+AEV R L VLDGA+LV+SA +G+QAQTR+LF  
LR++ 
Sbjct  61   
VSFALGGRVLNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGIQAQTRVLFRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS----------------
ADIIIKQTVSLSPEI  164
            IPT++F+NKID+ G D + V++++R +L+                AD   +    L 
P++
Sbjct  121  
IPTLLFVNKIDRRGADGERVLRAIRARLTPAAVAIDVPEAQGTAGADRRPRPLDDLVPDL  180

Query  165  VLEENTDIEAWDAVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSA  221
            V     D+ A       +D LL  Y+ G    P  R +       +V+ A+  PVY
+GSA
Sbjct  181  V-----DVLA-------DDALLADYLDGTTDYPDLRARFA----
AKVRSAAAHPVYFGSA  224

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
              G G+  L   +           +A L G+VFKVE  D G++  YLRL++GTLR 
RD V
Sbjct  225  
ATGAGVDDLCAGIREFLPAAAGDPTAPLSGTVFKVERGDAGEKIAYLRLFAGTLRTRDRV  284

Query  282  A--LAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRW  338
                 GR   ++T + +  +G   R D    G I  L     VR+ DV+G   R P    
Sbjct  285  GEPHPGRPN-RVTRIDVFDRGTATRRDALDAGRIGKLWGLGDVRVGDVVG--
ARPPHLAE  341

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                 P L T + P+  A R R+  ALT+LA+ DPL+    D    EI LS  G 
VQ EV
Sbjct  342  HHFAPPTLETAVVPRNPADRARVHAALTRLAEQDPLVDLRQDE--
GEIRLSLYGEVQKEV  399

Query  399  VSALLSEKYKLETVVKEPSVIYMER--
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456



            + A L+E++ +    +E + I++ER   +  A+  +H E   NP+ A +G+ V P  
+ S
Sbjct  400  IEATLAEEFGVAVAFRETTTIHIERLIGIGHAAERLHAET--
NPYLACVGIRVEPSLVDS  457

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------  507
            G++++  V  G +  +F  A+ + +R GL +G  GW V DC++      Y          
Sbjct  458  
GMRFDLEVEPGSMPPAFFTAIEETVRVGLGRGPHGWRVPDCRVVLTECGYLARQSHSGAK  517

Query  508  ---
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
               S  ST  DFR L  ++L +AL  +GT++ EP   F L  P + L           
A 
Sbjct  518  
FDKSMSSTAGDFRGLTALLLARALSAAGTRVEEPVHGFTLDIPTDALGAVLPVLTGLRAV  577

Query  565  IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  
616
                  + +  V TGEIPA  +      L   T+G  V  T    Y+ +VG+
Sbjct  578  PGPPATQGESTVLTGEIPAAEVHRLERRLPALTSGEGVLETTFSRYRHSVGE  
629

>WP_018853606.1 GTP-binding protein [Streptomyces sp. CNY243]
Length=672

 Score = 362 bits (928),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 231/669 (35%), Positives = 352/669 (53%), Gaps = 
35/669 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G + E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVVEEVGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALDGITVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NK D+ G    ++V+ +  KL+   +   TV        + +P    +     
Sbjct  121  
IPTLVFVNKTDRRGARDDALVRDIAAKLTPGAVAMGTVGGLGTRAAAFTPYGPDDPGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-



PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL  Y+A E  ++  +L +    +   A + PVY+GSA  G G+  
L 
Sbjct  181  
RLADVLAGHDDALLADYVADEAAVTYRRLRKCLAEQTAGALVHPVYFGSAATGAGVAELT  240

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +  L   P G+    A  G+VFKVE    G++  Y+R+ +GT+R R  +A    
++  
Sbjct  241  AGIEELLPAPAGDPAGPA-
AGTVFKVERGPNGEKVAYVRMLAGTVRTRQELAYGDGDRAP  299

Query  291  ITEMRIPSK-----GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR------
KRWR  339
            +TE     K       +           ++   + VR+ D +G             
+R  
Sbjct  300  
VTEKVTGVKVFEQGAAVPAAGAGAGRIALVRGLEGVRIGDAVGAAAGSAVGLAADARRHH  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P  +    +  +TA  R  L  AL QLA+ DPL+    D I  E+ +S  G VQ 
EV+
Sbjct  360  FAPPTLETVVVPDRTA-
DRGALHAALFQLAEQDPLIALRQDDIRQELYVSLYGEVQKEVI  418

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+++Y L    +E SVI++ER     +     +   NPF A++GL VTP   G
+GV+
Sbjct  419  
GATLADEYGLPVSFRESSVIHVERLAGTGAAYEKGDTGTNPFLATVGLRVTPAPPGTGVR  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
             +  V LG +  +F  AV D +R  L QGL+GW + D ++   +  Y+            
Sbjct  479  
LDLAVELGSMPYAFFKAVEDTVRATLHQGLYGWEIPDVRVTMTHSGYWPRQSHAHQGFSK  538

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            +  ST ADFR + P+VL  ALK +GT++ EP   F L AP++ +   +       A 
++ 
Sbjct  539  
AMSSTGADFRGITPLVLADALKRAGTRVCEPVQRFRLEAPEDAVPALWPVFAALAAVVDG  598

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
             +V+    V  GE+PA  +      L   T G  V  T    Y+A  G   ++PR  
++ 
Sbjct  599  
QEVRGGVAVLEGEVPAARVHGLERRLPGLTRGEGVLETSFGRYRAVRGPAPVRPRTDHNP  658



Query  628  LDKVRHMFQ  636
            LD+  ++  
Sbjct  659  LDRKEYLLH  667

>WP_103547400.1 GTP-binding protein [Streptomyces sp. A249]
 PKT74655.1 GTP-binding protein [Streptomyces sp. A249]
Length=662

 Score = 361 bits (927),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 236/650 (36%), Positives = 349/650 (54%), Gaps = 
27/650 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            + ++N+GILAHVDAGKT+LTE LL+  G I E GSV+ G TRTD + LERQRGITI
++AV
Sbjct  2    
VHMLNLGILAHVDAGKTSLTERLLHTVGVIDEVGSVDDGNTRTDFLALERQRGITIKSAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LV+SA +GVQAQTR+L   L
+++ 
Sbjct  62   
VSFAVDDLTVNLIDTPGHPDFIAEVERVLGVLDGVVLVVSAVEGVQAQTRVLMRTLQRLR  121

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT+IF+NKID+ G   + +++ + ++L+  I+          +    +P     +    
Sbjct  122  IPTLIFVNKIDRRGARHEEILERISERLTPAIVPMGEPGELGTRAAYFAPHSA--
DRLRP  179

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               D +  ++++LL  Y+  + +S E+L      +   A + PV++GSA  G G+  
L+ 
Sbjct  180  HLLDPLAGHDEELLAAYVE-
DGVSYERLRAALVEQTGRALVHPVFFGSAATGAGVTELIA  238

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +  L           L G+VFKVE    G++  Y R++SGTLR RD +AL   ++ 
K+T
Sbjct  239  
GIRELLPAAEADTDGPLSGTVFKVERGAAGEKIAYARMFSGTLRTRDRIALRDGKEGKVT  298

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + +  +GE V   +   G I  L    ++R+ D +G+P   P       P P L 
T ++
Sbjct  299  AISVFDQGEAVGEASVTAGRIGKLWGLGAIRIGDTIGEPRPSPAGGHHFAP-
PTLETVVS  357



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   A R  L  ALTQLA+ DPL+    D +  EI +S  G VQ EV+ A L+++Y 
++ 
Sbjct  358  
PGRPADRGALHAALTQLAEQDPLIGLRRDELRGEISVSLYGEVQKEVLQATLADEYGVDV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            + +  + + +ERPL   +     +  PNPF A++GL V P  +GSGV++   V LG 
+  
Sbjct  418  
LFRGTTPLCVERPLGTGASVEFNKKDPNPFLATVGLRVDPAPIGSGVEFRLEVELGSMPY  477

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSL  519
            +F  AV D +R  L QGL GW VTDC +   +            G   S  ST 
ADFR L
Sbjct  478  
AFFKAVEDTVRETLGQGLHGWQVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGL  537

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+ +G+Q+ EP   F L AP + L        +  A   T +++    
V  G
Sbjct  538  
TPLVLTAALRAAGSQVYEPMHRFRLEAPADTLGAVLPLLARQRAVPGTTRIQGSSCVLEG  597

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
             +P          L   T G          Y A V +  + P RP + L+
Sbjct  598  VLPVVRAHDLEQQLPGPTRGEGELECAFDHY-APVARGAV-PDRPRTDLN  645

>WP_091786258.1 GTP-binding protein [Phycicoccus dokdonensis]
 SDP48895.1 ribosomal protection tetracycline resistance protein 
[Phycicoccus 
dokdonensis]
Length=640

 Score = 360 bits (925),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 236/647 (36%), Positives = 343/647 (53%), Gaps = 
49/647 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +++GI+AHVDAGKT+LTE +LY +G +  PGSV+ G T+TD+M LER+RGITI+
+AV 
Sbjct  6    
KTLSLGIVAHVDAGKTSLTERVLYEAGVLDHPGSVDAGDTQTDSMALERRRGITIRSAVV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            SF W    +N++DTPGH DF+AEV R+L VLD A+LV+SA +GVQAQT +L  AL+
++ +
Sbjct  66   
SFDWRSTTLNLIDTPGHSDFIAEVERALTVLDAAVLVVSAVEGVQAQTLVLMRALQRLAL  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-
IVLEENTDIEAWDAVIE  180
            P V+F+NK+D+AG D   V++ +            T  L PE   L + T     
DA   
Sbjct  126  PVVLFVNKVDRAGADPDRVLEEI------------
TTRLGPEAFALGQVTGAGTRDAA--  171

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
                    Y+  E  + E  + E +R V+ A+  PV +GSA  G G+  L+D +  
L   
Sbjct  172  --------YLPFEVGAAE--
LGELRRTVRAAAAHPVLFGSAITGAGVTDLLDTLATLLPG  221

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +   A  G+VFKV+ TD G R V  R+ +G+LR+RD V L GR   K+T +R+  
+G
Sbjct  222  SAPETGTAPRGTVFKVDRTDGG-
RTVLARVRTGSLRVRDRVELDGRPAEKVTGLRLFDRG  280

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRL-----
PRKRWREDPLPMLRTTIAPKT  354
             +V  D    G I  +    + R+ D  GD  RL        R  E   P L T +    
Sbjct  281  RLVPVDEVRAGRIAAVSGWSAARIGDRFGD--
RLGAGDRSAGRAVEFSRPTLETVVDAVR  338

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +  ALT+LAD DPL+    D    E+ +S  G VQ EV++A+L+++Y +E   
+
Sbjct  339  
PEDVVAMYAALTELADQDPLIDLRRDDGRREVAVSLYGEVQKEVIAAVLADEYGVEVTFR  398

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
              + I +ER     S    I V PNPF A +GL V PL +G+G ++   + LG +  
+F 
Sbjct  399  
PTTSICVERLTGVGSAAQLIGVSPNPFLAQVGLRVEPLPVGAGHEFALEIELGSMPPAFF  458

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPI  522
             AVR+GI   LE+G+ GW V D ++   +  YY            +  ST  
DFRSL  +
Sbjct  459  
TAVREGIDATLEEGVHGWAVPDARVVMTHSGYYPRQSHSHATFDKAMSSTAQDFRSLTRL  518

Query  523  



VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL E+GT +  P   F L  P++ LS    +  ++ A      V     +  
GE+P
Sbjct  519  
VLAEALVEAGTVVCAPIHRFELEVPEDTLSSVLGELSRHRAVPLETTVSGRSALLAGEVP  578

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            A  +   +  +   T G  V  + L  Y    G     P R  +R D
Sbjct  579  ADAVHGVQQRIPHLTRGEGVFTSGLDHYAPTTGP---APTRGRARPD  622

>WP_056700192.1 GTP-binding protein [Streptomyces sp. Root1295]
 KQX40736.1 GTP-binding protein [Streptomyces sp. Root1295]
Length=655

 Score = 361 bits (927),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 229/655 (35%), Positives = 350/655 (53%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D++          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDVVAMGSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVLRFRSPDGQ  298



Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L
Sbjct  356  
PTLETVVVPRRPEDRGALYAALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTRVYEPMHRFRLEVPADAFGALLPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G++   G    +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGSTRGEGVLESAFAGHRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_017582536.1 GTP-binding protein [Nocardiopsis valliformis]
Length=659

 Score = 361 bits (927),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 239/635 (38%), Positives = 347/635 (55%), Gaps = 
47/635 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LLY +GAI   GSV+ G TRTDT  +ER+RGIT++ 
AV  F
Sbjct  5    



LNIGILAHVDAGKTSLTERLLYDAGAIDRLGSVDSGDTRTDTGRIERERGITVRTAVAPF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    +VN++DTPGH DF+AEV R+L+VLDGA+LV+SA +GVQA T +L   LR+M 
+P 
Sbjct  65   
RIGDTRVNLIDTPGHADFVAEVERALSVLDGAVLVLSAVEGVQAHTCLLMRVLREMRLPV  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIEAW  175
            ++F+NK+D+ G D + V + +R +L+   +   TV         + P      +  
+ A 
Sbjct  125  
LLFVNKVDRGGADPERVFEQIRRRLTDRALALDTVRDPGTRGARVLPFTWDAPDLAVRAS  184

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQR-
RVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + + E +D LL   +   P      +R   R +V    L+PV  GSA  G+G   L  
A+
Sbjct  185  
EMLAEEDDALLAALVDDRPPPLGAALRGRVRDQVGRGLLYPVLSGSATTGVGGPELSAAL  244

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------  287
            T L     E+GS   CG+VF +E +  G++  YLRL+SG LR RD V  A  +       
Sbjct  245  
TELLPATEERGSEEACGTVFAIERSASGEKTGYLRLHSGVLRARDRVLFARADPEDGDPH  304

Query  288  KLKITEMR-IPSKGEIVRTDTAYP-GEIVILPSDSVRLNDVLG---
DPTRLPRKRWREDP  342
            + ++T +  + ++GE  R  TA   G I  LP   +R+ D +G    P RL R       
Sbjct  305  QGRVTHLEVVGAEGERGRALTAGGIGRIRGLP--
GLRVGDRIGVSTAPVRLVR-------  355

Query  343  LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL-
GRVQLEVVSA  401
             P L + + P       RL  AL+ L+D DPL+R    ++  E +   L G VQ 
EVV+ 
Sbjct  356  -PALESIVRPTVEGDEHRLHAALSALSDQDPLIRLR--
TVPGEGLSILLHGEVQKEVVAD  412

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGV  458
             L+ ++ +E V +  SV++ ERP+ + + T  I++      P   ++GL V P   
GSGV
Sbjct  413  TLATEFGVEAVFEPSSVVHTERPVGSGTATEEIDLAREIGGPV--
TVGLRVDPGEEGSGV  470

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             +     LG L  ++ +AV D +R  L QGL+GW VTDC +      Y +P++    
FR 
Sbjct  471  



VFRRETELGALLAAYDHAVEDTVRDALRQGLYGWPVTDCVVTLVRSGYIAPLTEAVHFRL  530

Query  519  LAPIVLEQALKESGTQLLEPYLSFILYAPQEY----
LSRAYHDAPKYCATIETAQVKKDE  574
            L P+VL +AL  +GT++ EP   F L  P++     LSR +    + C T  TA+  
+  
Sbjct  531  
LTPMVLMRALDAAGTRVYEPVREFELDLPEDVLSAALSRLHVCGARVCGTDRTAEGWR--  588

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
               TGEIP R   A+RT L   + G  V  T   G
Sbjct  589  --VTGEIPVRGADAFRTRLPGISRGEGVWWTRPGG  621

>WP_037617651.1 GTP-binding protein [Streptomyces aureus]
Length=659

 Score = 361 bits (927),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 238/648 (37%), Positives = 342/648 (53%), Gaps = 
27/648 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+  G I E GSV+ G TRTD + LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGNTRTDFLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L VLDG +LV+SA +GVQAQTR+L   L++
+ IP
Sbjct  61   
FAVGDLTVNLIDTPGHPDFIAEVERVLGVLDGVVLVVSAVEGVQAQTRVLMRTLQRLRIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIEA  174
            T+IF+NKID+ G   + +++ + ++L+  I+          +    +P     +      
Sbjct  121  TLIFVNKIDRRGARYEEILEKISERLTPAIVPMGEPGELGTRAAHFTPYPA--
DRLRPHL  178

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D +  ++D LL  Y+    +S   L     R+   A + PVY+GSA  G G+  L
+  +
Sbjct  179  LDPLAGHDDDLLAAYVE-
TGVSYACLRAALVRQTGQALVHPVYFGSAMTGAGVPELIAGI  237

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
              L  P        L G+VFKVE    G++  Y R++SGTLR RD + L   ++ K
+T +
Sbjct  238  



EELLPPATADDEGPLSGTVFKVERGPAGEKIAYARMFSGTLRTRDRLVLRDGQEGKVTAI  297

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +  +GE VR  +   G I  L    ++R+ D +G+P           P P L T 
++P 
Sbjct  298  SVFDRGEAVREGSVTAGRIGKLWGLGAIRIGDTIGEPRSAAEGGHHFAP-
PTLETVVSPV  356

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              A R  L  ALTQLA+ DPL+    D +  EI +S  G VQ EV+ A L+++Y +
+ + 
Sbjct  357  
RPADRGALHTALTQLAEQDPLIGLRHDELRGEISVSLYGEVQKEVLQATLADEYGVDVLF  416

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +E + + +ERPL   S     +  PNPF A++GL V P  +GSGV +   V LG +  
+F
Sbjct  417  
RETTPLCVERPLGTGSSVEFNKKDPNPFLATVGLRVDPAPVGSGVGFRLEVELGSMPYAF  476

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAP  521
              AV D +   L QGL GW VTDC +   +            G   S  ST ADFR 
L P
Sbjct  477  
FKAVEDTVLDTLGQGLHGWRVTDCVVTMTHSGYSPRQSHAHQGFDKSMSSTGADFRGLTP  536

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+ +G+++ EP   F L  P + L        +Y A   T ++     V  
G +
Sbjct  537  
LVLTAALRAAGSRVYEPMHRFRLEVPADTLGAVLPVLARYRAVPGTTRIDGAACVLEGVL  596

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            P          L   T G          Y A V    + P RP + L+
Sbjct  597  PVVRAHELEQQLPGLTRGEGELECAFDHY-APVAHGAV-PDRPRTDLN  642

>WP_035033836.1 GTP-binding protein [Devosia sp. DBB001]
Length=649

 Score = 361 bits (926),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 233/645 (36%), Positives = 344/645 (53%), Gaps = 
15/645 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI+  GSV+ G T+TD++ LERQRGITI
+AAV



Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGAIARLGSVDAGNTQTDSLDLERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
ASFVVGETRVNLLDTPGHPDFIAEVERVLGLLDAAIVVVSAVEGVQAQTRVLVRALKRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEI--
VLEENTDIEAWDA  177
            +P V FINK+D+ G   + ++  +  +LSA  + + +T  +  +   V     + 
EA+ A
Sbjct  121  
VPFVFFINKVDRPGARYEGLLDDLAAQLSARPLAMAETFEIGSKAAEVFPFAVENEAFRA  180

Query  178  VI-----ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            V+     E +D LL  Y+ A E I   +L     R+V +  L P Y GSA  G+G+
+PL+
Sbjct  181  
VLRDRLTEEDDVLLTDYVLAPESIDTGRLTDAMARQVAECRLHPAYCGSAMTGIGVEPLL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             AV GL         A + G+VFK+E    G++  Y+ L +GT+  RD V L      
++
Sbjct  241  AAVDGLLPSRQPDPLAEIAGTVFKIERGWGGEKIAYVSLDAGTIHTRDMVELP-
TGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
            T + +   G+     +   G I  +   S  R+ D LG D T   R  +     P 
L T 
Sbjct  300  TGIEVFDGGQPHPQPSLAAGRIGRISGLSKARIGDKLGIDATSETRAYFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  K  ++   L  AL+Q+A+ DPL+    +     + +S  G VQ EV+ ++L  
+Y L
Sbjct  357  
VMAKRPSENGALWLALSQMAEQDPLINLRRNEEADRVFVSLYGEVQKEVIQSMLLGEYGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E +VI +ER +        I   PNPF A+IGL + P   GSGV +      
G +
Sbjct  417  
DVAFEESTVICVERLVGTGEAIELIGREPNPFLATIGLRIEPRPEGSGVSFALEADFGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



              SF  A  D I   L QG FGW V DC +      + +P ST ADFR++AP+V+ 
QAL 
Sbjct  477  
PASFYRAAEDTILETLRQGAFGWQVVDCHVAMIAVRHRAPESTAADFRNVAPLVVAQALA  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT + EP   + + AP + L        +  A +  + V     V  G I A  
I A 
Sbjct  537  
TAGTLVCEPISRYRIEAPADTLGGLLATLARSGAALTESSVVDGVGVLEGTISAANIHAV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            +  L   T G     +  + Y      P  + R   +  D+  +M
Sbjct  597  QQALPGLTGGAGSMESAFERYVPVTDTPPTRQRIGANPFDRTEYM  641

>WP_093615859.1 GTP-binding protein [Actinoplanes philippinensis]
 SFF18959.1 ribosomal protection tetracycline resistance protein 
[Actinoplanes 
philippinensis]
Length=651

 Score = 361 bits (926),  Expect = 1e-112, Method: Compositional 
matrix adjust.
 Identities = 228/643 (35%), Positives = 337/643 (52%), Gaps = 
23/643 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LL+ +GA+S PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLFEAGAVSRPGSVDDGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       VN++DTPGH DF+AEV RSLAVLD A+LV+SA +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSISLGDLTVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSAVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIE-AWD  176
            +PT+ F+NK+D+ G D+  V   +R +L+   +   TV         V  +  D E    
Sbjct  121  
VPTLFFVNKVDRRGADVDRVTAQIRRRLATAPVSLTTVEDQGNPTATVRAKRLDAEPVVS  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E +D++ EK++AGEP+    + R  +R V+   L PV  GSA  G G+  L   
+  
Sbjct  181  
GVAEGDDRIAEKWLAGEPVRARDVRRAVRRAVRTGRLSPVVCGSAITGAGVPQLRHVLAD  240



Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P  +     L G+VF V+  D G RR ++RL+SG L +RD + L G     +T
++ +
Sbjct  241  LL-PRSDGRDGPLAGTVFAVDRDDHG-
RRAWVRLWSGRLNVRDRIDLGGTRPQTVTQIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +A  G+I  +   S R+   +G P   PR+R    P P  +  + P   
A
Sbjct  299  SEPDGVLVRPSAAAGQIAAVRGLSARIGQHVGQP---
PRRRLYRFPPPTRQALVEPVDPA  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R  L   LT+LAD DPL+   +D    E ++   G VQ EV++ALL ++Y +       
Sbjct  356  
RRLALFAGLTELADEDPLVDLRLDEHQEEAVIRLHGEVQKEVIAALLHDRYGVAVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER   A S    I    NP+ A IGL +     G+GV++   +  G L  
+F  A
Sbjct  416  
LTACIERVAGAGSAQERIRERGNPYLAGIGLRIEAAPAGNGVEFRPGIEPGRLPPAFIAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R  L QG +GW VTDC +      Y    S P             DFR 
LAP+V+
Sbjct  476  
TEEGVRAALRQGPYGWPVTDCVVSMTSSQYCPRQSRPHQKFDKSISSVAGDFRHLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ + T++  P   F +  P +          +  A I         +  +G 
+P+ 
Sbjct  536  
AEALRTARTRVCHPVERFDVNLPHQVADVVTALLGRAGAVISDTATAGGYLEVSGVLPSS  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ--PVIQPRRPN  625
             +      L   T G +V       Y    G+  PV++ R P+
Sbjct  596  RVPQVVAALPDLTGGEAVLTARFDHYAPVTGEDPPVMRRRGPD  638

>PID94477.1 GTP-binding protein [Bacteroidetes bacterium]
Length=669

 Score = 361 bits (927),  Expect = 2e-112, Method: Compositional 
matrix adjust.
 Identities = 222/627 (35%), Positives = 343/627 (55%), Gaps = 
25/627 (4%)



Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I+N+GILAHVDAGKTTLTE++LY SGAI   G+V+ GTT TD M LE++RGI+I+ 
A  S
Sbjct  13   
ILNVGILAHVDAGKTTLTENMLYTSGAIRTKGNVDAGTTTTDRMALEKKRGISIRTAPVS  72

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            FQW    +N++DTPGH DF++EV RSL ++D AILV+SA +GVQ+ T +L+ 
ALRKM IP
Sbjct  73   
FQWKDYTLNLMDTPGHADFVSEVERSLYIVDSAILVLSAVEGVQSHTYLLWEALRKMGIP  132

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP-----------
EIVLEENTD  171
            T++ INK+D+ G D + VV     +LS ++ I   V  SP            +   
E  D
Sbjct  133  TLMVINKVDRQGADFRRVVM----
QLSKELAIAPVVLYSPVAEGLSSANITNLWCHEAAD  188

Query  172  IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
             E     +E+    +D  L KY+ G+  S E+++    R+ ++  + PV    AK  
+G 
Sbjct  189  
PELRTLSLESLAIGDDAFLAKYLEGDLFSYEEIIEHTLRQTRERRVVPVVASIAKNEIGT  248

Query  228  QPLMDAVTGLFQPIGEQGSA-
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
              L+D VT LF P     SA  L   VFKVE+     R  ++RL+SG+L  +D +    
+
Sbjct  249  
TELLDTVTTLFPPASPTLSADELAAIVFKVEHDPTFGRLAHVRLFSGSLTTKDLILNHTQ  308

Query  287  EK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
            +K +KI  ++     + V   T  PG++ IL     +R  D+LG+P  + R++ +  
P P
Sbjct  309  QKEIKIATIKKNFTAKQVDMGTIAPGDVGILSGIPDIRPGDILGNPAGV-
RQKMKLIP-P  366

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   I P+  A   +L +AL  +   DP L  +      E+ L+  G ++++++
+A L 
Sbjct  367  
VLTIRIHPEQEADYGKLGEALRHIDAEDPNLGFQWHKEEREMHLTLTGIIRMQILAAELE  426

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +      PS+IY E P+ +++  +   + P P WA +   + P + GSGV Y 
S V



Sbjct  427  ERFGIAVRFDTPSIIYKETPISSSTGFVEYTM-
PKPCWAVMAFRIEPGARGSGVVYRSEV  485

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             +  +++ +QN +   I   L QG+ GW VTD KI    G  +   S P DF    
P+ +
Sbjct  486  
GVNRIHRKYQNEIERTIPQALRQGIKGWEVTDIKITLVGGEDHEMHSRPGDFILATPMGI  545

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             + L+ +GT+LLEP   + + AP+E L     D  K   +IET   ++  V  +G 
+P  
Sbjct  546  
MEGLRRAGTRLLEPIYRYHILAPEETLGSIAGDMNKMRGSIETPVFEEGMVRVSGWVPVA  605

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                Y       T G+ +   +  GY+
Sbjct  606  TSHEYSIPFNSLTKGKGILRFQFAGYR  632

>WP_065851019.1 GTP-binding protein [Paenibacillus pectinilyticus]
 OCT16244.1 GTP-binding protein [Paenibacillus pectinilyticus]
Length=666

 Score = 361 bits (927),  Expect = 2e-112, Method: Compositional 
matrix adjust.
 Identities = 226/627 (36%), Positives = 338/627 (54%), Gaps = 
25/627 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE LLY SG I   GSV+ GT +TD++ +ER+RGI++++A 
TS  
Sbjct  12   
NVGIFAHVDAGKTTTTEHLLYLSGRIRALGSVDSGTAQTDSLDVERERGISVRSATTSLV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL+ISA +GVQ+QT +++HAL+ + 
IPT+
Sbjct  72   
WQNTWINLVDTPGHVDFLSEVERSLRVMDGAILIISAVEGVQSQTEMIWHALQSLRIPTL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------ADIIIKQT---------
VSLSPEIVLEE  168
            +++NK+D+ G + + V+Q +  +L+       A I I+ T          +L  +  
L  
Sbjct  132  
LYMNKLDRVGAEPERVLQEIHKQLTGMAVPIYAPIGIEDTFRGARNVLDAALPADGALPG  191

Query  169  
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228



                 A + + E ++ +L  YI G PI+   +    QR  +    FP+  G++ K 
+GI+
Sbjct  192  
FDLASAVEKLSELDEPMLTSYIEGAPIAAHDVKTTLQRYARQGEAFPLLVGASSKAIGIE  251

Query  229  PLMDAVTG-LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAG  285
             L+ A+   L +P G+     L   VFKVE      R  Y+RLY GT+R RDTV  
A  G
Sbjct  252  ELLAAILDYLPEPRGD-
AERPLSAVVFKVERDKTMGRMAYVRLYEGTIRNRDTVVNATQG  310

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
             E+ K+T++R     +         G+I  +     VR+ DVLG P  +P        
+P
Sbjct  311  VEE-KVTQIRRIDGRKAEDLGVVAAGDIAAVCGLTQVRIGDVLGRPDSVPPA--
PRMAVP  367

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   +     AQ   L+ AL +L D DPLL  +      E+ +  +G +QLE+++
+LLS
Sbjct  368  
LLTVQVHAANDAQYPALVAALQELTDEDPLLDLQWLQDERELHVKVMGAIQLEILTSLLS  427

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             ++ L     +PSVIY E P +A    I   + P P WA +   + P S GSG+ Y 
S+V
Sbjct  428  SRFGLHVRFDQPSVIYKETPSQAGEGFIAYTM-
PKPCWAILRFHIEPGSPGSGLVYASQV  486

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
                L   +QN V   +   L+QGL GW VTD K+    G ++   + P DF    
P+ +
Sbjct  487  
RGEQLLVQYQNEVARRVPEALQQGLLGWEVTDLKVTLLEGEHHVWHTHPLDFAVATPMGI  546

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L ++GT LLEP L   +  P+E+  +   D  +  AT +   +     V  G 
+P  
Sbjct  547  
MQGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRATFDPPSIAGGRFVLEGRLPVA  606

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                Y   L+  + GR V  +   GYQ
Sbjct  607  TSLEYPVKLSAMSGGRGVITSSFAGYQ  633

>ASM62156.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]



Length=266

 Score = 347 bits (889),  Expect = 2e-112, Method: Compositional 
matrix adjust.
 Identities = 169/264 (64%), Positives = 205/264 (78%), Gaps = 0/264 
(0%)

Query  18   
TLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPG  77
            TLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPG
Sbjct  1    
TLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPG  60

Query  78   
HMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDL  137
            HMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ 
G+DL
Sbjct  61   
HMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDL  120

Query  138  
QSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISR  197
             +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ 
+  
Sbjct  121  
STVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEA  180

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVE  257
             +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG
+VFK+E
Sbjct  181  
LELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIE  240

Query  258  YTDCGQRRVYLRLYSGTLRLRDTV  281
            YT   QR  Y+RLYSG L LRD+V
Sbjct  241  YTKKRQRLAYIRLYSGVLHLRDSV  264

>WP_035090097.1 GTP-binding protein [Devosia sp. 17-2-E-8]
 KFL27844.1 GTP-binding protein [Devosia sp. 17-2-E-8]
Length=649

 Score = 360 bits (924),  Expect = 3e-112, Method: Compositional 
matrix adjust.
 Identities = 236/645 (37%), Positives = 342/645 (53%), Gaps = 
15/645 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI+  GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    



MRTLNLGILAHVDAGKTSLTERLLFNAGAIARLGSVDAGNTQTDSLDLERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
ASFVVGETWVNLLDTPGHPDFIAEVERVLGLLDAAIVVVSAVEGVQAQTRVLVRALKRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEI--
VLEENTDIEAWDA  177
            +P V FINK+D+ G   + ++  +  +LSA  + + +T  +  +   V     + 
EA+ A
Sbjct  121  
VPFVFFINKVDRPGARYEGLLDDLAAQLSARPLAMAETFEIGSKAAEVFPFAVENEAFRA  180

Query  178  VI-----ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            V+     E +D LL  Y+ A E I   +L     R+V +  L P Y GSA  G+G+
+PL+
Sbjct  181  
VLRDRLTEEDDVLLADYVLAPESIDTGRLTDAMARQVAECRLHPAYCGSAMTGIGVEPLL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             AV GL         A + G+VFK+E    G++  Y+ L +GT+  RD V L      
++
Sbjct  241  AAVDGLLPGRQPDPLAEIAGTVFKIERGWGGEKIAYVSLDAGTIHARDMVELP-
TGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
            T + +   G          G I  +   S  R+ D LG D T  P  R    P P 
L T 
Sbjct  300  TGIEVFDGGRAHTQPGLAAGRIGRISGLSKARIGDKLGIDAT--PETRAYFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  K  ++   L  AL+Q+A+ DPL     +     + +S  G VQ EV+ ++L  
+Y L
Sbjct  357  
VMAKRPSENGALWLALSQMAEQDPLTNLRRNEEADRVFVSLYGEVQKEVIQSMLLSEYGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E +VI +ER +        I   PNPF A+IGL + P   GSGV +      
G +
Sbjct  417  
DVAFEESTVICVERLVGTGEAIELIGREPNPFLATIGLRIEPRPEGSGVSFALEADFGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A  D I   L+QG FGW V DC +      + +P ST ADFR+LAP+V+ 



QAL 
Sbjct  477  
PASFYRAAEDTILETLKQGAFGWQVVDCHVAMIAVRHRAPESTAADFRNLAPLVVAQALA  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT + EP   + + AP + L        +  A +  + V     V  G I A  
I A 
Sbjct  537  
TAGTLVCEPISRYRIEAPADTLGGLLATLARSGAALTESSVVDGVGVLEGTISAANIHAV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            +  L   T G     +  + Y      P  + R   +  D+  +M
Sbjct  597  QQALPGLTGGAGSMESAFERYVPVTDTPPTRQRIGANPFDRTEYM  641

>WP_098513541.1 GTP-binding protein [Amycolatopsis sulphurea]
 PFG49678.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
sulphurea]
Length=653

 Score = 360 bits (924),  Expect = 3e-112, Method: Compositional 
matrix adjust.
 Identities = 235/641 (37%), Positives = 344/641 (54%), Gaps = 
28/641 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKT+LTE LL+ +G I E GSV+ G T+TD++ +ER+RGIT+
+AAV +F
Sbjct  5    
INIGVLAHVDAGKTSLTERLLHTAGVIDEVGSVDSGDTQTDSLAVERRRGITVRAAVATF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 KVN++DTPGH DF+AEV R L VLDG I+V+SA +GVQ QTR+L   + +M 
+P 
Sbjct  65   
TMRGTKVNLIDTPGHADFIAEVERVLGVLDGVIVVVSAVEGVQPQTRLLMRTVAEMGVPA  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NK+D+ G     +V ++   LS  ++    VS        ++P          
EA 
Sbjct  125  
LLFVNKVDRRGARCADLVAAISSALSPSVLRMCDVSDLGTPQVAVAPRSFAGTGFAAEAA  184

Query  176  DAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + + + +   L++Y+  + P+S  +      +R    +++PVY+GSA  G+G+ PL
+DAV
Sbjct  185  
EVLADVDPGFLQRYVDDQRPVSAAEYWHRVAKRTAVGAMYPVYFGSAVLGVGVGPLLDAV  244



Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKLKIT  292
              L        +  L G+VFKVE    G++  Y+R+ SGTL  R  + L  AGR  
+   
Sbjct  245  
VDLIPASAGTPADDLRGTVFKVERRPTGEKVAYIRVDSGTLAARSPLELHRAGRMSVTAR  304

Query  293  EMRIP--SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLR  347
              R+    +G       A PG+I  +      R+ D +G  D TR    R R    
P +R
Sbjct  305  PSRVEVFDRGVCTVPANALPGDIGRVSGLAEARVGDRIGCDDGTR----
RGRPFAPPGMR  360

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            TT+     A+ E L  AL +L + DP +   V      I +S  G VQ EV+  LL
+E+Y
Sbjct  361  TTVKSVDRAEAEALYAALQELTEEDPHI--
NVCRAADGIQVSLYGEVQREVLEVLLAERY  418

Query  408  KLETVVKEPSVIYMERPLKAASHTIH--
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             L        V+ +ERP+   S  +H  I    N FWA++G+SV   ++GSGV Y+  
V 
Sbjct  419  GLAVTFSPIEVVCLERPVGTGS-
ALHEFIHRGRNHFWATVGVSVAAGAVGSGVHYQLAVG  477

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  SF  A+ + +   L+QG++GW V D K+   +  Y +P ST  DFR + P
+VL 
Sbjct  478  
LGALPLSFYAAIEESVTSTLQQGIYGWEVVDIKVRLTHVGYDAPHSTAGDFRGVTPLVLM  537

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QAL+ +GTQ+LEP   F +  P  + S          AT E      D     G 
+PA  
Sbjct  538  
QALRRAGTQVLEPVDWFHVDCPIAHTSTVLSTLAAAGATPEAPVFTGDNCAIEGILPAAS  597

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             Q  R  L   T G +   +    ++   GQP   PRRP +
Sbjct  598  TQRIRQALPTLTQGEAAMASRPHAHRPTQGQP---PRRPRT  635

>SDH01799.1 ribosomal protection tetracycline resistance protein 
[Nonomuraea 
jiangxiensis]
Length=665

 Score = 360 bits (925),  Expect = 3e-112, Method: Compositional 



matrix adjust.
 Identities = 235/666 (35%), Positives = 346/666 (52%), Gaps = 
33/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G T+TDT+ LER+RGITI
++AV
Sbjct  2    
VRTLNLGILAHVDAGKTSLTERLLHAAGVIDEVGSVDDGNTQTDTLDLERRRGITIKSAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  62   
VSFVVGGTTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  121

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------
VSLSPEIVLEENTDI  172
            IPT+IF+NKID+ G    +V++ +  +L   ++   T         S +P    +     
Sbjct  122  
IPTLIFVNKIDRRGARYDAVLREISGRLCPAVVAMGTTSGLGTEAASFTPYDGGDPAFAT  181

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +    D LLE ++A E  +   +L  E   +   A   PV++GSA  G G+  
L+
Sbjct  182  
HLVDVLAGQRDALLEAFVADEGSVPYGRLRAELVAQTGQALAHPVFFGSAITGAGVDALV  241

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKL  289
              +  L           + G+VFKVE  + G++  Y+R+++GT+R RD +     
GR   
Sbjct  242  
AGIEELLPAAQGDPEGPVSGTVFKVERGEAGEKVAYVRMFAGTVRTRDRLCFGRDGRAG-  300

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDP----
TRLPRKRWREDPLP  344
            K+T + +  +G   R  +   G I  L     VR+ D +  P    TR P +  R    
P
Sbjct  301  
KVTAISVFDRGAATRRPSVEAGRIARLWGLADVRIGDPITTPSSPETRAPGEARRHFAPP  360

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P  ++ +  L  AL QLA+ DPL+    D +  E+ +S  G VQ EV+ 
A L 
Sbjct  361  
TLETVVVPGRSSDKGALHLALAQLAEQDPLIALRQDDLRQEVSVSLYGEVQKEVIQATLL  420

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464



              + L+   +E + I +ERP+        I   PNPF A++GL   P   GSGV++   
V
Sbjct  421  
NDFGLDVTFRETTTICVERPVGRGEAFELIGKEPNPFLATVGLRAEPGPAGSGVEFRLEV  480

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
             LG L  SF   + + +   L +GL GW V DC +   +  Y+            S  
ST
Sbjct  481  
ELGSLPYSFMRTIEETVGDTLREGLHGWQVVDCVVTLTHSGYWARQSHSGGVFDKSMSST  540

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR+L P+VL  AL+++GT++ EP   F L  P + L        +  A   T    
+
Sbjct  541  
AGDFRNLTPLVLMSALRQAGTRVYEPMHRFRLELPADTLGPVLPVLARLGAVPRT----R  596

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
               +  GEIPA  +      L   T G  V   +  GYQ   G    +PR  ++ L
++  
Sbjct  597  
TPGLVEGEIPAASVHRLERRLPELTRGEGVLECDFDGYQPIRGPIPERPRTDHNPLNRKE  656

Query  633  HMFQKV  638
            ++   V
Sbjct  657  YLLHVV  662

>WP_055559772.1 GTP-binding protein [Streptomyces luridiscabiei]
Length=667

 Score = 360 bits (925),  Expect = 3e-112, Method: Compositional 
matrix adjust.
 Identities = 237/674 (35%), Positives = 354/674 (53%), Gaps = 
48/674 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   G V+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDTIGRVDHGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------



KQTVSLSPEIVLEENTDI  172
            IPTV+F+NK D+ G    S+++S+ ++LS DI+          +  + +P    +     
Sbjct  121  
IPTVLFVNKTDRPGARYGSLLESISERLSPDIVAMGSARHLGTRDATGTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLAAYVD-
DPAALTHARLLAALAEQTGRCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
VDGITGLLPAATGDADAPARGTVFKVDRTAGGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G   R    R    
P P 
Sbjct  300  GEGKVSAVSVFEDGGEVPVPGVGAGRIARLKGLPDIRIGDSVG-
AARAEAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPRRPEDRGALHLALGRLAEQDPLIAVRRDELRKEVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +E + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRETTTICLERPAGTGAAVEFIDTEPNPFLATVGLRVAPGPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVHSTLRQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCAT  564
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P + L          RA    P+   
T
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVFEPMHRFRLELPADALGALGPVLARLRAVPGPPETHGT  597



Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            + T +         GE+PA  +   +  L   T G  V  +   G++   G    
+PR  
Sbjct  598  LCTLE---------
GEVPAARVHELQQLLPGLTRGEGVLESAFDGHRPVTGPAPDRPRTD  648

Query  625  NSRLDKVRHMFQKV  638
            +  L +  ++ + V
Sbjct  649  HDPLHRKEYLLRTV  662

>WP_013285700.1 GTP-binding protein [Micromonospora aurantiaca]
 ADL46071.1 small GTP-binding protein [Micromonospora aurantiaca 
ATCC 27029]
Length=651

 Score = 360 bits (923),  Expect = 4e-112, Method: Compositional 
matrix adjust.
 Identities = 227/647 (35%), Positives = 340/647 (53%), Gaps = 
25/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA++EPGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVAEPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       +N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLSINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEAWDA--  177
            +PTV F NK+D+ G D+      VR +L A  ++  TV+       L    D++A     
Sbjct  121  
VPTVFFFNKVDRGGADVDRATAQVRQRLGARPVLLTTVTGQGSREALVHAVDLDAEPVVA  180

Query  178  -
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E +D +  +++   P+    + R  +R V+ A L P   GSA  G G++ L D 
+  
Sbjct  181  
EVAEVDDAVAARWLTDRPVRVRDVRRALRRAVRGAELVPAVCGSAITGAGVRRLCDVLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P GE       G+VF V+    G RR +LRL+SG LR+RD V LAG     
+TE+ +
Sbjct  241  LL-PHGEARDGPPAGTVFAVDRDGRG-



RRAWLRLWSGRLRVRDRVQLAGGRPEPVTEIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +   G+I  +   S R+   +GDP   PR+     P P  +  + P   
A
Sbjct  299  IEPAGVLVRRSVSAGQIAAVRGVSARIGQHIGDP---
PRRHGYRFPPPTRQAVVEPVDPA  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL+ ++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMEDRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER     +    +    NP+ A +GL +     G G+++   +  G L  
+F  A
Sbjct  416  
LTACIERVAGTGAAEERLRERGNPYLAGLGLRIDAAPAGHGIEFRPGIEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R  L QG  GW VTDC +      Y+   S P            ADFR
+LAP+V+
Sbjct  476  
TEEGVRAALRQGRHGWPVTDCTVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+++GT++ +P   F +  P+  +        +  A +    V    +  +G 
+P+ 
Sbjct  536  
AAALRQAGTRVCQPIERFDVNLPRHAVETVLALLGRLGAVVHDTAVAGGYLEVSGTLPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR---PNSR  627
             +      L   T G +V  T    Y    G +P   PRR   P+ R
Sbjct  596  RVPRVVAALPDLTGGEAVLTTTFDHYAPVTGEEPPTLPRRGPDPDDR  642

>WP_056908261.1 GTP-binding protein [Nocardioides sp. Root122]
 KQV67840.1 hypothetical protein ASC64_11600 [Nocardioides sp. 
Root122]
Length=649

 Score = 360 bits (923),  Expect = 4e-112, Method: Compositional 
matrix adjust.
 Identities = 226/644 (35%), Positives = 332/644 (52%), Gaps = 
37/644 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKTTLTE LL+ +G I EPGSV+ GTTRTD++ LER+RGITI



+AAV 
Sbjct  8    
RSLNLGILAHVDAGKTTLTERLLHLAGVIDEPGSVDAGTTRTDSLALERRRGITIKAAVV  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL  AL+
++ +
Sbjct  68   
GFPLGDAVVNVIDTPGHPDFIAEVERVLGVLDGAVLVLSAVEGVQPQTRILMRALQRLRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----------LSPEI-
VLEEN  169
            PT++F+NKID+ G D+ +V+ ++R +L+ D++     S            SP+     
E 
Sbjct  128  
PTLLFVNKIDRVGADVDAVLDAIRSRLTPDVLPMGAASGLGSRTATFAAYSPDDRAFRER  187

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              +    A+ E++D LL  Y+ G   + E+L      + + A L PV  GSA  G 
G+  
Sbjct  188  ETV----
ALAEHDDVLLAAYVEGRDRTPEQLRALAAAQTRAAELHPVLAGSAVTGAGVPD  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            LM+A+                G VFKVE    G++  Y+R++SGTL  R  + L      
Sbjct  244  
LMEAIATFLPGTESDTGGPASGRVFKVERGGAGEKVAYVRMFSGTLAPRQRLDLPDGRSG  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+  + +   G+ VR D A  G++  +L   +VR+ D  GD  R     +   P P 
L  
Sbjct  304  KVAGIEVFGDGQWVRADAAGAGQVARLLGIAAVRVGDGFGDSVRAEAHHF---
PPPTLEA  360

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            ++      Q   L  AL QLAD DPL+     +     + S  GRVQ EV+++ L+
+++ 
Sbjct  361  SLEACDPGQGSALRVALAQLADQDPLIAARTGTDGRPTV-
SLYGRVQQEVIASTLADEHG  419

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    E SV+++ER  +          P NP+ A++G  ++P   GSGV  +  V 
+  
Sbjct  420  
IEVEFSEASVLHVERLRRVGEAVERFNTPSNPWAATLGFRLSPAEPGSGVVLDIDVPMRD  479

Query  469  LN-------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA-------  514



            L        + F   +RD +   L  GL GW VTDC++      Y S    P+       
Sbjct  480  
LPLFLFKTVEHFSGVLRDHVARALACGLSGWEVTDCRVALVEAGYRSGDGPPSQRGTLPT  539

Query  515  --
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              D+RSLAP+V+ QAL  + TQ+ EP L   L  P     +      ++ + +       
Sbjct  540  
ALDYRSLAPVVVRQALARATTQVCEPVLHVGLEVPTSDAPQLLRLLGRWGSEVTGQTANA  599

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            D       + A  +   +  L   T G  V      GYQA  G+
Sbjct  600  DLTRLEARLLAARLHDLQHQLPDLTGGEGVLEARFDGYQAVRGE  643

>WP_030430361.1 GTP-binding protein, partial [Allokutzneria albata]
 SDM80982.1 ribosomal protection tetracycline resistance protein 
[Allokutzneria 
albata]
Length=605

 Score = 358 bits (919),  Expect = 4e-112, Method: Compositional 
matrix adjust.
 Identities = 237/623 (38%), Positives = 335/623 (54%), Gaps = 
27/623 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GI+AHVDAGKT+LTE LL++SGAI   GSV+ G+T TD M LER+RGITI
++AV
Sbjct  1    
MRMLNLGIVAHVDAGKTSLTERLLFSSGAIRRLGSVDDGSTTTDGMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F    C+V+++DTPGH DF+AEV R+L VLDGAILVISA +GVQA TR+L   
LR M 
Sbjct  61   
AAFTTADCRVHLIDTPGHTDFVAEVERALGVLDGAILVISAVEGVQAHTRVLMRTLRAMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            +PT++F+NKID+ G     ++  +R  LS   I + + V L       +  +I A 
DA +
Sbjct  121  VPTILFVNKIDRVGARHTELLADIRRLLSDTAIPLNRPVDLGSRAA--DVVEI-
APDAAL  177

Query  180  --ENNDKLLEKYIAGEPISREKLVREEQRRVQDASL-
FPVYYGSAKKGLGIQPLMDAVTG  236
              E++D +LE Y+ G+    E L+REE R    A L  PV +GSA  G+GI  L+  
+  
Sbjct  178  LAEHSDAVLESYVDGQ--
VDENLLREELRAQSRAGLAHPVLFGSAITGVGISALLKGIAE  235



Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L   +       L G VF VE+    QR    RL+SG+L  RD V         +  
M +
Sbjct  236  LLPSVEAVPDGPLDGVVFAVEHGR--QRLAVARLFSGSLAARDEVTF--
DSGSGVATMVL  291

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               GE  R  +     I  LP   +R+ D LG      R   R  P P L T +   
TA 
Sbjct  292  DVSGERTRVPSGGIARIGGLP---LRIGDRLGS-AGASRTPARFSP-
PTLETVV---TAD  343

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                L  AL+QLAD DPL+     S    +++S  G VQ EV++A L E++ +  V   
P
Sbjct  344  DPTALFTALSQLADQDPLIDVRRSS-
PGSLVVSLYGEVQREVIAARLEEEFGIAAVFSAP  402

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             VI +ER +    H +    +  P   WA+IGL V P S  SGV +   V  G L  
+F 
Sbjct  403  RVICVER-VAGVGHAVQSIGDTTPVMHWATIGLRVEPGS--
SGVTFRLEVERGSLPAAFL  459

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             A+ +     L +G+ GW V DC +   +  + SPVS  ADFR L P+VL  AL E
+GT 
Sbjct  460  
TAIEETAHEELREGVHGWQVVDCDVTLTHSGFCSPVSVAADFRGLTPLVLADALAEAGTV  519

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            + +P+    L  P+E LS   +   +     ET  V+    +    IP+  ++ +   
L 
Sbjct  520  
VCQPWDEVELEVPEEALSSVLNALIRLDGLPETPLVRNGSALVEAVIPSARLREFHRVLP  579

Query  595  FYTNGRSVCLTELKGYQAAVGQP  617
              + G  V  +   G++   G+P
Sbjct  580  GLSGGSGVLTSRFSGHRPVSGEP  602

>AIA10470.1 elongation factor Tu GTP binding domain protein 
[uncultured bacterium]
Length=621

 Score = 358 bits (920),  Expect = 4e-112, Method: Compositional 
matrix adjust.
 Identities = 212/619 (34%), Positives = 335/619 (54%), Gaps = 



12/619 (2%)

Query  30   
ISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSL  89
            I + GSV+ G+T+TD++ LERQRGITI++AV SF      VN++DTPGH DF+AEV 
R L
Sbjct  2    
IDKLGSVDHGSTQTDSLALERQRGITIKSAVVSFVIDDVTVNLIDTPGHPDFIAEVERVL  61

Query  90   
AVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
            +VLDGA+LVISA +GVQAQTR+L  AL++++IPT+IFINKID+ G   + V++ + 
+KL+
Sbjct  62   
SVLDGAVLVISAVEGVQAQTRVLMRALQRLHIPTLIFINKIDRRGAHAEHVLRQIAEKLT  121

Query  150  ADIIIKQTVS--------LSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEP-
ISREKL  200
              +I     S         +P    + +      D   +++D LL  Y+  E  ++  
+L
Sbjct  122  
PAMIPMGATSDLGTRSARYTPYGAADADWMPRLVDLPADHDDALLAAYVDDETTVAYRQL  181

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
              E   +   A ++PV++GSA  G G+  L+  +  L           + G+VFK
+E   
Sbjct  182  
RSELAAQTSQALVYPVFFGSAITGAGVDALIAGIKELLPATEGDADGPVSGTVFKIERGA  241

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-D  319
             G++  Y+R++SGT+R+RD +      + ++T + +   G  VR  +    +I  L    
Sbjct  242  
AGEKIAYVRMFSGTVRVRDRLQFGRHNEGRVTAISVFDCGSAVRRASVAARQIGKLWGLG  301

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
             V++ D +G P R   +R    P P L T + P+  A R  L  AL QLA+ DPL+    
Sbjct  302  DVQIGDAIGIP-RTTAERHSFAP-
PTLETIVVPRHPADRGALHIALAQLAEQDPLINLRQ  359

Query  380  
DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN  439
            + I  E+ +S  G VQ EV+ A L+  + ++   +E + I +ERP+   +    +   
PN
Sbjct  360  
NDIRRELFVSLYGEVQKEVIQATLASDFGIDVDFRETTTICIERPIGTGAAAELLGKAPN  419

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            PF A++GL + P  + +GV++   V LG +  SF  AV D ++  L+QGL+GW V 
DC +
Sbjct  420  



PFVATVGLRIEPAPISTGVEFRLEVELGSIPLSFHKAVEDTVKATLQQGLYGWQVMDCIV  479

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
               +  Y S  ST  DFR L P+VL  AL+++GT++ EP   F L  P +   R      
Sbjct  480  
TMTHSGYSSVSSTAGDFRHLTPLVLMSALQQAGTRVYEPMHRFHLEIPADAFGRIVPVLA  539

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  A  +T+ ++    +  G IPA  +   +  L   T G  V  +    YQ   G    
Sbjct  540  
QLRAVPQTSAMRGSSCLLEGTIPAARVHELQQQLPALTRGEGVLESAFDRYQPVGGTTPT  599

Query  620  QPRRPNSRLDKVRHMFQKV  638
            +PR  ++ L++  ++   V
Sbjct  600  RPRSDHNPLNRKEYLLHVV  618

>WP_012998773.1 GTP-binding protein [Streptomyces scabiei]
 CBG68040.1 putative tetracycline resistance protein [Streptomyces 
scabiei 
87.22]
Length=676

 Score = 360 bits (924),  Expect = 5e-112, Method: Compositional 
matrix adjust.
 Identities = 234/668 (35%), Positives = 347/668 (52%), Gaps = 
34/668 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RILNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NK+D+ G   + +++S+  +L   I+    + +  + +              
+ 
Sbjct  123  
PTLVFVNKVDRRGARHRDLLESIAARLDPAIVSLGEVAELGTPAARFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E+++ LL  Y+  G  +   +L      +   A + PV++GSA  G GI  L+D 



++G
Sbjct  183  
LAEHDEDLLAAYVDDGAAVPDSRLREALAAQTGAALVHPVFHGSAITGAGIAELVDGISG  242

Query  237  LF---------QPIGEQGSAAL----
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            L           P    GSA        +VFKVE    G++  Y+R+++GT+R+RD 
+  
Sbjct  243  
LLPATDTTDTTDPTDVTGSAGADTPPSATVFKVERGPAGEKIAYVRMFTGTVRVRDRLPF  302

Query  284  A-GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
              G  + K+T + +   G  VR      G I  L     +R+ D +G P           
Sbjct  303  
RDGTREGKVTGIGVFEGGGAVRATAVRAGRIARLWGLADIRIGDTVGTPRARAAGGHHFA  362

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T + P  A     L  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A
Sbjct  363  P-
PTLETVVLPARAEDAGALHVALTQLAEQDPLIGLRHDELRQELSVSLYGEVQKEVVQA  421

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+++Y L+   +E + + +ER     +   + +   NPF A++GL V P   G
+GV + 
Sbjct  422  
TLADEYGLDVTFRETTPLCVERLAGCGAAVEYNKKDGNPFLATVGLRVEPAPAGAGVGFR  481

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSP  509
              V LG +  +F  AV D +R  LEQGL GW V DC +   +            G   
S 
Sbjct  482  
LEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTLTHCGYSPRQSHAHQGFDKSM  541

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST ADFR L P+VL  AL+++GT++ EP   F + AP + L           A     
+
Sbjct  542  
SSTGADFRGLTPLVLTDALRQAGTRVHEPVHRFRVEAPADTLGALLPVLAALRAVPRDTR  601

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-
IQPRRPNSRL  628
                 V   G +PA  +      L   TNG     T    +    G  V  +PR  
++ L
Sbjct  602  
ASGAAVRLEGLVPAARVHELEQRLPGPTNGEGELETAFDHFAPVAGPDVPARPRTDHNPL  661

Query  629  DKVRHMFQ  636
            D+  ++  



Sbjct  662  DRKEYLLN  669

>WP_106581006.1 GTP-binding protein [Murinocardiopsis flavida]
 PSL00828.1 ribosomal protection tetracycline resistance protein 
[Murinocardiopsis 
flavida]
Length=657

 Score = 360 bits (923),  Expect = 5e-112, Method: Compositional 
matrix adjust.
 Identities = 236/656 (36%), Positives = 342/656 (52%), Gaps = 
24/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE +LY +GAI   GSV+ GTTRTDT  +ER+RGIT+
++AV
Sbjct  1    
MPTLNIGILAHVDAGKTSLTERILYDAGAIERLGSVDAGTTRTDTGAIERERGITVRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   
LR M 
Sbjct  61   
ASFTVGGLRVNLVDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQPQTRVLMRTLRAMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +PTV+F NKID+AG    +++  +R +L+A I+         +    +  +      
A D
Sbjct  121  
LPTVLFANKIDRAGARDTALLAEIRRRLTAHIVPVNRPTDAGTAGARVAADPGFPGTAAD  180

Query  177  AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA--
SLFPVYYGSAKKGLGIQPLMDAV  234
             + +N+D LLE  ++G   +  ++  EE+   Q A  ++ P+++GSA  G G+  L
++ V
Sbjct  181  VLADNDDALLEALVSGPAPTGAEI--
EERLAAQTAAGTVHPLFFGSALSGTGVAALVEGV  238

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------AGR  286
              L          A  G+VF VE    G+   YLRL +G LR+R  VA+        
A  
Sbjct  239  
ARLLPTAAADTDGAARGTVFAVERGRAGEATGYLRLDAGRLRVRQRVAVHRSGPDGAAET  298

Query  287  
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
               +IT +++       R          +     VR+ D +G     P ++ R    
P L
Sbjct  299  VSARITGLQVIGAPADAREPLTAGNLAKVRGLPGVRVGDRIG-AAEAPAEQQRFT-



RPSL  356

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P+ +    RL  AL  LAD DP +           +L + G VQ E+++A 
L+ +
Sbjct  357  ETLVRPRRSGDAARLHAALVALADQDPWISTRSAPGEGTSVLLY-
GEVQKEIIAATLAAE  415

Query  407  YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-FWASIGLSVTPLSLG-
SGVQYESRV  464
            + +E V     V+Y ERP          +  P P F+A+IGL V P   G +G  Y   
V
Sbjct  416  
FDVEAVFAPSRVVYSERPTGTGEAFEAYDRQPRPRFYATIGLRVAPAPAGDTGNAYGVAV  475

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
              G L ++F  A+ + +   L QGL GW VT C +      Y SPVST ADFR 
LAP+VL
Sbjct  476  
EDGSLPRAFHRAIEEAVVRTLGQGLHGWPVTGCSVTLTRSGYASPVSTAADFRELAPLVL  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL E+GT++ EPY  +    P   LS            I  +    +  V  G 
IPAR
Sbjct  536  
MRALAEAGTRVYEPYHEYEAEVPAGALSAVAAQFGALGVGIGESAGDAETAVLRGAIPAR  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK---VRHMFQK  
637
             +      L   ++G  V  +     +A  G+   +PR   + LD+   +RH+ Q+
Sbjct  596  LVAEVERRLPGLSHGEGVWWSRASADRAVAGRAPERPRTDGNPLDREEYLRHLSQR  
651

>WP_086829108.1 GTP-binding protein [Allokutzneria sp. NRRL B-24872]
Length=618

 Score = 358 bits (919),  Expect = 5e-112, Method: Compositional 
matrix adjust.
 Identities = 228/631 (36%), Positives = 337/631 (53%), Gaps = 
31/631 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GI+AHVDAGKT+LTE LL+ SG+I   GSV+ G+T TD M LER+RGITI
++AV
Sbjct  1    
MRMLNLGIVAHVDAGKTSLTERLLFESGSIRRLGSVDDGSTTTDGMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             +F  + C+V+++DTPGH DF+AEV R+L VLDGAILV+SA +GVQA TR+L   
LR M 
Sbjct  61   
AAFTANDCRVHLIDTPGHTDFVAEVERALGVLDGAILVLSAVEGVQAHTRVLMRTLRAMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT++F+NKID+ G     ++  +R +L +D ++       P  +   N D+   A 
DA 
Sbjct  121  VPTILFVNKIDRVGARHTELLADIR-RLLSDAVVPLN---
RPTDLGTRNADVVEVAPDAE  176

Query  179  I--
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +  E++D +L+ Y+  E I    L  E + R +   + PV++GSA  G+GI  L   
+  
Sbjct  177  VLAEHSDAVLQSYVDDE-
IDTTLLAEELRARSRAGLVHPVFFGSAITGVGITALRKGIAE  235

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------KL  289
            L           L G VF VE+    QR    RL+SG+L  RD V  A R          
Sbjct  236  LLPSSDPAPDGQLDGVVFAVEHGR--
QRFAVARLFSGSLTARDEVTFARRNASGAVIVDS  293

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR-
KRWREDPLPMLRT  348
             +T   + + GE     T   G I  +   ++R+ D LG  T  P   R+R    P 
L T
Sbjct  294  GVTTAVLNASGE---RATVPAGGIARIGGVALRVGDRLGSTTFSPAPARFRP---
PTLET  347

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +   TA     L   L+QLAD DPL+          +++S  G VQ EV++A L
+E++ 
Sbjct  348  VV---
TAEDPTALFTGLSQLADQDPLINVRRGQSPGSLVVSLYGDVQREVIAARLAEEFG  404

Query  409  LETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +      P V+ +ER +    H +    +  P   WA+IGL V P +  SGV +      
Sbjct  405  VAAEFSAPRVVCVER-
VAGTGHALQSMGDTSPVRHWATIGLRVEPGARDSGVVFRLEAER  463

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ + +   L +G+FGW V DC +   +  Y SP+ST ADFR L PI
+L +
Sbjct  464  
GSLPAAFITAIEETVHAALREGVFGWQVVDCVVTLTHTGYASPISTGADFRGLTPIILAK  523

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586



            AL E+GT + EP     L  P++ LS       ++    ET  V+         IP
+  +
Sbjct  524  
ALGEAGTVVCEPLDEVELEVPEDLLSAVLTTLIRHDGLPETPLVRNGSATVDAVIPSARL  583

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            + +   L   T G  V ++   G++   G+P
Sbjct  584  REFHRLLPGLTGGAGVLISRFGGHRPVTGEP  614

>WP_087767437.1 GTP-binding protein [Streptomyces sp. CS057]
 OWA15977.1 GTP-binding protein [Streptomyces sp. CS057]
Length=655

 Score = 359 bits (922),  Expect = 5e-112, Method: Compositional 
matrix adjust.
 Identities = 230/655 (35%), Positives = 344/655 (53%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAMGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS DI+          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDIVAMGSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++DKLL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDKLLSAYVDDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--  287
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ V   G 
+  
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVVRFRGPDGQ  298

Query  288  --KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-



DPTRLPRKRWREDPL  343
              + +I+ + +   G  V       G I  L   + +R+ D  G D     R+ +     
Sbjct  299  
EGEGRISAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSAGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+   
L
Sbjct  356  
PTLETVVVPRRPEDRGALHVALGRLAEQDPLIAVRRDELRGEMSLSLYGEVQKEVIRTTL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I  ERP         I+  PNPF A++GL V P   GSGV 
+   
Sbjct  416  
AEEFGVDVIFRGTTTICRERPTGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVDFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  +   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPALMRAVEETVRATLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GTQ+ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTQVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G +   G    +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGATRGEGVLESAFAGDRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_037726743.1 GTP-binding protein [Streptomyces scabiei]
 KFG06499.1 GTP-binding protein [Streptomyces scabiei]
Length=676

 Score = 360 bits (924),  Expect = 5e-112, Method: Compositional 
matrix adjust.
 Identities = 234/668 (35%), Positives = 347/668 (52%), Gaps = 
34/668 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    



RILNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NK+D+ G   + +++S+  +L   I+    + +  + +              
+ 
Sbjct  123  
PTLVFVNKVDRRGARHRDLLESIAARLDPAIVSLGEVAELGTPAARFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E+++ LL  Y+  G  +   +L      +   A + PV++GSA  G GI  L+D 
++G
Sbjct  183  
LAEHDEDLLAAYVDDGAAVPDSRLREALAAQTGAALVHPVFHGSAITGAGIAELVDGISG  242

Query  237  LF---------QPIGEQGSAAL----
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            L           P    GSA        +VFKVE    G++  Y+R+++GT+R+RD 
+  
Sbjct  243  
LLPATDTTDTTDPTDVTGSAGADTPPSATVFKVERGPAGEKIAYVRMFAGTVRVRDRLPF  302

Query  284  A-GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
              G  + K+T + +   G  VR      G I  L     +R+ D +G P           
Sbjct  303  
RDGTREGKVTGIGVFEGGGAVRATAVRAGRIARLWGLADIRIGDTVGTPRARAAGGHHFA  362

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T + P  A     L  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A
Sbjct  363  P-
PTLETVVLPARAEDAGALHVALTQLAEQDPLIGLRHDELRQELSVSLYGEVQKEVVQA  421

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+++Y L+   +E + + +ER     +   + +   NPF A++GL V P   G
+GV + 
Sbjct  422  
TLADEYGLDVTFRETTPLCVERLAGCGAAVEYNKKDGNPFLATVGLRVEPAPAGAGVGFR  481

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSP  509
              V LG +  +F  AV D +R  LEQGL GW V DC +   +            G   
S 



Sbjct  482  
LEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTLTHCGYSPRQSHAHQGFDKSM  541

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST ADFR L P+VL  AL+++GT++ EP   F + AP + L           A     
+
Sbjct  542  
SSTGADFRGLTPLVLTDALRQAGTRVHEPVHRFRVEAPADTLGALLPVLAALRAVPRDTR  601

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-
IQPRRPNSRL  628
                 V   G +PA  +      L   TNG     T    +    G  V  +PR  
++ L
Sbjct  602  
ASGAAVRLEGLVPAARVHELEQRLPGPTNGEGELETAFDHFAPVAGPDVPARPRTDHNPL  661

Query  629  DKVRHMFQ  636
            D+  ++  
Sbjct  662  DRKEYLLN  669

>OMF07155.1 GTP-binding protein [Paenibacillus sp. FSL H7-0331]
Length=665

 Score = 360 bits (923),  Expect = 5e-112, Method: Compositional 
matrix adjust.
 Identities = 214/626 (34%), Positives = 342/626 (55%), Gaps = 
23/626 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG I   GSV+ GT +TD++ +ER+RGI+++A
+VT   
Sbjct  10   
NIGIFAHVDAGKTTTTEQMLYQSGRIRTLGSVDTGTAQTDSLDVERERGISVRASVTRLS  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQ+QT +++ ALR M 
+PT+
Sbjct  70   
WQGVSINLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQSQTEVIWQALRDMRMPTI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENTDIEAWDA  177
            I++NK+D+ G D  +V++ +R  L+   +       ++   +   +++    T+ 
EAW A
Sbjct  130  
IYMNKMDRVGADPLAVMEQIRRLLTPGAVPIQAPNGVEDAFAGPVDLLDVSRTEYEAWAA  189

Query  178  ---------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                       E +D L+ +Y+  E +   +L+      VQ +   P+ +G++ +G



+G+ 
Sbjct  190  
PYRKLLVEYAAEQDDTLMLQYMDTEDVRTAELLPVLLDSVQRSHCVPICFGASNRGMGVA  249

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA--
LAGR  286
             LMD +  L         A L G VFK+E      R  ++RLY+G +R RDTV     
G 
Sbjct  250  
QLMDMMVHLLPAPAGVNEAELSGIVFKLEKDATMGRIAHVRLYNGVIRNRDTVPNHTLGI  309

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            E+ K+T++R     + + T     G+I  +      R+ D++G P  +P +  +   
+P+
Sbjct  310  EE-KVTQIRKVEGQKTIDTGILQAGDIASVYGWSRARIGDIIGSPKGVPGE--
QRLAVPL  366

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +  +  A+   ++ A+ +LAD DPLL  +      E+ L  +GR+Q+E+++ 
LLS 
Sbjct  367  
LTVQVHWRNEAEYPAVIAAMQELADEDPLLDLQWLQDDRELHLKVMGRIQMEIITHLLSS  426

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ L   + EPSVIY E P+ A    +   + P P WA +   + P + GSG++Y 
S V 
Sbjct  427  RFGLVVTLGEPSVIYKETPVHAGEGFMAYTM-
PKPCWAILRFRIEPGARGSGLRYSSIVR  485

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              +L + +QN V   +   LEQGL GW VTD  I    G ++   + P DF    P
+ + 
Sbjct  486  
NEHLLERYQNEVARRVPIALEQGLRGWEVTDLIITLVEGEHHVWHTHPLDFVIATPMGIM  545

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L  +GT+LLEP L F L  P+EY  +  ++        +T  ++   +   G 
+P   
Sbjct  546  
DGLANTGTKLLEPMLRFRLSTPEEYGGKLMNELVLMRGQFDTPVLRNGRMDIEGILPVAT  605

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
               + + L   T GR +      GYQ
Sbjct  606  SLDFPSRLGSLTKGRGMLSVFFAGYQ  631

>PLW96498.1 GTP-binding protein [Marinilabiliales bacterium]
Length=661



 Score = 360 bits (923),  Expect = 6e-112, Method: Compositional 
matrix adjust.
 Identities = 224/658 (34%), Positives = 357/658 (54%), Gaps = 
34/658 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGILAHVDAGKTTLTE++L+ASGAI   GSV+ GT  TD M LE++RGI+I+ 
A  
Sbjct  4    
QIRNIGILAHVDAGKTTLTENMLFASGAIRSKGSVDAGTAITDQMELEKKRGISIRTAPV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S+QW    +N++DTPGH DF++EV RSL ++D AILV+SA +GVQ+ T +L+HAL+ 
M I
Sbjct  64   
SYQWKGQTINLIDTPGHADFVSEVERSLYIMDSAILVLSAVEGVQSHTYLLWHALKSMKI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP-----------
EIVLEENT  170
            PT+I INK D+ G D + VV     +L  ++ I+  +  +P           ++  
EE  
Sbjct  124  PTIIVINKTDRQGADFRKVVS----
QLIKELKIQPAILHNPVDEGESGANYTDLWDEEGG  179

Query  171  DIE----
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
            D E      +A+  N+D+L+E+Y+ G   SR++++   + ++++ ++ P+    AK  
+G
Sbjct  180  
DDELRTITLEALSANDDELMERYLEGANFSRKEIITNIKAQIKENNVVPILSAVAKNDIG  239

Query  227  IQPLMDAVTGLFQPIGEQGSAALCGS-----
VFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
               LMDA+  +  P     S +L  S     VFKVE+     R  ++RL++G L  
+D V
Sbjct  240  TNALMDAMIEVLPP----
SSPSLTNSEPAATVFKVEHDPAFGRLAHVRLFNGKLTAKDVV  295

Query  282  ALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWR  339
                ++ ++KI  ++     + V T     G+I IL     +R  D+LG+P  +  
K+  
Sbjct  296  
YNHSQQTEMKIATIKKNQTSKYVDTGVIECGDIGILSGMPDIRPGDILGNPAGVRAKKQL  355

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            +   P+L   I P+  +   RL +AL ++   DP L         E+ ++  G ++
++++
Sbjct  356  Q--
TPVLTIQIHPEEESDYGRLGEALEKIDAEDPNLGFRWYKDDKEMHVTLTGYMRMQIL  413



Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L  ++ +     +P+VIY E P+ +A+  +   + P P WA +G  + P   
GSGV 
Sbjct  414  QAELMSRFGIGIEYDDPTVIYKETPVSSATGFVEYTM-
PKPCWAVMGFRIEPGEPGSGVV  472

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y S V +  +++ +QN V   I   L+QG+ GW VTD KI    G  +   S P 
DF   
Sbjct  473  
YSSEVGVNKIHRKYQNEVERTIPRALQQGIKGWEVTDIKITLSAGEDHEIHSRPGDFILA  532

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+ +   L  +GT+LLEP   F + AP+E L     D       IE+ + + D V  
+G
Sbjct  533  
TPMGIMDGLMNAGTKLLEPVYRFHIIAPEESLGSIAGDINGMRGVIESPEFEDDMVKISG  592

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-
AAVGQPVIQPRRPNSRLDKVRHMFQ  636
             +P      Y   L+  T G+ +   E  GYQ  A G+   +P +  + LD+ + +  
Sbjct  593  
LVPVATSHNYGIRLSSITKGKGIIRFEFSGYQECAEGEGKERPYKGVNPLDRSQWILH  650

>SEF74622.1 ribosomal protection tetracycline resistance protein 
[Nonomuraea 
solani]
Length=660

 Score = 359 bits (922),  Expect = 6e-112, Method: Compositional 
matrix adjust.
 Identities = 241/666 (36%), Positives = 345/666 (52%), Gaps = 
39/666 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+A+GAI E GSV+ G T+TD++ LERQRGITI+
+AV S
Sbjct  1    
MLNLGILAHVDAGKTSLTERLLHAAGAIDEVGSVDDGNTQTDSLALERQRGITIKSAVVS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR+
+ IP
Sbjct  61   
FVIGGTTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLGIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKL-
SADIIIKQTVSLSPEIVLEENTDIEAW-----D  176



             ++F+NKID+ G     V++ +  KL  A + +  T  L          D  A      
+
Sbjct  121  
ALVFVNKIDRRGARYDGVLREITGKLVPAAVAMGVTTGLGTRAAAFTPFDGAAGFEGLVE  180

Query  177  AVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             + E  ++LL  Y+  E  +S  +L  E   +   A   PV++GSA  G G+  L+  
+ 
Sbjct  181  
VLAEQGEELLAAYVDDERSVSYARLRAELVAQTGRAVAHPVFFGSAITGAGVDALIAGIE  240

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L  P  +     + G+VFKVE    G++  Y+R+  GTLR RD +   G  + K
+T + 
Sbjct  241  
ELLPPAQDDPGGPVAGTVFKVERGQAGEKIAYVRMSGGTLRTRDRLRFGGGREGKVTGIS  300

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL------
GDPTRLPRKRWREDPLPMLRT  348
            +   G  VR      G I  L     VR+ D +       D  R P       P P 
L T
Sbjct  301  VFDGGTSVRAQQVTAGRIARLWGLTDVRIGDHVTSLEGGADAVR-PASEGHFAP-
PTLET  358

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+  A +  L  AL QLA+ DPL+    D +  E+ +S  G VQ EVV A L   
+ 
Sbjct  359  
VVVPRRPADKGALHLALAQLAEQDPLIGLRQDDLRQEVSVSLYGEVQKEVVQATLMADFG  418

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+   +E + I +ERP    +    I   PNPF A++GL V P  +  GV++   V 
LG 
Sbjct  419  
LDVTFRETTTIRVERPTGTGAAIEVIAKAPNPFLATVGLRVEPGPVDGGVEFRLEVELGS  478

Query  469  LNQSF----QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVST  512
            L  +F    ++ VRD +R+G   GL GW V DC +   +  Y+            S  
ST
Sbjct  479  LPYAFMRTIEDTVRDTLRHG---
GLHGWEVVDCVVTLTHSGYWARQSHMGGGFDKSMSST  535

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR+L P+VL  ALK +GT + EP   F L  P + L       P         
+ ++
Sbjct  536  AGDFRNLVPLVLMAALKRAGTTVYEPMHRFRLELPPDTLGPVL---
PVLAGLGAIPRTRQ  592



Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            D +V  G+IPA  +      L   T G  +       YQ   G   ++PR  ++ 
LD+  
Sbjct  593  DALV-
EGDIPAAGVHELERRLPSLTRGDGLLECGFDRYQPVRGPIPVRPRTDHNPLDRKA  651

Query  633  HMFQKV  638
            ++   V
Sbjct  652  YLLHVV  657

>WP_083689717.1 GTP-binding protein [Paenibacillus sp. FSL H7-0331]
Length=667

 Score = 360 bits (923),  Expect = 6e-112, Method: Compositional 
matrix adjust.
 Identities = 214/626 (34%), Positives = 342/626 (55%), Gaps = 
23/626 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG I   GSV+ GT +TD++ +ER+RGI+++A
+VT   
Sbjct  12   
NIGIFAHVDAGKTTTTEQMLYQSGRIRTLGSVDTGTAQTDSLDVERERGISVRASVTRLS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQ+QT +++ ALR M 
+PT+
Sbjct  72   
WQGVSINLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQSQTEVIWQALRDMRMPTI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENTDIEAWDA  177
            I++NK+D+ G D  +V++ +R  L+   +       ++   +   +++    T+ 
EAW A
Sbjct  132  
IYMNKMDRVGADPLAVMEQIRRLLTPGAVPIQAPNGVEDAFAGPVDLLDVSRTEYEAWAA  191

Query  178  ---------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                       E +D L+ +Y+  E +   +L+      VQ +   P+ +G++ +G
+G+ 
Sbjct  192  
PYRKLLVEYAAEQDDTLMLQYMDTEDVRTAELLPVLLDSVQRSHCVPICFGASNRGMGVA  251

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA--
LAGR  286
             LMD +  L         A L G VFK+E      R  ++RLY+G +R RDTV     
G 
Sbjct  252  
QLMDMMVHLLPAPAGVNEAELSGIVFKLEKDATMGRIAHVRLYNGVIRNRDTVPNHTLGI  311



Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            E+ K+T++R     + + T     G+I  +      R+ D++G P  +P +  +   
+P+
Sbjct  312  EE-KVTQIRKVEGQKTIDTGILQAGDIASVYGWSRARIGDIIGSPKGVPGE--
QRLAVPL  368

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +  +  A+   ++ A+ +LAD DPLL  +      E+ L  +GR+Q+E+++ 
LLS 
Sbjct  369  
LTVQVHWRNEAEYPAVIAAMQELADEDPLLDLQWLQDDRELHLKVMGRIQMEIITHLLSS  428

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ L   + EPSVIY E P+ A    +   + P P WA +   + P + GSG++Y 
S V 
Sbjct  429  RFGLVVTLGEPSVIYKETPVHAGEGFMAYTM-
PKPCWAILRFRIEPGARGSGLRYSSIVR  487

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              +L + +QN V   +   LEQGL GW VTD  I    G ++   + P DF    P
+ + 
Sbjct  488  
NEHLLERYQNEVARRVPIALEQGLRGWEVTDLIITLVEGEHHVWHTHPLDFVIATPMGIM  547

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L  +GT+LLEP L F L  P+EY  +  ++        +T  ++   +   G 
+P   
Sbjct  548  
DGLANTGTKLLEPMLRFRLSTPEEYGGKLMNELVLMRGQFDTPVLRNGRMDIEGILPVAT  607

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
               + + L   T GR +      GYQ
Sbjct  608  SLDFPSRLGSLTKGRGMLSVFFAGYQ  633

>WP_013477235.1 GTP-binding protein [Micromonospora sp. L5]
 ADU11289.1 small GTP-binding protein [Micromonospora sp. L5]
Length=651

 Score = 359 bits (921),  Expect = 7e-112, Method: Compositional 
matrix adjust.
 Identities = 227/647 (35%), Positives = 340/647 (53%), Gaps = 
25/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA++EPGSV+ GTTRTD++ LER+RGITI
+AAV



Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVAEPGSVDAGTTRTDSIELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       +N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLSINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEAWDA--  177
            +PTV F NK+D+ G D+      VR +L A  ++  TV+       L    D++A     
Sbjct  121  
VPTVFFFNKVDRGGADVDRATAQVRQRLGARPVLLTTVTGQGSREALVHAVDLDAEPVVA  180

Query  178  -
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E +D +  +++   P+    + R  +R V+ A L P   GSA  G G++ L D 
+  
Sbjct  181  
EVAEVDDAVAARWLTDRPVRVRDVRRALRRAVRGAELVPAVCGSAITGAGVRRLCDVLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P GE       G+VF V+    G RRV+LRL+SG LR+RD V LAG     
+TE+ +
Sbjct  241  LL-PYGEARDGPPAGTVFAVDRDGHG-
RRVWLRLWSGRLRVRDRVQLAGGRPEPVTEIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +   G+I  +   S R+   +GDP   PR+     P P  +  + P   
A
Sbjct  299  IEPAGVLVRRSVSAGQIAAVRGVSARIGQHIGDP---
PRRHGYRFPPPTRQAVVEPVDPA  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL+ ++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMEDRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER          +    NP+ A +GL +     G G+++   +  G L  
+F  A
Sbjct  416  
LTACIERVAGTGPAEERLRERGNPYLAGLGLRIDAAPAGHGIEFRPGIEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R  L QG  GW VTDC +      Y+   S P            ADFR
+LAP+V+



Sbjct  476  
TEEGVRAALRQGRHGWPVTDCTVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+++GT++ +P   F +  P+  +        +  A +    V    +  +G 
+P+ 
Sbjct  536  
AAALRQAGTRVCQPIERFDVNLPRHAVETVLALLGRLGAVVHDTAVAGGYLEVSGTLPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR---PNSR  627
             +      L   T G +V  T    Y    G +P   PRR   P+ R
Sbjct  596  RVPRVVAALPDLTGGEAVLTTTFDHYAPVTGEEPPTLPRRGPDPDDR  642

>ACH92689.1 tetracycline resistance protein, partial [Enterococcus 
faecalis]
 ACH92690.1 tetracycline resistance protein, partial [Enterococcus 
faecium]
Length=218

 Score = 343 bits (881),  Expect = 7e-112, Method: Compositional 
matrix adjust.
 Identities = 162/218 (74%), Positives = 186/218 (85%), Gaps = 0/218 
(0%)

Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  
VDS 
Sbjct  1    
LNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDST  60

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
            THEIILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHIEVPPNPFW
Sbjct  61   
THEIILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFW  120

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGLSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+
Sbjct  121  
ASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFK  180

Query  503  YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYL
Sbjct  181  YGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYL  218

>WP_005483987.1 GTP-binding protein [Streptomyces bottropensis]
 EMF51818.1 tetracycline resistance protein [Streptomyces 



bottropensis ATCC 
25435]
Length=676

 Score = 360 bits (923),  Expect = 8e-112, Method: Compositional 
matrix adjust.
 Identities = 241/659 (37%), Positives = 338/659 (51%), Gaps = 
33/659 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  G I E GSV++G+TRTDT+ LER+RGITI
+AAV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDEGSTRTDTLALERRRGITIKAAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFAIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-SPE--
IVLEENTDIEAWDA  177
            PT+IF+NKID+ G   Q +++S+  +L+  I+ + +   L +PE   +  +       
+ 
Sbjct  123  
PTLIFVNKIDRRGARHQDLLESIAARLTPAIVPMGEVAGLGTPEAHFLPYDPLPPRLLEL  182

Query  178  VIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E +D LL  Y+  E  +   +L      R   A + PV++GSA  G GI  L+D 
+  
Sbjct  183  
LAEYDDDLLAAYVDDETAVPEARLRAALAARTGGAQVHPVFHGSAITGSGITELVDGIRE  242

Query  237  LFQPIGEQGSAAL------------
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-  283
            L                         G+VFKVE    G++  Y+R++ GT+R+RD 
+A  
Sbjct  243  
LLPSTDADQGDDTAGGGDGEAAAPPSGTVFKVERGPAGEKIAYVRMFDGTVRIRDRLAFR  302

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
             G  + K+T + +   G  VR      G I  L     +R+ D +G P            
Sbjct  303  
DGAREGKVTAISVFEGGADVRAAAVSAGRIARLWGLADIRIGDTVGVPRDRATAYGHHFA  362

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P  A     L  ALTQLA+ DPL+    D +  EI +S  G VQ 
EVV A 



Sbjct  363  
PPTLETVVLPARAEDGAALHLALTQLAEQDPLIGLRHDELRREISVSLYGEVQKEVVQAT  422

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+++Y L+   +E + + +ER     +     +   NPF A++GL V P   GSGV 
+  
Sbjct  423  
LADEYGLDVTFRETTTLCVERLAGVGAAVEFDKKDGNPFLATVGLRVEPAPAGSGVAFRL  482

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPV  510
             V LG +  +F  AV D +R  LEQGL GW V DC +   +            G   
S  
Sbjct  483  
EVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTMTHSGYSPRQSHAHQGFDKSMS  542

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST ADFR L P+VL  AL+ +GT++ EP   F + AP + L           A     
+ 
Sbjct  543  
STGADFRGLTPLVLTDALRRAGTRVHEPMHRFRIDAPADTLGAVLPVLAALRAVPRDTRT  602

Query  571  
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
                V   G +PA  + A    L   TNG     T    Y       V  P RP + 
L+
Sbjct  603  SGAAVRLEGLVPAARVHALEQRLPGPTNGEGELETAFDHYAPVDCAAV--
PSRPRTDLN  659

>WP_031126850.1 GTP-binding protein [Streptomyces sp. NRRL S-623]
Length=667

 Score = 359 bits (922),  Expect = 8e-112, Method: Compositional 
matrix adjust.
 Identities = 232/665 (35%), Positives = 348/665 (52%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDTIGSVDHGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLLRTLRRLR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPTV+F+NK D+ G    S+++S+ ++LS DI+          +  + +P    +     
Sbjct  121  
IPTVLFVNKTDRPGARYGSLLESITERLSPDIVAMGSARHLGTRDATGTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEPI--
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P+  +  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLAAYVD-
DPVALTHARLLAALAEQTGRCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
VDGITGLLPAATGDADAPARGTVFKVDRTAGGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G   R    R    
P P 
Sbjct  300  GEGKVSAVSVFEDGGEVPVPGVGAGRIARLKGLPDIRIGDSVG-
AARAQAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPRRPEDRGALHLALGRLAEQDPLIAVRRDELRKEVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +E + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRETTTICLERPAGTGAAVEFIDTEPNPFLATVGLRVAPGPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVHSTLRQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P +          +  A     +    
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVFEPMHRFRLELPADAFGALGPVLARLHAVPGPPETHGT  597



Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 GE+PA  +   +  L   T G     +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTMEGEVPAARVHELQQLLPGLTRGEGALESAFDGHRPVTGPAPDRPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662

>WP_099126970.1 GTP-binding protein [Streptomyces sp. ScaeMP-e48]
 SCK50157.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. ScaeMP-e48]
Length=667

 Score = 359 bits (922),  Expect = 8e-112, Method: Compositional 
matrix adjust.
 Identities = 236/674 (35%), Positives = 354/674 (53%), Gaps = 
48/674 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDTIGSVDHGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPTV+F+NK D+ G     +++S+ ++LS DI+          +  + +P    +     
Sbjct  121  
IPTVLFVNKTDRPGARYGPLLESITERLSPDIVAMGSARHLGTRDATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLAAYVD-
DPAALTHARLLAALAEQTGRCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            ++ +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE



Sbjct  240  
VEGITGLLPAATGDADAPARGTVFKVDRTAGGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G   R    R    
P P 
Sbjct  300  GEGKVSAVSVFEDGGEVPVPGVGAGRIARLKGLADIRIGDSVG-
AARAEAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPRRPEDRGALHLALGRLAEQDPLIAVRRDELRREVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +E + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRETTTICLERPAGTGAAVEFIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVHSTLRQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCAT  564
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P +            RA    P+   
T
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVYEPMHRFRLELPADAFGALGPVLARLRAVPGPPETHGT  597

Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            + T +         GE+PA  +   +  L   T G  V  +   G++   GQ   
+PR  
Sbjct  598  LCTLE---------
GEVPAARVHQLQQLLPGLTRGEGVLESAFDGHRPVTGQAPDRPRTD  648

Query  625  NSRLDKVRHMFQKV  638
            +  L +  ++ + V
Sbjct  649  HDPLHRKEYLLRTV  662

>WP_093151315.1 GTP-binding protein [Saccharopolyspora 
antimicrobica]
 SFN28241.1 ribosomal protection tetracycline resistance protein 
[Saccharopolyspora 



antimicrobica]
Length=609

 Score = 357 bits (917),  Expect = 1e-111, Method: Compositional 
matrix adjust.
 Identities = 224/607 (37%), Positives = 328/607 (54%), Gaps = 
52/607 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+I+NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTDT  +ERQRGIT+
++AV
Sbjct  1    
MRILNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGSTRTDTAAVERQRGITVRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN+VDTPGH DF  EV R+L VLDGA+LV+SA +GVQA+TRIL   
LR++ 
Sbjct  61   
VSFAVGDTQVNLVDTPGHSDFAGEVERALGVLDGAVLVLSAVEGVQARTRILLRVLRELG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA---  177
            +PT++FINKID+AG               A  ++ +    +P + +    DI   
DA   
Sbjct  121  LPTLLFINKIDRAGA-------------
RAAELLAEVERCAPVVPMTGVHDIGTPDARAV  167

Query  178  --------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                    + E +D+LL + I G P +  +L      +     + P ++GSA  G 
G+  
Sbjct  168  
PVPLDAEVLAERDDELLARVIDGPPPTPAELHVALADQTARCVVHPAFFGSAITGQGVPS  227

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AG  285
            L+D +TGL  P  E+ +    G +F +E    G++  YLRL+SG L  R  V       
G
Sbjct  228  LIDGITGLLPPACEEPATTPQGLIFAIERR-
SGRKTAYLRLFSGELVARQRVTFRREHGG  286

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD----
PTRLPRKRWRE  340
                ++T + +  +     +D   PG+I  I     +R+ D LGD     T L R     
Sbjct  287  ELAGRLTGLEVVGRA----
SDRMVPGDIGRITGFPGIRVGDRLGDRDVRSTGLSR-----  337

Query  341  DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE-
VDSITHEIILSFLGRVQLEVV  399
               P LRT ++ +   +  +L  AL +LA+ DPL+  + +    +E++L   G VQ 
EV+
Sbjct  338  ---PTLRTVVSAREPGEGPKLHAALQELAEQDPLIEAKPLPGGANEVLLH--



GEVQKEVI  392

Query  400  SALLSEKYKLETVVKEPSVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            +A L++ + +  V     V+ +ERP    +A     H    P+ FWA+IGL V P    
+
Sbjct  393  
AAALADDFGVAAVFGPSQVVLLERPTGVGEAVEEMGHRAAGPSGFWATIGLRVRPTGRRT  452

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            GV ++    LG L  +F  AV + +   +  GL GW VTDC +      +  PVST 
ADF
Sbjct  453  
GVVFDHETELGALPLAFHRAVEESVHAAMAHGLHGWAVTDCAVTMTRSGFVGPVSTAADF  512

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL +AL+++GT++ EP+  F+L  P + L+ A      + A I  A        
Sbjct  513  
RGLVPLVLRRALEQAGTRVYEPWHEFVLEVPLDVLAEATARLSAHRAKITEAVPSGAAWS  572

Query  577  FTGEIPA  583
              G IPA
Sbjct  573  VRGAIPA  579

>ASM62155.1 tetracycline resistance protein tetM, partial (plasmid) 
[Listeria 
monocytogenes]
Length=266

 Score = 345 bits (885),  Expect = 1e-111, Method: Compositional 
matrix adjust.
 Identities = 168/266 (63%), Positives = 206/266 (77%), Gaps = 0/266 
(0%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            LTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGH
Sbjct  1    
LTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G
+DL 
Sbjct  61   
MDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLS  120

Query  139  
SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
            +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ 



+   
Sbjct  121  
TVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEAL  180

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG
+VFK+EY
Sbjct  181  
ELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEY  240

Query  259  TDCGQRRVYLRLYSGTLRLRDTVALA  284
            T   QR  Y+RLYSG L LRD+V ++
Sbjct  241  TKKRQRLAYIRLYSGVLHLRDSVRVS  266

>WP_043177079.1 GTP-binding protein [Streptomyces sp. NRRL F-2890]
Length=644

 Score = 358 bits (919),  Expect = 1e-111, Method: Compositional 
matrix adjust.
 Identities = 235/640 (37%), Positives = 330/640 (52%), Gaps = 
36/640 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LLYA+G I   GSV+ G T+TD+M LERQRGITI
++AV
Sbjct  1    
MRMVNLGILAHVDAGKTSLTERLLYAAGVIDAIGSVDDGNTQTDSMSLERQRGITIRSAV  60

Query  61   TSFQWHR-
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             +F       VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
L ++
Sbjct  61   
VAFALDEDTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLLRL  120

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             IPT++FINK D++G   Q+V+  +R +            L+P +V     D E  
+ + 
Sbjct  121  RIPTLVFINKTDRSGARPQAVLDELRTR------------
LTPAVVAPTAPDDELAELLT  168

Query  180  ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            E +D LL  Y+ A  P+ R +L      +   A + PVY GSA  G G   L+  +    
Sbjct  169  
ERDDDLLAAYLDADGPLPRARLRAALAAQTGRALVHPVYQGSAITGEGTDALLSGIREFL  228

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                    A + G VFKVE    G+R  Y RL++GTL +RD +     EK+    +    



Sbjct  229  
PASAGDPGAPVSGRVFKVERGPAGERIAYARLFAGTLAVRDRLPGGPEEKVTAIGVFDRE  288

Query  299  KGEIVRTDTAYPGEIVILPSDS-VRLNDVLGD-
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +G  VR  +   G+I  L   S VR+ D +G  P       +   P P L T + P    
Sbjct  289  RGTDVRRASVTAGQIAKLWGLSGVRVGDPIGTVPAGAAGGHF---
PAPTLETVVEPCRPG  345

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +  L  AL QLA+ DPL+    D +  EI +S  G VQ EV+ A L+ +Y +    
+E 
Sbjct  346  
DKGTLHAALAQLAEQDPLINLRQDDLRREIAVSLYGEVQKEVIQATLAHEYGVAATFRET  405

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + I++ER           +   NPF A++GL V P   GSGV Y   V LG +  
+F  A
Sbjct  406  
TTIHVERLTGTGEAVEFNKKNGNPFLATVGLRVEPAPAGSGVTYRLGVELGSMPYAFMAA  465

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFRSLAPIV  523
            V D +R  L +GL+GW + D  +   +   YSP              ST ADFR L 
P+V
Sbjct  466  VEDTVRSTLREGLYGWEIPDVVVTMTHS-
GYSPRQSHAHAIFDKSMSSTGADFRHLTPLV  524

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P + L        +  A  +  + +    V  G 
IPA
Sbjct  525  
LMAALRRAGTRVHEPMHRFRLDLPADTLGPVMSVLARLRAVPDNPRTQHTGCVLEGAIPA  584

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              +      L   T G +    +   ++   G P   PRR
Sbjct  585  AAVHRLEQQLPGLTRGEATLEADFDHHRPVQGPP---PRR  621

>WP_018539074.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. MspMP-M5]
Length=656

 Score = 358 bits (920),  Expect = 1e-111, Method: Compositional 
matrix adjust.
 Identities = 239/649 (37%), Positives = 343/649 (53%), Gaps = 
35/649 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63



            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TDT  +ERQRGIT++
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGDTQTDTGLIERQRGITVRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR M 
+P 
Sbjct  67   
TAGTTQVNLIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLRDMRLPV  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---------
LSPEIVLEENTDIEA  174
            ++F+NKID+ G    +++  +R KL+  ++   TV          LSP +  +       
Sbjct  127  
LLFVNKIDRLGARDDALLADIRRKLAPHLVPMTTVRELGTSSARVLSPALKDDPEFRTRV  186

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E +D LL + + G   S ++L        ++ +  PV++GSA+ G GI  L
+D +
Sbjct  187  
AEALAEIDDALLARVVDGPYPSADELRAALAAHTRNGTTHPVHFGSARSGAGIGALVDGI  246

Query  235  TGLFQPIGEQGSAALC------
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--AGR  286
            TGL  P    G AA        G+VF VE    G++  YLRL++GTL  R  VAL   
G 
Sbjct  247  
TGLLGPAPTGGGAAPDGAAPPRGTVFAVEREPSGRKTAYLRLFTGTLAARQRVALHRNGP  306

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSD--------SVRLNDVLGDPT-
RLPRKR  337
            +   +T     +   +V       G   + P +         VR+ D L DP  R    
R
Sbjct  307  
DGAPLTHHGQITALHVVGRRQGGGGARQLTPGNIARIGGLAEVRVGDRLTDPAGRDDDPR  366

Query  338  WREDPLPMLRTTIAPKTAA--
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
                P P LRT + P+ AA     RL  AL  L++ DPL+           +L + 
G +Q
Sbjct  367  PPRFPAPTLRTLVRPRDAAPGAASRLHAALQHLSEQDPLIHAGAGPDGATTVLLY-
GEIQ  425

Query  396  LEVVSALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVP-
PNPFWASIGLSVTPL  452
             E+++A L+  + +E V +    + +ERP+    AS  I   VP P+ FWA+IGL 
V P 
Sbjct  426  
KEILAATLAHDFGIEAVFEPTRTVLLERPVGVGEASEEIGRRVPGPSGFWATIGLRVEPG  485

Query  453  



SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSGV +     LG L  +F  A+ + +   L  G  GW VTDC +      +  
P+ST
Sbjct  486  
QRGSGVAFRYETELGALPHAFHTAIEETVHSALRSGPRGWAVTDCAVTLTRSGFVGPLST  545

Query  513  PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT-
IETAQVK  571
              DFR L P+VL +AL ++GTQL EP  +F +  P + L           A  
+ETA   
Sbjct  546  
AGDFRGLTPLVLRRALADAGTQLYEPCHTFDVDIPLDTLPAVTSCLAALGADLVETAGGT  605

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
               +V  G IPA  ++A    L   T G ++  +   G +  VG+P  +
Sbjct  606  TSWLV-KGMIPASRVRAAEHRLPRLTRGEALWWSRPDGDR-PVGRPAAR  652

>AKG44647.1 gtp-binding protein [Streptomyces xiamenensis]
Length=642

 Score = 358 bits (919),  Expect = 1e-111, Method: Compositional 
matrix adjust.
 Identities = 233/652 (36%), Positives = 336/652 (52%), Gaps = 
31/652 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LLYA+G I   GSV+ G T+TD+M LERQRGITI+
+AV +
Sbjct  1    
MVNLGILAHVDAGKTSLTERLLYAAGVIDAIGSVDDGNTQTDSMSLERQRGITIRSAVVA  60

Query  63   FQWHR-
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            F       VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  61   
FALDEDTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  120

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT++FINK D++G   Q+V+  +R +            L+P +V     D E  + 
+ E 
Sbjct  121  PTLVFINKTDRSGARPQAVLDELRTR------------
LTPAVVAPTAPDDELAEILAER  168

Query  182  NDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +D LL  Y+ A  P+ R +L      +   A + PVY GSA  G G   L+  +      
Sbjct  169  
DDDLLAAYLDADGPLPRARLRAALAAQTGRARVHPVYQGSAITGEGTDALLSGIREFLPA  228

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                  A + G VFKVE    G+R  Y RL++GTL +RD +     EK+    +    
+G
Sbjct  229  
SAGDPGAPVSGRVFKVERGPAGERIAYARLFAGTLAVRDRLPGGPEEKVTAIGVFDRERG  288

Query  301  EIVRTDTAYPGEIVILPSDS-VRLNDVLGD-
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              +R  +   G+I  L   S VR+ D +G  P       +   P P L T + P    
++
Sbjct  289  TDIRRASVTAGQIAKLWGLSGVRVGDPIGTVPAGAAGGHF---
PAPTLETVVEPCRPGEK  345

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  AL QLA+ DPL+    D +  EI +S  G VQ EV+ A L+ +Y +    
+E + 
Sbjct  346  
GTLHAALAQLAEQDPLINLRQDDLRREIAVSLYGEVQKEVIQATLAHEYGVAATFRETTT  405

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            I++ER           +   NPF A++GL V P  +GSGV Y   V LG +  +F  
AV 
Sbjct  406  
IHVERLTGTGEAVEFNKKNGNPFLATVGLRVEPAPVGSGVTYRLGVELGSMPYAFMAAVE  465

Query  479  DGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQ  526
            D +R  L +GL+GW + D  +   +  Y             S  ST ADFR L P
+VL  
Sbjct  466  
DTVRSTLREGLYGWEIPDVVVTMTHSGYSPRQSHAHAIFDKSMSSTGADFRHLTPLVLMA  525

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT+  EP   F L  P + L        +  A  +  + +    V  G 
IPA  +
Sbjct  526  
ALRRAGTRAHEPMHRFRLDLPADTLGPVMSVLARLRAVPDNPRTQHTGCVLEGAIPAAAV  585

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
                  L   T G +    +   ++   G P  + R  ++ L++  ++   V
Sbjct  586  HRLEQQLPGLTRGEASLEADFDHHRPVQGPPPHRERTDHNPLNRKDYLLAVV  
637

>EEK78367.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
R309803]
Length=629

 Score = 357 bits (917),  Expect = 2e-111, Method: Compositional 



matrix adjust.
 Identities = 210/598 (35%), Positives = 332/598 (56%), Gaps = 
14/598 (2%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            +TE +LY +  I E G V+ G T+TD+M LE+QRGITI+A+V SF  +  KVN+
+DTPGH
Sbjct  1    
MTERILYETNVIKEIGRVDSGNTQTDSMALEKQRGITIKASVVSFFINDLKVNVIDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
             DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID+ G 
+ +
Sbjct  61   
ADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLNIPTILFVNKIDRNGANTE  120

Query  139  SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE----
NNDKLLEKYIAGEP  194
             V++ ++D LS +     + +L+         + +++D  +E     N+ LLE Y+  
E 
Sbjct  121  KVMKQIKDVLSNEAFPFYS-
ALNEGTKKSRIIEYKSYDDCMELLAPYNESLLESYVNNEI  179

Query  195  ISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSV  253
            I  + L+REE   ++  A+++P+++GSA  G+G+  L++ ++ L        +  L 
G V
Sbjct  180  IP-
DTLLREELITQIAQANVYPIFFGSAMTGIGVTELLENISDLIPANTSAENEILSGVV  238

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITEMRIPSKGEIVRTDTAY  309
            FK+E    G++ VY+R++SG L +R  V +    A   K KI ++ +   G  V+     
Sbjct  239  
FKIERETSGEKIVYVRVFSGRLHVRKYVDIQRGEAITHKEKIKKLCMFHNGNAVQASIVP  298

Query  310  PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             GE   +     V++ D++G+ T   +     +  P +  TI      +   L  
AL +L
Sbjct  299  SGEFCKVWGLSDVKIGDIIGERTDYIKDIHFAE--
PQMEATIDAVPTERIHDLYAALMEL  356

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
             + DPL++   D + +E+ +   G VQ EV+   L EKY L+       VI +E+P
+   
Sbjct  357  
CEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQVTFSNTRVICIEKPIGVG  416

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488



            +    +    NPF+A++G  V    L SG+ Y+  V LG L  +F  A+ D +   
L+QG
Sbjct  417  
NRMEVMGEKENPFYATVGFKVERGELNSGITYKLGVELGSLPLAFHKAIEDTVFQTLKQG  476

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L+GW VTD  +   +  Y SPV+T +DFR+L P+VL  ALK++ T + EP   F L  
P+
Sbjct  477  
LYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMNALKQAETYVYEPVNEFELTVPE  536

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
              +S A +      AT     +  D    TG +P    + ++  L  +T G  +  
T+
Sbjct  537  
HAISTAMYKLAAIPATFAEPILYNDSYQLTGALPVAKTENFKRMLHSFTEGEGIFTTK  594

>WP_027767877.1 GTP-binding protein [Streptomyces sp. CNQ865]
Length=672

 Score = 358 bits (920),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 230/669 (34%), Positives = 351/669 (52%), Gaps = 
35/669 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G + E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVVEEVGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFALDGITVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NK D+ G    ++V+ +  KL+   +   TV        + +P    +     
Sbjct  121  
IPTLVFVNKTDRRGARDDALVRDIAAKLTPGAVAMGTVGGLGTRAAAFTPYGPDDPGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D +  ++D LL  Y+  E  ++  +L +    +   A + PVY+GSA  G G+  
L 
Sbjct  181  
RLADVLAGHDDALLADYVVDEAAVTYRRLRKCLAEQTAGALVHPVYFGSAATGAGVAELT  240



Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              +  L   P G+    A  G+VFKVE    G++  Y+R+ +GT+R R  +A    
++  
Sbjct  241  AGIEELLPAPAGDPDGPA-
AGTVFKVERGPNGEKVAYVRMLAGTVRTRQELAYGDGDRAP  299

Query  291  ITEMRIPSK-----GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR------
KRWR  339
            +TE     K       +           ++   + VR+ D +G             
+R  
Sbjct  300  
VTEKVTGVKVFEQGAAVPAAGAGAGRIALVRGLEGVRIGDAVGAAAGSAVGQAADARRHH  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P  +    +  +TA  R  L  AL QLA+ DPL+    D I  E+ +S  G VQ 
EV+
Sbjct  360  FAPPTLETVVVPDRTA-
DRGALHAALFQLAEQDPLIALRQDDIRQELYVSLYGEVQKEVI  418

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+++Y L    +E SVI++ER     +     +   NPF A++GL VTP   G
+GV+
Sbjct  419  
GATLADEYGLPVSFRESSVIHVERLAGTGAAYEKGDTGTNPFLATVGLRVTPAPPGTGVR  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
             +  V LG +  +F  AV D +R  L QGL+GW + D ++   +  Y+            
Sbjct  479  
LDLAVELGSMPYAFFKAVEDTVRATLHQGLYGWEIPDVRVTMTHSGYWPRQSHAHQGFSK  538

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            +  ST ADFR + P+VL  ALK +GT++ EP   F L AP++ +   +       A 
++ 
Sbjct  539  
AMSSTGADFRGITPLVLADALKRAGTRVCEPVQRFRLEAPEDAVPALWPVFAALAAVVDG  598

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
             +V+    V  GE+PA  +      L   T G  V  T    Y+A  G   ++PR  
++ 
Sbjct  599  
QEVRGGVAVLEGEVPAARVHGLERRLPGLTRGEGVLETSFGRYRAVRGPAPVRPRTDHNP  658

Query  628  LDKVRHMFQ  636
            LD+  ++  
Sbjct  659  LDRKEYLLH  667



>WP_073781949.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. CB01580]
 OKJ43902.1 GTP-binding protein [Streptomyces sp. CB01580]
Length=661

 Score = 358 bits (919),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 237/667 (36%), Positives = 352/667 (53%), Gaps = 
35/667 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT+TD+M LER+RGITI
++AV
Sbjct  1    
MKKLNLGILAHVDAGKTSLTERLLHRTGVIDEAGSVDVGTTQTDSMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTR+L   
LR++ 
Sbjct  61   
ASFVLDGLQVNLIDTPGHADFVSEVERALGVLDGAVLVVSAVEGVQPQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL-----
SPEIVLEENTDIEAW  175
            IPT+IF+NKID+ G     V++ +RD+L+   I   TVS      +  + L  + D    
Sbjct  121  
IPTLIFVNKIDRGGARYDDVLREIRDRLTPGAIALSTVSRIGTPHANAVPLAPDDDPAFT  180

Query  176  DAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            + + E     +D  L  Y+  E +   K   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
ERLGELLATGDDAFLAAYLDEERMPTGKEYAEELAAQTTRGLVHPVYFGSALTGEGLGHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-  289
            +  V  L         A L  +VFKVE    G+   YLRL+SGTL  R+ V L   
+ L 
Sbjct  241  
LRGVRDLLPAAHGPEDALLRATVFKVERGPRGETVAYLRLHSGTLGARERVTLHRVDHLG  300

Query  290  -------KITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRL----
PRKR  337
                   + T +++ ++G       A  G+I  +     VR+ D  G   RL    
PR+ 
Sbjct  301  RTTEHAGRTTSVQVFARGSATVEARASTGDIAQVRGLKDVRVGDRAG---
RLDGPAPRRF  357

Query  338  WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQL  396



            +     P L T + P+  A   RL  AL  LA+ DP +    D    +  ++   G 
VQ 
Sbjct  358  FAP---
PGLETVVRPERPADAARLHTALRLLAEQDPSVDLRQDEENADGSVVRLYGEVQK  414

Query  397  EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLG  455
            E+++A L+E + +         + +E+P+ A      ++    N FWA++GL V P   
G
Sbjct  415  
EILAATLAESFGVRARFDRTRTVCIEKPVGAGEAVEEMDTRAHNYFWATVGLRVEPAGQG  474

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            +GV +   V LG L  +F  A+ + +R  L  GL+GW VTDC +      + SPVS   
D
Sbjct  475  
AGVVFRLAVELGSLPLAFHKAIEETVRTTLRHGLYGWQVTDCAVTLTRTGFASPVSAADD  534

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR + P+VL  AL+++GT++ EP  +F L  P   LS       +  A        
KD  
Sbjct  535  
FRKVTPLVLMNALQQAGTRVYEPVSAFELEVPAARLSPVLAKLAESGAVPGVPVADKDVF  594

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKV  631
               G +P   +  +   +   T G  V L+E +G++ A G   ++PR     P +R 
+ +
Sbjct  595  
RLEGTMPTSRVHEFGGRVPELTRGEGVFLSEPRGHRPATGVIPVRPRPTGADPLNRDEYL  654

Query  632  RHMFQKV  638
             H+ ++V
Sbjct  655  LHVLKRV  661

>SBO93662.1 Oxytetracycline resistance protein OtrA [Nonomuraea 
gerenzanensis]
Length=689

 Score = 359 bits (921),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 254/694 (37%), Positives = 343/694 (49%), Gaps = 
64/694 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LL+A+G I E GSV++G TRTD++ LER+RGITI
++AV
Sbjct  1    
MRMLNLGILAHVDAGKTSLTERLLHAAGVIDELGSVDEGNTRTDSLELERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVGGTTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-
ADIIIKQTVSLSPEIVLEENTDIEA-----  174
            +PT+IF+NKID+ G     V++ +  KLS   I +  T  L          D +      
Sbjct  121  
LPTLIFVNKIDRRGARYDGVLREIAAKLSPGAIAMGATSGLGTATAAFTPFDGQGSFAAS  180

Query  175  -WDAVIENNDKLLEKYIAGE-----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              D +    D LL  Y+  E     P  R +LV +  R V      PV++GSA  G 
G++
Sbjct  181  LLDVLSGQEDALLAAYVRDESALTYPRLRAELVAQTGRAVA----
HPVFFGSAITGAGVE  236

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----  283
             LM  +  L           + G VFKVE    G++  YLR++ GTLR RD +       
Sbjct  237  
ALMAGIEELLPAAQGDPEGPVRGRVFKVERGPAGEKVAYLRMFGGTLRTRDRLVFDAAEA  296

Query  284  AG---------------REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVL  327
            AG               R   K+T + +   G  VR      G I  L     VR+ 
D  
Sbjct  297  
AGRFGAPGPGGGAQPGSRRTGKVTAISVFDGGASVRRQEVTAGSIARLWGLTDVRIGDTA  356

Query  328  GDPTRL---------PRKRWREDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            G P +           R   RE     P L T + P   A R  LL ALTQLA+ 
DPL+ 
Sbjct  357  
GHPPKTGTATGEAGEARSEAREPHFAPPTLETVVIPSRPAARGALLLALTQLAEQDPLIA  416

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
               D +  E+ +S  G VQ EVV A L+  Y L+   +E + I +ERP    +    
I V
Sbjct  417  
LRQDDLRQEVSVSLYGEVQKEVVQATLATDYGLDVTFRESTTICVERPSGTGAAAELIAV  476

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
             PNPF A++GL V P  +G GV++   V LG L  +F   + + +   L QGL GW 
V D
Sbjct  477  
APNPFLATVGLRVEPGPIGGGVRFRLEVELGSLPYAFMRTIEETVHETLRQGLHGWEVVD  536



Query  497  CKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            C +   +  YY            S  ST  DFR+L P+VL  AL+ +GT + EP   
F L
Sbjct  537  
CVVTLTHSGYYARQSHAHGGFDKSMSSTAGDFRNLVPLVLMTALRRAGTTVYEPLHRFRL  596

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P + L           AT  T        V  GEIPA  +      L   T G  
V  
Sbjct  597  ELPPDTLGAVLPVLAGLGATPRTGAGS----
VVEGEIPAARVHGLEQRLPGLTRGEGVLE  652

Query  605  TELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
                 Y+   G    +PR  ++ LD+  ++   V
Sbjct  653  YGFDRYEPVRGPIPERPRTDHNPLDRKEYLLHVV  686

>WP_047175224.1 GTP-binding protein [Streptomyces sp. MNU77]
 OLO34890.1 GTP-binding protein [Streptomyces sp. MNU77]
Length=655

 Score = 358 bits (919),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 228/655 (35%), Positives = 344/655 (53%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAMGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS DI+          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYDSLLTSITERLSPDIVAMGSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALADLLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCRVHPVFFGSAATGAGIDA  238



Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ V   G 
+  
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVVRFRGPDGQ  298

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
                +I+ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGGGRISAVSVFENGREVPASAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+   
L
Sbjct  356  
PTLETVVVPRRPEDRGALHVALGRLAEQDPLIAVRRDELRGEMSLSLYGEVQKEVIRTTL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I  ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICRERPTGTGEAAEFIDTDPNPFLATVGLRVAPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  +   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPALMRAVEETVRAALGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GTQ+ EP   F L  P +          +  A     +         G 
IPA
Sbjct  536  
LMDALRRAGTQVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGGIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G +   G    +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGATRGEGVLESAFAGDRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_060877830.1 GTP-binding protein, partial [Streptomyces scabiei]
Length=585

 Score = 356 bits (913),  Expect = 2e-111, Method: Compositional 
matrix adjust.



 Identities = 219/583 (38%), Positives = 322/583 (55%), Gaps = 
33/583 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RILNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NK+D+ G   + +++S+  +L   I+    + +  + +              
+ 
Sbjct  123  
PTLVFVNKVDRRGARHRDLLESIAARLDPAIVSLGEVAELGTPAARFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E+++ LL  Y+  G  +   +L      +   A + PV++GSA  G GI  L+D 
++G
Sbjct  183  
LAEHDEDLLAAYVDDGAAVPDSRLREALAAQTGAALVHPVFHGSAITGAGIAELVDGISG  242

Query  237  LF---------QPIGEQGSAAL----
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            L           P    GSA       G+VFKVE    G++  Y+R+++GT+R+RD 
+  
Sbjct  243  
LLPATDTTDTTDPTDVTGSAGADTPPSGTVFKVERGPAGEKIAYVRMFAGTVRVRDRLPF  302

Query  284  A-GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
              G  + K+T + +   G  VR      G I  L     +R+ D +G P           
Sbjct  303  
RDGTREGKVTGIGVFEGGGAVRATAVRAGRIARLWGLADIRIGDTVGTPRARAAGGHHFA  362

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T + P  A     L  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A
Sbjct  363  P-
PTLETVVLPARAEDAGALHVALTQLAEQDPLIGLRHDELRQELSVSLYGEVQKEVVQA  421

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+++Y L+   +E + + +ER     +   + +   NPF A++GL V P   G



+GV + 
Sbjct  422  
TLADEYGLDVTFRETTPLCVERLAGCGAAVEYNKKDGNPFLATVGLRVEPAPAGAGVGFR  481

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSP  509
              V LG +  +F  AV D +R  LEQGL GW V DC +   +            G   
S 
Sbjct  482  
LEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTLTHCGYSPRQSHAHQGFDKSM  541

Query  510  VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS  552
             ST ADFR L P+VL  AL+++GT++ EP   F + AP + L 
Sbjct  542  SSTGADFRGLTPLVLMDALRQAGTRVHEPVHRFRVEAPADTLG  584

>WP_069631354.1 GTP-binding protein [Streptomyces griseus]
 SEE34359.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
griseus]
Length=661

 Score = 358 bits (919),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 235/662 (35%), Positives = 346/662 (52%), Gaps = 
36/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATRVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F NK D+ G    S++ S+ ++LS  I+          ++ + +P    +     
Sbjct  121  
IPTLLFANKTDRPGARYDSLLTSIAERLSPHIVAMGSARGLGTRSATTTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLSAYVD-
DPAALTHARLLGALAEQTARCLVHPVFFGSAATGAGIDAL  239



Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            ++ VT L  P      A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VEGVTKLLPPATGDPRAPARGTVFKVDRTANGERTAYVRMAEGTVRAREVLRFRGPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K ++T + +   G  V       G I  L     +R+ D +G          R    
P 
Sbjct  300  SKGRVTAVGVFENGAEVPASAVRAGRIGRLKGLTGIRIGDSIG--
AERADTGHRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P+    R  L  AL +LAD DPL+    D +  E+ LS  G VQ EVV A 
L+E
Sbjct  358  
LEAVVVPRRTEDRGALHIALGRLADQDPLIAVRRDDLRGEVSLSLYGEVQKEVVRATLAE  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++      + I  ERP    +    I   PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVDFLGTTTICRERPAGPGAAAEFIGTAPNPFLATVGLRVDPAPHGSGVEFRRAVE  477

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG +  +   AV +  R  L +G+ GW VTDC +   +  Y S  ST  DFR L P
+VL 
Sbjct  478  
LGSMPPALMRAVEETARATLARGMRGWEVTDCVVTQTHSGYDSVSSTAGDFRGLTPLVLT  537

Query  526  QALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCATIETAQVKKDEVV  576
             AL+ +GT++ EP   F L AP + L          RA    P     + T +       
Sbjct  538  
DALRRAGTRVYEPMHRFRLEAPADLLGALLPVLARLRAEPGPPGTHGRLSTVE-------  590

Query  577  
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              GE+PA  +   +  L   T G  V  +   G++   G    +PR  +  L +  
++ +
Sbjct  591  --
GEMPAAGVHELQRLLPGATRGEGVLESSFAGHRPVTGPAPERPRTGHDPLHREEYLLR  648

Query  637  KV  638
             V
Sbjct  649  TV  650

>WP_061334743.1 GTP-binding protein, partial [Streptomyces scabiei]



Length=590

 Score = 356 bits (913),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 219/583 (38%), Positives = 322/583 (55%), Gaps = 
33/583 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RILNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NK+D+ G   + +++S+  +L   I+    + +  + +              
+ 
Sbjct  123  
PTLVFVNKVDRRGARHRDLLESIAARLDPAIVSLGEVAELGTPAARFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E+++ LL  Y+  G  +   +L      +   A + PV++GSA  G GI  L+D 
++G
Sbjct  183  
LAEHDEDLLAAYVDDGAAVPDSRLREALAAQTGAALVHPVFHGSAITGAGIAELVDGISG  242

Query  237  LF---------QPIGEQGSAAL----
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            L           P    GSA       G+VFKVE    G++  Y+R+++GT+R+RD 
+  
Sbjct  243  
LLPATDTTDTTDPTDVTGSAGADTPPSGTVFKVERGPAGEKIAYVRMFAGTVRVRDRLPF  302

Query  284  A-GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
              G  + K+T + +   G  VR      G I  L     +R+ D +G P           
Sbjct  303  
RDGTREGKVTGIGVFEGGGAVRATAVRAGRIARLWGLADIRIGDTVGTPRARAAGGHHFA  362

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T + P  A     L  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A
Sbjct  363  P-
PTLETVVLPARAEDAGALHVALTQLAEQDPLIGLRHDELRQELSVSLYGEVQKEVVQA  421



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+++Y L+   +E + + +ER     +   + +   NPF A++GL V P   G
+GV + 
Sbjct  422  
TLADEYGLDVTFRETTPLCVERLAGCGAAVEYNKKDGNPFLATVGLRVEPAPAGAGVGFR  481

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSP  509
              V LG +  +F  AV D +R  LEQGL GW V DC +   +            G   
S 
Sbjct  482  
LEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTLTHCGYSPRQSHAHQGFDKSM  541

Query  510  VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS  552
             ST ADFR L P+VL  AL+++GT++ EP   F + AP + L 
Sbjct  542  SSTGADFRGLTPLVLMDALRQAGTRVHEPVHRFRVEAPADTLG  584

>WP_094928628.1 GTP-binding protein [Pseudonocardia sp. MH-G8]
 OZM78614.1 GTP-binding protein [Pseudonocardia sp. MH-G8]
Length=685

 Score = 359 bits (921),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 228/665 (34%), Positives = 347/665 (52%), Gaps = 
30/665 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LLY +G I E GSV+ G+TRTD+  LER+RGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLYDTGVIDEIGSVDHGSTRTDSSALERRRGITIRSAVA  62

Query  62   SFQW----
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            SF          VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L  
+L+
Sbjct  63   
SFTVGTGDDAVAVNLIDTPGHPDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRSLQ  122

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDI-  172
            +++IPT++F+NKID+AG D+  V+  V  +L+   +     ++  + + E+V     
D  
Sbjct  123  
RLHIPTLLFVNKIDRAGADVGRVLAGVSRRLTPAAVAMAGTRRAGTRTAEVVPHGPRDAA  182

Query  173  ---EAWDAVIENNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                  + + E++D LL  Y+ G+       ++L      +V  A + PV+ GSA  
G+G



Sbjct  183  
FTARLAEVLAEHDDALLAAYVDGDLHAEHHHDRLRAALVAQVARAQVHPVFVGSAITGVG  242

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            +  L+  V  L         A + G+VF ++     ++  Y+RL++GT+R RD +     
Sbjct  243  
VGDLIAGVARLLPCAAGDPGAPVSGTVFAIDRGTASEKVAYVRLFAGTVRARDRLEHGVG  302

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD--
PTRLPRKRWREDPL  343
               K+T + +    E VR      G+I +L     VR+ D +G   P     +  R    
Sbjct  303  
GTGKVTALAVVEGSEPVRRQAVSAGQIAVLRGLADVRVGDPVGTAAPAGTASRPARLFAP  362

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P   A    L  ALT+LA+ DPL+   +D    EI +S  G VQ EVV
+A L
Sbjct  363  
PTLETVVEPAVRADAGALHAALTRLAEQDPLIGLRLDGTRREISVSLYGEVQKEVVAATL  422

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +++Y LE   +  + + +ERP         +    NPF A++GL V P   G+GV+
+   
Sbjct  423  
ADEYGLEVSFRRSTTLCVERPNGRGEAVEVLRAAQNPFLATVGLQVQPAPAGTGVRFRLG  482

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY------------
YSPVS  511
            V LG +  +F  AV + +R  L++GL GW V DC +      Y             
S  S
Sbjct  483  
VELGSMPSAFFTAVEESVRTTLQEGLHGWQVLDCTVTMTRSGYCARQSHAHGTFDKSMSS  542

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR L P+VL  AL  +GT + EP   F L  P +          +  A  E  
+ +
Sbjct  543  
TARDFRQLTPLVLMSALSRAGTTVHEPVHRFHLEVPADTYGAVPPVLSRLRAVPEAPRPR  602

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
              ++V  G +PA  + A    L   + G  V  +    Y+   G+   +PR  +  
L + 
Sbjct  603  
DGDLVLDGILPAASVHALEQQLPGLSRGEGVFESAFDHYRPVTGRIPERPRTDDDPLHRK  662

Query  632  RHMFQ  636
             ++ +
Sbjct  663  EYLLR  667



>WP_051569350.1 GTP-binding protein [Alkaliphilus transvaalensis]
Length=629

 Score = 357 bits (916),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 213/632 (34%), Positives = 350/632 (55%), Gaps = 
31/632 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            + I NIGI AHVDAGKTT+ E+LLY  G I   G V+KG T+TD++ +ER+RGI++
+ A 
Sbjct  4    
LPIKNIGIFAHVDAGKTTIAENLLYLGGCIKRIGRVDKGMTQTDSLEIERKRGISVRLAS  63

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W    +NI+DTPGH DF AEV RS+ VLDGA+LV+SA +GVQAQT+I++  L 
KM 
Sbjct  64   
VTFEWKSSVINIIDTPGHADFYAEVERSMRVLDGAVLVVSAVEGVQAQTKIIWDTLEKMK  123

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------
LSPEIVLEENTDIE  173
            IPT+IFINKID+ GV++  V++ + +KL++DI+  Q V+        + + +   + 
D  
Sbjct  124  
IPTIIFINKIDRLGVNIGKVLEEISNKLTSDILDMQMVTNEGMKNASTVDFIRFMDDDTI  183

Query  174  AWDAVIENNDKLLEKYIAGEPISREKLVREEQ-------RRVQDAS----
LFPVYYGSAK  222
            ++ +  +N  +  E+    +     +LV   +        ++ D      +FP+ 
YGSA 
Sbjct  184  SYSSR-
DNIKRFHEQLALYDEALFNQLVNNNEPNPTILDEKISDLCKNRRIFPLLYGSAI  242

Query  223  
KGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
              +G++ LM+ +            +     ++K+E+     R  ++R+++GT+   
D V 
Sbjct  243  
NSIGVEFLMNTIGRYLGEGTGNPDSPFSAVIYKIEHDIIHGRLTFIRVFNGTVTEYDKV-  301

Query  283  LAGREKLKITEMRIPS-KG-
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            L  R   +   +RI   KG ++VR ++   GEI +L   + ++ D+LG+P  + +     
Sbjct  302  
LNNRNHNEEKVIRIFKLKGTKMVRCESLRAGEIGVLCGVNAKIGDILGNPEGITK--LET  359

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P+L   I  K   Q  +L++AL  L + +PLL  +      EI +  +G +Q
+EV++



Sbjct  360  
TVAPLLTVKIEAKEKHQNPQLINALKVLEEEEPLLYVKWHDDKKEINIQLMGMIQMEVIT  419

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            ++L +++ L+ +  EPSV+Y E P+  A   +         +  +GLSV P+  G 
G+Q+
Sbjct  420  SILQDRFHLDVIFDEPSVLYQETPMNYAESFV-----
AKDGYTDLGLSVEPIERGKGIQF  474

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST-
PADFRSL  519
            ES+VS  Y+ + +QN V+D I   LE+GL G+ V D ++    G   +P++T P
+DFR L
Sbjct  475  ESKVSTDYIFRKYQNEVKDTIYPALEKGLMGYRVNDVRVTIVAG-
KSTPIATLPSDFRHL  533

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
                +++A+K +GT LLEP L F L  P E   + +       A  +  +     
+VF G
Sbjct  534  
TYAAIQEAIKAAGTILLEPILKFNLIVPVESSKQIFSTLINIKAVFDPPETLNGYIVFEG  593

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +P      + T LA  T G+ V   E   Y+
Sbjct  594  TVPVATSINFSTKLAGITGGKGVYTAEFYMYK  625

>WP_036745743.1 GTP-binding protein [Paenibacillus sp. UNC451MF]
Length=671

 Score = 358 bits (919),  Expect = 2e-111, Method: Compositional 
matrix adjust.
 Identities = 227/656 (35%), Positives = 343/656 (52%), Gaps = 
27/656 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I N+GI+AHVDAGKTT TE +LY SG I   G V+ GT  TD M +ER+RGI++
+AA T 
Sbjct  9    
IRNVGIVAHVDAGKTTTTEHMLYESGRIRSLGRVDAGTAVTDWMDVERERGISVRAATTV  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            FQW  C +N++DTPGH+DF +EV RSL VLDGAIL++SA +GVQA T  L++ALR 
+ IP
Sbjct  69   
FQWKDCTINLIDTPGHVDFSSEVERSLRVLDGAILIVSAVEGVQAHTETLWNALRTLRIP  128

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL--------------EE  168
            T+I INK+D+ G D Q V+  ++  LS D+I  Q  +   E  L                



Sbjct  129  
TMILINKMDRVGADAQRVLDELKKYLSPDVIPIQQYNGMEEAFLGVKGLWERQESGTVHR  188

Query  169  NTDI-EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
              D+ E +D V+    E+++ LL+ YI+G  +    LV       + A  +PV +G
+A K
Sbjct  189  
TADLQELYDGVLERLAEHDESLLDAYISGNTVPDSVLVERLFELTRQADAYPVLFGAASK  248

Query  224  GLGIQPLMDAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
            G+GIQ LM+A+      P+G +    L G VF++E      +   +RLY G ++ 
RD + 
Sbjct  249  GIGIQELMNAIVEYMPAPLG-
KSEDPLSGVVFRLERDKVMGKIAMVRLYGGRIQNRDVIH  307

Query  283  LAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRE  340
                E   K+T++R    G          G+I  +     VR+ DV+G    +P      
Sbjct  308  
NTTLELDEKVTQIRKVHAGHHEDVGVLEAGDIAGVCGLGRVRIGDVIGSADAVPPA--HR  365

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
              LP+L   ++P   A   +L+ AL +L+D DPLL  +      E+ +  +G 
+QLEV++
Sbjct  366  
LTLPLLTVQVSPVQTADYPQLVAALQELSDEDPLLDLQWHQEERELHMKIMGPIQLEVLT  425

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
             +L  ++ L+    +P++IY E P ++    +   + P P WA +   + P   
GSG+ Y
Sbjct  426  HVLQSRFGLQAEFGQPTIIYKETPSRSGFGFVAYTM-
PKPCWAILKFHIEPGPRGSGLTY  484

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
             S V    L   +QN V   +   L+QGL GW VTD K+    G ++   + P DF    
Sbjct  485  
HSIVKPEKLLPGYQNEVARRVPEALQQGLRGWEVTDLKVTLVEGEHHVWHTHPLDFVLAT  544

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+ +   L  + T LLEPYL F + AP+E   +  H+     A  +   +  +     
G 
Sbjct  545  
PMGIMDGLVNTETTLLEPYLHFRITAPEEANGKIMHELILMRAVFDYPVIAGERFTVEGT  604

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDKVRHMF  
635
            IPA     +   L+  T GR    T   GY +   G  +++ RR  + LD  +++ 
Sbjct  605  IPAATSLEFPVKLSTLTGGRGTFTTRFDGYRECPPGVDIMRARRGINPLDTSKYIL  



660

>WP_073343070.1 GTP-binding protein [Caldanaerobius fijiensis]
 SHF11893.1 ribosomal protection tetracycline resistance protein 
[Caldanaerobius 
fijiensis DSM 17918]
Length=651

 Score = 357 bits (917),  Expect = 3e-111, Method: Compositional 
matrix adjust.
 Identities = 211/629 (34%), Positives = 335/629 (53%), Gaps = 
15/629 (2%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY SG I   GSV+ GT +TD + +ER+RGI++ AA 
T F 
Sbjct  9    
NIGIVAHVDAGKTTTTEYMLYLSGKIRAIGSVDDGTAQTDYLEVERERGISVLAATTVFN  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    VN++DTPGH+DF++EV RSL VLDGAIL+ISA +G+Q+ T +L++AL+KM 
IPT+
Sbjct  69   
WKGYTVNLIDTPGHIDFVSEVERSLRVLDGAILMISAVEGIQSYTEVLWNALKKMKIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEENTDIEAWDA  177
             FINK+D+ G D   ++  ++   +      Q             +I  E     
+A D 
Sbjct  129  
FFINKMDRIGADADGLISEIKGMFTDRAFAVQHPIGRENQFRGVIDIFQENEISDDAIDT  188

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   +D++L++YI G+ +  + L        + A +FP+  GSA+KG+GI  LMDA
+   
Sbjct  189  
LSRVDDEVLKRYIDGQVLDNQYLKERTIELARRAEVFPILLGSAQKGIGITQLMDAIIDF  248

Query  238  F-QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEM  294
               P G++ +  L   VFK++      R  Y+RLY G ++ RD V     G+E  K
+ ++
Sbjct  249  LPAPRGDE-NRPLSAIVFKIQRDKTMGRLSYVRLYDGVMKNRDVVYNVTQGKEG-
KVAQI  306

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R     +         G+I  +     R+ D++G    +P +   +  +P+L   + 
PK 
Sbjct  307  RKMHVNDYEDVGEVRAGDIAAVCGIDARVGDIIGCADAIPPE--



HKLAVPLLTVQVRPKN  364

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                 +L++AL +L + DP L  +      E+ +  +G +Q+E++ ++L +++ +E 
+  
Sbjct  365  
NNDYYKLVEALQELDEEDPTLEFQWHQAEKELHIKVMGTIQIEILYSILKDRFGIEVIFD  424

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            EP VIY E P K     +   + P P WA +  ++ P   GSG+ Y+S VS   + 
+ +Q
Sbjct  425  EPMVIYKETPAKKGEGFVAYTM-
PKPCWAVLRFAIEPGERGSGLVYKSIVSTDKIRKRYQ  483

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            N V   +   L+QGL+GW VTD K+    G  +   + P DF    P+ +   L  
+G +
Sbjct  484  
NDVERTLPEALKQGLYGWEVTDLKVTLIDGEDHVMHTHPQDFVVATPMAIMDGLVNTGVK  543

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP L F +  P+E+  +  +D  +  A   +  + +      GEIP      Y   
L+
Sbjct  544  
LLEPILYFKIITPEEFAGKVLNDLAQMRAVFNSPWISRGMATIEGEIPLATSMNYPAHLS  603

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              T GRS   T    Y+      VI+ +R
Sbjct  604  SATKGRSNMTTRFLQYKECPEGFVIERKR  632

>CDP52193.1 Ribosome protection-type tetracycline resistance r 
elated proteins 
[Devosia sp. DBB001]
Length=646

 Score = 357 bits (917),  Expect = 3e-111, Method: Compositional 
matrix adjust.
 Identities = 232/642 (36%), Positives = 342/642 (53%), Gaps = 
15/642 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+ +GAI+  GSV+ G T+TD++ LERQRGITI
+AAV SF
Sbjct  1    
MNLGILAHVDAGKTSLTERLLFNAGAIARLGSVDAGNTQTDSLDLERQRGITIRAAVASF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123



                 +VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  AL+++ 
+P 
Sbjct  61   
VVGETRVNLLDTPGHPDFIAEVERVLGLLDAAIVVVSAVEGVQAQTRVLVRALKRLGVPF  120

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEI--
VLEENTDIEAWDAVI-  179
            V FINK+D+ G   + ++  +  +LSA  + + +T  +  +   V     + EA+ 
AV+ 
Sbjct  121  
VFFINKVDRPGARYEGLLDDLAAQLSARPLAMAETFEIGSKAAEVFPFAVENEAFRAVLR  180

Query  180  ----ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
                E +D LL  Y+ A E I   +L     R+V +  L P Y GSA  G+G++PL
+ AV
Sbjct  181  
DRLTEEDDVLLTDYVLAPESIDTGRLTDAMARQVAECRLHPAYCGSAMTGIGVEPLLAAV  240

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
             GL         A + G+VFK+E    G++  Y+ L +GT+  RD V L      +
+T +
Sbjct  241  DGLLPSRQPDPLAEIAGTVFKIERGWGGEKIAYVSLDAGTIHTRDMVELP-
TGPARVTGI  299

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPLPMLRTTIAP  352
             +   G+     +   G I  +   S  R+ D LG D T   R  +     P L T 
+  
Sbjct  300  EVFDGGQPHPQPSLAAGRIGRISGLSKARIGDKLGIDATSETRAYFAP---
PTLETRVMA  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K  ++   L  AL+Q+A+ DPL+    +     + +S  G VQ EV+ ++L  +Y 
L+  
Sbjct  357  
KRPSENGALWLALSQMAEQDPLINLRRNEEADRVFVSLYGEVQKEVIQSMLLGEYGLDVA  416

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E +VI +ER +        I   PNPF A+IGL + P   GSGV +      G 
+  S
Sbjct  417  
FEESTVICVERLVGTGEAIELIGREPNPFLATIGLRIEPRPEGSGVSFALEADFGQMPAS  476

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A  D I   L QG FGW V DC +      + +P ST ADFR++AP+V+ QAL  
+G
Sbjct  477  
FYRAAEDTILETLRQGAFGWQVVDCHVAMIAVRHRAPESTAADFRNVAPLVVAQALATAG  536



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP   + + AP + L        +  A +  + V     V  G I A  I A 
+  
Sbjct  537  
TLVCEPISRYRIEAPADTLGGLLATLARSGAALTESSVVDGVGVLEGTISAANIHAVQQA  596

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            L   T G     +  + Y      P  + R   +  D+  +M
Sbjct  597  LPGLTGGAGSMESAFERYVPVTDTPPTRQRIGANPFDRTEYM  638

>WP_049741027.1 GTP-binding protein [Brevibacillus reuszeri]
Length=652

 Score = 357 bits (917),  Expect = 3e-111, Method: Compositional 
matrix adjust.
 Identities = 230/657 (35%), Positives = 357/657 (54%), Gaps = 
36/657 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE +L+ +G ISE GSV+KG T+TD+M +ERQRGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERILFETGIISEIGSVDKGNTQTDSMEMERQRGITIQSAVVSFTL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KVN++DTPGH +F++EV R+L VLDG ILVIS+ +GVQ QTR+L   L KM 
IPT+ 
Sbjct  61   
DHVKVNLIDTPGHPEFISEVERALRVLDGVILVISSVEGVQPQTRVLMKTLAKMGIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV------SLSPEIVLEENTD-
IEAW-DA  177
            F+NKID+ G   +S++  + DKL+   +    V      +   E+  E N D +EA  
+ 
Sbjct  121  
FVNKIDRVGARYESLLTEIHDKLTPHALAMSVVANIGTSTAQTEMFTENNQDFMEALANR  180

Query  178  VIENNDKLLEKYIAGE----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            + + N+  LEKY+  E    P   E    E+ +R Q   L+PV +GSA  G GI  
L+ A
Sbjct  181  LGDLNEHFLEKYLYNEKDLTPADFEWEFLEQFKRAQ---
LYPVLFGSAITGEGITYLITA  237

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREK  288
            +      +  + ++ + G +FK+E     ++  Y R+++G +++R+++A      
AG E+
Sbjct  238  
IQNWLPSVHSEDTSVVRGKIFKIERGKNDEKIAYARVFTGEIKIRESLAYYRTNQAG-ER  296



Query  289  L----KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPL  343
            +    K+T ++  S G+      A  G+IV +    + L D  +GD   +      
E   
Sbjct  297  MGFTNKVTGLQHFSSGKTTNGTRAVSGDIVKI----
MGLTDCQVGDDIGMASTETTEALF  352

Query  344  --
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L TTI      +   L  AL +LA+ DP ++ +   +  E+ +   G +Q 
EV+  
Sbjct  353  
SPPSLVTTIKACNEKETIHLYRALKRLAEQDPFIQIKQHPLQRELSIQLYGEIQKEVIQD  412

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L ++  ++        IY+E+ +   +    +    NPF+A++G  + P    +G
++Y 
Sbjct  413  
QLKKEAHIDIEFLGTQPIYIEKAIFTGTAVERMGESGNPFYATVGFRIDPNPRATGIEYH  472

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  +F  A+ + +   L+QGL GW V D  +      Y SPVST  DFR 
L P
Sbjct  473  
LEVELGSLPLAFHKAIEETVYETLKQGLHGWEVRDLIVTLTDTAYASPVSTAGDFRKLTP  532

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT--G  579
            +VL +AL E+ TQ+ EP   F L  P + LS+      +  AT +   ++ D+ 
VFT  G
Sbjct  533  LVLMRALTEATTQIYEPIHRFELEIPIDSLSKVLFKLTQASATYQNP-IQNDQ-
VFTILG  590

Query  580  
EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             IP + I  +   L  +T G  V L+E  GYQ   G+  +  R  ++ L++  ++  
Sbjct  591  
MIPIKNIHPFEIQLPGWTQGEGVFLSEFHGYQPLHGEVPVCTRYDHNPLNRKEYLLH  647

>WP_061927785.1 GTP-binding protein [Streptomyces bungoensis]
 KUN79457.1 GTP-binding protein [Streptomyces bungoensis]
Length=662

 Score = 358 bits (918),  Expect = 3e-111, Method: Compositional 
matrix adjust.
 Identities = 237/659 (36%), Positives = 342/659 (52%), Gaps = 
27/659 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M ++N+GILAHVDAGKT+LTE LL+ +G   E GSV+ G+TRTDT+ LER+RGITI
+AAV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHTAGVTDELGSVDAGSTRTDTLALERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLDTVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V+  +  +L+  ++   T     + +    +     A 
DA+
Sbjct  121  
IPTLVFVNKIDRRGARGGAVLAEMTRRLAVPLVPAGTAHGLGTRDARFVQRLGPAALDAL  180

Query  179  IENNDKLLEKYIA-----
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             +++D LL  Y+A       P    +L+R    R + A + PVY+GSA    G+  
L+  
Sbjct  181  
ADHDDDLLAAYVAGRLRDDRPDDDGRLLRSLADRTRRALVHPVYFGSALTRAGVDELVTG  240

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKIT  292
            +  L    G         +VFKVE    G++  Y R+++GTLR+RD +      E+ 
+IT
Sbjct  241  
IERLLPAAGGDPDGPPSAAVFKVERGPAGEKVAYARVFTGTLRVRDRIPFGDAGEEGRIT  300

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + +  +G     ++A  G I  +     +R+ D LG P    R R      P L 
T + 
Sbjct  301  ALAVFDRGADAPRESAGAGSIAKVWGLGGIRVGDALGVPG---
RPRGHHFAPPTLETVVV  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P     R  L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV A L+E Y 
L  
Sbjct  358  
PGPGTDRRSLHLALTQLAEQDPLIGVRHDEVRGETSVSLYGEVQKEVVEAALAEDYGLAV  417

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E + + +ERP+         +   NPF A++GL V P   G+GV +   V LG 
+  
Sbjct  418  
TFRETTTLCVERPVGTGEAVEFNKTDGNPFLATVGLRVEPAPPGAGVAFRLEVELGSMPY  477



Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFRS  518
            +F  AV D +R  L QGL GW + DC +   +   YSP              ST  
DFR 
Sbjct  478  AFFKAVEDTVRETLGQGLHGWPIPDCTVTMTHS-
GYSPRQSHAHQRFDKSMSSTGHDFRG  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL +AL+ +GT++ EP   F + AP + L        +  A     + +    
V  
Sbjct  537  
LTPLVLTEALRRAGTRVHEPVHRFRVEAPADTLGVLLPVLTRLGAVPAATEARGPACVLE  596

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-
PRRPNSRLDKVRHMFQ  636
            G +PA  I      L   T G     T    Y      PV + PR  ++ LD+  +
+  
Sbjct  597  
GAVPAARIHELEQRLPGLTRGEGELETAFDHYAPVTRGPVPERPRTDHNPLDRKEYLLH  655

>WP_003970925.1 GTP-binding protein [Streptomyces griseus]
 EGE46249.1 small GTP-binding protein [Streptomyces sp. ACT-1]
Length=661

 Score = 358 bits (918),  Expect = 3e-111, Method: Compositional 
matrix adjust.
 Identities = 235/662 (35%), Positives = 345/662 (52%), Gaps = 
36/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATRVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F NK D+ G    S++ S+ ++LS  I+          ++ + +P    +     
Sbjct  121  
IPTLLFANKTDRPGARYDSLLTSITERLSPHIVAMGSARGLGTRSATTTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 



GI  L
Sbjct  181  ALTDLLTRHDDELLSAYVD-
DPAALTHVRLLGALAEQTARCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            ++ VT L  P      A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VEGVTKLLPPAAGDPRAPARGTVFKVDRTANGERTAYVRMAEGTVRAREVLRFRGPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K ++T + +   G  V       G I  L     +R+ D +G          R    
P 
Sbjct  300  SKGRVTAVGVFENGAEVPASAVRAGRIGRLKGLTGIRIGDSIG--
AERADTGHRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P+    R  L  AL +LAD DPL+    D +  E+ LS  G VQ EVV A 
L+E
Sbjct  358  
LEAVVVPRRTEDRGALHVALGRLADQDPLIAVRRDDLRGEVSLSLYGEVQKEVVRATLAE  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++      + I  ERP    +    I   PNPF A++GL   P   GSGV++   
V 
Sbjct  418  
EFGVDVDFLGTTTICRERPAGPGAAAEFIGTAPNPFLATVGLRADPAPHGSGVEFRRAVE  477

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG +  +   AV +  R  L +G+ GW VTDC +   +  Y S  ST  DFR L P
+VL 
Sbjct  478  
LGSMPPALMRAVEETARATLARGMRGWEVTDCVVTQTHSGYDSVSSTAGDFRGLTPLVLT  537

Query  526  QALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCATIETAQVKKDEVV  576
             AL+ +GT++ EP   F L AP + L          RA    P     + T +       
Sbjct  538  
DALRRAGTRVYEPMHRFRLEAPADLLGALLPVLARLRAEPGPPGTHGRLSTVE-------  590

Query  577  
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              GEIPA  +   +  L   T G  V  +   G++   G    +PR  +  L +  
++ +
Sbjct  591  --
GEIPAAGVHELQRLLPGATRGEGVLESSFAGHRPVTGPAPERPRTGHDPLHREEYLLR  648

Query  637  KV  638
             V



Sbjct  649  TV  650

>WP_091224856.1 GTP-binding protein [Paenibacillus sp. BC26]
 SFT24736.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. BC26]
Length=686

 Score = 358 bits (919),  Expect = 3e-111, Method: Compositional 
matrix adjust.
 Identities = 233/680 (34%), Positives = 366/680 (54%), Gaps = 
51/680 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N+GI AHVDAGKTT TE +LY SG I   GSV+ GTT+TD + +ER+RGI++
+AAVT
Sbjct  4    
KMRNVGIFAHVDAGKTTTTEQMLYQSGHIRALGSVDTGTTQTDWLDVERERGISVRAAVT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++ ALR 
++I
Sbjct  64   
RFAWKDTPINLVDTPGHVDFLSEVERSLRVMDGAVLIVSAVEGVQAQTEVIWQALRDLSI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------
AD-----------------  151
            PT+I++NK+D+ G D  +V+  ++  LS             AD                 
Sbjct  124  
PTMIYVNKMDRVGADALAVLDQLQRLLSRQAVPVAAPIGAEADFAGSLSMLDERALDELV  183

Query  152  ----IIIKQTVS--LSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKL  200
                ++++Q +   +S E VL+E+   E +     + V E ++ LLE Y+ G+ +    
L
Sbjct  184  
QGERVLVEQVLDERVSVEQVLDEHPWAEPYRRMLVETVAEQDESLLEAYLEGQSVDDALL  243

Query  201  VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSVFKVEYT  259
             R     V  ++LFPV +G++ +GLG++ LMDAV   L  P G + +A + G +FK
+E  
Sbjct  244  RRVLVEGVHRSTLFPVLFGASNRGLGVKELMDAVLAYLPAPSGSE-
AAPVSGVIFKMERD  302

Query  260  DCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
                +  Y+RL+ G +R RDTV    R+ + K+T++R  +  +         G+I  
+  
Sbjct  303  
PVMGKIAYVRLFEGVIRNRDTVLNYSRDMQDKVTQIRRVTGQKTEDIGVLKAGDIAAVYG  362



Query  319  DS-VRLNDVLGDPTR-
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
             S  R+ DV+G P   L  KR     +P+L   +  K  A+   ++ A  +LAD 
DPLL 
Sbjct  363  WSRARIGDVIGAPEGVLGEKRL---
AVPLLTVQVQWKNEAEYPAVVAAFQELADEDPLLD  419

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
             +      E+ L  +G +Q+EV++++L  ++KLE     PSVIY E P       +   
+
Sbjct  420  
LQWLQDERELHLKVMGPIQMEVLASILLSRFKLEVSFGAPSVIYKETPASVGEGYVAY-L  478

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
             P P WA +  ++ P   GSG+ Y+S V    L +S+QN V   +   L+QGL GW 
VTD
Sbjct  479  
MPKPCWAILRFTIEPGERGSGIVYQSLVRGERLLESYQNEVARRVPEALQQGLRGWEVTD  538

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
             ++    G ++   + P DF    P+ +   L  +GT+LLEP L F L  P+EY  
+  +
Sbjct  539  
LRVTLIEGEHHVWHTHPLDFVIATPMGIMNGLANTGTKLLEPLLHFRLSVPEEYGGKLMN  598

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            +        +   V+++ +   G +P      +   L   T GR    T   GY+     
Sbjct  599  
ELVLMRGEFDAPIVRQERMELEGTLPVATTLDFPARLGSMTKGRGTLTTFFAGYRECPPD  658

Query  617  -PVIQPRRPNSRLDKVRHMF  635
              V + RR  + LD+ +++ 
Sbjct  659  VDVSRQRRGVNPLDQAKYIL  678

>WP_088971135.1 GTP-binding protein [Micromonospora siamensis]
 SCG54647.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
siamensis]
Length=651

 Score = 357 bits (917),  Expect = 3e-111, Method: Compositional 
matrix adjust.
 Identities = 219/640 (34%), Positives = 341/640 (53%), Gaps = 
22/640 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA+++ GSV+ GTTRTD+M LER+RGITI



+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVAQLGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+      +VN+VDTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TAITIGGLRVNLVDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEI-
VLEENTDIE-AWD  176
            +PTV F+NK+D+ G D+   +  +R +L A  ++   V+    P+  V     D E    
Sbjct  121  
VPTVFFLNKVDRRGADVDRAMTQLRQRLGAHAVLLSAVTGQGGPDARVRAVGLDAEPVVA  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            AV E +D +  +++  +P+    + R  +  V+ A L PV  GSA  G G+  L   
+  
Sbjct  181  
AVAEVDDTVAARWLTDQPVRARDVRRAIRNAVRRAELVPVACGSAITGAGVPQLRHLLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P  ++    L G+VF V+    G RR +LR++SG+LR+RD VAL G     +T
++ +
Sbjct  241  LL-PYAQKRDGPLAGTVFAVDRDGHG-
RRAWLRVWSGSLRVRDRVALTGSRPASVTQIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++       G+I  +   S R+   +G+P   PR+     P P  +  + P    
Sbjct  299  VEPDGVLVRPCVTAGQIAAVRGLSARIGQHIGEP---
PRRHGYRFPPPTRQAIVEPVDPD  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL++++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMADRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER + + +    ++   NP+ A +GL +    +GSG+++   V  G L  
+F  A
Sbjct  416  
LTACIERVVGSGTAEERVKERGNPYLAGLGLRIDAAPVGSGIEFRPGVEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R  L  G  GW VTDC +      Y+   S P            ADFR
+LAP+V+



Sbjct  476  
TEEGVRAALRHGRHGWPVTDCVVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ +P   F +  PQ  +        +  A +    V    +  +G 
+P+ 
Sbjct  536  
AAALRGAGTRVCQPIERFDVNLPQSTVETVLALLGRLGAVVHDTAVAGGYLEVSGTLPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRR  623
             +      L   T G +V  T    Y     + P   PRR
Sbjct  596  RVPQVVAALPDLTGGEAVLTTTFDHYAPVNAEAPPTLPRR  635

>WP_030323194.1 GTP-binding protein [Streptomyces sp. NRRL B-3229]
Length=638

 Score = 357 bits (915),  Expect = 4e-111, Method: Compositional 
matrix adjust.
 Identities = 232/633 (37%), Positives = 337/633 (53%), Gaps = 
20/633 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVIDEIGSVDAGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDG +LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
VSFTVDDVTVNLIDTPGHPDFIAEVERVLGVLDGVVLVVSAVEGVQAQTRVLLRTLQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     ++ S+ ++L+  I+   TV+         N  I  +D 
+ +
Sbjct  121  
IPTLVFVNKIDRRGARYDGLLSSLAERLTPAIVPMGTVAGLGTRQARFNPGIGPYDVLAD  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL  Y+  E +    L R    + + + + PVY+GSA  G G+  L+  +  
L   
Sbjct  181  HDDDLLSAYVE-
ERVDEGLLHRALVEQTRRSLVHPVYFGSAATGAGVPELVTGIQELLPA  239

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
                    + G+VFKVE    G++  Y R++SGTLR RD V     R +  +T + 



+   
Sbjct  240  
ADADPEGPVSGTVFKVERGPAGEKIAYTRMFSGTLRTRDRVPFGEARAEGLVTAISVFDG  299

Query  300  GEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G   R DT   G I  L   S VR+ D LG+P +   + +     P L T + P      
Sbjct  300  GSETRRDTVPAGRIARLWGLSGVRIGDTLGEPRKTHGQFFAP---
PTLETVVVPGPGTDT  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  ALT LA+ DPL+    D    E  +S  G VQ EV+ A L+E++ L+   
+E + 
Sbjct  357  
RSLHLALTHLAEQDPLIGLRHDESRQETSVSLYGEVQKEVLQATLAEEFGLDVTFRETTP  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            + +ER +   S     +   NPF A++GL V P  +GSGV++   V LG +  +F  
AV 
Sbjct  417  
LCVERLVGTGSAVRFNKQGGNPFLATVGLRVEPAPVGSGVEFRLEVELGAMPYAFFRAVE  476

Query  479  DGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFRSLAPIVLE  525
            D +R  L +GL+GW V DC +   +   YSP              ST ADFR + P
+VL 
Sbjct  477  DTVRETLGEGLYGWPVPDCAVTMTHS-
GYSPRQSHAHQGFNKAMSSTGADFRGVTPVVLA  535

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+ +GT++ EP   F + AP + L           A  E   V+ +     G 
+PA  
Sbjct  536  
EALRRAGTRVHEPLHRFRIQAPADTLGALLPVLAALRAVPENTVVRGETCRVEGVVPAAR  595

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
            +      L   T G     +    Y A    PV
Sbjct  596  LHELEQRLPGLTRGEGEMESAFGHYAAVTQGPV  628

>WP_069886168.1 GTP-binding protein [Streptomyces luteocolor]
Length=699

 Score = 358 bits (920),  Expect = 4e-111, Method: Compositional 
matrix adjust.
 Identities = 241/658 (37%), Positives = 350/658 (53%), Gaps = 
45/658 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+A+G I E G V+ GTTRTD++ LERQRGITI+



+AV SF
Sbjct  9    
LNLGILAHIDAGKTSLTERLLHAAGVIDEVGRVDDGTTRTDSLALERQRGITIKSAVVSF  68

Query  64   -----QWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
                 +  R      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR
+L  
Sbjct  69   
VIGTPEGTRDDGGVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLLR  128

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVL  166
             LR++ IPT+IF+NK D+ G   + V++ + ++L+ D++   TVS         +P    
Sbjct  129  
TLRRLRIPTLIFVNKTDRRGARHEGVLRHIAERLTPDVVPMGTVSGTGTRDARFAP--FT  186

Query  167  EENTDIEAWDA-----VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGS  220
             EN D   + A     +  ++D LL  Y+ A   +S  +L     R+ + A + PV
++GS
Sbjct  187  
AENADGGGFTARLTELLAGHDDTLLAAYVDAPASLSYGRLRTALARQTRRALVHPVFFGS  246

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD-  279
            A  G G+  L D +  L       G   + G+VFKVE    G++  Y+R++SGT+R 
RD 
Sbjct  247  
AATGEGVAELTDGIRELLPASTGDGQGPVSGTVFKVERGTAGEQIAYVRMFSGTVRTRDR  306

Query  280  --TVALAGRE----KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTR  332
               VA  G E    + K+T + +  +G  VR      G+I  L     +R+ DV+G 
P  
Sbjct  307  
VEIVAAGGAEGPAREGKVTGVAVFERGTDVRRAEVRAGQIGRLWGLGGIRIGDVIGVPRA  366

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
                       P L T + P   A R  L  ALT+LA+ DPL+    D +  E+ 
+S  G
Sbjct  367  
GAAPGGHFFAPPTLETVVTPLRRADRGALHLALTRLAEQDPLIGLRQDDVRQEVSVSLYG  426

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
             VQ EV+ A L+E + L+   +E + I +ER +   S    I+  PNPF A++GL 
V P 
Sbjct  427  
EVQKEVIQATLAEDFGLDVSFRETTTICVERVVGTGSAFEIIDKDPNPFLATVGLRVAPA  486

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-----  507



             +G+GV++   V LG +  +F  AV + +R  L QGL GW V DC +   +  Y+     
Sbjct  487  
PVGAGVEFGLGVELGSMPYAFFRAVEETVRETLHQGLHGWRVPDCVVTMTHAGYWPRQSH  546

Query  508  -------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPK  560
                   S  ST  DFR+L P+VL  AL+E+GT + EP   F L  P + +        
+
Sbjct  547  
AHGTFDKSMSSTAGDFRNLTPLVLMDALREAGTVVQEPMHRFRLEVPADTVGAVLPVLAR  606

Query  561  
YCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
              A   T           G++PA+ + A    L   T G     +    Y+   G  
V
Sbjct  607  
LRAVPHTQTASGAAYHLEGDVPAQQVHALEQQLPGLTRGEGELESAFDHYEPVRGGTV  664

>WP_091174333.1 GTP-binding protein [Paenibacillus sp. 1_12]
 SFL95065.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. 1_12]
Length=665

 Score = 357 bits (917),  Expect = 4e-111, Method: Compositional 
matrix adjust.
 Identities = 217/626 (35%), Positives = 340/626 (54%), Gaps = 
23/626 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG I   GSV+ GT +TD++ +ER+RGI+++A
+VT   
Sbjct  10   
NIGIFAHVDAGKTTTTEQMLYQSGRIRTLGSVDTGTAQTDSLDVERERGISVRASVTRLL  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQ+QT +++ ALR M 
+PT+
Sbjct  70   
WQGVSINLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQSQTEVIWQALRDMRMPTI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENTDIEAWDA  177
            ++INK+D+ G D  +V++ +R  L+   +       ++ T   S +++ E  T  E 
W A
Sbjct  130  
LYINKMDRVGADPLAVMEQIRRLLTPAAVPIQAPDGVEDTFVGSVDLLDEGRTPYEPWAA  189

Query  178  ---------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                       E +D L+ +Y+  E +   +L+      VQ +   PV +G++ +G



+G+ 
Sbjct  190  
PYRKLLVEYAAEQDDALMLQYMDTEDVHTAELLPVLIDSVQRSLCVPVCFGASNRGVGVA  249

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGR  286
             LMD +  L         A L G VFK+E      R  ++RLY+G +R RDTV     
G 
Sbjct  250  
QLMDTMVRLLPAPAGSNEAELSGIVFKLEKDAAMGRIAHVRLYNGVIRNRDTVFNHTLGI  309

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            E+ K+T++R     + + T     G+I  +      R+ D++G P  +P +  +   
+P+
Sbjct  310  EE-KVTQIRKVEGQKTIDTGILQAGDIASVYGWSRARIGDIMGSPKGVPGE--
QRLAVPL  366

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +  +  A+   ++ A+ +LAD DPLL  +      E+ L  +GR+Q+E++  
LLS 
Sbjct  367  
LTVQVHWRNEAEYPAVVAAMQELADEDPLLDLQWLQDERELHLKVMGRIQMEIIIHLLSS  426

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +Y L   + EPSVIY E P+ A    +   + P P WA +   + P + GSG++Y 
S V 
Sbjct  427  RYGLVVTLGEPSVIYKETPVHAGEGFMAYTM-
PKPCWAILRFRIEPGARGSGLRYSSIVR  485

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              +L + +QN V   +   LEQGL GW VTD  I    G ++   + P DF    P
+ + 
Sbjct  486  
NEHLLERYQNEVARRVPIALEQGLRGWEVTDLVITLIEGEHHVWHTHPLDFVIATPMAIM  545

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L  + T+LLEP L F L  P+EY  +  ++     +  +T  ++   +   G 
+P   
Sbjct  546  
DGLANTRTKLLEPLLRFRLSTPEEYGGKLMNELVLMRSQFDTPVLRNGRMDIEGMLPVAT  605

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
               + + L   T GR        GYQ
Sbjct  606  SLDFPSRLGSLTKGRGTLSVFFAGYQ  631

>WP_049714089.1 GTP-binding protein [Streptomyces caatingaensis]
 KNB53386.1 GTP-binding protein [Streptomyces caatingaensis]
Length=653



 Score = 357 bits (916),  Expect = 5e-111, Method: Compositional 
matrix adjust.
 Identities = 241/656 (37%), Positives = 344/656 (52%), Gaps = 
31/656 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+I+NIGILAHVDAGKT+LTE LL+ +G I   GSV+ GTTRTD+  +ER+RGIT+
+++V
Sbjct  1    
MRILNIGILAHVDAGKTSLTERLLFDTGVIGRLGSVDAGTTRTDSGAVERRRGITVRSSV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF AEV R+L VLD A+LV+SA +GVQA+TR+L   
LR++ 
Sbjct  61   
ASFTTRDLHVNLIDTPGHGDFTAEVERALGVLDAAVLVLSAVEGVQARTRVLMKTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAW--  175
            +PT+IF+NK D+AG      + +VR  L+  ++   TV          +  + D  
A+  
Sbjct  121  
LPTLIFVNKTDRAGAREDGTLAAVRAGLTPRVVPMATVRALGTRDARTVPHSFDDPAFRE  180

Query  176  ---
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               +A+ E++D +L   + G     ++L            L PVY+GSA  G G+  
L+D
Sbjct  181  
RVAEALAEDDDGVLADLVDGRVPDADRLRAGLADHTARGLLHPVYFGSALSGQGVAHLLD  240

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKI  291
             +     P   + +    G+VF VE    G++  YLRL+SGTL  R  V L  RE    
+
Sbjct  241  
GLARWLPPARGESAGEPSGTVFAVERAPSGEKTAYLRLFSGTLDRRTRVTLHRREPDGTV  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSD--------
SVRLNDVLGDPTRLPRKRWREDPL  343
            TE      G +   D    G   + P          +VR+ D LG   R  R      
P 
Sbjct  301  TE----HGGRVTGLDVVGGGGHRLTPGGIAAIRGLPAVRVGDRLG--
ARGDRHEAVFAP-  353

Query  344  PMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSA  401
            P L + + P       RL  AL  LAD DPL+  R   D     ++L   G VQ 
EV++A
Sbjct  354  PSLESVVRPLRPDDASRLYAALGALADQDPLIATRPLPDGAGTSVLL--
YGEVQKEVLAA  411



Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGVQY  460
             L+E++ +E V +E   ++ ERP    +    I+    P FWA+IGL V P + 
GSG+ +
Sbjct  412  
TLAEEFGVEAVFEESRPVFRERPAGTGAAYEGIDRRTAPAFWATIGLRVEPGTPGSGMVF  471

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
                 LG L   F  A+ +  R  L+QGL+GW VTD  +   +  Y SPVST  
DFR L 
Sbjct  472  
RRETELGALPHGFDRAIEETARRTLQQGLYGWPVTDVVVILTHSGYASPVSTGTDFRCLT  531

Query  521  PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI-
ETAQVKKDEV-VFT  578
            P+VL +AL E+GT++ EP  ++ L  P + LS A     +  ATI +T  V      
+  
Sbjct  532  
PLVLMRALAEAGTRVYEPCHAYELELPTDSLSAATGLLAEQGATIGDTVPVGAGAGWLIR  591

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
            G IPAR I A    L     G SV  +     +   G P  + R   + L++  ++
Sbjct  592  GVIPARRIAAVERRLPGVARGESVWWSSPAADRPLPGTPETRERTDGNPLNRAEYL  
647

>WP_035154545.1 GTP-binding protein [Cohnella thermotolerans]
Length=671

 Score = 357 bits (917),  Expect = 6e-111, Method: Compositional 
matrix adjust.
 Identities = 222/655 (34%), Positives = 353/655 (54%), Gaps = 
29/655 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +LY SG I  PGSV+ GT +TD + +ER+RGI++
+AAVT  +
Sbjct  13   
NIGIFAHVDAGKTTTTEQMLYRSGRIRAPGSVDDGTAQTDWLDVERERGISVRAAVTRLE  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++ ALR+M
+IPT+
Sbjct  73   
WRGVSMNLVDTPGHVDFLSEVERSLRVMDGAVLIVSAAEGVQAQTEVVWQALREMSIPTL  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVS-----
LSPEIVLEE--------NT  170
            I++NK+D+ G D ++ +  +R  LS A + I+  +      + P  +L +          



Sbjct  133  
IYVNKMDRIGADAEAALGQIRKLLSPAAVPIQAPIGSEGGFVGPASLLAKADGPAAVAGA  192

Query  171  DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            + E +     +AV E +++LL++Y   E +   +++       +   L+PV +G++ 
+G+
Sbjct  193  
EAEPFLRLLQEAVAERDEELLQRYFEKEALEAAEMLPVLLEGARKGELYPVLFGASGRGI  252

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            G++ L+DA+       G    A L G VFK+E      R  Y+RLY+GT+R RD+V  
A 
Sbjct  253  
GVEALLDAMADFLPGPGGDDQAPLSGVVFKLERDPAMGRIAYVRLYNGTVRNRDSVYNAT  312

Query  286  REKL-KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            R+   K+T++R     +         G+I  +      R+ D++G P  +P +  R   
+
Sbjct  313  RDVWDKVTQIRKVDGSKSEDVGLLQAGDIAAVYGLAQARIGDIVGSPEGVPGE--
RRLAV  370

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +     A+   ++ A  +LAD DPLL  +      E+ L  +G +Q+EV+
+ L+
Sbjct  371  
PLLTVQVHWANEAEYPAVVAAFQELADEDPLLDLQWLQDERELHLKVMGTIQMEVLAHLM  430

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ L      PSVIY E  L  +         P P WA +   + P + GSG
+QY S 
Sbjct  431  RSRFGLTVTFGAPSVIYKET-
LAGSGEGFIAYTMPKPCWAILRFRMEPGARGSGLQYASV  489

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V    L  S+QN V   +   L+QGL GW VTD K+    G ++   + P DF    
P+ 
Sbjct  490  
VRPENLLDSYQNEVARRVPEALQQGLRGWEVTDLKVTLVEGEHHVWHTHPLDFVVATPMG  549

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L   GT+LLEP L F L AP+E+  +  ++      + E   +    +   G 
+P 
Sbjct  550  
IMDGLARIGTKLLEPILRFRLSAPEEFGGKLMNELILMRGSFEPPVIAGGRIELEGLLPV  609

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI---QPRRPNSRLDKVRHMF  
635



                 + + L   T GR V     +GY+     P +   +PRR  + LD+ +++ 
Sbjct  610  ATSLDFPSRLGSMTKGRGVLSAFFEGYREC--PPDVNAERPRRGVNPLDQAKYIL  
662

>WP_106326020.1 GTP-binding protein [Actinoplanes italicus]
 PRX17123.1 ribosomal protection tetracycline resistance protein 
[Actinoplanes 
italicus]
Length=651

 Score = 357 bits (915),  Expect = 7e-111, Method: Compositional 
matrix adjust.
 Identities = 226/647 (35%), Positives = 337/647 (52%), Gaps = 
31/647 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LL+ +GA+  PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MSLLNLGIVAHVDAGKTSLTERLLFEAGAVDNPGSVDAGTTRTDSMDLERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS +     VN++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSIRLGDLTVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +PTV F+NK+D+ G D++ V+  VR +L+   ++  TV+         +  + A D    
Sbjct  121  VPTVFFLNKVDRRGADVERVLTQVRRRLTRFPVVLSTVTGQG----
GRDASVRAADLVSE  176

Query  177  ----
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
                AV E++D + E+++ G  +    + R  +R V+   L PV +GSA  G G+  
L  
Sbjct  177  
QVVAAVAESDDLVAERWLTGVRLRARDVRRAIRRGVRRGDLAPVVHGSAITGAGVAQLRH  236

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +  L  P   +    L G+VF V+  D G RR +LRL+SG LR+RD + L G     
+T
Sbjct  237  VLADLL-PRCREDDGPLAGTVFAVDRDDHG-
RRAWLRLWSGRLRVRDRIELGGTRPRTVT  294

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            ++ +     +V    A  G+I  +     R+   +GDP   PR+     P P  +  
+ P



Sbjct  295  QIAVSEPAGVVVRSAATAGQIAAVRGLPARIGQHVGDP---
PRRHLYRFPPPTRQALVEP  351

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               AQR  L   L +LAD DPL+   +D    E ++   G VQ EV++ALL E+Y 
+   
Sbjct  352  
VDPAQRLALFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVIAALLEERYGVRVR  411

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                    +ER   + +    I    NP+ A IGL V     G G+++ + +  G 
L  +
Sbjct  412  
FSGTLTACIERVAGSGTAEDRIRENGNPYLAGIGLRVDAAPAGHGIEFRAGIEPGRLPPA  471

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLA  520
            F  A  +G+R  L  G  GW VTDC +      Y    S P            
ADFR LA
Sbjct  472  
FIAATEEGVRAALRHGRHGWPVTDCVVSMTSSQYCPRQSRPHQKFDKSISSVAADFRHLA  531

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
             +V+  AL+ +GT++ +P   F +  P E          +  A I+ +      +  
+G 
Sbjct  532  
QVVVTAALRRAGTRVCQPVERFDVNLPHEVAESVTALLGRAGAVIDDSSGSGGYLEVSGT  591

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG--QPVIQPRRPN  625
            +P+  +      L   T G +V       Y    G   PV+  R P+
Sbjct  592  LPSSRVPQVVAALPDLTGGEAVLTAHFDHYAPINGPEAPVLPRRGPD  638

>WP_028683953.1 MULTISPECIES: GTP-binding protein [Pseudomonas]
 AIC20088.1 GTP-binding protein [Pseudomonas chlororaphis]
 AUG41122.1 GTP-binding protein [Pseudomonas chlororaphis]
 POA69742.1 GTP-binding protein [Pseudomonas sp. GW531-T4]
Length=657

 Score = 357 bits (915),  Expect = 7e-111, Method: Compositional 
matrix adjust.
 Identities = 222/654 (34%), Positives = 359/654 (55%), Gaps = 
30/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +++GILAHVDAGKT+LTE +L+ +GA    GSV+ G+T TD + LER+RGITI
++AV
Sbjct  1    
MKSLSMGILAHVDAGKTSLTERILFDAGARPRLGSVDSGSTYTDNLLLERERGITIRSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+LA+LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
ASFELDGILVNLLDTPGHPDFIAEVERTLALLDIAIIVVSAIEGVQAQTRVLVGALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQ--------------
SVRDKLSADIIIKQTVSLSPEIVL  166
            IP V F+NK+D+ G D Q  ++              SV D  +    ++ +   +P
+++ 
Sbjct  121  
IPHVFFVNKVDRKGADFQRTLEALGSHLKSRPLSLVSVHDAGTGLATVETSDPAAPQVMA  180

Query  167  EENTDIEAW-DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
            +       W D + E+++ LL  Y+ A E I + +L RE ++++    + PV+ 
GSA  G
Sbjct  181  Q-------
WLDLLCEHDEALLHDYVSAPEAIGKARLERELRQQLGQGLVNPVFAGSAITG  233

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            +G+  +++A+T L        SA +  SVFK++    G +R +L + +GTLRLR 
TV   
Sbjct  234  
VGVAQMIEAITRLAPVKSYDASAPVLASVFKIDRGWGGHKRFHLCMLAGTLRLRQTVDTP  293

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL  343
             +   ++T + + + G +     A  G+I  +   + VR+ D +G  +   +      
P 
Sbjct  294  -
QGASRVTGIHVSASGGLQPATQATAGQIACITGLEGVRIGDRIGACSERGKGAHTFTP-  351

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P + T ++P +  Q + L +AL+ LA+ DPL+    ++   ++ +S  G VQ E++ 
A L
Sbjct  352  PAIETHVSPASPGQTKALWEALSALAEQDPLIDLRRNA-
AGQVFVSLYGEVQKEIIQATL  410

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             ++Y ++ + +E S I +E  L +A     ++   NPF A++G+ V+P + GSG  
+   
Sbjct  411  
QDEYDIQALFEESSAICVETLLSSAEGLESLDDEGNPFLATVGIRVSPGAPGSGQTFIRE  470

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
               G +  SF  A+ + +   L +G  GW V DC++      Y SP ST ADFR L 
P+V
Sbjct  471  



AHAGLMPTSFYKAIEESVFETLREGRHGWAVHDCEVALTRVDYASPSSTAADFRHLTPLV  530

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  A+  +GTQ+ EP   F +  P    S  +    K  AT+  A +  + V   G 
I  
Sbjct  531  
LAAAIGRAGTQVCEPRSQFRIEVPAALSSPVHALLAKAGATLNGATLSGETVRIQGSIVT  590

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  
634
              I   + ++   T+G     +EL  Y    G P  + R    P +R D +R +
Sbjct  591  TRIYRLQHEIPNATSGLGFMESELASYAPVAGTPPCRERTMANPYNRHDYLRQV  
644

>WP_056628693.1 GTP-binding protein [Paenibacillus sp. Soil522]
 KRE53645.1 GTP-binding protein [Paenibacillus sp. Soil522]
Length=665

 Score = 357 bits (915),  Expect = 7e-111, Method: Compositional 
matrix adjust.
 Identities = 225/653 (34%), Positives = 347/653 (53%), Gaps = 
25/653 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AHVDAGKTT TE +LY SG I   GSV+ GT +TD + +ER RGI++
+AA T 
Sbjct  9    
IRNIGIFAHVDAGKTTTTEQILYHSGRIRSLGSVDAGTAQTDFLEVERSRGISVRAAATR  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    +N+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQAQT +++HALR+ 
+IP
Sbjct  69   
FSWQGATINLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQAQTEVIWHALRERSIP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIEAW  175
            T+I++NK+D+ G D    +Q +R  LS       A   ++ +   +  ++ EE  D 
E  
Sbjct  129  
TLIYVNKMDRIGADPLGTLQQIRRLLSPQAAPVQAPFGVEDSFGGAVSLLGEEAGDSEET  188

Query  176  DA--------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
             A        V E    LL  Y+    + +E+L +      ++  LFPV +G++ 
+G+GI
Sbjct  189  
KAYLQLLEETVAERESLLLLHYLDCGALPKEELKQMLLSLTREGELFPVLFGASNRGIGI  248

Query  228  



QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            +PLM A+  L  P        + G VF++E      R  Y+RLYSG +R RD+V    
++
Sbjct  249  
EPLMQAMVTLLPPPSTVTDGPVSGVVFRIERDPAMGRIAYVRLYSGVIRNRDSVRNESQQ  308

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K+T++R     +         G+I  +   +  R+ D++G    +P +      
+P+
Sbjct  309  IEEKVTQIRKIDGQKAEDVGLLAAGDIAAVCGWNQARIGDIIGCAKYVPGE--
TRLAVPL  366

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +     A+   ++ AL +LAD DPLL  +      E+ L  +G +Q+EV++ 
+L  
Sbjct  367  
LTVQVRWNNEAEYPAVVAALHELADEDPLLDLQWLQEQRELHLKVMGPIQIEVLTHVLHN  426

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +Y L+    EPSVIY E P +     I   + P P WA +   + P   GSG+ + 
S V 
Sbjct  427  RYGLKAEFGEPSVIYKETPAQTGEGFIAYTM-
PKPCWAILRFHIEPGERGSGITFRSIVR  485

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               L + +QN V   +   L+QGLFGW VTD K+    G ++   + P DF   AP
+ + 
Sbjct  486  
PERLLERYQNEVARSVPEALQQGLFGWEVTDLKVTLVEGEHHVWHTHPLDFAVAAPMGIM  545

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L   G +LLEP LSF L  P+E   +  ++        ++  V+++ +   G 
+P   
Sbjct  546  
DGLSRIGVKLLEPMLSFRLSVPEETGGKLMNELILMRGEFDSPVVRQERMEIEGMLPVAT  605

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP---RRPNSRLDKVRHMF  
635
              A+       T GR V  T   GY+     P ++    RR  + LD+ R++ 
Sbjct  606  SLAFPARFGSLTKGRGVLSTFFAGYREC--PPDVKAERVRRGVNPLDQSRYIL  
656

>OSC85072.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]
Length=253

 Score = 342 bits (878),  Expect = 8e-111, Method: Compositional 
matrix adjust.



 Identities = 167/253 (66%), Positives = 200/253 (79%), Gaps = 0/253 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  
F  
Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYS  240

Query  241  IGEQGSAALCGSV  253
               +G + LCG+V
Sbjct  241  STHRGPSELCGNV  253

>WP_015606904.1 GTP-binding protein [Streptomyces fulvissimus]
 AGK75518.1 Putative tetracycline resistance protein [Streptomyces 
fulvissimus 
DSM 40593]
Length=667

 Score = 357 bits (915),  Expect = 9e-111, Method: Compositional 
matrix adjust.
 Identities = 235/674 (35%), Positives = 353/674 (52%), Gaps = 
48/674 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDTIGSVDHGSTRTDSLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPTV+F+NK D+ G     +++S+ ++LS DI+          +  + +P    +     
Sbjct  121  
IPTVLFVNKTDRPGARYGPLLESITERLSPDIVAMGSARHLGTRDATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLAAYVD-
DPAALTHARLLAALAEQTGRCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            ++ +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
VEGITGLLPAATGDADAPARGTVFKVDRTAGGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G   R    R    
P P 
Sbjct  300  GEGKVSAVSVFEDGGEVPVPGVGAGRIARLKGLADIRIGDSVG-
AARAEAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPRRPEDRGALHLALGRLAEQDPLIAVRRDELRREVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +E + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRETTTICLERPAGTGAAVEFIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVHSTLRQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537



Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCAT  564
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P +            RA    P+   
T
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVYEPMHRFRLELPADAFGALGPVLARLRAVPGPPETHGT  597

Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            + T +         GE+PA  +   +  L   T G  V  +   G++   G    
+PR  
Sbjct  598  LCTLE---------
GEVPAARVHQLQQLLPGLTRGEGVLESAFDGHRPVTGPAPDRPRTD  648

Query  625  NSRLDKVRHMFQKV  638
            +  L +  ++ + V
Sbjct  649  HDPLHRKEYLLRTV  662

>WP_093561750.1 GTP-binding protein [Streptomyces sp. OspMP-M43]
 SCD36031.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. OspMP-M43]
Length=661

 Score = 357 bits (915),  Expect = 9e-111, Method: Compositional 
matrix adjust.
 Identities = 235/662 (35%), Positives = 345/662 (52%), Gaps = 
36/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATRVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F NK D+ G    S++ S+ ++LS  I+          ++ + +P    +     
Sbjct  121  
IPTLLFANKTDRPGARYDSLLTSITERLSPHIVAMGSARGLGTRSATTTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 



GI  L
Sbjct  181  ALTDLLTRHDDELLSAYVD-
DPAALTHARLLGALAEQTARCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            ++ VT L  P      A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VEGVTKLLPPATGDPRAPARGTVFKVDRTANGERTAYVRMAEGTVRAREVLRFRGPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + ++T + +   G  V       G I  L     +R+ D +G          R    
P 
Sbjct  300  SQGRVTAVGVFENGAEVPASAVRAGRIGRLKGLTGIRIGDSIG--
AERADTGHRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P+    R  L  AL +LAD DPL+    D +  E+ LS  G VQ EVV A 
L+E
Sbjct  358  
LEAVVVPRRTEDRGALHIALGRLADQDPLIAVRRDDLRGEVSLSLYGEVQKEVVRATLAE  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++      + I  ERP    +    I   PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVDFLGTTTICRERPTGPGAAAEFIGTAPNPFLATVGLRVDPAPHGSGVEFRRAVE  477

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG +  +   AV +  R  L +G  GW VTDC +   +  Y S  ST  DFR L P
+VL 
Sbjct  478  
LGSMPAALMRAVEETARATLARGTRGWEVTDCVVTQTHSGYDSVSSTAGDFRGLTPLVLT  537

Query  526  QALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCATIETAQVKKDEVV  576
             AL+ +GT++ EP   F L AP + L          RA    P     + T +       
Sbjct  538  
DALRRAGTRVYEPMHRFRLEAPADLLGTLLPVLARLRAEPGPPGTHGRLSTVE-------  590

Query  577  
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              GEIPA  +   +  L   T G  V  +   G++   G    +PR  +  L +  
++ +
Sbjct  591  --
GEIPAAGVHELQRLLPGATRGEGVLESSFAGHRPVTGPAPERPRTGHDPLHREEYLLR  648

Query  637  KV  638
             V



Sbjct  649  TV  650

>WP_067343820.1 GTP-binding protein [Streptomyces noursei]
 ANZ14128.1 tetracycline resistance protein TetP [Streptomyces 
noursei ATCC 
11455]
Length=663

 Score = 357 bits (915),  Expect = 9e-111, Method: Compositional 
matrix adjust.
 Identities = 234/644 (36%), Positives = 338/644 (52%), Gaps = 
39/644 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TDT  +ERQRGIT++
+AV  F
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDTGDTQTDTGAIERQRGITVRSAVAPF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR+M 
+PT
Sbjct  67   
TVGATQVNVIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLREMRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---------
SLSPEIVLEENTDIEA  174
            ++F+NKID+AG   ++++  +R KL+  I+   +V         +L   +  E     
+ 
Sbjct  127  
LLFVNKIDRAGARGEALLADIRRKLAPHIVPMTSVRELGTPSARALPHALDDEPEFRTQV  186

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E +D LL + + G   S ++L        +     PV++GSA+ G GI  L
+D +
Sbjct  187  
AEALAELDDALLARVVDGPFPSPDELHAALAAHTRQGRTHPVHFGSARSGEGIGALIDGI  246

Query  235  TGLFQ--PIGEQ----
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--AGR  286
            TGL +  P+G      G+A   G+VF VE    G++  YLRL+SGTL  R  VAL   
G 
Sbjct  247  
TGLLRPAPVGRSTDPAGAAHPRGTVFAVEREPSGKKTAYLRLFSGTLTARQRVALHRNGP  306

Query  287  EKLK------ITEMRI---PSKGEIVRTDTA-----YPGEIVILPS-
DSVRLNDVLGDPT  331
            +  +      IT +++   P  G   R          PG I  +     VR+ D L 
DP 
Sbjct  307  



DGSRLTYPGQITALQVVGRPGNGSAGRAGGQGIRQLTPGTIGKVSGLTEVRVGDRLTDPA  366

Query  332  -RLPRKRWREDPLPMLRTTIAPKTAA--
QRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
             R    R    P P LRT + P+  A     RL  AL  L++ DPL+           
+L
Sbjct  367  
GRDDGPRPPHFPAPTLRTLVRPRGQAPGAAARLYAALQHLSEQDPLIHAAPGPEGSTSVL  426

Query  389  SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVP-
PNPFWASI  445
             + G +Q E+++A L++ + +E V      +Y+ERP+    A  ++    P P+ 
FWA++
Sbjct  427  LY-
GEIQKEILAATLADDFGIEAVFAPSRTVYLERPVGVGEAHQSLGRRAPSPSGFWATV  485

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GL V P    SGV +     LG L  +F  A+ + +   L  G  GW VTDC +      
Sbjct  486  
GLRVEPAPRNSGVAFRYETELGALPHAFHTAIEETVHSALRSGPRGWAVTDCTVTLTRSG  545

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            +  PVST  DFR L P VL QAL+ +GTQL EP   F +  P + L           
A +
Sbjct  546  
FVGPVSTAGDFRGLTPQVLGQALERAGTQLYEPCHIFDVDIPLDALPAVTSCLAALGADL  605

Query  566  ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            E         +  G IPA  +++    L   T G ++  +   G
Sbjct  606  EETAGGTTSWLVKGVIPASRVRSAEHRLPGLTRGEALWWSRPSG  649

>WP_020550843.1 GTP-binding protein [Streptomyces scabrisporus]
Length=663

 Score = 356 bits (914),  Expect = 1e-110, Method: Compositional 
matrix adjust.
 Identities = 221/653 (34%), Positives = 345/653 (53%), Gaps = 
24/653 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE LL+ +G I+  GSV+ G+T+TD++ LER
+RGITIQ+AV
Sbjct  1    
MNHLNIGIVAHVDAGKTSLTERLLFDTGVITRIGSVDAGSTQTDSLELERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQA+TR+L  +L 
++ 
Sbjct  61   



VAFRIGDLRVNVIDTPGHSDFVAEVERALRVLDGAVLVVSAVEGVQARTRVLIRSLVRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAW---  175
            IP ++F+NKID+ G     +++++  +L  + +   +V    +P+   E  T  +A    
Sbjct  121  
IPVLVFVNKIDRRGARHGDLLEAIAAELGPNCVAMGSVDDLGTPDARFEPFTGADAHFTA  180

Query  176  ---DAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A  ++ D  ++ Y+     ++     RE  R V+ A ++PV++GSA  G G+  
L+
Sbjct  181  
RLAEAFADHGDAFVDSYLDDRITLTEADYRRELARHVEHAWVYPVFFGSAITGEGVDRLV  240

Query  232  DAVTGLFQPIG-
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK--  288
              +  L   +G E     L   V K+E    G++  Y+R  SGTLR R  V L  R
+   
Sbjct  241  
RGIAELLPRVGAEAAEEPLRAVVLKIERGRAGEKIAYVRTRSGTLRPRAEVTLHRRDHGG  300

Query  289  ------LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
                   + + +++  +G  +R   A  G I  +      R+ D LG    LP  R    
Sbjct  301  AVIELVGRTSAVQVFDEGTRLRDADATAGTIAKVRGLAEARVGDQLGSADGLP-
TRGLFA  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L + + P++  QR  L  AL ++A+ DP++    +  T  I +   G VQ 
EV+ A
Sbjct  360  P-
PTLESRVTPESPRQRPALHAALQRIAEQDPMIDVRTNEETGAISVRLYGEVQKEVIGA  418

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP-
NPFWASIGLSVTPLSLGSGVQY  460
             L++ + L    +E   +Y E+P+        I     N FWA++GL + P + G
+G+ +
Sbjct  419  
TLADTFGLRVAFEESRPLYFEKPVAVGEAVREIAGDGVNFFWATVGLRIEPAAHGAGIVF  478

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ + +   L QG+ GW V DC +      Y SP+S   
DFR++ 
Sbjct  479  
RLGVRLGGLPLAFHRAIEEAVHATLRQGVHGWEVLDCAVTLTRTGYASPISAAGDFRNVT  538

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  ALK +GT++ EP   F L AP               A  E    + D  +  
G 
Sbjct  539  



PLVVGDALKRAGTRVFEPIHRFELEAPGASAGAVVALLSGARAIPEEQSTRGDRCLVRGT  598

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  
633
            IPA  +      L   T G  V ++E  G++   G P+  P RP +  D   H
Sbjct  599  IPAAEVHGVTRRLPEATRGEGVLVSEFDGHRPFTGHPL--PTRPQTGPDPYDH  
649

>WP_059078408.1 GTP-binding protein [Streptomyces scabiei]
 GAQ60258.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Streptomyces 
scabiei]
Length=676

 Score = 357 bits (915),  Expect = 1e-110, Method: Compositional 
matrix adjust.
 Identities = 232/668 (35%), Positives = 340/668 (51%), Gaps = 
34/668 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RILNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NK+D+ G   + +++S+  +L   I+    + Q  + +              
+ 
Sbjct  123  
PTLVFVNKVDRRGARHRDLLESIAARLDPAIVSLGEVAQLGTPAARFTPYVPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E+++ LL  Y+  G  +   +L      +   A + PV++GSA  G GI  L+D 
+ G
Sbjct  183  
LAEHDEDLLAAYVDDGAAVPGSRLRAALAAQTGAALVHPVFHGSAITGAGIAELVDGIGG  242

Query  237  LFQPIG-------------
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            L                          G+VFKVE    G++  Y+R+++GT+R+RD 
+  
Sbjct  243  
LLPATDTTDTTDPTDVTGPADADTPPSGTVFKVERGPAGEKIAYVRMFAGTVRVRDRLPF  302



Query  284  A-GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
              G  + K+T + +   G  VR      G I  L     +R+ D +G P           
Sbjct  303  
RDGTREGKVTGIDLFEGGSAVRATAVTAGRIARLWGLADIRIGDTVGTPRARAADGHHFA  362

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T + P        L  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A
Sbjct  363  P-
PTLETVVLPARPEDAGALHVALTQLAEQDPLIGLRHDELRQELSVSLYGEVQKEVVQA  421

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+E+Y L+   +  + + +ER     +   H +   NPF A++GL V P   G
+GV + 
Sbjct  422  
TLAEEYGLDVTFRGTTALCVERLAGCGAAVEHNKKDGNPFLATVGLRVEPAPAGAGVGFR  481

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSP  509
              V LG +  +F  AV D +R  LEQGL GW V DC +   +            G   
S 
Sbjct  482  
LEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTLTHCGYSPRQSHAHQGFDKSM  541

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST ADFR L P+VL  AL+ +GT++ EP   F + AP + L           A     
+
Sbjct  542  
SSTGADFRGLTPLVLMDALRRAGTRVHEPVHRFRVEAPADTLGALLPVLAALRAVPRDTR  601

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-
IQPRRPNSRL  628
                 V   G +PA  +      L   TNG     T    +    G  V  +PR  
++ L
Sbjct  602  
ASGAAVRLEGLVPAARVHELEQRLPGPTNGEGELETAFDHFAPVAGPDVPARPRTDHNPL  661

Query  629  DKVRHMFQ  636
            D+  ++  
Sbjct  662  DRKEYLLN  669

>WP_051861185.1 GTP-binding protein [Streptomyces 
ochraceiscleroticus]
Length=648

 Score = 356 bits (913),  Expect = 1e-110, Method: Compositional 
matrix adjust.
 Identities = 230/642 (36%), Positives = 338/642 (53%), Gaps = 



29/642 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL A+G I E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MQYVNLGILAHVDAGKTSLTERLLQAAGVIDEVGSVDDGSTRTDSLELERQRGITIKSAV  60

Query  61   TSFQWH-
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             SF       VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTRIL   
LR++
Sbjct  61   
VSFVVDDELTVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQPQTRILMRTLRRL  120

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS---------
PEIVLEENT  170
             IPT+IF+NKID+ G    SVV+ + +KL A ++   TV  +         P    
+E+ 
Sbjct  121  
GIPTLIFVNKIDRRGARCASVVRELGEKLDAAVVALGTVGGAAGTPGAAWVPYADADEDF  180

Query  171  DIEAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 + + +++D LL  Y+A E  +  ++L      + Q A + PV++GSA  G 
G+  
Sbjct  181  
AARLTEVLADHDDALLAAYVADETAVPYDRLRAGLAAQTQQALVHPVFFGSAITGAGVNA  240

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L   +  L           L G+VFKVE    G++  Y+R++SG +R RD VAL G 
E  
Sbjct  241  
LTTGIKELLPAAAGAAGGPLSGTVFKVERGPAGEKLAYVRMFSGAVRTRDRVALGGTEGK  300

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRW----
REDPLP  344
                  +     + R+     GEI +L   + VR+ D +      P  R     R    
P
Sbjct  301  
VTAVGVVERGVVVRRSGVVAAGEIGVLWGLEKVRIGDTVTGRGASPNGRGAAASRHFAPP  360

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P   + +  L  AL++LA+ DPL+    D +  E+ +S  G VQ E+V 
A L+
Sbjct  361  
TLETVVVPSHPSDKAALHVALSRLAEQDPLIGLRQDGVRQELSVSLYGEVQKEIVQATLA  420

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            + + +E   +  +VI +ER +   +    +    NPF A++GL V P   G GV +    



Sbjct  421  
QDFGIEVAFRSTTVICIERLVGTGAAFEIMHKDGNPFLATVGLRVEPAPPGDGVDFRLAG  480

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGL-FGWNVTDCKICFEYGLYY------------
SPVS  511
             LG +  +F  AV + +R  L +G   GW V DC +   +  Y             
S  S
Sbjct  481  
ELGSMPYAFIKAVEETVRETLRRGGPHGWRVPDCSVTLTHSGYAARQSHAHAVFDKSMSS  540

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR L P+VL +AL+++GT++ EP   F+L  P + L        +  A  +T  
++
Sbjct  541  
TAGDFRDLTPLVLMRALRQAGTEVHEPVHRFLLDLPADALGPVLPVLARLGAVPDTPLLR  600

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
                   G IPA  ++  +  L   T G  V  +   GY+ A
Sbjct  601  NSACRLEGTIPAAGVRELQRALPSLTRGEGVLESTFSGYRPA  642

>WP_030703094.1 GTP-binding protein [Streptomyces griseus]
Length=661

 Score = 356 bits (914),  Expect = 1e-110, Method: Compositional 
matrix adjust.
 Identities = 235/662 (35%), Positives = 345/662 (52%), Gaps = 
36/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTRTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATRVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F NK D+ G    S++ S+ ++LS  I+          ++ + +P    +     
Sbjct  121  
IPTLLFANKTDRPGARYDSLLTSITERLSPHIVAMGSARGLGTRSATTTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L



Sbjct  181  ALTDLLTRHDDELLSAYVD-
DPAALTHVRLLGALAEQTARCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            ++ VT L  P      A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VEGVTKLLPPAAGDPRAPARGTVFKVDRTANGERTAYVRMAEGTVRAREVLRFRGPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             K ++T + +   G  V       G I  L     +R+ D +G          R    
P 
Sbjct  300  SKGRVTAVGVFENGAEVPASAVRAGRIGRLKGLTGIRIGDSIG--
AERADTGHRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P+       L  AL +LAD DPL+    D +  E+ LS  G VQ EVV A 
L+E
Sbjct  358  
LEAVVVPRRTEDPGALHVALGRLADQDPLIAVRRDDLRGEVSLSLYGEVQKEVVRATLAE  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++      + I  ERP    +    I   PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVDFLGTTTICRERPAGPGAAAEFIGTAPNPFLATVGLRVDPAPHGSGVEFRRAVE  477

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG +  +   AV +  R  L +G+ GW VTDC +   +  Y S  ST  DFR L P
+VL 
Sbjct  478  
LGSMPPALMRAVEETARATLARGMRGWEVTDCVVTQTHSGYDSVSSTAGDFRGLTPLVLT  537

Query  526  QALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCATIETAQVKKDEVV  576
             AL+ +GT++ EP   F L AP + L          RA    P     + T +       
Sbjct  538  
DALRRAGTRVYEPMHRFRLEAPADLLGALLPVLARLRAEPGPPGTHGRLSTVE-------  590

Query  577  
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              GEIPA  +   +  L   T G  V  +   G++   G    +PR  +  L +  
++ +
Sbjct  591  --
GEIPAAGVHELQRLLPGATRGEGVLESSFAGHRPVTGPAPERPRTGHDPLHREEYLLR  648

Query  637  KV  638
             V
Sbjct  649  TV  650



>WP_106767107.1 GTP-binding protein [Paenibacillus sp. Marseille-
P3787]
Length=655

 Score = 356 bits (913),  Expect = 1e-110, Method: Compositional 
matrix adjust.
 Identities = 210/601 (35%), Positives = 329/601 (55%), Gaps = 
29/601 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NI I+AHVDAGKT+LTE+LLY +  I + G V+ G T+TD++ +ER+RGITI
+A+ 
Sbjct  1    
MKYLNIAIVAHVDAGKTSLTENLLYQTKTIKKVGKVDNGDTQTDSLNIERRRGITIKASP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  K+N++DTPGH DF++EV RSL VLDGA+LV+S  +G+QAQT+I+  +L 
K+ 
Sbjct  61   
ISFYFNDIKINLIDTPGHADFISEVERSLVVLDGAVLVVSGVEGIQAQTKIILDSLIKLK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----------EN  169
            IPT+IFINK+D+ G D+  V+Q ++D +         ++L    +LE            
+
Sbjct  121  IPTIIFINKLDRTGADVNKVIQQLKDFI-------
HVINLYNLEILEKNKIKIKKKDWSS  173

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             ++E  D +  NND+L+ +++    I  + +  E + +V    + PV  GSA  G
+GI  
Sbjct  174  
LELELVDILSVNNDELISEFMQHGEIKSKMIYEEFKNQVSLCMVSPVIIGSAINGVGIVE  233

Query  230  LMDAVTGLFQPIGEQGSAALCGSVFKVEYT-
DCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            L+ A++  + PI ++ +  L G VFK E +      + + RL++G +   D V +     
Sbjct  234  LLQAISD-
YIPINKRQNVLLSGLVFKKENSLLAANNKCFFRLFAGCINRGDIVNVISNHG  292

Query  289  LK-----ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-
RWREDP  342
            +      I ++    +G++V TD     +I ++ +  + + DVLG  T L +K ++ 
+  
Sbjct  293  
VNSGLLKIKKLSKLERGKLVETDMIACNDIGVIHNSDLNIGDVLGYDTELIKKIKFTQ--  350

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402



             P +  ++  K  ++  +L   L  L++ DP +    D I + I L   G +Q E 
+   
Sbjct  351  -
PNMEVSVRSKDPSEENKLFIILKSLSNADPNIHISKDPINNSIKLRIFGEIQKEFIHHT  409

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L E Y L+    E S++Y+E+P+    H   I    NPF A+IGL V P       
+YE 
Sbjct  410  
LEEDYNLQVQFGETSIVYIEKPIGEGRHIEKIGDSHNPFIATIGLKVEPSFDRKDFEYEI  469

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
                G L Q+F NA+ + I+  LEQGL+GW V   K+      Y SP+ST ADFR
+L PI
Sbjct  470  
LTEKGALPQAFYNAIEESIKLTLEQGLYGWEVKGIKVTLYEVNYISPISTAADFRNLTPI  529

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL ++ T + EP   F LY   + L +      K  A I     K   V   
G +P
Sbjct  530  
VLMHALHKAETNIFEPINYFNLYTTSKNLDKIVSFLIKSRAQILYHASKNLNVHLKGTVP  589

Query  583  A  583
             
Sbjct  590  V  590

>WP_079036352.1 GTP-binding protein [Streptomyces silaceus]
Length=691

 Score = 357 bits (916),  Expect = 1e-110, Method: Compositional 
matrix adjust.
 Identities = 240/658 (36%), Positives = 350/658 (53%), Gaps = 
45/658 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+++G I E G V+ GTTRTD++ LERQRGITI+
+AV SF
Sbjct  1    
MNLGILAHIDAGKTSLTERLLHSAGVIDEVGRVDDGTTRTDSLALERQRGITIKSAVVSF  60

Query  64   -----QWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
                 +  R      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR
+L  
Sbjct  61   
VIGAPEGTRDDGGVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLLR  120

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------



LSPEIVL  166
             LR++ IPT+IF+NK D+ G   + V++ + ++L+ D++   TVS         +P    
Sbjct  121  
TLRRLRIPTLIFVNKTDRRGARHEGVLRHIAERLTPDVVPMGTVSGIGTRDARFAP--FT  178

Query  167  EENTDIEAWDA-----VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGS  220
             EN D   + A     +  ++D LL  Y+ A   +S  +L     R+ + A + PV
++GS
Sbjct  179  
AENADGGGFTARLTELLAGHDDTLLAAYVDAPASLSYGRLRTALARQTRRALVHPVFFGS  238

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD-  279
            A  G G+  L D +  L       G   + G+VFKVE    G++  Y+R++SGT+R 
RD 
Sbjct  239  
AATGEGVAELTDGIRELLPASTGDGQGPVSGTVFKVERGTAGEQIAYVRMFSGTVRTRDR  298

Query  280  --TVALAGRE----KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTR  332
               VA  G E    + K+T + +  +G  VR      G+I  L     +R+ DV+G 
P  
Sbjct  299  
VEIVAAGGAEGPAREGKVTGVAVFERGTDVRRAEVRAGQIGRLWGLGGIRIGDVIGVPRA  358

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
                       P L T + P   A R  L  ALT+LA+ DPL+    D +  E+ 
+S  G
Sbjct  359  
GAAPGGHFFAPPTLETVVTPLRRADRGALHLALTRLAEQDPLIGLRQDDVRQEVSVSLYG  418

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
             VQ EV+ A L+E + L+   +E + I +ER +   S    I+  PNPF A++GL 
V P 
Sbjct  419  
EVQKEVIQATLAEDFGLDVSFRETTTICVERVVGTGSAFEIIDKDPNPFLATVGLRVAPA  478

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-----  507
             +G+GV++   V LG +  +F  AV + +R  L QGL GW V DC +   +  Y+     
Sbjct  479  
PVGAGVEFGLGVELGSMPYAFFRAVEETVRETLHQGLHGWRVPDCVVTMTHAGYWPRQSH  538

Query  508  -------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPK  560
                   S  ST  DFR+L P+VL  AL+E+GT + EP   F L  P + +        
+
Sbjct  539  
AHGTFDKSMSSTAGDFRNLTPLVLMDALREAGTVVQEPMHRFRLEVPADTVGAVLPVLAR  598

Query  561  



YCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV  618
              A   T           G++PA+ + A    L   T G     +    Y+   G  
V
Sbjct  599  
LRAVPHTQTASGAAYHLEGDVPAQQVHALEQQLPGLTRGEGELESAFDHYEPVRGGTV  656

>WP_057470182.1 GTP-binding protein [Rhizobium sp. Root1203]
 KQV20789.1 hypothetical protein ASC97_28550 [Rhizobium sp. 
Root1203]
Length=648

 Score = 355 bits (912),  Expect = 1e-110, Method: Compositional 
matrix adjust.
 Identities = 232/634 (37%), Positives = 350/634 (55%), Gaps = 
23/634 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   G V+ G T+TDT+ LER+RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFHAGVIKTMGGVDTGDTQTDTLQLERERGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF ++  +VN++DTPGH DF+AEV R L +LDGA+LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
ASFVFNDTRVNLLDTPGHPDFIAEVERVLGILDGAVLVVSAVEGVQAQTRVLMRALARLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP-----
EIVLEENTDIEAW  175
            +PT++F+NKID+ G D +  + ++R +LS D I+    + +P       V     D 
+  
Sbjct  121  VPTIVFVNKIDRRGADDRHALANLRSRLS-
DAIVPMGYATAPGTPDAAFVAFSWKDRQFR  179

Query  176  DAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             AV+    E++D+LLE +     +    L      +    S+ PV++GSA  G GI  
LM
Sbjct  180  
SAVLEALAEHDDRLLEAFADDADVPGGTLSAALAMQTAAGSVHPVFFGSAITGSGIGELM  239

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + VT L   P+ E    A   +VFKVE T  G++  YLR+++G++R+RD +++AG+
+  +
Sbjct  240  NGVTALLPAPVPETDRPA-
SAAVFKVERTGAGEKLAYLRMFAGSVRVRDRLSIAGKDN-R  297

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTT  349



            ITE+ + S+G+  R D A  G+I  +   S VR+ D +G+ +   ++++     
PML + 
Sbjct  298  ITEIEVFSQGQAGRRDLARAGDIAKVRGLSDVRIGDWIGERSVYVQRQFSP---
PMLESV  354

Query  350  IAPKTAAQRERLLDALTQLADTDPLLRC-
EVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            + P    +   L  AL Q+ + DPL+   + D     I +S  G VQ EV+   L   
Y 
Sbjct  355  
VVPSDPTEAPLLWKALLQMTEQDPLINLRQGDGGQDAISISLYGEVQKEVIEHTLRVDYG  414

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            LE    E S IY+ER +       H    P+PF A++GL V P       ++ S +  
G 
Sbjct  415  LEVHFLETSPIYIERVVGTGRAVDHA---
PDPFVATVGLIVEPGDCQGRHRFRSLIDPGS  471

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYG--
LYYSPVSTPADFRSLAPIVLEQ  526
            L      AV + +   L+QG+FGW VTDC +       +     STPAD R L P
+VL  
Sbjct  472  
LPFFALKAVEEAVEETLKQGVFGWQVTDCVVSLVEATRMRKWASSTPADHRHLTPLVLAA  531

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT++ EP     +  P E L        +  A++E        +V  G I 
A  +
Sbjct  532  
ALEAAGTEVCEPMDRISIEMPPEALPGVQSLLARLGASLEPPTSNGSILVLGGTIAAISV  591

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
             + +  L   T G      E  GY+A  G P ++
Sbjct  592  HSLQRALPSLTGGLGTMDAEFFGYRALNGPPPVR  625

>WP_097932402.1 MULTISPECIES: GTP-binding protein [Streptomyces]
Length=655

 Score = 356 bits (913),  Expect = 2e-110, Method: Compositional 
matrix adjust.
 Identities = 230/646 (36%), Positives = 346/646 (54%), Gaps = 
25/646 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS DI+          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDIVAMGSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               + +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALAELLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCLVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
G+
Sbjct  239  
LVDGITGLLPVATGDPEAPARGTVFKVDRTANGERTAYVRMVQGTVHAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGEGKVSAVSVFENGREVPVPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+   
L
Sbjct  356  
PTLETVVVPRRPEDRGALHVALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQTTL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV+
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLV  535

Query  524  



LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
              +   +  L   T G  V  +   G++   G PV  P RP +  D
Sbjct  596  ARVHELQRLLPGATRGEGVLESAFAGHRPVTG-PV--PERPRTDHD  638

>WP_102924936.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
noursei]
 PNE37204.1 GTP-binding protein [Streptomyces noursei]
Length=663

 Score = 356 bits (913),  Expect = 2e-110, Method: Compositional 
matrix adjust.
 Identities = 231/647 (36%), Positives = 336/647 (52%), Gaps = 
45/647 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD+  +ERQRGIT++
+AV  F
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGDTQTDSGAIERQRGITVRSAVAPF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR+M 
+PT
Sbjct  67   
TVGATQVNVIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLREMRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---------
SLSPEIVLEENTDIEA  174
            ++F+NKID+AG   ++++  +R KL+  I+   +V         +L   +  E     
+ 
Sbjct  127  
LLFVNKIDRAGAREEALLADIRRKLAPHIVPMTSVRELGTPSARALPRALDDEPEFRTQV  186

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E +D LL + + G   S ++L      + +     PV++GSA+ G GI  L
+D +
Sbjct  187  
AEALAELDDALLARVVDGPFPSPDELYTALATQTRQGRTHPVHFGSARSGEGIGALIDGI  246

Query  235  TGLFQ--PIGEQ----
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            TGL +  P+G      G+A   G+VF VE    G++  YLRL+SGTL  R  VAL    
+



Sbjct  247  
TGLLRPAPVGHSTDPAGAAHPRGTVFAVEREPSGKKTAYLRLFSGTLTARQRVAL---HR  303

Query  289  LKITEMRIPSKGEIVR-------------------TDTAYPGEIVILPS-
DSVRLNDVLG  328
                  R+   G+I                     T    PG I  +     VR+ 
D L 
Sbjct  304  
NGPDGSRLTYPGQITALQVVGRPGNGNAGLAGGQGTRQLTPGTIGKVSGLTEVRVGDRLT  363

Query  329  DPT-RLPRKRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
            DP  R    R    P P LRT + P+        RL  AL  LA+ DPL+          
Sbjct  364  
DPAGRDDGPRPPHFPAPTLRTLVRPRDQVPGAAARLHAALQHLAEQDPLIHAAPGPEGST  423

Query  386  IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVP-
PNPFW  442
             +L + G +Q E+++A L++ + +E V      +Y+ERP+    A  ++    P P
+ FW
Sbjct  424  SVLLY-
GEIQKEILAATLADDFGIEAVFAPSRTVYLERPVGVGEAHQSLGRRAPSPSGFW  482

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            A++GL V P    SGV +     LG L  +F  A+ + +   L  G  GW VTDC 
+   
Sbjct  483  
ATVGLRVEPARRNSGVAFRYETELGALPHAFHTAIEETVHSALRSGPRGWAVTDCTVTLT  542

Query  503  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
               +  PVST  DFR L P+VL QAL+ +GTQL EP  +F +  P + L           
Sbjct  543  
RSGFVGPVSTAGDFRGLTPLVLGQALERAGTQLYEPCHTFDVDIPLDALPAVTSCLAALG  602

Query  563  ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            A +E         +  G IPA  +++    L   T G ++  +   G
Sbjct  603  ADLEETAGGTTSWLVKGVIPASRVRSAEHRLPGLTRGEALWWSRPSG  649

>WP_028555190.1 GTP-binding protein [Paenibacillus sp. URHA0014]
Length=667

 Score = 356 bits (913),  Expect = 2e-110, Method: Compositional 
matrix adjust.
 Identities = 222/628 (35%), Positives = 338/628 (54%), Gaps = 
26/628 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE LLY SG I   GSV+ GT +TD++ +ER+RGI++++A 
TS  
Sbjct  12   



NVGIFAHVDAGKTTTTEHLLYLSGRIRALGSVDSGTAQTDSLEVERERGISVRSATTSLV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL+ISA +GVQ+QT +++HAL+ + 
IPT+
Sbjct  72   
WQNTWINLVDTPGHVDFLSEVERSLRVMDGAILIISAVEGVQSQTEMIWHALQSLKIPTL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIE----  173
            +++NK+D+ G D + V+Q +  +L+       A + I+ T   +  ++ +          
Sbjct  132  
LYMNKLDRVGADPERVLQEIHKQLTGMAVPIYAPLGIEDTFRGARNVLDDAPPAAGAGPA  191

Query  174  ------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                  A + + E ++ +L  YI G PI+   +    Q   +    FP+  G++ K 
+GI
Sbjct  192  
GFDLAAAVEKLSELDEPMLTSYIEGAPIAAHDIKVALQLYARQGEAFPLLVGASNKAIGI  251

Query  228  QPLMDAVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALA  284
            + L+ A+   L +P G+     L   VFKVE      R  Y+RLY GT+R RDTV     
Sbjct  252  EELLTAILDYLPEPRGD-
AEQPLSAVVFKVERDKTMGRMAYVRLYEGTIRNRDTVVNTTQ  310

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            G E+ K+T++R     +         G+I  +     VR+ DVLG P  +P        
+
Sbjct  311  GVEE-KVTQIRRIDGRKAEDLGIVAAGDIAAVCGLTQVRIGDVLGRPDCVPPA--
PRMAV  367

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +   + AQ   L+ AL +L D DPLL  +      E+ +  +G +QLE++
++LL
Sbjct  368  
PLLTVQVHAASDAQYPALVAALQELTDEDPLLDLQWLQDERELHVKVMGAIQLEILTSLL  427

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            S ++ L     +PSVIY E P +A    I   + P P WA +   + P + GSG+ 
YES+
Sbjct  428  SSRFGLAVRFDQPSVIYKETPSQAGEGFIAYTM-
PKPCWAILRFLIEPGTPGSGLVYESQ  486

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V    L   +QN V   +   L+QGL GW VTD K+    G ++   + P DF    
P+ 
Sbjct  487  



VRGEQLLVQYQNEVARRVPEALQQGLLGWEVTDVKVTLLEGEHHVWHTHPLDFAVATPMG  546

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            + Q L ++GT LLEP L   +  P+E+  +   D  +  AT +   +     V  G 
+P 
Sbjct  547  
IMQGLAQTGTTLLEPMLQIRITVPEEFGGKVLSDLVQMRATFDAPSIAGGRFVLEGRLPV  606

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 Y   L+  + GR V  +   GYQ
Sbjct  607  ATSLDYPVKLSAMSGGRGVITSSFAGYQ  634

>AHH94550.1 Oxytetracycline resistance protein [Kutzneria albida DSM 
43870]
Length=640

 Score = 355 bits (911),  Expect = 2e-110, Method: Compositional 
matrix adjust.
 Identities = 231/650 (36%), Positives = 347/650 (53%), Gaps = 
32/650 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL  +G I   GSV+ G+T+TD++ LER+RGITIQ
+AV SF
Sbjct  1    
MNIGILAHVDAGKTSLTERLLLHAGVIDRLGSVDAGSTQTDSLELERRRGITIQSAVVSF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR +  
P 
Sbjct  61   
TVRGQRVNLIDTPGHSDFVAEVERALRVLDGAVLVVSAVEGVQAQTRVLMRTLRGLGTPV  120

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS----
LSPEIVLEENTDIEAWDAVI  179
            ++F+NK+D+AG   + V+  +R+ L  D +   +VS        +      D E  
+ + 
Sbjct  121  
IVFVNKVDRAGARYEQVLAELRELLGLDCVAMNSVSGLGTRDASVRRFSWHDKEFLEQLA  180

Query  180  ENNDKLLEKYIAGEPISREKLVREEQ--
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
              +++LL  Y+  +P+     V E+   R ++ AS  PVY+GSA  G+G+  L+D 
V  L
Sbjct  181  LADERLLASYV-DDPVR----VSEQDCLRALRGAS--
PVYFGSAVTGVGVAELVDGVLRL  233

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--------  289
             +P  E  + AL  SVFKVE    G++  Y R+++G LR R  V L  R+          



Sbjct  234  LRPQ-
EPTTDALRASVFKVERGRAGEKVAYARVHTGVLRARSVVPLHRRDPSGAVLELTG  292

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            ++T + +   G       A PG I  +     VR+ D LG    LP   +     P 
L T
Sbjct  293  RVTGVEVFEHGAATVPAEAGPGRIAKVRGLREVRVGDQLGSAEPLPAGGFFAP--
PRLET  350

Query  349  TI-
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             + AP  AA    L +AL QLA+ DPL+     +   E+ +   G VQ EV++  L
+E +
Sbjct  351  VVRAPDRAA----LHEALRQLAEQDPLINLSRHA-
DGEMSVRLYGEVQKEVIADTLAETF  405

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGVQYESRVSL  466
             +    +  S +++ERP+        ++      F+A++GL V P   GSGV ++  
V L
Sbjct  406  
GVLAEFEPTSTVFVERPVGVGEAVEEMDFSGRLLFYATVGLRVQPAPPGSGVSFQRAVEL  465

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ + +R  L QGL GW V DC +      Y SP+S   DFR L P
+VL Q
Sbjct  466  
GGLPLAFHKAIEESVRDTLRQGLHGWEVVDCAVTLTRTGYASPISAAGDFRKLTPLVLMQ  525

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT +LEP   F    P +  +       +  A +  ++++    V  G +P   
+
Sbjct  526  
ALRQAGTTVLEPLDEFEAEVPADCANPVLLALAECGAQVRDSRIRAATCVIGGVLPTSAV  585

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                  +   T G  V L+   G++   G    +PR   + LD+  ++  
Sbjct  586  HGLEQRVPALTRGEGVVLSRFHGHRPYRGPAPHRPRTGANPLDRGEYLLH  635

>AMP54018.1 elongation factor Tu domain 2, partial [uncultured 
bacterium]
Length=190

 Score = 339 bits (869),  Expect = 2e-110, Method: Compositional 
matrix adjust.
 Identities = 164/189 (87%), Positives = 176/189 (93%), Gaps = 0/189 
(0%)

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247



            KYIAGEPISRE+L REEQ+RVQDASLFPVY+GSAK 
GLGIQPLMDAVTGLFQPIGEQGSA
Sbjct  1    
KYIAGEPISREELAREEQQRVQDASLFPVYHGSAKNGLGIQPLMDAVTGLFQPIGEQGSA  60

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
             LCGSVFKVEYTDCGQR 
+YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT
Sbjct  61   
TLCGSVFKVEYTDCGQRLIYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  120

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            A+ GEIVILPSDS+RLND+LGD T+LPR+ W + P  MLRTTI PKTA QR
+RLLDALTQ
Sbjct  121  
AHKGEIVILPSDSLRLNDILGDKTQLPREMWSDAPFSMLRTTITPKTAEQRDRLLDALTQ  180

Query  368  LADTDPLLR  376
            +ADTDPLLR
Sbjct  181  IADTDPLLR  189

>WP_079043944.1 GTP-binding protein [Streptomyces kanamyceticus]
Length=696

 Score = 356 bits (914),  Expect = 2e-110, Method: Compositional 
matrix adjust.
 Identities = 236/683 (35%), Positives = 349/683 (51%), Gaps = 
48/683 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+A+G I EPG V+ G+T+TD++ LERQRGITI+
+AV SF
Sbjct  1    
MNLGILAHIDAGKTSLTERLLHAAGVIDEPGRVDDGSTQTDSLALERQRGITIKSAVVSF  60

Query  64   -----------------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQ  106
                                  KVN++DTPGH DF+AEV R L+VLDGA+LVISA 
+GVQ
Sbjct  61   
VIDAPEGDDAGGGAGDNASGGVKVNLIDTPGHPDFIAEVERVLSVLDGAVLVISAVEGVQ  120

Query  107  
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------  159
            AQTR+L   LR++ IPT+IF+NK D+ G   + V+  +  +L+ DI+   TV        
Sbjct  121  
AQTRVLLRTLRRLRIPTLIFVNKTDRRGARYEGVLDHIAARLTPDIVPMGTVPGLGTREA  180

Query  160  ----LSPEIVLEENTDIEAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLF  214



                 + +   +        + +  ++D +L  Y+     +S ++L  E  R    
A + 
Sbjct  181  
RFVPFTADGAADSGFTARLTELLASHDDAVLAAYVEDAASLSYDRLRAELARATHRALVH  240

Query  215  
PVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGT  274
            PV++GSA  G+G+  L   +              + GSVFKVE    G++  Y+R+
+SGT
Sbjct  241  
PVFFGSAVTGVGVAELAAGIREFLPSDAGDHEGPVSGSVFKVERGAAGEKIAYVRMFSGT  300

Query  275  LRLRDTVALAGREKL------KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVL  327
            +R RD V +   E        K+T + +  +G+ VR      G I  L     VR+ 
DV+
Sbjct  301  
VRTRDLVDIVTAEDTDSGRAGKVTAVTVFDQGKDVRHAEVGAGWIGKLWGLGDVRIGDVI  360

Query  328  
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
            G P +           P L T +AP   + R  L  ALTQLA+ DPL+    D++  
E+ 
Sbjct  361  
GVPRKGVEPGAHHFAPPTLETVVAPVRPSDRGALHVALTQLAEQDPLIGLRQDAVRQEVS  420

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL  447
            +S  G VQ EVV A L+E + L+   +E + I +ER +   +    I+  PNPF A
++GL
Sbjct  421  
VSLYGEVQKEVVQATLAEDFGLDVSFRETTTICVERVVGTGAAFEIIDKDPNPFLATVGL  480

Query  448  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
             V P  LG+GV +   V LG +  +F  AV + +R  L QGL+GW V DC +   +  
Y+
Sbjct  481  
RVAPAPLGAGVDFRLGVELGSMPYAFFRAVEETVRETLHQGLYGWRVPDCTVTMTHSGYW  540

Query  508  ------------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
                        S  ST  DFR+L P+VL  AL+ +GT + EP   F +  P +      
Sbjct  541  
PRQSHAHGTFDKSMSSTAGDFRNLTPLVLMDALRRAGTVVHEPMHRFRIDVPGDTFGAVL  600

Query  556  
HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
                +  A   T           G+IPA+ + A    L   T G     +    Y+   
G
Sbjct  601  
PALGRLRAVPHTPTTSGASYHVEGDIPAKQVHALEQLLPGLTRGEGELESAFDHYEPVRG  660

Query  616  QPVIQPRRPNSRLDKVRHMFQKV  638



             P  + R  +  L +  ++ + V
Sbjct  661  APPTRGRTDHDPLSRKEYLLRVV  683

>WP_061982171.1 GTP-binding protein [Amycolatopsis regifaucium]
 KZB83768.1 GTP-binding protein [Amycolatopsis regifaucium]
 SFH26799.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
regifaucium]
 OKA06791.1 GTP-binding protein [Amycolatopsis regifaucium]
Length=653

 Score = 355 bits (911),  Expect = 3e-110, Method: Compositional 
matrix adjust.
 Identities = 221/657 (34%), Positives = 337/657 (51%), Gaps = 
56/657 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEHLNIGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLD  +LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
VAFRVGDLRVNLIDTPGHPDFIAEVERALRVLDAVVLVVSAVEGVQAQTRVLMRALTRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLE  167
            IP VIF NKID+AG     ++  + ++L    +    V              +SP   
L 
Sbjct  121  
IPVVIFANKIDRAGARFDGLLADLTERLGVACVPMSGVDDLGTADAKVRPRPVSPSAALA  180

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            E         + E++D  L  Y+ G P + E    E  R+ +   + PV++GSA  
G GI
Sbjct  181  ET--------LAEHSDDFLAAYLDGMPTA-
EDYRAEVVRQTRCGVVSPVFFGSAHSGEGI  231

Query  228  QPLMDAV----
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
              L D +     G  +P+ +     L  +VFK+E     ++  YLR++SG +  RD 
V  
Sbjct  232  AGLTDGIREFLAGTAKPVIDD---
QLRAAVFKIERGRAHEKIAYLRVFSGEIGARDVVRF  288

Query  284  AGR-------EKLKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGD  329



              R        + K++ +R+   G+      A  G+I        I   D V + D  
G 
Sbjct  289  
HRRGPGGPVTTEAKVSAVRVFEVGDGTVEARARAGQIAKVTGLKEIRIGDQVGVFDAEGA  348

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
              R P         P L T + P  + +   +  AL +LA+ DPL+    D  T 
+I + 
Sbjct  349  AARFPP--------
PALETVVVPGRSEETPSVFAALRELAEQDPLISAAQDDETRQISVR  400

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
              G VQ E+++  L+ ++ L+        I +ERP+   S    I  P NP++A+
+GL V
Sbjct  401  
LYGEVQKEIIAETLAGEHGLDVGFAATRTICVERPIGTGSSLWEITEPRNPYFATLGLRV  460

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             P + GSG+ +   V LG L  +F  A+ + +   L  G  GW V DC +   +  
Y+SP
Sbjct  461  
EPGAPGSGLNFGLDVELGSLPLAFHKAIEEAVEAALRHGPSGWEVVDCVVTITHTGYFSP  520

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            VS   DFR +AP+ L +AL+ +GT++LEP     L  P + ++       +    +  
+ 
Sbjct  521  
VSAAGDFRKVAPLALREALEAAGTEILEPISRVELELPADVVNVTLSRLIELGGIVTGSV  580

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            ++ D    TG +P   +  +   L   + G  +  +E  G+     +P++ P RP 
S
Sbjct  581  LRGDRAELTGTLPTGQVTGFERRLPGLSRGEGLLTSEPGGH-----
RPMVSPNRPTS  632

>WP_093683803.1 GTP-binding protein [Streptomyces sp. MnatMP-M77]
 SBU97717.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. MnatMP-M77]
Length=661

 Score = 355 bits (911),  Expect = 3e-110, Method: Compositional 
matrix adjust.
 Identities = 234/662 (35%), Positives = 345/662 (52%), Gaps = 
36/662 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTHTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATRVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F NK D+ G    S++ S+ ++LS  I+          ++ + +P    +     
Sbjct  121  
IPTLLFANKTDRPGARYDSLLTSITERLSPHIVAMGSARGLGTRSATTTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDQLLSAYVD-
DPAALTHARLLGALAEQTARCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            ++ VT L  P      A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VEGVTKLLPPATGDPRAPARGTVFKVDRTANGERTAYVRMAEGTVRAREVLRFRGPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + ++T + +   G  V       G I  L     +R+ D +G          R    
P 
Sbjct  300  SQGRVTAVGVFENGAEVPASAVRAGRIGRLKGLTGIRIGDSVG--
AERADTGHRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P+    R  L  AL +LAD DPL+    D +  E+ LS  G VQ EVV A 
L+E
Sbjct  358  
LEAVVVPRRTEDRGALHIALGRLADQDPLIAVRRDDLRGEVSLSLYGEVQKEVVRATLAE  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++      + I  ERP    +    I   PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVDFLGTTTICRERPAGPGAAAEFIGTAPNPFLATVGLRVDPAPHGSGVEFRRAVE  477

Query  466  



LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG +  +   AV +  R  L +G+ GW VTDC +   +  Y S  ST  DFR L P
+VL 
Sbjct  478  
LGSMPPALMRAVEETARATLARGMRGWEVTDCVVTQTHSGYDSVSSTAGDFRGLTPLVLT  537

Query  526  QALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCATIETAQVKKDEVV  576
             AL+ +GT++ EP   F L AP + L          RA    P     + T +       
Sbjct  538  
DALRRAGTRVYEPMHRFRLEAPADLLGTLLPVLARLRAEPGPPGTHGRLSTVE-------  590

Query  577  
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              GEIPA  +   +  L   T G  V  +   G++   G    +PR  +  L +  
++ +
Sbjct  591  --
GEIPAAGVHELQRLLPGATRGEGVLESSFAGHRPVTGPAPERPRTGHDPLHREEYLLR  648

Query  637  KV  638
             V
Sbjct  649  TV  650

>WP_107155380.1 GTP-binding protein [Micromonospora sp. RP3T]
 PTA47593.1 GTP-binding protein [Micromonospora sp. RP3T]
Length=651

 Score = 355 bits (911),  Expect = 3e-110, Method: Compositional 
matrix adjust.
 Identities = 227/640 (35%), Positives = 338/640 (53%), Gaps = 
22/640 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LL+ +GA+S+PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLFEAGAVSQPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       VN++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSIALGDLSVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIE-AWD  176
            +PTV F+NK+D+ G D+  V   VR +L A  ++  TV+        V     D E    
Sbjct  121  
VPTVFFLNKVDRRGADVDRVTAQVRRRLGACPVVLTTVAGQGTRDARVRAVGLDTEPVVA  180

Query  177  



AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            AV E +D +  +++  EP+    + R  +  V+   L PV  GSA  G G++ L   
+  
Sbjct  181  
AVAEADDAVAARWLTDEPLRVRDVRRAIRVAVRRGDLSPVACGSAVTGAGVRQLCRLLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P  EQ    L G+VF V+    G RR +LR++SG LR+RD V L G     +T
++ +
Sbjct  241  LL-PRDEQRDGPLAGTVFAVDRDGQG-
RRAWLRVWSGQLRVRDRVRLDGARPQTVTQIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++   +   G+I  +   S R+   LGDP   PR+     P P  +  + P    
Sbjct  299  TEPAGVLVRPSVSAGQIAAVRGVSARIGQHLGDP---
PRRHAYRFPPPTRQAVVEPVDPD  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL++++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMADRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER +   +    +    NP+ A +GL +    +G G+++   V  G L  
+F  A
Sbjct  416  
LTACIERVVGTGAAEERVRERGNPYLAGLGLRIDAAPVGHGIEFRPGVEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G+R GL QG  GW VTDC +      Y+   S P            ADFR
+LAP+V+
Sbjct  476  
TEEGVRAGLRQGRHGWPVTDCTVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ +P   F +  PQ  +        +  A +    V    +  +G 
+P  
Sbjct  536  
AAALRRAGTRVCQPIERFDVNLPQHAVETVLALLGRLGAIVHDTAVAGGYLEVSGSLPTA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR  623
             +      L   T G +V  T    Y    G +P   PRR
Sbjct  596  RVPEVVAALPDLTGGEAVLTTTFDHYAPVTGAEPPTVPRR  635

>WP_081139858.1 hypothetical protein, partial [Enterococcus faecium]
Length=196



 Score = 339 bits (869),  Expect = 3e-110, Method: Compositional 
matrix adjust.
 Identities = 154/195 (79%), Positives = 174/195 (89%), Gaps = 0/195 
(0%)

Query  444  
SIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY  503
            SIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL
+GWNVTDCKICF+Y
Sbjct  1    
SIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKY  60

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            GLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY
+DAPKYCA
Sbjct  61   
GLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCA  120

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV 
QPRR
Sbjct  121  
NIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRR  180

Query  624  PNSRLDKVRHMFQKV  638
            PNSR+DKVR+MF K+
Sbjct  181  PNSRIDKVRYMFNKI  195

>WP_032754132.1 GTP-binding protein [Streptomyces alboviridis]
Length=667

 Score = 355 bits (912),  Expect = 3e-110, Method: Compositional 
matrix adjust.
 Identities = 235/674 (35%), Positives = 353/674 (52%), Gaps = 
48/674 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDTIGSVDHGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------



KQTVSLSPEIVLEENTDI  172
            IPTV+F+NK D+ G     +++S+ ++LS DI+          +  + +P    +     
Sbjct  121  
IPTVLFVNKTDRPGARYGPLLESITERLSPDIVAMGSARHLGTRDATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLAAYVD-
DPAALTHARLLAALAEQTGRCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            ++ +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
VEGITGLLPAATGDADAPARGTVFKVDRTAGGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G   R    R    
P P 
Sbjct  300  GEGKVSAVSVFEDGGEVPVPGVGAGRIARLKGLADIRIGDSVG-
AARAEAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPRRPEDRGALHLALGRLAEQDPLIAVRRDELRREVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +E + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRETTTICLERPAGTGAAVEFIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVHSTLCQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCAT  564
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P +            RA    P+   
T
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVYEPMHRFRLELPADAFGALGPVLARLRAVPGPPETHGT  597



Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            + T +         GE+PA  +   +  L   T G  V  +   G++   G    
+PR  
Sbjct  598  LCTLE---------
GEVPAARVHELQQLLPGLTRGEGVLESAFDGHRPVTGPAPDRPRTD  648

Query  625  NSRLDKVRHMFQKV  638
            +  L +  ++ + V
Sbjct  649  HDPLHRKEYLLRTV  662

>WP_020574476.1 GTP-binding protein [Actinopolymorpha alba]
Length=668

 Score = 355 bits (911),  Expect = 3e-110, Method: Compositional 
matrix adjust.
 Identities = 233/665 (35%), Positives = 361/665 (54%), Gaps = 
37/665 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI+AHVDAGKT+LTE LL+ +G IS+ GSV++GTT+TDT+ LER+RGITI
+AAV SF
Sbjct  9    
LNLGIVAHVDAGKTSLTERLLFDAGVISKLGSVDRGTTQTDTLDLERRRGITIKAAVVSF  68

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 K+N++DTPGH +F+AEV R+L  LD A+LVISA +GVQA TR+L   L+++ 
IPT
Sbjct  69   
TIEEAKINLIDTPGHSEFIAEVERALLALDAAVLVISAVEGVQAHTRVLMRTLKRLRIPT  128

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            V F+NK+D+ G     ++  +  KL+  +I    VS        ++P   L+++  
+E  
Sbjct  129  VFFVNKVDRMGAQYDRLLGDIAAKLTPQVIAMSRVSCLGAKNATVTP-
CTLDDDQHLEQI  187

Query  176  DAVI-ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              V+ EN++ LL+ Y+ +   +    L R    + +   + P+Y+GSA  G G+  
L+  
Sbjct  188  
VEVLGENDESLLDAYLYSSRGLDGAFLERNLAAQTKQGLVHPIYFGSAITGAGVPDLVRG  247

Query  234  VTGLFQPI---GEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-  287
            +  L +P    GE+ S A  L G+VFK+E    G++  Y+RLYSG + +RD V  + 
R  
Sbjct  248  
IRDLLEPSAPPGEELSGAEDLSGTVFKIERGRAGEKVAYVRLYSGAIGVRDRVVFSRRTA  307



Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                   + K+T + +   G  ++      G I  I     +++ D LG  ++  R    
Sbjct  308  HANVNEYEGKVTAIHVFEDGRTMQAAKVSMGNIGKIWGLADIQIGDQLGR-
SKQARAEAS  366

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P P L T I  K    R  L  AL +LA+ DPL+    + +  E  +   G VQ 
EV+
Sbjct  367  FAP-
PTLETVIKSKHPDDRIALHAALQKLAEQDPLINIRRNDLAQETTVCLYGEVQREVL  425

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGV  458
             A + E++ +E   +E   I++ER +       H+ +  + P  A++GL + P   
G+GV
Sbjct  426  
EAQIVEEFGIEVEFEETRTIHVERVIGTGEAYEHMGLHEHVPIAATVGLRIEPAPPGAGV  485

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             YE  +  G L + +  A+ + +   L QGLFGW+V DCK+    G Y S  ST  
DFR+
Sbjct  486  
TYEVGIEPGLLLRVYHTAIEETVYETLHQGLFGWDVPDCKVTLTLGAYDSIGSTGGDFRA  545

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            +  +VL  AL ++GTQ+ EP   F L  P++ +S       +  AT E   ++ +     
Sbjct  546  
MTALVLMAALLQAGTQVCEPLNHFELEVPKDTVSVTMAKLIELDATPENTTIQGESGHLD  605

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR------
PNSRLDKVR  632
            G IPAR +      +   T G  + LTE  GY+   G P   PRR      P +R 
+ + 
Sbjct  606  GRIPARAVHNLERQIPGLTRGEGIVLTEFAGYRPVTGTP---
PRRARTDANPLNRKEYLS  662

Query  633  HMFQK  637
            H+ ++
Sbjct  663  HLAKR  667

>WP_067687215.1 GTP-binding protein [Actinoplanes awajinensis]
 KUL39458.1 GTP-binding protein [Actinoplanes awajinensis subsp. 
mycoplanecinus]
Length=655

 Score = 355 bits (910),  Expect = 3e-110, Method: Compositional 
matrix adjust.
 Identities = 222/648 (34%), Positives = 344/648 (53%), Gaps = 



24/648 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGI+AHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD+M +ER+RGITI
++AV
Sbjct  1    
MDSLNIGIVAHVDAGKTSLTERLLHHTGVIDHVGSVDAGSTQTDSMEMERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R+L VLDGA+LV+S+ +GVQAQTRIL   L 
++ 
Sbjct  61   
VSFTIDDLQVNLIDTPGHPDFIAEVERALRVLDGAVLVVSSVEGVQAQTRILMRTLARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IP +IF+NKID+ G   Q ++ S+ +KL+   +   TV+          P  + E     
Sbjct  121  
IPVLIFVNKIDRVGARYQDLLDSIGEKLTPRPLAMSTVTDPGTGRARSVPLPLSEGRRGA  180

Query  173  EAWDAVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               D + + +D  LE Y+  +  ++      E  R+V+ + + PVY+GSA  G G+
+ L+
Sbjct  181  
LVADLLADASDAFLESYLDDDTHLTERDFAAELTRQVRQSLVTPVYFGSAMTGEGVEDLV  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             A+     P      A L   VFK+++   G++  Y+R++SG L  R+ V    R 
+   
Sbjct  241  
RAIKEFLPPPPGDPLAPLRAGVFKIDWASGGEKVAYVRVHSGRLAAREPVDTYRRGRTGD  300

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
                  K T +++   G       A  G+I  +     V+++D LG P  LP   +    
Sbjct  301  
VVEGTGKTTSVQVFQNGTTTSETVAEAGDIAKVYGLTHVQVDDQLGSPEGLPSSGFFAP-  359

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T +      Q   L   L +LA+ DPL+    +     I ++  G VQ EV
+  L
Sbjct  360  -
PSLETVVRAARPEQTGLLYQRLRRLAEEDPLINVRRNEAEQSISVALYGEVQREVIKGL  418

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYE  461
            L ++Y +E V  E + +Y+E   K A     +EV   N F A++GL + P   G+G
++Y+
Sbjct  419  LLDRYGIEVVFDEITTVYVE---



KVAGVGRGLEVIWQNAFAATVGLRIEPGPAGTGLRYQ  475

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V  G L  +F  A+ + +R   +QGL+GW V DC +      Y+SPV++  DFR 
L P
Sbjct  476  
LEVEPGGLPAAFHKAIEETVRQTAQQGLYGWEVVDCVVTLTDTAYFSPVTSAGDFRKLTP  535

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+E+GT + EP   F L  P + +           A ++  + +       
G I
Sbjct  536  
LVLMTALREAGTTVHEPVDQFELEVPDDTVRAVMSRLAAVRAVVDQCEARGSVSHLQGTI  595

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            PA  +  +   L   ++G  V ++ L GY+   G P  + R   + L+
Sbjct  596  PASGVYEFERQLPGLSHGEGVFVSALSGYRKTAGAPPTRRRTDGNPLN  643

>AHF55841.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-10]
Length=212

 Score = 339 bits (869),  Expect = 4e-110, Method: Compositional 
matrix adjust.
 Identities = 160/212 (75%), Positives = 184/212 (87%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSTTHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVSPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212



>WP_067904776.1 GTP-binding protein [Actinomadura chibensis]
Length=629

 Score = 354 bits (908),  Expect = 4e-110, Method: Compositional 
matrix adjust.
 Identities = 223/566 (39%), Positives = 308/566 (54%), Gaps = 
38/566 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M I+N+GILAHVDAGKT+LTE LLY +GAI   GSV+ G T+TD   LERQRGITI
++AV
Sbjct  1    
MPILNLGILAHVDAGKTSLTERLLYDTGAIGRLGSVDAGDTQTDRGELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SFQ    +VN++DTPGH DF AEV R+L VLDGA+LV+SA DGVQA+TR+L  
ALR + 
Sbjct  61   
VSFQLGALRVNLIDTPGHADFGAEVERALGVLDGAVLVLSATDGVQARTRVLMRALRALA  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IF+NKID  G D   V+ +V  +L+A  +    V          + +I A     
+
Sbjct  121  
LPTLIFVNKIDLVGADPDGVLAAVERRLAARPVPLNRVRAGRVEPCAPSAEILA-----D  175

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D++L  ++       E L    + +    ++ P+Y+GSA+ G G+  L+  +  
L  P
Sbjct  176  
GDDRVLADFVHDRATPPETLRASLRAQTAACAVQPLYFGSARTGAGVPDLLRGLGSLLPP  235

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
                G     GSVF VE    G+R  +LRL+SG LR+R+ VA A GR   +IT + 
+   
Sbjct  236  A-
APGDGGTRGSVFAVERAASGERVAWLRLFSGELRVRERVAFAGGRGGGRITGLDV---  291

Query  300  GEIVRTDTAYPGEIVILPSD--------SVRLNDVLGDPTR-
LPRKRWREDPLPMLRTTI  350
                      PG+ V+   +         VR+ D +G P R +P       P P L 
T +
Sbjct  292  -------AGAPGDDVLTAGNIARVRGLAGVRVGDRIGPPGRDVP-----
PFPPPSLETIV  339

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410



              +  A   RL  AL  LAD DPLLR          +L + G VQ EVV+A L  +  
+E
Sbjct  340  RARRPADAGRLRAALLDLADEDPLLRARPAPSGATSVLLY-
GEVQKEVVAARLRAEAGIE  398

Query  411  TVVKEPSVIYMERPLKAASHTIHIE----
VPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
             V +E   +Y ERP         ++    VP   FWA+IGL V P   G+G  +     
L
Sbjct  399  AVFEESRTVYTERPAGVGEAVEEMDWRRRVP--
EFWATIGLRVEPAPRGAGNTFRRETEL  456

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ + +   LE+GL GW VTDC +      + +P+ST  DFR L P
+VL  
Sbjct  457  
GALPHAFDRAIEETVHGTLEEGLRGWPVTDCAVTLTRSGFAAPISTAGDFRGLTPLVLMD  516

Query  527  ALKESGTQLLEPYLSFILYAPQEYLS  552
            AL  +GT++ EP   F    P + LS
Sbjct  517  ALARAGTRVFEPCHVFEAEVPGDALS  542

>WP_018956676.1 GTP-binding protein [Streptomyces sp. CNB091]
Length=655

 Score = 355 bits (910),  Expect = 4e-110, Method: Compositional 
matrix adjust.
 Identities = 229/654 (35%), Positives = 343/654 (52%), Gaps = 
20/654 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDALGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F NK D+ G    S++ S+ ++LS DI+          ++ + +P    +     
Sbjct  121  
IPTLLFANKTDRPGARYDSLLTSITERLSPDIVAMGSAQGLGTRSATSTPFTGADPGFTD  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229



               D +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  VLTDLLTRHDDELLSVYVDDPAG--
LTHTRLLGALAEQTARCLVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+  +TGL         A   G+VFK++ T  G+R  Y+R+  G +  R+ +      
G+
Sbjct  239  
LVGGITGLLPAATGDPGAPARGTVFKIDRTANGERTAYVRMVEGAVHAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
            E + K++ + +   G  V       G I  L     +R+ D +G        R R    
P
Sbjct  299  EGEGKVSAVSVFEDGGEVPVPAVRAGRIGRLKGLTGIRIGDSVG--
ADRAEARHRHFAPP  356

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+   
L+
Sbjct  357  
TLETVVVPRRPEDRGALHAALGRLAEQDPLIAVRRDDLRGEVSLSLYGEVQKEVIQTTLA  416

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ ++ + +E + I +ERP    +    I + PNPF A++GL V P   GSGV++   
V
Sbjct  417  
EEFGVDVIFRETTTICLERPAGPGAAAEFIGMDPNPFLATVGLRVDPAPYGSGVEFRRTV  476

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG +  S   AV +  R  L QG  GW VTDC +   +  Y S  ST  DFR L 
P+VL
Sbjct  477  
ELGSMPPSLMRAVEETARATLGQGTHGWQVTDCVVTQTHSGYDSVSSTAGDFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA 
Sbjct  537  
MDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPAA  596

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
             +   +  L   T G  V  +   GY+   G    +PR  +  L +  ++ + V
Sbjct  597  RVHELQRLLPGSTRGEGVLESAFAGYRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650



>WP_091289612.1 GTP-binding protein [Amycolatopsis xylanica]
 SDX70708.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
xylanica]
Length=612

 Score = 353 bits (906),  Expect = 5e-110, Method: Compositional 
matrix adjust.
 Identities = 230/619 (37%), Positives = 337/619 (54%), Gaps = 
26/619 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK  NIGILAHVDAGKT+LTE LL+  G I E GSV+ G+T+TDT+ LER+RGITI
+AAV
Sbjct  1    
MKTSNIGILAHVDAGKTSLTERLLFHVGVIRELGSVDGGSTQTDTLDLERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RSL VLDG +LVISA +GVQ QTR+L   L 
++ 
Sbjct  61   
VSFTVGDLKVNLIDTPGHSDFIAEVERSLRVLDGVVLVISAVEGVQTQTRVLMRTLARLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-
EAWDAVI  179
            IPT++F+NKID+ G    S++ ++  KL+   I   TVS       +   D+  A 
+ + 
Sbjct  121  
IPTLLFVNKIDRMGAAYDSLLATIARKLTPAAIPMATVSGIGTRDAQVRPDLGRAAEVLA  180

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             N+D  LE Y+  + + R + + E   +   A + PVY+GSA  G GI  L++ V  
L  
Sbjct  181  GNDDAFLESYVE-
DRVGRAETLAELAAQTGRALVHPVYFGSAMTGEGIPELLEGVRTLLP  239

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI---  296
                     L  +VFK+E    G++  Y RLY G++ +RD V  A R  L +   +
+   
Sbjct  240  AASGSEEDVLRATVFKIERGTSGEKIAYARLYGGSISVRDHVT-
AYRGGLGVGTAKVTAS  298

Query  297  -PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL-
PRKRWREDPLPMLRTTIAPKT  354
             PS+  +V  D A      +     VR+ D LG    +  R ++R    P L T +  
+ 
Sbjct  299  EPSR--VVAGDIAK-----LWGLKDVRIGDSLGSAEPVGERPQFRP---
PTLETVVRAEN  348

Query  355  



AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  L  ALT LA+ DP ++   D    +I +   G VQ EV+   L+E++ L  
V +
Sbjct  349  PGA---LYAALTSLAEQDPFIQARRDD--
EQISVRLYGEVQKEVLQFQLAEEFGLPVVFE  403

Query  415  EPSVIYMER--
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            E   + +ER     AA   I +    +P+ A++GL V P + GSGV+Y   V LG 
L ++
Sbjct  404  ETRTLRVERLEGTGAAVRFIELRERDDPY-
ATVGLRVEPGAPGSGVRYRLEVELGSLPRA  462

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ + +   L +GL+GW V DC +   +  Y+SP++T  DFR+L PIVL  AL
+++G
Sbjct  463  
FHTAIEETVHSSLRRGLYGWEVLDCVVTLTHTGYFSPITTAGDFRALTPIVLGLALEDAG  522

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T++ EP  +F L  P + +S                 VK++     G IP+  + A
+   
Sbjct  523  
TRVYEPIDAFELSVPSDNVSAVLVCLSDAGGQAREVTVKEEYATVEGVIPSSGVVAFERR  582

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T G  + L    G++
Sbjct  583  LPSLTRGEGLLLPRFAGFE  601

>WP_067589256.1 GTP-binding protein [Nocardia terpenica]
 KZM72925.1 GTP-binding protein [Nocardia terpenica]
Length=630

 Score = 353 bits (907),  Expect = 5e-110, Method: Compositional 
matrix adjust.
 Identities = 226/630 (36%), Positives = 343/630 (54%), Gaps = 
35/630 (6%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ GTTRTDT  +ERQRGIT+++AV 
SF+
Sbjct  8    
NIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGTTRTDTGTIERQRGITVRSAVESFR  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +VN++DTPGH DF+AEV R L VLD A+LV+SA +GVQA TR+L   +R++ 
+P +
Sbjct  68   
VGDTQVNVIDTPGHPDFVAEVDRVLGVLDAAVLVVSAVEGVQAHTRVLMRTVREIRLPVL  127



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAW-----D  176
            IF+NKID+ G    S++  +R  ++  ++    V+         L  + D  A+     
+
Sbjct  128  
IFVNKIDRGGARYGSLLSELRKTVAPHLLSMTAVTGIGSGAARALPRSLDDPAFAADTAE  187

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ + +D +L + + G  ++  +L           +L PVY+GSA+ G G+  L
+DA+TG
Sbjct  188  
ALADLDDTVLARVVDGPALTPHELRAALAEHTNAGALHPVYFGSARTGAGVAALVDALTG  247

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREKLKI  291
            L  P     + A  G+VF ++    G +  YLRL+SGT+  RDT+ +      GR 
+  +
Sbjct  248  LPGPAISTDTVAR-
GTVFAIDRDRSGGKTAYLRLFSGTVGPRDTLTVERDEPEGRTRFPV  306

Query  292  --TEMR-IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP---LP  344
              T +R + S G  +     + G+I  L   D+VR+ D L DP+    +R    P    
P
Sbjct  307  RPTGLRVVGSAGNRL-----HAGQIGALTGVDAVRVGDRLADPSETGTRR----
PYFATP  357

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             LR+ +  +      R+  AL QLA+ D  LR   +      +L + G +Q E++
+A L+
Sbjct  358  TLRSVVRTRD-GDAARVHAALRQLAERDTFLRVRTEPDGATSVLLY-
GEIQREIIAATLA  415

Query  405  EKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYE  461
            ++Y LE       +  +ER      A   +    P P+ FWA++GL V P  LGSG  
++
Sbjct  416  
DEYGLEVSFDAARIDCIERVTGTGIAVEEMGYRAPGPHGFWATVGLRVAPAPLGSGNAFD  475

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
                LG L ++   A+ + +   L +G  GW V DC +      + +P+ST 
ADFRSL P
Sbjct  476  
YETELGALPRALHTAIEETVHAALRRGPAGWPVRDCTVTLVRSGFAAPLSTAADFRSLTP  535

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL QAL+ +GT++ EP  +F +  P +  +          A I+T          
TG I



Sbjct  536  
IVLAQALRRAGTRVHEPTHAFDIAVPADTFAAVTALLATLEAEIDTTADGPAGWTITGTI  595

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            PAR ++A +  L   T G  V  +   GY+
Sbjct  596  PARTVRAAQQRLPGRTRGEGVWWSRPDGYR  625

>WP_094045244.1 MULTISPECIES: GTP-binding protein [Cohnella]
 OXS58296.1 GTP-binding protein [Cohnella sp. CIP 111063]
 PRX71575.1 ribosomal protection tetracycline resistance protein 
[Cohnella 
sp. SGD-V74]
Length=661

 Score = 355 bits (910),  Expect = 5e-110, Method: Compositional 
matrix adjust.
 Identities = 221/630 (35%), Positives = 332/630 (53%), Gaps = 
28/630 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD + +ER RGI+++
+AVT F+
Sbjct  3    
NVGIFAHVDAGKTTTTEQMLYRSGRIRSLGSVDDGTAQTDWLEVERTRGISVRSAVTRFE  62

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N+VDTPGH+DFL+EV RSL V+DGA+L++S+ +GVQAQT +++ ALR + 
IPT+
Sbjct  63   
WKGVRINLVDTPGHVDFLSEVERSLRVMDGAVLIVSSVEGVQAQTEVIWQALRDLGIPTL  122

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENTDIEAW--  175
            +++NK+D+ G + + V+  +   LSA+ +       ++   S   E++        
AW  
Sbjct  123  
LYMNKLDRTGAEPERVLGEIHRLLSANAVPVQSCGDVEGAFSGPIELLQVGEEARAAWSE  182

Query  176  ----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                      + + E +D LLE+Y     +   +L+   Q  V+   LFPV YG++ 
+G+
Sbjct  183  
QARADRERLAEKIAERDDALLERYFERGSLDDSELIPALQDGVRRCELFPVLYGASNRGI  242

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---A  282
            G+  LMDA+ GL  P        L G VFK++      R  Y+RLY G LR RDTV   
+
Sbjct  243  
GVDALMDAIVGLLPPPEGNEEKPLSGVVFKLDKDPTMGRLAYVRLYGGVLRNRDTVRNHS  302



Query  283  LAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWRED  341
            L   E  K+T++R               G+I ++   S VR+ D++G    +P  R   
+
Sbjct  303  LNIEE--
KVTQIRKMDGQRSEDVGILKAGDIAVVCGWSRVRIGDIIGVSEGVPGVRRLAE  360

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PL  L      ++ A+   ++ AL +LAD DP L  +      E+ L  +G +Q
+EV+  
Sbjct  361  PL--
LTVQAHWRSEAEYPAVVAALQELADEDPYLDVQWLQEDRELHLRVMGPIQVEVLGQ  418

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            +L  +Y LE    EPSVIY E P +     +   + P P WA +   + P   GSG
++Y 
Sbjct  419  MLLSRYGLEVNFGEPSVIYKETPAQKGEGFVAYTM-
PKPCWAILRFVIEPGERGSGLEYR  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            S V    L  S+QN V   +   LEQGL GW VTD K+    G ++   + P DF    
P
Sbjct  478  
SIVRPERLLDSYQNEVARRVPEALEQGLKGWPVTDLKVTLIEGEHHVWHTHPLDFVVATP  537

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            + +   L  +GT LLEP L F L  P+E+  +   +        +   V++  +   
G +
Sbjct  538  
MGIMDGLVNTGTILLEPMLRFRLSTPEEFGGKLMSELSVMRGEFDMPVVRQGRMELEGRL  597

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P      +   L   T GR    T   GYQ
Sbjct  598  PVATSLDFPARLGSMTKGRGTLTTYFDGYQ  627

>WP_016702946.1 GTP-binding protein [Pseudomonas chlororaphis]
Length=657

 Score = 354 bits (909),  Expect = 5e-110, Method: Compositional 
matrix adjust.
 Identities = 221/654 (34%), Positives = 358/654 (55%), Gaps = 
30/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +++GILAHVDAGKT+LTE +L+ +GA    GSV+ G+T TD + LER+RGITI
++AV
Sbjct  1    



MKSLSMGILAHVDAGKTSLTERILFDAGARPRLGSVDSGSTYTDNLLLERERGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+LA+LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
ASFELDGILVNLLDTPGHPDFIAEVERTLALLDIAIIVVSAIEGVQAQTRVLVGALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQ--------------
SVRDKLSADIIIKQTVSLSPEIVL  166
            IP V F+NK+D+ G D Q  ++              SV D  +    ++ +   +P
+++ 
Sbjct  121  
IPHVFFVNKVDRKGADFQRTLEALGSHLKSRPLSLVSVHDAGTGLATVETSDPAAPQVMA  180

Query  167  EENTDIEAW-DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
            +       W D + E+++ LL  Y+ A E I + +L RE ++++    + PV+ 
GSA  G
Sbjct  181  Q-------
WLDLLCEHDEALLHDYVSAPEAIGKARLERELRQQLGQGLVNPVFAGSAITG  233

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            +G+  +++A+T L        SA +  SVFK++    G +R +L + +GTLRLR 
TV   
Sbjct  234  
VGVAQMIEAITRLAPVKSYDASAPVLASVFKIDRGWGGHKRFHLCMLAGTLRLRQTVDTP  293

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL  343
             +   ++T + + + G +     A  G+I  +   + VR+ D +G  +   +      
P 
Sbjct  294  -
QGASRVTGIHVSASGGLQPATQATAGQIACITGLEGVRIGDRIGACSERGKGAHTFTP-  351

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P + T ++P +  Q + L +AL+  A+ DPL+    ++   ++ +S  G VQ E++ 
A L
Sbjct  352  PAIETHVSPASPGQTKALWEALSAQAEQDPLIDLRRNA-
AGQVFVSLYGEVQKEIIQATL  410

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             ++Y ++ + +E S I +E  L +A     ++   NPF A++G+ V+P + GSG  
+   
Sbjct  411  
QDEYDIQALFEESSAICVETLLSSAEGLESLDDEGNPFLATVGIRVSPGAPGSGQTFIRE  470

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
               G +  SF  A+ + +   L +G  GW V DC++      Y SP ST ADFR L 



P+V
Sbjct  471  
AHAGLMPTSFYKAIEESVFETLREGRHGWAVHDCEVALTRVDYASPSSTAADFRHLTPLV  530

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  A+  +GTQ+ EP   F +  P    S  +    K  AT+  A +  + V   G 
I  
Sbjct  531  
LAAAIGRAGTQVCEPRSQFRIEVPAALSSPVHALLAKAGATLNGATLSGETVRIQGSIVT  590

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  
634
              I   + ++   T+G     +EL  Y    G P  + R    P +R D +R +
Sbjct  591  TRIYRLQHEIPNATSGLGFMESELASYAPVAGTPPCRERTMANPYNRHDYLRQV  
644

>WP_060888820.1 GTP-binding protein, partial [Streptomyces scabiei]
Length=592

 Score = 352 bits (904),  Expect = 5e-110, Method: Compositional 
matrix adjust.
 Identities = 217/580 (37%), Positives = 320/580 (55%), Gaps = 
33/580 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RILNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NK+D+ G   + +++S+  +L   I+    + +  + +              
+ 
Sbjct  123  
PTLVFVNKVDRRGARHRDLLESIAARLDPAIVSLGEVAELGTPAARFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E+++ LL  Y+  G  +   +L      +   A + PV++GSA  G GI  L+D 
++G
Sbjct  183  
LAEHDEDLLAAYVDDGAAVPDSRLREALAAQTGAALVHPVFHGSAITGAGIAELVDGISG  242



Query  237  LF---------QPIGEQGSAAL----
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            L           P    GSA        +VFKVE    G++  Y+R+++GT+R+RD 
+  
Sbjct  243  
LLPATDTTDTTDPTDVTGSAGADTPPSATVFKVERGPAGEKIAYVRMFTGTVRVRDRLPF  302

Query  284  A-GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
              G  + K+T + +   G  VR      G I  L     +R+ D +G P           
Sbjct  303  
RDGTREGKVTGIGVFEGGGAVRATAVRAGRIARLWGLADIRIGDTVGTPRARAAGGHHFA  362

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T + P  A     L  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A
Sbjct  363  P-
PTLETVVLPARAEDAGALHVALTQLAEQDPLIGLRHDELRQELSVSLYGEVQKEVVQA  421

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+++Y L+   +E + + +ER     +   + +   NPF A++GL V P   G
+GV + 
Sbjct  422  
TLADEYGLDVTFRETTPLCVERLAGCGAAVEYNKKDGNPFLATVGLRVEPAPAGAGVGFR  481

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSP  509
              V LG +  +F  AV D +R  LEQGL GW V DC +   +            G   
S 
Sbjct  482  
LEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTLTHCGYSPRQSHAHQGFDKSM  541

Query  510  VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQE  549
             ST ADFR L P+VL  AL+++GT++ EP   F + AP +
Sbjct  542  SSTGADFRGLTPLVLTDALRQAGTRVHEPVHRFRVEAPAD  581

>WP_076260549.1 GTP-binding protein [Monashia flava]
Length=698

 Score = 355 bits (912),  Expect = 5e-110, Method: Compositional 
matrix adjust.
 Identities = 242/691 (35%), Positives = 353/691 (51%), Gaps = 
57/691 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +  N+GILAHVDAGKT+LTE LL  +G I+E GSV+ G+TRTDT+ LER RGITI
+AAV 
Sbjct  4    
RTTNLGILAHVDAGKTSLTERLLLHAGVIAELGSVDAGSTRTDTLALERARGITIKAAVV  63



Query  62   SFQW-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            SF+            VN+VDTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQTR
+L+ 
Sbjct  64   
SFELPDPLTPAQPLTVNLVDTPGHSDFIAEVERSLAVLDGAVLVVSAVEGVQAQTRVLWR  123

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPE---  163
            ALR++ IPTV+F+NK+D+AG    +V++ VRD+L    ++         +  S+ P
+   
Sbjct  124  
ALRRLRIPTVLFVNKLDRAGACTDTVLRQVRDRLGLTPVLLSRPVDEGARAASVVPDGLA  183

Query  164  -IVLEENTD------------IEAWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQ  209
             + L  + D            +EA   V E+ D L+  ++   + +   +L      
R  
Sbjct  184  
ALGLARSDDARSDDRRVTERLVEALSDVDEDPDDLVADWLDRPDTVDAARLRAALGARTA  243

Query  210  
DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLR  269
                 PV  GSA  G G+  L  A+  L         A L G+VF V+    G++   
+ 
Sbjct  244  
TGRACPVLVGSAITGAGVADLAAALPRLLPAGTPDADAPLAGTVFAVQRGPAGEKVALVD  303

Query  270  LYSGTLRLRDTVALA-GRE----------
KLKITEMRIPSKGEIVRTDTAYPGEIV-ILP  317
            + SG+L +RD V +  GR           + ++T + + + G + RT     G I  
++ 
Sbjct  304  
VTSGSLAVRDRVLVHDGRAVESGHDHEPWEERVTGLDVHALGGVRRTGRVSAGHIARVVG  363

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
             +  R+ D++GD  R+ R    E   P L T + P     R  L  ALT+LA+ 
DPL+  
Sbjct  364  LERARIGDLVGD-
ARVARPLVHEFSPPTLETVVEPVDPDARSALHTALTRLAEQDPLIDL  422

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
              D +  E  +S  G VQ EV+ A L  ++ +       SVI  ER + + +    
I V 
Sbjct  423  
RHDELRGETHVSLYGEVQKEVIGATLEAEHGVAATFSTTSVICRERVVGSGAAHELIGVA  482

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
            PNPF A++GL V     G+GV++   V LG +  +F  AV + +   L QGL GW 
VTDC
Sbjct  483  



PNPFLATVGLRVDAAPAGTGVRFALEVELGSMPPAFFTAVEETVHATLGQGLHGWAVTDC  542

Query  498  KICFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             +   +  YY            S  ST  DFR L P+VL +AL+ +GT + EP+  
F L 
Sbjct  543  
VVTMTHSGYYPRQSHMHQKFDKSMSSTAGDFRGLTPLVLMEALRLAGTTVEEPFHRFDLE  602

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P + L           AT +   V  D     GE+PA  +   +  +   T+G     
T
Sbjct  603  
VPSDVLGATLTMLAHVRATPDGTTVLGDVTRLRGEVPAERLHELQQRVPGLTSGLGDLAT  662

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
               GY+   G P  +PR  +  L +  ++ +
Sbjct  663  GFDGYRPVAGAPPSRPRTDHDPLHRREYLLR  693

>WP_070202857.1 GTP-binding protein [Streptomyces nanshensis]
 OEV17960.1 GTP-binding protein [Streptomyces nanshensis]
Length=667

 Score = 354 bits (909),  Expect = 6e-110, Method: Compositional 
matrix adjust.
 Identities = 228/665 (34%), Positives = 345/665 (52%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G +   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVVDTLGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D +          +  + +P    +     
Sbjct  121  
IPTLLFVNKTDRTGARYGSLLASIAERLSPDTVAMGATRHLGTREAATTPFTAADPGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               + +  ++D LL  Y+  +P  ++  +L+    R+     + PV++GSA  G 
GI  L



Sbjct  181  ALTELLTRHDDGLLAAYV-
DDPAALTHPRLLEALARQTARCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +T L         A   G+VFKVE T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VDGITALLPAATGDPRAPARGTVFKVERTANGERTAYVRMVEGTVRTREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G+         R    
P 
Sbjct  300  GEGKVSAVGLFEDGGEVPVPAVGAGRIARLKGLTGIRIGDSVGEAR--
AEAGGRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P     R  L  AL  LAD DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVLPVRPEDRGALHVALAHLADQDPLIAVRRDDLRREVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +  + I +ERP+   +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRTTTTICLERPVGTGAAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPHSLMRAVEETVYSTLSQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P +          +  A  E  + 
+  
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVYEPMHRFRLKLPMDTFGALVPVLARLGAVPEPPEPRGA  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 G +PA  +   +  L   T G  V  +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTVEGVVPAARVHELQQVLPGATRGEGVLESAFDGHRPVAGPVPERPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V



Sbjct  658  LLRTV  662

>OQX97406.1 hypothetical protein B6I20_12670 [Bacteroidetes 
bacterium 4572_117]
Length=664

 Score = 354 bits (909),  Expect = 6e-110, Method: Compositional 
matrix adjust.
 Identities = 216/631 (34%), Positives = 331/631 (52%), Gaps = 
31/631 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGILAHVDAGKTT+TE  L+ S A    G+V+KGT  TD + +E+ RGI++++   
S
Sbjct  5    
IRNIGILAHVDAGKTTITEQFLHLSDATRTLGNVDKGTAVTDFLEVEKARGISVRSTSVS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W+   VN++DTPGH+DF AEV R L VLDGAILVISA +G+QA T  L++AL++
+ IP
Sbjct  65   
FTWNNTVVNLIDTPGHVDFSAEVERVLRVLDGAILVISAIEGIQAHTYTLWYALQELKIP  124

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-------  175
            T+IFINKID+ G D+Q ++  +  +L    I  Q      E  +  N   E W       
Sbjct  125  TIIFINKIDRPGADVQLIIDEINRELKTIAIPLQYAEYEIETSVYLN---
EFWSEGEANN  181

Query  176  ----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                      + + E +D+LL+ Y+ G+ I+  ++ +  + ++ +A LFPV  G 
AK  L
Sbjct  182  
ELLSLQEKYIELLAETDDQLLDDYLNGKKITGTRIKQTIKTQILNADLFPVLMGVAKNNL  241

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---A  282
            GI  L++AV            + L   VFK+E+     R  ++RL+SG+L+ RD +   
+
Sbjct  242  
GIPELLNAVLEYIPVAKNNNESELSALVFKLEHDKKLGRLAHVRLFSGSLKNRDVINNHS  301

Query  283  LAGREKL-KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRE  340
            LA  EK+ +I ++    K +I      + G+I IL     VR+ D+LG P  +P      
Sbjct  302  LAIEEKVSRIQKVYTYKKEDIAEL---
FAGDIGILSGMPKVRVGDILGKPNNIPENSSLN  358

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400



              +P+L   +  K      +L  AL +L+  DP+L         E+ L  +G +Q
+E++ 
Sbjct  359  --
VPLLTVQVKSKNDVDYAKLATALKELSSEDPMLDFIWLKTEKELHLKIMGNIQMEIIQ  416

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            ++L  ++++E    EP+V+Y E P       +   + P P WA   L + P   
GSGV Y
Sbjct  417  SVLQNRFEIEAEFNEPTVVYKETPSTIGEGYVKYWM-
PKPCWAIFKLKIEPGIRGSGVVY  475

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +S+V +  + Q +QN +   I   LEQG+  W VTD KI    G  +   S P DF    
Sbjct  476  
QSKVRVDDVQQKYQNEIEKTIPRALEQGIKAWEVTDIKITLIEGEDHVMHSNPGDFIIAT  535

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+ +   L+ +GT LLEP L+F + A + +L +   D     A     +   D+    
G+
Sbjct  536  
PMAIMNGLQNTGTSLLEPMLNFAISAQEIHLGKIASDLTNMRAEFANPEFNDDKFTLEGK  595

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +P      Y   L+  T G+        GY+
Sbjct  596  VPVSTSLDYAIKLSSLTGGKGKIKFSFNGYR  626

>SMD19259.1 ribosomal protection tetracycline resistance protein 
[Kibdelosporangium 
aridum]
Length=594

 Score = 352 bits (903),  Expect = 7e-110, Method: Compositional 
matrix adjust.
 Identities = 216/613 (35%), Positives = 330/613 (54%), Gaps = 
21/613 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+G++AHVDAGKT+LTE LL+ SGAI+  GSV+ G TRTD M LER+RGITI
++AV
Sbjct  1    
MRMLNLGVVAHVDAGKTSLTERLLFDSGAIAHLGSVDGGDTRTDAMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KV+++DTPGH DF+AEV R+L VLDGAILV+SA +GVQ  TR+L   L
+ + 
Sbjct  61   
ATFTVADRKVHLIDTPGHTDFVAEVERALGVLDGAILVLSAVEGVQPHTRVLMRTLQSLG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NKID+ G     ++  +R  LS  +I       SP+ +      + A + 
+ E
Sbjct  121  VPTILFVNKIDRRGARHTGLLHDIRRMLSPMVIPCN----
SPDDLAPMPLGVPAAEVLAE  176

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D +L+ Y+ G  +    L RE  R+  +A ++PV++GSA  G GI  L   +  
L   
Sbjct  177  HSDAVLQSYVDG--
LDPRLLHRELVRQTGEALVYPVFFGSAITGAGIDALRQGIVDLLPT  234

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                 S  L G+VF +EY+  G+R    RL+SGTL++RD +  A         +    
+ 
Sbjct  235  ADPASSGELDGTVFAIEYSG-
GRRFAVARLFSGTLKVRDRITFASGSGRATAVLDADYRE  293

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR-
KRWREDPLPMLRTTIAPKTAAQRE  359
              +R      G   I     +R+ D LG  T  P   R+R    P L   +     
+  E
Sbjct  294  ATIRAG----GIARIGGISGLRIGDRLGSATATPEPARFRP---PTLEAVV----
TSPDE  342

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L   L+ LAD DPL+          +I+S  G VQ EV++A L+E++ ++     
P V+
Sbjct  343  
GLYAGLSHLADEDPLINVRPGPQPGSLIVSLYGEVQREVIAARLAEEFGVKAEFSAPQVV  402

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ER LK   H +   +    F A++GL + P  + SGV+Y+     G L  +F  
A+ D
Sbjct  403  CVER-LKRTGHAVK-
RMGETLFVATVGLRIEPGEVDSGVRYQLEAERGSLPAAFMTAIED  460

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +R  L  G  GW V DC +   +  Y SPV+  ADFR+L P+VL++AL+++GT + 
+P 
Sbjct  461  
TVRAALATGPQGWRVVDCLVTLTHTGYSSPVTVAADFRNLTPLVLKEALEKAGTVVCQPM  520

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +  P + +S   +   +     E   V+ D       +P+  ++     L   
TNG
Sbjct  521  



EQADIDMPADAVSTVLNLLVRCGGAPEMPVVRGDSATVRAIVPSGRLREIEQALPGLTNG  580

Query  600  RSVCLTELKGYQA  612
                +    GYQA
Sbjct  581  HGTLIARFAGYQA  593

>KUO75292.1 hypothetical protein APF81_17550 [Desulfosporosinus sp. 
BRH_c37]
Length=652

 Score = 353 bits (907),  Expect = 8e-110, Method: Compositional 
matrix adjust.
 Identities = 219/652 (34%), Positives = 349/652 (54%), Gaps = 
25/652 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIIN+GI+AHVDAGKTTLTE LL+ SG + + G V+ GT +TD + +ER RGI+++
++  
Sbjct  5    
KIINLGIVAHVDAGKTTLTEQLLFFSGELRKKGRVDDGTAQTDWLSVERARGISVKSSSV  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                  C +NI+DTPGH+DF +EV RSL+VLD A+LVISA +G+QAQT IL  AL+
+   
Sbjct  65   
RISKGNCHINIIDTPGHVDFSSEVERSLSVLDCAVLVISAVEGIQAQTEILLEALKQTKT  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-----
ADIIIKQTVSLSPEIVLEENTDIEAWD  176
            PT++ INKID+AG D+  +++ ++ +        D ++KQ      EI   E TD 
+ ++
Sbjct  125  PTILLINKIDRAGSDVGKIIKEIKTQFDPAVIPIDNVLKQG-
GRDCEIKKREFTDKDFFE  183

Query  177  AVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              +    ++   LLE Y+AG P+S + L    +  +    + PV    A  G+G++ 
L++
Sbjct  184  
ECVLGLSDSAPALLEDYLAGVPVSADFLEERFKSALGKTQIMPVLCACASLGVGVEDLLE  243

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKI  291
             +           +  L   V+K+E+     +  ++R++ GTL+ RD++ + +  E  
K+
Sbjct  244  
FIIRFMDGSKCLSNDELSAIVYKIEHDKKMGKIAHVRMFGGTLKNRDSIIIPSSGESQKV  303

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R    G          G+I  L    S+++ DV+G        R     +P L



+  +
Sbjct  304  TQIRRVFGGRFTDIGEVKAGDIAALCGLSSIKIGDVIGKHGNWSSYRM---
AVPFLKVQV  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+ +++   LL AL +L D DPLL  E  S   EI ++  G +QLE++S+LL E
+Y L+
Sbjct  361  
FPRQSSELPDLLAALRELCDEDPLLDMEYISEGQEIQINITGAIQLEILSSLLKERYNLD  420

Query  411  TVVKEPSVIYMERPLKA----
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
                 PSVIY E P KA    A++T+     P P WA + L + P   GSG++Y S 
VS 
Sbjct  421  AGFSSPSVIYKESPQKAAVGFAAYTM-----
PKPCWAVVRLKIEPGKRGSGLEYHSLVSN  475

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
              +   +QN ++  ++  L+QGL+GW VTD K+    G ++   + P DF    P+ 
+  
Sbjct  476  
NDILLRYQNHIKTSVQETLKQGLYGWEVTDLKVTLIGGEHHILHTHPLDFFVSTPMAVMN  535

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L  +GT LLEP +   + A +E+L +   D        E+  V+         +P    
Sbjct  536  
GLVNAGTTLLEPMVKIKISAQEEFLGKIIGDLLLMRGEFESPIVRAGTFKIEAIVPVATS  595

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMFQK  
637
              Y   L   T+GR+V  T   GY+    +   I  RR  + LD+ + +  K
Sbjct  596  LEYPIKLRIITSGRAVISTRFSGYKECSTELGTITKRRGFNPLDRSKWILYK  
647

>WP_091304439.1 GTP-binding protein [Amycolatopsis tolypomycina]
 SEB33475.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
tolypomycina]
Length=621

 Score = 353 bits (905),  Expect = 8e-110, Method: Compositional 
matrix adjust.
 Identities = 224/617 (36%), Positives = 333/617 (54%), Gaps = 
33/617 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGILAHVDAGKT+LTE LL+ +GAI   GSV++G T+TD++ LER+RGITI
++AV
Sbjct  1    



MKTLNIGILAHVDAGKTSLTERLLFEAGAIDRLGSVDRGDTQTDSLELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++ ++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFVTGGTRITLIDTPGHSDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK D+ G          RD+L  DI  K    L+P  +    +  E  + 
+ +
Sbjct  121  IPTLVFVNKTDRLG---------ARDRLG-DIRAK----
LAPRAIALTASPDELAELLAD  166

Query  181  NNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D  LE Y+   AGE   R +LVR+  R      L+PV  GSA  G G+  L+ A
+  L
Sbjct  167  GDDAFLESYVDGAAGEAECRAELVRQVAR----
GDLYPVLSGSAITGAGVADLVTAMAEL  222

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                   G+  L  +VFK++    G++  Y RL+SG L     +A   R + + T  
R+ 
Sbjct  223  LPATERTGAGPLHATVFKIDRGRAGEKIAYARLHSGALAPHQRIAFY-
RGETEFTG-RVS  280

Query  298  SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +       D A  G++  +     VR+ D LG P   P +R      P L T + P    
Sbjct  281  AVRTAADDDVALAGDVARVRGLREVRIGDRLGSPG--
PARRGAVFAPPTLETVVRPVRPE  338

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            Q   L  ALT+L++ DPL+  +V    H++ +   G VQ +V+S++L++   ++   
++ 
Sbjct  339  QAAALYTALTRLSEEDPLI--
DVRRRGHDLSVRLYGEVQKQVLSSMLADGAGIDVTFEQT  396

Query  417  SVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
              +Y+E+P+   +     ++ P     F+A++GL V P   GSGV +   V LG L  
+F
Sbjct  397  RTLYVEKPVGTGA--
AFEDLDPGQRLYFFATVGLRVEPGPPGSGVTFGLSVELGSLPLAF  454

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              A+ + +R  LEQGL GW V D  +   +  +YSP S  ADFR L P+VL  AL+
++GT



Sbjct  455  
HRAIEETVRTTLEQGLHGWEVLDAAVTLTHTAFYSPNSVAADFRKLTPLVLMAALEQAGT  514

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            ++ EP   F L  P   +S       +  A               G IPA  +  +   
L
Sbjct  515  
RVHEPVHRFELEVPAHAVSAVLLKLAELRAVPGEPVAGTTSCTLHGTIPAEHVHEFEQAL  574

Query  594  AFYTNGRSVCLTELKGY  610
                 G +V L+E   Y
Sbjct  575  PALGQGEAVFLSEFADY  591

>WP_060881072.1 GTP-binding protein, partial [Streptomyces scabiei]
Length=589

 Score = 352 bits (902),  Expect = 8e-110, Method: Compositional 
matrix adjust.
 Identities = 218/583 (37%), Positives = 320/583 (55%), Gaps = 
33/583 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I+N+GILAHVDAGKT+LTE LL+  G I E GSV+ G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RILNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDDGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFEIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NK+D+ G   + +++S+  +L   I+    + +  + +              
+ 
Sbjct  123  
PTLVFVNKVDRRGARHRDLLESIAARLDPAIVSLGEVAELGTPAARFTPYAPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E+++ LL  Y+  G  +   +L      +   A + PV++GSA  G GI  L+D  
+G
Sbjct  183  
LAEHDEDLLAGYVDDGAAVPDSRLREALAAQTGAALVHPVFHGSAITGAGIAELVDGDSG  242

Query  237  LF---------QPIGEQGSAAL----
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            L           P    GSA        +VFKVE    G++  Y+R+++GT+R+RD 



+  
Sbjct  243  
LLPATDTTDTTDPTDVTGSAGADTPPSATVFKVERGPAGEKIAYVRMFAGTVRVRDRLPF  302

Query  284  A-GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
              G  + K+T + +   G  VR      G I  L     +R+ D +G P           
Sbjct  303  
RDGTREGKVTGIGVFEGGGAVRATAVRAGRIARLWGLADIRIGDTVGTPRARAAGGHHFA  362

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P L T + P  A     L  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EVV A
Sbjct  363  P-
PTLETVVLPARAEDAGALHVALTQLAEQDPLIGLRHDELRQELSVSLYGEVQKEVVQA  421

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+++Y L+   +E + + +ER     +   + +   NPF A++GL V P   G
+GV + 
Sbjct  422  
TLADEYGLDVTFRETTPLCVERLAGCGAAVEYNKKDGNPFLATVGLRVEPAPAGAGVGFR  481

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSP  509
              V LG +  +F  AV D +R  LEQGL GW V DC +   +            G   
S 
Sbjct  482  
LEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTLTHCGYSPRQSHAHQGFDKSM  541

Query  510  VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS  552
             ST ADFR L P+VL  AL+++GT++ EP   F + AP + L 
Sbjct  542  SSTGADFRGLTPLVLTDALRQAGTRVHEPVHRFRVEAPADTLG  584

>WP_014651989.1 GTP-binding protein [Paenibacillus mucilaginosus]
 AFH63940.1 GTP-binding protein [Paenibacillus mucilaginosus K02]
Length=672

 Score = 354 bits (909),  Expect = 8e-110, Method: Compositional 
matrix adjust.
 Identities = 235/656 (36%), Positives = 344/656 (52%), Gaps = 
32/656 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I  PGSV+ GT +TD M +ER+RGI++
+AAVT + 
Sbjct  16   
NVGIFAHVDAGKTTTTEQMLYRSGRIRTPGSVDDGTAQTDWMDVERERGISVRAAVTRYG  75

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W    VN+VDTPGH+DFL+EV RSL V+DGA+LV+SA +GVQAQT +++ ALR + 
IPT+
Sbjct  76   
WKGTDVNLVDTPGHVDFLSEVERSLRVMDGAVLVVSAVEGVQAQTEVVWQALRALGIPTL  135

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENTDIEAWDA  177
            I+INK+D+ G D    ++ VR  LS   +        ++  + S +++     + 
EA   
Sbjct  136  
IYINKLDRVGADGLRTLEEVRRTLSPLAVPVQAPRGAEERFAGSADLLGITEAEGEAEGG  195

Query  178  VIENNDKLLEKYIAGEPISREKLVRE------EQRRV-----
QDASLFPVYYGSAKKGLG  226
            V    D L E     E    ++ + E      E R V     +   LFPV +G++ 
+G+G
Sbjct  196  
VTPYLDLLAEAAAELEEALLQRYLEEGGLSPSEMRPVITGAARRGELFPVLFGASARGIG  255

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            I  L+DAV  L  P        L G VFK++      R  Y+RLYSGTLR RDTV    
R
Sbjct  256  
IAELLDAVGELLPPPASPADEGLSGVVFKLDKDPAMGRIAYVRLYSGTLRNRDTVNNHTR  315

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-  343
              + K+T++R               G+I  +      R+ D+LG P  +P  +    
PL 
Sbjct  316  
GLQEKVTQIRRIEGQRTEDMGVLTAGDIAAVYGLGRARIGDILGVPDHVPGVQ----PLA  371

Query  344  -
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P+L   +  ++ A    ++ A  +LAD DPLL  +      E+ +  +G +Q+EV
++ L
Sbjct  372  
VPLLTVQVHWESEAAYPAVVAAFQELADEDPLLDLQWIPENRELHVRVMGPIQMEVLTHL  431

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L  ++        PSVIY E P  A    +   + P P WA +   + P   GSG+
+Y S
Sbjct  432  LHSRFGQRVTFGPPSVIYKETPASAGEGFVAYTM-
PKPCWAVLRFFIEPGERGSGLRYRS  490

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
                  L +S+QN V   +   L QGL+GW VTD  +    G ++   + P DF    
P+
Sbjct  491  
LAREERLLESYQNEVARRVPEALLQGLYGWEVTDLSVTLLEGEHHVWHTHPLDFVVATPM  550



Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             +   L  +GT+LLEP L F L AP+E   R  H+  +  A  ET+  +   +   
G +P
Sbjct  551  
GIMDGLATTGTKLLEPLLRFRLSAPEEAAGRLLHELAEMRAVYETSVGQGGRMEMEGLLP  610

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI---QPRRPNSRLDKVRHMF  
635
                  + + L   T GR V  T   GYQ A   P +   +PRR  + LD+ +++ 
Sbjct  611  VATSLDFPSRLGSLTKGRGVLSTSFAGYQEA--PPDVRAERPRRGVNPLDQAKYIL  
664

>WP_034263388.1 GTP-binding protein [Actinospica robiniae]
Length=681

 Score = 355 bits (910),  Expect = 8e-110, Method: Compositional 
matrix adjust.
 Identities = 239/667 (36%), Positives = 341/667 (51%), Gaps = 
41/667 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LLYA+G I   GSV+ G+T TD++ LER+RGITI
+AAV
Sbjct  1    
MRSLNLGILAHVDAGKTSLTERLLYATGVIGAIGSVDAGSTVTDSLELERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+     VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQ QTR+L   
LR++ 
Sbjct  61   
ANFELDGVSVNLIDTPGHSDFIAEVERALAVLDGAVLVVSAVEGVQPQTRVLMRVLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA------  174
            IPT++F+NKID+ G   +S++ S+ + L+  ++   TV L P     E    +A      
Sbjct  121  IPTLLFVNKIDRRGAQAESLLTSIAELLTPHVLAMGTV-
LHPGTANAEYVPFDAAADDAF  179

Query  175  ----WDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 D +   +D LL  Y+ G+  ++  ++ R    + +   + PV++GSA  G 
G+  
Sbjct  180  
RSRLLDRLTALDDDLLAAYVDGDGTVAGRRVRRALAAQSRRGRVHPVFFGSAITGAGVSE  239

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------  283
            L+  +  L     +   A   G VFK+E    G+   Y R+Y+GT+R+RD ++       
Sbjct  240  
LLQGIRHLLPLAPDDADAPAAGIVFKMERGPAGEPVAYTRMYAGTVRVRDRISFGAVDAA  299



Query  284  -AGREKLKITEMRIPS-----KGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRK  336
             A  + + + E RI S      G  V +  A  G I  L   S VR+ DV+G      
R 
Sbjct  300  
GAFADSVAVREGRITSIAVFEGGAAVPSGQATAGAIAQLRGLSGVRIGDVIGTADARIRA  359

Query  337  RWREDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
            R        P L T + P+T   R RL  AL  LA+ DPL+    D + HEI +S  
G V
Sbjct  360  
RAGRHHFSPPTLETVVEPRTDRDRARLHPALALLAEQDPLIDLRQDDVRHEISVSLYGEV  419

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EVV + L+E + +E   +  + I  ER +        I+   NPF A +GL V 
P   
Sbjct  420  
QKEVVQSTLAEHFGVEVDFRPTTTICAERVVGVGEAEERIKQGENPFIAGVGLRVEPGEP  479

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---
SPV-  510
            G GV++   + LG L  SF  A+ + +   L +GL GW V D ++      Y+   
SP+ 
Sbjct  480  
GDGVRFGYAIELGSLPFSFHKAIEETVHAVLREGLHGWQVRDVRVTLISSQYWPRQSPMH  539

Query  511  --------
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
                    ST  DFR L P+VL  AL+ +GT + EP   F    P E             
Sbjct  540  
ATFSKASSSTAGDFRQLTPLVLMDALRRAGTVVQEPIQRFRAEVPAEVFGTLLPVLTGLR  599

Query  563  
ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            A    + V        G+IPA  +      L   T G  V  T    YQ  VG  V  
P 
Sbjct  600  AVPRESSVAGSSYRVEGDIPAGRVHELERALPPLTRGAGVLETAFDRYQDVVG--
VEMPE  657

Query  623  RPNSRLD  629
            R  + L+
Sbjct  658  RSRTDLN  664

>WP_097231815.1 GTP-binding protein [Streptomyces zhaozhouensis]
 SOD63341.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
zhaozhouensis]
Length=667

 Score = 354 bits (908),  Expect = 1e-109, Method: Compositional 



matrix adjust.
 Identities = 245/650 (38%), Positives = 348/650 (54%), Gaps = 
30/650 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIG+LAHVDAGKT+LTE LL+ +GA++  GSV++G+TRTD+  LER+RGITI+
+AV +F
Sbjct  6    
LNIGVLAHVDAGKTSLTERLLFDNGAVARLGSVDEGSTRTDSGELERERGITIRSAVAAF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +  R +VN+VDTPGH DF+AEV R+L+VLD A+LV+SA +GVQAQTR+L  +LR   
+PT
Sbjct  66   
RVGRRQVNLVDTPGHPDFVAEVERALSVLDAAVLVVSAVEGVQAQTRVLMRSLRAARLPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---------
VLEENTDIEA  174
            ++F+NKID+AG   ++++  +R +L+   +   TV+  P           + +     
E 
Sbjct  126  LLFVNKIDRAGARPEALLADIRARLTPTAVPLTTVT-
DPGTRGARALARSLADPAVRAEV  184

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
              A+ E +D LL + +   P S  +L       V      PV  GSA  G G+  L 
+A+
Sbjct  185  
GQALAERDDALLARLVDDRPPSAGELSALLAGAVSAGRAHPVLAGSALTGEGVGALTEAL  244

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------  287
            T          SAA  G+VF VE T  G++  YLRL+ G LR R  V    RE       
Sbjct  245  
TAWVGLPEAGDSAAPSGTVFAVERTGEGEKVAYLRLFEGRLRARRRVTFRRREPDGARGE  304

Query  288  ---KLKITEMRIPSKGEIVRTDTAY-PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
               ++   E+  P    + R +T    GEI  L     VR+ D LGDP R    R 
R  P
Sbjct  305  FTGRISRLEVVAPDGWSVGRGETPLRAGEIGRLHGLPGVRIGDRLGDPPR-
SDARTRFAP  363

Query  343  LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL--
GRVQLEVVS  400
             P L T + P + A R  L  ALT LAD DPL+R        +  LS L  G VQ 
EV+ 
Sbjct  364  -PSLETVVRPASPALRTALHAALTALADEDPLIRTRT---
ARDGTLSVLLHGAVQREVLG  419

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQ  459



              L   + +E V    + +Y ERP    +    + +  PN FWA++GL V PL+ G 
G++
Sbjct  420  
ERLRRDFGVEAVFSPVTPVYFERPAGVGTSLTELRKRGPNDFWATVGLRVEPLAAGEGLR  479

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +E RV  G L ++F  AV + +R+ L QGL GW VTDC +      ++SP S  
ADFR L
Sbjct  480  
FERRVEWGALPRAFHLAVEEAVRHTLRQGLRGWEVTDCLVTLYRVGWHSPNSVAADFRGL  539

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL +AL+E+GT++ EP  S  L  P + L             +  +  + D  
+ T 
Sbjct  540  
TPVVLMRALREAGTRVYEPCQSVELEIPSDTLHTVAGRLATVGGRVLDSAERGDSWLLTT  599

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            E+P R +      L   T G     +  +G +   G P  + R     LD
Sbjct  600  EVPTRLVPELVAALPELTKGEGAHWSRPEGDRLVRGTPPSRQRFTGDPLD  649

>WP_081177270.1 GTP-binding protein [Rhizobium rhizosphaerae]
 OQP84660.1 GTP-binding protein [Rhizobium rhizosphaerae]
Length=645

 Score = 353 bits (906),  Expect = 1e-109, Method: Compositional 
matrix adjust.
 Identities = 225/627 (36%), Positives = 337/627 (54%), Gaps = 
13/627 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+KG+T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRSLNLGILAHVDAGKTSLTERLLFDAGVIDRLGSVDKGSTQTDTLALERQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFKIGDRIVNLIDTPGHPDFIAEVDRVLGLLDAAIVVVSAVEGVQAQTRVLVRALQRLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIE------  173
            +P V FINKID+ G D+ +V+ ++R  L    I +   +    +    E  D+       
Sbjct  121  
VPFVFFINKIDRRGADVPAVIAALRSALPVRPIGVSCVIEAGTKNARAEPLDLRDPALFD  180

Query  174  -AWDAVIENNDKLLEKYI-



AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ +++  LL  Y+ A + ++ ++L    + +V    L P + G+A  G+G+  
LM
Sbjct  181  
TVCEAMADHDPDLLADYLTAPQTLTAQRLQDALREQVGQGLLHPSFAGAAMTGVGVPALM  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +        +AA+ G++FK+E    G++  Y+ L SGT+ LR T++L G  
+ +I
Sbjct  241  
SAIATILPAPLRDPAAAVEGTIFKIERGWGGEKLAYVALTSGTIALRQTLSLPGGPE-RI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              ++I   G+         G+I  +   S  R+ D +GD      K     P P L   
I
Sbjct  300  NAIQIFDNGQTRPASCLQAGQIGRISGLSHARIGDSVGDMRDSAVK--
TAFPPPTLEAKI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                A     L  AL+QLA+ DP +     + T EI LS  G VQ +V+   L   
+ L 
Sbjct  358  
VAARAGDHGALWVALSQLAEQDPFIALRKTADTGEIYLSLYGEVQKDVIRDTLLADFDLL  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +++++ER L   +    I  PPNPF+A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VAFEESTIVHVERLLGIGTGLELIFRPPNPFFATVGLRVEPRKEGAGSSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV +     LE GLFGW + DC I      + SP ST  DFR L   VL 
+A+KE
Sbjct  478  
ASFYRAVEETALEALEDGLFGWPIVDCHIAMTDAKHTSPSSTAGDFRQLTLWVLAKAVKE  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP   F L AP            K  A +  + V+   ++  G I +  
+Q   
Sbjct  538  
AGTVVCEPVEHFRLEAPSNAFHTLLTVLGKAGAAVTHSAVEGGALLLEGTIASARVQGVL  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP  617
             +LA  T G+ +  T    +    G P
Sbjct  598  RELAGLTAGQGLMETTFSHHAPVSGPP  624

>WP_051115578.1 GTP-binding protein [Actinoplanes globisporus]



Length=642

 Score = 353 bits (906),  Expect = 1e-109, Method: Compositional 
matrix adjust.
 Identities = 231/658 (35%), Positives = 347/658 (53%), Gaps = 
53/658 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKTTLTE LL+ +GAI   G V+ GTT TD++ LER+RGITI+
+AV 
Sbjct  3    
RALNLGILAHVDAGKTTLTERLLFEAGAIGAIGRVDDGTTLTDSLDLERRRGITIRSAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S       VNI+DTPGH DF+AEV R L VLDGA+LVISA +GVQ QTR+L  AL+
++ +
Sbjct  63   
SLVIDDVSVNIIDTPGHPDFIAEVDRVLGVLDGAVLVISAVEGVQPQTRVLMRALQRLRV  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------
IKQTVSLSPEIVLEENTDI  172
            PT++FINKID+ G D+ +V++ +  +L+   +          +   ++ PE     
+  +
Sbjct  123  
PTLMFINKIDRGGADVDAVLRGIERRLAVRAVPLTRAVGAGTRAAATVEPEPDRLHSALV  182

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            E   A+++ +D L E Y+A +P  ++  +L      +   + ++PVY GSA  G G    
Sbjct  183  E---ALVDEDDALFEAYVA-
DPARVTPARLRAALAEQTAKSLVYPVYVGSAMTGTGTAEF  238

Query  231  MDAVTGLFQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            M  + GL  P+ E+       G +FK+E    G++  Y+R++SG LR+RD V     
++ 
Sbjct  239  MGGLVGLL-PVAERDDRGPRSGRIFKIERGTGGEKIAYVRMFSGALRVRDRVH---
HDED  294

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG---
DPTRLPRKRWREDPLPM  345
            K+T + +  +G  VR      G+I  L     VR+ + +G   D T +P         
P 
Sbjct  295  KVTGISVFERGAWVRRGAVEAGDIGKLWGLAHVRIGEQIGVHQDDT-
VPHHFAP----PT  349

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   I P    Q   L  ALTQL + DPL+    +  + E+ +S  G VQ EV+ A 
L+ 
Sbjct  350  LEARITPDRHEQHVALRAALTQLVEQDPLINIRSEP-
SGEVAVSLYGEVQKEVIEATLAA  408



Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             Y +    +E + +Y+ERP  A +    +    NPF A+IGL V P + G    +  
R+ 
Sbjct  409  DYGIAVTFRETTPLYIERPAGAGAAEETLNSATNPFHAAIGLRVEPAATG----
FAFRLD  464

Query  466  LGYLN---------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------  507
            +GY +           F +A+   +R  L++GL+GW V DC +      Y          
Sbjct  465  
VGYQSIPLYVFGTVGEFASAMEQYVRAALQEGLYGWAVNDCLVTMTSSNYSVADGPPSRR  524

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
             P ST ADFR L P+VL +AL  +GT + EP     + AP   +        +  A 
+  
Sbjct  525  
GPTSTAADFRKLTPLVLMRALHNAGTYVCEPMSRARIDAPAASVGSILAMLARQGAAVRA  584

Query  568  AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR-
RP  624
              +   +V    E+PA  +QA ++ L   TNG  V  +   GYQ   G+P  + R 
RP
Sbjct  585  
QSMHGQDVSIEAELPAAEVQALQSRLPAVTNGDGVLESAFSGYQPVRGEPPTRHRMRP  642

>WP_044856247.1 GTP-binding protein [Amycolatopsis orientalis]
 ANN20161.1 GTP-binding protein [Amycolatopsis orientalis]
Length=640

 Score = 353 bits (905),  Expect = 1e-109, Method: Compositional 
matrix adjust.
 Identities = 216/638 (34%), Positives = 332/638 (52%), Gaps = 
20/638 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +G I   G V+ G T+TD+M +ER+RGITI
++AV
Sbjct  1    
MQHVNIGILAHVDAGKTSLTERLLHHAGVIDRIGRVDSGDTQTDSMEMERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  A+ 
++ 
Sbjct  61   
VSFALDDVHVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRAVARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176



            IP ++F+NKID+ G   +S++  + ++L    ++   V    +L    V +  T   
A  
Sbjct  121  
IPVLVFVNKIDRGGARYESLIADLTERLGLSCVVMSEVDGLGTLDARSVPKPLTPSPALA  180

Query  177  AVI-ENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             ++ E++D  L  Y+  E  ++ E    E  R+ +   + PV++GSA+ G G+  +   
+
Sbjct  181  
ELLAEHSDTFLSAYLENEGSLTTEDYRAEVIRQTRRGLVSPVFFGSARTGDGVAEVTAGI  240

Query  235  TGLFQPIGEQGS-AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKL--  289
                    E  S   L  SVFK+E  + G++  Y+R++SG LR R+TV     G   
L  
Sbjct  241  
RDFLGGAAETASDDELRASVFKIERGNAGEKIAYVRVFSGELRARETVRFHRPGPGGLRV  300

Query  290  ---KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
               KIT +R+  +G       A PG I  +     +R+ D +G      +      
P P 
Sbjct  301  FDGKITAVRVFERGLDTVEAAAGPGRIAKVSGLKEIRIGDRIG--
VEEGKSEAAHFPPPS  358

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P   A    L   L  LA+ DPL+    D  T  I +   G VQ EV+   
L+E
Sbjct  359  
LETVVRPVNPADTPALFAGLRDLAELDPLITVAQDDETRRITVRLYGEVQKEVIRETLAE  418

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +  L         + +ERP         I    NPF+A++GL V P + GSG+ +   
V 
Sbjct  419  
QRGLAVEFTGTQTVCVERPTGVGESVWEIGDGRNPFFATLGLRVGPGAPGSGLTFGLDVE  478

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F   + + +   L +GL GW V DC +      Y+SP+S   DFR +AP
+   
Sbjct  479  
LGSLPLAFHKGIEESVAMALSRGLHGWEVVDCAVTVTRTGYFSPISAAGDFRKVAPLAFA  538

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+ +GT++LEP   F +  P + +S       ++   +  + ++       G 
+P   
Sbjct  539  
EALRRAGTEVLEPVSRFEIELPADAVSATLSRLVEFGGLVTESSIRGARAELGGTLPTGE  598



Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            +  +   L   ++G  +  TE+ GY+   G P   PRR
Sbjct  599  VHRFDQQLPGLSHGEGLLSTEITGYRPVQGPP---PRR  633

>WP_090799009.1 GTP-binding protein [Asanoa ishikariensis]
 SDZ48049.1 ribosomal protection tetracycline resistance protein 
[Asanoa 
ishikariensis]
Length=649

 Score = 353 bits (906),  Expect = 1e-109, Method: Compositional 
matrix adjust.
 Identities = 233/648 (36%), Positives = 337/648 (52%), Gaps = 
39/648 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDELGSVDDGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R LAVLDGA+LV+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   
VSFPIDDVTVNLIDTPGHPDFIAEVERVLAVLDGAVLVVSAVEGVQPQTRVLTRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDI  172
            IP ++F+NK+D+ G    +++  +  +L        S      +T S +P        
+ 
Sbjct  121  
IPLLVFLNKVDRGGARPAALLADLERRLDLRPQPMGSVRDAGTRTASFAP-------GEP  173

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               D +   +D +L  ++    ++  +L  E   +   + + PVY GSA  G G+  
LM 
Sbjct  174  
GLADLLAVRSDAVLAAFVEDGVVAAARLRAELAAQTARSWVHPVYAGSAITGTGVPELMT  233

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +  L    G    A   G+VFKVE    G+R  Y+R++ GTL +RD V+L   +  
KIT
Sbjct  234  
GIRDLLPAAGGDPEAPPSGTVFKVERGPAGERLAYVRMFDGTLAVRDRVSLRDADA-KIT  292

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + + + G +        G I ++   S VR+ D +G      R+ +     P L 



T + 
Sbjct  293  GIGVFADGALTSRAAVPAGRIAVVRGLSEVRIGDTVGRARPGARRHFAP---
PSLETVVV  349

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P    Q   L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L+++Y 
L  
Sbjct  350  
PDRPGQAGALHAALTELAEQDPLINLRRDDVRDETSVSLYGEVQKEVIQATLADEYDLAV  409

Query  412  VVKEPSVIYMERPLKAA-
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
              +E + I +ER + +  +H +  E    PF A++GL V P S+ SGV +   V 
LG + 
Sbjct  410  TFRESTTICVERVVGSGEAHELKHEA---
PFLATVGLRVEPGSVDSGVVFRLGVELGSMP  466

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRS  518
             +F  AV + +   L  G  GW V DC +   +  YY            S  ST  
DFR+
Sbjct  467  
PAFFAAVEETVHEVLGAGPHGWRVVDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRN  526

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL+++ T + EP   F L  P + L        K+ A            
+  
Sbjct  527  
LTPLVLMAALRQARTAVHEPVHHFRLELPADLLGAVLPVLAKHRALPTDTATAGAVAIVE  586

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            G+IPA  + A  T L   T G  V  +    Y AA   P   P RP +
Sbjct  587  GDIPAARVHALETRLPSLTRGEGVLESAFDHYGAA---PCPWPERPRT  631

>AHF55847.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-22]
Length=212

 Score = 338 bits (866),  Expect = 1e-109, Method: Compositional 
matrix adjust.
 Identities = 159/212 (75%), Positives = 184/212 (87%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  



ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_075637212.1 GTP-binding protein [Rhizobium rhizosphaerae]
 OLP52665.1 GTP-binding protein [Rhizobium rhizosphaerae]
Length=645

 Score = 353 bits (906),  Expect = 1e-109, Method: Compositional 
matrix adjust.
 Identities = 224/627 (36%), Positives = 339/627 (54%), Gaps = 
13/627 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+KG+T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRSLNLGILAHVDAGKTSLTERLLFDAGVIDRLGSVDKGSTQTDTLALERQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFKIGDRIVNLIDTPGHPDFIAEVDRVLGLLDAAIVVVSAVEGVQAQTRVLVRALQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIE------  173
            +P V FINKID+ G D+ +V+ ++R  L    I + + +    +    E  D+       
Sbjct  121  
VPFVFFINKIDRRGADVPAVIAALRSALPVRPIGVSRVIEAGTKNARAEPLDLRDPALFD  180

Query  174  -AWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             A +A+ +++  LL  Y+ A + ++ ++L    + +V    L P + G+A  G+G+  
LM
Sbjct  181  
TACEAMADHDPDLLADYLTAPQTLTAQRLQDALREQVGQGLLHPSFAGAAMTGVGVPALM  240



Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +        +AA+ G++FK+E    G++  Y+ L SGT+ LR T++L  R   
++
Sbjct  241  SAIATILPAPLRDPAAAVEGTIFKIERGWGGEKLAYVALTSGTIALRQTLSLP-
RGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G+         G+I  +   S  R+ D +GD      K     P P L   
I
Sbjct  300  TVIQVFDNGQTRPASCLQAGQIGRISGLSHARIGDSVGDMRDSAVK--
TAFPPPTLEAKI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                A     L  AL+QLA+ DP +     + T EI LS  G VQ +V+   L   
+ L 
Sbjct  358  
VVARAGDHGALWVALSQLAEQDPFIALRKTADTGEIYLSLYGEVQKDVIRDTLLADFDLS  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +++++ER L   +    I  PPNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VAFEESTIVHVERLLGIGTGLELIFRPPNPFLATVGLRVEPRKEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV +     LE GLFGW + DC I      + SP ST  DFR L   VL 
+A++E
Sbjct  478  
ASFYRAVEETALEALEDGLFGWPIVDCHIAMTDAKHTSPSSTAGDFRQLTLWVLAKAVQE  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP   F L AP            K  A +  + V+ + ++  G I +  
+Q   
Sbjct  538  
AGTVVCEPVEQFRLEAPSNAFHTLLTVLGKAGAAVTHSAVEGETLLLEGTIASARVQGVL  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP  617
             +LA  T G+ +  T    +    G P
Sbjct  598  RELAGLTAGQGLMETTFSHHAPVSGPP  624

>WP_077601884.1 GTP-binding protein [Oceanobacillus sojae]
Length=622

 Score = 352 bits (904),  Expect = 1e-109, Method: Compositional 
matrix adjust.
 Identities = 213/640 (33%), Positives = 350/640 (55%), Gaps = 
29/640 (5%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIIN+GI+AHVDAGKT+LTES+   +    + GS++K    TD + +E++RGITI+    
Sbjct  3    
KIINVGIVAHVDAGKTSLTESIYSLAHPDYQKGSIKKENMLTDALDIEKERGITIKTNSI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+D PGH++F  EV RSL+V+D AIL++S  D +Q QTR +F  L 
+  I
Sbjct  63   
SVDWQGTKINILDMPGHIEFFGEVIRSLSVVDMAILLVSGNDILQPQTRRIFDVLSEAGI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PTVIF+NK+D    + + +++ + +KLS  +           + +++  + E  + 
+IE 
Sbjct  123  PTVIFVNKVDLLTANSKKLIKEMSEKLSDQL-----------
VEVDKMKETETKERIIEK  171

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ LL +Y+A   I  +K+    + +  + S++PV+ GSA   LG++ L+D ++     
+
Sbjct  172  
SESLLVQYLADHKIKADKIAEALRHQFLERSIYPVFKGSAIHDLGVRELLDFISET-SAV  230

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             ++ S      V+KVE+   G+++ YL L SG L   + V +    KLKI+ +      
+
Sbjct  231  MDEASNVQSAIVYKVEFIK-
GRKQTYLNLLSGELSRGEYVKINAETKLKISNLLCLKDNQ  289

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             V       G+I +LP     + D+ +GD     +++     LP L+TT       
+ ER
Sbjct  290  FVEATKVSSGDIFMLPD----VEDLEIGDFINTLKEKTIPIQLPTLKTTFH---
IGEHER  342

Query  361  LLDALTQLADT--DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV-
VKEPS  417
             +           DPLL  ++D+ T+EI +   G++Q E +   L + +  ET+ +  
P 
Sbjct  343  
FMLLNLLNNLCLEDPLLNLQIDAATNEISMMTYGKIQQEFIEDTLRQIHPFETLSLSLPQ  402

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            V+Y E+  K     I IE   N +WA I L V   +   GV+Y+S V+ GYL Q
+FQ A+
Sbjct  403  VLYKEKVKKMGRARIEIEESINSYWAEIMLKVEG-



NESLGVRYKSLVTTGYLKQAFQRAI  461

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              GI  G+++GL+G  + D  I  E  L+YSPVSTP+DFR LAP VL +AL E+GT 
++E
Sbjct  462  
EQGIDQGIKKGLYGRALIDIDITLEDALFYSPVSTPSDFRKLAPYVLYKALLEAGTTIME  521

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +SF L+ P  +L +A  +  +  A I+  +  KDE V  GE+         + +    
Sbjct  522  
PNISFELFIPTAFLGKAVSEIGREDADIQDIKELKDESVIKGEMNQSSFLKLESRMDELF  581

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +G+     ++ GY+  + + V Q       +D+++ +  K
Sbjct  582  SGKGYLKYQVSGYRPTMEKSVYQ----QDEVDQIKALLLK  617

>WP_076994264.1 GTP-binding protein [Actinosynnema sp. ALI-1.44]
 ONI70690.1 GTP-binding protein [Actinosynnema sp. ALI-1.44]
Length=599

 Score = 351 bits (901),  Expect = 2e-109, Method: Compositional 
matrix adjust.
 Identities = 231/625 (37%), Positives = 327/625 (52%), Gaps = 
47/625 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL   G I E GSV++G+T+TD+M LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLQLGGVIDEVGSVDEGSTQTDSMRLERQRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV RSL+VLDGA+LV+SA +GVQAQTR+L  ALR
++ I
Sbjct  63   
SFVVGDVTVNLIDTPGHPDFIAEVERSLSVLDGAVLVVSAVEGVQAQTRVLMRALRRLAI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+IF NK D+ G    S+++ + D+L+  I    T               +  D 
+ E 
Sbjct  123  PTIIFANKTDRTGARHDSLLREIADRLTPAIAPAGT---------------
DPVDVLAEV  167

Query  182  NDKLLEKYIAGEPI---
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +D L+  Y+ G      +RE LV   Q R+  A + PV++GSA  G G+  LM A+    
Sbjct  168  DDSLVAAYLDGSLTPERTRESLV--TQTRL--



ARVHPVFFGSAITGAGVPDLMSALVEFL  223

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                      + G VFKVE    G++  Y+R+++GTLR+RD V    ++  K+T + 
+  
Sbjct  224  PSASGAQDGPVSGLVFKVERGQHGEKIAYVRVFAGTLRVRDRVRFGDKDG-
KVTAISVFD  282

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G  VR      G+I  L     VR+ D +G+P       +     P L T + P   
++
Sbjct  283  RGPAVRVAAVGAGQIGKLWGLADVRIGDQIGEPRTHSEHHFTP---
PTLETAVIPDDPSE  339

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALTQLA+ DPL+    D      ++S  G VQ EV+ A L   Y L    
+E +
Sbjct  340  RGALYTALTQLAEQDPLINLRQDG-----
VISLYGEVQKEVIQATLMTDYGLAVSFEETT  394

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             I +ER          I    NP+ A++GL V P   G+GV +   V LG +  +F 
NAV
Sbjct  395  TICIERVTGTGESLEIINEGDNPYLATVGLRVEP---
GTGVTFRLEVELGSMPSAFFNAV  451

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             + +   L  GL GW VTDC +      Y+            S  ST  DFR+L  
+VL+
Sbjct  452  
EESVYKTLRHGLSGWEVTDCAVIMTRSGYWARQSHAHGTFDKSMSSTAGDFRNLTALVLK  511

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             ALK++GT + EP  S+ L  P++ L        +  A    +       +  G
+IPA  
Sbjct  512  
NALKQAGTVVHEPMHSYRLEIPEDTLGVVQPVLVRLRAFPLRSTPHGAAYLLEGDIPAAR  571

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            I      L   T G  V  +    Y
Sbjct  572  IHELERLLPSLTRGEGVVESAFDHY  596

>WP_026241993.1 GTP-binding protein [Streptomyces sp. ScaeMP-e10]
Length=667

 Score = 353 bits (906),  Expect = 2e-109, Method: Compositional 
matrix adjust.



 Identities = 229/665 (34%), Positives = 348/665 (52%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDTLGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D +          ++ S +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYDSLLTSITERLSPDTVAMGSTRHLGTRSASTTPFTGSDPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLTAYV-
DDPAALTHARLLEALAEQTARCRVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
             D +T L         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
ADGITALLPAAKGDAEAPARGTVFKVDRTANGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G+  R    R    
P P 
Sbjct  300  GEDKVSAVTVFEDGGEVPVPAVGAGRIARLKGLAGIRIGDSVGE-
ARAEAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P     R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPVRPEDRGALHVALGRLAEQDPLIAVRRDDLRQEVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +E + I +ERP    +    I+  PNPF A++GL V P   G+GV++   



V 
Sbjct  418  
EFGVDVTFRETTTICLERPAGTGAAVEIIDTDPNPFLATVGLRVDPAPYGTGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVLSTLTQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR L P+VL  AL+ +GTQ+ EP   F L  P +          +  A     +
++  
Sbjct  538  
GDFRHLTPLVLMDALRRAGTQVYEPMHRFRLELPTDTFGAMVPVLARLRAVPGPPEMRGA  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 GE+PA  +   +  L   T G  +  +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTLEGELPAARVHELQQLLPGLTRGEGMLESAFDGHRPVTGPVPDRPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662

>WP_076335606.1 GTP-binding protein [Paenibacillus sp. FSL H8-0548]
 OMF37287.1 GTP-binding protein [Paenibacillus sp. FSL H8-0548]
Length=664

 Score = 353 bits (906),  Expect = 2e-109, Method: Compositional 
matrix adjust.
 Identities = 219/626 (35%), Positives = 338/626 (54%), Gaps = 
19/626 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI AHVDAGKTT TE +L+ SG I   GSV+ GT +TD + +ER RGI++
+AA T
Sbjct  8    
NIRNIGIFAHVDAGKTTTTEQILFHSGRIRSLGSVDAGTAQTDFLEVERSRGISVRAAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W    +N+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQAQT +++ ALR
+ NI
Sbjct  68   
RFSWQGITINLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQAQTEVIWDALRERNI  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVR---DKLSADIIIKQTV--SLSPEI-



VLEENTDIEAW  175
            PT+I++NK+D+ G +    ++ +R     L+A I     V  S S  I +LE+++  
E W
Sbjct  128  
PTLIYVNKLDRIGANPLGTMRQIRRLLTPLAAPIQAPNGVEDSFSGLINLLEDDSQREEW  187

Query  176  --------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                    + V E ++ LL  Y+    + R +L +      ++  LFP+ +G++ 
+G+GI
Sbjct  188  
QSYLLLLEETVAERDESLLLHYLEHGTLLRAELKQMLPALTKNRELFPILFGASNRGIGI  247

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            +PLM A+  L  P        + G VF++E      R  Y+RLYSG +R RD++    
++
Sbjct  248  
EPLMQAMVALLPPPENVVEGPVSGVVFRIERDSVMGRIAYVRLYSGAIRNRDSIVNKTQQ  307

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + KIT++R     ++        G+I  +   +  R+ D++G    +P +      
+P+
Sbjct  308  IEEKITQIRKIDGQKVEDVGLLEAGDIAAVCGWNQARIGDIIGCADYVPGE--
TRLAVPL  365

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +   + A    ++ AL +LAD DPLL  +      E+ +  +G +Q+EV++ 
LL+ 
Sbjct  366  
LTVQVRWSSEADYPAVVAALQELADEDPLLGLQWLQEQRELHVKVMGPIQIEVLTHLLNH  425

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +Y L+    EPSVIY E P +A    I   + P P WA +   + P   GSG+ Y 
S V 
Sbjct  426  RYGLKAGFGEPSVIYKETPAQAGEGFIAYTM-
PKPCWAILRFLIEPGERGSGLTYSSVVR  484

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               L   +QN V   +   L+QGLFGW VTD K+    G ++   + P DF    P
+ + 
Sbjct  485  
SERLLDRYQNEVARSVPEALQQGLFGWEVTDLKVTLIEGEHHVWHTHPLDFALATPMGIM  544

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L   G +LLEP LSF L  P+E   +  ++        +T  V+++ +   G 
+P   
Sbjct  545  
DGLSHIGVKLLEPMLSFRLSVPEENGGKLMNELILMRGEFDTPVVRQERMEIEGTLPVAT  604



Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
               +       T GR V  T   GY+
Sbjct  605  SLDFPARFGSLTKGRGVLATFFAGYR  630

>WP_028059603.1 GTP-binding protein [Solirubrobacter sp. URHD0082]
Length=639

 Score = 352 bits (904),  Expect = 2e-109, Method: Compositional 
matrix adjust.
 Identities = 234/652 (36%), Positives = 346/652 (53%), Gaps = 
32/652 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQ+QTR+L   L
+++ 
Sbjct  61   
VSFVVGDVVVNLIDTPGHPDFIAEVERVLNVLDGAVLVISAVEGVQSQTRVLMRTLQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G    +V++ +  KL+  I+   +V    +           EA 
D +
Sbjct  121  
IPTLVFVNKIDRRGARDGAVLRDISAKLTPAIVPMGSVRTPGTRAAAYVPGVMAEAVDVL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +++D+LL  Y+  E IS  +L  E   + +   + P+++GSA  G G+  L+  V  
L 
Sbjct  181  ADHDDELLAAYLEDE-
ISHLRLHGELAVQTKAGLVHPIFFGSAITGAGVDELIAGVRDLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                   +  + G+VFKVE    G+R  Y+RL SGTL  RD +      + K+T 
+R+  
Sbjct  240  PAAEGDANGPVSGTVFKVERGAAGERIAYVRLRSGTLHTRDRL-----
PQGKLTAIRVFD  294

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G  V +D    G I  L   + VR+ D +G+        +     P L T + P     
Sbjct  295  RGAAVSSDRVAAGRIAQLWGLNDVRIGDAIGEGIADDAHHFAP---
PTLETVVEPVRPED  351



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALTQLA+ DPL+         EI +S  G VQ EV+ A L+  + ++   
+E +
Sbjct  352  RGALHGALTQLAEQDPLIDLR---
FGEEIHVSLYGEVQKEVIQATLATGFGVDVRFRETT  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             + +ERP  +       E   NPF A++GL V P   GSGV +   V LG +  +F  
AV
Sbjct  409  
TLCIERPAGSGEAVEVGEQQGNPFLATVGLRVDPAPAGSGVAFRLEVELGSMPSAFFRAV  468

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             + +   L QGL+GW VTDC +   +  Y+            S  ST  DFR L P
+VL 
Sbjct  469  
EETVAQTLGQGLYGWQVTDCLVTMTHSGYWPRQSHSHATFDKSMSSTAGDFRGLTPLVLM  528

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL  +GT + EP   F L  P + L       P         Q+     V  G 
IPA  
Sbjct  529  RALARAGTTVHEPLHRFRLELPADTLGAVL---
PALARLRAVPQLTGASGVLEGTIPAAQ  585

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR-RPNSRLDKVRHMFQ  
636
            +   + +L   T G  V  +    +    G   ++ R RP++ LD+  ++ +
Sbjct  586  VHRLQQELPGLTRGEGVLESGFSHHTPVQGPFPLRARTRPDA-LDREDYLMR  
636

>WP_053562322.1 GTP-binding protein [Streptomyces sp. CFMR 7]
 ALC31335.1 GTP-binding protein [Streptomyces sp. CFMR 7]
Length=667

 Score = 353 bits (905),  Expect = 2e-109, Method: Compositional 
matrix adjust.
 Identities = 227/665 (34%), Positives = 346/665 (52%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G +   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVVDTLGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D++G    S++ S+ ++LS D +          +  + +P    +     
Sbjct  121  
IPTLLFVNKTDRSGARYGSLLTSIAERLSPDTVAMGATHHLGTREAATTPFTAADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               + +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTELLTRHDDELLAAYVD-
DPAALTHARLLEALAGQTARCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VDGITGLLPAATGDPRAPARGTVFKVDRTPGGERTAYVRMVEGTVRTREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G+         R    
P 
Sbjct  300  GEAKVSAVGLFEDGGEVPVPAVGAGRIARLKGLTGIRIGDSVGEAR--
AEAGGRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P     R  L  AL  LAD DPL+    D I  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVLPVRPEDRGALHVALAHLADQDPLIAVRRDDIRREVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +  + I +ERP+   +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRTTTTICLERPVGTGAAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVYSTLSQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  



ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GT++ EP   F L  P +          +  A  E  + 
+  
Sbjct  538  
GDFRNLTPLVLMDALRRAGTRVYEPMHRFRLELPTDTFGALVPVLARLGAVPEPPEQRGT  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 G IPA  +   +  L   T G     +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTVEGVIPAARVHELQQSLPGATRGEGALESAFDGHRPVTGPVPERPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662

>WP_076966976.1 GTP-binding protein [Streptomyces sp. IB2014 011-1]
 ONI52722.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Streptomyces 
sp. IB2014 011-1]
Length=667

 Score = 353 bits (905),  Expect = 3e-109, Method: Compositional 
matrix adjust.
 Identities = 228/665 (34%), Positives = 348/665 (52%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDTIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR+++
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS DI+          ++ S +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDIVAMGSTRHLGTRSASTTPFTGSDPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLTAYVD-



DPAALTHARLLEVLAEQTARCRVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
             D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
ADGITGLLPAATGDAEAPARGTVFKVDRTANGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G+         R    
P 
Sbjct  300  GEDKVSAVTVFEDGGEVPVPAVGAGRIGRLKGLAGIRIGDSVGEAR--
AEAGHRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P     R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPVRPEDRGALHVALGRLAEQDPLIAVRRDDLRQEVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +  + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRATTTICLERPAGTGAAVEIIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV D +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEDTVHSTLTQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P +          +  A     +
++  
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVYEPMHRFRLELPTDTFGALVPVLARLRAVPGPPEMRGA  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 GE+PA  +   +  L   T G  +  +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTLEGELPAARVHELQQLLPGLTRGEGMLESAFDGHRPVTGPVPDRPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662



>WP_052394416.1 GTP-binding protein [Kutzneria sp. 744]
 EWM12292.1 tetracycline resistance protein TetP [Kutzneria sp. 744]
Length=609

 Score = 351 bits (900),  Expect = 3e-109, Method: Compositional 
matrix adjust.
 Identities = 228/622 (37%), Positives = 337/622 (54%), Gaps = 
27/622 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+G++AHVDAGKT+LTE LL+ SGAI   GSV+ G T TD M LER+RGITI
++AV
Sbjct  1    
MRMLNLGVVAHVDAGKTSLTERLLFDSGAIERLGSVDDGDTTTDGMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +V+++DTPGH DF+AEV R+L VLDGAILV+SA +GVQA TR+L   L
+   
Sbjct  61   
AAFTLADRRVHLIDTPGHTDFVAEVERALGVLDGAILVLSAVEGVQAHTRVLMRTLKSAG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLSPEI--
VLEENTDIEAWDA  177
            +PT++F+NKID+ G   + ++Q +R KL+   I + + V L  +   V++ + D+E  
+ 
Sbjct  121  
VPTILFVNKIDRVGARHRDLLQDIRRKLTPGAIALNRPVDLGTKSADVVDLDPDLELAEV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E++D  LE Y+ G  I    L RE Q + +   + PV +GSA  G+GI  L  A
+  L
Sbjct  181  LAEHSDAALESYVDG--
IDPALLRRELQAQARRGLVHPVLFGSAVTGVGIAALRKAIVDL  238

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK--
LKITEMR  295
               +    S  L G VF VE+ D G R    RL++G+L  RD V  A R++  + 
+TE  
Sbjct  239  LPSVDPDTSGELDGVVFAVEH-DKG-
RSAVARLFTGSLATRDRVTFARRDRSGVLVTESG  296

Query  296  IPS-----
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            + +      GE  R        I  LP   +R+ D LG      R R+R   LP + 
T +
Sbjct  297  VATGVRDVDGEQARIPAGGIARITGLP--GLRVGDRLGVHAADGRHRFR---
LPTMETVV  351

Query  351  



APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               TA    RL D L++LAD DPL+          +++S  G VQ EV++A L+E+
+ + 
Sbjct  352  ---
TAESPARLFDGLSRLADQDPLIDVRRGPRHGSLVVSLYGEVQREVIAARLAEEFDVT  408

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                 P V  +ER +    H + I +     WA+IGL V P   G    +      
G L 
Sbjct  409  AEFSPPRVACVER-VAGTGHGL-ISMGETVHWATIGLRVEP---
GEAAAFRLEAERGSLP  463

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ D +   L++GL GW + DC +   +  Y SPVS  ADFR L P+VL 
+AL++
Sbjct  464  
AAFLTAIEDTVNATLQEGLHGWPIQDCVVTLTHTGYCSPVSVAADFRDLTPLVLTKALRQ  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP     L  P+E L+       K+     T  +     V    +P   +
+ ++
Sbjct  524  
AGTVVCEPLEEIELEVPEESLTMVLSTLTKHDGLPRTPLLGNGTAVIEAVLPTARLREFQ  583

Query  591  TDLAFYTNGRSVCLTELKGYQA  612
              L   T G  V      GY+A
Sbjct  584  RLLPGLTGGEGVLTAHFGGYKA  605

>WP_030566475.1 GTP-binding protein [Streptomyces cyaneofuscatus]
Length=667

 Score = 353 bits (905),  Expect = 3e-109, Method: Compositional 
matrix adjust.
 Identities = 230/665 (35%), Positives = 349/665 (52%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHTAGVIDTIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS DI+          ++ S +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDIVAMGSTRHLGTRSASTTPFTGSDPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLTAYVD-
DPAALTHARLLEVLAEQTARCRVHPVFFGSAATGSGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
             D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
ADGITGLLPAATGDAEAPARGTVFKVDRTANGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G+  R    R    
P P 
Sbjct  300  GEDKVSAVTVFEDGGEVPVPAVGAGRIGRLKGLAGIRIGDSVGE-
ARAEAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P     R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPVRPEDRGALHVALGRLAEQDPLIAVRRDDLRQEVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +  + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRATTTICLERPAGTGAAVEIIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV D +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEDTVHSTLTQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GTQ+ EP   F L  P +          +  A      
++  
Sbjct  538  
GDFRNLTPLVLMDALRRAGTQVYEPMHRFRLELPTDTFGALVPVLARLRAVPGPPGMRGA  597



Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 GE+PA  +   +  L   T G  +  +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTLEGELPAARVHELQQLLPGLTRGEGMLESAFDGHRPVTGPVPDRPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662

>WP_076220604.1 GTP-binding protein, partial [Paenibacillus 
odorifer]
 OMD07151.1 GTP-binding protein, partial [Paenibacillus odorifer]
Length=528

 Score = 348 bits (893),  Expect = 3e-109, Method: Compositional 
matrix adjust.
 Identities = 199/516 (39%), Positives = 301/516 (58%), Gaps = 
15/516 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            IN+GI AHVDAGKTT TE +LY SG I   GSV+ GT  TD+M +ERQRGI+++AA
+ SF
Sbjct  10   
INVGIFAHVDAGKTTTTEHILYESGRIRALGSVDTGTALTDSMDVERQRGISVRAALASF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++N+VDTPGH+DFL+EV RSL V+D A+LV+SA +GVQAQ+ ++++ALRK+ 
IPT
Sbjct  70   
AWKGVQINLVDTPGHVDFLSEVERSLRVMDCAVLVLSAVEGVQAQSEMIWNALRKLGIPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV---------
LEENTDIE  173
            +IF+NK+D+ G D ++V+   R+ LS+DII ++Q +    E +          + N   
E
Sbjct  130  
LIFVNKMDRVGADSEAVLAEARNYLSSDIIPVQQPIGKEKEYIGAIDLWENEADANKRTE  189

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +++LLEKY++G PI   +  +  +        FP+ YG A KGLGI  
L+DA
Sbjct  190  
LLEALAERDEELLEKYMSGSPIDLAEWKKYMKTASSSGRFFPMVYGVAAKGLGITALLDA  249

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +   F   G      + G V+ ++      R  ++RLY GT+R RDT+    ++ + 



K+T
Sbjct  250  
MVEYFPRAGGNVEGPVSGIVYNIQRDKSMGRMAFVRLYEGTIRNRDTLLNYTQDIQGKVT  309

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R    G          G+I VI     VR+ DVLG P  +P +     PL  +R    
Sbjct  310  
QIRKVEGGRTEDVGALEAGDIAVIYGLSGVRIGDVLGHPGAIPEEAKLAVPLLTVRVFWE  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+      +++ AL +LAD DPLL  +      E+ +  +G +QLE+++++L E+Y 
L+ 
Sbjct  370  PEM--
DDHKVIGALQELADEDPLLDAQWLQDERELHIKVMGPIQLEILNSVLEERYALKV  427

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +PSVIY E P +A    I   + P P WA +   + P   GSG+ Y+S V    
L  
Sbjct  428  TFGQPSVIYKETPARAGEGFIAYTM-
PKPCWAILRFQIEPGPPGSGLVYDSIVRSSDLLP  486

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
             +Q+     +   L+QGL+GW VTD K+    G ++
Sbjct  487  QYQSETARRVPEALQQGLYGWEVTDLKVTLTEGQHH  522

>AHF55828.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-14]
 AHF55840.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-6]
Length=212

 Score = 337 bits (863),  Expect = 3e-109, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 184/212 (87%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  120



Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_090294166.1 GTP-binding protein [Ensifer sp. YR511]
 SDL26025.1 ribosomal protection tetracycline resistance protein 
[Ensifer 
sp. YR511]
Length=645

 Score = 352 bits (902),  Expect = 4e-109, Method: Compositional 
matrix adjust.
 Identities = 227/645 (35%), Positives = 339/645 (53%), Gaps = 
15/645 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD++ LERQRGITI 
A+V
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDSGNTQTDSLELERQRGITIAASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L  LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFRLGDLVVNLIDTPGHPDFIAEVERVLQSLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + F+NKID+ G     VV+ +  +LS   +I+   V +       E  D        
Sbjct  121  
VPFLFFVNKIDRLGARPAEVVEEIASQLSVRPVIMSAAVEVGSRHARTEPIDFAQEPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LL+ Y+ A E ++ E+L +    ++ +  L PVY G A  G+G+  
L+
Sbjct  181  
ALSEALAANDEALLDDYVLAPERLTVERLRKALATQLAEGLLHPVYCGIAMTGVGVPGLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         A + G +FK+E    G++  +L L SGT+  RD + L+G    
K+



Sbjct  241  
TAIETLLPAKAPAPDAPVEGRIFKIERGWGGEKLAFLNLTSGTVATRDYLVLSGGAA-KV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
            T +++  +G + + D    G I  +      R+ D +G D TR     +     P 
L T 
Sbjct  300  TSIQLFDQGRLEKVDRVTAGRIAKVGGLAHARIGDWVGVDGTRAGAFHFAP---
PTLETL  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P+  +    L  AL QLA+ DP +         E+ +S  G VQ EV+ A LS  
+ L
Sbjct  357  
VRPRRPSDNTALWLALQQLAEQDPFINLRTSDDASEMFVSLYGEVQKEVIEATLSADFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   +E +VI +ERPL   +    I   PNPF A++GL + P    +G  +   V 
+G +
Sbjct  417  
EAHFEESTVICVERPLGTGTGIEIIFREPNPFLATVGLRIEPRPAAAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+ GLFGW V DC +        SP ST  DFR L P+VL 
+AL 
Sbjct  477  
PASFYRAVEEAVAETLKAGLFGWQVIDCHVAMTAARQTSPASTAVDFRRLTPLVLAEALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT + EP  SF L AP   L+  +    K  A+   + ++       G I +  
+Q  
Sbjct  537  
SAGTVVCEPIDSFRLEAPASVLTAIHTLLAKSGASTTDSIIEGGVARLAGTIASANVQGV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            +  L   T+G  V       Y    G    +PR   +  D+  ++
Sbjct  597  QRQLPGLTSGAGVLENSFDHYAPIAGTQPSRPRLGANPFDRANYL  641

>WP_030442672.1 GTP-binding protein [Actinoplanes subtropicus]
Length=631

 Score = 351 bits (901),  Expect = 4e-109, Method: Compositional 
matrix adjust.
 Identities = 238/653 (36%), Positives = 342/653 (52%), Gaps = 
50/653 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+TRTDT+ LER+RGITI



++AV
Sbjct  1    
MATLNLGILAHVDAGKTSLTERLLYAAGVIDELGSVDAGSTRTDTLELERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   L 
++ 
Sbjct  61   
VSFPLRGTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVISAVEGVQAQTRVLARTLHRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV-
LEENTDIEAWDAVI  179
            IPT+IF+NKID+ G     ++    D++SA +        SP +V + E TD+    
A +
Sbjct  121  IPTLIFVNKIDRVGARFAGLL----DEISARV--------
SPALVPMSEVTDLGTRGAAV  168

Query  180  ENNDKLLEKYIAGEPISREKLVREEQR---
RVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
                 LL +    +      LV E      R  D  + PV++GSA  G GI  L+  
+  
Sbjct  169  AERVDLL-RLADHDDAVLAALVEERTPPPVRAHD-
DVHPVFFGSAITGAGIDELIGGIVD  226

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P    G A   G+VFK++    G+R  YLR++ G LR+RDT+        ++T 
+ +
Sbjct  227  L-APAATNGRAG--GAVFKIDRGPAGERIAYLRMFDGVLRVRDTIG-----
PDRVTGIDV  278

Query  297  PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             + G         PG+I  +     VR+ D +G  TR  + R  +   P L T +    
A
Sbjct  279  FTDGGTQPRAELTPGQIGTVRGLGHVRIGDTVGVRTR--
KARQAQFAPPSLETAV---LA  333

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            ++R  L  AL +LA+ DPL+    D    E+ +S  G VQ EV+ A L+E+Y L+   
+E
Sbjct  334  
SRRADLHAALAELAEQDPLINLRQDDERREVYVSLYGEVQKEVIQATLAEQYGLQVSFRE  393

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + +++ER   A       +V PNPF A++GL V P S   GV ++  V  G +  
+F  
Sbjct  394  TTTLHIERLAGAGRAVEFNKVDPNPFLATVGLRVRPGS--
DGVTFDLAVEPGSMPPAFFA  451

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------



SPVSTPADFRSLAPIV  523
            AV   +R  L QGL GW V DC +   +  Y             S  ST  DFR+L 
P+V
Sbjct  452  
AVEQTVRETLRQGLRGWPVPDCAVTMTHSGYSARQSHSHAVFDKSMSSTAGDFRNLTPLV  511

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+++GT + EP  +F    P + +           A +    +        
GEIPA
Sbjct  512  LMAALRQAGTVVHEPIHAFTAEVPPDTIPAVL----
PLLARLGAIPLATGAHGVDGEIPA  567

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
              +   +  L   T G  V  +    Y A  G+P ++ R     LD+  ++ +
Sbjct  568  AMVHELQRRLPGLTRGEGVLESAFDHYAAVRGKPPVRERTGPDPLDRKEYLLR  
620

>WP_019527195.1 GTP-binding protein [Streptomyces sp. FxanaD5]
Length=657

 Score = 352 bits (903),  Expect = 5e-109, Method: Compositional 
matrix adjust.
 Identities = 236/656 (36%), Positives = 340/656 (52%), Gaps = 
26/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA+TR+L   
LR+++
Sbjct  61   
VSFPLDDITVNLLDTPGHPDFVAEVERVLGVLDGAVLVLSAVEGVQARTRVLMRVLRRLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+ G     +++ +  +L+  ++   T     + +          A 
D +
Sbjct  121  
LPTLLFVNKIDRRGARETDLLREIAARLTPSLVPMGTTERLGTRDARFVPGPVPAALDVL  180

Query  179  IENNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +++D LL  Y+ G   P    + V E+ R+   A + PV+ GSA  G G+  L+D 
V  
Sbjct  181  ADHDDGLLAAYVDGTLTPARVREAVAEQTRQ---



ALVHPVFLGSAVTGAGVGELLDGVRE  237

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKLKITEM  294
            L    G      L G+VFKVE    G++  Y RL+SGTLR RD +        + +
+T +
Sbjct  238  
LLPLSGGSPDGPLSGTVFKVERGPAGEKIAYARLFSGTLRARDRIPFGAGTFTEGRVTGL  297

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +   G   R D    G I  L     VR+ D +G+P   P+++ +    P L T 
+ P 
Sbjct  298  SVFDHGADSRADAVEAGRIARLWGLADVRIGDAIGEP---
PKEQQQFFSPPTLETVVVPG  354

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   L  AL QLA+ DPL+    D    E  +S  G VQ EV+ A L+E+Y L
+   
Sbjct  355  
AGVDPGALHLALAQLAEQDPLIGLRHDERRRETSVSLYGEVQKEVLQATLAEEYGLDVTF  414

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +  + + +ERP    S    ++   NPF A++GL V P   GSGV +   V LG +  
+F
Sbjct  415  
RGTTPLCIERPAGTGSAAEFVKGDGNPFLATVGLRVDPAPPGSGVDFRLEVELGSMPYAF  474

Query  474  QNAVRDGIRYGLEQGLFGWNVTD-------CKIC-----
FEYGLYYSPVSTPADFRSLAP  521
              AV D +R  L QGL GW VTD       C  C        G   S  ST ADFR 
L P
Sbjct  475  
FKAVEDTVRATLAQGLRGWQVTDGVVTMTHCGYCPRQSHAHQGFDKSMSSTGADFRGLTP  534

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+ +GT + EP   F + AP + L           A   T        V  
G +
Sbjct  535  
LVLTDALRRAGTVVHEPVHRFRIEAPADTLGALLPVLGSLGALPATTDTLGALCVLEGTV  594

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-IQPRRPNSRLDKVRHMFQ  
636
            PA  ++     L   + G     +    Y      PV  +PR  ++ LD+  ++  
Sbjct  595  PAARVRELEQRLPGPSRGEGELESRFGHYAPVTHGPVPSRPRTDHNPLDRREYLLN  
650

>WP_055633440.1 GTP-binding protein [Streptomyces griseoruber]
 KUN86210.1 GTP-binding protein [Streptomyces griseoruber]
Length=652



 Score = 352 bits (902),  Expect = 5e-109, Method: Compositional 
matrix adjust.
 Identities = 236/645 (37%), Positives = 336/645 (52%), Gaps = 
26/645 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+++G I E GSV+ G+TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSAGIIDELGSVDDGSTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTRIL   
LR++ 
Sbjct  61   
VSFPVGDVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRILLRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NKID+ G     V++ + ++L+  ++   TVS         +      D 
+ E
Sbjct  121  
IPTLVFVNKIDRRGAREDGVLRELTERLAVPVVPMGTVSGIGTREAAFHPAPVPVDVLTE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL  Y+ G  ++  ++      R + A + PV++GSA  G G   L+  +  
L   
Sbjct  181  HDDDLLTAYVDGT-
LTPGRIHAALLDRTRRALVHPVWFGSAATGAGAPELIAGIKELLPR  239

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                    L GSVFKVE    G++  Y R++ GTL  RD V   G    K+T + +   
G
Sbjct  240  AEGDPDGPLSGSVFKVERGPAGEKIAYARVFCGTLHTRDRVPY-
GDTTGKVTAISVFDHG  298

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              VR +    G I  L     +R+ D LG P R   + +     P L T + P     
R 
Sbjct  299  TDVREEAVAAGRIARLWGLTDIRIGDSLGVPHREHGQVFAP---
PTLETVVVPGPDTDRR  355

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  ALTQLA+ DPL+    D +  E  +S  G VQ EVV A L++ Y L+   +  
+ +
Sbjct  356  
SLHLALTQLAEQDPLIGLRHDEVRQETSVSLYGEVQKEVVQATLADDYGLQVTFRGTTPL  415



Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             +ERP    +    I+   NPF A++GL V P   G+GV +   V LG +  +F  
AV D
Sbjct  416  
CVERPAGTGAAAEFIKKDANPFLATVGLRVDPAPPGTGVAFGLEVELGAMPYAFFKAVED  475

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             +R  L QGL GW VTDC +   +  Y+            S  ST  DFR L P
+VL +A
Sbjct  476  
TVRATLGQGLHGWQVTDCAVTMTHSGYWPRQSHAHQGFDKSMSSTGYDFRGLTPLVLVEA  535

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT++ EP   F L  P + L           A   +   +    +  G +PA  
+ 
Sbjct  536  
LRRAGTRVYEPMHRFRLEVPADTLGALLPVLAALRAVPGSTDSRGGRCLLQGAVPAARVH  595

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ---PRRPNSRLD  629
                 +   T G     +    Y      PV+    P RP + L+
Sbjct  596  GLEQRIPGLTRGEGEWESAFDHY-----APVLHGTVPERPRTDLN  635

>WP_098754677.1 GTP-binding protein [Streptomyces sp. Ru87]
 PGH47548.1 GTP-binding protein [Streptomyces sp. Ru87]
Length=676

 Score = 352 bits (904),  Expect = 5e-109, Method: Compositional 
matrix adjust.
 Identities = 232/658 (35%), Positives = 338/658 (51%), Gaps = 
34/658 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+  GA+ E GSV+ G+TRTDT  LER+RGITI+ 
AV +F
Sbjct  5    
LNLGILAHIDAGKTSLTERLLFDHGAVPELGSVDAGSTRTDTGELERERGITIRTAVATF  64

Query  64   QW-
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
                  +VN+VDTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L  +LRK
+ +P
Sbjct  65   
ALGDDLQVNLVDTPGHPDFIAEVERALSVLDGAVLVLSAVEGVQAQTRVLMRSLRKLRLP  124

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDIEA  174
            T+IF+NKID+AG     ++  +R +L  DI+   TV           PE +   +     
Sbjct  125  



TLIFVNKIDRAGARETGLLAEIRARLVPDIVPLSTVKHPGSPGARAVPEPLTRPDVRARV  184

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E++D LL + + G   + ++L      +       PV +GSA  G GI  L  
AV
Sbjct  185  
AEALAEHDDALLARLVDGALPAADELGEILAAQTAAGLAHPVLFGSALTGEGIPGLTAAV  244

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
                +P          G+VF +E T  G++  YLRL+SG LR RD V    RE    
T  
Sbjct  245  
ARFLRPPAADPDRPASGTVFAIERTPGGEKTAYLRLFSGRLRERDRVTFRRREPNGATSA  304

Query  295  ---RIPSKGEIV---------RTDTAYPGEIVILPSD---------
SVRLNDVLGDPTRL  333
               R+     +             +A P  +  L +           +R+ D LG
+P R 
Sbjct  305  
FTGRVTGLERVTPPRPGGRGGGPHSARPAAVRSLDAGGIARLRWVPGIRVGDHLGEPPR-  363

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P  +    P P L T + P+   +   L  ALT LAD DPL+R    +     +L 
+ G 
Sbjct  364  PGGQQHFTP-
PSLETVVRPRQPGRETELHAALTALADEDPLIRTRPAAGGATSVLLY-GA  421

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP-
NPFWASIGLSVTPL  452
            VQ EV++A L   + +E   +  + +Y ERP+        ++    + FWA++GL 
V P 
Sbjct  422  
VQREVIAARLQRDFGVEAAFEPVTPVYFERPVAKGEALAEMDRQGLHDFWATVGLRVEPT  481

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
            + GSGV +      G L ++F  A+ + +   LEQGL+GW VTDC++       +
+P ST
Sbjct  482  
APGSGVSFIREDEWGVLPRAFHRAIEEAVFRTLEQGLYGWEVTDCRVTVFRARQHAPDST  541

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR L P VL +AL+ +G++L EP  +  +  P + LS          A I       
Sbjct  542  
AADFRHLTPQVLLRALRAAGSRLYEPCQTAEIEIPADTLSAVVGLLAGLGAGISQPVENG  601

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
                 T E+P R +Q     L   T G         G +   G+  ++ R     
LD+



Sbjct  602  
TAWSLTAELPTRLVQELTKALPGLTRGEGSLWARPGGDRPVRGRTPLRERFDGDPLDR  659

>WP_099213815.1 GTP-binding protein [Tenacibaculum sp. 4G03]
 PHN99141.1 GTP-binding protein [Tenacibaculum sp. 4G03]
Length=661

 Score = 352 bits (903),  Expect = 5e-109, Method: Compositional 
matrix adjust.
 Identities = 217/624 (35%), Positives = 335/624 (54%), Gaps = 
41/624 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIGILAHVDAGKTTLTE LLY +GAI   GSV+KG+T TD++ LE++RGI+I
+AA T
Sbjct  5    
NILNIGILAHVDAGKTTLTEHLLYHTGAIRNIGSVDKGSTVTDSLALEKERGISIKAATT  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVN++DTPGH+DF +EV R+L V+D  +LVISA +GVQA T  + +AL 
K+ I
Sbjct  65   
SFVWNNTKVNLIDTPGHVDFSSEVARTLCVVDAVVLVISAVEGVQAHTLTIVNALEKLKI  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSP-----------  162
            PT+IFINKID+ G D ++V+  ++++L   I    T          +SP           
Sbjct  125  
PTIIFINKIDRQGADTENVLDQIKNELQFKIAPIYTAHNEGLHSACISPVFHNSSVTKEQ  184

Query  163  -
EIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSA  221
             E +LEE         +IE N+ LLE+Y+ G  I+ E  ++   +    A + PV+ 
G A
Sbjct  185  KETILEE---------
LIETNEDLLEQYLNGNTITDETYIKTIIKNTSKALISPVFTGIA  235

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +G++ L+D +T   +P     S      V+K+E+        Y++++SG L  
+  +
Sbjct  236  
KNNIGVKELLDGLTSFIKPNKNNTSQEASAYVYKIEHHKVHGVMAYVKVFSGELSSKSVI  295

Query  282  ALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                +  + KI + ++    + +   T   G+I +I      +  D+LG+P  +P  
+  
Sbjct  296  YNHTQALETKINQSKVFHHTKHIDA-
TIKTGDIGIITGVVDTKTGDILGNPEGIP--KLP  352



Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E   P+L   + P        L  AL  +   DP L+ +      E++L  +G +Q
+EV+
Sbjct  353  
ELNTPVLSVQVLPDNDKDYNALAQALQIIDKEDPTLQFKWHKPEKELLLLLMGDMQIEVL  412

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            + +L E++ +     EP ++Y E   KAA   +   + P P WA +   + P  L 
SGV 
Sbjct  413  THILLERFSIPATFTEPQIVYKETISKAAEGYVRYWM-
PKPCWAIMTFLIEPAPLNSGVS  471

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y+S VS   ++  +QN +   I   LEQGL GW VTD KI    G  ++  S P 
DF   
Sbjct  472  
YQSVVSKNDIHNKYQNEIARTIPKALEQGLLGWEVTDIKITLIKGEDHNVHSRPGDFNLA  531

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+ + + L+  GT LLEP + F +   +E+LS+   +     ATI +   + + +  
TG
Sbjct  532  
TPMGIMKGLQAGGTHLLEPLVRFEIKTNEEFLSKIISELTTRRATINSPTFQNEMMHLTG  591

Query  580  EIPARCIQAYRTDLAFYTNGRSVC  603
             IP     A   DL+   N  ++C
Sbjct  592  TIPV----ATSLDLSIKLN--TIC  609

>ASM62154.1 tetracycline resistance protein tetM, partial [Listeria 
monocytogenes]
Length=262

 Score = 338 bits (867),  Expect = 5e-109, Method: Compositional 
matrix adjust.
 Identities = 164/262 (63%), Positives = 202/262 (77%), Gaps = 0/262 
(0%)

Query  23   
LLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFL  82
            LLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDFL
Sbjct  1    
LLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFL  60

Query  83   
AEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQ  142
            AEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL 
+V Q
Sbjct  61   



AEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQ  120

Query  143  
SVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVR  202
             +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   
+L +
Sbjct  121  
DIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQ  180

Query  203  
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCG  262
            EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK
+EYT   
Sbjct  181  
EESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKR  240

Query  263  QRRVYLRLYSGTLRLRDTVALA  284
            QR  Y+RLYSG L LRD+V ++
Sbjct  241  QRLAYIRLYSGVLHLRDSVRVS  262

>WP_093752766.1 GTP-binding protein [Streptomyces sp. DvalAA-19]
 SCD88346.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. DvalAA-19]
Length=667

 Score = 352 bits (903),  Expect = 6e-109, Method: Compositional 
matrix adjust.
 Identities = 231/665 (35%), Positives = 350/665 (53%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G +   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVVDTLGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NK D++G     ++ S+ ++LS DI+    I++  +     +     D     
Sbjct  121  
IPTLLFVNKTDRSGARYGPLLTSIAERLSPDIVAMGAIRRLGTREAATIPFTAADPGFTG  180

Query  177  AVIE----NNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230



            A+ E    ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTELLTRHDDELLAAYV-
DDPAALTHARLLEALAGQTARCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VDGITGLLPAATGDARAPARGTVFKVDRTPGGERTAYVRMVEGTVRTREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G+  R+     R    
P 
Sbjct  300  GEAKVSAVGLFKDGGEVPVPAVGAGRIARLKGLTGIRIGDSVGE-ARV-
EAGGRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P     R  L  AL  LAD DPL+    D I  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVLPVRPEDRGALHVALAHLADQDPLIAVRRDDIRREVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +  + I +ERP+   S    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRTTTTICLERPVGTGSAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVYSTLSQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GT++ EP   F L  P +          +  A  E  + 
+  
Sbjct  538  
GDFRNLTPLVLMDALRRAGTRVYEPMHRFRLELPTDTFGALVPVLARLGAVPEPPEQRGT  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 G +PA  +   +  L   T G     +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTVEGVVPAARVHELQQLLPGATRGEGALESAFDGHRPVTGPVPERPRTDHDPLHRKEY  657



Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662

>WP_090642395.1 GTP-binding protein [Paenibacillus sp. UNC496MF]
 SFJ23671.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. UNC496MF]
Length=667

 Score = 352 bits (903),  Expect = 6e-109, Method: Compositional 
matrix adjust.
 Identities = 227/656 (35%), Positives = 348/656 (53%), Gaps = 
26/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            + + N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD + +ER+RGI++
+AAV
Sbjct  9    
LTLRNVGIFAHVDAGKTTTTEQMLYQSGHIRALGSVDAGTAQTDWLDVERERGISVRAAV  68

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T F W+   +N+VDTPGH+DFL+EV RSL V+DGA+LV+SA +GVQAQT I++ 
ALR++ 
Sbjct  69   
TRFAWNGTPINLVDTPGHVDFLSEVERSLRVMDGAVLVVSAVEGVQAQTEIIWQALRELG  128

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-----------
ADIIIKQTVSLSPEIVLEEN  169
            IPT++++NK+D+ G D   V+  +R  LS           A+     +V L     
L  +
Sbjct  129  
IPTILYVNKMDRIGADADRVLAELRRLLSPAAVPVAAPVGAEGEFAGSVDLLEAEALAAH  188

Query  170  TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
                +W     +A  E ++ LLE Y+    +   +  R      + ++LFPV +G+
+ +G
Sbjct  189  
PWAASWRLALLEAAAEQDEALLEAYLESGELDEGEAARALTDGARRSALFPVLFGASGRG  248

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            LG+  LMDAV            A   G VFK+E      +  Y+RLY GT+R RD 
V   
Sbjct  249  
LGVTELMDAVVTYLPAAAGSAEAPASGVVFKMERDPVMGKIAYVRLYEGTIRNRDAVYNH  308

Query  285  GRE-KLKITEMR--IPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWRE  340
             R+ + K+T++R    +K E +   TA  G+I  +   S  R+ DVLG P  +P +  



+ 
Sbjct  309  TRDVQDKVTQIRRVHGAKSEDIGVLTA--
GDIAAVYGLSRARIGDVLGSPEGVPGE--KR  364

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
              +P+L   +   + A    ++ A  +LAD DPLL  +      E+ L  +G +Q
+EV++
Sbjct  365  
LAVPLLTVQVQWGSEADYPAVVAAFQELADEDPLLDLQWLQDERELHLKVMGPIQMEVLT  424

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            +LL  ++KL      PSVIY E P  A    +   + P P WA +  ++ P   
GSG+ Y
Sbjct  425  SLLLTRFKLAVTFGAPSVIYKETPATAGEGFVAY-
LAPKPCWAILRFAIEPGERGSGLVY  483

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
             S V    L +S+QN V   +   L+QGL GW VTD  +    G ++   + P DF    
Sbjct  484  
NSLVRGERLLESYQNEVARRVPEALQQGLRGWEVTDLSVTLVEGEHHVWHTHPLDFVIAT  543

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+ +   L   GT+LLEP L F L  P+EY  +  ++        +   ++++ +   
G 
Sbjct  544  
PMGIMNGLANVGTKLLEPLLRFRLSVPEEYGGKIMNELVVMRGEFDAPVLRQERMELEGL  603

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMF  
635
            +P      +   L   T GR    T   GY+       V + RR  + LD+ +++ 
Sbjct  604  LPVATSLDFPARLGAMTKGRGTLTTFFAGYRECPPDVDVSRARRGVNPLDEAKYIL  
659

>WP_068925930.1 GTP-binding protein [Planobispora rosea]
Length=635

 Score = 351 bits (900),  Expect = 6e-109, Method: Compositional 
matrix adjust.
 Identities = 235/657 (36%), Positives = 341/657 (52%), Gaps = 
51/657 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIG+LAHVDAGKT+LTE LL+ SGAI   GSV+ G T+TDT  +ER+RGITI
++AV
Sbjct  1    
MPTVNIGVLAHVDAGKTSLTERLLFDSGAIGRLGSVDAGDTQTDTGGIERRRGITIRSAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R+L VLDGAILVISA +G+QAQTRIL  
ALRKM 
Sbjct  61   
ASFGIGDLQVNLIDTPGHADFVAEVERALGVLDGAILVISAVEGIQAQTRILLKALRKMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVR---------DKLSADI------
IIKQTVSLSPEIV  165
            +PT++F+NKID+ G   + ++  +R         D  +ADI       +    S +   
V
Sbjct  121  
LPTLLFVNKIDRMGALQRDILAGLRVVAVNAVAADTSTADISTANAGAVNACASGAVRQV  180

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                  ++A + + E++D LLE  + G     ++L      +     + PV++GSA  
G 
Sbjct  181  RVVPVPLDA-
EVLAEHDDALLECLVEGRAPGPDELRAALAAQTAACLVHPVFHGSAIGGQ  239

Query  226  GIQPLMDAVTGLFQ-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            G+  LM  +  L   P+   GS  L G++F +E    G++  YLRL+SG +  R  
+  +
Sbjct  240  GVAGLMGGIRDLLPVPVPRDGS--
LRGTIFAIERDRDGRKVSYLRLFSGEVHRRQRLG-S  296

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLG-----
DPTRLPRKRW  338
            GR    +T +++   G     D    G+I  I      R+ D L       P  +P    
Sbjct  297  GR----VTGLQVVGSGA---
DDRLAAGDIARIWGLSRARVGDHLSPGGSRTPAFVP----  345

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                 P L T +         RL  AL  LA+ DPL+           +L + G 
VQ EV
Sbjct  346  -----PSLETVVRASHPGDASRLHAALLWLAEQDPLIGTRARPGGGTSVLLY-
GEVQKEV  399

Query  399  VSALLSEKYKLETVVKEPSVIYMERPLKAA-
SHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++  L E++ +E V  + + IY+ERP+     HT       + FWA++GL V P   
G+G
Sbjct  400  
LAERLREEFGVEAVFADSTQIYLERPVGVGEDHTEFDRHGDHDFWATVGLRVEP---GTG  456

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
              +   V LG L+ +F  A+ D +   L +GL+GW VTDC +      +  PVST 
ADFR
Sbjct  457  
FTFRREVELGSLSHAFNQAIEDAVHATLREGLYGWPVTDCTVTLTRSGFQPPVSTAADFR  516



Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            +L P+VL  AL  +GTQ+ EP  +F +  P       +       + +E         
+ 
Sbjct  517  NLTPMVLMSALSRAGTQVYEPCHAFEVEIPPGV----
FGPVAARLSALEAELADVSPSLV  572

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            TG IPAR +   R  L   T G  V  +   G + A G P  +PR   + LD+  +
+
Sbjct  573  
TGSIPARLVNEARRHLPGLTRGEGVWWSRPSGDRRARGWPPTRPRTDGNPLDRTEYL  629

>AHF55837.1 tetracycline resistance protein, partial [bacterium 
KWD-2-2]
Length=212

 Score = 336 bits (861),  Expect = 7e-109, Method: Compositional 
matrix adjust.
 Identities = 159/212 (75%), Positives = 181/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_098694911.1 GTP-binding protein [Nocardia terpenica]
 ATL67798.1 GTP-binding protein [Nocardia terpenica]
Length=633



 Score = 350 bits (899),  Expect = 7e-109, Method: Compositional 
matrix adjust.
 Identities = 222/629 (35%), Positives = 339/629 (54%), Gaps = 
30/629 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ GTTRTDT  +ERQRGIT+++AV 
SF+
Sbjct  8    
NIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGTTRTDTGTIERQRGITVRSAVESFR  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +VN++DTPGH DF+AEV R L VLD A+LV+SA +GVQA TR+L   +R++ 
+P +
Sbjct  68   
VGDTQVNVIDTPGHPDFVAEVDRVLGVLDAAVLVVSAVEGVQAHTRVLMRTVREIRLPVL  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA----  177
            IF+NKID+ G    S++  +R  ++  ++    V+         L  + D  A+ A    
Sbjct  128  
IFVNKIDRGGARYDSLLSELRKTVAPHLLPMTAVTGIGSGAARALPRSLDDPAFAADTAE  187

Query  178  -
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + + +D +L + + G  ++  +L           +L PVY+GSA+ G G+  L
+DA+  
Sbjct  188  
VLADLDDTVLARVVDGPALTPHELRAALAEHTNAGALHPVYFGSARTGAGVAALVDALID  247

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREKLKI  291
            L +P     + A  G+VF ++    G +  YLRL+SGT+  RDT+ +      GR 
+  +
Sbjct  248  LPRPAITTDTVAR-
GTVFAIDRDRSGTKTAYLRLFSGTVGPRDTLTVERDEPEGRTRFPV  306

Query  292  --TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP---LPM  345
              T +R+       R +  + G+I  L   D+VR+ D L DP+    +R    P    
P 
Sbjct  307  RPTGLRVVGSAGTTR-NRLHAGQIGALTGVDAVRVGDRLADPSETGTRR----
PYFATPT  361

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            LR+ +  +      R+  AL QLA+ D  LR   +      +L + G +Q E+++A 
L++
Sbjct  362  LRSVVRSRD-GDAARVHAALQQLAERDTFLRVRTEPDGATSVLLY-
GEIQREIIAATLAD  419

Query  406  KYKLETVVKEPSVIYMERPLKA--ASHTIHIEVP-



PNPFWASIGLSVTPLSLGSGVQYES  462
            +Y LE       +  +ER      A   +    P P+ FWA++GL V P   GSG  
++ 
Sbjct  420  
EYGLEVSFDAARIDCIERVTGTGIAVEEMGYRAPGPHGFWATVGLRVAPAPTGSGNAFDY  479

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
               LG L ++   A+ + +   L +G  GW V DC +      + +P+ST 
ADFRSL PI
Sbjct  480  
ETELGALPRALHTAIEETVHAALRRGPAGWPVRDCTVTLVRSGFAAPISTAADFRSLTPI  539

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL QAL+ +GT++ EP  +F +  P +  +          A I+T          
TG IP
Sbjct  540  
VLAQALRRAGTRVHEPTHTFDIAVPADTFAAVTALLATLEAEIDTTADGPAGWTITGTIP  599

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            AR ++A +  L   T G  V  +   GY+
Sbjct  600  ARTVRAAQQRLPGRTRGEGVWWSRPNGYR  628

>WP_037341661.1 GTP-binding protein [Amycolatopsis sp. MJM2582]
 KFZ80180.1 GTP-binding protein [Amycolatopsis sp. MJM2582]
Length=629

 Score = 350 bits (899),  Expect = 8e-109, Method: Compositional 
matrix adjust.
 Identities = 220/644 (34%), Positives = 347/644 (54%), Gaps = 
38/644 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MKYLNLGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFRVGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALKRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IP +IF+NKID+AG     ++  + ++L    +    V     +   V   +   E  
+ 
Sbjct  121  
IPVLIFVNKIDRAGARHDGLLADLAERLDVACVSMSEVDGLGTATAKVRPLSPSAEQAEQ  180



Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E++D  L  Y+  + ++ +    E  R+++  ++ PVY+GSA+ G GI  L    
+G+
Sbjct  181  LAEHSDAFLAAYLE-DAVTADDYRAEVVRQIRLGAVSPVYFGSARSGEGIAEL---
TSGI  236

Query  238  FQPIGEQGSAA----LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREK  288
             + +G  G +A    L  +VFK+E     ++  Y+R++SG +  RD V       A   
+
Sbjct  237  
REFLGGAGKSAPDDRLRAAVFKIERGRAHEKIAYVRVFSGEIGARDHVRFHRPGGAVTAE  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED------  341
             K++ +R+   G+      A  G+I  I     +R+ D+LG P         ED      
Sbjct  297  AKVSAVRVFELGDETVEARARAGQIAKITGLKEIRIGDLLGVP---------
EDDGVSPQ  347

Query  342  -
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P L T + P   A+   +  AL +LA+ DPL+    D  T +I +   G VQ 
E+++
Sbjct  348  
FPPPALETEVVPADPAETASVFTALQELAEQDPLITVRQDDETRKISVRLYGEVQKEIIA  407

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L+ ++ L+        + +ERP+        I    NPF+A++GL V P + 
GSG+ +
Sbjct  408  
DTLATEHGLDVGFSLTRPVCVERPIGTGHAVWLITEKRNPFFATVGLRVGPGAPGSGLTF  467

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   
DFR + 
Sbjct  468  
GLDVELGSLPLAFHKAIEETVDATLRRGPSGREVIDCVVTVTHTGYFSPVSAAGDFRKVT  527

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VLE+AL+++GT++LEP     +  P + ++       +    +  + V+ D    
TG 
Sbjct  528  
PFVLEEALRDAGTEVLEPVSRVEVELPADSVTATLSRLVECGGLVTGSVVRGDRAELTGV  587

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            +P   +  +   L   T+G  +  TE  G+     +P + P RP
Sbjct  588  LPLGEVARFEQQLPGLTHGEGLMTTEPAGH-----RPRVSPNRP  626



>WP_073744089.1 GTP-binding protein [Streptomyces sp. CB02115]
 OKJ52015.1 GTP-binding protein [Streptomyces sp. CB02115]
Length=655

 Score = 351 bits (901),  Expect = 8e-109, Method: Compositional 
matrix adjust.
 Identities = 230/654 (35%), Positives = 345/654 (53%), Gaps = 
20/654 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVIDVIGSVDDGSTQTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS DI+          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDIVAMSSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEPIS--
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P S    +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALADLLTRHDDELLSAYV-
DDPASLTHARLLGALAEQTARCRVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE
Sbjct  240  
VDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVHAREVLRFRSPDGRE  299

Query  288  KL-KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPLP  344
               K++   +   G  V       G I  L   + +R+ D +G D     R+ +     
P
Sbjct  300  
GAGKVSAASVFENGREVPVPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---P  356

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P+    R  L  AL +LA+ DPL+    D +  E  LS  G VQ EVV   
L+



Sbjct  357  
TLETVVVPRRPEDRGALHVALGRLAEQDPLIAVRRDDLRGETSLSLYGEVQKEVVQTTLA  416

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ ++ + +  + I +ERP    +    I+  PNPF A++GL V P   GSGV++   
V
Sbjct  417  
EEFGVDVIFRGTTTICLERPAGTGAAAEFIDTAPNPFLATVGLRVDPAPYGSGVEFRRAV  476

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+VL
Sbjct  477  
ELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQSHSGYSSVSSTAGDFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA 
Sbjct  537  
MDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPAA  596

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
             +   +  L   T G  V  +   G++   G    +PR  +  L +  ++ + V
Sbjct  597  RVHELQRLLPGATRGEGVLESAFAGHRPVTGPVPDRPRTDHDPLHRKDYLLRTV  
650

>WP_069911606.1 GTP-binding protein, partial [Devosia insulae]
 OEO29115.1 GTP-binding protein, partial [Devosia insulae DS-56]
Length=618

 Score = 350 bits (898),  Expect = 9e-109, Method: Compositional 
matrix adjust.
 Identities = 214/611 (35%), Positives = 323/611 (53%), Gaps = 
15/611 (2%)

Query  34   
GSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLD  93
            G V+   T+TDT+ LERQRGITI+AAV SF  H   +N++DTPGH DF+AEV R L 
VLD
Sbjct  2    
GIVDGANTQTDTLALERQRGITIKAAVVSFVAHDTTINLIDTPGHPDFIAEVERVLNVLD  61

Query  94   
GAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII  153
            GA+LV+SA +GVQ QTR+L  AL+++ IPT+IFINK+D+ G D   V+ ++  +L+ 
DI+
Sbjct  62   
GAVLVVSAVEGVQGQTRVLMRALQRLRIPTLIFINKLDRTGADPDRVLAAIARRLTPDIV  121



Query  154  I---KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                 Q +  +    +    D  A+     + + E+++ +L  Y+  + +S ++L     
Sbjct  122  
PMGRGQGLGSAAAAFVPFGPDDGAFRDSLAEHLAEHDEAVLAAYVDNQRLSYDRLRGALA  181

Query  206  
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR  265
            ++ +   L PV+ GSA  G G++ L+  +  L         A   G+VFKV+    
G++ 
Sbjct  182  
QQSRGGRLHPVFMGSAISGAGVETLLSGIAELLPAPHADLDAPPSGAVFKVDRGPAGEKL  241

Query  266  
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND  325
             Y+R+++GTL  R  + L G +  K+T + +  +G +VR D    GEI  L    
VR+ D
Sbjct  242  AYVRMFAGTLHNRQRLQLRG-
DDAKVTGVEVFERGAVVRRDRVVAGEIARLRGLDVRIGD  300

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
             +G     PR   +    P L T +    A  R  L  AL QLA+ DPL+    D 
I  E
Sbjct  301  SIG---VAPRPAAQHFAPPTLETLV---
EAGDRRALWTALGQLAEQDPLINLRKDDIQEE  354

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            I +S  G VQ EV+ A L   Y L    +E ++I +ERPL + +    I  PPNPF 
A++
Sbjct  355  
IFVSLYGEVQKEVIEATLLADYGLRVAFRETTMICVERPLGSGAAVELIFKPPNPFLATV  414

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            G+ V P  +GSG+        G +  +F  A+   I   L QGL GW VTD  +      
Sbjct  415  
GIRVEPGPVGSGLDIRLEAMFGAMPVAFYEAIESSIGETLRQGLMGWQVTDAIVSVTDAA  474

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            + +P+S   DFR+L P+VL +AL+ +GT + EP   F +  P E L+ A     +  
A  
Sbjct  475  
HKAPMSAAGDFRNLTPLVLMEALRLAGTAVCEPIHHFEIDVPSEALAPALSVLARLEALP  534

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
                ++    V  GEI A  +   +  L   T+G     T   GY+A  G P  + 
R  N
Sbjct  535  
GQPVLEGASYVVEGEIAAARVHELQQLLPGLTHGEGALETSFAGYRAVAGPPPSRRRSDN  594



Query  626  SRLDKVRHMFQ  636
            + L++  ++  
Sbjct  595  NPLNRKEYLLH  605

>AHF55848.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-23]
Length=212

 Score = 335 bits (860),  Expect = 1e-108, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 183/212 (86%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQREKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR L PIVLEQALK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLTPIVLEQALKKAGTELLEP  212

>WP_038579068.1 GTP-binding protein [Pseudomonas chlororaphis]
 AIS13012.1 GTP-binding protein [Pseudomonas chlororaphis subsp. 
aurantiaca]
Length=657

 Score = 351 bits (900),  Expect = 1e-108, Method: Compositional 
matrix adjust.
 Identities = 220/654 (34%), Positives = 358/654 (55%), Gaps = 
30/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +++GILAHVDAGKT+LTE +L+ +GA    GSV+ G+T TD + LER+RGITI
++AV



Sbjct  1    
MKSLSMGILAHVDAGKTSLTERILFDAGARPRLGSVDSGSTYTDNLLLERERGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+LA+LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
ASFELDGILVNLLDTPGHPDFIAEVERTLALLDIAIIVVSAVEGVQAQTRVLVGALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQ--------------
SVRDKLSADIIIKQTVSLSPEIVL  166
            IP V F+NK+D+ G D Q  ++              SV D  +    ++ +   +P
+++ 
Sbjct  121  
IPHVFFVNKVDRKGADFQRTLEALGSHLKSRPLSLVSVHDAGTGLARVEASDPAAPQVMA  180

Query  167  EENTDIEAW-DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
            +       W D + E+++ LL  Y+ A E I + +L RE ++++    + PV+ 
GSA  G
Sbjct  181  Q-------
WLDLLCEHDEALLHDYVSAPEAIGKARLERELRQQLGQGLVNPVFAGSAITG  233

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            +G+  +++A+  L        SA +  SVFK++    G +R +L + +GTL LR 
TV   
Sbjct  234  
VGVAQMIEAIARLAPVKSYDASAPVLASVFKIDRGWGGHKRFHLCMLAGTLCLRQTVDTP  293

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL  343
             +   ++T + + + G +     A  G+I  +   + VR+ D +G  +   +      
P 
Sbjct  294  -
QGASRVTGIHVSASGGLQPATHATAGQIACITGLEGVRIGDRIGACSERGKGAHTFTP-  351

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P + T ++P +  Q + L +AL+ LA+ DPL+    ++   ++ +S  G VQ E++ 
A L
Sbjct  352  PAIETHVSPASPGQTKALWEALSALAEQDPLIDLRRNA-
AGQVFVSLYGEVQKEIIQATL  410

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             ++Y ++ + +E S I +E  L +A     ++   NPF A++G+ V+P + GSG  
+   
Sbjct  411  
QDEYDIQALFEESSAICVETLLSSAEGLESLDDEGNPFLATVGIRVSPGAPGSGQTFIRE  470

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523



               G +  SF  A+ + +   L +G  GW V DC++      Y SP ST ADFR L 
P+V
Sbjct  471  
AHAGLMPTSFYKAIEESVFETLREGRHGWAVHDCEVALTRVDYASPSSTAADFRHLTPLV  530

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  A++ +GTQ+ EP   F +  P    S  +    K  AT+  A +  + V   G 
I  
Sbjct  531  
LAAAIERAGTQVCEPRSQFRIEVPAALSSPVHALLAKAGATLNGATLSGETVRIQGSIVT  590

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  
634
              I   + ++   T+G     +EL  Y    G P  + R    P +R D +R +
Sbjct  591  TRIYRLQHEIPNATSGLGFMESELASYAPVAGTPPCRERTMANPYNRHDYLRQV  
644

>WP_025354783.1 GTP-binding protein [Kutzneria albida]
Length=638

 Score = 350 bits (899),  Expect = 1e-108, Method: Compositional 
matrix adjust.
 Identities = 229/648 (35%), Positives = 345/648 (53%), Gaps = 
32/648 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+LTE LL  +G I   GSV+ G+T+TD++ LER+RGITIQ+AV 
SF  
Sbjct  1    
MGILAHVDAGKTSLTERLLLHAGVIDRLGSVDAGSTQTDSLELERRRGITIQSAVVSFTV  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR +  
P ++
Sbjct  61   
RGQRVNLIDTPGHSDFVAEVERALRVLDGAVLVVSAVEGVQAQTRVLMRTLRGLGTPVIV  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS----
LSPEIVLEENTDIEAWDAVIEN  181
            F+NK+D+AG   + V+  +R+ L  D +   +VS        +      D E  + 
+   
Sbjct  121  
FVNKVDRAGARYEQVLAELRELLGLDCVAMNSVSGLGTRDASVRRFSWHDKEFLEQLALA  180

Query  182  NDKLLEKYIAGEPISREKLVREEQ--
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            +++LL  Y+  +P+     V E+   R ++ AS  PVY+GSA  G+G+  L+D V  
L +
Sbjct  181  DERLLASYV-DDPVR----VSEQDCLRALRGAS--
PVYFGSAVTGVGVAELVDGVLRLLR  233



Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--------KI  291
            P  E  + AL  SVFKVE    G++  Y R+++G LR R  V L  R+          
++
Sbjct  234  PQ-
EPTTDALRASVFKVERGRAGEKVAYARVHTGVLRARSVVPLHRRDPSGAVLELTGRV  292

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G       A PG I  +     VR+ D LG    LP   +     P L 
T +
Sbjct  293  TGVEVFEHGAATVPAEAGPGRIAKVRGLREVRVGDQLGSAEPLPAGGFFAP--
PRLETVV  350

Query  351  -
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
             AP  AA    L +AL QLA+ DPL+     +   E+ +   G VQ EV++  L+E 
+ +
Sbjct  351  RAPDRAA----LHEALRQLAEQDPLINLSRHA-
DGEMSVRLYGEVQKEVIADTLAETFGV  405

Query  410  ETVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGVQYESRVSLGY  468
                +  S +++ERP+        ++      F+A++GL V P   GSGV ++  V 
LG 
Sbjct  406  
LAEFEPTSTVFVERPVGVGEAVEEMDFSGRLLFYATVGLRVQPAPPGSGVSFQRAVELGG  465

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L  +F  A+ + +R  L QGL GW V DC +      Y SP+S   DFR L P+VL 
QAL
Sbjct  466  
LPLAFHKAIEESVRDTLRQGLHGWEVVDCAVTLTRTGYASPISAAGDFRKLTPLVLMQAL  525

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++GT +LEP   F    P +  +       +  A +  ++++    V  G +P   
+  
Sbjct  526  
RQAGTTVLEPLDEFEAEVPADCANPVLLALAECGAQVRDSRIRAATCVIGGVLPTSAVHG  585

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
                +   T G  V L+   G++   G    +PR   + LD+  ++  
Sbjct  586  LEQRVPALTRGEGVVLSRFHGHRPYRGPAPHRPRTGANPLDRGEYLLH  633

>KQI00749.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM 41945]
Length=245

 Score = 337 bits (863),  Expect = 1e-108, Method: Compositional 



matrix adjust.
 Identities = 160/238 (67%), Positives = 195/238 (82%), Gaps = 0/238 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             ND+LLEKY++ +P    +L +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   
F
Sbjct  181  
GNDELLEKYMSWKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKF  238

>WP_088939695.1 GTP-binding protein [Rhizobium sp. N122]
 OWV74178.1 GTP-binding protein [Rhizobium sp. N122]
Length=651

 Score = 350 bits (899),  Expect = 1e-108, Method: Compositional 
matrix adjust.
 Identities = 226/650 (35%), Positives = 342/650 (53%), Gaps = 
21/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR + 
Sbjct  61   



VSFTIDDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAIEGVQAQTRVLVRALRWLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G     V++++  +L+   I   +V           +L+P     
E 
Sbjct  121  
VPFVFFVNKVDRLGARYHEVLEALAAQLAVRPIAMSSVIGAGSKFTRVEALAPG---NEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  G 
G+ 
Sbjct  178  
LFSALCEALGENDETLLDDYVLAPERLTTERLGRSLADQVARGLVHPVFAGAAMTGAGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  L           + G +FK+E    G++  YL L SGT+RLR  + L  
+  
Sbjct  238  
ALSSAIATLLPERRLDPDGPVAGKIFKIERGWSGEKHAYLYLTSGTVRLRQYLDLP-KGA  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-
GDPTRLPRKRWREDPLPML  346
             ++T + +   G      +   G+I  +     VR+ D + GDP    R  +     
P L
Sbjct  297  
DRVTAIHVFEAGRSRGVASFCAGQIARVSGLAGVRIGDAVGGDPASGGRAYFAS---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  +    L  AL Q+A+ DPL+       T+E+ +S  G VQ EV+ + 
L   
Sbjct  354  
ETRVLARRPSNSAALWLALNQMAEQDPLINLRRTEETNEVFVSLYGEVQKEVIQSTLLTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI +ERP    +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLEAAFEESTVILVERPAGTGAGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVEV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV +     L+QG+FGW V DC +      + SP ST ADFR L P
+VL  
Sbjct  474  
GQMPIAFYRAVEETAFETLKQGIFGWQVIDCHVVMTAARHSSPASTAADFRQLTPLVLAT  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T + EP+  F L AP E LS       K  A    + +    V F G + 



++ +
Sbjct  534  
ALSAAQTVVCEPFYRFHLEAPVESLSSVLTLLAKSAAATSHSVIADGVVRFEGTLASQMV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Q+ +  L   T+G     T    + A  G P ++ R      + V ++ +
Sbjct  594  QSVQQQLPGLTSGAGTMDTAFDHHAAMAGAPRLRRRSGPDPFNPVEYLLR  643

>WP_020134823.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 351MFTsu5.1]
Length=613

 Score = 349 bits (896),  Expect = 1e-108, Method: Compositional 
matrix adjust.
 Identities = 227/623 (36%), Positives = 332/623 (53%), Gaps = 
31/623 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
+R++ 
Sbjct  61   
ASFTAHGTRINLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTVRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTDI-
EAWDAV  178
            +PT+IF+NKID+ G   + ++  +R +L+  +  + +   L          DI  A 
+A+
Sbjct  121  
LPTLIFVNKIDRPGARDEDLLADIRRRLTPYVAPLTRVTGLGSSEARVRPLDIGSAAEAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +  +L   + G   + + L R    R  D S  PV++GSA  G G+  L+
+AVT L 
Sbjct  181  
AEVDPDILAALVDGPEPTPDDLRRALAARTADGSFHPVHFGSALGGQGVPELVEAVTRLI  240

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR---  295
             P   Q  A   G+VF V     G+R  YLRLY G +           E+ ++T 
+R   
Sbjct  241  PPAPAQQDAEPRGTVFAVRTAPGGERFAYLRLYEGEV----------
TERQRLTFLRRGA  290



Query  296  --IPSKGEIVRTDTAYP---GEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              +PS+     T  + P   G+I  L  S  +R+ D LG+ T     R  +   P 
L T 
Sbjct  291  DGVPSRIRGRATRLSGPLAAGDIAALTFSPGLRVGDRLGELT----
DRAPQFAPPTLETL  346

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  AQ  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ 
+ +
Sbjct  347  VTARHPAQAARLRSALLALADQDPLIHARPTAEGATTLLLY-
GEVQMEVLAATLAQDFGV  405

Query  410  ETVVKEPSVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            E       + Y+ERP    +A + T   E     +WA++GL V P   GSG  +     
L
Sbjct  406  EADFTPGRIRYVERPRGTGEAGAQTPWRE--
GTRYWATVGLRVEPGDRGSGGVFRYETEL  463

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L ++F  A+ + +  G+  GL G  VTD ++      +  P+ST ADFR L 
PIVL +
Sbjct  464  
GALPRAFHQAIEESVHAGMATGLTGAAVTDYRVTLIRSGFVGPLSTAADFRGLTPIVLRE  523

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT++ EP  +F +  P   L+          A            V TGE
+PAR +
Sbjct  524  
ALERAGTRVFEPCHAFEVEVPPAALAPVTAQLASLGAEFAGTTGGDPAWVITGELPARRV  583

Query  587  QAYRTDLAFYTNGRSVCLTELKG  609
            +     L   T G  V  + + G
Sbjct  584  REMELRLPGLTRGEGVWWSRVSG  606

>WP_097963679.1 GTP-binding protein [Streptomyces sp. or20]
Length=655

 Score = 350 bits (899),  Expect = 1e-108, Method: Compositional 
matrix adjust.
 Identities = 228/655 (35%), Positives = 349/655 (53%), Gaps = 
22/655 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+T+TD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDAIGSVDDGSTQTDSLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS DI+          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTSITERLSPDIVAMGSARDLGTRSATSTPFTGGDPCFTG  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               + +  ++D+LL  Y+   AG  ++  +L+     +     + PV++GSA  G 
GI  
Sbjct  181  ALAELLTRHDDELLSAYVDDPAG--
LTHARLLGALAEQTARCLVHPVFFGSAATGAGIDA  238

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GR  286
            L+D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
G+
Sbjct  239  
LVDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVQGTVRAREVLRFRSPDGQ  298

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPL  343
            E + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
Sbjct  299  
EGEGKVSVVSVFENGREVPVAEVRAGRIGRLRGPAGIRIGDSVGADRAEAGRRHFAP---  355

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+  
+L
Sbjct  356  
PTLATVVVPRRPGDRGALHVALGRLAEQDPLIAVRHDELRGEMSLSLYGEVQKEVIQTIL  415

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++ ++ + +  + I +ERP    +    I + PNPF A++GL V     GSGV 
+   
Sbjct  416  
AEEFGVDVIFRGTTTICLERPAGTGAAAEFIRMDPNPFLATVGLRVDAAPYGSGVAFRRA  475

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG +  S   AV +  R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+V
Sbjct  476  
VELGSMPPSLMRAVEETARATLAQGMRGWQVTDCVVTQTHSGYCSVSSTAGDFRGLTPLV  535



Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA
Sbjct  536  
LMDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPA  595

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
              +   +  L   T G  V  +   G++   G    +PR  +  L +  ++ + V
Sbjct  596  ARVHELQRLLPGATRGEGVLESAFAGHRPVTGPVPDRPRTDHDPLHRENYLLRTV  
650

>KQI16217.1 tetracycline resistance protein tetM, partial 
[Campylobacter 
coli CVM 41953]
Length=233

 Score = 336 bits (861),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 159/232 (69%), Positives = 193/232 (83%), Gaps = 0/232 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDAVI 
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIM  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  
232
             ND+LLEKY++G+P    +L +EE RR Q+ +LFPVY+GSAK  LG + L++
Sbjct  181  GNDELLEKYMSGKPFKMSELEQEENRRFQNGTLFPVYHGSAKNNLGTRQLIE  
232

>AHF55846.1 tetracycline resistance protein, partial [bacterium 



KGJ-3-18]
Length=212

 Score = 335 bits (858),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 157/212 (74%), Positives = 183/212 (86%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR L PIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLTPIVLEQVLKKAGTELLEP  212

>WP_032123147.1 GTP-binding protein [Clostridium amazonitimonense]
Length=660

 Score = 350 bits (899),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 208/623 (33%), Positives = 330/623 (53%), Gaps = 
24/623 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILAHVDAGKTTLTE +LY S  I   GSV+KGT  TD++ +E+QRGI+++++  
+  
Sbjct  12   
NIGILAHVDAGKTTLTEHILYKSEVIRSLGSVDKGTAHTDSLEVEKQRGISVKSSEANLS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF AEV RSL+VLDGA++VISA +GVQ QT + F AL+ M 
+PT+
Sbjct  72   



WKGIDINIIDTPGHVDFSAEVERSLSVLDGAVIVISAVEGVQPQTEVYFKALKDMKVPTI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEA------  174
            IFINK+D+ G D+  V++ +   L+   +    ++   S +PE+ L     +++      
Sbjct  132  
IFINKVDRVGADIDKVLEEINKILTDSALTLEFLRGQESQNPEVELLFKDQVKSPKYKDD  191

Query  175  -
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E ++ LLEKY+ GE I  + L       +   S++PV YG+A + +G+  
L+D+
Sbjct  192  
FIEALAEKDEVLLEKYLEGEDIDSKFLKERLALLIGKCSIYPVLYGAAMRDVGVTELLDS  251

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +        +     L   VFKV+      +  Y RLY+G +  RD V    ++ + 
K+T
Sbjct  252  
LVDFIPSYEDYSKEELSAIVFKVKRHKNLGKLAYTRLYAGKIESRDLVYNHTKDIEEKVT  311

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +++     + +       GEI  +   S V + D+LG   R+P+      PL  L+  
+ 
Sbjct  312  
QIKKLKGNKEIDYGHVLSGEIACVSGLSKVSIGDILGSTKRVPKTPSIAKPLLTLQ--VF  369

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK      +L++A  +L + DPLL  +     +E+ +  +G +Q+E++ ++L  ++ 
+E 
Sbjct  370  
PKLKEDYMKLVEAFQELEEEDPLLNVQWIKEKNELHIQIMGMIQVEILGSILKSRFDIEV  429

Query  412  VVKEPSVIYMERP----
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
               +PSVIY E P    +   S+T+     P P WA +   + PL  G+G+ YES 
V   
Sbjct  430  SFGKPSVIYKETPSGNGVGFESYTM-----
PKPCWAVVKFFIEPLERGAGLVYESNVRTE  484

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +   +Q  +   +   L QGL+GW V D K+    G  +   S P DF     I 
+   
Sbjct  485  
DIKVRYQREIESQLPVALSQGLYGWQVIDLKVTLLAGEDHVMHSNPGDFIIATSIGIMNG  544

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L   GT LLEP + F +  P+E   +   D  +   T ++  + K      GE+PA    
Sbjct  545  



LSNIGTTLLEPIIKFRISVPEEVGGKVLSDIIQMRGTFDSPVISKGSFTVEGEMPAATSL  604

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y   L   ++G+ V  T   GY
Sbjct  605  DYPIRLGIISSGKGVITTRFSGY  627

>WP_018765788.1 GTP-binding protein [Bacillus sp. 105MF]
Length=612

 Score = 349 bits (895),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 199/586 (34%), Positives = 317/586 (54%), Gaps = 
26/586 (4%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            M LE+QRGITI+A+V SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA 
+G+
Sbjct  1    
MELEKQRGITIKASVVSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGI  60

Query  106  QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSP  162
            QAQT+IL   L+K+ IPT++F+NKID++G     V+Q +R+ L+  ++    V       
Sbjct  61   
QAQTKILMRTLQKLRIPTILFVNKIDRSGAQTTKVIQQIREMLTNQVVPLYKVKNEGTKD  120

Query  163  EIVLEENTDIEAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYY  218
              +++     + +D  IE    +N+ LLE Y+ GE ++   L  E   ++Q A++
+P+++
Sbjct  121  
ACMIQNEVHADVYDEYIELLATHNESLLESYVNGEVLTTAILRNELWDQIQHATVYPIFF  180

Query  219  GSAKKGLGIQPLMDAVTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276
            GSA  G+GI  L++ ++ +          +  L G +FK+E    G++  Y+R+
+SG L 
Sbjct  181  
GSAMTGIGITELLEGISVMIPKNNCDNDINTPLSGIIFKIERELTGEKIAYVRIFSGCLH  240

Query  277  LR----------DTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLND  325
            +R          D   L+ +EK K  ++ I   G  +++ TA  GE   +     
+R+ D
Sbjct  241  VRKYVDINRKQSDLKTLSHKEKTK--
KLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGD  298

Query  326  VLGD-
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITH  384
            V+G+   ++    + E   P +   I  +   +   L  AL +L++ DPL++   D 
I +
Sbjct  299  VIGEWSDKMKDIHFAE---



PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHN  355

Query  385  
EIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWAS  444
            EI +   G VQ EV+   L EKY L     +  ++ +E+P+   +    +    
NPF+A+
Sbjct  356  
EIYIRLFGEVQKEVIETTLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYAT  415

Query  445  
IGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYG  504
            IG  + P + GSG+ Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   
+ 
Sbjct  416  
IGFHMKPGAPGSGITYNLEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHT  475

Query  505  
LYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
             Y SPV+T  DFR L P+VL  ALK+SGT + EP   F L  P   +S A +      
AT
Sbjct  476  
GYASPVTTAGDFRKLTPLVLMDALKQSGTNVYEPVNEFELTVPTNSISTAMYKLSAIHAT  535

Query  565  IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +   +  +    TG +P    + ++  L  +T G  V +    GY
Sbjct  536  FKDPVLHNNSFYLTGTLPMAKTENFKRGLHSFTEGEGVFIARPCGY  581

>SDJ58151.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
indicus]
Length=694

 Score = 351 bits (901),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 239/688 (35%), Positives = 358/688 (52%), Gaps = 
63/688 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+A+G I  PGSV++G+T+TD++ LER+RGITI+
+AV SF
Sbjct  8    
LNLGILAHVDAGKTSLTERLLHAAGVIDAPGSVDEGSTQTDSLALERRRGITIKSAVVSF  67

Query  64   Q----
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
                   R  VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTRIL   
LR++
Sbjct  68   
PIGPPGDRVTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQAQTRILLRTLRRL  127

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSA---------
DIIIKQTVSLSPEIVLEENT  170



             IPT+IF+NKID+ G    + ++ +  +L+           I  +Q  +L P    
++  
Sbjct  128  GIPTLIFVNKIDRGGARFDATLRQITQRLTPAAPAMGTVHGIGTRQARAL-
PHGPGDDGF  186

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                 + + E +D+LL  Y+ G  +   +L+R    + +   + PV++GSA  G G
+ PL
Sbjct  187  
RRRLAEVLAEQDDELLGAYVEGASVPYRRLIRGLSEQTRACLVHPVFFGSAVTGAGVSPL  246

Query  231  MDAVTGLFQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-----  284
            MD +  L   + E G    L G+VFKVE    G++  Y+R++SG LR+R+ V +      
Sbjct  247  
MDGIRTLLPRVREGGGRGPLSGTVFKVERGGAGEKIAYVRMFSGALRVRERVPVGRVPGG  306

Query  285  -----------------------GREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDS  320
                                   G  + K+T + +  +G + R      GEI  +     
Sbjct  307  
PDGSAYASGRLVGERGADREPGHGPYESKVTAVEVFHEGAVERRSEVRAGEIAKVWGLGE  366

Query  321  VRLNDVLGDPTR-
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
            VR+ D +G+  +  P   +     P L T + P T   R  L  AL QLA+ DPL+    
Sbjct  367  VRIGDWVGEARKDSPDAHFAP---
PTLETVVVPGTETDRGALHLALAQLAEQDPLIGLRQ  423

Query  380  
DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN  439
            D +  E+ LS  G VQ EV+   L+E++ L+   +E + I +ERP+    H    +
+P  
Sbjct  424  DDVRGEVYLSLYGEVQKEVIQTTLAEEFGLDVAFRETTTICVERPV-
GVGHGYEKDLP--  480

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            PF  ++GL V P   GSGV +   V LG +  +F  AV + +   L QGL GW V 
DCK+
Sbjct  481  
PFLGTVGLRVEPAPPGSGVAFGLEVELGSMPYAFFKAVEETVHETLGQGLRGWRVLDCKV  540

Query  500  CFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
               +  Y+            S  ST  DFR L P+VL  AL+ +GT++ EP     
L  P
Sbjct  541  
TMTHSGYWPRQSHAHATFDKSMSSTARDFRQLTPLVLMDALRGAGTRVEEPVHHVRLDLP  600

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
             + LS       +  A   T +++        EIPA  +      L   T G  V  



+  
Sbjct  601  
ADALSPVLSLLGRLRAVPGTPEIRGAVCSVEAEIPAASLHRLGQLLPGLTRGEGVVESSF  660

Query  608  KGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
             GY+   G+P  +PR  ++ L +  ++ 
Sbjct  661  AGYRPVTGEPPARPRTDHNPLHRKEYLL  688

>WP_097534149.1 GTP-binding protein [Rhizobium hidalgonense]
 PDT23292.1 GTP-binding protein [Rhizobium hidalgonense]
 PON02491.1 GTP-binding protein [Rhizobium hidalgonense]
Length=647

 Score = 350 bits (898),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 225/636 (35%), Positives = 345/636 (54%), Gaps = 
15/636 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDQLGSVDTGNTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV------
SLSPEIVLEENTDIEA  174
            IP V F+NKID+ G     V++++  +LS   I   +V      S   E ++  +  
+ +
Sbjct  121  
IPFVFFVNKIDRRGARYLGVLEALAAQLSVRPIAMSSVVDAGSKSARVEALVARDEPLFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
VLCEVLGENDEALLDDYVLASDRLTGERLRRSLADQVARGLVHPVFAGAAMTGVGIPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E+   G++  YL L SGT+RLR  + L  +   
++
Sbjct  241  SAIATILPERCPDPDGPIAGRIFKIEHGWGGEKLCYLSLASGTVRLRQYLDLP-
KGPERV  299



Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G +   D    G+I  +    S R+ DV+G     P+  +     P L 
T +
Sbjct  300  TGIQVFEDGRVHGADGLRAGQIARVSGLASARIGDVVGGDPVGPQAHFAP---
PTLETRV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +++  L  AL Q+A+ DPL+    +  T ++ +S  G VQ EV+ + L   
+ LE
Sbjct  357  
LARRPSEKAALWLALNQMAEQDPLINLRRNEETDDVFVSLYGEVQKEVIQSTLLTDFGLE  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI  ERP+   +    +   PNPF+A+IGL V P   G+G  +   V 
+G + 
Sbjct  417  
AGFEESTVILAERPVGIGTGLQILFKEPNPFFATIGLRVEPRPAGAGNSFALEVDVGQMP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  477  
VAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATALSA  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F + AP E LSR      K  AT   + +        G + ++ +
+  +
Sbjct  537  
AQTGLCEPVDHFHIEAPAESLSRVLTLLAKAAATTTDSVIADGVARLDGTLASQMVRGVQ  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-PN  625
              L   T+G     T    Y +A G P ++ R  PN
Sbjct  597  QQLPGLTSGAGTMETAFDHYASAAGPPRLRGRSGPN  632

>WP_076266373.1 GTP-binding protein [Paenibacillus sp. FSL A5-0031]
 OME87327.1 GTP-binding protein [Paenibacillus sp. FSL A5-0031]
Length=667

 Score = 350 bits (899),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 215/628 (34%), Positives = 336/628 (54%), Gaps = 
22/628 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AHVDAGKTT TE +L+ SG I   GSV+ GT++TD + +ER RGI++
+AA T 
Sbjct  9    



IRNIGIFAHVDAGKTTTTEQILFHSGRIRSLGSVDAGTSQTDFLEVERSRGISVRAAATR  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    +N+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++HALR+ 
NIP
Sbjct  69   
FTWQGVTINLVDTPGHVDFLSEVERSLRVMDGAVLILSAVEGVQAQTEVIWHALRERNIP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIEAW  175
            T+I++NK+D+ G D    +Q ++  LS       A + I+   S +  +++   +  
E  
Sbjct  129  
TLIYVNKLDRIGADPIGTIQQIKRLLSNQAAPVQAPLGIEDRFSGAVSLLVSGISGSETE  188

Query  176  DA----------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            +A          V E ++ LL +Y+    + + +L +      Q   LFP+ +G++ 
+G+
Sbjct  189  
EAQLYLQQLEETVAEQDESLLVQYLDSGTLPKAELNQLLPELTQRGELFPILFGASNRGI  248

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI+PLM A+  L  P        + G VF++E      R  Y+RLYSG +R RD+V    
Sbjct  249  
GIEPLMQAMITLLPPPQIVSDGPVSGVVFRIERDAAMGRIAYVRLYSGVIRNRDSVRNET  308

Query  286  RE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            ++ + KIT++R     +         G+I  +      R+ D++G    +P +      
+
Sbjct  309  QQIEEKITQIRKIDGQKAEDVGLLAAGDIAAVCGWTQARIGDIIGSAEFVPGE--
TRMAV  366

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +     A+   ++ AL +LAD DPLL  +      E+ L  +G +Q+EV+
+ +L
Sbjct  367  
PLLTVQVRWSNEAEYPAVVAALHELADEDPLLDLQWLQEQRELHLKVMGPIQIEVLTHVL  426

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            + +Y L+    +PSVIY E P ++    I   + P P WA +   + P   GSG+ 
+ S 
Sbjct  427  NNRYGLKAEFDQPSVIYKETPAQSGEGFIAYTM-
PKPCWAILRFHIEPGERGSGITFSSV  485

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V    L   +QN V   +   L+QGLFGW VTD K+    G ++   + P DF    
P+ 



Sbjct  486  
VRSERLLDRYQNEVARSVPEALQQGLFGWEVTDIKVTLVEGEHHVWHTHPLDFAVATPMG  545

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L   G +LLEP LSF L AP+E   +  ++        +T  V+++ +   G 
IP 
Sbjct  546  
IMDGLSRIGVKLLEPMLSFRLSAPEETGGKLMNELILMRGEFDTPVVRQERMEIEGIIPV  605

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 +       T GR    T   GY+
Sbjct  606  ATSLEFPARFGSLTKGRGALATFFAGYR  633

>PVD01959.1 GTP-binding protein [Streptomyces sp. CS090A]
Length=667

 Score = 350 bits (899),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 227/665 (34%), Positives = 347/665 (52%), Gaps = 
30/665 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGAIDTLGSVDDGSTRTDSLVLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ S+ ++LS D +          +  + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYDSLLTSITERLSPDTVAMGSTQHLGTRAATTTPFTGSDPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++D+LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALTDLLTRHDDELLTAYV-
DDPAALTHARLLHALAEQTARCRVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
             D +T L         A   G+VFKV+ T  G+R  Y+R+  GT+  R+ +      
GRE



Sbjct  240  
ADGITALLPAAKGDAEAPARGTVFKVDRTANGERTAYVRMVEGTVHAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G+  R    R    
P P 
Sbjct  300  GEDKVSTVTVFEDGGEVPVPAVGAGRIARLKGLAGIRIGDSVGE-
ARAEAGRRHFAP-PT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P     R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVVPVRPEDRGALHVALGRLAEQDPLIAVRRDDLRQEVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +E + I +ERP    +    I+  PNPF A++GL V P   G+GV++   
V 
Sbjct  418  
EFGVDVTFRETTTICLERPAGTGAAVEIIDTDPNPFLATVGLRVDPAPYGTGVEFRREVE  477

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVLSTLTQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR L P+VL  AL+ +GT++ EP   F L  P +          +  A     +
++  
Sbjct  538  
GDFRHLTPLVLMDALRRAGTRVYEPMHRFRLELPTDTFGALVPILARLRAVPGPPEMRGA  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
                 GE+PA  +   +  L   T G  +  +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCTLEGELPAARVHELQQLLPGLTRGEGMLKSAFDGHRPVTGPVPDRPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662

>AEP33194.1 TetS, partial [Enterococcus faecium]
Length=251

 Score = 336 bits (861),  Expect = 2e-108, Method: Compositional 



matrix adjust.
 Identities = 168/252 (67%), Positives = 202/252 (80%), Gaps = 2/252 
(1%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY+SGAI E GSV+ GTT
+TDTMFLERQRGITIQ A+
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYSSGAIKELGSVDSGTTKTDTMFLERQRGITIQTAI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRILFHALRKMN
Sbjct  61   
TSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ 
VI 
Sbjct  121  
IPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIV  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  
LF 
Sbjct  181  
GNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFS  240

Query  240  PIGEQGSAALCG  251
            P  +  S  LCG
Sbjct  241  PT-QLNSDKLCG  251

>WP_093607794.1 GTP-binding protein [Streptomyces indicus]
Length=687

 Score = 351 bits (900),  Expect = 2e-108, Method: Compositional 
matrix adjust.
 Identities = 239/688 (35%), Positives = 358/688 (52%), Gaps = 
63/688 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+A+G I  PGSV++G+T+TD++ LER+RGITI+
+AV SF
Sbjct  1    
MNLGILAHVDAGKTSLTERLLHAAGVIDAPGSVDEGSTQTDSLALERRRGITIKSAVVSF  60

Query  64   Q----
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119



                   R  VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTRIL   
LR++
Sbjct  61   
PIGPPGDRVTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQAQTRILLRTLRRL  120

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSA---------
DIIIKQTVSLSPEIVLEENT  170
             IPT+IF+NKID+ G    + ++ +  +L+           I  +Q  +L P    
++  
Sbjct  121  GIPTLIFVNKIDRGGARFDATLRQITQRLTPAAPAMGTVHGIGTRQARAL-
PHGPGDDGF  179

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                 + + E +D+LL  Y+ G  +   +L+R    + +   + PV++GSA  G G
+ PL
Sbjct  180  
RRRLAEVLAEQDDELLGAYVEGASVPYRRLIRGLSEQTRACLVHPVFFGSAVTGAGVSPL  239

Query  231  MDAVTGLFQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-----  284
            MD +  L   + E G    L G+VFKVE    G++  Y+R++SG LR+R+ V +      
Sbjct  240  
MDGIRTLLPRVREGGGRGPLSGTVFKVERGGAGEKIAYVRMFSGALRVRERVPVGRVPGG  299

Query  285  -----------------------GREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDS  320
                                   G  + K+T + +  +G + R      GEI  +     
Sbjct  300  
PDGSAYASGRLVGERGADREPGHGPYESKVTAVEVFHEGAVERRSEVRAGEIAKVWGLGE  359

Query  321  VRLNDVLGDPTR-
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
            VR+ D +G+  +  P   +     P L T + P T   R  L  AL QLA+ DPL+    
Sbjct  360  VRIGDWVGEARKDSPDAHFAP---
PTLETVVVPGTETDRGALHLALAQLAEQDPLIGLRQ  416

Query  380  
DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN  439
            D +  E+ LS  G VQ EV+   L+E++ L+   +E + I +ERP+    H    +
+P  
Sbjct  417  DDVRGEVYLSLYGEVQKEVIQTTLAEEFGLDVAFRETTTICVERPV-
GVGHGYEKDLP--  473

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            PF  ++GL V P   GSGV +   V LG +  +F  AV + +   L QGL GW V 
DCK+
Sbjct  474  
PFLGTVGLRVEPAPPGSGVAFGLEVELGSMPYAFFKAVEETVHETLGQGLRGWRVLDCKV  533

Query  500  CFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
               +  Y+            S  ST  DFR L P+VL  AL+ +GT++ EP     



L  P
Sbjct  534  
TMTHSGYWPRQSHAHATFDKSMSSTARDFRQLTPLVLMDALRGAGTRVEEPVHHVRLDLP  593

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
             + LS       +  A   T +++        EIPA  +      L   T G  V  
+  
Sbjct  594  
ADALSPVLSLLGRLRAVPGTPEIRGAVCSVEAEIPAASLHRLGQLLPGLTRGEGVVESSF  653

Query  608  KGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
             GY+   G+P  +PR  ++ L +  ++ 
Sbjct  654  AGYRPVTGEPPARPRTDHNPLHRKEYLL  681

>WP_020631031.1 GTP-binding protein [Amycolatopsis alba]
 OXM45279.1 GTP-binding protein [Amycolatopsis alba DSM 44262]
Length=632

 Score = 349 bits (896),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 223/647 (34%), Positives = 341/647 (53%), Gaps = 
41/647 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEYLNIGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL 
+  
Sbjct  61   
VAFRIGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALARQR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-------IKQTVSL------
SPEIVLE  167
            IP +IF+NK+D+AG     ++  + ++L    +       I  T ++      SP  
VL 
Sbjct  121  
IPVLIFVNKVDRAGARHDGLLADLTERLGVACVPMSDVDGIGTTTAMVRPRDVSPSAVLA  180

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            E         + E++D  L  Y+  + ++ E    E  R+ +   + PV++GSA+ 
G GI
Sbjct  181  EQ--------LAEHSDAFLTAYLE-
DTVTTEDYRAEVVRQTRLGVVSPVFFGSARSGEGI  231

Query  228  QPLMDAVTGLFQPIGEQG-



SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
              L   V       G+      L  SVFK+E     ++  YLR++SG +  RD V    
R
Sbjct  232  
AELTSGVREFLAGAGKPALDDRLRASVFKIERGRAHEKIAYLRVFSGEIGARDHVEFHRR  291

Query  287  -------EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDP-
TRLPRKR  337
                    + K++ +R+   G+      A  G+I  +     +R+ DV+G P T     
R
Sbjct  292  
GPGGTVTAEAKVSAVRVFELGDGTVEARARAGQIAKVTGLKEIRIGDVVGVPDTGEAATR  351

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
            +   P P L T ++P   A+   +  AL +LA+ DPL+    D  T  I +   G 
VQ E
Sbjct  352  F---
PPPALETVVSPARPAETPSVFAALQELAEQDPLITVRQDDETRRISVRLYGEVQKE  408

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            +++  L+ ++ L+        + +ERP         I    NP++A++GL   P + 
GSG
Sbjct  409  
IIAETLAAQHGLDVGFSLTRPVCVERPTGTGHSVWLITEKRNPYFATLGLRAGPGTPGSG  468

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            + +   V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   
DFR
Sbjct  469  
LTFGLDVELGSLPLAFHKAIEETVDATLRRGPDGREVIDCVVTVTHTGYFSPVSAAGDFR  528

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             +AP+VL +AL+E+GT++LEP  +  +  P + ++ A     ++  TI  +  + D    
Sbjct  529  
KVAPLVLAEALREAGTEVLEPVSNVEVELPADSVTAALSRLVEHGGTITGSTTRGDRAEL  588

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            TG +P   +  +   L   T+G  V  T   GYQ       + P RP
Sbjct  589  TGVLPTGEVTRFEQQLPGITHGEGVVTTGPAGYQP------VTPNRP  629

>WP_073870060.1 GTP-binding protein [Streptomyces sp. CB00072]
 OKI53415.1 GTP-binding protein [Streptomyces sp. CB00072]
Length=649

 Score = 350 bits (897),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 222/625 (36%), Positives = 335/625 (54%), Gaps = 
20/625 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G +   GSV+ G+T+TD + LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVVDAIGSVDDGSTQTDFLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGATTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++ ++ ++LS DI+          ++ + +P    +     
Sbjct  121  
IPTLLFVNKTDRPGARYGSLLTNITERLSPDIVAMGSARDLGTRSATSTPFTGADPGFTG  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               D +  ++ +LL  Y+  +P  ++  +L+     +     + PV++GSA  G 
GI  L
Sbjct  181  ALADLLTRHDGELLSAYVD-
DPTGLTHARLLGALAEQTARCRVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +TGL         A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VDGITGLLPAATGDPEAPARGTVFKVDRTANGERTAYVRMVRGTVRAREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPLP  344
             + K++ + +   G  V       G I  L   + +R+ D +G D     R+ +     
P
Sbjct  300  
GEGKVSAVSVFENGREVPAPAVRAGRIGRLKGPAGIRIGDSVGADRAEAGRRHFAP---P  356

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T + P+    R  L  AL +LA+ DPL+    D +  E+ LS  G VQ EV+ 
A L+
Sbjct  357  
TLETVVVPRRLEDRGALHVALGRLAEQDPLIAVRRDDLRGEMSLSLYGEVQKEVIQATLA  416

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ ++ + +  + I +ERP         I+  PNPF A++GL V P   GSGV++   
V
Sbjct  417  
EEFGVDVIFRGTTTICLERPAGTGEAAEFIDTDPNPFVATVGLRVDPAPYGSGVEFRRAV  476



Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG +  S   AV + +R  L QG+ GW VTDC +   +  Y S  ST  DFR L 
P+VL
Sbjct  477  
ELGSMPPSLMRAVEETVRSTLGQGMHGWQVTDCVVTQTHSGYSSVSSTAGDFRGLTPLVL  536

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ EP   F L  P +          +  A     +         
GEIPA 
Sbjct  537  
MDALRRAGTRVYEPMHRFRLEVPADAFGALVPVLARLRAEPGPPEAHGALCTVEGEIPAA  596

Query  585  CIQAYRTDLAFYTNGRSVCLTELKG  609
             +   +  L   T G  V  +   G
Sbjct  597  RVHELQRLLPGSTRGEGVLESTFAG  621

>WP_053660898.1 GTP-binding protein [Micromonospora sp. NRRL 
B-16802]
 KOX03216.1 GTP-binding protein [Micromonospora sp. NRRL B-16802]
Length=651

 Score = 350 bits (897),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 232/650 (36%), Positives = 352/650 (54%), Gaps = 
31/650 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA+S+ GSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVSQLGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS      ++N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITVGDLRINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA---  177
            +PTVIF+NK+D+ G D+  V+  VR +L A  ++  TV  + +   E      + 
DA   
Sbjct  121  VPTVIFLNKVDRRGADVVRVLAQVRQRLGARPVLLTTV--
AGQGGREARVRAVSLDAEPV  178

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               V E +D +  +++  + +    + R  +R V  A L P   GSA  G G++ L 



D +
Sbjct  179  
VAEVAEADDAVAARWLTDQQVRVRDVRRALRRAVGRAELIPAACGSAITGAGVRQLCDIL  238

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
              L  P GE     L G+VF V+    G RRV+LRL+SG LR+RD V L       
+T++
Sbjct  239  ADLL-PYGEAPDGPLAGTVFAVDRDGHG-
RRVWLRLWSGRLRVRDRVRLGESRPQPVTQI  296

Query  295  R-
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
              I  +G +VR+  +  G+I  +   S R+   +G+P   PR+     P P  +  
+ P 
Sbjct  297  AVIEPEGALVRSSVSA-GQIAAVRGVSARIGQHIGEP---
PRRHGYRFPPPTRQAVVEPV  352

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL+ ++Y +    
Sbjct  353  
EPEQRLAMFAGLAELADEDPLVDLRLDEQRAEAVVRLHGEVQKEVLAALMEDRYGVRVRF  412

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                   +ER + A +    ++   NP+ A +GL +    +G GV++   V  G L  
+F
Sbjct  413  
SGTLTACIERVVGAGAAEERVQERGNPYLAGLGLRIEAAPVGHGVEFRPGVEPGRLPPAF  472

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAP  521
              A  +G+R  L QG +GW VTDC +      Y+   S P            ADFR
+LAP
Sbjct  473  
VAATEEGVRAALRQGRYGWPVTDCAVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAP  532

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +V+  AL+++GT++ +P   F +  PQ  + +      +  A +    V    +  
+G +
Sbjct  533  
VVVAAALRQAGTRVCQPIERFDVNLPQSAVEKVLALLGRLGAVVHETAVTGGYLEVSGTL  592

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR---PNSR  627
            P+  +      L   T G +V  T    Y    G +P   PRR   P+ R
Sbjct  593  PSARVPGVVAALPDLTGGEAVLTTTFDHYAPVTGEEPPTLPRRGPDPDDR  642

>AHF55845.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-16]
Length=212



 Score = 334 bits (857),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 157/212 (74%), Positives = 183/212 (86%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            L V+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LPVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>AHF55827.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-1]
Length=212

 Score = 334 bits (857),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 157/212 (74%), Positives = 183/212 (86%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIG  120



Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV+PL LGSG+QYES VSLGYLNQS QNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVSPLPLGSGMQYESSVSLGYLNQSLQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_054025580.1 GTP-binding protein [Bacillus sp. FJAT-28004]
Length=667

 Score = 350 bits (898),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 214/628 (34%), Positives = 334/628 (53%), Gaps = 
22/628 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AHVDAGKTT TE +L+ SG I   GSV+ GT +TD + +ER RGI++
+AA T 
Sbjct  9    
IRNIGIFAHVDAGKTTTTEQILFHSGRIRSLGSVDAGTAQTDFLEVERSRGISVRAAATR  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    +N++DTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++HALR+ 
NIP
Sbjct  69   
FSWQGVTINLIDTPGHVDFLSEVERSLRVMDGAVLILSAVEGVQAQTEVIWHALRERNIP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIEAW  175
            T+I++NK+D+ G D    +Q +R  LS       A + I+ + S +  ++     + 
E  
Sbjct  129  
TLIYVNKMDRIGADPLGTIQQIRRLLSNQAAPVQAPLGIEDSFSGAVSLLGAGTAESETE  188

Query  176  DAVI----------
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            +A I          E+++ LL +Y+    + + +L +      Q   LFP+ +G++ 
+G+
Sbjct  189  
EAQIYLQQLEETMAEHDESLLLQYLDSGTLPKAELNQRLPALTQRGELFPILFGASNRGI  248

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI+PLM A+  L  P        + G VF++E      R  Y+RLYSG +R RD+V    
Sbjct  249  
GIEPLMQAMITLLPPPKIVSEGPVSGVVFRIERDAAMGRIAYVRLYSGIIRNRDSVRNET  308



Query  286  RE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            ++ + KIT++R     +         G+I  +      R+ D++G    +P +      
+
Sbjct  309  QQIEEKITQIRKIDGQKAEDVGLLAAGDIAAVCGWTQARIGDIIGSAEYVPGE--
TRMAV  366

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L   +     A+   ++ AL +LAD DPLL  +      E+ L  +G +Q+EV+
+ +L
Sbjct  367  
PLLTVQVRWSNEAEYPAVVAALHELADEDPLLDLQWLQDQRELHLKVMGPIQIEVLTHVL  426

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            + +Y L+    +PSVIY E P +     I   + P P WA +   + P   GSG+ 
+ S 
Sbjct  427  NNRYGLKAEFDQPSVIYKETPAQTGEGFIAYTM-
PKPCWAILRFYIEPGERGSGITFSSV  485

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V    L   +QN V   +   L+QGLFGW VTD K+    G ++   + P DF    
P+ 
Sbjct  486  
VRSERLLDRYQNEVARSVPEALQQGLFGWEVTDIKVTLVEGEHHVWHTHPLDFAVATPMG  545

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L   G +LLEP LSF L  P+E   +  ++        +T  V+++ +   G 
IP 
Sbjct  546  
IMDGLSRIGVKLLEPMLSFRLSVPEETGGKLMNELILMRGEFDTPVVRQERMEIEGIIPV  605

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 +       T GR    T   GY+
Sbjct  606  ATSLEFPARFGSLTKGRGALATFFAGYR  633

>WP_030431697.1 GTP-binding protein, partial [Allokutzneria albata]
 SDM47654.1 ribosomal protection tetracycline resistance protein 
[Allokutzneria 
albata]
Length=587

 Score = 348 bits (892),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 228/626 (36%), Positives = 330/626 (53%), Gaps = 
59/626 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+A+GAI   GSV+ G T+TD++ LERQRGITI



++AV
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLHAAGAIDHLGSVDDGDTQTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFVVGDVTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK+D+   D +  V+++ +K            L+P +   ++TD  A + 
+ E
Sbjct  121  IPTIVFVNKMDRPNADAERTVRAITEK------------LTPSLAAPDDTDRLA-
EVLAE  167

Query  181  NNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            ++D LL+ Y+ G   P      + E+  R   A + PV++GSA  G G+  L+  +    
Sbjct  168  HDDALLKSYVDGVVPPADLRAALAEQTER---
ALVHPVFFGSAITGAGVDELISGIVEWL  224

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                      + G+VFKV+    G++  Y+R++SGT+R RD       +  K+T +    
Sbjct  225  PAKEGDAGGPVSGTVFKVDRMPNGEKLAYVRMFSGTIRPRDRF-----
DAGKVTALHTFG  279

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             GE+        G I  +L     R+ D +G P    R R    P P L   + P+  
A 
Sbjct  280  GGEL------SAGRIGGVLGLSKARIGDAVGLPG--ARARHHFAP-
PTLEAVVEPRNPAH  330

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  L  ALTQLA+ DPL+    D       +S  G VQ EV+ A L+  Y ++   
+E +
Sbjct  331  RGGLHAALTQLAEQDPLINLRDD-----
FRVSLYGEVQKEVIQATLATDYGIDVAFRETT  385

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             I++ERP+   +    I    NPF A++GL V P   G+GV++   V LG +  SF  
AV
Sbjct  386  TIHIERPVGVGAAVEFIGTGSNPFLATVGLRVEP---
GTGVEFHLEVELGSMPYSFFRAV  442

Query  478  RDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLE  525
             +  R  L +      V DC +   +  Y+            S  ST  DFR L 



PIVL 
Sbjct  443  EESARSALCRA----
EVRDCAVTMTHSGYWARQSHAHGTFDKSMSSTAGDFRGLTPIVLT  498

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPAR  584
            +AL+ +GT++LEP     L  P + L  A   A      +  A V    V V  
GEIPA 
Sbjct  499  EALRRAGTEVLEPIHRLRLEIPSDALG-
AVATALAKLRGVPLAPVLSGPVCVLDGEIPAG  557

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  ++  L   T G  V   E   Y
Sbjct  558  GVHEFQQLLPGLTRGEGVLEAEFDRY  583

>WP_017965008.1 GTP-binding protein [Rhizobium leguminosarum]
Length=650

 Score = 350 bits (897),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 220/630 (35%), Positives = 332/630 (53%), Gaps = 
20/630 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+ AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++VISA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTVGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVISAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   Q VV+++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFVFFVNKVDRLGARYQEVVEALASQLLVRPIAMSSVIDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN+  LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDGALLDDYVLAPDRLTADRLGRCLTDQVASGLVHPVFAGAATTGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288



             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L+ 
+  
Sbjct  238  
ALTSAIATILPDRRLDPDGPIAGKIFKIERGWGGEKLAYMYLTSGTVRLRQHLDLS-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +   ++   G+I  +      R+ D +G      R  +     
P L 
Sbjct  297  ERVTAIHVFEAGRVHGAESLRAGQIARISGLAGARIGDAVGGDLTGGRAHFAS---
PTLE  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +     + +  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+
Sbjct  354  
TRVLACRPSGKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  414  
GLEARFEESTVILVERPVGTGAGLQVLFKEPNPFLATVGLRVEPRPPGAGNSFALEVDVG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  474  
QMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       K  A +  + +        G I +  
IQ
Sbjct  534  
LSAAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAAMMRDSVIADGMARLEGTIASAMIQ  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            + +  L   T+G  +  T    Y    G P
Sbjct  594  SVQQQLPGLTSGAGIMETSFDHYAPMAGPP  623

>WP_103419141.1 GTP-binding protein [Streptomyces sp. ZL-24]
 POG45732.1 GTP-binding protein [Streptomyces sp. ZL-24]
Length=667

 Score = 350 bits (898),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 226/665 (34%), Positives = 346/665 (52%), Gaps = 
30/665 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G +   GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHTAGVVDTLGSVDDGSTRTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R + VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFTLGTTTVNLIDTPGHPDFIAEVERVVGVLDGAVLVVSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            IPT++F+NK D+ G    S++  + ++LS D +          +  + +P    +     
Sbjct  121  
IPTLLFVNKTDRTGARYGSLLARIAERLSPDTVAMGATRRLGTREAATTPFTAADPGFTA  180

Query  173  EAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
               + +  ++D LL  Y+  +P  ++  +L+    R+     + PV++GSA  G 
GI  L
Sbjct  181  ALTELLTRHDDGLLAAYV-
DDPAALTHPRLLEALARQTARCLVHPVFFGSAATGAGIDAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE  287
            +D +T L         A+  G+VFKVE T  G+R  Y+R+  GT+R R+ +      
GRE
Sbjct  240  
VDGITALLPAATGDPQASARGTVFKVERTANGERTAYVRMVEGTVRTREVLRFRSPDGRE  299

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K++ + +   G  V       G I  L     +R+ D +G+         R    
P 
Sbjct  300  GEGKVSAVGLFEDGGEVPVPAVGAGRIARLKGLTGIRIGDSVGEAR--
AEAGGRHFAPPT  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P     R  L  AL  LAD DPL+    D I  E+ LS  G VQ EV+ A 
L++
Sbjct  358  
LETVVLPARPEDRGALHVALVHLADQDPLIAVRRDDIRREVSLSLYGEVQKEVIQATLAD  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++   +  + I +ERP+   +    I+  PNPF A++GL V P   GSGV++   
V 
Sbjct  418  
EFGVDVTFRTTTTICLERPVGTGAAAEFIDTDPNPFLATVGLRVDPAPYGSGVEFRREVE  477



Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  S   AV + +   L QG+ GW VTDC +   +  Y+            S  
ST 
Sbjct  478  
LGSMPYSLMRAVEETVYSTLSQGIHGWQVTDCVVTQTHSGYWPRQSHSHGTFDKSMSSTA  537

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR+L P+VL  AL+ +GT++ EP   F L  P +          +  A  +  + 
+  
Sbjct  538  
GDFRNLTPLVLMDALRRAGTRVYEPMHRFRLELPTDTFGALVPVLARLGAVPDPPEPRGA  597

Query  574  
EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
              +  G IPA  +   +  L   T G  V  +   G++   G    +PR  +  L 
+  +
Sbjct  598  
LCMVEGVIPAARVHELQQLLPGATRGEGVLESAFDGHRPVTGPVPERPRTDHDPLHRKEY  657

Query  634  MFQKV  638
            + + V
Sbjct  658  LLRTV  662

>WP_037308011.1 GTP-binding protein [Amycolatopsis orientalis]
Length=640

 Score = 349 bits (895),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 213/638 (33%), Positives = 325/638 (51%), Gaps = 
33/638 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +G I   G V+ G T+TD+M +ER+RGITI
++AV
Sbjct  1    
MQHVNIGILAHVDAGKTSLTERLLHHAGVIDRIGRVDSGDTQTDSMEMERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  A+ 
++ 
Sbjct  61   
VSFALDDVHVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRAVARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLE  167
            IP ++F+NKID+ G   +S++  + ++L     +   V              L+P   
L 
Sbjct  121  



IPVLVFVNKIDRGGARYESLIADLTERLGLSCAVMSEVDGLGTLDARSVPKPLTPSPALA  180

Query  168  ENTDIEAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
            E         + E++D  L  Y+  E  ++ E    E  R+ +   + PV++GSA+ 
G G
Sbjct  181  E--------
LLAEHSDTFLSAYLENENSLTAEDYRAEVIRQTRRGLVSPVFFGSARTGDG  232

Query  227  IQPLMDAVTGLFQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--  283
            +  +   +        E  S   L  SVFK+E  + G++  Y+R++SG LR R+TV    
Sbjct  233  
VAEVTAGIRDFLGGATETASDGELRASVFKIERGNAGEKIAYVRVFSGELRARETVRFHR  292

Query  284  AGREKL-----KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKR  337
             G   L     KIT +R+  +G       A PG I  +     +R+ D +G      
R  
Sbjct  293  PGPGGLRVFDGKITAVRVFERGLDTVESAAGPGRIAKVSGLKEIRIGDRIG--
VEDGRAE  350

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                P P L T + P   A    L   L  LA+ DPL+    D  T  I +   G 
VQ E
Sbjct  351  
AAHFPPPSLETVVRPVNPADTPALFAGLRDLAELDPLITVAQDDETRRITVRLYGEVQKE  410

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            V+   L+E+  L         + +ERP         I    NPF+A++GL V P + 
GSG
Sbjct  411  
VIRETLAEQRGLAVEFTGTQTVCVERPTGVGESVWEIGDGRNPFFATLGLRVGPGAPGSG  470

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            + +   V LG L  +F   + + +   L +GL GW V DC +      Y+SP+S   
DFR
Sbjct  471  
LTFGLDVELGSLPLAFHKGIEESVAMALSKGLHGWEVVDCAVTVTRTGYFSPISAAGDFR  530

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             +AP+   +AL+ +GT++LEP   F +  P + +S       ++   +  + ++      
Sbjct  531  
KVAPLAFAEALRRAGTEVLEPVSRFEIELPADAVSATLSRLVEFGGLVTESSIRGARAEL  590

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
             G +P   +  +   L   ++G  +  TE+ GY+   G
Sbjct  591  GGTLPTGEVHRFDQQLPGLSHGEGLLSTEITGYRPVQG  628



>WP_089243950.1 GTP-binding protein [Asanoa hainanensis]
 SNS68024.1 ribosomal protection tetracycline resistance protein 
[Asanoa 
hainanensis]
Length=646

 Score = 349 bits (896),  Expect = 3e-108, Method: Compositional 
matrix adjust.
 Identities = 231/644 (36%), Positives = 329/644 (51%), Gaps = 
34/644 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV+ G+TRTDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGVIDELGSVDDGSTRTDTLALERQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R LAVLDGA+LV+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   
VSFPIGDVTVNLIDTPGHPDFIAEVERVLAVLDGAVLVVSAVEGVQPQTRVLTRALRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA----WD  176
            IP ++F+NK+D+ G   ++++  +  +L    +  Q +    +      T +       
D
Sbjct  121  IPLLVFLNKVDRGGARPEALLADLSRRLG---
LCPQPMGAVRDAGTRAATFVPGESGLAD  177

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +   +D +L  ++    +    L  E   +   + + PVY GSA  G G+  LM  
+  
Sbjct  178  
LLATRSDSVLAAFVEDGGVPAGTLRAELAVQTAKSWIHPVYAGSAITGTGVPELMTGIHD  237

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L        SAA  G+VFKV+    G+R  Y+R++ G L +RD V        K+T 
+ +
Sbjct  238  LLPATHGDESAAPSGTVFKVDRGAAGERLAYVRMFDGILAVRDRVGAG----
TKVTGIGV  293

Query  297  PSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G +    T   G I ++   S VR+ D LG P   P  +    P P L T + 
P   
Sbjct  294  FENGALTARSTVSAGRIAVVRGLSEVRIGDTLGRPR--PGAQQHFAP-
PSLETVVVPDRP  350

Query  356  



AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A    L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L+++Y L    
+E
Sbjct  351  
ADAGALHAALTELAEQDPLINLRRDDVRDETSVSLYGEVQKEVIQATLADEYGLAVTFRE  410

Query  416  PSVIYMERPL-
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             + I +ER +   A++ +  E    PF A++GL V P  + SG  +   V LG +  
+F 
Sbjct  411  STTICVERVVGTGAAYELKHEA---
PFLATVGLRVEPGPVDSGTTFRLGVELGSMPPAFF  467

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPI  522
             AV + +   L  G  GW V DC +   +  YY            S  ST  DFR
+L P+
Sbjct  468  
VAVEETVHEVLSAGPHGWRVLDCVVTMTHSGYYARQSHAHGTFDKSMSSTAGDFRNLTPL  527

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ + T + EP   F L  P + L        K+ A            V  
G+IP
Sbjct  528  
VLMAALRRARTAVHEPVHHFRLEVPADLLGAVLPVLAKHRALPTDTSTAGPVAVVEGDIP  587

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
            A  + A  T L   T G  V  +    Y  A   P   P RP +
Sbjct  588  AARVHALETRLPSLTRGEGVLESAFDHYAPA---PCPWPERPRT  628

>WP_047019259.1 GTP-binding protein [Streptomyces sp. CNQ-509]
 AKH86031.1 GTP-binding protein [Streptomyces sp. CNQ-509]
Length=680

 Score = 350 bits (898),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 229/675 (34%), Positives = 339/675 (50%), Gaps = 
39/675 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G + E GSV+ G+TRTD++ LERQRGITI
++AV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLHAAGVVEEVGSVDDGSTRTDSLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR+++
Sbjct  61   
VSFALDGLTVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRLS  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IPT++F+NK D+ G    ++V+ +  KL+   +   +V        + +P          
Sbjct  121  
IPTLVFVNKTDRRGARDDALVRDIAAKLTPGAVAMGSVRGLGTRAAAFTPYGPDHPGGPG  180

Query  173  EAWDAVIEN---------NDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAK  222
            +  +A             +D LL  Y+A E  ++  +L +    +   A + PV+
+GSA 
Sbjct  181  
DPGNAAFAGRLADLLSRRDDALLADYVADEAAVTYRRLRKSLAEQTAGALVHPVFFGSAA  240

Query  223  
KGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
             G G+  L   +  L             G+VFKVE    G++  Y+R+ +GTLR R  
VA
Sbjct  241  
TGAGVAELTAGIKELLPAPAGDPEGPPAGTVFKVERGPGGEKAAYVRMLAGTLRTRQEVA  300

Query  283  LAGREKLKITEM-----
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
                ++  +TE             +            +     VR+ D +G       
+ 
Sbjct  301  
YGDGDRAPVTEKVTGVEVFEQGAAVPAAGAGAGRIARVRGLAGVRIGDAVGAAVGRAAEA  360

Query  338  WRED-PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL---
RCEVDSITHEIILSFLGR  393
             R     P L T + P   A R  L  AL QLA+ DPL+   R        E+ +S  
G 
Sbjct  361  
RRHHFAPPTLETVVVPDRPADRGALHAALFQLAEQDPLIALRRGAGPGGLQELYVSLYGE  420

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ EVV A L+ +Y L    +E SVI++ER   + S     +   NPF A++GL V 
P  
Sbjct  421  
VQKEVVGATLAGEYGLPVSFRESSVIHVERLAGSGSAYEKGDTDTNPFLATVGLRVDPAP  480

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------  507
             G+GV +   V LG +  +F  AV D +R  L QGL GW + D ++   +  Y+      
Sbjct  481  
PGTGVVFALAVELGSMPYAFFKAVEDTVRATLHQGLSGWEIPDVRVTLTHSGYWPRQSHA  540

Query  508  ------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  561
                  +  ST ADFR + P+VL  ALK +GT++ EP   F L AP++ +   +      
Sbjct  541  
HQGFSKAMSSTGADFRGITPLVLADALKRAGTRVHEPVQRFRLEAPEDAVPALWPVFAAL  600



Query  562  
CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP  621
             A ++  +V+    V  GE+PA  +      L   T G  V  T    Y+   G    
+P
Sbjct  601  
AAVVDGQEVRGGVAVLEGEVPAAQVHGLERRLPGLTRGEGVLETSFGRYREVRGPAPARP  660

Query  622  RRPNSRLDKVRHMFQ  636
            R  ++ LD+  ++  
Sbjct  661  RTDHNPLDRKEYLLH  675

>WP_028735758.1 MULTISPECIES: GTP-binding protein [Rhizobium]
 PPJ46731.1 GTP-binding protein [Rhizobium sp. KAs_5_22]
Length=645

 Score = 349 bits (896),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 226/644 (35%), Positives = 341/644 (53%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+I+N+GILAHVDAGKT+LTE LL+ +GAI++ GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRILNLGILAHVDAGKTSLTERLLFDTGAIAKLGSVDGGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFRIGDLSVNLIDTPGHPDFIAEVERVLRMLDAAIVVVSAVEGVQAQTRVLVRALQRLC  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIE  173
            IP + F+NKID+ G     ++     KL    +   +V       ++   + L  +  
+ 
Sbjct  121  
IPFLFFVNKIDRPGARCCELLTEFESKLGIRPLAMSSVRDAGGRHAVVTPVDLTGDPGLS  180

Query  174  AW-DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A  +A+  N++ LL  Y+ A + IS ++L      +V    L P Y G A  G G+  
L+
Sbjct  181  
AISEALSANDEALLYDYVLAPDRISGDRLRSALAAQVAGGLLHPAYCGIAMTGEGVTDLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L        +A L G++FK+E    G++  YL L +G+L  R  + L G    
K+
Sbjct  241  GAIEHLLPSRTPDVAAPLSGNIFKIERGWGGEKIAYLNLTAGSLLERSQIELPG-



GVCKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G + +   A  G+IV +   S  R+ D  G  T   R    +   P L 
T I
Sbjct  300  TRIQVFDDGALKKQAEARAGQIVKVSGLSFARIGDQFG--
TVALRPFAPQFAAPTLETRI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                 ++   L  AL QL++ DPL+    ++   E+ LS  G VQ EV+ A L   
+ ++
Sbjct  358  
LSGNPSENGELWTALQQLSEQDPLINLRTNADASEMFLSLYGEVQKEVIQATLLRDFGVD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V +E +VI+ ERP+        I   PNPF A+ GL + P S GSG  +   V 
+G + 
Sbjct  418  
AVFEESTVIHAERPIGVGEAIEVIFKEPNPFLATFGLRIEPSSEGSGNTFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV   +   L+ GL+GW V DC +      + SP ST  DFRSL P+VL 
+AL  
Sbjct  478  
ASFYRAVEAAVSETLKAGLYGWPVIDCHVAVTALKHSSPSSTAVDFRSLTPLVLARALVA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP+  F +  P   L   +    K    +   ++        G IP+  
+Q  R
Sbjct  538  
ADTVVCEPFERFQVEVPLAVLPTLHVLLSKSGGAVRATEIDSGVARLEGVIPSTKVQNIR  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   ++G  +  T    + A VG P ++ R   +  D+  ++
Sbjct  598  QQLPGLSSGAGIMETVFDHHAALVGTPPMRRRMSANPFDRSEYL  641

>WP_031521737.1 GTP-binding protein [Streptomyces sp. NRRL F-5123]
Length=680

 Score = 350 bits (898),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 235/647 (36%), Positives = 332/647 (51%), Gaps = 
37/647 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LLY +G I   GSV++GTTRTDT+ LER+RGITI
+AAV



Sbjct  1    
MASLNLGILAHVDAGKTSLTERLLYEAGVIDTVGSVDRGTTRTDTLALERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L VLDGA+LV+SA +GVQ QT +L   
LR++ 
Sbjct  61   
VSFPLGGTTVNLVDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTTVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAW---  175
            IPT++F+NK+D++G DL   + ++ D+L+ D++         +P+      T  +A    
Sbjct  121  
IPTLVFVNKLDRSGADLDRTLAALADRLTPDVVPMTAARRQGTPQAAAVPYTPEDAAFTA  180

Query  176  ---DAVIENNDKLLEKYI----
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
               + +   +D LL  +     AG P  R  L      +   A++ PVY GSA  G 
G+ 
Sbjct  181  RLTEVLAGQDDGLLAAWAESGGAGLPYGR--
LRPALAAQTARAAVHPVYAGSAVTGAGVA  238

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----A  284
             L D +  L         A L G+VF V     G+R  Y+R+ +GTLR+RD   L    
A
Sbjct  239  
ALADGIARLLPGAYGDPGAPLSGTVFAVRRGAAGERVAYVRVGAGTLRVRDRPPLHRDGA  298

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLG--
DPTRLPRKRWRED  341
               K ++T + + + G      +   G I  +     VR+ D +G  DP   P + 
+   
Sbjct  299  
AAGKGRVTALSVFADGTDTPAASVPAGRIARVWGLGEVRIGDTVGALDPAAAPSRHFAP-  357

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T +A +  A R  L  AL +LA+ DPL+    D    EI +S  G VQ 
EV+ A
Sbjct  358  --
PTLETVVAARRTADRAALHTALGRLAEQDPLIGLRRDEDRGEIAVSLYGEVQKEVIQA  415

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
             L+ +Y ++ V +  + +++ER   + +     +   NPF A++GL V P   
GSGV + 
Sbjct  416  
TLAGEYGVDVVFEPTTTLHIERVTGSGAAVEFNKKDGNPFLATVGLRVDPAPPGSGVAFR  475

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SP  509
              V LG L  +F  AV + +   L QGL+GW V DC +   +  Y             



S 
Sbjct  476  
REVELGSLPHAFFAAVEETVHATLAQGLYGWQVADCTVTVTHSGYSARQSHAHAVFDKSM  535

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET-A  568
             ST  DFR+L P+VL  AL+++GT++ EP   F L  P + L        K  A      
Sbjct  536  
SSTSGDFRNLTPLVLAAALRQAGTRVHEPVHRFRLDLPADALGAVLPALAKLRALPRGPG  595

Query  569  QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG  615
                   V  G IPA  + A    L   T+G  V  T    Y    G
Sbjct  596  AAGPGRHVLEGAIPAAAVHALERQLPTLTSGEGVLETAFGHYAPVTG  642

>WP_043831916.1 GTP-binding protein [Amycolatopsis orientalis]
Length=634

 Score = 349 bits (895),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 222/625 (36%), Positives = 330/625 (53%), Gaps = 
26/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAH+DAGKT+LTE LL+ +G I   G V+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKTLTIGILAHIDAGKTSLTERLLFETGVIDHAGRVDDGDTQTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++++VDTPGH DF+AEV R++ VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VAVSTPGHRLSLVDTPGHPDFIAEVERAVGVLDGAVLVVSAVEGVQAQTRVLMRTLVRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----EAW  175
            IP ++F+NKID+ G    S+++S+R KLS   +   TV    E+   +   +     
E  
Sbjct  121  IPVLVFVNKIDRTGAREASLLESLRTKLSPQCVAMSTVK---
ELGTTDAHPVPLPFDERL  177

Query  176  DAVIENNDKLLEKYIAG--EPIS-
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               +  +D  LE Y+AG   P+  R+ LVR+    V  AS++PV++GSA  G G+  
L+ 
Sbjct  178  ADALAGDDVFLEPYVAGTASPVDYRKALVRQ----
VSTASVYPVFFGSAATGAGVADLIA  233

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKL-  289
             V  L      +G   L  +VFK+E    G++  Y+R++SGTL  R  V     G 



E + 
Sbjct  234  
GVYELLPSRERRGDGPLDATVFKIERGRSGEKIAYVRMFSGTLAARRPVPFRRVGAEGVG  293

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            + + +R+   G    +  A  G++  +     +R+ D LGD   L + R+     P 
L T
Sbjct  294  RPSAVRVFEHGATPVSGEALAGDVARVWGLPEIRIGDRLGDSADLSQDRFFAP--
PSLET  351

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P    Q   L  ALT+L++ DPL+   +     EI +   G VQ EV+   L
+E++ 
Sbjct  352  LVYPGDPDQTSALYTALTRLSEQDPLI--
SIRRQDQEITVRLYGEVQKEVIRTTLAEEFG  409

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESRVSL  466
            +    +E   + +ER L  A H +    P     FWA++GL V P   GSG  Y   
V L
Sbjct  410  IAAEFEESRPLLVER-
LHGAGHRVRRPAPDERVFFWATVGLRVEPGPPGSGTDYRLEVEL  468

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  SF  A+ D +   L +GL G  V DC +      +Y P ST  DFR +  
+VL++
Sbjct  469  
GSLPLSFHTAIEDTVHEVLHEGLHGREVIDCVVTLTDTAFYPPASTAGDFRGMTRLVLQE  528

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT++ EP  +F L AP   +S       +  A      V  D     G 
+PA   
Sbjct  529  
ALRQAGTRVYEPVHAFELEAPASAISAVLRKLIELRAVPGEPMVTGDRCTVDGHLPAVSA  588

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
                  L   T G     T    Y+
Sbjct  589  HELEQALPALTQGEGTLATSFAEYR  613

>WP_029451945.1 GTP-binding protein [Clostridium algidicarnis]
Length=677

 Score = 350 bits (898),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 212/643 (33%), Positives = 335/643 (52%), Gaps = 
42/643 (7%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGILAHVDAGKTTLTE +LY SG I   GSV+ GT  TD++ +E++RGI+++++  
+  
Sbjct  9    
NIGILAHVDAGKTTLTEHILYKSGVIRSLGSVDTGTAHTDSLEVEQERGISVKSSEANLL  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV R+L++LD A++VISA +GVQ QT + F AL+ + 
IPT+
Sbjct  69   
WKGKEINIIDTPGHVDFSGEVERTLSILDAAVIVISAVEGVQPQTEVYFKALKTIGIPTI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIVL---
EENTDIEA---  174
            IFINKID+ G +++ V++ +   L+   I    I +  ++SP++ L   E N D      
Sbjct  129  
IFINKIDRVGANIKRVLEDISSLLTDSFISIEDISKEGTVSPKVQLLFKENNVDSNKEVN  188

Query  175  ---------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
                                  +A+++ ++ LL KY+ GE IS E +         
+ S+
Sbjct  189  
INENAKNKINTNEKGEYEDKLLEALVDTDELLLNKYLEGEDISFELIKESLINLTNNCSI  248

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
            +P+ YGSA K +G+  L+D +  +     +     L   VFK++      +  Y
+RLYSG
Sbjct  249  
YPLLYGSAIKDIGVSELLDFLAEIIPIKNDFNDEELSAIVFKIKRHKTLGKLAYIRLYSG  308

Query  274  TLRLRDTVALAGRE-KLKITEM-RIPSKGEIVRTDTAY--PGEIVILPS-
DSVRLNDVLG  328
             ++ RD V    +  + K+T++ ++  + EI   D  Y   GEI  +    +  + 
D+LG
Sbjct  309  EIKSRDLVYNYTKSIEEKVTQIKKLKGQKEI---
DYGYVSSGEIACVSGLSNASIGDILG  365

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
            DP ++P+      P+  L+    PK      RL++A  +L + DPLL  +     
+E+ +
Sbjct  366  DPKKVPKVLSIAKPILTLQA--
FPKKKEDYIRLVEAFNELEEEDPLLNVQWLKEENELHI  423

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
              +G +QLE++  +L  ++ +E    +PS+IY E PL   S        P P WA 
+   
Sbjct  424  QIMGMIQLEILENILKNRFDIEISFGKPSIIYKETPL-
GNSVGFEAYTMPKPCWAVVKFF  482

Query  449  



VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            + PL  GSG+ YES+V +  +   +Q  +   +   L QGL+GW VTD K+    G  
+ 
Sbjct  483  
IEPLERGSGLVYESQVRMDAIRLRYQREIEYQLPIALSQGLYGWEVTDLKVTLLTGEDHV  542

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              S P DF     I +   L   GT LLEP + F +  P++   +   D      T 
E  
Sbjct  543  
MHSNPGDFIIATTIGIMNGLNNIGTTLLEPIIKFRISVPEDIGGKVLGDIINMRGTFEAP  602

Query  569  QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +        GE+PA     Y   L   ++G+ V  TEL  Y+
Sbjct  603  MISNGNFTVQGEMPASTSLDYSVRLGIISSGKGVISTELSSYK  645

>AHF55824.1 tetracycline resistance protein, partial [bacterium 
KWD-2-3]
 AHF55829.1 tetracycline resistance protein, partial [bacterium 
KWD-2-7]
 AHF55830.1 tetracycline resistance protein, partial [bacterium 
KWD-2-1]
 AHF55831.1 tetracycline resistance protein, partial [bacterium 
KGJ-2-3]
Length=212

 Score = 334 bits (856),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180



Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_041048094.1 GTP-binding protein [Paenibacillus sp. VKM B-2647]
 KIL40446.1 GTP-binding protein [Paenibacillus sp. VKM B-2647]
Length=663

 Score = 350 bits (897),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 213/629 (34%), Positives = 346/629 (55%), Gaps = 
23/629 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I N+GI AHVDAGKTT TE +LY SG I   GSV+ GTT TD + +ER+RGI++
+AAVT
Sbjct  8    
QIRNVGIFAHVDAGKTTTTEHILYESGRIRTLGSVDDGTTLTDWLDVERERGISVRAAVT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F  +  +VN+VDTPGH+DFL+EV RSL V+DGA+L++SA +GV+AQT +++ ALR 
+ I
Sbjct  68   
RFFRNGVQVNLVDTPGHVDFLSEVERSLRVMDGAVLIVSAVEGVRAQTELIWQALRDLRI  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIEA  174
            PT+ ++NK+D+ G D    ++S+R  LS       A I   +  + S  ++ E+ + 
+ +
Sbjct  128  
PTIFYVNKLDRVGADPMRAIKSIRRLLSNGAIPLQAPIGADENFTGSANLLREDTSGLPS  187

Query  175  W---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                      + V E +++LLE+YI    ++R +L+ + +  +  + LFPV +G++ 
+G+
Sbjct  188  
GAELYLNLLVETVAERDEELLERYIEKGHLTRAELLPQLEDGIFRSELFPVLFGASNRGI  247

Query  226  GIQPLMDAV-
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            GI  LMDA+   L  P+G+   A + G VFK+E      R  Y+RLY+GTLR R+ 
V   
Sbjct  248  GIPDLMDAILRWLPGPVGDS-
EAPVAGIVFKLERDPDMGRVAYVRLYNGTLRNREIVHNV  306

Query  285  GRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDP  342
             ++ + K+T++R     +         G++  +      R+ D+ G    +P +  
R+  
Sbjct  307  TQDIREKVTQIRKIDARKSEDVGILQAGDLAAVFGLSRARIGDIFGSAAGIPGE--



RKLA  364

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +P+L   +  ++ A   +++ A  +LAD DPLL  +      E+ L  +G +Q+EV
++++
Sbjct  365  
VPLLTVQVRWRSEADYPKVVAAFQELADEDPLLDLQWQQEDRELHLKVMGPIQIEVLASV  424

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L  ++ L+     PSVIY E P +A    +   + P P WA +   + P   GSG
+QY S
Sbjct  425  LKSRFGLDVDFDPPSVIYKETPTRAGEGFVSYTM-
PKPCWAILRFRIEPGERGSGLQYSS  483

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
                  L +S+QN V   +   L QGL GW VTD K+    G ++   + P DF    
P+
Sbjct  484  
MARPERLLESYQNEVARRVPEALRQGLRGWEVTDLKVTLVEGEHHVWHTHPLDFVVATPM  543

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             +   L  +GT LLEP L F L  P+E+  +  ++        ++  ++   +   
G +P
Sbjct  544  
GIMNGLANTGTTLLEPLLHFRLSVPEEFGGKVMNELVIMRGEFDSPWIRSGRLEIEGLLP  603

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                  +   L   T GR +  T    Y+
Sbjct  604  VATSLDFPARLGSMTKGRGILSTTFACYR  632

>WP_079431487.1 GTP-binding protein [Streptomyces katrae]
Length=650

 Score = 349 bits (896),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 229/652 (35%), Positives = 344/652 (53%), Gaps = 
26/652 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G T+ D++ +ER+RGITI+
+AV +F
Sbjct  1    
MNLGILAHVDAGKTSLTERLLYAAGVIDEIGSVDAGNTQADSLEMERRRGITIKSAVVNF  60

Query  64   QWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
                      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
L+++



Sbjct  61   
PLGSGESAVSVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLKRL  120

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---------
LSPEIVLEENT  170
            +IPT++F+NK D+ G D   V++ +  +L+  +I    V+         +S     
+E  
Sbjct  121  
SIPTLLFVNKADRPGADDARVLREIERELAVPVIRMGRVTAGIGTKAARISASTGGDEAY  180

Query  171  DIEAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                 D +  ++D LL  Y+      P +R +     Q R   A ++PVY GSA  
G GI
Sbjct  181  TRHLLDVLTTHDDDLLGAYLDHGTSLPYARLRTALAAQTRT--
ARVYPVYVGSAITGAGI  238

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L++ +  L           L   VFKVE    G+R  Y+RL+SG L  R  V +
+G  
Sbjct  239  
DGLVEGIGELLPAAHGDPHGPLSARVFKVERGQGGERIAYVRLFSGELGARAHVPVSG-T  297

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKR--
WREDPLP  344
            + K+TE+ +  +G+ VR   A  G+I  L    +VR+ DV+G   R P  R   R    
P
Sbjct  298  RHKVTELAVFDRGKAVRRPVARAGQIATLRGLPTVRIGDVVG---
REPEGRPYGRVFAAP  354

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L + + P    +   L  AL QLA+ DPL+    D    E  +S  G VQ EV+
+A L+
Sbjct  355  
TLESVVVPADPERTGDLHTALAQLAEQDPLIGLRQDPDGGEPSVSLYGEVQKEVLAATLA  414

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E+Y +    +E + I +ER     +    ++   NPF A++GL V P  +GSGV +   
V
Sbjct  415  
EEYGITVSFRETTPICVERVTGTGAAYEVLDHEGNPFLATVGLRVEPAPVGSGVVFRREV  474

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L   +  AV + +   L QGL GW V DC +   +  + S  ST  +FR+L 
P+VL
Sbjct  475  
ELGSLPLGYMRAVEETVYATLRQGLSGWQVPDCAVTMTHSGFCSIRSTAGEFRALTPLVL  534

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584



              AL+++GT + EP   F L   Q+          ++ A   T     D  +  G 
+PA 
Sbjct  535  
MAALRQAGTVVHEPVHRFRLEFSQDAYPAVALALARHGAQPGTPVAVGDAYLVEGHLPAD  594

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
             +     +L   T+G  V  T    Y+ +   P ++ R  ++ L++  ++  
Sbjct  595  RVHGLERELPELTSGTGVLETAFAHYRPSR-TPRVRERSDHNPLNREEYLLH  
645

>OFY36837.1 hypothetical protein A2W91_00175 [Bacteroidetes 
bacterium GWF2_38_335]
 OFY79736.1 hypothetical protein A2281_09770 [Bacteroidetes 
bacterium RIFOXYA12_FULL_38_20]
Length=651

 Score = 349 bits (896),  Expect = 4e-108, Method: Compositional 
matrix adjust.
 Identities = 202/618 (33%), Positives = 333/618 (54%), Gaps = 
12/618 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K INIGILAH DAGKT+LTE+LL+   AI + GSV+KGT  TD + +E++RGI++
+AAV 
Sbjct  4    
KTINIGILAHADAGKTSLTENLLFIGNAIKQKGSVDKGTASTDFLDIEKERGISVRAAVN  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F W    +N+VDTPGH+DF AEV R++++ D  +LV+SA +GVQ+ T  ++  L+
+ NI
Sbjct  64   
TFSWDTITINLVDTPGHVDFSAEVERAISISDAVVLVVSAVEGVQSHTETIWQTLKECNI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----SPEIV---
LEENTDIEA  174
            P   FINKID+ G D + V++ +R +L+  ++  Q V+     + +IV    +   
D   
Sbjct  124  
PVFFFINKIDRTGADCELVLEEMRKELTNRLVFMQDVTGEGTDAADIVPLFADSAFDTRL  183

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + +IE +  LL+ Y +G+ I+ + L+      +    LFPV+ GSAK   GI+ L
+  +
Sbjct  184  
VENIIEPDSTLLDLYFSGKEIANQDLISSFSSSIAQGKLFPVFAGSAKNEKGIRELLTGL  243

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITE  293
                    ++    L   VF++++     +   +R++SGT++ RD +    +EK  



K+ +
Sbjct  244  
ASFLVQEQDKSDEDLSALVFRMDHDKTLGKLAGIRIFSGTIKARDLIKNITKEKDQKVAQ  303

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R    G++   +    GEI  +   S  ++ D+LG    +P     +DPL  L   
+  
Sbjct  304  LRKYRGGKLEPVEVLMAGEIGAVSGLSETQIGDILGSEKYIPEHHRIKDPL--
LTVQVKA  361

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                   RL  ALT+L+  DP L  + +    E+ L  +G +Q+E++  LL  ++ 
++  
Sbjct  362  
VDGKDYARLAAALTELSAEDPALNFDWNRENEEMHLQLMGWIQIEILEYLLDNRFGVKAK  421

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +EP+VIY E P K         + P P WA +   + PL  GSGV Y+S+VS+  
++Q 
Sbjct  422  FEEPTVIYKETPKKQGEGYARYWM-
PKPCWAIVKFLIEPLEQGSGVVYQSKVSVDKIHQK  480

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            +QN V   I   L+QG+ GW VTD KI    G  +   S P DF     + +   L  
+G
Sbjct  481  
YQNEVERTIPLALKQGIKGWEVTDIKITLIDGEDHEMHSRPGDFIIATYMGIMNGLVNTG  540

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T  LEP++S+ + A +E L +   D  +    I   +++  + +  G +P      
+   
Sbjct  541  
TDFLEPHVSYKITANEELLGKIAGDINQMRGQIGNPEIENGKFLLRGTVPVATSLDFPVR  600

Query  593  LAFYTNGRSVCLTELKGY  610
            L+  + G++   T   GY
Sbjct  601  LSSRSGGKAKISTRFHGY  618

>WP_013919165.1 GTP-binding protein [Paenibacillus mucilaginosus]
 AEI44012.1 small GTP-binding protein [Paenibacillus mucilaginosus 
KNP414]
Length=672

 Score = 350 bits (897),  Expect = 5e-108, Method: Compositional 
matrix adjust.
 Identities = 234/656 (36%), Positives = 343/656 (52%), Gaps = 
32/656 (5%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I  PGSV+ GT +TD M +ER+RGI++
+AAVT + 
Sbjct  16   
NVGIFAHVDAGKTTTTEQMLYRSGRIRTPGSVDDGTAQTDWMDVERERGISVRAAVTRYG  75

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    VN+VDTPGH+DFL+EV RSL V+DGA+LV+SA +GVQAQT +++ ALR + 
IPT+
Sbjct  76   
WKGTDVNLVDTPGHVDFLSEVERSLRVMDGAVLVVSAVEGVQAQTEVVWQALRALGIPTL  135

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLEENTDIEAWDA  177
            I+INK+D+ G D    ++ VR  LS   +        ++  + S +++     + 
EA   
Sbjct  136  
IYINKLDRVGADGLRTLEEVRRTLSPLAVPVQAPQGAEERFAGSADLLGITEAEGEAEGG  195

Query  178  VIENNDKLLEKYIAGEPISREKLVRE------EQRRV-----
QDASLFPVYYGSAKKGLG  226
            V    D L E     E    ++ + E      E R V     +   LFPV +G++ 
+G+G
Sbjct  196  
VTPYLDLLAEAAAEREEALLQRYLEEGGLSPSEMRPVIAGAARRGELFPVLFGASARGIG  255

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            I  L+DAV  L           L G VFK++      R  Y+RLYSGTLR RDTV    
R
Sbjct  256  
ITELLDAVGELLPAPAPPADEGLSGVVFKLDKDPAMGRIAYVRLYSGTLRNRDTVNNHTR  315

Query  287  E-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL-  343
              + K+T++R               G+I  +      R+ D+LG P  +P  +    
PL 
Sbjct  316  
GLQEKVTQIRRIEGPRTEDMGVLTAGDIAAVYGLGRARIGDILGVPDHVPGVQ----PLA  371

Query  344  -
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P+L   +  ++ A    ++ A  +LAD DPLL  +      E+ +  +G +Q+EV
++ L
Sbjct  372  
VPLLTVQVHWESEAAYPAVVAAFQELADEDPLLDLQWIPENRELHVRVMGPIQMEVLTHL  431

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L  ++        PSVIY E P  A    +   + P P WA +   + P   GSG+
+Y S
Sbjct  432  LHSRFGQRVTFGPPSVIYKETPASAGEGFVAYTM-



PKPCWAVLRFLIEPGERGSGLRYRS  490

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
                  L +S+QN V   +   L QGL+GW VTD  +    G ++   + P DF    
P+
Sbjct  491  
LARGERLLESYQNEVARRVPEALLQGLYGWEVTDLSVTLLEGEHHVWHTHPLDFVVATPM  550

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             +   L  +GT+LLEP L F L AP+E   R  H+  +  A  ET+  +   +   
G +P
Sbjct  551  
GIMDGLATTGTKLLEPLLRFRLSAPEEAAGRLLHELAEMRAVYETSVGQGGRMEMEGLLP  610

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI---QPRRPNSRLDKVRHMF  
635
                  + + L   T GR V  T   GYQ A   P +   +PRR  + LD+ +++ 
Sbjct  611  VATSLDFPSRLGSLTKGRGVLSTSFAGYQEA--PPDVRAERPRRGVNPLDQAKYIL  
664

>WP_088490834.1 GTP-binding protein [Saccharibacillus sp. O23]
 OWR27094.1 GTP-binding protein [Saccharibacillus sp. O23]
Length=692

 Score = 350 bits (899),  Expect = 5e-108, Method: Compositional 
matrix adjust.
 Identities = 226/688 (33%), Positives = 342/688 (50%), Gaps = 
57/688 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            + + NIGI AH+DAGKTT TE +LY SG+I   GSV+ GTT TD++ +ER+RGI++
+AA 
Sbjct  5    
LTVRNIGIFAHIDAGKTTTTEYMLYRSGSIRAAGSVDNGTTSTDSLDVERERGISVKAAS  64

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  W   ++N+VDTPGH DFLAEV RSL V+DGA+L++SA +GVQAQT +L+ 
ALR MN
Sbjct  65   
ASLLWQGTRINLVDTPGHADFLAEVERSLGVMDGAVLIVSAAEGVQAQTEVLWEALRLMN  124

Query  121  IPTVIFINKIDQAGV-------------------------DLQSVVQSVRD-----
KLSA  150
            IPT+I++NK+D+ G                          D +     VR+     
+ +A
Sbjct  125  
IPTLIYVNKLDRVGASFERTLADIARLLSPNALAVQRPLPDEEGGFAGVRELWRSRENAA  184

Query  151  DIIIKQTVSLSPEIVLEE-------------NTDIE------



AWDAVIENNDKLLEKYIA  191
            +    +     P +                 +TD E      A +   E +++LL 
+YI 
Sbjct  185  
NAGFAENAFAEPGLAHSALARTGPPSDDSGLSTDEEDAFRSAAAEKFAEFDEELLLRYIE  244

Query  192  
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCG  251
            G+     + V           +FPV  G + KG+GI  L+DA+             
AL G
Sbjct  245  GDVPELNETVSLLAEYAASGRIFPVCCGCSAKGIGIGELLDAMLAFLPAP--
PPRPALSG  302

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYP  310
             VFK+E      R  ++RLY GTLR RD V L GRE + KIT++R+    ++V      
P
Sbjct  303  
IVFKIERDRSMGRAAWVRLYGGTLRNRDAVKLEGRETEQKITQIRVLDGLKLVDAGEIKP  362

Query  311  GEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+I  +       + D +GDP  +P     E  +P+L   + P++ A   R  +AL 
+L 
Sbjct  363  GDIAAVYGLTDAAIGDKIGDPALVPTTP--
EMAVPLLTARVLPESEADYTRTAEALRELT  420

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
            D DPLL         E+ +  +G +QLEV+++++  ++ L      P+VIY E P     
Sbjct  421  
DEDPLLGLAWLPELRELHVRMMGTIQLEVLASIMYSRFGLRVGFGPPAVIYKETPAAVCE  480

Query  430  
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGL  489
              +   + P P WA +   + P + GSG+ Y S      +  ++QN V   +   L
+QGL
Sbjct  481  GRVAY-
LAPKPCWAILHFRIEPGARGSGLVYRSEARADDILPAYQNEVERRVPEALKQGL  539

Query  490  
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQE  549
             GW VTD  +   YG ++   + P DF    P+ +   L   GT+LLEP L F +  
P+E
Sbjct  540  
HGWEVTDLIVTLTYGQHHVWHTHPLDFVIATPMGIMNGLASGGTKLLEPVLRFRISVPEE  599

Query  550  
YLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            Y  R   D  +  A       +    V  G +PA     Y   L  ++ G+ V     
+G
Sbjct  600  
YAGRVMSDLSRMRAEFAAPAAEGARFVVEGTVPAATSMDYFATLRSFSGGKGVMTASFEG  659



Query  610  YQ-AAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Y+ A  G   ++ R   + LD+ +++  
Sbjct  660  YRDAPEGTEAVRARSGINPLDEAKYILS  687

>WP_069464604.1 GTP-binding protein [Streptomyces rubidus]
 SEO69273.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
rubidus]
Length=673

 Score = 350 bits (897),  Expect = 5e-108, Method: Compositional 
matrix adjust.
 Identities = 236/662 (36%), Positives = 343/662 (52%), Gaps = 
27/662 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T TD++ LER+RGITI
++AV
Sbjct  1    
MRSLNLGILAHVDAGKTSLTERLLHTAGVIDAVGSVDDGSTTTDSLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++ 
Sbjct  61   
VSFPLGGRTVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQPQTRILLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IPT++F+NK+D+ G  L   +  +R +L+ D++   T +         +   + ++
+   
Sbjct  121  
IPTLVFVNKLDRGGAGLDRTLDGIRARLTPDVVPMVTATHQGGRDARTAARSLADDSFRT  180

Query  173  EAWDAVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +    + E ++ LL  ++  E  +  ++L      +     + PVY GSA  G G+  
L+
Sbjct  181  
DLLAVLAERDEALLAAWVRDEASVGGDRLGAVLAEQTARCLVHPVYAGSAVTGAGVDELI  240

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGR--E  287
              +  L        +A   GSVFKVE    G+R  YLRL SGT+R RD + +  
AGR   
Sbjct  241  
GGLRELLPAPRRDPAAPASGSVFKVERGPAGERITYLRLVSGTVRTRDRLPVLRAGRVAG  300

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + ++T + +   G  VR+     G I  +     VR+ D+LG P           P 



P L
Sbjct  301  
EGRVTALGVFDHGTEVRSGEVAAGRIARVWGLGDVRIGDILGVPPGDAPHEHHFAP-PTL  359

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +A +  A R  L  ALT LA+ DPL+    D +  EI +S  G VQ EV+ A 
L+E+
Sbjct  360  
ETVVAARDPADRGALHTALTLLAEQDPLIDLGRDEVRQEIAVSLYGEVQKEVIQATLAEE  419

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + ++ V    + +++ERP          E   NPF A+IGL V P   GSGV++   
V L
Sbjct  420  
FGVDAVFHGTTTLHIERPCGTGEAVEVKEKDGNPFLATIGLRVEPAPAGSGVEFRREVEL  479

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G L  +F  AV + +   L QGL GW VTDC +   +  Y             S  
ST  
Sbjct  480  
GSLPYAFFKAVEETVEQTLRQGLHGWQVTDCVVTMTHSGYNARQSHAHAVFDKSMSSTSG  539

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P+VL  AL+ +GT++ EP   F L  P   L           A       
+ D 
Sbjct  540  
DFRNLTPLVLMTALRRAGTRVHEPMHRFRLDIPAGLLGTVLPGLAGLRAVPRGTVPQGDG  599

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             V  G++PA  + A    L   T G  V  T    Y    G    + R  ++ L +  
++
Sbjct  600  
YVVEGDVPAVRVHALEQQLPTLTGGEGVLETAFDHYDEVRGPAPERARTDHNPLHRKEYL  659

Query  635  FQ  636
             Q
Sbjct  660  LQ  661

>WP_020517034.1 GTP-binding protein [Actinoplanes globisporus]
Length=633

 Score = 348 bits (894),  Expect = 5e-108, Method: Compositional 
matrix adjust.
 Identities = 231/658 (35%), Positives = 344/658 (52%), Gaps = 
54/658 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G+TRTDT+ LER+RGITI
++AV
Sbjct  1    
MATLNLGILAHVDAGKTSLTERLLYAAGVIDELGSVDAGSTRTDTLELERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPLRGTTVNLIDTPGHPDFIAEVERILGVLDGAVLVISAVEGVQAQTRVLARTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IPT+IF+NK+D+ G     ++  +  ++S  ++    VS   + +  + E+ D+     
+
Sbjct  121  
IPTLIFVNKVDRGGARFAGLLDEIAARVSPALVPMSRVSHLGTRDAAVGEHVDLL---RL  177

Query  179  IENNDKLLEKYIAGEPISREKLVREEQR-----
RVQDASLFPVYYGSAKKGLGIQPLMDA  233
             +++D +LE  +             E+R     R  D  + PV++GSA  G GI  
L+  
Sbjct  178  ADHDDAVLEALV-------------EERTPPPLRAHD-
DVHPVFFGSAITGAGIDALITG  223

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +  L  P+GE  +    G+VFKV+    G++  YLR++ GTLR+RDTV        
++T 
Sbjct  224  IVSLL-PVGESKAGEPSGTVFKVDRGPAGEKVAYLRMFDGTLRVRDTVG-----
DDRVTG  277

Query  294  MRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + + + G          G+I  +     V++ D +G   R  + R  +   P L T 
+  
Sbjct  278  ISVFADGGTQTRAEIGAGQIGTVRGLTRVKIGDSVG--
VRQGKARKAQFAPPSLETAV--  333

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              A++R  L  AL +LA+ DPL+    D    E+ +S  G VQ EV+ A L+E+Y 
L+  
Sbjct  334  -
LASRRADLHAALAELAEQDPLINLRQDDERREVYVSLYGEVQKEVIQATLAEQYGLQVT  392

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             +E + +++ER     +     +V PNPF A+IGL ++P     G+ +E  V  G 
+  +
Sbjct  393  FRETTTLHIERLAGEGAAVEFNKVDPNPFLATIGLRLSPFQ--
GGITFELGVEPGAMPAA  450



Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  AV   +R  L QGL GW V DC +   +  Y             S  ST  
DFR L 
Sbjct  451  
FFVAVEQTVRETLRQGLRGWPVPDCAVTMTHSGYSARQSHSHAVFDKSMSSTAGDFRLLT  510

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+V+  AL+ +GT + EP  +F    P + +        +  A      V        
GE
Sbjct  511  PLVVMAALRRAGTVVHEPIHAFTAEVPPDTVPAVLPLLARLGAIPLATGVHG----
IDGE  566

Query  581  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            IPA  +   +  L   T G  V  +    Y A  G P  + R     LD+  ++ + 
V
Sbjct  567  
IPAAKVHELQRRLPALTRGEGVLDSAFDHYAAVRGIPPARQRTGPDPLDRKEYLLRVV  624

>WP_062369874.1 GTP-binding protein [Rhizobium altiplani]
 KWV53960.1 GTP-binding protein [Rhizobium altiplani]
Length=645

 Score = 349 bits (895),  Expect = 5e-108, Method: Compositional 
matrix adjust.
 Identities = 218/646 (34%), Positives = 342/646 (53%), Gaps = 
17/646 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI++ GSV+ G T+TD++ +ERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIAKLGSVDGGNTQTDSLAIERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+ +   VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFRMNDLDVNLIDTPGHPDFIAEVERILRLLDAAIVVVSAVEGVQAQTRVLVRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIE---AWD  176
            IP ++F+NKID+ G     VV  +  +L+   I + +   +   +   E+ D+     
+ 
Sbjct  121  
IPFLVFVNKIDRMGARYLDVVADIAKQLAVRPIAMMEARDIGSRVASAESIDVSHDPGFS  180

Query  177  AVIE----NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231



            A+ E    N+D LL  ++A  E ++  +L +    +V +  + PVY G A  G G+  
L+
Sbjct  181  
ALCEMLTVNDDCLLRDFVAAPERLTPARLTKALADQVANGLIHPVYCGVAMTGTGVSELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +  L           + GS+FK+E    G++  YL L SGT+  R  + L      
K+
Sbjct  241  SGIETLLPSRTPSPDGPVKGSIFKIERGWGGEKLAYLNLTSGTVTARGHLQLP-
TGNAKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRWREDPL--
PMLRT  348
            T +++  +G + R + A  G+I  +      L D  +GD      + + E     P 
L T
Sbjct  300  TSIQVFGEGNLHRHEYACAGQIAKIGG----
LTDARIGDEVGADGRSYLEGQFAPPTLET  355

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             ++P+  ++   L  AL  L++ DPL+    +    E+ LS  G VQ EV+ A L   
Y 
Sbjct  356  
QVSPQQPSENRALWVALQHLSEQDPLINLRTNEDASEMYLSLYGEVQKEVIQATLLADYG  415

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +  V +E +VI +ER +   S    I   PNPF A+IGL V P   G+G  +   V 
+G 
Sbjct  416  
INAVFQESTVILVERVIGTGSGLEVIFKEPNPFLATIGLRVEPRPEGTGNSFAMEVDVGQ  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  +F  A+ + +   L+ G+ GW V DC +      ++SP ST ADFR L P+VL  
AL
Sbjct  476  
MPAAFYRAIEETVSETLKAGIHGWQVIDCHVALTSVRHHSPSSTAADFRGLTPLVLAAAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              + T + EP   F L  P   L +      K  A+ E   +++      G + +  
+QA
Sbjct  536  
TSARTIICEPIERFRLEVPVTALPKVQVALAKSGASTEETLIERGIAQLRGMVTSAQVQA  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             R  L   + G  V  +    +     +P  + R   +  D++ ++
Sbjct  596  MRRVLPGLSGGAGVLESAFDHHSPIAVRPRARARTGANPFDRINYL  641

>AHF55842.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-11]



Length=212

 Score = 333 bits (855),  Expect = 5e-108, Method: Compositional 
matrix adjust.
 Identities = 159/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLGRVQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGRVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_089296998.1 GTP-binding protein [Actinoplanes regularis]
 SNS46785.1 ribosomal protection tetracycline resistance protein 
[Actinoplanes 
regularis]
Length=651

 Score = 349 bits (895),  Expect = 6e-108, Method: Compositional 
matrix adjust.
 Identities = 226/645 (35%), Positives = 340/645 (53%), Gaps = 
32/645 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + N+GI+AHVDAGKT+LTE LLY +GA+S+PGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MPLTNLGIVAHVDAGKTSLTERLLYEAGAVSQPGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       VN++DTPGH DF+AEV RSL VLD A+LV+S  +GVQ QT  ++ 



ALR++ 
Sbjct  61   
TSITLGDLTVNLLDTPGHPDFIAEVERSLGVLDAAVLVVSGVEGVQPQTVAIWRALRRIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +PTV F+NK+D+ G D++ V   +R++L A  +   TV+         +  + A D    
Sbjct  121  VPTVFFLNKVDRRGADVERVSAQIRERLGARPVTLTTVTGQG----
GRDARVRAVDLGTE  176

Query  177  ----AVIENNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLM  231
                AV E +D +  +++ GE  +R + VR   RR V+ A L PV  GSA  G G+  
L 
Sbjct  177  AVVEAVAEVDDAVAARWLTGE-
RARVRDVRLAIRRAVRRAELNPVACGSAITGAGVPQLR  235

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +  L  P  ++    L G+VF V+  D G RR +LRL+SG L++RD V L+G     
+
Sbjct  236  HLLAQLL-PRCDERDGPLAGTVFAVDR-
DTGGRRTWLRLWSGRLQVRDRVRLSGARPQTV  293

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            T++ +     ++   +A  G+I  +   S R+   +GDP   PR+     P P  +  
+ 
Sbjct  294  TQIAVSEPAGVLSRTSASAGQIAAVRGLSARIGQHVGDP---
PRRHAYRFPPPTRQALVE  350

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   AQR  +   L +LAD DPL+   +D    + ++   G VQ EVV+ALL ++Y 
+  
Sbjct  351  
PVDPAQRLAMFAGLAELADEDPLVDLRLDEQQAQAVIRLHGEVQKEVVAALLEDRYGVRV  410

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                     +ER     +    ++   NP+ A +GL +     G GV++   +  G 
L  
Sbjct  411  
RFSGTLTACIERIAGTGTAEDRVKERGNPYLAGLGLRIEAAPAGHGVEFRPGIEPGRLPP  470

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSL  519
            +F  A  +G+R    QG  GW VTD  +   +  Y+   S P            
ADFR+L
Sbjct  471  
AFVTATEEGVRAAFRQGRHGWPVTDGTVTMTFSQYWPRQSKPHQKFDKSISTVAADFRNL  530

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579



            A +V   AL+ +GT++ +P   F +  P   +        +  A +    V    +  
+G
Sbjct  531  
AQVVSAAALRAAGTRVCQPIERFDVNLPHHTVDAVMALLGRLGAVVHDTAVTGGYLEVSG  590

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRR  623
            ++P+  +      L   T G +V +T    Y    G+ P   PRR
Sbjct  591  DLPSSRVPRVVAALPDLTGGEAVLITRFDHYAPITGEDPPALPRR  635

>WP_090116095.1 GTP-binding protein [Cohnella sp. OV330]
 SFB46556.1 ribosomal protection tetracycline resistance protein 
[Cohnella 
sp. OV330]
Length=670

 Score = 349 bits (896),  Expect = 6e-108, Method: Compositional 
matrix adjust.
 Identities = 229/657 (35%), Positives = 341/657 (52%), Gaps = 
34/657 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L+ASG I   GSV+ GT +TD++ +ER RGI++
+AAVT F 
Sbjct  13   
NIGIFAHVDAGKTTTTEQMLFASGRIRTAGSVDDGTAQTDSLEVERARGISVRAAVTRFA  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    VN+VDTPGH+DFLAEV RSL V+DGAIL++SA +GVQAQT +++ ALR++N
+PT+
Sbjct  73   
WQGIDVNLVDTPGHVDFLAEVERSLRVMDGAILIVSAAEGVQAQTEVVWQALRELNLPTI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDIE  173
            +++NK+D+ G D   V++ +R  LS   +            K TV L PE         
E
Sbjct  133  LYVNKMDRIGADPDGVLRQIRRLLSPAAVPVQAPVGTEDGFKGTVGL-
PEAADGRGERSE  191

Query  174  AWDAVIE--------NNDKLLEKYI--AGEPISREKL-
VREEQRRVQDASLFPVYYGSAK  222
              DA  +         ++ LL +Y+     P +  K  + E  RR     L+PV 
+G++ 
Sbjct  192  WADAFGQMLAEAAAERDEALLTRYLEEGSLPAADTKASICEGARR---
GELYPVLFGASA  248

Query  223  
KGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
            +G+G++ LMDA+  L  P     +  + G VFK+E      R  Y+RLY GT+  
RD + 
Sbjct  249  



RGIGVRELMDAMVELLPPPAGDPAGDVSGVVFKLERDPAMGRIAYVRLYGGTIANRDVIP  308

Query  283  LAGREKL--KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWR  339
              G E    KIT++R               G+I  +   S  R+ D++G P  +P    
R
Sbjct  309  -
GGAEGTGDKITQIRKADGNRWEDVGVLEAGDIAAVCGWSRARIGDIVGSPDGVPGA--R  365

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            +  +P+L      ++ A+   ++ A  +LAD DP L  +      E+ L  +G +Q 
EV+
Sbjct  366  
QLAVPLLTVQAFWRSEAEYPAVVAACRELADEDPALALQWMQDERELHLKVMGPIQTEVL  425

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            +++L  ++ L      PSVIY E P  A    +   + P P WA +   + PL  
GSG+ 
Sbjct  426  ASVLQSRFGLAVTFGPPSVIYKETPASAGEGFVAY-
LAPKPCWAILRFLIEPLPRGSGLV  484

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES+     L  S+QN V   +   L QGL GW VTD K+    G ++   + P 
DF   
Sbjct  485  
YESKERGERLLDSYQNEVARRVPEALRQGLLGWEVTDLKVTLVEGEHHVWHTHPLDFVIA  544

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+ +   L  +GT+LLEP L F L  P E+  +  ++     A I   +   + +   
G
Sbjct  545  
TPMGIMDGLARTGTRLLEPVLKFKLSVPAEFAGKLMNELLLMRAVIGAPEPAGERLEIEG  604

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN-
SRLDKVRHMF  635
             +P      +   L   T GR V      GYQ A     +Q +R   + LD+ + + 
Sbjct  605  
RLPVADSLDFPARLGSMTKGRGVLSASFAGYQEAPEDVAVQRKRSGVNPLDQAKFIL  661

>AHF55839.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-5]
Length=212

 Score = 333 bits (855),  Expect = 6e-108, Method: Compositional 
matrix adjust.
 Identities = 157/212 (74%), Positives = 181/212 (85%), Gaps = 0/212 
(0%)

Query  327  



LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +K+P+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEVKIKKPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>AHF55836.1 tetracycline resistance protein, partial [bacterium 
KWD-2-18]
Length=212

 Score = 333 bits (855),  Expect = 6e-108, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAPLPLGSGVQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180



Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>AHF55826.1 tetracycline resistance protein, partial [bacterium 
KWD-2-5]
Length=212

 Score = 333 bits (855),  Expect = 6e-108, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYCVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_057311173.1 GTP-binding protein [Paenibacillus sp. Soil766]
 KRF02431.1 GTP-binding protein [Paenibacillus sp. Soil766]
Length=665

 Score = 349 bits (896),  Expect = 6e-108, Method: Compositional 
matrix adjust.
 Identities = 220/627 (35%), Positives = 338/627 (54%), Gaps = 
26/627 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE LLY SG I   GSV+ GT +TD++ +ER+RGI++++A 
TS  



Sbjct  12   
NVGIFAHVDAGKTTTTEHLLYLSGRIRALGSVDSGTAQTDSLEVERERGISVRSATTSLV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGAIL+ISA +GVQ+QT +++HAL+ + 
IPT+
Sbjct  72   
WQNTWINLVDTPGHVDFLSEVERSLRVMDGAILIISAVEGVQSQTEMIWHALQTLRIPTL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDI-----  172
            +++NK+D+ G D + V++ +  +L+       A + I+ T     + VL++   +     
Sbjct  132  LYMNKLDRVGADPERVLREIHKQLTGMAVPIYAPLGIEDTFR-
GAQNVLDDALAVGAPHG  190

Query  173  ----
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                 A + + E ++ +L  YI G PI+   +    QR  +    FP+  G++ K 
+GI+
Sbjct  191  
FDLASAVEKLSELDEPMLTSYIEGAPIAAHDVKAALQRYARQGEAFPLLVGASSKAIGIE  250

Query  229  PLMDAVTG-LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAG  285
             L+ AV   L +P G+     L   VFKVE      R  Y+RLY GT+R RDTV  
A  G
Sbjct  251  ELLAAVLDYLPEPRGD-
AEQPLSAVVFKVERDKSMGRMAYVRLYEGTIRNRDTVVNATQG  309

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
             E+ K+T++R     +         G+I  +     VR+ DVLG    +P        
+P
Sbjct  310  VEE-KVTQIRRIDGRKAEDLGVVAAGDIAAVCGLTQVRIGDVLGRQDSVPPA--
PRMAVP  366

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   +  ++ AQ   L+ AL +L D DPLL  +      E+ +  +G +QLE+++
+LL 
Sbjct  367  
LLTVQVHAESDAQYPALVAALQELTDEDPLLDLQWLQDERELHVKVMGAIQLEILTSLLR  426

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             ++ L     +PSVIY E P +     I   + P P WA +   +   + GSG+ 
YES+V
Sbjct  427  SRFGLAVRFDQPSVIYKETPSQTGEGFIAYTM-
PKPCWAILRFRIETGAPGSGLVYESQV  485

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
                L   +QN V   +   L+QGL GW VTD  +    G ++   + P DF    



P+ +
Sbjct  486  
RGEQLLVQYQNEVARRVPEALQQGLLGWEVTDVLVTLVEGEHHVWHTHPLDFAVATPMGI  545

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L ++GT LLEP L   +  P+E+  +   D  +  A+ +   +     V  G 
+P  
Sbjct  546  
MQGLAQTGTTLLEPMLQVRITVPEEFGGKVLSDLVQMRASFDAPNIAGGRFVLEGRLPVA  605

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                Y   L+  + GR V  +   GYQ
Sbjct  606  TSLEYPVKLSAMSGGRGVITSSFAGYQ  632

>OIV36439.1 GTP-binding protein [Streptomyces gilvigriseus]
Length=646

 Score = 348 bits (894),  Expect = 7e-108, Method: Compositional 
matrix adjust.
 Identities = 239/663 (36%), Positives = 340/663 (51%), Gaps = 
48/663 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL  +G I   G V+ GTTRTD++ LER+RGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLLHAGVIDTLGRVDAGTTRTDSLELERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQT +L   L 
++ I
Sbjct  63   
SFRLGGAVVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTLVLHRTLARLGI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--
KQTVSLSPEIVLEENTDIEAWDAVI  179
            PT++F+NK D+ G D   V + +R++L A ++          PE +LE         
A+ 
Sbjct  123  
PTLLFVNKTDRRGADPARVREEIRERLGAAVVPMGADGAPRRPEELLE---------ALA  173

Query  180  ENNDKLLEKYIAGEPISREKLVREEQR-----
RVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E +D  L  Y     + R  L+    R     R +   L P + GSA  G G+  L   
+
Sbjct  174  EQDDAFLPDY-----
LDRPGLLTPRHRAALADRTRRGLLHPAWQGSAATGAGVAGLAAGI  228

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294



              L  P        L  +VFKVE    G+R  Y RL+ GTLRLRD   L       
+T +
Sbjct  229  RALLVPGPPDPDGPLSAAVFKVERGPSGERLAYARLFGGTLRLRDRTELG-----
TVTSI  283

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLP--
RKRWREDPLPMLRTTIA  351
            R+   G  VR D    G I +L      R+ DVLG    LP  R+  +  P P L 
T + 
Sbjct  284  RVFEDGGAVRRDAVPAGRIALLGGLGEARIGDVLGG---
LPPGRRAVQHFPPPTLETAVL  340

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                +++  L  AL QLA+ DPL+    D + +E+ LS  G VQ EV+ A L+E++ 
++ 
Sbjct  341  
AADRSRKGALHTALAQLAEQDPLIDLRQDDLRNELYLSLYGEVQKEVIQATLAEEFGVDA  400

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +  +V++ E    + +    I  P NPF A++GL V P   GSGV++   V LG 
L  
Sbjct  401  
EFRGTTVVHREYLTGSGAAEEVIGTPSNPFLATVGLRVEPGPPGSGVRFRLGVELGSLPS  460

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSL  519
            +F  A+   +   LEQGL GW V DC +      Y+            S  ST  
DFR+L
Sbjct  461  
AFMAAIEQTVPAVLEQGLHGWKVDDCTVTLTRSGYWARQSHAHGTFDKSMSSTAGDFRNL  520

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+ +GT + EP   F +  P +          K  A  E  + +       
G
Sbjct  521  
VPLVLMDALRRAGTAVHEPVRRFRVDLPADAYGPVLAALVKARAVPEPPEQRGRRTAVEG  580

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA----
VGQPVIQPRRPNSRLDKVRHMF  635
            E+P   I+     L   T G  V  T L G + A     G+P  +PR  ++ L++  
++ 
Sbjct  581  
EVPVAGIERLERALPGLTRGEGVLETGLDGGRVAWWPVAGRPPSRPRTDHNPLNRKVYLL  640

Query  636  QKV  638
            + V
Sbjct  641  RVV  643

>WP_060516073.1 MULTISPECIES: GTP-binding protein [Ensifer]
 KQX60542.1 GTP-binding protein [Ensifer sp. Root1298]



 KQX94245.1 GTP-binding protein [Ensifer sp. Root1312]
 KRC29938.1 GTP-binding protein [Ensifer sp. Root74]
 KRD66467.1 GTP-binding protein [Ensifer sp. Root954]
Length=645

 Score = 348 bits (894),  Expect = 7e-108, Method: Compositional 
matrix adjust.
 Identities = 225/644 (35%), Positives = 336/644 (52%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD++ LERQRGITI 
A+V
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDSGNTQTDSLELERQRGITIAASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L  LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFRLGDLVVNLIDTPGHPDFIAEVERVLQSLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + F+NKID+ G     VV+ +  +LS   +I+   V         E  D        
Sbjct  121  
VPFLFFVNKIDRLGARPAEVVEEIASQLSVRPVIMSAAVEAGSRHARAEPIDFAQEPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LL+ Y+ A + ++ E+L +    ++ +  L PVY G A  G+G+  
L+
Sbjct  181  
ALSEALAANDEALLDDYVLAPQRLTVERLRKALATQLAEGLLHPVYCGIAMTGVGVPGLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         A + G +FK+E    G++  +L L SGT+  RD + L+G    
K+
Sbjct  241  
TAIETLLPAKAPAPDAPVEGRIFKIERGWGGEKLAFLNLTSGTVATRDYLVLSGGAA-KV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++  +G + + D    G I  +      R+ D +G   R  R        P L 
T +
Sbjct  300  TSIQLFDQGRLEKVDQVTAGRIAKVGGLAHARIGDWVGVDGR--
RAATFHFAPPTLETLV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+  +    L  AL QLA+ DP +         E+ +S  G VQ EV+ A LS  



+ LE
Sbjct  358  
RPRRPSDNTALWLALQQLAEQDPFINLRTSDDASEMFVSLYGEVQKEVIEATLSADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI +ERPL   +    I   PNPF A++GL + P    +G  +   V 
+G + 
Sbjct  418  
AHFEESTVICVERPLGNGTGIEIIFREPNPFLATVGLRIEPRPAAAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+ GLFGW V DC +        SP ST  DFR L P+VL 
+AL  
Sbjct  478  
ASFYRAVEEAVAETLKAGLFGWQVIDCHVAMTAARQTSPASTAVDFRRLTPLVLAEALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP  SF L AP   L+  +    K  A+   + ++       G I +  
+Q  +
Sbjct  538  
AGTVVCEPIDSFRLEAPASVLTAIHTLLAKSGASTTDSIIEGGVARLAGTIASANVQGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   T+G  V       Y    G    +PR   +  D+  ++
Sbjct  598  RQLPGLTSGAGVLENSFDHYAPIAGTQPSRPRLGANPFDRANYL  641

>WP_104410087.1 GTP-binding protein [Clostridium algidicarnis]
 PPK48071.1 ribosomal protection tetracycline resistance protein 
[Clostridium 
algidicarnis DSM 15099]
Length=680

 Score = 349 bits (896),  Expect = 7e-108, Method: Compositional 
matrix adjust.
 Identities = 219/646 (34%), Positives = 339/646 (52%), Gaps = 
45/646 (7%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILAHVDAGKTTLTE +LY SG I   GSV+ GT  TD++ +E++RGI+++++  
+  
Sbjct  9    
NIGILAHVDAGKTTLTEHILYKSGVIRSLGSVDTGTAHTDSLEVEQERGISVKSSEANLL  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV R+L++LD A++VISA +GVQ QT + F AL+ + 
IPT+
Sbjct  69   
WKGKEINIIDTPGHVDFSGEVERTLSILDAAVIVISAVEGVQPQTEVYFKALKTIGIPTI  128



Query  125  IFINKIDQAGVDLQSVVQSVRDKLS------ADIIIKQTVSLSPEIVLEENT--
DIEAWD  176
            IFINKID+ G +++ V++ +   L+       DI  + TVS   +++ +EN   ++
++ D
Sbjct  129  
IFINKIDRVGANIKRVLEDISSLLTDSFISIEDISKEGTVSPKVQLLFKENNVDNVDSND  188

Query  177  AV-----IENN----------DKLLE-----------
KYIAGEPISREKLVREEQRRVQD  210
             +      ENN          DKLLE           KY+ GE +S E +         
+
Sbjct  189  
KININDNAENNVNTSEKGKYEDKLLEALADADELLLNKYLEGEDVSFELIKESLINLTNN  248

Query  211  
ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
             S++P+ YGSA K +G+  L+D +  +     +     L   VFK++      +  
Y+RL
Sbjct  249  
CSIYPLLYGSAIKDMGVSELLDFLAEIIPIKNDFSDEELSAIVFKIKRHKTLGKLAYIRL  308

Query  271  YSGTLRLRDTVALAGRE-KLKITEM-RIPSKGEIVRTDTAY--PGEIVILPSDS-
VRLND  325
            YSG ++ RD V    +  + K+T++ ++  + EI   D  Y   GEI  +   S   
+ D
Sbjct  309  YSGEIKSRDLVYNHTKAIEEKVTQIKKLKGQKEI---
DYGYVSSGEIACVSGLSKASIGD  365

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
            VLGDP ++P+      P+  L+    PK      RL++A  +L + DPLL  +     
+E
Sbjct  366  VLGDPKKVPKVLSIAKPILTLQA--
FPKKKEDYIRLVEAFNELEEEDPLLNVQWLKEKNE  423

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            + +  +G +QLE++  +L  ++ +E    +PS+IY E PL   S        P P 
WA +
Sbjct  424  LHIQIMGMIQLEILENILKNRFDIEISFGKPSIIYKETPL-
GNSVGFEAYTMPKPCWAVV  482

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
               + PL  GSG+ YES+V    +   +Q  +   +   L QGL+GW VTD K+    
G 
Sbjct  483  
KFFIEPLERGSGLVYESQVRTDAIKLRYQREIEYQLPIALSQGLYGWEVTDLKVTLLTGE  542

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
             +   S P DF     I +   LK  GT LLEP + F +  P++   +   D      
T 



Sbjct  543  
DHVMHSNPGDFIIATTIGIMNGLKNIGTTLLEPIIKFRISVPEDIGGKVLGDIINMRGTF  602

Query  566  ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            E   +        GE+PA     Y   L   ++G+ V  TEL  Y+
Sbjct  603  EAPMISNGNFTVQGEMPAATSLDYPIRLGIISSGKGVISTELSSYK  648

>EPH39370.1 putative Oxytetracycline resistance protein 
[Streptomyces aurantiacus 
JA 4570]
Length=741

 Score = 351 bits (900),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 221/561 (39%), Positives = 322/561 (57%), Gaps = 
34/561 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+A+G I E GSV+ G+T+TD++ LERQRGITI+
+AV SF
Sbjct  16   
LNLGILAHIDAGKTSLTERLLHAAGVIDEIGSVDDGSTQTDSLALERQRGITIKSAVVSF  75

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   LR++ 
IPT
Sbjct  76   
AIDDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLAIPT  135

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NK+D+ G D + V+  +  +L+  +    TVS          P    +        
Sbjct  136  
LVFVNKVDRRGADPERVLAELAGRLTPAVAPMGTVSDPGTRAARYVPYAADDPRFTARLT  195

Query  176  DAVIENNDKLLEKYIAGEPIS------
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            + + E++D LL  Y+  +  +      R+ L   EQ R+  A + PV++GSA  G 
G+  
Sbjct  196  ELLAEHDDALLSAYVEEDAAALTSGGLRDALT--EQTRL--
ARVHPVFFGSAMTGTGLDA  251

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-EK  288
            L  AV  L           + G+VFKVE    G++  Y R++SGT+R+RD V LAG  
E 
Sbjct  252  
LTGAVKELLPAAAGAADGPVAGTVFKVERGPAGEKVAYARMFSGTVRVRDRVPLAGHAED  311

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL--PM  345



             K+T + +  +G  VR D    G+I  L     VR+ DVLGD   +P +         
P 
Sbjct  312  
GKVTAVSVFERGAAVRRDAVAAGQIAKLWGLTGVRIGDVLGDARDVPERHAVAHHFAPPT  371

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+ AA R  L  ALTQLA+ DPL+    D++  EI +S  G VQ EV+ A 
L++
Sbjct  372  
LETVVVPRRAADRAALHAALTQLAEQDPLIDLRQDTLRQEISVSLYGEVQKEVIEATLAD  431

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +    +E + I +ER +   +    I+  PNPF A++GL V P  +G+GV++   
V 
Sbjct  432  
EFGVGVEFRETTTICVERVVGTGAQVEIIDTDPNPFLATVGLRVEPAPVGAGVEFRLGVE  491

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG +  +F  AV + ++  L QG  GW V DC +   +  Y+            S  
ST 
Sbjct  492  
LGSMPYAFFKAVEETVKETLSQGPHGWEVPDCLVTMTHSGYWPRQSHAHAVFDKSMSSTA  551

Query  514  ADFRSLAPIVLEQALKESGTQ  534
             DFR L P+VL  AL+ +GT+
Sbjct  552  GDFRHLTPLVLMDALRRAGTR  572

>WP_042157825.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NBRC 110027]
 GAO10354.1 putative tetracycline resistance protein [Streptomyces 
sp. NBRC 
110027]
Length=664

 Score = 348 bits (894),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 231/651 (35%), Positives = 341/651 (52%), Gaps = 
39/651 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +N+GILAHVDAGKT+LTE LL+ +GAI E GSV+ GTT+TD+M LER+RGITI+
+AV 
Sbjct  3    
KKLNLGILAHVDAGKTSLTERLLHHTGAIEEFGSVDAGTTQTDSMELERRRGITIRSAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     KVN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQ QTRIL   LR



++ I
Sbjct  63   
TFVTDGLKVNLIDTPGHSDFIAEVERALGVLDGVVLVVSAVEGVQPQTRILMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            PT++F+NKID+ G     V++ +  +L+   +    V+          P    +     
E
Sbjct  123  
PTLVFVNKIDRRGARYGGVLEEIAKRLTPSAVAVSAVTDIGTPAARAIPRRPDDPAFATE  182

Query  174  AWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              + +  +ND  L  Y+    G  ++ ++   E  R+  D  ++PV++GSA KG G
+  L
Sbjct  183  
LGELLSLHNDAFLTSYLDLDGGARLTDKEYAEELARQTADGQVYPVFFGSALKGEGLVEL  242

Query  231  MDAVTGLFQPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----A  284
            +  +      + + +  A L G+VFKVE    G+   YLRL SG+L  RD V L     
A
Sbjct  243  
LSGIREFLPAVHDGEDEAPLLGTVFKVERGPRGESIAYLRLRSGSLATRDHVTLHRTDHA  302

Query  285  GR---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRE  340
            G+      KIT +R+   G       A  G+I  +     VR+ D  G         
+RE
Sbjct  303  
GQVTEHPGKITSLRVYEHGSATVEARAAAGDIAKVWGLKDVRIGDQAG---------YRE  353

Query  341  DPLPM-------LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSIT-
HEIILSFLG  392
            +P P        L T + P+      RL  AL  L++ DP +    D  + H  +L   
G
Sbjct  354  
EPPPRNFFAPPNLETVVGPECPEDSGRLHAALRMLSEQDPSIELRQDEESAHGTVLRLYG  413

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP-
NPFWASIGLSVTP  451
             VQ +++   L+E + +  V KE   + +E+P+         ++   N FWA++GL 
V P
Sbjct  414  
EVQKDIIHTTLAESFGVRAVFKESRTVCIEKPVGVGEALEEWDLRKLNYFWATVGLRVEP  473

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
               GSG+ +   V  G L  +F  A+ + +   L  GL GW VTD  +      + 
SPVS
Sbjct  474  
GKEGSGIDFRLAVERGSLPGAFHKAIEETVHTTLRHGLHGWQVTDVVVTLNRSGFASPVS  533

Query  512  



TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
               DFR + P+VL  ALK++GTQ+ EP  +F L  P   LS    +     AT E    
+
Sbjct  534  
AADDFRKVTPLVLMSALKQAGTQVYEPVSAFELEIPAAVLSTVLANLAALGATPEVPLAR  593

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
             D  +  G +PA  +      +   TNG  V L++L G++   G   ++PR
Sbjct  594  GDAFLLEGTLPAGRVHELGRRIPSLTNGEGVFLSQLHGHRPVSGSFPVRPR  644

>WP_079422478.1 GTP-binding protein [Clostridium oryzae]
 OPJ63544.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
oryzae]
Length=654

 Score = 348 bits (893),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 202/624 (32%), Positives = 340/624 (54%), Gaps = 
16/624 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AHVD+GKTTLTE LLY SGA    GSV+KGT+ TD++ +E++RGI++++
+   
Sbjct  7    
ITNIGIIAHVDSGKTTLTEQLLYKSGATKIVGSVDKGTSHTDSLQVEKERGISVKSSAID  66

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W    +N++DTPGH+DF AEV RS++VLDGAI++ SA +GVQ QT + F  LR+ 
N+P
Sbjct  67   
IHWKDSWINLIDTPGHIDFAAEVERSISVLDGAIVLCSAVEGVQPQTEVYFDILRERNVP  126

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP-----
EIVLEENTDIEA--W  175
             + FINK+D+ G +  +V+  ++  L+ +II  + V++       + +L+  +DI    
+
Sbjct  127  
VMFFINKLDRIGANPINVITQIKKMLTENIIPMEVVAIKDHNIEVKSILDIRSDISGSIF  186

Query  176  DAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            + +I     NN+ + EKY + E ++   +  E + + + + ++PV++GSA KG+GI  
++
Sbjct  187  EDIIVTLSNNNESIAEKYFSQE-
LTLADIRSEIKVQAKKSKIYPVFFGSALKGIGITQIL  245

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLK  290
            D +           S      V+K+ +     +  ++R+++G L+ RD V  L+  
++ K



Sbjct  246  
DGIIDFLPSAKSYESDTFSALVYKISHDKNIGKLAHIRMFNGYLKSRDEVLNLSTNKRSK  305

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            +T ++     +         GEI  L     ++ D+LG    +P      +PL  
LR  I
Sbjct  306  
VTIIKKVVNQKETDVKEIRSGEIAALSGIDCKIYDILGSDKFVPNFPNIFEPLLTLR--I  363

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   LL+AL  + + DPLL  +     +EI +  +G++QLE++  L+ E+
++++
Sbjct  364  
YAEDKEQYIPLLNALRIIEEEDPLLNVQWLKDKNEIHIQVMGKIQLEILETLILERFRIK  423

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +PS+IY E P  +     H  + P P WA +   + PL  GSGV YES+V    
+ 
Sbjct  424  VRFDKPSIIYKETPASSTYCEEHYTM-
PKPCWAIVKFHIEPLPCGSGVVYESKVRTEKIQ  482

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
              +Q  + + I   L+QG+ GW VTD KI    G  +   S P DF + + + + + 
L  
Sbjct  483  
LKYQREIENSIPQILKQGIHGWQVTDLKITLIDGEEHVMHSRPGDFAAASAMAIMKGLDT  542

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
             GT  LEP +SF + AP+   S+  HD  +     E   +  +     G++P      
Y 
Sbjct  543  
VGTTFLEPIISFRITAPEVTSSKILHDITEMRGNFENTFLNDETFTVIGKMPVATSLEYS  602

Query  591  TDLAFYTNGRSVCLTELKGYQAAV  614
              L   ++G+++  T+L GY   V
Sbjct  603  KQLGIISSGKALMSTKLSGYAPCV  626

>WP_047508868.1 GTP-binding protein [Rhizobium sp. YR528]
Length=655

 Score = 348 bits (893),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 223/644 (35%), Positives = 333/644 (52%), Gaps = 
25/644 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   G V+ G T+TDT+ LER RGITI



++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFHAGVIKTLGGVDTGNTQTDTLQLERDRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++N++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
ASFSARGTRINLLDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRALARLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PTVIF+NKID+ G D  + + ++RD+L+  ++   TVS          P    + 
+   
Sbjct  121  
VPTVIFVNKIDRRGADGGTALANLRDRLTTALVPMGTVSAAGTPLARFDPGAWRDRDFRA  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
                A+ E +D LL  +     +    L     R+  D  +FPVY+GSA  G GI+ 
L+D
Sbjct  181  
AVLQALAERDDDLLAAFAEDRAVEAGTLRERLARQTADGLIFPVYFGSAITGAGIEELID  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-------  285
             +T L           +  + FKVE    G++   LR+ SG LR+RD + +AG       
Sbjct  241  
GITDLLPAPMPPMDGPVSATAFKVERNAAGEKLALLRVVSGALRVRDRIPIAGPIAGPIT  300

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLP  344
             ++ ++T++ I ++  + R+D A  G+I  +   S +++ D +GD    P++++     
P
Sbjct  301  
HKENRVTDIEIFTEARVRRSDVAQAGDIARVKGLSDIKVGDWIGDRATAPQRQFAP---P  357

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            ML   I P   A    L  AL+QL++ DPL+          + +S  G VQ EV+   
L 
Sbjct  358  
MLEAAIVPDDMADAPALWRALSQLSEQDPLINLRQGDGEDGLSISLYGEVQKEVIEHTLK  417

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
              Y L     + S IY+ER L   +    IE  P+PF A+IGL V P       +    
V
Sbjct  418  ADYGLSVRFLDTSPIYVERILGVGN---
AIEHAPDPFLATIGLRVEPSENEGRHRLIFEV  474

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE--
YGLYYSPVSTPADFRSLAPI  522



              G        A+ + +     QG+ GW V +  +       L     STP+D R
+L P+
Sbjct  475  
EPGAAPPFAFKAIDEALEAAFGQGIHGWQVINASVSITEITRLRKWTTSTPSDHRNLTPL  534

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL QAL  +GT++ EP     +  P + L R      +  A +E      + ++  
G I 
Sbjct  535  
VLAQALLIAGTEVCEPIDRITIDMPADALPRVQSLLMRRDAALEPPVASGEMMMLAGTIA  594

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPN  625
            A  +   +  L   T+G     TE  GY+   G  PV +   PN
Sbjct  595  AINVHDIQRALPSLTSGLGTMETEFSGYRPVRGAAPVRRRSGPN  638

>WP_056760020.1 GTP-binding protein [Terrabacter sp. Root181]
 KRB43762.1 GTP-binding protein [Terrabacter sp. Root181]
Length=726

 Score = 350 bits (899),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 240/696 (34%), Positives = 350/696 (50%), Gaps = 
76/696 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + + +GILAHVDAGKT+LTE LL  +G I+EPGSV+ G+T+TDT+ LER RGITI
+AAV 
Sbjct  13   
RALGLGILAHVDAGKTSLTERLLLHAGVIAEPGSVDDGSTQTDTLALERARGITIKAAVV  72

Query  62   SFQWHRCK----
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            SF+         VN+VDTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQTR+L  
ALR
Sbjct  73   
SFELGPADDPVTVNLVDTPGHSDFIAEVERSLAVLDGAVLVVSAVEGVQAQTRVLMRALR  132

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS------ADIIIKQT--
VSLSPEIVLE--  167
            ++ IPTV+F+NK+D++G    +V++ V D+L         ++ + T   ++ P+ +    
Sbjct  133  
RLRIPTVLFVNKVDRSGARTDAVLREVVDRLDVTPVPLGRVVDEGTRGAAVVPDGLAALG  192

Query  168  ------------ENTDIEAWDAVIEN----NDKLLEKYI-
AGEPISREKLVREEQRRVQD  210
                        +     A D V+E     +D+LL  ++ A   I   +L      
+   
Sbjct  193  
LAALGRAERDGGDQVTAAARDRVVEALSRVDDRLLADWVEAPHRIDGRRLRTVLGDQTVR  252

Query  211  



ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
              + PV  GSA  G+G++ L  A+  L         A L G+VF ++    G++   
+ +
Sbjct  253  
GLVCPVLVGSAMTGVGVEDLARALPHLLPTPAPDPDAPLAGTVFAIQRGGSGEKVALVSV  312

Query  271  YSGTLRLRDTVALA-GR------------------------------
EKLKITEMRIPSK  299
             SG+L +RD V +  GR                               + ++T + 
+  +
Sbjct  313  
TSGSLAVRDRVLVHDGRADPAHPADPGTRHTPSAPDDRGERRGDARCREERVTGLSVHVR  372

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            GE+ R      G I  ++  +  R+ D++GD  R+ R    E   P L T +  +  
A R
Sbjct  373  GEVERVPRVPAGRIARVVGLERARIGDLVGD-
VRIARPLVHEFSPPTLETVVEARDPADR  431

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             RL  ALT LA+ DPL+    D +  E  +S  G VQ EV+ A L   + +E      
+V
Sbjct  432  
ARLHTALTHLAEQDPLIDLRHDEVRGETHVSLYGEVQKEVIGAALEADFGVEATFSTTTV  491

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            I  ER   + +    I+VPPNPF A++GL V P   G GV++   V LG +  SF  
AV 
Sbjct  492  
ICRERVTGSGAAFEVIDVPPNPFLATVGLRVDPAPSGCGVRFALEVELGSMPASFFTAVE  551

Query  479  DGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQ  526
            D +   L QGL GW VTDC +   +  Y+            S  ST  DFR+L P
+VL +
Sbjct  552  
DTVHATLGQGLQGWPVTDCVVTMTHSGYWPRQSHMHQKFDKSMSSTAGDFRTLTPLVLME  611

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT + EP   F L  P E L  A        AT     V        GE
+PA  +
Sbjct  612  
ALRLAGTAVEEPVHRFDLEVPSEVLGAALTMLGHVRATPRATAVLGPVTRLRGEVPAERL  671

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
               +  +   T+G         GY+   G+P ++ R
Sbjct  672  HELQQRVPGLTSGLGDLACSFDGYRPVTGRPPVRSR  707

>AHF55838.1 tetracycline resistance protein, partial [bacterium 



KGJ-3-3]
Length=212

 Score = 333 bits (853),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVKPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_102413038.1 GTP-binding protein [Clostridiales bacterium 
Marseille-P2846]
Length=639

 Score = 348 bits (892),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 240/646 (37%), Positives = 340/646 (53%), Gaps = 
30/646 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+I NIGI AHVDAGKTTLTE LL  SGAI  PGSV++GT  TD M +ER+RGI
+IQA  
Sbjct  1    
MQIRNIGIYAHVDAGKTTLTEQLLKISGAIRTPGSVDQGTAHTDRMAIERRRGISIQATC  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               QW  C + ++DTPGH DF+AEV RS+  LDGA+LV+SA +GVQ Q+ +LF AL
+   



Sbjct  61   
APMQWRDCTIQLIDTPGHADFMAEVERSMWSLDGAVLVLSAAEGVQPQSEVLFRALKARG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI-  179
            IPT+IF+NK D+ G D ++ + S R  LS  +                 +D EA  
A++ 
Sbjct  121  IPTLIFLNKTDRPGADAEAALASARKALSPAVF--------------
PLSDAEAAHALVA  166

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E +D  L  Y+ G      +L+   + RVQ    +P   GSA +G G++ L+DAV  
L  
Sbjct  167  
ETDDAALADYLEGNLYPASRLLPLLRLRVQRGEAYPALAGSALRGTGVRELLDAVVDLLP  226

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---AGR-
EKLKITEMR  295
            P      A L G VF +   D   R   +RL+SGTL+ RDTV L   +GR +  K+ 
++R
Sbjct  227  
PPPGDAQAPLSGVVFAISDEDAMGRAATVRLFSGTLKNRDTVQLPDASGRMQAHKVAQIR  286

Query  296  -IPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRK-
RWREDPLPMLRTTIAP  352
             + ++G        + GEI  +L    VR+  VLGDP  LPR  R  E   P+L T 
+ P
Sbjct  287  
ALSAEGRGRDIGELHAGEIGSVLGLGGVRVGQVLGDPALLPRSLRPGELCEPLLLTKVTP  346

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  AQ+  L  AL  L   D LL  E   +  E+ +  +G VQLEV+   L E++ 
L+ +
Sbjct  347  RDPAQKTALQQALRLLGARDVLLTAE--
ELAGEMHVRVMGAVQLEVLGEQLKEEFGLDVL  404

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              EP+VIY E   ++A+      + P P WA I   + PL  GSGV +ES V    
+   
Sbjct  405  FGEPNVIYRETIAESATGFFAYTM-
PKPCWAVIEFFIEPLPRGSGVLFESAVPARDILPR  463

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            +QN VR  I     QG+ GW V D KI    G ++   + P DF    P+     L
+  G
Sbjct  464  
YQNQVRQAIPSATRQGILGWQVDDVKITLVGGSHHLIHTHPLDFIVATPVAFLDGLRRGG  523

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592



            + LLEP L  +L  P+E+  +   +          +  +    V +  +P +    
+ T 
Sbjct  524  
SVLLEPILELLLTVPEEFAGKLLSEISLMRGETLDSHAEDGRAVLSARVPLKECVHFSTR  583

Query  593  LAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNSRLDKVRHMF  635
            L+  T+GR    + L GY+    A+G     PRR    LD  +++ 
Sbjct  584  LSALTSGRGAMSSRLCGYRECDLALGAAC--PRRGVHPLDTAKYIL  627

>AHF55832.1 tetracycline resistance protein, partial [bacterium 
KWD-2-4]
Length=212

 Score = 333 bits (853),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 179/212 (84%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP+    E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQGERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_034793153.1 MULTISPECIES: GTP-binding protein [Ensifer]
 KDP75272.1 GTP-binding protein [Ensifer adhaerens]
 KQX32734.1 GTP-binding protein [Ensifer sp. Root423]
 KQZ58304.1 GTP-binding protein [Ensifer sp. Root558]
 ANK72889.1 GTP-binding protein [Ensifer adhaerens]
 SFF90974.1 ribosomal protection tetracycline resistance protein 
[Ensifer 
sp. OV372]
Length=645



 Score = 348 bits (892),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 223/644 (35%), Positives = 336/644 (52%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD++ LERQRGITI 
A+V
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDSGNTQTDSLELERQRGITIAASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L  LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFRLGDLVVNLIDTPGHPDFIAEVERVLQSLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + F+NKID+ G     VV+ +  +LS   +I+   V         E  D        
Sbjct  121  
VPFLFFVNKIDRLGARPAEVVEEIASQLSVRPVIMSAAVEAGSRHARAEPNDFAQEPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LL+ Y+ A E ++ E+L +    ++ +  L PVY G A  G+G+  
L+
Sbjct  181  
ALSEALAANDEALLDDYVLAPERLTVERLRKALATQLAEGLLHPVYCGIAMTGVGVPGLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         A + G +FK+E    G++  +L L SGT+ +RD + L G    
K+
Sbjct  241  
TAIETLLPAKAPAPDAPVEGRIFKIERGWGGEKLAFLNLTSGTVAMRDYLVLPGGAA-KV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++  +G + + D    G I  +      R+ D +G   +  R        P L 
T +
Sbjct  300  TSIQLFDQGRLEKVDQVTAGRIAKVGGLAHARIGDWIGVGGK--
RAGAFHFAPPTLETLV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+  +    L  AL QLA+ DP +         E+ +S  G VQ EV+ A LS  
+ LE
Sbjct  358  
RPRRPSDNTALWLALQQLAEQDPFINLRTSDDASEMFVSLYGEVQKEVIEATLSADFGLE  417



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ERPL   +    +   PNPF A++GL + P    +G  +   V 
+G + 
Sbjct  418  
AHFEQSTVICVERPLGTGTGIEILFREPNPFLATVGLRIEPRPAAAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+ GLFGW V DC +        SP ST  DFR L P+VL 
+AL  
Sbjct  478  
ASFYRAVEEAVAETLKAGLFGWQVIDCHVAMTAARQTSPASTAVDFRRLTPLVLAEALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP  SF L AP   L+  +    K  A+   + ++       G I +  
+Q  +
Sbjct  538  
AGTVVCEPIDSFRLEAPASVLTAIHTLLAKSGASTTDSIIEGGVARLAGTIASANVQGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   T+G  V       Y    G    +PR   +  D+  ++
Sbjct  598  RQLPGLTSGAGVLENSFDHYAPIAGTQPSRPRLGANPFDRANYL  641

>ANC47978.1 TetM, partial [Butyrivibrio sp. 268.8]
Length=295

 Score = 336 bits (861),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 165/294 (56%), Positives = 217/294 (74%), Gaps = 0/294 
(0%)

Query  162  
PEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSA  221
            P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  + SLFPVY
+GSA
Sbjct  2    
PNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFHNCSLFPVYHGSA  61

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG+VFK+EY++  QR  Y+RLYSG L 
LRD+V
Sbjct  62   
KNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYSEKRQRLAYIRLYSGVLHLRDSV  121

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  122  
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  181



Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  182  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  241

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  
455
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LG
Sbjct  242  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLG  
295

>AHF55825.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-4]
 AHF55844.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-15]
 AHF55849.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-26]
 AHF55850.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-28]
Length=212

 Score = 332 bits (852),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212



>WP_053373614.1 GTP-binding protein [Paenibacillus sp. FJAT-27812]
Length=665

 Score = 348 bits (893),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 212/626 (34%), Positives = 332/626 (53%), Gaps = 
20/626 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AHVDAGKTT TE +L+ SG I   GSV+ GT +TD + +ER RGI++
+AA T 
Sbjct  9    
IRNIGIFAHVDAGKTTTTEQILFRSGRIRSLGSVDAGTAQTDFLEVERSRGISVRAAATR  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    VN+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++HALR+ 
NIP
Sbjct  69   
FTWQGATVNLVDTPGHVDFLSEVERSLRVMDGAVLILSAVEGVQAQTEVIWHALRERNIP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIEAW  175
            T+I++NK+D+ G D    ++ +R  LS       A + ++ + S +  ++ +   D
+   
Sbjct  129  
TLIYVNKLDRVGADPLGTIKQIRRLLSPQAAPVQAPLGVEDSFSGAVSVLDDTAGDLGEA  188

Query  176  DA--------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
             A        V E ++ LL  Y+    + + +L +      +   LFP+ +G++ 
+G+GI
Sbjct  189  
KAYLQLLEETVAEQDESLLLHYLDSGTLPKAELNQMLPSLTRSGELFPILFGASNRGIGI  248

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            +PLM A+  L  P        + G +F++E      R  Y+RLYSG +R RD+V    
++
Sbjct  249  
EPLMQAMVALLPPPEAVPDGPVSGVIFRIERDAAMGRIAYVRLYSGIIRNRDSVRNETQQ  308

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K+T++R     +         G+I  +   +  R+ D++G    +P +      
+P+
Sbjct  309  IEEKVTQIRKIDGQKAEDVGLLAAGDIAAVCGWNQARIGDIIGCGDYVPGE--
TRLAVPL  366

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405



            L   +     A+   ++ AL +LAD DPLL  +      E+ L  +G +Q+EV++ 
LL  
Sbjct  367  
LTVQVRWGNEAEYPAVVAALQELADEDPLLDLQWLQEQRELHLKVMGPIQIEVLTHLLHN  426

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +Y L+    EPSVIY E P +     I   + P P WA +   + P   GSG+ + 
S V 
Sbjct  427  RYGLKADFGEPSVIYKETPAQTGEGFIAYTM-
PKPCWAILRFHIEPGERGSGIAFSSVVR  485

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               L   +QN V   +   L+QGLFGW VTD K+    G ++   + P DF    P
+ + 
Sbjct  486  
SERLLDRYQNEVARSVPEALQQGLFGWEVTDVKVTLVEGEHHVWHTHPLDFAVATPMGIM  545

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L   G +LLEP LSF +  P+E   +  ++        ET  V+++ +   G 
+P   
Sbjct  546  
DGLSRIGVKLLEPMLSFRISVPEETGGKLMNELILMRGEFETPVVRQERMEIEGILPVAT  605

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
               +       T GR    T   GY+
Sbjct  606  SLDFPARFGSLTKGRGALATFFAGYR  631

>AHF55852.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-30]
Length=212

 Score = 332 bits (852),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRHYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120



Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_013017334.1 GTP-binding protein [Stackebrandtia nassauensis]
 ADD41763.1 small GTP-binding protein [Stackebrandtia nassauensis 
DSM 44728]
Length=656

 Score = 348 bits (892),  Expect = 1e-107, Method: Compositional 
matrix adjust.
 Identities = 228/651 (35%), Positives = 335/651 (51%), Gaps = 
28/651 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LL+ +G I+  GSV+KG T+TDT  LER
+RGITIQ+AV
Sbjct  1    
MSSLNLGIIAHVDAGKTSLTERLLFNAGVIAAAGSVDKGNTQTDTNELERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR L   +  
+ 
Sbjct  61   
VTFPLPGLTVNLIDTPGHSDFIAEVERALRVLDGVVLVVSAVEGVQAQTRTLMRTIAALG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDI-------  172
            IPT+IF+NKID+ G     ++  +  +L   ++   TV+ L     +    D+       
Sbjct  121  
IPTLIFVNKIDRVGAGDAGLLAEISGQLGVRVLAMSTVTDLGSRAAIAHARDLADVDFAA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            EA + + + +D  L  ++A +  +  E +  E + +V+   + PVY+GSA  G G+
+ L 
Sbjct  181  
EAAEVLADGDDDFLAAWLAADTKLDAETVETELREQVRRRLVCPVYFGSAVTGTGVEALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------  283
            + + G + P  +       G VFKVE    G++  Y+R+ SG LR R    +        
Sbjct  241  EGIRG-
YLPAVDPVDGEPHGQVFKVERGAGGEKIAYVRMRSGVLRARTRQPVHRPHASDD  299



Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTR--
LPRKRWRE  340
            A     K+T +R+  +G       A  G I  +     VR+ D +G P    LP    
R 
Sbjct  300  
ADAPTQKLTAVRVFDRGNRTSPGEAGSGSIAKVWGLTDVRIGDTIGTPDHRPLPSLFAR-  358

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L T + P  A  R  L  AL  LA+ DPL+    D    +I ++  G VQ 
EV++
Sbjct  359  ---
PTLETVVVPVAARDRLALQSALRDLAERDPLVEPHFDETGRDITINLYGEVQKEVIA  415

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP--
PNPFWASIGLSVTPLSLGSGV  458
            A L+E++ +         +++ER +      + +  P     F+A+IGL V P   
GSG+
Sbjct  416  ATLAEEFGVAVDFDATRTLHIER-
VTGVGEAVEVMGPDAATHFYATIGLRVEPAEPGSGI  474

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             Y   V  G L  +  NAV +  R  L QGL+GW V D  +      Y  PVSTP+
+FR 
Sbjct  475  
TYRLEVERGSLLSAMHNAVEEQTRATLGQGLYGWPVLDAVVTMTVSGYAPPVSTPSEFRK  534

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L PIVL +AL E+GT + EP   F L  P++ ++       K  A +     K       
Sbjct  535  
LTPIVLMRALAEAGTVVCEPVERFELDVPEDVVAGVLTALAKAGAAVAEQIPKPFGYRLV  594

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            G +P   ++     L   T+GR V  + L GY+   G P  + R     LD
Sbjct  595  GTLPTAAVRELELRLPELTHGRGVFASTLDGYRPVTGNPPTRERVDGDPLD  645

>WP_028958988.1 GTP-binding protein [Streptomyces sp. UNC401CLCol]
Length=657

 Score = 348 bits (892),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 231/656 (35%), Positives = 338/656 (52%), Gaps = 
26/656 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T TDT+ LER+RGITI
++AV
Sbjct  1    
MHVLNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDAGSTTTDTLALERRRGITIKSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA+TR+L   
LR+++
Sbjct  61   
VSFPLDGITVNLLDTPGHPDFVAEVERVLGVLDGAVLVLSAVEGVQARTRVLMRVLRRLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+ G     +++ +  +L+  ++   T     + +          A 
D +
Sbjct  121  
LPTLLFVNKIDRRGARETDLLREIAARLTPSLVPMGTTERLGTRDARFVPGPVPAALDVL  180

Query  179  IENNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +++D LL  Y+ G   P    + V E+ R+   A + PV+ GSA  G G+  L+D 
V  
Sbjct  181  ADHDDGLLAAYVDGTLTPARVREAVAEQTRQ---
ALVHPVFLGSAVTGAGVGELLDGVRE  237

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKLKITEM  294
            L    G      L G+VFKVE    G++  Y RL+SGTLR RD +        + +
+T +
Sbjct  238  
LLPLSGGSPDGPLSGTVFKVERGPAGEKIAYARLFSGTLRARDRIPFGAGTFTEGRVTGL  297

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +   G   R D    G I  L     VR+ D +G+P   P+++ +    P L T 
+ P 
Sbjct  298  SVFDHGADSRADAVEAGRIARLWGLADVRIGDAIGEP---
PKEQQQFFSPPTLETVVVPG  354

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   L  AL QLA+ DPL+    D    E  +S  G VQ EV+ A L+E+Y L
+   
Sbjct  355  
AGVDPGALHLALAQLAEQDPLIGLRHDERRRETSVSLYGEVQKEVLQATLAEEYGLDVTF  414

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +  + + +ERP    +    ++   NPF A++GL V P   GSG  +   V LG +  
+F
Sbjct  415  
RGTTPLCIERPAGTGAAAEFVKGDGNPFLATVGLRVDPAPPGSGADFRLEVELGSMPYAF  474

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAP  521
              AV D +   L QGL GW VTDC +   +            G      ST ADFR 
L P



Sbjct  475  
FKAVEDTVLATLAQGLRGWQVTDCVVTMTHCGYCPRQSHAHQGFDKRMSSTGADFRGLTP  534

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+ +GT + EP   F + AP + L           A   T        V  
G +
Sbjct  535  
LVLTDALRRAGTVVHEPVHRFRIEAPADTLGALLPVLGSLGALPRTTDTLGALCVLEGTV  594

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPV-IQPRRPNSRLDKVRHMFQ  
636
            PA  ++     L   + G     +    Y      PV  +PR  ++ LD+  ++  
Sbjct  595  PAARVRELEQRLPGPSRGEGELESRFGHYAPVTHGPVPSRPRTDHNPLDRREYLLN  
650

>WP_027087725.1 GTP-binding protein [Cohnella panacarvi]
Length=668

 Score = 348 bits (893),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 220/628 (35%), Positives = 330/628 (53%), Gaps = 
25/628 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +L+ SG+I   GSV+ GT +TD + +ER RGI++
+AAVT + 
Sbjct  11   
NVGIFAHVDAGKTTTTEQILFRSGSIRSLGSVDDGTAQTDWLDVERTRGISVRAAVTRYS  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VN+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++ ALR 
+NIPT+
Sbjct  71   
WRDTEVNLVDTPGHVDFLSEVERSLRVMDGAVLIVSAVEGVQAQTEVIWQALRDLNIPTL  130

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW---------  175
            ++INK+D+ G     V+  +   L+   +  Q V+ + E   + + D+  W         
Sbjct  131  LYINKLDRIGAAPMRVLSEIHRLLTDRAVPIQAVT-
NIEADFDGSIDLVEWGHSGTSNLP  189

Query  176  ----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                      DAV   +D L+E+Y+    +   +LV           LFPV YG++ 
+G+
Sbjct  190  
SVREDRERLADAVALQDDALMERYLETGELPDAELVPTLIDAAASGKLFPVLYGASNRGI  249

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285



            G+  LMDA+  L           L G VFK++      R  Y+RLY G LR RD+V  
A 
Sbjct  250  
GVDKLMDAIVTLLPSPAGDPEGRLSGIVFKLDKDPAMGRVSYVRLYGGMLRNRDSVRNAT  309

Query  286  RE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPL  343
            ++ + KIT++R               G+I  +   S  R+ DV+G P  +P +R   
+PL
Sbjct  310  
QDIEEKITQIRKVEGQRSEDVGVLSAGDIAAVYGWSRARIGDVIGSPEGVPGERRLAEPL  369

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
              L      +  A+   ++ A  +LAD DP L  +      E+ L  +G +Q+EV+  
++
Sbjct  370  --
LTVQAHWQNEAEYAAVVAAFQELADEDPQLDVQWLPEDRELHLKVMGPIQVEVLGQMM  427

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            + ++ L     EPSVIY E P+ A S        P P WA +   + P+  GSG+ 
Y S 
Sbjct  428  ASRFGLNVTFDEPSVIYKETPI-
APSEGFVAYTMPKPCWAILRFKIEPMPRGSGLSYSSI  486

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            +    L + +QN V   +   LEQGL GW VTD KI    G ++   + P DF    
P+ 
Sbjct  487  
LRTERLLECYQNEVARRVPEALEQGLKGWPVTDLKITLVEGEHHVWHTHPLDFVVATPMG  546

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +   L  +GT+LLEP L + L  P+E+  R   +      T +T  V+ + +   G 
+P 
Sbjct  547  
IMDGLVNTGTKLLEPMLHYRLSIPEEFGGRIMSELVFMRGTFDTPVVRNERMEIEGMLPV  606

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 +   L   T GR +  T   GYQ
Sbjct  607  ATSLDFPARLGSLTKGRGMLKTLFGGYQ  634

>WP_047520919.1 GTP-binding protein [Rhizobium sp. CF048]
Length=645

 Score = 347 bits (891),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 223/647 (34%), Positives = 339/647 (52%), Gaps = 
20/647 (3%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI++ GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIAKLGSVDGGNTQTDSLVLERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+ +   VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQT++L  AL
+++ 
Sbjct  61   
VSFRINDLDVNLIDTPGHPDFIAEVERVLRLLDAAIVVVSAVEGVQAQTQVLVRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEENTDI---
EAWD  176
            IP + F+NKID+ G     VV  + ++L+   I + + + +   +   +  D      
+ 
Sbjct  121  
IPFLFFVNKIDRMGARYLDVVADIANQLAVRPIAMMEAMDIGSRVATVKPIDFGDEPGFS  180

Query  177  AVIE----NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+ E    N+D LL  ++A  E ++  +L      +V    + PVY G A  G G+  
L+
Sbjct  181  
ALCEMLAVNDDYLLGDFVAAPERLAPVRLTNALADQVAHGLVHPVYCGVAMTGTGVSELI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+              + GS+FK+E    G++  YL L SGT+  R  + L      
K+
Sbjct  241  SAIETFLPSRTPAPDGPVKGSIFKIERGWGGEKLAYLNLTSGTVAARGYLQLP-
TGNTKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRWREDPL--
PMLRT  348
            T +++ S+G++ R + A  G+I  +      L DV +GD      + + E     P 
L T
Sbjct  300  TSIQVFSEGDLHRREYASAGQIAKIGG----
LTDVWIGDEVGADGRSYFEGQFAPPTLET  355

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             ++P+  ++   L  AL QL++ DPL+    +    E+ LS  G VQ EV+ A L   
Y 
Sbjct  356  
QVSPQRPSESRALWVALQQLSEQDPLINLRTNEDASEMYLSLYGEVQKEVIQATLLADYG  415

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +  V +E +VI +ERP+        I   PNPF A+IGL V P   G+G  +   V 
+G 
Sbjct  416  
INAVFQESTVILVERPIGTGRGLEVIFKEPNPFLATIGLLVEPRPEGTGNSFAMEVDVGQ  475



Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +   F  A+ + +   L+ G+ GW V DC +      ++SP ST  DFR L P+VL  
AL
Sbjct  476  
MPAGFYRAIEETVSETLKAGIHGWQVIDCHVALTSVRHHSPSSTAGDFRGLTPLVLAAAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              + T + EP   F L  P   L        +  A+ E   ++       G + +  
+QA
Sbjct  536  
TSAQTIICEPIERFRLEVPATALPNVLVALARSGASTEETLIESGVARLRGMVTSAQVQA  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVR  632
             R  L   T G  V  +    +    G P  + R    P  R+D +R
Sbjct  596  MRRALPGLTGGAGVLESAFDHHSPMAGPPRRRARTGANPFDRIDYLR  642

>WP_077836582.1 GTP-binding protein, partial [Enterococcus faecium]
 OOL64876.1 GTP-binding protein, partial [Enterococcus faecium]
Length=248

 Score = 333 bits (855),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 163/245 (67%), Positives = 195/245 (80%), Gaps = 0/245 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F  



Sbjct  181  
GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYS  240

Query  241  IGEQG  245
               +G
Sbjct  241  STHRG  245

>AHF55843.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-13]
Length=212

 Score = 332 bits (851),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTRALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_037124502.1 GTP-binding protein [Rhizobium sp. OV201]
Length=645

 Score = 347 bits (891),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 223/647 (34%), Positives = 339/647 (52%), Gaps = 
20/647 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI++ GSV+ G T+TD++ LERQRGITI 



AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIAKLGSVDGGNTQTDSLVLERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+ +   VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQT++L  AL
+++ 
Sbjct  61   
VSFRINDLDVNLIDTPGHPDFIAEVERVLRLLDAAIVVVSAVEGVQAQTQVLVRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEENTDI---
EAWD  176
            IP + F+NKID+ G     VV  + ++L+   I + + + +   +   +  D      
+ 
Sbjct  121  
IPFLFFVNKIDRMGARYLDVVADIANQLAVRPIAMMEAMDIGSRVATVKPIDFGDEPGFS  180

Query  177  AVIE----NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+ E    N+D LL  ++A  E ++  +L      +V    + PVY G A  G G+  
L+
Sbjct  181  
ALCEMLAVNDDYLLGDFVAAPERLTPVRLTNALADQVAHGLVHPVYCGVAMTGTGVSELI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+              + GS+FK+E    G++  YL L SGT+  R  + L      
K+
Sbjct  241  SAIETFLPSRTPAPDGPVKGSIFKIERGWGGEKLAYLNLTSGTVAARGYLQLP-
TGNTKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRWREDPL--
PMLRT  348
            T +++ S+G++ R + A  G+I  +      L DV +GD      + + E     P 
L T
Sbjct  300  TSIQVFSEGDLHRREYASAGQIAKIGG----
LTDVWIGDEVGADGRSYFEGQFAPPTLET  355

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             ++P+  ++   L  AL QL++ DPL+    +    E+ LS  G VQ EV+ A L   
Y 
Sbjct  356  
QVSPQRPSESRALWVALQQLSEQDPLINLRTNEDASEMYLSLYGEVQKEVIQATLLADYG  415

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +  V +E +VI +ERP+        I   PNPF A+IGL V P   G+G  +   V 
+G 
Sbjct  416  
INAVFQESTVILVERPIGTGRGLEVIFKEPNPFLATIGLLVEPRPEGTGNSFAMEVDVGQ  475

Query  469  



LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +   F  A+ + +   L+ G+ GW V DC +      ++SP ST  DFR L P+VL  
AL
Sbjct  476  
MPAGFYRAIEETVSETLKAGIHGWQVIDCHVALTSVRHHSPSSTAGDFRGLTPLVLAAAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              + T + EP   F L  P   L        +  A+ E   ++       G + +  
+QA
Sbjct  536  
TSAQTIICEPIERFRLEVPATALPNVLVALARSGASTEETLIESGVARLRGMVTSAQVQA  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVR  632
             R  L   T G  V  +    +    G P  + R    P  R+D +R
Sbjct  596  MRRALPGLTGGAGVLESAFDHHSPMAGPPRRRARTGANPFDRIDYLR  642

>WP_079170395.1 GTP-binding protein [Streptomyces gilvigriseus]
Length=642

 Score = 347 bits (891),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 239/661 (36%), Positives = 339/661 (51%), Gaps = 
48/661 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL  +G I   G V+ GTTRTD++ LER+RGITI+
+AV SF
Sbjct  1    
MNLGILAHVDAGKTSLTERLLLHAGVIDTLGRVDAGTTRTDSLELERRRGITIKSAVVSF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +     VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQT +L   L ++ 
IPT
Sbjct  61   
RLGGAVVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTLVLHRTLARLGIPT  120

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            ++F+NK D+ G D   V + +R++L A ++          PE +LE         A
+ E 
Sbjct  121  LLFVNKTDRRGADPARVREEIRERLGAAVVPMGADGAPRRPEELLE---------
ALAEQ  171

Query  182  NDKLLEKYIAGEPISREKLVREEQR-----
RVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +D  L  Y     + R  L+    R     R +   L P + GSA  G G+  L   
+  
Sbjct  172  DDAFLPDY-----
LDRPGLLTPRHRAALADRTRRGLLHPAWQGSAATGAGVAGLAAGIRA  226



Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P        L  +VFKVE    G+R  Y RL+ GTLRLRD   L       +T 
+R+
Sbjct  227  LLVPGPPDPDGPLSAAVFKVERGPSGERLAYARLFGGTLRLRDRTELG-----
TVTSIRV  281

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLP--
RKRWREDPLPMLRTTIAPK  353
               G  VR D    G I +L      R+ DVLG    LP  R+  +  P P L T 
+   
Sbjct  282  FEDGGAVRRDAVPAGRIALLGGLGEARIGDVLGG---
LPPGRRAVQHFPPPTLETAVLAA  338

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              +++  L  AL QLA+ DPL+    D + +E+ LS  G VQ EV+ A L+E++ +
+   
Sbjct  339  
DRSRKGALHTALAQLAEQDPLIDLRQDDLRNELYLSLYGEVQKEVIQATLAEEFGVDAEF  398

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +  +V++ E    + +    I  P NPF A++GL V P   GSGV++   V LG L  
+F
Sbjct  399  
RGTTVVHREYLTGSGAAEEVIGTPSNPFLATVGLRVEPGPPGSGVRFRLGVELGSLPSAF  458

Query  474  QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAP  521
              A+   +   LEQGL GW V DC +      Y+            S  ST  DFR
+L P
Sbjct  459  
MAAIEQTVPAVLEQGLHGWKVDDCTVTLTRSGYWARQSHAHGTFDKSMSSTAGDFRNLVP  518

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL  AL+ +GT + EP   F +  P +          K  A  E  + +       
GE+
Sbjct  519  
LVLMDALRRAGTAVHEPVRRFRVDLPADAYGPVLAALVKARAVPEPPEQRGRRTAVEGEV  578

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAA----
VGQPVIQPRRPNSRLDKVRHMFQK  637
            P   I+     L   T G  V  T L G + A     G+P  +PR  ++ L++  +
+ + 
Sbjct  579  
PVAGIERLERALPGLTRGEGVLETGLDGGRVAWWPVAGRPPSRPRTDHNPLNRKVYLLRV  638

Query  638  V  638
            V
Sbjct  639  V  639



>PKP01044.1 GTP-binding protein [Bacteroidetes bacterium HGW-
Bacteroidetes-6]
Length=654

 Score = 348 bits (892),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 212/643 (33%), Positives = 352/643 (55%), Gaps = 
14/643 (2%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NI   AH DAGKT+LTE +L+ SG I +PGSV+ GTT TD + +E++RGI++ ++ 
T+F+
Sbjct  9    
NIAFFAHADAGKTSLTEQILHISGRIKQPGSVDAGTTHTDFLPVEKERGISVCSSHTNFE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N+VDTPGH+DF A+V R +  +DGAILVISA +G+QA T  L++AL+  
NIP +
Sbjct  69   
WNGVRINLVDTPGHVDFSADVERIMNAIDGAILVISAAEGLQAHTLHLWNALKSRNIPVL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEIVL-----
EENTDIEAWDA  177
            IF+NKID++G D+++++  ++ +   + +  Q V+   SP + +      E       
+ 
Sbjct  129  
IFVNKIDRSGADVENLLIEIKREWKQEPLCLQAVADEGSPGVQIRSIWRNELQSESITEL  188

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-  236
            V+ +N+ +L+++++G  I    L  +    V     FPV +GSAK  +GI+ L+D+
+   
Sbjct  189  
VVADNETMLDQFLSGIEIPFNDLCSQLAEMVAKRKAFPVIFGSAKFSIGIEELLDSIVNY  248

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMR  295
            L  P G     +L   VF V +     +  ++R+  G++  R+++ +  + ++ K+ 
++R
Sbjct  249  LPSPYGSP-
ERSLSAVVFGVSFDKTMGKVAHVRIVDGSISNRESIRITSKNQEEKVIQIR  307

Query  296  IPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
              S G+      A  G+IV +   S V + D+LG       +R     +P+L     
P  
Sbjct  308  QLSGGKFEEIQKAEAGDIVGVCGLSIVEVGDILGQEGSFEYRR-
DGSMVPLLTVRAKPVN  366

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  L +ALTQL+  DP+L+ E +    E+ +S +G +Q+EV+  +L +++ +  



V +
Sbjct  367  
DKDYFALAEALTQLSVEDPMLQFEWNREDGEMNVSVMGWIQMEVLERILFDRFGVAAVFE  426

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             P+ IY E P+ +A       + P P WA +   + P   GSGV Y S VS+  + 
Q +Q
Sbjct  427  NPTKIYKETPMSSAEGYARYWM-
PKPCWAIVKFKIEPGVPGSGVVYSSEVSVNSIAQKYQ  485

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            N V   I   L+QG+ GW VTD +I    G  +   S P DF    P+ +   L   
GT 
Sbjct  486  
NEVERTIASSLKQGIKGWEVTDLRITLVEGEDHEIHSRPGDFTIATPMAIMNGLVNCGTV  545

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP  SF + A +E L     D  K   + ET +++  + V  G +P    Q Y   
L+
Sbjct  546  
LLEPIFSFQIRAVEELLGSVTSDITKMRGSFETPEIEDGKFVLRGLLPVATSQDYSVKLS  605

Query  595  FYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMFQ  636
              + G++   T+  GYQ  + +  VI+P R  S LD+ + + +
Sbjct  606  SRSGGKAGISTQFFGYQPCLDELGVIRPYRGISPLDEAKWILK  648

>ACQ85279.1 TetO, partial [Campylobacter jejuni]
 ACQ85280.1 TetO, partial [Campylobacter jejuni]
 ACQ85282.1 TetO, partial [Campylobacter jejuni]
 ACQ85283.1 TetO, partial [Campylobacter jejuni]
 ACU33836.1 TetO, partial [Campylobacter jejuni]
 ACU33837.1 TetO, partial [Campylobacter jejuni]
 ACU33838.1 TetO, partial [Campylobacter jejuni]
 ACU33839.1 TetO, partial [Campylobacter jejuni]
 ACU33840.1 TetO, partial [Campylobacter jejuni]
 ACU33841.1 TetO, partial [Campylobacter jejuni]
 ACU33842.1 TetO, partial [Campylobacter jejuni]
 ACU33843.1 TetO, partial [Campylobacter jejuni]
 ACU33844.1 TetO, partial [Campylobacter jejuni]
Length=287

 Score = 335 bits (859),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 156/287 (54%), Positives = 220/287 (77%), Gaps = 0/287 
(0%)

Query  84   
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQS  143
            EVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G+DL  
V + 



Sbjct  1    
EVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMVYRE  60

Query  144  
VRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVRE  203
            ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+L +E
Sbjct  61   
MKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSELEQE  120

Query  204  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  263
            E RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK+EY+
+  +
Sbjct  121  
ENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRR  180

Query  264  
RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL  323
            R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D 
++L
Sbjct  181  
RFVYVRIYSGTLHLRDVIRISEKEKIKITEMHVPTNGELYSSDTACSGDIVILPNDVLQL  240

Query  324  NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            N +LG+   LP++++ E+PLPM++TTIA K + QRE LL ALT+++D
Sbjct  241  NSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREILLGALTEISD  287

>AHF55851.1 tetracycline resistance protein, partial [bacterium 
KGJ-3-29]
Length=212

 Score = 332 bits (851),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEMKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506



            LSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_101046161.1 GTP-binding protein [Tenacibaculum sp. Bg11-29]
 PKH52139.1 GTP-binding protein [Tenacibaculum sp. Bg11-29]
Length=660

 Score = 348 bits (892),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 213/653 (33%), Positives = 343/653 (53%), Gaps = 
28/653 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIGILAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ +E++RGI+I+AA 
TSF
Sbjct  6    
INIGILAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTNTDSLAIEKERGISIKAATTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+N++DTPGH+DF +EV R+L V+D AILV+SA +GVQA T  ++ +L+++ 
IPT
Sbjct  66   
EWKDTKINLIDTPGHVDFSSEVERALCVVDAAILVVSAVEGVQAHTLNIWDSLQELQIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI--E  173
            +IFINKID+ G D ++ +  +   L    ++            +++P    +  T
+I  +
Sbjct  126  
IIFINKIDRQGADAETTITQIERDLKTKAVVLYASENDGLTNATITPVFNADVVTEIKEK  185

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            + + +++ ++ LL +++  EPI+  + V+  +    +  + PVY G AK  +G+  
L+D 
Sbjct  186  
SIEHILDCDEHLLTRFLNSEPITDNEYVKSIRDLTINNKITPVYTGIAKNNIGVTELLDG  245

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +    +      +  L   VFK+E+        Y++++SG L  + T+  A ++     
E
Sbjct  246  
IIAYCKTSKTNTTKELSAFVFKLEHHKVFGTMAYVKVFSGELSSKSTIYNATQQ----LE  301



Query  294  MRIPSKGEIVRTDTAYPGEIVILPSD--------
SVRLNDVLGDPTRLPRKRWREDPLPM  345
             +I    E+   +T Y   +V+   D          +  DVLG PT +P  +  +  
+P+
Sbjct  302  TKINQTKEL--HNTKYIDNVVLKSGDIGIITGVLGTKSGDVLGSPTGIP--
KLPQLHIPV  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P   A    L DAL QL   DP L  +      E+ L  +G++Q+E++  
+L E
Sbjct  358  
LSVQVIPDNNADYNLLADALQQLDKEDPSLNFKWFKAEKELQLLLMGQMQIEILEHVLKE  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +     +P V+Y E   + A   I   + P P WA +   + P  L SGV Y 
S VS
Sbjct  418  RFLINASFTDPQVVYKETISEKAEGYIRYWM-
PKPCWAIMTFLIEPAPLNSGVSYRSVVS  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               ++  +QN +   I   L QG+ GW VTD KI    G  ++  S P DF    P
+ + 
Sbjct  477  
QNDVHIKYQNEIERTIPKALAQGILGWEVTDVKITLIKGEDHNVHSRPGDFNLATPMGIM  536

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q LK  GT LLEP LSF + A +  L +   +     A+ +T +   +     G 
IP   
Sbjct  537  
QGLKIGGTHLLEPILSFEIKADESLLGKITSELSTRRASFDTPEFIDEVFSLKGRIPVAT  596

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAA-VGQPVIQPRRPNSRLDKVRHMFQK  
637
               +   L   T+G+S    +  GY     G+ +I   +  + LD+ + +  +
Sbjct  597  SLDFSRKLNSITSGKSRLRLQFYGYDTCPKGEGIISDYKGVNPLDEAQWILHR  
649

>WP_082942297.1 GTP-binding protein [Neglecta timonensis]
Length=750

 Score = 350 bits (898),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 220/625 (35%), Positives = 322/625 (52%), Gaps = 
27/625 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +N+GI+AH DAGKTTLTE +LY +GA+   GSV+ GT  TDT+ +ER+RGI+++ 
A  



Sbjct  103  
KKLNLGIVAHADAGKTTLTEQILYLAGAVRAAGSVDDGTASTDTLAVERERGISVRTACA  162

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+N++D PGH DFL+EV RSL+VLD A+LVIS+ +G+Q QTR L  +L+   
+
Sbjct  163  
SVFWKGVKLNLIDAPGHSDFLSEVERSLSVLDAAVLVISSVEGIQPQTRQLAESLKNAGL  222

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P ++F NK D+AG    +V+Q   +KL    ++          VLEE T+  A   
+   
Sbjct  223  PCLLFFNKCDRAGSRSAAVLQEA-EKLFGKPVLPLNA------
VLEEGTERCAVQPLSLT  275

Query  182  NDKLLEKYIAG-------------
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              + LE+ +               E  +   L     R V +A + P  +G++K G 
G+ 
Sbjct  276  
EGERLERSVLACAEEPLLELLLTSEEEAARALPEALGRAVGEARVLPALFGASKYGTGVG  335

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+DA     Q   E      C  V+KVE+     +  Y+RL+SG+LR R  V  
AG  +
Sbjct  336  ELLDAAAEYLQE-
AEAPGGEFCARVYKVEHDPIMGKAAYVRLFSGSLRNRQAVRCAGETE  394

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD-
PTRLPRKRWREDPLPML  346
             K+T +R  S   +   +     +I +L    SVR  DVLG  P  L   R  E   
P++
Sbjct  395  
EKVTRIRCVSGKRLEDAEQVEANDIAVLYGLSSVRSGDVLGTAPEGLREYRLCE---PLM  451

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
                 P+   Q+ +L++AL  L + DP L+ E +    E  +   GR+QLEV+  
LL E+
Sbjct  452  
LAKAEPENPEQQRKLVEALQLLCEEDPSLQLEWNREKQEAWVRVTGRIQLEVLEGLLMER  511

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L     +PSVIY E P K A       + P P WA +   + PL  GSGVQYES
+VS 
Sbjct  512  WGLRVSFGKPSVIYRETPRKCA-
EGFEAYLAPKPCWAVVKFMLEPLPRGSGVQYESKVSP  570

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526



            G L   +Q  V   +   L QGL GW VTD K+    G  +   + P DF    P+ 
L  
Sbjct  571  
GRLPYRYQAHVETALFRALSQGLHGWEVTDMKVTLTDGESHHVHTHPLDFFVATPMALMD  630

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L+ +GT+LLEP +   L AP+EYL +       +    E+ +++      T  
+PA   
Sbjct  631  
GLRAAGTKLLEPIVRLQLDAPEEYLGKTISLLTAHRGVFESPELRDGYFCLTALVPAAET  690

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
              +  + A  T G+  C +    Y+
Sbjct  691  FDFPVEFAVATAGKGSCGSRFSHYE  715

>AHF55833.1 tetracycline resistance protein, partial [bacterium 
KWD-2-6]
Length=212

 Score = 332 bits (851),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 158/212 (75%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKRAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV  L LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAQLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>AHF55835.1 tetracycline resistance protein, partial [bacterium 
KWD-2-12]



Length=212

 Score = 332 bits (850),  Expect = 2e-107, Method: Compositional 
matrix adjust.
 Identities = 157/212 (74%), Positives = 180/212 (85%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG
Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGV+YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAPLPLGSGVRYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_065387043.1 GTP-binding protein [Bacillus sp. FJAT-26390]
 OBZ10137.1 GTP-binding protein [Bacillus sp. FJAT-26390]
Length=665

 Score = 347 bits (891),  Expect = 3e-107, Method: Compositional 
matrix adjust.
 Identities = 211/626 (34%), Positives = 332/626 (53%), Gaps = 
20/626 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AHVDAGKTT TE +L+ SG I   GSV+ GT +TD + +ER RGI++
+AA T 
Sbjct  9    
IRNIGIFAHVDAGKTTTTEQILFRSGRIRSLGSVDAGTAQTDFLEVERSRGISVRAAATR  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    VN+VDTPGH+DFL+EV RSL V+DGA+L++SA +GVQAQT +++HALR+ 
N+P
Sbjct  69   



FTWQGATVNLVDTPGHVDFLSEVERSLRVMDGAVLILSAVEGVQAQTEVIWHALRERNMP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLS-------
ADIIIKQTVSLSPEIVLEENTDIEAW  175
            T+I++NK+D+ G D    ++ +R  LS       A + ++ + S +  ++ +   D
+   
Sbjct  129  
TLIYVNKLDRVGADPLGTIKQIRRLLSPQAAPVQAPLGVEDSFSGAVSVLDDTAGDLGEA  188

Query  176  DA--------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
             A        V E ++ LL  Y+    + + +L +      +   LFP+ +G++ 
+G+GI
Sbjct  189  
KAYLQLLEETVAEQDESLLLHYLDSGTLPKAELNQMLPSLTRSGELFPILFGASNRGIGI  248

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            +PLM A+  L  P        + G +F++E      R  Y+RLYSG +R RD+V    
++
Sbjct  249  
EPLMQAMVALLPPPEAVPDGPVSGVIFRIERDAAMGRIAYVRLYSGVIRNRDSVRNETQQ  308

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + K+T++R     +         G+I  +   +  R+ D++G    +P +      
+P+
Sbjct  309  IEEKVTQIRKIDGQKAEDVGLLAAGDIAAVCGWNQARIGDIIGCGDYVPGE--
TRLAVPL  366

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +     A+   ++ AL +LAD DPLL  +      E+ L  +G +Q+EV++ 
LL  
Sbjct  367  
LTVQVRWGNEAEYPAVVAALQELADEDPLLDLQWLQEQRELHLKVMGPIQIEVLTHLLHN  426

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +Y L+    EPSVIY E P +     I   + P P WA +   + P   GSG+ + 
S V 
Sbjct  427  RYGLKADFGEPSVIYKETPAQTGEGFIAYTM-
PKPCWAILRFHIEPGERGSGIAFSSVVR  485

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               L   +QN V   +   L+QGLFGW VTD K+    G ++   + P DF    P
+ + 
Sbjct  486  
SERLLDRYQNEVARSVPEALQQGLFGWEVTDVKVTLVEGEHHVWHTHPLDFAVATPMGIM  545

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L   G +LLEP LSF +  P+E   +  ++        ET  V+++ +   G 



+P   
Sbjct  546  
DGLSRIGVKLLEPMLSFRISVPEETGGKLMNELILMRGEFETPVVRQERMEIEGILPVAT  605

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
               +       T GR    T   GY+
Sbjct  606  SLDFPARFGSLTKGRGALATFFAGYR  631

>WP_028937230.1 GTP-binding protein [Pseudonocardia spinosispora]
Length=628

 Score = 346 bits (888),  Expect = 3e-107, Method: Compositional 
matrix adjust.
 Identities = 230/640 (36%), Positives = 340/640 (53%), Gaps = 
29/640 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL+ +G +   G V+ GTTRTD+  LER RGITI 
+AV
Sbjct  1    
MALLNVGILAHVDAGKTSLTERLLFDAGVLDRLGRVDHGTTRTDSSDLERARGITINSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV RSL VLDG +LV+S+ +GVQAQTR+L  AL 
++ 
Sbjct  61   
VSFTLGDVTVNLIDTPGHPDFIAEVRRSLRVLDGVVLVVSSVEGVQAQTRVLMRALARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPE----
IVLEENTDIEAW  175
            IPT++F+NKID+ G   + ++  +  +LSA  + +   V L       + L +++ 
+   
Sbjct  121  
IPTLLFVNKIDRVGARYEELIADISSRLSAGAVAMNAVVGLGTRDARTVPLADSSRL--T  178

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E++D+LL  Y+     +   L R   ++   A + PVY+GSA  G GI  L+  
+ 
Sbjct  179  
EVLAEHDDELLADYLTDRAPAPGALRRSLAQQCTRALVHPVYFGSAITGAGIAELVTGLR  238

Query  236  GLFQPIG--EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GR-----  286
             L   +   E+G A   G+VFK+E    G++  YLR+ +G++ +RD ++L   GR     
Sbjct  239  ELLPSVSPTEEG-
APPTGTVFKIETVSEGEKVAYLRMRTGSVSVRDRLSLHRIGRSGEVS  297

Query  287  -EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
               +K+T + +   G   R DT    +I  L   + VR+ D LG P           



P P
Sbjct  298  EHSVKVTGIEVFRDGAARRVDTVGAPDIGRLHGVEDVRIGDSLG-
PVEAEPDDTHFSP-P  355

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T I P+ A    RL  AL +LA+ DPL+  ++     E  L   G VQ EV+ 
+ L 
Sbjct  356  TLETVIRPRFAHDGPRLSAALRRLAERDPLI--
DLREEPGETSLRLYGEVQREVIQSQLE  413

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQYESR  463
             ++ +   +     +++E+ L  +     I+    N F+A+IGL + P   GSGV
+Y   
Sbjct  414  
LEFGVSIELAATRTVHLEKLLGTSEAVRAIDKRGANEFFATIGLRLEPGPAGSGVRYRLD  473

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+   +R  L +GL+GW VTDC +      + SP+ST  DFR 
LAPI+
Sbjct  474  
VELGSLPAAFHTAIEQSVRAALRRGLYGWEVTDCLVTLTRSGFASPISTAGDFRDLAPIL  533

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  AL+ SGT + EP     L  P + L        +  A+  T       V   G 
+P 
Sbjct  534  LADALRRSGTAVYEPVSDIELEVPPDTLGAVLGTLGELGASTRTVHGAIGTV--
EGTLPT  591

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              +   R  L   T G  + L    G++   G P   PRR
Sbjct  592  AHLPELRRRLPSMTRGEGMLLDGPAGHRPVHGPP---PRR  628

>PKB00878.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. Ag109_G2-1]
Length=657

 Score = 347 bits (890),  Expect = 3e-107, Method: Compositional 
matrix adjust.
 Identities = 228/654 (35%), Positives = 344/654 (53%), Gaps = 
26/654 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G T+ D++ +ER+RGITI+
+AV 
Sbjct  6    
RTLNLGILAHVDAGKTSLTERLLYAAGVIDEIGSVDAGNTQADSLEMERRRGITIKSAVV  65



Query  62   SFQWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +F          VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
L+
Sbjct  66   
NFPLGSGESAVSVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLK  125

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---------
LSPEIVLEE  168
            +++IPT++F+NK D+ G D   V++ +  +L+  +I    V+         +S     
+E
Sbjct  126  
RLSIPTLLFVNKADRPGADDARVLREIERELAVPVIRMGRVTAGIGTKAARISASTGGDE  185

Query  169  NTDIEAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                   D +  ++D LL  Y+      P +R +     Q R   A ++PVY GSA  
G 
Sbjct  186  AYTRHLLDVLTTHDDDLLGAYLDHGTSLPYARLRTALAAQTRT--
ARVYPVYVGSAITGA  243

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI  L++ +  L           L   VFKVE    G+R  Y+RL+SG L  R  V 
++G
Sbjct  244  
GIDGLVEGIGELLPAAHGDPHGPLSARVFKVERGQGGERIAYVRLFSGELGARAHVPVSG  303

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKR--
WREDP  342
              + K+TE+ +  +G+ VR   A  G+I  L    +VR+ DV+G   R P  R   
R   
Sbjct  304  -TRHKVTELAVFDRGKAVRRPVARAGQIATLRGLPTVRIGDVVG---
REPEGRPYGRVFA  359

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L + + P    +   L  AL QLA+ DPL+    D    E  +S  G VQ EV
++A 
Sbjct  360  
APTLESVVVPADPERTGDLHTALAQLAEQDPLIGLRQDPDGGEPSVSLYGEVQKEVLAAT  419

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+E+Y +    +E + I +ER     +    ++   NPF A++GL V P  +GSGV 
+  
Sbjct  420  
LAEEYGITVSFRETTPICVERVTGTGAAYEVLDHEGNPFLATVGLRVEPAPVGSGVVFRR  479

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L   +  AV + +   L QGL GW V DC +   +  + S  ST  +FR
+L P+
Sbjct  480  



EVELGSLPLGYMRAVEETVYATLRQGLSGWQVPDCAVTMTHSGFCSIRSTAGEFRALTPL  539

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL ++GT + EP   F L   Q+          ++ A   T     D  +  
G +P
Sbjct  540  
VLMAALHQAGTVVHEPVHRFRLEFSQDAYPAVALALARHGAQPGTPVAVGDAYLVEGHLP  599

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
            A  +     +L   T+G  V  T    ++ +   P ++ R  ++ L++  ++  
Sbjct  600  ADRVHGLERELPELTSGTGVLETAFAHHRPSR-TPRVRERSDHNPLNREEYLLH  
652

>ACQ85278.1 TetO, partial [Campylobacter jejuni]
Length=287

 Score = 334 bits (857),  Expect = 4e-107, Method: Compositional 
matrix adjust.
 Identities = 156/287 (54%), Positives = 219/287 (76%), Gaps = 0/287 
(0%)

Query  84   
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQS  143
            EVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G+DL  
V + 
Sbjct  1    
EVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMVYRE  60

Query  144  
VRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVRE  203
            ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+L +E
Sbjct  61   
MKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSELEQE  120

Query  204  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  263
            E RR Q+ +LFPVY+GSAK  LGI+ L+  +   F     +G + LCG VFK+EY+
+  +
Sbjct  121  
ENRRFQNGTLFPVYHGSAKNNLGIRQLIKVIASKFYSSTPEGQSELCGQVFKIEYSEKRR  180

Query  264  
RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL  323
            R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D 
++L
Sbjct  181  
RFVYVRIYSGTLHLRDVIRISEKEKIKITEMHVPTNGELYSSDTACSGDIVILPNDVLQL  240

Query  324  NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            N +LG+   LP++++ E+PLPM++TTIA K + QRE LL ALT+++D



Sbjct  241  NSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREILLGALTEISD  287

>WP_100864842.1 GTP-binding protein [Streptomyces sp. Ag109_G2-1]
Length=650

 Score = 347 bits (889),  Expect = 4e-107, Method: Compositional 
matrix adjust.
 Identities = 228/652 (35%), Positives = 343/652 (53%), Gaps = 
26/652 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LLYA+G I E GSV+ G T+ D++ +ER+RGITI+
+AV +F
Sbjct  1    
MNLGILAHVDAGKTSLTERLLYAAGVIDEIGSVDAGNTQADSLEMERRRGITIKSAVVNF  60

Query  64   QWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
                      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L   
L+++
Sbjct  61   
PLGSGESAVSVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRVLMRTLKRL  120

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---------
LSPEIVLEENT  170
            +IPT++F+NK D+ G D   V++ +  +L+  +I    V+         +S     
+E  
Sbjct  121  
SIPTLLFVNKADRPGADDARVLREIERELAVPVIRMGRVTAGIGTKAARISASTGGDEAY  180

Query  171  DIEAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                 D +  ++D LL  Y+      P +R +     Q R   A ++PVY GSA  
G GI
Sbjct  181  TRHLLDVLTTHDDDLLGAYLDHGTSLPYARLRTALAAQTRT--
ARVYPVYVGSAITGAGI  238

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L++ +  L           L   VFKVE    G+R  Y+RL+SG L  R  V +
+G  
Sbjct  239  
DGLVEGIGELLPAAHGDPHGPLSARVFKVERGQGGERIAYVRLFSGELGARAHVPVSG-T  297

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKR--
WREDPLP  344
            + K+TE+ +  +G+ VR   A  G+I  L    +VR+ DV+G   R P  R   R    
P
Sbjct  298  RHKVTELAVFDRGKAVRRPVARAGQIATLRGLPTVRIGDVVG---
REPEGRPYGRVFAAP  354

Query  345  



MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L + + P    +   L  AL QLA+ DPL+    D    E  +S  G VQ EV+
+A L+
Sbjct  355  
TLESVVVPADPERTGDLHTALAQLAEQDPLIGLRQDPDGGEPSVSLYGEVQKEVLAATLA  414

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E+Y +    +E + I +ER     +    ++   NPF A++GL V P  +GSGV +   
V
Sbjct  415  
EEYGITVSFRETTPICVERVTGTGAAYEVLDHEGNPFLATVGLRVEPAPVGSGVVFRREV  474

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L   +  AV + +   L QGL GW V DC +   +  + S  ST  +FR+L 
P+VL
Sbjct  475  
ELGSLPLGYMRAVEETVYATLRQGLSGWQVPDCAVTMTHSGFCSIRSTAGEFRALTPLVL  534

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL ++GT + EP   F L   Q+          ++ A   T     D  +  G 
+PA 
Sbjct  535  
MAALHQAGTVVHEPVHRFRLEFSQDAYPAVALALARHGAQPGTPVAVGDAYLVEGHLPAD  594

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
             +     +L   T+G  V  T    ++ +   P ++ R  ++ L++  ++  
Sbjct  595  RVHGLERELPELTSGTGVLETAFAHHRPSR-TPRVRERSDHNPLNREEYLLH  
645

>BAQ18917.1 tetracycline-resistance protein, partial [Enterococcus 
faecalis]
Length=201

 Score = 331 bits (848),  Expect = 4e-107, Method: Compositional 
matrix adjust.
 Identities = 154/200 (77%), Positives = 178/200 (89%), Gaps = 0/200 
(0%)

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            +PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ
+EV+S
Sbjct  1    
NPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVIS  60

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL 
LGSG+QY



Sbjct  61   
ALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQY  120

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            ES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR LA
Sbjct  121  
ESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLA  180

Query  521  PIVLEQALKESGTQLLEPYL  540
            PIVLEQ LK++GT+LLEPYL
Sbjct  181  PIVLEQVLKKAGTELLEPYL  200

>WP_102715800.1 GTP-binding protein [Paenibacillus castaneae]
Length=664

 Score = 347 bits (890),  Expect = 4e-107, Method: Compositional 
matrix adjust.
 Identities = 217/634 (34%), Positives = 332/634 (52%), Gaps = 
29/634 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            + I NIGI AHVDAGKTT TE +LY SG I   GSV+ GT +TD + +ER RGI++
+AA 
Sbjct  7    
IHIRNIGIFAHVDAGKTTTTEQILYHSGRIRSLGSVDAGTAQTDFLEVERSRGISVRAAA  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T F W    VN+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQAQT +++HAL 
+ +
Sbjct  67   
TRFTWQGVTVNLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQAQTEVIWHALHERS  126

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE---------NTD  171
            IPT+I++NK+D+ G D    ++ ++  LS      Q   +   + +E+         
+ +
Sbjct  127  IPTLIYVNKMDRIGADPIGTLKQIKRLLS-----
PQAAPIQAPLGVEDSFNGVCSLLDHN  181

Query  172  IEAWD----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSA  221
            + A D           + E ++ +L  Y+    + + +L R     +Q   L+PV 
+G++
Sbjct  182  
LTAADEAGYLQLLEETIAEGDEAMLLHYLDTGALPKAELSRMLPSLIQKTELYPVLFGAS  241

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
             +GLGI+PL+ A+ GL           L G VF++E      R  Y+RLYSG +R 



RD+V
Sbjct  242  
NRGLGIEPLLQAMIGLLPSPSIHEDGPLSGVVFRIERDSAMGRIAYVRLYSGVMRNRDSV  301

Query  282  ALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                ++ + KIT++RI    +         G+I  I   +  R+ DV+G    +P 
+   
Sbjct  302  
FNVTQQLEEKITQIRIIDGQKSEDVGMLAAGDIAAICGWNHARIGDVIGCADFVPEE--T  359

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               +P+L   +     A+   ++ AL +LAD DP L  +      E+ L  +G +Q
+EV+
Sbjct  360  
RLAVPLLTVQVRWSNEAEYPAVVAALQELADEDPQLDLQWLQDQRELHLKVMGPIQIEVL  419

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            + +LS +Y L+    +PSVIY E P +     I   + P P WA +   + P   
GSG+ 
Sbjct  420  THVLSARYGLKADFSQPSVIYKETPAQIGEGFIAYTM-
PKPCWAILRFHIEPGERGSGLT  478

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y S V    L   +QN V   +   L+QGLFGW VTD K+    G ++   + P 
DF   
Sbjct  479  
YSSIVRSERLLDRYQNEVARSVPEALQQGLFGWEVTDLKVTLIEGEHHVWHTHPLDFAVA  538

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+ +   L   G +LLEP LSF L  P+E   +  ++        +T  V+ + +   
G
Sbjct  539  
TPMGIMDGLSRIGVKLLEPMLSFRLSIPEETGGKLMNELVLMRGEFDTPVVRGERMEIEG  598

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
             +P      +       T GR    T   GY+ A
Sbjct  599  TLPVATSLEFPARFGSLTKGRGALATFFAGYREA  632

>WP_076688896.1 GTP-binding protein [Streptomyces alfalfae]
 APY90796.1 GTP-binding protein [Streptomyces alfalfae]
Length=686

 Score = 348 bits (892),  Expect = 4e-107, Method: Compositional 
matrix adjust.
 Identities = 234/671 (35%), Positives = 341/671 (51%), Gaps = 
42/671 (6%)

Query  4    



INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+ +G I E G V+ G+T TD++ LERQRGITI+
+AV SF
Sbjct  1    
MNLGILAHIDAGKTSLTERLLHRAGVIDEVGRVDDGSTLTDSLALERQRGITIKSAVVSF  60

Query  64   -------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
                         VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
L
Sbjct  61   
VVDAPEATGGDVTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLLRTL  120

Query  117  
RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD  176
            R++ IPT+IF+NK D+AG   + V++ +  +L+ D+    TV    E +         
+ 
Sbjct  121  RRLRIPTLIFVNKADRAGARHEGVLEHIARRLTPDVAPMGTV----
EALGTREARFAPFT  176

Query  177  A--------VIENNDKLLEKYIAGEPISRE--
KLVREEQRRVQDASLFPVYYGSAKKGLG  226
            A        +  ++D LL  Y+  EP S    +L RE  ++ + A + PVY+GSA  
G G
Sbjct  177  AAAPGLAELLAGHDDDLLTAYVT-
EPASLTYGRLRRELAQQTRRALVHPVYFGSATTGAG  235

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            +  L   +            A L GSVFKVE    G++  Y+R+++GT+R RD V 
+A  
Sbjct  236  
VGELASGIAEFLPSEPGDAEAPLSGSVFKVERGTAGEKIAYVRVFAGTVRTRDRVDIAAG  295

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWR  339
            +   + E ++ +   +       PG  +       +     VR+ DVLG P        
R
Sbjct  296  DGTDVREGKVTAV-
SVFEHGADEPGTRITAGRIGKVWGLTDVRIGDVLGVPRTGTGADGR  354

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T +AP  A  R  L  ALTQLA+ DPL+    D +  E+ +S  G VQ 
EV+
Sbjct  355  
FFAPPTLETVVAPAAAGDRGALHLALTQLAEQDPLIALRQDDVRQEVSVSLYGEVQKEVI  414

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+  + L+   +E + I +ER          I+  PNPF A++GL V P  +G
+GV+
Sbjct  415  
QATLAADFGLDVTFRETTTICVERVAGTGEAVEFIDKDPNPFLATVGLRVEPAPVGAGVE  474



Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
            +   V LG +  +F  AV + +R  L QGL GW V DC +   +  Y+            
Sbjct  475  
FRLGVELGSMPYAFFRAVEETVRETLGQGLRGWRVPDCTVTMTHSGYWPRQSHAHGTFDK  534

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            S  ST  DFR L P+VL  AL+ +GT + EP   F L  P +          +  A   
+
Sbjct  535  
SMSSTAGDFRHLTPLVLMDALRRAGTVVHEPMHRFRLVLPADTFGAVLPVLSRLRAVPHS  594

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 D     G+IPA  + A    L   T G     +    Y+   G    + R  
+  
Sbjct  595  
PTTSGDSYRLEGDIPADQVHALELRLPGLTRGEGELESAFDRYEPVRGTAPTRARTDDDP  654

Query  628  LDKVRHMFQKV  638
            L +  ++ + V
Sbjct  655  LHRKEYLLRVV  665

>KND42633.1 GTP-binding protein, partial [Streptomyces 
stelliscabiei]
Length=565

 Score = 344 bits (882),  Expect = 4e-107, Method: Compositional 
matrix adjust.
 Identities = 219/567 (39%), Positives = 308/567 (54%), Gaps = 
40/567 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  G I E GSV++G+TRTDT+ LER+RGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTVGVIDEIGSVDEGSTRTDTLALERRRGITIKSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFAIDDLTVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLRI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-SPE--
IVLEENTDIEAWDA  177
            PT+IF+NKID+ G   Q +++S+  +L+  I+ + +   L +PE   +  +       
+ 
Sbjct  123  



PTLIFVNKIDRRGARHQDLLESIAARLTPGIVPMGEVAGLGTPEAHFLPYDPLPPRLLEL  182

Query  178  VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E +D LL  Y+  G  +   +L      R   + + PV++GSA  G GI  L+D 
+  
Sbjct  183  
LAEYDDDLLAAYVDDGTAVPETRLRAALAARTGGSLVHPVFHGSAITGSGIAELVDGIRE  242

Query  237  LFQPIGEQGSAAL------------
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            L                         G+VFKVE    G++  Y+R++ GT+R+RD 
+A  
Sbjct  243  
LLPSTDADHGGDTAGGGDGEAAAPPSGTVFKVERGPAGEKIAYVRMFDGTVRVRDRLAFR  302

Query  285  -GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDP  342
             G  + K+T + +   G  VR      G I  L      L D+ +GD   +PR+R     
Sbjct  303  DGAREGKVTAISVFEGGADVRATAVSAGRIARLWG----
LADIRIGDTVGVPRERAAAAH  358

Query  343  L-----
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                  P L T + P  A     L  ALTQLA+ DPL+    D +  EI +S  G 
VQ E
Sbjct  359  
GHHFAPPTLETVVLPARAEDGAALHLALTQLAEQDPLIGLRHDELRREISVSLYGEVQKE  418

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            VV A L+++Y L+   +E + I +ER     +     +   NPF A++GL V P   
GSG
Sbjct  419  
VVQATLADEYGLDVTFRETTTICVERLAGVGAAVEFNKKDGNPFLATVGLRVEPAPAGSG  478

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY------------GL  505
            V +   V LG +  +F  AV D +R  LEQGL GW V DC +   +            
G 
Sbjct  479  
VAFRLEVELGSMPYAFFKAVEDTVRETLEQGLHGWRVPDCTVTMTHSGYSPRQSHAHQGF  538

Query  506  YYSPVSTPADFRSLAPIVLEQALKESG  532
              S  ST ADFR L P+VL  AL+  G
Sbjct  539  DKSMSSTGADFRGLTPLVLTDALRRGG  565

>WP_038509069.1 GTP-binding protein [Amycolatopsis japonica]
 AIG74295.1 Oxytetracycline resistance protein [Amycolatopsis 
japonica]
Length=629

 Score = 346 bits (887),  Expect = 4e-107, Method: Compositional 



matrix adjust.
 Identities = 217/644 (34%), Positives = 346/644 (54%), Gaps = 
38/644 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEYLNLGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFRVGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALKRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            +P +IF+NKID+AG   + ++  + ++L    +    V     +   V   +      
+ 
Sbjct  121  
VPVLIFVNKIDRAGARHEGLLADLAERLGVACVPMSEVGGLGTATAKVRPVSPSSGQVEQ  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E++D  L  Y+  + ++ +    E  R+ +  ++ PVY+GSA+ G GI  L    
+G+
Sbjct  181  LAEHSDAFLAAYLE-DAVTADDYRAEVVRQTRLGAVSPVYFGSARSGEGIAEL---
TSGI  236

Query  238  FQPIGEQGSAA----LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREK  288
             + +G  G +A    L  +VFK+E     ++  Y+R++SG +  RD V       A  
E+
Sbjct  237  
REFLGGAGKSAPDDRLRAAVFKIERGRAHEKIAYVRVFSGEIGARDHVRFHRPGGAVTEE  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED------  341
             K++ +R+   G+      A  G+I  I     +R+ D+LG P         ED      
Sbjct  297  AKVSAVRVFELGDETVEARARAGQIAKITGLKEIRIGDLLGVP---------
EDDGVSPQ  347

Query  342  -
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P L T + P   A+   +  AL +LA+ DPL+    D  T  I +   G VQ 
E+++
Sbjct  348  
FPPPALETEVVPAVPAETASVFTALQELAEQDPLITVRQDDETRRISVRLYGEVQKEIIA  407

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460



              L+ ++ L+        + +ERP+        I    NP++A++GL V P + 
GSG+ +
Sbjct  408  
ETLATQHGLDVGFSLTRPVCVERPIGTGHAVWLITEKRNPYFATVGLRVGPGAPGSGLTF  467

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   
DFR + 
Sbjct  468  
GLDVELGSLPLAFHKAIEETVDATLRRGPSGREVIDCMVTVTHTGYFSPVSAAGDFRKVT  527

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VLE+AL+++GT++LEP     +  P + ++       +    +  + V+ D    
TG 
Sbjct  528  
PFVLEEALRDAGTEILEPVSRVEVELPADSVTATLSRLVECGGLVTGSVVRGDRAELTGV  587

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            +P   +  +   L   T+G  +  TE  G+     +P + P RP
Sbjct  588  LPLGEVARFEQQLPGLTHGEGLMATEPAGH-----RPRVSPNRP  626

>WP_067990619.1 GTP-binding protein [Nocardia pseudobrasiliensis]
Length=603

 Score = 345 bits (885),  Expect = 5e-107, Method: Compositional 
matrix adjust.
 Identities = 234/624 (38%), Positives = 344/624 (55%), Gaps = 
39/624 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGI+AHVDAGKT+LTE LLY +GAI   GSV+ GTTRTDT  +ERQRGIT++
+AV 
Sbjct  5    
RTLNIGIVAHVDAGKTSLTERLLYDTGAIDTLGSVDAGTTRTDTGDIERQRGITVRSAVV  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF+AEV R+L VLD A+LVISA +GVQA TR L   LR 
M +
Sbjct  65   
SFTVGDIQVNVIDTPGHSDFVAEVDRALRVLDAAVLVISAVEGVQAHTRTLMRILRDMRL  124

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+IF+NKID+          +  ++L A+I  +  V+  P ++ E+  DI   + 
+ E 
Sbjct  125  PTLIFVNKIDRP--------NARPEQLLAEIAWR--VTPYPLVIAEDLADIA--
ETLAEQ  172

Query  182  



NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D LL   + G P +   L    + ++    + PVY+GSA  G G+  L+ A+T L  
PI
Sbjct  173  
DDSLLAALVDGPPPTPATLQAALRDQLARGLVHPVYFGSALTGHGVDALIRAITELL-PI  231

Query  242  GEQGSAALC-GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--------
KLKIT  292
             E        G++F VE +  G +  YLRL+SGT+  RD +AL+ R+          
+IT
Sbjct  232  
PESADGPTPRGTIFAVERSASGAKTAYLRLFSGTVTTRDRLALSRRDYDGTTVRHTGRIT  291

Query  293  EMRIPSKGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +R+   G    T     G I  +  PSD +R+ D LG PT   + R+    +P 
LRT +
Sbjct  292  TLRVVGGGSGPLT----AGNIGRITGPSD-LRVGDTLGVPTDSEQPRF---
AVPTLRTLV  343

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL-  409
              +T      L  AL QLA+ DPLL   V+      IL + G +Q E+++  LS+
+Y + 
Sbjct  344  RARTGTP-AALHAALRQLAEQDPLLHIRVEPDGDTSILLY-
GEIQREIIATTLSDRYGID  401

Query  410  -ETVVKEPSVIYMERPLKAASHTI-
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             E +  EP  +       AA   + +     + FWA++GL V P   G+  +YE+   
LG
Sbjct  402  
AEFLATEPLRVERVTGTGAAIEEMGYRAASSHGFWATVGLRVDPGPPGTTFRYET--ELG  459

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  A+ + +   L +G  G  +TDC +      + +P+ST ADFR L P
+VL QA
Sbjct  460  
ALPRAFHCAIAESVHATLRRGTDGRPITDCVVTLIRSGFAAPISTAADFRGLTPLVLTQA  519

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT++LEP  +F L  P + L+          A+I+ ++   D    TG I  
R + 
Sbjct  520  
LRRAGTEILEPTDAFELDLPADTLAPVLTALIALGASIQNSEAVADAWRLTGTIATRAVD  579

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
            A R  L   T G +   +   GY+
Sbjct  580  AVRHRLPALTRGEADWWSRPAGYR  603

>ACK58049.1 tetracycline resistance protein, partial [Vibrio 



tasmaniensis]
Length=206

 Score = 331 bits (848),  Expect = 5e-107, Method: Compositional 
matrix adjust.
 Identities = 155/201 (77%), Positives = 175/201 (87%), Gaps = 0/201 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV 
Sbjct  6    
ENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVT  65

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL 
LGSGVQ
Sbjct  66   
CALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQ  125

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  126  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  185

Query  520  APIVLEQALKESGTQLLEPYL  540
            APIVLEQ LK++GT+LLEPYL
Sbjct  186  APIVLEQVLKKAGTELLEPYL  206

>AHF55834.1 tetracycline resistance protein, partial [bacterium 
KWD-2-10]
Length=212

 Score = 331 bits (849),  Expect = 5e-107, Method: Compositional 
matrix adjust.
 Identities = 157/212 (74%), Positives = 179/212 (84%), Gaps = 0/212 
(0%)

Query  327  
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            LGD   LP++   E+PLP+L+T + P    QRE LLDAL +++D+ PLLR  VDS 
THEI
Sbjct  1    
LGDTKLLPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSGPLLRYYVDSATHEI  60

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
            ILSFLG+VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIG



Sbjct  61   
ILSFLGKVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIG  120

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            LSV PL LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLY
Sbjct  121  
LSVAPLPLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLY  180

Query  507  YSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            YSPVSTPADFR LAPIVLEQ LK++GT+LLEP
Sbjct  181  YSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  212

>WP_062782474.1 GTP-binding protein [Streptomyces sp. NRRL S-1521]
 KUL49342.1 GTP-binding protein [Streptomyces sp. NRRL S-1521]
Length=686

 Score = 347 bits (891),  Expect = 5e-107, Method: Compositional 
matrix adjust.
 Identities = 234/667 (35%), Positives = 339/667 (51%), Gaps = 
34/667 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+ +G I E G V+ G+T TD++ LERQRGITI+
+AV SF
Sbjct  1    
MNLGILAHIDAGKTSLTERLLHRAGVIDEVGRVDDGSTLTDSLALERQRGITIKSAVVSF  60

Query  64   -------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
                         VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
L
Sbjct  61   
VVDAPEVTGGDVTVNLIDTPGHPDFIAEVERILSVLDGAVLVVSAVEGVQAQTRVLLRTL  120

Query  117  
RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD  176
            R++ IPT+IF+NK D+AG   + V++ +  +L+ D+    TV               
A  
Sbjct  121  
RRLRIPTLIFVNKADRAGARHEGVLEHIARRLTPDVAPMGTVEALGTREARFTPFTAAAP  180

Query  177  AVIE----NNDKLLEKYIAGEPISRE--
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             + E    ++D LL  Y+  +P S    +L RE  R+ + A + PVY+GSA  G G
+  L
Sbjct  181  GLAELLAGHDDDLLTAYVT-
DPASLTYGRLRRELARQTRRALVHPVYFGSATTGAGVGEL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290



               +            A L GSVFKVE    G++  Y+R+++GT+R RD V +A  
+   
Sbjct  240  
ASGIAEFLPSEPGDAGAPLSGSVFKVERGTAGEKIAYVRVFAGTVRTRDRVDIAAGDGTD  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            + E ++ +   +       PG  +       +     VR+ DVLG P        R    
Sbjct  300  VREGKVTAV-
SVFEHGADEPGTRITAGRIGKVWGLTDVRIGDVLGVPRTGSGADGRFFAP  358

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T +AP  A  R  L  ALTQLA+ DPL+    D +  E+ +S  G VQ EV+ 
A L
Sbjct  359  
PTLETVVAPAAAGDRGALHLALTQLAEQDPLIALRQDDVRQEVSVSLYGEVQKEVIQATL  418

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +  + L+   +E + I +ER          I+  PNPF A++GL V P  +G+GV+
+   
Sbjct  419  
AADFGLDVTFRETTTICVERVAGTGEAVEFIDKDPNPFLATVGLRVEPAPVGAGVEFRLG  478

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVS  511
            V LG +  +F  AV + +R  L QGL GW V DC +   +  Y+            
S  S
Sbjct  479  
VELGSMPYAFFRAVEETVRETLGQGLRGWRVPDCTVTMTHSGYWPRQSHAHGTFDKSMSS  538

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR L P+VL  AL+ +GT + EP   F L  P +          +  A   +    
Sbjct  539  
TAGDFRHLTPLVLMDALRRAGTVVHEPMHRFRLDLPADTFGAVLPVLSRLRAVPHSPTTS  598

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
             D     G+IPA  + A    L   T G     +    Y+   G    + R  +  
L + 
Sbjct  599  
GDSYRLEGDIPADQVHALELRLPGLTRGEGELESAFDRYEPVRGTAPTRARTDDDPLHRK  658

Query  632  RHMFQKV  638
             ++ + V
Sbjct  659  EYLLRVV  665

>WP_095435748.1 GTP-binding protein [Rhizobium sp. 10195]
 ASW07553.1 GTP-binding protein [Rhizobium sp. 10195]
Length=645



 Score = 346 bits (888),  Expect = 6e-107, Method: Compositional 
matrix adjust.
 Identities = 227/647 (35%), Positives = 338/647 (52%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGIIDKLGSVDAGSTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   
VSFTIGDVMVNLIDTPGHPDFIAEIERVLQLLDAAVVVVSAAEGVQPQTRVLVKALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-
SLSPEIVLEENTDIEA-----  174
            IP + FINK+D+ G     V++ +  +L+   I    V      + + E  D+       
Sbjct  121  
IPFIFFINKVDRLGARYDEVLEDMATQLAVRPIAMSIVHDAGSRLAMVETADLGGDPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LLE Y+ A E ++R++L +    +V  + + P + G+A +GLGI  
L+
Sbjct  181  
RLCEALSINDEALLEDYVLAPERLTRQRLEQALVDQVAKSLIHPAFAGAATRGLGIPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             AV  L           + G++FK+E    G++  YL L SG + LRD +  A     
KI
Sbjct  241  SAVQTLLPSRQPNHDCPVSGTIFKIERGWGGEKLAYLYLASGKVGLRDDIETA-
NGPAKI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            + +++   G   +      GEI  +    + R+ D +G  T  P+   R    P L 
T I
Sbjct  300  SSLQLFRDGRADKVSQISAGEIAKVGGLPNARIGDWIG--
TERPQGTLRHFTPPTLETRI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                 ++   L  ALTQLA+ DPL+    +    +I +S  G VQ EV+ A LS +
+ L 
Sbjct  358  
RAMRPSESAALWLALTQLAEQDPLINLRANEEKGDIYISLYGEVQKEVIQATLSSEFGLG  417

Query  411  



TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VIY+ER     S   HI   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
ITFEESTVIYVERLAGTGSAVEHIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV +     L++GLFGW + DC +        SP ST  DFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEEATFETLKEGLFGWQIIDCHVAMTAARQSSPASTAVDFRKLTPLVLASALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F +  P   L+  +    K  A++  + +        G + +  
IQ  +
Sbjct  538  
AQTILCEPIEHFHVEIPATALTGVHSLLAKSGASMRRSLIDGGVAWLEGTVASSMIQTIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  634
              L   + G  V       Y    G   ++ R    P  R D +RH+
Sbjct  598  RQLPGLSGGAGVLEHAFDHYAPLSGLHYVRERAAANPFDRADYLRHV  644

>ABR22527.1 tetracycline resistance protein, partial [Vibrio 
tasmaniensis]
Length=212

 Score = 331 bits (848),  Expect = 7e-107, Method: Compositional 
matrix adjust.
 Identities = 155/201 (77%), Positives = 175/201 (87%), Gaps = 0/201 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV 
Sbjct  9    
ENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVT  68

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL 
LGSGVQ
Sbjct  69   
CALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQ  128

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  129  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  188



Query  520  APIVLEQALKESGTQLLEPYL  540
            APIVLEQ LK++GT+LLEPYL
Sbjct  189  APIVLEQVLKKAGTELLEPYL  209

>WP_057586367.1 GTP-binding protein [Terrabacter sp. Soil810]
 KRF46881.1 GTP-binding protein [Terrabacter sp. Soil810]
Length=726

 Score = 348 bits (893),  Expect = 7e-107, Method: Compositional 
matrix adjust.
 Identities = 239/696 (34%), Positives = 350/696 (50%), Gaps = 
76/696 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + + +GILAHVDAGKT+LTE LL  +G I+EPGSV+ G+T+TDT+ LER RGITI
+AAV 
Sbjct  13   
RALGLGILAHVDAGKTSLTERLLLHAGVIAEPGSVDDGSTQTDTLALERARGITIKAAVV  72

Query  62   SFQWHRCK----
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            SF+         VN+VDTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQTR+L  
ALR
Sbjct  73   
SFELGPADDPVTVNLVDTPGHSDFIAEVERSLAVLDGAVLVVSAVEGVQAQTRVLMRALR  132

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS------ADIIIKQT--
VSLSPEIVLE--  167
            ++ IPTV+F+NK+D++G    +V++ V D+L         ++ + T   ++ P+ +    
Sbjct  133  
RLRIPTVLFVNKVDRSGARTDAVLREVVDRLDVTPVPLGRVVDEGTRGAAVVPDGLAALG  192

Query  168  ------------ENTDIEAWDAVIEN----NDKLLEKYI-
AGEPISREKLVREEQRRVQD  210
                        +     A + V+E     +D+LL  ++ A   I   +L      
+   
Sbjct  193  
LAALGRAERDGGDQVTAAARERVVEALSRVDDRLLADWVEAPHRIDGRRLRTVLGDQTVR  252

Query  211  
ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
              + PV  GSA  G+G++ L  A+  L         A L G+VF ++    G++   
+ +
Sbjct  253  
GLVCPVLVGSAMTGVGVEDLARALPHLLPTPAPDPDAPLAGTVFAIQRGGSGEKVALVSV  312

Query  271  YSGTLRLRDTVALA-GR------------------------------
EKLKITEMRIPSK  299
             SG+L +RD V +  GR                               + ++T + 
+  +
Sbjct  313  



TSGSLAVRDRVLVHDGRADPADPADPGTRHTPSAPDDRGERRGDARCREERVTGLSVHVR  372

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            GE+ R      G I  ++  +  R+ D++GD  R+ R    E   P L T +  +  
A R
Sbjct  373  GEVERVPRVPAGRIARVVGLERARIGDLVGD-
VRIARPLVHEFSPPTLETVVEARDPADR  431

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             RL  ALT LA+ DPL+    D +  E  +S  G VQ EV+ A L   + +E      
+V
Sbjct  432  
ARLHTALTHLAEQDPLIDLRHDEVRGETHVSLYGEVQKEVIGATLEADFGVEATFSTTTV  491

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            I  ER   + +    I+VPPNPF A++GL V P   G GV++   V LG +  SF  
AV 
Sbjct  492  
ICRERVTGSGAAFEVIDVPPNPFLATVGLRVDPAPSGCGVRFALEVELGSMPASFFTAVE  551

Query  479  DGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQ  526
            D +   L QGL GW VTDC +   +  Y+            S  ST  DFR+L P
+VL +
Sbjct  552  
DTVHATLGQGLQGWPVTDCVVTMTHSGYWPRQSHMHQKFDKSMSSTAGDFRTLTPLVLME  611

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT + EP   F L  P E L  A        AT     V        GE
+PA  +
Sbjct  612  
ALRLAGTAVEEPVHRFDLEVPSEVLGAALTMLGHVRATPRATAVLGPVTRLRGEVPAERL  671

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
               +  +   T+G         GY+   G+P ++ R
Sbjct  672  HELQQRVPGLTSGLGDLACSFDGYRPVTGRPPVRSR  707

>OKP70014.1 GTP-binding protein [Ensifer adhaerens]
Length=645

 Score = 346 bits (887),  Expect = 7e-107, Method: Compositional 
matrix adjust.
 Identities = 223/644 (35%), Positives = 336/644 (52%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD++ LERQRGITI 
A+V



Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDSGNTQTDSLELERQRGITIAASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L  L  A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFRLGDLVVNLIDTPGHPDFIAEVERVLQSLGAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + F+NKID+ G     VV+ +  +L+   +I+   V         E  D        
Sbjct  121  
VPFLFFVNKIDRLGARPAEVVEEIASQLAVRPVIMSAAVEAGSRHARAEPIDFAQEPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LL+ Y+ A + ++ E+L +    ++ + +L PVY G A  G+G+  
L+
Sbjct  181  
ALSEALAANDEALLDDYVLAPQRLTVERLRKALATQLAEGALHPVYCGIAMTGVGVPGLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         A + G +FK+E    G++  +L L SGT+  RD + L+G    
K+
Sbjct  241  
TAIETLLPAKAPAPDAPVEGRIFKIERGWGGEKLAFLNLTSGTVATRDYLVLSGGAA-KV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++  +G + + D    G I  +      R+ D +G   R  R        P L 
T +
Sbjct  300  TSIQLFDQGRLEKVDQVTAGRIAKVGGLAHARIGDWVGVDGR--
RAGAFHFAPPTLETLV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+  +    L  AL QLA+ DP +         E+ +S  G VQ EV+ A LS  
+ LE
Sbjct  358  
RPRRPSDNTALWLALQQLAEQDPFINLRTSDDASEMFVSLYGEVQKEVIEATLSADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI +ERPL   +    I   PNPF A++GL + P    +G  +   V 
+G + 
Sbjct  418  
AHFEESTVICVERPLGTGTGIEIIFREPNPFLATVGLRIEPRPAAAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+ GLFGW V DC +        SP ST  DFR L P+VL 



+AL  
Sbjct  478  
ASFYRAVEEAVAETLKAGLFGWQVIDCHVAMTAARQTSPASTAVDFRRLTPLVLAEALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP  SF L AP   L+  +    K  A+   + ++       G I +  
+Q  +
Sbjct  538  
AGTVVCEPIDSFRLEAPASVLTAIHTLLAKSGASTTDSIIEGGVARLAGTIASANVQGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   T+G  V       Y    G    +PR   +  D+  ++
Sbjct  598  RQLPGLTSGAGVLENSFDHYAPIAGTQPSRPRLGANPFDRANYL  641

>WP_030156384.1 GTP-binding protein [Glycomyces sp. NRRL B-16210]
Length=661

 Score = 346 bits (888),  Expect = 9e-107, Method: Compositional 
matrix adjust.
 Identities = 225/623 (36%), Positives = 328/623 (53%), Gaps = 
26/623 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL A+G I E GSV+ G+TRTD++ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLQAAGVIEEVGSVDAGSTRTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R LA+LDGAILV+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VAFDLDGAAVNLIDTPGHPDFIAEVERVLALLDGAILVVSAVEGVQAQTRVLHRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PT++F+NKID+ G   +S+++ +  +L   ++    V+         +P        
+ 
Sbjct  121  
VPTLVFVNKIDRTGARRESLLRDLASRLDRAVVPMDAVTGLGTPAAASAPRPRDAAFAED  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             A      ++  L     A E +S   +      +V  A+  PV++GSA  G G++ 
L+ 
Sbjct  181  
AAEALADLDDALLAAYLDAPERLSPAAVEAALAAQVARAAAHPVHFGSAITGAGVEGLVA  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292



            ++           SA L G+VFKVE    G+R  Y RL++G   +RD V + GRE  
K+T
Sbjct  241  
SIRRYLPGTEGDASAPLSGTVFKVERGPAGERIAYGRLFAGAAAVRDRVRVGGREA-KVT  299

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + + + G   +      G I        VR+ D +G       +R+     P L 
T + 
Sbjct  300  ALSVFADGGEHQVRRVEAGRIARFWGLGEVRIGDAIGQGPARCTERFAP---
PTLETVVE  356

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P +   R  L  ALT+LA+ DPL+    D    E+ LS  G VQ EV+ + L+E++ 
L+ 
Sbjct  357  
PGSDRDRPALHTALTRLAEQDPLIGLRHDEERRELSLSLYGEVQKEVIGSTLAEEHGLDV  416

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +E +VI +ERPL   +    I   PNPF A++GL V P  L  GV +   V LG 
+  
Sbjct  417  TFRESTVICVERPLGTGASAEFIAKDPNPFLATVGLRVEPADL-
PGVDFRLGVELGSMPI  475

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSL  519
            +F  AV   ++  L QGL GW V  C +   +  Y+            S  ST  
DF +L
Sbjct  476  
AFFRAVEGAVQDTLRQGLHGWQVEGCAVTMTHSDYWARQSSAHGGFDKSMSSTAGDFANL  535

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  AL+ +GT + EP   F +  P   LSR      K  A  E   ++       
G
Sbjct  536  
VPLVLAAALRRAGTVVCEPLHRFRIELPAPALSRVLAALAKRRAVPEPPDLRGSRCTLEG  595

Query  580  EIPARCIQAYRTDLAFYTNGRSV  602
             +PA  +      L   T+G  V
Sbjct  596  TVPAAELHGLGRRLPGLTSGEGV  618

>WP_091587648.1 GTP-binding protein [Micromonospora krabiensis]
 SBV24778.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
krabiensis]
Length=651

 Score = 346 bits (887),  Expect = 9e-107, Method: Compositional 
matrix adjust.
 Identities = 232/641 (36%), Positives = 343/641 (54%), Gaps = 



24/641 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA+S  GSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALVNLGIVAHVDAGKTSLTERLLYEAGAVSRLGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       VN++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSIVIGGLTVNLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIE-AWD  176
            +PTV F+NK+D+ G D+  VV  V  +L A  ++  TV         V     D E   
+
Sbjct  121  
VPTVFFLNKVDRRGADVDRVVAQVGHRLGARPVVLTTVVGQGTRDARVRAVGLDTEPVVE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            AV E +D +  +++A EP+      R  +R V+D  L P+  GSA  G G++ L   
+  
Sbjct  181  
AVAEVDDAVAARWLADEPVRVRDARRAIRRAVRDGRLSPLVCGSAITGAGVRQLCGLLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR-  295
            L  P  E+   AL G+VF V+    G RR +LRL+SG LR+RD V LA      +T
++  
Sbjct  241  LL-PRSEEREGALSGTVFAVDRDGQG-
RRAWLRLWSGRLRVRDRVRLADDRPQTVTQIAV  298

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
            +  +G +VR   +  G+I  +   S R+   +GDP   PR+     P P  +  + 
P   
Sbjct  299  VEPEGALVRPSVSA-GQIAAVRGLSARIGQHVGDP---
PRRHVYRFPPPTRQAVVEPVDP  354

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            AQR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL+ ++Y +      
Sbjct  355  
AQRLAMFAGLAELADEDPLVDLRLDEQQAEAVVRLHGEVQKEVLAALMEDRYGVRVRFSG  414

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 +ER   + +    +    NP+ A +GL +    +G GV++   V  G L  
+F  



Sbjct  415  
TLTACIERVAGSGAAEERVRERGNPYLAGLGLRIDAAPVGHGVEFRPGVEPGRLPPAFVA  474

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIV  523
            A  +G+R  L QG  GW VTDC +      Y+   S P            ADFR
+LAP+V
Sbjct  475  
ATEEGVRAALRQGRHGWPVTDCTVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVV  534

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +  AL+ +GT++ +P   F +  P + +        +  A ++   V    +  +G 
+P+
Sbjct  535  
VAAALRRAGTRVCQPIERFEVNLPPQAVETVMAVLGRLGAVVDATAVAGGYLEVSGTLPS  594

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRR  623
              +      L   T G +V  T    Y    G+ P   PRR
Sbjct  595  ARVPQVVAALPDLTGGEAVLTTSFDHYAPVTGEDPPTLPRR  635

>WP_037815988.1 GTP-binding protein [Streptomyces sp. NRRL F-3213]
Length=634

 Score = 345 bits (885),  Expect = 1e-106, Method: Compositional 
matrix adjust.
 Identities = 219/625 (35%), Positives = 328/625 (52%), Gaps = 
26/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAH+DAGKT+LTE LL+ +G I   G V+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKTLTIGILAHIDAGKTSLTERLLFETGVIDHAGRVDDGDTQTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++++VDTPGH DF+AEV R++ VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VAVSTPGHRLSLVDTPGHPDFIAEVERAVGVLDGAVLVVSAVEGVQAQTRVLMRTLVRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----EAW  175
            IP ++F+NKID+ G    S+++S+R KLS   +   TV    E+       +     
E  
Sbjct  121  IPVLVFVNKIDRTGAQEASLLESLRTKLSPHCVAMSTVK---
ELGTANAHPVPLPLDERL  177

Query  176  DAVIENNDKLLEKYIAG--EPIS-
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               +  +D  LE Y+AG   P+  R+ LVR+    V  AS++PV++GSA  G G+   



+ 
Sbjct  178  ADALAGDDVFLESYVAGTASPVDYRKALVRQ----
VSTASVYPVFFGSAATGAGVADFIA  233

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKL-  289
             V  L      +G   L  +VFK+E    G++  Y+R++SGTL  R  V     G 
E + 
Sbjct  234  
GVYELLPSRERRGDGPLDATVFKIERGRSGEKIAYVRMFSGTLAARRPVLFRRVGAEGVG  293

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            +   +R+   G    +  A  G++  +     +R+ D LGD   L + R+     P 
L T
Sbjct  294  RPPAVRVFEHGATPVSGEALAGDVARVWGLPEIRIGDRLGDSADLSQDRFFAP--
PSLET  351

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P    Q   L  ALT+L++ DPL+   +     EI +   G VQ EV+   L
+E++ 
Sbjct  352  LVYPVDPDQTSALYTALTRLSEQDPLI--
SIRRRDQEITVRLYGEVQKEVIRTTLAEEFG  409

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESRVSL  466
            +    +E   + +ER L    H +    P     FWA++GL V P   GSG  Y   
V L
Sbjct  410  IAAEFEESRPLLVER-
LHGTGHRVRRPAPDERVFFWATVGLRVEPGPPGSGTDYRLEVEL  468

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  SF  A+ D +   L +GL G  V DC +      +Y P ST  DFR +  
+VL++
Sbjct  469  
GSLPLSFHTAIEDTVHEVLHEGLHGREVIDCVVTLTETAFYPPASTAGDFRGMTRLVLQE  528

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT++ EP  +F L AP   +S       +  A      + +D     G 
+PA   
Sbjct  529  
ALRQAGTRVYEPVHAFELEAPASAISAVLRKLIELRAVPGEPVITEDRCTMDGHLPAVSA  588

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
                  L   T G    +T    Y+
Sbjct  589  HELEQALPALTQGEGTLVTSFAEYR  613

>WP_005165950.1 GTP-binding protein [Amycolatopsis azurea]
 EMD23096.1 Ribosome protection protein [Amycolatopsis azurea DSM 
43854]



 OOC01168.1 GTP-binding protein [Amycolatopsis azurea DSM 43854]
Length=632

 Score = 345 bits (885),  Expect = 1e-106, Method: Compositional 
matrix adjust.
 Identities = 223/652 (34%), Positives = 338/652 (52%), Gaps = 
45/652 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MTYLNIGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
VSFRIGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALTRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA---  177
            IP +IF NKID+AG        +  D L AD+  +  V+  P   + E  D+   
DA   
Sbjct  121  IPVLIFANKIDRAG--------ARDDALLADLTERLGVACVP---
MSEVDDLGTADAKAR  169

Query  178  -------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
                         + E++D  L  Y+A + ++ E    E  R+ +   + PV+
+GSA+ G
Sbjct  170  PRAVSPSPRLAEQLAEHSDAFLAAYLA-
DTVTPEDYRAEVVRQTRLGVVSPVFFGSARSG  228

Query  225  LGIQPLMDAVTGLFQPIGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
             GI  L   +       G+      L  SVFK+E     ++  Y+R++SG +  RD 
V  
Sbjct  229  
EGIGELTSGIREFLAGAGKPAPDGRLRASVFKIERGRAHEKIAYVRVFSGEIGARDHVEF  288

Query  284  AGR-------EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPR  335
              R        + K++ +R+   G+      A  G+I  +     +R+ D +G P     
Sbjct  289  
HRRGPGGLVTTEAKVSAVRVFELGDETVEGRARAGQIAKVTGLKEIRIGDRVGVPGTA--  346

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
                + P P L T ++P   A+   +  AL +LA+ DPL+    D+ T +I +   
G VQ
Sbjct  347  



GASTQFPSPALETVVSPARPAETPSVFAALRELAEQDPLITVRQDAETRQISVRLYGEVQ  406

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             E+++  LS ++ L+        + +ERP    +    I    NP +A++GL V P   
G
Sbjct  407  
KEIIAETLSGQHGLDVEFSLTRPVRVERPTGTGASVWLITEKRNPHYATLGLRVGPGEPG  466

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+ +   V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   
D
Sbjct  467  
SGLTFGLDVELGSLPLAFHKAIEETVDAALLRGPSGREVIDCVVTVTHTGYFSPVSAAGD  526

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR + P+VLE+AL+E+GT++LEP     +  P + ++       +   T+  +  + 
D  
Sbjct  527  
FRKVTPLVLEEALREAGTEVLEPVSRVEVELPADSVTATLSKLVECGGTVTGSAARGDRA  586

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  
627
              TG +P   +  +   L   T+G      E  GYQ       + P RP +R
Sbjct  587  ELTGVLPTGEVTRFEQQLPGLTHGEGSMTAEPAGYQP------VTPNRPMTR  
632

>WP_049144669.1 GTP-binding protein, partial [Enterococcus faecium]
Length=253

 Score = 332 bits (850),  Expect = 1e-106, Method: Compositional 
matrix adjust.
 Identities = 162/253 (64%), Positives = 196/253 (77%), Gaps = 0/253 
(0%)

Query  15   
GKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVD  74
            GKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   
KVNI+D
Sbjct  1    
GKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIID  60

Query  75   
TPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAG  134
            TPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ G
Sbjct  61   
TPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNG  120

Query  135  
VDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEP  194



            +DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY+
+G+ 
Sbjct  121  
IDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKS  180

Query  195  
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVF  254
            +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + 
LCG+VF
Sbjct  181  
LEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVF  240

Query  255  KVEYTDCGQRRVY  267
            K+EYT   QR  Y
Sbjct  241  KIEYTKKRQRLAY  253

>OFY07980.1 hypothetical protein A2W94_08540 [Bacteroidetes 
bacterium GWE2_42_42]
 OFY53546.1 hypothetical protein A2W93_02530 [Bacteroidetes 
bacterium GWF2_43_63]
Length=652

 Score = 345 bits (886),  Expect = 1e-106, Method: Compositional 
matrix adjust.
 Identities = 218/647 (34%), Positives = 349/647 (54%), Gaps = 
16/647 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NI ILAH DAGKT++TE +L+ SG I +PGSV++GTT TD + +ER+RGI+++
+A T
Sbjct  4    
KIRNIAILAHADAGKTSITELMLFHSGMIKQPGSVDEGTTHTDFLAVERERGISVRSAHT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W   ++N+VDTPGH+DF ++V R L+ +DGA+LVISA +G+QA T  L++AL+
+  I
Sbjct  64   
SFSWKDVRINLVDTPGHVDFSSDVERVLSAVDGAVLVISAAEGIQAHTGTLWNALKERRI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIEA  174
            PT++F+NKID+ G D++++   ++ +   D +  Q+V       +   EI   EN     
Sbjct  124  
PTILFVNKIDRIGADIEAIFLEMKKEWHIDPLCLQSVYNIGSNDANISEIWGPENMPETI  183

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-A  233
             D ++     LLE Y+ G  I  E L ++    V   ++FPV +GSA   +GI  L
+D A
Sbjct  184  
IDTIVSGEAALLESYLEGITIPFETLDQQLASMVIHRNIFPVLFGSASFNIGITQLLDAA  243



Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKI  291
            VT L  P G+  SA L   VF + +     +  + RL+SG +  R+ +  A  G++
+ K+
Sbjct  244  VTYLPAPSGDV-
SANLKALVFGISHDKTMGKVAHARLFSGCISNREVIRNASNGQDE-KV  301

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             ++R  +            G++  I   D   + D LG+        +++  +P+L   
+
Sbjct  302  VQIRRIAGNRHEEIQLVEAGDLAGICGLDGANIGDWLGERVT-
ANIVFQKLQMPLLTVQV  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                      L  AL QL   DP L  E     +E+ +S +G +Q+EV+  +L ++
+ LE
Sbjct  361  
KAVNQKDYSALAVALQQLYIEDPSLNFEWLREENEMNISIMGWIQMEVLERILLDRFGLE  420

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               + P+VIY E P   +   +   + P P WA +   + P   GSGV YES++ +  
+ 
Sbjct  421  AKFENPTVIYKETPTSVSEGFVRYWM-
PKPCWAILKFRIEPGEPGSGVVYESQIGVDDVA  479

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            Q +QN V   I   L+QG+ GW VTD +I    G  +   S P DF    P+ +   
L  
Sbjct  480  
QKYQNEVERTIAASLKQGIKGWEVTDIRITLIEGEDHEVHSRPGDFVIATPMGIMNGLVN  539

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            SGT LLEP++SF + A +E L     D  K   T E+ ++   + + TG +P      
Y 
Sbjct  540  
SGTTLLEPFVSFRIKASEELLGLITSDITKMRGTFESPEMDNGKFILTGFLPVATSPDYS  599

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMFQ  636
              L+  + G++V  T   GY+    +  +I+P +  S LD+ + + +
Sbjct  600  VKLSSRSGGKAVITTRFSGYRPCADELGLIRPYKGISPLDEAKWILK  646

>ACQ85281.1 TetO, partial [Campylobacter coli]
Length=287

 Score = 333 bits (853),  Expect = 1e-106, Method: Compositional 
matrix adjust.
 Identities = 157/287 (55%), Positives = 219/287 (76%), Gaps = 0/287 



(0%)

Query  84   
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQS  143
            EVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G+DL  
V + 
Sbjct  1    
EVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTIFFINKIDQEGIDLPMVYRE  60

Query  144  
VRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVRE  203
            ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+L +E
Sbjct  61   
MKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSELEQE  120

Query  204  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  263
            E RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK+EY+
+  +
Sbjct  121  
ENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRR  180

Query  264  
RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL  323
            R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D 
++L
Sbjct  181  
RFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYPSDTACSGDIVILPNDVLQL  240

Query  324  NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            N +LG+   LP++++ E+PLPML+TTIA K   QRE LL ALT+++D
Sbjct  241  NSILGNEMLLPQRKFIENPLPMLQTTIAVKKPEQREILLGALTEISD  287

>KGK88547.1 GTP-binding protein [Clostridium sp. HMP27]
Length=664

 Score = 345 bits (886),  Expect = 2e-106, Method: Compositional 
matrix adjust.
 Identities = 201/635 (32%), Positives = 344/635 (54%), Gaps = 
34/635 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AHVDAGKTTLTE LLY SG+    GSV+KGTT TD++ +E+QRGI+++A
+ T 
Sbjct  7    
IRNIGIVAHVDAGKTTLTEQLLYQSGSSRTLGSVDKGTTHTDSLDIEKQRGISVKASETD  66

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W +  + I+DTPGH+DF AEV RS+AVLDGA++V+S+ +GVQ QT + F+AL++
+N P



Sbjct  67   
LYWKKTSIYIIDTPGHIDFSAEVERSIAVLDGAVVVLSSVEGVQPQTEVYFNALKQLNTP  126

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------------  169
            T+ FINK+D+ G     +++ ++  LS  ++  Q VS + +    EN             
Sbjct  127  
TIFFINKLDRIGSSPDRILEDMKKLLSNKLVPIQLVSKTDDGFSVENLFDKFHNIKTIKD  186

Query  170  TDIEAWDAVIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSA  221
             D E    ++E        NN+ LL++Y+  + ++ + +  + + + ++  ++PV 
+G+ 
Sbjct  187  IDNEIHKLLVEDIVSILCDNNEDLLQQYLE-
DSLAIDTIKYQIEIQAKEGKIYPVLFGTT  245

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
             +G G+  L+D++        +   + L   V+K+ +     +  +L+L+SG +  
RD +
Sbjct  246  
LRGEGVTELLDSIINYLPGPVDLDDSELSALVYKISHHKTLGKTAHLKLFSGKMESRDEI  305

Query  282  ALAGREKL-
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
                ++K  K+T ++     + +   +A  G++V++        D+LG  T +P+     
Sbjct  306  
FNINKDKKEKVTVIKKIVSQKQIDIKSAASGDLVMVSGLDCSTYDILGSKTHIPKLPSLA  365

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             PL  L+  I  K       L++AL  L   DPLL  E      EI +  +G+
+QLE++ 
Sbjct  366  SPLLTLK--
IYAKKEEDYIPLVEALNILQAEDPLLNMEWIKEKKEIHIQIMGKIQLEIIQ  423

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAA----
SHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            ++L E++ +E     PSVIY E P+ +     S+T+     P P WA +   + PL  
GS
Sbjct  424  SILMERFNIEVAFDSPSVIYKETPVSSGYGEESYTM-----
PKPCWAVVDFLIEPLPRGS  478

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ YES+V    +   +Q  + + +   L+QG++GWNVTD +I F  G  +   S   
DF
Sbjct  479  
GIIYESKVRTEKVKLKYQREIENNLDKILQQGIYGWNVTDLRITFVEGEDHVLHSRSGDF  538

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
             +   + L + L + GT LLEP ++F +  P++   +  +D  +     E   +  
+   



Sbjct  539  
ATATAMALMKGLTKIGTTLLEPMINFRITVPEDICGKVLNDIIQMRGVFENPTIHNNAAT  598

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G +P      Y   L+  ++G++V  T+  GY+
Sbjct  599  IEGVLPVATSLEYSITLSIISSGKAVISTKFAGYE  633

>WP_015797426.1 GTP-binding protein [Catenulispora acidiphila]
 ACU77702.1 small GTP-binding protein [Catenulispora acidiphila DSM 
44928]
Length=632

 Score = 345 bits (884),  Expect = 2e-106, Method: Compositional 
matrix adjust.
 Identities = 237/657 (36%), Positives = 346/657 (53%), Gaps = 
51/657 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV++GTTRTD++ LER+RGITI
+AAV
Sbjct  1    
MRYLNLGILAHVDAGKTSLTERLLHAAGVIDEIGSVDRGTTRTDSLELERRRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+F      VN+VDTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  A
+R++ 
Sbjct  61   
TAFPLGTASVNLVDTPGHPDFIAEVERTLGVLDGVVLVVSAVEGVQAQTRVLMRAIRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PTV+F+NK D+AG D + V+        A+I  K T +  P   + +    EA      
Sbjct  121  LPTVLFVNKADRAGADPERVL--------
AEISAKLTPAAFPLGTIADAGTREA------  166

Query  181  NNDKLLEKYIAGEPISR-----
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
                   ++++  P  R      +LV + +R     ++ PVY+GSA  G G+  LM
+ + 
Sbjct  167  -------RFVSDVPELRRLGLWSQLVADSRR----
GAVHPVYFGSAITGAGVPELMNGIE  215

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L     E  SA   G VFKVE    G+R  Y+R+++G+L+ RD +  +GR    
+T + 
Sbjct  216  QLLPRSAEDSSAKATGRVFKVERGAAGERIAYVRMFAGSLKTRDRLP-SGR----
VTGIS  270

Query  296  IPSK--GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352



            + S   G  +  D    G+I V+     VR+ D LG               P L T 
+ P
Sbjct  271  
VLSAAGGAPIPADAVSAGQIGVVRGLTRVRIGDRLGTRAGAGEAAATYFAPPTLETVVEP  330

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  A R  +  ALTQL+D DPL+    D    +  LS  G VQ EV+ + L+E+Y 
+   
Sbjct  331  
RDQADRGPMFAALTQLSDQDPLIGLRYDRDRAQTSLSLYGEVQKEVIQSTLAEEYGVAVD  390

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E + I +ER L        I++  NPF A+IGL + P   GSGV +   + LG 
L  +
Sbjct  391  
FHETTPICVERVLGVGKGLDVIKIGDNPFLATIGLRIAPAPPGSGVSFGLEIELGSLLPA  450

Query  473  FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLA  520
            F  A+ + +R  L  GL GW + D K+      Y+            S  ST  
DFR+L 
Sbjct  451  
FLTAIEETVRMTLASGLHGWEIPDAKVTLTRSGYWARQSHSHGTFDKSMSSTAGDFRALT  510

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL E+GT++ EP   F L AP   L         + A   +  V  +  V  
G 
Sbjct  511  
PLVLMEALTEAGTEVCEPMHRFRLEAPSAVLGTVLPVLATFRAVPGSTTVAGETAVLEGT  570

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR-
LDKVRHMFQ  636
            +PA  + A    +   T G  V  +    +    G  V +  R ++  LD+  ++ 
+
Sbjct  571  
VPAARVHALGQRIPGLTGGEGVLESAFDHFAPVNGGEVPERARWDANPLDRKEYLMR  627

>WP_047789600.1 GTP-binding protein [Tenacibaculum mesophilum]
Length=661

 Score = 345 bits (886),  Expect = 2e-106, Method: Compositional 
matrix adjust.
 Identities = 212/621 (34%), Positives = 334/621 (54%), Gaps = 
19/621 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTLTE LLY +GAI   GSV+KG+T TD++ LE++RGI+I+AA 
TSF
Sbjct  7    



LNIGILAHVDAGKTTLTEHLLYHTGAIRNIGSVDKGSTVTDSLALEKERGISIKAATTSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W+  KVN++DTPGH+DF +EV R+L V+D  +LVISA +GVQA T  +  AL+K+ 
IPT
Sbjct  67   
IWNDTKVNLIDTPGHVDFSSEVARTLCVVDAVVLVISAVEGVQAHTLTIADALQKLKIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIEAW  175
            +IFINKID+ G D ++V++ ++D+L    +           T  ++P I    +   
E  
Sbjct  127  IIFINKIDRQGADTENVLEQIKDELQIKTVSIYTSHHEGLDTACINP-
IFHNSSATKEQK  185

Query  176  DAV----
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +A+    IE ++ LLE+Y+ G  I+ +  ++   +    A + PV+ G AK  +G+
+ L+
Sbjct  186  
EAILEELIETDENLLEQYLNGHTITDDVYIKTIVKNTSKALISPVFTGIAKNNIGVKELL  245

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLK  290
            D +T   +P     +      V+K+E+        Y++++SG L  +  +    +  
+ K
Sbjct  246  
DGLTSFIKPDKNTATQETSAYVYKLEHHKTHGVMAYVKVFSGELSSKSVIYNHTQAVETK  305

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I + ++    + + T T   G+I +I      +  D+LG P  +P  +  E   P
+L   
Sbjct  306  INQSKVFHHTKHIDT-TIKAGDIGIITGVVDTKTGDILGSPEGIP--
KLPELNTPVLSVQ  362

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P        L  AL  +   DP L+ +      E++L  +G +Q+EV++ +L E
++ +
Sbjct  363  
VIPDNNKDYNALAQALQIIDREDPTLQFKWHKPEKELLLLLMGDMQIEVLTHVLLERFSI  422

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 EP ++Y E   KAA   +   + P P WA +   + P  L SGV Y+S VS   
+
Sbjct  423  PATFTEPQIVYKETISKAAEGYVCYWM-
PKPCWAIMTFLIEPAPLNSGVSYQSIVSKNDI  481

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +  +QN +   I   LEQGL GW VTD KI    G  ++  S P DF    P+ + 



+ L+
Sbjct  482  
HNKYQNEIARTIPKALEQGLLGWEVTDVKITLIKGEDHNVHSRPGDFNLATPMGIMKGLQ  541

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT LLEP + F +   +E+LS+   +     ATI++   + + +  TG IP       
Sbjct  542  
AGGTHLLEPLVRFEIKTNEEFLSKIISELTTRRATIDSPTFQNEMMHLTGTIPVATSLDL  601

Query  590  RTDLAFYTNGRSVCLTELKGY  610
               L    +GR        GY
Sbjct  602  SIKLNTLCSGRIRLRMVFHGY  622

>KSV70644.1 hypothetical protein N182_05010 [Sinorhizobium sp. GL2]
Length=645

 Score = 345 bits (884),  Expect = 2e-106, Method: Compositional 
matrix adjust.
 Identities = 223/644 (35%), Positives = 336/644 (52%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD++ LERQRGITI 
A+V
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDSGNTQTDSLELERQRGITIAASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L  LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFRLGDLVVNLIDTPGHPDFIAEVERVLQSLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + F+NKID+ G     VV+ +  +LS   + +   V         E  D        
Sbjct  121  
VPFLFFVNKIDRLGARPAEVVEEIASQLSVRPVSMSAAVEAGSRHARAEPIDFAQEPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LL+ Y+ A + ++ E+L +    ++ +  L PVY G A  G+G+  
L+
Sbjct  181  
ALSEALAANDEALLDDYVLAPQRLTVERLRKALATQLAEGLLQPVYCGIAMTGVGVPGLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         A + G +FK+E    G++  +L L SGT+ +RD + L+G    
K+



Sbjct  241  
TAIETLLPAKAPAPDAPVEGRIFKIERGWGGEKLAFLNLTSGTVAMRDYLVLSGGAA-KV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++  +G + + D    G I  +      R+ D +G   R  R        P L 
T +
Sbjct  300  TSIQLFDQGRLEKVDQVTAGRIAKVGGLAHARIGDWVGVDGR--
RAGAFHFAPPTLETLV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+  +    L  AL QLA+ DP +         E+ +S  G VQ EV+ A LS  
+ LE
Sbjct  358  
RPRRPSDNTALWLALQQLAEQDPFINLRTSDDASEMFVSLYGEVQKEVIEATLSADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ERPL   +    I   PNPF A++GL + P    +G  +   V 
+G + 
Sbjct  418  
AHFEQSTVICVERPLGTGTGIEIIFREPNPFLATVGLRIEPRPAAAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+ GLFGW V DC +        SP ST  DFR L P+VL 
+AL  
Sbjct  478  
ASFYRAVEEAVAETLKAGLFGWQVIDCHVAMTAARQTSPASTAVDFRRLTPLVLAEALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP  SF L AP   L+  +    K  A+   + ++       G I +  
+Q  +
Sbjct  538  
AGTVVCEPIDSFRLEAPASVLTAIHTLLAKSGASTTDSIIEGGVARLAGTIASANVQGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   T+G  V       Y    G    +PR   +  D+  ++
Sbjct  598  RQLPGLTSGAGVLENSFDHYAPIAGTQPSRPRLGANPFDRANYL  641

>ABR21775.1 TetM, partial [Pseudoalteromonas marina]
Length=200

 Score = 329 bits (843),  Expect = 2e-106, Method: Compositional 
matrix adjust.
 Identities = 154/200 (77%), Positives = 174/200 (87%), Gaps = 0/200 
(0%)

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            +PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ



+EV  
Sbjct  1    
NPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTC  60

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL 
LGSGVQY
Sbjct  61   
ALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQY  120

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            ES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR LA
Sbjct  121  
ESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLA  180

Query  521  PIVLEQALKESGTQLLEPYL  540
            PIVLEQ LK++GT+LLEPYL
Sbjct  181  PIVLEQVLKKAGTELLEPYL  200

>ACQ85276.1 TetO, partial [Campylobacter jejuni]
 ACQ85277.1 TetO, partial [Campylobacter jejuni]
Length=287

 Score = 332 bits (852),  Expect = 2e-106, Method: Compositional 
matrix adjust.
 Identities = 155/287 (54%), Positives = 219/287 (76%), Gaps = 0/287 
(0%)

Query  84   
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQS  143
            EVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G+DL  
V + 
Sbjct  1    
EVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMVYRE  60

Query  144  
VRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVRE  203
            ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+L +E
Sbjct  61   
MKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSELEQE  120

Query  204  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  263
            E RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK+EY+
+  +
Sbjct  121  
ENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRR  180

Query  264  



RRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL  323
            R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D 
++L
Sbjct  181  
RFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNGELYSSDTACSGDIVILPNDVLQL  240

Query  324  NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            N +LG+   LP++++ E+PLPM++TTIA K + QRE LL ALT+++D
Sbjct  241  NSILGNEILLPQRKFIENPLPMIQTTIAVKKSEQREILLGALTEISD  287

>WP_025416584.1 GTP-binding protein [Rhizobium leguminosarum]
 AHG46048.1 TetM/TetO subfamily tetracycline resistance protein 
[Rhizobium 
leguminosarum bv. trifolii CB782]
Length=647

 Score = 345 bits (884),  Expect = 2e-106, Method: Compositional 
matrix adjust.
 Identities = 224/636 (35%), Positives = 343/636 (54%), Gaps = 
15/636 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDQLGSVDTGNTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV------
SLSPEIVLEENTDIEA  174
            IP V F+NKID+ G     V++++  +LS   I   +V      S   E ++  +  
+ +
Sbjct  121  
IPFVFFVNKIDRRGARYLGVLEALAAQLSVRPIAMSSVVDAGSKSARVEALVARDEPLFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
TLCEVLGENDEALLDDYVLASDRLTGERLRRSLADQVARGLVHPVFAGAAMTGVGIPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E     ++  YL L SGT+RLR  + L  +   
++



Sbjct  241  SAIATILPERCPDPDGPIAGRIFKIERGWGREKLCYLSLASGTVRLRQYLDLP-
KGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G +   D    G+I  +    S R+ DV+G     P+  +     P L 
T +
Sbjct  300  TGIQVFEDGRVHGADGLRAGQIARVSGLASARIGDVVGGDPVGPQAHFAP---
PTLETRV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +++  L  AL Q+A+ DPL+    +  T ++ +S  G VQ EV+ + L   
+ LE
Sbjct  357  
LARRPSEKAALWLALNQMAEQDPLINLRRNEETDDVFVSLYGEVQKEVIQSTLLTDFGLE  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI  ERP+   +    +   PNPF+A+IGL V P   G+G  +   V 
+G + 
Sbjct  417  
AGFEESTVILAERPVGIGTSLQILFKEPNPFFATIGLRVEPRPAGAGNSFALEVDVGQMP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  477  
VAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATALSA  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F + AP E LSR      K  AT   + +        G + ++ +
+  +
Sbjct  537  
AQTVLCEPVDHFHIEAPAESLSRVLTLLAKAAATTTDSVIADGVARLDGTLASQMVRGVQ  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-PN  625
              L   T+G     T    Y +A G P ++ R  PN
Sbjct  597  QQLPGLTSGAGTMETAFDHYASAAGPPRLRGRSGPN  632

>WP_072830076.1 GTP-binding protein [Clostridium collagenovorans]
 SHH53658.1 ribosomal protection tetracycline resistance protein 
[Clostridium 
collagenovorans DSM 3089]
Length=657

 Score = 345 bits (884),  Expect = 2e-106, Method: Compositional 
matrix adjust.
 Identities = 196/632 (31%), Positives = 344/632 (54%), Gaps = 
38/632 (6%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIG++AHVDAGKTTLTE L+Y SG     GSV+KGTT +DT+ +E+QRGI+++++  
+F 
Sbjct  8    
NIGVVAHVDAGKTTLTEQLIYLSGISRVLGSVDKGTTYSDTLDIEKQRGISVKSSEINFT  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            +    +NI+DTPGH+DF+ EV RSL++LDG+I+V+S+ +GVQAQ+ + F +LR +N
+PT+
Sbjct  68   
YEDYNINIIDTPGHIDFIGEVERSLSILDGSIVVLSSVEGVQAQSELYFKSLRNLNVPTI  127

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI-----  179
             FINK+D+ G +   V++ +   LS+ +I  Q +     I  E N +++   ++I     
Sbjct  128  FFINKLDRLGANPNKVLKDISKNLSSKVIPLQIL-----
IENENNFEVKNIFSIIDTLYD  182

Query  180  ---------------
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
                           ENN+ ++++++  E +++E L++E + +   A ++P+YYG 
A  G
Sbjct  183  TTYYSFIEEILTVLSENNEYIIDEFL-
NETLTKEDLLKELKLQCSKALVYPLYYGVASTG  241

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
             G+  L+  +        E  +  LC  V+KV +     +  +++LY+G +  +D 
+   
Sbjct  242  
YGVSSLLKGIIDFLPCPREYDTNDLCALVYKVTHHKTLGQESHIKLYNGNISAKDEIFNT  301

Query  285  GRE-
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
             R    KI+ ++     +IV   +A  G+I+I    +  + DV G+   L ++    
+P+
Sbjct  302  
TRNCTEKISFIKKAENLKIVDVKSANYGDIIIAYGLNSNVGDVFGNKDLLTKQLTIANPI  361

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
              L+  + PK +     L+ AL  L   DPLL  E      EI ++ +G +QLE+
+S++L
Sbjct  362  --
LKVQVIPKDSKDSSNLVKALGILQKEDPLLNMEWIKEKEEININIMGEIQLEILSSIL  419

Query  404  SEKYKLETVVKEPSVIYMERPLKAA----
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            S+++ ++    E S+IY E  +++     S+T+     P P WA +   + PL   
+G+ 
Sbjct  420  SKRFNIDVTFSEASIIYKETLIQSGFAFESYTM-----
PKPCWAVVKFLIEPLPKETGII  474



Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +ES+V    +   +Q  + D I   L QGL+GWNVTD KI    G ++   S P 
DF + 
Sbjct  475  
FESKVKTEKIMLKYQREIEDNIPKILNQGLYGWNVTDIKITLIDGEHHIMHSRPGDFAAA  534

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
              + L +A  E G  LLEP +   + AP+    +  ++  +   + +   +  D +    
Sbjct  535  
TAMALMKAFSELGMTLLEPIIKLKISAPEFISGKIINEIIQMRGSFDEPIIANDIITLNA  594

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +PA     +   L   ++G++   +E  GY+
Sbjct  595  TVPASTSLDFPLKLGILSSGKATISSEFYGYE  626

>WP_000418263.1 GTP-binding protein [Bacillus cereus]
 ACO30503.1 tetracycline resistance protein [Bacillus cereus 
03BB102]
Length=602

 Score = 343 bits (880),  Expect = 3e-106, Method: Compositional 
matrix adjust.
 Identities = 212/607 (35%), Positives = 330/607 (54%), Gaps = 
26/607 (4%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            M LERQRGITI+A+V SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA 
+GV
Sbjct  1    
MELERQRGITIKASVVSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            QAQT+IL   L+K+NIPT++F+NKID++G + + VV+ ++  LS +       S+  
E  
Sbjct  61   QAQTKILMRTLQKLNIPTILFVNKIDRSGANTEKVVKQIKMILSNEAF--
PFYSVQNEGT  118

Query  166  LEENT-DIEAWDAVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYG  219
             E    + +++D  IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P
+++G
Sbjct  119  KEARIIEYKSYDDCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFG  177

Query  220  
SAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            SA  G+G+  L++ +  L           L G VFK+E    G++  Y+R++SGTL 
+R 



Sbjct  178  
SALTGIGVTELLEDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRK  237

Query  280  TV------ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTR  332
             V      +L  +EK+K  +M I   G  V+T T   G+   +   +++++ D++G  
T 
Sbjct  238  YVHIQRDGSLPHKEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGKRTD  295

Query  333  LPRKRWREDPLPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILS  389
              +     +P        A   A  +ER+ D   AL +L + DPL++   D + +E
+ + 
Sbjct  296  YIKDIHFAEP-----
QMEAAIDAVPKERIHDLYAALMELCEEDPLIQVWKDDVHNELYIR  350

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
              G VQ EV+   L EKY L        V+ ME+P+   +    +    NPF+A
+IG  V
Sbjct  351  
LFGEVQKEVIETTLFEKYNLHVTFSGTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKV  410

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
                L SG+ Y+  V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  
Y SP
Sbjct  411  
ERGELNSGITYKLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDISVTLTHTGYASP  470

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            V+T +DFR+L P+VL  ALK++ T + EP   F L  P+  +S A +      AT     
Sbjct  471  
VTTASDFRNLTPLVLMDALKQAETCVYEPVNEFELTVPEHAISTAMYKLAAIPATFAEPI  530

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
               D    TG +P    + ++  L  +T G  +  T+  G+         + R  N
+ L+
Sbjct  531  
FNNDSYQLTGSLPVVKTEHFKRMLHSFTEGEGIFTTKPAGFTKITAPFPTRKRVDNNPLN  590

Query  630  KVRHMFQ  636
            +  ++  
Sbjct  591  RKDYLLH  597

>WP_033293268.1 GTP-binding protein [Amycolatopsis jejuensis]
Length=626

 Score = 343 bits (881),  Expect = 3e-106, Method: Compositional 
matrix adjust.



 Identities = 216/616 (35%), Positives = 323/616 (52%), Gaps = 
16/616 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKT+LTE LL+ +G I   G V+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKALTIGILAHVDAGKTSLTERLLFETGVIDHAGRVDDGNTQTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++ +VDTPGH DF+AEV R++ VLDGA+LV+SA +GVQAQTRIL   L 
++ 
Sbjct  61   
VAVSTPGHRLTLVDTPGHSDFIAEVERAVGVLDGAVLVVSAVEGVQAQTRILMRTLVRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IP ++F+NKID+ G     +++S+R KLS   +   TV+   +           E    
V
Sbjct  121  
IPVLVFVNKIDRTGAREAELLESLRTKLSPKCVAVSTVTGIGTAAAKPAPLPPDEHLADV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +  +D+ L  Y+AGE +S E       R+V  A+++PV++GSA  G G+  L+  V  
L 
Sbjct  181  LAEDDRFLASYVAGE-
VSEEDYREALVRQVAKAAVYPVFFGSAITGAGVGDLVSGVRELL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                      L  +VFK+E    G++  Y+R++SG+L  R  +      + + T 
+R+  
Sbjct  240  PSRERCADGPLDATVFKIERGPAGEKIAYVRVFSGSLTARQPL-----
RQGRPTAVRVYE  294

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             G    T  A  G++  +     +R+ D LG+ T  P  R      P L T + P    
Q
Sbjct  295  HGATPVTGDALAGDVAQVRGLPEIRIGDRLGEGTDRPPDRLFAP--
PSLETLVRPADPDQ  352

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               L  ALT+L++ DPL+   +     EI +   G VQ EV+ A L+E++ +    
+E  
Sbjct  353  AGALYSALTRLSEQDPLI--
TIRRREREITVRLYGEVQKEVIRATLAEEFVIAAEFEESR  410

Query  418  VIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



             + +ER L    H +    P     FWA++GL V P   GSG+ Y   V LG L  
+F  
Sbjct  411  PLLVER-
LPGTGHCVRHRAPDERVFFWATVGLRVEPAPPGSGIGYHLEVELGSLPLAFHK  469

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            A+ D +   L +GL G  V DC +   +  + SPVST  DFR +  +VL  AL+E
+GT++
Sbjct  470  
AIEDTVYETLHEGLHGREVIDCTVTLTHSGFSSPVSTAGDFRGMTRLVLRDALREAGTRV  529

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
             EP  +F + AP   +S       +  A      V   +    G +PA  +      
L  
Sbjct  530  
YEPVHAFEIEAPAAAVSAVLRKLVELRAVPGEPVVTGAQCTVDGHLPAVAVHELEQWLPA  589

Query  596  YTNGRSVCLTELKGYQ  611
             T G    +T    Y+
Sbjct  590  ATQGEGTLVTGFAEYR  605

>WP_039629441.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 769]
 AJC53459.1 tetracycline resistance protein TetP [Streptomyces sp. 
769]
Length=663

 Score = 345 bits (884),  Expect = 3e-106, Method: Compositional 
matrix adjust.
 Identities = 237/660 (36%), Positives = 345/660 (52%), Gaps = 
43/660 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD+  +ERQRGIT++
+AV  F
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGDTQTDSGTIERQRGITVRSAVAPF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR+M 
+PT
Sbjct  67   
TVGATQVNVIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLREMRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---------
SLSPEIVLEENTDIEA  174
            ++F+NKID+AG   ++++  +R KL+  I+   +V         +L   +  E       
Sbjct  127  



LLFVNKIDRAGARGEALLADIRRKLAPHIVPMTSVRELGTPSARALPHALDDEPEFRTRV  186

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E +D LL + + G   S ++L      + +     PV++GSA+ G GI  L
+D +
Sbjct  187  
AEALAELDDALLARVVDGPFPSPDELRAALAAQTRQGRTHPVHFGSARSGEGIGALIDGI  246

Query  235  TGLFQ--PIGEQ----
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--AGR  286
            TGL +  P+G      G+A   G+VF VE    G++  YLRL+SGTL  R  VAL   
G 
Sbjct  247  
TGLLRPAPVGRSTDPAGAAHPRGTVFAVEREPSGKKTAYLRLFSGTLAARQRVALHRNGP  306

Query  287  EKLK------ITEMRI---PSKGEI-------VRTDTAYPGEIVILPS-
DSVRLNDVLGD  329
            +  +      IT +++   P  G         +R  T  PG I  +     VR+ D 
L D
Sbjct  307  DGSRLTYPGQITALQVVGRPGNGSAGLAGGPGIRQLT--
PGTIGKVSGLTEVRVGDRLTD  364

Query  330  PT-RLPRKRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            P  R    R    P P LRT + P+        RL  AL  LA+ DPL+           
Sbjct  365  
PAGRDDGPRPPHFPAPTLRTLVRPRDQVPGAAARLHAALRHLAEQDPLIHAAPGPEGSTS  424

Query  387  ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVP-
PNPFWA  443
            +L + G +Q E+++A L++ + +E V      +Y+ERP+    A  ++    P P+ 
FWA
Sbjct  425  VLLY-
GEIQKEILAATLADDFGIEAVFAASRTVYLERPVGVGEAHQSLGRRAPSPSGFWA  483

Query  444  
SIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEY  503
            ++GL V P    SGV +     LG L  +F  A+ + +   L  G  GW VTDC +    
Sbjct  484  
TVGLRVEPARRNSGVAFRYETELGALPHAFHTAIEETVHSALRSGPRGWAVTDCTVTLTR  543

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
              +  PVST  DFR L P+VL QAL+ +GTQL EP  +F +  P + L           
A
Sbjct  544  
SGFVGPVSTAGDFRGLTPLVLGQALERAGTQLYEPCHAFDVDIPLDALPAVTSCLAALGA  603

Query  564  
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             +E         +  G IPA  +++    L   T G ++  +   G +   G     
P R
Sbjct  604  



DLEETAGGTTSWLVKGVIPASRVRSAEHRLPGLTRGEALWWSRPSGDRPISGSAAETPGR  663

>WP_053249997.1 GTP-binding protein [Ensifer adhaerens]
 KOF17719.1 GTP-binding protein [Ensifer adhaerens]
Length=648

 Score = 344 bits (883),  Expect = 3e-106, Method: Compositional 
matrix adjust.
 Identities = 222/623 (36%), Positives = 339/623 (54%), Gaps = 
13/623 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTINLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDSLALERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P + FINK+D+ G     V+Q++  +L     +   +I     L+     +  ++    
Sbjct  121  
VPFLFFINKVDRLGAHYNEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y+ A + ++ E+L R  + +V    + P + G+A  G+G+  
L 
Sbjct  181  
ALCETLAENDDELLHDYLQAPDRLTGERLDRSLRDQVSCGLVQPAFAGAAVTGVGLPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         AA+ G +FK+E    G++  YL L SGT+RLR+ + L  +   
++
Sbjct  241  SAIATLLPGHHLDPHAAVTGKIFKIERGWGGEKLSYLYLSSGTVRLREYLNLP-
QGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G++    + + G+I  +    S R+ DV+G   RL   R    P P L 
+ +
Sbjct  300  TGIQLFDAGKVHSATSFWAGQIARVSGLSSARIGDVVGT-NRLADVRHHFAP-
PTLESRV  357

Query  351  



APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL QLA+ DPL+    +  T++I +S  G VQ EV+ + L   
+ LE
Sbjct  358  
QAQRPSESAALWLALNQLAEQDPLIDLRKNEDTNDIFVSLYGEVQKEVIQSTLLTDFSLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI  ER   A +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VAFEDSTVICAERLAGAGTGLQIIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
ASFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP+  F   AP E L+R      K  A  + + V    V   G + +  
+Q  +
Sbjct  538  
AQTVVCEPFDQFYFEAPAENLNRLLTLLAKSGAVTKESIVTDGVVRLEGHVASERVQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAA  613
              L   T+G     T    Y  A
Sbjct  598  QQLPGLTSGMGTMETSFHHYAPA  620

>WP_092712344.1 GTP-binding protein [Rhizobium multihospitium]
 SCB28876.1 ribosomal protection tetracycline resistance protein 
[Rhizobium 
multihospitium]
Length=645

 Score = 344 bits (882),  Expect = 3e-106, Method: Compositional 
matrix adjust.
 Identities = 225/647 (35%), Positives = 336/647 (52%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGIIDRLGSVDAGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQ+QTR+L  
ALR++ 



Sbjct  61   
VSFTIGGVTVNLIDTPGHPDFIAEIERVLQLLDAAVVVVSAVEGVQSQTRVLVRALRRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEA-----  174
            IP + FINK+D+ G     V+  +  +L+   I    +S     +   E  DI +     
Sbjct  121  
IPFLFFINKVDRLGARYDEVLADIATQLAVRTIAMSDISDAGSRLASVEAADIGSDPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LLE Y+ A E ++R++L +    +V  +S+ P + G+A +GLGI  
LM
Sbjct  181  
RLCEALSINDEALLEDYVLASERLTRQRLEQALADQVAKSSIHPAFAGAATRGLGISALM  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G++FK+E    G++  YL L SGT+ LRD +        
KI
Sbjct  241  SAIETLLPSRQPNHDGPVAGTIFKIERGWGGEKLAYLYLASGTINLRDDIETR-
HGPAKI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              +++   G   +    + G+IV +    +VR+ D +G  +  P    R    P L 
T I
Sbjct  300  GSLQLFRDGRADKVAQVHAGQIVKVAGLSNVRIGDWIGIES--
PPGTLRHFAPPTLETRI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P   ++   L  AL QL + DPL+    +  T +I +S  G VQ EV+ A L  +
+ L+
Sbjct  358  
RPMRLSENAALWLALGQLTEQDPLINLRTNEETGDIYVSLYGEVQKEVIQATLLSEFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VIY+ER     S    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
IAFEESTVIYVERLAGTGSAVELIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV +     L +GLFGW + DC +        SP ST  DFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEEATFETLREGLFGWQIIDCHVAMTVARQSSPASTAVDFRKLTPLVLASALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F +  P   L+  +    K  A++  + +        G + +  



IQ  +
Sbjct  538  
AQTILCEPIEHFHVEIPATALAGVHSLLAKSGASMRKSLIDDGLARLEGTVASSMIQTIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  634
              L   + G  +       Y    G   ++ R    P  R D +R +
Sbjct  598  RQLPGLSGGAGILDHAFDHYAPLSGPHHVRERAAANPFDRADYLRRI  644

>WP_037365918.1 GTP-binding protein [Amycolatopsis orientalis]
Length=634

 Score = 343 bits (881),  Expect = 3e-106, Method: Compositional 
matrix adjust.
 Identities = 220/625 (35%), Positives = 328/625 (52%), Gaps = 
26/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+LAH+DAGKT+LTE LL+ +G +   G V+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKALTIGVLAHIDAGKTSLTERLLFETGVLDHVGRVDDGDTQTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++++VDTPGH DF+AEV R++ VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VAVTTPGHRLSLVDTPGHPDFIAEVERAVGVLDGAVLVVSAVEGVQAQTRVLMRTLVRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----EAW  175
            IP ++F NKID+ G    S+++S+R KLS   +   TV   PEI       +     
E  
Sbjct  121  IPVLVFANKIDRTGAREASLLESLRTKLSPRCVAMSTV---
PEIGTAHARPVPLPFDEHL  177

Query  176  DAVIENNDKLLEKYIAGEPIS---
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               +  +D  LE Y+AG   +   R  LVR+    V  AS++PV++GSA  G G++ 
L+ 
Sbjct  178  ADALAGDDAFLESYVAGTASAVDYRNALVRQ----
VATASVYPVFFGSAVTGAGVRDLIA  233

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKL-  289
             +  L      +G   L  +VFK+E    G++  Y+R++SG+L  R  V     G 
E + 
Sbjct  234  
GIYELLPSRERRGDGPLDATVFKIERGRSGEKIAYVRMFSGSLAARRPVPFRRLGAESVG  293

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348



            + T +R+   G    +  A  G+I  +     +R+ D LG+ T L + R+     P 
L T
Sbjct  294  RPTAVRVFEHGATPVSGEALAGDIARVWGLPEIRIGDRLGEGTDLSQDRFFAP--
PSLET  351

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P    Q   L  ALT+L++ DPL+   +     +I +   G VQ EV+   L
+E++ 
Sbjct  352  LVYPVDPGQTAALYLALTRLSEQDPLI--
SIRRQDQDITVRLYGEVQKEVIRTTLAEEFG  409

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESRVSL  466
            +    +E   + +ER L    H +    P     FWA++GL V P   GSG  Y   
V L
Sbjct  410  IAAEFEESRPLLVER-
LHGTGHRVRRPAPDERVFFWATVGLRVEPGPPGSGTDYRLEVEL  468

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  SF  A+ D +   L +GL G  V DC +      +Y P ST  DFR +  
+VL +
Sbjct  469  
GSLPLSFHTAIEDTVHEILREGLHGREVIDCAVTLTDTAFYPPASTAGDFRGMTRLVLRE  528

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+++GT++ EP  SF L AP   LS       +  A      +  D     G 
+PA   
Sbjct  529  
ALRQAGTRVYEPVHSFELEAPASALSAVLRKLVELRAIPGEPVLAGDRCTVDGHLPAASA  588

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
                  L   T G    +T    Y+
Sbjct  589  HELEQALPALTQGEGTLVTNFAEYR  613

>WP_035748704.1 GTP-binding protein [Glycomyces sp. NRRL B-16210]
Length=633

 Score = 343 bits (881),  Expect = 4e-106, Method: Compositional 
matrix adjust.
 Identities = 229/654 (35%), Positives = 343/654 (52%), Gaps = 
53/654 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LLY +G I   GSV+ G+T+TD+M LER
+RGITIQ+AV
Sbjct  1    
MSYLNLGILAHVDAGKTSLTERLLYNAGIIDRVGSVDSGSTQTDSMDLERRRGITIQSAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+LF  L 
++ 
Sbjct  61   
VAFRLGGRTVNLIDTPGHTDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVLFRTLERLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-----  175
            +PT++F+NK+D+ G     +++ +  KL   ++    V    E +      +E +     
Sbjct  121  VPTLLFVNKVDRRGAREAGLLEDLASKLGPRMLPMGAV----
ERIGTREASVEGFSFADA  176

Query  176  ---DAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
               D  +E     +D  L  Y+  +P   +    E   +V+  ++ PVY+GSA  G 
G+ 
Sbjct  177  RFTDQAVELLTAGSDAFLAAYLD-DPEGLD-
CAGELAAQVRTGAVHPVYFGSAVTGAGVA  234

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L + +                G+VFKVE+   GQ+  Y+RL+SG +  RD +    
R +
Sbjct  235  ALTEGIRRYLPAPERDAEGEPRGTVFKVEHQ--
GQKVAYVRLHSGRIEARDHLRTFRRGE  292

Query  289  L--------KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWR  339
                     K+T + +   G       A PG I  +   S VR+ D +G P  L    
+ 
Sbjct  293  
RGVVESFEGKVTGVEVFDTGTTTVAGAAGPGSIAKVKGLSEVRIGDAIGSPEALATGGFF  352

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T + P  A++R  L  AL  LA+ DPL+   +D ++ E+ +   G VQ 
EVV
Sbjct  353  TP--
PTLETVVRPVRASERIPLNRALLSLAERDPLVDPHLDELSEEMAVRLYGEVQKEVV  410

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP---
NPFWASIGLSVTPLSLGS  456
            ++LL E++ ++   +E   I++ERP +AA+  +H E+ P    P  A++GL + P   
GS
Sbjct  411  ASLLLEEFGIDVEFEETRAIHVERPQRAAA-ALH-
EMGPWQQTPHPATVGLRLEPGEPGS  468

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            GV Y   V  G L ++ +NAV + +   L +GL+GW VTDC++      Y    ST  
DF
Sbjct  469  
GVAYALEVERGSLTRALRNAVEETVHEVLRRGLYGWVVTDCRVLLTATGYIGRASTAGDF  528



Query  517  RSLAPIVLEQALKESGTQLLEPYLSFILYAPQ-------
EYLSRAYHDAPKYCATIETAQ  569
            R +   +L+  LKESGT + EP   F +  P        + L  A  D     +T  
T  
Sbjct  529  
REVTKFLLDGMLKESGTAVCEPVNRFDVEFPAGTGNAVLKALGEARSDIKGQFSTETTGY  588

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  
623
            V       +G +P   +  +   L   T G ++  TE   Y+   G P   PRR
Sbjct  589  V-------SGTMPTEAVHGFERRLPSLTEGLALFTTEFAEYRPVYGTP---PRR  
632

>WP_093948742.1 GTP-binding protein [Amycolatopsis sp. H5]
 OXM66733.1 GTP-binding protein [Amycolatopsis sp. H5]
Length=617

 Score = 343 bits (880),  Expect = 4e-106, Method: Compositional 
matrix adjust.
 Identities = 235/644 (36%), Positives = 345/644 (54%), Gaps = 
39/644 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGILAHVDAGKT+LTE LL+A+GAI+  GSV++G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKTLNIGILAHVDAGKTSLTERLLFAAGAITHLGSVDRGDTQTDSLELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +V ++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFMTGDTRVTLIDTPGHSDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVLMRTLRRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-
IVLEENTDIEAWDAVI  179
            IPT++F+NKID+ G          RD+L  DI  K    L+P    L   +  E  
+ + 
Sbjct  121  IPTLVFVNKIDRTG---------ARDQL-GDIRAK----
LTPRAFALRATSPDELAELLA  166

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            + +D  L  Y+  +         E  R+V    L+PV  GSA  G G+  L+ A+  
L  
Sbjct  167  DGDDTFLAAYVE-
DRADAAACRAELARQVARGELYPVLSGSAITGTGVADLVTAMAELLP  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                 G   L  +VFK+E    G++  Y RL+SG+L  R  +A   R   + T  R



+ S 
Sbjct  226  AAERTGDGPLDATVFKIERGRTGEKIAYARLHSGSLAPRQRIACY-RGGTEFTG-
RV-SA  282

Query  300  GEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
             E+   D A  G++  +     VR+ D LG P        R++    P L T + P    
Sbjct  283  VEVAGDDIALAGDVARVRGLREVRIGDRLGSP-----
GTARDNVFAPPSLETVVRPVRPE  337

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            Q   L  ALT+L++ DPL+  +V    H++ +   G VQ EV+ ++L+E   ++   
+  
Sbjct  338  QAAALFTALTRLSEEDPLI--
DVRRRGHDVSVRLYGEVQKEVLRSMLAEGTGIDVTFERT  395

Query  417  SVIYMERPLKAASHTIHIE-VPPNP---
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              +Y+E+P   A     +E + P     F+A++GL V P   GSGV     V LG 
L  +
Sbjct  396  RPLYVEKP---AGRGQAVEGMDPEQRLYFFATVGLRVEP---
GSGVTLGLSVELGSLPLA  449

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ + +   LEQGL+GW V DC +   +  Y+SP+S   DFR + P+VL  
ALKE+G
Sbjct  450  
FHKAIEETVHATLEQGLYGWEVLDCAVTLTHTAYFSPLSAAGDFRKMTPLVLMAALKEAG  509

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T++ EP   F L  P + +S A        A               G IPA  +  
+   
Sbjct  510  
TRVYEPVHRFELEIPADAVSAALLKLADLRAVPGKPVAGATAWTLRGTIPAEHVHQFEQA  569

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            L   + G  V  +E + Y+   G P  +PR  ++ LD+  ++ Q
Sbjct  570  LPALSQGEGVFQSEFQEYRPCPGPPPSRPRTGDNPLDRKEYLAQ  613

>WP_065656397.1 GTP-binding protein [Agrobacterium tumefaciens]
 OCJ63950.1 GTP-binding protein [Agrobacterium tumefaciens]
Length=646

 Score = 344 bits (882),  Expect = 4e-106, Method: Compositional 
matrix adjust.
 Identities = 220/644 (34%), Positives = 346/644 (54%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M+ +N+GILAHVDAGKT+LTE LL+ +GAI + G+V+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDKLGTVDGGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+     VN++DTPGH DF+AEV R L +LD AI+V+SA +G+QAQTR+L  AL
+++ 
Sbjct  61   
AAFRIGDLAVNLIDTPGHPDFIAEVERVLRLLDAAIVVVSAVEGIQAQTRVLVRALQRLE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIE------  173
            IP + F+NKID+ G   + V+  +  +L+A  +   +V+ +     + E  D+E      
Sbjct  121  
IPFLFFVNKIDRVGARYEDVLADIARQLAARPLAMSSVTNIGSRRAVVEAVDMEREPHLS  180

Query  174  -AWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + +  ++  LL+ YI A E +  ++L +   ++V    + P Y G A  G G+  
L+
Sbjct  181  
RLCETLALDDATLLDDYIVAPERLGTQRLQKAIAKQVSKGLVHPAYGGIAMTGSGVPDLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            DA+  L           + GSVFK+E    G++  Y+ L +GT+  R T+ L      
KI
Sbjct  241  DAIETLLPSRLPDPLLPVRGSVFKIERGWGGEKLAYINLEAGTVSARGTIELP-
TGSAKI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++  +  + R D A  G+IV +      R+ D++G  T   R    +   P + 
T +
Sbjct  300  TSLQVFREPGLRRCDHARAGQIVKVGGLAGARIGDLIGPDTG--
RAFMYQFAPPTIETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL QL++ DPL+         E+ LS  G VQ E+V A L  +
+ ++
Sbjct  358  
VARRPSENRALWLALQQLSEQDPLINLRSMEDASEMYLSLYGEVQKEIVQATLLAEFGVD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VIY+ERP  +A+    I   PNPF A+IGL V P   GSG  Y     
+G + 
Sbjct  418  
ATFEESTVIYVERPTNSANALETIFRDPNPFLATIGLRVEPRPSGSGNTYTVEADVGQMP  477

Query  471  



QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  A+ + +   L+ G+FGW V DC++      + SP ST ADFR L P+VL 
+AL  
Sbjct  478  
ISFYRAIEETVLETLKAGVFGWQVIDCQVVLTDVRHSSPSSTAADFRGLTPLVLAEALSH  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  + EP   F L  P   L        K  A+I    ++       G I +  
+Q+ R
Sbjct  538  
AGMVVCEPVEHFQLEIPSTTLPGMVTLLAKCGASISETLIENSVARLDGMIASIHVQSIR  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   T+G  +  +    + ++   P ++ R   +  ++V  +
Sbjct  598  RQLPGLTSGVGIMESTFDHHASSNSPPPLRSRTSANPFNRVEFL  641

>ABQ23358.1 tetracycline resistance efflux pump, partial 
[Edwardsiella tarda]
Length=209

 Score = 328 bits (842),  Expect = 4e-106, Method: Compositional 
matrix adjust.
 Identities = 152/201 (76%), Positives = 176/201 (88%), Gaps = 0/201 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+
Sbjct  7    
ENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVI  66

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL 
LGSG+Q
Sbjct  67   
SALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQ  126

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  127  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  186

Query  520  APIVLEQALKESGTQLLEPYL  540
             PIVLEQA +++GT+LL PY 
Sbjct  187  TPIVLEQAFRKAGTELLAPYF  207

>WP_072474510.1 GTP-binding protein [Amycolatopsis australiensis]



 SFW43019.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
australiensis]
Length=617

 Score = 343 bits (880),  Expect = 4e-106, Method: Compositional 
matrix adjust.
 Identities = 226/642 (35%), Positives = 338/642 (53%), Gaps = 
35/642 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGILAHVDAGKT+LTE LL+ +GAIS  GSV++G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKTLNIGILAHVDAGKTSLTERLLFEAGAISRLGSVDRGDTQTDSLDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++ ++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFGAGDTRITLIDTPGHSDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP +IF+NKID+ G          RD+L  DI  K    L+P          E  + 
+ +
Sbjct  121  IPVLIFVNKIDRTG---------ARDQL-GDIRAK----
LAPRAFDATTALDELAELLAD  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D  LE Y+ G  +       E  R+V    + PV  GSA  G G+  L+ A+T 
L   
Sbjct  167  GDDAFLESYVEGR-
VDGSACRAELARQVARGMVHPVLAGSAITGAGVADLVTAMTELLPA  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMRIP  297
                G   L  +VFK++    G++  Y RL+SG+L  R  ++   G  +L  ++T 
+   
Sbjct  226  
TERTGDGPLDATVFKIDRGRAGEKIAYARLHSGSLAPRQRISFYRGETELTGRVTAI---  282

Query  298  SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               E+   D A  G++  +     VR+ D LG P    R        P L T + P    
Sbjct  283  ---EVAGDDVALAGDVAKVRGLRDVRIGDRLGSPGAAARAGVFTP--
PSLETVVRPVRPG  337

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            Q   L  ALT+L++ DPL+  +V    H++ +   G VQ EV+ ++L+E   ++   



+  
Sbjct  338  QAAALFTALTRLSEEDPLI--
DVHRRGHDVSVRLYGEVQKEVLRSMLAEGAGIDVTFERT  395

Query  417  SVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
              +Y+E+P+        ++ P     F+A++GL V P   G+GV +   V LG L  
+F 
Sbjct  396  RPLYVEKPIGRGEAVEELD-PAQRLYFFATVGLRVEP---
GTGVTFCLSVELGSLPSAFH  451

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             A+ + +   LEQGL+GW V D  +   +  ++SPVS   DFR + P+VL  AL+E
+GT+
Sbjct  452  
KAIEETVHSTLEQGLYGWEVRDVAVTLTHTAFFSPVSAAGDFRKMTPLVLMAALREAGTR  511

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            + EP   F L  P   +S          A               G IPA  +  +   
L 
Sbjct  512  
VHEPVHRFELEIPANAVSAVLPKLADLRAVPAEPVTGPSSCTLRGTIPAAHVHEFEQALP  571

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              + G  V  +E   Y+   G P  +PR  ++ LD+  ++ Q
Sbjct  572  ALSQGEGVFFSEFADYRPCPGPPPTRPRTGDNPLDRKEYLAQ  613

>WP_093350263.1 MULTISPECIES: GTP-binding protein 
[Saccharopolyspora]
 SEG96401.1 ribosomal protection tetracycline resistance protein 
[Saccharopolyspora 
hirsuta]
 SFD19636.1 ribosomal protection tetracycline resistance protein 
[Saccharopolyspora 
jiangxiensis]
 PTX72576.1 ribosomal protection tetracycline resistance protein 
[Saccharopolyspora 
hirsuta]
Length=609

 Score = 343 bits (879),  Expect = 4e-106, Method: Compositional 
matrix adjust.
 Identities = 230/621 (37%), Positives = 339/621 (55%), Gaps = 
55/621 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+I+NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+TRTDT  +ERQRGIT+
++AV
Sbjct  1    
MRILNIGILAHVDAGKTSLTERLLFDTGVIDRLGSVDAGSTRTDTAAVERQRGITVRSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN+VDTPGH DF  EV R+L VLDGA+LV+SA +GVQA+TRIL   
LR++ 
Sbjct  61   
VSFAVGDTQVNVVDTPGHSDFAGEVERALGVLDGAVLVLSAVEGVQARTRILLRVLRELR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++FINKID+AG     ++  V ++ +  + +     +           ++A 
+A+ E
Sbjct  121  LPTLLFINKIDRAGARAAELLAEV-ERCAPVVPMAGVHDIGTPDARAVPVPLDA-
EALAE  178

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LL + + G P +  +L      +    ++ PV++GSA  G G+  L+D 
+TGL  P
Sbjct  179  
RDDELLARVLDGPPPTPAELRVALADQTARCAVHPVFFGSAITGQGVPALIDGITGLLPP  238

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA--------
LAGREKLKIT  292
              E+ + A  GS+F +E    G++  YLRL+SG L  R  V         LAGR    
+T
Sbjct  239  AREEPATAPQGSIFAIERR-
SGRKTAYLRLFSGELTARQRVTFRRETGEELAGR----LT  293

Query  293  EMRIPSK-------GEIVRTDTAYPGEIVILPSDSVRLNDVLGD----
PTRLPRKRWRED  341
             + +  +       G+I R  T +PG         +R+ D LGD     T   R      
Sbjct  294  GLEVVGRAAERMVAGDIARI-TGFPG---------
IRVGDRLGDRDVRSTGFSR------  337

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE-
VDSITHEIILSFLGRVQLEVVS  400
              P LRT ++ +  A+  +L  AL QLA+ DPL+    +     E++L   G VQ 
EV++
Sbjct  338  --PTLRTVVSAREPAEGPKLHAALQQLAEQDPLIEARTLPGGADEVLLH--
GEVQKEVIA  393

Query  401  ALLSEKYKLETVVKEPSVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            A L++ + +        V+ +ERP    +A     H    P+ FWA+IGL V P    
+G
Sbjct  394  
AALADDFGVVAAFGPSQVVLLERPTGVGEAVEEMGHRAAGPSGFWATIGLRVRPTGRRTG  453

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            V +E    LG L  +F  AV + +   + +GL GW VTDC +      +  PV+T 
ADFR
Sbjct  454  



VVFEHETELGALPPAFHRAVEESVHAAMARGLHGWAVTDCAVTMTRSGFAGPVTTAADFR  513

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L P+VL +AL+ +GT++ EP   F+L  P + L+ A      + A I  A         
Sbjct  514  
GLVPLVLRRALERAGTRVYEPCHEFVLEVPLDVLAEATARLSAHRAEIAEAVPSGATWSV  573

Query  578  TGEIPARC----IQAYRTDLA  594
             G IPA C    +Q +  DL+
Sbjct  574  RGTIPA-CEVPEVQRWLPDLS  593

>WP_079110165.1 GTP-binding protein [Streptomyces sp. MBT76]
Length=740

 Score = 347 bits (889),  Expect = 5e-106, Method: Compositional 
matrix adjust.
 Identities = 239/669 (36%), Positives = 341/669 (51%), Gaps = 
54/669 (8%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD+  LER+RGITI+ 
AV  
Sbjct  74   
VLNVGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGSTRTDSGELERRRGITIRTAVAP  133

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F+    +VN+VDTPGH DF+AEV R+L VLD A+LV+SA +GVQAQTR+L   LR+
+ +P
Sbjct  134  
FRVGGLRVNLVDTPGHSDFVAEVERALGVLDAAVLVLSAVEGVQAQTRVLMKTLRRLRLP  193

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWDAV  178
            T++F+NK D+AG      + +VR +L+  +I   TV    +     V     D    
+AV
Sbjct  194  
TLVFVNKTDRAGAREAETLAAVRRRLTPYVIPMGTVRGIGTPGARTVPGSYGDAAFREAV  253

Query  179  ----IENNDKLLEKYIAGEPIS----
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                 EN+D LL K +    ++    RE L R+  R +    + P+Y+GSA  G G
+  L
Sbjct  254  AEVLAENDDALLAKLVDDRQVTPPELREALARQTARGL----
VHPLYFGSAVSGEGVADL  309

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------A  284
            +D +     P      A   G+VF V+    G++  +LRL+SG +  RD + L       
Sbjct  310  
IDGMVRHLPPARGGSGAEATGTVFAVDRGPSGEKTAHLRLFSGAVSERDRITLHRPEAGG  369



Query  285  GREK--LKITEMRIPSKGE---IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRW  338
            GR +   ++T + +   GE     R  TA  G+I  I     VR+ D LG     P 
+  
Sbjct  370  GRTEHTARVTSLVVVEAGEPGTARRRATA--GDIARIRGLAEVRVGDRLG-----
PAREG  422

Query  339  REDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
             + P    P L   + P       RL  ALT LAD DPL+            +   
G VQ
Sbjct  423  
AQTPHFAPPGLEAVVRPVRPEDAARLHAALTALADQDPLIGTRALPAGGGTSVLLHGEVQ  482

Query  396  LEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS-------
HTIHIEVPPNPFWASIGLS  448
             E+V+A L+E++ ++ V +  S ++ ER             H  H       FWA+
+GL 
Sbjct  483  KEIVAATLAEEFGVDAVFEPSSTVHRERVTGTGEAYEEIGRHGGHA------
FWATVGLR  536

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            V      SG  +     LG L  +F  A+ + +   L QGL+GW VT C +      
+ +
Sbjct  537  
VEAGEPDSGTVFRRETELGALPLAFDRAIEETVHRTLAQGLYGWPVTACVVTLTRSGFAA  596

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
            PVST ADFR L P+VL  AL E+GT++ EP  S+ L AP + LS          A 
+   
Sbjct  597  
PVSTAADFRRLTPLVLMAALAEAGTRVYEPCHSYELEAPADTLSAVTGLLAGLGADLHDT  656

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPN  625
                +  V  G IPAR   A    L   T G  V  T     +   G+P ++PR    
P 
Sbjct  657  
AAGPEVCVLKGTIPARSAPAAERRLPALTRGEGVWWTLPAADRPYDGRPPVRPRTDGNPL  716

Query  626  SRLDKVRHM  634
            +R   +RH+
Sbjct  717  NRAAYLRHL  725

>WP_073848196.1 GTP-binding protein [Amycolatopsis sp. CB00013]
 OKJ92094.1 GTP-binding protein [Amycolatopsis sp. CB00013]
Length=629

 Score = 343 bits (880),  Expect = 5e-106, Method: Compositional 
matrix adjust.



 Identities = 218/644 (34%), Positives = 344/644 (53%), Gaps = 
38/644 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEYLNLGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFRVGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALKRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IP +IF+NKID+AG     ++  + ++L    +    V     +   V   +   E  
+ 
Sbjct  121  
IPVLIFVNKIDRAGARHDGLLADLAERLGVACVPMSEVGGLGTATAKVRPVSPSAEQTEQ  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E++D  L  Y+  + ++ E    E  R+ +  ++ PVY+GSA+ G GI  L    
+G+
Sbjct  181  LAEHSDAFLTAYLE-DTLTAEDYQDEIVRQTRLGAVSPVYFGSARSGEGIAEL---
TSGI  236

Query  238  FQPIGEQGSAA----LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGREK  288
             + +G  G +A    L  +VFK+E     ++  Y+R++SG +  RD V       A   
+
Sbjct  237  
REFLGGAGKSAPDDRLRAAVFKIERGRAHEKIAYVRVFSGEIGARDHVRFHRPGGAVTAE  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED------  341
             K++ +R+   G+      A  G+I  I     +R+ D+LG P         ED      
Sbjct  297  AKVSAVRVFELGDETVEARARAGQIAKITGLKEIRIGDLLGVP---------
EDDGVSPQ  347

Query  342  -
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P L T + P   A+   +  AL +LA+ DPL+       T  I +   G VQ 
E+++
Sbjct  348  
FPPPALETEVIPAVPAETASVFTALQELAEQDPLITVRQHDETRRISVRLYGEVQKEIIA  407

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L+ ++ L+        + +ERP+        I    NP++A++GL V P + 



GSG+ +
Sbjct  408  
ETLATQHGLDVGFSLTRPVCVERPIGTGHAVWLITEKRNPYFATVGLRVGPGAPGSGLTF  467

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   
DFR + 
Sbjct  468  
GLDVELGSLPLAFHKAIEETVDATLRRGPSGREVIDCVVTVTHTGYFSPVSAAGDFRKVT  527

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VLE+AL+++GT++LEP     +  P + ++       +    +  + V+ D    
TG 
Sbjct  528  
PFVLEEALRDAGTEVLEPVSRVEVELPADSVTATLSRLVECGGLVTGSVVRGDRAELTGV  587

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            +P   +  +   L   T+G  +  TE  G+     +P + P RP
Sbjct  588  LPLGEVARFEQQLPGLTHGEGLMATEPAGH-----RPRVSPNRP  626

>WP_104679733.1 GTP-binding protein [Agrobacterium tumefaciens]
 AVH43706.1 ribosomal protection tetracycline resistance protein 
[Agrobacterium 
tumefaciens]
Length=646

 Score = 343 bits (881),  Expect = 5e-106, Method: Compositional 
matrix adjust.
 Identities = 220/644 (34%), Positives = 346/644 (54%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI + G+V+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDKLGTVDGGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+     VN++DTPGH DF+AEV R L +LD AI+V+SA +G+QAQTR+L  AL
+++ 
Sbjct  61   
AAFRIGDLAVNLIDTPGHPDFIAEVERVLRLLDAAIVVVSAVEGIQAQTRVLVRALQRLE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIE------  173
            IP + F+NKID+ G   + V+  +  +L+A  +   +V+ +     + E  D+E      
Sbjct  121  
IPFLFFVNKIDRVGARYEDVLADIARQLAARPLAMSSVTNIGSRRAVVEAVDMEREPHLS  180



Query  174  -AWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + +  ++  LL+ YI A E +  ++L +   ++V    + P Y G A  G G+  
L+
Sbjct  181  
RLCETLALDDATLLDDYIVAPERLGTQRLQKAIAKQVSKGLVHPAYGGIAMTGSGVPDLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            DA+  L           + GSVFK+E    G++  Y+ L +GT+  R T+ L      
KI
Sbjct  241  DAIETLLPSRLPDPLLPVRGSVFKIERGWGGEKLAYINLEAGTVSARGTIELP-
TGSAKI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++  +  + R D A  G+IV +      R+ D++G  T   R    +   P + 
T +
Sbjct  300  TSLQVFREPGLRRCDHARAGQIVKVGGLAGARIGDLIGPDTG--
RAFMYQFAPPTIETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL QL++ DPL+         E+ LS  G VQ E+V A L  +
+ ++
Sbjct  358  
VARRPSENRALWLALQQLSEQDPLINLRSMEDASEMYLSLYGEVQKEIVQATLLAEFGVD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VIY+ERP  +A+    I   PNPF A+IGL V P   GSG  Y     
+G + 
Sbjct  418  
ATFEESTVIYVERPTNSANALETIFRDPNPFLATIGLRVEPRPSGSGNTYTVEADVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  A+ + +   L+ G+FGW V DC++      + SP ST ADFR L P+VL 
+AL  
Sbjct  478  
ISFYRAIEETVLETLKAGVFGWQVIDCQVVLTDVRHSSPSSTAADFRGLTPLVLAEALSH  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  + EP   F L  P   L        K  A+I    ++       G I +  
+Q+ R
Sbjct  538  
AGMVVCEPVEHFQLEIPSTTLPGMVTLLAKCGASISETLIENSVARLDGMIASIHVQSIR  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   T+G  +  +    + ++   P ++ R   +  ++V  +
Sbjct  598  RQLPELTSGVGIMESTFDHHASSNSPPPLRSRTSANPFNRVEFL  641



>WP_090575047.1 GTP-binding protein [Paenibacillus sp. OV219]
 SEN57106.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. OV219]
Length=664

 Score = 344 bits (882),  Expect = 6e-106, Method: Compositional 
matrix adjust.
 Identities = 220/651 (34%), Positives = 348/651 (53%), Gaps = 
24/651 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI AHVDAGKTT TE +LY SG I   GSV+ GTT+TD + +ER+RGI++
+AAVT   
Sbjct  10   
NVGIFAHVDAGKTTTTEQMLYLSGHIRSLGSVDTGTTQTDWLDVERERGISVRAAVTRLT  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N+VDTPGH+DFL+EV RSL V+DGA+L+ISA +GVQAQT I++ ALR + 
IPT+
Sbjct  70   
WKETPINLVDTPGHVDFLSEVERSLRVMDGAVLIISAVEGVQAQTEIIWQALRDLKIPTL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-----------
ADIIIKQTVSLSPEIVLEENTDIE  173
            I++NK+D+ G D  +V+  +    S           A+      VS+  E    +    
E
Sbjct  130  
IYVNKMDRIGADPLAVLGQIHRLFSPQAVPIMAPDGAEASFSGAVSVVDETAAAQAEWAE  189

Query  174  AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
            A+     ++V E ++ +LE Y+ G+ ISRE+L           +LFPV +G++ + 
+G++
Sbjct  190  
AYRRKLLESVAEQDEAVLEAYLDGQSISREQLEAALVDGAHRCALFPVLFGASGRSIGVE  249

Query  229  PLMDAVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
             ++DA+   L  P G +   A+ G +FK+E      +  Y+RLY G LR RD V     
+
Sbjct  250  AVLDAIVAYLPGPAGSE-
DGAVSGVIFKMERDPVMGKIAYVRLYDGVLRNRDVVLNYSHD  308

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPM  345
             + K+T++R  +  +         G+I  +   S  R+ D++G P  +P +      
+P+
Sbjct  309  VQDKVTQIRRVNGQKTEDIGVLKAGDIAAVYGWSRARIGDIIGSPEGVPGE--
MRLAVPL  366

Query  346  



LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +    AA+   +++A  +LAD DPLL  +      E+ L  +G +Q+EV+++
+L  
Sbjct  367  
LTVQVHWPNAAEYPAVVNAFQELADEDPLLDLQWLQDERELHLKVMGPIQMEVLTSILLS  426

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++KL      PSVIY E P  A    +   + P P WA +   + P   GSG+ Y
+S V 
Sbjct  427  RFKLSVSFGAPSVIYKETPASAGEGYVAY-
LMPKPCWAILRFVIEPGERGSGLVYKSVVR  485

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               L +S+QN V   +   L+QGL  W VTD  +    G ++   + P DF    P
+ + 
Sbjct  486  
GERLLESYQNEVARRVPEALQQGLRAWEVTDLSVTLVEGEHHVWHTHPLDFVIATPMGIM  545

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              L   GT+LLEP L F L  P+EY  +  ++        +   ++++ +   G 
+P   
Sbjct  546  
NGLASVGTKLLEPMLRFRLSVPEEYGGKIMNELVVMRGEFDAPTLRQERMEIEGLLPVAT  605

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDKVRHMF  635
               +   L   T GR    T   GY +      V++ RR  + LD+ +++ 
Sbjct  606  TLDFPARLGAMTKGRGTLTTFFAGYRECPPDVDVVRQRRGVNPLDEAKYIL  656

>WP_073183306.1 GTP-binding protein [Tenacibaculum mesophilum]
 SHF89872.1 ribosomal protection tetracycline resistance protein 
[Tenacibaculum 
mesophilum]
Length=661

 Score = 343 bits (881),  Expect = 8e-106, Method: Compositional 
matrix adjust.
 Identities = 210/622 (34%), Positives = 333/622 (54%), Gaps = 
21/622 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTLTE LLY +GAI   GSV+KG+T TD++ LE++RGI+I+AA 
TSF
Sbjct  7    
LNIGILAHVDAGKTTLTEHLLYHTGAIRNIGSVDKGSTVTDSLALEKERGISIKAATTSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W+  KVN++DTPGH+DF +EV R+L V+D  +LVISA +GVQA T  +  AL+K+ 
IPT



Sbjct  67   
IWNDTKVNLIDTPGHVDFSSEVARTLCVVDAVVLVISAVEGVQAHTLTIADALQKLKIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIEA-  174
            +IFINKID+ G D ++V++ ++D+L    +           T  ++P  V   N+  
+  
Sbjct  127  IIFINKIDRQGADTENVLEQIKDELQIKTVSIYTSHHEGLDTACINP--
VFHNNSATKEQ  184

Query  175  ----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                 + +IE ++ LLE+Y+ G  I+ +  ++   +    A + PV+ G AK  +G
++ L
Sbjct  185  
KEAILEELIETDENLLEQYLNGHTITDDVHIKTIVKNTSKALISPVFTGIAKNNIGVKEL  244

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +D +T   +P     +      V+K+E+        +++++SG L  +  +    +  
+ 
Sbjct  245  
LDGLTSFIKPDKNTATQETSAYVYKLEHHKTHGVMAHVKVFSGELSSKSVIYNHTQAVET  304

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI + ++    + + T T   G+I +I      +  D+LG P  +P  +  E   P
+L  
Sbjct  305  KINQSKVFHHTKHIDT-TIKAGDIGIITGVVDTKTGDILGSPEGIP--
KLPELNTPVLSV  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P        L  AL  +   DP L+ +      E++L  +G +Q+EV++ +L 
E++ 
Sbjct  362  
QVIPDNDKDYNALAQALQIIDREDPTLQFKWHKPEKELLLLLMGDMQIEVLTHVLLERFS  421

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +     EP ++Y E   KAA   +   + P P WA +   + P  L SGV Y+S 
VS   
Sbjct  422  IPATFTEPQIVYKETISKAAEGYVRYWM-
PKPCWAIMTFLIEPAPLNSGVSYQSIVSKND  480

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++  +QN +   I   LEQGL GW VTD KI    G  ++  S P DF    P+ + 
+ L
Sbjct  481  
IHNKYQNEIARTIPKALEQGLLGWEVTDVKITLIKGEDHNVHSRPGDFNLATPMGIMKGL  540

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588



            +  GT LLEP + F +   +E+LS+   +     ATI +   + + +  TG IP      
Sbjct  541  
QAGGTHLLEPLVRFEIKTNEEFLSKIISELTTRRATINSPTFQNEMMHLTGTIPVATSLD  600

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
                L    +GR        GY
Sbjct  601  LSIKLNTLCSGRIRLRMVFHGY  622

>WP_084428751.1 GTP-binding protein [Kibdelosporangium aridum]
 SMD09758.1 ribosomal protection tetracycline resistance protein 
[Kibdelosporangium 
aridum]
Length=600

 Score = 342 bits (876),  Expect = 9e-106, Method: Compositional 
matrix adjust.
 Identities = 224/618 (36%), Positives = 332/618 (54%), Gaps = 
47/618 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ +N+GILAHVDAGKT+LTE LL   G I + G V+ G T+TD+M LERQRGITI
++AV
Sbjct  2    
VRTLNLGILAHVDAGKTSLTERLLQLGGVIDQIGRVDHGNTQTDSMALERQRGITIKSAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV RSL+VLDGA+LVISA +GVQAQTR+L  AL
+++ 
Sbjct  62   
VSFVVDDVTVNLIDTPGHPDFIAEVERSLSVLDGAVLVISAVEGVQAQTRVLMRALQRLK  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NKID+ G    S++  + ++            L+P IV     D +  D 
+  
Sbjct  122  IPTLIFVNKIDRMGARHDSLLTEIAER------------LTPAIV---
PVDSDPTDVLAT  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +L  Y+ G  ++ + L +    + + A  +PV++GSA  G G++ LM A+   
F P
Sbjct  167  LDDSVLVGYVNGS-LTADHLHKSFVSQAKQARAYPVFFGSAITGAGVKELMTALP-
TFLP  224

Query  241  IGE---
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
              +   +GS A  G VFKVE  + G++  Y+R++ GTL +RD V    R+  K+T 
+ + 
Sbjct  225  CAQGDTEGSGA--GLVFKVERGERGEKIAYVRMFDGTLCVRDRVRFGDRDG-
KVTAISVF  281



Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  + +     G+I  L     +R+ D +G+  +  R      P P L T + P    
Sbjct  282  DRGPAMPSPAVRAGQIAKLWGLADIRIGDQIGE--QHARTEHHFSP-
PTLETVVVPANQT  338

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +  AL+QLA+ DPL+    D      ++S  G VQ EV+ A L   Y +    
+E 
Sbjct  339  QRGAMYLALSQLAEQDPLINLRQDG-----
VISLYGEVQKEVIQATLLNDYGIAVSFEET  393

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            + I +ER          I    NP+ A++GL V P   G+GV ++  V LG +  
+F NA
Sbjct  394  TTICIERVAGTGEAFEIINEGDNPYLATVGLRVEP---
GTGVTFQLEVELGSMPSAFFNA  450

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVL  524
            V + +   L  GL GW VTD  +   +  Y+            S  ST  DFR+L  
+VL
Sbjct  451  
VEESVHKTLRHGLHGWEVTDVAVTMTHSGYWARQSHSHGTFDKSMSSTAGDFRNLTALVL  510

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              ALK++GT + EP  S+ L  P + LS       +  A   ++  +    +  G
+IPA 
Sbjct  511  
TNALKQAGTVVYEPMHSYQLEIPGDTLSLVQPVLVRLRAFPLSSTPRNSSYLLEGDIPAA  570

Query  585  CIQAYRTDLAFYTNGRSV  602
             +      L   T G  V
Sbjct  571  KVHELERLLPSLTRGEGV  588

>ABQ23360.1 tetracycline resistance efflux pump, partial [Aeromonas 
dhakensis]
Length=211

 Score = 327 bits (839),  Expect = 1e-105, Method: Compositional 
matrix adjust.
 Identities = 151/201 (75%), Positives = 177/201 (88%), Gaps = 0/201 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+
Sbjct  9    



ENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVI  68

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL 
LGSG+Q
Sbjct  69   
SALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQ  128

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  129  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  188

Query  520  APIVLEQALKESGTQLLEPYL  540
             PIVLEQA +++GT+LL P++
Sbjct  189  TPIVLEQAFRKAGTELLAPFI  209

>BAF95550.1 tetracycline resistance protein, partial [Streptomyces 
sp. APFTCR28]
Length=205

 Score = 327 bits (839),  Expect = 1e-105, Method: Compositional 
matrix adjust.
 Identities = 153/202 (76%), Positives = 177/202 (88%), Gaps = 0/202 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LPR+R  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  4    
LPRRRKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLG  63

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  64   
KVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  123

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  124  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  183

Query  513  PADFRSLAPIVLEQALKESGTQ  534
            PADFR LAPIVLEQ LK++GT+
Sbjct  184  PADFRMLAPIVLEQVLKKAGTE  205



>WP_092748867.1 GTP-binding protein [Rhizobium aethiopicum]
 SCB57449.1 ribosomal protection tetracycline resistance protein 
[Rhizobium 
aethiopicum]
Length=647

 Score = 343 bits (879),  Expect = 1e-105, Method: Compositional 
matrix adjust.
 Identities = 224/649 (35%), Positives = 341/649 (53%), Gaps = 
20/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGDTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR+M 
Sbjct  61   
VSFAIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   Q V+ ++   LS   I   TV           +L+P+   
+E 
Sbjct  121  
VPFVFFVNKVDRLGARYQEVLAALAAHLSVRPIAMSTVIDAGSKLARVEALAPK---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ E+L R    +V    + PV  G+A  G 
GI 
Sbjct  178  
LFSALCEALGENDEALLDDYVLAPDRLTGERLGRSLADQVARGQVHPVLAGAAMTGAGIS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  YL L SGT+RLR  + L  
+  
Sbjct  238  
ALASAIGTILPERRPDPDGPVAGKIFKIERGWGGEKLCYLSLTSGTVRLRQFLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T +++  +G +   D    G+I  +      R+ D +G     P+  +     
P L 
Sbjct  297  ERVTAIQVFEEGRVHGADGLRAGQIARVSGLAGARIGDAVGGDPVGPQAHFAP---
PTLE  353



Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL ++A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+
Sbjct  354  
TRVLARRPSDKAALWLALNRMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI  ERP+   +    +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  414  
GLEASFEESTVILAERPVGIGAGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVDVG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  474  
QMPVAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       K  AT   + +        G + +
+ ++
Sbjct  534  
LSAAQTVLCEPVDRFYLEAPAESLSGVLTLLAKSGATTMDSVIVDGVARLDGTMASQMVR  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              +  L   T+G     T    Y  A G P ++ R   +  + V ++ +
Sbjct  594  NVQQQLPGLTSGAGTMETAFDHYAPAAGPPRLRRRSGTNPFNPVEYLLR  642

>EFR32593.1 GTP-binding domain protein [Peptoniphilus harei ACS-146-
V-Sch2b]
Length=235

 Score = 328 bits (842),  Expect = 1e-105, Method: Compositional 
matrix adjust.
 Identities = 160/232 (69%), Positives = 190/232 (82%), Gaps = 0/232 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 



Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  
232
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++
Sbjct  181  GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIE  
232

>WP_003580605.1 GTP-binding protein [Rhizobium leguminosarum]
 EJC80134.1 small GTP-binding protein domain protein [Rhizobium 
leguminosarum 
bv. trifolii WSM2297]
Length=648

 Score = 343 bits (879),  Expect = 1e-105, Method: Compositional 
matrix adjust.
 Identities = 221/647 (34%), Positives = 337/647 (52%), Gaps = 
15/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MCTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRTVNLIDTPGHPDFIAEVERVLGLLDAALVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V F+NK+D+ G     VV+++  +LS   I I   V    ++   E   +       
Sbjct  121  
VPFVFFVNKVDRLGARFPDVVEALAAQLSIRPIAISSVVDAGTKLARVEALAVGCEPLFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN+  LL+ Y+ A E ++ E+L R    ++    + PV+ G+A  G+G+  
L 
Sbjct  181  
TLCEALGENDQALLDDYVLAPERLTEERLGRALADQMASGLVHPVFAGAAMTGVGVSALA  240



Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +    G      + G +FK+E    G++  YL L SGT+ LR  + L  +   
++
Sbjct  241  SAIATILPERGPDPDGPVAGKIFKIERGWGGEKLCYLSLTSGTVLLRQYLDLP-
KGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
            T + +   G +   ++   G+I  +      R+ D +G DP  L   R    P P 
L T 
Sbjct  300  TAIHVFEDGRVRGAESLRAGQIARVSGLTGARIGDAVGSDP--LAGGRVHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  + +  L  AL QLA+ DPL+    +  T E+ +S  G VQ EV+ + L   
+ L
Sbjct  357  
VLARRPSDKSALWLALNQLAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   +E +VI +ERP+   +    +   PNPF A++GL V     G+G  +   V 
+G +
Sbjct  417  
EAGFEESTVILVERPVGIGTGLQILFKEPNPFLATVGLRVERRPAGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PAAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L AP E LS       K  A    + +        G + ++ 
++  
Sbjct  537  
AAQTVVCEPVDRFHLEAPVESLSSVLTLLAKTAAATSDSVIADGVARLEGTMASQMVRTV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  L   T+G     T    Y      P ++ R      + V ++ +
Sbjct  597  QQQLPGLTSGAGTMETAFDHYAPIACPPRLRLRSGPDPFNPVEYLLR  643

>WP_047623375.1 GTP-binding protein [Rhizobium leguminosarum]
Length=648

 Score = 343 bits (879),  Expect = 1e-105, Method: Compositional 
matrix adjust.
 Identities = 219/635 (34%), Positives = 336/635 (53%), Gaps = 



20/635 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFVIGERVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   + V++ +  +L+   I   +V           +L+P    
+E 
Sbjct  121  
VPFIFFVNKVDRPGARYRDVMEVLAAQLAVRPIAMSSVIDAGAKLARVEALAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  + + EN++ LL+ Y +A + ++  +L R    +V    + PV+ G+A  G 
GI 
Sbjct  178  
LFSALCETLGENDEALLDDYVVAPDRLTEARLGRCLADQVARGLVHPVFAGAAMTGAGIP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR ++ L  
+  
Sbjct  238  
ALASAIATILPERRPDPDGPVAGKIFKIERGWGGEKLSYIYLNSGTVRLRQSLGLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +   ++   G+I  +      R+ D +G     P   W     
P L 
Sbjct  297  ERVTAIHVFEAGRVHGAESLRAGQIARVSGLAGARIGDAVGGN---
PLGGWAHFAPPTLE  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+
Sbjct  354  
TRVLARRPSDKAGLWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ERPL   S    +   PNPF A++GL V P + G+G  +   



V +G
Sbjct  414  
GLEARFEESTVILVERPLGTGSGLQILFKEPNPFLATVGLRVEPRAPGAGNSFALEVDVG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  474  
QMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       K  A    + +        G + +
+ +Q
Sbjct  534  
LSAAQTVLCEPVDRFHLVAPMENLSGVLTLLAKSAAATTDSVIADGVARLEGTMASQMVQ  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            + R  L   T+G     T    Y    G P ++ R
Sbjct  594  SVRQQLPGLTSGAGTMETSFDHYAPMAGPPRLRRR  628

>WP_033357111.1 GTP-binding protein [Dactylosporangium aurantiacum]
Length=659

 Score = 343 bits (879),  Expect = 1e-105, Method: Compositional 
matrix adjust.
 Identities = 222/663 (33%), Positives = 347/663 (52%), Gaps = 
34/663 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++NIGI+AHVDAGKT+LTE +L+ SG I   GSV+ G T+TD+M LER+RGITI+
+AV +
Sbjct  1    
MLNIGIVAHVDAGKTSLTERILFHSGVIGRVGSVDDGDTQTDSMDLERRRGITIRSAVVA  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F     +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  AL +
+ IP
Sbjct  61   
FTVGDLRVNLIDTPGHPDFIAEVERVLRVLDGAVLVLSAVEGVQAQTRVLMRALTRLGIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWDAV  178
             ++F+NKID+ G     ++  +R  L+   +   TV    +     V          
+ +
Sbjct  121  
VLLFVNKIDRRGARHDELLHDIRRLLTPAAVPVATVEDLGTPHARAVPAALRGTAVAELL  180

Query  179  IENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237



             E++D  L  Y+  +    E   R E  R+ +   + PV++GSA  G G+  L+  
+ G 
Sbjct  181  
AEHSDAFLRAYLDDDAALTEDAYRAEVARQSRRGQVHPVFFGSAVTGEGVAGLVGDL-GR  239

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--------KL  289
              P+  Q    L  +VFK+E+    +R  Y+R+++GTL  R+ VA   RE          
Sbjct  240  LLPVAAQ-
DGPLRATVFKIEHGRARERIAYVRVHAGTLAARERVAYHRREPHGAVVERAA  298

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL---PM  345
            K+T +R   +G       A  G I  +     VR+ D LG    L      E  +   
P 
Sbjct  299  KLTAVRTFERGTDTTDTPATAGAIAKVWGLTDVRIGDQLGTADGLA-----
ETGIFLPPS  353

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P        L  AL +LA+ DPL+    D +  E+ +   G VQ E++++ 
L+E
Sbjct  354  
LETIVRPGRPGGGPALHAALQRLAEQDPLISLRRDELGGELSVRLYGEVQKEILASTLAE  413

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             Y ++    E   + +E  +        I    +PFWA++GL V P + G+G++++  
V 
Sbjct  414  
TYGVQVEFTETRPVCVETVVGHGEAVEEIGAGGSPFWATVGLRVGPATPGTGIRFDLAVE  473

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  ++  A+ + +R  L QGL+GW V DC +      Y+SP+S   DFR L P
+VL 
Sbjct  474  
LGALPAAYHKAIEETVRGTLTQGLYGWEVPDCVVTLTRTGYFSPISAAGDFRKLTPLVLM  533

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSR--
AYHDAPKYCATIETAQVKKDEVV-------  576
            +AL+++GT++ EP   F L  P + LS   A     +   T+++     D          
Sbjct  534  
EALRQAGTRVHEPVNRFELEIPPDCLSAVLARLARARAVTTVDSGADGADGTAGGAGGAC  593

Query  577  -
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
               G +PA  +     DL   ++G +V  +EL GYQ   G+   + R  N+ + +  
++ 
Sbjct  594  
HLRGTLPASAVHDVEQDLPGLSHGAAVFSSELSGYQPVTGEVPTRARTDNNPVHREEYLL  653

Query  636  QKV  638
            + +



Sbjct  654  RTM  656

>EGL39683.1 GTP-binding domain protein, partial [Megasphaera sp. 
UPII 199-6]
Length=234

 Score = 328 bits (841),  Expect = 1e-105, Method: Compositional 
matrix adjust.
 Identities = 160/231 (69%), Positives = 189/231 (82%), Gaps = 0/231 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L+
Sbjct  181  GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLI  231

>ABQ23359.1 tetracycline resistance efflux pump, partial [Aeromonas 
dhakensis]
Length=211

 Score = 327 bits (838),  Expect = 2e-105, Method: Compositional 
matrix adjust.
 Identities = 151/201 (75%), Positives = 176/201 (88%), Gaps = 0/201 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+
Sbjct  9    
ENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVI  68



Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL 
LGSG+Q
Sbjct  69   
SALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQ  128

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  129  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  188

Query  520  APIVLEQALKESGTQLLEPYL  540
             PIVLEQA +++GT+LL P+ 
Sbjct  189  TPIVLEQAFRKAGTELLAPFF  209

>WP_069814409.1 GTP-binding protein [Streptomyces sp. TP-A0874]
Length=652

 Score = 342 bits (878),  Expect = 2e-105, Method: Compositional 
matrix adjust.
 Identities = 223/632 (35%), Positives = 323/632 (51%), Gaps = 
26/632 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+ +G+I   GSV  G TRTDT   ER RGIT++
+AV 
Sbjct  5    
RTLNIGILAHVDAGKTSLTERLLFDTGSIDRLGSVGAGDTRTDTSPTERDRGITVRSAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F     +VN++DTPGH DFLAEV R+LAVLDGA+LV+SA +GVQA +R+L   LR 
M +
Sbjct  65   
PFVVGSTQVNLLDTPGHTDFLAEVERALAVLDGAVLVLSAVEGVQAHSRLLMRTLRGMGL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIE  173
            PT++F+NKID+ G     ++  ++ KL+ DII    V           PE + +      
Sbjct  125  
PTLVFVNKIDRPGARQDDLLTDIQRKLAPDIIAMTAVRGLGTAAARTVPESLADPAFGSR  184

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + EN++ LL + + G  ++ E+L            + PVY+GSA  G G+  
L+D 
Sbjct  185  
LAEVLAENDEALLARLVDGPILTPEELHTALADHTAMGRVHPVYFGSALSGEGVGALVDG  244



Query  234  VTGLFQP---
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR----  286
            +T L  P     + G     G VF +E    G++  YLRL+SG L  R  V    R    
Sbjct  245  
LTSLVPPAYSASDAGGREPRGIVFALERGPSGRKTHYLRLFSGELAPRQRVTFHRRRSDG  304

Query  287  ----
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP  342
                +   +T + +  +   V+      G I  +    +R+ D +G P  L        
P
Sbjct  305  AYDEQTATVTRLEVIGRPNEVKGPLTA-
GNIGRIKVADIRVGDQIGKPDALDDTGQPRLP  363

Query  343  LPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P L+T +  +  T     RL  AL  LA+ DP +   V+      IL + G +Q 
E+++
Sbjct  364  TPTLQTRVRSRTDTPGAAARLHTALQSLAEQDPFIDVRVEQDGATSILLY-
GEIQKEILA  422

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVP-
PNPFWASIGLSVTPLSLGSG  457
            A L E + L+ V +    I  ERP+    A   +    P P+ FWA++GL V P   
G+G
Sbjct  423  
AELREAFGLDAVFEPSRTICHERPVAVGEACEEMAYRAPGPSGFWATVGLRVEPAPQGAG  482

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            V ++    LG L  +F  AV +G+R GL  G  GW VTDC +      +  PVST  
DFR
Sbjct  483  
VFFQYETELGALPPAFHRAVEEGVRAGLGCGPRGWAVTDCTVTLTRSGFVGPVSTAGDFR  542

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L P+VL +AL+++GT + EP   + +  P + L           A I   +        
Sbjct  543  
GLTPLVLARALEDAGTLVYEPSSVYEVEVPLDALPAITTALTGLDAEIHQTRGGDTCWSL  602

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            TG IP R +QA    L   T+G  +  +   G
Sbjct  603  TGRIPTRQVQAIERQLPGLTHGEGLWWSRPSG  634

>WP_063854497.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rimosus]
 Q55002.1 RecName: Full=Oxytetracycline resistance protein
 CAA37477.1 otrA [Streptomyces rimosus]
 ALS03934.1 resistance protein OtrA [Streptomyces rimosus]
Length=663

 Score = 343 bits (879),  Expect = 2e-105, Method: Compositional 



matrix adjust.
 Identities = 232/666 (35%), Positives = 339/666 (51%), Gaps = 
31/666 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I E GSV+ GTT TD+M LERQRGITI
++AV
Sbjct  1    
MNKLNLGILAHVDAGKTSLTERLLHRTGVIDEVGSVDAGTTTTDSMELERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+L VLDGA+LV+SA +GVQ QTRIL   
LR++ 
Sbjct  61   
ATFVLDDLKVNLIDTPGHSDFISEVERALGVLDGAVLVVSAVEGVQPQTRILMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----
LSPEIVLEENTD----  171
            IPT++F+NKID+ G     V++ +RD+L+   +    V+      +  I L  +TD    
Sbjct  121  
IPTLVFVNKIDRGGARPDGVLREIRDRLTPAAVALSAVADAGTPRARAIALGPDTDPDFA  180

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPL  230
            +   + + +++D  L  Y+  E +  EK   EE   +     + PVY+GSA  G G
+  L
Sbjct  181  
VRVGELLADHDDAFLTAYLDEEHVLTEKEYAEELAAQTARGLVHPVYFGSALTGEGLDHL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----AG  285
            +  +  L   +     A L  +VFKV+    G+   YLRL SGTL  RD+V L      
G
Sbjct  241  
VHGIRELLPSVHASQDAPLRATVFKVDRGARGEAVAYLRLVSGTLGTRDSVTLHRVDHTG  300

Query  286  R---EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
            R      +IT +R+   G       A  G+I        VR+ D  G     P + 
+   
Sbjct  301  
RVTEHAGRITALRVFEHGSATSETRATAGDIAQAWGLKDVRVGDRAGHLDGPPPRNFFAP  360

Query  342  PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE-
IILSFLGRVQLEVVS  400
              P L T I P+   +  RL  AL  L + DP +    D       ++   G VQ 
E++ 
Sbjct  361  --
PSLETVIRPERPEEAGRLHAALRMLDEQDPSIDLRQDEENAAGAVVRLYGEVQKEILG  418

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-PPNPFWAS--
IGLSVTPLSLGSG  457



            + L+E + +         + +E+P+      I ++    N FW +  +  S  P S    
Sbjct  419  STLAESFGVRVRFDPTRTVCIEKPVGTGEALIELDTRTHNYFWGAPWVCASDRP-
SPARA  477

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            + +   V LG L  +F  A+ + +   L  GL+GW VTDC +        SPVS   
DFR
Sbjct  478  
ITFRLAVELGSLPLAFHKAIEETVHTTLRHGLYGWQVTDCAVTLTRTGVRSPVSAADDFR  537

Query  518  SL-
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               A +VL  AL  +GT++ EP  SF L  P   LS       +  AT      + 
D   
Sbjct  538  
KANARLVLMDALGRAGTEVHEPVSSFELEVPAARLSPVLAKLAELGATPGVPTAEGDVFR  597

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR----
RPNSRLDKVR  632
              G +P   +  +   +   T G  V L E +GY+ AVGQP ++PR     P +R 
+ + 
Sbjct  598  
LEGTMPTSLVHDFNQRVPGLTQGEGVFLAEHRGYRPAVGQPPVRPRPEGPNPLNRDEYIL  657

Query  633  HMFQKV  638
            H+ ++V
Sbjct  658  HVLKRV  663

>WP_097598021.1 GTP-binding protein [Rhizobium sp. L9]
 PDT30944.1 GTP-binding protein [Rhizobium sp. L9]
Length=648

 Score = 342 bits (878),  Expect = 2e-105, Method: Compositional 
matrix adjust.
 Identities = 221/647 (34%), Positives = 344/647 (53%), Gaps = 
15/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFHAGVIDKLGSVDSGDTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFKIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------



SLSPEIVLEENTDI  172
            +P + F+NK+D+ G   Q V++++  +LS   +   +V        S+    +  E    
Sbjct  121  
VPFIFFVNKVDRLGARHQEVLEALAAQLSVRPVAMSSVINAGTKLASVEALAIGREPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A + ++ E+L      +V    + PV+ G+A  G GI  
L 
Sbjct  181  
ALCEALGENDEALLDDYVLAPDRLTEERLGTSLADQVARGLIHPVFAGAAMTGAGISALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  YL L SGT+RLR  + L  +   
++
Sbjct  241  SAIPTILPGRRPDPDGPVAGKIFKIERGWGGEKLAYLYLSSGTVRLRQYLDLP-
KGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
            T +R+  +G     ++   G+I  +      R+ D LG DP    R  +     P 
L T 
Sbjct  300  TAIRLFEEGRSHGVESFRAGQIACVSGLIGGRIGDALGDDPGAGGRAHFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  +++  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EVV + +   
Y +
Sbjct  357  
VLARRPSEKAALWLALNQMAEQDPLINLRRNEDTDEVFVSLYGEVQKEVVQSTMLADYGI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   +E +VI +ERP+   +    +   PNPF A++GL V P S G+G  +   V 
+G +
Sbjct  417  
EASFEESTVILVERPVGIGTGLQALFKEPNPFLATVGLRVEPRSPGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PAAFYRAVEETVFETLKQGISGWQVVDCHVAMTAARHSSPASTAADFRQLTPWVLATALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T L EP   F L  P E LS       +  AT   + + +      G + ++ 
+++ 
Sbjct  537  
NAQTVLCEPVDRFHLETPAESLSAVLTLLARSAATTSGSVIAEGVARSEGTMTSQMVRSV  596



Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  L   T G  V  T    Y    G P ++ R      + V ++ +
Sbjct  597  QQQLPGLTGGTGVMETAFDHYAPTAGPPRLRRRSGPDPFNPVEYLLR  643

>WP_006731900.1 GTP-binding protein, partial [Lactobacillus iners]
 EFO67245.1 GTP-binding domain protein, partial [Lactobacillus iners 
LactinV 
09V1-c]
 EFQ48997.1 GTP-binding domain protein, partial [Lactobacillus iners 
LEAF 
2052A-d]
Length=230

 Score = 328 bits (840),  Expect = 2e-105, Method: Compositional 
matrix adjust.
 Identities = 160/230 (70%), Positives = 188/230 (82%), Gaps = 0/230 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L
Sbjct  181  GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNL  230

>WP_016336704.1 GTP-binding protein [Amycolatopsis orientalis]
 AGM08989.1 small GTP-binding protein [Amycolatopsis orientalis 
HCCB10007]
Length=629

 Score = 342 bits (876),  Expect = 2e-105, Method: Compositional 
matrix adjust.
 Identities = 218/642 (34%), Positives = 344/642 (54%), Gaps = 
34/642 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEYLNLGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VAFRVGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALKRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS--------
ADIIIKQTVSLSPEIVLEENTDI  172
            IP +IF+NKID+AG   + ++  + ++L          D I   T  + P   L  
++  
Sbjct  121  IPVLIFVNKIDRAGARHEGLLADLAERLGVACVPMSEVDGIGTATAKVRP---
LSPSSG-  176

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E++D  L  Y+  + ++ E    E  R+ +   + PV++GSA+ G GI  
L  
Sbjct  177  -QAEQLAEHSDAFLTAYLE-
DTLTAEDYQDEIVRQTRLGVVSPVFFGSARSGEGIAEL--  232

Query  233  AVTGLFQPIGEQGSAA----
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----  283
              +G+ + +G  G  A    L  +VFK+E     ++  Y+R++SG L  RD V       
Sbjct  233  -
TSGIREFLGGAGKVAPDHRLRAAVFKIERGRAHEKIAYVRVFSGELGARDHVRFHRPGG  291

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
                + K++ +R+   G+      A  G+I  +     +R+ D++G P    R   
R  P
Sbjct  292  TFTAEAKVSAVRVFELGDETAEGRAQAGQIAKVTGLKEIRIGDLVGVPED-
ERASTRFPP  350

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P   A+   +  AL +LA+ DPL+    D  T  I +   G VQ E+
++  
Sbjct  351  -
PALETVVIPAEPAETASVFTALQELAEQDPLITVRQDDETRRISVRLYGEVQKEIIAET  409

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+ ++ L+        + +ERP+        I    NP++A++GL V P + GSG+ 
+  
Sbjct  410  



LAAEHGLDVGFSLTRPVCVERPIGTGHSVWFITEKRNPYFATVGLRVGPGAPGSGLTFGL  469

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   DFR 
+ P 
Sbjct  470  
DVELGSLPLAFHKAIEETVDATLRRGPTGREVIDCVVTVTHTGYFSPVSAAGDFRQVTPF  529

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL+++GT++LEP     +  P   ++       +   T+  + V+ D    
TG +P
Sbjct  530  
VLAEALRDAGTEVLEPVSRIEVELPAGSVTATLSRLVEGGGTVTGSVVRGDRAELTGLLP  589

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
               +  +   L   T+G  +  TE  GY     +P + P RP
Sbjct  590  LGEVARFEQHLPGLTHGEGLMTTEPAGY-----RPRVSPNRP  626

>WP_091529320.1 GTP-binding protein [Microlunatus soli]
 SDT35309.1 ribosomal protection tetracycline resistance protein 
[Microlunatus 
soli]
Length=658

 Score = 342 bits (878),  Expect = 2e-105, Method: Compositional 
matrix adjust.
 Identities = 231/656 (35%), Positives = 343/656 (52%), Gaps = 
50/656 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKTTLTE LLY  GAI E GSV+ GTTR+D++ LER+RGITI+
+AV 
Sbjct  5    
RFLNLGILAHVDAGKTTLTEQLLYLGGAIDELGSVDTGTTRSDSLALERERGITIKSAVV  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      +N+VDTPGH DF+AEV R L +LDGAILV+SA +GVQ QTRI+  AL+
++ +
Sbjct  65   
SFPLDDRLINVVDTPGHPDFIAEVERVLGILDGAILVLSAVEGVQPQTRIIMRALQRLQV  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAW---  175
            PT++F+NKID++G DL  V+  +R +L+ D++    V              TD  A
+   
Sbjct  125  
PTLLFVNKIDRSGADLDRVIAEIRTRLTPDVLAMGRVLRAGSRASSFASFGTDDPAFAER  184

Query  176  --



DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
                + E++D +L  Y+ G  ++  +L  +   + +   L P++ GSA  G G+  
L+ +
Sbjct  185  
ATTTLAEHDDTVLAAYVDGSTVAGSELTADVAAQTRAGVLHPIFAGSAVTGAGVGDLLSS  244

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +T L         A +   VFKVE +  G +  YLR+  GT+R R  + L G    
K++ 
Sbjct  245  
LTTLLPTAPGTAEAPVSARVFKVERSPSGAKIAYLRMMDGTVRPRQRLELPGGRSGKVSS  304

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +     G    T+   PG++  +    +VR+ D +G+   L  +   + P P L   
+  
Sbjct  305  LETYDAGGWTSTELLTPGQVGRVRGLAAVRVGDPVGE---
LVEQAEPQFPPPTLEAAVEA  361

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A    L  AL QLAD+DPL+   +D+     + S  GRVQ EV+ A L+++Y 
+   
Sbjct  362  VRPADGPALRAALGQLADSDPLINVHLDAAGTPTV-
SLYGRVQREVLEATLADEYGVRAR  420

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +V+++ERP +AA     +  P NP+ A+IGL++ P   GSGVQ+   ++   
L+  
Sbjct  421  FADAAVLHIERPRRAAMAVERLNTPSNPYQATIGLTIEPAEPGSGVQFV--
IAAPALDMP  478

Query  473  ---------FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------
SPVSTPA  514
                     F  A+   I   L++G +GW VTDC +      Y           P 
ST  
Sbjct  479  
LYLYGDVGRFGAAIERHILEALDRGHYGWAVTDCIVTLVEVAYSVADGPPSKRGPTSTSR  538

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            D+R +AP+V  QAL+ +GTQ+ EP L   L  P+        DA      +   + 
+   
Sbjct  539  DYRKVAPVVCRQALRLAGTQVCEPVLRVSLEVPEA-------
DAAALQTVLGRMRAQPMG  591

Query  575  VVFTG---EIPARCIQAYRTDLAF----YTNGRSVCLTELKGYQAAVGQPVIQPRR  
623
               TG    I AR + A   DL       T G  V       YQ   G+P   PRR
Sbjct  592  QWQTGPMARIEARLVAARLHDLQHQLPDLTGGEGVLEYRFDSYQPVRGRP---PRR  
644



>WP_062240025.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
griseorubiginosus]
 KUN65512.1 GTP-binding protein [Streptomyces griseorubiginosus]
Length=613

 Score = 341 bits (874),  Expect = 2e-105, Method: Compositional 
matrix adjust.
 Identities = 224/616 (36%), Positives = 328/616 (53%), Gaps = 
17/616 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F  H  ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ATFTAHGTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAWDAV  178
            +PT+IF+NKID+ G   + ++  +R +L+  +  + + T   S +  +       A 
+A+
Sbjct  121  
LPTLIFVNKIDRPGARDEDLLTDIRCRLTPYVAPLTRVTGIGSSDARVRPLGIGSAAEAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +  +L   + G   + + L R    R  D S  PV++GSA  G G+  L+
+AVT L 
Sbjct  181  
AEVDPGILAALVDGPEPTPDDLCRALAARTADGSFHPVHFGSALGGQGVPELVEAVTRLI  240

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P      A   G VF V     G+R  YLRLY G +  R  +    R    +T  
RI  
Sbjct  241  PPAPAPRDAEPRGQVFAVRTAPGGERVAYLRLYGGEVTERQQLTFLRRGVDGVTS-
RI--  297

Query  299  KGEIVR-TDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +G   R +     G+I  L  S  +R+ D LG+     + R  +   P L T +  
+  A
Sbjct  298  RGRATRLSGPLAAGDIAALTFSPGLRVGDRLGE----
LKDRAAQFAPPTLETLVTARHPA  353



Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            Q  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ + +E      
Sbjct  354  QANRLRSALLALADQDPLIHARPTAEGATTLLLY-
GEVQMEVLAATLAQDFGVEADFAPG  412

Query  417  SVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + Y+ERP    +A++ T   E     +WA++GL V P   GSG  +     LG L 
++F
Sbjct  413  RIRYLERPRSTGEASAQTPWHE--
GTRYWATVGLRVEPGDRGSGGVFGYETELGALPRAF  470

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              A+ + +  G+  GL G  VTD ++      +  P+ST ADFR L PIVL +AL+ 
+GT
Sbjct  471  
HQAIEESVHAGMATGLTGAAVTDYRVTLIRSGFVGPLSTAADFRGLTPIVLREALERAGT  530

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            ++ EP  +F +  P   L+          A            V TGE+PAR ++     
L
Sbjct  531  
RVFEPCHAFEVEVPSAALAPVTAQLVSLGAEFTGTTGGDPAWVITGELPARRVREMELRL  590

Query  594  AFYTNGRSVCLTELKG  609
               T G  V  +   G
Sbjct  591  PGLTWGEGVWWSRGSG  606

>WP_028890491.1 GTP-binding protein [Tenacibaculum ovolyticum]
Length=660

 Score = 342 bits (878),  Expect = 3e-105, Method: Compositional 
matrix adjust.
 Identities = 210/653 (32%), Positives = 340/653 (52%), Gaps = 
28/653 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIGILAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ +E++RGI+I+AA 
TSF
Sbjct  6    
INIGILAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTNTDSLAIEKERGISIKAATTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+N++DTPGH+DF +EV R+L V+D AILV+SA +GVQA T  ++ +L+++ 
IPT
Sbjct  66   
EWKDTKINLIDTPGHVDFSSEVERALCVVDAAILVVSAVEGVQAHTLNIWDSLQELQIPT  125



Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI--E  173
            +IF+NKID+ G D ++ +  +   L    ++            ++ P       T
+I  +
Sbjct  126  
LIFVNKIDRQGADAETTITQIERDLKTKAVVLYASENDGLTNATIMPVFNTGATTEIKEK  185

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            + + +++ ++ LL +++  EPIS ++ V+  +    +  + P+Y G AK  +G+  
L+D 
Sbjct  186  
SIEHILDCDEHLLTRFLNSEPISDDEYVKSIRDLTINNKITPIYTGIAKNNIGVTELLDG  245

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +    +         L   VFK+E+        Y++++SG L  + T+    ++     
E
Sbjct  246  
IIAYCKTSNVTAVKELSAFVFKLEHHKVFGTMAYVKVFSGELSSKSTIYNDTQQ----LE  301

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSD--------
SVRLNDVLGDPTRLPRKRWREDPLPM  345
             +I    E+   +T Y   +V+   D          +  DVLG P  +P  +  +  
+P+
Sbjct  302  TKINQTKEL--HNTKYIDNVVLKSGDIGIITGVLGTKSGDVLGSPAGIP--
KLPQLHIPV  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P   A    L DAL QL   DP L  +      E+ L  +G++Q+E++  
+L E
Sbjct  358  
LSVQVIPDDNADYNLLADALQQLDKEDPSLNFKWFKAEKELQLLLMGQMQIEILEHVLKE  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +     +P V+Y E   K A   I   + P P WA +   + P  L SGV Y 
S VS
Sbjct  418  RFLINASFTDPEVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEPAPLNSGVSYRSVVS  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               ++  +QN +   I   L QG+ GW VTD KI    G  ++  S P DF    P
+ + 
Sbjct  477  
QNDVHIKYQNEIERTIPKALAQGILGWEVTDVKITLIKGEDHNVHSRPGDFNLATPMGIM  536

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q LK  GT LLEP LSF + A +  L +   +     A+ +T +   +     G 
IP   
Sbjct  537  



QGLKIGGTHLLEPILSFEIKANESLLGKITSELSTRRASFDTPEFIDEVFSLKGRIPVAT  596

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAA-VGQPVIQPRRPNSRLDKVRHMFQK  
637
               +   L   T+G+S    +  GY     G+ +++  +  + LD+ + +  +
Sbjct  597  SLDFSRKLNSITSGKSRLRLQFYGYDTCPKGEGIVRDYKGVNPLDEAQWILHR  
649

>WP_043841447.1 GTP-binding protein [Roseivivax atlanticus]
Length=642

 Score = 342 bits (876),  Expect = 3e-105, Method: Compositional 
matrix adjust.
 Identities = 225/653 (34%), Positives = 353/653 (54%), Gaps = 
30/653 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK ++IGILAH+DAGKT+ TE +L+  GA+   GSV+ GTT TD++  ERQRGITI
+ AV
Sbjct  1    
MKKLSIGILAHIDAGKTSTTERILFEVGAVQALGSVDSGTTVTDSLEQERQRGITIKTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+F      +N+VDTPGH DF+AE+ R+L VLD AILV+S+ +GVQAQTR+LF AL
++ +
Sbjct  61   
TAFTIGDVHINLVDTPGHPDFIAEIERTLDVLDAAILVVSSVEGVQAQTRVLFRALKRRS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------LSP-
EIVLEENTD  171
            IP +IF NKID+ G   + +++ +R +L+       +V+         +P EI+ 
EE   
Sbjct  121  
IPFLIFANKIDRMGARSEQLIEEIRARLTTSSFSLGSVTGLGDREAYYTPFEIIPEELV-  179

Query  172  IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPL  230
               W A+ EN++ +L + +  E    + L+    RR V+   + P+ +GSA  G G 
+ L
Sbjct  180  ---W-
ALAENDNDVLTEAVEKEGRVDQGLLWTSLRRQVRAGKIHPIVFGSAMTGAGTEHL  235

Query  231  MDAVTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            + A+ GL   + +     +   G+VFK+E    G++  Y+R++ G L+ R+ + + 
G+E 
Sbjct  236  
ISAIAGLLAVEHMDADDHSDPRGTVFKIERNSRGEKICYIRMFEGALKTREKILVGGKEH  295

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347



             +IT + +  +G     +    G+I  +   S  R+ D +G      R+ +   PL  
L 
Sbjct  296  -
RITAIEVFDQGPAQPAEIMSSGDIAKVSGLSEARIGDWVGIEWNKGRENYFASPL--LE  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T+I P     R +L +AL ++A+ DPL+    D     + +S  G VQ EV+   
LS +Y
Sbjct  353  
TSIRPVNPEHRGKLFNALFEIAEQDPLIDLRQDDDAGLLFVSLYGEVQKEVIQDTLSSEY  412

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    + +VI++ER +   +   H E P  PF A+IGL + P   GSG  +E  
++ G
Sbjct  413  DLKVEFGDSTVIHIERVV--GTGEAHDEAPV-
PFVATIGLRIEPRPEGSGNAFELEINTG  469

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI----
CFEYGLYYSPVSTPADFRSLAPIV  523
             +  +F  AV +     L QG++GW VTDC I    C  +  + +  ST AD R 
LAP+V
Sbjct  470  VVPAAFLRAVEEAAEKTLRQGIYGWQVTDCLITMTDCIRHRDWAN--
STAADHRKLAPLV  527

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +  ALK +GT + EP   F L  P++ +     +     A  E    K    V  G 
+PA
Sbjct  528  
VMDALKAAGTVVCEPIQKFYLECPKDCVGAVIAEIVVLKAVPEEPSEKGPISVVEGTMPA  587

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  
636
              +Q  +  L   T+G     T    Y   VG+   + R   + L++  ++ Q
Sbjct  588  SKVQQVQKVLPGLTHGEGFIETNFSHYYPVVGEYPTRKRTDKNPLNRSDYLRQ  
640

>WP_023363761.1 GTP-binding protein [Actinoplanes friuliensis]
 AGZ43171.1 small GTP-binding protein [Actinoplanes friuliensis DSM 
7358]
Length=650

 Score = 342 bits (876),  Expect = 3e-105, Method: Compositional 
matrix adjust.
 Identities = 221/610 (36%), Positives = 324/610 (53%), Gaps = 
21/610 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ +N+GILAHVDAGKT+LTE LL+A GA++  GSV+ G T TD+  LER+RGITI
++AV



Sbjct  3    
VRTLNLGILAHVDAGKTSLTERLLFAHGAVATLGSVDAGDTTTDSGALERERGITIRSAV  62

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQAQTR+L  
+LR+++
Sbjct  63   
ASFALGDLRVNLIDTPGHPDFIAEVERALAVLDGAVLVLSAVEGVQAQTRVLMRSLRRLH  122

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEI-
VLEENTDIEAWDA  177
            IPT+IF+NKID+ G    ++   +R KL A ++    V    +P+   +  N    
A + 
Sbjct  123  
IPTLIFVNKIDRRGARPVALAADIRTKLGAGVVTMNAVHDPGTPDARTVAHNWHAAAAET  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  +ND LL + I     SR ++      +     + PV++GSA  G G + L   
+  L
Sbjct  183  
LANHNDDLLARLIDNTTPSRPEVHDHLVAQTAAGLVHPVFFGSATTGEGTEELSTGIATL  242

Query  238  FQ-PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKL--KIT  292
             + P  +       G VF +E    G +  YLRL+ G LR R  V       E++  
++T
Sbjct  243  
LRPPCADSAGDEPGGLVFAIERGPGGAKVAYLRLFRGVLRERQRVVFRRGADEQIRGRVT  302

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             + I   G   R D        +     VR+ D LG  T     ++    L  L T    
Sbjct  303  TIDIVGGG---
RGDLTAGSIGRVHGLAGVRVGDRLGADTAGVAAQFAPPGLESLVTA---  356

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                +  RL  AL  LAD DPL+R  V       +L + G VQ EV++  L+  + 
L   
Sbjct  357  -EPGEEARLHAALITLADEDPLIRTRVVPGGGISVLLY-
GAVQREVLADRLARDFGLTAS  414

Query  413  VKEPSVIYMERPLKAASHTIHIEVPP---
NPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
              E   +Y ER +    H +  +  P   N FWA++GL V P ++GSG+++   V  
G +
Sbjct  415  FGEIRPVYFERVVGVGEHVVAFD--
PRRDNDFWATVGLRVEPGAIGSGLRFVRDVQWGAV  472

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             Q+F  A  + +R  +EQGL GW V DC +      Y +P ST A FRSL P+VL 



+AL+
Sbjct  473  
PQAFHRATEEAVRKTVEQGLHGWEVVDCTVTVVRTGYKAPSSTAAAFRSLTPVVLLRALR  532

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+GT++ EP  +F +  P E L+          A +     +      TG +PAR 
+   
Sbjct  533  
EAGTRVCEPCQAFEVEIPAETLNAVLGRLAALEAEVTGTAERGQAWTVTGHLPARLLHDL  592

Query  590  RTDLAFYTNG  599
               L   T+G
Sbjct  593  AAALPGLTHG  602

>WP_093575845.1 GTP-binding protein [Amycolatopsis rubida]
 SFQ35828.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
rubida]
Length=634

 Score = 341 bits (875),  Expect = 3e-105, Method: Compositional 
matrix adjust.
 Identities = 225/645 (35%), Positives = 336/645 (52%), Gaps = 
35/645 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+LAH+DAGKT+LTE LL+ +G I   G V+ G T+TD++ LER
+RGITIQ+AV
Sbjct  1    
MKALTIGLLAHIDAGKTSLTERLLFETGVIDHAGRVDDGDTQTDSLDLERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++++VDTPGH DF+AEV R++ VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VAVSTPGHRLSLVDTPGHPDFIAEVERAVGVLDGAVLVVSAVEGVQAQTRVLMRTLVRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IP ++F+NKID+ G    S+++S+R KLS   +    V+         +P    E   
D+
Sbjct  121  
IPVLVFVNKIDRTGAREASLLESLRTKLSPQCVAMSAVTGIGTADAHPTPLPFDERLADL  180

Query  173  EAWDAVIENNDKLLEKYIAGEPIS---
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             A D      D  +E Y+AG   S   R+ L R+    V  +S++PV++GSA  G 
G++ 
Sbjct  181  LAGD------DVFVESYVAGTASSMDYRKALARQ----
VAASSVYPVFFGSAITGAGVRD  230



Query  230  LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGRE  287
            L+  V  L      +G   L  +VFK+E    G++  YLR++SG+L  R  V     
G E
Sbjct  231  
LVAGVYELLPSRERRGDGPLDATVFKIERGRSGEKIAYLRMFSGSLAARRPVPFRRVGAE  290

Query  288  KL-KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + + T +R+   G    +  A  G++  +     +R+ D LG+   L + R+     
P 
Sbjct  291  
GIGRPTAVRVFEHGATPVSGEALAGDVARVWGLPEIRIGDRLGERADLAQGRFFAP--PS  348

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P        L  ALT+L++ DPL+   +     EI +   G VQ EV+   
L+E
Sbjct  349  LETLVHPVDPDHTSALYTALTRLSEQDPLI--
SIHRQAQEITVRLYGEVQKEVIRTTLAE  406

Query  406  KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESR  463
            ++ +    +E   + +ER L    H +    P     FWA++GL V P   GSG  
Y   
Sbjct  407  EFGIGAEFEESRPLLVER-
LHGTGHRVRRPAPDERVFFWATVGLRVEPGPPGSGTDYRLE  465

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  SF  A+ D +   L +GL G  V DC +      +Y P ST +DFR +  
+V
Sbjct  466  
VELGSLPLSFHTAIEDTVHEILHEGLHGREVIDCAVTLTDTAFYPPASTASDFRGMTRLV  525

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+++GT++ EP  +F L AP   +S       +  A      +  D     G 
+PA
Sbjct  526  
LREALRQAGTRVYEPVHAFELEAPASAISAVLRKLIELRAVPGEPVITGDRCTVDGHLPA  585

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-PNSR  627
                     L   T G     T+   Y+   G     PRR P+SR
Sbjct  586  ASAHELEQALPALTQGEGTLGTDFAEYRLKPGGG--GPRRVPSSR  628

>WP_091609574.1 GTP-binding protein [Micromonospora mirobrigensis]
 SCF25251.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
mirobrigensis]
Length=651



 Score = 342 bits (876),  Expect = 3e-105, Method: Compositional 
matrix adjust.
 Identities = 222/640 (35%), Positives = 338/640 (53%), Gaps = 
22/640 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA+++ GSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVAQLGSVDAGTTRTDSMELERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       VN+VDTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGGLNVNLVDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEI-
VLEENTDIE-AWD  176
            +PTV F+NK+D+ G D+   +  +R +L A  ++   V+    P+  V     D E    
Sbjct  121  
VPTVFFLNKVDRRGADVDRAMTQLRQRLGARAVLLSAVTGQGGPDARVRAVGLDTEPVVA  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E +D +  +++  +P+    + R  +  V+ A L PV  GSA  G G+  L   
+  
Sbjct  181  
VVAEVDDAVAARWLTDQPVRARDVRRAVRDAVRRADLVPVACGSAITGAGVGQLRHLLAD  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P  E+    L G+VF V+    G RR +LR++SG+LR+RD VALAG     +T
++ +
Sbjct  241  LL-PYAEKRDGPLAGTVFAVDRDGHG-
RRAWLRVWSGSLRVRDRVALAGSRPAPVTQIAV  298

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 ++       G+I  +   S R+   +GDP   PR+     P P  +  + P    
Sbjct  299  VEPDGVLVRPCVSAGQIAAVRGLSARIGQHIGDP---
PRRHGYRFPPPTRQAIVEPVDPD  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            QR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL++++Y +       
Sbjct  356  
QRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMADRYGVRVRFSGT  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                +ER   + +    ++   NP+ A +GL +    +GSG+++   V  G L  



+F  A
Sbjct  416  
LTACIERVAGSGTAEERVKERGNPYLAGLGLRIDATPVGSGIEFRPGVEPGRLPPAFVAA  475

Query  477  VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------
ADFRSLAPIVL  524
              +G R  L  G  GW VTDC +      Y+   S P            ADFR
+LAP+V+
Sbjct  476  
TEEGARAALRHGRHGWPVTDCVVTMTASRYWPRQSRPHQKFDKSISTVAADFRNLAPVVV  535

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT++ +P   F +  PQ  +        +  A +    V    +  +G 
+P+ 
Sbjct  536  
AAALRRAGTRVCQPIERFDVNLPQSTVEAVLALLGRLGAVVHDTAVAGGYLEVSGILPSA  595

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRR  623
             +      L   T G +V  T    Y     + P   PRR
Sbjct  596  RVPQVVAALPDLTGGEAVLTTTFDHYAPVTAEAPPTLPRR  635

>WP_054182740.1 GTP-binding protein [Rhizobium acidisoli]
 KPH09016.1 GTP-binding protein [Rhizobium acidisoli]
 PDS92098.1 GTP-binding protein [Rhizobium acidisoli]
Length=651

 Score = 342 bits (876),  Expect = 3e-105, Method: Compositional 
matrix adjust.
 Identities = 222/636 (35%), Positives = 337/636 (53%), Gaps = 
24/636 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD AI+V+SA +G+QAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRVVNLIDTPGHPDFIAEVERVLGLLDAAIVVVSAVEGIQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEEN  169
            +P V F+NK+D+ G     V++++  +L+   I           + Q  +L+P    
+E 
Sbjct  121  
VPFVFFVNKVDRLGARYGDVMEALAAQLAVRPIAMSSVTDAGSKLAQVEALAPG---DEP  177



Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ E++  LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  G 
G+ 
Sbjct  178  
LFSALCEALGESDQALLDDYVLAPERLTTERLGRSLADQVARGLVHPVFAGAAMTGTGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  L           + G +FK+E    G++  YL L SGT++LR  + L 
G E+
Sbjct  238  
TLSSAIATLLPERRLDPDGPVAGKIFKIERGWGGEKLAYLYLTSGTVQLRQYLDLPGGEE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G      +   G+I  +      R+ D +G    L  + +     
P L 
Sbjct  298  -RVTAIHVFEAGRSHGAASFCAGQIARVSGLAGARIGDAVGSNPALGGRAYFAP--
PTLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  +    L  AL Q+A+ DPL+       T+E+ +S  G VQ EV+ + L   
+
Sbjct  355  
TRVLARRLSDSAALWLALNQMAEQDPLINLRRTEETNEVFVSLYGEVQKEVIQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ERP+ + +    +   PNPF A+IGL V P   GSG  +   
V +G
Sbjct  415  
GLEAGFEESTVILVERPVGSGAGLQILFKEPNPFLATIGLRVEPRPAGSGNSFALEVEVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPVAFYRAVEETVFEALKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T + EP+  F L AP E LS       K  A    + +        G + +
+ +Q
Sbjct  535  
LSAAQTAVCEPFDRFHLEAPVESLSSVLTLLAKSAAATSHSVIADGVARLEGALASQMVQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            + +  L   T+G     T    Y      P+ +P R
Sbjct  595  SVQQQLPGLTSGAGTMETAFDHY-----APISRPPR  625



>WP_106998838.1 GTP-binding protein [Rhizobium sp. JAB6]
 PST19803.1 GTP-binding protein [Rhizobium sp. JAB6]
Length=645

 Score = 341 bits (875),  Expect = 4e-105, Method: Compositional 
matrix adjust.
 Identities = 220/647 (34%), Positives = 334/647 (52%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LE+QRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGIIDKLGSVDAGSTQTDSLELEKQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AE+ R L +LD A++VISA +GVQ+QTR+L   
LR++ 
Sbjct  61   
VAFTIGDVSVNLIDTPGHPDFIAEIERILQLLDAAVVVISAVEGVQSQTRVLVRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-
SLSPEIVLEENTDIEA-----  174
            IP + F+NKID+ G     V++ +  +L+   +    V      +   E  D+ +     
Sbjct  121  
IPFIFFVNKIDRLGARYDEVLEDIATQLAVRPVPMSIVHDAGSRLATVETADLGSDPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LLE Y+ A E ++ ++L +    +V  + + P + G+A +GLGI  
L+
Sbjct  181  
RFCEALSVNDELLLEDYVLASERLTPQRLEQALADQVAKSLIHPAFAGAATRGLGIPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             AV  L           + G++FK+E    G++  YL L SGT+ LRD +  A      
I
Sbjct  241  SAVQTLLPSRQPNPDGPVSGTIFKIERGWGGEKLAYLYLASGTVGLRDDIGTA-
NGPATI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            + +R+   G   +      G+I  +    + R+ D +G  T  P+   R    P L 
T I
Sbjct  300  SSLRLFRGGRADKVAQIGAGQIAKVGGLPNARIGDWIG--
TESPQGTLRHFAPPTLETRI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                +++   L  AL QLA+ DPL+    +  T +I +S  G VQ EV+ A LS +
+ L+



Sbjct  358  
RAMRSSENAALWLALGQLAEQDPLINLRTNEETGDIYVSLYGEVQKEVIQATLSAEFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VIY+ER     S    I   PNPF A++GL V P    +G  +   V 
+G + 
Sbjct  418  
IAFEESTVIYVERLAGTGSAVELIFKEPNPFLATVGLRVEPRPEDAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV +     L++GLFGW + DC +         P ST  DFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEEATFETLKEGLFGWQIIDCHVAMTAARQSPPASTAVDFRKLTPLVLASALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F +  P   L        K  A +  + +++      G + +  
IQ  +
Sbjct  538  
AKTILCEPVEHFHIEIPAAALPGVQGLLAKSGAAMRRSLIEEGMARLEGTVASSMIQTIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  634
              L   + G  V       Y    G   ++ R    P  R D +R M
Sbjct  598  RQLPGLSGGAGVLEHAFDHYAPISGSHHVRERTAVNPFDRADYLRRM  644

>OLE01321.1 hypothetical protein AUG91_01940 [Actinobacteria 
bacterium 13_1_20CM_4_69_9]
Length=619

 Score = 340 bits (873),  Expect = 4e-105, Method: Compositional 
matrix adjust.
 Identities = 234/646 (36%), Positives = 343/646 (53%), Gaps = 
54/646 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GI+AHVDAGKTTLTE LLYA+G I E GSV++GTT+TDT+ LE+QRGITI+
+AV 
Sbjct  4    
RTLNLGIVAHVDAGKTTLTERLLYAAGVIDEVGSVDRGTTQTDTLPLEQQRGITIKSAVV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQ QTR+L  ALR
++ +
Sbjct  64   
SFELDDLTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQPQTRVLMRALRRLRL  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIE  180



            PT+IF+NK+D+AG D   VV  + ++L+   ++              + D+EA  D 
+ E
Sbjct  124  PTLIFVNKLDRAGADFDRVVGEISERLTPAAVVP-------------
DGDVEALVDVLAE  170

Query  181  NNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            N++ LL  Y+ G   EP   E L  + ++ +    ++PV  GSA KG GI+ + +A
++ L
Sbjct  171  NDEALLAAYVDGGLSEPRVHEALAAQSRQGL----
VYPVLRGSALKGAGIEAVANALSEL  226

Query  238  F-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
                +G+ G   + GSVFK+E    G +  Y+R++SGTLR RD V    RE  K+T 
+ +
Sbjct  227  LPAAVGDPG-GPVSGSVFKIERGGAGDKIAYVRMFSGTLRTRDVV----RED-
KVTAIAV  280

Query  297  PSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G+ V        +I  +      R+ D +G+P   PR   RE P P L++ + 
P+ A
Sbjct  281  FQHGDAVPQPVVSGRQIAKVWGMHDHRIGDTVGEPP--
PRTPQREFPPPTLQSVVVPREA  338

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A   RL  AL QLA+ DPL+    D    E+ +S  G+VQ EV+ A L + + ++   
++
Sbjct  339  ADAHRLRVALGQLAEQDPLINVR-
DEPERELTVSLYGQVQQEVLEATLRDDFGVDAEFRD  397

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL------  469
             + I +ERP         +    NPF A IGL + P     GV+    V+   +      
Sbjct  398  
TTPICVERPFGTGEALELLHAESNPFNAEIGLRIEPAGDEYGVELRLDVATRDIPLYVYK  457

Query  470  -NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY---------
SPVSTPADFRSL  519
                F+  +   +R  L +GL GW V DC +      Y           P ST 
ADFR L
Sbjct  458  
TRDDFRAQMERYVRGALREGLHGWEVVDCIVTMTRCAYSIADGPPSRRGPTSTAADFRKL  517

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+V+ QAL  +GT + EP +   L  P   +        +  A +ET   + +      
Sbjct  518  
TPLVVTQALDGAGTVVCEPVVRVSLEVPTRAVGAVVSALARLGAVVETPSPRSELSTIDA  577

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR-RP  624
             +        +  L   + G  V  T   GY     QP   PR RP



Sbjct  578  LMQVTAADELQRQLPGLSGGEGVAETSFAGY-----QPTASPRLRP  618

>WP_067698781.1 GTP-binding protein [Actinoplanes awajinensis]
 KUL28591.1 GTP-binding protein [Actinoplanes awajinensis subsp. 
mycoplanecinus]
Length=648

 Score = 341 bits (875),  Expect = 4e-105, Method: Compositional 
matrix adjust.
 Identities = 236/661 (36%), Positives = 345/661 (52%), Gaps = 
64/661 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M I+N+GILAHVDAGKT+LTE LL+ +G I E GSV+ G+T+TDT+ LER+RGITI
++AV
Sbjct  1    
MSILNLGILAHVDAGKTSLTERLLHTAGVIDEIGSVDHGSTQTDTLELERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R+LAVLDGAILV+SA +GVQAQTR++   L 
++ 
Sbjct  61   
VSFRLGERTVNLIDTPGHPDFIAEVERALAVLDGAILVVSAVEGVQAQTRVIARTLHRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD-
IEAWDAVI  179
            IPT+IF+NK+D+ G    +++    D+++A I        SP IV     D +   
DA +
Sbjct  121  IPTLIFVNKVDRGGARFGTLL----DEIAARI--------
SPAIVPMSRVDGLGTRDARV  168

Query  180  ----------
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                      E++D++L  ++   P    + VRE         + PVY+GSA  G 
GI  
Sbjct  169  RSAADLLRLAEHDDEVLAAFVEDRPAPPIR-VRER--------
VHPVYFGSAITGAGIDD  219

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+D +  L  P   + +    G++FKVE    G++  YLR++ G+L +RD   +AG 
+  
Sbjct  220  LVDGIVRLLPPAPVRAAVPPAGTIFKVERGPAGEKLAYLRMFRGSLHVRD---
VAGPD--  274

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVL--------
GDPTRLPRKRWRE  340
            ++T + + + G     D    G+I  +    S R+ D L         D   +P +  
R 
Sbjct  275  
RVTGIEVFANGAARACDAITAGQIGKVRGLGSARVGDALIVRSKNASPDSPAVPEETKRS  334



Query  341  D-
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T +     A+R  L  AL +LA+ DPL+    D    E+ +S  G VQ 
EVV
Sbjct  335  
SFAPPSLETAVIASRRAERGALHAALAELAEQDPLINLRQDDERQEVYVSLYGEVQKEVV  394

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+E+Y L    +E + +++ER     +     +V PNPF A+IGL V P  +G
+GV 
Sbjct  395  
EATLAEQYGLAVTFRETTTLHVERLCGVGAAVEFNKVDPNPFLATIGLRVAPAPVGAGVS  454

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
            +   V  G +  +F  AV   +   L QGL GW V DC +   +  Y             
Sbjct  455  
FGLEVEPGSMPPAFFAAVEQTVYETLRQGLHGWPVPDCAVVMTHSGYSARQSHAHAVFDK  514

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            S  ST  DFRSL P+VL  A++ +GT +LEP  +F    P + +             
+  
Sbjct  515  SMSSTAGDFRSLTPLVLMAAVRRAGTVVLEPIHAFRAEMPPDTVPAVL----
PLLGRLGA  570

Query  568  AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-
QPVIQPRRPNS  626
              +     V +GEIPA  + A +  L   T G  V  +    +    G  PV Q   
P+ 
Sbjct  571  
VPLATSPSVVSGEIPAAQVHALQRRLPALTRGEGVLESAFDHHAPVRGPAPVRQRTGPDP  630

Query  627  R  627
            R
Sbjct  631  R  631

>WP_064249559.1 GTP-binding protein [Rhizobium leguminosarum]
 OAP90469.1 GTP-binding protein [Rhizobium leguminosarum]
Length=650

 Score = 341 bits (875),  Expect = 4e-105, Method: Compositional 
matrix adjust.
 Identities = 223/628 (36%), Positives = 336/628 (54%), Gaps = 
16/628 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    



MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFMIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEEN---
TDIEAWD  176
            +P V F+NK+D+ G   Q VV+++  +L+   I +   +    ++V  E     D   
+ 
Sbjct  121  
VPFVFFVNKVDRLGARYQEVVEALAAQLAVRPIAMSSVIDAGAKLVRVETLALGDEPLFS  180

Query  177  AVI----ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+     EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
ALCETLGENDEALLDDYVLAPDWLTEERLGRCLADQVASGLVHPVFAGAAMTGVGIPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  R   
++
Sbjct  241  SAIATILPERRPNPDGPVAGKIFKIERGWGGEKLSYIYLASGTVRLRQYLDLP-
RGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTT  349
            T + +   G +   ++   G+I  +      R+ D + GDP      R    P P 
L T 
Sbjct  300  TAIHVFEAGRVHGAESLRAGQIARISGLAGARIGDAVGGDPA---GGRAHFAP-
PTLETR  355

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  + +E L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ L
Sbjct  356  
VLARRPSGKEALWLALNQMAEQDPLINLRRNEEADEVFVSLYGEVQKEVIQSTLLTDFNL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   ++ +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  416  
EARFEKSTVILVERPVGTGAGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVDVGQM  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +    +QG+FGW V DC +      + SP ST ADFR L P VL  



AL 
Sbjct  476  
PASFYRAVEETVFETFKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAMALS  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L AP E LS       K  AT+  + +        G I +  
IQ+ 
Sbjct  536  
AAQTVICEPIDRFHLEAPAESLSGLLTLLAKSAATMTDSVIADGMARLEGTIASAMIQSV  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            +  L   T+G  +       Y    G P
Sbjct  596  QQQLPGLTSGTGIMEASFDHYAPMAGPP  623

>WP_077690258.1 GTP-binding protein [Nocardiopsis sinuspersici]
 OOC53869.1 GTP-binding protein [Nocardiopsis sinuspersici]
Length=661

 Score = 342 bits (876),  Expect = 4e-105, Method: Compositional 
matrix adjust.
 Identities = 233/642 (36%), Positives = 347/642 (54%), Gaps = 
36/642 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGI+AHVDAGKT+LTE LL+ +GAI   GSV+ G TRTD+  +ER+RGIT++ 
AV  F
Sbjct  8    
LNIGIVAHVDAGKTSLTERLLFDAGAIDRLGSVDSGDTRTDSGRIERERGITVRTAVAPF  67

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    ++N++DTPGH DF+AEV R+L+VLDGA+LV+SA +GVQA TR L   LR+  
+PT
Sbjct  68   
RAGPVQINLIDTPGHTDFVAEVERALSVLDGAVLVLSAVEGVQAHTRSLTRVLREAGLPT  127

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--SLSPE-----IVLEE-
NTDIEAW  175
            V+F+NK D+ G     V+  +R  L   ++    V  + +P+     + LE+      
A 
Sbjct  128  
VLFVNKADRRGARPDGVLADIRRLLYPHVLALNRVHGAGTPDAHTLPLALEDPAVASRAA  187

Query  176  DAVIENNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + + E ++ LL + +   P+     +R    R+V   S+ PV +GSA  G G   L
+DA+
Sbjct  188  
EVLAERDEDLLTRLVEDLPLPDPLRLRGILARQVAHGSVCPVVFGSALTGRGTPELVDAL  247

Query  235  TGLFQPIGE--QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----



AGREK  288
            T LF P+     G+    G+VF +E +  G++  YLRL SG L  R++V          
+
Sbjct  248  TSLF-
PVNAPGPGTGEPHGTVFSIERSASGEKTAYLRLRSGRLAARESVLFERPDGDPHR  306

Query  289  LKITEMRI----PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD-
PTRLPRKRWREDPL  343
             ++T + +    P +G  +  +    G I  LP   +R+ D LG  P+   R  +     
Sbjct  307  GRVTHLEVVGARPGEGRTL--EAGQIGRIRGLP--
GIRVGDRLGPAPSGSARAAFAR---  359

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L +   P+   Q  RL  AL  LAD DPL+           +L + G VQ EVV
+A L
Sbjct  360  PSLESLARPRRPGQGPRLHAALAALADQDPLIGVRTVPGRGVSVLLY-
GEVQKEVVAATL  418

Query  404  SEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            +E + +E V +  SV+Y ERP  +  A  T   E PP+ F A++GL V P    
SGV + 
Sbjct  419  AEDFGVEAVFEPSSVVYTERPNGVGRAVQTF-
WEQPPDGFPATVGLRVEPGERDSGVVFR  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              V LG L  SF  A+ + + + LEQGL+GW VTDC +   +   ++P +T  DFR 
L P
Sbjct  478  REVELGALLPSFDRALVETVHHTLEQGLYGWQVTDCVVVLTHS-
GFTPGTTARDFRCLTP  536

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +VL +AL  +GT++L P  +F+L  P   L+R           +  + +       
TGE+
Sbjct  537  
MVLMRALLRAGTRVLAPVHAFVLEVPAHSLNRVLPRLTGLGGRVHDSVLDAHTWTLTGEM  596

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            P   +  +++ L   T GR + L    G +   G P   PRR
Sbjct  597  PTSAVHTFQSALPGLTGGRGLWLGRRSGSRPVTGTP---PRR  635

>WP_010074806.1 GTP-binding protein [Clostridium cellulovorans]
 ADL50414.1 small GTP-binding protein [Clostridium cellulovorans 
743B]
Length=658

 Score = 342 bits (876),  Expect = 4e-105, Method: Compositional 
matrix adjust.
 Identities = 208/624 (33%), Positives = 328/624 (53%), Gaps = 
18/624 (3%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGILAHVDAGKTT+TE++L+ SG I   G+V+KGTTRTD + +ERQRGI++
+A+  
Sbjct  6    
NIRNIGILAHVDAGKTTITENMLFKSGVIRSLGAVDKGTTRTDNLDIERQRGISVKASAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F W   ++N++DTPGH DF AEV R+L VLDGA+L+ISA +GVQ QT++ F AL+ 
M I
Sbjct  66   
NFIWRDTEINLIDTPGHADFSAEVERALGVLDGAVLIISAVEGVQPQTKVYFDALKAMKI  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDI-----  172
            PT+I INKID+ G D+  V++ +  +L+  +   Q +    +  P I     TD      
Sbjct  126  
PTLIVINKIDRIGADIDRVIKDINMQLTEKVAPIQCIEGENTKDPVIKGISTTDFKDSVY  185

Query  173  --
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              EA   + E ++ LLE Y+  E I   ++     +       +P+ + S  + 
+GI+ L
Sbjct  186  
MEEAITKLSEYDESLLEAYLEDEEIGDNRITEALAKITGQGDFYPILFASGIRNVGIEEL  245

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            MD+V  LF P+       L   V+KVE+     +  Y+R++ G+L  R  V    +
+ + 
Sbjct  246  
MDSVVKLFPPLVVDEEGDLSAIVYKVEHHKVLGKIAYVRMFQGSLENRTLVHNVTKDVEE  305

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+ +++  S  + V       G+I I+   S + + D+LG    +P       PL  
L+ 
Sbjct  306  
KVAQIKKISGYKEVDCTKLTAGDIGIISGLSKISIGDILGSEENIPFVPNIAKPLLTLQ-  364

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PK   +   L+ A+  L + DPLL  +     +E+ +  +G +Q+E++ A+L 
E++ 
Sbjct  365  -
IFPKQKGKYMELVQAVEILEEEDPLLNFQWIKEKNELHIQIMGMIQVEILEAILLERFN  423

Query  409  LETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +     EPSVIY E P  A+S   H     P P WA     + P   GSG+ Y+S 
V   
Sbjct  424  IVVEFGEPSVIYKETP--



ASSGYGHCRYTMPKPCWAVTRFKIEPAETGSGLSYKSEVRKE  481

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             + + +Q  V   +   L+QG++GW V D K+    G  +   S P DF     + 
+   
Sbjct  482  
DIKEKYQREVERQLPITLKQGIYGWEVIDLKVTLVEGEDHVMHSNPGDFLIATAMGIMNG  541

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L    T LLEP L+F +  P+E   +   D  +   T +T  ++       G++P     
Sbjct  542  
LATVKTTLLEPVLNFKIIVPEEVGGKLLGDIVEMRGTFDTPIIEAGTFNVEGQLPVATSL  601

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y   L   ++G+ + +T   GY+
Sbjct  602  DYPVKLGIISSGKGIMITRFSGYK  625

>WP_060603596.1 GTP-binding protein [Sinorhizobium sp. GW3]
 KSV74571.1 hypothetical protein N185_02825 [Sinorhizobium sp. GW3]
Length=645

 Score = 341 bits (875),  Expect = 4e-105, Method: Compositional 
matrix adjust.
 Identities = 222/644 (34%), Positives = 335/644 (52%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD++ LERQRGITI 
A+V
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDSGNTQTDSLELERQRGITIAASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L  LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFRLGDLVVNLIDTPGHPDFIAEVERVLQSLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + F+NKID+ G     VV+ +  +LS   + +   V         E  D        
Sbjct  121  
VPFLFFVNKIDRLGARPAEVVEEIASQLSVRPVSMSAAVEAGSRRARAEPIDFAQEPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LL+ Y+ A + ++ E+L +    ++ +  L PVY G A  G+G+  
L+
Sbjct  181  



ALSEALAANDEALLDDYVLAPQRLTVERLRKALATQLAEGLLQPVYCGIAMTGVGVPGLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         A + G +FK+E    G++  +L L SGT+ +RD + L+G    
K+
Sbjct  241  
TAIETLLPAKAPAPDAPVEGRIFKIERGWGGEKLAFLNLTSGTVAMRDYLVLSGGAA-KV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++  +G + + D    G I  +      R+ D +G   +  R        P L 
T +
Sbjct  300  TSIQLFDQGRLEKVDQVTAGRIAKVGGLAHARVGDWVGVGGK--
RAGAFHFAPPTLETLV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+  +    L  AL QLA+ DP +         E+ +S  G VQ EV+ A LS  
+ LE
Sbjct  358  
RPRRPSDNTALWLALQQLAEQDPFINLRTSDDASEMFVSLYGEVQKEVIEATLSADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI +ERPL   +    I   PNPF A++GL + P    +G  +   V 
+G + 
Sbjct  418  
AHFEESTVICVERPLGTGTGIEIIFREPNPFLATVGLRIEPRPAAAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+ GLFGW V DC +        SP ST  DFR L  +VL 
+AL  
Sbjct  478  
ASFYRAVEEAVAETLKAGLFGWQVIDCHVAMTAARQTSPASTAVDFRRLTSLVLAEALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP  SF L AP   L+  +    K  A+   + ++       G I +  
+Q  +
Sbjct  538  
AGTVVCEPIDSFRLEAPASVLTAIHTLLAKSGASTTDSIIEGGVARLAGTIASANVQGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   T+G  V       Y    G    +PR   +  D+  ++
Sbjct  598  RQLPGLTSGAGVLENSFDHYAPIAGTQPSRPRLGANPFDRANYL  641

>WP_007890980.1 GTP-binding protein [Streptococcus pseudoporcinus]
 EFR45454.1 GTP-binding domain protein [Streptococcus pseudoporcinus 
SPIN 
20026]
Length=228



 Score = 327 bits (837),  Expect = 5e-105, Method: Compositional 
matrix adjust.
 Identities = 159/228 (70%), Positives = 188/228 (82%), Gaps = 0/228 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI+
Sbjct  181  GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIR  228

>WP_064705513.1 GTP-binding protein [Rhizobium bangladeshense]
Length=648

 Score = 341 bits (874),  Expect = 5e-105, Method: Compositional 
matrix adjust.
 Identities = 216/632 (34%), Positives = 335/632 (53%), Gaps = 
13/632 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDAGDTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A+LV+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDVTVNLIDTPGHPDFIAEVERVLGLLDAAVLVVSAVEGVQAQTRVLVRALRRLG  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTD-------I  172
            +P + F+NK+D+ G     V++++  +L+   I +   +    ++   E  D        
Sbjct  121  
VPFIFFVNKVDRLGARYGEVMEALAAQLAVRPIPMSSVIDAGTKLARVEAQDSGNEPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL  Y+ A E ++ E+L R    +V    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEVLLNDYVLAPERLTEERLGRALADQVAHGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +      +    + G +FK+E    G++  Y+ L SGT+RLR  + L    
+ ++
Sbjct  241  
SAIAAILPARRPEPDGPVAGKIFKIERGWGGEKLSYVYLTSGTVRLRQYLDLPNGPE-RV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++  +G     ++   G+I  +      R+ D++G   R  R+      LP L 
T +
Sbjct  300  TAIQLFQRGRGHGAESFAAGQIARVSGLTGARIGDLVGGDARFDRRACFA--
LPTLETLV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  + +  L  AL Q+ + DPL+    +  T E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LARRPSDKAALWLALNQMVEQDPLINLRRNDETDEVFVSLYGEVQKEVIQSTLLTDFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E  VIY+ERP+        +   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
ASFDESMVIYVERPMGIGEGLQILFKEPNPFLATVGLRVEPRPAGTGNGFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
VAFYRAVEESVFETLKQGIFGWQVIDCHVAVTAARHSSPASTAADFRQLTPWVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F L  P E L+       K  A    + +        G + ++ +
++ +
Sbjct  538  
AQTILCEPVDRFHLETPGESLAGVLTLLGKSGAMTTDSVISDGVARLEGTMASQTVRSVQ  597



Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              L   T+G  V  T    Y   +G P ++ R
Sbjct  598  QQLPGLTSGAGVMETAFDHYAPILGPPRLRRR  629

>WP_047614130.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651

 Score = 341 bits (875),  Expect = 6e-105, Method: Compositional 
matrix adjust.
 Identities = 224/651 (34%), Positives = 343/651 (53%), Gaps = 
24/651 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LER RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERLRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   Q VV+++  +L    I   +V           +L+P    
+E 
Sbjct  121  
VPFIFFVNKVDRLGARYQEVVEALAGQLQVRPIAMSSVIDAGAKLARVETLAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI--
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                  + + EN++ LL  YI  AG  +S+E+L R    +V    + PV+ G+A  
G+G+
Sbjct  178  LFTPLCEVLAENDEALLADYILTAGR-
LSKERLGRCLAEQVASGLVHPVFAGAAMTGVGM  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L 
G  
Sbjct  237  
PALASAIASILPGRRSNPDGPVAGKIFKIERGWGGEKLAYIYLASGTVRLRQYLDLPGGP  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLND-
VLGDPTRLPRKRWREDPLPM  345
            + ++T + +   G +   ++   G+I  +      R+ D V GDP      R    
P P 
Sbjct  297  E-RVTAIHLFQAGRVDGAESLRAGQIARVAGLAGARIGDAVGGDPA---



GGRAHFAP-PT  351

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T +  +  + +  L  AL Q+A+ DPL+    +  T E+ +S  G VQ +V+ + 
L  
Sbjct  352  
LETRVLARRPSDKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKDVIQSTLLT  411

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             + LE   +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   
V 
Sbjct  412  
DFGLEAKFEESTVILVERPVGTGAGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVD  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            +G +  +F  AV + +   L+QG+FGW V DC++      + SP ST ADFR L P 
VL 
Sbjct  472  
VGQMPIAFYRAVEETVFETLKQGIFGWQVIDCQVAMTAARHSSPASTAADFRQLTPWVLA  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL  + T L EP   F L  P E LS       K  AT   + +        G + 
++ 
Sbjct  532  
TALSAAQTVLCEPVDRFHLETPAENLSGVVTLLAKSAATTTDSIIADGVARLEGTMASQM  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            ++  +  L   T+G     +    Y    G P  +PR      + V ++ +
Sbjct  592  VRGVQQQLPGLTSGAGTMESSFDHYAPVAGPPRSRPRSGPDPFNGVEYLLR  642

>WP_100445478.1 GTP-binding protein [Glycomyces sp. TRM 41368]
Length=638

 Score = 340 bits (873),  Expect = 7e-105, Method: Compositional 
matrix adjust.
 Identities = 226/642 (35%), Positives = 337/642 (52%), Gaps = 
33/642 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LLY +G I   GSV++G+T+TD+  LER
+RGITIQ+AV
Sbjct  1    
MNFLNLGILAHVDAGKTSLTERLLYDAGIIDRIGSVDRGSTQTDSSELERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR L   L 
++ 



Sbjct  61   
VAFALGDLTVNLIDTPGHTDFIAEVERALHVLDGAVLVVSAVEGVQAQTRALMRTLLRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIE---  173
            +PT++F+NKID+ G     ++  +  KL+  I+    ++   + + E+   +    
E   
Sbjct  121  
VPTILFVNKIDRPGARQDELLADIAGKLAPGILPMGGVRAIGTAAAEVRPYDFGRPERFE  180

Query  174  -AWDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             A + + E +++ L  Y+   +P +      E   + +  +  PVY+GSA  G G+  
L 
Sbjct  181  
RAAEVLAEGSEEFLAAYLEQSDPAAGLDWEAELAAQTRRTAAHPVYFGSAVTGAGVPALT  240

Query  232  DAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            + +      P  + G  A  G+VFKVE+   G+R  Y+RL SGTLR R  V    R
+   
Sbjct  241  EGIRRFLPTPAPDPGGPAR-
GTVFKVEHGSAGRRLAYVRLRSGTLRPRARVTAYRRDAEG  299

Query  288  -----KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWRED  341
                   K+T + +  +G       A PG I  +   S +R+ D +G  + L        
Sbjct  300  
AVTSHSGKVTAVEVFDRGAGTVGGAAPPGGIAKVGGLSDIRIGDAIGSASELADGGLFTP  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T + P   A+R  L  AL  LA+ DPL+   +D +   I +   G VQ 
EVV+A
Sbjct  360  --
PTLETVVRPVDPAERIGLNRALASLAERDPLVDPHLDGLADHIAVRLYGEVQKEVVAA  417

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQY  460
            LL E++ +E   ++   I++ERP +  +    I      P+ A++GL + P   
GSG++Y
Sbjct  418  
LLDEEFGIEVEFEQSRAIHIERPNRTVTALHEIGRWQTTPYIATVGLRLEPGEPGSGLRY  477

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V  G L ++ +NAV   +   L +G +GW VTDC++      Y   VS   
DFR + 
Sbjct  478  
VLEVERGSLTRALRNAVESTVHQVLRRGRYGWAVTDCRVALTATGYIGRVSKAGDFREVT  537

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV----  576
              +LE  L+E+GT + EP   F L  P      A   A + CA    AQ+K         



Sbjct  538  RFLLEGMLEEAGTTVHEPVNRFDLEFPSG-TGNAVLAALRDCA----
AQIKGRFAAGGTG  592

Query  577  -FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
               G +    +  +R  L   T GR+V +TEL  Y+   G P
Sbjct  593  YLRGAMATEMVHGFRARLPTLTQGRAVFVTELDHYRPVRGTP  634

>WP_051308702.1 GTP-binding protein [Streptomyces sp. CNS606]
Length=689

 Score = 342 bits (877),  Expect = 7e-105, Method: Compositional 
matrix adjust.
 Identities = 234/669 (35%), Positives = 352/669 (53%), Gaps = 
34/669 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+A+G +   G V+ G+TRTD + LERQRGITI
++AV
Sbjct  1    
MPTLNLGILAHVDAGKTSLTERLLHAAGVVETVGRVDDGSTRTDFLALERQRGITIRSAV  60

Query  61   TSFQW-
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             SF+      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++
Sbjct  61   
VSFRLADDLTVNLIDTPGHPDFIAEVERVLHVLDGAVLVVSAVEGVQAQTRVLMRTLRRL  120

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW-  175
             +PT++F+NK D+ G      +  +  +L    +    V  +       L       
A+ 
Sbjct  121  
RLPTLLFVNKTDRRGASPDGTLDGIARRLVRTAVPMGAVPSAGSADAGFLPYGPSDAAFG  180

Query  176  ----DAVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                D +  +++ LL +Y+A +  +  ++L      +   A + PV++GSA  G G
+  L
Sbjct  181  
ERLADVLTRHDETLLAEYVAADGRLPHDRLRGALADQTGRALVHPVFFGSAVTGAGVGAL  240

Query  231  MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV----
ALAGR  286
             + V  L      +    + GSVFKV     G+R  Y+R+ +GTLR+RD V    A  
G 
Sbjct  241  
TEGVRTLLPAARGEAEGPVSGSVFKVGRGPGGERLAYVRMAAGTLRVRDRVPFGAAADGT  300

Query  287  EKL---KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            E+L   K+T + +  +GE V  D    G I  +   + VR+ D LG P   P    



R   
Sbjct  301  EELPEGKVTGVEVFEEGEAVPRDAVAAGHIGRVRGLEGVRIGDALGVPP--
PGTAERHFA  358

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T +AP     R  L  ALTQLA+ DPL+    D  T +  +S  G VQ EV
+ A 
Sbjct  359  
PPTLETVVAPVRPGDRRALHVALTQLAEQDPLIGLRHDPRTGQTHVSLYGEVQKEVLEAT  418

Query  403  LSEKYKLETVVKEPSVIYMERPLK-
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            L++++ +    +  + + +ER     A+H I I+  PNPF A++GL V P  +G
+GV++ 
Sbjct  419  LADEHGIAVTFRRTTTLCVERVAGCGAAHEI-
IDTGPNPFLATVGLRVEPAPVGAGVRFR  477

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SP  509
              V LG +  +F  AV + +R  L QGL+GW V DC +   +  Y+            
S 
Sbjct  478  
LGVELGSMPYAFFAAVEETVRETLGQGLYGWRVPDCTVTMTHSGYWPRQSHAHAVFDKSM  537

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST  DFR+L P+VL  AL+ +GT++ EP   F L AP +          +      
+ +
Sbjct  538  
SSTAGDFRNLTPLVLMDALRRAGTRVCEPVHGFRLEAPADTAGAVLSLLARLGGVPRSTR  597

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
                  V  G++PA  +   +  L   + G  V  +    Y+   G P  +PR  +  
LD
Sbjct  598  
TGDGTAVLEGDVPAARVDTLQRRLPTLSRGEGVLESSFARYEPVRGAPPARPRTDHDPLD  657

Query  630  KVRHMFQKV  638
            + +++ + V
Sbjct  658  RKQYLLRVV  666

>WP_011722765.1 GTP-binding protein [Clostridium novyi]
 ABK62373.1 translation elongation factor G [Clostridium novyi NT]
 KEH85867.1 translation elongation factor G [Clostridium novyi A 
str. NCTC 
538]
 KEH93490.1 translation elongation factor G [Clostridium novyi A 
str. GD211209]
Length=666

 Score = 341 bits (874),  Expect = 1e-104, Method: Compositional 



matrix adjust.
 Identities = 200/638 (31%), Positives = 338/638 (53%), Gaps = 
19/638 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AHVD GKTT TE +LY SGAI E GSV+KG+ + D   +E++RGITI +  
TS
Sbjct  4    
IKNIGLVAHVDGGKTTTTEQMLYISGAIRELGSVDKGSAKMDYNSIEKKRGITIFSDQTS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    +N++DTPGH+DF +E+ RSL  LDGA+L++SA +GVQA T  +++ LRK 
NIP
Sbjct  64   
FTWKDACINLIDTPGHIDFSSELERSLKALDGAVLIVSAVEGVQAHTETIWNLLRKNNIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEEN  169
            T+IFINK+D+ G D++ V   + + L+   +             +T+ L  + +   
+  
Sbjct  124  
TLIFINKLDRVGADIKEVFSQIENNLTEKYLKIQRIDGLEENFNETIDLLVNEQFYNDSK  183

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              IE  +   E N+++LEKY+ GE I+RE  +   ++ V++  +FPV +GSA  G
+GI+ 
Sbjct  184  
EKIELIEKFAEINEEVLEKYLEGEEITREFFIDNLKKSVEEGEVFPVLFGSAINGIGIKE  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++++  L             G V+K++Y D   +  Y+R+ +G +++RDT+     
E+ 
Sbjct  244  
LLNSIEELLPYSSGNDEDEFSGVVYKIKYDDKIGKLAYVRVLNGEIKVRDTIINNLGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +  +    +    GEI VI     +++ DV+G+   +      E+    
L +
Sbjct  304  KITQIRKYNGDKYNTVENLTSGEIGVICGVKDIKVGDVIGNKDDI--
NIINENNESALIS  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+   +   LL AL  L + DP L+ E +    E+ +S  G + +EV+  L+ 
E++ 
Sbjct  362  
RVVPQNEEELPSLLKALQILNEEDPSLQLEYNPENKELSISIKGIIHMEVLKELIKERFN  421

Query  409  



LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    EP V Y+E   +  +   H E  P   +A + + + P   G GV++ S +
+   
Sbjct  422  IEVEFLEPKVNYLETIGEITNGFCHFE--
PKKHYAEVEVEIEPNERGKGVEFISEINGDI  479

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L   +QN +       +  G L G  VTD KI    G ++   +   DFR      
+ QA
Sbjct  480  
LPYQYQNNIEKASYEAVLHGPLIGGKVTDIKIKLTNGKHHLEHTHGGDFRIATIRAIYQA  539

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   +LEP   F +   +E   +   D  K   +    +VK ++++ TGE+P     
Sbjct  540  
MEKNKNIILEPIYKFKIVVNKEMGGKIMTDILKMGGSFNEPEVKGEKIIITGEVPVATSM  599

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
             Y+ +L   T+G++V   +   ++    Q  +     N
Sbjct  600  NYKLELLSSTSGKAVFNMQFSKFEVCHNQEEVVKNSEN  637

>BAF02677.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya057]
 BAF02678.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya061]
 BAF02679.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya068]
 BAF02680.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya117]
 BAF02681.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya137]
 BAF02682.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya294]
 BAF02683.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya071]
 BAF02684.1 tetracycline resistance protein, partial [Shewanella sp. 
04Ya086]
 BAF02685.1 tetracycline resistance protein, partial [Shewanella sp. 
04Ya181]
 BAF02686.1 tetracycline resistance protein, partial [Bacillus sp. 
04Ya209]
 BAF02687.1 tetracycline resistance protein, partial [Bacillus sp. 
04Ya252]
 BAF02688.1 tetracycline resistance protein, partial [Bacillus sp. 
04Ya253]
 BAF94161.1 tetracycline resistance protein, partial [Bacillus sp. 
S1S101]
 BAF94162.1 tetracycline resistance protein, partial [Bacillus sp. 
S1S112]
 BAF94163.1 tetracycline resistance protein, partial [Bacillus sp. 
S1B209]



 BAF94164.1 tetracycline resistance protein, partial [Bacillus sp. 
S1B222]
 BAF94165.1 tetracycline resistance protein, partial [Bacillus sp. 
S1B225]
 BAF94166.1 tetracycline resistance protein, partial [Bacillus sp. 
S4S231]
 BAF94167.1 tetracycline resistance protein, partial [Bacillus sp. 
S4S234]
 BAF94168.1 tetracycline resistance protein, partial [Bacillus sp. 
S4S235]
 BAF94169.1 tetracycline resistance protein, partial [Bacillus sp. 
S4S236]
 BAF94170.1 tetracycline resistance protein, partial [Bacillus sp. 
S4S242]
 BAF94171.1 tetracycline resistance protein, partial [Bacillus sp. 
S4B262]
 BAF94172.1 tetracycline resistance protein, partial [Bacillus sp. 
S4B263]
 BAF94173.1 tetracycline resistance protein, partial [Bacillus sp. 
S4B264]
 BAF94175.1 tetracycline resistance protein, partial [Bacillus sp. 
T1S025]
 BAF94176.1 tetracycline resistance protein, partial [Bacillus sp. 
T1B031]
 BAF94177.1 tetracycline resistance protein, partial [Bacillus sp. 
T1B041]
 BAF94178.1 tetracycline resistance protein, partial [Bacillus sp. 
T1B042]
 BAF95551.1 tetracycline resistance protein, partial [Streptomyces 
sp. APFTCR30]
 BAF95554.1 tetracycline resistance protein, partial [bacterium 
APFTCR29]
Length=205

 Score = 325 bits (832),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 151/202 (75%), Positives = 177/202 (88%), Gaps = 0/202 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  4    
LPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLG  63

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  64   
KVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  123

Query  453  



SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  124  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  183

Query  513  PADFRSLAPIVLEQALKESGTQ  534
            PADFR LAPIVLEQ LK++GT+
Sbjct  184  PADFRMLAPIVLEQVLKKAGTE  205

>WP_072030488.1 GTP-binding protein [Amycolatopsis keratiniphila]
 SDU68441.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
keratiniphila]
 OLZ57578.1 GTP-binding protein [Amycolatopsis keratiniphila subsp. 
nogabecina]
Length=629

 Score = 340 bits (871),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 215/642 (33%), Positives = 344/642 (54%), Gaps = 
34/642 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEYLNLGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VAFRVGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS--------
ADIIIKQTVSLSPEIVLEENTDI  172
            IP +IF+NKID+AG     ++  + ++L          D I   T  + P   L  
++  
Sbjct  121  IPVLIFVNKIDRAGARDNGLLGDLAERLGVACVPMSEVDGIGTATAKVRP---
LSPSSG-  176

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E++D  L  Y+  + ++ E    E  R+ +   + PV++GSA+ G GI  
L  
Sbjct  177  -QAEQLAEHSDAFLAAYLE-
DTLTAEDYQDEIVRQTRLGVVSPVFFGSARSGEGIAELTS  234

Query  233  AV----
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---AG  285



             +     G  +P+ +     L  +VFK+E     ++  Y+R++SG L +RD V      
G
Sbjct  235  GIREFLAGAGKPVPDD---
RLRAAVFKIERGRAHEKIAYVRVFSGELGVRDHVPFHRPGG  291

Query  286  --REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
                + K++ +R+   G+      A  G+I  +     +R+ +++G P     +   
+ P
Sbjct  292  TFTAEAKVSAVRVFELGDETVEGRARAGQIAKVTGLKEIRIGELVGVPDE--
ERASTQFP  349

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P   A+   +  AL +LA+ DPL+    D  T  I +   G VQ E+
++  
Sbjct  350  
PPALETVVLPAEPAETAAVFTALQELAEQDPLITVRQDDETRRISVRLYGEVQKEIIAET  409

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+ ++ L+        + +ERP+        I    NP++A++GL V P + GSG+ 
+  
Sbjct  410  
LAAEHGLDVGFSLTRPVCVERPIGTGHSVWFITEKRNPYFATVGLRVGPGAPGSGLTFGL  469

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   DFR 
+ P 
Sbjct  470  
DVELGSLPLAFHKAIEETVDATLRRGPSGREVIDCVVTVTHTGYFSPVSAAGDFRKVTPF  529

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VLE+AL+++GT++LEP     +  P   ++       +   T+  + V+ D    
TG +P
Sbjct  530  
VLEEALRDAGTEVLEPVSRIEVELPAGSVTATLSRLVEGGGTVTGSVVRGDRAELTGLLP  589

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
               +  +   L   T+G  +  TE  GY     +P + P RP
Sbjct  590  LGEVARFEQHLPGLTHGEGLMTTEPAGY-----RPGVSPNRP  626

>WP_097542187.1 GTP-binding protein [Rhizobium anhuiense]
 PDS46888.1 GTP-binding protein [Rhizobium anhuiense]
 PDS53710.1 GTP-binding protein [Rhizobium anhuiense]
Length=651

 Score = 340 bits (873),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 226/650 (35%), Positives = 339/650 (52%), Gaps = 
22/650 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LER RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERLRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   Q VV+++  +L+   I   +V           +L+P    
+E 
Sbjct  121  
VPFIFFVNKVDRRGARYQEVVEALAAQLAVRPIAMSSVIDAGAKLARVETLAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL  YI A   +S E+L R    +V    + PV+ G+A  G
+GI 
Sbjct  178  
LFTPLCEALAENDEALLADYILAPGRLSEERLGRCLAEQVASGLVHPVFAGAAMTGVGIP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
R  
Sbjct  238  
ALASAIATILPGRCSNPDGPVAGKIFKIERGWGGEKLAYIYLASGTVRLRQYLDLP-RGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T + +   G I   +    G+I  +      R+ D V GDP      R    P 
P L
Sbjct  297  ERVTAIHLFEAGRIEGAERLRAGQIARVAGLAGARIGDAVGGDPA---
GGRAHFAP-PTL  352

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + +  L  AL Q+A+ DPL+    +  T E+ +S  G VQ +V+ + 
L   
Sbjct  353  
ETRVLARRPSDKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKDVIQSTLLTD  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI +ERP+        +   PNPF A++GL V P   G+G  +   
V +



Sbjct  413  
FGLEAKFEESTVILVERPVATGVGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVDV  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  473  
GQMPIAFYRAVEETVFEALKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L  P E LS       K  AT   + +        G + 
++ +
Sbjct  533  
ALSAARTVLCEPIDRFYLETPAENLSGVVTLLAKSAATTTDSVIADGVARLEGTMASQMV  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  +  L   T+G     +    Y    G P  +PR      + V ++ +
Sbjct  593  RGVQQHLPGLTSGAGTMESSFDHYAPVAGPPRSRPRSGPDPFNGVEYLLR  642

>WP_017585393.1 GTP-binding protein [Nocardiopsis ganjiahuensis]
Length=661

 Score = 340 bits (873),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 237/655 (36%), Positives = 342/655 (52%), Gaps = 
45/655 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GA    GSV+ G TRTDT  +ER+RGIT++ 
AV  F
Sbjct  5    
LNIGILAHVDAGKTSLTERLLFGAGATDRLGSVDSGDTRTDTGRIERERGITVRTAVAPF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    +VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQA TR+L   LR+M 
+P 
Sbjct  65   
RIGTTQVNLIDTPGHADFVAEVERALAVLDGAVLVLSAVEGVQAHTRLLMRVLREMRLPV  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD-------  176
            ++F+NK D+ G D + V+  +R +L+   +   TV   P         + +WD       
Sbjct  125  LLFVNKTDRGGADPERVLAQIRRRLTGRALALDTVH-GPGTRRARTLPL-
SWDDPGLAAR  182

Query  177  ---AVIENNDKLLEKYIAGEPISREKLVREEQR-
RVQDASLFPVYYGSAKKGLGIQPLMD  232
                + E +  LL   +   P  R   +RE  R +V    L+PV  GSA  G G+  
L  



Sbjct  183  
AAELLAEEDGALLAALVDDRPPPRGADLRERVREQVGRGLLYPVLSGSAITGEGVDRLSR  242

Query  233  AVTGLFQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            A+T L     E+  +A    G+VF VE +  G++  YLRL+SG L  RD V     
+   
Sbjct  243  
ALTELLPATAEEDVSADRPRGTVFAVERSASGEKTGYLRLFSGRLAPRDRVRFERADPAD  302

Query  288  ----KLKITEMR-IPSKGEIVRTDTAYP-GEIVILPSDSVRLNDVLGD---
PTRLPRKRW  338
                + ++T +  +  +G+  R  TA   G +  LP   +R+ D +G    P  L 
R   
Sbjct  303  GDPYEGRVTHLEVVGHEGDRHRVLTAGGIGRVRGLP--
GLRVGDRIGTSAAPVSLVR---  357

Query  339  REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL-
GRVQLE  397
                 P L + + P       RL  AL+ L+D DPL+R    ++  E +   L G 
VQ E
Sbjct  358  -----PALESIVRPAVEGGEHRLHAALSALSDQDPLIRLR--
TVPGEGLSVLLHGEVQKE  410

Query  398  VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSL  454
            VV+  L+ ++ +E V    SV++ ERP+   +    I++      P   ++GL V 
P   
Sbjct  411  VVADTLASEFGVEAVFGPSSVVHTERPVGPGTAIEEIDLAREVGGPV--
TVGLRVDPGEA  468

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            GSGV +     LG L  ++ +AV D +R  L QGL+GW VTDC +      Y +P+
+  A
Sbjct  469  
GSGVLFRRETELGALLAAYDHAVEDTVREALRQGLYGWPVTDCVVTLVRSGYIAPLTEAA  528

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
             FR L P+VL +AL  +GT++ EP   F L  P++ LS A        A +       
+ 
Sbjct  529  
HFRLLTPVVLMRALGAAGTRVYEPVREFELDVPEDVLSAAVSRLHACGARVSGTDRTAEG  588

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  
629
               TGEIP R   A+RT L   + G  V  T   G     G+P  + R   + LD
Sbjct  589  WRVTGEIPVRGADAFRTRLPGISRGEGVWWTRPGGDLPVRGRPPHRARTDGNPLD  
643

>WP_101917382.1 GTP-binding protein [Tenacibaculum sp. TNO020]
 SOS74839.1 conserved hypothetical protein [Tenacibaculum sp. 



TNO020]
Length=679

 Score = 341 bits (875),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 219/638 (34%), Positives = 342/638 (54%), Gaps = 
34/638 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIGILAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ LE++RGI+I+A+ 
TSF
Sbjct  6    
INIGILAHVDAGKTTLTEHFLYNSGAIRILGSVDKGSTNTDSLSLEKERGISIKASTTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   K+N++DTPGH+DF +EV R+L V+D  ILV+SA +GVQA T  ++ +L+++ 
IPT
Sbjct  66   
DWKNIKINLIDTPGHVDFSSEVERALCVVDAVILVVSAVEGVQAHTLNIWDSLQELKIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSAD--IIIKQ------TVSLSP--
EIVLEENTDI-  172
            +IFINKID+ G D ++V+  +   L+A   +II          ++SP   I  ++ 
T + 
Sbjct  126  
LIFINKIDRQGADTETVITQLETDLNAKPVVIIASENDGLPNTTISPIFTISSDDKTAVA  185

Query  173  ------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                  +    +++ ++ LLE++   E I+ E  ++  Q+   D  + PVY G AK  
+G
Sbjct  186  
ISEIREKTITTILDTDEVLLERFFNDEIITDETYLKTIQKLTIDTKITPVYTGIAKNNIG  245

Query  227  IQPLMDAV-----TGLFQPIGEQGS-----
AALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276
            +  L+D +     T L   I E  S      +L   VFK+E         ++++
+SG L 
Sbjct  246  
VTELLDGIIQFFPTSLNSNISENTSEKILEKSLSAYVFKLEQHAVFGTMAHVKVFSGRLS  305

Query  277  LRDTVALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLP  334
             + TV    ++ + KI + +   + + +       G+I VI      +  D
+LGDPT +P
Sbjct  306  
SKTTVYNYTQQLETKIHQTKQLQQTKYIDNCILTSGDIGVITGVLGTKAGDILGDPTNIP  365

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                 E  +P+L   + P+  A    L  ALTQL   DP L+ +      E+ L  
+G++



Sbjct  366  --
ALPELHIPVLTVQVIPENNADYNALAKALTQLDSEDPSLQFKWFKAEKELQLLLMGQM  423

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+E+++ LL E++ +     +P V+Y E   K A   I   + P P WA +   + 
P  L
Sbjct  424  QIEILAHLLKERFDISVTFTDPQVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEPAPL  482

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
             SGV+Y S VS   ++  +Q+ +   I   L QG+ GW VTD KI    G  ++  
S P 
Sbjct  483  
NSGVEYHSVVSQNDVHIKYQHEIARTIPKALAQGILGWEVTDVKITLIKGEDHNVHSRPG  542

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV--KK  572
            DF    P+ + Q LK+ GT LLEP LSF + A +  L +   +     AT +T +   
+ 
Sbjct  543  
DFNLATPMGIMQGLKKGGTHLLEPILSFEIKANESLLGKITAELSTRRATFDTPEFISET  602

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            +  +  G+IP      +   L   ++G+     +  GY
Sbjct  603  ENFILRGKIPVATSLDFSIKLNTISSGKIRLRLKFYGY  640

>WP_080277886.1 GTP-binding protein, partial [Bacillus anthracis]
 EVT98271.1 tetracycline resistance protein, partial [Bacillus 
anthracis 
9080-G]
Length=595

 Score = 338 bits (868),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 211/604 (35%), Positives = 329/604 (54%), Gaps = 
31/604 (5%)

Query  53   
GITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            GITI+A+V SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA 
+GVQAQT+IL
Sbjct  1    
GITIKASVVSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKIL  60

Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-D  171
               L+K+NIPT++F+NKID+ G + + VV+ ++  LS +       S+  E   E    
+
Sbjct  61   MQTLQKLNIPTILFVNKIDRTGANTEKVVKQIKTILSNETF--
PFYSVQNEGTKEARIIE  118



Query  172  IEAWDAVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLG  226
             +++D  IE     N+ LLE ++  E I  + L+REE ++++Q A+L+P+++GSA  
G+G
Sbjct  119  YKSYDDCIERLAPYNESLLESFVNNE-
IVTDTLLREELEKQIQQANLYPIFFGSALTGIG  177

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-----  281
            +  L++ +  L           L G VFK+E    G++  Y+R++SGTL +R  V     
Sbjct  178  
VTELLEDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRD  237

Query  282  -ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
             +L  +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +    
Sbjct  238  GSLPHKEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHF  295

Query  340  EDPLPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             +P        A   A  +ER+ D   AL +L + DPL++   D I +E+ +   G 
VQ 
Sbjct  296  AEP-----
QMEAAINAVPKERIHDLYAALMELCEADPLIKVWKDDIHNELYIRLFGEVQK  350

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+   L EKY L+       V+ ME+P+   +    +    NPF+A+IG  V    
L S
Sbjct  351  
EVIETTLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYATIGFKVERGELNS  410

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y+  V LG L  +F  A  D +   L+QGL+GW VTD  +   +  Y SPV+T 
+DF
Sbjct  411  
GITYKLGVELGSLPLAFHKASEDTVFQTLKQGLYGWEVTDISVTLTHTGYASPVTTASDF  470

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R+L P+VL  ALK++ T + EP   F L  P+  +S A +      AT        
D   
Sbjct  471  
RNLTPLVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAAILATFAEPIFNNDSYQ  530

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR----
PNSRLDKVR  632
             TG +P    ++++  L  +T G  V  T+  G+   +  P+   +R    P +R 
D + 
Sbjct  531  LTGSLPVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMA-
PLPTRKRVDYNPLNRKDYLL  589



Query  633  HMFQ  636
            H+ +
Sbjct  590  HVLK  593

>BAF95547.1 tetracycline resistance protein, partial 
[Brachybacterium sp. 
APFTCR25]
 BAF95549.1 tetracycline resistance protein, partial 
[Brachybacterium sp. 
APFTCR27]
Length=205

 Score = 325 bits (832),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 151/202 (75%), Positives = 177/202 (88%), Gaps = 0/202 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  4    
LPQRKKIENPRPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLG  63

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  64   
KVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  123

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  124  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  183

Query  513  PADFRSLAPIVLEQALKESGTQ  534
            PADFR LAPIVLEQ LK++GT+
Sbjct  184  PADFRMLAPIVLEQVLKKAGTE  205

>WP_049868737.1 GTP-binding protein [Paenibacillus sp. D9]
 KKC48589.1 GTP-binding protein [Paenibacillus sp. D9]
Length=674

 Score = 341 bits (874),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 223/659 (34%), Positives = 334/659 (51%), Gaps = 
29/659 (4%)

Query  3    



IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD++ +ER+RGI++
+AA T 
Sbjct  9    
IRNVGIFAHVDAGKTTTTEHILYESGRIRALGSVDAGTAQTDSLDVERERGISVRAAATR  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F     +VN+VDTPGH+DFL+EV RSL V+DGA+LV+SA +GVQ QT +++ ALR 
+ IP
Sbjct  69   
FVHRGVQVNLVDTPGHVDFLSEVERSLRVMDGAVLVVSAVEGVQPQTEVIWQALRSLQIP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENTD  171
            TV FINK+D+ G D    +  +R  L+A  +  Q           +  L P++     
+ 
Sbjct  129  
TVFFINKLDRIGADPLEALAGIRRLLTAGAVPVQAPHGLEEHFTGSPGLLPDLDGHAASG  188

Query  172  IEAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYG  219
             +A             + V E+ + LLE+Y+    +   +L          A 
LFPV +G
Sbjct  189  
ADALSDDQRPYLELLTETVAESREDLLERYLEQGGLDAAELADRLAAGAAGAELFPVLFG  248

Query  220  
SAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            +A +G+GI  LMDA+       G    A + G VFK+E      R  Y+RLY 
GTLR RD
Sbjct  249  
AASRGIGIAALMDAIVRWLPEAGGDSGAPVSGLVFKLEKDPAMGRIAYVRLYGGTLRNRD  308

Query  280  TVALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKR  337
            +V    ++ + KIT++RI              G++  +   S  R+ D+LG    
+P   
Sbjct  309  
SVYNKTQDIQEKITQIRIVDMRRSEDAGILEAGDVAAVYGLSRARIGDILGTDADVPGS-  367

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                 +P+L      K  A   +++ A  +LAD DPLL  +      E+ L  +G 
+Q+E
Sbjct  368  -
LRMAVPLLTVQARWKNEADYPKVVAAFQELADEDPLLDLQWIPEDRELHLKVMGPIQIE  426

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            V++++   ++ L+     PSVIY E P  A    +   + P P WA +   + P   
GSG
Sbjct  427  VLASVAKSRFGLDVSFDPPSVIYKETPAAAGEGFVAYTM-
PKPCWAILRFRIEPAPRGSG  485



Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +QY S      L  S+QN V   +   L+QGL GW VTD  +    G ++   + P 
DF 
Sbjct  486  
LQYRSLAKPERLLGSYQNEVERRVPEALQQGLHGWEVTDLNVTLLEGEHHVWHTHPLDFV  545

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
               P+ +   L   GT+LLEP LSF L  P+E+  +  ++        E   +  + 
+  
Sbjct  546  
VATPMGIMDGLANVGTKLLEPLLSFRLSVPEEFGGKLMNELIAMRGEFEPPVLSGERMEL  605

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-
PVIQPRRPNSRLDKVRHMF  635
             G +P      +   L   T GR        GY+ A  +    + RR  + LD+ R
++ 
Sbjct  606  
EGLLPVATSLDFPARLGSLTKGRGTLSASFSGYREAPAEVQAERKRRGVNPLDQSRYIL  664

>WP_047610790.1 GTP-binding protein [Rhizobium tropici]
Length=651

 Score = 340 bits (872),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 225/650 (35%), Positives = 341/650 (52%), Gaps = 
22/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LER RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERLRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ GV  Q VV+++  +L+   I   +V           +L+P    
+E 
Sbjct  121  
VPFIFFVNKVDRLGVRYQEVVEALAAQLAVRPIAMSSVIDAGAKLARVETLAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228



                  +A+ EN++ LL  YI A   ++ E+L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDEALLADYILAPGRLTEERLRRCLADQVASGLVHPVFAGAAMTGVGMP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
R  
Sbjct  238  
ALASAIATILPGRCSNPDGPVAGKIFKIERGWGGEKLAYIYLASGTVRLRQYLDLP-RGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T + +   G I   +    G+I  +      R+ D V GDP      R    P 
P L
Sbjct  297  ERVTAIHLFEAGRIEGAERLRAGQIARVAGLAGARIGDAVGGDPA---
GGRAHFAP-PTL  352

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + +  L  AL Q+A+ DPL+    +  T E+ +S  G VQ +V+ + 
L   
Sbjct  353  
ETRVLARRPSDKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKDVIQSTLLTD  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  413  
FGLEAKFEESTVILVERPVGTGAGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVDV  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  473  
GQMPIAFYRAVEETVFEALKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L  P E LS       K  AT   + +        G + 
++ +
Sbjct  533  
ALSAARTVLCEPIDRFYLETPAENLSGVVTLLAKSAATTTDSVIADGVARLEGTMASQMV  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  +  L   T+G     +    Y    G P  +PR      + V ++ +
Sbjct  593  RGVQQQLPGLTSGAGTMESSFDHYAPVAGPPRSRPRSGPDPFNGVEYLLR  642

>KUJ70082.1 GTP-binding protein [Streptomyces albus subsp. albus]
Length=663



 Score = 340 bits (873),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 233/641 (36%), Positives = 335/641 (52%), Gaps = 
42/641 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +GAI  PGSV+   TRTDT  +ER+RGITI
+AAV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFETGAIDRPGSVDASDTRTDTGAIERERGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR L   L  
+ 
Sbjct  61   
VSFRLGDTQVNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRALMKTLHALR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP----------
EIVLEENT  170
            +PT++FINKID+AG     ++  +R +L A +++  T   +P           I  
+   
Sbjct  121  LPTLLFINKIDRAGARPAELLADIR-
RLLAPLVVPMTGVRAPGTAGARAEPRSIAGDAGF  179

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              E  +A+ E +  LL + + G      +L      R     + PV+ GSA  G G
+  L
Sbjct  180  
RTELAEALAEVDTGLLARVVDGSYPDAAELGAALAERTAQGLVHPVFCGSAISGEGVAAL  239

Query  231  MDAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------  283
             + +T L     G  G  A  G+VF +E    G++  +LRL++G L  R  V        
Sbjct  240  
AEGITRLLPPGAGGAGRGAPRGTVFALERGPSGEKTAWLRLFAGELAPRQRVTFHRQGYD  299

Query  284  --AGREKLKITEMRI--PSKGEIVRTDTAY--------
PGEIVILPSDSVRLNDVLG-DP  330
              AG    +IT +R+  P  G     +T           G  VI     +R+ D 
LG DP
Sbjct  300  
GTAGEHTGQITALRVIGPDDGRGTGGETGIRAAGRLTAGGIGVIRGLPGIRVGDRLGADP  359

Query  331  TRLPRKRWREDPLPMLRTTIAPK--TAAQRERLLDALTQLADTDPLL--
RCEVDSITHEI  386
                R R R  P P L T + P+        RL  AL  LA+ DPL+  R E D  
T  +
Sbjct  360  VHPDRPRPRLAP-
PTLSTVVRPRDPDPGAAARLHTALLALAERDPLMHARTEPDGATSVL  418



Query  387  ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASI  445
            +    G VQ E+++A L+  + L  V +    +++ERP+        IE   +  
+WA++
Sbjct  419  L---
YGEVQKEIIAATLARDFGLAAVFEPSRTVFLERPVGTGEALEEIEGRKHIGYWATV  475

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GL V P   G+G  ++    LG L ++F  A+ + +   L  G  GW VTDC++      
Sbjct  476  
GLRVAPAPRGTGAVFDYETELGALPRAFHTAIEESVYAALRSGPHGWAVTDCRVTLVRSG  535

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            +  P ST  DFR+  P+VL +AL+++GT + EPY +F L  P + LS A        
A +
Sbjct  536  
FVGPKSTAGDFRAQTPVVLRRALEQAGTLVYEPYHAFELEVPADCLSAATGRLAALGAEV  595

Query  566  E-TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
              TA+V        GE+PAR  Q ++  L   T+G  V  T
Sbjct  596  NGTAEVPAG-WQLRGELPARRTQPFQRQLPGITHGEGVWWT  635

>SDS83464.1 ribosomal protection tetracycline resistance protein 
[Friedmanniella 
luteola]
Length=663

 Score = 340 bits (873),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 222/640 (35%), Positives = 338/640 (53%), Gaps = 
41/640 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKTTL+E LL+A+G I E G V+ GTT TD++ LER+RGITI
+AAV 
Sbjct  4    
RALNLGILAHVDAGKTTLSERLLHAAGVIEEVGRVDHGTTVTDSLDLERRRGITIRAAVA  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +     VN+VDTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L  AL+   
I
Sbjct  64   
ALEIAGVAVNLVDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQPQTRVLLRALQHRGI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------
KQTVSLSPEIVLEENTDIEA-  174
            P ++F+NK+D+ G D+  V   +  +L    +       + T   +      ++ D
+   
Sbjct  124  



PCLVFVNKVDRRGADVVGVQAEIGRRLGLRTVAMGRVDGEGTAGAAAVGFRADDPDLLGP  183

Query  175  -WDAVIENNDKLLEKYI-----
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              + + + ++ LL++Y+     +G  + R +LVR+ +R +    + P++ GSA  G 
G+ 
Sbjct  184  LAEVLADLDEHLLQEYVEHELSSGPALWRAELVRQTRRGL----
VHPLFVGSALTGTGVG  239

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+D +              + GS+FK+E     ++  YLR+ SG++RLRD V  
AG   
Sbjct  240  
ALVDGIGEFLPAASGDPDGPVRGSIFKIERGHAAEKVCYLRMVSGSVRLRDQVNDAGD--  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV--
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
             K++ ++I  +G     D   P  ++  +      R+ D +G+  R  R+   E  
LPML
Sbjct  298  -KVSAIQIFERGRWTGGDH-LPAPLIGKVWGLAGARVGDAVGE--
RQSRRPGHEFGLPML  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + I P     +  L  AL QLA+ DPL+   VD    E+ +S  G VQ EV+ A 
L++ 
Sbjct  354  
ESVIHPVHEDDQVALRTALAQLAEQDPLIDVRVDERHAELAVSLYGEVQREVLQATLADD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+ V++  + +Y+ERP +  +    +  P NPF A++GL V P   G+GV + S 
V  
Sbjct  414  
YGLDVVLRPATPLYVERPRRVGTAAEVLFGPGNPFRATVGLRVAPSPPGAGVTFSSEVDH  473

Query  467  GYLN-------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS---------PV  510
              +        + F  A+   +   L +GL GW VTDC +      Y S         
P+
Sbjct  474  
RAVPLYVYRTMEDFTRAMEHHVADTLREGLSGWPVTDCAVTLVRSGYSSPDGPPSSNGPL  533

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST ADFR L P+VL  AL+++GT +  P     + AP            +  A I+   
V
Sbjct  534  
STAADFRKLTPMVLMAALEQAGTAVHTPVSRVRVQAPTATTGGLLTALGRLAAEIDAPAV  593

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
              D+VV    +PA  +Q  R  L   T+G      E  G+
Sbjct  594  LGDDVVLEAVLPALDVQRLRRALPTLTSGHGFLDAEPAGH  633



>AMP51625.1 hypothetical protein, partial [uncultured bacterium]
Length=172

 Score = 323 bits (828),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 159/172 (92%), Positives = 167/172 (97%), Gaps = 0/172 
(0%)

Query  279  
DTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW  338
            DTVALAGREKLKITEMRIPSKGEIVRTDTA+ GEIVILPSDSVRLNDVLGD 
TRLPR+RW
Sbjct  1    
DTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDSVRLNDVLGDNTRLPRERW  60

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
            R+ PLPMLRTTIAPKTAAQRERLLDALTQ+ADTDPLLR 
EVDSITHEIILSFLGRVQLEV
Sbjct  61   
RDAPLPMLRTTIAPKTAAQRERLLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEV  120

Query  399  VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  
450
            VSALL+EKYK+ET VKEP+VIY+ERPLKAASHTIHIEVPPNPFWASIGLSVT
Sbjct  121  VSALLAEKYKIETAVKEPTVIYLERPLKAASHTIHIEVPPNPFWASIGLSVT  
172

>WP_086082386.1 GTP-binding protein [Rhizobium etli]
 ARQ10846.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium etli]
Length=655

 Score = 340 bits (872),  Expect = 1e-104, Method: Compositional 
matrix adjust.
 Identities = 221/636 (35%), Positives = 338/636 (53%), Gaps = 
14/636 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T TD + LE+QRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTHTDNLELEQQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     +N++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   



VSFKIGDRTINLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLMRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIE  173
            +P V FINK+D+ G   Q V++++  +LS   I   T+       +    + L +     
Sbjct  121  
VPFVFFINKVDRLGARYQEVLEALAAQLSVRPIAMSTIIDAGSKLARVEALALRDEPLFS  180

Query  174  AW-DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A  +A+ EN++ +L+ Y+ A E ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
ALCEALGENDEAILDDYVLAPERLTEERLGRSLADQVARGLVHPVFAGAAMTGVGISDLA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A T +           + G +FK+E    G++  YL L SGT+RLR  + L  +   
++
Sbjct  241  SAFTTILPARRPDADGPVAGKIFKIERGWGGEKLCYLSLTSGTVRLRQYLDLP-
KGPGRV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G I   ++   G+I  +      R+ D +G   R    +    P P L 
T +
Sbjct  300  TAIQVFEDGRIHGAESLRAGQIARVSGLAGARIGDAVGS-DRFSSGQAHFAP-
PALETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  + +  L  AL+Q+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+ L+
Sbjct  358  
LARRPSDKAALWLALSQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDFSLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI  ERP+   +    +   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
ASFEESTVILAERPVGIGTGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVEVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
VAFYRAVEEAVFETLNQGIFGWQVIDCHVAMTAVRHSSPASTAADFRQLTPWVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F L AP E LS       +  A    + +        G + ++ +
++ +



Sbjct  538  
AQTVLCEPVDRFHLEAPAENLSGVLTLLARSAAMTTDSVIADGVARLEGTMASQMVRSVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-PN  625
              L   T+G     T    Y    G P ++ R  PN
Sbjct  598  QQLPGLTSGAGTMETAFDHYVPMAGPPRLRRRSGPN  633

>WP_037771319.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sclerotialus]
Length=661

 Score = 340 bits (872),  Expect = 2e-104, Method: Compositional 
matrix adjust.
 Identities = 233/627 (37%), Positives = 332/627 (53%), Gaps = 
36/627 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LLY +GAI   GSV+ GTTRTDT  +ERQRGIT++
+AV 
Sbjct  15   
RTLNIGILAHVDAGKTSLTERLLYDTGAIGRLGSVDDGTTRTDTGTVERQRGITVRSAVV  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQA TR+L   LR
+M +
Sbjct  75   
SFTVGATQVNVIDTPGHADFVAEVERALAVLDGAVLVLSAVEGVQAHTRVLMRTLREMRL  134

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS--------
ADIIIKQTVSLSPEIVLEENTDIE  173
            PT++F+NK D+AG   +S++  VR KL+           I  +     P  + + +    
Sbjct  135  
PTLLFVNKTDRAGARCESLLADVRRKLTPYPVPMTAVHGIGTRAARTVPCSLDDPDFRTR  194

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E +D LL + + G   S ++L      R       PVY+GSA  G GI  
L+D 
Sbjct  195  
VAETLAETDDALLARVVDGPYPSPDELRSALADRTAQGLAHPVYFGSALSGQGIAALIDG  254

Query  234  VTGLFQPIGEQGSAALC---
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            +TGL  P     +AA     G+VF VE +  G +  ++RLYSG L  R  V L  
RE   
Sbjct  255  
ITGLLPPAAAPRTAAPQAPRGTVFAVERSPSGPKSAFVRLYSGELAARQRVTLHRREPDG  314

Query  288  -----KLKITEMRIPSKGEIVRTDTAY---PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRW  338



                   +IT + +    +     T +   PG I  +     +R+ D LG P     
+  
Sbjct  315  TPYTYTGRITALEVVGAAD----
GTGHRLTPGNIAKVRGVAGIRVGDSLGTPDGDAHR--  368

Query  339  REDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
               P P LRT + P+        RL  AL +LA+ DPL+    +      +L   G 
+Q 
Sbjct  369  SHFPAPTLRTVVRPRDPDPGAAARLHTALQRLAEQDPLIHAAAEPDGTTSVL-
LHGEMQK  427

Query  397  EVVSALLSEKYKLETVVKEPSVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVTPLS  453
            E+++A L+++Y ++ V +   V+  ERP+   +A     H    P+ FWA++GL V 
P  
Sbjct  428  
EIIAAALADEYGIDAVFEPSRVVCRERPVGTGEAVEELGHRAPAPSGFWATVGLRVDPAP  487

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
             G+G  +     LG L ++F  AV + +   L  G +GW VTDC +      +  
PVST 
Sbjct  488  
HGTGAVFRYETELGALPRAFHCAVEESVYAALRHGPYGWAVTDCTVTLTRSGFVGPVSTA  547

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI-
ETAQVKK  572
            ADFR L P+VL +AL+ +GT++ EPY +F    P + L           A I ETA    
Sbjct  548  
ADFRGLTPLVLARALERAGTRVHEPYHAFEADVPADALPAVTACLTALGADITETAPDSA  607

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNG  599
               +  G IPAR        L   T+G
Sbjct  608  AAWLVRGAIPARSRHTVERRLPGLTHG  634

>WP_017988897.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651

 Score = 340 bits (872),  Expect = 2e-104, Method: Compositional 
matrix adjust.
 Identities = 220/635 (35%), Positives = 334/635 (53%), Gaps = 
19/635 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAIVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   + V++++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFVFFVNKVDRLGAQYEDVLKALASQLLVRPIAMSSVVDAGSRLARVEALAPG---GEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDEALLDDYVLAPDRLTADRLGRCLTHQVGSGLVHPVFAGAATTGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATILPGRRLDPDGPIAGKIFKIERGWGGEKLTYIYLTSGTVRLRQHLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +    +   G+I  +      R+ D +G    L   R +  P 
P L 
Sbjct  297  ERVTAIEVFEAGRVHGAASFRAGQIARISGLAGARIGDAVGGDL-LAGGRPQFAP-
PSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+A+ DPL+    +    +I +S  G VQ EVV + L   
+
Sbjct  355  
THVLARRPSDKAALWLALNQMAEQDPLINLRRNDDADDIFVSLYGEVQKEVVQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E  VI +ER +        +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  
GLEAGFEESMVILVERLVGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADA  534



Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E L+       K  AT+  + +        G + +  
IQ
Sbjct  535  
LSAAQTVLCEPIDRFHLEAPGESLNGLLTLLAKSAATMTDSVIADGMARLEGTMASAMIQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            + +  L   T+G     T    +    G P ++ R
Sbjct  595  SVQQQLPGLTSGAGTMETSFDHHAPMAGSPRVRRR  629

>WP_039283559.1 GTP-binding protein [Clostridium botulinum]
 KEH97144.1 translation elongation factor G [Clostridium botulinum 
C/D str. 
BKT12695]
Length=669

 Score = 340 bits (873),  Expect = 2e-104, Method: Compositional 
matrix adjust.
 Identities = 200/629 (32%), Positives = 342/629 (54%), Gaps = 
19/629 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AHVD GKTT TE ++Y SG+I E GSV+KG+ + D   +E++RGITI +  
TS
Sbjct  4    
IKNIGLVAHVDGGKTTTTEQMMYISGSIRELGSVDKGSAKMDYNSIEKKRGITIFSDQTS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W+  ++N++DTPGH+DF +E+ RSL  LDGA++++SA +GVQA T  +++ LRK 
NIP
Sbjct  64   
FNWNDARINLIDTPGHIDFSSELERSLKALDGAVIIVSAVEGVQAHTETIWNLLRKNNIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----SLSPEIVL----
EENTDIE  173
            T+IFINK+D+AG D++ V + ++D L+   +  Q +     + +  I L    E N 
D +
Sbjct  124  
TLIFINKLDRAGADIKEVFKQIQDNLTEKYLKIQGIDGLEKNFNKVIDLLSNKEFNDDSQ  183

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                +IE     N+++LEKY+ GE I+RE  + + +  V++  +FPV +GSA  G
+GI+ 
Sbjct  184  
ENAELIEKFAEINEEVLEKYLEGEEITREFFIEKLKSSVKNVEVFPVLFGSAINGIGIKE  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+D + G+             G V+K++Y D   +  Y+++ +G +++R T+     



E+ 
Sbjct  244  
LLDCIEGILPYSSGNDDEEFSGVVYKIKYDDKIGKLAYVKVLNGKIKVRYTIINNLGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +  +    +    GEI VI     +++ D++G+   +  K   E+    
L +
Sbjct  304  KITQIRKYNGDKYNSVENLTSGEIGVICGVKDIKVGDIIGNKDDI--
KIISENNESALIS  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+   +   LL +L  L + DP L  E +S   E+ LS  G + +EV+  L+ 
E++ 
Sbjct  362  
RVVPQNEEELPSLLRSLQILNEEDPSLHLEYNSENKELSLSIKGIIHMEVLKELIKERFN  421

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    EP V Y+E   +  S   H E  P   +A + + + P   G GV++ S +
+   
Sbjct  422  IEVEFLEPKVNYLETIGEITSGFCHFE--
PKKHYAEVEVEIEPNDRGKGVEFISEINGDI  479

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L   +QN +       +  G L G  VTD KI    G ++   +   DFR      
+ QA
Sbjct  480  
LPYQYQNNIEKASYEAVLHGPLIGGKVTDIKIKLINGKHHLEHTHGGDFRIATIRAIYQA  539

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   +LEP   F +   +E   +   D  K   +    ++  ++++ TGE+PA    
Sbjct  540  
MEKNKNIILEPIYKFKIVVSKEMGGKIMTDILKMDGSFNEPEIMGEKIIVTGEVPAATSM  599

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             Y+  L   T+G+++   +   ++    Q
Sbjct  600  NYKLQLLSSTSGKAIVNMQFLKFEVCHNQ  628

>ABP96836.1 tetracycline resistance protein, partial [Vibrio 
splendidus]
Length=205

 Score = 324 bits (831),  Expect = 2e-104, Method: Compositional 
matrix adjust.
 Identities = 152/198 (77%), Positives = 172/198 (87%), Gaps = 0/198 
(0%)

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399



            E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV 
Sbjct  7    
ENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVT  66

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL 
LGSGVQ
Sbjct  67   
CALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQ  126

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR L
Sbjct  127  
YESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRML  186

Query  520  APIVLEQALKESGTQLLE  537
            APIVLEQ LK++GT+LLE
Sbjct  187  APIVLEQVLKKAGTELLE  204

>ABM65168.1 TetW, partial [Bifidobacterium pseudolongum subsp. 
globosum]
Length=158

 Score = 322 bits (826),  Expect = 2e-104, Method: Compositional 
matrix adjust.
 Identities = 157/158 (99%), Positives = 158/158 (100%), Gaps = 
0/158 (0%)

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK
Sbjct  1    
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  60

Query  289  
LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            
LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT
Sbjct  61   
LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  120

Query  349  TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            +IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI
Sbjct  121  SIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  158

>WP_091425021.1 GTP-binding protein [Micromonospora tulbaghiae]
 SCF01810.1 ribosomal protection tetracycline resistance protein 



[Micromonospora 
tulbaghiae]
Length=651

 Score = 340 bits (871),  Expect = 2e-104, Method: Compositional 
matrix adjust.
 Identities = 233/657 (35%), Positives = 342/657 (52%), Gaps = 
45/657 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GI+AHVDAGKT+LTE LLY +GA+SEPGSV+ GTTRTD+M LER+RGITI
+AAV
Sbjct  1    
MALLNLGIVAHVDAGKTSLTERLLYEAGAVSEPGSVDAGTTRTDSMDLERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS       +N++DTPGH DF+AEV RSLAVLD A+LV+S+ +GVQ QT  ++ 
ALR++ 
Sbjct  61   
TSITIGDLSINLLDTPGHPDFIAEVERSLAVLDAAVLVVSSVEGVQPQTVAIWRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLE  167
            +PTV F NK+D+ G D+  V   VR +L A  ++  TV+             L  E 
V+ 
Sbjct  121  
VPTVFFFNKVDRGGADVDRVTAQVRHRLGARPVLLGTVTGQGRREARVHPVDLDAEPVVA  180

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            E         V E +D +  +++   P+    + R  +R V+ A L P   GSA  
G G+
Sbjct  181  E---------
VAEVDDAVAARWLTDRPVRVRDVRRALRRAVRRAELVPAVCGSAITGAGV  231

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
            + L D +  L  P GE       G+VF V+    G RRV+LRL+SG LR+RD V L    
Sbjct  232  RQLCDVLADLL-PYGEARDGPPAGTVFAVDRDGHG-
RRVWLRLWSGRLRVRDRVRLGDGR  289

Query  288  KLKITEMR-
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
               +TE+  I  +G +VR   +  G+I  +     R+   +GDP   PR+     P 
P  
Sbjct  290  PEPVTEIAVIEPEGVLVRRSVSA-GQIAAVRGLPARIGQHIGDP---
PRRHAYRFPPPTR  345

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            +  + P   AQR  +   L +LAD DPL+   +D    E ++   G VQ EV++AL
+ ++



Sbjct  346  
QAVVEPVDPAQRLAMFAGLAELADEDPLVDLRLDEQQAEAVIRLHGEVQKEVLAALMEDR  405

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +           +ER     S    +    NP+ A +GL +     G G+++   
+  
Sbjct  406  
YGVRVRFSGTLTACIERVAGTGSAEERVRERGNPYLAGLGLRIEAAPAGHGIEFRPGIEP  465

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP------------A  514
            G L  +F  A  +G+R  L QG  GW VTDC +      Y+   S P            
A
Sbjct  466  
GRLPPAFVAATEEGVRAALRQGRHGWPVTDCTVTMTASRYWPRQSRPHQKFDKSISTVAA  525

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+LAP+V+  AL+++GT++ +P   F +  P+  +        +  A +    V    
Sbjct  526  
DFRNLAPVVVASALRQAGTRVCQPIERFDVDLPRHTVETVLALLGRLGAVVHDTAVAGGY  585

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRR---
PNSR  627
            +  +G +P+  +      L   T G +V  T    Y    G +P   PRR   P+ 
R
Sbjct  586  
LEVSGTLPSARVPRVVAALPDLTGGEAVLTTTFDHYAPVTGEEPPRLPRRGPDPDDR  642

>WP_039257044.1 GTP-binding protein [Clostridium botulinum]
 KGM95872.1 translation elongation factor G [Clostridium botulinum D 
str. 
CCUG 7971]
 OOV52007.1 translation elongation factor G [Clostridium botulinum 
D/C]
 OOV54031.1 translation elongation factor G [Clostridium botulinum 
D/C]
 OOV56355.1 translation elongation factor G [Clostridium botulinum 
D/C]
 OOV58855.1 translation elongation factor G [Clostridium botulinum 
D/C]
 OOV62146.1 translation elongation factor G [Clostridium botulinum 
D/C]
Length=665

 Score = 340 bits (871),  Expect = 2e-104, Method: Compositional 
matrix adjust.
 Identities = 198/614 (32%), Positives = 332/614 (54%), Gaps = 
19/614 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AHVD GKTT TE ++Y +G I E GSV+KG+++ D   +ERQRGITI +  
TSFQ
Sbjct  6    
NIGIVAHVDGGKTTTTEQIMYLAGIIREVGSVDKGSSKMDYNSIERQRGITIFSEQTSFQ  65

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N++DTPGH+DF +E+ RSL VLDGAIL+ISA +GVQA T  +++ LRK 
NIPT+
Sbjct  66   
WKEANINLIDTPGHIDFSSELERSLKVLDGAILIISAVEGVQAHTETIWNLLRKNNIPTL  125

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEEN-------TD  171
            IFINK+D+ G  +  + + +   L+ D   I +T  +  +      +++EN         
Sbjct  126  
IFINKLDRVGASIDRIYKDIEKNLTKDYFPIHKTEKIEKDFEDIIDLIDENEFSKDSQEK  185

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            I   + + E ++++LEKY+ GE I+R   + + Q  V+    FPV  GSA KG+GI
+ L+
Sbjct  186  
IMLLEKLAEKDEEILEKYLEGEEITRNIFISKVQNLVKQCDTFPVLLGSAIKGIGIEKLL  245

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            D+V  L             G ++KV++ +   +  Y+++ +G +++RD++  +  E
+ KI
Sbjct  246  
DSVVQLLPYHSGNNDKEFSGIIYKVKFDESIGKLCYIKVINGVIKIRDSIYNSFGEEEKI  305

Query  292  TEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R  +  + +  +    GEI V+    +V+ NDVLG+   +       +   + 
R  +
Sbjct  306  
TQIRKYNGEKYINVECLTSGEIGVVCGLKNVKANDVLGNSKDINNSHTINESALISR--V  363

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   + + LL AL  L + DP L  + +S   E+ +S  G + +EV+  ++ E+
+ +E
Sbjct  364  
IPKYEEKLQELLKALQILNEEDPTLHLQWNSENKELSISIKGSIHMEVLKEVIKERFNIE  423

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                EP V Y+E   + +    H E  P   +A + +++ P   G GV++ S ++   
L 
Sbjct  424  VEFLEPKVNYIETVEEVSKGFCHFE--
PKKHYAEVEVAIEPNYRGKGVEFISEINGDVLP  481

Query  471  QSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +QN +       +  G L G  VTD KI    G Y+   +   DFR      + 
QAL+
Sbjct  482  
YQYQNNIEKAAFEAMLHGPLIGGKVTDIKIKLINGKYHLEHTHGGDFRIATIRAVYQALQ  541

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP   + +   +E   +   D  K     +  ++ +D+++   E+P      
Y
Sbjct  542  
KNKVILLEPVYKYKIIVDKETGGKVMTDILKMGGEFKEPEISEDKMIIKAEVPVATSMNY  601

Query  590  RTDLAFYTNGRSVC  603
            +  L   T+G+++ 
Sbjct  602  KLQLLSATSGKAIV  615

>WP_062213991.1 GTP-binding protein [Streptomyces sp. NBRC 109706]
Length=668

 Score = 340 bits (872),  Expect = 2e-104, Method: Compositional 
matrix adjust.
 Identities = 232/654 (35%), Positives = 340/654 (52%), Gaps = 
23/654 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +NIG+LAH+DAGKT+LTE LL+ +GAI E GSV+ G TRTD+  LER+RGITI+
+AV 
Sbjct  12   
KTLNIGVLAHIDAGKTSLTERLLFDNGAIPELGSVDAGNTRTDSGALERERGITIRSAVA  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN+VDTPGH DF+AEV R+L+VLD A+LV+SA +GVQAQTR+L  +LR
++ +
Sbjct  72   
TFTTEDLQVNLVDTPGHPDFIAEVERALSVLDAAVLVLSAVEGVQAQTRVLMRSLRRLGL  131

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT++F+NKID+ G   ++++  +R +L+   +   TV+                  
+ E+
Sbjct  132  
PTLLFLNKIDRPGARPEALLDDIRARLAPHPVPLSTVTDPGTPGARALPRPPDPTVLAEH  191

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ LL   +   P S   L      + +   + PV  GSA  G G   L+ A+  L 
+P 
Sbjct  192  
DETLLAALVDERPPSARTLHASLVEQTEAGLVHPVLCGSALTGQGSAQLVHALRTLLRPP  251



Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE---
MRIPS  298
                 A   G+VF VE T  G++  YLRL+ G L  R  +A   RE    T     
RI S
Sbjct  252  
ATDPQAPPSGTVFAVERTATGEKAAYLRLFDGELAARRRIAFHRREPDGGTSEFTGRI-S  310

Query  299  KGEIVRTDTA---------YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            + E++  +             G+I  L     VR+ D LG P R           P 
L T
Sbjct  311  RIEVIAAEGEPGARAGGRLRAGQIARLHGLPRVRIGDQLGRPPR--
ESTGTHFAPPSLET  368

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P    ++  L  ALT LAD DPL+R   D+     +L + G VQ EV++  L+  
+ 
Sbjct  369  VVRPADPERKVALHAALTALADEDPLIRTRSDAQGTTSVLLY-
GAVQREVIADRLARDFG  427

Query  409  LETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            L  V    + ++ ERP  + AA+  ++     N FWA++GL V P + GSGV++  
R   
Sbjct  428  LRAVFAPITPVFFERPNGVGAAAQELNPRA-
HNDFWATVGLRVEPTAPGSGVRFVHRAER  486

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  A+ + +   L QGL GW VTDC +       ++P ST ADFR L 
PIVL +
Sbjct  487  
GVMPAAFHRAIEESVFRTLRQGLAGWEVTDCAVTLFRAGQHAPASTAADFRGLTPIVLLR  546

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT + EP L+  +  P + LS        +   I  +    D    T E+P 
R  
Sbjct  547  
ALQAAGTTVFEPCLTLEIEIPPDTLSAVSGQLAGHGGRILDSAEAGDAWALTVEVPTRLA  606

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD---KVRHMFQK  
637
                T L   T G +       G +     P  +PR   + LD    +RH+ Q+
Sbjct  607  PRITTALPGLTRGEAAHGARPGGDRPVHKAPPTRPRTDGNPLDLDVYLRHLAQR  
660

>WP_105734727.1 GTP-binding protein [Phyllobacterium myrsinacearum]
 PRD52217.1 GTP-binding protein [Phyllobacterium myrsinacearum]
Length=649

 Score = 339 bits (870),  Expect = 2e-104, Method: Compositional 



matrix adjust.
 Identities = 224/643 (35%), Positives = 336/643 (52%), Gaps = 
26/643 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGMIDKLGSVDSGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  
ALR++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P + FINK+D+ G     V++ +  +L    I   TV      +    T +EA D    
Sbjct  121  VPFIFFINKVDRLGARYDEVLRDIPVQLPVRPIAMSTVVNGGSKL----
TQVEASDPAHE  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                     + EN+D LL  Y+ + + ++ E+L      +V    + P + G+A  
G+GI
Sbjct  177  
PLFTILCETLAENDDMLLSDYVQSPDSLTVERLELSLADQVAKGLVHPAFGGAATTGVGI  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  A+  +          ++ G +FK+E+   G++  Y+ L SGT+ LR  + L  
+ 
Sbjct  237  
PALSSAIATMLPSRRLDADGSVAGKIFKIEHGWGGEKLAYMYLTSGTVHLRQHLNLP-KG  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
              ++T + +  +G I    +   G+I  +    S R+ D +G    LP  +     
LP L
Sbjct  296  PARVTGIHVFREGRIHNVGSFSAGQIARVSGFSSARIGDAVGSHI-LPGGQ-
HHFALPTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T I  +    +  L  AL QLA+ DPL+    + +  E+ +S  G VQ EV+ + 
L   
Sbjct  354  
ETRILARRPFDKAALWLALNQLAEQDPLINLRRNDVEGEVFVSLYGEVQKEVIQSTLLTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466



            + LE + +E +VI  ER +   S    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLEAMFEESTVICAERLVGIGSGLEIMFKEPNPFIATVGLRVEPRPEGAGNSFVLEVPI  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P
+VL  
Sbjct  474  
GQMPASFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPTSTAADFRQLTPLVLAT  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T + EP   F L AP E L+       +  AT   + +    V   G I 
++ +
Sbjct  534  
ALSSAQTVICEPIDRFHLEAPTEALNGVLTLLARSGATAADSVIANGSVRLEGTIASKMV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            Q  +  L   T+G     +    Y      P+  P+R   R D
Sbjct  594  QNVQQQLPGLTSGMGTMESSFDHY-----APMAGPQRSRQRSD  631

>WP_093939169.1 GTP-binding protein [Amycolatopsis thailandensis]
 OXM44325.1 GTP-binding protein [Amycolatopsis thailandensis]
Length=628

 Score = 338 bits (868),  Expect = 3e-104, Method: Compositional 
matrix adjust.
 Identities = 215/631 (34%), Positives = 333/631 (53%), Gaps = 
29/631 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MTYLNIGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
VSFRIGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA--------
DIIIKQTVSLSPEIVLEENTDI  172
            IP +IF NKID+AG     ++  + ++L A        D +      + P +V   
+   
Sbjct  121  IPVLIFANKIDRAGARDDDLLADLTERLGAVCVPMSEVDGLGTADAKVRPRVV---
SPSP  177



Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + E++D  L  Y+  + ++ E    E  R+ +   + PV++GSA+ G GI    
D
Sbjct  178  GLAEHLAEHSDAFLTAYLE-
DTVTPEDYRAEVVRQTRLGVVSPVFFGSARSGEGIG---D  233

Query  233  AVTGLFQPIGEQGSAA----
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--  286
              +G+ + +   G +A    L  SVFK+E     ++  YLR++SG +  RD V    
R  
Sbjct  234  
LTSGMREFLSGAGKSAPDDRLRASVFKIERGRGHEKIAYLRVFSGGIGARDHVEFHRRGP  293

Query  287  -----EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRE  340
                  + K++ +R+   G+      A  G+I  +     +R+ D +G P         
+
Sbjct  294  GGTITAEAKVSAVRVFELGDDTVEGRARAGQIAKVTGLKEIRIGDRVGVPD--
TEGAVTQ  351

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P L T + P   A+   +  AL +LA+ DPL+    D  T  I +   G VQ 
E+++
Sbjct  352  
FPPPALETVVTPARPAETASVFAALQELAEQDPLITVRQDDETRRISVRLYGEVQKEIIA  411

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              LS ++ L+        + +ERP    +    I    NP +A++GL V P + 
GSG+ +
Sbjct  412  
ETLSAQHGLDVGFSLTRPVCVERPTGTGASVWLITEKRNPHFATLGLRVGPGTRGSGLTF  471

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   
DFR + 
Sbjct  472  
GLDVELGSLPLAFHKAIEETVDATLRRGPSGREVIDCVVTVTHTGYFSPVSAAGDFRKVT  531

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL+E+GT++LEP     +  P + ++       +   T+  +  + D    
TG 
Sbjct  532  
PLVLAEALREAGTEVLEPVSHIEVELPADAVTATLSKLVECGGTVSGSVARGDRAELTGA  591

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +P   +  +   L   T+G  +   E  GYQ
Sbjct  592  LPTGEVTRFERQLPGLTHGEGLMTAEPAGYQ  622



>WP_017591673.1 GTP-binding protein [Nocardiopsis potens]
Length=660

 Score = 340 bits (871),  Expect = 3e-104, Method: Compositional 
matrix adjust.
 Identities = 234/658 (36%), Positives = 341/658 (52%), Gaps = 
38/658 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGI+AHVDAGKT+LTE LL+ +GAI   G V+ G TRTDT  +ER+RGIT+
+AAV  F
Sbjct  5    
LNIGIVAHVDAGKTSLTERLLFDTGAIDRLGRVDAGDTRTDTGRIERERGITVRAAVAPF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQA TR+L   LR+  
+P 
Sbjct  65   
TVGGTRVNLIDTPGHTDFVAEVERALAVLDGAVLVLSAVEGVQAHTRVLMRTLREAGLPA  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NK D+AG   + V+  VR +L+ + +    V           P  + +    
+ A 
Sbjct  125  
LLFVNKTDRAGARPEGVLADVRRRLAPNALALGAVEEPGTPGARTVPFSLADPVFALRAA  184

Query  176  DAVIENNDKLLEKYIAGEPI-
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + + E++D LL   +   P+    +L      +     + PV +GSA  G G+  L
+ AV
Sbjct  185  
EVLAEHDDGLLAAVVDDLPLPPAAELAERLAAQTARGLVHPVLFGSAITGAGVDALISAV  244

Query  235  TGLFQPIGEQGS-----
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------  283
            TGL  P G  G+         G+VF VE    G++  YLRL+SG L  R  VA       
Sbjct  245  TGLL-
PAGGLGAEDPEDGGPRGTVFAVERAPSGEKTGYLRLFSGRLEPRARVAFDRADPG  303

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            +   + +IT + +    E  R      GEI  I     +R+ D LG P   P  R     
Sbjct  304  SPPHEGRITRLEV-VGAETDRGRALTGGEIGRIGGPPGLRVGDRLGPPP--
PGARAARFA  360

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L +   P  AA   R+  AL+ LA+ DPL+R          +L + G VQ EV
++A 
Sbjct  361  RPSLESVARPVHAADAPRMHAALSALAEQDPLIRVRTVPGEGAAVLLY-
GEVQKEVIAAT  419



Query  403  LSEKYKLETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            L+E + ++ V +    ++ E    +  A  T+  + P + FWASIGL V P + G 
GV++
Sbjct  420  LAEDFGVKAVFEPGRTVHTEYVAGVGEAVETMDSQ-PQDGFWASIGLRVAP-
AAGEGVRF  477

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+ + +   LEQGL+GW V  C++      + S  ST 
ADFR+L 
Sbjct  478  
TREVELGALPAAFDRAIEETVHLALEQGLYGWPVAGCEVVLVRSGFSSVFSTAADFRALT  537

Query  521  PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE---
TAQVKKDEVVF  577
            P+VL +AL  +GT++ EP  +F    P + L        +  A +     A  K  
E   
Sbjct  538  
PLVLMRALHRAGTRVHEPVHAFEADVPADALGPVTAALSRSGARVRESAPAGEKGGEWHL  597

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            TG++PAR     +      T G  V +T   G     G P  +PR   + LD+  
+M 
Sbjct  598  TGDLPARAAHPLQQSFPGLTGGEGVLVTRPVG-----
GDPPRRPRTDGNPLDRAEYMI  650

>WP_069611866.1 GTP-binding protein [Rhizobium sp. YK2]
 OEC99519.1 GTP-binding protein [Rhizobium sp. YK2]
Length=645

 Score = 339 bits (869),  Expect = 3e-104, Method: Compositional 
matrix adjust.
 Identities = 220/644 (34%), Positives = 335/644 (52%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGIIDKLGSVDAGSTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   
VSFTIGDVMVNLIDTPGHPDFIAEIERILQLLDAAVVVVSAVEGVQPQTRVLVKALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-



SLSPEIVLEENTDIEA-----  174
            IP + F+NK+D+ G     V++ +  +L+   I    V +    +   E  D+       
Sbjct  121  
IPFIFFVNKVDRLGARYDEVLEDMATQLAVRPIAMSIVHAAGSRLATVEAADLGGDPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++ LLE Y+ A E ++R++L +    +V  +S+ P + G+A +G+GI  
L+
Sbjct  181  
RLCEALSLNDEALLEDYVLAPERLTRQRLEQALADQVAKSSIHPAFAGAATRGIGISALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G++FK+E    G++  YL L SGT+ LRD +        
KI
Sbjct  241  SAIETLLPSRRPNPGGPVSGAIFKIERGWGGEKLAYLYLASGTINLRDDIETP-
LGSAKI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              +++   G+  +    Y G+I  +    + R+ D +G  T       R    P L 
T I
Sbjct  300  GSLQLFRDGKADKVSQVYAGQIAKVGGLANARIGDWIG--
TESAPGTLRHFAPPTLETRI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                 ++   L  AL QLA+ DPL+    +  T +I +S  G VQ EV+ A LS  
+ L+
Sbjct  358  
RALRPSENAALWLALGQLAEQDPLINLRANEETGDIYVSLYGEVQKEVIQATLSTGFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VIY+ER     S   HI   PNPF A++GL V P   GSG  +   V 
+G + 
Sbjct  418  
IAFEESTVIYVERLAGTGSAVEHIFKEPNPFLATVGLRVEPRPEGSGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV +     L++GLFGW + DC +        SP ST  DFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEEATFETLKEGLFGWQIIDCHVAMTAARQSSPASTAVDFRKLTPLVLASALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F +  P   L+  +    K  A++  + +        G + +  I   
+
Sbjct  538  
AQTILCEPIEHFHVEIPATALAGVHSLLAKSGASMRRSLIDDGIARLEGTVASSMIHTIQ  597



Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   + G  V       Y    G   ++ R   +  D+  ++
Sbjct  598  RQLPGLSGGAGVLEHAFDHYTRLSGPYRVRERAAANPFDRADYL  641

>WP_086857843.1 GTP-binding protein [Amycolatopsis lexingtonensis]
Length=617

 Score = 338 bits (867),  Expect = 3e-104, Method: Compositional 
matrix adjust.
 Identities = 222/622 (36%), Positives = 322/622 (52%), Gaps = 
53/622 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGILAHVDAGKT+LTE LL+ +G I   GSV++G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKTLNIGILAHVDAGKTSLTERLLFEAGVIDRLGSVDRGDTQTDSLELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++ ++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFPAGDTRITLIDTPGHSDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVLMRTLRRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-
IVLEENTDIEAWDAVI  179
            IPT++F+NKID+ G          RD+L  DI  K    L+P    L   +  E  
+ + 
Sbjct  121  IPTLVFVNKIDRLG---------ARDQL-GDIRAK----
LAPRAFALHTTSPDELAELLA  166

Query  180  ENNDKLLEKYIAGEPIS---
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +D  LE Y+ G   +   R +L R+  R    A L PV  GSA  G G+  L+ 
A+ G
Sbjct  167  DGDDAFLESYVEGHADAAACRAELARQVAR----
AELHPVLTGSAITGAGVADLVTAMAG  222

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L       G   L  +VFK++    G++  Y RL+SG+        LA R+K+       
Sbjct  223  LLPATERTGDGPLAATVFKIDRGRAGEKVAYARLHSGS--------
LAPRQKISFYRGET  274

Query  297  PSKGEIVRTDTAYPGEIVILPSD--------
SVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
               G +   D    GE V L  D         VR+ D LG P       +     P 
L T
Sbjct  275  EFTGRVSAVDV--DGEDVALAGDVARVRGLREVRIGDRLGSPGAARDGGFAP---
PSLET  329



Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P    Q   L  ALT+L++ DPL+  +V    H++ +   G VQ EV+ ++L+
+   
Sbjct  330  VVRPVRPEQAAALFTALTRLSEEDPLI--
DVRRYGHDVSVRLYGEVQKEVLRSMLADGAG  387

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYESRVS  465
            ++   +    +Y+E+P+  A      E+ P     F+A++GL V P   G GV +   
V 
Sbjct  388  IDVTFERTRTLYVEKPV--ARGEALEELDPEQRLYFFATVGLRVEP---
GPGVTFGLSVE  442

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F  A+ + +   LEQGL+GW V D  +   +  ++SP S   DFR + P
+VL 
Sbjct  443  
LGSLPLAFHKAIEETVHSTLEQGLYGWEVLDVAVTLTHTAFFSPNSVAGDFRKMTPLVLM  502

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL+E+GT++ EP   F L  P   +S       +  A               G 
IPA  
Sbjct  503  
AALQEAGTRVHEPVHRFELEVPVHAVSAVLVKLAELRAVPGEPVTAGGSCTLHGTIPAEH  562

Query  586  IQAYRTDLAFYTNGRSVCLTEL  607
            +  +   L     G  V L+E 
Sbjct  563  VHEFEQALPALGQGEGVFLSEF  584

>WP_039245283.1 GTP-binding protein [Clostridium novyi]
 KEH86955.1 translation elongation factor G [Clostridium novyi A 
str. 4540]
Length=666

 Score = 340 bits (871),  Expect = 3e-104, Method: Compositional 
matrix adjust.
 Identities = 199/638 (31%), Positives = 339/638 (53%), Gaps = 
19/638 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AHVD GKTT TE +LY SGAI E GSV+KG+ + D   +E++RGITI +  
TS
Sbjct  4    
IKNIGLVAHVDGGKTTTTEQMLYISGAIRELGSVDKGSAKMDYNSIEKKRGITIFSDQTS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    +N++DTPGH+DF +E+ RSL  LDGA+L++SA +GVQA T  +++ LRK 
NIP



Sbjct  64   
FTWKDACINLIDTPGHIDFSSELERSLKALDGAVLIVSAVEGVQAHTETIWNLLRKNNIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEEN  169
            T+IFINK+D+ G D++ V   + + L+   +             +T+ L  + +   
+  
Sbjct  124  
TLIFINKLDRVGADIKEVFSQIENNLTEKYLKIQRIDGLEENFNETIDLLVNEQFYNDSK  183

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              IE  +   E N+++LEKY+ GE I+RE  +   ++ V++  +FPV +GSA  G
+GI+ 
Sbjct  184  
EKIELIEKFAEINEEVLEKYLEGEEITREFFIDNLKKSVEEGEVFPVLFGSAINGIGIKE  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++++  L             G V+K++Y D   +  Y+R+ +G +++RDT+     
E+ 
Sbjct  244  
LLNSIEELLPYSSGNDEDEFSGVVYKIKYDDKIGKLAYVRVLNGEIKVRDTIINNLGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +  +    +    GEI VI     +++ DV+G+   +      ++    
L +
Sbjct  304  KITQIRKYNGDKYNTVENLTSGEIGVICGVKDIKVGDVIGNKDDI--
NIINKNNESALIS  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+   +   LL AL  L + DP L+ E +    E+ +S  G + +EV+  L+ 
E++ 
Sbjct  362  
RVVPQNEEELPSLLKALQILNEEDPSLQLEYNLENKELSISIKGIIHMEVLKELIKERFN  421

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    EP V Y+E   +  +   H E  P   +A + + + P   G GV++ S +
+   
Sbjct  422  IEVEFLEPKVNYLETIGEITNGFCHFE--
PKKHYAEVEVEIEPNERGKGVEFISEINGDI  479

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L   +QN +       +  G L G  VTD KI    G ++   +   DFR  +   
+ QA
Sbjct  480  
LPYQYQNNIEKASYEAVLHGPLIGGKVTDIKIKLTNGKHHLEHTHGGDFRIASIRAIYQA  539

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587



            ++++   +LEP   F +   +E   +   D  K   +    +VK ++++ TGE+P     
Sbjct  540  
MEKNKNIILEPIYKFKIVVNKEMGGKIMTDILKMGGSFNEPEVKGEKIIITGEVPVATSM  599

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
             Y+ +L   T+G++V   +   ++    Q  +     N
Sbjct  600  NYKLELLSSTSGKAVFNMQFSKFEVCHNQEEVVKNSEN  637

>WP_003541224.1 GTP-binding protein [Rhizobium leguminosarum]
 EJC67200.1 small GTP-binding protein domain protein [Rhizobium 
leguminosarum 
bv. viciae WSM1455]
Length=651

 Score = 339 bits (869),  Expect = 4e-104, Method: Compositional 
matrix adjust.
 Identities = 220/635 (35%), Positives = 334/635 (53%), Gaps = 
19/635 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAIVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   + V++++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFVFFVNKVDRLGAQYEDVLKALASQLLVRPIAMSSVVDAGSRLARVEALAPG---GEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDEALLDDYVLAPDRLTADRLGRCLTHQVGSGLVHPVFAGAATTGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATILPGRRLDPDGPIAGKIFKIERGWGGEKLTYIYLTSGTVRLRQHLDLP-KGP  296



Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +    +   G+I  +      R+ D +G    L   R +  P 
P L 
Sbjct  297  ERVTAIEVFEAGRVHGAASFRAGQIARISGLAGARIGDAVGGDL-LAGGRPQFAP-
PSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+A+ DPL+    +    +I +S  G VQ EVV + L   
+
Sbjct  355  
TRVLARRPSDKAALWLALNQMAEQDPLINLRRNDDADDIFVSLYGEVQKEVVQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E  VI +ER +        +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  
GLEAGFEESMVILVERLVGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPASFYRAVEETVFETLKQGVFGWQVIDCYVAMTAARHSSPASTAADFRQLTPWVLADA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E L+       K  AT+  + +        G + +  
IQ
Sbjct  535  
LSAAQTVLCEPIDRFHLEAPGESLNGLLTLLAKSAATMTDSVIADGMARLEGTMASAMIQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            + +  L   T+G     T    +    G P ++ R
Sbjct  595  SVQQQLPGLTSGAGTMETSFDHHAPMAGSPRVRRR  629

>WP_039259388.1 GTP-binding protein [Clostridium botulinum]
 KGM99768.1 translation elongation factor G [Clostridium botulinum 
C/D str. 
DC5]
 KOC52241.1 translation elongation factor G [Clostridium botulinum]
 KOC52715.1 translation elongation factor G [Clostridium botulinum]
Length=665

 Score = 339 bits (870),  Expect = 4e-104, Method: Compositional 
matrix adjust.
 Identities = 198/614 (32%), Positives = 332/614 (54%), Gaps = 
19/614 (3%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVD GKTT TE ++Y +G I E GSV+KG+++ D   +ERQRGITI +  
TSFQ
Sbjct  6    
NIGIVAHVDGGKTTTTEQIMYLAGIIRELGSVDKGSSKMDYNSIERQRGITIFSEQTSFQ  65

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N++DTPGH+DF +E+ RSL VLDGAIL+ISA +GVQA T  +++ LRK 
NIPT+
Sbjct  66   
WKEANINLIDTPGHIDFSSELERSLKVLDGAILIISAVEGVQAHTETIWNLLRKNNIPTL  125

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEEN-------TD  171
            IFINK+D+ G  +  + + +   L+ D   I +T  +  +      +++EN         
Sbjct  126  
IFINKLDRVGASIDRIYKDIEKNLTKDYFPIHKTEKIEKDFEDIIDLIDENEFSKDSQEK  185

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            I   + + E ++++LEKY+ GE I+R   + + Q  V+    FPV  GSA KG+GI
+ L+
Sbjct  186  
IMLLEKLAEKDEEILEKYLEGEEITRNIFISKVQNLVKQCDTFPVLLGSAIKGIGIEKLL  245

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            D+V  L             G ++KV++ +   +  Y+++ +G +++RD++  +  E
+ KI
Sbjct  246  
DSVVQLLPYHSGNNDKEFSGIIYKVKFDESIGKLCYIKVINGVIKIRDSIYNSFGEEEKI  305

Query  292  TEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R  +  + +  +    GEI V+    +V+ NDVLG+   +       +   + 
R  +
Sbjct  306  
TQIRKYNGEKYINVECLTSGEIGVVCGLKNVKANDVLGNSKDINNSHTINESALISR--V  363

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   + + LL AL  L + DP L  + +S   E+ +S  G + +EV+  ++ E+
+ +E
Sbjct  364  
IPKYEEKLQELLKALQILNEEDPTLHLQWNSENKELSISIKGSIHMEVLKEVIKERFNIE  423

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                EP V Y+E   + +    H E  P   +A + +++ P   G GV++ S ++   
L 
Sbjct  424  VEFLEPKVNYIETVEEVSKGFCHFE--
PKKHYAEVEVAIEPNYRGKGVEFISEINGDVLP  481



Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +QN +       +  G L G  VTD KI    G Y+   +   DFR      + 
QAL+
Sbjct  482  
YQYQNNIEKAAFEAMLHGPLIGGKVTDIKIKLINGKYHLEHTHGGDFRIATIRAVYQALQ  541

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP   + +   +E   +   D  K     +  ++ +D+++   E+P      
Y
Sbjct  542  
KNKVILLEPVYKYKIIVDKETGGKVMTDILKMGGEFKEPEISEDKMIIKAEVPVATSMNY  601

Query  590  RTDLAFYTNGRSVC  603
            +  L   T+G+++ 
Sbjct  602  KLQLLSATSGKAIV  615

>WP_091413159.1 GTP-binding protein [Friedmanniella luteola]
Length=705

 Score = 340 bits (873),  Expect = 4e-104, Method: Compositional 
matrix adjust.
 Identities = 222/640 (35%), Positives = 338/640 (53%), Gaps = 
41/640 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKTTL+E LL+A+G I E G V+ GTT TD++ LER+RGITI
+AAV 
Sbjct  46   
RALNLGILAHVDAGKTTLSERLLHAAGVIEEVGRVDHGTTVTDSLDLERRRGITIRAAVA  105

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +     VN+VDTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR+L  AL+   
I
Sbjct  106  
ALEIAGVAVNLVDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQPQTRVLLRALQHRGI  165

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------
KQTVSLSPEIVLEENTDIEA-  174
            P ++F+NK+D+ G D+  V   +  +L    +       + T   +      ++ D
+   
Sbjct  166  
PCLVFVNKVDRRGADVVGVQAEIGRRLGLRTVAMGRVDGEGTAGAAAVGFRADDPDLLGP  225

Query  175  -WDAVIENNDKLLEKYI-----
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
              + + + ++ LL++Y+     +G  + R +LVR+ +R +    + P++ GSA  G 
G+ 
Sbjct  226  LAEVLADLDEHLLQEYVEHELSSGPALWRAELVRQTRRGL----



VHPLFVGSALTGTGVG  281

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+D +              + GS+FK+E     ++  YLR+ SG++RLRD V  
AG   
Sbjct  282  
ALVDGIGEFLPAASGDPDGPVRGSIFKIERGHAAEKVCYLRMVSGSVRLRDQVNDAGD--  339

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV--
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
             K++ ++I  +G     D   P  ++  +      R+ D +G+  R  R+   E  
LPML
Sbjct  340  -KVSAIQIFERGRWTGGDH-LPAPLIGKVWGLAGARVGDAVGE--
RQSRRPGHEFGLPML  395

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + I P     +  L  AL QLA+ DPL+   VD    E+ +S  G VQ EV+ A 
L++ 
Sbjct  396  
ESVIHPVHEDDQVALRTALAQLAEQDPLIDVRVDERHAELAVSLYGEVQREVLQATLADD  455

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y L+ V++  + +Y+ERP +  +    +  P NPF A++GL V P   G+GV + S 
V  
Sbjct  456  
YGLDVVLRPATPLYVERPRRVGTAAEVLFGPGNPFRATVGLRVAPSPPGAGVTFSSEVDH  515

Query  467  GYLN-------
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS---------PV  510
              +        + F  A+   +   L +GL GW VTDC +      Y S         
P+
Sbjct  516  
RAVPLYVYRTMEDFTRAMEHHVADTLREGLSGWPVTDCAVTLVRSGYSSPDGPPSSNGPL  575

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST ADFR L P+VL  AL+++GT +  P     + AP            +  A I+   
V
Sbjct  576  
STAADFRKLTPMVLMAALEQAGTAVHTPVSRVRVQAPTATTGGLLTALGRLAAEIDAPAV  635

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
              D+VV    +PA  +Q  R  L   T+G      E  G+
Sbjct  636  LGDDVVLEAVLPALDVQRLRRALPTLTSGHGFLDAEPAGH  675

>AHI45106.1 TetO, partial [Campylobacter jejuni]
Length=272

 Score = 326 bits (835),  Expect = 4e-104, Method: Compositional 
matrix adjust.



 Identities = 152/271 (56%), Positives = 209/271 (77%), Gaps = 0/271 
(0%)

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G
+DL  V
Sbjct  1    
FLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMV  60

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
KL
Sbjct  61   
YREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSKL  120

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK
+EY++
Sbjct  121  
EQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSE  180

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
              +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVILP+D 
Sbjct  181  
KRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDV  240

Query  321  VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +RLN +LG+   LP++++ E+PLPML+TTIA
Sbjct  241  LRLNSILGNEILLPQRKFIENPLPMLQTTIA  271

>WP_025395228.1 GTP-binding protein [Rhizobium leguminosarum]
 AHF84746.1 TetM/TetO subfamily tetracycline resistance protein 
[Rhizobium 
leguminosarum bv. trifolii WSM1689]
Length=651

 Score = 338 bits (868),  Expect = 5e-104, Method: Compositional 
matrix adjust.
 Identities = 229/650 (35%), Positives = 344/650 (53%), Gaps = 
21/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   Q V++ +  +LS   I    V           +L+P     
E 
Sbjct  121  
VPFIFFVNKVDRLGARYQEVLEELAAQLSVRPIAMSAVIDAGSKLVRVEALAPG---REP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LLE Y+ A E ++ E+L R    +V    + PV+ G+A  G
+GI 
Sbjct  178  
FFSALCEALGENDEALLEDYVLAPERLTEERLGRSLAGQVARGLVHPVFAGAAMTGVGIA  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  YL L SGT+RLR  + L  
+  
Sbjct  238  
ALATAIATILPDRRPNPDGPVAGKIFKIERGWGGEKLCYLSLTSGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T +++  +G     D+   G+I  +      R+ D V GDP    R  +     
P L
Sbjct  297  
ERVTAIQLFEEGRSRGVDSVRAGQIARVGGLTGARIGDAVGGDPLSDGRAYFAP---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  +++  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + 
L   
Sbjct  354  
ETRVLARRPSEKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIKSTLMTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L+   +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLDASFEESTVILVERPVGIGTGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALDVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  SF  AV + +   L+QG+FGW + DC +      + SP ST ADFR L P 
VL  
Sbjct  474  



GQMPASFYRAVEEIVFETLKQGVFGWQIIDCHVAMTAARHSSPASTAADFRQLTPWVLAD  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L AP E LS       K  AT+  + +        G + 
+  I
Sbjct  534  
ALSAAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTDSVIADGMARLEGTMASTMI  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Q+ +  L   T+G     T    Y    G P ++ R        V ++ Q
Sbjct  594  QSVQQQLPGLTSGAGTMETGFDHYAPMAGPPRVRRRSGPDPFKPVEYLLQ  643

>WP_052865430.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
niger]
Length=649

 Score = 338 bits (868),  Expect = 5e-104, Method: Compositional 
matrix adjust.
 Identities = 227/633 (36%), Positives = 327/633 (52%), Gaps = 
48/633 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ GTT TDT  +ERQRGIT++
+AV 
Sbjct  12   
RTLNIGILAHVDAGKTSLTERLLHDTGAIDRLGSVDAGTTHTDTGTVERQRGITVRSAVV  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VNI+DTPGH DF+AEV R+L VLDGA+LV+SA +GVQA +R+L   L 
+M +
Sbjct  72   
SFTVGTTRVNIIDTPGHADFVAEVERALGVLDGAVLVLSAVEGVQAHSRLLMRTLHEMRL  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIE  173
            PT++F+NKID+AG     ++  VR KL+  ++    V           P  + E +    
Sbjct  132  
PTLLFVNKIDRAGACHDGLLADVRRKLTPHLVPMTAVRGLGTRAARTVPHSLDEADFRTR  191

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E +D LL + + G   +  +L      R       PVY+GSA  G G+ 
PL+D 
Sbjct  192  
VAETLAETDDALLARVVDGPYPTAAELRTALADRTARGLAHPVYFGSALSGEGVAPLLDG  251

Query  234  VTGLFQPIGEQGSAALC---
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            +TGL  P             G+VF VE+T  G R  Y+RLYSG L  R    L  



RE   
Sbjct  252  
ITGLLPPAAVPEPEPAPQPRGTVFAVEHTASGARSAYVRLYSGELAARQRATLHRREPDG  311

Query  288  -----KLKITEMRIPSKGEIVRTDTAY---PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRW  338
                   +IT + +    +     T +   PG I  I     +R+ D LG P     
+  
Sbjct  312  TPYTYSGRITALEVVGAAD----
GTGHRLTPGNIARIRGVTGIRVGDRLGAPDDEAHR--  365

Query  339  REDPLPMLRTTIAPK--TAAQRERLLDALTQLADTDPLLR-
CEVDSITHEIILSFLGRVQ  395
               P P LRT + P+        RL  AL +LA+ DPL+  C     T  ++L   
G +Q
Sbjct  366  PHFPAPTLRTVVRPREPGPGAAARLHAALRRLAEEDPLIHACAEPDGTTSVLLH--
GEMQ  423

Query  396  LEVVSALLSEKYKLETVVKEPSVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVTPL  452
             E+++A L+++Y ++       V+  ERP    +A     H    P+  WA+IGL 
V P 
Sbjct  424  
KEIIAAALADEYGIDATFTPSRVVCRERPAGTGEAVEELGHRAPAPSGHWATIGLRVDPA  483

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
            + G+G  +     LG L ++F  A+ + +   L +G  GW+VTDC +      +  
PVST
Sbjct  484  
AHGTGAAFRYETELGALPRAFHAAIEETVHAALRRGPHGWSVTDCTVTLIRSGFVGPVST  543

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR L P+VL +AL  +GT++ EPY +F    P + L      A   C T   A 
+ +
Sbjct  544  AADFRGLTPLVLARALDRAGTRVYEPYHAFEADVPADALP-----
AVTACLTALGADIAE  598

Query  573  DEV------VFTGEIPARCIQAYRTDLAFYTNG  599
                     +  G +PAR +      L   ++G
Sbjct  599  TTADAAAAWLIKGTLPARHLHTVERRLPGLSHG  631

>WP_095565394.1 GTP-binding protein [Plantactinospora sp. KBS50]
 ASW55248.1 GTP-binding protein [Plantactinospora sp. KBS50]
Length=671

 Score = 339 bits (870),  Expect = 5e-104, Method: Compositional 
matrix adjust.
 Identities = 239/671 (36%), Positives = 345/671 (51%), Gaps = 
39/671 (6%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LLYA+GAI  PGSV+ G+TRTDT+ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLYAAGAIDAPGSVDDGSTRTDTLALERQRGITIRSAVV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  63   
SFRVGDVAVNLIDTPGHPDFIAEVERALGVLDGAVLVVSAVEGVQAQTRLLMRTLRRLGV  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIE  173
            PT++F+NKID+AG     ++  + ++LS  ++   TV        +  P           
Sbjct  123  
PTLLFVNKIDRAGARPDDLLAGLAEQLSPAVVPLGTVVSAGRREAAYRPYPAAAARPRDR  182

Query  174  AWDAVIENNDKLLEKYIAGEPIS------
REKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
              D + + +D LL  Y+  +P S      R  LV + +R    A++ PV +GSA  
G G+
Sbjct  183  TLDVLADRDDALLAAYVR-DPASVTPARLRAALVTQSRR----
AAVHPVLFGSAITGAGV  237

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+ A+  L        +    G+VFKVE    G++  Y+R+++GTLRLRD V  
A   
Sbjct  238  
DALLAALPELLPAAAGDAAGPAAGTVFKVERGPAGEKLAYVRMFAGTLRLRDRVGAAADR  297

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPL---  343
              ++T + +   G  VRTD    G I  +   S +R+ D +GD                 
Sbjct  298  
PDRVTGIELFDGGTTVRTDALPAGRIGRVRGLSRIRIGDPVGDAVGAAVDGTAGGAAGGH  357

Query  344  ----
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T + P  AA R  +  AL QLA+ DPL+    D +  EI +S  G VQ 
EVV
Sbjct  358  
RFAPPSLETVVLPVRAADRAAVHAALGQLAEQDPLINLRQDDVRQEISVSLYGEVQKEVV  417

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             A L+  Y L    +E + I +ERP+   +    I    NPF  +IGL V P  L 
SG++
Sbjct  418  
EATLAAGYGLAVTFRESTTICIERPVHTGAAVEVIGAKDNPFLGTIGLRVEPAPLDSGIE  477

Query  460  



YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------  507
            +   +  G L  +F  A+ + +R  L QGL GW VTDC++      Y+            
Sbjct  478  
FRLGIEPGALPLAFLRAIEETVRETLGQGLCGWAVTDCRVTLIRSGYWARQSHSHGVFDK  537

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            S  ST  DFR+L P+VL  AL+ +GT++ EP   F L  P + L           A    
Sbjct  538  
SMSSTAGDFRNLTPLVLMAALRRAGTRVYEPMHRFRLDIPADLLGPVLAALSTLEAVPRG  597

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
            ++         G +PA  +      L   T G          ++   G    + R  
++ 
Sbjct  598  
SEPHGRTYTIHGVVPAARVHDLERRLPGLTRGEGTLEAAFDHHRQVRGAAPTRTRSDHNP  657

Query  628  LDKVRHMFQKV  638
            LD+  ++   V
Sbjct  658  LDRRAYLLHVV  668

>WP_039276861.1 GTP-binding protein [Clostridium botulinum]
 KEI06038.1 translation elongation factor G [Clostridium botulinum 
C/D str. 
BKT75002]
 KEI06865.1 translation elongation factor G [Clostridium botulinum 
C/D str. 
BKT2873]
Length=665

 Score = 339 bits (869),  Expect = 5e-104, Method: Compositional 
matrix adjust.
 Identities = 198/614 (32%), Positives = 332/614 (54%), Gaps = 
19/614 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVD GKTT TE ++Y +G I E GSV+KG+++ D   +ERQRGITI +  
TSFQ
Sbjct  6    
NIGIVAHVDGGKTTTTEQIMYLAGIIRELGSVDKGSSKMDYNSIERQRGITIFSEQTSFQ  65

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N++DTPGH+DF +E+ RSL VLDGAIL+ISA +GVQA T  +++ LRK 
NIPT+
Sbjct  66   
WKEANINLIDTPGHIDFSSELERSLKVLDGAILIISAVEGVQAHTETIWNLLRKNNIPTL  125

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEEN-------TD  171
            IFINK+D+ G  +  + + +   L+ D   I +T  +  +      +++EN         



Sbjct  126  
IFINKLDRIGASIDRIYKDIEKNLTKDYFPIHKTEKIEKDFEDIIDLIDENEFSKDSQEK  185

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            I   + + E ++++LEKY+ GE I+R   + + Q  V+    FPV  GSA KG+GI
+ L+
Sbjct  186  
IMLLEKLAEKDEEILEKYLEGEEITRNIFISKVQNLVKQCDTFPVLLGSAIKGIGIEKLL  245

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            D+V  L             G ++KV++ +   +  Y+++ +G +++RD++  +  E
+ KI
Sbjct  246  
DSVVQLLPYHSGNNDKEFSGIIYKVKFDESIGKLCYIKVINGVIKIRDSIYNSFGEEEKI  305

Query  292  TEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R  +  + +  +    GEI V+    +V+ NDVLG+   +       +   + 
R  +
Sbjct  306  
TQIRKYNGEKYINVECLTSGEIGVVCGLKNVKANDVLGNSKDINNSHTINESALISR--V  363

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   + + LL AL  L + DP L  + +S   E+ +S  G + +EV+  ++ E+
+ +E
Sbjct  364  
IPKYEEKLQELLKALQILNEEDPTLHLQWNSENKELSISIKGSIHMEVLKEVIKERFNIE  423

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                EP V Y+E   + +    H E  P   +A + +++ P   G GV++ S ++   
L 
Sbjct  424  VEFLEPKVNYIETVEEVSKGFCHFE--
PKKHYAEVEVAIEPNYRGKGVEFISEINGDVLP  481

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +QN +       +  G L G  VTD KI    G Y+   +   DFR      + 
QAL+
Sbjct  482  
YQYQNNIEKAAFEAMLHGPLIGGKVTDIKIKLINGKYHLEHTHGGDFRIATIRAVYQALQ  541

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP   + +   +E   +   D  K     +  ++ +D+++   E+P      
Y
Sbjct  542  
KNKVILLEPVYKYKIIVDKETGGKVMTDILKMGGEFKEPEISEDKMIIKAEVPVATSMNY  601

Query  590  RTDLAFYTNGRSVC  603
            +  L   T+G+++ 



Sbjct  602  KLQLLSATSGKAIV  615

>WP_026413758.1 GTP-binding protein [Actinomadura oligospora]
Length=648

 Score = 338 bits (867),  Expect = 6e-104, Method: Compositional 
matrix adjust.
 Identities = 232/661 (35%), Positives = 340/661 (51%), Gaps = 
51/661 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+G+LAHVDAGKT+LTE LL+ +GAI   GSV+ G T TDT  LER+RGITI
++AV
Sbjct  1    
MTTLNLGVLAHVDAGKTSLTERLLFDAGAIRRLGSVDGGDTHTDTGDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN+VDTPGH DF AEV R+L VLD A+LV+SA +GVQA+TR+L   
LR+  
Sbjct  61   
ATFALGGLTVNLVDTPGHTDFTAEVERALGVLDAAVLVLSAVEGVQARTRVLARTLRRRG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDI  172
            +PT++F+NK+D+ G     ++ +VR +L        +   I  + V ++P    +     
Sbjct  121  
VPTLLFVNKVDRTGARDAELLAAVRRRLFPGAVALNAVHGIGTKAVRVTPHDFADPMFRE  180

Query  173  EAWDAVIENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               + + E++D LL   + G   EP SR ++    Q     A+  P+ +GSA  G 
G Q 
Sbjct  181  FVAETLAEHDDALLADLVDGRVPEP-SRVRVGLRSQTAAAQAT--
PLVFGSALNGQGTQD  237

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG----  285
            L+DA+     P     SA   G++F +E    G++   LRL+ G LR R+ V L      
Sbjct  238  
LLDAIAAYLPPARGDASAPPRGTIFALERAASGEKTALLRLFDGELRPREKVTLRSVGVL  297

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEI-------------
VILPSDSVRLNDVLGDPTR  332
              + ++T +++   G      TA PG+I             V+  S S    DV  
D   
Sbjct  298  DRQARVTSLQVAGDGR-----TAGPGDIARVRGLAEARVGDVVTTSGSATTADV--
DEPE  350

Query  333  LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII-
LSFL  391
              R        P L T +  +  A   RL  AL +LA+ DPL+  +V  +      



+   
Sbjct  351  FGR--------PTLETVVRARDGADASRLRAALLRLAEEDPLI--
DVSPLPGGTTSVRLF  400

Query  392  GRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSV  449
            G VQ EV++  L E + ++   +E   +++ERP  +  A+  +        FWA
+IGL V
Sbjct  401  
GEVQKEVIATTLRETFGVDAEFEESRTVHLERPAGVGEAAEDMDWRRRRPDFWATIGLRV  460

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             P   GSGV +     LG L  +F  A+ + +   LEQGL GW VTDC +      
+  P
Sbjct  461  
EPGPPGSGVVFRRETELGALPAAFDRAIVETVHLTLEQGLRGWPVTDCVVTLTASGFAGP  520

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            VST ADFR L P+VL +AL ++GT++ EPY  F L  P++ LS          A +  
A+
Sbjct  521  
VSTAADFRGLTPMVLMRALAQAGTRVYEPYRRFELEIPEDALSAVTARLAALGADLRDAK  580

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
               +     GE+PAR + A+  +L   T G  V      G +   G+P  +PR     
LD
Sbjct  581  
PDPEGWRIEGELPARRVGAFERELPGLTGGEGVWWPRPAGDRPVPGRPPARPRTGPDPLD  640

Query  630  K  630
            +
Sbjct  641  R  641

>AUI41095.1 tetracycline resistance ribosomal protection protein, 
partial 
[Lactobacillus sp.]
Length=196

 Score = 322 bits (826),  Expect = 6e-104, Method: Compositional 
matrix adjust.
 Identities = 151/196 (77%), Positives = 173/196 (88%), Gaps = 0/196 
(0%)

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  1    
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  60



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG
+QYE
Sbjct  61   
LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYE  120

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            S VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAP
Sbjct  121  
SSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAP  180

Query  522  IVLEQALKESGTQLLE  537
            IVLEQ LK++GT+LLE
Sbjct  181  IVLEQVLKKAGTELLE  196

>WP_063274413.1 GTP-binding protein [Amycolatopsis keratiniphila]
 ONF67882.1 GTP-binding protein [Amycolatopsis keratiniphila subsp. 
keratiniphila]
Length=629

 Score = 338 bits (866),  Expect = 6e-104, Method: Compositional 
matrix adjust.
 Identities = 212/634 (33%), Positives = 336/634 (53%), Gaps = 
18/634 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEYLNLGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VAFRVGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALKRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IP +IF+NKID+AG     ++  + ++L    +    V     +   V   +      
+ 
Sbjct  121  
IPVLIFVNKIDRAGARDNGLLGDLAERLGVACVPMSEVDGIGTASAKVRPLSPSSRQAEQ  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E++D  L  Y+  + ++ +    E  R+ +   + PVY+GSA+ G GI  L   
+   



Sbjct  181  LAEHSDAFLTAYLE-
DTLTAQDYQDEIVRQTRLGVVSPVYFGSARSGEGIAELTSGIREF  239

Query  238  FQPIGEQG-SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---AG--
REKLKI  291
                G+      L  +VFK+E     ++  Y+R++SG L  RD V      G    
+ K+
Sbjct  240  
LAGAGKPAPDDRLRAAVFKIERGRAHEKIAYVRVFSGELGARDHVPFHRPGGTFTAEAKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            + +R+   G+      A  G+I  +     +R+ D++G P     +   + P P L 
T +
Sbjct  300  SAVRVFELGDETVEGRARAGQIAKVTGLKEIRIGDLVGVPD--
DERASTQFPPPALETVV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P   A+   +  AL +LA+ DPL+    D  T  I +   G VQ E+++  L+ +
+ L+
Sbjct  358  
IPAGPAETAAVFTALQELAEQDPLITVRQDDETRRISVRLYGEVQKEIIAETLAIEHGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                    + +ERP+        I    NP +A++GL V P + GSG+ +   V 
LG L 
Sbjct  418  
VGFSLTRPVCVERPIGTGHSVWLITEKRNPHFATVGLRVGPGAPGSGLTFGLDVELGSLP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   DFR + P VLE
+AL++
Sbjct  478  
LAFHKAIEETVDATLRRGRSGREVIDCVVTVTHTGYFSPVSAAGDFRKVTPFVLEEALRD  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT++LEP     +  P   ++       +   T+  + V+ D    TG +P   +  
+ 
Sbjct  538  
AGTEVLEPVSRIEVELPAGSVTATLSRLVEGGGTVTGSVVRGDRAELTGLLPLGEVARFE  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
              L   T+G  +  TE  GY     +P + P RP
Sbjct  598  QHLPGLTHGEGLMTTEPAGY-----RPGVSPNRP  626

>BAF95546.1 tetracycline resistance protein, partial 
[Brachybacterium sp. 
APFTCR24]
Length=205



 Score = 323 bits (827),  Expect = 7e-104, Method: Compositional 
matrix adjust.
 Identities = 150/202 (74%), Positives = 176/202 (87%), Gaps = 0/202 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIIL 
FLG
Sbjct  4    
LPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILPFLG  63

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  64   
KVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  123

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  124  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  183

Query  513  PADFRSLAPIVLEQALKESGTQ  534
            PADFR LAPIVLEQ LK++GT+
Sbjct  184  PADFRMLAPIVLEQVLKKAGTE  205

>WP_095315242.1 tetracycline resistance ribosomal protection 
protein, partial 
[Staphylococcus aureus]
 PAH42589.1 tetracycline resistance protein tetQ, partial (plasmid) 
[Staphylococcus 
aureus]
Length=497

 Score = 333 bits (854),  Expect = 7e-104, Method: Compositional 
matrix adjust.
 Identities = 172/461 (37%), Positives = 272/461 (59%), Gaps = 7/461 
(2%)

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND L EKYI G+ I+ ++        V   +L+PV +GSA K +GI  L+ A+T      
Sbjct  35   
NDYLAEKYINGDVITEKEYDNVFLDEVNSCNLYPVLHGSALKDIGIDELLFAITNYLPVN  94

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKG  300
             +  +  L   V+K++  +  ++  +LR++SG ++ R  V +   E+  KI  +     



G
Sbjct  95   
NDNITDNLSAYVYKIDRDEESRKITFLRVFSGNIKTRQEVPINDTEETFKIKSLESIMNG  154

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EIV+ D    G+I I+ + +S+++ D +G+  +  R    +   P LR +I P   
++R 
Sbjct  155  EIVKVDQVNSGDIAIISNANSLKIGDFIGE--
KYDRVLDIKIAQPALRASIKPYDLSKRS  212

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L+ AL +L + DP L CE++  T EIIL   G +Q+E++ +LL  +YK++    E   
I
Sbjct  213  
KLIGALFELTEEDPFLDCEINGDTGEIILKLFGNIQMEIIESLLKNRYKIDAKFGELKTI  272

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y ERP + +   I IEVPPNP+WASIGLS+ PL + SG+ Y++ VS GYLN 
SFQNAV+D
Sbjct  273  
YKERPKRNSKAVIXIEVPPNPYWASIGLSIEPLPIXSGLLYKTEVSYGYLNNSFQNAVKD  332

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +    ++GL+GW VTD K+ F+ GLYYS VST + FR+L P V   AL+++GT+
+LEPY
Sbjct  333  
AVEKXCKEGLYGWEVTDLKVTFDXGLYYSXVSTXSXFRNLTPYVFWXALRKAGTEILEPY  392

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            L + +  P ++  R   D  K  A+IE    K +E   +G+IP    ++Y+++L  
Y+NG
Sbjct  393  
LKYTVQVPNDFCGRXMSDLRKMRASIEDIIAKGEETTLSGKIPVDTSKSYQSELLSYSNG  452

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPN---SRLDKVRHMFQK  637
            + + +TE  GY    G+ +    R N   S  + +R++FQK
Sbjct  453  KGIFITEXYGYDIYNGESITNDIRNNDNDSSKEGLRYLFQK  493

>BAF02689.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya004]
 BAF02690.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya016]
 BAF02691.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya030]
 BAF02692.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya033]
 BAF02693.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya045]



 BAF02694.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya059]
 BAF02695.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya090]
 BAF02696.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya091]
 BAF02697.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya094]
 BAF02698.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya100]
 BAF02699.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya101]
 BAF02700.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya103]
 BAF02701.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya110]
 BAF02702.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya111]
 BAF02703.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya115]
 BAF02704.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya121]
 BAF02705.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya123]
 BAF02706.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya125]
 BAF02707.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya129]
 BAF02708.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya131]
 BAF02709.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya133]
 BAF02710.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya142]
 BAF02711.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya148]
 BAF02712.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya150]
 BAF02713.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya155]
 BAF02714.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya186]
 BAF02715.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya208]
 BAF02716.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya228]
 BAF02717.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya230]
 BAF02718.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya244]
 BAF02719.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya246]
 BAF02720.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya248]



 BAF02721.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya249]
 BAF02722.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya258]
 BAF02723.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya262]
 BAF02724.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya280]
 BAF02725.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya296]
 BAF02726.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya302]
 BAF02727.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya303]
 BAF02728.1 tetracycline resistance protein, partial [Vibrio sp. 
04Ya305]
 BAF02729.1 tetracycline resistance protein, partial [Shewanella sp. 
04Ya007]
 BAF02730.1 tetracycline resistance protein, partial [Shewanella sp. 
04Ya112]
 BAF02731.1 tetracycline resistance protein, partial [Sporosarcina 
sp. 04Ya192]
 BAF02732.1 tetracycline resistance protein, partial [Paenibacillus 
sp. 04Ya254]
 BAF94174.1 tetracycline resistance protein, partial [Bacillus sp. 
T1S013]
 BAF94179.1 tetracycline resistance protein, partial [Bacillus sp. 
T1B045]
 BAF94180.1 tetracycline resistance protein, partial [Bacillus sp. 
T1B046]
 BAF94181.1 tetracycline resistance protein, partial [Bacillus sp. 
T1B050]
 BAF94182.1 tetracycline resistance protein, partial [Bacillus sp. 
T2S053]
 BAF94183.1 tetracycline resistance protein, partial [Bacillus sp. 
T2S054]
 BAF94184.1 tetracycline resistance protein, partial [Bacillus sp. 
T2S055]
 BAF94185.1 tetracycline resistance protein, partial [Bacillus sp. 
T2S056]
 BAF94186.1 tetracycline resistance protein, partial [Bacillus sp. 
T2S061]
 BAF94187.1 tetracycline resistance protein, partial 
[Actinomycetales bacterium 
T2S067]
 BAF94188.1 tetracycline resistance protein, partial [Bacillus sp. 
T2S068]
 BAF94189.1 tetracycline resistance protein, partial [Bacillus sp. 
T2S073]
 BAF94190.1 tetracycline resistance protein, partial [Flavobacterium 
sp. 
T2B079]
 BAF94191.1 tetracycline resistance protein, partial [Bacillus sp. 
T2B083]



 BAF94192.1 tetracycline resistance protein, partial [Bacillus sp. 
T2B084]
 BAF94193.1 tetracycline resistance protein, partial [Bacillus sp. 
T2B089]
 BAF94194.1 tetracycline resistance protein, partial [Bacillus sp. 
T2B090]
 BAF94195.1 tetracycline resistance protein, partial [Bacillus sp. 
S3S128]
 BAF94196.1 tetracycline resistance protein, partial [Bacillus sp. 
S3S144]
 BAF94197.1 tetracycline resistance protein, partial [Bacillus sp. 
T2B086]
Length=205

 Score = 323 bits (827),  Expect = 7e-104, Method: Compositional 
matrix adjust.
 Identities = 151/202 (75%), Positives = 173/202 (86%), Gaps = 0/202 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP++   E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  4    
LPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLG  63

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV PL
Sbjct  64   
KVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPL  123

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  124  
PLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  183

Query  513  PADFRSLAPIVLEQALKESGTQ  534
            PADFR LAPIVLEQ LK++GT+
Sbjct  184  PADFRMLAPIVLEQVLKKAGTE  205

>WP_037671305.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
griseus]
Length=633

 Score = 338 bits (866),  Expect = 7e-104, Method: Compositional 
matrix adjust.
 Identities = 234/636 (37%), Positives = 330/636 (52%), Gaps = 
34/636 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MQTLNIGILAHVDAGKTSLTERLLFDHGALDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F  H  ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTAHGTQINLIDTPGHSDFIAEVERALEVLDGAVLVLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--IKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG   + ++  +R +L+  ++   + T   +P+  V     D+ 
A + 
Sbjct  121  
LPTLVFVNKIDRAGARAEGLLADIRRRLTPLVVPLTRVTGIGTPDARVGPCPLDLPAAET  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   + + L      R  D S+ PVY+GSA  G G+  L   
V GL
Sbjct  181  LAEVDTGILAAVVDGPEPTPDTLRAALAARTADGSVHPVYFGSALGGQGVAEL---
VGGL  237

Query  238  FQPIGEQGSAALC-------------
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
             + + E G+A                G+VF V     G+R  YLRLY G +  R  
+   
Sbjct  238  
VRLLPEPGTAPASEPEPAAPADAAPRGTVFAVRPGPGGERTAYLRLYEGEVTARQRLTFL  297

Query  285  GREKLKITEMRIPSKGE----IVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWR  339
             RE    T   IP +      I R      G I  L     +R+ D LG P   P 
+  R
Sbjct  298  RREADGRT-TEIPGRANRLEVIGRGGPLTGGNIATLTGVAGLRVGDRLGAPP--
PDRAPR  354

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P P L T    +   Q  RL  AL  LAD DPLL           +L + G 
VQLEVV
Sbjct  355  FAP-PTLETLARARRPEQAARLRSALLALADQDPLLHARPADDGATALLLY-
GEVQLEVV  412

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGS  456
            +A L++ + +E   +   V  +ERP  A +     E+P      +WA+IGL V P   
GS



Sbjct  413  AATLAQDFGVEADFEPGRVRLLERP--
AGTGEAWEELPWLDHTRYWATIGLRVEPGPYGS  470

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G  +     LG L ++F  AV D +   L  G  G  VTD ++      +  P+ST 
ADF
Sbjct  471  
GGVFTYETELGALPRAFHQAVEDTVHGTLRDGPHGRPVTDYRVTLIRSGFAPPLSTAADF  530

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L PIVL +AL  +GT++ EPY +F    P + L+          A  +         
V
Sbjct  531  
RGLTPIVLRRALARAGTRVYEPYHAFEAEVPPDALAPVTARLASLGAEFKETTGGSTAWV  590

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
             TGE+PAR ++     L   T+G  V  +   G +A
Sbjct  591  ITGELPARHVREAELRLPGLTHGEGVWWSRPSGDRA  626

>WP_091039199.1 GTP-binding protein [Glycomyces harbinensis]
 SDE14283.1 ribosomal protection tetracycline resistance protein 
[Glycomyces 
harbinensis]
Length=635

 Score = 338 bits (866),  Expect = 8e-104, Method: Compositional 
matrix adjust.
 Identities = 226/654 (35%), Positives = 339/654 (52%), Gaps = 
51/654 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD+M LER
+RGITIQ+AV
Sbjct  1    
MSYLNLGILAHVDAGKTSLTERLLFDAGIIDHVGSVDSGSTQTDSMDLERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+LF  L 
++ 
Sbjct  61   
VAFRLGGLTVNLIDTPGHTDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVLFRTLERLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-----  175
            +PT++F+NK+D+ G     +++ +  KLS  ++    V      +  +   +EA+     
Sbjct  121  VPTLLFVNKVDRRGAREADLLEDLAAKLSPRLLPMGAV----
RAIGTKAASVEAFSFARP  176

Query  176  -------



DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                   + + E +D  L +Y+   P S +    E   +V+     PVY+GSA  G 
G+ 
Sbjct  177  EFTERAVEMLTEGSDDFLAEYVE-RPESLD-
CDGELAAQVRSGRAHPVYFGSAVTGAGVA  234

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L + V                G+VFKVE+   GQ+  Y+RL  G +  R+ +A+  
R +
Sbjct  235  
ALTEGVRRYLPAPVRDVHGEPRGTVFKVEHGAAGQKVAYIRLRGGRIAPREHLAVFRRGE  294

Query  289  L--------KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWR  339
                     K+T + + + G    T  A PG I  +     VR+ D +G P  L    
+ 
Sbjct  295  
RGVVESFEGKVTGVEVFATGTSTVTAVAEPGSIAKVRGLVDVRIGDAIGSPDELAAGGFF  354

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L TT+ P   A R  L  AL  LA+ DPL+   +D ++ E+ +   G VQ 
EVV
Sbjct  355  TP--
PTLETTVRPARPADRVPLNRALLSLAERDPLVDPHLDELSEEMAIRLYGEVQKEVV  412

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP---
NPFWASIGLSVTPLSLGS  456
            ++LL E++ +    +E   I++ERP  A    +H E+ P    P  A++GL + P   
GS
Sbjct  413  ASLLLEEFGIGVAFEETRAIHIERP-NAVVSALH-
EMGPWQQTPHLATVGLRLEPGEPGS  470

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y   V  G L ++ +NAV + +   L +G+FGW V DC++      Y    ST  
DF
Sbjct  471  
GLAYGLEVERGSLTRALRNAVEETVHEVLRRGVFGWAVRDCRVYLTATGYIGRASTAGDF  530

Query  517  RSLAPIVLEQALKESGTQLLEPYLSFILYAPQ-------
EYLSRAYHDAPKYCATIETAQ  569
            R +   +L++ LKE+GT + EP   F +  P        + L  A  D     +T  
T  
Sbjct  531  
REVTKFLLDEMLKEAGTTVCEPVNRFDVEFPAGTGNAVLKALGEARSDIKGQFSTETTGY  590

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  
623
            V       +G +P   +      L   T G ++  TE   Y+   G P   PRR
Sbjct  591  V-------SGFMPTEAVHGLERRLPGITEGLALFTTEFAEYRPVFGTP---PRR  
634



>WP_064694617.1 GTP-binding protein [Rhizobium aegyptiacum]
Length=647

 Score = 338 bits (866),  Expect = 8e-104, Method: Compositional 
matrix adjust.
 Identities = 223/649 (34%), Positives = 339/649 (52%), Gaps = 
20/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGDTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR+M 
Sbjct  61   
VSFAIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   Q V+ ++   LS   I   TV           +L+P    
+E 
Sbjct  121  
VPFVFFVNKVDRLGARYQEVLAALAAHLSVRPIAMSTVIDAGSKLARVEALAPR---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ E+L R    +V    + PV  G+A  G 
GI 
Sbjct  178  
LFSALCEALGENDEALLDDYVLAPDRLTGERLGRSLADQVARGQVHPVLAGAAMTGAGIS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  YL L SGT+RLR  + L  
+  
Sbjct  238  
ALASAIGTILPERRPDPDGPVAGKIFKIERGWGGEKLCYLSLTSGTVRLRQFLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T +++  +G +   D    G+I  +       + D +G     P+  +     
P L 
Sbjct  297  ERVTAIQVFEEGRVHGADGLRAGQIARVSGLAGAWIGDAVGGDPVGPQAHFAP---
PTLE  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL ++A+ DPL+    +  T E+ +S  G VQ EV+ + L   



+
Sbjct  354  
TRVLARRPSDKAALWLALNRMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI  ERP+   +    +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  414  
GLEASFEESTVILAERPVGIGAGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVDVG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  474  
QMPVAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       K  AT   + +        G + +
+ ++
Sbjct  534  
LSAAQTVLCEPVDRFYLEAPAESLSGVLTLLAKSGATTMDSVIVDSVARLDGTMASQMVR  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              +  L   T+G     T    Y  A G P ++ R   +  + V ++ +
Sbjct  594  NVQQQLPGLTSGAGTMETAFDHYAPAAGPPRLRRRSGPNPFNPVEYLLR  642

>WP_077978721.1 GTP-binding protein [Rhizobium laguerreae]
 OOO48400.1 GTP-binding protein [Rhizobium laguerreae]
Length=651

 Score = 338 bits (867),  Expect = 9e-104, Method: Compositional 
matrix adjust.
 Identities = 232/651 (36%), Positives = 348/651 (53%), Gaps = 
23/651 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------



SLSPEIVLEEN  169
            +P V F+NK+D+ G   Q V++++  +LS   I    V           +LSP     
E 
Sbjct  121  
VPFVFFVNKVDRLGARYQEVLETLAAQLSVRPIAMSAVIDAGSKLAGVEALSPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LLE Y+ A E ++ E+L R    +V    + PV+ G+A  G
+GI 
Sbjct  178  
LFSALCEALGENDEALLEDYVLAPERLTEERLGRSLAGQVARGLVHPVFAGAAMTGVGIA  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  YL L SGT+RLR  + L  
+  
Sbjct  238  
ALATAIATILPERRPDPDGPVAGKIFKIERGWGGEKLCYLSLTSGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T +++  +G     D+   G+I  +      R+ D V GDP  L  +R    P 
P L
Sbjct  297  ERVTAIQLFEQGRSHGVDSVRAGQIARVGGLTGARIGDAVGGDP--
LSARRAYFAP-PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  +++  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + 
L   
Sbjct  354  
ETRVLARRPSEKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L+   +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLDASFEESTVILVERPVGTGTGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  A+ + +   L+QG+FGW V DC +      + SP S  ADFR L P 
VL  
Sbjct  474  
GQMPAAFYRAIEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASAAADFRQLTPWVLAT  533

Query  527  ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARC  585
            AL  + T + EP   F L AP E LS       K  A + T  V  D V    G + 
++ 
Sbjct  534  ALSAAETVICEPVDGFNLEAPAESLSGVLTLLAK-
SAAVTTGSVIADGVARLEGTLASQM  592



Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +Q+    L   T+G     T    Y    G P ++ R      + V ++ +
Sbjct  593  VQSVHQQLPGLTSGVGTMETGFDHYAPMAGPPRLRRRSGPDPFNPVEYLLR  643

>WP_064536790.1 GTP-binding protein [Streptomyces sp. SAT1]
 ANH94804.1 GTP-binding protein [Streptomyces sp. SAT1]
Length=656

 Score = 338 bits (867),  Expect = 9e-104, Method: Compositional 
matrix adjust.
 Identities = 230/655 (35%), Positives = 341/655 (52%), Gaps = 
25/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M ++N+GILAHVDAGKT+LTE LL++ G     GSV+ G TRTDT+ LERQRGITI
++AV
Sbjct  1    
MHLLNLGILAHVDAGKTSLTERLLHSVGVTDRLGSVDSGDTRTDTLALERQRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++ TPGH DF+AEV R L VLDGA+LV+SA +GVQAQ+R+L   
LR++ 
Sbjct  61   
VSFPVDDVTVNLIYTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQSRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-
SPEIVLEENTDIEAWDAV  178
            IPT++F+NKID+ G     V+++V  +L+  ++ + +T  L +P           A 
+ +
Sbjct  121  
IPTLLFVNKIDRRGAREDDVLRAVARRLTPAVVPMGRTRHLGTPRARFVPGLAPTAAEVL  180

Query  179  IENNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             +++D LL  Y+     P      + ++ RR   A + PVY+GSA  G G+  L+  
+  
Sbjct  181  ADHDDDLLTAYVEDRLHPARVRAALADQTRR---
ALVHPVYFGSAITGAGVDALIGGIRD  237

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMR  295
            L         A +  +VFKV+  + G++  Y R++SGTLR+RD +     R + 
+IT + 
Sbjct  238  
LLPAADGDPDAPVSATVFKVDRGEAGEKVAYARVFSGTLRIRDRLPYGEPRTEGRITALG  297

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +   G  VR D    G I  L     +R+ D LG P   P   +     P L + +    
Sbjct  298  VFDHGTDVRADAVPAGRIARLWGLAGIRIGDTLGVPRPAPGHVFAP---



PTLESVVVAAP  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               R  L  AL +LA+ DPL+    D    +  +S  G VQ EVV A L++++ L+   
+
Sbjct  355  
GTDRGALHLALARLAEQDPLIGLRHDEARGQTSVSLYGEVQKEVVQATLADEFGLDVAFR  414

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E + + +ERP    +   + +   NPF A++GL V P   G+G+     V LG +  
+F 
Sbjct  415  
ETTPLCVERPTGTGAAVEYNKKDGNPFLATVGLRVDPAPAGTGIVLRREVELGSMPYAFF  474

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEY------------
GLYYSPVSTPADFRSLAPI  522
             A+ D +R GL QG  GW VTDC +   +            G   S  ST ADFR 
L P+
Sbjct  475  
KAIEDTVREGLGQGPHGWQVTDCTVTLTHCGYSPRQSHAHQGFDKSMSSTGADFRGLTPL  534

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL+ +GT + EP   F   AP + L           A   T + +    V  
GE+P
Sbjct  535  
VLMTALRRAGTLVHEPLHRFTAEAPADTLGALLPVLAALHAVPRTTRTRGAVCVLEGEVP  594

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQ-PRRPNSRLDKVRHMFQ  
636
            A  + A    L   T G     +  + Y      PV + PR  ++ LD+  ++  
Sbjct  595  AARVHALEQRLPGLTRGEGELDSAFERYAPVRSGPVPERPRTDHNPLDRKEYLLN  
649

>WP_064810768.1 MULTISPECIES: GTP-binding protein [Rhizobium]
 ANK92330.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N6212]
 ANK98370.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N621]
 ANL04449.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium etli]
 ANL10562.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N1341]
 ANL22614.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N113]
 ANM35293.1 translation elongation factor/tetracycline resistance 



protein 
[Rhizobium sp. N871]
 ANM41405.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N741]
Length=648

 Score = 338 bits (866),  Expect = 9e-104, Method: Compositional 
matrix adjust.
 Identities = 221/649 (34%), Positives = 340/649 (52%), Gaps = 
19/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   Q V++++  +L    I   TV           +L+P    
+E 
Sbjct  121  
VPFVFFVNKVDRLGARYQEVMEALAAQLFVRPIAMSTVIDAGSKLARVEALAPR---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G
+GI 
Sbjct  178  
LFSALCEALGENDEALLDDYVLAPDRLTNERLGRSLADQVARGLVHPVFAGAAMIGVGIS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  YL L SGT+ LR  + L  
+  
Sbjct  238  
DLASAIATILPERRPDADGPVAGKIFKIERGWGGEKLCYLSLTSGTVWLRQNLNLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T +++   G I   ++   G+I  +      R+ D +G   R P  +    P 
P L 
Sbjct  297  ERVTAIQLFEDGRIHGAESLRAGQIARVSGLAGARIGDAVGG-DRFPGGQAHFAP-
PTLE  354



Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  +    L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+
Sbjct  355  
TRVLARRPSDEAALWLALNQMAEQDPLINLRRNDETDEVFVSLYGEVQKEVIQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+   +E +VI  ERP+   +    +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  
SLDARFEESTVILAERPVGIGTGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVDVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       +  A    + +        G + +
+ ++
Sbjct  535  
LSAAQTVLCEPVDRFRLEAPAESLSGVLTLLARSAAMTTDSVIADSVARLEGTMASQMVR  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            + +  L   T+G     T    Y    G P ++ R      + V ++ +
Sbjct  595  SVQQQLPGLTSGAGTMETAFDHYAPMAGPPRLRRRSGPDPFNGVEYLLR  643

>AFU65884.1 DacR1 [Dactylosporangium sp. SC14051]
Length=662

 Score = 338 bits (867),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 218/644 (34%), Positives = 329/644 (51%), Gaps = 
37/644 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++NIGI+AHVDAGKT+LTE +L+ SG I   GSV+ G T+TD+M LER+RGITI+
+AV +
Sbjct  1    
MLNIGIVAHVDAGKTSLTERILFHSGVIGRIGSVDDGDTQTDSMDLERRRGITIRSAVVA  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F     +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  AL +
+ IP
Sbjct  61   
FTVGDLRVNLIDTPGHPDFIAEVERVLRVLDGAVLVLSAVEGVQAQTRVLMRALTRLRIP  120



Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWDAV  178
             ++F+NKID+ G     ++  +R  L+       TV    +     V          
+ +
Sbjct  121  
VLLFVNKIDRRGARHDELLHDIRRLLTPAAAPVTTVEDIGTPHARAVPAPLRGTAVGELL  180

Query  179  IENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             + +D  L  Y+  +P ++ +  + E  R+ +   + PV++GSA  G G+  L+  
+ G 
Sbjct  181  
ADRSDAFLRAYLDDDPGLTEDAHLAELARQSRRGLVHPVFFGSAVTGEGVADLVGGL-GR  239

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-------LK  290
            F P+    +  L  +VFK+E+    ++  Y R+++GTL  R+ VA   RE         
K
Sbjct  240  FLPVAAP-
AGPLRATVFKIEHGRAREKIAYARVHTGTLTARERVAYFRREHGAVVERAAK  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL---PML  346
            +T +R   +G       A  G I  +     VR+ D LG    LP     E  +   
P L
Sbjct  299  LTAVRTFERGTDTADAPATAGAIARVWGLTDVRIGDQLGTADGLP-----
ETGIFLPPSL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T + P        L  AL +LA+ DPL+    D +  E+ +   G VQ E+++A 
L+E 
Sbjct  354  
ETIVRPGRPGDGPALHAALQRLAEQDPLISLRQDELGRELSVRLYGEVQKEILAATLAET  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y ++    E   + +E           I    +PFWA++GL V P   G+GV+++  
V L
Sbjct  414  
YGVDVEFTETRPVCVETVTGHGEAVEEIGAGGSPFWATVGLRVGPAEPGTGVRFDLAVEL  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  ++  A+ + +R  L QGL GW V DC +      Y+SP+S   DFR L P
+VL  
Sbjct  474  
GALPAAYHKAIEEAVRGTLTQGLHGWEVPDCVVTLTRTGYFSPISAAGDFRKLTPLVLMD  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV----------  576
            AL+ +GT++ EP   F L  P + LS       +  A                       
Sbjct  534  



ALRRAGTRVHEPVNRFELEIPADCLSAVLARLARARAVTTVDGGAGGGSGGGSSSGSAGD  593

Query  577  ----FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
                  G +PA  +     DL   ++G +V  +EL GYQ   G+
Sbjct  594  GACHLRGTLPASAVHDVEQDLPGLSHGAAVFHSELSGYQPVTGE  637

>WP_098215846.1 GTP-binding protein [Bacillus pseudomycoides]
 PEP60984.1 tetracycline resistance protein [Bacillus 
pseudomycoides]
Length=602

 Score = 336 bits (862),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 190/574 (33%), Positives = 309/574 (54%), Gaps = 
22/574 (4%)

Query  56   
IQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            ++A+V SF  +  KVN++DTPGH DF+AEV RS  VLDGA+LVISA +G+QAQT
+IL   
Sbjct  1    
MKASVVSFFINDLKVNVIDTPGHADFIAEVERSFRVLDGAVLVISAVEGIQAQTKILMRT  60

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDI  172
            L+K+ IPT++F+NKID++G     V+Q +R+ L+  ++    V         +++     
Sbjct  61   
LQKLRIPTILFVNKIDRSGAQTTKVIQQIREMLTNQVLPLYKVKNEGTKDACMIQNEVHA  120

Query  173  EAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
            + +D  IE    +N+ LLE Y+ GE ++   L  E   ++Q A+++P+++GSA  G
+GI 
Sbjct  121  
DIYDEYIELLAAHNESLLESYVNGEVLTTATLRNELWDQIQHANVYPIFFGSAMTGIGIT  180

Query  229  PLMDAVTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
             L+++++ +      G   +  L G VFK+E    G++  Y+R++SG L +R  V 
+  +
Sbjct  181  
ELLESISVMIPQNDCGNDINTPLSGIVFKIERELTGEKIAYVRIFSGCLHVRKYVDINRK  240

Query  287  E--------KLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD-
PTRLPRK  336
            +        K KI  + I   G  +++ TA  GE   +     +R+ DV+G+   +
+   
Sbjct  241  
QSDLKTLSHKEKIKNLHIFHNGSAIQSPTAGTGEFCKVWGLSDIRIGDVIGEWSDKMKDI  300

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             + E   P +   I  +   +   L  AL +L++ DPL++   D I +EI +   G 



VQ 
Sbjct  301  HFAE---
PQMEAAIEARPKGKNHNLYQALVELSEEDPLIKVVKDDIHNEIYIRLFGEVQK  357

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+   L EKY L     +  ++ +E+P+   +    +    NPF+A+IG  + P 
+ GS
Sbjct  358  
EVIETTLQEKYNLNVSFSDTRIVCIEKPIGIGNALEIMGEKNNPFYATIGFHMKPGAPGS  417

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G+ Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  Y SPV+T  
DF
Sbjct  418  
GITYNLEVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIAVTLTHTGYASPVTTAGDF  477

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P+VL  ALK++GT + EP   F L  P   +S A +      AT +   +  
+   
Sbjct  478  
RKLTPLVLMDALKQAGTNVYEPVNEFELTVPTNSISTAMYKLSAIHATFKDPVLHNNSFY  537

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             TG +P    + ++  L  +T G  V +    GY
Sbjct  538  LTGTLPMAKTENFKRGLHSFTEGEGVFIARPCGY  571

>WP_085015334.1 GTP-binding protein [Frankia sp. KB5]
 ORT50910.1 hypothetical protein KBI5_12600 [Frankia sp. KB5]
Length=656

 Score = 338 bits (866),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 205/647 (32%), Positives = 340/647 (53%), Gaps = 
18/647 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +++G+LAH+DAGKT+ TE LL+ +G ++E GSV+ GTT TDTM  ER+RGITI
+AAVT
Sbjct  14   
RTLSLGVLAHIDAGKTSTTERLLFDAGVLAELGSVDDGTTITDTMDQERRRGITIRAAVT  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F    C +++VDTPGH DF+AE+ R L +LDGA+LVISA +GVQAQTRIL+ AL+
+  +
Sbjct  74   
AFTHKGCAISLVDTPGHPDFIAEIERVLDILDGAVLVISAVEGVQAQTRILYRALKRKGL  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLS-------



PEIVLEENTDIE  173
            P +IF+NKID+ G     +V  +R +LS ++I + + V L        P   + E   
+E
Sbjct  134  
PFIIFVNKIDRMGARSDQLVSEIRSRLSPNVIALGEPVGLGTRAARYEPHSAISEAGRLE  193

Query  174  AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV-
QDASLFPVYYGSAKKGLGIQPLMD  232
              + + +N++ +L+ ++  E    + ++R+   R     ++ P+ +GSA  G G+  
LMD
Sbjct  194  
LIEILADNDEDILDLFVQNESKIDDGILRDAVTRASHKGTVHPLLFGSAISGAGVPELMD  253

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
            A+         +    L G +FK++    G++  Y ++ SG LR R  V ++G ++ 
++T
Sbjct  254  
AIVEYLPASKARVDGDLSGRIFKIDRGSSGEKVCYAKVTSGILRSRQRVPVSGMDQ-RVT  312

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + +  +G  +       G I  I   +  R+ D +G    + R  +   P   L 
+   
Sbjct  313  ALELFDRGGTLPVGAVDAGRIAKIWGFEKARIGDEIGADGAVVRAPYFARPF--
LESAAR  370

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             K    R RL  +L QLA+ DPL+    D     + +S  G VQ EV+   L+ ++
++E 
Sbjct  371  
TKDPRHRGRLYQSLAQLAEQDPLIGLRQDDRAQTMYVSLYGEVQKEVIQETLATEFQVEA  430

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 +++++ER +         +  P+PF A++GL V    +GSG  +   ++ G 
L  
Sbjct  431  EFSPSTIVHVERVIGVGE---
AFDEAPDPFIATVGLRVEAGPVGSGSVFALEINTGTLPA  487

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS--
PVSTPADFRSLAPIVLEQALK  529
            SF  AV +     L +GL+GW V DC +     + +     ST AD R LAP+V+  
AL+
Sbjct  488  
SFYKAVEEAAMRTLAEGLYGWEVVDCVVTMTRSILHRDWANSTAADHRKLAPLVVMDALR  547

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ T++ EP  +F    P +         P++   +    +K       G +PA  
+   
Sbjct  548  
QANTEVQEPIQAFHFECPADTFGHFARIMPEFGEILSEPFIKAGTCSVEGNLPAAKVPDL  607



Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            R  +   T G     TE   Y    G+   + R   + LD+  ++ Q
Sbjct  608  RALIPGITRGEGFLETEFSHYARVHGKFPTRARTDFNPLDRSDYLRQ  654

>WP_039251942.1 GTP-binding protein [Clostridium novyi]
 KGM98272.1 translation elongation factor G [Clostridium novyi A 
str. 4552]
Length=669

 Score = 338 bits (867),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 201/625 (32%), Positives = 338/625 (54%), Gaps = 
19/625 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AHVD GKTT TE ++Y SG+I E GSV+KG+ + D   +E++RGITI +  
TS
Sbjct  4    
IKNIGLVAHVDGGKTTTTEQMMYISGSIRELGSVDKGSAKMDYNSIEKKRGITIFSDQTS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W+  ++N++DTPGH+DF +E+ RSL  LDGA+L++SA +GVQA T  +++ LRK 
NIP
Sbjct  64   
FTWNDARINLIDTPGHIDFSSELERSLKALDGAVLIVSAVEGVQAHTETIWNLLRKNNIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----SLSPEIVL----
EENTDIE  173
            T+IFINK+D+ G D++ V + ++D L+   +  Q +     + +  I L    E N 
D +
Sbjct  124  
TLIFINKLDRVGADIKEVFKQIQDNLTEKYLKIQGIDGLEKNFNKVIDLLSNKEFNDDSQ  183

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                +IE     N+++LEKY+ GE I+RE  + + +  V+D  +FPV +GSA  G
+GI+ 
Sbjct  184  
ENAELIEKFAEINEEVLEKYLEGEEITREFFIEKLKSSVKDGEVFPVLFGSAINGIGIKE  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+DA+  +             G V+K++Y D   +  Y+R+ +G +++RD V     
E+ 
Sbjct  244  
LLDAIERILPYSSGNDDEEFSGIVYKIKYDDKIGKLSYIRVLNGKIKVRDIVLNNIGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +  +    D    GEI VI    ++++ DVLG+   +      +     



L +
Sbjct  304  KITQIRKYNGDKYNAVDILTSGEIGVICGVKNIKVGDVLGNKEGI--
NIMAQATESALIS  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+       LL AL  L + DP L+ + +    E+ +S  G V +EV+  L+ 
E++ 
Sbjct  362  
RVLPQNEEDISSLLKALQILTEEDPSLQLKYNPEKKELSISIKGLVHMEVLKELIKERFN  421

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    EP V Y+E   +  +   H E  P   +A + + + P   G GV++ S +
+   
Sbjct  422  IEVEFLEPKVNYLETIGEVTNGFCHFE--
PKKHYAEVEVEIEPNDRGKGVEFISEINGDI  479

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L   +QN +       +  G L G  VTD KI    G ++   +   DFR      
+ QA
Sbjct  480  
LPYQYQNNIEKAAYEAVLHGPLIGGKVTDIKIKLTNGKHHLEHTHGGDFRIATIRAIYQA  539

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   +LEP   F +   +E   +   D  K     +  +V  ++++ TGE+P     
Sbjct  540  
MEKNKNIILEPIYKFKIIVTKEMSGKIMTDILKMSGNFDEPEVIGEKIIITGEVPVSTSM  599

Query  588  AYRTDLAFYTNGRSVCLTELKGYQA  612
             Y+ +L   T+G+++   +   ++ 
Sbjct  600  NYKLELLSSTSGKAIVNMQFSKFEV  624

>WP_081633949.1 GTP-binding protein [Terracoccus sp. 273MFTsu3.1]
Length=805

 Score = 342 bits (877),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 243/706 (34%), Positives = 352/706 (50%), Gaps = 
85/706 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + + +GILAHVDAGKT+LTE LL  +G I+E GSV+ G+T+TDT+ LER RGITI
+AAV 
Sbjct  76   
RTLGLGILAHVDAGKTSLTERLLLHAGVIAELGSVDDGSTQTDTLALERDRGITIKAAVV  135

Query  62   SFQWHR------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            SF+  R        VN+VDTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQTR



+L  A
Sbjct  136  
SFELGRPGDPDPLTVNLVDTPGHSDFIAEVERSLAVLDGAVLVVSAVEGVQAQTRVLMRA  195

Query  116  
LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS------------------------AD  151
            LR++ IPTV+F+NK+D++G   + V++ V D+L                         
AD
Sbjct  196  
LRRLRIPTVLFVNKVDRSGARTEVVLREVVDRLGVTPVPLGRVVDEGTRAAAVVPDGLAD  255

Query  152  IIIKQTVSLSPEIVLEENTDIEAW-------DAVIENNDKLLEKYI-
AGEPISREKLVRE  203
            + +        E    E  D +A        +A+   +D+LL  ++ A   +   
+L   
Sbjct  256  
LGLPARGPAEREDAEPEGGDRDAAAARERVVEALSRADDRLLADWLDAPHRVDASRLRAA  315

Query  204  
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQ  263
               + +   + PV  GSA  G G++ L  A+  L         A L  +VF V+    
G+
Sbjct  316  
LGEQTRRGLVCPVLLGSAMTGAGVEDLAQALPDLLPARTPDPDAPLAATVFAVQRGASGE  375

Query  264  RRVYLRLYSGTLRLRD---------------------TVALAG------
REKLKITEMRI  296
            +   + + SG+L +RD                     T + +G      RE+ ++T 
+ +
Sbjct  376  KVALVSVTSGSLAVRDRVLVHDGRTEWSPAPDPDPRHTTSASGDDGARCREE-
RVTGLSV  434

Query  297  PSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++GE+ R      G I  ++  +  R+ D++GD   L R    E   P L T +     
Sbjct  435  HARGEVRRVARVPAGRIARVVGLERARIGDLVGD-
AALARPLVHEFSPPTLETVVEACDP  493

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A+R  L  ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L  +Y +      
Sbjct  494  
AERALLHTALTRLAEQDPLIDLRHDEVRGETHVSLYGEVQKEVIGATLEAEYAVAARFST  553

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             SVI  ER   + +    I+V PNPF A++GL V P   GSGV++   V LG +  
SF  
Sbjct  554  
TSVICRERVTGSGAAFELIDVAPNPFLATVGLRVDPGPPGSGVRFSLEVELGSMPASFFT  613

Query  476  AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIV  523
            AV D +R  L QGL GW VTDC +   +  Y+            S  ST  DFR+L 



P+V
Sbjct  614  
AVEDTVRATLGQGLHGWPVTDCVVTMTHSGYWPRQSHMHQKFDPSMSSTAGDFRALTPLV  673

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +A++ +GT + EP   F L  P + L  A        A+     V        
GE+PA
Sbjct  674  
LMEAVRLAGTAVEEPVHRFDLEVPSDVLGAALSMLGHVRASPRETAVLGPVTRLRGEVPA  733

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
              +   +  +   T+G    +T   GY     +PV+ P    SR D
Sbjct  734  ERLHELQQRVPGLTSGLGDLVTAFDGY-----RPVVGPAPTRSRTD  774

>WP_068705992.1 GTP-binding protein [Tenacibaculum soleae]
 OCK41985.1 hypothetical protein BA195_12250 [Tenacibaculum soleae]
Length=661

 Score = 338 bits (866),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 210/622 (34%), Positives = 326/622 (52%), Gaps = 
27/622 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIGILAHVDAGKTTLTE LLY +GAI + GSV+KG+  TD + LE++RGI+I
+AA T
Sbjct  5    
NILNIGILAHVDAGKTTLTEHLLYHTGAIRKIGSVDKGSAVTDNLALEKERGISIKAATT  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W   K+N++DTPGH+DF +EV R+L V+D  ILVISA +GVQA T  +  AL  
+ I
Sbjct  65   
SFNWKNTKINLIDTPGHVDFSSEVARTLCVVDAVILVISAVEGVQAHTLTIVDALHDLKI  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-------------
VSLSPEIVLEE  168
            PT+IFINKID+ G D ++V++ ++ +L    +   T             V  + +I  
E+
Sbjct  125  
PTLIFINKIDRLGADTEAVLRQIKKELQYKTVAISTSHDEGLTSAYISEVFNNNKISKEQ  184

Query  169  
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
               I   + +IE + KLL +Y+ G   S E  +    +   +  + PV+ G AK  
+G++
Sbjct  185  KETIT--
EELIETDQKLLTQYLNGIHFSDEVYLNIIAKSTSNNRIVPVFTGIAKNNIGVE  242

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--



ALAGR  286
             L++ +    +P     S  +   V+K+E+        Y++++SG L  +  +     
G 
Sbjct  243  
ILLNGIVDFIKPKKRNVSEEVAAYVYKLEHHKVHGAMAYVKVFSGELSAKSVIDNHTQGL  302

Query  287  
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            E  KI + +   + + + T+       +I      +  D+LG+P+  P     E  
+P+L
Sbjct  303  ET-KINQTKTFHQTKHLDTNITVGDIGIITGVLGTKAGDILGNPSETP--
TLPELNIPVL  359

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               +          L  AL  +   DP L+ +      E+IL  +G +Q+EV++ 
LL E+
Sbjct  360  
SVQVIAINDKDYNALAQALQLIDKEDPSLQFKWHKPEKELILLLMGDMQIEVLTHLLQER  419

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +     +P ++Y E   KA+   I   + P P WA +   + P  L SGV Y+S 
VS 
Sbjct  420  FNIAVNFTDPQIVYKETITKASEGYIRYWM-
PKPCWAIMTFLIEPAPLNSGVTYQSIVSK  478

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
              ++  +QN +   I   LEQGL GW VTD KI    G  ++  S P DF    P+ 
+ +
Sbjct  479  
NDVHNKYQNEIAKTIPKALEQGLLGWEVTDVKITLIKGEDHNVHSRPGDFNLATPMGIMK  538

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L+  GT LLEP L F +   +E L +   +     A I +    +D V+ +G IP    
Sbjct  539  
GLQNGGTHLLEPLLRFEIKTNEELLGKLISELTNRRAIIGSPTFDQDLVILSGTIPV---  595

Query  587  QAYRTDLAFYTNGRSVCLTELK  608
             A   DL+F  N  ++C   L+
Sbjct  596  -ATSLDLSFKLN--TICSGRLR  614

>WP_067589893.1 GTP-binding protein [Amycolatopsis sp. M39]
 OAP22277.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Amycolatopsis 
sp. M39]
Length=634

 Score = 337 bits (864),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 223/645 (35%), Positives = 336/645 (52%), Gaps = 



35/645 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAH+DAGKT+LTE LL+ +G I   G V+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKALTIGILAHIDAGKTSLTERLLFETGVIDHAGRVDDGDTQTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++++VDTPGH DF+AEV R++ VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VAVSTPGHRLSLVDTPGHPDFIAEVERAVGVLDGAVLVVSAVEGVQAQTRVLMRTLVRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IP ++F+NKID+ G    S+++S+R KLS   +    V+         +P    E   
D+
Sbjct  121  
IPVLVFVNKIDRTGAREASLLESLRTKLSPQCVAMSAVTGIGTADAHPTPLPFDERLADL  180

Query  173  EAWDAVIENNDKLLEKYIAGEPIS---
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
             A D      D  +E Y++G   S   R+ L R+    V  +S++PV++GSA  G 
G++ 
Sbjct  181  LAGD------DVFVESYVSGTASSMDYRKALARQ----
VAASSVYPVFFGSAVTGAGVRD  230

Query  230  LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGRE  287
            L+  V  L      +G   L  +VFK+E    G++  YLR++SG+L  R  V     
G E
Sbjct  231  
LIAGVYELLPSCERRGDGPLDATVFKIERGRSGEKIAYLRMFSGSLAARRPVPFRRVGAE  290

Query  288  KL-KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + + T +R+   G    +  A  G++  +     +R+ D LG+   L + R+     
P 
Sbjct  291  
GIGRPTAVRVFEHGATPVSGEALAGDVARVWGLPEIRIGDRLGERADLAQGRFFAP--PS  348

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P    Q   L  ALT+L++ DPL+   +     EI +   G VQ EV+   
L+E
Sbjct  349  LETLVHPVDPDQTSALYTALTRLSEQDPLI--
SIHRQAQEITVRLYGEVQKEVIRTTLAE  406

Query  406  KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESR  463
            ++ +    ++   + +ER L    H +    P     FWA++GL V P   GSG  



Y   
Sbjct  407  EFGIGAEFEKSRPLLVER-
LHGTGHRVRRPAPDERVFFWATVGLRVEPGPPGSGTDYRLE  465

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V L  L  SF  A+ D +   L +GL G  V DC +      +Y P ST +DFR +  
+V
Sbjct  466  
VELRSLPLSFHTAIEDTVHEILHEGLHGREVIDCAVTLTDTAFYPPASTASDFRGMTRLV  525

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+++GT++ EP  +F L AP   +S       +  A      +  D     G 
+PA
Sbjct  526  
LREALRQAGTRVYEPVHAFELEAPASAISAVLRKLIELRAVPGEPVITGDRCTVDGHLPA  585

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-PNSR  627
                     L   T G     T+   Y+   G     PRR P+SR
Sbjct  586  ASAHELEQALPALTQGEGTLGTDFAEYRLKPGGG--GPRRVPSSR  628

>AMP52232.1 elongation factor Tu domain 2, partial [uncultured 
bacterium]
Length=194

 Score = 322 bits (824),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 158/201 (79%), Positives = 171/201 (85%), Gaps = 7/201 
(3%)

Query  154  
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            +KQTVSLS +I L ENT  E WD+VIENND+LL KYIAGE IS       
+QRRVQDASL
Sbjct  1    MKQTVSLSSKITLTENTSAEVWDSVIENNDELLAKYIAGESIS-------
QQRRVQDASL  53

Query  214  
FPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
             PVY+GSAK GLGIQ LMDAV GLFQ   EQGSAALCGSVFKVEYTDCGQR 
+YLRLYSG
Sbjct  54   
LPVYHGSAKNGLGIQQLMDAVIGLFQSTKEQGSAALCGSVFKVEYTDCGQRLIYLRLYSG  113

Query  274  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
            TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA+ GEIVILPSDS+RLND+LGD 
T+L
Sbjct  114  
TLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAHKGEIVILPSDSLRLNDILGDKTQL  173

Query  334  PRKRWREDPLPMLRTTIAPKT  354



            PR+ W + P PMLRTTI PKT
Sbjct  174  PREMWSDVPFPMLRTTITPKT  194

>EJB07701.1 LOW QUALITY PROTEIN: small GTP-binding protein domain 
protein 
[Rhizobium leguminosarum bv. trifolii WSM597]
Length=651

 Score = 337 bits (865),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 222/636 (35%), Positives = 336/636 (53%), Gaps = 
24/636 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEEN  169
            +P V F+NK+D+ G     V++++  +L+   I           + Q  +L+P    
+E 
Sbjct  121  
VPFVFFVNKVDRLGARYGEVIEALAAQLAVRPIAMSSVTDAGSKLAQVEALAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ E++  LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  G 
G+ 
Sbjct  178  
LFSALCEALGESDQALLDDYVLAPERLTTERLGRSLADQVARGLVHPVFAGAAMTGTGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  L           + G +FK+E    G++  YL L SGT++LR  + L 
G E+
Sbjct  238  
TLSSAIATLLPERRLDPDGPVAGKIFKIERGWGGEKLAYLYLTSGTVQLRQYLDLPGGEE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G      +   G+I  +      R+ D +G    L  + +     
P L 
Sbjct  298  -RVTAIHVFEAGRSHGAASFCAGQIARVSGLAGARIGDAVGSNPALGGRAYFAP--



PTLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  +    L  AL Q+A+ DPL+       T+E+ +S  G VQ EV+ + L   
+
Sbjct  355  
TRVLARRLSDSAALWLALNQMAEQDPLINLRRTEETNEVFVSLYGEVQKEVIQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ERP+ + +    +   PNPF A+IGL V P   GSG  +   
V +G
Sbjct  415  
GLEAGFEESTVILVERPVGSGAGLQILFKEPNPFLATIGLRVEPRPAGSGNSFALEVEVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPVAFYRAVEETVFEALKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T + EP+  F L AP E LS       K  A    + +        G + +  
+Q
Sbjct  535  
LSAAQTAVCEPFDRFHLEAPVESLSSVLTLLAKSAAATSHSVIADGVARLEGALASHMVQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            + +  L   T+G     T    Y      P+ +P R
Sbjct  595  SVQQQLPGLTSGAGTMETAFDHY-----APISRPPR  625

>WP_069113481.1 GTP-binding protein [Jiangella alba]
 SEE79580.1 ribosomal protection tetracycline resistance protein 
[Jiangella 
alba]
Length=665

 Score = 338 bits (866),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 227/649 (35%), Positives = 329/649 (51%), Gaps = 
52/649 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAH+DAGKT+LTE LLYA+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHIDAGKTSLTERLLYAAGVIDEVGSVDAGSTQTDSLALERQRGITIRSAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VAFTVGDTAVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEENTD---I  172
            IPT+IF+NK+D+AG DL +V   +  +L+  ++     ++Q    +      E  D    
Sbjct  121  
IPTLIFVNKLDRAGADLDAVTGQLAIRLTPRVVPLGGAVRQGTRDAAFRTFTEADDGFGA  180

Query  173  EAWDAVIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + + +D LL  Y+   + ++  +L+R   R+ + A + PV+ GSA  G GI  
L 
Sbjct  181  
RLAETLADGDDALLADYVEHPDGVTHRRLLRSLARQSRSARVHPVFAGSAITGAGIDELT  240

Query  232  DAVTGLF--QPIGEQGSAALC-
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
              +  L    P+ + G+     GSVFKVE    G++  Y+R+ +GTLR RD +A      
Sbjct  241  
AGIVRLLPSTPVSDDGAGGPPEGSVFKVERGPAGEKIAYVRMAAGTLRTRDRLAAG----  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLG-------------
DPTRLP  334
             K+T + +   G          G I  +     VR+ D L               P   
P
Sbjct  297  -
KVTAISVFDDGGARPGTEVSAGRIAKVWGLGGVRVGDHLAKAEAGDAHAGDAAQPHFAP  355

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                     P L T + P+ A  R  L  AL QLA+ DPL+    D +  E+ +S  
G V
Sbjct  356  ---------
PTLETVVVPRRARDRGALHAALAQLAEQDPLIDLRQDDLRREVSVSLYGEV  406

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EVV A L  +Y +    +E + I++ER          I+   NPF A +GL V 
P   
Sbjct  407  
QKEVVQATLEAEYGIGVDFRESTTIHVERVTGTGEAVELIQQDGNPFLAGVGLRVDPAPD  466

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY-------  507
              GV +   + LG L  +F  A+ + +   L QGL GW+V DC++      Y+       
Sbjct  467  
RDGVTFGIEIELGSLPPAFLRAIDETVHETLRQGLHGWDVPDCRVTLVRSQYWPRQSHSH  526

Query  508  -----
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562



                 S  ST  DFR L P+VL  AL  +GT++ EP   F L  P + L +      
+  
Sbjct  527  
ATFDKSMSSTAGDFRLLTPLVLMTALARAGTRVQEPVHRFELELPADCLGQVLPALARLR  586

Query  563  ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            A            +  G++PA      +  L   T G  V  T    YQ
Sbjct  587  AVPGAPAPTASGYLLAGDLPAAHAHELQQQLPALTRGEGVLETRFDRYQ  635

>WP_053852026.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL B-24085]
Length=614

 Score = 336 bits (862),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 226/620 (36%), Positives = 323/620 (52%), Gaps = 
24/620 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHALNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR + 
Sbjct  61   
ASFTVGGTRINLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRGLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+ G   ++++  +R +L+   A +     +  S   V     D +  
+A
Sbjct  121  
MPTLIFVNKIDRTGARDEALLADIRRRLTPCVAPLTEVSGIGTSVARVAALPGDGKLAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   S + L      R  D S  PV++GSA  G G+  L++ 
+T L
Sbjct  181  
LAEVDPGVLAALVDGPEPSPDDLGEALAARTADGSFHPVFFGSALSGQGVAHLVEGMTQL  240

Query  238  F--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
               +P   +G     G+VF V     G+R  +LRLY G +R R  +    RE    
T  R
Sbjct  241  IPARPAPREGEPR--
GTVFAVRPGPGGERTAFLRLYEGEVRERQRLTFLRREADGATS-R  297



Query  296  IPSKGEIVRTDTAY-PGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            I   G + R       G I  L  S  +R+ D LG+ T     R  +   P L T 
+  +
Sbjct  298  I--HGRVTRLGGPLTAGTIAALAFSSGLRVGDRLGELT----
DRATQFAPPTLETLVTAR  351

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q  RL  AL  LAD DPLL     +     +L + G VQ+EV++A L++ + 
+E   
Sbjct  352  HPGQAARLRSALLALADQDPLLHARPAAGGATALLLY-
GEVQMEVLAATLAQDFDVEADF  410

Query  414  KEPSVIYMERPL----
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                V  +ERP      AA +  H+       WA+IGL V P    SG  +     
LG L
Sbjct  411  APGRVRCLERPRGTGEAAAENPWHLG---
TRLWATIGLRVEPGERDSGGVFAYETELGVL  467

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++F  AV + +  G++ GL G  VTD ++      +  P+ST ADFR L P+VL 
+AL+
Sbjct  468  
PRAFHQAVEESVHAGMQSGLTGAAVTDYRVTLVRSGFVGPLSTAADFRGLTPVVLRRALE  527

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT+L EPY +F    P   L+          A            V TGE+PAR 
++  
Sbjct  528  
RAGTRLFEPYHAFEAEVPPAALASVTGRLAAAGAEFTGTTGNTTAWVITGELPARRVREI  587

Query  590  RTDLAFYTNGRSVCLTELKG  609
               L   T+G  V  +   G
Sbjct  588  ELRLPGLTHGEGVWWSRPSG  607

>WP_090940822.1 GTP-binding protein [Nonomuraea jiangxiensis]
 SDK63327.1 ribosomal protection tetracycline resistance protein 
[Nonomuraea 
jiangxiensis]
Length=630

 Score = 337 bits (863),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 224/634 (35%), Positives = 327/634 (52%), Gaps = 
26/634 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M I+NIGILAHVDAGKT+LTE LL+ +G I   GSV++G+T+TD   +ER+RGITI
+ AV
Sbjct  1    
MHILNIGILAHVDAGKTSLTERLLFETGVIDRLGSVDQGSTQTDRGEIERRRGITIRTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   
LRK+ 
Sbjct  61   
ASFTRGDLRVNVVDTPGHADFVAEVERALGVLDGAVLVLSAVEGVQPHTRVLMKTLRKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIE  173
            +PT+IF+NK+D+ G   + ++  +R +LS  ++   TV       + +  + L      
E
Sbjct  121  
LPTLIFVNKVDRTGARERELLADIRRRLSPHVVALNTVRDLGTPAATTRPVALSGEKPGE  180

Query  174  ----
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                A + + E++D LLE  + G+     ++     R+       PV +GSA  G 
G+  
Sbjct  181  
AARGAAEVLAEHDDGLLELLVDGKVPDGGRIRAALARQCAAGVAHPVLFGSAITGQGVAE  240

Query  230  LMDAVT---
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            L+D +     + QP G   +     +VF +E    G++  YLRL +GTLR R+ +    
R
Sbjct  241  LLDGLAFLPAVSQP-
GPADTEVARAAVFAIERAPSGEKVAYLRLRAGTLRAREPLTFHRR  299

Query  287  EK---LKITEMRIPSKGEIVRTD--TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRE  340
             +   +   E R+ +       D   A  G+IV +     +R+ D LG P   P  
+   
Sbjct  300  HRGGAVHTYEGRLTALSVAGAPDRREAVAGDIVRVWGVPGIRVGDHLGGPG--
PDGQAHF  357

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P L T + P+   Q  RL  AL  LA+ DPL+     +     +L + G VQ 
EV+ 
Sbjct  358  TP-PSLETVVRPRVPGQEPRLHAALLTLAEQDPLIGTRTLAGGETSVLLY-
GEVQKEVIG  415

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+  + +E   +    +Y ERP   A     I     N F A++GL V P + 
GSGV 
Sbjct  416  
ETLAGDFGVEAEFEPSRPVYFERPAGTAEAVEEILRHGRNDFTATVGLRVEPGAPGSGVG  475



Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  +F  A+ + +R  L+ G  GW VTD  +      Y +PV+  
ADFR  
Sbjct  476  
YRLEVDLGSLPLAFHRAIEESVRLALDAGPHGWPVTDVVVTLTRTGYVAPVTVAADFRGR  535

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL +AL+ +GT + EP   F L  P E  S            +     + D  
V  G
Sbjct  536  
TPIVLGRALRLAGTTVYEPCHRFELEVPLEAFSAVTARLAAAGGELHDTVRRDDTWVLAG  595

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            E+PA  +  +   L   ++G  V  +E  G + A
Sbjct  596  ELPAAAVHEFGQRLPGLSHGEGVWWSEPSGDRPA  629

>WP_085778704.1 GTP-binding protein [Rhizobium sp. NXC14]
 ARO30847.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. NXC14]
Length=648

 Score = 337 bits (865),  Expect = 1e-103, Method: Compositional 
matrix adjust.
 Identities = 220/646 (34%), Positives = 339/646 (52%), Gaps = 
13/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFHAGVIDKLGSVDSGDTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFKIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDI-------  172
            +P + F+NK+D+ G   Q V++++  +LS   + +   V+   ++   E   I       
Sbjct  121  
VPFIFFVNKVDRLGARHQEVLEALAAQLSVRPVAMSSAVNAGTKLAWVEALAIGREPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A + ++ E+L      +V    + PV+ G+A  G GI  
L 



Sbjct  181  
ALCEALGENDEALLDDYVLAPDRLTEERLGTSLADQVARGLIHPVFAGAAMTGAGISALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  YL L SGT+ LR  + L  +   
++
Sbjct  241  SAIGTILPERRPDPDGPVAGKIFKIERGWGGEKLCYLSLTSGTIWLRQYLDLP-
KGPGRV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G I   ++   G+I  +      R+ D +G   R    +    P P L 
T +
Sbjct  300  TAIQLFEDGRIHGAESLRAGQIARVSGLAGARIGDAVGG-DRFSGGQAHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  + +  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EVV + L   
Y +E
Sbjct  358  
LARRPSDKAALWLALNQMAEQDPLINLRRNEDTDEVFVSLYGEVQKEVVQSTLLADYGIE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
ASFEESTVILVERPVGIGTGLQVLFKEPNPFLATVGLRVEPRPPGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
AAFYRAVEETVFETLKQGMSGWQVVDCHVAMTAARHSSPASTAADFRQLTPWVLATALSN  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F L  P E LS       K  A    + +        G I ++ +
++ R
Sbjct  538  
AQTVLCEPVDRFHLETPAESLSGVLTLLAKSAAMATDSVIADGVARLEGTIASQMVRSVR  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              L   T G  V  T    Y    G P ++ R      + V ++ +
Sbjct  598  QQLPGLTGGTGVMETAFDDYAPTAGPPRLRRRSGPDPFNPVEYLLR  643

>WP_064839413.1 MULTISPECIES: GTP-binding protein [Rhizobium]
 ANM11260.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N324]



 ANM17805.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N541]
 ANM24191.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N941]
 OYD04861.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N4311]
Length=651

 Score = 337 bits (865),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 225/647 (35%), Positives = 343/647 (53%), Gaps = 
15/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEE--
NTDIEAW--  175
            +P V F+NK+D+ G     V++++  +L+   I +   +S   +    E   T  E    
Sbjct  121  
VPFVFFVNKVDRLGARYDEVLEALAAQLAVRPIAMSSVISAGSKFARVEALATGNEPLFS  180

Query  176  ---DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDETLLDDYVLAPERLTTERLGRSLADQVARGLVHPVFAGAAMTGAGVPALS  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++R YL L SGT+RLR  + L  +   
++
Sbjct  241  SAIATLLPERRLDPDGPVAGKIFKIERGWGGEKRAYLYLTSGTVRLRQYLDLP-
KGADRV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTT  349
            T + +   G      +   G+I  +      R+ D + GDP    R  +     P 
L T 



Sbjct  300  TAIHVFEAGHSHGVASFCAGQIARVSGLAGARIGDAVGGDPASGGRAYFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  ++   L  ALTQ+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+ L
Sbjct  357  
VLARRPSENAALWLALTQMAEQDPLINLRRNEDTSEVFVSLYGEVQKEVIQSTLLTDFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   +E +VI +E+PL   +    +   PNPF A+IGL V P   G+G  +   V 
+G +
Sbjct  417  
EATFEESTVILVEKPLGIGTGLQILFKDPNPFLATIGLRVEPRHAGAGNSFALEVEVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P+VL  
AL 
Sbjct  477  
PIAFYRAVEETVFETLKQGVFGWQVIDCHVVMTAARHSSPASTAADFRQLTPLVLATALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP+  F L AP E LS       K  A    + +        G + ++ 
+Q+ 
Sbjct  537  
AAQTVVCEPFDRFHLEAPVESLSSVLTLLAKSAAATSHSVIADGVARLEGTLASQMVQSV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  L   T+G     T    + A  G P ++ R      + V ++ +
Sbjct  597  QQQLPGLTSGAGTMDTAFDHHAAMAGAPRLRRRSGPDPFNPVEYLLR  643

>WP_047930292.1 GTP-binding protein [Clostridium botulinum]
 KLU76303.1 translation elongation factor G [Clostridium botulinum 
V891]
 KOA91218.1 translation elongation factor G [Clostridium botulinum]
 KOC32485.1 translation elongation factor G [Clostridium botulinum]
Length=665

 Score = 338 bits (866),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 201/618 (33%), Positives = 333/618 (54%), Gaps = 
23/618 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AHVD GKTT TE ++Y SG I E GSV+KG+++ D   +ERQRGITI +  
TS
Sbjct  4    
IKNIGIVAHVDGGKTTTTEQIMYLSGIIRELGSVDKGSSKMDYNNIERQRGITIFSEQTS  63



Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            FQW    +N++DTPGH+DF +E+ RSL  LDGA+L+ISA +GVQA T  +++ LRK 
NIP
Sbjct  64   
FQWKGANINLIDTPGHIDFSSELERSLKALDGAVLIISAVEGVQAYTETIWNLLRKNNIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEEN-------  169
            T+IFINK+D+ G  +  + + +   L+ D   I +T  +  +      +++EN       
Sbjct  124  
TLIFINKLDRVGASIDRIYKDIEKNLTKDYFPIHKTEKIEKDFEDIIDLIDENEFSKDSQ  183

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              I   + + E ++++LEKY+ GE I+R   + + Q  V+    FPV  GSA KG
+GI+ 
Sbjct  184  
EKIILLEKLAEKDEEILEKYLEGEEITRNIFISKVQNLVKQCDTFPVLLGSAIKGIGIEK  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+D+V  L             G ++KV++ +   +  Y+R+ +G +R+RD++  +  
E+ 
Sbjct  244  
LLDSVVQLLPYHSGNDEKEFSGIIYKVKFDETVGKLCYVRVINGVVRVRDSIYNSLGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL--PML  346
            KIT++R  +  + +  ++   GEI V+    +V+ ND LG+   +      ED +    
L
Sbjct  304  KITQIRKYNGEKYINVESLTSGEIGVVCGLKNVKANDSLGNSKNIS----
NEDTINESAL  359

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + + PK   + + LL AL  L + DP L+ E +    E+ +S  G + +EV+  +
+ E+
Sbjct  360  
ISRVIPKDEEKLQELLKALQILNEEDPTLQLEWNCENKELSISIKGSIHMEVLKEVIKER  419

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + ++    EP V Y+E   K +    H E  P   +A + + + P   G GV++ S 
++ 
Sbjct  420  FNIQVEFLEPKVNYIETIEKISKGFCHFE--
PKKHYAEVEVEIEPNDRGKGVEFISEING  477

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L   +QN +       +  G L G  VTD KI    G Y+   +   DFR      
+ 
Sbjct  478  



NILPYQYQNNIEKAAFEAMLHGPLIGGKVTDIKIKLINGKYHLEHTHGGDFRIATIRAVY  537

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QAL+++   LLEP   + +   +E   +   D  K     +  ++ +D+++   E
+P   
Sbjct  538  
QALQKNKVILLEPVYKYKIIVDKETGGKVMTDILKMGGKFKEPEISEDKMIIKAEVPVAT  597

Query  586  IQAYRTDLAFYTNGRSVC  603
               Y+  L   T+G+++ 
Sbjct  598  SMNYKLQLLSATSGKAIV  615

>AHI45110.1 TetO, partial [Campylobacter jejuni]
 AHI45113.1 TetO, partial [Campylobacter jejuni]
Length=272

 Score = 324 bits (831),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 151/271 (56%), Positives = 209/271 (77%), Gaps = 0/271 
(0%)

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G
+DL  V
Sbjct  1    
FLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMV  60

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+L
Sbjct  61   
YREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSEL  120

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK
+EY++
Sbjct  121  
EQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSE  180

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
              +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVILP+D 
Sbjct  181  
KRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDV  240

Query  321  VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +RLN +LG+   LP++++ E+PLPML+TTIA
Sbjct  241  LRLNSILGNEILLPQRKFIENPLPMLQTTIA  271



>PLX01135.1 GTP-binding protein [Marinilabiliales bacterium]
Length=646

 Score = 337 bits (864),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 205/643 (32%), Positives = 343/643 (53%), Gaps = 
14/643 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIGILAH DAGKTT+TE+LL  SG I   GSV+KGT+ TD   +E+ RGI+I+
++  
Sbjct  4    
KILNIGILAHADAGKTTITENLLQLSGVIKSAGSVDKGTSFTDFEQVEKDRGISIKSSYV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  K+N++DTPGH+DF A+V R++ V+D AIL++SA +GVQA T  L+ AL+
+ +I
Sbjct  64   
SFNWNNIKINLIDTPGHVDFSADVERNIRVMDAAILILSAVEGVQAHTETLWTALKEQSI  123

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  I INKID+ G D Q V+  +  +L+ + I  Q  SL  E     + + +  +A
++E+
Sbjct  124  PVFIIINKIDRVGADFQRVLDEIHRELTKNTICLQ--
SLQNEASSNVSIEWKEHEALVED  181

Query  182  ----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                +D++LE ++ G+     KL +      ++  + PV+  SAK  +GI   MD 
++ L
Sbjct  182  
LANFDDEILENFLEGKQTHPVKLKKHLLHFAENLQITPVFLASAKNEIGISDFMDYIS-L  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRI  296
                       L   VF + +     +  +++++SG +  R T+ + G     K+ 
++R 
Sbjct  241  
IDTKQYNADEKLSALVFGISHDKTMGKVAHVKVFSGKIENRQTLKIHGTSFDEKVVQVRK  300

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTTIAPKT  354
             +            G+I  L    SV++ D++G+P+ ++P ++    PL  L   +  
K 
Sbjct  301  NAGKAFEDIGIIEAGDIAGLCGLKSVKIGDIIGEPSQQIPMEQSLRTPL--
LTVQVKAKN  358

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414



            +    +L +AL  L   DP L         E+ +  +G +Q+E++  +L +++ +E   
+
Sbjct  359  
SNDYAKLAEALQTLNTEDPSLDFNWLKEDQEMHIKIMGWIQIEILERILHDRFSIEAAFE  418

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +P+VIY E P +     +   + P P WA +   + P   GSGVQY+S+VS+  +
+Q +Q
Sbjct  419  DPTVIYKETPARQGEGFVKYWM-
PKPCWAILKFKIEPGERGSGVQYQSKVSVDKIHQKYQ  477

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            N V   I   L+QG+ GW VTD  I    G  +   S P DF    P+ + Q L + 
GT 
Sbjct  478  
NEVERTIPEALKQGIKGWEVTDIIITLIDGENHEIHSRPGDFVIATPMGIMQGLNDIGTN  537

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
             LEP +SF ++AP+E L     D  +   + E+ Q+        G +P      +   
L+
Sbjct  538  
FLEPVISFKIHAPEELLGAIAGDITQMRGSFESPQILDGRFSMQGLLPLSTSIDFPVRLS  597

Query  595  FYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDKVRHMFQ  636
              + G++   T+   YQ    +  V +P +  S LD  +++ +
Sbjct  598  SRSGGKAKISTQFHSYQLCNDEYGVSRPYKGISPLDTSKYILK  640

>WP_063474642.1 GTP-binding protein [Rhizobium anhuiense]
 KZS54267.1 GTP-binding protein [Rhizobium anhuiense bv. trifolii]
 PDS60561.1 GTP-binding protein [Rhizobium anhuiense]
 PDS67168.1 GTP-binding protein [Rhizobium anhuiense]
Length=651

 Score = 337 bits (864),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 223/650 (34%), Positives = 340/650 (52%), Gaps = 
22/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LER RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERLRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   



VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   Q VV+++  +L+   I   +V           +L+P    
+E 
Sbjct  121  
VPFIFFVNKVDRLGARYQEVVEALAAQLAVRPIAMSSVIDAGAKLARAETLAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL  YI A   ++ E+L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDEALLADYILAPGRLTEERLGRCLADQVASGLVHPVFAGAAMTGVGMP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
R  
Sbjct  238  
ALASAIATILPGRCSNPDGPVAGKIFKIERGWGGEKLAYIYLASGTVRLRQYLDLP-RGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T + +   G I   +    G+I  +      R+ D V GDP      R    P 
P L
Sbjct  297  ERVTAIHLFEAGRIEGAERLRAGQIARVAGLAGARIGDAVGGDPA---
GGRAHFAP-PTL  352

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + +  L  AL Q+A+ DPL+    +  T E+ +S  G +Q +V+ + 
L   
Sbjct  353  
ETRVLARRPSDKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEMQKDVIQSTLLTD  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  413  
FGLEAKFEESTVILVERPVGTGAGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVDV  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  473  
GQMPIAFYRAVEETVFEALKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L  P E LS       K  AT   + +        G + 



++ +
Sbjct  533  
ALSAARTVLCEPIDRFYLETPAENLSGVVTLLAKSAATTTDSVIADGVARLEGTMASQMV  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  +  L   T+G     +    Y    G P  +PR      + V ++ +
Sbjct  593  RGVQQQLPRLTSGAGTMESSFDHYAPVAGPPRSRPRSGPDPFNGVEYLLR  642

>WP_057468060.1 GTP-binding protein [Rhizobium sp. Root1203]
 KQV29686.1 GTP-binding protein [Rhizobium sp. Root1203]
Length=645

 Score = 337 bits (864),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 216/621 (35%), Positives = 334/621 (54%), Gaps = 
15/621 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GILAHVDAGKT+LTE LL+ +GAI + GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRVMNLGILAHVDAGKTSLTERLLFETGAIDKLGSVDGGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
AAFRIGDLRVNLIDTPGHPDFIAEVERVLRLLDAAIVVVSAVEGVQAQTRVLVRVLQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL--------
SADIIIKQTVSLSPEIVLEENTDI  172
            IP + F+NK+D+AG   + V+  +  +L        + D I  +   + P + +E 
+ ++
Sbjct  121  IPFLFFVNKMDRAGARYEEVLSDMARELVVRPLAMSTIDNIGSRQAYVEP-
VDMETDQNL  179

Query  173  EAWDAVIENNDK-LLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                 V+   D+  L+ Y+ A E ++ ++       +V+   + P Y G A  GLG
+  L
Sbjct  180  
SRLCEVLAIGDETFLDDYVLAPERLTAKRFRSAIATQVRGDLVHPAYGGVAMTGLGVPEL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            +  V  L        SA L GSVFK+E    G++  Y+ + +GT+  RD + L      
K
Sbjct  240  IKGVVNLLPSRVPDTSADLRGSVFKIERGWGGEKIAYINVEAGTIGARDLIELP-
TGPAK  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPSDS-



VRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T +++  +  + R D A  GE+  +   S VR+ D +G   +  +   R+   P 
L T 
Sbjct  299  VTSLQVFGETGLRRCDHAAAGEVAKVGGLSGVRIGDEVGAGGK--
KAFTRQFAPPTLETH  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  + R  L  AL QL++ DPL+     +  +EI LS  G VQ E++ A L   
+ +
Sbjct  357  
VVARRRSDRGALWLALQQLSEQDPLINLRTTNDANEIYLSLYGEVQKEIIQATLLADFGV  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E +VI++ERP  +A+    +   PNPF A++GL V P S GSG  Y     
+G +
Sbjct  417  
DADFEESTVIHVERPTGSATALETMFKSPNPFLATVGLRVEPRSPGSGNAYTLEADVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  A+ + +   L+ G +GW V DC +        SP +T ADFR L P+VL 
+AL 
Sbjct  477  
PISFYRAIEETVLEALKAGFYGWQVVDCHVVLTAVGQSSPATTAADFRGLTPLVLAEALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +   + EP   F L  P   L        K  A+I    ++       G I +  
+Q+ 
Sbjct  537  
RAEVIVCEPVEHFRLQVPATTLPLLITLLAKCGASISETVIEDAVARLQGMIASIHVQSV  596

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            R  L   T G  V  T    +
Sbjct  597  RHQLPGLTGGAGVMETSFDHH  617

>WP_028740902.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651

 Score = 337 bits (864),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 221/649 (34%), Positives = 336/649 (52%), Gaps = 
19/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD AI+VISA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAIVVISAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   + V+ ++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFVFFVNKVDRLGAQYEDVLNALASQLLVRPIAMSSVVDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  + + EN++ LL+ Y+ A + +  ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEVLAENDEALLDDYVLAPDRLMADRLGRCLTDQVASGLVHPVFAGAATTGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G++FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATILPGRRLDPDGPIAGNIFKIERGWGGEKLTYIYLTSGTVRLRQHLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +    +   G+I  +       + DV+G    L   R +  P 
P L 
Sbjct  297  ERVTAIEVFEAGRVHGAASFRAGQIARVSGLAGAHIGDVVGGDL-LAAGRPQFAP-
PSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL ++A+ DPL+    +    +I +S  G VQ EVV + L   
+
Sbjct  355  
TRVLARRPSDKAALWLALNRMAEQDPLINLRRNDDADDIFVSLYGEVQKEVVQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE    E +VI +ER +        +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  
GLEAGFDESTVILVERLVGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGKSFALEVDVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  



QMPASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E L+       K  AT+  + +        G + +  
IQ
Sbjct  535  
LSAAQTVLCEPIDRFYLEAPGESLNGLLTLLAKSAATMTDSVIADGTARLEGTMASAMIQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            + +  L   T+G     T    Y    G P ++ R        V ++ +
Sbjct  595  SVQQQLPGLTSGAGTMETGYDHYAPMAGPPRVRRRSGPDPFKPVEYLLR  643

>BAF95552.1 tetracycline resistance protein, partial [Arthrobacter 
sp. APFTCR31]
Length=205

 Score = 322 bits (824),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 150/202 (74%), Positives = 176/202 (87%), Gaps = 0/202 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  4    
LPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLG  63

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EVVSALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  64   
KVQMEVVSALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  123

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYE  VSLGYLNQSFQ+AV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  124  
PLGSGMQYEGSVSLGYLNQSFQDAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  183

Query  513  PADFRSLAPIVLEQALKESGTQ  534
            PADFR LAPIVLEQ LK++GT+
Sbjct  184  PADFRMLAPIVLEQVLKKAGTE  205

>WP_030367961.1 GTP-binding protein [Streptomyces 
roseoverticillatus]
Length=661

 Score = 337 bits (865),  Expect = 2e-103, Method: Compositional 



matrix adjust.
 Identities = 232/632 (37%), Positives = 328/632 (52%), Gaps = 
40/632 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++NIG+LAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD+  +ER+RGITI+ 
AV  
Sbjct  6    
VLNIGVLAHVDAGKTSLTERLLFDAGAIDRLGSVDAGSTRTDSGEIERRRGITIRTAVAP  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F+    +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR+
+ +P
Sbjct  66   
FRVGGLRVNLVDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRLP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIEAW  175
            T++F+NK D+AG      + +VR +L+  I+   TV       + +     E+    
EA 
Sbjct  126  
TLLFVNKTDRAGAREAETLAAVRRRLTPHIVPMGTVHGIGAPGARTVPGSYEDPAFREAM  185

Query  176  -
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + E++D LL K +   P++  +L R   R+     + PVY+GSA  G G+  L
+D +
Sbjct  186  
AETLAEHDDALLAKLVEDRPVTPWELRRTLARQTALGRVHPVYFGSALSGQGVAGLVDGI  245

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----------  283
                 P    G  A  G+VF V+    G++  YLRL+SG +  RD + L           
Sbjct  246  VRYLPPARRTGREA-
TGTVFAVDRGPSGEKTAYLRLFSGAVSERDRITLHRQHADGVRTE  304

Query  284  -AGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             AGR    +T +     G + R  TA  G+I  I     VR+ D LG P R      
R  
Sbjct  305  HAGR-VTSLTAVEAGEPGAVRRRATA--GDIARIRGLPEVRVGDRLG-PVR-
DGAHHRHF  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T + P       RL  AL  LAD DPL+            +   G VQ E
+++A
Sbjct  360  
AAPSLETVVRPVRPEDAARLHGALAALADQDPLIGTRTLPAGGGTSVLLYGEVQKEIIAA  419

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAAS-------
HTIHIEVPPNPFWASIGLSVTPLSL  454



             L+ ++ +E V +  S ++ ER             H  H+      FWA+IGL   
P + 
Sbjct  420  TLAGEFGVEAVFEPSSTVHRERLTGTGEAYEEIDRHGGHV------
FWATIGLRTEPGAP  473

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            GSG  +     LG L  +F  A+ + +   L QGL+GW VTDC +      Y 
+PVST A
Sbjct  474  
GSGTVFRRDTELGALPLAFDRAIEETVHRTLAQGLYGWPVTDCTVTLTRSGYAAPVSTAA  533

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL  AL  +GT + EP  ++ L AP + LS          A I   +   
+ 
Sbjct  534  
DFRRLTPLVLMAALARAGTTVYEPCHAYELEAPADTLSAVAGALAALEAEIHDTETGPEV  593

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
             V  G IPAR        L   T G ++  T 
Sbjct  594  CVLKGTIPARHAPDAERRLPALTRGEALWWTH  625

>WP_006733447.1 GTP-binding protein [Lactobacillus iners]
 EFO70788.1 GTP-binding domain protein [Lactobacillus iners LactinV 
01V1-a]
Length=224

 Score = 322 bits (825),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 157/222 (71%), Positives = 184/222 (83%), Gaps = 0/222 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180



Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
             ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK
Sbjct  181  GNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAK  222

>WP_056823271.1 GTP-binding protein [Rhizobium sp. Root708]
 KRB50775.1 GTP-binding protein [Rhizobium sp. Root708]
Length=651

 Score = 337 bits (864),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 226/644 (35%), Positives = 334/644 (52%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+I+N+GILAHVDAGKT+LTE LL+ +GAI+  GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRILNLGILAHVDAGKTSLTERLLFDTGAIARLGSVDDGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFRIGDLAVNLIDTPGHPDFIAEVERVLRMLDAAVVVVSAVEGVQAQTRVLVRALKRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            IP V FINKID+AG   + ++  +  KL +  +    V         ++P  +  +    
Sbjct  121  
IPFVFFINKIDRAGARYEELLADIESKLGSLTLAMSVVRDAGSRNAVVTPLDLASDPGLS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + +  ++D LLE Y+ A + IS  +L      +V    L P Y G A  G GI  
L+
Sbjct  181  
TICEGLASHDDALLEDYVLAPDRISSGRLRSTLADQVAAGLLHPAYCGVAMTGEGIADLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            +A+  +         A L G++FK+E    G++  YL L +GTL  R  + L G    
K+
Sbjct  241  
NAMEHMLPSRMPDTQAPLAGNIFKIERGWGGEKIAYLNLTAGTLLERSQIELPGGVG-KV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G + +   A+ G+IV +    + R+ D  G  T   R    +   P L 
T I
Sbjct  300  TRIQVFDDGALRKQGEAHAGQIVKVGGLAAARIGDQFG--



TAGGRPYEPQFAAPTLETRI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                 ++   L  AL QL++ DPL+         E+ LS  G VQ EV+ A L   
+ ++
Sbjct  358  
LSAKPSENGTLWTALQQLSEQDPLINLRTSPDASEMFLSLYGEVQKEVIQATLLHDFGVD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI++ERP         I   PNPF A++GL + P   GSG  +   V 
+G + 
Sbjct  418  
ARFEESTVIHVERPAGIGEGIEVIFREPNPFLATVGLRIEPRPEGSGNTFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+ GL GW V DC +        SP ST ADFR L P+VL  
AL  
Sbjct  478  
VSFYRAVEEAVSETLKAGLSGWQVIDCHVAVTALKQTSPSSTAADFRGLTPLVLASALVG  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP+  F L  P   L   +    K  A ++  ++        G +P   
+Q  R
Sbjct  538  
AGTVVCEPFERFQLEVPVAALPVLHVILSKSGAAVQATEIDGGVARLEGVMPLAKVQGIR  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              L   ++G  V  T    +    G    + R   S  D+  ++
Sbjct  598  QQLPGLSSGAGVMETAFDHHAPLPGARPTRARTSASPFDRSEYL  641

>WP_017961207.1 GTP-binding protein [Rhizobium leguminosarum]
Length=652

 Score = 337 bits (864),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 220/646 (34%), Positives = 343/646 (53%), Gaps = 
15/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 



Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P V F+NK+D+ G   + V++++  +L     +   +I     L+    L    +    
Sbjct  121  
VPFVFFVNKVDRLGAQYEDVLKALASQLLVRPIAMSSVIDAGSGLARVEALAHGCEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G A  G+G+  
L 
Sbjct  181  
PLCEALAENDEALLDDYVLAPDRLTADRLGRCLIDQVASGLVHPVFAGVATTGVGVPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G++FK+E    G++  Y+ L SGT+RLR  + L  +   
++
Sbjct  241  SAIATILPGRRLDPDGPIAGTIFKIERGWGGEKLAYMYLTSGTVRLRQYLDLP-
KGLDRV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPMLRTT  349
            T + +   G +    +   G+I  +      R+ D V GDP    R  +     P 
L T 
Sbjct  300  TAIEVFEAGRVHGAASFRAGQIARISGLAGARIGDAVGGDPLSDGRAYFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  +++  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+ L
Sbjct  357  
VFGQRPSEKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E ++I +ERP+   +    +   PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  417  
DASFEESTIILVERPVGIGTGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T L EP   F L AP E LS       K  AT+  + +        G + +  



IQ+ 
Sbjct  537  
AAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTDSVIVDGMARLEGTMASAMIQSV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            +  L   T+G     T    Y    G P ++ R      ++V ++ 
Sbjct  597  QQQLPGLTSGAGTIETGFDHYAPMAGPPRVRRRSGPDPFNRVEYLL  642

>WP_011652714.1 GTP-binding protein [Rhizobium leguminosarum]
 CAK08700.1 putative tetracycline resistance protein [Rhizobium 
leguminosarum 
bv. viciae 3841]
Length=651

 Score = 337 bits (864),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 221/649 (34%), Positives = 336/649 (52%), Gaps = 
19/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD AI+VISA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAIVVISAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   + V+ ++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFVFFVNKVDRLGAQYEDVLNALASQLLVRPIAMSSVVDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  + + EN++ LL+ Y+ A + +  ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEVLAENDEALLDDYVLAPDRLMADRLGRCLTDQVASGLVHPVFAGAATTGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G++FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATILPGRRLDPDGPIAGNIFKIERGWGGEKLTYIYLTSGTVRLRQHLDLP-KGP  296



Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +    +   G+I  +       + DV+G    L   R +  P 
P L 
Sbjct  297  ERVTAIEVFEAGRVHGAASFRAGQIARVSGLAGAHIGDVVGGDL-LAAGRPQFAP-
PSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL ++A+ DPL+    +    +I +S  G VQ EVV + L   
+
Sbjct  355  
TRVLARRPSDKAALWLALNRMAEQDPLINLRRNDDADDIFVSLYGEVQKEVVQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE    E +VI +ER +        +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  
GLEAGFDESTVILVERLVGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E L+       K  AT+  + +        G + +  
IQ
Sbjct  535  
LSAAQTVLCEPIDRFYLEAPGESLNGLLTLLAKSAATMTDSVIADGTARLEGTMASAMIQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            + +  L   T+G     T    Y    G P ++ R        V ++ +
Sbjct  595  SVQQQLPGLTSGAGTMETGYDHYAPMAGPPRVRRRSGPDPFKPVEYLLR  643

>ANP86357.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651

 Score = 337 bits (864),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 223/655 (34%), Positives = 338/655 (52%), Gaps = 
34/655 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    



MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTVGDRIVNLVDTPGHPDFIAEVERVLGLLDAAIVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   + V++++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPVVFFVNKVDRLGAQYEDVLKALASQLLVRPIAMSSVVDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDEALLDDYVLAPDRLTADRLGRCLTDQVASGLVHPVFAGAATTGVGVP  237

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGRE  287
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
G E
Sbjct  238  
ALTSAIATILPGRRLDPDGPIAGKIFKIERGWGGEKLSYMYLTSGTVRLRQHLDLPTGSE  297

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILP-------
SDSVRLNDVLGDPTRLPRKRWRE  340
              ++T + +   G +    +   G+I  +         D+V  + + G P   P      
Sbjct  298  --
RVTAIEVFEAGRVHGAASFRAGQIARISGLAGARIGDAVGGDLLAGGPQFAP------  349

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L T +  +  + +  L  AL Q+A+ DPL+    +    +I +S  G VQ 
EVV 
Sbjct  350  ---
PSLETRVLARRPSDKAALWLALNQMAEQDPLINLRRNDDADDIFVSLYGEVQKEVVQ  406

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            + L   + LE   +E +VI +ER +        +    NPF A++GL V P   G
+G  +
Sbjct  407  
STLLTDFGLEAGFEESTVILVERLVGTGEGLQILFKESNPFLATVGLRVEPRPEGAGNSF  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V +G +  SF  AV + +   L+QG+FGW V DC +      + SP ST 
ADFR L 



Sbjct  467  
ALDVDVGQMPASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAVRHSSPASTAADFRQLT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VL  AL  + T L EP   F L AP E L+       K  AT+  + +        
G 
Sbjct  527  
PWVLADALSAAQTVLCEPIDRFHLEAPAESLNGLLTLLAKSAATMTDSVIADGMARLEGT  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  
635
            + +  IQ+ +  L   T+G     T    Y    G P ++ R      + V ++ 
Sbjct  587  MASAMIQSVQQQLPGLTSGAGTMETGFDHYAPMAGPPRVRRRSGPDPFNGVEYLL  
641

>ANZ45594.1 hypothetical protein BED41_11235 [Cloacibacillus 
porcorum]
Length=637

 Score = 337 bits (863),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 216/640 (34%), Positives = 339/640 (53%), Gaps = 
23/640 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVD GKTTLTE +L+ +GA+   G V+ G+  TD M  ER+RGI+++AA    
Sbjct  9    
LTIGILAHVDGGKTTLTEQMLFKAGAVRSLGRVDDGSAHTDFMDFERRRGISVRAASALL  68

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+ I+DTPGH DF AEV R++  +D A++V+SA +GVQ+QT +++ ++ KM 
IP 
Sbjct  69   
EWRGVKIYIIDTPGHSDFSAEVQRAVRAMDLAVIVVSAVEGVQSQTELIWRSIDKMGIPA  128

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            + FINK D+ G D++SV+            I +    +P ++  E+ +  A + + 
E +D
Sbjct  129  LFFINKTDRVGADVKSVMAE----------IGELTGTAPRLIDLEDKESLA-
ETLAEYDD  177

Query  184  KLLEKYI--
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
              LEKY        S+++L    +       L P   G+A KG G++PL++ +  L 
+  
Sbjct  178  
AALEKYFDEGACAFSKDELDTLLRDSFYARKLIPALCGAALKGEGVEPLLELLARLSK--  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--



ALAGREKLKITEMRIPSK  299
             +  +  L G VFKVE+     R  +LRL+SGTL+ RD+V     GRE+ K+T++R    
Sbjct  236  AQDAAGPLSGVVFKVEHNPSLGRVAHLRLFSGTLKNRDSVRNVTMGREE-
KVTQIREVLG  294

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +     +   GE+  +         D++GDP+ +P     E   P+LR  +     
+Q 
Sbjct  295  SKEKDKGSLCAGEVGAVYGLTGTVSGDIIGDPSYVPPV--
AEIAAPVLRVKVTSAEPSQY  352

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L+ AL++L+  DPLL    +  + E+++   G +Q+E++  LL+E++ LE  + 
EP V
Sbjct  353  
PALVAALSELSAEDPLLDVIWEKESRELLVRVTGLLQIEILQTLLAERFGLEAALGEPMV  412

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y ERPLK A   +   + P P WA +   + PL LG+GV +ES V+   +   +Q  
VR
Sbjct  413  VYKERPLKRAHGYVEYTM-
PKPCWAVMDFEIEPLPLGTGVVFESTVANDKIYTRYQAQVR  471

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
              I   L QG  GW VTD +I    G +++  + P DF    P+ +   L  SGT
+LLEP
Sbjct  472  
QTIPEALRQGPKGWEVTDVRIRLVGGEHHTVHTHPLDFMLATPMGIMDGLVASGTELLEP  531

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
               F L  P+E   R   +      T ++  V+K   +  G +P      +   +A  
T 
Sbjct  532  
MQKFRLTFPEEASGRLIGEIVAMRGTFDSPVVRKGSFMMEGLLPVASSMDFPLRVASLTG  591

Query  599  GRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMFQK  637
            GR    T   GY     G+    P R  S LD+ +++  K
Sbjct  592  GRGTLSTTAAGYAPCPPGEGFEVPYRGVSPLDRAKYILYK  631

>WP_075224069.1 GTP-binding protein [Rhizobium leguminosarum]
 OLG29070.1 GTP-binding protein [Rhizobium leguminosarum bv. viciae]
 AUW43413.1 Oxytetracycline resistance protein [Rhizobium 
leguminosarum]
Length=648

 Score = 337 bits (863),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 217/646 (34%), Positives = 340/646 (53%), Gaps = 



14/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQ+R+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQSRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEEN---
TDIEAWD  176
            +P + F+NK+D+ G   Q VV+++  +L+   I +   +    ++V  E     D   
+ 
Sbjct  121  
VPFIFFVNKVDRLGARYQEVVEALAAQLAVRPIAMSSVIDAGAKLVRVETLALGDEPLFS  180

Query  177  AVI----ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+     EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
ALCETLGENDEALLDDYVLAPDWLTEERLGRCLADQVASGLVHPVFAGAAMTGVGIPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  R   
++
Sbjct  241  SAIAKILPERRPNPDGPVAGKIFKIERGWGGEKLSYIYLASGTVRLRQYLDLP-
RGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G +   ++   G+I  +      R+ D +G     P         P L 
T +
Sbjct  300  TAIHVFEAGRVHGAESLRAGQIARISGLAGARIGDAVGGD---
PASGQAHFAPPTLETRV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  357  
LARRPSGKAALWLALNQMAEQDPLINLRRNEEADEVFVSLYGEVQKEVIQSTLLTDFNLE  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ERP+   +    +   PNPF A++GL + P   G+G  +   V 



+G + 
Sbjct  417  
ARFEKSTVILVERPVGTGAGLQILFKEPNPFLATVGLRIEPRPPGAGNSFALEVDVGQMP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  477  
VAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAMALSA  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F L  P E LS       K  AT   + +        G + ++ 
IQ+ +
Sbjct  537  
AQTVLCEPIDRFHLETPMESLSGVLTLLAKSAATTMDSVIADGVARLEGTMASQVIQSVQ  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              L   T+G     T    Y    G+P ++ R      +   ++ +
Sbjct  597  RQLPGLTSGAGTMETSFDHYAPVAGEPRLRWRSGADPFNSTEYLLR  642

>WP_101435808.1 GTP-binding protein [Amycolatopsis niigatensis]
 PKV91827.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
niigatensis]
Length=634

 Score = 336 bits (862),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 230/658 (35%), Positives = 334/658 (51%), Gaps = 
61/658 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAH+DAGKT+LTE LL+ +G I   G V+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKALTIGILAHIDAGKTSLTERLLFETGVIDHAGRVDDGDTQTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++++VDTPGH DF+AEV R++ VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VAVSTPGHRLSLVDTPGHPDFIAEVERAVGVLDGAVLVVSAVEGVQAQTRVLMRTLIRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA---  177
            IP ++F+NKID+ G    S+++S+R KLS       TV           TDI    
A   
Sbjct  121  IPVLVFVNKIDRTGAREASLLESLRTKLSPRCAPMSTV-----------
TDIGTASAQPV  169



Query  178  ----------VIENNDKLLEKYIAGEPIS---
REKLVREEQRRVQDASLFPVYYGSAKKG  224
                       +  +D  LE Y+AG   S   R+ L R+    V  AS++PV+
+GSA  G
Sbjct  170  PLPFDERLADALAGDDAFLESYVAGAASSMDYRKALARQ----
VAAASVYPVFFGSAVTG  225

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-  283
             G+  L+  V  L      +G   L  +VFK+E    G++  Y+R++SG+L  R  
V   
Sbjct  226  
AGVADLIAGVYELLPSRERRGDGPLDATVFKIERGRSGEKIAYVRMFSGSLAARRPVPFR  285

Query  284  ------AGR-EKLKITEMRI-
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
                   GR   +++ E  + P  GE +  D A    +  LP   +++ D LG+   
L  
Sbjct  286  RLGMEGVGRPSAVRVFEHGVTPVSGEALAGDVA---RVWGLP--
EIQIGDRLGESADLSE  340

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
             R+     P L T + P    Q   L  ALT+L++ DPL+   +     EI +   
G VQ
Sbjct  341  NRFFAP--PSLETLVYPVDPDQTRALYTALTRLSEQDPLI--
SIRRQDQEITVRLYGEVQ  396

Query  396  LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-----
FWASIGLSVT  450
             EV+   L+E++ +    +E   + +ER    A    H    P P     FWA+
+GL V 
Sbjct  397  KEVIRTTLAEEFGIAAEFEESRPLLVERLHGTAYRVRH----
PAPEQRVFFWATVGLRVE  452

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P   GSG  Y   V LG L  SF  A+ + +   L +GL G  V DC +      
+Y P 
Sbjct  453  
PGPPGSGTDYRMEVELGSLPLSFHTAIEETVHEILREGLHGREVIDCVVTLTDTAFYPPA  512

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFR +  +VL++AL+E+GT++ EP  +F L AP   +S       +  A      
+
Sbjct  513  
STAGDFRGMTRLVLQEALREAGTRVYEPIHAFELEAPASAISTVLRKLVELRAVPGEPGI  572

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR-
PNSR  627
              D     G +PA         L   T G    +T    Y+   G     PRR P
+SR



Sbjct  573  TDDRCTVDGHLPAASAHELEQVLPALTRGEGTLVTNFAEYRLRPGGG--
GPRRVPSSR  628

>WP_020662538.1 GTP-binding protein [Amycolatopsis benzoatilytica]
Length=638

 Score = 337 bits (863),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 216/626 (35%), Positives = 329/626 (53%), Gaps = 
24/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+LAHVDAGKT+LTE LL+ +G +   GSV+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKALTIGVLAHVDAGKTSLTERLLFETGVLDHVGSVDDGDTQTDSLELERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++ +VDTPGH DF+AEV R++AVLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VAVSTPGHRLTLVDTPGHADFIAEVERAVAVLDGAVLVVSAVEGVQAQTRVLMRTLVRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            IP+++F+NKID+AG     +++S+R KLS   +   T S   + +  +      E     
Sbjct  121  
IPSLVFVNKIDRAGARSAELLESLRTKLSPRCVPMSTGSAVGTADATVFSLPFAEHLADA  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            + ++++ LE Y+AGE +S         R+V  A  +PVY+GSA  G G+  L+  +  
L 
Sbjct  181  LADDERFLESYVAGE-
VSEADYRAALTRQVAAAQTYPVYFGSAVTGAGVAELVAGIYDLL  239

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE-----  293
                      L  +VFK+E    G++  Y R++SG+L  R  V +  R    I E     
Sbjct  240  
PARERTAEGPLDAAVFKIERGRGGEKIAYARVFSGSLAARRPVPVRRRTDDGIRESTGRP  299

Query  294  --MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL---
PMLR  347
              +R+   G       A  GE+  +    +VR+ D LG     P    R+D L   
P L 
Sbjct  300  SAVRVFEHGSAPVPGEARAGEVAKVWGLPAVRIGDRLG-----
PGGDLRQDRLFAPPSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407



            T + P   AQ   L  AL++L++ DPL+   +    + I +   G VQ EV+   L
+E++
Sbjct  355  TLVRPADPAQNGELYAALSRLSEQDPLI--
SIRRRDNAITVHLYGEVQKEVIQTTLAEEF  412

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESRVS  465
             +    +    + +ER L    H +    P     FWA++GL V P   G+GV Y   
V 
Sbjct  413  GVVAEFEGSRPLLIER-
LHRTGHRVRHHAPDERVFFWATVGLRVEPAPPGTGVDYRLAVE  471

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L  +F NA+ + +R  L +G  G  + DC +      Y+SPV+T  DFR +  
+VL 
Sbjct  472  
LGSLPLAFHNAIEETVREILREGPHGREIPDCVVTLTDTGYFSPVTTAGDFRGMTELVLR  531

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+E+GTQ+ EP  +F L AP   +        ++ A  E   +  +     G 
IPA  
Sbjct  532  
EALEEAGTQVYEPIHTFELEAPAAAMGAVLRKLAEFRAIPEEPAITAERCTVDGRIPATA  591

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +      +   T G    +T    Y+
Sbjct  592  VPGLEQAVPALTQGEGTVVTAFAEYR  617

>WP_064803668.1 MULTISPECIES: GTP-binding protein [Rhizobium]
 ANK86413.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N731]
 ANL16659.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. N1314]
Length=648

 Score = 337 bits (863),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 220/649 (34%), Positives = 339/649 (52%), Gaps = 
19/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   Q V++++  +L    I   TV           +L+P    
+E 
Sbjct  121  
VPFVFFVNKVDRLGARYQEVMEALAAQLFVRPIAMSTVIDAGSKLARVEALAPR---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G
+GI 
Sbjct  178  
LFSALCEALGENDEALLDDYVLAPDRLTNERLGRSLADQVARGLVHPVFAGAAMIGVGIS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  YL L SGT+ LR  + L  
+  
Sbjct  238  
DLASAIATILPERRPDADGPVAGKIFKIERGWGGEKLCYLSLTSGTVWLRQNLNLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T +++   G I   ++   G+I  +      R+ D +G   R P  +    P 
P L 
Sbjct  297  ERVTAIQLFEDGRIHGAESLRAGQIARVSGLAGARIGDAVG-VDRFPGGQAHFAP-
PTLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+
Sbjct  355  
TRVLARRPSDKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+   +E  VI  ERP+   +    +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  
SLDASFEESMVILAERPVGIGTGLQIVFKEPNPFLATVGLRVEPRPAGAGNSFALEVDVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATA  534



Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T   EP   F L AP E LS       +  A    + +        G + +
+ ++
Sbjct  535  
LSAAQTVFCEPVDRFHLEAPAESLSGVLTLLARSAAMTTDSVIADSVARLEGTMASQMVR  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            + +  L   T+G     T    Y    G P ++ R      + V ++ +
Sbjct  595  SVQQQLPGLTSGAGTMETAFDHYAPMAGPPRLRRRSGPDPFNGVEYLLR  643

>WP_018074229.1 GTP-binding protein [Rhizobium leguminosarum]
Length=648

 Score = 337 bits (863),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 220/632 (35%), Positives = 336/632 (53%), Gaps = 
14/632 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQ+R+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQSRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEEN---
TDIEAWD  176
            +P + F+NK+D+ G   Q VV+++  +L+   I +   +    ++V  E     D   
+ 
Sbjct  121  
VPFIFFVNKVDRLGARYQEVVEALAAQLAVRPIAMSSVIDAGAKLVRVETLALGDEPLFS  180

Query  177  AVI----ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+     EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
ALCETLGENDEALLDDYVLAPDWLTEERLGRCLADQVASGLVHPVFAGAAMTGVGIPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  R   
++
Sbjct  241  SAIAKILPERRPNPDGPVAGKIFKIERGWGGEKLSYIYLASGTVRLRQYLDLP-
RGPERV  299



Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G +   ++   G+I  +      R+ D +G     P   W     P L 
T +
Sbjct  300  TAIHVFEAGRVHGAESLRAGQIARISGLAGARIGDAVGGD---
PAGGWAHFAPPTLETRV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  357  
LARRPSGKAALWLALNQMAEQDPLINLRRNEEADEVFVSLYGEVQKEVIQSTLLTDFNLE  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  417  
ARFEKSTVILVERPVGTGAGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVDVGQMP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  477  
ASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADALSA  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F L  P E LS       K  A    + +        G + ++ 
IQ+ +
Sbjct  537  
AQTVLCEPIDRFHLETPMESLSGVLTLLAKSAAATMDSVIADGVARLEGTMASQVIQSVQ  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              L   T+G     T    Y    GQP ++ R
Sbjct  597  QQLPGLTSGAGTMETSFDHYAPVAGQPRLRGR  628

>ACH43046.1 tetracycline resistance protein Tet(M), partial 
[Enterococcus 
faecium]
Length=203

 Score = 321 bits (823),  Expect = 2e-103, Method: Compositional 
matrix adjust.
 Identities = 149/201 (74%), Positives = 175/201 (87%), Gaps = 0/201 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP+++  E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 



THEIILSFLG
Sbjct  1    
LPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLG  60

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV+PL
Sbjct  61   
KVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPL  120

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  121  
PLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  180

Query  513  PADFRSLAPIVLEQALKESGT  533
            PADFR L PIVLEQA +++GT
Sbjct  181  PADFRMLTPIVLEQAFRKAGT  201

>WP_088687521.1 GTP-binding protein [Rhizobium sp. R634]
 OWV78390.1 GTP-binding protein [Rhizobium sp. R634]
Length=651

 Score = 337 bits (863),  Expect = 3e-103, Method: Compositional 
matrix adjust.
 Identities = 223/633 (35%), Positives = 340/633 (54%), Gaps = 
15/633 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V F+NK+D+ G     V+Q++  +L+   I +   +    ++   E  D  +     
Sbjct  121  
VPFVFFVNKVDRLGARYGEVMQALTAQLAVRPIAMSSVIDAGGKLARVEALDPRSEPLFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231



               +A+ EN++ LL+ Y+ A E ++RE+L      ++    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEALLDDYVLAPERLTRERLGSALADQMARGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L +GT+RLR  + L    
+ ++
Sbjct  241  
SAIAAILPEQHPNPDGPVAGKIFKIERGWGGEKLCYVSLTAGTVRLRQYLDLPNGPE-RV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPMLRTT  349
            T +++   G     ++   G+I  +      R+ D V GDP    R  +     P 
L T 
Sbjct  300  TAIQLFEAGRSHGAESFGAGQIARVSGLAGARIGDAVGGDPGTAGRAHFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ A L   
+ L
Sbjct  357  
VLARRPSERAALWLALSQMAEQDPLINLHRNEEADEVFVSLYGEVQKEVIQATLLADFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   +E +VI  ERP    S    +   PNPF A+IGL V P   G+G  +   V 
+G +
Sbjct  417  
EASFEESTVILAERPAATGSGLQILFKEPNPFLATIGLRVEPRPAGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLASALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T L EP   F +  P E LS       K  AT+  +++        G + ++ 
+Q+ 
Sbjct  537  
AAQTVLCEPVDRFHIETPAESLSGVLTLLAKSAATMTDSEITDGIARLEGTLASQMVQSV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            +  L   T+G     T    Y    G P ++PR
Sbjct  597  QQQLPGLTSGAGTMETAFDHYAPISGPPRLRPR  629

>WP_069812828.1 GTP-binding protein [Streptomyces sp. TP-A0874]
Length=654



 Score = 337 bits (863),  Expect = 3e-103, Method: Compositional 
matrix adjust.
 Identities = 223/655 (34%), Positives = 340/655 (52%), Gaps = 
24/655 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N  ILAH+DAGKT+LTE LLY +G +   GSV+ GTTRTD+  +E++RGIT+
++AV
Sbjct  1    
MRSVNTCILAHIDAGKTSLTERLLYDNGVLDTLGSVDAGTTRTDSNEIEQRRGITVRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN+VDTPGH +F+AEV R+L VLDGA+LV+SA +GVQAQTR++   L
+++ 
Sbjct  61   
ASFDTRDRRVNLVDTPGHSEFIAEVERALRVLDGAVLVVSAVEGVQAQTRVIMKTLQELR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL-
SPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+ G     ++  +R +LS  +  + +  +L SP  V     D EA  
AV
Sbjct  121  
LPTLVFVNKIDRGGARGDELLTEMRARLSPHLAPMNRAENLGSPAAVTRRREDPEALAAV  180

Query  179  I-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E+++ LL   +A  P     L      +     + PVY+GSA+ G G+  L++ 
+  L
Sbjct  181  
LSEHDEALLADLVADRPPDSADLAARLAEQTARGLVHPVYFGSARTGQGVADLVEGIRTL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------
AGREKL  289
              P          G+VF VE    G +  YLRL+ G LR R  V+         A     
Sbjct  241  
LPPAPADADGPPRGTVFAVERAPGGAKIAYLRLFEGELRPRQRVSCFHNSADGTATGYSG  300

Query  290  KITEMRIPSKGEIVRTDT---AYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPM  345
            +I+ +R+   G+         A  G++V +   S VR+ D LG P       +     
P 
Sbjct  301  
QISGLRVVRAGDGAHETVDARAVAGDLVSVRGLSQVRVGDTLGAPDDSAGSHYFAR--PT  358

Query  346  LRTTIAPKTAAQRE--
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            L T +  ++A  R+  RL  AL  LA+ DPL+     +     +L + G +Q E++
+  L
Sbjct  359  LETLV--RSAHPRDTIRLHAALVALAEQDPLISTRPAAGGQTSVLLY-
GEIQKEIIAETL  415



Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            S ++ +E   +    +Y+ERP  A      I +   PF A +GL V P   G+GV  
E  
Sbjct  416  SREFGVEAAFEPSRPLYLERP--
AGRGAAFIGITHTPFTAGVGLRVEPAPRGAGVLVERE  473

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V  G L  +F +A+   +R  L QGL GW VTDC++   +  + +  S   DFR+L 
P+V
Sbjct  474  
VKYGALPAAFHSAIESTVRATLTQGLLGWPVTDCRVTVTHTEFDNATSCGGDFRNLTPLV  533

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL  +GT++ EP   F   AP + L           A I     +    V +G
++PA
Sbjct  534  
LMRALSRAGTRIYEPCHVFEAEAPLDLLEAVTTRLLSLEARIRETTTRAGSWVVSGDLPA  593

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  
638
            R +      L   T G     +  +G ++  G    + R   + LD   +MF  V
Sbjct  594  RQVHTITRQLPDLTRGEGHWWSRARGDRSCRGAVPSRERTDRNPLDPGEYMFHFV  
648

>WP_013726215.1 GTP-binding protein [Clostridium botulinum]
 AEB76703.1 translation elongation factor G [Clostridium botulinum 
BKT015925]
 KEI01634.1 translation elongation factor G [Clostridium botulinum 
C/D str. 
Sp77]
 KOA73010.1 translation elongation factor G [Clostridium botulinum]
 KOA80759.1 translation elongation factor G [Clostridium botulinum]
 KOA82782.1 translation elongation factor G [Clostridium botulinum]
 KOA82796.1 translation elongation factor G [Clostridium botulinum]
 KOA83058.1 translation elongation factor G [Clostridium botulinum]
 KOA91070.1 translation elongation factor G [Clostridium botulinum]
 KOC36245.1 translation elongation factor G [Clostridium botulinum]
 KOC38707.1 translation elongation factor G [Clostridium botulinum]
 KOC40232.1 translation elongation factor G [Clostridium botulinum]
 KOC40621.1 translation elongation factor G [Clostridium botulinum]
 KOC46162.1 translation elongation factor G [Clostridium botulinum]
 KOC51906.1 translation elongation factor G [Clostridium botulinum]
Length=665

 Score = 337 bits (864),  Expect = 3e-103, Method: Compositional 
matrix adjust.
 Identities = 201/618 (33%), Positives = 333/618 (54%), Gaps = 
23/618 (4%)

Query  3    



IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AHVD GKTT TE ++Y SG I E GSV+KG+++ D   +ERQRGITI +  
TS
Sbjct  4    
IKNIGIVAHVDGGKTTTTEQIMYLSGIIRELGSVDKGSSKMDYNNIERQRGITIFSEQTS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            FQW    +N++DTPGH+DF +E+ RSL  LDGA+L+ISA +GVQA T  +++ LRK 
NIP
Sbjct  64   
FQWKGANINLIDTPGHIDFSSELERSLKALDGAVLIISAVEGVQAYTETIWNLLRKNNIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEEN-------  169
            T+IFINK+D+ G  +  + + +   L+ D   I +T  +  +      +++EN       
Sbjct  124  
TLIFINKLDRVGASIDRIYKDIEKNLTKDYFPIHKTEKIEKDFEDIIDLIDENEFSKDSQ  183

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              I   + + E ++++LEKY+ GE I+R   + + Q  V+    FPV  GSA KG
+GI+ 
Sbjct  184  
EKIILLEKLAEKDEEILEKYLEGEEITRNIFISKVQNLVKQCDTFPVLLGSAIKGIGIEK  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+D+V  L             G ++KV++ +   +  Y+R+ +G +R+RD++  +  
E+ 
Sbjct  244  
LLDSVVQLLPYHSGNDEKEFSGIIYKVKFDETVGKLCYVRVINGVVRVRDSIYNSLGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL--PML  346
            KIT++R  +  + +  ++   GEI V+    +V+ ND LG+   +      ED +    
L
Sbjct  304  KITQIRKYNGEKYINVESLTSGEIGVVCGLKNVKANDSLGNSKNIS----
NEDTINESAL  359

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + + PK   + + LL AL  L + DP L+ E +    E+ +S  G + +EV+  +
+ E+
Sbjct  360  
ISRVIPKDEEKLQELLKALQILNEEDPTLQLEWNCENKELSISIKGSIHMEVLKEVIKER  419

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + ++    EP V Y+E   K +    H E  P   +A + + + P   G GV++ S 
++ 
Sbjct  420  FNIQVEFLEPKVNYIETIEKISKGFCHFE--
PKKHYAEVEVEIEPNDRGKGVEFISEING  477



Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L   +QN +       +  G L G  VTD KI    G Y+   +   DFR      
+ 
Sbjct  478  
DILPYQYQNNIEKAAFEAMLHGPLIGGKVTDIKIKLINGKYHLEHTHGGDFRIATIRAVY  537

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QAL+++   LLEP   + +   +E   +   D  K     +  ++ +D+++   E
+P   
Sbjct  538  
QALQKNKVILLEPVYKYKIIVDKETGGKVMTDILKMGGKFKEPEISEDKMIIKAEVPVAT  597

Query  586  IQAYRTDLAFYTNGRSVC  603
               Y+  L   T+G+++ 
Sbjct  598  SMNYKLQLLSATSGKAIV  615

>WP_099161828.1 GTP-binding protein [Micromonospora sp. WMMA2032]
 ATO14114.1 GTP-binding protein [Micromonospora sp. WMMA2032]
Length=646

 Score = 336 bits (862),  Expect = 3e-103, Method: Compositional 
matrix adjust.
 Identities = 234/655 (36%), Positives = 340/655 (52%), Gaps = 
37/655 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AHVDAGKT+LTE LL+A+GA+   GSV+ GTTRTDT  +ER+RGITI
++AV
Sbjct  1    
MQTVNLGIVAHVDAGKTSLTERLLHATGAVDRLGSVDAGTTRTDTGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    +VN++DTPGH DF+AEV R+L VLD A+LV+SA +GVQ  +R L   
LR + 
Sbjct  61   
APFRVRDRQVNLLDTPGHSDFVAEVERALGVLDAAVLVLSAVEGVQPHSRRLMRILRSLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEAWDAV  178
            +PT+IF+NKID+ G     +V  VR  L+  +    TV    +P   +  + D    
D V
Sbjct  121  LPTLIFVNKIDRVGARTDELVADVRRLLTPAVAPLGTVRAPGTPGATVRPD-
DPGYADRV  179

Query  179  IE----NNDKLLEKYIAGEPISREKLVREEQRRVQDAS--
LFPVYYGSAKKGLGIQPLMD  232
             E    ++D+LL   +   P  ++++  +E  R Q A+  + P+ +GSA  G G+  
L+D
Sbjct  180  AEVLADHDDELLAALVDDLPPGKDRI--



DEALRAQTAAGLVHPLLFGSALSGAGVPELLD  237

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
            AV  L          A    VF VE    G+R  YLR Y G LR R  V    RE    
T
Sbjct  238  AVVSLLPAS-
PPAEPAPRARVFAVERDAGGERVAYLRSYGGQLRARQRVVAYRREPDGRT  296

Query  293  EMRIPSKGEIVRTDTA-----YPGEIVILPSD--------
SVRLNDVLGDPTRLPRKRWR  339
                 ++  I R D A     + G   +             VRL D LG PT L  
+   
Sbjct  297  TA---
TRARITRLDVAGATADHTGPATLTAGHIARVTGLTGVRLGDQLGSPTGLDGR--S  351

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P P L   + P+  A+   L  AL  LADTDP LR  V       +L + G VQ 
EV+
Sbjct  352  HFPAPTLEAVVRPRDPARSVALHAALLDLADTDPFLRTRVAPEGGTSVLLY-
GEVQREVL  410

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            +A L+E Y +E   +   ++++ERP    +    +E+  N F+ ++G  V P   G
+GV 
Sbjct  411  AATLAETYGIEAEFEPGRIVHVERPTGTGT---AVEIIGNGFFGTVGFRVEP---
GAGVD  464

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V LG L  SF  A+ +  R  L+QG +GW VTD ++   +  Y+SP++T   
FR L
Sbjct  465  
YRLEVELGSLPLSFHKAIEEATRAALDQGRYGWPVTDVRVTLTHSGYWSPITTAGHFRDL  524

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            AP VL QAL E+GT++ EP   F    P + L        +  A ++ A+         
G
Sbjct  525  
APYVLMQALAEAGTRVFEPCRRFEAEVPADRLGPVTSYLGRLSARVDGAEETAAGWRIGG  584

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
             +PAR     +  L   + G  +  +   G +   G P  +PR   +  D++ ++
Sbjct  585  VLPARLEPEAQRRLPDLSRGEGLWSSTSGGDRPVSGDPPCRPRTDGNPFDRLAYL  
639

>WP_053284784.1 GTP-binding protein [Clostridium botulinum]
 KOC47899.1 translation elongation factor G [Clostridium botulinum]
Length=665



 Score = 337 bits (864),  Expect = 3e-103, Method: Compositional 
matrix adjust.
 Identities = 197/614 (32%), Positives = 327/614 (53%), Gaps = 
19/614 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVD GKTT TE ++Y +G I E GSV+KG+++ D   +ERQRGITI +  
TSFQ
Sbjct  6    
NIGIVAHVDGGKTTTTEQIMYLAGIIRELGSVDKGSSKMDYNSIERQRGITIFSEQTSFQ  65

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N++DTPGH+DF +E+ RSL VLDGAIL+ISA +GVQA T  +++ LRK 
NIPT+
Sbjct  66   
WKEANINLIDTPGHIDFSSELERSLKVLDGAILIISAVEGVQAHTETIWNLLRKNNIPTL  125

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSP------------
EIVLEENTD  171
            IFINK+D+ G  +  + + +   L+ D   I +T  +              E   +    
Sbjct  126  
IFINKLDRVGASIDRIYKDIEKNLTKDYFPIHKTEKIEKDFDDIIDLIDENEFSKDSQEK  185

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            I   + + E ++++LEKY+ GE I+R   + + Q  V+    FPV  GSA KG+GI
+ L+
Sbjct  186  
IMLLEKLAEKDEEILEKYLEGEEITRNIFISKVQNLVKQCDTFPVLLGSAIKGIGIEKLL  245

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
            D+V  L             G ++KV++ +   +  Y+++ +G +++RD++  +  E
+ KI
Sbjct  246  
DSVVQLLPYHSGNNDKEFSGIIYKVKFDESIGKLCYIKVINGVIKIRDSIYNSFGEEEKI  305

Query  292  TEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T++R  +  + +  +    GEI V+    +V+ NDVLG+   +       +   + 
R  +
Sbjct  306  
TQIRKYNGEKYINVEYLTSGEIGVVCGLKNVKANDVLGNSKDINNSHTINESALISR--V  363

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   + + LL AL  L + DP L  + +S   E+ +S  G + +EV+  ++ E+
+ +E
Sbjct  364  
IPKYEEKLQELLKALQILNEEDPTLHLQWNSENKELSISIKGSIHMEVLKEVIKERFNIE  423



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                EP V Y+E   + +    H E  P   +A + + + P   G GV++ S ++   
L 
Sbjct  424  VEFLEPKVNYIETVEEVSKGFCHFE--
PKKHYAEVEVEIEPNYRGKGVEFISEINGDVLP  481

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +QN +       +  G L G  VTD KI    G Y+   +   DFR      + 
QAL+
Sbjct  482  
YQYQNNIEKAAFEAMLHGPLIGGKVTDIKIKLINGKYHLEHTHGGDFRIATIRAVYQALQ  541

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP   + +   +E   +   D  K     +  ++ +D+++   E+P      
Y
Sbjct  542  
KNKVILLEPVYKYKIIVDKETGGKVMTDILKMGGKFKEPEISEDKMIIKAEVPVATSMNY  601

Query  590  RTDLAFYTNGRSVC  603
            +  L   T+G+++ 
Sbjct  602  KLQLLSATSGKAIV  615

>WP_015341029.1 GTP-binding protein [Rhizobium tropici]
 AGB72342.1 tetracycline resistance protein, TetM/tetO subfamily 
[Rhizobium 
tropici CIAT 899]
Length=645

 Score = 336 bits (862),  Expect = 4e-103, Method: Compositional 
matrix adjust.
 Identities = 222/647 (34%), Positives = 337/647 (52%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGIIDKLGSVDAGSTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQ+QTR+L  
ALR++ 
Sbjct  61   
VSFTVGDVTVNLIDTPGHPDFIAEIERVLQLLDAAVVVVSAVEGVQSQTRVLVRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-
SLSPEIVLEENTDIEA-----  174
            IP + FINK+D+ G     V++ +  +L+   I    V      +   E  D+ +     



Sbjct  121  
IPFIFFINKVDRLGARYDEVLEDIATQLAVRSIPMSIVHDAGSRLATVETADLGSDPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+  N++  L+ Y+ A E ++R++L +    +V  + + P + G+A +GLGI  
L+
Sbjct  181  
RICEALSVNDELFLKDYVLAPERLTRQRLEQALVDQVGKSLIHPAFAGAATRGLGIPTLI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G++FK+E    G++  YL L SGT+ LRD +  A     
KI
Sbjct  241  
SAIQTLLPGRQPNHDGPVSGTIFKIERGWGGEKLAYLYLASGTVGLRDDIETANGPA-KI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            + +++   G+  +      G+I  +    + R+ D +G  +R      R    P L 
T I
Sbjct  300  SSLQLFRDGKADKVAQISAGQIAKVGGLPNARIGDWIGTESR--
PGTLRHFAPPTLETRI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P   ++   L  AL QLA+ DPL+    +  T EI +S  G VQ EV+ A LS +
+ L+
Sbjct  358  
RPMRPSENAALWLALGQLAEQDPLINLRTNEETGEIYVSLYGEVQKEVIQATLSTEFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VIY+ER         HI   PNPF A++GL V P   GSG  +   V 
+G + 
Sbjct  418  
IAFEESTVIYVERLAGTGGAVEHIFKEPNPFLATVGLRVEPRPEGSGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  A  +     L +GL GW + DC +        SP ST  DFR L P+VL  
AL  
Sbjct  478  
ASFYRAAEEATFETLREGLVGWQIIDCHVVMTAARQSSPASTAVDFRKLTPLVLASALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F +  P   L+  +    K  A++  + + +      G + +  
IQ  +
Sbjct  538  
AQTILCEPIEHFHVEIPATALAGVHSLLAKSGASMRKSLIDEGLARLEGTVASSMIQTLQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  634
              L   + G  V       Y    G   ++ R    P  R D +R +



Sbjct  598  RQLPGLSGGAGVLEHAFDHYAPLSGPHRVRERAAVNPFDRADYLRRV  644

>WP_009072799.1 MULTISPECIES: GTP-binding protein [Actinobacteria]
 EFL05001.1 translation elongation factor G [Streptomyces sp. AA4]
 ATY09625.1 GTP-binding protein [Amycolatopsis sp. AA4]
Length=634

 Score = 336 bits (861),  Expect = 4e-103, Method: Compositional 
matrix adjust.
 Identities = 214/622 (34%), Positives = 326/622 (52%), Gaps = 
20/622 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAH+DAGKT+LTE LL+ +G +   G V+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKALTIGILAHIDAGKTSLTERLLFETGVLDHAGRVDDGDTQTDSLDLERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++N+VDTPGH DF+AEV R++ VLDGA+LV+SA +GVQAQTR+L   L 
++ 
Sbjct  61   
VAVSTPGHRLNLVDTPGHPDFIAEVERAVGVLDGAVLVVSAVEGVQAQTRVLMRTLVRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            IP ++F NKID+ G    S+++S+R KLS   +   TV+   +P          E     
Sbjct  121  
IPVLVFANKIDRTGAREASLLESLRTKLSPQCVAMSTVADIGTPAARPVPLPFDERLADA  180

Query  179  IENNDKLLEKYIAGEPIS---
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            +  +D  LE Y+AG   +   R  L R+    V  AS++PV++GSA  G G+  L+  
+ 
Sbjct  181  LAGDDAFLESYVAGVASTMDYRAALARQ----
VATASVYPVFFGSAVTGAGVSDLIAGIY  236

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKL-KIT  292
             L      +G   L  +VFK+E    G++  Y+R++SG+L  R  V     G E + 
+ +
Sbjct  237  
ELLPSRERRGDGPLDATVFKIERGPSGEKIAYVRMFSGSLAARRPVPFRRLGAEGVGRPS  296

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +R+   G    +  A  G++  +     +R+ D LG+   L + R+     P L 
T + 
Sbjct  297  AVRVFEHGATPVSGEALAGDVARVWGLPDLRIGDRLGESADLSQDRFFAP--
PSLETLVY  354



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P    Q   L  ALT+L++ DPL+   +     EI +   G VQ EV+   L+E++ 
+  
Sbjct  355  PVDPDQTSALYTALTRLSEQDPLI--
SIRRQDQEITVRLYGEVQKEVIRTTLAEEFGIAA  412

Query  412  VVKEPSVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESRVSLGYL  469
              +E   + ++R L    H +    P     FWA++GL V P   GSG  Y   V 
LG L
Sbjct  413  EFEESRPLLVDR-
LHGTGHRVRHPAPDERVFFWATVGLRVEPGPPGSGPDYRLEVELGSL  471

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV D +   L +GL G  + DC +      +Y P ST  DFR +  +VL+
+AL+
Sbjct  472  
PLSFHKAVEDTVHEVLHEGLHGREIIDCVVTLTDTAFYPPASTAGDFRGMTRLVLQEALR  531

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT++ EP  +F L AP   +S       +  A      +  D     G++PA      
Sbjct  532  
QAGTRVHEPVHAFELEAPASAISAVLRKLVELRAVPGEPVITGDRCTVDGQLPAASAHEL  591

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
               L   T G    +T    Y+
Sbjct  592  EQALPALTQGEGTLVTHFAEYR  613

>WP_024320831.1 GTP-binding protein [Rhizobium leguminosarum]
Length=648

 Score = 336 bits (861),  Expect = 5e-103, Method: Compositional 
matrix adjust.
 Identities = 220/632 (35%), Positives = 336/632 (53%), Gaps = 
14/632 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQ+R+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQSRVLVRALRRLG  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEEN---
TDIEAWD  176
            +P + F+NK+D+ G   Q VV+++  +L+   I +   +    ++V  E     D   
+ 
Sbjct  121  
VPFIFFVNKVDRLGARYQEVVEALAAQLAVRPIAMSSVIDAGAKLVRVETLALGDEPLFS  180

Query  177  AVI----ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+     EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
ALCETLGENDEALLDDYVLAPDWLTEERLGRCLADQVASGLVHPVFAGAAMTGVGIPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  R   
++
Sbjct  241  SAIAKILPERRPNPDGPVAGKIFKIERGWGGEKLSYIYLASGTVRLRQYLDLP-
RGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G +   ++   G+I  +      R+ D +G     P   W     P L 
T +
Sbjct  300  TAIHVFEAGRVHGAESLRAGQIARISGLAGARIGDAVGGD---
PAGGWAHFAPPTLETRV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  357  
LARRPSGKAALWLALNQMAEQDPLINLRRNEEADEVFVSLYGEVQKEVIQSTLLMDFNLE  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  417  
ARFEKSTVILVERPVGTGAGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVDVGQMP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  477  
ASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTTADFRQLTPWVLADALSA  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F L  P E LS       K  A    + +        G + ++ 
IQ+ +
Sbjct  537  



AQTVLCEPIDRFHLETPMESLSGVLTLLAKSAAATMDSVIADGVARLEGTMASQVIQSVQ  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              L   T+G     T    Y    GQP ++ R
Sbjct  597  QQLPGLTSGAGTMETSFDHYAPVAGQPRLRGR  628

>WP_029870343.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651

 Score = 336 bits (862),  Expect = 5e-103, Method: Compositional 
matrix adjust.
 Identities = 220/649 (34%), Positives = 337/649 (52%), Gaps = 
19/649 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD  I+V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAVIVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   + +++ +  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFIFFVNKVDRLGAQYEDLLKVLAAQLPVRPIAMSSVVDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFRPLCEALAENDEALLDDYVLAPDRLTVDRLGRCLSDQVAGGLVHPVFAGAATIGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G++FK+E    G++  Y+ L SGT+RLR  + L  
R  
Sbjct  238  
ALTSAIATILPDRRLDPDGPIAGNIFKIERGWGGEKLAYMYLTSGTVRLRQHLDLP-RGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +    +   G+I  +      R+ D +G    L   R +  P 
P L 



Sbjct  297  ERVTAIEVFEAGRVHGAASFRAGQIARVSGLAGARIGDAVGGDL-LAAGRPQFAP-
PSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+A+ DPL+    +    EI +S  G VQ EVV + L   
+
Sbjct  355  
TRVLARRPSDKVALWLALNQMAEQDPLINLRRNDDADEIFVSLYGEVQKEVVQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ER +        +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  
GLEAGFEESTVILVERLVGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGNSFALDVDVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +   F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPAGFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E L+       K  AT+  + +        G + +  
IQ
Sbjct  535  
LSAAQTVLCEPIDRFHLEAPAESLNGLLTLLAKSAATMTDSVIADGMARLEGTMASAMIQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            + +  L   T+G     T    Y    G P ++ R        V ++ +
Sbjct  595  SVQQQLPGLTSGAGTMETSFDHYAPMAGPPRVRRRSGPDPFKPVEYLLR  643

>WP_039240195.1 GTP-binding protein [Clostridium botulinum]
 KEI00163.1 translation elongation factor G [Clostridium botulinum D 
str. 
16868]
Length=665

 Score = 336 bits (862),  Expect = 5e-103, Method: Compositional 
matrix adjust.
 Identities = 201/618 (33%), Positives = 333/618 (54%), Gaps = 
23/618 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AHVD GKTT TE ++Y SG I E GSV+KG+++ D   +ERQRGITI +  
TS
Sbjct  4    
IKNIGIVAHVDGGKTTTTEQIMYLSGIIRELGSVDKGSSKMDYNNIERQRGITIFSEQTS  63



Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            FQW    +N++DTPGH+DF +E+ RSL  LDGA+L+ISA +GVQA T  +++ LRK 
NIP
Sbjct  64   
FQWKGANINLIDTPGHIDFSSELERSLKALDGAVLIISAVEGVQAYTETIWNLLRKNNIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEEN-------  169
            T+IFINK+D+ G  +  + + +   L+ D   I +T  +  +      +++EN       
Sbjct  124  
TLIFINKLDRVGASIDRIYKDIEKNLTKDYFPIHKTEKIEKDFEDIIDLIDENEFSKDSQ  183

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              I   + + E ++++LEKY+ GE I+R   + + Q  V+    FPV  GSA KG
+GI+ 
Sbjct  184  
EKIILLEKLAEKDEEILEKYLEGEEITRNIFISKVQNLVKQCDTFPVLLGSAIKGIGIEK  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+D+V  L             G ++KV++ +   +  Y+R+ +G +R+RD++  +  
E+ 
Sbjct  244  
LLDSVVQLLPYHSGNDEKEFSGIIYKVKFDETVGKLCYVRVINGVVRVRDSIYNSLGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPL--PML  346
            KIT++R  +  + +  ++   GEI V+    +V+ ND LG+   +      ED +    
L
Sbjct  304  KITQIRKYNGEKYINVESLTSGEIGVVCGLKNVKANDSLGNSKNIS----
NEDTINESAL  359

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + + PK   + + LL AL  L + DP L+ E +    E+ +S  G + +EV+  +
+ E+
Sbjct  360  
ISRVIPKDEEKLQELLKALQILNEEDPTLQLEWNCENKELSISIKGSIHMEVLKEVIKER  419

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + ++    EP V Y+E   K +    H E  P   +A + + + P   G GV++ S 
++ 
Sbjct  420  FNIQVEFLEPKVNYIETIEKISKGFCHFE--
PKKHYAEVEVEIEPNDRGKGVEFISEING  477

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L   +QN +       +  G L G  VTD KI    G Y+   +   DFR      
+ 
Sbjct  478  
DILPYQYQNNIEKAAFEAMLHGPLIGGKVTDIKIKLINGKYHLEHTHGGDFRIATIRAVY  537



Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            QAL+++   LLEP   + +   +E   +   D  K     +  ++ +D+++   E
+P   
Sbjct  538  
QALQKNKVILLEPVYKYKIIVDKETGGKVMTDILKMGGKFKEPEISEDKMIIKAEVPIAT  597

Query  586  IQAYRTDLAFYTNGRSVC  603
               Y+  L   T+G+++ 
Sbjct  598  SMNYKLQLLSATSGKAIV  615

>BAF95553.1 tetracycline resistance protein, partial 
[Brachybacterium sp. 
APFTCR32]
Length=205

 Score = 320 bits (821),  Expect = 5e-103, Method: Compositional 
matrix adjust.
 Identities = 150/202 (74%), Positives = 172/202 (85%), Gaps = 0/202 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP++   E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  4    
LPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLG  63

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWAS 
GLSV PL
Sbjct  64   
KVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASTGLSVAPL  123

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVST
Sbjct  124  
PLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVST  183

Query  513  PADFRSLAPIVLEQALKESGTQ  534
            PADFR LAPIVLEQ LK++GT+
Sbjct  184  PADFRMLAPIVLEQVLKKAGTE  205

>WP_039250656.1 GTP-binding protein [Clostridium novyi]
 KGN00816.1 translation elongation factor G [Clostridium novyi A 
str. 4570]
Length=669



 Score = 337 bits (863),  Expect = 5e-103, Method: Compositional 
matrix adjust.
 Identities = 199/638 (31%), Positives = 335/638 (53%), Gaps = 
19/638 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AHVD GKTT TE +LY SGAI E GSV+KG+ + D   +E++RGITI +  
TS
Sbjct  4    
IKNIGLVAHVDGGKTTTTEQMLYISGAIRELGSVDKGSAKMDYNSIEKKRGITIFSDQTS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W    +N++DTPGH+DF +E+ RSL  LDGA+L++SA +GVQA T  +++ LRK 
NIP
Sbjct  64   
FIWKDACINLIDTPGHIDFSSELERSLKALDGAVLIVSAVEGVQAHTETIWNLLRKNNIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLEEN  169
            T+IFINK+D+ G D++ V   + + L+   +  Q +              L+ E   
+  
Sbjct  124  
TLIFINKLDRVGADIKEVFSQIENNLTEKYLKIQRIDGLEENFNETIDLLLNEEFYNDST  183

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              +E  +   E N+++LEKY+ GE I+RE  +   ++ V++  +FPV +GSA  G
+GI+ 
Sbjct  184  
EKVELIEKFAEINEEVLEKYLEGEEITREFFIDNLKKSVEEGEVFPVLFGSAINGIGIKE  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L++++  L             G V+K++Y D   +  Y+R+ +G +++R T+     
E+ 
Sbjct  244  
LLNSIEELLPYSTGNDEDEFSGVVYKIKYDDKIGKLAYVRVLNGEIKVRHTIINNLGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +  +    +    GEI VI     +++ DV+G+   +      E+    
L +
Sbjct  304  KITQIRKYNGDKYNTVENLTSGEIGVICGVKDIKVGDVIGNKEDI--
NIINENNESALIS  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+   +   LL AL  L + DP L+ E +    E+ +S  G + +EV+  L+ 
E++ 
Sbjct  362  
RVVPQNEEELPSLLKALQILNEEDPSLQLEYNPENKELSISIKGIIHMEVLKELIKERFN  421



Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    EP V Y+E   +  S   H E  P   +A + + + P   G GV++ S +
+   
Sbjct  422  IEVEFLEPRVNYLETIGEITSGFCHFE--
PKKHYAEVEVEIEPNERGKGVEFISEINGDI  479

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L   +QN +       +  G L G  VTD KI    G ++   +   DFR      
+ QA
Sbjct  480  
LPYQYQNNIEKASYEAVLHGPLIGGKVTDIKIKLTNGKHHLEHTHGGDFRIATIRAIYQA  539

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   +LEP   F +   +E   +   D  K   +    +V  ++++ TGE+P     
Sbjct  540  
MEKNKNIILEPIYKFKIVVNKEMGGKIMTDILKMGGSFNEPEVMGEKIIITGEVPVATSM  599

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
             Y+ +L   T+G++V   +   ++    Q  +     N
Sbjct  600  NYKLELLSSTSGKAVVNMQFSKFEVCHNQEEVVKNSEN  637

>AAP21774.1 putative ribosomal protection protein, partial 
[uncultured bacterium]
Length=439

 Score = 329 bits (843),  Expect = 6e-103, Method: Compositional 
matrix adjust.
 Identities = 180/441 (41%), Positives = 275/441 (62%), Gaps = 
17/441 (4%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            LAHVDAGKT++TE+LL+ASGA    GSV+KG T TD+M +E++RGIT++A+ TS 
QW+  
Sbjct  2    
LAHVDAGKTSITENLLFASGATIVRGSVDKGNTTTDSMDIEKRRGITVRASTTSIQWNDT  61

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            K+NI+DTPGHMDFLAEV R+  +LDGAILV+SAK+G+QAQTR+LF+ L+++ IPT+
+F+N
Sbjct  62   
KINIIDTPGHMDFLAEVERTFRMLDGAILVVSAKEGIQAQTRLLFNVLQQLEIPTILFVN  121

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIEAWDAVIEN  181
            KID+ GV+L  +   +++ LS DII  Q+V       S +   + E+N      + 
++E 
Sbjct  122  KIDREGVNLNQLYLEIQNSLSKDIIFMQSVEGKELTSSCTIHYISEKNR-----
ETILEK  176



Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D LLEKY++   +S         R VQ A L P+Y+GSA  G+GI+ L++++T   
+  
Sbjct  177  
DDLLLEKYLSDTQLSNLDYWNSMVRLVQAAKLHPIYHGSAMYGIGIEDLLNSITTFIETS  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKG  300
              Q + AL   V+K+E+    Q+R YL++  GTL+ R   +L G  E LKI  ++    
G
Sbjct  237  LPQEN-
ALSAYVYKIEHNKKEQKRAYLKIIGGTLKSRKLYSLNGSDENLKIRGLKTFYSG  295

Query  301  EIVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            + +  D  +  +I I   +D++ + D LG    L  K     P P L+++I P     
R 
Sbjct  296  DEIDVDEVFTNDIAIADHADNLMVGDYLGIMPNLFDK--
LNIPSPALKSSIHPAKVENRS  353

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L+ A+  L+  DP L   +++  +E+ +S  G  Q EV+  LL E++ ++   +E   
I
Sbjct  354  
KLISAMNVLSVEDPSLAFSINADNNELEVSLYGATQREVILTLLEERFSVDAYFEEVKTI  413

Query  420  YMERPLKAASHTIHIEVPPNP  440
            Y ER    + +TIHIEVPP+P
Sbjct  414  YKERLKTKSEYTIHIEVPPSP  434

>WP_097630451.1 GTP-binding protein [Rhizobium anhuiense]
 PDS39655.1 GTP-binding protein [Rhizobium anhuiense]
Length=651

 Score = 336 bits (861),  Expect = 6e-103, Method: Compositional 
matrix adjust.
 Identities = 222/650 (34%), Positives = 340/650 (52%), Gaps = 
22/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LER RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERLRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 



Sbjct  61   
VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   Q VV+++  +L+   I   +V           +L+P    
+E 
Sbjct  121  
VPFIFFVNKVDRLGARYQEVVEALAAQLAVRPIAMSSVIDAGAKLARAETLAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL  YI A   ++ E+L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDEALLADYILAPGRLTEERLGRCLADQVASGLVHPVFAGAAMTGVGMP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
R  
Sbjct  238  
ALASAIATILPGRCSNPDGPVAGKIFKIERGWGGEKLAYIYLASGTVRLRQYLDLP-RGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T + +   G I   +    G+I  +      R+ D V GDP      R    P 
P L
Sbjct  297  ERVTAIHLFEAGRIEGAERLRAGQIARVAGLAGARIGDAVGGDPA---
GGRAHFAP-PTL  352

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + +  L  AL Q+A+ DPL+    +  T E+ +S  G +Q +V+ + 
L   
Sbjct  353  
ETRVLARRPSDKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEMQKDVIQSTLLTD  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L+   +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  413  
FGLDAKFEESTVILVERPVGTGAGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVDV  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  473  
GQMPIAFYRAVEETVFEALKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586



            AL  + T L EP   F L  P E LS       K  AT   + +        G + 
++ +
Sbjct  533  
ALSAARTVLCEPIDRFYLETPAENLSGVVTLLAKSAATTTDSVIADGVARLEGTMASQMV  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  +  L   T+G     +    Y    G P  +PR      + V ++ +
Sbjct  593  RGVQQQLPRLTSGAGTMESSFDHYAPVAGPPRSRPRSGPDPFNGVEYLLR  642

>WP_064682644.1 GTP-binding protein [Rhizobium bangladeshense]
Length=651

 Score = 336 bits (861),  Expect = 7e-103, Method: Compositional 
matrix adjust.
 Identities = 223/646 (35%), Positives = 341/646 (53%), Gaps = 
13/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G   Q V++++  +L+   I +   +    +I   E  D  +     
Sbjct  121  
VPFVFFINKVDRLGARYQDVMEALAVQLAVQPIPMSSVIDSGSKISRVEPLDPGSEPLFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEVLLDDYVLAPERLTGERLGRALADQVARGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L +GT+RLR  + L    
+ ++
Sbjct  241  
SAIAAILPERRPDPDGPVAGRIFKIERGWGGEKLCYVYLTAGTVRLRQYLDLPNGPE-RV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350



            T +++   G     ++   G+I  +      R+ D +G   R    R    P P L 
T +
Sbjct  300  TAIQLFQVGRSHGAESFAAGQIARVSGLAGARIGDAVGG-DRGATGRAHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ L+
Sbjct  358  
LARRPSERAALWLALSQMAEQDPLINLHRNEDVDEVFVSLYGEVQKEVIQSTLLADFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI  ERP    S    +   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
ASFEESTVILAERPAATGSGLQILFKEPNPFLATVGLRVEPRPAGTGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
VAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F L  P E L        K  A    + +        G + +R 
+Q+ +
Sbjct  538  
AQTVLCEPVDRFHLETPAESLGGVLTLLAKSAAATTDSVIADGVARLEGTLASRTVQSVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              L   T+G     T    Y    G P ++PR      + V ++ +
Sbjct  598  QQLPGLTSGAGTMETAFDHYAPISGPPRLRPRSGPDPFNPVEYLLR  643

>WP_003366748.1 GTP-binding protein [Clostridium botulinum]
 EDS77019.1 translation elongation factor G [Clostridium botulinum C 
str. 
Eklund]
Length=669

 Score = 336 bits (862),  Expect = 7e-103, Method: Compositional 
matrix adjust.
 Identities = 199/629 (32%), Positives = 339/629 (54%), Gaps = 
19/629 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AHVD GKTT TE ++Y SG+I E GSV+KG+ + D   +E++RGITI +  
TS
Sbjct  4    



IKNIGLVAHVDGGKTTTTEQMMYISGSIIELGSVDKGSAKMDYNSIEKKRGITIFSDQTS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W+   +N++DTPGH+DF +E+ RSL  LDGA+L++SA +GVQA T  +++ LRK 
+IP
Sbjct  64   
FTWNDAGINLIDTPGHIDFSSELERSLKALDGAVLIVSAVEGVQAYTETIWNLLRKNHIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----SLSPEIVL----
EENTDIE  173
            T+IFINK+D+ G D++ V   + D L+   +  Q +     + +  I L    E N 
D +
Sbjct  124  
TLIFINKLDRVGADIKEVFSQIEDNLTEKYLKIQGIDGLEKNFNKVIDLLSNKEFNDDSQ  183

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                +IE     N+++LEKY+ GE I+RE  + + +  V++  +FPV +GSA  G
+GI+ 
Sbjct  184  
ENAELIEKFAEINEEVLEKYLEGEEITREFFIEKLKSSVKNVEVFPVLFGSAINGIGIKE  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+D + G+             G V+K++Y D   +  Y+++ +G +++RDT+     
E+ 
Sbjct  244  
LLDCIEGILPYSSGNDDEEFSGVVYKIKYDDKIGKLAYVKVLNGKIKVRDTIINNLGEEE  303

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +  +    +    GEI VI     +++ D++G+   +  K   E+    
L +
Sbjct  304  KITQIRKYNGDKYNSVENLTSGEIGVICGVKDIKVGDIIGNKDDI--
KIISENNESALIS  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+   +   LL +L  L + DP L  E +S   E+ LS  G + +EV+  L+ 
E++ 
Sbjct  362  
RVVPQNEEELPSLLRSLQILNEEDPSLHLEYNSENKELSLSIKGIIHMEVLKELIKERFN  421

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    EP V Y+E   +  S   H E  P   +A + + + P  +G GV++ S +
+   
Sbjct  422  IEVEFLEPKVNYLETIGEITSGFCHFE--
PKKHYAEVEVEIEPNDMGKGVEFISEINGDI  479

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L   +QN +       +  G L G  VTD KI    G ++   +   DFR      



+ QA
Sbjct  480  
LPYQYQNNIEKASYEAVLHGPLIGGKVTDIKIKLINGKHHLEHTHGGDFRIATIRAIYQA  539

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   +LEP   F +   +E   +   D  K   +    ++  ++++ TGE+P     
Sbjct  540  
MEKNKNIILEPIYKFKIVVSKEMGGKIMTDILKMDGSFNEPEIMGEKIIVTGEVPVATSM  599

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             Y+  L   T+G+++   +   ++    Q
Sbjct  600  NYKLQLLSSTSGKAIVNMQFLKFEVCHNQ  628

>AHI45108.1 TetO, partial [Campylobacter jejuni]
 AHI45111.1 TetO, partial [Campylobacter jejuni]
 AHI45115.1 TetO, partial [Campylobacter jejuni]
Length=272

 Score = 323 bits (827),  Expect = 7e-103, Method: Compositional 
matrix adjust.
 Identities = 150/271 (55%), Positives = 209/271 (77%), Gaps = 0/271 
(0%)

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G
+DL  V
Sbjct  1    
FLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMV  60

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+L
Sbjct  61   
YREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSEL  120

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK
+EY++
Sbjct  121  
EQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSE  180

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
              +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVILP+D 
Sbjct  181  
KRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDV  240

Query  321  VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351



            ++LN +LG+   LP++++ E+PLPML+TTIA
Sbjct  241  LQLNSILGNEILLPQRKFIENPLPMLQTTIA  271

>WP_086341339.1 GTP-binding protein [Enterococcus sp. 6C8_DIV0013]
 OTP34043.1 hypothetical protein A5798_000777 [Enterococcus sp. 
6C8_DIV0013]
Length=619

 Score = 335 bits (858),  Expect = 8e-103, Method: Compositional 
matrix adjust.
 Identities = 204/638 (32%), Positives = 350/638 (55%), Gaps = 
26/638 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIIN+GI+AHVDAGKT+LTESL   + +  + GS++KG T TDT+ LE++RGITI+ 
+  
Sbjct  3    
KIINVGIVAHVDAGKTSLTESLYSKTHSNYKQGSIKKGDTITDTLELEKERGITIKTSSV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W+  K+N++D PGH++F  EV RSL V+D A+LV+S+   +  QTR +F  L+
+  I
Sbjct  63   
SLEWNETKINLIDMPGHIEFYGEVVRSLNVIDVAVLVVSSLGELPTQTRRIFDTLQEAKI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+ F+NKID        ++  + +KLS+  +++ T   S            + D 
+IE+
Sbjct  123  PTIFFLNKIDLETARPTHMISEIENKLSSQ-LVQVTFPFSQ----------
NSRDILIES  171

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            + +L +K+++ E I  E+LV +  +       +P+  GSA  G+G++ L++ ++     
+
Sbjct  172  
SSELFDKFMSEELIIEEELVEQLTQLTIRNKYYPLILGSAVTGVGVETLLNVLSDF--EL  229

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
              +G   L   ++K+ + + GQ++ + RL SG+L    +  L   E+ K+    I    
E
Sbjct  230  ENKGEGKLSAYLYKITFVN-
GQKQAFFRLLSGSLSKNQSYLLNNLEERKMPRFLILQDNE  288

Query  302  IVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             V  DT   G+I + P +D +++ D LG+P     K     P P L+ T   K   
+R  
Sbjct  289  FVLGDTVQTGDIFMFPKADDLKIQDFLGEPL----KNELTLPSPTLKITFKIKD-



EERMT  343

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV-
VKEPSVI  419
            LLD LT+LA+ DPLL   +D    EI +   GRVQ E +   L  +Y  +++ +  
P+++
Sbjct  344  
LLDLLTELAEEDPLLDFVIDKENSEISMKIFGRVQREYIEETLRRRYPFKSLSLSLPTIV  403

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +    TI ++   NP+WA++ L V P  + +G+Q++S V+ GYL 
QSFQNA+R+
Sbjct  404  YKEVVKEIGEGTIEVDEDLNPYWATMTLKVEPSDV-
AGIQFDSLVTTGYLKQSFQNAIRE  462

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +    + G++ + +T+ K+      ++SPVSTP++FR L P  L + L ++ T +
+EP 
Sbjct  463  
SVFESTKTGIYDFELTNVKVTLTDAEFFSPVSTPSEFRKLTPYALYRGLLKAKTVIVEPV  522

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + A  EYL +A  +  K    I       +E     ++P      +  +     
NG
Sbjct  523  
VEISVSANIEYLGKAISELGKLKGNILNVSEVGNEFNLIAKLPQSLFLIFEENSNELFNG  582

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            ++    ++  Y+  V    +  R    ++D+V+ +  K
Sbjct  583  QAYIKNKIVSYE-EVSDNTLYNR---GKVDRVKSLLIK  616

>BAG23437.1 putative tetracycline resistance protein [Streptomyces 
griseus 
subsp. griseus NBRC 13350]
Length=664

 Score = 336 bits (861),  Expect = 8e-103, Method: Compositional 
matrix adjust.
 Identities = 225/648 (35%), Positives = 334/648 (52%), Gaps = 
36/648 (6%)

Query  15   
GKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVD  74
            GKT+LTE LL+ +GAI   GSV+ G+TRTDT+ LER+RGITI++AV SF     
+VN++D
Sbjct  18   
GKTSLTERLLHTAGAIDAIGSVDDGSTRTDTLALERRRGITIKSAVVSFTLGATRVNLID  77

Query  75   
TPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAG  134



            TPGH DF+AEV R L VLDGA+LV+S+ +GVQAQTR+L   LR++ IPT++F NK 
D+ G
Sbjct  78   
TPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVLLRTLRRLGIPTLLFANKTDRPG  137

Query  135  VDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIEAWDAVIENNDKLL  186
                S++ S+ ++LS  I+          ++ + +P    +        D +  +
+D+LL
Sbjct  138  
ARYDSLLTSIAERLSPHIVAMGSARGLGTRSATTTPFTGADPGFTGALTDLLTRHDDELL  197

Query  187  EKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
              Y+  +P  ++  +L+     +     + PV++GSA  G GI  L++ VT L  P    
Sbjct  198  SAYVD-
DPAALTHARLLGALAEQTARCLVHPVFFGSAATGAGIDALVEGVTKLLPPATGD  256

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE-
KLKITEMRIPSKG  300
              A   G+VFKV+ T  G+R  Y+R+  GT+R R+ +      GRE K ++T + +   
G
Sbjct  257  
PRAPARGTVFKVDRTANGERTAYVRMAEGTVRAREVLRFRGPDGRESKGRVTAVGVFENG  316

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              V       G I  L     +R+ D +G          R    P L   + P+    
R 
Sbjct  317  AEVPASAVRAGRIGRLKGLTGIRIGDSIG--
AERADTGHRHFAPPTLEAVVVPRRTEDRG  374

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  AL +LAD DPL+    D +  E+ LS  G VQ EVV A L+E++ ++      
+ I
Sbjct  375  
ALHIALGRLADQDPLIAVRRDDLRGEVSLSLYGEVQKEVVRATLAEEFGVDVDFLGTTTI  434

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
              ERP    +    I   PNPF A++GL V P   GSGV++   V LG +  +   
AV +
Sbjct  435  
CRERPAGPGAAAEFIGTAPNPFLATVGLRVDPAPHGSGVEFRRAVELGSMPPALMRAVEE  494

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
              R  L +G+ GW VTDC +   +  Y S  ST  DFR L P+VL  AL+ +GT++ 
EP 
Sbjct  495  
TARATLARGMRGWEVTDCVVTQTHSGYDSVSSTAGDFRGLTPLVLTDALRRAGTRVYEPM  554

Query  540  LSFILYAPQEYLS---------



RAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
              F L AP + L          RA    P     + T +         GE+PA  +   
+
Sbjct  555  HRFRLEAPADLLGALLPVLARLRAEPGPPGTHGRLSTVE---------
GEMPAAGVHELQ  605

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
              L   T G  V  +   G++   G    +PR  +  L +  ++ + V
Sbjct  606  RLLPGATRGEGVLESSFAGHRPVTGPAPERPRTGHDPLHREEYLLRTV  653

>WP_085828953.1 GTP-binding protein [Clostridium massiliodielmoense]
Length=666

 Score = 336 bits (861),  Expect = 8e-103, Method: Compositional 
matrix adjust.
 Identities = 196/625 (31%), Positives = 333/625 (53%), Gaps = 
19/625 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AHVD GKTT TE ++Y SG+I E GSV+KG+ + D   +E++RGITI +  
TS
Sbjct  4    
IKNIGLVAHVDGGKTTTTEQMMYISGSIREIGSVDKGSAKMDYNSIEKKRGITIFSDQTS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W+   +N++DTPGH+DF +E+ RSL  LDGA+L++SA +GVQA T  +++ LRK 
+IP
Sbjct  64   
FTWNDAGINLIDTPGHIDFSSELERSLKALDGAVLIVSAVEGVQAYTETIWNLLRKNHIP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEEN  169
            T+IFINK+D+ G D++ V   + + L+   +             +T+ L  + E   
+  
Sbjct  124  
TLIFINKLDRVGADIKEVFSQIENNLTEKYLKIQRIDGLEENFNETIDLLGNEEFYNDSK  183

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              +E  +   E N+++LEKY+ GE I+RE  + + ++ V +  +FPV +GSA  G
+GI+ 
Sbjct  184  
DKVELIEKFAEINEEVLEKYLEGEEITREFFIDQLKKSVYEGEVFPVLFGSAINGIGIKE  243

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            L+D + G+             G V+K++Y D   +  Y+R+ +G +++RD+V     
E+ 
Sbjct  244  
LLDCIEGILPYSSGNDDEEFSGVVYKIKYDDKIGKLAYVRVLNGKVKVRDSVLNNIGEEE  303



Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +  +    D    GEI VI    ++++ DVLG+   +      E     
L +
Sbjct  304  KITQIRKYNGDKYNAVDILASGEIGVICGVKNIKVGDVLGNKEGI--
NIIDEASESALIS  361

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+       LL AL  L + DP L+ E +S   E  +S  G + +EV+  L+ 
E++ 
Sbjct  362  
RVVPQNEEDISSLLKALQVLNEEDPSLQLEYNSEKKEFSISIKGLIHMEVLKELIQERFD  421

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E  + EP V Y+E   +  +   H E  P   +A + + + P   G GV++ S +
+   
Sbjct  422  IEVELLEPKVNYLETIGEVTNGFCHFE--
PKKHYAEVEVKIEPNKRGKGVEFISEINGDI  479

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L   +QN +       +  G L G  VTD KI    G ++   +   DFR      
+ QA
Sbjct  480  
LPYQYQNNIEKASYEAILHGPLIGGKVTDIKIKLTNGKHHLEHTHGGDFRIATIRAIYQA  539

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   +LEP   F +   +E   +   D  K        ++  ++++ TGE+P     
Sbjct  540  
MEKNKNIILEPIYKFKIVVSKEMGGKIMTDILKMGGNFNEPEILGEKIIVTGEVPVATSM  599

Query  588  AYRTDLAFYTNGRSVCLTELKGYQA  612
             Y+  L   T+G+++   +   ++ 
Sbjct  600  NYKLQLLSSTSGKAIVNMQFSKFEV  624

>AHI45109.1 TetO, partial [Campylobacter jejuni]
Length=272

 Score = 322 bits (826),  Expect = 8e-103, Method: Compositional 
matrix adjust.
 Identities = 149/271 (55%), Positives = 208/271 (77%), Gaps = 0/271 
(0%)

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G
+DL  V
Sbjct  1    
FLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMV  60



Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
KL
Sbjct  61   
YREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSKL  120

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK
+EY++
Sbjct  121  
EQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSE  180

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
              +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVILP+D 
Sbjct  181  
KRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNGELYSSDTACSGDIVILPNDV  240

Query  321  VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++LN +LG+   LP++++ E+PLPM++TTIA
Sbjct  241  LQLNSILGNEILLPQRKFIENPLPMIQTTIA  271

>WP_042180585.1 GTP-binding protein [Kibdelosporangium sp. MJ126-
NF4]
 CEL14463.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Kibdelosporangium sp. MJ126-NF4]
 CTQ88828.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Kibdelosporangium sp. MJ126-NF4]
Length=616

 Score = 334 bits (857),  Expect = 9e-103, Method: Compositional 
matrix adjust.
 Identities = 216/622 (35%), Positives = 328/622 (53%), Gaps = 
25/622 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GI+AHVDAGKT+LTE LL+ +GAI+  GSV+ G TRTD M LER+RGITI
++AV
Sbjct  1    
MRMLNLGIVAHVDAGKTSLTERLLFDAGAITHLGSVDGGDTRTDAMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      V+++DTPGH DF+AEV R+L VLDGAILV+SA +GVQ  TR+L   L
+ + 
Sbjct  61   
ATFTAAGHTVHLIDTPGHTDFVAEVERALGVLDGAILVLSAVEGVQPHTRVLMRTLQSLG  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSL-
SPEIVLEENTDIEAW-DA  177
            +PT +F+NKID+ G     ++  +R  LS + I + +  +L +P+  +E       
W D 
Sbjct  121  
VPTALFVNKIDRRGARHTDLLHDIRQMLSPSAIALNRPYALGTPDAGVEPVPPGPEWADV  180

Query  178  VIENNDKLLEKYIAG-EPISREKLVREEQRRVQDASL-
FPVYYGSAKKGLGIQPLMDAVT  235
            + E++D +L+ Y+ G +P+    L+R+E  R   A L  PV++GSA  G G++ L   
+ 
Sbjct  181  LAEHSDAVLQSYLDGLDPV----
LLRDELARQTAAGLAHPVFFGSAITGAGVEALRQGIV  236

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L  P  E     L G+VF +E+   G+R    RL++GTL +RD V    R++     
+ 
Sbjct  237  DLL-
PSAEPVPGPLDGTVFAIEHDPAGRRFAVARLFAGTLAVRDRVTFTRRDQTGAVVVE  295

Query  296  IPSKGEIVRTD----TAYPGEIV-ILPSDSVRLNDVLGDPTRLP-
RKRWREDPLPMLRTT  349
                 E++  D        G I  I     +R+ D LG     P   R+R    P 
L   
Sbjct  296  SGRATEVLDADRRQTVIEAGGIARIGGVPGLRVGDRLGSTATPPVPARFRP---
PTLEAV  352

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +   T+  R+ L   L  LAD DPL+          +++S  G VQ EV++  L+E
++ +
Sbjct  353  V---TSLDRD-
LYTGLAALADEDPLINVRQGPSAGSLVVSLYGEVQREVIATRLAEEFGV  408

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                  P V+ +ER +      +   +    F  ++GL + P  + SGV+Y+     
G L
Sbjct  409  TAEFSAPRVVCVER-VTGTGQAVKF-
IGETVFVGTVGLRIEPGDVDSGVRYQLEAERGSL  466

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  A+ D +R  L  GL  W V DC +   +  Y SPV+   DFR L P+VL 
+AL 
Sbjct  467  
PAAFMTAIEDTVRATLASGLHEWRVVDCLVTLTHTGYDSPVTVAGDFRGLTPLVLMEALA  526

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT + EP     +  P + +S       +     E   V  DE   T  +P+ C
++A 



Sbjct  527  
AAGTVVCEPMEHVRIAMPADVVSAILTLLVRSGGAPEIPVVHGDEATVTATVPSGCLRAI  586

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
               L   T+G     T   GY+
Sbjct  587  EQALPGLTSGLGTLTTRFAGYR  608

>WP_030248611.1 GTP-binding protein [Streptacidiphilus jeojiense]
Length=684

 Score = 336 bits (862),  Expect = 9e-103, Method: Compositional 
matrix adjust.
 Identities = 230/664 (35%), Positives = 352/664 (53%), Gaps = 
35/664 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAH+DAGKT+LTE LL+ +GA+ E GSV+ G+TRTD+  LER+RGITI+
+AV +F
Sbjct  7    
LNLGILAHIDAGKTSLTERLLFDNGAVPELGSVDAGSTRTDSGELERERGITIRSAVAAF  66

Query  64   QWH--------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
                         +VN+VDTPGH DF+AEV R+L+VLDGA++V+SA +GVQAQTR
+L  +
Sbjct  67   
ALRGGDADGAPDLQVNLVDTPGHPDFIAEVERALSVLDGAVVVLSAVEGVQAQTRVLMRS  126

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLE  167
            LRK+ +PT+IF+NKID+ G   + ++  VR +L+  I+   TV+         +     
+
Sbjct  127  
LRKLKLPTLIFVNKIDRMGARPEGLLADVRSRLAPHIVPMGTVADPGTAAARATARSFAD  186

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                + A + + E +D LL + + G   S   L     R+     + PVY+GSA  
G G 
Sbjct  187  
PEARVAAAEVLAEQDDDLLARLVDGSVPSEADLREVLLRQTAAGQVHPVYFGSALTGEGT  246

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----  283
            + L D +  L +P      A   G+VF VE T  G++  YLRL+SG +  R+ V L    
Sbjct  247  
RELADGIRTLLRPPVADPGAPADGTVFAVERTPAGEKVAYLRLFSGRVHEREQVVLRRRG  306

Query  284  -AGREKL---KITEMRI--PSKGEIVRTD--TAYPGEIV-
ILPSDSVRLNDVLGDPTRLP  334
              G E     ++T ++   P      R+D  +   G I  +    +V++ D +GD 
T   



Sbjct  307  
PGGAEHTVGGRVTGLQTVRPPGSVPGRSDDRSLTAGSIARVRGLSAVQVGDRIGDRTGAG  366

Query  335  RKR---
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             +    +   P P L T + P+   Q+  L  AL  LAD DPL+R    +     
+L + 
Sbjct  367  DRSSEGFHFAP-
PGLETVVRPERPDQKALLHAALLSLADEDPLIRTRPAAGGATSVLLY-  424

Query  392  GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVT  450
            G VQ EVV+  L   + +  V +  + +++ERP+      I IE    + FWA++ 
L V 
Sbjct  425  
GAVQREVVAERLRRDFGVAPVFEPITPVHVERPVGTGEARIGIERGGGHDFWATVALRVE  484

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P  +GSGV++      G L Q+F  AV + +   LEQGL+GW VTDC +      Y 
SPV
Sbjct  485  
PAPIGSGVRFVDDTEWGALPQAFHRAVDEAVLRCLEQGLYGWEVTDCTVTLTEVGYTSPV  544

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST ADFR+L P+VL +AL+ +G+++ EP  +  +  P + L           A I  
+  
Sbjct  545  
STAADFRNLTPMVLLRALRAAGSRVFEPGQAVEIEVPPDLLGGVVGLLGTLGADIGRSVQ  604

Query  571  
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
                 +   E+PA+ +Q     L   T G     +     +   G   ++ R   + 
LD+
Sbjct  605  
HGTSWLIGAELPAQAVQQLTAALPGLTRGEGALWSGPGADRPVHGPAPLRERFDGNPLDR  664

Query  631  VRHM  634
            + ++
Sbjct  665  IEYL  668

>WP_012758195.1 GTP-binding protein [Rhizobium leguminosarum]
 ACS57019.1 small GTP-binding protein [Rhizobium leguminosarum bv. 
trifolii 
WSM1325]
Length=651

 Score = 335 bits (860),  Expect = 9e-103, Method: Compositional 
matrix adjust.
 Identities = 219/630 (35%), Positives = 333/630 (53%), Gaps = 
19/630 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P ++F+NK+D+ G  L+ V++++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFILFVNKVDRLGAQLEDVLKAIASQLLVRPIAMSSVIDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDEALLDDYVLAPDRLTADRLGRCLSDQVASGLVHPVFAGAATTGVGVS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G++FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATILPGRRLDADGPIAGTIFKIERGWGGEKLAYMYLTSGTVRLRQHLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +        G+I  +      R+ DV+G  T L      +   
P L 
Sbjct  297  ERVTAIEVFGAGRVHGAAIFCAGQIARVSGLAGARIGDVVG--
TDLLAGGQAQFAPPSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+ + DPL+    +    EI +S  G VQ EVV + L   
+
Sbjct  355  
TRVLARRPSDKAALWLALNQMGEQDPLINLRRNDDADEIFVSLYGEVQKEVVQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ER +        +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  



GLEAGFEESTVILVERLMGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGNSFALDVEVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPASFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPTSTAADFRQLTPWVLADA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       K  AT+  + +        G + +  
IQ
Sbjct  535  
LSAAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTGSVIADGMAWVEGTMASAMIQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            + +  L   T+G     T    +    G P
Sbjct  595  SVQQQLPGLTSGAGTMETSFDHHAPMAGPP  624

>WP_017994661.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651

 Score = 335 bits (859),  Expect = 1e-102, Method: Compositional 
matrix adjust.
 Identities = 219/630 (35%), Positives = 332/630 (53%), Gaps = 
19/630 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G  L+ V++++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFIFFVNKVDRLGAQLEDVLKAIASQLLVRPIAMSSVIDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 



Sbjct  178  
LFTPLCEALAENDEALLDDYVLAPDRLTADRLGRCLSDQVASGLVHPVFAGAATTGVGVS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G++FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATILPGRRLDADGPIAGTIFKIERGWGGEKLAYMYLTSGTVRLRQHLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +        G+I  +      R+ DV+G  T L      +   
P L 
Sbjct  297  ERVTAIEVFGAGRVHGAAIFCAGQIARVSGLAGARIGDVVG--
TDLLAGGQAQFAPPSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+ + DPL+    +    EI +S  G VQ EVV + L   
+
Sbjct  355  
TRVLARRPSDKAALWLALNQMGEQDPLINLRRNDDADEIFVSLYGEVQKEVVQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ER +        +   PNPF A++GL V P   G+G  +   
V +G
Sbjct  415  
GLEAGFEESTVILVERLMGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGNSFALDVEVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  +
Sbjct  475  
QMPASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADS  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       K  AT+  + +        G + +  
IQ
Sbjct  535  
LSAAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTGSVIADGMAQLEGTMASAIIQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            + +  L   T+G     T    Y    G P
Sbjct  595  SVQQQLPGLTSGAGTMETSFDHYAPMAGPP  624

>WP_025662269.1 GTP-binding protein [Rhizobium sp. IBUN]
Length=645

 Score = 335 bits (859),  Expect = 1e-102, Method: Compositional 



matrix adjust.
 Identities = 214/646 (33%), Positives = 334/646 (52%), Gaps = 
17/646 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI++ GSV+ G T+TD++ +ERQRGITI 
+AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIAKLGSVDGGNTQTDSLAIERQRGITIASAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+ +   VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFRINDLDVNLIDTPGHPDFIAEVERILRLLDAAIVVVSAVEGVQAQTRVLVRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIE---AWD  176
            IP ++F+NKID+ G     VV  +  +L+   I + +   +   +   ++ D+     
+ 
Sbjct  121  
IPFLVFVNKIDRMGARYLDVVADIAKQLAVRPIAMMEARDIGTRVATAKSIDVSHDPGFS  180

Query  177  AVIE----NNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             + E    N+D LL  ++A  E ++  +L +    +V +  + PVY G A  G G+  
L+
Sbjct  181  
GLCEMLTVNDDCLLRDFVAASERLTPARLTKALADQVANGLMHPVYCGVAMTGTGVSELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + GS+FK+E    G++  YL L SGT+  R  + L      
K+
Sbjct  241  LAIETLLPSRTPSPDGPVKGSIFKIERGWGGEKLAYLNLTSGTVAARGHLQLP-
TGNAKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRT  348
            T +++  +G + R      G+I  +      R+ D +G   R     + E     P 
L T
Sbjct  300  TSIQVFGEGNLHRHKYVRAGQIAKIGGLADARIGDEVGADGR----
SYIEGQFAPPTLET  355

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P+  ++   L  AL  L++ DPL+    +    E+ LS  G VQ EV+ + L   
Y 
Sbjct  356  
QVTPQRPSESRALWVALQHLSEQDPLINLRTNEDASEMYLSLYGEVQKEVIQSTLFADYG  415

Query  409  



LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +  V +E +VI +ERP+        I   PNPF A+IGL V P   G+G  +   V 
+G 
Sbjct  416  
VGAVFQESTVILVERPIGTGRGLEVIFKEPNPFRATIGLRVEPRPEGTGNSFAMEVDVGQ  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +   F  A+ + +   L+ G+ GW V DC +      ++SP ST ADFR L P+VL  
AL
Sbjct  476  
MPAGFYRAIEETVSETLKAGIHGWQVIDCHVALTSVRHHSPSSTAADFRGLTPLVLAAAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              + T + EP   F L  P   L        K  A+ E   ++       G + +  
IQA
Sbjct  536  
TSAQTIICEPMERFRLEVPATALPNVQVALAKSGASTEETLIEGGIAQLRGMVTSAQIQA  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             R  L   + G     +    +      P  + R   +  D++ ++
Sbjct  596  MRRVLPGLSGGAGDLESAFDHHSPIAVPPRARARTGANPFDRINYL  641

>WP_086683054.1 GTP-binding protein [Amycolatopsis pretoriensis]
 SEF36011.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
pretoriensis]
Length=614

 Score = 334 bits (856),  Expect = 1e-102, Method: Compositional 
matrix adjust.
 Identities = 217/615 (35%), Positives = 328/615 (53%), Gaps = 
42/615 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD++ LER+RGITI
++AV
Sbjct  1    
MKTLNIGILAHVDAGKTSLTERLLFEAGAIDHLGSVDGGDTQTDSLELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++ ++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   
LR++ 
Sbjct  61   
VSFLAGDTRITLIDTPGHSDFIAEVERALRVLDGAVLVVSAVEGVQVQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK+D+ G          RD+L  DI  K    L+P  V     D  + + 
+ +



Sbjct  121  IPTLVFVNKVDRMG---------ARDQLP-DIRAK----LAPRAV--
AGPDATSPEFLAD  164

Query  181  NNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D  L+ Y+ G   E   R +L R+  R +      PV  GSA  G G+  L+ A
+T L
Sbjct  165  GDDDFLQSYVDGRVDEAACRAELARQVARGLA----
HPVLTGSAITGAGVADLVTAMTEL  220

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEM  294
                   G+  L  +VFK++    G++  Y RL+SG+L  R  + +  G  +L  +
++ +
Sbjct  221  
LPSTERTGTGRLAATVFKIDRGRAGEKIAYARLHSGSLAPRQRIPVYRGETELTGRVSAV  280

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
             +   G  +  D A      +     VR+ D LG P       +     P L T + 
P  
Sbjct  281  EVAGGGAALAGDVAR-----VRGLREVRIGDRLGSPGTARDGVFAP---
PSLETVVRPVR  332

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              Q   L  ALT+L++ DPL+  +V    H++ +   G VQ EV+ ++L+E   ++   
+
Sbjct  333  PEQAAALFTALTRLSEEDPLI--
DVRRRGHDVSVRLYGEVQKEVLRSMLAEGAGIDVTFE  390

Query  415  EPSVIYMERPLKAASHTIHIEVPPNP--
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            E   +Y+E+P+        ++ P     F+A++GL V P   G GV +   V LG 
L  +
Sbjct  391  ETRTLYVEKPIGTGEAVQGLD-PAQRLYFFATVGLRVEP---
GPGVSFGLSVELGSLPPA  446

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ + +   LEQGL+GW V D  +   +  ++SP+S   DFR + P+VL  AL
+E+G
Sbjct  447  
FHKAIEETVHSTLEQGLYGWEVLDVAVTLTHTAFFSPLSAAGDFRKMTPLVLMAALQEAG  506

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T++ EP   F L  P   +S       +  A      V        G IPA  + A
+   
Sbjct  507  
TRVHEPVHRFELEIPANAVSAVLLKLWQLRAVPGEPAVGPSSCTLHGTIPAEHVHAFEQA  566

Query  593  LAFYTNGRSVCLTEL  607
            L   + G  V L+E 



Sbjct  567  LPALSQGEGVFLSEF  581

>WP_071613075.1 GTP-binding protein [Clostridium estertheticum]
 APC40785.1 GTP-binding protein [Clostridium estertheticum subsp. 
estertheticum]
Length=664

 Score = 335 bits (860),  Expect = 1e-102, Method: Compositional 
matrix adjust.
 Identities = 205/634 (32%), Positives = 340/634 (54%), Gaps = 
30/634 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI+AHVDAGKTTLTE LLY SG+    GSV+KGTT TD++ +E+QRGI++
+AA T
Sbjct  6    
NIRNIGIVAHVDAGKTTLTEQLLYQSGSSRILGSVDKGTTHTDSLAMEKQRGISVKAAET  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F +    V+++DTPGH+DF +EV RS+ VLDGAI+V+S+ +GVQ QT + F+AL+
++N 
Sbjct  66   
DFTYKGTNVHVIDTPGHIDFSSEVERSIGVLDGAIVVLSSVEGVQPQTEVYFNALKELNT  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-SLSPEIVLE---
ENTDI-----  172
            P++ FINK+D+ G      ++ ++  L+  +I  Q V   + E +++   +N D      
Sbjct  126  
PSIFFINKLDRIGASPYKTIKDMKKLLTNKLIPLQLVYEENNEFIVKNMFDNVDFAKNIL  185

Query  173  ----EAWDAVIE--------
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
                E++  ++E        NN+++L ++  GE ++   L  E   +     ++PV 
YG 
Sbjct  186  DIKDESFKQLLEDIIDILGNNNEEILNQFF-
GETLTLGMLKNEITLQANSGQIYPVLYGI  244

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD-  279
            A +G GI+ L++++              L   V+K+ +        +++++SG++  
RD 
Sbjct  245  
ALRGEGIKDLLNSIVEYLPGPENLDDLGLSALVYKISHNKTLGTIAHIKIFSGSISTRDD  304

Query  280  --
TVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
               V    REK+ + +  +  K   +   +A   ++V++   +    D+LG  T 
+P  +
Sbjct  305  ILNVTTNKREKITMIKKVVNQKS--
IDVSSASSSDLVMVSGLNCSTYDILGSKTHIPTLK  362



Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                PL  LR  I  K       L++ALT L + DPLL  E      EI L  +G+
+Q+E
Sbjct  363  TIATPLLTLR--
IYSKVQEDYVTLVEALTILQEEDPLLNMEWIKEKKEIHLRIMGKIQIE  420

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
             +  +L E++ ++     PSVIY E P+ +        + P P WA +   + PL  
GSG
Sbjct  421  YIEDILMERFNVQVTFGPPSVIYRETPITSGYGESRYTM-
PKPCWAIVEFLIEPLPKGSG  479

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            + YES+V    +   +Q  + D +   L QG++GW VTD KI F  G  +   S   
DF 
Sbjct  480  
LIYESKVRTEKVKIKYQREIEDNLDKILSQGIYGWPVTDLKITFTSGEDHVMHSRSGDFA  539

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            + + + + + L+E GT LLEP ++F +  P+    R  +D  K   + ET  +  D    
Sbjct  540  
ASSAMGIMRGLREIGTTLLEPIINFRITVPENVGGRVLNDIIKMRGSFETPFIHNDTFTI  599

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             G++P      Y ++L+   +G+++  T   GY+
Sbjct  600  EGKMPVSTSLEYPSNLSKIASGKAIITTGFSGYE  633

>WP_097592648.1 GTP-binding protein [Rhizobium sp. J15]
 PDT14124.1 GTP-binding protein [Rhizobium sp. J15]
Length=651

 Score = 335 bits (859),  Expect = 1e-102, Method: Compositional 
matrix adjust.
 Identities = 229/650 (35%), Positives = 342/650 (53%), Gaps = 
21/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIDGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G     V++++  +LS   I   +V           +L P     
E 
Sbjct  121  
VPFVFFVNKVDRLGARYGEVMEALAAQLSVRPIAMSSVIDAGGKLARVEALGPG---NEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A E ++RE+L      +V    + PV+ G+A  G 
G+ 
Sbjct  178  
LFSALCEALGENDEALLDDYVLAPERLTRERLGSALADQVARGLVHPVFAGAAITGAGVS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALASAIAAILPERRPDPDGPVAGKIFKIERGWGGEKLCYVYLTSGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T +++   G     ++   G+I  +      R+ D V GD     R  +     
P L
Sbjct  297  
ERVTAIQLFQAGRSHGAESFAAGQIARVSGLAGARIGDAVGGDQGAAGRAHFAP---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  ++R  L  AL+Q+A+ DPL+    D  T E+ +S  G VQ EV+ A 
L   
Sbjct  354  
ETRVLARQPSERAALWLALSQMAEQDPLINLHRDEETDEVFVSLYGEVQKEVIQATLLAD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI  ERP    +    +   PNPF A+IGL V P   G+G  +   
V +
Sbjct  414  
FGLEARFEESTVILAERPAATGNGLQILFKEPNPFLATIGLRVEPRPAGTGNSFALEVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  474  
GQMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAS  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L  P E LS       K  AT   + +        G + 
++ +



Sbjct  534  
ALSAAQTVLCEPVDRFHLETPAESLSGILALLAKSAATTTDSVIADGVARLEGTLASQTV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Q+ +  L   T+G     T    Y    G P ++PR      + V ++ +
Sbjct  594  QSVQQQLPGLTSGAGTMETAFDHYAPISGPPRLRPRSGPDPFNPVEYLLR  643

>WP_079035534.1 GTP-binding protein [Streptomyces flocculus]
Length=689

 Score = 336 bits (862),  Expect = 1e-102, Method: Compositional 
matrix adjust.
 Identities = 226/647 (35%), Positives = 329/647 (51%), Gaps = 
49/647 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKT+LTE LLY +GAI   GSV+ GTTRTD+  LER+RGIT+++AV 
SF 
Sbjct  46   
NIGIVAHVDAGKTSLTERLLYDTGAIDTLGSVDAGTTRTDSDALERRRGITVRSAVASFT  105

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   LR+M 
+PT+
Sbjct  106  
ARGTRVNLIDTPGHADFVAEVERALEVLDGAVLVLSAVEGVQPQTRVLMRTLRQMRLPTL  165

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDIE  173
            +F+NKID+ G     +V  +R KL+   +             +++ L P+    +  
+I 
Sbjct  166  
LFVNKIDRPGARPGELVAEIRRKLAPHAVPLSRVQAAGSSGARSLPLRPQDDAADRAEIA  225

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +D LL + + G P+S ++L           ++ P+Y+GSA  G GI+ 
L+  
Sbjct  226  --
EALAEVDDALLARVVDGPPLSPDELRTALAGHTARGAVQPLYFGSALTGEGIERLVAG  283

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-----  286
            +T L    P G  G A  CG VF +E    G R  Y+R+++G L  R  V    R     
Sbjct  284  ITELLPGTPDGAAGGAP-
CGRVFALERDPSGGRTAYVRMFTGQLEPRRRVTYHRRSAEGT  342

Query  287  --------EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPT--
RLPRK  336
                      L++     P  G +V  +    G +  L    +R+ D +G       
P  



Sbjct  343  RQEHTGRISSLQVAGDPAPRAGRLVAGEI---GRVRGL--
TGIRVGDTVGAAPGDDAPAS  397

Query  337  RWREDPLPMLRTTIAPKTAA--QRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLG  392
                   P+L++ + P         RL  ALT++A+ DPLL  R E D  T  ++    
G
Sbjct  398  
AGVRLATPVLQSVVRPAQPGPDATARLHTALTRMAEEDPLLHARAEPDGATSVLL---HG  454

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV------
PPNPFWASIG  446
             VQ E+++A L+E+Y +E V +   V+  ERP+        I          +  
WA++G
Sbjct  455  
EVQKEIIAATLAERYGIEAVFEPSRVVCRERPVGVGEAADGIGAGGRYTPAASGHWATVG  514

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            L V P   GSGV +     LG L  +F  AV + +   L  G  GW VTDC +      
+
Sbjct  515  
LRVEPGPHGSGVVFRYETELGALPYAFHRAVEETVYEALRTGPHGWAVTDCVVTLIRSGF  574

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
              PVST ADFR L  +++ +AL  +GT + EPY +F L  P   L R          
T+ 
Sbjct  575  
AGPVSTAADFRGLTRLLVARALDRAGTCVYEPYHAFELEIPLAALHRVTGALAPLGGTVT  634

Query  567  TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
                       TG +PAR +   R  L   T G ++  +   G + A
Sbjct  635  DTVTAGAVCTLTGALPARHVPRVRQMLPGLTRGEALWWSRPAGERPA  681

>SBO97526.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Nonomuraea gerenzanensis]
Length=643

 Score = 335 bits (858),  Expect = 1e-102, Method: Compositional 
matrix adjust.
 Identities = 230/640 (36%), Positives = 328/640 (51%), Gaps = 
39/640 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT  +ER+RGITI
+AAV S
Sbjct  5    
VLNIGILAHVDAGKTSLTERLLFETGVIDRLGSVDGGDTQTDTGEIERRRGITIRAAVAS  64

Query  63   



FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F     +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   LRK
+ +P
Sbjct  65   
FALGDLRVNLVDTPGHADFVAEVERALGVLDGAVLVLSAVEGVQPHTRVLMRTLRKLRLP  124

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAVI-  179
            T+IF+NKID+AG     ++  +R +LS   +   TV    SP  V    TD  A   
V+ 
Sbjct  125  
TLIFVNKIDRAGAREHDLLADIRRRLSPSCVPLNTVDGLGSPAAVTRPVTDPYAVAEVLA  184

Query  180  ENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            E +D+LL   + G+    + +VR    R+  +A   PV +GSA  G G+  L+D +  
LF
Sbjct  185  ERDDELLGLLVDGQ-
TPEQGMVRAALARQCGEAVACPVLFGSAITGQGLPELLDGIAELF  243

Query  239  QPIGE---
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------------  283
              +     +G++A  G+VF VE    G++  ++R+  G LR+R+ +              
Sbjct  244  PAVPRVAVEGASA-
TGTVFAVERAPSGEKVAFVRVRGGVLRVREPLTFFRGQRRSGGDGP  302

Query  284  ----------AGREKLKITEMRIP--SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDP  330
                      AGR      E R+   S     R   A  G+IV I     +R+ D 
LG+P
Sbjct  303  
RAGGGAGSGGAGRTADHAYEARLTALSVAGAPREAQAVAGDIVKIWGVPEIRVGDHLGEP  362

Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
               P  +    P P L T + P+   Q  RL  AL  + + DPL+           
+L +
Sbjct  363  G--PANQAHFTP-
PSLETVVRPRIPGQEPRLHAALLAMTEQDPLIGTRALPGGGTSVLLY  419

Query  391  LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP-
NPFWASIGLSV  449
             G VQ EV+   L+ ++ +E   +    +Y ERP  +      I+    N F A+
+GL V
Sbjct  420  -
GEVQKEVIGETLAREFGVEAEFEPSRPVYFERPSGSGEAVEEIQRQGRNEFMATVGLRV  478

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             P   GSGV Y   V LG L  +F  A+ + +R  L +G  GW VTD  +      
Y SP
Sbjct  479  
EPAPAGSGVGYRLEVDLGSLPLAFHRAIEESVRLALREGPHGWPVTDVLVTLTRTGYSSP  538



Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            V+T  DFR   P+VL +ALK +GT + EP   F    P E               +  
A+
Sbjct  539  
VTTAGDFRGRVPVVLARALKRAGTVVYEPCHRFEAEVPLEAFGPVTAQLAALGGEVRDAR  598

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             + +  V  G+IPA  +      L   ++G  V  +E  G
Sbjct  599  REGEGWVLEGKIPAAVVHEAERRLPGLSHGEGVWWSEAAG  638

>WP_100605928.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. CB02959]
 PJN36284.1 GTP-binding protein [Streptomyces sp. CB02959]
Length=657

 Score = 335 bits (859),  Expect = 1e-102, Method: Compositional 
matrix adjust.
 Identities = 223/653 (34%), Positives = 327/653 (50%), Gaps = 
63/653 (10%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT  +ERQRGIT++
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIGRLGSVDAGDTQTDTGAIERQRGITVRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR+M 
+P 
Sbjct  67   
TAGATQVNLIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLREMRLPV  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---------
SLSPEIVLEENTDIEA  174
            ++F+NKID+ G    +++  +R KL+  ++    V         +L   +  E       
Sbjct  127  
LLFVNKIDRPGARGDALLADIRRKLAPHLVPMTAVRDLGTPSARALPRALDDEPEFRTRV  186

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + E +D LL + + G   + ++L        ++  + PV +GSA+ G GI  L
+D +
Sbjct  187  
AETLAEVDDALLARVVDGPFPTPDELHTALAEHTRNGRVHPVQFGSARSGQGIGALIDGI  246

Query  235  TGLFQPIGEQGSAALCG------
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            TGL +P    G A   G      +VF VE    G++  Y+RL+SGTL  R          
Sbjct  247  



TGLLRPAPTDGGADPAGAAPPRGTVFAVERGPSGKKTAYVRLFSGTLAARR---------  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSD-------------------------
SVRL  323
             ++T  R    G  +    AYPG+I  L                              
R+
Sbjct  298  -RVTLHRNGPDGAPL----
AYPGQITSLHVVGGSGHGGDGTRHLAAGDIGKLGGLPEARV  352

Query  324  NDVLGDPT-RLPRKRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLR-CEV  379
             D L DP  R    R    P P LRT + P+  T     RL  AL +LA+ DPL+  
C  
Sbjct  353  
GDRLTDPAGRDDGPRPPHFPAPTLRTLVRPRHRTPGAAARLYAALQRLAEQDPLIHACAG  412

Query  380  DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL---
KAASHTIHIEV  436
                  ++L   G +Q E+++A L++ + +E V +    + +ERP+   +A         
Sbjct  413  PDGATSVLL--
YGEIQKEILAATLADDFGIEAVFEPSRTVCLERPVGVGEAYEEMGRQAA  470

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
             P+ F A+IGL V P    SGV +     LG L  +F  A+ + +   L  G  GW 
VTD
Sbjct  471  
SPSGFVATIGLRVEPARRNSGVAFRYETELGALPHAFHTAIEETVHTALRTGPHGWAVTD  530

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
            C +      + SPVST +DFR L P+VL +AL+ +GTQ+ EP  +F +  P + L     
Sbjct  531  
CTVTLIRSGFASPVSTASDFRGLTPVVLGRALERAGTQVYEPCHAFDVDIPLDTLPAVAS  590

Query  557  DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  
609
                  A IE         +  G IPA  +++    L   T G ++  +   G
Sbjct  591  CLAALGADIEDTAGGLTSWLVKGSIPASRVRSAEHRLPGLTRGEALWWSRPAG  
643

>BAL04138.1 tetracycline resistance protein, partial [Vibrio 
ichthyoenteri]
Length=195

 Score = 319 bits (817),  Expect = 1e-102, Method: Compositional 
matrix adjust.
 Identities = 149/195 (76%), Positives = 169/195 (87%), Gaps = 0/195 
(0%)

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            +PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ



+EV  
Sbjct  1    
NPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTC  60

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            ALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV PL 
LGSGVQY
Sbjct  61   
ALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPLPLGSGVQY  120

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            ES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR LA
Sbjct  121  
ESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLA  180

Query  521  PIVLEQALKESGTQL  535
            PIVLEQ LK++GT+L
Sbjct  181  PIVLEQVLKKAGTEL  195

>WP_076359067.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 SIR54061.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. RU4T]
 SIR44278.1 ribosomal protection tetracycline resistance protein 
[Paenibacillus 
sp. RU4X]
 ASS67909.1 GTP-binding protein [Paenibacillus sp. RUD330]
Length=674

 Score = 335 bits (860),  Expect = 2e-102, Method: Compositional 
matrix adjust.
 Identities = 222/659 (34%), Positives = 337/659 (51%), Gaps = 
29/659 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I N+GI AHVDAGKTT TE +LY SG I   GSV+ GT +TD++ +ER+RGI++
+AA T 
Sbjct  9    
IRNVGIFAHVDAGKTTTTEHILYESGRIRALGSVDAGTAQTDSLDVERERGISVRAASTR  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F     +VN+VDTPGH+DFL+EV RSL V+DGA+LV+SA +GVQ+QT +++ ALR 
+ IP
Sbjct  69   
FVHRGVQVNLVDTPGHVDFLSEVERSLRVMDGAVLVVSAVEGVQSQTEVIWQALRSLKIP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADII-------
IKQTVSLSPEIVLE--------  167



            TV FINK+D+ G +    +  +R  L+A  +       +++  + S E++ E        
Sbjct  129  
TVFFINKLDRIGANPLEALAGIRRLLTAGAVPVQAPHGLEEHFTGSAELLPEPGGLAGGG  188

Query  168  ----ENTDIEAW----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYG  219
                 +     W    + V E+ + LLE+Y+    +   +L          A 
LFPV +G
Sbjct  189  
AGDLSDDQRRYWELLTETVAESREDLLERYLEQGGLQAGELAERLAAGAAGAELFPVLFG  248

Query  220  
SAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            +A +G+GI  LMDA+       G     A+ G VFK+E      R  Y+RLY 
GTLR RD
Sbjct  249  
AASRGIGIAALMDAIVRWLPEAGGDSGGAVSGLVFKLEKDAAMGRIAYVRLYGGTLRNRD  308

Query  280  TVALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKR  337
            +V    ++ + KIT++RI    +         G++  +   S  R+ D+LG    
+P   
Sbjct  309  
SVYNMTQDIQEKITQIRIVDMRKSEDAGILEAGDVAAVYGLSRARIGDILGTDAEVPGS-  367

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                 +P+L      K  A+  +++ A  +LAD DPLL  +      E+ L  +G 
+Q+E
Sbjct  368  -
LRMAVPLLTVQARWKNEAEYPKVVAAFQELADEDPLLDLQWIPEDRELHLKVMGPIQIE  426

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            V++++   ++ L+     PSVIY E P  A    +   + P P WA +   + P   
GSG
Sbjct  427  VLASVARSRFGLDVSFDPPSVIYKETPASAGEGFVAYTM-
PKPCWAILRFRIEPAPRGSG  485

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +QY S      L  S+QN V   +   L+QGL GW VTD  +    G ++   + P 
DF 
Sbjct  486  
LQYRSLAKPERLLGSYQNEVERRVPEALQQGLRGWEVTDLGVTLLEGEHHVWHTHPLDFV  545

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
               P+ +   L   GT+LLEP LSF L  P+E+  +  ++        E   +    
+  
Sbjct  546  
VATPMGIMDGLANVGTRLLEPLLSFRLSVPEEFGGKLMNELIAMRGEFEPPVLSGGRMEL  605

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-



PVIQPRRPNSRLDKVRHMF  635
             G +P      +   L   T GR        GY+ A       + RR  + LD+ R
++ 
Sbjct  606  
EGLLPVATSLDFPARLGSLTKGRGTLSAAFSGYREAPADVQAERKRRGANPLDQSRYIL  664

>WP_054292861.1 GTP-binding protein [Kibdelosporangium 
phytohabitans]
 ALG10959.1 hypothetical protein AOZ06_32370 [Kibdelosporangium 
phytohabitans]
Length=612

 Score = 333 bits (855),  Expect = 2e-102, Method: Compositional 
matrix adjust.
 Identities = 211/620 (34%), Positives = 325/620 (52%), Gaps = 
21/620 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+GI+AHVDAGKT+LTE LL+ +GAI+  GSV+ G TRTD M LER+RGITI
++AV
Sbjct  1    
MRMLNLGIVAHVDAGKTSLTERLLFDAGAITHLGSVDGGDTRTDAMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KV+++DTPGH DF+AEV R+L VLDGAILV+SA +GVQ  TR+L   
LR + 
Sbjct  61   
ATFDSAGHKVHLIDTPGHTDFVAEVERALGVLDGAILVLSAVEGVQPHTRVLMRTLRALG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLSPEIVLEENTD--
IEAWDA  177
            +PT++F+NKID+ G     ++  +R  LS + + + + V         E T+   E  
+ 
Sbjct  121  
VPTLLFVNKIDRRGARHDDLLDDIRRMLSPSAVALNRPVDPGTAAATVELTEPGPELAEV  180

Query  178  VIENNDKLLEKYIAG-EPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + E++D +L+ Y+ G +P+    L+R+E  R+     +FPV +GSA  G GI  L   
+ 
Sbjct  181  LAEHSDAVLQSYLDGLDPV----
LLRDELVRQTAAGQVFPVLFGSAISGAGIDALRQGIV  236

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L  P  E     L G+VF +E+   G+R    RL++G+L +RD V  A R+    
T + 
Sbjct  237  DLL-
PSAEPAPGPLDGTVFAIEHDPAGRRFAVARLFAGSLTVRDRVTFARRDASGSTVVE  295

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDV----



LGDPTRLPRKRWREDPLPMLRTTIA  351
                  ++  D      + +      R+  V    +GD  RL        P  +   
T+ 
Sbjct  296  SARATAVLDADRR---AVAVRAGGIARIGGVPGLRVGD--
RLGSTVAPPPPALLRPPTLE  350

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                +  + L   L+ LAD DPL+          +++S  G VQ EV++A L+E++ 
+  
Sbjct  351  
AVVTSPDQDLYTGLSALADEDPLINVRPGPSAGSLVVSLYGEVQREVIAARLAEEFGVRA  410

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                P V+ +ER L    H +   +    F  ++GL + P    SGV+Y+     G 
L  
Sbjct  411  EFSAPRVVCVER-LTGTGHAVK-
HMGETLFVGTVGLRIEPGETDSGVRYQLEAERGSLPA  468

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A++D +R  L  G  GW V DC +   +  Y SPV+   DFR L P+VL 
+AL+E+
Sbjct  469  
AFMTAIQDTVRATLASGPRGWRVVDCLVTLTHTGYASPVTVAGDFRGLTPLVLMEALREA  528

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT + EP     +  P + +S       +     E   ++ DE   T  +P+  ++    
Sbjct  529  
GTVVCEPMEHVDIDVPADVVSSVLGLLVRCGGAPEMPVIRGDEAAVTAVVPSGRLRGIEQ  588

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T G     T   GY+
Sbjct  589  ALPGMTRGLGAMTTRFAGYR  608

>BAF95544.1 tetracycline resistance protein, partial [Bacillus sp. 
APFTCR12]
Length=205

 Score = 319 bits (817),  Expect = 2e-102, Method: Compositional 
matrix adjust.
 Identities = 150/202 (74%), Positives = 172/202 (85%), Gaps = 0/202 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP++   E+PLP+L+T + P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG
Sbjct  4    
LPQRERIENPLPLLQTAVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLG  63



Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
            +VQ+EV  ALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPPNPFWASIGLSV PL
Sbjct  64   
KVQMEVTCALLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVPPNPFWASIGLSVAPL  123

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKIC 
+YGLYYSPVST
Sbjct  124  
PLGSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICSKYGLYYSPVST  183

Query  513  PADFRSLAPIVLEQALKESGTQ  534
            PADFR LAPIVLEQ LK++GT+
Sbjct  184  PADFRMLAPIVLEQVLKKAGTE  205

>KJK11378.1 hypothetical protein UB45_14010 [Terrabacter sp. 28]
Length=691

 Score = 336 bits (861),  Expect = 2e-102, Method: Compositional 
matrix adjust.
 Identities = 222/646 (34%), Positives = 327/646 (51%), Gaps = 
50/646 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKTTLTE LL+ +GAI++ GSV+ GTT+TDT+ LER RGITI+
+AV 
Sbjct  4    
RTLNLGILAHVDAGKTTLTERLLHTAGAIADVGSVDAGTTQTDTLALERARGITIRSAVA  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQ QTR L  ALR
++ +
Sbjct  64   
TFVVDGVTVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQPQTRALMGALRRLGV  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIE  173
            PT++F+NK+D+AG D+  VVQ V  +L  + ++        + T + + E          
Sbjct  124  
PTLLFVNKVDRAGADVGRVVQEVEQRLGVETVLLTDVRDAGRGTAASAAERHGAALEAAL  183

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A      ++D L E     E ++  +L RE   +     + PV  GSA KG G+  
L+  
Sbjct  184  
ADALSAHDDDLLAELVDHAERLAPRRLRRELAHQTAAGEVCPVLAGSAMKGAGVPELLRQ  243



Query  234  VTGLFQPI--
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
            +  L      G      +   VFKVE    G+R  Y+R++SG L +RDTV      
++  
Sbjct  244  
LVELLPTTGSGRADGGEVSARVFKVERGPTGERIAYVRVFSGRLAVRDTVGSRQPPRIES  303

Query  290  -------------------KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGD  329
                               K+ ++R+  +G  V      PGE+  +   S VR+ D 
LG 
Sbjct  304  
ARGGHRGHHGHGGRRDGGEKVKQLRVFDRGSWVDRHEVGPGEVARVTGLSRVRVGDDLGA  363

Query  330  
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
                      +   P L T + P     R RL  AL QLAD DPL+    D    E
+ +S
Sbjct  364  GDHA--
TGTAQFAPPTLETVVEPLHERDRGRLKAALLQLADEDPLIDVRQDERRRELAVS  421

Query  390  
FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV  449
              G VQ EV+ A L+ ++ +E   +  +V+ +ERP ++ +    +  P NP  A 
+G+ +
Sbjct  422  
LYGDVQKEVIGATLATEFGVEVRFRPSTVVLVERPARSGTCLERLHSPTNPLNAWLGVRI  481

Query  450  TPLSLGSGVQYESRVSLG------YLN-
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
             PL  GSGV+  + V+        Y N   F+ A R+       +GL GW VTDC+
+   
Sbjct  482  
DPLPPGSGVEVHAEVAASSTPDYLYRNLTGFEEAFREFAGATFAEGLHGWEVTDCRVTVT  541

Query  503  YGLYYS---------
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
              +Y S         P+ST  DFR LA +VL +AL+++GT + EP L+     P      
Sbjct  542  
ECVYASADGPPSTRGPMSTANDFRRLAALVLMRALEDAGTVVCEPVLAARFDVPALAAGG  601

Query  554  AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                  +    + +      E     ++PA  +Q  R  L   T G
Sbjct  602  VVALVSRLGGRVRSQFTSGGESAIGADVPATRLQELRQLLPGLTGG  647

>WP_017621924.1 GTP-binding protein [Nocardiopsis gilva]
 ASU81633.1 GTP-binding protein [Nocardiopsis gilva YIM 90087]
Length=660

 Score = 335 bits (858),  Expect = 2e-102, Method: Compositional 
matrix adjust.
 Identities = 222/655 (34%), Positives = 333/655 (51%), Gaps = 
26/655 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGILAHVDAGKT+LTE LL+ +G I   G+V+ GTT+TD+M +ER+RGITI
++AV
Sbjct  1    
MKTLNIGILAHVDAGKTSLTERLLFETGVIETVGNVDSGTTQTDSMDMERKRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF++EV R+L VLDG ILV+SA +GVQ QTR+L   L
+++ 
Sbjct  61   
VSFPIDDLDVNLIDTPGHADFISEVERALRVLDGVILVVSAVEGVQTQTRVLMRTLQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            +PT+IF+NK+D+ G     VV ++R +L++  ++   V         ++P     E
+   
Sbjct  121  VPTLIFVNKVDRMGAS-
SDVVSAIRQRLTSHAVVMSEVQWIGTASAQVTPRSFSSEDFQA  179

Query  173  EAWDAVIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            E  DA+ E +D  L  Y+ G   ++ E+   E    V    + P+++GSA  G G+  
++
Sbjct  180  
ELADALAEADDAFLAAYLEGPHHLTAERYRAELTAHVCSGRVCPIFFGSAVTGEGVADVI  239

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------  283
             A+  L           L G+VFK+     G++  Y+RL+SG++ LRD V          
Sbjct  240  
QAIGQLLPTNDGSADGQLFGTVFKIGRGAVGEKVSYVRLWSGSMGLRDRVTFYRPGPGGQ  299

Query  284  
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            A     KIT M +  +G+         G I  +      L DVL D       +  
+ P 
Sbjct  300  ATEHSGKITAMHVFGRGDQKVETRLSAGGIAKVWG----
LKDVLIDDHIGASAKGSDQPH  355

Query  344  ---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L + +  K    +  L +AL QLA+ DP +          I +S  G VQ 
EV+ 
Sbjct  356  
FARPSLESEVRAKHRDDQPHLYEALQQLAEQDPFINVRRVDGQQAITVSLYGEVQKEVIK  415

Query  401  ALLSEKYKLETVVKEPSVIYMERPLK-
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            A L+E++ +     +   +Y+E+     AS  +  +   N F+A++G  V P   
GSGV 
Sbjct  416  



ATLAEQFGVSVEFGDTQTVYIEKVTGVGASAEVIDKRGHNDFYATVGFQVEPGPPGSGVV  475

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            Y   V  G L  +F  A+R+ +   L QG +GW VTDC +      +  PVST  
DFR+L
Sbjct  476  
YRLGVEPGSLPSAFHTAIRETVHQTLRQGRYGWEVTDCVVTLTQSGFAGPVSTAWDFRAL  535

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             P+VL  A+ ++GTQ  EP   F +  P   LS       +  A  +   V  D     
G
Sbjct  536  
TPLVLMDAVHKAGTQAYEPVNHFEVETPVNTLSAVLMRLAETGAIPQEPVVGGDVCWVEG  595

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
             IPA  +      L        V L++ + Y+   G    + R   + LD+  +M
Sbjct  596  TIPASRVHEVERQLPAIMQSEGVFLSQFEEYRPVTGVVPTRARTNANPLDRKEYM  
650

>AHI45107.1 TetO, partial [Campylobacter jejuni]
 AHI45114.1 TetO, partial [Campylobacter jejuni]
Length=272

 Score = 322 bits (824),  Expect = 2e-102, Method: Compositional 
matrix adjust.
 Identities = 149/271 (55%), Positives = 209/271 (77%), Gaps = 0/271 
(0%)

Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G
+DL  V
Sbjct  1    
FLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMV  60

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+L
Sbjct  61   
YREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSEL  120

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK
+EY++
Sbjct  121  
EQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSE  180

Query  261  



CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
              +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVILP+D 
Sbjct  181  
KRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDV  240

Query  321  VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++LN +LG+   LP++++ E+PLPM++TTIA
Sbjct  241  LQLNSILGNEILLPQRKFIENPLPMIQTTIA  271

>WP_007028189.1 GTP-binding protein [Amycolatopsis decaplanina]
 EME64510.1 small GTP-binding protein [Amycolatopsis decaplanina DSM 
44594]
Length=632

 Score = 333 bits (855),  Expect = 2e-102, Method: Compositional 
matrix adjust.
 Identities = 216/649 (33%), Positives = 340/649 (52%), Gaps = 
45/649 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEYLNLGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
VSFRIGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLE  167
            IP +IF+NKID+AG     ++  + ++L    +    V              +SP   
L 
Sbjct  121  
IPVLIFVNKIDRAGARHDGLLADLAERLGVACVPMSEVDGLGTSAAKVRPRPVSPSSGLA  180

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
            E         + +++D  L  Y+  + ++ E    E  R+ +   + PV++GSA+ 
G GI
Sbjct  181  EQ--------LADHSDAFLAAYLE-
DTVTAEDYRAEVVRQTRLGVVSPVFFGSARSGEGI  231

Query  228  QPLMDAVTGLFQPIGEQG----
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
              L   ++GL + +   G       L  +VFK+E     ++  Y+R++SG +  RD 
V  
Sbjct  232  TEL---



ISGLREFLAGSGKPVPDGLLRAAVFKIERGSAHEKIAYVRVFSGEIGARDHVRF  288

Query  284  AGR-------EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPR  335
              R        + K++ +R+   G+      A  G+I  +     +R+ D++G P     
Sbjct  289  
HRRGPGEVITTEAKVSAVRVFELGDETVEARARAGQIAKVTGLKDIRIGDLVGVPDS--E  346

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
                + P P L T ++P   A+   +  AL +LA+ DPL+    D  T  I +   
G VQ
Sbjct  347  SASTQFPPPALETVVSPTRPAETPSVFAALQELAEQDPLITVRQDE-
TRRISVRLYGEVQ  405

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             E+++  L+ ++ L+        + +ERP+        I    NP +A++GL V P 
+ G
Sbjct  406  
KEIIAETLASQHGLDVEFSLTRPVCVERPIGTGHAVWLITEKRNPCFATLGLRVGPGAPG  465

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SG+ +   V LG L  +F  A+ + +   L +G  G  V DC +   +  Y+SPVS   
D
Sbjct  466  
SGLTFGLDVELGSLPLAFHKAIEETVDATLRRGPSGREVIDCVVTVTHTGYFSPVSAAGD  525

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR + P+VLE+AL+E+GT++LEP     +  P   ++       +   T+  +  + 
D  
Sbjct  526  
FRKVTPLVLEEALREAGTEVLEPVSRVEVELPAGSVTATLSLLVECGGTVTGSVARGDRA  585

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
              TG +PA  +  +   L   T G  +  TE  G+     +P + P RP
Sbjct  586  ELTGVLPAGQVTRFEQQLPGLTRGEGLMTTEPAGH-----RPRVTPNRP  629

>WP_056826659.1 GTP-binding protein [Terrabacter sp. Root85]
 KRC88349.1 GTP-binding protein [Terrabacter sp. Root85]
Length=713

 Score = 336 bits (861),  Expect = 2e-102, Method: Compositional 
matrix adjust.
 Identities = 244/699 (35%), Positives = 351/699 (50%), Gaps = 
78/699 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + + +GILAHVDAGKT+LTE LL  +G I+E GSV+ G+T+TDT+ LER RGITI
+AAV 



Sbjct  5    
RTLGLGILAHVDAGKTSLTERLLLHAGVITELGSVDDGSTQTDTLALERARGITIKAAVV  64

Query  62   SFQWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            SF+         VN+VDTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQTR+L  
AL+
Sbjct  65   
SFELGGPDDPVTVNLVDTPGHSDFIAEVERSLAVLDGAVLVVSAVEGVQAQTRVLMRALQ  124

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKL----------------
SADIIIKQTVSLS  161
            ++ IPTV+F+NK+D++G    +V+Q V D+L                 A ++    
++L 
Sbjct  125  
RLRIPTVLFVNKVDRSGARTDAVLQEVVDRLGVTPVPLVRVVDEGTRGAAVVPDGLMALG  184

Query  162  PEI---VLEENTD---IEAWDAVIE----NNDKLLEKYI-
AGEPISREKLVREEQRRVQD  210
                  V  E  D     A + V+E     +D+LL  ++ A   +   +L      
+   
Sbjct  185  
LAARGPVEREGADRATAAARERVVEALSREDDRLLADWLDAPHRVDGSRLRAGLGEQTGR  244

Query  211  
ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
              + PV +GSA  G G++ L  A+  L         A L  +VF V+    G++   
+ +
Sbjct  245  
GLVCPVLHGSAMTGAGVEELAVALPHLLPARTPDPEAPLAATVFAVQRGGAGEKVALVSV  304

Query  271  YSGTLRLRDTV---------------------ALAG------
REKLKITEMRIPSKGEIV  303
             SG L +RD V                     +++G      RE+ +IT + + +
+G + 
Sbjct  305  TSGCLAVRDRVLVHDGRTVGTIASDPGTRHTPSVSGDDDARCREE-
RITGLSVHARGGVQ  363

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            R      G I  ++  +  R+ D++GD   L R    E   P L T +    AA+R  
L 
Sbjct  364  RVARVPAGRIARVVGLELARIGDLVGDAA-
LARPLVHEFSPPTLETVVEACDAAERATLH  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L  +Y +       
+VI  E
Sbjct  423  
TALTRLAEQDPLIDLRHDEVRGETHVSLYGEVQKEVIGATLEAEYAVTARFSTTTVICRE  482

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482



            R   +A+    I+V PNPF A++GL V P   GSGV +   V LG +  SF  AV 
D +R
Sbjct  483  
RVTGSAAAFEVIDVAPNPFLATVGLRVDPGPPGSGVCFALEVELGSMPASFFTAVEDTVR  542

Query  483  YGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKE  530
              L QGL GW V  C +   +  Y+            S  ST  DFR+L P+VL 
+AL+ 
Sbjct  543  
ATLGQGLHGWPVNHCVVTMTHSGYWPRQSHMHQKFDASMSSTAGDFRALTPLVLMEALRL  602

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP   F L  P + L  A        AT     V        GE+PA  +   
+
Sbjct  603  
AGTAVEEPVHRFDLEVPSDVLGAALSMLGHVRATPRETAVLGPVTRLQGEVPAGRLHELQ  662

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
              +   T+G    +T   GY     +PV+ P    SR D
Sbjct  663  QRVPGLTSGLGDLVTAFDGY-----RPVVGPAPTRSRTD  696

>WP_067360275.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
olivochromogenes]
 KUN49171.1 GTP-binding protein [Streptomyces olivochromogenes]
 GAX49482.1 tetracycline resistance protein [Streptomyces 
olivochromogenes]
Length=618

 Score = 333 bits (854),  Expect = 3e-102, Method: Compositional 
matrix adjust.
 Identities = 216/620 (35%), Positives = 326/620 (53%), Gaps = 
17/620 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MDTLNIGILAHVDAGKTSLTERLLFDAGAIDRLGSVDAGDTRTDDGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDVQINLIDTPGHADFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMKTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+AG     ++  +R +L+     ++  + +  +   ++    D  



A   
Sbjct  121  
LPTLIFVNKIDRAGAREAGLLDDIRRRLTPYVVPLVGVRGLGTARARLVPRPLDETAAGT  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G P + + L      R  D SL PV++GSA  G G+  L++ 
++ L
Sbjct  181  
LAEVDTDVLAAVVDGPPPTPDDLAAALVARTADGSLHPVFFGSALGGQGVTELVEGLSRL  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                    SA   G+VF V     G+R  YLRLY G +  R  +A   RE    T  
R+P
Sbjct  241  VPRPTAPDSAEPRGTVFAVRPGPGGERTAYLRLYDGEVTRRQRLAFTRREADGRT-
TRVP  299

Query  298  SKG---EIV---RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +    E+V      T   G I  L     +R+ D LG+ T     R  +   P L 
T +
Sbjct  300  GRARELEVVGRPGAATLTAGNIAALRGVGGIRVGDRLGEVT----
DRAPQFAAPTLETLV  355

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPL+     + +    L   G VQ EV++A L++ 
+ +E
Sbjct  356  RARHPDQAAPLRSALLALADQDPLMHAR-
PAASGSTALLLYGEVQKEVLAATLAQDFGIE  414

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               +   V ++ERP         I+   +  FWA++GL + P   GSG  +     
LG L
Sbjct  415  
AEFEPSRVRFLERPDGTGEACEEIQRHGHVGFWATVGLRIEPGPHGSGGVFTYETELGAL  474

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++F  A+ + +   L  G  G  VTD ++      +  P+ST ADFR L P+VL 
+AL+
Sbjct  475  
PRAFHQAIEETVHATLLSGRHGRPVTDYRVTLVRSGFVGPLSTAADFRGLTPVVLRRALE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT++ EPY +F +  P + L+        + A        +   + TGE+PAR 
++  
Sbjct  535  
RAGTRVYEPYHAFEVELPLDALAPVTARLAAHGAQFGETTGGRTSWIVTGELPARHVREV  594

Query  590  RTDLAFYTNGRSVCLTELKG  609



               L   T+G  V  +   G
Sbjct  595  ELRLPGLTHGEGVWWSRPSG  614

>BAF95545.1 tetracycline resistance protein, partial [Bacillus sp. 
APFTCR19]
Length=205

 Score = 318 bits (816),  Expect = 3e-102, Method: Compositional 
matrix adjust.
 Identities = 149/200 (75%), Positives = 173/200 (87%), Gaps = 0/200 
(0%)

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
            R+   E+P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+V
Sbjct  6    
REEKIENPRPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKV  65

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+EV+SALL EKY +E  +KEP+VIYMERPLK A +T HIEVPPNPFWASIGLSV
+PL L
Sbjct  66   
QMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTTHIEVPPNPFWASIGLSVSPLPL  125

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            GSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPA
Sbjct  126  
GSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPA  185

Query  515  DFRSLAPIVLEQALKESGTQ  534
            DFR LAPIVLEQ LK++GT+
Sbjct  186  DFRMLAPIVLEQVLKKAGTE  205

>WP_084958049.1 GTP-binding protein [Thermoactinospora rubra]
Length=609

 Score = 333 bits (853),  Expect = 3e-102, Method: Compositional 
matrix adjust.
 Identities = 221/612 (36%), Positives = 329/612 (54%), Gaps = 
12/612 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +GAI+  GSV+ G+T+TD+  +ER+RGITI
+ AV
Sbjct  1    
MQTLNIGILAHVDAGKTSLTERLLFDTGAITRLGSVDDGSTQTDSGAIERRRGITIRTAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGAILV+SA +GVQ  TR+L   L
+++ 
Sbjct  61   
AAFTLGGLQVNLIDTPGHTDFVAEVERALGVLDGAILVLSAVEGVQPHTRVLMRILKRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IF+NK D+ G     ++  +R  L+   +   TV                 + 
+ E
Sbjct  121  
LPTLIFVNKADRTGAREAGLLADIRRWLTPYAMPLTTVDGLGTPRARARPVPPDPELLAE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LL+  + G     E++ R    + +DA L PV +GSA  G G++ L++A+  
L  P
Sbjct  181  
HDDDLLQALVEGRAPDPERVRRALAAQCRDAVLHPVLFGSALTGAGVEHLLEAIPLL--P  238

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-
LAGREKLKITEMRIPSK  299
             G  G +   G+VF +E T  G++  Y+RL+SGTLR R   A   G E+       
+   
Sbjct  239  AG--
GGSRKGGTVFAIERTPSGEKVAYVRLHSGTLRPRRPAAFFRGGEEYGARPTAVQVV  296

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G   R  TA  G+I  +     VR+ D +G P   P +R    P P+L T + P+   
Q 
Sbjct  297  GS--RATTATAGDIAKVWGVPRVRVGDRVGSPPE-PGERAHFPP-
PVLETVVTPRRPGQE  352

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  AL  LA+ DP +     +     +L + G VQ EV++  L+  + +E   +  
S 
Sbjct  353  GALHAALAALAEQDPFIGTRTLADGRTSVLLY-
GEVQKEVIAETLARDFGVEADFRPSSP  411

Query  419  IYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            +++ERP         I     N  WA++GL V P   GSG+ Y   V LG L  +F  
A+
Sbjct  412  
VFLERPAGVGEAVQEIVRHGRNDEWATVGLRVEPGERGSGLTYRLEVELGALPLAFHRAI  471

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             + +   L  GL GW VTD  +      + +PVST   FR+    VL  AL+ +GT
++ E
Sbjct  472  



EESVEPELRSGLRGWPVTDVVVTLTRCGFAAPVSTAGHFRTRTRRVLRWALQAAGTRVYE  531

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P+  F L  P++ LS+         A +   + + D  +  GEIPAR +   +  L   
T
Sbjct  532  
PFHRFELEIPRDVLSQVATRLAALRADLAETEARPDGWLVRGEIPARRVHEVQRALPGLT  591

Query  598  NGRSVCLTELKG  609
            +GR V  +E  G
Sbjct  592  HGRGVWWSEPSG  603

>WP_017624595.1 GTP-binding protein [Nocardiopsis chromatogenes]
Length=663

 Score = 334 bits (857),  Expect = 3e-102, Method: Compositional 
matrix adjust.
 Identities = 224/647 (35%), Positives = 332/647 (51%), Gaps = 
22/647 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKT+LTE LLY +GAI   G V+ G T TDT  +ER+RGIT++ AVT 
F  
Sbjct  12   
IGIVAHVDAGKTSLTERLLYDTGAIGRMGGVDTGDTVTDTGRIERERGITVRTAVTCFSA  71

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            H  +V IVDTPGH DF+AEV R+LAVLD A+LV+SA +GVQA TR+L   LR+  
+P ++
Sbjct  72   
HGRQVTIVDTPGHADFVAEVERALAVLDAAVLVVSAVEGVQAHTRLLMRHLREAGLPVLV  131

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIVLEENTD----
IEAWDA  177
            F+NK D+ G     V+  +R +  A ++    ++   +        E  D        
+A
Sbjct  132  
FVNKADRRGARPDGVLDELRRRSPARLLPLNRVEGAGTRQARTRAAEEDDAAFRTRLAEA  191

Query  178  VIENNDKLLEKYIAGEPISREKLVREEQR-
RVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + +++D+LL   +   P      +    R +V    + PV +GSA  G G+  L  
A+T 
Sbjct  192  
LADDDDELLAALVDDRPPPPGPDLHVRLRAQVAAGRVQPVLFGSAITGAGVAELTRALTR  251

Query  237  LFQPIGEQGSA--ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKL-  289
            LF P    G+      G+VF V+ +  G    YLRL++G L  RD V+      G 
E   



Sbjct  252  
LFAPRPWPGAEPDGPAGTVFAVDRSPSGDTSGYLRLFAGRLEPRDQVSFVRADPGEEGHA  311

Query  290  -KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             +IT + + + G   R      G I  +     +R+ D L      P         
P L 
Sbjct  312  GRITALEVVTAG-AGRPRALEAGGIARMRGLPGLRVGDRL--
GPPRPGAPAPRFARPSLE  368

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            + + P   AQ  RL  AL+ LA+ DPL+R  V       +L F G VQ EV+++ L
+E++
Sbjct  369  SAVRPSDPAQAGRLHAALSALAEQDPLIRTRVLPGGAVSVLLF-
GEVQKEVIASTLAEEF  427

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +E V +E + +Y ER          +    + FWA++GL V P + GSGV++   
V +G
Sbjct  428  
GVEAVFEESATVYTERLAGTGEAVEEMGPGADEFWATVGLRVEPGAKGSGVRFRREVEVG  487

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  ++  A+ + +R  L QGL+GW V DC +      + +P S  ADFR L P
+VL +A
Sbjct  488  
AIPAAYDRAIEETVRSALGQGLYGWPVPDCAVTLVRNGFLAPASVAADFRGLTPLVLMRA  547

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT++ EP  +F +  P E L           A IE A   +     TGE+P
+R + 
Sbjct  548  
LARAGTRVYEPLQAFEVEGPSEALGEVLAALSAARAHIEEADTGRGSWQITGEVPSRQVH  607

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            A    L   T G +   T   G +   G P  + R   + LD+  ++
Sbjct  608  ALAARLPGLTGGEATWSTRPGGDRLVEGPPPRRERTDGNPLDRTEYL  654

>WP_018446486.1 GTP-binding protein [Rhizobium gallicum]
Length=651

 Score = 334 bits (856),  Expect = 3e-102, Method: Compositional 
matrix adjust.
 Identities = 216/630 (34%), Positives = 331/630 (53%), Gaps = 
20/630 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI



+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFVIGERVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   + V++ +  +L+   I   +V           +L+P    
+E 
Sbjct  121  
VPFIFFVNKVDRPGARYRDVMEVLAAQLAVRPIAMSSVIDAGAKLARVEALAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  + + EN++ LL+ Y +A + ++  +L R    +V    + PV+ G+A  G 
GI 
Sbjct  178  
LFSALCETLGENDEALLDDYVVAPDRLTEARLWRCLADQVARGLVHPVFAGAAMTGAGIP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR ++ L  
+  
Sbjct  238  
ALASAIATILPERRPDPDGPVAGKIFKIERGWGGEKLSYIYLNSGTVRLRQSLGLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +   ++   G+I  +      R+ D +G     P   W     
P L 
Sbjct  297  ERVTAIHVFEAGRVHGAESLRAGQIARVSGLAGARIGDAVGGN---
PLGEWAHFAPPALE  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+
Sbjct  354  
TRVLARRPSDKAALWLALNQMAEQDPLINLRRNEEADEVFVSLYGEVQKEVIQSTLLTDF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ERPL   S    +   PNPF A++GL V P + G+G  +   
V +G
Sbjct  414  
GLEARFEESTVILVERPLGTGSGLQILFKEPNPFLATVGLRVEPRAPGAGNSFALEVDVG  473

Query  468  



YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  474  
QMPVAFYRAVEETVFETLKQGIFGWQVADCHVAMTAARHSSPASTAADFRQLTPWVLADA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L  P   F L AP E L+       K  AT   + +        G + +  
IQ
Sbjct  534  
LLAAQTVLCAPIDRFYLEAPVECLNGLLTLLAKSAATTMDSVIADGMARLEGTMASAMIQ  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            + +  L   T+G     T    Y    G P
Sbjct  594  SVQQQLPGLTSGAGTMETCFDHYAPMAGPP  623

>WP_086571522.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
alboverticillatus]
Length=674

 Score = 335 bits (858),  Expect = 3e-102, Method: Compositional 
matrix adjust.
 Identities = 222/633 (35%), Positives = 330/633 (52%), Gaps = 
37/633 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGI+AHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT  +ER+RGIT++
+AV SF
Sbjct  7    
LNIGIVAHVDAGKTSLTERLLFDTGTIDRLGSVDGGSTQTDTGSVERRRGITVRSAVVSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQA TR+L   LR M 
+P 
Sbjct  67   
AVGTTQVNLIDTPGHADFVAEVERALEVLDGAVLVLSAVEGVQAHTRVLMRTLRDMGLPV  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSA---------
DIIIKQTVSLSPEIVLEENTDIEA  174
            ++F+NKID+ G     ++  +R +L+          D+  +   +L PE + + +     
Sbjct  127  LLFVNKIDRPGARRDGLLTDIRRRLTPYVLPMTAVRDLGTRAARTL-
PESLDDPDFRTRT  185

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + E +D LL + + G   S E+L            + PVY+GSA  G GI  L
++ +
Sbjct  186  
GEVLAETDDALLARIVDGPAPSSEELGAALHDHTARGLVHPVYFGSALSGQGIGALVEGI  245



Query  235  TGLFQ-PIGEQ---------
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            TGL + P  +           +AA  G++F V+    G +  YLRL +G L  R  
V L 
Sbjct  246  
TGLLRLPRADAPDTDDTAPAEAAAPTGTIFAVDRDPSGHKTAYLRLSTGALTARRRVTLH  305

Query  285  GRE--------KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPR  335
             RE          +IT + +  +     T     G I  I     VR+ D+LG+P     
Sbjct  306  RREPDGTHHTYTGRITSLDVVGRAG-
AGTSLLTAGNIGRITGLTEVRVGDLLGEPDGRGG  364

Query  336  KRWREDPL-PMLRTTIAPKTAA--
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
               R     P LRT + P+ AA     RL  AL  LA+ DPL+    +      +L 
+ G
Sbjct  365  
GPRRPRFPAPTLRTVVRPRDAAPGATARLRAALRSLAEQDPLIHASAEPDGATSVLLY-G  423

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVP-
PNPFWASIGLSV  449
             +Q E+++A L+E++ +E V +    + +ERP     A   +    P P+ FWA+
+GL V
Sbjct  424  
EIQKEIIAAALAEEFGIEAVFEPSRTVCVERPAGTGEAYEEMGRRAPSPSGFWATVGLRV  483

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             P   G+GV +     LG L  +F  AV + +   L +G  GW VTDC +      
+  P
Sbjct  484  
EPAERGTGVGFRYETELGALPHAFHCAVEESVHAALRRGPHGWAVTDCTVTLVRSGFAGP  543

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            VST  DFR L P+VL +AL+ +GT++ EPY  F    P + L+       +  A I    
Sbjct  544  
VSTAGDFRGLTPVVLGRALERAGTRVFEPYHRFEADIPTDTLAPVTGCLAELGADIGETA  603

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
               +  +  G +PAR ++A    L   T G  V
Sbjct  604  AGTESWLLKGLLPARRVRAVEQRLPGLTRGEGV  636

>AHI45112.1 TetO, partial [Campylobacter jejuni]
Length=272

 Score = 321 bits (822),  Expect = 3e-102, Method: Compositional 
matrix adjust.
 Identities = 148/271 (55%), Positives = 208/271 (77%), Gaps = 0/271 
(0%)



Query  81   
FLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSV  140
            FLAEVYRSL+ LDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ FINKIDQ G
+DL  V
Sbjct  1    
FLAEVYRSLSALDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINKIDQEGIDLPMV  60

Query  141  
VQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKL  200
             + ++ KLS++II+KQ V   P I + +N D+E WDAVI  ND+LLEKY++G+P    
+L
Sbjct  61   
YREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDAVIMGNDELLEKYMSGKPFKMSEL  120

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTD  260
             +EE RR Q+ +LFPVY+GSAK  LGI+ L++ +   F     +G + LCG VFK
+EY++
Sbjct  121  
EQEENRRFQNGTLFPVYHGSAKNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSE  180

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS  320
              +R VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GE+  +DTA  G
+IVILP+D 
Sbjct  181  
KRRRFVYVRIYSGTLHLRDVIRISEKEKIKITEMYVPTNGELYSSDTACSGDIVILPNDV  240

Query  321  VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++LN +LG+   LP++++ E+PLPM++TTIA
Sbjct  241  LQLNSILGNEILLPQRKFIENPLPMIQTTIA  271

>WP_088683289.1 GTP-binding protein [Rhizobium sp. R635]
 OWV85412.1 GTP-binding protein [Rhizobium sp. R635]
Length=647

 Score = 333 bits (855),  Expect = 4e-102, Method: Compositional 
matrix adjust.
 Identities = 218/628 (35%), Positives = 332/628 (53%), Gaps = 
20/628 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   



VSFAIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQVQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   Q V++++  +LS   +   +V           + +P    
+E 
Sbjct  121  
VPFVFFVNKVDRPGARYQEVLEALAAQLSVRPVAMSSVIDAGSKLARVEAFAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ E ++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G 
GI 
Sbjct  178  
LFSALCEALGEKDEALLDDYVLAPDRLTGERLGRALADQVARGLVHPVFAGAAMTGAGIS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  YL L SGT+RLR  + L  
+  
Sbjct  238  
ALASAIATILPERRPDPDGPVAGKIFKIERGWGGEKLCYLSLTSGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +   ++   G+I  +   S  R+ D +G     P+  +     
P L 
Sbjct  297  ERVTAIHVFEAGWVHGAESLRAGQIARVSGLSGARIGDAVGGGPVGPQAHFAP---
PTLE  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  +++  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+
Sbjct  354  
TRVLARRPSEKATLWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI MERPL   +    +   PNPF A+IGL V P   G+G  +   
V +G
Sbjct  414  
GLEAGFEESTVILMERPLGIGAGLQILFKEPNPFLATIGLRVEPRPPGAGNSFALEVDVG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+ GW V DC +      + SP S+ ADFR L P 
VL  A
Sbjct  474  
QMPVAFYRAVEETVFDTLKQGISGWQVIDCHVAMTAARHSSPASSAADFRQLTPWVLATA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       K  AT   + +        G + +



+ ++
Sbjct  534  
LSAAQTVLCEPVDRFHLEAPAESLSGVLTLLAKSAATTSGSVIADGVARLEGTMASQMVR  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVG  615
              +  L   T+G     T    Y  A G
Sbjct  594  NVQQQLPGLTSGAGTMETAFDHYAPAAG  621

>WP_047629084.1 GTP-binding protein [Rhizobium tropici]
 OJY75249.1 GTP-binding protein [Rhizobium sp. 60-20]
Length=645

 Score = 333 bits (855),  Expect = 4e-102, Method: Compositional 
matrix adjust.
 Identities = 221/647 (34%), Positives = 337/647 (52%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGIIDKLGSVDAGSTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   
VSFTIGDVMVNLIDTPGHPDFIAEIERILQLLDAAVVVVSAVEGVQPQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            IP + FINK+D+ G     +++ +  +L+   + +  T      +   E  DI +     
Sbjct  121  
IPFLFFINKVDRLGARYDDLLEDIATQLAVRPVAMSITHDAGSRLATVEAADIGSDPHFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + +  N++ LLE Y+ A + ++R++L +    +V  + + P + G+A +GLGI  
L+
Sbjct  181  
RLCETLSVNDEDLLEDYVLAPKRLTRQRLDQSLADQVAKSQIHPAFAGAATRGLGISALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G++FK+E    G++  YL L SGT+ LRD +  A     
KI
Sbjct  241  SAIETLLPSRHPDPDRPVSGTIFKIERGWGGEKLAYLYLASGTIGLRDDIE-
AANGPAKI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350



            + +++   G   +      G+I  +    + R+ D +G     P    R    P L 
T I
Sbjct  300  SSLQLFRDGRADKVAQMSAGQIAKVGGLANARIGDWIG--
IERPPGTLRHFAPPTLETCI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                 ++   L  AL QLA+ DPL+    +  T +I +S  G VQ EV+ A LS +
+ L+
Sbjct  358  
RAMRPSENAALWLALGQLAEQDPLINLRANEETGDIYVSLYGEVQKEVIQATLSAEFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VIY+ER     S    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
IAFEESTVIYVERLAGTGSAVELIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDIGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV +     L++G+ GW + DC +        SP ST  DFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEETAFETLKEGVLGWQIIDCHVAMTAARQTSPASTAVDFRKLTPLVLATALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F +  P   L+  +    K  A++  + + +      G + +  
IQ  +
Sbjct  538  
AETILCEPIEHFHIEIPATALAGMHSLLAKSGASMRKSLIDEGLARLEGMMASSMIQVIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  634
              L   + G  V       Y    GQP  + R    P  R D +R M
Sbjct  598  RQLPGLSGGAGVLDHVFDHYAPLNGQPHRRARASANPFDRADYLRRM  644

>WP_056773652.1 GTP-binding protein [Terrabacter sp. Soil811]
 KRF45419.1 GTP-binding protein [Terrabacter sp. Soil811]
Length=713

 Score = 335 bits (860),  Expect = 4e-102, Method: Compositional 
matrix adjust.
 Identities = 241/699 (34%), Positives = 351/699 (50%), Gaps = 
78/699 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + + +GILAHVDAGKT+LTE LL  +G I+E GSV+ G+T+TDT+ LER RGITI
+AAV 
Sbjct  5    
RTLGLGILAHVDAGKTSLTERLLLHAGVITELGSVDDGSTQTDTLALERARGITIKAAVV  64



Query  62   SFQWHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            SF+         VN+VDTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQTR+L  
AL+
Sbjct  65   
SFELGGPDDPVTVNLVDTPGHSDFIAEVERSLAVLDGAVLVVSAVEGVQAQTRVLMRALQ  124

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVL---  166
            ++ IPTV+F+NK+D++G    +V+Q V D+L    +          +  ++ P+ +
+   
Sbjct  125  
RLRIPTVLFVNKVDRSGARTDAVLQEVVDRLGVTPVPLVRVVDEGTRGAAVVPDGLMALG  184

Query  167  --------EENTD---IEAWDAVIE----NNDKLLEKYI-
AGEPISREKLVREEQRRVQD  210
                     E  D     A + V+E     +D+LL  ++ A   +   +L      
+   
Sbjct  185  
LAARGPAEREGADRATAAARERVVEALSREDDRLLADWLDAPHRVDGSRLRAALGEQTGR  244

Query  211  
ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
              + PV  GSA  G G++ L  A+  L         A L  +VF V+    G++   
+ +
Sbjct  245  
GLVCPVLLGSAMTGAGVEELAVALPHLLPARTPDPEAPLAATVFAVQRGGAGEKVALVSV  304

Query  271  YSGTLRLRDTV---------------------ALAG------
REKLKITEMRIPSKGEIV  303
             SG L +RD V                     +++G      RE+ ++T + + +
+G + 
Sbjct  305  TSGCLAVRDRVLVHDGRTVGTIASDPGTRHTPSVSGDDDARCREE-
RVTGLSVHARGGVQ  363

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            R      G I  ++  +  R+ D++GD   L R    E   P L T +    AA+R  
L 
Sbjct  364  RVARVPAGRIARVVGLERARIGDLVGDAA-
LARPLVHEFSPPTLETVVEACDAAERATLH  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             ALT+LA+ DPL+    D +  E  +S  G VQ EV+ A L  +Y +       
+VI  E
Sbjct  423  
TALTRLAEQDPLIDLRHDEVRGETHVSLYGEVQKEVIGATLEAEYAVTARFSTTTVICRE  482

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R   +A+    I+V PNPF A++GL V P   GSGV +   V LG +  SF  AV 
D +R
Sbjct  483  



RVTGSAAAFEVIDVAPNPFLATVGLRVDPGPPGSGVCFALEVELGSMPASFFTAVEDTVR  542

Query  483  YGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKE  530
              L QGL GW V  C +   +  Y+            S  ST  DFR+L P+VL 
+AL+ 
Sbjct  543  
ATLGQGLHGWPVNHCVVTMTHSGYWPRQSHMHQKFDASMSSTAGDFRALTPLVLMEALRL  602

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT + EP   F L  P + L  A        AT     V        GE+PA  +   
+
Sbjct  603  
AGTAVEEPVHRFDLEVPSDVLGAALSMLGHVRATPRDTAVLGPVTRLQGEVPAGRLHELQ  662

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
              +   T+G    +T   GY     +PV+ P    SR D
Sbjct  663  QRVPGLTSGLGDLVTAFDGY-----RPVVGPAPTRSRTD  696

>WP_018482862.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651

 Score = 333 bits (854),  Expect = 6e-102, Method: Compositional 
matrix adjust.
 Identities = 221/632 (35%), Positives = 333/632 (53%), Gaps = 
23/632 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQ+QTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQSQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   + V++++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFIFFVNKVDRLGAQYEDVLKALAAQLPVRPIAMSSVIDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 



Sbjct  178  
LFTPLCEALAENDEALLDDYVLAPDRLTADRLGRCLSDQVASGLVHPVFAGAATTGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATILPGRRLDPDGPIAGKIFKIERGWGGEKLAYMYLTSGTVRLRQHLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T + +   G +        G+I  +      R+ D V GDP    R  +     
P L
Sbjct  297  
ERVTAIEVFEAGRVHGAAIFCAGQIARVSGLAGARIGDAVGGDPLAGGRANFAP---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + R  L  AL+Q+A+ DPL+    +    EI +S  G VQ EVV + 
L   
Sbjct  354  
ETRVLAQRPSDRAALWLALSQMAEQDPLINLRRNDGAEEIFVSLYGEVQKEVVQSTLLTD  413

Query  407  YKLETVVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYESRVS  465
            + LE   +E +VI +ER L      + I    PNPF A++GL V P   G+G  +   
V 
Sbjct  414  FGLEAAFEESTVILVER-
LAGTGEGLQILFKEPNPFLATVGLRVEPRREGAGNSFALNVD  472

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            +G +  SF  AV + +   L+QG+FGW + DC +      + SP ST ADFR L P 
VL 
Sbjct  473  
VGQMPASFYRAVEETVFETLKQGVFGWQIIDCHVAMTAARHSSPASTAADFRQLTPWVLA  532

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL  + T L EP   F L AP E LS       K  AT+  + +        G + 
+  
Sbjct  533  
DALSAAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTDSVIADGMARLEGTMASAM  592

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            IQ+ +  L   T+G     T    +    G P
Sbjct  593  IQSVQQQLPGLTSGAGTMETSFDHHAPMAGPP  624

>WP_097629337.1 GTP-binding protein [Rhizobium sp. L18]
 PDS81685.1 GTP-binding protein [Rhizobium sp. L18]
Length=651



 Score = 333 bits (854),  Expect = 7e-102, Method: Compositional 
matrix adjust.
 Identities = 225/650 (35%), Positives = 341/650 (52%), Gaps = 
21/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V FINK+D+ G     V +++  +L+   I   +V           +L+P    
+E 
Sbjct  121  
VPFVFFINKVDRLGARYGDVTEALAAQLAVRPIAMSSVIDAGSKLARVEALAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN+  LL+ Y+   E ++ E+L R    +V    + PV+ G+A  G 
G+ 
Sbjct  178  
LFSALCEALGENDQALLDDYVLVPERLTTERLGRSLADQVAMGLVHPVFAGAAMTGAGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  L           + G +FK+E    G++  YL L SGTLRLR  + L 
G E+
Sbjct  238  
ALSSAIATLLPERRLDPDGPVAGKIFKIERGWGGEKLAYLYLTSGTLRLRQYLDLPGGEE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPML  346
             ++T + +   G      +   G+I  +      ++ D +G +P    R  +     
P L
Sbjct  298  -
RVTAIHVFEAGRSHGAASFCAGQIARVSGLAGAQIGDAVGRNPASGGRAYFAP---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  +    +  AL Q+A+ DPL+       T+E+ +S  G VQ EV+ + 
L   
Sbjct  354  
ETRVLARRPSDSAAIWLALNQMAEQDPLINLRRAEETNEVFVSLYGEVQKEVIQSTLLTD  413



Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI +ERP+ + +    +   PNPF A+IGL V P   G+G  +   
V +
Sbjct  414  
FGLEAGFEESTVILVERPVGSGAGLQILFKEPNPFLATIGLRVEPRPAGAGNSFALEVEV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  474  
GQMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T + EP+  F L AP E LS       K  A    + +        G + 
++ +
Sbjct  534  
ALSAAQTAVCEPFDRFHLEAPVESLSSVLTLLAKSAAATSHSVIADGVARLEGILASQMV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Q+ +  L   T+G     T    Y    G P ++ R      + V ++ Q
Sbjct  594  QSVQQQLPGLTSGAGTMETAFDHYAPMAGPPRLRRRSGPDPFNPVEYLLQ  643

>WP_028732787.1 GTP-binding protein [Rhizobium leguminosarum]
 OBY07462.1 GTP-binding protein [Rhizobium leguminosarum bv. 
trifolii]
 AOO89600.1 GTP-binding protein [Rhizobium leguminosarum bv. 
trifolii]
Length=651

 Score = 333 bits (854),  Expect = 7e-102, Method: Compositional 
matrix adjust.
 Identities = 216/630 (34%), Positives = 331/630 (53%), Gaps = 
20/630 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFVIGERVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169



            +P + F+NK+D+ G   + V++ +  +L+   I   +V           +L+P    
+E 
Sbjct  121  
VPFIFFVNKVDRPGARYRDVMEVLAAQLAVRPIAMSSVIDAGAKLARVEALAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  + + EN++ LL+ Y +A + ++  +L R    +V    + PV+ G+A  G 
GI 
Sbjct  178  
LFSALCETLGENDEALLDDYVVAPDRLTEARLWRCLADQVARGLVHPVFAGAAMTGAGIP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR ++ L  
+  
Sbjct  238  
ALASAIATILPERRPDPDGPVAGKIFKIERGWGGEKLSYIYLNSGTVRLRQSLGLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +   ++   G+I  +      R+ D +G     P   W     
P L 
Sbjct  297  ERVTAIHVFEAGRVHGAESLRAGQIARVSGLAGARIGDAVGGN---
PLGEWAHFAPPALE  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+
Sbjct  354  
TRVLARRPSDKAALWLALNQMAEQDPLINLRRNEEADEVYVSLYGEVQKEVIQSTLLTDF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ERPL   S    +   PNPF A++GL V P + G+G  +   
V +G
Sbjct  414  
GLEARFEESTVILVERPLGTGSGLQILFKEPNPFLATVGLRVEPRAPGAGNSFALEVDVG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  474  
QMPVAFYRAVEETVFETLKQGIFGWQVADCHVAMTAARHSSPASTAADFRQLTPWVLADA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L  P   F L AP E L+       K  AT   + +        G + +  
IQ
Sbjct  534  
LLAAQTVLCAPIDRFYLEAPVECLNGLLTLLAKSAATTMDSVIADGMARLEGTMASAMIQ  593



Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            + +  L   T+G     T    Y    G P
Sbjct  594  SVQQQLPGLTSGAGTMETCFDHYAPMAGPP  623

>WP_037091390.1 GTP-binding protein [Rhizobium leguminosarum]
Length=648

 Score = 333 bits (853),  Expect = 8e-102, Method: Compositional 
matrix adjust.
 Identities = 222/632 (35%), Positives = 330/632 (52%), Gaps = 
13/632 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MCTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIE  173
            IP V F+NK+D+ G     V++++  +LS   I   +V       +    +V  +     
Sbjct  121  
IPFVFFVNKVDRLGARYPEVLEALAAQLSVRPIAMSSVVDAGSKLARVEALVARDEPLFS  180

Query  174  AWDAVI-ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A   V+ EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
ALCEVLGENDEALLDDYVLAPDRLTGERLRRSLADQVARGLVHPVFAGAAMTGVGISALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FKVE    G++  YL L SGT+RLR  + L  +   
++
Sbjct  241  SAIATILPERCPYPDGPVTGKIFKVERGWGGEKLCYLSLTSGTVRLRQYLDLP-
KGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G +    +   G+I  +      R+ D +G   R         P P L 
T +
Sbjct  300  TAIHVFEAGSVHGAQSLRAGQIARVSGLTGARIGDAVGG-DRFSGGLVHFAP-
PTLETRV  357



Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                 + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LAHRPSNKAALWLALNQMAEQDPLINLRRNEAADEVFVSLYGEVQKEVIQSTLLTDFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI  ERP+   +    +   PNPF A+IGL V P   G+G  +   V 
+G + 
Sbjct  418  
AGFEESTVILAERPVGIGTGLQILFKEPNPFLATIGLRVEPRPAGAGNCFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
VAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F + AP E LSR      K  AT   + +        G + ++ +
+  +
Sbjct  538  
AQTVLCEPVDHFHIEAPAESLSRVLTLLAKAAATTTDSVIADGVARLGGTLASQMVRGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              L   T+G     T    Y  A G P ++ R
Sbjct  598  QQLPGLTSGAGTMETAFDHYAPAAGPPRLRGR  629

>WP_013454445.1 GTP-binding protein [Marivirga tractuosa]
 ADR22302.1 small GTP-binding protein [Marivirga tractuosa DSM 4126]
Length=663

 Score = 333 bits (854),  Expect = 9e-102, Method: Compositional 
matrix adjust.
 Identities = 218/650 (34%), Positives = 340/650 (52%), Gaps = 
24/650 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVDAGKT+LTE LL+ +GA    GSV+KG+  TD + LE+ RGI+I+AA  
+F
Sbjct  7    
LTIGILAHVDAGKTSLTECLLHQAGATKAQGSVDKGSAITDGLALEKSRGISIKAASVNF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W + +  +VDTPGH+DF AEV RSL++LD  ILV+SAK+GVQA T  L+  L++ 
N+P 
Sbjct  67   



SWKQTQFQLVDTPGHIDFAAEVDRSLSILDAVILVVSAKEGVQAHTLNLWENLKERNLPV  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSA--------
DIIIKQTVSLSPEIVLEENTDIEAW  175
            +IF NKID+ GV  + V    + +L A        D+   Q + + P      +TD    
Sbjct  127  
IIFFNKIDRDGVFPEQVFNDFQKELGAKLFALNLPDLSDSQQIQVMPFEACRNHTDHAIL  186

Query  176  DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            D+ +EN    ++  LEKY+ G       ++ +    +Q+ SL PV +GSAK GLGI  
L+
Sbjct  187  
DSSLENLAECDEAFLEKYLEGNIGEMSTILAQALPHIQNGSLHPVLFGSAKLGLGIYELL  246

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL  289
            D +  L     +         VFKVE+ D   R  Y++ Y G L+ +D++     G
+E +
Sbjct  247  DQLEKLIS-
TPQNYFCNPAAKVFKVEFHDKLGRLAYIKSYGGLLKTKDSIPSQEMGKE-I  304

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI ++     G + +      GEI +I  SD +   D+LG+        + +    
+L  
Sbjct  305  KINQIFKAEAGGLEQVAELNQGEIGLITTSDIILAGDILGNEKL--
ADSYSKISNAVLAV  362

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +        ++L +AL  L   DP+L  +      E  +  LG +Q EV+   LS
++++
Sbjct  363  
EVKAVEDKDYQKLGEALEILNLEDPILDFKWFKEDREFHIKILGPIQTEVLKDSLSQRWE  422

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E     P VIY E P ++A   +   + P P WA +   + P   GSGV +E++V    
Sbjct  423  IEAEFLPPKVIYKETPAQSAEGFVRYWM-
PKPCWAIMTFMIEPGEAGSGVNFENKVRTSD  481

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++Q + N V+  I + L+QGL G+ VTD KI    G  ++  S P DF    P+ + 
+ L
Sbjct  482  
ISQKYINEVKRAIPWTLKQGLHGYEVTDIKITLIKGEEHNVHSNPGDFLLATPMGIMRGL  541

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +GT LLEP  +F + A Q+YL     D  +  AT+E+     +  +  G +       
Sbjct  542  
ENAGTDLLEPMYAFEIKAHQDYLGSVSSDLSQMRATLESPLFDGEFFILKGRVAVAEAMD  601



Query  589  YRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDK---VRHM  634
            Y    +  T+G+      L GY+   + +  I+P +  S LD+   + HM
Sbjct  602  YAIQFSATTSGKGRLKLSLDGYEKTTLTEEKIRPYKGVSPLDESQWILHM  651

>SMI87769.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI85295.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM80702.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK38551.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK40903.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK27546.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK37655.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK04248.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK14590.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML08815.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK37479.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK76901.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK73365.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK81450.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML21171.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML07096.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK29797.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK33325.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK28834.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK79516.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML07666.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML00538.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML89349.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK19656.1 tetracycline resistance protein TetP [Enterococcus 
faecium]



 SMM01869.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK17484.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI72773.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML03904.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK26144.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI83734.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML87682.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI98064.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI92037.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI82681.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK37156.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI81886.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK28056.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK26090.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK37574.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM93515.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK23228.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML95720.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML97319.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM01967.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML87899.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI81993.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI82511.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML96971.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK32016.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI66578.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM04700.1 tetracycline resistance protein TetP [Enterococcus 
faecium]



 SML94923.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK27091.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI96225.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK21298.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK33442.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM38430.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMN08722.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK27650.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML28726.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI78011.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK42069.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML91369.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK69250.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML26619.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK47302.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML04660.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML91670.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML91492.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI82524.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML16453.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML93695.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML96157.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMI81102.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK93156.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML90406.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML92008.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML18047.1 tetracycline resistance protein TetP [Enterococcus 
faecium]



 SMM00292.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM01305.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SML89264.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMK30463.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
 SMM02982.1 tetracycline resistance protein TetP [Enterococcus 
faecium]
Length=182

 Score = 316 bits (810),  Expect = 9e-102, Method: Compositional 
matrix adjust.
 Identities = 142/181 (78%), Positives = 161/181 (89%), Gaps = 0/181 
(0%)

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR
Sbjct  1    
MQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFR  60

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K 
+EV+ 
Sbjct  61   
MLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVIL  120

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR
+MF K
Sbjct  121  
SGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNK  180

Query  638  V  638
            +
Sbjct  181  I  181

>WP_087925631.1 GTP-binding protein [Streptomyces albireticuli]
 ARZ67126.1 hypothetical protein SMD11_1465 [Streptomyces 
albireticuli]
Length=670

 Score = 333 bits (854),  Expect = 1e-101, Method: Compositional 
matrix adjust.
 Identities = 232/646 (36%), Positives = 320/646 (50%), Gaps = 
58/646 (9%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD+  LER+RGITI+ 
AV 
Sbjct  5    
RTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGSTRTDSGGLERRRGITIRTAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  65   
PFRLGDLGVNLIDTPGHSDFIAEVGRALGVLDGAVLVLSAVEGVQAQTRVLMRTLRQLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD-  176
            PT++F+NK D+ G      +  +R +L+  ++   TV    + +   V     D    
D 
Sbjct  125  
PTLVFVNKTDRPGAREAGTLADIRRRLTPRVVPMATVHGIGTPAARAVPGSYRDPAFRDL  184

Query  177  ---
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               A+ E++D LL + + G P    +L      R     L PVY+GSA  G G+  
L+D 
Sbjct  185  
VAEALAEDDDALLARLVDGVPPGAGELRAALADRTARGLLHPVYFGSALSGEGVAALLDG  244

Query  234  V-------------
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            +                         AA  G+VF VE    G +  YLRL+SG L  
R  
Sbjct  245  
IAAYLPAGGAGAGEGPGPGAGPRPTGAAPTGTVFAVERGASGGKTAYLRLFSGELTERAR  304

Query  281  VALAGREK--------LKITEMR-IPSKGEIVRTDTAYP-
GEIVILPSDSVRLNDVLGDP  330
            V L  RE          ++T +  + +  E  R  TA     I  LP   +R+ D 
LG  
Sbjct  305  VTLHRREADGTPSEHTGRVTFLETVGAPPETARRLTAGGIARIRGLP--
GIRVGDRLG--  360

Query  331  TRLPRKRWREDPL----
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
                       PL    P L + + P   A   RL  AL  LAD DPL+           
Sbjct  361  -----
PLADAGPLHFAPPSLESVVRPAHPADAARLHAALAGLADQDPLIGTRALPGGGTS  415

Query  387  ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS-------
HTIHIEVPPN  439
            +L + G VQ EVV+A L E++ L  V    + I  ERP            H  H+     
Sbjct  416  VLLY-
GEVQKEVVAATLDEEFGLGAVFGPSTTILRERPAGTGEAREEIDRHGGHV-----  469

Query  440  



PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
             FWA++GL V P + GSG  +      G L  +F  AV + +   L+QGL+GW 
VTDC +
Sbjct  470  -
FWATVGLRVGPGAPGSGNVFRRDTERGALPLAFDRAVEETVHRTLDQGLYGWPVTDCVV  528

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
                  +  PVST ADFR L P+VL +AL  +GT++ EP   + L AP + LS       
Sbjct  529  
TLTRSGFVGPVSTAADFRQLTPLVLMRALAAAGTRVYEPCHGYELEAPVDCLSAVTGALA  588

Query  560  KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
               A +      ++E V  G IPAR +  +   L     G  V  T
Sbjct  589  AAGAVVGETTAGQEECVLRGVIPARGLAGFEARLPGLARGEGVWWT  634

>WP_106193694.1 GTP-binding protein [Umezawaea tangerina]
 PRY35223.1 ribosomal protection tetracycline resistance protein 
[Umezawaea 
tangerina]
Length=608

 Score = 331 bits (849),  Expect = 1e-101, Method: Compositional 
matrix adjust.
 Identities = 227/628 (36%), Positives = 332/628 (53%), Gaps = 
36/628 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +NIGILAHVDAGKT+LTE LL+A+G I   GSV++G T+TDT  LER+RGITI
++AV
Sbjct  1    
MKTVNIGILAHVDAGKTSLTERLLHATGVIDHVGSVDRGDTQTDTDDLERKRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KVN++DTPGH DF++EV R+LAVLDG ILV+SA +GVQA TR+L   L 
++ 
Sbjct  61   
VAFTVGDVKVNLIDTPGHPDFISEVERALAVLDGVILVVSAVEGVQAHTRLLMRTLVRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA--V  178
            +P ++F+NKID+ G     ++ S+R  L+  ++   TV+   ++     + +    
A  +
Sbjct  121  LPVLLFVNKIDRRGARYADLLASIRTALTPALVPMSTVT---
DLGTRSASPVPRGFAADL  177

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E++D  L +Y+    ++ +    E  R+ +   L PV++GSA  G GI  L+DA
+T  F
Sbjct  178  AEHDDTFLARYL-



DTTLTYDDCRAELARQSRAGRLHPVFFGSAVTGAGIPGLVDAITRYF  236

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKL--
KITEMR  295
             P+    +  L  +VFK++         Y+RL+SGTL  R+ V    G   L  +
+T + 
Sbjct  237  -PVNHP-APDLRATVFKIDRDGSA----
YVRLHSGTLAAREKVDFHRGDTSLTARLTSVL  290

Query  296  IPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + S G       A  GEI  +  P D +R+ D LG P   P       P P L T 
+   
Sbjct  291  VFSHGSRTVAGVAGSGEIAKIRGPRD-LRIGDQLGTPH--PAAHHFFAP-
PTLETVV---  343

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              +    L DAL QL+  DP +     S   +I++S  G VQ EV++  L   + +    
Sbjct  344  -ESPSPDLYDALVQLSSQDPFINVRKGS---
DIVVSLYGEVQKEVIADTLLHDHGIPATF  399

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               SVI +E P    S  + +    NPF A++GL V P    S   Y   V LG L  
+F
Sbjct  400  SPTSVICVEHPAGTGSALVEMGA-GNPFVATVGLRVEPWPTRS---
YGLEVELGSLPLAF  455

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              A+ D +   L +G  GW V D ++   +  Y SPV+  ADFR LAP+VL +AL+ 
+GT
Sbjct  456  
HKAIEDTVLATLARGPHGWAVHDIRVTLTHCAYSSPVTVAADFRGLAPLVLMEALRSAGT  515

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP   F L  P +  S        + A  E      D  +  G IP R + A+   
L
Sbjct  516  TVLEPVAHFDLEVPVDTTSPVLAALAAHGAVPEVV----
DGPLIEGTIPLRTVHAFTHLL  571

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQP  621
               ++G  V ++    Y+  VG     P
Sbjct  572  PGLSHGEGVLVSRFDSYRPVVGARAPSP  599

>WP_004950796.1 GTP-binding protein [Streptomyces mobaraensis]
 EME97894.1 small GTP-binding protein [Streptomyces mobaraensis NBRC 
13819 
= DSM 40847]
Length=713



 Score = 334 bits (857),  Expect = 1e-101, Method: Compositional 
matrix adjust.
 Identities = 244/703 (35%), Positives = 343/703 (49%), Gaps = 
76/703 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
             +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ GTTRTD+  +ER+RGITI+
+AV S
Sbjct  13   
FLNIGILAHVDAGKTSLTERLLFDTGVIDRLGSVDAGTTRTDSGEIERRRGITIRSAVAS  72

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR+
+ +P
Sbjct  73   
FTVDGLHVNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLGLP  132

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAW----  175
            T+IF+NKID+ G      + ++R +L+  II   TV          L  + D  A+    
Sbjct  133  
TLIFVNKIDRTGAREAETLSAIRARLTPRIIPMNTVHAIGTRDARTLPGSFDDPAFRERV  192

Query  176  -
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ E++D LL   +        +L            L P+Y+GSA  G G+  L
+D +
Sbjct  193  
AEALAEDDDALLTDLVEDRVPDAGRLRSGLADHTARGLLHPLYFGSAHSGQGVADLLDGI  252

Query  235  T---------------GLFQPIGEQG----------
SAALCGSVFKVEYTDCGQRRVYLR  269
                            G F                 SA   G+VF VE    G++  
YLR
Sbjct  253  
ARWLPDRSAPERSAGPGTFADSAPSAPSAPSAPSTESAVPVGTVFAVERGANGEKTAYLR  312

Query  270  LYSGTLRLRDTVAL--------AGREKLKITEMRI---
PSKGEIVRTDTAYPGEIVILPS  318
            L+SG+LR RD V L         G    +IT + +   P   +   T    PG I  
L  
Sbjct  313  LFSGSLRRRDRVTLHRHGPDGSVGDITGRITALEVVGAPPGADHRLT----
PGGIARLRG  368

Query  319  -DSVRLNDVLGDPTRLPRKRW-----------------REDPLPM-----
LRTTIAPKTA  355
               VR+ D LG P   P   +                   DPLP      L T + 
P+  
Sbjct  369  LPGVRVGDRLG-
PVPAPGSAFGGGNGKRDGNGDGTEGGSGDPLPRFAPPSLETVVRPRHP  427

Query  356  



AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                RL  AL  LAD DPL+            L   G VQ E+++A L E++ +E 
V +E
Sbjct  428  
EDAPRLYAALAALADQDPLIGTRPLPDGAGTSLLLYGEVQKEIIAATLGEEFGVEAVFEE  487

Query  416  PSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               ++ ERP  + +    I+    P FWA+IGL V P + GSGV +     LG +   
F 
Sbjct  488  
SRTVFRERPTGSGAAYEGIDRHHTPAFWATIGLRVDPGAPGSGVVFRRETELGAIPLGFD  547

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             A+ +  R  L+QGL+GW VTDC +   +  Y SPVST  DFRSL P+VL +AL E
+GT+
Sbjct  548  
RAIEETARRTLQQGLYGWPVTDCVVTLTHSGYASPVSTGTDFRSLTPLVLMRALDEAGTR  607

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            + EP  ++    P + L+       +  A I      +   +  G IP R + A    
L 
Sbjct  608  
VYEPCHAYEAEVPADALNAVTGLLAEQGARIRDTVPGQGTWLVKGVIPVRRVAAVERRLP  667

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRR---PNSRLDKVRHM  634
              + G  +  +         G P ++ R    P +R   +RH+
Sbjct  668  ALSRGEGLWWSAPTDDLPCPGTPPVRARTDGDPLNRAAYLRHL  710

>PHS08958.1 GTP-binding protein [Kordia sp.]
Length=660

 Score = 333 bits (853),  Expect = 1e-101, Method: Compositional 
matrix adjust.
 Identities = 206/621 (33%), Positives = 321/621 (52%), Gaps = 
19/621 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIGILAHVDAGKTTLTE  LY SG I   GSV+KG+  TD + LE++RGI+I+AA 
TSF
Sbjct  6    
INIGILAHVDAGKTTLTEHFLYNSGVIKTLGSVDKGSASTDNLDLEKERGISIKAATTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+N++DTPGH+DF +EV R+L V+D  ILV+SA +GVQA T  ++ +L+++ 
IPT
Sbjct  66   
EWKDTKINLIDTPGHVDFSSEVERALCVVDAVILVVSAVEGVQAHTLNIWDSLKELQIPT  125



Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIEAW  175
            +IFINKID+ G D ++ +  +   L A  ++            +++P  V    TD    
Sbjct  126  IIFINKIDRQGADTETTIAQLEHDLKAKPVVIYASENDGLTNAAITP--
VFNTTTDAVIK  183

Query  176  DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +  IE+     + LLE+++  E I+ ++ ++  ++   D  + PVY G AK  +G+  
L+
Sbjct  184  
EKTIEHLLDCEEHLLERFLNSESITDDEYLKSVRKLTIDNKITPVYTGIAKNNIGVTELL  243

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLK  290
            D +   F          L   +FK+E+        +++++SG L  + T+    ++ 
+ K
Sbjct  244  
DGIIDYFPTSKTTTIKELSAYIFKLEHHKVFGTMAHVKVFSGELSSKSTIYNHTQQLETK  303

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I + +     + +       G+I VI      +  D+LGD   +P  +  +  +P
+L   
Sbjct  304  INQTKQLHNTKYIDNVILTAGDIGVITGVLGTKSGDILGDSEGIP--
KLPQLHIPVLTIQ  361

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P   A    L  AL QL   DP L  +      E+ L  +G++Q+E++  +L+ 
++ +
Sbjct  362  
VIPDNNADYNALAGALQQLDKEDPSLNFKWFKAEKELQLLLMGQMQIEILEHVLAVRFSI  421

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +    +P V+Y E     A   I   + P P WA +   + P  L SGV Y S VS   
+
Sbjct  422  KASFTDPQVVYKETINMKAEGYIRYWM-
PKPCWAIMTFLIEPAPLNSGVCYSSIVSQNDV  480

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +  +QN +   I   L QG+ GW VTD KI    G  ++  S P DF    P+ + 
Q LK
Sbjct  481  
HIKYQNEIERTIPKALAQGILGWEVTDVKITLIKGEDHNVHSRPGDFNLATPMGIMQGLK  540

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
              GT LLEP LSF + A +  L +   +     AT +T Q   D     G IP      
+
Sbjct  541  
TGGTHLLEPILSFEIKANEALLGKIASELSTRRATFDTPQFINDTFSLKGTIPVATSLDF  600



Query  590  RTDLAFYTNGRSVCLTELKGY  610
               L   T+G+     +  GY
Sbjct  601  SIKLNAITSGKLRLRLQFNGY  621

>WP_034476055.1 GTP-binding protein [Agrobacterium rhizogenes]
Length=645

 Score = 332 bits (851),  Expect = 1e-101, Method: Compositional 
matrix adjust.
 Identities = 220/647 (34%), Positives = 332/647 (51%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G T TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDIGVIDKLGSVDGGNTHTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +   VN++DTPGH DF+AEV R L +LD A++V+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   
VSFTINDLVVNLIDTPGHPDFIAEVERVLQLLDAAVVVVSAVEGVQPQTRVLVRALRQLE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDI-------  172
            +P + FINK+D+ G     V+  +  +LSA  I   T++    +    E  DI       
Sbjct  121  
VPFLFFINKVDRLGARYGEVIDEISTQLSARPIPMSTITNAGSKFAKVETVDIGQEPHLS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+    + +++ Y+ + + ++ ++L R    +V  + + P + G A  G GI  
L+
Sbjct  181  
TLCEALAAGEEGIMDDYVLSPDRLTAQRLERALADQVARSLVHPAFAGVAMSGAGISALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ + SGT+ +RD + L  +   
K+
Sbjct  241  SAMETLLPSRWPDPEGPVSGKIFKIERGWGGEKLAYICVTSGTIAVRDHLDLP-
KGPAKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              +++ + G I +      G I  +      R+ D +G  +  P +       P L 
T +
Sbjct  300  NGIQLFADGRIEKVTRVGAGHIARIGGLTGARIGDNVGGGS--
PSRGNLHFSPPTLETRV  357



Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P   A    L  ALTQLAD DPL+    +    EI +S  G VQ EV+ A L+  
+ L+
Sbjct  358  
RPSRPADNAALWLALTQLADQDPLINLRTNEDATEIFVSLYGEVQKEVIQATLAADFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V +E ++IY ERP+   S    I   PNPF A++GL V P   G+G  +   V  
G + 
Sbjct  418  
AVFEESTIIYAERPIGTGSGLEVIFREPNPFLATVGLRVEPRPQGAGNSFALDVDAGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L++G+FGW V DC +        SP +T ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEETVLETLKEGVFGWQVIDCHVAMTAARQSSPATTAADFRRLTPLVLAAALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   L+       K  A+   + +        G I +  I 
A +
Sbjct  538  
ARTVVCEPVDRFRLEIPATALTGISTLLAKSGASTSESMISAGVARLEGTIASAMIPAIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  634
              L   ++G  +       Y    G P ++PR    P  R D +R +
Sbjct  598  KQLPGLSSGTGMLDHSFDHYAPVAGLPRLRPRSNANPFDRADYLRRI  644

>WP_094085597.1 GTP-binding protein [Rhizobium leguminosarum]
 ASR05730.1 GTP-binding protein [Rhizobium leguminosarum bv. viciae]
Length=651

 Score = 332 bits (852),  Expect = 1e-101, Method: Compositional 
matrix adjust.
 Identities = 220/646 (34%), Positives = 343/646 (53%), Gaps = 
16/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 



Sbjct  61   VSFTIGDRIVNLIDTPGHPDFIAEVERVL-
LLDAAVVVVSAVEGVQAQTRVLVRALRRLG  119

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P V F+NK+D+ G   + V++++  +L     +   +I     L+    L    +    
Sbjct  120  
VPFVFFVNKVDRLGAQYEDVLKALASQLLVRPIAMSSVIDAGSGLARVEALAHGCEPLFT  179

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G A  G+G+  
L 
Sbjct  180  
PLCEALAENDEALLDDYVLAPDRLTADRLGRCLIDQVASGLVHPVFAGVATTGVGVPALT  239

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G++FK+E    G++  Y+ L SGT+RLR  + L  +   
++
Sbjct  240  SAIATILPGRRLDPDGPIAGTIFKIERGWGGEKLAYMYLTSGTVRLRQYLDLP-
KGLDRV  298

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPMLRTT  349
            T + +   G +    +   G+I  +      R+ D V GDP    R  +     P 
L T 
Sbjct  299  TAIEVFEAGRVHGAASFRAGQIARISGLAGARIGDAVGGDPLSDGRAYFAP---
PTLETR  355

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  +++  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + L   
+ L
Sbjct  356  
VFGQRPSEKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIQSTLLTDFGL  415

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E ++I +ERP+   +    +   PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  416  
DASFEESTIILVERPVGIGTGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVDVGQM  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  476  
PASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADALS  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T L EP   F L AP E LS       K  AT+  + +        G + +  



IQ+ 
Sbjct  536  
AAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTDSVIVDGMARLEGTMASAMIQSV  595

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            +  L   T+G     T    Y    G P ++ R      ++V ++ 
Sbjct  596  QQQLPGLTSGAGTIETGFDHYAPMAGPPRVRRRSGPDPFNRVEYLL  641

>WP_101610104.1 GTP-binding protein [Amycolatopsis sp. BJA-103]
 AUI61195.1 GTP-binding protein [Amycolatopsis sp. BJA-103]
 PNE21517.1 GTP-binding protein [Amycolatopsis sp. BJA-103]
Length=633

 Score = 332 bits (850),  Expect = 1e-101, Method: Compositional 
matrix adjust.
 Identities = 218/656 (33%), Positives = 340/656 (52%), Gaps = 
58/656 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+ +GAI   G V+ G TRTDTM LER+RGITI
++AV
Sbjct  1    
MEYLNIGILAHVDAGKTSLTERLLHHTGAIGTLGRVDAGDTRTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
VSFRIGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLE  167
            IP VIF NK+D+AG   + ++  + ++L    +    V              +SP   
L 
Sbjct  121  
IPVVIFANKVDRAGARYEDLLDDLTERLGVACVAMSEVDDLGTTAASVRPRPVSPAPGLA  180

Query  168  ENTDIEAWDAVIENNDKLLEKYI-----
AGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
            E         + E++D  L  Y+     AG+   R ++VR+ +  V    + PV+
+GSA+
Sbjct  181  EQ--------LAEHSDAFLTAYLEDTLTAGD--YRAEVVRQTRLGV----
VSPVFFGSAR  226

Query  223  KGLGIQPLMDAV----
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
             G GI  L   +     G  +P+ +     L  +VFK+E     ++  YLR++SG 
+  R
Sbjct  227  SGEGIAELTSGIREFLAGAGKPVPDD---
RLRAAVFKIERGRANEKIAYLRVFSGEIGAR  283



Query  279  DTVALAGR-------EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDP  330
            D V    R        + K++ + +   G+      A  G+I  +     +R+ D 
+G  
Sbjct  284  
DHVRFHRRGPVGTVTTEAKVSAVHVFELGDDTVEARAGAGQIAKVTGLKEIRIGDRVG--  341

Query  331  TRLPRKRW--
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
              +PR      + P P L T + P    +   +  AL +LA+ DPL+    D  T 
+I +
Sbjct  342  --
VPRTEGAAAQFPPPALETVVGPARPEETPSVFAALLELAEQDPLITVRQDDETRQISV  399

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
               G VQ E+++  L+ ++ L+        I +ERP+   S    I    NP++A+
+GL 
Sbjct  400  
RLYGEVQKEIIAETLATQHGLDVEFSLTKPICVERPIGVGSAVWFITEKRNPYFATLGLR  459

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
              P + GSG+ +   V LG L  +F  A+ + +   L +G  G  V DC +   +  
Y+S
Sbjct  460  
AGPGAPGSGLTFGLDVELGSLPLAFHKAIEETVEATLRRGPSGREVLDCVVTVTHTGYFS  519

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
            PVS   DFR + P VL +AL+++GT++LEP     +  P + ++       +   T
+  +
Sbjct  520  
PVSAAGDFRKVTPFVLAEALRDAGTEVLEPVSRVEVELPADTVNGTLSLLVELGGTVTGS  579

Query  569  QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  
624
              + D    TG +PA  +  +   L   T G  +   E  G+     +P + P RP
Sbjct  580  VTRGDRAELTGTLPAGQVARFERYLPGLTRGEGLTTAEPAGH-----RPRVTPNRP  
630

>WP_085515285.1 GTP-binding protein [Marivirga sericea]
 SMG09938.1 ribosomal protection tetracycline resistance protein 
[Marivirga 
sericea]
Length=663

 Score = 333 bits (853),  Expect = 1e-101, Method: Compositional 
matrix adjust.
 Identities = 218/650 (34%), Positives = 347/650 (53%), Gaps = 
22/650 (3%)

Query  3    



IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I  IGILAHVDAGKT+LTE LL+ SGAI+  GSV+KG+  TD + +E+ RGI+I+
+A  +
Sbjct  6    
ITTIGILAHVDAGKTSLTECLLHHSGAIASQGSVDKGSAITDGLAIEKSRGISIKSAAVN  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W      +VDTPGH+DF AEV RSL++LD  ILV+SAK+GVQA T  L+ +L++ 
N+P
Sbjct  66   
FTWKNHIFQMVDTPGHIDFAAEVDRSLSILDAVILVVSAKEGVQAHTLNLWESLKERNLP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----TVSLSPEIVLEENT----
DIEA  174
             +IFINKID+ GV+ + V   ++++L A +        +V+  P++    NT     
+  
Sbjct  126  
VIIFINKIDRDGVNTEQVFLDLQEELRAKLFALNFPDLSVANDPKLRSFTNTAGHLGVPI  185

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             +  +EN    N+  LE+Y+ G+  + E ++ + Q+ +++ SLFPV +GSAK G
+GI+ L
Sbjct  186  
LEISLENLAECNEIFLEQYLEGKTDNFESILEKAQQAIENKSLFPVLFGSAKLGIGIEAL  245

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-L  289
            ++ +T L        S A    VFKVE+ D   R  Y++ Y G L+ +D++     
EK +
Sbjct  246  LNNLTVLLSHPQTYFSTA-
SAKVFKVEFHDKLGRLAYIKSYGGLLKTKDSIHSQQLEKEI  304

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI ++  P  G + +     PGE+ +I  ++ ++  D LG  T +    + +    
+L  
Sbjct  305  KINQIFKPHLGSLAQFPELSPGEVGIISTTEIIQAGDALG--
TEILHDEFSKISDAVLGV  362

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +        ++L +AL  L   DP L  +      E  L  LG +Q EV+   L 
+++ 
Sbjct  363  
EVKAIEDKDYQKLGEALEILNLEDPALDFKWFKEVREFHLKILGPIQTEVLKENLVQRWS  422

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    +P VIY E P K+A   +   + P P WA +   + P  +GSG+ + S+V    
Sbjct  423  IEAEFLKPKVIYKETPSKSAEGYVRYWM-
PKPCWAIMTFLLDPAPVGSGISFTSKVRTSE  481



Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++  + N V+  I + L+QGL G+ VTD  I    G  ++  S P DF    P+ + 
+ L
Sbjct  482  
ISNKYINEVKRAIPWSLKQGLKGYEVTDLSITLIEGSEHNVHSNPGDFLLATPMGVLRGL  541

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +GT LLEP  +F + A Q+ L     D  +  A IE      D  +  G +       
Sbjct  542  
ENAGTDLLEPMYAFEIKAQQDLLGPISGDLNQMRAQIEAPTFDDDFFILKGRVAVAEAID  601

Query  589  YRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDK---VRHM  634
            Y       T+G+      L GY+     +  I+P +  S L++   + HM
Sbjct  602  YGIKFNATTSGKGRLKLSLDGYEKTTTTEDKIRPFKGVSPLNESQWILHM  651

>WP_091578945.1 GTP-binding protein [Micromonospora sediminicola]
 SBT67796.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
sediminicola]
Length=646

 Score = 332 bits (851),  Expect = 2e-101, Method: Compositional 
matrix adjust.
 Identities = 230/654 (35%), Positives = 336/654 (51%), Gaps = 
35/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AHVDAGKT+LTE LL+A+GA+   GSV+ GTTRTDT  +ER+RGITI
++AV
Sbjct  1    
MQTVNLGIVAHVDAGKTSLTERLLHATGAVDRLGSVDAGTTRTDTGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    +VN++DTPGH DF+AEV R+L VLD A+LV+SA +GVQ  +R +   
LR + 
Sbjct  61   
APFRVRDRQVNLLDTPGHSDFVAEVERALGVLDAAVLVLSAVEGVQPHSRRIMRILRSLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEA---W  175
            +PT+IF+NKID+ G     +V  VR  L+  +    TV    +P   +  +    A    
Sbjct  121  
LPTLIFVNKIDRVGARTDELVADVRRLLTPAVAPLGTVRAPGTPGATVRPDDPGYADRVA  180

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS--
LFPVYYGSAKKGLGIQPLMDA  233
            + + E++D+LL   +   P    ++  +E  R Q A+  + P+ +GSA  G G+  
L+DA
Sbjct  181  EVLAEHDDELLAALVDDLPPDPGRI--



DEALRAQTAAGLVHPLLFGSALSGAGVPELLDA  238

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            V  L          A    VF VE+   G+R  YLR Y G LR R  V    RE    
T 
Sbjct  239  VASLLPAS-
PPAEPAPRARVFAVEHDAGGERVAYLRSYGGQLRARQRVVAYRREPDGRTT  297

Query  294  MRIPSKGEIVRTDTA-----YPGEIVILPSD--------
SVRLNDVLGDPTRLPRKRWRE  340
                ++  I R D A     + G   +             VRL D LG P  L  +    
Sbjct  298  A---
TRARITRLDVAGATADHSGPATLTAGHIARVTGLTGVRLGDQLGSPAGLDGR--SH  352

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P +   + P+  A+   L  AL  LADTDP LR  V       +L + G VQ 
EV+ 
Sbjct  353  FPAPTVEAVVRPRDPARSVALHAALLDLADTDPFLRTRVAPEGGTSVLLY-
GEVQREVLE  411

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+E Y +E       ++++ERP    +    +E+  N F+ ++G  V P   G
+GV Y
Sbjct  412  ATLAETYGIEAEFGPGRIVHVERPTGTGT---AVEIIGNGFFGTVGFRVEP---
GAGVDY  465

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  SF  A+ +  R  L+QG +GW VTD ++   +  Y+SP++T   
FR LA
Sbjct  466  
RLEVELGSLPLSFHKAIEEATRAALDQGRYGWPVTDVRVTLTHSGYWSPITTAGHFRDLA  525

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VL QAL E+GT++ EP   F    P + L        +  A ++ A+         
G 
Sbjct  526  
PYVLMQALTEAGTRVFEPCRRFEAEVPADRLGPVTSYLGRLGARVDGAEETAAGWRIGGV  585

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
            +PAR     +  L   + G  +  +   G +   G P  +PR   +  D+V ++
Sbjct  586  LPARLEPEAQRRLPDLSRGEGLWSSTSGGDRPVSGDPPCRPRTDGNPFDRVEYL  
639

>WP_035737742.1 GTP-binding protein [Glycomyces arizonensis]
Length=637

 Score = 332 bits (850),  Expect = 2e-101, Method: Compositional 



matrix adjust.
 Identities = 218/645 (34%), Positives = 338/645 (52%), Gaps = 
31/645 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD+M LER
+RGITIQ+AV
Sbjct  1    
MNFLNLGILAHVDAGKTSLTERLLFNAGIIDSVGSVDGGSTQTDSMELERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR++   L
+++ 
Sbjct  61   
VAFTLDDLTVNLIDTPGHTDFIAEVERALHVLDGAVLVVSAVEGVQAQTRVIMRTLKRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI----
IIKQTVSLSPEIVLEENTDIEAWD  176
            +PT++F+NK+D+ G     +++ +  KL+  I    I++   +   E+      D 
E ++
Sbjct  121  
VPTILFVNKVDRVGAREDELLRDIAAKLTPQILPMDIVRGIGTAGAEVEPLAFKDPEHFE  180

Query  177  AVIE----NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               E     +D  L  Y+   +P+S      E   + +     PVY+GSA  G G+  
L 
Sbjct  181  
RAAEVLAAGSDAFLAAYLDEPDPLSALDCGAELAAQTRRGVAHPVYFGSAVTGAGVAALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-----  286
            + +         + S    G+VFKVE+   GQR  Y+R+ SGTLR R+ V    R     
Sbjct  241  
EGIRRYLPSPTPEPSGRPRGTVFKVEHGARGQRLAYVRVRSGTLRPRERVTAYRRGAEGE  300

Query  287  ---EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRL-
PRKRWRED  341
                K K+T + + + G    +  A PG I  +   S +R+ D +G P  L P   
+   
Sbjct  301  
IETSKGKVTGVEVFTGGTSTASGAAPPGGIAKVTGLSDIRIGDAIGSPDELGPGGLFTP-  359

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T + P   ++R RL  AL  LA+ DPL+   +D +   + +   G VQ 
EVV++
Sbjct  360  --
PTLETIVRPVDPSERIRLRKALASLAERDPLVDPHLDELAGHMAVRLYGEVQKEVVAS  417

Query  402  LLSEKYKLETVVKEPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459



            LL E++ +    ++   I++ER ++   A H +     P     ++GL + P    
SG++
Sbjct  418  LLDEEFGIAVEFEQSRAIHIERVVRPVEALHEMG-
RWAPTSRPVTVGLRLEPGEPDSGLR  476

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            YE  V  G L ++  N V + +     +G FGW VTDC++      Y   V++  
DFR +
Sbjct  477  YELEVERGSLTRALHNGVEETVHERFRRGPFGWAVTDCRVALTAAGYLG-
VASATDFREV  535

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF-T  578
              ++L+Q L E+GT + EP   F +  P    S          A I + Q   D   
+ +
Sbjct  536  TGLLLDQMLAEAGTWVFEPVHRFDIEFPAGSSSVVLQLLRDAAADI-
SGQFSTDTTGYLS  594

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            G +    +  + T L   T G++V + +   Y+   G P   PRR
Sbjct  595  GTMATEAVVGFETRLPSVTRGQAVFVAQHDHYRPVRGTP---PRR  636

>WP_026930414.1 GTP-binding protein [Glycomyces tenuis]
Length=637

 Score = 332 bits (850),  Expect = 2e-101, Method: Compositional 
matrix adjust.
 Identities = 216/647 (33%), Positives = 333/647 (51%), Gaps = 
35/647 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD+M LER
+RGITIQ+AV
Sbjct  1    
MNYLNLGILAHVDAGKTSLTERLLFDAGIIDSVGSVDAGSTQTDSMELERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR++   L
+++ 
Sbjct  61   
VAFALDDLTVNLIDTPGHTDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVIMRTLKRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            +PT++F+NKID+ G     ++  +  KL+  ++    V         + P    ++    
Sbjct  121  
VPTILFVNKIDRLGARQDELLGDIAAKLTPQVLPMGAVRGIGTAGAEVEPHAFKDQEHFE  180

Query  173  EAWDAVIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231



             A + +   +D+ L  Y+A  +P++      E   + +     PVY+GSA  G G+  
L 
Sbjct  181  
RAAEVLTAGSDEFLAAYLAEPDPLAALDCEAELAAQARRGVTHPVYFGSAVTGAGVAALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-----  286
            + +           S    G+VFKVE+ + G+R  Y+R+ SGTLR RD V    R     
Sbjct  241  
EGIRRYLPAPEADASGRARGTVFKVEHGERGRRLAYVRVRSGTLRPRDRVTAYRRGAEGE  300

Query  287  ---EKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
                K K+T + + + G         PG I  +     VR+ D +G P  LP        
Sbjct  301  
LETSKGKVTGVEVFTGGTATANGAVPPGGIAKVTGLREVRIGDAIGSPDELPSGGLFTP-  359

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T I P   ++R RL  AL  LA+ DPL+   +D +   + +   G VQ 
EVV++L
Sbjct  360  -
PTLETVIRPVDPSERIRLRGALASLAERDPLVDPHLDELAGHMAVRLYGEVQKEVVASL  418

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWA------
SIGLSVTPLSLGS  456
            L+E++ +    ++   I++ER ++     +H E+ P   WA      ++GL + P    
S
Sbjct  419  LAEEFGIAVEFEQSRAIHIERVVRPV-EALH-ELGP---
WAQTSRPVTVGLRLEPGEPDS  473

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G++YE  V  G L ++   AV + +   L +G +GW VTDC++      Y   V++  
DF
Sbjct  474  GLRYELEVERGSLTRAQHAAVEETVHEVLRRGPYGWAVTDCRVALTAAGYLG-
VASAGDF  532

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R +  ++LEQ   E+GT + EP   F +  P    S          A I           
Sbjct  533  
REVTRLLLEQMSAEAGTWVFEPVHRFDIEFPAGSSSVVLQLLRDAAADIAGQFGTATTGY  592

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             +G +    +  + T L   T G++V + +   Y+   G P   PRR
Sbjct  593  LSGTMATEAVVGFETRLPSVTRGQAVFVAQHDHYRPVRGTP---PRR  636

>WP_096764780.1 GTP-binding protein [Rhizobium sophoriradicis]
 PCK77579.1 GTP-binding protein [Rhizobium sophoriradicis]
Length=655

 Score = 332 bits (851),  Expect = 2e-101, Method: Compositional 



matrix adjust.
 Identities = 224/647 (35%), Positives = 344/647 (53%), Gaps = 
15/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----
SLSPEIVLEENTD---I  172
            +P V F+NK+D+ G     V++++  +LS   I   +V      L+   VL+   +    
Sbjct  121  
VPFVFFVNKVDRLGARYGEVMEALAAQLSVRPIAMSSVIDAGGKLARVEVLDPGNEPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++ E+L R    +     + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEALLDDYVLAPERLTGERLGRALADQAARGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L +GT+RLR  + L  +   
++
Sbjct  241  SAIAAILPEQHPNPDGPVAGKIFKIERGWGGEKLCYVSLTAGTVRLRQYLDLP-
KGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPMLRTT  349
            T +++   G     ++   G+I  +      R+ D V GD     R  +     P 
L T 
Sbjct  300  TAIQLFQAGRTHGAESFAAGQIARVSGLAGARIGDAVSGDQGATGRAHFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ A L   
+ L
Sbjct  357  
VLARRPSERAALWLALSQMAEQDPLINLHRNEEADEVFVSLYGEVQKEVIQATLLTDFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469



            +   +E +VI  ERP  + +    +   PNPF A+IGL V P + G+G  +   V 
+G +
Sbjct  417  
DARFEESTVILAERPAASGTGLQILFKEPNPFLATIGLRVEPRAAGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLASALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T L EP   F L  P E LS       K  AT   + +        G + ++ 
+Q+ 
Sbjct  537  
AAQTVLCEPVDRFHLETPAESLSGVLTLLAKSAATTTDSVIADGVARLEGTLASQMVQSV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  L   T+G     T    Y    G P ++PR      + V ++ +
Sbjct  597  QQQLPGLTSGAGTMETAFDHYAPISGPPRLRPRSGPDPFNPVEYLLR  643

>WP_071087632.1 GTP-binding protein [Rhizobium sp. RSm-3]
 OHV23310.1 GTP-binding protein [Rhizobium sp. RSm-3]
Length=652

 Score = 332 bits (851),  Expect = 2e-101, Method: Compositional 
matrix adjust.
 Identities = 225/650 (35%), Positives = 345/650 (53%), Gaps = 
21/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTD-------I  172
            +P V F+NK+D+ G     V++++  +L+   I +   +    ++   E  D        
Sbjct  121  
VPFVFFVNKVDRLGARYAEVMEALAAQLAVRPIAMSSVIDAGSKLARVEALDPGREPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-



AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++RE+L R    +   + + PV+ G+A  G G+ 
P +
Sbjct  181  
ALCEALGENDEALLDDYVLAPESLTRERLSRALADQAARSLVHPVFAGAAMTGAGV-PAL  239

Query  232  DAVTGLFQPIGEQG---
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             +      P  EQ       + G +FK+E    G+++ Y+ L SGT+RLR  + L  
+  
Sbjct  240  ASAIAAILP--
EQHPDPDGPVAGKIFKIERGWGGEKQCYVYLTSGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T +++  +G     ++   G+I  L   S  R+ D V GDP    R  +     
P L
Sbjct  297  
ERVTAIQLFGRGRSHAAESFGAGQIARLSGLSGARIGDAVGGDPGATGRVHFAP---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + R  L  AL+++A+ DPL+    +  T E+ +S  G VQ EV+ A 
L   
Sbjct  354  
ETRVLARRPSDRAALWLALSRMAEQDPLINLHRNEETDEVFVSLYGEVQKEVIQATLLTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI  ERP    +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLEASFEESTVILAERPAATGAGLQILFKEPNPFLATVGLRVEPRPAGTGNSFALEVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV   +   L+QG+FGW V DC +      + SP ST ADFR L   
VL  
Sbjct  474  
GQMPVAFYRAVEATVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTSWVLAS  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP+  F L AP E LS       K  A    + +        G + 
++ +
Sbjct  534  
ALSAAQTVLCEPFDRFHLEAPAESLSSVVTLLAKSAAATSGSVIADGVARLEGTLASQMV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Q+ +  L   T+G     T    Y    G P ++ R      + V ++ +
Sbjct  594  QSVQQQLPGLTSGAGTMETAFDHYAPVAGPPRLRRRSGPDPFNPVEYLLR  643

>WP_043619619.1 GTP-binding protein [Ensifer sp. ZNC0028]



Length=645

 Score = 332 bits (850),  Expect = 2e-101, Method: Compositional 
matrix adjust.
 Identities = 222/647 (34%), Positives = 341/647 (53%), Gaps = 
19/647 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +GAI + GSV+ G T+TD++ LERQRGITI 
A+V
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGAIDKLGSVDSGNTQTDSLELERQRGITIAASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L  LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFRLGDLVVNLIDTPGHPDFIAEVERVLQSLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------
KQTVSLSPEIVLEENTD  171
            +P + F+NKID+ G     VV+ +  +LS   +I         +Q  ++  ++  E 
+  
Sbjct  121  
VPFLFFVNKIDRLGARPAEVVEEIAGQLSVRPVIMSAAVGAGSRQARTVPVDLAQEPHFS  180

Query  172  IEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
              + +A+  N++ LL+ Y+ A + ++ E+L +    ++    L PVY G A  G+G
+  L
Sbjct  181  ALS-
EALAANDEALLDDYVLAPQRLTVERLKKALATQLAAGLLHPVYCGIAMTGVGVPDL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  L         A + G +FK+E    G++  +L L SGT+  RD +AL G    
K
Sbjct  240  
IAAIETLLPAKAPAPDAPVEGRIFKIERGWGGEKLAFLNLTSGTVATRDYLALPGGAA-K  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T +++  +G + + +    G I  +      R+ D            +   P P 
L T 
Sbjct  299  VTSIQLFDQGHLQKVEQVTAGRIAKIGGLAQARIGD-WVGVGGGAAGAFHFAP-
PTLETL  356

Query  350  IAPKTAAQRERLLDALTQLADTDPL--
LRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            + P   +    L  AL QLA+ DP   LRC  D+   E+ +S  G VQ EV+ A 
LS  +
Sbjct  357  VRPVRPSDNTALWLALQQLAEQDPFINLRCSDDA--



SEMFVSLYGEVQKEVIEATLSADF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L    +E +VI +ERP+   +    I   PNPF A++GL + P    +G  +   
V +G
Sbjct  415  
GLAAQFEESTVICVERPVGTGTGIEIIFREPNPFLATVGLRIEPRPPAAGNSFALEVDVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  SF  AV + +   L+ G+FGW V DC +        SP ST  DFR L P
+VL +A
Sbjct  475  
QMPASFYRAVEEAVAETLKAGVFGWQVIDCHVAMTAARQTSPASTAVDFRRLTPLVLAEA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T + EP  SF L AP   L+  +    K  A+   A ++       G + +  
+Q
Sbjct  535  
LSSASTVVCEPIDSFRLEAPASVLTAIHTLLAKSGASTTDAVMEGGVARLKGTMASANVQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              +  L   T+G  V  +    Y    G    +PR   +  D+  ++
Sbjct  595  GVQRQLPGLTSGAGVLESAFDHYAPIAGTQPARPRLGANPFDRANYL  641

>CNA02039.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=182

 Score = 315 bits (808),  Expect = 2e-101, Method: Compositional 
matrix adjust.
 Identities = 142/181 (78%), Positives = 160/181 (88%), Gaps = 0/181 
(0%)

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR
Sbjct  1    
MQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFR  60

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             LAPIVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY DAPKYCA I   Q+K 
+EV+ 
Sbjct  61   
MLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYTDAPKYCANIVDTQLKNNEVIL  120

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
            +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR



+MF K
Sbjct  121  
SGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNK  180

Query  638  V  638
            +
Sbjct  181  I  181

>WP_085737717.1 GTP-binding protein [Rhizobium sp. CIAT894]
 ARM89085.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. CIAT894]
Length=651

 Score = 332 bits (850),  Expect = 2e-101, Method: Compositional 
matrix adjust.
 Identities = 219/647 (34%), Positives = 341/647 (53%), Gaps = 
15/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDNLDLERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V F+NK+D+ G     V++++  +L+   I +   +    ++   E  D  +     
Sbjct  121  
VPFVFFVNKVDRLGARYGEVMEALAAQLAVRPIAMSSVIDAGGKLARVEALDSGSEPLFS  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++RE+L R    +     + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEALLDDYVLAPERLTRERLSRALADQAARGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  YL L SGT+RLR  + L  +   
++
Sbjct  241  SAIAAILPERHTDPDGPVAGKIFKIERGWGGEKLCYLYLTSGTVRLRQYLDLP-
KGPERV  299



Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTT  349
            T +++   G     ++   G+I  +     VR+ D + GDP    R  +     P 
L T 
Sbjct  300  TAIQLFGSGRSHAAESFGAGQIARVSGLAGVRIGDAVGGDPGAAGRAHFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  + +  L  AL+Q+A+ DPL+    +  T E+ +S  G VQ EV+ A L   
+ L
Sbjct  357  
VLARRPSDKAALWLALSQMAEQDPLINLHRNEETDEVFVSLYGEVQKEVIQATLLTDFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E +VI  ERP    +    +   PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  417  
DASFEESTVILAERPAATGTGLQILFREPNPFLATVGLRVEPRPAGTGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PVAFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLASALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP+  F L AP E LS       K  A    + +        G + ++ 
+++ 
Sbjct  537  
AAQTVVCEPFDRFHLEAPVESLSSVLTLLAKSAAATTDSVIADGVARLEGTLASQMVRSV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +  L   T+G     T    Y    G P  + R      + V ++ +
Sbjct  597  QQQLPGLTSGAGTMETAFDHYAPISGPPRRRSRSGPDPFNPVEYLLR  643

>WP_097223733.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. OV198]
 SOE51955.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. OV198]
Length=618

 Score = 330 bits (847),  Expect = 3e-101, Method: Compositional 
matrix adjust.
 Identities = 215/620 (35%), Positives = 325/620 (52%), Gaps = 
17/620 (3%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MDTLNIGILAHVDAGKTSLTERLLFDAGAIDRLGSVDAGDTRTDDGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDVQINLIDTPGHADFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMKTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+AG     ++  +R +L+     ++  + +  +   ++    D  
A   
Sbjct  121  
LPTLIFVNKIDRAGAREAGLLDDIRRRLTPYVVPLVGVRGLGTARARIVRRPLDETAAGT  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G P + + L      R  D SL PV++GSA  G G+  L++ 
++ L
Sbjct  181  
LAEVDTDVLAAVVDGPPPTPDDLAAALVARTADGSLHPVFFGSALGGQGVTELVEGLSLL  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                    SA   G+VF V     G+R  YLRLY G +  R  +A   RE       
R+ 
Sbjct  241  VPRPTAPDSAEPRGTVFAVRPGPGGERTAYLRLYGGEVTRRQRIAFTRREA-
DGRATRVH  299

Query  298  SKG---EIV---RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +    E+V      T   G I  L     +R+ D LG+ T     R  +   P L 
T +
Sbjct  300  GRARELEVVGRPGAATLTAGNIAALRGVAGIRVGDRLGEVT----
DRAPQFAAPTLETLV  355

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPL+     + +    L   G VQ EV++A L++ 
+ +E
Sbjct  356  RARHPDQAAPLRSALLALADQDPLMHAR-
PAASGSTALLLYGEVQKEVLAATLAQDFGIE  414

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               +   V ++ERP         I+   +  FWA++GL + P   GSG  +     
LG L
Sbjct  415  
AEFEPSRVRFLERPDGTGEACEEIQRHGHVGFWATVGLRIEPGPHGSGGVFTYETELGAL  474



Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++F  A+ D +   L  G  G  VTD ++      + +P+ST ADFR L P+VL 
+AL+
Sbjct  475  
PRAFHQAIEDTVHATLLSGRHGRPVTDYRVTLVRSGFVAPLSTAADFRGLTPVVLRRALE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT++ EPY +F +  P + L+        + A        +   + TGE+PAR 
++  
Sbjct  535  
RAGTRVYEPYHAFEVELPLDALAPVTARLAAHGAQFGETTGGRTSWLVTGELPARHVREV  594

Query  590  RTDLAFYTNGRSVCLTELKG  609
               L   T+G  V  +   G
Sbjct  595  ELRLPGLTHGEGVWWSRPSG  614

>WP_028738651.1 MULTISPECIES: GTP-binding protein [Rhizobium]
 PPJ48153.1 GTP-binding protein [Rhizobium sp. KAs_5_22]
Length=645

 Score = 331 bits (849),  Expect = 3e-101, Method: Compositional 
matrix adjust.
 Identities = 223/636 (35%), Positives = 332/636 (52%), Gaps = 
16/636 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE +L+ +G I + GSV+ G T TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERILFDAGVIDKLGSVDSGNTHTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +   VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFAINDLTVNLIDTPGHPDFIAEVERVLQLLDAAVVVVSAVEGVQAQTRVLVRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDI-------  172
            IP + FINKID+ G    +V+  +  +L         V+     +   E  D+       
Sbjct  121  
IPFIFFINKIDRLGARYSAVLDEIASQLPVRPFAMSVVADAGSRLAKVEAIDMGQEPCFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            +  +A+  N++ LL  Y+ A + +S  +L      +V    L P   G A  GLG+  
L+
Sbjct  181  



KLCEALAVNDETLLNDYVLASDRLSTVRLKTAFADQVAKGLLHPALCGIAMNGLGVPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             AV  LF       +  + G +FK+E    G++  YL L SG++ +RD + L      
K+
Sbjct  241  
AAVETLFPSRIPDPTGPIKGKIFKIERGWGGEKLAYLNLTSGSVMVRDHLDLPSGFA-KV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++ ++G + +      G I  +    + R+ D +G   RL    +   P P L 
T I
Sbjct  300  TSIQVFNEGRLEKASKVDAGRIAKIGGLANARIGDEVGSDRRLSSG-FHFAP-
PTLETRI  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+  + R  L  A+ QL++ DPL+    ++   E+ +S  G VQ EV+ A L   
+ L+
Sbjct  358  
LPRRPSDRAALWLAMQQLSEQDPLINLRTNADASEMFMSLYGEVQKEVIQARLLSDFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V +E + I  ER L   S    I   PNPF A+IGL V P   G+G  +   V 
+G + 
Sbjct  418  
IVFEESTTICAERLLGTGSGLEVIFKEPNPFLATIGLRVEPKQEGTGNSFALEVEVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+ G+FGW V DC +      + SP ST ADFR L P+VL  
AL  
Sbjct  478  
VSFYRAVEETVFETLKSGVFGWQVIDCHVAMNAARHSSPSSTAADFRRLTPLVLATALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L AP   L+       K  ++ + A +        G I +  
IQ+ +
Sbjct  538  
AQTVVCEPIDHFRLEAPSAALTSILTLLAKCGSSTKEASIDCGIARLEGTIASSMIQSVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
              L   ++G  +       Y +  G    QP RP S
Sbjct  598  RQLPGLSSGTGLLENSFDHYASISGS---QPSRPRS  630

>WP_020050745.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651

 Score = 331 bits (849),  Expect = 3e-101, Method: Compositional 
matrix adjust.



 Identities = 224/650 (34%), Positives = 342/650 (53%), Gaps = 
21/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G   Q V++ +  +LS   I    V           +L+P     
E 
Sbjct  121  
VPFIFFVNKVDRLGARYQEVLEELAAQLSVRPIAMSAVIDAGSKLVRVEALAPG---REP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LLE Y+ A E ++ E+L R    +V    + PV+ G+A  G
+GI 
Sbjct  178  
FFSALCEALGENDEALLEDYVLAPERLTEERLGRSLAGQVARGLVHPVFAGAAMTGVGIA  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  YL L SGT+RLR  + L  
+  
Sbjct  238  
ALATAIATILPDRRPNPDGPVAGKIFKIERGWGGEKLCYLSLTSGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T +++  +G     D+   G+I  +      R+ D V GDP    R  +     
P L
Sbjct  297  
ERVTAIQLFEEGRSRGVDSVRAGQIARVGGLTGARIGDAVGGDPLSDGRAYFAP---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  +++  L  AL Q+A+ DPL+    +  T E+ +S  G VQ EV+ + 
L   
Sbjct  354  
ETRVLARRPSEKAALWLALNQMAEQDPLINLRRNEETDEVFVSLYGEVQKEVIKSTLMTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466



            + L+   +E +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLDASFEESTVILVERPVGIGTGLQILFKEPNPFLATVGLRVEPRPSGAGNSFALEVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+ G+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  474  
GQMPAAFYRAVEETVFETLKHGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T + EP   F L  P E LS       K  A    + +        G + 
++ +
Sbjct  534  
ALSAAETVICEPVDRFHLEVPAESLSGVLTLLAKSAAMTTDSVIADGVARLEGTLASQMV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Q+    L+  T+G     T    Y    G P ++ R      + V ++ +
Sbjct  594  QSVHQQLSGLTSGVGTMETGFDHYAPLAGWPRLRRRSGPDPFNPVEYLLR  643

>EJZ18119.1 tetracycline resistance protein [Rhizobium sp. Pop5]
Length=651

 Score = 331 bits (849),  Expect = 3e-101, Method: Compositional 
matrix adjust.
 Identities = 227/647 (35%), Positives = 345/647 (53%), Gaps = 
20/647 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFKIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   Q VV+++  +LS   I   +V           +L+P    
+E 
Sbjct  121  
VPFVFFVNKVDRPGARYQEVVEALAVQLSVRPIAMSSVIDAGAKLARVEALAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-



AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++KLL+ Y+ A E ++ E+L R    +V    + PV  G+A  G
+G+ 
Sbjct  178  
LFSALCEALGENDEKLLDDYVLAPELLTEERLGRCLADQVARGLVHPVLAGAAMTGVGMS  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALASAIATILPEQCPDPDGPVTGRIFKIERGWGGEKLSYIYLASGTVRLRQHLHLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +   ++   G+I  +      R+ DV+G  +   R  +     
P L 
Sbjct  297  ERVTAIHVFEAGRVHGAESLRAGQIARVSGLAGARIGDVVGCDSTGGRAHFAP---
PTLE  353

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  +++  L  AL Q+A+ DPL+    +    E+ +S  G VQ EVV + L   
+
Sbjct  354  
TRVFARRPSEKAALWLALNQMAEQDPLINLRRNEAMDEVFVSLYGEVQKEVVQSTLLTDF  413

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE   +E +VI +ERPL   +    +   PNPF A+IGL V P   G+G  +   
V +G
Sbjct  414  
GLEAGFEESTVILVERPLGIGAGLQILFKEPNPFLATIGLRVEPRPAGTGNSFALEVDVG  473

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  474  
QMPVAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T L EP   F L AP E LS       K  A    + +        G + +
+ +Q
Sbjct  534  
LAAAQTVLCEPVDRFHLEAPMESLSGVLTLLAKSAAMTTDSVITDGVARLEGTMASQMVQ  593

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            + +  L   T+G     T    Y  A G P ++PR      + V ++
Sbjct  594  SVQQQLPGLTSGAGTMETAFDHYAPAAGPPRLRPRSGPDPFNPVEYL  640

>WP_047468645.1 GTP-binding protein [Agrobacterium rhizogenes]



Length=659

 Score = 331 bits (849),  Expect = 4e-101, Method: Compositional 
matrix adjust.
 Identities = 216/638 (34%), Positives = 334/638 (52%), Gaps = 
20/638 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI
+AAV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGSTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + FINK+D+ G   + V+ ++  +L    I +   +    ++   E  D+       
Sbjct  121  
VPFLFFINKVDRLGARYEDVLGAIARQLPVQPIAMSAIIDPGSKLARVEARDLGGEPVFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D LL  Y+ A + ++ E+L R    +V    + P + G+A  G+G+  
L 
Sbjct  181  
ALCETLAENDDTLLGDYVQAPDRLTIERLGRSLADQVAKGLVHPAFAGAAMTGVGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  +   
++
Sbjct  241  SAIATMLPHRDLDSDGPVVGKIFKIERGWGGEKLSYIHLRSGTIRLRQYLDLP-
KGAARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
            T + +   G +    +A  G+I  +    + R+ D +G DP       +     P 
L T 
Sbjct  300  TGIHVFEAGRVHNAASARAGQIARVSGLSNARIGDAVGADPLSGGHANFAS---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I  +  +    L  AL QLA+ DPL+    +   +E+ +S  G VQ EV+ + L   
+ L
Sbjct  357  
IVARRLSDNAALWLALNQLAEQDPLINLRRNEDANEVFVSLYGEVQKEVIQSTLLTDFGL  416



Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   ++ +VI +ER +K  +    I   PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  417  
EATFEKSTVICVERLVKTGTGLEIIFKDPNPFIATVGLRVEPRQEGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV +     L+QG+FGW V DC +      + SP ST ADFR L P+VL  
AL 
Sbjct  477  
PASFYRAVEESAFETLKQGIFGWQVIDCHVAMTAARHSSPTSTAADFRQLTPLVLATALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F + AP   L+       K  A+ + + +    V   G   +  
I+  
Sbjct  537  
TAQTIICEPVDRFYIEAPAATLNGLLTLLAKSGASTKDSMIAGGVVRLEGTTASAMIRNI  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
            +  L   T+G     +    Y      PVI P+R   R
Sbjct  597  QQQLPELTSGMGTMESSFDHY-----APVIGPQRSRRR  629

>AMP46949.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=226

 Score = 317 bits (811),  Expect = 4e-101, Method: Compositional 
matrix adjust.
 Identities = 144/226 (64%), Positives = 186/226 (82%), Gaps = 0/226 
(0%)

Query  266  
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND  325
            VY+R+YSGTL LRD + ++ +EK+KITEM +P+ GEIV  D A PGEIVIL  D++
+LND
Sbjct  1    
VYVRIYSGTLHLRDVIRISEKEKIKITEMCVPTNGEIVPADHACPGEIVILADDTLKLND  60

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
            +LG+   LP K   ++P+P+LRTT+ P+   QRE LL+AL ++ADTDPLL  ++D+
+THE
Sbjct  61   
ILGNEKLLPHKTRIDNPMPLLRTTVEPQKPEQREALLNALAEIADTDPLLHFDIDTVTHE  120

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            I+LSFLG VQ+EV+ A+L EKY +E  +KEP+VIYMERPL+ A 
+TIHIEVPPNPFWAS+



Sbjct  121  
IMLSFLGNVQMEVICAILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASV  180

Query  446  GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFG  491
            GLS+ PL +GSGVQYESRVSLGYLNQSFQNAV +G+ YG EQGL+G
Sbjct  181  GLSIEPLPIGSGVQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYG  226

>EJC75820.1 small GTP-binding protein domain protein [Rhizobium 
leguminosarum 
bv. trifolii WSM2012]
 EJC76848.1 small GTP-binding protein domain protein [Rhizobium 
leguminosarum 
bv. trifolii WSM2012]
Length=702

 Score = 332 bits (852),  Expect = 5e-101, Method: Compositional 
matrix adjust.
 Identities = 222/632 (35%), Positives = 330/632 (52%), Gaps = 
13/632 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  55   
MCTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDNLELERQRGITIRAAV  114

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  115  
VSFAIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  174

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIE  173
            IP V F+NK+D+ G     V++++  +LS   I   +V       +    +V  +     
Sbjct  175  
IPFVFFVNKVDRLGARYPEVLEALAAQLSVRPIAMSSVVDAGSKLARVEALVARDEPLFS  234

Query  174  AWDAVI-ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A   V+ EN++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  235  
ALCEVLGENDEALLDDYVLAPDRLTGERLRRSLADQVARGLVHPVFAGAAMTGVGISALA  294

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FKVE    G++  YL L SGT+RLR  + L  +   
++
Sbjct  295  SAIATILPERCPYPDGPVTGKIFKVERGWGGEKLCYLSLTSGTVRLRQYLDLP-
KGPERV  353



Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G +    +   G+I  +      R+ D +G   R         P P L 
T +
Sbjct  354  TAIHVFEAGSVHGAQSLRAGQIARVSGLTGARIGDAVGG-DRFSGGLVHFAP-
PTLETRV  411

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                 + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  412  
LAHRPSNKAALWLALNQMAEQDPLINLRRNEAADEVFVSLYGEVQKEVIQSTLLTDFGLE  471

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI  ERP+   +    +   PNPF A+IGL V P   G+G  +   V 
+G + 
Sbjct  472  
AGFEESTVILAERPVGIGTGLQILFKEPNPFLATIGLRVEPRPAGAGNCFALEVDVGQMP  531

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  532  
VAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATALSA  591

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F + AP E LSR      K  AT   + +        G + ++ +
+  +
Sbjct  592  
AQTVLCEPVDHFHIEAPAESLSRVLTLLAKAAATTTDSVIADGVARLGGTLASQMVRGVQ  651

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              L   T+G     T    Y  A G P ++ R
Sbjct  652  QQLPGLTSGAGTMETAFDHYAPAAGPPRLRGR  683

>WP_007630281.1 GTP-binding protein [Rhizobium sp. CCGE 510]
 EJT04901.1 tetracycline resistance protein [Rhizobium sp. CCGE 510]
Length=651

 Score = 331 bits (848),  Expect = 5e-101, Method: Compositional 
matrix adjust.
 Identities = 226/648 (35%), Positives = 338/648 (52%), Gaps = 
17/648 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV



Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGIIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L  LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDTTVNLIDTPGHPDFIAEVDRVLGWLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDI  172
            IP V F+NK+D+ G     V++++  +L+   I   +V         +      EE    
Sbjct  121  
IPFVFFVNKVDRLGAGYPEVLEALAAQLTVRPIAMSSVIDAGSKLARVEALATGEEPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++ E+L      +V    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEALLDDYVLAPERLTAERLGCCLADQVARGLVHPVFAGAAMTGAGVPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  YL L SGT+RLR  + L  R 
+ + 
Sbjct  241  SAIATLLPARRPDPDGPIAGKIFKIERGWGGEKLSYLYLTSGTVRLRQYLDLP-
RGEERA  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTT  349
            T +++   G     ++   G+I  +      R+ D + GDP  + R  +     P 
L T 
Sbjct  300  TAIQLFEAGRSHGAESFRAGQIARVSGLAGARIGDAVGGDPASVGRAHFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  +    L  AL ++A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ L
Sbjct  357  
VLARRPSDEAALWLALNRMAEQDPLINLRRNEQADEVFVSLYGEVQKEVIQSTLLTDFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   +E ++I +ER +        +   PNPF A++GL V P   GSG  +   V 
+G +
Sbjct  417  
EAGFEESTIILVERLVGTGDGLQILFKEPNPFLATVGLRVEPRPPGSGNSFALEVEVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  +V + +   L+QG+FGW V DC +      Y SP ST ADFR L P VL  



AL 
Sbjct  477  
PIAFYRSVEESVFETLKQGIFGWQVIDCHVAMTAARYSSPASTAADFRQLTPWVLATALS  536

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCIQA  588
             + T + EP   F L AP E LS       K  AT  TA V  D V    G + ++ 
+Q 
Sbjct  537  AAQTVMCEPIDRFHLEAPVESLSNVLTLLAKSAATT-
TASVIVDGVARLEGTMASQMVQN  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
             +  L   T+G     T    Y    G P ++ R      + V ++ +
Sbjct  596  VQQQLPRLTSGAGTMETGFDHYATMAGPPRVRRRSWPDPFNPVEYLLR  643

>WP_095850965.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. Ag82_O1-15]
 PBC94016.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. Ag82_O1-15]
Length=618

 Score = 330 bits (845),  Expect = 5e-101, Method: Compositional 
matrix adjust.
 Identities = 215/620 (35%), Positives = 325/620 (52%), Gaps = 
17/620 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MDTLNIGILAHVDAGKTSLTERLLFDAGAIDRLGSVDAGDTRTDDGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDVQINLIDTPGHADFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMKTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+AG     ++  +R +L+     ++  + +  +   ++    D  
A   
Sbjct  121  
LPTLIFVNKIDRAGAREAGLLDDIRRRLTPYVVPLVGVRGLGTARARIVRRPLDETAAGT  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G P + + L      R  D SL PV++GSA  G G+  L++ 
++ L



Sbjct  181  
LAEVDTDVLAAVVDGPPPTPDDLAAALVARTADGSLHPVFFGSALGGQGVTELVEGLSLL  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                    SA   G+VF V     G+R  YLRLY G +  R  +A   RE       
R+ 
Sbjct  241  VPRPTAPDSAEPRGTVFAVRPGPGGERTAYLRLYGGEVTRRQRIAFTRREA-
DGRATRVH  299

Query  298  SKG---EIV---RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +    E+V      T   G I  L     +R+ D LG+ T     R  +   P L 
T +
Sbjct  300  GRARELEVVGRPGAATLTAGNIAALRGVAGIRVGDRLGEVT----
DRAPQFAAPTLETLV  355

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPL+     + +    L   G VQ EV++A L++ 
+ +E
Sbjct  356  RARHPDQAAPLRSALLALADQDPLMHAR-
PAASGSTALLLYGEVQKEVLAATLAQVFGIE  414

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               +   V ++ERP         I+   +  FWA++GL + P   GSG  +     
LG L
Sbjct  415  
AEFEPSRVRFLERPDGTGEACEEIQRHGHVGFWATVGLRIEPGPHGSGGVFTYETELGAL  474

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++F  A+ D +   L  G  G  VTD ++      + +P+ST ADFR L P+VL 
+AL+
Sbjct  475  
PRAFHQAIEDTVHATLLSGRHGRPVTDYRVTLVRSGFVAPLSTAADFRGLTPVVLRRALE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT++ EPY +F +  P + L+        + A        +   + TGE+PAR 
++  
Sbjct  535  
RAGTRVYEPYHAFEVELPLDALAPVTARLAAHGAQFGETTGGRTSWLVTGELPARHVREV  594

Query  590  RTDLAFYTNGRSVCLTELKG  609
               L   T+G  V  +   G
Sbjct  595  ELRLPGLTHGEGVWWSRPSG  614

>AMP51668.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=495



 Score = 326 bits (835),  Expect = 5e-101, Method: Compositional 
matrix adjust.
 Identities = 184/497 (37%), Positives = 275/497 (55%), Gaps = 
13/497 (3%)

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAW  175
            M IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     
E  
Sbjct  1    MQIPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYK  59

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L
+DA++
Sbjct  60   
EFVCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAIS  119

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM  294
                P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK 
+KI  +
Sbjct  120  SFILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNL  178

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +   +G  +  D     +I I+      + D    P  +     +    P L++++ 
P  
Sbjct  179  KTIYQGREINVDEVGANDIAIVED----IEDFRIGPCLIQGLSHQH---
PALKSSVRPNK  231

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
Sbjct  232  
PEERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFD  291

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E   IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQ
Sbjct  292  
EIKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQ  351

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            NAV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL+
+SG  
Sbjct  352  
NAVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVD  411

Query  535  



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP L F L  PQ   S+A  D  K  + IE      +     G++P    + Y 
++++
Sbjct  412  
ILEPMLYFELQIPQVASSKAITDLQKMMSEIEDISCNNEWCHIKGKVPLNTSKDYASEVS  471

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G    + +  GYQ
Sbjct  472  SYTKGLGTFMVKPCGYQ  488

>WP_058884870.1 GTP-binding protein [Tenacibaculum dicentrarchi]
 ALU74694.1 hypothetical protein AUW17_05160 [Tenacibaculum 
dicentrarchi]
Length=675

 Score = 331 bits (849),  Expect = 5e-101, Method: Compositional 
matrix adjust.
 Identities = 217/636 (34%), Positives = 335/636 (53%), Gaps = 
32/636 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I+NIGILAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ LE++RGI+I
+AA TS
Sbjct  5    
ILNIGILAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTSTDSLALEKERGISIKAATTS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   K+N++DTPGH+DF +EV R+L V+D  +LV+SA +GVQA T  ++ +L++
+ IP
Sbjct  65   
FDWKGVKINLIDTPGHVDFSSEVERALCVVDAVVLVVSAVEGVQAHTLNIWDSLQELQIP  124

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA----------
DIIIKQTVSLSPEIVLEENTDI  172
            T+IFINKID+ G D ++V+  +   L A          D ++   +S    I L+    
+
Sbjct  125  
TIIFINKIDRQGADAETVITQLETDLKAKPVVLYASENDGLLAANISAIFNISLDNKAAV  184

Query  173  -------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                   +  + ++E ++ LL  ++  E I+ E  ++  +    DA + PVY G 
AK  L
Sbjct  185  
ATSEIREKTMEHLVEADENLLVSFLNDEKITDETYLKSIRNLTIDAKITPVYTGIAKNNL  244

Query  226  GIQPLMDAVTGLFQPIGEQ---------
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276
            G+  L+D +   F PI E+            AL   VFK+E+        ++++
+SG L 
Sbjct  245  GVTELLDGIIA-



FCPISEKTEIASSEKIAETALSAYVFKLEHHKVFGAMAHVKVFSGELS  303

Query  277  LRDTVALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLP  334
             + TV    +E + KI + +   + + V       G+I VI      +  D+LG+P 
++P
Sbjct  304  
SKITVYNYTQELETKINQTKQLEQTKYVDNIVLKAGDIGVITGVLGTKAGDILGNPDKIP  363

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                 +  +P+L   + P+       L  AL QL   DP L+ +      E+ L  
+G++
Sbjct  364  --
TLPQLHIPVLTVEVIPEKNEDYNALAQALEQLDSEDPSLKFKWFKAEKELQLLLMGQM  421

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+E+++ +L E++ +     +P V+Y E   K A   I   + P P WA +   + 
P  L
Sbjct  422  QIEILAHVLKERFDISATFTDPQVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEPAPL  480

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
             SGV Y S VS   ++  +QN +   I   L QG+ GW VTD KI    G  ++  
S P 
Sbjct  481  
NSGVSYSSIVSQNDVHIKYQNEIARTIPKALAQGILGWEVTDVKITLIKGEDHNIHSRPG  540

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DF    P+ L Q LK+ GT LLEP LSF + A +  L +   +     AT +T +   
D 
Sbjct  541  
DFNLATPMGLMQGLKKGGTHLLEPILSFEIKANEALLGKVASELSTRRATFDTPEFSGDT  600

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
                G+IP      +   L   ++G+     +  GY
Sbjct  601  FSLKGKIPVATSLDFSIKLNTISSGKLRLRLQFYGY  636

>ANM05045.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium phaseoli]
Length=667

 Score = 331 bits (849),  Expect = 6e-101, Method: Compositional 
matrix adjust.
 Identities = 211/579 (36%), Positives = 315/579 (54%), Gaps = 
23/579 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+S+ +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSSVEGVQAQTRVLVRALRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P V F+NK+D+ G     V++++  +LS   I   +VS +   +      +EA D    
Sbjct  121  VPFVFFVNKVDRLGARYGEVMEALATQLSVRPIAMSSVSDAGSKLAR----
VEALDPGNE  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                    A+ EN+D LL+ Y+ A E ++RE+L      +     + PV+ G+A  
G G+
Sbjct  177  
PLFSALCEALGENDDALLDDYVLAPERVTRERLGSALADQAARGLVHPVFAGAAMTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  A+  +           + G +FK+E    G++  Y+ L +GT+RLR  + L    
Sbjct  237  
PALASAIVAILPEQHPNPDGPVAGKIFKIERGWGGEKLSYVSLTAGTVRLRQYLDLPNGP  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-
GDPTRLPRKRWREDPLPM  345
            + ++T +++   G     ++   G+I  +      R+ D + GD     R  +     
P 
Sbjct  297  E-
RVTAIQLFEGGRSHGAESFGAGQIARVSGLAGARIGDTVDGDQGATGRVHFAP---PT  352

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T +  +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ A 
L  
Sbjct  353  
LETRVLARRPSERAALWLALSQMAEQDPLINLHRNEDADEVFVSLYGEVQKEVIQATLLA  412

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             + LE   +E +VI  ERP    +    +   PNPF A+IGL   P   G+G  +   
V 
Sbjct  413  
DFGLEASFEESTVILAERPAAIGTGLQILFKEPNPFLATIGLRAEPRPAGAGNSFALEVD  472

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525



            +G +  +F  +V + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL 
Sbjct  473  
VGQMPVAFYRSVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLA  532

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
             AL  + T L EP   F L  P E LS       K+ AT
Sbjct  533  LALSAAQTVLCEPVDRFHLETPAESLSGVLTLLAKFAAT  571

>WP_049733560.1 GTP-binding protein [Rhizobium ecuadorense]
Length=652

 Score = 330 bits (847),  Expect = 6e-101, Method: Compositional 
matrix adjust.
 Identities = 225/650 (35%), Positives = 345/650 (53%), Gaps = 
21/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTD-------I  172
            +P V F+NK+D+ G     V++++  +L+   I +   +    ++   E  D        
Sbjct  121  
VPFVFFVNKVDRLGARYGEVMEALAAQLAVRPIAMSSVIDAGSKLARVEALDPGREPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++RE+L R    +   + + PV+ G+A  G G+ 
P +
Sbjct  181  
ALCEALGENDEALLDDYVLAPERLTRERLSRALADQAARSLVHPVFAGAAMTGAGV-PAL  239

Query  232  DAVTGLFQPIGEQG---
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             +      P  EQ       + G +FK+E    G+++ Y+ L SGT+RLR  + L  
+  
Sbjct  240  ASAIAAILP--
EQHPDPDGPVAGKIFKIERGWGGEKQCYVYLTSGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLND-
VLGDPTRLPRKRWREDPLPML  346



             ++T +++  +G     ++   G+I  L   S  R+ D V GDP    R  +     
P L
Sbjct  297  
ERVTAIQLFGRGRSHAAESFGAGQIARLSGLSGARIGDAVGGDPGATGRVHFAP---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + R  L  AL+++A+ DPL+    +  T E+ +S  G VQ EV+ A 
L   
Sbjct  354  
ETRVLARRPSDRAALWLALSRMAEQDPLINLHRNEETDEVFVSLYGEVQKEVIQATLLTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI  ERP    +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLEASFEESTVILAERPAATGTGLQILFKEPNPFLATVGLRVEPRPAGTGNSFALEVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV   +   L+QG+FGW V DC +      + SP ST ADFR L   
VL  
Sbjct  474  
GQMPVAFYRAVEATVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTSWVLAS  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP+  F L AP E LS       K  A    + +        G + 
++ +
Sbjct  534  
ALSAAQTVLCEPFDRFHLEAPAESLSSVVTLLAKSAAATSGSVIADGVARLEGTLASQMV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Q+ +  L   T+G     T    Y    G P ++ R      + V ++ +
Sbjct  594  QSVQQQLPGLTSGAGTMETAFDHYAPVAGPPRLRRRSGPDPFNPVEYLLR  643

>WP_085742851.1 GTP-binding protein [Rhizobium phaseoli]
 ARM13061.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium phaseoli Brasil 5]
Length=651

 Score = 330 bits (847),  Expect = 7e-101, Method: Compositional 
matrix adjust.
 Identities = 223/651 (34%), Positives = 339/651 (52%), Gaps = 
23/651 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    



MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAIGGRIVNLIDTPGHPDFIAEVKRVLGLLDAAVVVVSAVEGVQAQTRVLVRGLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P V F+NK+D+ G     V++++  +L+   I   +VS +   +      +EA D    
Sbjct  121  VPFVFFVNKVDRLGTRYGEVMEALGAQLAVRPIAMSSVSDAGSKLAR----
VEALDPGSE  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                    A+ EN++ LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  
G G+
Sbjct  177  
PLFSALCEALGENDEALLDDYVLAPERLTGERLGRSLADQVARGLVHPVFAGAAMTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  A+  L           + G +FK+E    G++  Y+ L SG +RLR  + L  
+ 
Sbjct  237  
PALASAIATLLPERRLDPDGPVAGKIFKIERGWGGEKLCYVYLTSGAVRLRQYLDLP-KG  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPM  345
              ++T +++   G     ++   G+I  +      R+ D V GD     R  +     
P 
Sbjct  296  
PERVTAIQLFQAGRSHGAESFSAGQIARVSGLAGARIGDAVGGDQGAAGRAHFAP---PT  352

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T +  +  + R  L  AL ++A+ DPL+    +    E+ +S  G VQ EV+ A 
L  
Sbjct  353  
LETRVLARRPSDRAALWMALREMAEQDPLINLHRNEEADEVFVSLYGEVQKEVIQATLLA  412

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             ++L+   +E +VI  ERP    +    +   PNPF A+IGL V P   G+G  +   
V 
Sbjct  413  
DFRLDARFEESTVILAERPAAIGTGLQILFKEPNPFLATIGLRVEPCPAGAGNSFGLEVD  472

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            +G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL 



Sbjct  473  
VGQMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLA  532

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL  + T L EP   F L  P E LS       K  AT   + +        G + 
++ 
Sbjct  533  
TALSAAQTVLCEPVDRFHLETPAESLSGVLTLLAKSAATTTDSVIADGVARLEGTLASQM  592

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +Q+ +  L   T+G     T    Y    G P ++P       + V ++ +
Sbjct  593  VQSVQQQLPGLTSGAGTMETGFDHYAPLSGPPRLRPHSGPDPFNPVEYLLR  643

>WP_090791959.1 GTP-binding protein [Asanoa ishikariensis]
 SDZ15233.1 ribosomal protection tetracycline resistance protein 
[Asanoa 
ishikariensis]
Length=654

 Score = 330 bits (847),  Expect = 7e-101, Method: Compositional 
matrix adjust.
 Identities = 221/647 (34%), Positives = 332/647 (51%), Gaps = 
24/647 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ GTT+TDT  +ER+RGITI
++AV
Sbjct  1    
MHTVNIGILAHVDAGKTSLTERLLFDTGVIDRLGSVDSGTTQTDTGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+F+    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L    
R + 
Sbjct  61   
TAFRVGDRQVNLLDTPGHRDFMAEVERALGVLDGAVLVLSAVEGVQPHTRLLMRTCRALR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            +PT++F+NKID++G     ++  VR  L+  I    TV     +        T +  
W  
Sbjct  121  
LPTLLFVNKIDRSGAREAELLADVRRLLTPAIAPLGTVDAIGTAEARFTASPTAMPDWLP  180

Query  178  VI-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            ++ E+++ LL  Y+   P+  + L    + +     + PV +GSA  G G+  L
+DA+  
Sbjct  181  
LLAEHDNGLLAAYVEDRPVPGDALWDALRTQTAAGLVHPVLFGSALSGTGVPELLDAIGD  240



Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMR  295
            L  P            VF +     G +  Y R Y G L  R  + +  R    ++   
R
Sbjct  241  LLPPA-
PPPEPEPRARVFAITRGPGGAKVAYARSYGGALTARQRLPVFRRAADGRVESHR  299

Query  296  IPSKGEIVRTDTA----YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
                G  V  D +      G I  L    SVR+ D +G    L        P P L 
T +
Sbjct  300  AQLTGVAVVGDPSASALTAGYIAALHGLSSVRIGDQIGSTAGLDTA--
SHFPRPSLETVV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +       L  AL ++AD DPL++  V + + E  L   G VQ EV++  L++ 
Y + 
Sbjct  358  KRRDGGPATALHAALLRMADEDPLIQARV-
TASGETGLRLYGEVQKEVIATTLADAYGIA  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   +I++ERP    +    +E+  N F+ ++GL V P   G+G++Y+  V 
LG L 
Sbjct  417  AEFAPSQLIHLERPTGVGN---AVEIIGNGFFGTVGLRVEP---
GTGIEYDLEVELGSLP  470

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             ++  A+ D +   LEQGL GW VTD ++   +  Y+SP++   DFR L P VL 
QAL +
Sbjct  471  
LAYHKAIEDSVVQTLEQGLCGWPVTDVRVTLTHSGYWSPITVAGDFRDLTPHVLMQALAQ  530

Query  531  SGTQLLEPYLSFILYAPQEYL----
SRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            +GT++ EP  SF +  P   L    S   H       T+ T     +    TG 
IPAR +
Sbjct  531  
AGTRVFEPCHSFEVDVPVVALGPVTSALAHLGGLVDETVPTGAGTGETWRITGSIPARAV  590

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
               +  L   TNG  +  +   G +   G+P  +PR   + +D+  +
Sbjct  591  TEAQRRLPNLTNGEGLWTSTQAGDRPVQGRPPRRPRTDGNPVDRAEY  637

>WP_018242774.1 GTP-binding protein [Rhizobium leguminosarum]
 OOO47570.1 GTP-binding protein [Rhizobium leguminosarum bv. viciae 
USDA 
2370]
 ASS56623.1 GTP-binding protein [Rhizobium leguminosarum bv. viciae]
 AVC50601.1 small GTP-binding domain protein [Rhizobium 
leguminosarum bv. 



viciae]
 PUB63584.1 GTP-binding protein [Rhizobium leguminosarum bv. viciae 
USDA 
2370]
Length=648

 Score = 330 bits (847),  Expect = 7e-101, Method: Compositional 
matrix adjust.
 Identities = 220/636 (35%), Positives = 335/636 (53%), Gaps = 
22/636 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F       N++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VFFVIGERVGNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P +IF+NK+D+ G   + V++++  +LS   I   +V           +L+P    
+E 
Sbjct  121  
VPFIIFVNKVDRPGARYRDVMEALAAQLSVRPIAMSSVIDAGAKLARVEALAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  + + EN++ LL+ Y +A + ++  +L R    +V    + PV+ G+A  G 
GI 
Sbjct  178  
LFSALGETLGENDEALLDDYVVAPDRLTEARLWRCLADQVARGLVHPVFAGAAMTGAGIP  237

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGRE  287
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR ++ L  
G E
Sbjct  238  
ALASAIATILPERRPDPDGPVAGKIFKIERGWGGEKLSYIYLNSGTVRLRQSLGLPKGLE  297

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
              ++T + +   G +   ++   G+I  +      R+ D +G     P   W     
P L
Sbjct  298  --RVTAIHVFEAGRVHGAESLRAGQIARVSGLAGARIGDAVGGN---
PLGEWAHFAPPAL  352

Query  347  



RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +     + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + 
L   
Sbjct  353  
ETRVLAHRPSDKAALWLALNQMAEQDPLINLRRNEEADEVYVSLYGEVQKEVIQSTLLTD  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI +ERPL   S    +   PNPF A++GL V P + G+G  +   
V +
Sbjct  413  
FGLEARFEESTVILVERPLGTGSGLQILFKEPNPFLATVGLRVEPRAPGAGNSFALEVDV  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  473  
GQMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L AP E LS       K  A    + +        G + 
++ +
Sbjct  533  
ALSAAQTVLCEPVDRFHLVAPMENLSGVLTLLAKSAAATTDSVIADGVARLEGTMASQMV  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            Q+ +  L   T+G     T    Y    G P ++ R
Sbjct  593  QSVQQQLPGLTSGAGTMETSFDHYAPIAGPPRLRRR  628

>WP_098745613.1 GTP-binding protein [Micromonospora sp. WMMA1996]
 PGH45849.1 GTP-binding protein [Micromonospora sp. WMMA1996]
Length=646

 Score = 330 bits (846),  Expect = 7e-101, Method: Compositional 
matrix adjust.
 Identities = 230/654 (35%), Positives = 335/654 (51%), Gaps = 
35/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AHVDAGKT+LTE LL+A+GA+   GSV+ GTTRTDT  +ER+RGITI
++AV
Sbjct  1    
MQTVNLGIVAHVDAGKTSLTERLLHATGAVDRLGSVDAGTTRTDTGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    +VN++DTPGH DF+AEV R+L VLD A+LV+SA +GVQ  +R L   
LR + 
Sbjct  61   
APFRVRDRQVNLLDTPGHSDFVAEVERALGVLDAAVLVLSAVEGVQPHSRRLMRILRSLR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEA---W  175
            +PT+IF+NKID+ G     +V  VR  L+  +    TV    +P   +  +    A    
Sbjct  121  
LPTLIFVNKIDRVGARTDELVADVRRLLTPAVAPLGTVRAPGTPGATVRPDDPGYADRVA  180

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS--
LFPVYYGSAKKGLGIQPLMDA  233
            + + E++D+LL   +   P    ++  +E  R Q A+  + P+ +GSA  G G+  
L+DA
Sbjct  181  EVLAEHDDELLAALVDDLPPDPGRI--
DEALRAQTAAGLVHPLLFGSALSGAGVPELLDA  238

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            V  L          A    VF VE+   G+R  YLR Y G LR R  V    RE    
T 
Sbjct  239  VASLLPAS-
PPAEPAPRARVFAVEHDAGGERVAYLRSYGGQLRARQRVVAYRREPDGRTT  297

Query  294  MRIPSKGEIVRTDTA-----YPGEIVILPSD--------
SVRLNDVLGDPTRLPRKRWRE  340
                ++  I R D A     + G   +             VRL D LG P  L  +    
Sbjct  298  A---
TRARITRLDVAGATADHSGPATLTAGHIARVTGLTGVRLGDQLGSPAGLDGR--SH  352

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P +   + P+  A+   L  AL  LADTDP LR  V       +L + G VQ 
EV+ 
Sbjct  353  FPAPTVEAVVRPRDPARSVALHAALLDLADTDPFLRTRVAPEGGTSVLLY-
GEVQREVLE  411

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+E Y +E       ++++ERP    +    +E+  N F+ ++G  V P   G
+GV Y
Sbjct  412  ATLAETYGIEAEFGPGRIVHVERPTGTGT---AVEIIGNGFFGTVGFRVEP---
GAGVDY  465

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  SF  A+ +  R  L+QG +GW VTD ++   +  Y+SP++T   
FR LA
Sbjct  466  
RLEVELGSLPLSFHKAIEEATRAALDQGRYGWPVTDVRVTLTHSGYWSPITTAGHFRDLA  525

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VL QAL E+GT++ EP   F    P + L        +    ++ A+         
G 
Sbjct  526  
PYVLMQALTEAGTRVFEPCRRFEAEVPADRLGPVTSYLGRLGTRVDGAEETAAGWRIGGV  585



Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
            +PAR     +  L   + G  +  +   G +   G P  +PR   +  D+V ++
Sbjct  586  LPARLEPEAQRRLPDLSRGEGLWSSTSGGDRPVSGDPPRRPRTDGNPFDRVEYL  
639

>AMP49507.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=246

 Score = 316 bits (810),  Expect = 9e-101, Method: Compositional 
matrix adjust.
 Identities = 154/246 (63%), Positives = 187/246 (76%), Gaps = 0/246 
(0%)

Query  22   
SLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDF  81
            SLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDF
Sbjct  1    
SLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDF  60

Query  82   
LAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVV  141
            LAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL 
+V 
Sbjct  61   
LAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVY  120

Query  142  
QSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLV  201
            Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY +G+ +   
+L 
Sbjct  121  
QDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYTSGKLLEALELE  180

Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC  261
            +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK
+EY++ 
Sbjct  181  
QEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEK  240

Query  262  GQRRVY  267
             QR  Y
Sbjct  241  RQRLAY  246

>WP_078875480.1 GTP-binding protein [Streptomyces sp. NRRL F-5053]
Length=697



 Score = 331 bits (849),  Expect = 1e-100, Method: Compositional 
matrix adjust.
 Identities = 227/656 (35%), Positives = 329/656 (50%), Gaps = 
62/656 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N G+LAHVDAGKT+LTE LLY +GAI+ PG V+ G+TRTD+  +ER+RGIT++  
V 
Sbjct  49   
RTLNFGVLAHVDAGKTSLTERLLYEAGAIAAPGRVDAGSTRTDSGAIERRRGITVRTGVA  108

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     + N++DTPGH DFLAEV R+LAVLDGA+LV+SA +GVQ QTR+L   LR 
M +
Sbjct  109  
SFAVGGRQFNLIDTPGHADFLAEVERALAVLDGAVLVLSAVEGVQPQTRLLMRTLRDMRL  168

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLS-------
PEIVLEENTDIE  173
            PT++F+NK D+ G   + ++  +R +L+   + + +T  L        PE + E      
Sbjct  169  
PTLVFVNKADRPGARYEGLLADIRRRLAPCPVPLSRTEGLGGRGVRVLPERLDEPEAAAR  228

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+   +D+LL + + G P +  +L         D S  PVY GSA  G G+  
L+D 
Sbjct  229  
VAEALAGADDELLARVLDGPPPTPGELAAALAAHTADGSAHPVYAGSALSGAGVDALLDG  288

Query  234  VT----
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            VT    G   P    G     G VF ++    G++   LRLY G +R R  + L    
+ 
Sbjct  289  VTTLLPGAAPPPDGTGP---
HGVVFALDRDADGRKTAQLRLYEGEVRARAALTL---HRT  342

Query  290  KITEMRIPSKGEIVRTDTAYP------------
GEIVILPSDSVRLNDVLGDPTRLPRKR  337
                 R    G +   D   P            G   I     VR+ D LGDP  + 
R  
Sbjct  343  
LPDGTRETHSGRLTALDVVAPPGTPPAGRLTAGGIARIRGLREVRVGDELGDPYGVRRSG  402

Query  338  --WREDP---
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
               R  P    P LRT + P       RL  AL  LA+ DPLL   V+      +L   
G
Sbjct  403  
APARARPRLAAPTLRTVVRPSDPRDAGRLHAALRALAEQDPLLGTGVEPDGSTSVL-LNG  461

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVPPNP----



FWASIG  446
             V  EVV+  L+ ++ +E V +    + +ERP     A+  +       P    
+WA++G
Sbjct  462  
EVHGEVVAETLAAEFGVEAVFEPGRTVCVERPAGTGEAAEAMGATGRNTPCAAGYWATVG  521

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            L V P    SGV + +    G L ++F  AV DG+R GL +G  GW VTDC +      
+
Sbjct  522  
LRVEPGERDSGVTFRAETERGALPRAFHQAVEDGVRAGLRRGPHGWAVTDCVVTLTRSGF  581

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
              PVST  DFR+++ +VL +AL+++GT + EPY +F L  P++ L       P   
A + 
Sbjct  582  GGPVSTAGDFRAVSALVLARALEQAGTVVHEPYGAFELEIPEDTL-------
PAVLACLG  634

Query  567  TAQVKKDEV-------------VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  
609
              + + +E+             + TG +PAR  +     L   T G +V  T   G
Sbjct  635  ALEAEPEEITEPPAGPDAGPLRLLTGTLPARNTRTAGRRLPGLTRGEAVWWTRRHG  
690

>WP_030899138.1 GTP-binding protein [Streptomyces sp. NRRL F-5126]
Length=691

 Score = 331 bits (849),  Expect = 1e-100, Method: Compositional 
matrix adjust.
 Identities = 237/692 (34%), Positives = 341/692 (49%), Gaps = 
65/692 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAH+DAGKT+LTE LL+++G I   GSV+ G+T TDT+ LER+RGIT+
++AV
Sbjct  1    
MPTLNLGILAHIDAGKTSLTERLLHSAGVIDTVGSVDAGSTTTDTLALERRRGITVKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFPVGTTTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL--------------  166
            IPT++F+NKID+AG       Q   ++L A +  +   S  P   +              
Sbjct  121  IPTLVFVNKIDRAG------
AQGAGERLPAALARRLGTSFVPLGRIAAAGGPGAAYVPYG  174



Query  167  --EENTDIEAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKK  223
              + +      +++ + +D+LL  Y+A E  ++  +L RE   +     + PV 
YGSA  
Sbjct  175  
PHDADHAAALAESLADQDDELLAAYVADETSLTYGRLRRELAAQTARCLVHPVLYGSAIT  234

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
            G G+  L+ AV  L          AL G+VFKVE    G+R  Y R+  GT+R+RD 
+  
Sbjct  235  
GAGVDALVTAVRTLLPAAEGDPCGALAGTVFKVERGRGGERIAYARIARGTVRVRDRLRF  294

Query  284  A----GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVL-----------  327
                 G E  K+T + +   G  V       G I  L     VR+ D L           
Sbjct  295  GADGEGGEG-
KVTGLSVFDNGAAVPAGEVRAGRIGTLRGLADVRIGDALAPAGDAPADAR  353

Query  328  ----
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI-  382
                G  TR  R  +   P P L T + P   A R  L  AL +LA+ DPL+      
+ 
Sbjct  354  TGASGAETRASRGFF---
PPPTLETLVVPARDADRAALHAALAELAEQDPLIGYRKGELR  410

Query  383  ---
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-PP  438
                 ++ +   G VQ EVV   L++ Y +    +E +VI  ER L  +     ++    
Sbjct  411  RGGAQDLYVCLYGEVQKEVVRETLADDYGIGVTFRETTVICRER-
LAGSGAAFEVKSRDG  469

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
            NPF A++GL V P   GSGV Y   V LG +  +F  AV + +R  LEQGL+GW 
VTD  
Sbjct  470  
NPFLATVGLRVDPAPAGSGVVYRLGVELGSMPYAFMRAVEETVRETLEQGLYGWRVTDLA  529

Query  499  ICFEYGLYY------------
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            +   +  Y             S  ST  DFR+L P+VL  AL+ +GT++ EP   F 
L  
Sbjct  530  
VTLTHTGYNARQSHAHGTFDKSMSSTAGDFRNLTPLVLIDALRAAGTRVHEPVHRFRLDV  589

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P +          +     +   V        G +PA  + A    L   T G  +  
T 
Sbjct  590  
PSDTYGAVLPLLARLGGVPDAPAVTGATTTVEGRVPAASVHALERRLVGPTRGEGLLETA  649



Query  607  LKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
               Y    G P ++PR  +  LD+  ++ + V
Sbjct  650  FDHYAPVHGTPPVRPRWDDDPLDRRAYLLRVV  681

>WP_046628486.1 GTP-binding protein [Neorhizobium galegae]
 CDZ35902.1 GTP-binding elongation factor protein, TetM/TetO 
[Neorhizobium 
galegae bv. officinalis]
Length=645

 Score = 330 bits (845),  Expect = 1e-100, Method: Compositional 
matrix adjust.
 Identities = 220/628 (35%), Positives = 328/628 (52%), Gaps = 
15/628 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      +N+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAINLVDTPGHPDFIAEVERILGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP--
EIVLEENTDIEA----  174
            +P V FINK+D+ G     V++ +  +L    I   TV + P  ++V  E  D+      
Sbjct  121  VPFVFFINKVDRLGAQYDRVLEDIARQLPVRPIAMSTV-
IDPGSKLVRLEALDLRTEPSF  179

Query  175  ---WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                + + EN+D LL  Y+ A + ++ E+L      +V    + P + G+A  G+G
+  L
Sbjct  180  
TVLSETLAENDDALLGDYLMAPDRLTAERLGHSLADQVSRGLVHPAFAGAAMTGVGLPAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              A+T L           + G +FK+E    G++  Y+ L SGT++LR  + L  R   
+
Sbjct  240  TSAITTLLPSRERDPGGPIAGRIFKIERGWGGEKLSYMYLASGTIQLRQYLDLP-
RAPAR  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T + +   G +    + + G++  +    S R+ D +GD   L   R    P P 



L T 
Sbjct  299  VTGIHVFEAGGVHPAASFHAGQVARVSGLASARIGDAVGDDL-LSGGRSHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  +    L  AL QLA+ DPL+    +   +E+ +S  G VQ EV+ + L   
+ +
Sbjct  357  
VLARRPSDNVALWLALNQLAEQDPLINLRRNDDANEVFVSLYGEVQKEVIQSTLLTDFGI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            ETV +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  417  
ETVFEESTVICVERLVGTGAGLEIIFKEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL 
Sbjct  477  
PASFYRAVEDTVSETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRQLTPLVLAAALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +   + EP   F L AP   LS  +    K  A    + +        G I +   
Q  
Sbjct  537  
VAQIVVCEPIDRFYLEAPVTALSGLHTLLAKSGAITRDSVIANGVARLEGTIASTMTQGV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQP  617
               L   T+G          Y    G P
Sbjct  597  LQQLPGLTSGMGTMEYSFDHYARMAGPP  624

>WP_099944884.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 93]
 PIG40027.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 93]
Length=618

 Score = 329 bits (843),  Expect = 1e-100, Method: Compositional 
matrix adjust.
 Identities = 215/620 (35%), Positives = 323/620 (52%), Gaps = 
17/620 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T TD   +ER+RGITI
++AV



Sbjct  1    
MDTVNIGILAHVDAGKTSLTERLLFDAGAIDRLGSVDAGDTLTDDGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDVQINLIDTPGHADFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMKTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+AG     ++  +R +L+     ++  + +  +   V+    D  
A   
Sbjct  121  
LPTLIFVNKIDRAGAREAGLLDDIRRRLTPYVVPLVGVRDLGTARARVVPRPLDETAAGT  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   + + L      R  D SL PV++GSA  G G+  L++ 
++ L
Sbjct  181  
LAEVDTDVLAAVVDGPAPTPDDLAAALVARTADGSLHPVFFGSALGGQGVTELVEGLSRL  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                    S    G+VF V     G+R  YLRLY G +  R  +A   RE    T  
R+P
Sbjct  241  VPRPTATDSTEPRGTVFAVRPGPGGERTAYLRLYDGEVTCRQRLAFTRREADGRT-
TRVP  299

Query  298  SKG---EIV---RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +    E+V      T   G I  L     +R+ D LG+ T     R  +   P L 
T +
Sbjct  300  GRARELEVVGRPGAATLTAGNIAALRGVGGIRVGDRLGEVT----
DRAPQFATPTLETLV  355

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPL+     + +    L   G VQ EV++A L++ 
+ +E
Sbjct  356  RARNPDQAAPLRSALLTLADQDPLMHAR-
PAASGSTALLLYGEVQKEVLAATLAQDFGIE  414

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               +   V ++ERP         I+   +  FWA++GL + P   GSG  +     
LG L
Sbjct  415  
AEFEPSRVRFLERPDGTGEACEEIQRHGHAGFWATVGLRIEPGPHGSGGVFTYETELGAL  474

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



             ++F  A+ D +   L  G  G  VTD ++      +  P+ST ADFR L P+VL 
+AL+
Sbjct  475  
PRAFHQAIEDTVHATLLSGRHGRPVTDYRVTLVRSGFVGPLSTAADFRGLTPVVLRRALE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT++ EPY +F +  P + L+        + A        +   + TGE+PAR 
++  
Sbjct  535  
RAGTRVYEPYHAFEVELPLDALAPVTARLAAHGARFGETTGGRTSWLVTGELPARHVREV  594

Query  590  RTDLAFYTNGRSVCLTELKG  609
               L   T+G  V  +   G
Sbjct  595  ELRLPGLTHGEGVWWSRPSG  614

>WP_097621729.1 GTP-binding protein [Rhizobium sp. L43]
 PDS74859.1 GTP-binding protein [Rhizobium sp. L43]
Length=647

 Score = 330 bits (845),  Expect = 1e-100, Method: Compositional 
matrix adjust.
 Identities = 221/650 (34%), Positives = 338/650 (52%), Gaps = 
22/650 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRG+TI
+AA+
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDNLELERQRGMTIRAAL  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFKIGDRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + F+NK+D+ G     V+ ++  +L    I   +V           +L PE    
E 
Sbjct  121  
VPFIFFVNKVDRLGARYPEVLAALAAQLPVRPIAMSSVIDAGSKLARVAALHPEC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L      ++    + PV+ G+A  G 
G+ 
Sbjct  178  
LFSPLCEALGENDEALLDDYVLAPDRLTADRLRDCLADQMASGLVHPVFAGAAMTGAGMP  237



Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  L           + G +FK+E    G++  YL L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATLLPDRQLDPDGPIAGKIFKIERGWGGEKLCYLSLASGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-
GDPTRLPRKRWREDPLPML  346
             +IT ++I   G     ++   G+I  +      R+ D + GDP      R    P 
P L
Sbjct  297  ERITAIQIFEAGRRHAAESLRAGQIACVSGLTGARIGDAVGGDPV---
SGRVHFAP-PTL  352

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EVV + 
L   
Sbjct  353  
ETRVLARRHSDKAALWLALNQMAEQDPLINLRRNENAEEVFVSLYGEVQKEVVQSTLLTD  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI +ERP+   +    +   PNPF A+IGL V     G+G  +   
V +
Sbjct  413  
FGLEAGFEESTVILVERPVGTGAGLQILFKEPNPFLATIGLRVESRPPGTGNSFALEVDV  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG+ GW V DC +      + SP ST ADFR L P 
VL  
Sbjct  473  
GQMPVAFYRAVEETVFETLKQGISGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  +GT L EP   F L  P E LS       K  AT   + +        G + 
++ +
Sbjct  533  
ALSAAGTVLCEPVDRFHLETPAESLSGVLTLLAKSAATTTDSVIADGVARLEGTMASQMV  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            Q+ +  L   T+G     T    Y    GQP ++ R      + V ++ +
Sbjct  593  QSIQQQLPGLTSGAGTMETAFDHYAPMAGQPRVRRRSGPDPFNPVEYLLR  642

>WP_078872690.1 GTP-binding protein [Streptomyces sp. NRRL S-1868]
Length=694

 Score = 331 bits (848),  Expect = 1e-100, Method: Compositional 
matrix adjust.
 Identities = 227/656 (35%), Positives = 329/656 (50%), Gaps = 
62/656 (9%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N G+LAHVDAGKT+LTE LLY +GAI+ PG V+ G+TRTD+  +ER+RGIT++  
V 
Sbjct  46   
RTLNFGVLAHVDAGKTSLTERLLYEAGAIAAPGRVDAGSTRTDSGAIERRRGITVRTGVA  105

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     + N++DTPGH DFLAEV R+LAVLDGA+LV+SA +GVQ QTR+L   LR 
M +
Sbjct  106  
SFAVGGRQFNLIDTPGHADFLAEVERALAVLDGAVLVLSAVEGVQPQTRLLMRTLRDMRL  165

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLS-------
PEIVLEENTDIE  173
            PT++F+NK D+ G   + ++  +R +L+   + + +T  L        PE + E      
Sbjct  166  
PTLVFVNKADRPGARYEGLLADIRRRLAPCPVPLSRTEGLGGRGVRVLPERLDEPEAAAR  225

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+   +D+LL + + G P +  +L         D S  PVY GSA  G G+  
L+D 
Sbjct  226  
VAEALAGADDELLARVLDGPPPTPGELAAALAAHTADGSAHPVYAGSALSGAGVDALLDG  285

Query  234  VT----
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            VT    G   P    G     G VF ++    G++   LRLY G +R R  + L    
+ 
Sbjct  286  VTTLLPGAAPPPDGTGP---
HGVVFALDRDADGRKTAQLRLYEGEVRARAALTL---HRT  339

Query  290  KITEMRIPSKGEIVRTDTAYP------------
GEIVILPSDSVRLNDVLGDPTRLPRKR  337
                 R    G +   D   P            G   I     VR+ D LGDP  + 
R  
Sbjct  340  
LPDGTRETHSGRLTALDVVAPPGTPPAGRLTAGGIARIRGLREVRVGDELGDPYGVRRSG  399

Query  338  --WREDP---
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
               R  P    P LRT + P       RL  AL  LA+ DPLL   V+      +L   
G
Sbjct  400  
APARARPRLAAPTLRTVVRPSDPRDAGRLHAALRALAEQDPLLGTGVEPDGSTSVL-LNG  458

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVPPNP----
FWASIG  446
             V  EVV+  L+ ++ +E V +    + +ERP     A+  +       P    
+WA++G
Sbjct  459  



EVHGEVVAETLAAEFGVEAVFEPGRTVCVERPAGTGEAAEAMGATGRNTPCAAGYWATVG  518

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            L V P    SGV + +    G L ++F  AV DG+R GL +G  GW VTDC +      
+
Sbjct  519  
LRVEPGERDSGVTFRAETERGALPRAFHQAVEDGVRAGLRRGPHGWAVTDCVVTLTRSGF  578

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
              PVST  DFR+++ +VL +AL+++GT + EPY +F L  P++ L       P   
A + 
Sbjct  579  GGPVSTAGDFRAVSALVLARALEQAGTVVHEPYDAFELEIPEDTL-------
PAVLACLG  631

Query  567  TAQVKKDEV-------------VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  
609
              + + +E+             + TG +PAR  +     L   T G +V  T   G
Sbjct  632  ALEAEPEEITEPPAGPDAGPLRLLTGTLPARNTRTAGRRLPGLTRGEAVWWTRRHG  
687

>AAO16476.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=438

 Score = 323 bits (827),  Expect = 2e-100, Method: Compositional 
matrix adjust.
 Identities = 173/441 (39%), Positives = 263/441 (60%), Gaps = 7/441 
(2%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT+IFINKID
+AGV+
Sbjct  1    
GHVDFMAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINKIDRAGVN  60

Query  137  LQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEP  194
            L+ +   ++  LS D++  QTV   L   I  +     E  + V  ++D +LE+Y
+A   
Sbjct  61   
LERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEDKEFVCNHDDNILERYLADSE  120

Query  195  
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVF  254
            I            V  A ++PV +GSA   +GI  L+DA++    P     S  L   
++
Sbjct  121  ILPADYWNTIITLVTKAKVYPVLHGSAMCNIGINELLDAISSFILPPASV-
SNRLSSYLY  179



Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGEI  313
            K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  D     
+I
Sbjct  180  
KIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGANDI  239

Query  314  VILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTD  372
             I+   +  R+ D LG    L +    + P   L++++ P    +R +++ AL  L   
D
Sbjct  240  AIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKVISALNTLWIED  297

Query  373  
PLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTI  432
            P L   ++S + E+ +S  G  Q E++  LL E++ ++ +  E   IY ERP+K  
+  I
Sbjct  298  
PSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVLFDEIKTIYKERPIKKVNKII  357

Query  433  
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGW  492
            HIEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + 
GL GW
Sbjct  358  
HIEVPPNPYWATIGLTLEPLPLGAGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGW  417

Query  493  NVTDCKICFEYGLYYSPVSTP  513
             VTD K+ F    YYSP STP
Sbjct  418  EVTDLKVTFTQAEYYSPASTP  438

>WP_007693710.1 GTP-binding protein [Rhizobium sp. AP16]
 EJK84484.1 small GTP-binding protein domain-containing protein 
[Rhizobium 
sp. AP16]
Length=659

 Score = 330 bits (845),  Expect = 2e-100, Method: Compositional 
matrix adjust.
 Identities = 213/626 (34%), Positives = 330/626 (53%), Gaps = 
15/626 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGSTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL



+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + FINK+D+ G     V+ ++  +L    I +   +    ++   E  D+       
Sbjct  121  
VPFLFFINKVDRLGARYDDVLGAIARQLPVQPIAMSAIIDAGSKLARVEARDLGGEPVFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D LL  Y+ A + ++ E+L R    +V    + P + G+A  G+G+  
L 
Sbjct  181  
ALCETLAENDDTLLGDYVQAPDRLTIERLERSLVDQVAKGLVHPAFAGAAMTGVGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  +   
++
Sbjct  241  LAIATMLPHRDLDSDGPVVGKIFKIERGWGGEKLSYIYLTSGTIRLRQYLELP-
KGAARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
            T + +   G +    +A  G+I  +    + R+ D LG DP       +     P 
L T 
Sbjct  300  TGIHVFEAGRVHNVASARAGQITRVSGLSNARIGDALGADPRSGGHANFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I  +  +    L  AL QLA+ DPL+    D   +E+ +S  G VQ EV+ + L   
+ L
Sbjct  357  
IVARRPSDNAALWLALNQLAEQDPLINLRRDEDVNEVFVSLYGEVQKEVIQSTLLTDFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E + +  +VI +ER +K  +    +   PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  417  
EAIFEASTVICVERLVKTGTGLEIMFKYPNPFIATVGLRVEPRQEGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+QG+FGW V DC +        SP ST ADFR L P+VL  
AL 
Sbjct  477  
PASFYRAVEESVFETLKQGIFGWQVIDCHVAMTAARQSSPTSTAADFRQLTPLVLATALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589



             + T + EP   F + AP   L+       K  A+ + + +  D     G I +  
I+  
Sbjct  537  
TAQTIICEPVDRFYIEAPAATLNGLLTLLAKSGASTKDSVITNDAARLEGTIASAMIRNI  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVG  615
            +  +   T+G     +    Y  A G
Sbjct  597  QQQVPGLTSGMGTMESSFDHYAPAAG  622

>WP_075851581.1 GTP-binding protein [Rhizobium hainanense]
 SCB11984.1 ribosomal protection tetracycline resistance protein 
[Rhizobium 
hainanense]
Length=646

 Score = 329 bits (844),  Expect = 2e-100, Method: Compositional 
matrix adjust.
 Identities = 224/651 (34%), Positives = 338/651 (52%), Gaps = 
27/651 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGIIDKLGSVDAGSTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQ+QTR+L  
ALR++ 
Sbjct  61   
VSFTIGDVTVNLIDTPGHPDFIAEIERILQLLDAAVVVVSAVEGVQSQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--
SPEIVLEENTDIEA----  174
            IP V FINK+D+ G     V++ +  +L+   +    VS   S  +   E  DI +    
Sbjct  121  
IPFVFFINKVDRLGARYDEVLEDIASQLAVRPVAMSDVSNAGSSRLATVEAADIGSDPHF  180

Query  175  ---WDAVIENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                + +  N++ LLE Y+   E ++R++L +    +V  + + P + G+A 
+GLGI  L
Sbjct  181  
SRLCETLSANDEALLEDYVLDAERLTRQRLEQALADQVAKSLIHPAFAGAATRGLGIPAL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  L         + + G++FK+E    G++  YL + SGT+ LRD +  A     
K
Sbjct  241  
ISAIETLLPSRQPNPDSPVSGTIFKIERGWGGEKLAYLYMASGTIGLRDDIETANGSA-K  299



Query  291  ITEMRIPSKGEIVRTDTAYPGEIVI---LPSDSVRLNDVLG---
DPTRLPRKRWREDPLP  344
            ++ +++   G   +      G+I     LP  + R+ D +G    P  L     R    
P
Sbjct  300  VSSLQLFRDGRTDKVAQISAGQIAKVGGLP--NARIGDWIGTGNSPCTL-----
RHFAPP  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T I     ++   L  AL QLA+ DPL+    +  T +I +S  G VQ EV+ 
A L 
Sbjct  353  
TLETRIRAMRPSENAALWLALGQLAEQDPLINLRANEETGDIYVSLYGEVQKEVIQATLL  412

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             ++ L+   +E +VIY+ER     S    I   PNPF A++GL V P   G+G  +   
V
Sbjct  413  
TEFGLDITFEESTVIYVERLAGTGSAVELIFKEPNPFLATVGLRVEPRPDGAGNSFALEV  472

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             +G +  SF  AV +     L++GL GW + DC +        SP ST  DFR L 
P+VL
Sbjct  473  
EVGQMPASFYRAVEEATFETLKEGLLGWQIIDCHVAMTAARQSSPASTAVDFRKLTPLVL  532

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL  + T L EP   F +  P   L+  +    K  A++  + +        G 
+ + 
Sbjct  533  
ASALLSAQTILCEPIEHFHIEIPATALAAVHSLLAKSGASMRRSLIDDGLARLEGTVSSS  592

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVR  632
             IQA +  L   + G  V       Y    G   ++ R    P  R D +R
Sbjct  593  MIQAIQRQLPGLSAGAGVLDHAFDHYAPLSGLRHVRERTGANPFDRADYLR  643

>WP_091049845.1 GTP-binding protein [Glycomyces sambucus]
 SDL16023.1 ribosomal protection tetracycline resistance protein 
[Glycomyces 
sambucus]
Length=633

 Score = 328 bits (842),  Expect = 2e-100, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 337/648 (52%), Gaps = 
50/648 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  +N+GILAHVDAGKT+LTE LL+ +G I+  GSV+ G+T+TD+M LER
+RGITIQ+AV
Sbjct  1    
MSFLNLGILAHVDAGKTSLTERLLFDAGIIARVGSVDSGSTQTDSMELERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+LF  L 
++ 
Sbjct  61   
VAFRLGATTVNLIDTPGHTDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVLFRTLERLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PT++F+NKID+ G     ++  +   LS  ++   TV+          P    + 
+   
Sbjct  121  
VPTLLFVNKIDRRGAREADLLDDLAAMLSPRLLPMGTVTAIGSGAADAVPFAFTDRDFAD  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             A D +   +D  L  Y+   P S +    E   +V+  +  PVY+GSA  G G+  
L +
Sbjct  181  RAADLLSAGSDDFLAAYLE-RPESLDYDA-
ELAAQVRSGTAHPVYFGSAVTGAGVAALTE  238

Query  233  AVTG-
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             V   L  P G+   A   G+VFKVE+    Q+  Y+R+  G +  RD +    R 
+   
Sbjct  239  GVRRYLPVPHGDP-DAEPRGTVFKVEHEH--
QKIAYVRVRQGRIAPRDVLTAYRRGEFGA  295

Query  290  ------KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDP  342
                  K+T + +   G       A PG I  +   S +R+ D +G P  L         
Sbjct  296  
VEAHEGKVTAVEVFDHGTATVLGDAVPGSIAKVKGLSDIRIGDAIGSPEGLASGGLFTP-  354

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P     R RL  AL  LA+ DPL+   +D ++ E+ +   G VQ 
EVV++L
Sbjct  355  -
PTLETVVRPADPDDRVRLNRALLNLAERDPLVDPHLDELSEEMAVRLYGEVQKEVVASL  413

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW------
ASIGLSVTPLSLGS  456
            L E++ +    +E   I++ERPL+AAS  +H E+ P   W      A++GL + P 
+ GS
Sbjct  414  LDEEFGIGVEFEETRAIHVERPLRAAS-ALH-EMGP---
WAQTTNVATVGLRLEPGAPGS  468

Query  457  



GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            G++Y   V  G L ++ +NAV +G+   + +GL+GW VTDC++      Y    ST   
F
Sbjct  469  
GLKYGLEVERGSLTRALRNAVEEGVFEFMRRGLYGWAVTDCEVWLTATGYVGRTSTAGHF  528

Query  517  RSLAPIVLEQALKESGTQLLEPYLSFILYAPQ-------
EYLSRAYHDAPKYCATIETAQ  569
            R     +L   L+ESGT + EP   F +  P        + L  A  D     +T  
T  
Sbjct  529  
RETTKYLLGVMLRESGTAVCEPVNGFQVEFPAGTGNAVLKTLGEARADIKGQFSTETTGY  588

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            V       +G +P   +      L   T G ++  TE   Y+   G P
Sbjct  589  V-------SGFMPTEAVHGVERRLPGLTEGLALFTTEFAEYRPVYGPP  629

>WP_086817188.1 GTP-binding protein [Streptomyces cacaoi]
Length=703

 Score = 330 bits (847),  Expect = 2e-100, Method: Compositional 
matrix adjust.
 Identities = 226/656 (34%), Positives = 329/656 (50%), Gaps = 
62/656 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N G+LAHVDAGKT+LTE LLY +GAI+ PG V+ G+TRTD+  +ER+RGIT++  
V 
Sbjct  55   
RTLNFGVLAHVDAGKTSLTERLLYEAGAIAAPGRVDAGSTRTDSGAIERRRGITVRTGVA  114

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     + N++DTPGH DFLAEV R+LAVLDGA+LV+SA +GVQ QTR+L   LR 
M +
Sbjct  115  
SFAVGGRQFNLIDTPGHADFLAEVERALAVLDGAVLVLSAVEGVQPQTRLLMRTLRDMRL  174

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLS-------
PEIVLEENTDIE  173
            PT++F+NK D+ G   + ++  +R +L+   + + +T  L        PE + E      
Sbjct  175  
PTLVFVNKADRPGARYEGLLADIRRRLAPCPVPLSRTEGLGGRGVRVLPERLDEPEAAAR  234

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+   +D+LL + + G P +  +L         D S  PVY GSA  G G+  
L+D 
Sbjct  235  
VAEALAGADDELLARVLDGPPPTPGELAAALAAHTADGSAHPVYAGSALSGAGVDALLDG  294

Query  234  VT----



GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            VT    G   P    G     G VF ++    G++   LRLY G +R R  + L    
+ 
Sbjct  295  VTTLLPGAAPPPDGTGP---
HGVVFALDRDADGRKTAQLRLYEGEVRARAALTL---HRT  348

Query  290  KITEMRIPSKGEIVRTDTAYP------------
GEIVILPSDSVRLNDVLGDPTRLPRKR  337
                 R    G +   D   P            G   +     VR+ D LGDP  + 
R  
Sbjct  349  
LPDGTRETHSGRLTALDVVAPPGTPPAGRLTAGGIARVRGLREVRVGDELGDPYGVRRSG  408

Query  338  --WREDP---
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
               R  P    P LRT + P       RL  AL  LA+ DPLL   V+      +L   
G
Sbjct  409  
APARARPRLAAPTLRTVVRPNDPRDAGRLHAALRALAEQDPLLGTGVEPDGSTSVL-LNG  467

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVPPNP----
FWASIG  446
             V  EVV+  L+ ++ +E V +    + +ERP     A+  +       P    
+WA++G
Sbjct  468  
EVHGEVVAETLAAEFGVEAVFEPGRTVCVERPAGTGEAAEAMGATGRNTPCAAGYWATVG  527

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            L V P    SGV + +    G L ++F  AV DG+R GL +G  GW VTDC +      
+
Sbjct  528  
LRVEPGERDSGVTFRAETERGALPRAFHQAVEDGVRAGLRRGPHGWAVTDCVVTLTRSGF  587

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
              PVST  DFR+++ +VL +AL+++GT + EPY +F L  P++ L       P   
A + 
Sbjct  588  GGPVSTAGDFRAVSALVLARALEQAGTVVHEPYDAFELEIPEDTL-------
PAVLACLG  640

Query  567  TAQVKKDEV-------------VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  
609
              + + +E+             + TG +PAR  +     L   T G +V  T   G
Sbjct  641  ALEAEPEEITEPPAGPDAGPLRLLTGTLPARNTRTAGRRLPGLTRGEAVWWTRRHG  
696

>WP_016471516.1 GTP-binding protein [Streptomyces sp. HPH0547]
 EPD91708.1 small GTP-binding protein domain protein [Streptomyces 
sp. HPH0547]
Length=688

 Score = 330 bits (845),  Expect = 3e-100, Method: Compositional 



matrix adjust.
 Identities = 224/642 (35%), Positives = 328/642 (51%), Gaps = 
40/642 (6%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKT+LTE LLY +GAI   GSV+ GTTRTD+  LER+RGIT+++AV 
SF 
Sbjct  46   
NIGIVAHVDAGKTSLTERLLYDTGAIDTLGSVDAGTTRTDSDALERRRGITVRSAVASFT  105

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   LR+M 
+PT+
Sbjct  106  
ARGTRVNLIDTPGHADFVAEVERALEVLDGAVLVLSAVEGVQPQTRVLMRTLRQMRLPTL  165

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDIE  173
            +F+NKID+ G     +V  +R KL+   +             + + L P+    +  
+I 
Sbjct  166  
LFVNKIDRPGARPGELVAEIRRKLAPHAVPLSRVQAAGSSGARALPLRPQDDAADRAEIA  225

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ + +D LL + + G P+S ++L           ++ P+Y+GSA  G GI+ 
L+  
Sbjct  226  --
EALADVDDVLLARVVDGPPLSPDELRTALAGHTVRGTVQPLYFGSALTGEGIERLVAG  283

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-----  286
            +T L    P G  G A   G VF +E    G R  Y+R+++G L  R  V    R     
Sbjct  284  ITELLPGTPDGAAGGAP-
HGRVFALEREPSGGRTAYVRMFTGQLEPRRRVTYHRRSAEGT  342

Query  287  ---EKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWRED  341
                  +I+ +++ +     R      GEI  +     +R+ D +G P    P       
Sbjct  343  RQEHTGRISSLQV-
AGDPAPRAQRLVAGEIGRVRGLTGIRVGDTVGAPGDDAPGPAGVRL  401

Query  342  PLPMLRTTIAPKTAA--QRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLE  397
              P+L++ + P         RL  ALT +A+ DPLL  R E D  T  ++    G 
VQ E
Sbjct  402  ATPVLQSVVRPAQPGPDATARLHTALTLMAEEDPLLHARAEPDGATSVLL---
HGEVQKE  458

Query  398  VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV------
PPNPFWASIGLSVTP  451
            +++A L+E+Y +E V +   V+  ERP+        I          +  WA++GL 



V P
Sbjct  459  
IIAATLAERYGIEAVFEPSRVVCRERPVGVGEAADGIGAGGRYTPAASGHWATVGLRVEP  518

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
               GSGV +     LG L  +F  AV + +   L  G  GW VTDC +      +  
PVS
Sbjct  519  
GPHGSGVVFRYETELGALPYAFHRAVEETVHEALRTGPHGWAVTDCVVTLIRSGFAGPVS  578

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T ADFR L  +++ +AL  +GT + EPY +F L  P   L R          T+      
Sbjct  579  
TAADFRGLTRLLVARALDRAGTCVYEPYHAFELEIPLAALHRVTGALAPLGGTVTDTVTA  638

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
                  TG +PAR +   R  L   T G ++  +   G + A
Sbjct  639  GAVCTLTGALPARHVPRVRQMLPGLTRGEALWWSRPAGERPA  680

>WP_080790836.1 GTP-binding protein [Agrobacterium genomosp. 9]
 CVI58142.1 Oxytetracycline resistance protein [Agrobacterium 
genomosp. 9 
str. Hayward 0363]
Length=649

 Score = 328 bits (842),  Expect = 3e-100, Method: Compositional 
matrix adjust.
 Identities = 219/640 (34%), Positives = 336/640 (53%), Gaps = 
29/640 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTNVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEA-----  174
            +P + FINK+D+ G     VV  +  +L    +   TV+    + V    TD+ +     
Sbjct  121  
LPFLFFINKVDRVGARYDEVVNDLASQLRVRPVAMSTVTDAGGKRVRVAATDMGSEPFFS  180

Query  175  --WDAVIENNDKLLEKYI-



AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+++LL  Y+   +    EKL R  +++     + P + G+A  G+G+  
L+
Sbjct  181  
SLCETLADNDEELLHDYLFMPDRADAEKLSRSLRQQTARGLVHPTFAGAAMTGVGLPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+T +           + G +FK+E    G++  YL L SGT+RLR  + L      
++
Sbjct  241  SAITDMLPARNPDPDGEVAGKIFKIERGWGGEKLSYLYLASGTIRLRHYLPLP-
LGPARL  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILP-------
SDSVRLNDVLGDPTRLPRKRWREDPLP  344
            T +++   G +  T +   G+I  +         D V +N V G               
P
Sbjct  300  
TGIQLFKDGRVQNTTSLCAGQIARVAGLAGARVGDRVGVNAVTGGAFHFAP--------P  351

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T +  +  ++   L  AL QLA+ DPL+   ++  T+++ +S  G VQ E++ 
+ LS
Sbjct  352  
TLETRVFSRRPSEHAALWLALNQLAEQDPLIGLRMNDETNDVFVSLYGEVQKEIIQSELS  411

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYESR  463
              + +E   ++ +VI +ER L      + I    PNPF A++GL V P + G+G  
+   
Sbjct  412  TGFGIEADFEDSTVICVER-
LSGIGQGLQILFKEPNPFLATVGLRVEPRADGAGNSFALE  470

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V  G +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L 
P V
Sbjct  471  
VETGQMPASFYRAVEETVFETLKQGVFGWQVQDCHVAMTAARHTSPSSTAADFRQLTPWV  530

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALKE+ T + EP+  F L AP   ++R      K  A  E + +        G 
I +
Sbjct  531  
LATALKEAQTFVCEPFDRFHLEAPATAMTRLIALLAKAGAAPENSVISGGVARLEGTIAS  590

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              +Q  +  L   T+G  +  T    Y      P   PRR
Sbjct  591  AAVQRVQQQLPGLTSGMGMMETSFDHYARTDNPP--PPRR  628

>WP_101914537.1 GTP-binding protein [Tenacibaculum finnmarkense]



 SOS54464.1 conserved hypothetical protein [Tenacibaculum 
finnmarkense]
Length=675

 Score = 329 bits (844),  Expect = 3e-100, Method: Compositional 
matrix adjust.
 Identities = 218/636 (34%), Positives = 337/636 (53%), Gaps = 
32/636 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I+NIGILAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ LE++RGI+I
+AA TS
Sbjct  5    
ILNIGILAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTSTDSLALEKERGISIKAATTS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   K+N++DTPGH+DF +EV R+L V+D  +LV+SA +GVQA T  ++ +L++
+ IP
Sbjct  65   
FDWKGVKINLIDTPGHVDFSSEVERALCVVDAVVLVVSAVEGVQAHTLNIWDSLQELQIP  124

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA----------DIIIKQTVSL-----
SPEIVLE  167
            T+IFINKID+ G D ++V+  +   L A          D +++  +S      S    
+ 
Sbjct  125  
TIIFINKIDRQGADSETVITQLETDLKATPVVLYASENDGLLEANISAIFNISSDNKAVV  184

Query  168  ENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
              +DI  +  + ++E ++ LL  ++  E I+ E  ++  +    DA + PVY G 
AK  L
Sbjct  185  
ATSDIREKTMEHLVEADENLLVSFLNDEKITDETYLKSIRNLTIDAKITPVYTGIAKNNL  244

Query  226  GIQPLMDAVTGLFQPIGEQ---------
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276
            G+  L+D +   F PI E+            AL   VFK+E+        ++++
+SG L 
Sbjct  245  GVTELLDGIIA-
FCPISEKTEIASSEKIAETALSAYVFKLEHHKVFGAMAHVKVFSGELS  303

Query  277  LRDTVALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLP  334
             + TV    +E + KI + +   + + V       G+I VI      +  D+LG+P 
++P
Sbjct  304  
SKITVYNYTQELETKINQTKQLEQTKYVDNIVLKAGDIGVITGVLGTKAGDILGNPDKIP  363

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                 +  +P+L   + P+       L  AL QL   DP L+ +      E+ L  



+G++
Sbjct  364  --
TLPQLHIPVLTVEVIPEKNEDYNALAQALEQLDSEDPSLKFKWFKAEKELQLLLMGQM  421

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+E+++ +L E++ +     +P V+Y E   K A   I   + P P WA +   + 
P  L
Sbjct  422  QIEILAHVLKERFDISATFTDPQVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEPAPL  480

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
             SGV Y S VS   ++  +QN +   I   L QG+ GW VTD KI    G  ++  
S P 
Sbjct  481  
NSGVSYSSIVSQNDVHIKYQNEIARTIPKALAQGILGWEVTDVKITLIKGEDHNIHSRPG  540

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DF    P+ L Q LK+ GT LLEP LSF + A +  L +   +     AT +T +   
D 
Sbjct  541  
DFNLATPMGLMQGLKKGGTHLLEPILSFEIKANEALLGKVASELSTRRATFDTPEFSGDT  600

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
                G+IP      +   L   ++G+     +  GY
Sbjct  601  FSLKGKIPVATSLDFSIKLNTISSGKLRLRLQFYGY  636

>WP_088948994.1 GTP-binding protein [Micromonospora zamorensis]
 SCG56688.1 ribosomal protection tetracycline resistance protein 
[Micromonospora 
zamorensis]
Length=660

 Score = 329 bits (843),  Expect = 3e-100, Method: Compositional 
matrix adjust.
 Identities = 227/660 (34%), Positives = 333/660 (50%), Gaps = 
36/660 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI+AHVDAGKT+LTE LL+A+G     GSV+ GTT+TDT  +ER+RGITI
++AV
Sbjct  1    
MQTINLGIVAHVDAGKTSLTERLLHATGVTDRLGSVDAGTTQTDTGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLD AILV+SA +GVQ  +R +   
LR + 
Sbjct  61   
AAFGLPDRQVNLLDTPGHSDFVAEVERALGVLDAAILVLSAVEGVQPHSRRIMRILRSLR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--SLSPEIVL-------
EENTD  171
            +PT+IF+NKID+ G     +V  VR  L+  +    TV    +PE          + 
+  
Sbjct  121  
LPTLIFVNKIDRRGARTDELVADVRRLLTPAVAPLGTVRGPGTPEAAFRLDDPRYDRSAA  180

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                +A+ E++D+LL   +   P   +++ R  + +V    + P+ +GSA  G G+  
L+
Sbjct  181  
HRLAEALAEHDDELLATLVDDLPPDPDRIDRSLRVQVAAGQVHPLLFGSALSGAGVPELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---K  288
            DA+  L               VF +E    G+R  YLR Y G L+ R  V    RE   
+
Sbjct  241  DAIAALLPASPPAEPEPRA-
RVFAIERDPAGERVAYLRSYGGELQARQRVIAYRREPDGQ  299

Query  289  LKITEMRIPSKGEI-VRTDTAYPGEIVILPS-------------
DSVRLNDVLGDPTRLP  334
            +  T  RI     I   TD A P     LP+               VRL D LG    
L 
Sbjct  300  
ITATRARITRLDVIGAPTDQAEPTGRDDLPAALTAGYIARVTGLTGVRLGDQLGSSAGLD  359

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
             + +   P P L   + P+  A+   L  AL  +ADTDP +R  V       +L + 
G V
Sbjct  360  GRSYF--
PAPTLEAVVRPRDPARTLALHAALLDIADTDPFIRTRVAPDGGTSVLLY-GEV  416

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EV++A L+E Y +E       ++++ERP    S    +E+  + F+ ++G  V 
P   
Sbjct  417  QREVLAATLAEAYGIEAEFGAGRLMHVERPTGTGS---
AVEIIGHGFFGTVGFRVEP---  470

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            GS V Y   V LG L  SF  A+ +  R  L+QG  GW VTD ++   +  Y+SP+
+T  
Sbjct  471  
GSAVDYRLEVELGSLPLSFHKAIEEATRAALDQGCHGWPVTDIRVTLTHSGYWSPITTAG  530

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
             FR LAP VL QAL E+GT++ EP   F    P + L        +  A I+        
Sbjct  531  



HFRDLAPYVLMQALAEAGTRVYEPCRRFEAEVPADRLGAVTSYLGRLGARIDGTDEISAG  590

Query  575  
VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
                G +PAR     +  L   ++G  +  +   G +   G P  +PR   +  D
+V ++
Sbjct  591  
WRIGGVLPARLEPEAQRRLPDLSSGEGLWSSVPGGDRLVSGDPPHRPRTDGNPFDRVEYL  650

>AAO16475.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=438

 Score = 322 bits (824),  Expect = 4e-100, Method: Compositional 
matrix adjust.
 Identities = 174/442 (39%), Positives = 266/442 (60%), Gaps = 9/442 
(2%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLAEV R+  +LDGA+L++SAK+G+QAQT++LF  L+K+ IPT+IFINKID
+AGV+
Sbjct  1    
GHVDFLAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQIPTIIFINKIDRAGVN  60

Query  137  LQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGE  193
            L+ +   ++  LS D++  QTV   S+ P +  +     E  + V +++D +LE+Y
++  
Sbjct  61   LERLYLDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEFVCDHDDNILERYLSDS  119

Query  194  
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSV  253
             IS           V  A ++PV +GSA   +GI  L+DA++    P     S  L   
+
Sbjct  120  EISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-
SNRLSAYL  178

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGE  312
            +K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G+ +  D     
+
Sbjct  179  
YKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKSIKIKNLKTIYQGKEINVDEVSAND  238

Query  313  IVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I I+   +  R+ D LG    L +    + P   L++++ P    +R +++ AL  
L   
Sbjct  239  IAIVGDMEDFRIGDYLGAEPCLIQGLSHQHP--
ALKSSVRPDKPEERSKVISALNTLWIE  296



Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  
+  
Sbjct  297  
DPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPVKKVNKI  356

Query  432  
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFG  491
            I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + 
GL G
Sbjct  357  
IQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHG  416

Query  492  WNVTDCKICFEYGLYYSPVSTP  513
            W VTD K+ F    YYSPVSTP
Sbjct  417  WEVTDLKVTFTQAEYYSPVSTP  438

>WP_033180886.1 GTP-binding protein [Rhizobium leguminosarum]
 KPN26912.1 GTP-binding protein [Rhizobium leguminosarum bv. 
trifolii]
Length=652

 Score = 328 bits (842),  Expect = 4e-100, Method: Compositional 
matrix adjust.
 Identities = 221/646 (34%), Positives = 339/646 (52%), Gaps = 
15/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDNGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAAEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----
SLSPEIVLEENTD---I  172
            +P + F+NK+D+ G   + V++++  +L    I   +V      L+    L    +    
Sbjct  121  
VPFIFFVNKVDRLGAQYEDVLKALASQLPVRPIAMSSVIDAGSRLARVAALALGCEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G+G+  
L 



Sbjct  181  
PLCEALAENDEALLDDYVLAPDRLTADRLGRCLSDQVARGLVHPVFAGAATTGVGVPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SG +RLR  + L  +   
++
Sbjct  241  SAIATILPGRRLDPDGPIAGKIFKIERGWGGEKLAYIYLTSGMVRLRQHLDLP-
KGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G +    +   G+I  L      R+ D +G    L   R +  P P L 
T +
Sbjct  300  TAIEVFEAGRVHGAASFCAGQIARLSGLAGARIGDAVGGDL-LAGGRPQFAP-
PSLETGV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  + +  L  AL Q+A+ DPL+    +    +I +S  G VQ EVV + L   
+ +E
Sbjct  358  
LARRPSDKAALWLALNQMAEQDPLINLRRNDDADDIFVSLYGEVQKEVVQSTLLTDFGIE  417

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               +E +VI +ER L      + I    PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  418  AAFEESTVILVER-
LAGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGNSFALDVEVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PASFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLADALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T L EP   F L AP E LS       K  AT+  + +        G + +  
IQ+ 
Sbjct  537  
AAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTDSVIAHGMAWVEGTMASAMIQSV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            +  L   T+G     T    + +  G P ++ R      + V ++ 
Sbjct  597  QQQLPGLTSGAGTMETSFDHHASMAGPPRVRRRSGPDPFNGVEYLL  642

>WP_108493615.1 GTP-binding protein [Promicromonospora sp. AC04]
 PUB26824.1 ribosomal protection tetracycline resistance protein 
[Promicromonospora 
sp. AC04]



Length=615

 Score = 327 bits (839),  Expect = 4e-100, Method: Compositional 
matrix adjust.
 Identities = 219/633 (35%), Positives = 333/633 (53%), Gaps = 
58/633 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LL+ SG I  PGSV++G T TDT+ LER+RGITI
+A+V
Sbjct  1    
MSYLNLGIVAHVDAGKTSLTERLLHHSGVIDRPGSVDRGDTTTDTLALERERGITIRASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      +N++DTPGH DF+AEV RSL VLDGA+LV+SA +GVQAQT +L  AL
+++ 
Sbjct  61   
ASFPAGDVTINVLDTPGHPDFIAEVDRSLTVLDGAVLVLSAVEGVQAQTLVLMRALQRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NKID+ G   ++VV +V  +LS D++  Q        VL   T     + 
+ +
Sbjct  121  LPVIVFVNKIDRRGARPEAVVDAVARRLSPDVLPVQR-------
VLAVGTPAARVEPLPD  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +    L  ++AG           E RR    S   V +GSA  G+G+ P + A  G 
+ P
Sbjct  174  DG---LRDWLAG-----------ESRR---GSAHAVLFGSAVTGVGV-
PELAAALGTYLP  215

Query  241  IGEQGSAA------------
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
            + + G +A              G VF ++  + G++R ++R+ +G LRLRD + L     
Sbjct  216  VVDAGGSADGGADRSADGGEASGVVFAIDR-
EAGRKRAFVRMRAGALRLRDRLDLGHGRA  274

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             +IT + + S+G +    TA  G+I ++    + R+ DV+G   R   +R  + P 
P   
Sbjct  275  ERITGLGVASRGTLEPRSTARAGQIAVVHGLSTARVGDVVGR-
ARAGDERVSQFPPPSYE  333

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +       R RL  ALT+LA+ DPL+R  V     EI +S  G VQ EV++A+L  
+Y
Sbjct  334  TVVG-AAPGDRGRLYAALTELAEQDPLIR--
VRRREQEITVSLYGEVQREVLAAVLQREY  390



Query  408  KLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
             ++    E      ER L    H + + +   N   A+IGL + P+ +G+GV ++     
Sbjct  391  GVDARFGEVRTARTER-
LTGTGHALEVMKQDGNELLATIGLRLEPVPVGAGVTFDLECER  449

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPA  514
            G +  +F +A  D +R  L +G   + V D ++   +  Y             +  
ST A
Sbjct  450  
GSIPPAFFDATEDTVRRELARGPLRFPVPDARVTMTHSGYAPRQSHMHQKFNKAMSSTGA  509

Query  515  DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT-
IETAQVKKD  573
            DFR L P VL  AL+ +GT + EP   F++  P + +        +      E+      
Sbjct  510  
DFRGLTPRVLATALRRAGTVVCEPVHRFVIEVPDDAVGPVASLVGRLGGVPFESRATAAG  569

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
              V  GE+PA  + A + DL   T G  +C TE
Sbjct  570  IAVVRGEMPAGAVAALQRDLPGLTRGEGMCRTE  602

>WP_106366688.1 GTP-binding protein [Glycomyces artemisiae]
 PRY54807.1 ribosomal protection tetracycline resistance protein 
[Glycomyces 
artemisiae]
Length=636

 Score = 328 bits (841),  Expect = 4e-100, Method: Compositional 
matrix adjust.
 Identities = 226/650 (35%), Positives = 337/650 (52%), Gaps = 
45/650 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD+M LER
+RGITIQ+AV
Sbjct  1    
MSFLNLGILAHVDAGKTSLTERLLFDAGIIDRVGSVDSGSTQTDSMELERRRGITIQSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+LF  L 
++ 
Sbjct  61   
VAFRLGGTTVNLIDTPGHTDFIAEVERALRVLDGAVLVVSAVEGVQAQTRVLFRTLERLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PT++F+NK+D+ G     ++  +   LS +++   TV           P    E     
Sbjct  121  



VPTLLFVNKVDRRGAREAGLLYDLASMLSPNLLPMGTVEAIGTGDARAVPFAFTERAFAD  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             A D +   +D+ L  Y+  +P + +    E   +V+   + PVY+GSA  G G   
L +
Sbjct  181  RAADLLSAGSDEFLAAYLD-DPGALDYEA-
ELAAQVRTGQVHPVYFGSAVTGTGAAELTE  238

Query  233  AVTGLFQPIGEQGS--
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR----  286
             +   + P+  QG   A   G+VFKVE+   GQ+  Y+R+ +G +  RD +    R    
Sbjct  239  GIR-RYLPV-PQGDPEAEAVGTVFKVEH--
VGQKIAYVRMRAGRIAPRDALTAYRRGEYG  294

Query  287  ----EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWRED  341
                 + K+T + +   G       A PG I  +   S +R+ D +G P  L        
Sbjct  295  
AVEEHEGKVTAVEVFDHGTATVPGEAGPGSIAKVKGLSDIRIGDAIGSPDGLAGGGLFTP  354

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P L T + P     R  L  AL  LA+ DPL+   +D ++ E+ +   G VQ 
EVV++
Sbjct  355  --
PTLETVVRPADPNDRVPLNRALLSLAERDPLVDPHLDELSEEMAVRLYGEVQKEVVAS  412

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQY  460
            LL E++ +    +E   I++ERP+K AS    + +       A++GL + P   
GSG+ Y
Sbjct  413  
LLDEEFGIGVEFEETRAIHVERPVKPASALHEMGQWAQTTNVATVGLRLEPGEPGSGLHY  472

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V  G L ++ +NAV +G+   L +GL+GW VTDCK+      Y    ST A 
FR   
Sbjct  473  
GLEVERGSLTRALRNAVEEGVFAYLRRGLYGWAVTDCKVWLTATGYIGRTSTAAHFRDTT  532

Query  521  PIVLEQALKESGTQLLEPYLSFILYAPQ-------
EYLSRAYHDAPKYCATIETAQVKKD  573
              +L+  L+ESGT + EP   F +  P        + L  A  D     +T  T  
V   
Sbjct  533  
MYLLDVMLRESGTVVCEPVNRFHVEFPAGTGNAVLKTLGEARADIKGQFSTETTGYV---  589

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
                +G +P   +      L   T G ++  TE + Y+   G P   PRR
Sbjct  590  ----SGFLPTEAVHGVERRLPGLTEGLALFTTEFEEYRPVFGPP---PRR  632



>WP_038689909.1 GTP-binding protein [Rhizobium sp. IE4771]
 AIC28018.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium sp. IE4771]
Length=651

 Score = 328 bits (842),  Expect = 4e-100, Method: Compositional 
matrix adjust.
 Identities = 216/646 (33%), Positives = 335/646 (52%), Gaps = 
13/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+ DT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDSGDTQPDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTD-------I  172
            +P V F+NK+D+ G     V++++  +L+   I +   +    ++   E  D        
Sbjct  121  
VPFVFFVNKVDRLGARYGEVMEALAAQLAVRPIAMSSVLDAGSKLARVEALDPGNEPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++ E+L      +V    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEALLDDYVLAPERLTGERLGGALADQVARGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +        +  + G +FK+E    G++  Y+ L SGT+RLR  + L    
+ ++
Sbjct  241  
SAIAAVLPERCPDPNGPVAGKIFKIERGWGGEKLSYVYLTSGTVRLRQYLDLPNGPE-RV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G     ++   G+I  +      R+ D +G   R    R    P P L 
T +
Sbjct  300  TAIQLFQAGRSHGAESFAAGQIARVCGLAGARIGDAVGG-DRGATGRAHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410



              +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ L 
Sbjct  358  
LARRPSERAALWLALSQMAEQDPLINLHRNEEVDEVFVSLYGEVQKEVIQSTLLADFALG  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI  ERP    S    +   PNPF A++GL V P   G G  +   V 
LG + 
Sbjct  418  
ASFEERTVILAERPAATGSGLQILFKEPNPFLATVGLRVEPRPAGMGNSFAFEVDLGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F   V + +   L+QG+FGW V DC +      + SP S  ADFR L P VL  
AL +
Sbjct  478  
VAFYRTVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASAAADFRQLTPWVLAMALSD  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F +  P E LS       +  AT   + +        G + ++ 
+Q  +
Sbjct  538  
AQTVLCEPVDRFHIETPAESLSAVLTLLARSAATTSDSVIADGVARLEGTLASQMVQRVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              L   T+G     T    Y    G P ++PR      + V ++ +
Sbjct  598  QQLPGLTSGAGTMETAFDHYAPISGPPRLRPRSGPDPFNPVEYLLR  643

>WP_088673344.1 GTP-binding protein [Rhizobium sp. R339]
 OWV76994.1 GTP-binding protein [Rhizobium sp. R339]
Length=655

 Score = 328 bits (842),  Expect = 4e-100, Method: Compositional 
matrix adjust.
 Identities = 212/567 (37%), Positives = 314/567 (55%), Gaps = 
23/567 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P V F+NK+D+ G     +++++  +LS   I   +VS +   +      +EA D    
Sbjct  121  VPFVFFVNKVDRLGTRYGELMEALAAQLSVRPIAMSSVSDAGSKLAR----
VEALDPGNE  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                    A+ EN+D LL+ Y+ A E ++RE+L      +     + PV+ G+A  
G G+
Sbjct  177  
PLFSALCEALGENDDALLDDYVLAPERVTRERLGSALADQAARGLVHPVFAGAAMTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  A+  +           + G +FK+E    G++  Y+ L +GT+RLR  + L    
Sbjct  237  
PALASAIAAILPERHPDPDGPVAGKIFKIERGWGGEKLCYVSLTAGTVRLRQYLDLPNGP  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPM  345
            + ++T +++   G     ++   G+I  +      R+ D V GDP    R  +     
P 
Sbjct  297  E-
RVTAIQLFEAGRSHGAESFGAGQIARVSGLAGARIGDAVGGDPGTAGRVHFAP---PT  352

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T +  +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ A 
L  
Sbjct  353  
LETRVLARRPSERAALWLALSQMAEHDPLINLHRNEEADEVFVSLYGEVQKEVIQATLLT  412

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             + L+   +E +VI  ERP    S    +   PNPF A++GL V P   G+G  +   
V 
Sbjct  413  
DFGLDASFEESTVILAERPAATGSGLQILFKEPNPFLATVGLRVEPRPAGAGNSFVLEVD  472

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            +G +  +F  AV + +   L+QG+FGW VTDC +      + SP ST ADFR L P 
VL 
Sbjct  473  
VGQMPVAFYRAVEETVFETLKQGIFGWQVTDCHVAMTAARHSSPASTAADFRQLTPWVLA  532

Query  526  QALKESGTQLLEPYLSFILYAPQEYLS  552
             AL  + T L EP   F L  P E LS
Sbjct  533  SALSAAQTVLCEPVDRFHLETPAESLS  559

>WP_057216731.1 GTP-binding protein [Ensifer sp. Root127]
 KQW67273.1 GTP-binding protein [Ensifer sp. Root127]



Length=645

 Score = 328 bits (841),  Expect = 5e-100, Method: Compositional 
matrix adjust.
 Identities = 218/637 (34%), Positives = 337/637 (53%), Gaps = 
18/637 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +  I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLFDASVIDKLGSVDAGNTQTDSLALERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P + FINK+D+ G     V+Q++  +L     +   +I     L+     +  ++    
Sbjct  121  
VPFLFFINKVDRLGARYDEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y+ A + ++ E+L R  + +V    L P + G+A  G+G+  
L 
Sbjct  181  
ALCETLAENDDELLRDYLQAPDRLTDERLDRSLRDQVSRGLLQPAFAGAAVTGVGLPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         AA+ G +FK+E    G++  YL L SGT+R+R+ + L  +   
++
Sbjct  241  SAIATLLPSRDLDPDAAVTGRIFKIERGWGGEKLSYLYLSSGTVRVREYLDLP-
QGSARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G+I    +   G+I  +    + R+ DV+G  TRL        P P L 
+  
Sbjct  300  TGIQLFDAGKIHSATSFRAGQIARVSGLGIARIGDVVGT-TRLADVPHHFAP-
PTLESRA  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL QLA+ DPL+    +  T++I +S  G VQ EV+ + L   
+ LE
Sbjct  358  
KAQRPSESAALWLALNQLAEQDPLIDLRKNEDTNDIFVSLYGEVQKEVIQSTLLTDFGLE  417



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI  ER  +  +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VAFEDSTVICAERLARTGTGLQIIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             S+  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
ASYYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALST  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L AP E L        K  A  + + V        G + +  
+Q  +
Sbjct  538  
AKTVVCEPIDQFYLEAPSETLGGLLTLLAKSGAVTKESIVADGVARLEGHVASERVQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              L   T+G     T    Y      P   P+R   R
Sbjct  598  QQLPGLTSGMGTMETSFHHY-----APAADPQRSRKR  629

>WP_072380130.1 GTP-binding protein [Rhizobium tibeticum]
 SEI16233.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Rhizobium 
tibeticum]
 SEO99150.1 ribosomal protection tetracycline resistance protein 
[Rhizobium 
tibeticum]
Length=645

 Score = 328 bits (841),  Expect = 5e-100, Method: Compositional 
matrix adjust.
 Identities = 223/646 (35%), Positives = 334/646 (52%), Gaps = 
17/646 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGTIDKLGSVDAGNTQTDSLELERQRGITITAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTLGDLVVNLIDTPGHPDFIAEVERILQLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +P V FINKID+ G     +V     +LS   +    V+        +    ++ E    
Sbjct  121  
VPFVFFINKIDRPGARYSEIVGDTASQLSVRSVAMSAVTDAGSREAKVETVDIMHEPHFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               DA+   ++ LL  +I A E ++ E+L      +V    L P + G+A  G+GI  
L+
Sbjct  181  
AFCDALAAEDETLLNDFILAPESLTIERLRAALADQVAKGLLHPAFGGTAMTGIGIPDLI  240

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLK  290
             A+  L           + G +FK+E    G++  YL L SGT+ +R+ + L AG    
K
Sbjct  241  
AAIETLLPGRNPDPLGPVEGKIFKIERGWGGEKLAYLNLTSGTVAVRNYLELPAG--AAK  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T M++ S+G + + +    G+I  +    + R+   +G   R     +   P P 
L T 
Sbjct  299  VTTMQVFSEGRLEKVNQVSAGQIAKIGGLANARIGHEVG-AGRSATGSFHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P+  +  E L  AL QL++ DPL+   ++    E+ +S  G VQ E++ A L   
+ L
Sbjct  357  
IRPRRPSDIEALWLALQQLSEQDPLINLRINGDASEMSVSLYGEVQKEIIQATLQNDFAL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E + I  ER +   S    I   PNPF A+IGL V P   G+G  +   V 
+G +
Sbjct  417  
DVTFEESTTICAERLVGTGSGLEIIFKEPNPFLATIGLRVDPRPAGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+ G++GW V DC +      + SP ST ADFR L P+VL  
AL 
Sbjct  477  
PVSFYRAVEETVFETLKAGIYGWQVIDCHVAMTAARHSSPSSTAADFRKLTPLVLATALS  536

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCIQA  588
             + T + EP   F+L  P   L+       K C      Q+  D +    G I +  
+Q 
Sbjct  537  SAHTVVCEPVDRFLLEVPAAALTTTLTLLAK-



CGASPKEQLISDGIARLEGTITSAMVQT  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
             +  L   ++G  V  +    Y    G  V +PR      D+  ++
Sbjct  596  VQRRLPGLSSGAGVLESSFDHYARKSGSTVSRPRSGADPFDRADYL  641

>PCI34160.1 GTP-binding protein [Flavobacteriaceae bacterium]
Length=655

 Score = 328 bits (842),  Expect = 5e-100, Method: Compositional 
matrix adjust.
 Identities = 200/622 (32%), Positives = 333/622 (54%), Gaps = 
20/622 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +NIGILAHV+AGKTT+TE LL+ SGAI  PG+V+KG T TD + LE+QRGITIQ    
Sbjct  4    
KTLNIGILAHVNAGKTTITEQLLFQSGAIKAPGNVDKGXTITDYLDLEKQRGITIQNTCV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    +NI+DTPGH DF  EV ++L VLDG +LVISA DG+QA T  L+ +L 
++ I
Sbjct  64   
KFEWDBVVINIIDTPGHADFSXEVDKALQVLDGIVLVISAVDGIQANTLNLWESLNELKI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII----KQTVSLSP--
EIVLEENTDIEAW  175
            P +IFINKID+AG D   V + +  +L+         K   SLSP  ++   E    
+++
Sbjct  124  
PVIIFINKIDRAGADPTGVFKELEKELNIKGFCVNYPKDESSLSPFSKMDTTEECIAKSY  183

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E +D + E ++    +   ++ +++Q  +    L  +++G AK G+GI+ L 
+++ 
Sbjct  184  
ENLAELDDAIFELFLEDALVYTPEIEKKQQEFIASQQLIAIHFGIAKLGIGIRDLANSIC  243

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM  294
             +  P+    S A+   VFK+E+     +  ++++YSG+L+ +D + +   E+ LK
+ ++
Sbjct  244  NI-
APMSFLNSDAINAKVFKIEHHKKYGKLAFIKMYSGSLKAKDVIYVPRLERTLKVNQL  302

Query  295  RIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
               + G++         EI +I  S+++   DVLG+  +       +  +   ++ 
++ +
Sbjct  303  MQSATGKLESISEITCNEIGIIAVSEAIITGDVLGNELK------



NDSDINKNKSVLSVQ  356

Query  354  TAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              A  E+    L  AL QL   +P L    + +  E  ++ LG +  EV+   L+ 
++++
Sbjct  357  
IDAVNEKDYQDLSKALQQLDIENPALNFVWNKVDKEFYVAILGPMHSEVLQHTLAHRFQI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E  +  P +IY E PL  A   +   + P P WA +   ++P    SGV ++S V 
+  +
Sbjct  417  EVTINPPKIIYKETPLTTAEGYVRYWM-
PKPCWAIMTFKISPGIPNSGVVFKSSVGVNQI  475

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +Q +QN V+  I +GL+QG+ GW VTD  I    G  ++  S P DF    P+ + 
+ ++
Sbjct  476  
SQKYQNEVKRAIPWGLKQGIKGWEVTDIIIELIQGEEHNVHSNPGDFLLATPMGILRGIE  535

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + TQLLEPY +F + A Q+ L        K  A I+    + +     G +       
Y
Sbjct  536  
NADTQLLEPYFNFEIKAHQDVLGPLQSSLVKMNAQIDAPYFEGEIFHLKGTVTVATAIEY  595

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
                   T G+      + GYQ
Sbjct  596  HIIFNTITGGKGRLKLNIGGYQ  617

>WP_097667096.1 GTP-binding protein [Rhizobium sp. M1]
 PDT08023.1 GTP-binding protein [Rhizobium sp. M1]
Length=655

 Score = 328 bits (841),  Expect = 5e-100, Method: Compositional 
matrix adjust.
 Identities = 223/646 (35%), Positives = 342/646 (53%), Gaps = 
13/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  



ALR++ 
Sbjct  61   
VSFAIGGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTD-------I  172
            +P V FINK+D+ G     V++++  +L+   I +   ++   ++   E  D        
Sbjct  121  
VPFVFFINKVDRLGARYGEVMEALAMQLAVRPIPMSSVINAGSKLAGVEALDPGNEPLFS  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEVLLDDYVLAPERLTGERLGRALADQVARGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L    
+ ++
Sbjct  241  
SAIAAILPERRPNPDGPVAGRIFKIERGWGGEKLSYVYLTSGTVRLRQYLDLPNGPE-RV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G     ++   G+I  +      R+ DV+G   R    R    P P L 
T +
Sbjct  300  TAIQLFQAGRSHGAESFAAGQIARVSGLAGARIGDVVGG-DRGAAGRAHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LARRPSERAALWLALSQMAEQDPLINLHRNEDADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI  ERP    S    +   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
ASFEESTVILAERPAATGSGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
VAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590



            + T L EP   F L  P E L        K  A    + +        G + ++ 
+Q+ +
Sbjct  538  
AQTVLCEPVDRFHLETPAESLGGVLTLLAKSAAMTTDSVIADGVAHLEGTLASQMVQSVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              L   T+G +   T    Y    G P ++PR      + V ++ +
Sbjct  598  QQLPGLTSGAATMETAFDHYAPLSGPPRLRPRSGPDPFNPVEYLLR  643

>WP_037107199.1 GTP-binding protein [Rhizobium sp. OK665]
Length=651

 Score = 328 bits (840),  Expect = 7e-100, Method: Compositional 
matrix adjust.
 Identities = 215/636 (34%), Positives = 326/636 (51%), Gaps = 
21/636 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + G+V+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDCGVIDKLGNVDTGNTQTDSLELERQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R + +LD AI+V+SA +GVQAQTR+L  AL
++ +
Sbjct  61   
VSFRVGDIVVNLIDTPGHPDFIAEVDRVVGLLDAAIVVVSAVEGVQAQTRVLVRALQRFS  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P V FINK+D+ G     VV+ +  +L    I    V+ +      +   +EA D    
Sbjct  121  VPFVFFINKVDRLGARYDKVVEDIATQLRIRPIAMSAVTDAG----
SKRARVEALDPASD  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                     + EN++ LL  Y+ A   I+  +L      +V    + P + G+A  
G G+
Sbjct  177  
PLFTILCETLAENDEVLLGDYVQAPGRITDGRLGSALASQVAAGLVHPAFAGAAMTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  AVT +        +  + G +FK+E    G++  YL L SGT++LR  + L    
Sbjct  237  
SELTSAVTTMLPARCLDPNGPVAGKIFKIERGWGGEKLSYLYLTSGTVQLRQALNLPSGP  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
              ++  + +  +G +    + + G+I  +   +  R+ D +G    +P  R    P 



P L
Sbjct  297  A-RVIGIHVFEQGRVHGVASFHAGQIARVGGLNGARIGDRVGSGP-
VPGGRAHFAP-PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  +    L  AL QLA+ DPL+    +  T+++ LS  G VQ EV+ + 
L   
Sbjct  354  
ETRVRAQRPSASAALWLALNQLAEQDPLINLRRNDDTNDVFLSLYGEVQKEVIQSTLLTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE + +E +VI +ER     S    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLEAIFEESTVICVERLAGIGSGLELMFKDPNPFIATVGLRVEPRPEGAGNSFALEVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  SF  AV + +   L+QGL GW + DC +        SP ST  DFR L P
+VL  
Sbjct  474  
GQMPASFYRAVEEAVFETLKQGLSGWQIIDCHVALTEARQSSPTSTAGDFRQLTPLVLAT  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T + +P   F + AP   +S       K  AT     + +      G I 
+  I
Sbjct  534  
ALSAAQTFICQPVSRFSIEAPSTAVSGLLMALAKSGATTTDTVIVEAAARLEGTIASSMI  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            QA +  L   T+G          Y    G P ++ R
Sbjct  594  QAIQQQLPGLTSGAGTMEASFDHYAPLTGPPRMRER  629

>WP_034315358.1 GTP-binding protein [Amycolatopsis lurida]
 KFU78628.1 GTP-binding protein [Amycolatopsis lurida NRRL 2430]
 SEE20207.1 ribosomal protection tetracycline resistance protein 
[Amycolatopsis 
lurida]
Length=627

 Score = 327 bits (838),  Expect = 7e-100, Method: Compositional 
matrix adjust.
 Identities = 207/640 (32%), Positives = 331/640 (52%), Gaps = 
34/640 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +GAI   G V+ G T TDTM LER+RGITI
++AV
Sbjct  1    



MEYLNLGVLAHVDAGKTSLTERLLHHTGAIRTLGRVDAGNTHTDTMELERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L  AL 
++ 
Sbjct  61   
VAFRVGDLRVNLIDTPGHPDFIAEVERALRVLDGVVLVVSAVEGVQAQTRVLMRALARLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IP +IF+NK+D+AG     ++  + ++L    +    V     +   V   +      
+ 
Sbjct  121  
IPVLIFVNKVDRAGARYDGLLTDLAERLGVACVPMSEVDGIGTASAKVRPSSLSAGTAER  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV---  234
            + E++D  L  Y+  + ++ E    E  R+ +   + PV++GSA+ G GI  L   
+   
Sbjct  181  LAEHSDAFLAAYLE-
DTLTAEDYRGEVVRQTRLGLVSPVFFGSARSGEGIAELTSGIREF  239

Query  235  -TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---
EKLK  290
              G  +P+ +     L  +VFK+E     ++  Y+R++SG +  RD V    R   
++ K
Sbjct  240  LAGAVKPVPDD---
RLRATVFKIERGRAHEKIAYVRVFSGEIGARDHVRFHRRGLTKEAK  296

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDP------
TRLPRKRWREDPL  343
            ++ + +   G+      A  G I  +     + + D++G P      TR P         
Sbjct  297  
VSAVHVFELGDETVEGRARAGRIAKVTGLKEIGIGDLIGVPDGDGVTTRFPP--------  348

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L T + P   AQ   +  AL +LA+ DPL+    D  T  I +   G VQ E++
+  L
Sbjct  349  
PALETVVGPALPAQAPAVFAALRELAEQDPLITVRQDDETRRISVRLYGEVQKEIIAETL  408

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            + ++ L+        + +ERP+        I    NP +A++GL V P + GSG+ 
+   
Sbjct  409  
AAQHGLDVTFSLTRPVCVERPIGTGHSVWFITEKRNPCFATLGLRVGPGTPGSGLTFGLD  468

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V LG L  +F  A+ + +   L  G  G  V DC +   +  Y+SPVS   DFR + 
P V



Sbjct  469  
VELGSLPLAFHKAIEETVDATLRSGPSGREVVDCVVTVTHTGYFSPVSAAGDFRKITPFV  528

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+E+GT++LEP     +  P + ++       +   T+  +  + D    TG 
+P 
Sbjct  529  
LAEALREAGTEVLEPVSRIEVELPADAVTATLSRLVECGGTVIGSVARGDRAELTGVLPT  588

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              +  +   L   T G  +  TE  G+     +P + P R
Sbjct  589  GEVARFEQRLPGLTRGEGLMSTEPAGH-----RPRVSPNR  623

>WP_035103788.1 GTP-binding protein [Devosia sp. LC5]
 KFC61347.1 Elongation factor G [Devosia sp. LC5]
Length=652

 Score = 328 bits (840),  Expect = 7e-100, Method: Compositional 
matrix adjust.
 Identities = 219/646 (34%), Positives = 331/646 (51%), Gaps = 
15/646 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIGTLGSVDSGNTQTDSLALERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFMLGETSVNLIDTPGHPDFIAEVERVLELLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEAWDA--  177
            +P V FINK+D+ G   + V+  +  +L    I +        +    +  D+  W 
A  
Sbjct  121  VPMVFFINKVDRVGAQYERVIAEIAQQLPVRPIAMSGVFEAGSKAAQVQGCDL--
WHANS  178

Query  178  -----VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                 + EN+D LL  Y+ A   ++  +L      +V +  + P + GSA  G+G+  
L 
Sbjct  179  
GLCETLAENDDALLSDYVMAPHLVTAAQLKHVLAGQVANGLVQPAFAGSATTGIGVPALS  238

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291



            +A+  L          A+ G +FK+E    G++  YL L++G +  RD + L    
+ ++
Sbjct  239  
EAIESLLPARLPDADGAVAGKIFKIERGWGGEKLAYLALHAGIVHTRDLINLPDSAE-RV  297

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G++    +   G+I  +    + R+ D +G    +P         P L 
T +
Sbjct  298  TGIELFEHGQVRTVPSLQAGQIGRISGLKTARIGDAIGK--
GIPGGGRAYFAPPTLETRV  355

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+  A    L  AL QLA+ DPL+    +   +E+ +S  G VQ EV+ A L   
+ LE
Sbjct  356  
LPRRPADSAALWLALGQLAEQDPLINLRRNEDANEVFVSLYGEVQKEVIQASLLADFGLE  415

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E +VI +ERP   A     +   PNP+ A++GL + P   G+G  +   V  
G++ 
Sbjct  416  
ASFAESTVICVERPTGTAEGLEIMFKEPNPYIATVGLRIEPRPAGAGNSFALEVDPGHMP  475

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV +G+   L QG FGW V DC +      +  P S  ADFR L P+VL  
AL  
Sbjct  476  
ASFYRAVEEGVSETLRQGRFGWQVVDCHVAVIAARHREPASVAADFRQLTPLVLAAALSA  535

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +  Q+ EP   F L AP   LS       +  A +    + +  V  TG I A  
+Q+ +
Sbjct  536  
AQNQVCEPINRFHLEAPVGALSALLTLLARAGAAVAETVIAEGIVRATGTIAAAQLQSVQ  595

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
              L   T+G  V       Y    G P  +PR      ++  ++ +
Sbjct  596  QQLPGLTSGAGVLEASFDHYAPVHGTPPARPRSGADPFNRTEYLLR  641

>WP_052589716.1 GTP-binding protein [Luteipulveratus mongoliensis]
 AKU15075.1 hypothetical protein VV02_03045 [Luteipulveratus 
mongoliensis]
Length=645

 Score = 327 bits (839),  Expect = 9e-100, Method: Compositional 
matrix adjust.
 Identities = 216/638 (34%), Positives = 327/638 (51%), Gaps = 
24/638 (4%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G+LAHVDAGKT+LTE LL+A+GAI   G+V+ G+T TDTM LER+RGITI
+AAV S 
Sbjct  5    
LNLGVLAHVDAGKTSLTERLLHAAGAIDAVGAVDAGSTHTDTMALERERGITIRAAVVSC  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  +N+VDTPGH +F+AEV RSLAVLDGA+LVISA +G+Q QTR+L   LR++ 
+PT
Sbjct  65   
TVDGTTINVVDTPGHAEFIAEVERSLAVLDGAVLVISAVEGIQPQTRVLLRTLRRIGLPT  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------
LSPEIVLEENTDIEAWD  176
            +IF+NKID+AG     +V  ++ +L  + +  Q+ S        S  + + +   
IE   
Sbjct  125  
IIFVNKIDRAGARSHELVDQLQAELEVNAVAVQSPSGLGAPDACSRSLNVNDANGIERLA  184

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
              +   D  +  Y+   P S   L    +RR +   L PV++GSA  G G++ L+ 
A+  
Sbjct  185  EAV--
GDDGIAAYVDRGPASLADLSALAERRTRAGELSPVFFGSAVTGAGVEELLHAIP-  241

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLK---IT  292
             + P     S    G VF +E+     +R  +R+Y G+L  R  V +A G +K K   
+T
Sbjct  242  
RWLPSSISSSTESSGVVFAIEHEPHTPKRAVVRMYGGSLTQRQRVPMARGADKAKTARVT  301

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             + + + G +   D+   G I ++   D VR+ D  G    LP               
+A
Sbjct  302  GLSVFADGLVHAADSVDAGRIALVAGWDDVRVGDHFGT---
LPSGAQGSLFAAPSIEVVA  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                     L  AL +LA+ DPL+   +  I  EI ++  G VQ EV+   L   + 
+  
Sbjct  359  EPIGGDATDLYAALDRLAERDPLI--
ALRRIDGEIRIALYGEVQREVILETLRRDFGVAA  416

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                   +Y+ER L      +       P+ A++GL V+P   G+GV+    V  G 
L +



Sbjct  417  RFSASRPVYVER-
LTGTGEGLEALGQGAPYPATLGLRVSPAPPGTGVRLSLEVERGSLLR  475

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +   +R  +   L  G  GW V DC I   +  Y +PV+T A FR L P+VL 
+AL  +
Sbjct  476  
PYWAGIRTAVNQSLRAGPHGWAVPDCDIAITHSGYAAPVTTAAHFRQLTPLVLAEALTAA  535

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT + EP  +F +  P E LS A      +   ++  QV     +  G +PA  +   
+ 
Sbjct  536  
GTVVCEPLHTFEIDVPTEGLSDASALVGLHRGRVDGTQVLAGRSLVAGVLPAEQVHEVQA  595

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
             +    +G +  ++  +G+    G P   PRR  + LD
Sbjct  596  RIPAIAHGEATFVSRAEGFAPVRGTP---PRRARTDLD  630

>WP_084814088.1 GTP-binding protein [Ensifer sp. 1H6]
 OMQ46580.1 GTP-binding protein [Ensifer sp. 1H6]
Length=657

 Score = 328 bits (840),  Expect = 9e-100, Method: Compositional 
matrix adjust.
 Identities = 219/637 (34%), Positives = 336/637 (53%), Gaps = 
18/637 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +  I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLFDASVIDKLGSVDAGNTQTDSLALERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P + FINK+D+ G     V+Q++  +L     +   +I     L+     +  ++    
Sbjct  121  
VPFLFFINKVDRLGARYDEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +++ EN+D+LL  Y+ A + ++ E+L R  + +V    L P + G+A  G+G+  



L 
Sbjct  181  
ALCESLAENDDELLRDYLQAPDRLTDERLDRSLRDQVSRGLLQPAFAGAAVTGVGLPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         AA+ G +FK+E    G++  YL L SGT+ +R+ + L  +   
++
Sbjct  241  SAIATLLPSRDLDPDAAVTGRIFKIERGWGGEKLSYLYLSSGTVCVREILDLP-
QGSARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G+I    +   G+I  +    S R+ DV+G  TRL        P P L 
+  
Sbjct  300  TGIQLFDAGKIHSATSFRAGQIARVSGLGSARIGDVVGT-TRLADVPHHFAP-
PTLESRA  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++R  L  AL QLA+ DPL+    +  T++I +S  G VQ EV+ + L   
+ LE
Sbjct  358  
QAQRPSERAALWLALNQLAEQDPLIDLRKNDDTNDIFVSLYGEVQKEVIQSTLLTDFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI  ER     +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VAFEDSTVICAERLAGTGTGLQIIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L QG+FGW V DC +      + SP ST A+FR L P VL  
AL  
Sbjct  478  
ASFYRAVEETVFETLRQGIFGWQVIDCHVAMTAARHSSPSSTAANFRQLTPWVLATALST  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L AP E L        K  A  + + V        G + +  
+Q  +
Sbjct  538  
AKTVVCEPIDQFYLEAPSETLGGLLTLIAKSGAVTKKSIVADGVAQLEGHVASERVQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              L   T+G     T    Y      P   P+R   R
Sbjct  598  QQLPGLTSGMGTMETSFHHY-----APAADPQRSRKR  629

>WP_057206998.1 GTP-binding protein [Ensifer sp. Root31]
 KQU90523.1 GTP-binding protein [Ensifer sp. Root31]
Length=657



 Score = 328 bits (840),  Expect = 9e-100, Method: Compositional 
matrix adjust.
 Identities = 219/637 (34%), Positives = 336/637 (53%), Gaps = 
18/637 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +  I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLFDASVIDKLGSVDAGNTQTDSLALERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P + FINK+D+ G     V+Q++  +L     +   +I     L+     +  ++    
Sbjct  121  
VPFLFFINKVDRLGARYDEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y+ A + ++ E+L R  + +V    L P + G+A  G+G+  
L 
Sbjct  181  
ALCETLAENDDELLRDYLQAPDRLTDERLDRSLRDQVSRGLLQPAFAGAAVTGVGLPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         AA+ G +FK+E    G++  YL L SGT+R+R+ + L  +   
++
Sbjct  241  SAIATLLPCRDLDPDAAVTGRIFKIERGWGGEKLSYLYLSSGTVRVREYLDLP-
QGSARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G+I   ++   G+I  +    S R+ DV+G  TRL        P P L 
+  
Sbjct  300  TGIQLFDAGKIHSANSFKAGQIARVSGLGSARIGDVVG-TTRLADVPHHFAP-
PTLESRA  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++R  L  AL QLA+ DPL+    +  T++I +S  G VQ EV+ + L   
+ LE
Sbjct  358  
QAQRPSERAALWLALNQLAEQDPLIDLRKNEDTNDIFVSLYGEVQKEVIQSTLLTDFGLE  417



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI  ER     +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VTFEDSTVICAERLAGIGTGLQVIFKEPNPFLATVGLRVEPRPEGAGNSFTLEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             S   AV + +   L QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
ASLYRAVEETVFETLRQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALST  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L AP + L        K  A  + + V        G + +  
+Q  +
Sbjct  538  
AKTVVCEPIDQFYLEAPSQTLGGLLTLLAKSGAVTKESIVADGVARLEGHVASERVQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              L   T+G     T    Y      P   P+R   R
Sbjct  598  QQLPGLTSGMGTMETSFHHY-----APAADPQRSRKR  629

>WP_030408550.1 GTP-binding protein [Streptomyces sp. NRRL F-5917]
Length=688

 Score = 328 bits (842),  Expect = 1e-99, Method: Compositional 
matrix adjust.
 Identities = 221/640 (35%), Positives = 325/640 (51%), Gaps = 
36/640 (6%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKT+LTE LLY +GAI   GSV+ GTTRTD+  LER+RGIT+++AV 
SF 
Sbjct  46   
NIGIVAHVDAGKTSLTERLLYDTGAIDTLGSVDAGTTRTDSDALERRRGITVRSAVASFT  105

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   LR+M 
+PT+
Sbjct  106  
ARGTRVNLIDTPGHADFVAEVERALEVLDGAVLVLSAVEGVQPQTRVLMRTLRQMRLPTL  165

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDIE  173
            +F+NKID+ G     +V  +R KL+   +             + + L P+    +  
+I 
Sbjct  166  
LFVNKIDRPGARPGELVAEIRRKLAPHAVPLSRVQAAGSSGARALPLRPQDDAADGAEIA  225



Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ + +D LL + + G P+S ++L           ++ P+Y+GSA  G GI+ 
L+  
Sbjct  226  --
EALADVDDVLLARVVDGPPLSPDELRTALAGHTVRGTVQPLYFGSALTGEGIERLVAG  283

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-----  286
            +T L    P G  G A   G VF +E    G R  Y+R+++G L  R  V    R     
Sbjct  284  ITELLPGTPDGAAGGAP-
HGRVFALEREPSGGRTAYVRMFTGQLEPRRRVTYHRRSAEGT  342

Query  287  ---EKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWRED  341
                  +I+ +++ +     R      GEI  +     +R+ D +G P    P       
Sbjct  343  RQEHTGRISSLQV-
AGDPAPRAQRLVAGEIGRVRGLTGIRVGDTVGAPGDDAPGPAGVRL  401

Query  342  PLPMLRTTIAPKTAA--
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P+L++ + P         RL  ALT +A+ DPLL    +      +L   G VQ 
E++
Sbjct  402  ATPVLQSVVRPAQPGPDATARLHTALTLMAEEDPLLHARAEPHGATSVL-
LHGEVQKEII  460

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV------
PPNPFWASIGLSVTPLS  453
            +A L+E+Y +E V +   V+  ERP+        I          +  WA++GL V 
P  
Sbjct  461  
AATLAERYGIEAVFEPSRVVCRERPVGVGEAADGIGAGGRYTPAASGHWATVGLRVEPGP  520

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
             GSGV +     LG L  +F  AV + +   L  G  GW VTDC +      +  
PVST 
Sbjct  521  
HGSGVVFRYETELGALPYAFHRAVEETVHEALRTGPHGWAVTDCVVTLIRSGFAGPVSTA  580

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
            ADFR L  +++ +AL  +GT + EPY +F L  P   L R          T+        
Sbjct  581  
ADFRGLTRLLVARALDRAGTCVYEPYHAFELEIPLAALHRVTGALAPLGGTVTDTVTAGA  640

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
                TG +PAR +   R  L   T G ++  +   G + A
Sbjct  641  VCTLTGALPARHVPRVRQMLPGLTRGEALWWSRPAGERPA  680

>PKP17033.1 GTP-binding protein [Bacteroidetes bacterium HGW-
Bacteroidetes-21]



Length=689

 Score = 328 bits (842),  Expect = 1e-99, Method: Compositional 
matrix adjust.
 Identities = 191/592 (32%), Positives = 325/592 (55%), Gaps = 
16/592 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K INIGILAH DAGKTT+TE+LL+   AI + GSV+KGTT TD + +E++RGI+I
+AA+ 
Sbjct  4    
KTINIGILAHADAGKTTITENLLFIGKAIKQKGSVDKGTTSTDFLDIEKERGISIRAAIN  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F W    VN++DTPGH+DF AEV R++++LD  ILV+S+ +GVQ+ T  ++  L+
+ NI
Sbjct  64   
TFTWENTLVNLIDTPGHVDFSAEVERAISILDAVILVVSSVEGVQSHTITIWQTLKECNI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----SPEIV---
LEENTDIEA  174
            P   FINKID+ G D ++V++ ++ +L+  +++ Q V      S +I+      + 
D   
Sbjct  124  
PVFFFINKIDRTGADTEAVLEEIQKELTGSLVLMQEVVAEGRDSAQIIPYFSGTSFDPCL  183

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + ++E +D LLEKY+    +S + L+      +    LFPVY GSAK  +GI  L
+  +
Sbjct  184  
TETIVEADDTLLEKYLTDGVVSDKDLLMSYSGSIASTILFPVYTGSAKNEIGITELLHGI  243

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKIT  292
            + L        +  L   VF++++     +   +R++SG ++ RD +     G+E+ 
K T
Sbjct  244  
SSLLTQKAGNTNEELSALVFRIDHDKTLGKLAGVRIFSGQIKSRDIIFNQSLGKEQ-KCT  302

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRK-
RWREDPLPMLRTTI  350
            ++R     ++  T+    GE+  +   S  ++ D+LG     P + R +E   P+L   
+
Sbjct  303  QLRKYRGAKLEPTEVLLAGEVGAVSGLSETKIGDILGSDKYTPEQVRMKE---
PLLTVKV  359

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     +L  ALT+L+  DP L  + +    E+ L  +G +Q+E++ +LL  +
+ ++
Sbjct  360  



NAVDEKDYAKLAAALTELSTEDPALAFDWNREDEELHLQLMGWIQIEILESLLESRFSVK  419

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +P+VI+ E P K         + P P WA +   + P   GSG+ Y+S+VS+  
+ 
Sbjct  420  AKFGDPTVIFRETPAKQGEGYARYWM-
PKPCWAIVKFLMEPGEPGSGIVYQSKVSVDKIQ  478

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            Q + N +   +   L+QG+ GW V+D KI    G  +   + P DF     + +   
L  
Sbjct  479  
QKYLNEIERTVPEALKQGIKGWEVSDIKITLIEGEDHEMHTHPGDFIIATYMGIMNGLVN  538

Query  531  SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  
582
            +GT  LEP +SF + A ++ L +   D  +     E+ +++K +    G +P
Sbjct  539  TGTHFLEPVISFKISANEDLLGKITSDITQMRGQFESPEIEKGKFTLKGILP  
590

>PHR24012.1 GTP-binding protein [Fluviicola sp.]
Length=660

 Score = 328 bits (840),  Expect = 1e-99, Method: Compositional 
matrix adjust.
 Identities = 210/628 (33%), Positives = 330/628 (53%), Gaps = 
28/628 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++ IGILAHVDAGKT++TESLL+ SGA    GSV+KG+  TD + +E+ RGI+I+A
+  +
Sbjct  6    
VLTIGILAHVDAGKTSITESLLHHSGATKSLGSVDKGSAITDGLSMEKSRGISIKASSVN  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W+     +VDTPGH+DF AEV RSL++LDG ILV+SAK+GVQA T  L+ +L +  
+P
Sbjct  66   
FSWNNNLFQLVDTPGHIDFSAEVDRSLSILDGVILVVSAKEGVQAHTLNLWESLIERKLP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS----PEIVLEENT----
DIEA  174
             +IF NKID+AGVD++ V       L A +       LS    P+++   N+    
D   
Sbjct  126  
VIIFFNKIDRAGVDIERVFLDFEKDLGAKLFALNYPDLSDPDEPKLLSFTNSGNHMDSAI  185

Query  175  WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230



             D  +EN    ++  L +Y+ GE     +++ + ++ ++  +L+   +GSAK 
GLGI+ L
Sbjct  186  
LDKSLENLAECDEAFLAQYLDGETSDLGQVLEKGKQTIKTGALYGAIFGSAKLGLGIEEL  245

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-L  289
            +++++ L  P  +   +     VFKV + +   R  Y++LY G L+ +D +     
+K +
Sbjct  246  LNSLSSLI-
PQEKNYLSTAAAKVFKVAFHEKKGRLAYIKLYGGILKSKDVIRSQELDKDI  304

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLG-----
DPTRLPRKRWREDPL  343
            KI ++  P  G++V+    + GEI  I  SD V    VLG     DP     K       
Sbjct  305  
KINQIFKPHLGDLVQVSELHHGEIGAITTSDIVLSGGVLGSENLTDPYSKISK-------  357

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
             +L   +  K     ++L +AL  L   DPLL         E  L  LG +Q EV+   
L
Sbjct  358  
AILGVQVIAKDEKDYQKLGEALEILNIEDPLLDFNWFKEEKEFHLKILGPIQTEVLKENL  417

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             +++ +E    +P VIY E P K+A   +   + P P WA +   + P  LGSGV 
+ S+
Sbjct  418  EQRWAIEAEFHKPKVIYKETPSKSAEGYVRYWM-
PKPCWAIMTFLIEPAPLGSGVSFTSK  476

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V    ++  + N V+  I + L+QG+ G+ VTD  I    G  ++  S P DF    
P+ 
Sbjct  477  
VRTSDISNKYINEVKRAIPWSLKQGIHGYEVTDLSITLIEGSEHTVHSNPGDFLLATPMG  536

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            + + L+ +GT LLEP  +F + A Q+ L     D  +  A +++     D  +  G 
+  
Sbjct  537  
VLRGLENAGTDLLEPMYAFEIKANQDLLGPVSSDLNQMNAQVDSTVFNADFFIIEGRVSV  596

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 Y       T+G+     +L GY+
Sbjct  597  ANAMNYSIKFNATTSGKGRLKLKLDGYK  624

>WP_080866109.1 GTP-binding protein [Agrobacterium tumefaciens]
 CUX38086.1 Oxytetracycline resistance protein [Agrobacterium 
tumefaciens 



str. Kerr 14]
Length=649

 Score = 327 bits (838),  Expect = 1e-99, Method: Compositional 
matrix adjust.
 Identities = 218/634 (34%), Positives = 333/634 (53%), Gaps = 
17/634 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGVIDRLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     VVQ++ D+L    I   TV+    +    E TD+++     
Sbjct  121  
VPFVFFINKVDRPGARYDEVVQNLADQLRVRPIAMSTVTGAGGKSARVEATDVKSEPFFS  180

Query  175  --WDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN++ LL  Y +  + +  E+L++    +     + P + G+A  G G+  
L+
Sbjct  181  
ILGEILAENDEDLLRDYLLTPDGVEAERLLQSLAHQTAHGLVHPAFAGAAMTGAGLPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  YL L SGT++LR  + L  +  
+++
Sbjct  241  SAIVDMLPARQPDPEGEVSGKIFKIERGWGGEKLSYLHLTSGTIQLRQYLPLP-
QGPVRV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G +  +     G+I  +    S R+ D +G    +    +   P P L 
T +
Sbjct  300  TGIQLFEDGHVHNSTHLRAGQIARVTGFTSARIGDRVGADA-VADSPFHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  A+   L  AL QL + DPL+    +  T+E+ +S  G VQ E++ + L   
+ +E
Sbjct  358  



VSRRPAEHAALWLALNQLTEQDPLIGLRRNDETNEVFVSLYGEVQKEIIQSELLTGFGIE  417

Query  411  TVVKEPSVIYMERPLKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               ++ ++I +ER L    H +  I   PNPF A++GL V P   G+G  +   V 
+G +
Sbjct  418  AEFEDSTIICVER-
LAGIGHGLQTIFKAPNPFIATVGLRVEPRPDGAGNSFALEVEVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+QG+FGW V DC +        +P ST ADFR L P VL  
AL 
Sbjct  477  
PASFYRAVEETVFETLKQGIFGWRVVDCHVAMTAARQSAPSSTAADFRQLTPWVLAMALT  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+ T + EP   F L AP   ++R      K  A    A +        G I +  
+Q  
Sbjct  537  
EAQTYVCEPIDHFHLEAPAAAMTRLSTVLAKAGAVTRNAVISGGMARLEGTIASAMVQGV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            +  +   T G     T    Y  A   P   PRR
Sbjct  597  QQQVPGLTGGMGAMETSFSHYARADNPP--PPRR  628

>WP_012649611.1 GTP-binding protein [Agrobacterium tumefaciens]
 ACM29286.1 tetracycline resistance protein (belongs to the GTP-
binding elongation 
factor family [Agrobacterium radiobacter K84]
Length=649

 Score = 327 bits (838),  Expect = 1e-99, Method: Compositional 
matrix adjust.
 Identities = 211/644 (33%), Positives = 334/644 (52%), Gaps = 
13/644 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MHTLNLGILAHVDAGKTSLTERLLFDAGIIDKLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-



SLSPEIVLEENTDIEA-----  174
            +P + FINK+D+ G     +++ +  +L    +   TV     ++   E  D+ +     
Sbjct  121  
VPFLFFINKVDRRGAHYDDLLEVIATQLPVRPVAMSTVIEAGSKLARVEAFDLGSEPVFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN++ LL  Y+ A + ++ E+L      ++    + P + G+A  G G+  
L 
Sbjct  181  
ALCETLAENDNALLADYVQAPDRLTIERLGCSLTDQIAKGLVHPAFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  R   
++
Sbjct  241  SAIATMLPHRDRDPDGPIVGKIFKIERGWGGEKLCYIHLTSGTMRLRQYLDLP-
RGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G++    +A  G+I  +   S  R+ D +G   +L        P P L 
T +
Sbjct  300  TGIHVFEAGQVHNVASARAGQIARVSGLSGARIGDAVG-ANQLSGGHANFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +    L  AL QLA+ DPL+    +   +E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
VGRHPSDNAALWLALNQLAEQDPLINLRRNEDANEVFVSLYGEVQKEVIQSTLMTDFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + ++ +VI +ER +   +    I   PNPF A++GL V P   GSG  +   V 
LG + 
Sbjct  418  
VMFEQSTVICVERLIGTGAGVQIIFKEPNPFLATVGLRVEPRPEGSGNSFAVEVDLGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+FGW V DC +      + +P ST  DFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEEAVFETLKQGIFGWQVIDCHVAMTAARHSAPSSTAGDFRQLTPLVLATALSS  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F   AP   L+       K  AT++ + +        G + +  
IQ+ +
Sbjct  538  
AQTAVCEPVDHFYFEAPTGTLNGLLAVLAKSGATMKESVIADGIARLEGTLASAMIQSVQ  597



Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
              +   T+G     +    Y    G P ++ R      D   ++
Sbjct  598  QQVPGLTSGAGTMESSFHHYAPMTGPPRLRRRSGADPFDSGEYL  641

>WP_012558297.1 GTP-binding protein [Rhizobium leguminosarum]
 ACI55775.1 small GTP-binding protein [Rhizobium leguminosarum bv. 
trifolii 
WSM2304]
Length=652

 Score = 327 bits (838),  Expect = 1e-99, Method: Compositional 
matrix adjust.
 Identities = 222/648 (34%), Positives = 342/648 (53%), Gaps = 
19/648 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDRVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEEN  169
            +P V F+NK+D+ G     V++++  +L+   I           + Q  +L+P    
+E 
Sbjct  121  
VPFVFFVNKVDRLGARYGEVIEALAAQLAVRPIAMSSVTDAGSKLAQVEALAPG---DEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ E++  LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  G 
G+ 
Sbjct  178  
LFSALCEALGESDQALLDDYVLAPERLTTERLGRSLADQVARGLVHPVFAGAAMTGTGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  L           + G +FK+E    G++  YL L SGT++LR  + L 
G E+
Sbjct  238  
TLSSAIATLLPERRLDPDGPVAGKIFKIERGWGGEKLAYLYLTSGTVQLRQYLDLPGGEE  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G      +   G+I  +      R+ D +G    L  + +     



P L 
Sbjct  298  -RVTAIHVFEAGRSHGAASFCAGQIARVSGLAGARIGDAVGSNPALGGRAYFAP--
PTLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  +    L  AL Q+A+ DPL+       T+E+ +S  G VQ EV+ + L   
+
Sbjct  355  
TRVLARRPSDSAALWLALNQMAEQDPLINLRRTEETNEVFVSLYGEVQKEVIQSTLLTDF  414

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+   +E +VI +ERP+ + +    +   PNPF A+IGL V P   GSG  +   
V +G
Sbjct  415  
GLDAGFEESTVILVERPVGSGAGLQILFKEPNPFLATIGLRVEPRLAGSGNSFALEVEVG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  A
Sbjct  475  
QMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAAA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + T + EP+  F L AP + LS       K  A    + +        G + +
+ +Q
Sbjct  535  
LSAAQTAVCEPFDRFHLEAPVDSLSSVLTLLAKSAAATSDSVIADGVARLEGTLASQMVQ  594

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMF  635
            + +  L   T+G     T    Y    GQP ++ R      + V ++ 
Sbjct  595  SVQQQLPGLTSGAGTMETAFDHYAPMAGQPRLRRRSGPDPFNPVEYLL  642

>WP_093871562.1 GTP-binding protein [Tenacibaculum sp. MAR_2010_89]
 SEE59750.1 ribosomal protection tetracycline resistance protein 
[Tenacibaculum 
sp. MAR_2010_89]
Length=660

 Score = 327 bits (839),  Expect = 1e-99, Method: Compositional 
matrix adjust.
 Identities = 210/647 (32%), Positives = 342/647 (53%), Gaps = 
16/647 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ LE++RGI+I+AA 
TSF
Sbjct  6    
INIGVLAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTSTDSLALEKERGISIKAATTSF  65



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+N++DTPGH+DF +EV R+L V+D  +LV+SA +GVQA T  ++ +L+++
+IPT
Sbjct  66   
EWKDTKINLIDTPGHVDFSSEVERALCVVDAVVLVVSAVEGVQAHTLNIWDSLQELHIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI--E  173
            +IFINKID+ G D +  +  +   L    ++            +++P    E ++
+I  +
Sbjct  126  
LIFINKIDRQGADAEGTITQIESDLKTKTVVLYASENDGLTDATITPVFNSEVDSEIKEK  185

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            + + ++E ++ LLE+++  E I  ++ V+  ++   D  + PVY G AK  +G+  
L+D 
Sbjct  186  
SIEHILEGDELLLERFLNSESIKDDEYVKSIRKLTIDTKITPVYTGIAKNNIGVTELLDG  245

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +           S  L   VFK+E+        +++++SG L  + T+    ++ + 
KI 
Sbjct  246  
IVAYCPTSKITTSKELSAFVFKLEHHKVFGMMAHVKVFSGELSSKSTIYNDTQQLETKIN  305

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            + +     + V       G+I VI      +  DVLG P  +P  +  +  +P+L   
+ 
Sbjct  306  QTKQLHNTKYVDNVILQSGDIGVITGVLGTKAGDVLGSPEGIP--
KLPQLHIPVLSVQVV  363

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   A    L DAL QL   DP L  +   +  E+ L  +G++Q+E++  +L E++ 
+  
Sbjct  364  
PDNNADYNVLADALQQLDREDPSLSFKWFKVEKELQLLLMGQMQVEILEHVLKERFSINA  423

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +P V+Y E   K A   I   + P P WA +   + P  L SGV Y S VS   
++ 
Sbjct  424  SFTDPQVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEPAPLNSGVSYHSIVSQNDVHI  482

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN +   I   L QG+ GW VTD KI    G  ++  S P DF    P+ + + 
LK  



Sbjct  483  
KYQNEIERTIPKALTQGILGWEVTDVKITLIKGEDHNVHSRPGDFNLATPMGIMKGLKIG  542

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT LLEP LSF + A +  L +   +     A  +T +   +     G IP      
+  
Sbjct  543  
GTHLLEPILSFEIKANEGLLGKITSELSTRRAVFDTPEFMDEVFHLKGRIPVATSLDFGR  602

Query  592  DLAFYTNGRSVCLTELKGYQAA-VGQPVIQPRRPNSRLDKVRHMFQK  637
             L   T+G+S    +  GY     G+ +++  +  + LD+ + +  +
Sbjct  603  KLNSITSGKSRLRLKFHGYDTCPKGEGIVRDYKGVNPLDEAQWILHR  649

>WP_057226042.1 GTP-binding protein [Ensifer sp. Root142]
 KQY63205.1 GTP-binding protein [Ensifer sp. Root142]
Length=657

 Score = 327 bits (838),  Expect = 2e-99, Method: Compositional 
matrix adjust.
 Identities = 218/637 (34%), Positives = 336/637 (53%), Gaps = 
18/637 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +  I + GSV+ G T+TD++ LERQRGITI
+AA+
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLFDASVIDKLGSVDAGNTQTDSLALERQRGITIRAAL  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P + FINK+D+ G     V+Q++  +L     +   +I     L+     +  ++    
Sbjct  121  
VPFLFFINKVDRLGARYDEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y+ A + ++ E+L R  + +V    L P + G+A  G+G+  
L 
Sbjct  181  
ALCETLAENDDELLRDYLQAPDRLTDERLDRSLRDQVSRGLLQPAFAGAAVTGVGLPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         AA+ G +FK+E    G++  YL L SGT+R+R+ + L  +   



++
Sbjct  241  SAIATLLPSRDLDPDAAVTGRIFKIERGWGGEKLSYLYLSSGTVRVREYLDLP-
QGSARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G+I   ++   G+I  +    S R+ DV+G  TRL        P P L 
+  
Sbjct  300  TGIQLFDAGKIHSANSFKAGQIARVSGLGSARIGDVVG-TTRLADVPHHFAP-
PTLESRA  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++R  L  AL QLA+ DPL+    +  T++I +S  G VQ EV+ + L   
+ L 
Sbjct  358  
QAQRPSERAALWLALNQLAEQDPLIDLRKNEDTNDIFVSLYGEVQKEVIQSTLLTDFGLG  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI  ER     +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VTFEDSTVICAERLAGIGTGLQVIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
ASFYRAVEETVFETLRQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALST  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L AP + L        K  A  + + V        G + +  
+Q  +
Sbjct  538  
AKTVVCEPIDQFYLEAPSQTLGGLLTLLAKSGAVTKESIVADGVARLEGHVASERVQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              L   T+G     T    Y      P   P+R   R
Sbjct  598  QQLPGLTSGMGTMETSFHHY-----APAADPQRSRKR  629

>WP_084070521.1 GTP-binding protein [Desulfobacterium vacuolatum]
 SMC98035.1 ribosomal protection tetracycline resistance protein 
[Desulfobacterium 
vacuolatum DSM 3385]
Length=657

 Score = 327 bits (838),  Expect = 2e-99, Method: Compositional 
matrix adjust.
 Identities = 212/624 (34%), Positives = 327/624 (52%), Gaps = 
22/624 (4%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIGI+AHVDAGKTTLTE LL+ SGAI +PGSV+KG+T TD + LE+QRGITIQ 
+  
Sbjct  4    
KILNIGIVAHVDAGKTTLTEQLLFQSGAIKKPGSVDKGSTITDNLDLEKQRGITIQNSCV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W   K+N++DTPGH+DF AEV R+++VLDG +L++SA DGVQA +  L+  ++
++ I
Sbjct  64   
SFHWKNTKINLIDTPGHIDFSAEVDRAMSVLDGVVLLLSAVDGVQAHSLNLWENIKELGI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE------
IVLEENTDIEAW  175
            P +IFINKID+AG + + V   ++ + +    IK      PE           + 
DI   
Sbjct  124  PVLIFINKIDRAGANGEQVFADLQKEFN----
IKAFCLNIPENGCAVQSCFHCDVDIPLM  179

Query  176  DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            D   EN    +D +LE Y+ G   +   L    Q  +   ++ PV++G AK+G GI  
L 
Sbjct  180  
DQSYENLADLDDAVLENYLEGTLSTYPSLDETIQEMILSRAIIPVHFGIAKEGTGIPELA  239

Query  232  DAVTGLFQPIGE-QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKL  289
            D++  L    G     A     +FK+E+     +  ++R+ SGT++ +  +     
+  +
Sbjct  240  
DSICRLTSKNGVINDDATPSARIFKLEHHARFGKLAHIRVCSGTMQSKTGLYCERLKRDI  299

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILP-SDSVRLNDVLGDPTRL-
PRKRWREDPLPMLR  347
            KI ++   S G++   +T    +I I+  S++V   D LG   +  P     +  L 
++ 
Sbjct  300  
KINQLLQNSTGKLEVVNTLSCNDIGIVAISEAVIAGDALGRGIKKEPHDSIAQSVLSVMV  359

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
                 K   +  R   AL  L   DP L    D    E  L  LG +Q+E++  +L 
E++
Sbjct  360  EACDDKDYQELAR---
ALHILNIEDPDLDFSWDKKEKEFFLKILGPMQIEILHHMLKERF  416

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +E  +K P V+Y E  ++ A   +   + P P WA +   V+P  L SGV +ES 
V + 



Sbjct  417  NIEVDIKPPRVMYKETVVEKARAIVRYTM-
PKPCWAVMTFEVSPGKLNSGVVFESLVGVD  475

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             ++Q +QN V   I + LEQG+ GW VTD  I    G  ++  S P DF    P+ 
+  A
Sbjct  476  
DISQKYQNEVERAIPWALEQGIKGWPVTDIGIRLIAGEEHTVHSNPGDFLLATPMGIMNA  535

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK +GT+LLEP+  F + AP++ L    +D     A +   +         G +P     
Sbjct  536  
LKNAGTRLLEPFYVFDIKAPRDLLGAIINDLNTMKADVGLPRFDGHFFFLKGTVPVAEAM  595

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y        +G+     ++ GY+
Sbjct  596  DYSIKFNACCSGKGRLKLKIGGYR  619

>WP_101954789.1 GTP-binding protein [Tenacibaculum finnmarkense]
 SOS46739.1 conserved hypothetical protein [Tenacibaculum 
finnmarkense]
Length=675

 Score = 327 bits (839),  Expect = 2e-99, Method: Compositional 
matrix adjust.
 Identities = 215/636 (34%), Positives = 333/636 (52%), Gaps = 
32/636 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I+NIGILAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ LE++RGI+I+A  
TS
Sbjct  5    
ILNIGILAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTSTDSLALEKERGISIKATTTS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   K+N++DTPGH+DF +EV R+L V+D  +LV+SA +GVQA T  ++ +L++
+ IP
Sbjct  65   
FDWKGVKINLIDTPGHVDFSSEVERALCVVDAVVLVVSAVEGVQAHTLNIWDSLQELQIP  124

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA----------
DIIIKQTVSLSPEIVLEENTDI  172
            T+IFINKID+ G D ++V+  +   L A          D +++  +S    +  +    
+
Sbjct  125  
TIIFINKIDRQGADSETVITQLETDLKATPVVLYASENDGLLEANISAIFNVSSDNKAAV  184

Query  173  EAWD-------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225



               D        ++E ++ LL  ++  E I+ E  ++  +    DA + PVY G 
AK  L
Sbjct  185  
ATSDIREKTMEHLVEADENLLVSFLNDEKITDETYLKSIRNLTIDAKITPVYTGIAKNNL  244

Query  226  GIQPLMDAVTGLFQPIGEQ---------
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276
            G+  L+D +   F PI E+            AL   VFK+E+        ++++
+SG L 
Sbjct  245  GVTELLDGIIA-
FCPISEKTEIASSEKIAETALSAYVFKLEHHKVFGAMAHVKVFSGELS  303

Query  277  LRDTVALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLP  334
             + TV    +E + KI + +   + + V       G+I VI      +  D+LG+P 
++P
Sbjct  304  
SKITVYNYTQELETKINQTKQLEQTKYVDNIVLKAGDIGVITGVLGTKAGDILGNPDKIP  363

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                 +  +P+L   + P+       L  AL QL   DP L+ +      E+ L  
+G++
Sbjct  364  --
TLPQLHIPVLTVEVIPEKNEDYNALAQALEQLDSEDPSLKFKWFKAEKELQLLLMGQM  421

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+E+++ +L E++ +     +P V+Y E   K A   I   + P P WA +   + 
P  L
Sbjct  422  QIEILAHVLKERFDISATFTDPQVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEPAPL  480

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
             SGV Y S VS   ++  +QN +   I   L QG+ GW VTD KI    G  ++  
S P 
Sbjct  481  
NSGVSYSSIVSQNDVHIKYQNEIARTIPKALAQGILGWEVTDVKITLIKGEDHNIHSRPG  540

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DF    P+ L Q LK+ GT LLEP LSF + A +  L +   +     AT +T +   
D 
Sbjct  541  
DFNLATPMGLMQGLKKGGTHLLEPILSFEIKANEALLGKVASELSTRRATFDTPEFSGDT  600

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
                G+IP      +   L   ++G+     +  GY
Sbjct  601  FSLKGKIPVATSLDFSIKLNTISSGKLRLRLQFSGY  636

>WP_101932033.1 GTP-binding protein [Tenacibaculum dicentrarchi]
 SOS49105.1 conserved hypothetical protein [Tenacibaculum 



dicentrarchi]
Length=675

 Score = 327 bits (839),  Expect = 2e-99, Method: Compositional 
matrix adjust.
 Identities = 220/639 (34%), Positives = 336/639 (53%), Gaps = 
40/639 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ +E++RGI+I+AA 
TSF
Sbjct  6    
INIGVLAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTSTDSLDIEKERGISIKAATTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   K+N++DTPGH+DF +EV R+L V+D  +LV+SA +GVQA T  ++ +L+++ 
IPT
Sbjct  66   
DWKGVKINLIDTPGHVDFSSEVERALCVVDAVVLVVSAVEGVQAHTLNIWDSLQELQIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI--
VLEEN------------  169
            +IFINKID+ G D + V+     +L  D+ +K  V  + E   +LE N            
Sbjct  126  IIFINKIDRQGADAEMVIT----
QLETDLKVKPVVLYTSENDGLLEANISAIFNISSDDK  181

Query  170  -----TDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
                 +DI  +  + ++E ++ LL  ++  E I+ E  ++  +    DA + PVY 
G AK
Sbjct  182  
AVVTTSDIREKTIEHLVETDENLLVSFLNDEKITDETYLKSIRNLTIDAKIIPVYTGIAK  241

Query  223  KGLGIQPLMDAVTGLFQPIGEQ---------
GSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
              LG+  L+D +   F PI E+            AL   VFK+E+        +++
++SG
Sbjct  242  NNLGVTELLDGIIA-
FCPISEKTEIASSEKIAETALSAYVFKLEHHKVFGAMAHVKVFSG  300

Query  274  TLRLRDTV-ALAGREKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPT  331
             L  + TV     + + KI + +   + + V       G+I VI      +  
DVLG+P 
Sbjct  301  
ELSSKITVYNYTQKLETKINQTKQLEQTKYVDNIVLKAGDIGVITGVLGTKAGDVLGNPY  360

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
            ++P     +  +P+L   + P+       L  AL QL   DP L+ +      E+ 
L  +
Sbjct  361  KIP--



TLPQLHIPVLTVEVIPEKNEDYNALAQALEQLDSEDPSLKFKWFKAEKELQLLLM  418

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G++Q+E+++ +L E++ +     +P V+Y E   K A   I   + P P WA +   
+ P
Sbjct  419  GQMQIEILAHVLKERFDILATFTDPQVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEP  477

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
              L SGV Y S VS   ++  +QN +   I   L QG+ GW VTD KI    G  +
+  S
Sbjct  478  
APLNSGVSYSSIVSQNDVHIKYQNEIARTIPKALAQGILGWEVTDVKITLIKGQDHNIHS  537

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
             P DF    P+ L Q LK+ GT LLEP LSF + A +  L +   +     AT +T 
Q  
Sbjct  538  
RPGDFNLATPMGLMQGLKKGGTHLLEPILSFEIKANETLLGKVASELSTRRATFDTPQFS  597

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             D     G+IP      +   L   ++G+     +  GY
Sbjct  598  GDTFSLKGKIPVATSLDFSIKLNTISSGKLRLRLQFSGY  636

>WP_101901742.1 GTP-binding protein [Tenacibaculum dicentrarchi]
 SOS51849.1 conserved hypothetical protein [Tenacibaculum 
dicentrarchi]
Length=675

 Score = 327 bits (839),  Expect = 2e-99, Method: Compositional 
matrix adjust.
 Identities = 220/639 (34%), Positives = 335/639 (52%), Gaps = 
40/639 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ +E++RGI+I+AA 
TSF
Sbjct  6    
INIGVLAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTSTDSLDIEKERGISIKAATTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   K+N++DTPGH+DF +EV R+L V+D  +LV+SA +GVQA T  ++ +L+++ 
IPT
Sbjct  66   
DWKGVKINLIDTPGHVDFSSEVERALCVVDAVVLVVSAVEGVQAHTLNIWDSLQELQIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI--
VLEEN------------  169



            +IFINKID+ G D + V+     +L  D+ +K  V  + E   +LE N            
Sbjct  126  IIFINKIDRQGADAEMVIT----
QLETDLKVKPVVLYTSENDGLLEANISAIFNISSDDK  181

Query  170  -----TDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
                 +DI  +  + ++E ++ LL  ++  E I+ E  ++  +    DA + PVY 
G AK
Sbjct  182  
AVVTTSDIREKTIEHLVETDENLLVSFLNDEKITDETYLKSIRNLTIDAKITPVYTGIAK  241

Query  223  KGLGIQPLMDAVTGLFQPIGEQ---------
GSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
              LG+  L+D +   F PI E+            AL   VFK+E+        +++
++SG
Sbjct  242  NNLGVTELLDGIIA-
FCPISEKTEIASSEKIAETALSAYVFKLEHHKVFGAMAHVKVFSG  300

Query  274  TLRLRDTV-ALAGREKLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPT  331
             L  + TV     + + KI + +   + + V       G+I VI      +  
DVLG+P 
Sbjct  301  
ELSSKITVYNYTQKLETKINQTKQLEQTKYVDNIVLKAGDIGVITGVLGTKAGDVLGNPY  360

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
            ++P     +  +P+L   + P+       L  AL QL   DP L+ +      E+ 
L  +
Sbjct  361  KIP--
TLPQLHIPVLTVEVIPEKNEDYNALAQALEQLDSEDPSLKFKWFKAEKELQLLLM  418

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G++Q+E+++ +L E++ +      P V+Y E   K A   I   + P P WA +   
+ P
Sbjct  419  GQMQIEILAHVLKERFDISATFTNPQVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEP  477

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
              L SGV Y S VS   ++  +QN +   I   L QG+ GW VTD KI    G  +
+  S
Sbjct  478  
APLNSGVSYSSIVSQNDVHIKYQNEIARTIPKALAQGILGWEVTDVKITLIKGQDHNIHS  537

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
             P DF    P+ L Q LK+ GT LLEP LSF + A +  L +   +     AT +T 
Q  
Sbjct  538  
RPGDFNLATPMGLMQGLKKGGTHLLEPILSFEIKANETLLGKVASELSTRRATFDTPQFS  597

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610



             D     G+IP      +   L   ++G+     +  GY
Sbjct  598  GDTFSLKGKIPVATSLDFSIKLNTISSGKLRLRLQFSGY  636

>WP_103785291.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. Ru71]
 POX47146.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. Ru71]
Length=617

 Score = 325 bits (834),  Expect = 2e-99, Method: Compositional 
matrix adjust.
 Identities = 223/626 (36%), Positives = 326/626 (52%), Gaps = 
23/626 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGIT+
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGAIERRRGITVRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   L
+++ 
Sbjct  61   
ASFTAHGTQINLIDTPGHCDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLKRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+ G    +++  VR +L+  I    +V+    +   V     D 
+A +A
Sbjct  121  
LPTLVFVNKIDRTGARTDALLSDVRRRLTPHIAPLTSVTGAGTAQAAVRPCPLDEQAVEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + + + ++L   + G   +  +L      R  D S  PV++GSA  G G+  L+  
+  L
Sbjct  181  
LADVDSEVLAAVVDGPAPTSGQLRAALAARTGDGSFHPVFFGSALGGQGVPELVRGIVDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-----
ALAGREK-LKI  291
                   G+    G+VF V     G+R  YLRLY G +R R  +     A  GR + 
++ 
Sbjct  241  
VPVPEPSGAGGPRGTVFAVRPGPGGERTAYLRLYDGEVRPRQRLTFLRRAADGRAREVRG  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350



               R+   G   RT     G I  L     +R+ D LG+ T    +R  +   P L 
T +
Sbjct  301  RANRLTVTG---RTGALTAGNIAALGGVPGLRVGDRLGELT----
ERAPQFAPPTLETVV  353

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPLL           +L + G VQ+EV++A L+E 
+ +E
Sbjct  354  RARRPEQAAPLRAALLALADQDPLLHARPAEAGQTALLLY-
GEVQMEVLAATLAEDFGIE  412

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
                   V  +ERP  A +     E+P      +WA++GL V P   GSG  +     
LG
Sbjct  413  ADFAPGRVRTLERP--
AGTGQACEEMPWLDNTRYWATVGLRVEPGPPGSGGVFTHETELG  470

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  A+ D +   +  G  G  VTD ++      + SPVST  DFR L 
PIVL +A
Sbjct  471  
ALPRAFHQAIEDTVHATMSAGPHGREVTDYRVTLIRSGFCSPVSTARDFRGLTPIVLRRA  530

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT+L EPY +F    P + L+          A +E         V  GE
+PAR  +
Sbjct  531  
LQRAGTRLYEPYHAFEAEVPPDALAAVGAQLAVCEADVEETAPAPAGWVIRGELPARRTR  590

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA  613
                 L   T+G  V  +   G + A
Sbjct  591  EVELRLPGLTHGEGVWWSRPSGDRPA  616

>WP_025430445.1 GTP-binding protein [Ensifer adhaerens]
Length=657

 Score = 327 bits (837),  Expect = 2e-99, Method: Compositional 
matrix adjust.
 Identities = 218/637 (34%), Positives = 336/637 (53%), Gaps = 
18/637 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +  I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLFDASVIDKLGSVDAGNTQTDSLALERQRGITIRAAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P + FINK+D+ G     V+Q++  +L     +   +I     L+     +  ++    
Sbjct  121  
VPFLFFINKVDRLGARYDEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y+ A + ++ E+L R  + +V    L P + G+A  G+G+  
L 
Sbjct  181  
ALCETLAENDDELLRDYLQAPDRLTDERLDRSLRDQVSRGLLQPAFAGAAVTGVGLPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         AA+ G +FK+E    G++  YL L SGT+R+R+ + L  +   
++
Sbjct  241  SAIATLLPSRDLDPDAAVTGRIFKIERGWGGEKLSYLYLSSGTVRVREYLDLP-
QGSARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G+I   ++   G+I  +    + R+ DV+G  TRL        P P L 
+  
Sbjct  300  TGIQLFDAGKIHSANSFKAGQIARVSGLGIARIGDVVG-TTRLADVPHHFAP-
PTLESRA  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++R  L  AL QLA+ DPL+    +  T++I +S  G VQ EV+ + L   
+ L 
Sbjct  358  
QAQRPSERAALWLALNQLAEQDPLIDLRKNEDTNDIFVSLYGEVQKEVIQSTLLTDFGLG  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI  ER     +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VTFEDSTVICAERLAGIGTGLQVIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
ASFYRAVEETVFETLRQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALST  537



Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L AP + L        K  A  + + V        G + +  
+Q  +
Sbjct  538  
AKTVVCEPIDQFYLEAPSQTLGGLLTLLAKSGAVTKESIVADGVARLEGHVASERVQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              L   T+G     T    Y      P   P+R   R
Sbjct  598  QQLPGLTSGMGTMETSFHHY-----APAADPQRSRKR  629

>WP_034087015.1 GTP-binding protein [Streptacidiphilus albus]
Length=619

 Score = 325 bits (834),  Expect = 2e-99, Method: Compositional 
matrix adjust.
 Identities = 221/634 (35%), Positives = 316/634 (50%), Gaps = 
47/634 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G TRTD++  ER+RGITIQ
+AV + 
Sbjct  5    
LNIGILAHVDAGKTSLTERLLFDAGVIERLGSVDGGDTRTDSLDQERRRGITIQSAVVAL  64

Query  64   QW-----
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
                      ++ +VDTPGH DF+AEV R+L  LDG +LV+SA +GVQAQTR+L   
+ K
Sbjct  65   
SAPAPGAEGPRITLVDTPGHADFIAEVERALRALDGVVLVVSAVEGVQAQTRVLMRTIAK  124

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLE  167
            + +PT+IF NKID+ G    +++  +R+KL+A  +             + V   PE    
Sbjct  125  
LRLPTLIFANKIDRVGAREDALMAEIREKLTARAVAVASVDAIGTAGARAVGRPPE----  180

Query  168  ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLG  226
                 E  + + + +D  L +Y+       +   R E  R+V  A  +PV++GSA  
G G
Sbjct  181  -----
ELGEFLADADDGFLARYLDDTVKLDDADHRAELARQVAAARAYPVFFGSAATGTG  235

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR-------LRD  279
            +  L + +  L           L G+VFK+E    G+R  Y RL  GTL         
R 
Sbjct  236  
VAALTEGIRELLPARSLPTDGPLNGTVFKIERGRAGERIAYARLDGGTLTPYQQVVYFRP  295



Query  280  TVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW  338
            T A A RE   ++  +   + G I R          I     VR+ D LG P  L 
+   
Sbjct  296  TEAGAVRELAGRVRAVEGGAAGRIAR----------
ITGLRDVRIGDRLGSPDGLAQDGH  345

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                 P L + + P+  A+   L  AL QLA  DP +    D  TH I +   G 
VQ EV
Sbjct  346  FAP--
PSLESVVTPRDPARTGALYTALEQLAAADPYIGVRRDPATHAISVRLYGEVQKEV  403

Query  399  VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF-
WASIGLSVTPLSLGSG  457
            V   L+E++ +E        + +ER  +  S           F WA++GL + P + 
GSG
Sbjct  404  
VQTTLAEEFGIEVGFSSSRTLCIERVRRPGSGVQERRPEERVFDWATVGLRIEPTAPGSG  463

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            V Y   V LG L  SF  A+ + +R  L  G  GW VTDC++      ++ P+ST   
FR
Sbjct  464  
VGYGLEVELGALPLSFHTAIEESVRSRLLAGPQGWEVTDCRVTVTRTAFFPPLSTAGHFR  523

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
            S+A + L++AL+E+GT++ EP   F L  P +   R         A  +  Q        
Sbjct  524  
SVAALALDRALREAGTEVCEPVDRFELEVPADSGPRVLPRLVALRAVPDEPQAGPSIWRL  583

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            TG IPA  I A   +L   T+G  + L+E   Y+
Sbjct  584  TGTIPADSIAACEQELRGLTHGEGLFLSEFDSYR  617

>WP_099919107.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 94]
 PIG17133.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 94]
Length=618

 Score = 325 bits (834),  Expect = 3e-99, Method: Compositional 
matrix adjust.
 Identities = 213/620 (34%), Positives = 323/620 (52%), Gaps = 
17/620 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M  +NIGILAHVDAGKT+LTE LL+ +GA+   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MNTLNIGILAHVDAGKTSLTERLLFDAGALDRLGSVDAGDTRTDDGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AALTVGDVQINLIDTPGHADFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMKTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---
KQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+AG     ++  +R +L+  ++     + +  +   ++    D  
A   
Sbjct  121  
LPTLIFVNKIDRAGAREAGLLDDIRRRLTPHVVPLVGVRGLGTARARLVPRPLDETAAGT  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G P + + L      R  D SL PV++GSA  G G+  L++ 
++ L
Sbjct  181  
LAEVDTDILAAVVDGPPPTPDDLATALVARTADGSLHPVFFGSALGGQGVTELVEGLSRL  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                    SA   G+VF V     G+R  YLRLY G +  R  +A   RE    T  
+ P
Sbjct  241  VPRQTAPDSAEPRGTVFAVRPGPGGERTAYLRLYGGEVTRRQRLAFTRREADGRT-
TQFP  299

Query  298  SKG---EIV---RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +    E+V      T   G I  L     +R+ D LG+ T     R  +   P L 
T +
Sbjct  300  GRARELEVVGRPGAATLTAGNIAALRGVAGIRVGDRLGEVT----
DRAPQFAAPTLETLV  355

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPL+     + +    L   G VQ EV++A L++ 
+ +E
Sbjct  356  RARHPDQAAPLRSALLALADQDPLMHAR-
PAASGSTALLLYGEVQKEVLAATLAQDFGIE  414

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               +   V ++ERP         I+   +  FWA++GL + P   GSG  +     
LG L
Sbjct  415  
AEFEPSRVRFLERPDGTGEACEEIQRHGHVGFWATVGLRIEPGPHGSGGVFTYETELGAL  474



Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++F  A+ D +   L  G  G  VTD ++      + +P+ST A FR L P+VL 
+AL+
Sbjct  475  
PRAFHQAIEDTVHATLLSGRHGRPVTDYRVTLVRSGFAAPLSTAAAFRGLTPVVLRRALE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT++ EPY +F +  P + L+        + A        +   + TGE+PAR 
++  
Sbjct  535  
RAGTRVYEPYHAFEVELPLDALAPVTSRLAAHGAQFGETTGGRTSWLVTGELPARHVREV  594

Query  590  RTDLAFYTNGRSVCLTELKG  609
               L   T G  V  +   G
Sbjct  595  ELRLPGLTRGEGVWWSRPSG  614

>WP_092620003.1 GTP-binding protein [Jiangella sp. DSM 45060]
 SDS94868.1 ribosomal protection tetracycline resistance protein 
[Jiangella 
sp. DSM 45060]
Length=660

 Score = 326 bits (836),  Expect = 3e-99, Method: Compositional 
matrix adjust.
 Identities = 232/638 (36%), Positives = 333/638 (52%), Gaps = 
35/638 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAH+DAGKT+LTE LLYA+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHIDAGKTSLTERLLYAAGVIDEVGSVDAGSTQTDSLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VAFTVGDTAVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA---  177
            +PT+IF+NK+D+AG DL +V+  +  KL+  I+     +          T  EA D    
Sbjct  121  
LPTLIFVNKLDRAGADLDAVIGQLAAKLTPRIVPLGDAARQGAKDATFRTFTEADDGFGA  180

Query  178  -----VIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
                 + + +D LL  Y+   AG  ++  +L+R   R+ + A + PV+ GSA  G
+GI  



Sbjct  181  RLAETLADGDDALLADYVERPAG--
VTHRRLLRSLARQSRSARVHPVFAGSAITGVGIDE  238

Query  230  LMDAVTGLF--QPIGEQGSAALC-
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            L   +  L    P+ + G+     GSVFKVE    G++  Y+R+ +GTLR RD +A    
Sbjct  239  
LTAGIVRLLPSTPVSDDGAGGPPEGSVFKVERGPAGEKIAYVRMAAGTLRTRDRLAAG--  296

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               K T +R+   G          G I  +   + VR+ D LG        +    
P P 
Sbjct  297  ---
KATAIRVFDDGGARPVTEVSAGRIAKVWGLNGVRVGDHLGAAHGDDAAQPHFAP-PT  352

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+ A  R  L  AL QLA+ DPL+    D +  E+ +S  G VQ EVV A 
L  
Sbjct  353  
LETVVVPRRARDRGALHAALAQLAEQDPLIDLRQDDLRREVSVSLYGEVQKEVVQATLEA  412

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +Y +    +E + I++ER   +      I+   NPF A +GL V P     GV +   
+ 
Sbjct  413  
EYGIGVDFRESTTIHVERVTGSGEAVELIQQDGNPFLAGVGLRVDPAPDRDGVTFGIEIE  472

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG L  +F  A+ + +   L QGL GW+V DC++      Y+            S  
ST 
Sbjct  473  
LGSLPPAFLRAIDETVHETLRQGLHGWDVPDCRVTLVRSQYWPRQSHSHATFDKSMSSTA  532

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR L P+VL  AL  +GT++ EP   F L  P + L +      +  A          
Sbjct  533  
GDFRLLTPLVLMTALARAGTRVQEPVHRFELELPADCLGQVLPALARLRAVPGAPSPTAS  592

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +  G++PA      +  L   T G  V  T    YQ
Sbjct  593  GYLLAGDLPAAHTHELQQQLPSLTRGEGVLETRFDRYQ  630

>WP_087743847.1 GTP-binding protein [Agrobacterium tumefaciens]
 OVE92083.1 GTP-binding protein [Agrobacterium tumefaciens]
Length=649

 Score = 326 bits (835),  Expect = 3e-99, Method: Compositional 
matrix adjust.



 Identities = 218/635 (34%), Positives = 332/635 (52%), Gaps = 
19/635 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGVIDRLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL---------
SPEIVLEENTD  171
            +P V FINK+D+ G     VVQ++ D+L    I   TV+          +P++  E    
Sbjct  121  
VPFVFFINKVDRPGARYDEVVQNLADQLRVRPIAMSTVTAAGGKSARVEAPDVKSEPFFS  180

Query  172  IEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            I   + + EN++ LL  Y +  + +  E+L++    +     + P + G+A  G G
+  L
Sbjct  181  I-
LCEILAENDEDLLRDYLLTPDGVEAERLLQSLAHQTAHGLVHPAFAGAAMTGAGLPAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  +           + G +FK+E    G++  YL L SGT++LR  + L  +  
++
Sbjct  240  ISAIVDMLPARQPDPEGEVSGKIFKIERGWGGEKLSYLHLTSGTIQLRQYLPLP-
QGPVR  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T +++   G +  +     G+I  +    S R+ D +G    +    +   P P 
L T 
Sbjct  299  VTGIQLFEDGHVHNSTHLRAGQIARVTGLTSARIGDRVGADA-VADSPFHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  A+   L  AL QL + DPL+    +  T+E+ +S  G VQ E++ + L   
+ +
Sbjct  357  
VVSRRPAEHAALWLALNQLTEQDPLIGLRRNDETNEVFVSLYGEVQKEIIQSELLTGFGI  416

Query  410  ETVVKEPSVIYMERPLKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            E   ++ ++I +ER L    H +  I   PNPF A++GL V P   G+G  +   V 



+G 
Sbjct  417  EAEFEDSTIICVER-
LAGIGHGLQTIFKAPNPFIATVGLRVEPRPDGAGNSFALEVEVGQ  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  SF  AV + +   L+QG+FGW V DC +        +P ST ADFR L P VL  
AL
Sbjct  476  
MPASFYRAVEETVFETLKQGIFGWRVVDCHVAMTAARQSAPSSTAADFRQLTPWVLAMAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             E+ T + EP   F L AP   ++R      K  A    A +        G I +  
+Q 
Sbjct  536  
TEAQTYVCEPIDHFHLEAPAAAMTRLSTVLAKAGAVTRNAVISGGMARLEGTIASAMVQG  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             +  +   T G     T    Y  A   P   PRR
Sbjct  596  VQQQVPGLTGGMGAMETSFSHYARADNPP--PPRR  628

>WP_031028518.1 GTP-binding protein [Streptomyces sp. NRRL F-5639]
Length=688

 Score = 327 bits (838),  Expect = 3e-99, Method: Compositional 
matrix adjust.
 Identities = 220/640 (34%), Positives = 324/640 (51%), Gaps = 
36/640 (6%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKT+LTE LLY +GAI   GSV+ GTTRTD+  LER+RGIT+++AV 
SF 
Sbjct  46   
NIGIVAHVDAGKTSLTERLLYDTGAIDTLGSVDAGTTRTDSDALERRRGITVRSAVASFT  105

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   LR+M 
+PT+
Sbjct  106  
ARGTRVNLIDTPGHADFVAEVERALEVLDGAVLVLSAVEGVQPQTRVLMRTLRQMRLPTL  165

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDIE  173
            +F+NKID+ G     +V  +R KL+   +             + + L P+    +  
+I 
Sbjct  166  
LFVNKIDRPGARPGELVAEIRRKLAPHAVPLSRVQAAGSSGARALPLRPQDDAADRAEIA  225

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233



              +A+ + +D LL + + G P+S ++L           ++ P+Y+GSA  G GI+ 
L+  
Sbjct  226  --
EALADVDDVLLARVVDGPPLSPDELRTALAGHTVRGTVQPLYFGSALTGEGIERLVAG  283

Query  234  VTGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-----  286
            +T L    P G  G A   G VF +E    G R  Y+R+++G L  R  V    R     
Sbjct  284  ITELLPGTPDGAAGGAP-
HGRVFALEREPSGGRTAYVRMFTGQLEPRRRVTYHRRSAEGT  342

Query  287  ---EKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWRED  341
                  +I+ +++ +     R      GEI  +     +R+ D +G P    P       
Sbjct  343  RQEHTGRISSLQV-
AGDPAPRAQRLVAGEIGRVRGLTGIRVGDTVGAPGDDAPGPAGVRL  401

Query  342  PLPMLRTTIAPKTAA--
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
              P+L++ + P         RL  ALT +A+ DPLL    +      +L   G VQ 
E++
Sbjct  402  ATPVLQSVVRPAQPGPDATARLHTALTLMAEEDPLLHARAEPHGATSVL-
LHGEVQKEII  460

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV------
PPNPFWASIGLSVTPLS  453
            +A L+E+Y +E V +   V+  ERP+        I          +  WA++GL V 
P  
Sbjct  461  
AATLAERYGIEAVFEPSRVVCRERPVGVGEAADGIGAGGRYTPAASGHWATVGLRVEPGP  520

Query  454  
LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTP  513
             GSGV +     LG    +F  AV + +   L  G  GW VTDC +      +  
PVST 
Sbjct  521  
HGSGVVFRYETELGAFPYAFHRAVEETVHEALRTGPHGWAVTDCVVTLIRSGFAGPVSTA  580

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
            ADFR L  +++ +AL  +GT + EPY +F L  P   L R          T+        
Sbjct  581  
ADFRGLTRLLVARALDRAGTCVYEPYHAFELEIPLAALHRVTGALAPLGGTVTDTVTAGA  640

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
                TG +PAR +   R  L   T G ++  +   G + A
Sbjct  641  VCTLTGALPARHVPRVRQMLPGLTRGEALWWSRPAGERPA  680

>WP_030323068.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL B-3229]
Length=613



 Score = 325 bits (833),  Expect = 3e-99, Method: Compositional 
matrix adjust.
 Identities = 226/623 (36%), Positives = 332/623 (53%), Gaps = 
31/623 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  H  ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFTAHGTRINLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAWDAV  178
            +PT+IF+NKID+ G   + ++  +R +L+  +  + + T   S +  +       A 
+A+
Sbjct  121  
LPTLIFVNKIDRPGAREEDLLTDIRRRLTPYVAPLTRVTGLGSSDARVRPLGIGSAAEAL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +  +L   + G   + + L      R  D S  PV++GSA  G G+  L+
+AVT L 
Sbjct  181  
AEVDPDILAALVDGPEPTPDGLRGALAARTADGSFHPVHFGSALGGQGVPELVEAVTRLI  240

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR---  295
             P   Q      G+VF V     G+R  YLRLY G +           E+ ++T 
+R   
Sbjct  241  PPAPAQRDGEPRGTVFAVRTAPGGERIAYLRLYGGEV----------
TERQRLTFLRRGA  290

Query  296  --IPSKGEIVRTDTAYP---GEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
              +PS+     T  + P   G+I  L  S  +R+ D LG+ T     R  +   P 
L T 
Sbjct  291  DGVPSRIHGRATRLSGPLAAGDIAALTFSPGLRVGDRLGELT----
DRAPQFAPPTLETL  346

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  AQ  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ 
+ +
Sbjct  347  VTARHPAQAARLRSALLALADQDPLIHARPTAEGATALLLY-
GEVQMEVLAATLAQDFGV  405



Query  410  ETVVKEPSVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            E       + Y+ERP    +A++ T   E     +WA++GL V P   GSG  +     
L
Sbjct  406  EADFTPGRIRYLERPHGTGEASAQTPWHE--
GTRYWATVGLRVEPGDRGSGGVFGYETEL  463

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L ++F  A+ + +  G+  GL G  VTD ++      +  P+ST ADFR L 
PIVL +
Sbjct  464  
GALPRAFHQAIEESVHAGMATGLTGAAVTDYRVTLIRSGFVGPLSTAADFRGLTPIVLRE  523

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            ALK +GT++ EP  +F +  P   L+          A            V TGE
+PAR +
Sbjct  524  
ALKRAGTRVFEPCHAFEVEVPSAALAPVAAQLASLGAEFTGTTGGDPAWVITGELPARRV  583

Query  587  QAYRTDLAFYTNGRSVCLTELKG  609
            +     L   T G  V  + + G
Sbjct  584  REMELRLPGLTRGEGVWWSRVSG  606

>WP_020809762.1 GTP-binding protein [Agrobacterium tumefaciens]
 EPR21558.1 tetracycline resistance protein [Agrobacterium 
radiobacter DSM 
30147]
 KWT80394.1 GTP-binding protein [Agrobacterium tumefaciens]
 OOO39128.1 GTP-binding protein [Agrobacterium tumefaciens]
Length=649

 Score = 326 bits (835),  Expect = 3e-99, Method: Compositional 
matrix adjust.
 Identities = 218/635 (34%), Positives = 333/635 (52%), Gaps = 
19/635 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGVIDRLGSVDTGNTQTDSLDLERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---------



LSPEIVLEENTD  171
            +P V FINK+D+ G     VVQ++ D+L    I   TV+          +P++  E    
Sbjct  121  
VPFVFFINKVDRPGARYDEVVQNLADQLRVRPIAMSTVTGAGGKSARVEAPDVKSEPFFS  180

Query  172  IEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            I   + + EN++ LL  Y +  + +  E+L++    +     + P + G+A  G G
+  L
Sbjct  181  I-
LCEILAENDEDLLRDYLLTPDGVEAERLLQSLAHQTAHGLVHPAFAGAAMTGAGLPAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  +           + G +FK+E    G++  YL L SGT++LR  + L  +  
++
Sbjct  240  ISAIVDMLPARQPDPEGEVSGKIFKIERGWGGEKLSYLHLTSGTIQLRQYLPLP-
QGPVR  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T +++   G +  +     G+I  +    S R+ D +G    +    +   P P 
L T 
Sbjct  299  VTGIQLFEDGHVHNSTHLRAGQIARVTGLTSARIGDRVGADA-VADSPFHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  A+   L  AL QL + DPL+    +  T+E+ +S  G VQ E++ + L   
+ +
Sbjct  357  
VVSRRPAEHAALWLALNQLTEQDPLIGLRRNDETNEVFVSLYGEVQKEIIQSELLTGFGI  416

Query  410  ETVVKEPSVIYMERPLKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            E   ++ ++I +ER L    H +  I   PNPF A++GL V P   G+G  +   V 
+G 
Sbjct  417  EAEFEDSTIICVER-
LAGIGHGLQTIFKAPNPFIATVGLRVEPRPDGAGNSFALEVEVGQ  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  SF  AV + +   L+QG+FGW V DC +        +P ST ADFR L P VL  
AL
Sbjct  476  
MPASFYRAVEETVFETLKQGIFGWRVVDCHVAMTAARQSAPSSTAADFRQLTPWVLAMAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             E+ T + EP   F L AP   ++R      K  A    A +        G I +  
+Q 
Sbjct  536  
TEAQTYVCEPIDHFHLEAPAAAMTRLSTVLAKAGAVTRNAVISGGMARLEGTIASAMVQG  595



Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             +  +   T+G     T    Y  A   P   PRR
Sbjct  596  VQQQVPGLTDGMGAMETSFSHYARADNPP--PPRR  628

>WP_053202290.1 GTP-binding protein [Jiangella muralis]
Length=660

 Score = 326 bits (836),  Expect = 4e-99, Method: Compositional 
matrix adjust.
 Identities = 227/638 (36%), Positives = 333/638 (52%), Gaps = 
35/638 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAH+DAGKT+LTE LLYA+G I E GSV+ G+T+TD++ LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHIDAGKTSLTERLLYAAGVIDEVGSVDAGSTQTDSLALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VAFTVGDTAVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI  172
            +PT+IF+NK+D+AG DL +V+  +  KL+  ++          +  +  P    ++    
Sbjct  121  
LPTLIFVNKLDRAGADLDAVIGQLAAKLTPRVVPLGGAERQGTKDAAFRPFTEADDGFGA  180

Query  173  EAWDAVIENNDKLLEKYI---
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               + + + +D LL  Y+   AG  ++  +L+R   R+ + A + PV+ GSA  G 
G+  
Sbjct  181  RLAETLADGDDALLADYVEHPAG--
VTHRRLLRSLARQSRSADVHPVFAGSAITGAGLAE  238

Query  230  LMDAVTGLF--QPIGEQGSAALC-
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            L   +  L    P+ + G+     GSVFKVE    G++  Y+R+ +GTLR RD +A    
Sbjct  239  
LTAGIVRLLPSTPVSDDGAGGPPEGSVFKVERGPAGEKIAYVRMAAGTLRTRDRLAAG--  296

Query  287  EKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
               K+T +R+   G          G I  +     VR+ D LGD       +    
P P 
Sbjct  297  ---
KVTAIRVFDDGGARPGTEVSAGRIAKVWGLGGVRVGDHLGDACGGDAAQPHFAP-PT  352

Query  346  



LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T + P+ A  R  L  AL QLA+ DPL+    D +  E+ +S  G VQ EVV A 
L  
Sbjct  353  
LETVVVPRRARDRGALHAALAQLAEQDPLIDLRQDDLRQEVSVSLYGEVQKEVVQATLET  412

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             Y +    +E + I++E+   +      I+   NPF A +GL V P     GV +   
+ 
Sbjct  413  
DYGIGVDFRESTTIHVEQVTGSGEAVELIQQDGNPFLAGVGLRVEPAPDRDGVTFGLDIE  472

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTP  513
            LG L  +F  A+ + +   L QGL GW+V DC++      Y+            S  
ST 
Sbjct  473  
LGSLPPAFLRAIDETVHETLRQGLHGWDVPDCRVTLVRSQYWPRQSHSHATFDKSMSSTA  532

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR L P+VL  AL  +GT++ EP   F L  P + L +      +  A          
Sbjct  533  
GDFRLLTPLVLMTALARAGTRVQEPVHRFELELPADCLGQVLPALARLRAVPGAPSPTAS  592

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +  G++PA      +  L   T G  V  T    YQ
Sbjct  593  GYLLAGDLPAAHAHELQQQLPALTRGEGVLETRFDRYQ  630

>AAO16473.1 putative tetracycline resistance protein, partial 
[uncultured 
bacterium]
Length=438

 Score = 319 bits (818),  Expect = 4e-99, Method: Compositional 
matrix adjust.
 Identities = 174/442 (39%), Positives = 264/442 (60%), Gaps = 9/442 
(2%)

Query  77   
GHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVD  136
            GH+DFLAEV R+  +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT+IFINKID
+AGV+
Sbjct  1    
GHVDFLAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINKIDRAGVN  60

Query  137  LQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGE  193
            L+ +   ++  LS D++  QTV   S+ P +  +     E  + V +++D +LE+Y
+A  
Sbjct  61   LERLYLDIKTNLSQDVLCMQTVVDGSVYP-
VCSQTYIKEEYKEFVCDHDDNILERYLADS  119



Query  194  
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSV  253
             I            V  A ++PV +GSA   +GI  LMDA+T    P     S  L   
+
Sbjct  120  EIPPTDYWNTIIALVAKAKVYPVLHGSAMFNIGINELMDAITSFILPPASV-
SDRLSAYL  178

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGE  312
            +K+E+   G +R +L++ +G+LRLRD V +   EK +KI  ++   +G  +  D     
+
Sbjct  179  
YKIEHDPKGHKRSFLKIINGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGAND  238

Query  313  IVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I I+   +  R+ D LG    L +    + P   L++++ P    +R +++ AL  
L   
Sbjct  239  IAIVEDMEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKVISALNTLWIE  296

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  
+  
Sbjct  297  
DPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPVKKVNKI  356

Query  432  
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFG  491
              IEVPPNP+WA+IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + 
GL G
Sbjct  357  
SQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHG  416

Query  492  WNVTDCKICFEYGLYYSPVSTP  513
            W VTD K+ F    YYSP STP
Sbjct  417  WEVTDLKVTFTQAEYYSPASTP  438

>WP_077150566.1 hypothetical protein, partial [Enterococcus faecium]
 ONN46031.1 hypothetical protein BTN91_09180, partial [Enterococcus 
faecium]
 PEY04304.1 hypothetical protein CRN03_14035, partial [Enterococcus 
faecium]
 PQV97315.1 hypothetical protein CWC51_15105, partial (plasmid) 
[Enterococcus 
faecium]
Length=178

 Score = 309 bits (792),  Expect = 4e-99, Method: Compositional 
matrix adjust.
 Identities = 139/177 (79%), Positives = 157/177 (89%), Gaps = 0/177 



(0%)

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            S VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
LAP
Sbjct  1    
SSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAP  60

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVLEQ LK++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEI
Sbjct  61   
IVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEI  120

Query  582  
PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            PARCIQ YR+DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K
+
Sbjct  121  
PARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  177

>KPC96456.1 GTP-binding protein [Streptomyces sp. NRRL F-6602]
Length=642

 Score = 325 bits (834),  Expect = 4e-99, Method: Compositional 
matrix adjust.
 Identities = 222/641 (35%), Positives = 327/641 (51%), Gaps = 
40/641 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GI+AHVDAGKT+LTE LLY +GAI   GSV+ GTTRTD+  LER+RGIT+++AV 
SF  
Sbjct  1    
MGIVAHVDAGKTSLTERLLYDTGAIDTLGSVDAGTTRTDSDALERRRGITVRSAVASFTA  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   LR+M 
+PT++
Sbjct  61   
RGTRVNLIDTPGHADFVAEVERALEVLDGAVLVLSAVEGVQPQTRVLMRTLRQMRLPTLL  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDIEA  174
            F+NKID+ G     +V  +R KL+   +             + + L P+    +  
+I  
Sbjct  121  
FVNKIDRPGARPGELVAEIRRKLAPHAVPLSRVQAAGSSGARALPLRPQDDAADGAEIA-  179

Query  175  



WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +A+ + +D LL + + G P+S ++L           ++ P+Y+GSA  G GI+ L
+  +
Sbjct  180  -
EALADVDDVLLARVVDGPPLSPDELRTALAGHTVRGTVQPLYFGSALTGEGIERLVAGI  238

Query  235  TGLF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR------  286
            T L    P G  G A   G VF +E    G R  Y+R+++G L  R  V    R      
Sbjct  239  TELLPGTPDGAAGGAP-
HGRVFALEREPSGGRTAYVRMFTGQLEPRRRVTYHRRSAEGTR  297

Query  287  --EKLKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDP  342
                 +I+ +++ +     R      GEI  +     +R+ D +G P    P        
Sbjct  298  QEHTGRISSLQV-
AGDPAPRAQRLVAGEIGRVRGLTGIRVGDTVGAPGDDAPGPAGVRLA  356

Query  343  LPMLRTTIAPKTAA--QRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEV  398
             P+L++ + P         RL  ALT +A+ DPLL  R E D  T  ++    G 
VQ E+
Sbjct  357  TPVLQSVVRPAQPGPDATARLHTALTLMAEEDPLLHARAEPDGATSVLL---
HGEVQKEI  413

Query  399  VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV------
PPNPFWASIGLSVTPL  452
            ++A L+E+Y +E V +   V+  ERP+        I          +  WA++GL 
V P 
Sbjct  414  
IAATLAERYGIEAVFEPSRVVCRERPVGVGEAADGIGAGGRYTPAASGHWATVGLRVEPG  473

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSGV +     LG L  +F  AV + +   L  G  GW VTDC +      +  
PVST
Sbjct  474  
PHGSGVVFRYETELGALPYAFHRAVEETVHEALRTGPHGWAVTDCVVTLIRSGFAGPVST  533

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR L  +++ +AL  +GT + EPY +F L  P   L R          T+       
Sbjct  534  
AADFRGLTRLLVARALDRAGTCVYEPYHAFELEIPLAALHRVTGALAPLGGTVTDTVTAG  593

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
                 TG +PAR +   R  L   T G ++  +   G + A
Sbjct  594  AVCTLTGALPARHVPRVRQMLPGLTRGEALWWSRPAGERPA  634

>WP_062945390.1 GTP-binding protein [Rhizobium leguminosarum]
 KZA96663.1 GTP-binding protein [Rhizobium leguminosarum]
Length=651



 Score = 326 bits (835),  Expect = 4e-99, Method: Compositional 
matrix adjust.
 Identities = 219/631 (35%), Positives = 331/631 (52%), Gaps = 
21/631 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + G V+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGRVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +G+QAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGLQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P + FINK+D+ G   + V++++  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFIFFINKVDRLGAQYEDVLKALASQLLVRPIAMSSVIDAGSRLARVEALAPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A + ++ ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTRLCEALAENDEALLDDYVLAPDRLTADRLGRCLSDQVASGLVHPVFAGAATTGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATMLPGRRLDPDGPIAGQIFKIERGWGGEKLAYIYLTSGTVRLRQHLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G +    +   G+I  +      R+ DV+G    L   R +  P 
P L 
Sbjct  297  ERVTAIEVFEAGRVHGAASFRAGQIARVSGLAGARIGDVVGGDL-LAAGRPQFAP-
PSLE  354

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +  + +  L  AL ++ + DPL+    +    EI +S  G VQ EVV + L   
+
Sbjct  355  
TRVLARRPSDKAALWLALNRMGEQDPLINLRRNDDADEIFVSLYGEVQKEVVQSTLLTDF  414



Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYESRVSL  466
             LE   +E +VI +ER L      + I    PNPF A++GL V P   G+G  +   
V +
Sbjct  415  GLEAGFEESTVILVER-
LAGTGEGLQILFKEPNPFLATVGLRVEPRPEGAGNSFALDVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +   F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  474  
GQMPAGFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAD  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L AP E LS       K  AT+  + +        G + 
+  I
Sbjct  534  
ALSAAQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTGSVIADGMAQLEGTMASAMI  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            Q+ +  L   T+G     T    Y    G P
Sbjct  594  QSVQQQLPGLTSGAGTMETSFDHYAPMAGPP  624

>WP_003502521.1 GTP-binding protein [Agrobacterium tumefaciens]
 EHH08830.1 TetM/TetO subfamily tetracycline resistance protein 
[Agrobacterium 
tumefaciens CCNWGS0286]
Length=649

 Score = 325 bits (834),  Expect = 5e-99, Method: Compositional 
matrix adjust.
 Identities = 218/635 (34%), Positives = 332/635 (52%), Gaps = 
19/635 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGVIDRLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---------
LSPEIVLEENTD  171
            +P V FINK+D+ G     VVQ++ D+L    I   TV+          +P++  E    



Sbjct  121  
VPFVFFINKVDRPGARYDEVVQNLADQLRVRPIAMSTVTGAGGKSARVEAPDVKSEPFFS  180

Query  172  IEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            I   + + EN++ LL  Y +  + +  E+L++    +     + P + G+A  G G
+  L
Sbjct  181  I-
LCEILAENDEDLLRDYLLTPDGVEAERLLQSLAHQTAHGLVHPAFAGAAMTGAGLPAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  +           + G +FK+E    G++  YL L SGT++LR  + L  +  
++
Sbjct  240  ISAIVDMLPARQPDPEGEVSGKIFKIERGWGGEKLSYLHLTSGTIQLRQYLPLP-
QGPVR  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T +++   G +  +     G+I  +    S R+ D +G    +    +   P P 
L T 
Sbjct  299  VTGIQLFEDGHVHNSTHLRAGQIARVTGLTSARIGDRIGADA-VADSPFHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  A+   L  AL QL + DPL+    +  T+E+ +S  G VQ E++ + L   
+ +
Sbjct  357  
VVSRRPAEHAALWLALNQLTEQDPLIGLRRNDETNEVFVSLYGEVQKEIIQSELLTGFGI  416

Query  410  ETVVKEPSVIYMERPLKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            E   ++ ++I +ER L    H +  I   PNPF A++GL V P   G+G  +   V 
+G 
Sbjct  417  EAEFEDSTIICVER-
LAGIGHGLQTIFKAPNPFIATVGLRVEPRPDGAGNSFALEVEVGQ  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  SF  AV + +   L+QG+FGW V DC +        +P ST ADFR L P VL  
AL
Sbjct  476  
MPASFYRAVEETVFETLKQGIFGWRVVDCHVAMTAARQSAPSSTAADFRQLTPWVLAMAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             E+ T + EP   F L AP   ++R      K  A    A +        G I +  
+Q 
Sbjct  536  
TEAQTYVCEPIDHFHLEAPAAAMTRLSTVLAKAGAVTRNAVISGGMARLEGTIASAMVQG  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             +  +   T G     T    Y  A   P   PRR



Sbjct  596  VQQQVPGLTGGMGAMETSFSHYARADNPP--PPRR  628

>WP_057221147.1 MULTISPECIES: GTP-binding protein [Ensifer]
 KQW50442.1 GTP-binding protein [Ensifer sp. Root1252]
 KRC74666.1 GTP-binding protein [Ensifer sp. Root231]
 KRC94752.1 GTP-binding protein [Ensifer sp. Root258]
Length=657

 Score = 325 bits (834),  Expect = 6e-99, Method: Compositional 
matrix adjust.
 Identities = 219/637 (34%), Positives = 333/637 (52%), Gaps = 
18/637 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +  I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLFDASVIDKLGSVDAGNTQTDSLALERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P + FINK+D+ G     V+Q++  +L     +   +I     L+     +  ++    
Sbjct  121  
VPFLFFINKVDRLGARYDEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y+ A + ++ E+L R  + +V    L P + G+A  G G+  
L 
Sbjct  181  
RLCETLAENDDELLRDYLQAPDRLTDERLDRSLRDQVSRGLLQPAFAGAAVTGAGLPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L         AA+ G +FK+E    G++  YL L SGT+R+R+ + L  +   
++
Sbjct  241  SAIATLLPSRDLDPDAAVTGRIFKIERGWGGEKLSYLYLSSGTVRVREYLDLP-
QGSARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G+I    +   G+I  +    S R+ DV+G  TRL        P P L 
+  
Sbjct  300  TGIQLFDAGKIHSATSFRAGQIARVSGLGSSRIGDVVG-TTRLADVPHHFAP-
PTLESRA  357



Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL QLA+ DPL+    +  T +I +S  G VQ EV+ + L   
+ LE
Sbjct  358  
QAQRPSESAALWLALNQLAEQDPLIDLRKNEDTKDIFVSLYGEVQKEVIQSTLLTDFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI  ER     +    +   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VAFEDSTVICAERLAGIGTGLQILFKEPNPFLATVGLRVEPRPQGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
ASFYRAVEETVFETLRQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALST  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L AP + L        K  A  + + V        G + +  
+Q  +
Sbjct  538  
AKTVVCEPIDQFYLEAPSQTLGGLLTLLAKSGAVTKESIVADGVARLEGHVASEKVQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              L   T+G     T    Y      P   P+R   R
Sbjct  598  QQLPGLTSGMGTLETSFHHY-----APAADPQRSRKR  629

>WP_007457364.1 GTP-binding protein [Micromonospora lupini]
 CCH17014.1 Putative tetracycline resistance protein tetM 
[Micromonospora 
lupini str. Lupac 08]
Length=653

 Score = 325 bits (834),  Expect = 6e-99, Method: Compositional 
matrix adjust.
 Identities = 222/654 (34%), Positives = 332/654 (51%), Gaps = 
31/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AHVDAGKT+LTE LLYA+G I   GSV+ GTT+TDT  +ER+RGITI
++AV
Sbjct  1    
MQTVNLGIVAHVDAGKTSLTERLLYATGVIGRLGSVDSGTTQTDTGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             +F     +VN++DTPGH DF+AEV R+L VLD A+LV+SA +GVQ  +R +   
LR + 
Sbjct  61   
AAFTVGDRQVNLLDTPGHSDFVAEVERALGVLDAAVLVLSAVEGVQPHSRRIMRILRSLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +PT+IF+NKID+ G     +V  VR  L+  ++    V            D   +D    
Sbjct  121  
LPTLIFVNKIDRMGARTDELVADVRRLLTPAVVPLGAVRAPGTAEAAFRLDHPRYDHSAA  180

Query  177  -----
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                 A+ E++D LL   +   P   +++    + +V    + P+ +GSA  G G+  
L+
Sbjct  181  
RRLAEALAEHDDHLLAALVDDLPPDPDRIDEALRTQVATGQVHPLLFGSALSGAGVPELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---K  288
            D +  +               VF +     G+R  YLR Y G LR R  +    RE   
+
Sbjct  241  DTIATVLPASPPAEPEPRA-
RVFAIVRDPSGERVAYLRSYGGQLRARQRIVAYRREPDGR  299

Query  289  LKITEMRIPSKGEIV--RTDTAYP-----GEIVILPS-
DSVRLNDVLGDPTRLPRKRWRE  340
               T  RI ++ ++V   TD A P     G I  +     VRL D LG P  L  + 
+  
Sbjct  300  TTATRARI-
TRLDVVGATTDRADPTTLSAGHIARVAGLTGVRLGDQLGSPAGLDGRSYF-  357

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P +   + P+  A+   L  AL  +ADTDP +R  V       +L + G VQ 
EV++
Sbjct  358  -PAPKVEAVVRPRDPARTLALHAALLDIADTDPFIRTRVAPDGGTSVLLY-
GEVQREVLA  415

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+E Y +E       ++++ERP  A +    +E+  + F+ ++G  V P   
GSGV Y
Sbjct  416  ATLAEAYGIEAEFGPGQLVHVERPTGAGA---AVEIIGHGFFGTVGFRVEP---
GSGVDY  469

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  +F  A+    R  L+QG  GW VTD ++   +  Y+SP++T   
FR LA
Sbjct  470  
RLEVELGSLPPAFHKAIEVATRAALDQGRHGWPVTDIRVTLTHSGYWSPITTAGHFRDLA  529

Query  521  



PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VL QAL E+GT++ EP   F    P + L        +  A I+           
+G 
Sbjct  530  
PYVLMQALAEAGTRVFEPCRRFEAEVPADRLGPVTSHLSRLGARIDGTDDSAAGWRVSGV  589

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
            +PAR     +  L    +G  +  +   G +   G P  +PR   +  D+V ++
Sbjct  590  LPARLEPRAQRLLPDLASGEGLWSSVPGGDRPVSGDPPRRPRTDGNPFDRVEYL  
643

>WP_064965718.1 GTP-binding protein [Tenacibaculum ovolyticum]
Length=660

 Score = 325 bits (834),  Expect = 6e-99, Method: Compositional 
matrix adjust.
 Identities = 211/653 (32%), Positives = 341/653 (52%), Gaps = 
28/653 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIGILAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ +E++RGI+I+AA 
TSF
Sbjct  6    
INIGILAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTNTDSLAIEKERGISIKAATTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+N++DTPGH+DF +EV R+L V+D AILV+SA +GVQA T  ++ +L+++ 
IP 
Sbjct  66   
EWKDTKINLIDTPGHVDFSSEVERALCVVDAAILVVSAVEGVQAHTLNIWDSLQELQIPI  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDI--E  173
            +IF+NKID+ G D ++ +  +   L    ++            +++P       T
+I  +
Sbjct  126  
LIFVNKIDRQGADAETTITQIERDLKTKAVVLYASENDGLTNATITPVFNTGIATEIKEK  185

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            + + +++ ++ LL +++  EPIS ++ V+  +    +  + PVY G AK  +G+  
L+D 
Sbjct  186  
SIEHILDCDEHLLTRFLNSEPISDDEYVKSIRDLTINNKITPVYTGIAKNNIGVTELLDG  245

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            +    +         L   VFK+E+        Y++++SG L  + T+    ++     
E
Sbjct  246  



IIAYCKTSNVTAVKELSAFVFKLEHHKVFGTMAYVKVFSGELSSKSTIYNDTQQ----LE  301

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSD--------
SVRLNDVLGDPTRLPRKRWREDPLPM  345
             +I    E+   +T Y   +V+   D          +  DVLG P  +P  +  +  
+P+
Sbjct  302  TKINQTKEL--HNTKYIDNVVLKSGDIGIITGVLGTKSGDVLGSPAGIP--
KLPQLHIPV  357

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P+  A    L DAL QL   DP L  +      E+ L  +G++Q+E++  
+L E
Sbjct  358  
LSVQVIPEDNADYNLLADALQQLDKEDPSLNFKWFKAEKELQLLLMGQMQIEILEHVLKE  417

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +     +P V+Y E   K A   I   + P P WA +   + P  L SGV Y 
S VS
Sbjct  418  RFLINASFTDPEVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEPAPLNSGVSYSSVVS  476

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
               ++  +QN +   I   L QG+ GW VTD KI    G  ++  S P DF    P
+ + 
Sbjct  477  
QNDVHIKYQNEIERTIPKALAQGILGWEVTDVKITLIKGEDHNIHSRPGDFNLATPMGIM  536

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q LK  GT LLEP LSF + A +  L +   +     A+ +T +   +     G 
IP   
Sbjct  537  
QGLKIGGTHLLEPILSFEIKANESLLGKITSELSTRRASFDTPEFIDEVFSLKGRIPVAT  596

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAA-VGQPVIQPRRPNSRLDKVRHMFQK  
637
               +   L   T+G+S    +  GY     G+ V++  +  + LD+ + +  +
Sbjct  597  SLDFSRKLNSITSGKSRLRLQFYGYDTCPKGEGVVRDYKGVNPLDEAQWILHR  
649

>WP_101907180.1 GTP-binding protein [Tenacibaculum dicentrarchi]
 SOU86497.1 conserved hypothetical protein [Tenacibaculum 
dicentrarchi]
Length=675

 Score = 326 bits (835),  Expect = 6e-99, Method: Compositional 
matrix adjust.
 Identities = 220/639 (34%), Positives = 337/639 (53%), Gaps = 
40/639 (6%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKTTLTE  LY SGAI   GSV+KG+T TD++ +E++RGI+I+AA 
TSF
Sbjct  6    
INIGVLAHVDAGKTTLTEHFLYNSGAIRTLGSVDKGSTSTDSLDIEKERGISIKAATTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   K+N++DTPGH+DF +EV R+L V+D  +LV+SA +GVQA T  ++ +L+++ 
IPT
Sbjct  66   
DWKGVKINLIDTPGHVDFSSEVERALCVVDAVVLVVSAVEGVQAHTLNIWDSLQELQIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI--
VLEEN------------  169
            +IFINKID+ G D ++V+     +L  D+ +K  V  + E   +LE N            
Sbjct  126  IIFINKIDRQGADAETVIT----
QLETDLKVKPVVLYTSENDGLLEANISAIFNISSDDK  181

Query  170  -----TDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
                 +DI  +  + ++E ++ LL  ++  E I+ E  ++  +    DA + PVY 
G AK
Sbjct  182  
AVVTTSDIREKTIEHLVETDENLLVSFLNDEKITDETYLKSIRNLTIDAKITPVYTGIAK  241

Query  223  KGLGIQPLMDAVTGLFQPIGEQ---------
GSAALCGSVFKVEYTDCGQRRVYLRLYSG  273
              LG+  L+D +   F PI E+            AL   VFK+E+        +++
++SG
Sbjct  242  NNLGVTELLDGIIA-
FCPISEKTEIVSSEKIAETALSAYVFKLEHHKVFGAMAHVKVFSG  300

Query  274  TLRLRDTVALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPT  331
             L  + TV    +E + KI + +   + + V       G+I VI      +  
DVLG P 
Sbjct  301  
ELSSKITVYNYTQELETKINQTKQLEQTKYVDNIVLKAGDIGVITGVLGTKAGDVLGTPY  360

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
            ++P     +  +P+L   + P+       L  AL QL   DP L+ +      E+ 
L  +
Sbjct  361  KIP--
TLPQLHIPVLTVEVIPEKNEDYNALAQALEQLDSEDPSLKFKWFKAEKELQLLLM  418

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G++Q+E+++ +L E++ +     +P V+Y E   K A   I   + P P WA +   
+ P
Sbjct  419  GQMQIEILAHVLKERFDILATFTDPQVVYKETISKKAEGYIRYWM-
PKPCWAIMTFLIEP  477



Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
              L SGV Y S VS   ++  +QN +   I   L QG+ GW VTD KI    G  +
+  S
Sbjct  478  
APLNSGVSYSSIVSQNDVHIKYQNEIARTIPKALAQGILGWEVTDVKITLIKGQDHNIHS  537

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
             P DF    P+ L Q LK+ GT LLEP LSF + A +  L +   +     AT +T 
+  
Sbjct  538  
RPGDFNLATPMGLMQGLKKGGTHLLEPILSFEIKANEALLGKVASELSTRRATFDTPEFS  597

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             D     G+IP      +   L   ++G+     +  GY
Sbjct  598  GDTFSLKGKIPVATSLDFSIKLNTISSGKLRLRLQFSGY  636

>WP_080864274.1 GTP-binding protein [Agrobacterium tumefaciens]
 CUX22199.1 Oxytetracycline resistance protein [Agrobacterium 
tumefaciens 
str. CFBP 5621]
Length=649

 Score = 325 bits (833),  Expect = 6e-99, Method: Compositional 
matrix adjust.
 Identities = 218/635 (34%), Positives = 332/635 (52%), Gaps = 
19/635 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGVIDRLGSVDTGNTQTDSLDLERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---------
LSPEIVLEENTD  171
            +P V FINK+D+ G     VVQ++ D+L    I   TV+          +P++  E    
Sbjct  121  
VPFVFFINKVDRPGARYDEVVQNLADQLRVRPIAMSTVTGAGGKSARVEAPDVKSEPFFS  180

Query  172  IEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            I   + + EN++ LL  Y +  + +  E+L++    +     + P + G+A  G G



+  L
Sbjct  181  I-
LCEILAENDEDLLRDYLLTPDGVEAERLLQSLAHQTAHGLVHPAFAGAAMTGAGLPAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  +           + G +FK+E    G++  YL L SGT++LR  + L  +  
++
Sbjct  240  ISAIVDMLPARQPDPEGEVSGKIFKIERGWGGEKLSYLHLTSGTIQLRQYLPLP-
QGPVR  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T +++   G +  +     G+I  +    S R+ D +G    +    +   P P 
L T 
Sbjct  299  VTGIQLFEDGHVHNSTHLRAGQIARVTGLTSARIGDRVGADA-VADSPFHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  A+   L  AL QL + DPL+    +  T+E+ +S  G VQ E++ + L   
+ +
Sbjct  357  
VVSRRPAEHAALWLALNQLTEQDPLIGLRRNDETNEVFVSLYGEVQKEIIQSELLTGFGI  416

Query  410  ETVVKEPSVIYMERPLKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            E   ++ ++I +ER L    H +  I   PNPF A++GL V P   G+G  +   V 
+G 
Sbjct  417  EAEFEDSTIICVER-
LAGIGHGLQTIFKAPNPFIATVGLRVEPRPDGAGNSFALEVEVGQ  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  SF  AV + +   L+QG+FGW V DC +        +P ST ADFR L P VL  
AL
Sbjct  476  
MPASFYRAVEETVFETLKQGIFGWRVVDCHVAMTAARQSAPSSTAADFRQLTPWVLAMAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             E+ T + EP   F L AP   ++R      K  A    A +        G I +  
+Q 
Sbjct  536  
TEAQTYVCEPIDHFHLEAPAAAMTRLSTVLAKAGAVTRNAVISGGMARLEGTIASAMVQG  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             +  +   T G     T    Y  A   P   PRR
Sbjct  596  VQQQVPGLTGGMGAMETSFSHYARADNPP--PPRR  628

>WP_099085457.1 GTP-binding protein [Agrobacterium tumefaciens]
 PHI00570.1 GTP-binding protein [Agrobacterium tumefaciens]
Length=649



 Score = 325 bits (833),  Expect = 7e-99, Method: Compositional 
matrix adjust.
 Identities = 218/635 (34%), Positives = 332/635 (52%), Gaps = 
19/635 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGVIDRLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---------
LSPEIVLEENTD  171
            +P V FINK+D+ G     VVQ++ D+L    I   TV+          +P++  E    
Sbjct  121  
VPFVFFINKVDRPGARYDEVVQNLADQLRVRPIAMSTVTGAGGKSARVEAPDVKSEPFFS  180

Query  172  IEAWDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            I   + + EN++ LL  Y +  + +  E+L++    +     + P + G+A  G G
+  L
Sbjct  181  I-
LCEILAENDEDLLRDYLLTPDGVEAERLLQSLAHQTAHGLVHPAFAGAAMTGAGLPAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  +           + G +FK+E    G++  YL L SGT++LR  + L  +  
++
Sbjct  240  ISAIVDMLPARQPDPEGEVSGKIFKIERGWGGEKLSYLHLTSGTIQLRQYLPLP-
QGPVR  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T +++   G +  +     G+I  +    S R+ D +G    +    +   P P 
L T 
Sbjct  299  VTGIQLFEDGHVHNSTHLRAGQIARVTGLTSARIGDRVGADA-VADSPFHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  A+   L  AL QL + DPL+    +  T+E+ +S  G VQ E++ + L   
+ +
Sbjct  357  
VVSRRPAEHAALWLALNQLTEQDPLIGLRRNDETNEVFVSLYGEVQKEIIQSELLTGFGI  416



Query  410  ETVVKEPSVIYMERPLKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            E   ++ ++I +ER L    H +  I   PNPF A++GL V P   G+G  +   V 
+G 
Sbjct  417  EAEFEDSTIICVER-
LAGIGHGLQTIFKAPNPFIATVGLRVEPRPDGAGNSFALEVEVGQ  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  SF  AV + +   L+QG+FGW V DC +        +P ST ADFR L P VL  
AL
Sbjct  476  
MPASFYRAVEETVFETLKQGIFGWRVVDCHVAMTAARQSAPSSTAADFRQLTPWVLAMAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             E+ T + EP   F L AP   ++R      K  A    A +        G I +  
+Q 
Sbjct  536  
TEAQTYVCEPIDHFHLEAPAAAMTRLSTVLAKAGAVTRNAVISGGMARLEGTIASAMVQG  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             +  +   T G     T    Y  A   P   PRR
Sbjct  596  VQQQVPGLTGGMGAMETSFSHYARADNPP--PPRR  628

>AMP56067.1 elongation factor G, domain IV [uncultured bacterium]
Length=223

 Score = 310 bits (795),  Expect = 7e-99, Method: Compositional 
matrix adjust.
 Identities = 148/221 (67%), Positives = 180/221 (81%), Gaps = 0/221 
(0%)

Query  275  
LRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLP  334
            + LRD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
LP
Sbjct  1    
MHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLP  60

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
            ++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS 
THEIILSFLG+V
Sbjct  61   
QRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKV  120

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+EV+SALL EKY +E  +KEP+VIYMERPLK A +TIHIEVPPNPFWASIGLSV
+PL L
Sbjct  121  
QMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPL  180



Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            GSGVQYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVT
Sbjct  181  GSGVQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVT  221

>WP_107027067.1 GTP-binding protein [Ensifer sp. NM-2]
 PSS66104.1 GTP-binding protein [Ensifer sp. NM-2]
Length=657

 Score = 325 bits (833),  Expect = 8e-99, Method: Compositional 
matrix adjust.
 Identities = 216/637 (34%), Positives = 335/637 (53%), Gaps = 
18/637 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+G+LAHVDAGKT+LTE LL+ +  I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGVLAHVDAGKTSLTERLLFDASVIDKLGSVDAGNTQTDSLALERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKL-----
SADIIIKQTVSLSPEIVLEENTD---I  172
            +P + FINK+D+ G     V+Q++  +L     +   +I     L+     +  ++    
Sbjct  121  
VPFLFFINKVDRLGARYDEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y+ A + ++ E+L R  + +V    L P + G+A  G G+  
L 
Sbjct  181  
ALCETLAENDDELLRDYLQAPDRLTDERLDRSLRDQVSRGLLQPAFAGAAVTGAGLPALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +         AA+ G +FK+E    G++  YL L SGT+RLR+ + L  + 
+ ++
Sbjct  241  SAIATVLPSRHLDPDAAVTGKIFKIERGWGGEKLCYLYLSSGTVRLREYLDLP-
QGRARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G+I    +   G+I  +      R+ DV+G  TRL   +    P P L 
+  
Sbjct  300  TGIQLFDAGKIHSATSFRAGQIARVSGLGGARIGDVVG-TTRLADVQHHFAP-



PTLESRA  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL QLA+ DPL+    +  T++I +S  G VQ EV+ + L   
+ LE
Sbjct  358  
KAQRPSESAALWLALNQLAEQDPLIDLRKNEDTNDIFVSLYGEVQKEVIQSTLLTDFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI  ER     +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
VAFEDSTVICAERLAGTGTGLQIIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             S+  AV + +   L QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  478  
ASYYRAVEETVFETLRQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALST  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L AP + L        K  A  + + +        G + +  
+Q  +
Sbjct  538  
AKTVVCEPIDQFYLEAPSQTLGGLLALLAKSGAVTKESILADGVARLEGHVASERVQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              L   T+G     T    Y      P   P+R   R
Sbjct  598  QQLPGLTSGMGTMETSFHHY-----APAADPQRSRKR  629

>WP_103836572.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. Ru73]
 POX36528.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. Ru73]
Length=659

 Score = 325 bits (833),  Expect = 8e-99, Method: Compositional 
matrix adjust.
 Identities = 232/645 (36%), Positives = 333/645 (52%), Gaps = 
51/645 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LLY +G I+  GSV+ GTTRTDT  +ERQRGIT++
+AV 
Sbjct  12   
RTLNIGILAHVDAGKTSLTERLLYDTGTIARLGSVDDGTTRTDTGTVERQRGITVRSAVV  71



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQA TR+L   LR
+M +
Sbjct  72   
SFTAGDTQVNVIDTPGHADFVAEVERALAVLDGAVLVLSAVEGVQAHTRVLMRTLREMRL  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            PT++F+NK D+AG     ++  VR +L+  ++   TV           PE + + +    
Sbjct  132  
PTLLFVNKTDRAGARHDDLLADVRRRLAPHLVPMTTVHGLGTRAARTVPETLDDPHFRTR  191

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E +D LL + + G   +  +L      R     + PVY+GSA  G G+  
L+D 
Sbjct  192  
VAEVLAETDDALLARVVDGPYPTAAELRTALAERTARGLVHPVYFGSALSGEGVGALLDG  251

Query  234  VTGLFQPIGEQGSAALC---
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            +TGL  P      AA     G+VF ++ T  G R  ++RLYSG L  R  V L  R    
Sbjct  252  
ITGLLPPAPGPDPAAPQEPRGTVFALDRTPAGPRGAFVRLYSGELAARQRVTLHRRAPDG  311

Query  288  -----KLKITEMRIPSK-GEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDP----
TRLPRK  336
                   +IT + +  + G   +  TA  G I  I     +R+ D LG P       
PR 
Sbjct  312  TPHTYTGRITALEVVGRAGGTAQRLTA--
GNIARISGVTGIRVGDRLGAPDGDDGAAPRF  369

Query  337  RWREDPLPMLRTTIAPKT--AAQRERLLDALTQLADTDPLLR-
CEVDSITHEIILSFLGR  393
                 P P LRT + P+        RL  AL  LA+ DPL+  C     T  ++L   
G 
Sbjct  370  -----
PAPTLRTVVRPRDPHPGAAARLHTALQSLAEQDPLIHACAEPDGTTSVLLH--GE  422

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVT  450
            +Q E+++A L+++Y ++ V     V+  ERP    +A     H    P+ FWA+
+GL V 
Sbjct  423  
MQKEIIAAALADEYGIDAVFTPSRVVCRERPAGTGEAVEELGHRAPAPSGFWATVGLRVE  482

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P   G+G  +     LG L ++F  AV + +   L +G  G  VTDC +      +  
PV
Sbjct  483  
PAPYGTGAVFRYETELGALPRAFHTAVEETVHEALRRGPRGRPVTDCTVTLIRSGFVGPV  542



Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT------  564
            ST ADFR + P+VL +AL  +GT++ EPY +F    P + L      A   C T      
Sbjct  543  STAADFRGVTPLVLARALDRAGTRVHEPYHAFEAEVPADALP-----
AVTACLTALGADL  597

Query  565  IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             +T        +  G +PAR +      L   ++G     T   G
Sbjct  598  TDTVADSTTTWLLKGALPARHLHTVERRLPGLSHGEGTWWTRPCG  642

>WP_091877371.1 GTP-binding protein [Phyllobacterium sp. OV277]
 SDN86584.1 ribosomal protection tetracycline resistance protein 
[Phyllobacterium 
sp. OV277]
Length=656

 Score = 325 bits (833),  Expect = 8e-99, Method: Compositional 
matrix adjust.
 Identities = 224/637 (35%), Positives = 336/637 (53%), Gaps = 
26/637 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDSGNTQTDNLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERILGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P V FINK+D+ G     V++++ ++L    I    V + P     +   IEA D    
Sbjct  121  VPFVFFINKVDRVGAQYDRVLEAIANQLPVRPIAMSGV-IDPG---
SKRAQIEALDLRNG  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                     + EN+D LL  YI A E +  EKL      ++    + PV+ G+A  
G+GI
Sbjct  177  
AFFKVLCETLAENDDALLADYILAPERLIAEKLEYAFADQIAKGWVHPVFGGAATTGIGI  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              LM A+  +           + G +FK+E    G++  Y+ L SGT++ R  + L  
+ 



Sbjct  237  
SALMAAIAAMLPARLPDPDGPIEGKIFKIERGWGGEKLSYMSLNSGTIQTRQYLNLP-KG  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPML  346
            + ++T +++   G +    +   G+I  +   S  ++ DV+G    L   R  +   
P L
Sbjct  296  QARVTGIQLFGAGRVHAATSFKAGQIARVSGLSDAQIGDVVG--
VDLASGRRADFAPPTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  +    L  AL QLA+ DPL+    +   +++ +S  G VQ EV+ + 
L   
Sbjct  354  
ETRVLARHPSDNGALWLALNQLAEQDPLINLRRNEEANQVFVSLYGEVQKEVIQSTLLSD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L+ + +E +VI +ER +   +    I   PNPF A++GL + P   GSG  +   
V +
Sbjct  414  
FGLDAMFEETTVICVERLIGTGTGIEVIFKEPNPFIATVGLRIEPRPEGSGNSFALEVDI  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  SF  AV + +   L+QGLFGW V DC +      + SPVST ADFR L P
+VL  
Sbjct  474  
GQMPASFYRAVEETVFTTLKQGLFGWQVIDCHVAMTAARHSSPVSTAADFRQLTPLVLAT  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL E+ T + EP   F L AP   LS       K  A  + + +        G I 
+  I
Sbjct  534  
ALSEAQTVICEPINRFCLDAPAAALSGLLTLLAKAGAITKDSLISGGMARLEGTIASAMI  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            Q  +  L   T+G      E   Y      P++ P+R
Sbjct  594  QNVQLQLPGLTSGAGAMECEFDHY-----APIMGPKR  625

>WP_068400263.1 GTP-binding protein [Rhizobium sp. AC27/96]
 OCI93212.1 GTP-binding protein [Rhizobium sp. AC27/96]
Length=645

 Score = 325 bits (832),  Expect = 9e-99, Method: Compositional 
matrix adjust.
 Identities = 218/647 (34%), Positives = 327/647 (51%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDIGVIDKLGSVDSGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   
VSFTIGDLIVNLIDTPGHPDFIAEVERVLRLLDAAVVVVSAVEGVQPQTRVLVRALRQLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +P + FINK+D+ G     V+  +  +LSA  I    I+   S   EI   +      
W 
Sbjct  121  
VPFLFFINKVDRLGARYAEVLDDIESQLSARPIAMSAIRNAGSKQAEITAIDMAQEPYWS  180

Query  177  AVIE----NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+ E    +++ +++ Y+ + + ++  +L      +V    + P + G A  G G+  
L+
Sbjct  181  
ALCEALAASDEAIVDDYVLSPDRLTAPRLEHALADQVARGLVHPAFAGVAMSGAGVPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  YL L SGT+ LRD + L  + 
+ K+
Sbjct  241  SAIATLLPSRKPDPDGPVSGKIFKIERGWGGEKLAYLCLTSGTIALRDHLDLP-
KGQAKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              +++ S G I +      G I  +    + ++ D +G       K     P P L 
T +
Sbjct  300  NSIQVFSNGRIDKVTHVGAGRIARIGGLTNAQIGDDIGSEGSSASK-LHFSP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P   A    L  AL QLAD DPL+    +    EI +S  G VQ EV+ A L+  
+ L+
Sbjct  358  
RPSRPADTAALWLALMQLADQDPLINLRTNEDASEISVSLYGEVQKEVIQATLANDFGLD  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V +E ++IY ERP+   S    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AVFEESTIIYAERPVGTGSGIEIIFREPNPFLATVGLRVEPRPQGTGNSFAVEVDVGQMP  477



Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L++G+FGW V DC +        SP +T  DFR L P+VL  
A   
Sbjct  478  
ASFYRAVEEAVFETLKEGIFGWQVIDCHVAMTAARQTSPATTAVDFRRLTPLVLAAAFSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   L+       K  A+   + +        G + +  
IQ  +
Sbjct  538  
AQTIVCEPIDRFHLEIPTTALTGVSTLLAKSGASTRESVISAGVARLEGTVASAMIQGIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  634
              L   ++G          Y    G P  + R    P  R D ++ +
Sbjct  598  KQLPGLSSGTGTLDHAFDHYAPTAGPPRRRKRSNANPFERADYLQRL  644

>WP_028870517.1 GTP-binding protein [Psychroserpens burtonensis]
Length=663

 Score = 325 bits (833),  Expect = 9e-99, Method: Compositional 
matrix adjust.
 Identities = 209/629 (33%), Positives = 336/629 (53%), Gaps = 
30/629 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I+ IGILAHVDAGKT++TESLL+ SG  +  GSV+KG+  TD + +E+ RGI+I+A
+  +
Sbjct  6    
ILTIGILAHVDAGKTSITESLLHHSGTTTSLGSVDKGSAITDGLTMEKNRGISIKASSVN  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W      +VDTPGH+DF AEV RSL++LDG ILV+SAK+GVQA T  L+ +L +  
+P
Sbjct  66   
FSWEHRLFQLVDTPGHIDFSAEVDRSLSILDGVILVVSAKEGVQAHTLNLWESLIERKLP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS-
PEIVLEENTDIEAW------  175
             +IF NKID+AGVD++ V    +  L       Q  +L+ P++   +N  + ++      
Sbjct  126  VIIFFNKIDRAGVDVERVFLDFQKDLGV-----
QLFALNYPDVSHPDNPKLLSFTNCAHH  180

Query  176  ------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                  D  +EN    ++  L +Y+ GE  + E+++ + ++ ++  +L+   
+GSAK GL
Sbjct  181  
INSTILDTSMENLAECDETFLSQYLEGEISNLEQVLEKGKQNIKTRALYGSLFGSAKLGL  240



Query  226  GIQPLMDAVTGLF-
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            GI+ L++++T L  QP     +AA    VFKV +     R  Y++ Y   L+ +D 
+   
Sbjct  241  GIEELLNSITTLIPQPKSYYSTAA--
AKVFKVTFDKKKGRLAYIKSYGSRLKSKDFIRSQ  298

Query  285  GREK-LKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDP  342
              +K +KI ++  P  G +V++   + GEI +I  SDS+   D+LG      + ++ 
+  
Sbjct  299  QLDKDIKINQIFKPHLGGLVQSSELHKGEIGIITTSDSILPGDILGSEDL--
KDQYSKIS  356

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
              +L   + PK     ++L +AL  L   DP+L  +      E  L  LG +Q EV
+   
Sbjct  357  
EAVLGVEVIPKDVKDYQKLGEALEILNVEDPILDFKWFKEEKEFHLKILGPIQTEVLKEN  416

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L +++ +E    +P VIY E P K+A   +   + P P WA +   + P  LGSGV 
+ S
Sbjct  417  LIQRWAVEAEFHKPKVIYKETPSKSAQGYVRYWM-
PKPCWAIMTFLIEPAPLGSGVSFTS  475

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V    ++  + N V+  I + L+QG+ G+ VTD  I    G  ++  S P DF    
P+
Sbjct  476  
NVRTSDISNKYLNEVKRAIPWSLKQGIHGYEVTDISITLIAGTEHTVHSNPGDFLLATPM  535

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L + L+ +GT LLEP  +F + A ++ L     D  +  A I+T   +    +  
G + 
Sbjct  536  
GLLKGLENAGTDLLEPMYAFEIKANKDLLGPISTDLNQMNAQIDTPMFENYFFIIAGRVS  595

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                  Y       T+G+      L GY+
Sbjct  596  VAAAMDYAIKFNATTSGKGRLKLTLDGYK  624

>WP_018494747.1 GTP-binding protein [Rhizobium leguminosarum]
Length=650

 Score = 325 bits (832),  Expect = 1e-98, Method: Compositional 
matrix adjust.
 Identities = 221/627 (35%), Positives = 334/627 (53%), Gaps = 
14/627 (2%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRLLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEENT---
DIEAWD  176
            +P V F+NK+D+ G   Q  V+++  +L+   I +   +    ++   E     D   
+ 
Sbjct  121  
VPFVFFVNKVDRPGARYQEDVEALAAQLAIRPIAMSSVIDAGAKLARVETLALRDEPLFS  180

Query  177  AVIE----NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+ E    N++ LL+ Y+ A + ++ E+L R    +V    + PV+ G+A  G+GI  
L 
Sbjct  181  
ALCETLGDNDEALLDDYVLAPDWLTEERLGRCLATQVASGLVHPVFAGAAMTGVGIPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  R   
++
Sbjct  241  SAIATILPERRPNPDGPVAGKIFKIERGWGGEKLSYIYLASGTVRLRQYLDLP-
RGPERV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G +  T++   G+I  +      R+ D +G      R  +     P L 
T +
Sbjct  300  TAIHVFEAGRVHGTESLRAGQIARISGLAGARIGDAVGGDLAGGRAHFAP---
PTLETRV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  + +  L  AL Q+A+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  357  
LARRPSGKAALWLALNQMAEQDPLINLRRNEEADEVFVSLYGEVQKEVIQSTLLTDFNLE  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ERP+   +    +   PNPF A++GL V P   G+G  +   V 
+G + 



Sbjct  417  
ARFEKSTVILVERPVGTGAGLQILFKEPNPFLATVGLRVEPRPPGAGNSFALEVDVGQMP  476

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
AL  
Sbjct  477  
ASFYRAVEETVFETLKQGVFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAMALSA  536

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T L EP   F L AP E LS       K  AT+  + +        G I +  
IQ+ +
Sbjct  537  
AQTVLCEPIDRFHLEAPAESLSGLLTLLAKSAATMTDSVIADGMARLEGTIASAMIQSVQ  596

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP  617
              L   T+G  +  T    Y    G P
Sbjct  597  QQLPGLTSGAGIMETSFDHYAPMAGPP  623

>OWT31778.1 mosaic tetracycline resistance protein [Campylobacter 
coli HN-CCD07046]
Length=182

 Score = 308 bits (790),  Expect = 1e-98, Method: Compositional 
matrix adjust.
 Identities = 139/181 (77%), Positives = 159/181 (88%), Gaps = 0/181 
(0%)

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +QYESRVSLGYLNQSFQNAV +G+ YG EQGL+GW 
VTDCKICFEYGLYYSPVSTPADFR
Sbjct  1    
MQYESRVSLGYLNQSFQNAVMEGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFR  60

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L+PIVLEQALK++GT+LLEPYL F +YAPQEYLSRAYHDAP+YCA I + Q+K 
DEV+ 
Sbjct  61   
LLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVIL  120

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
             GEIPARCIQ YR DL  +TNG+ VCLTELKGYQ A+G+ + QPRRPNSR
+DKVRHMF K
Sbjct  121  
KGEIPARCIQEYRNDLTSFTNGQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHK  180

Query  638  V  638
            +



Sbjct  181  L  181

>WP_016430778.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. HGB0020]
 EPD66547.1 tetracycline resistance protein tetM [Streptomyces sp. 
HGB0020]
Length=621

 Score = 323 bits (829),  Expect = 1e-98, Method: Compositional 
matrix adjust.
 Identities = 224/625 (36%), Positives = 329/625 (53%), Gaps = 
27/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MPTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGDIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTAGDTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +PTV+F+NKID+AG     ++  +R +L+  +     ++   +    +      D 
+  +
Sbjct  121  
LPTVVFVNKIDRAGARSADLLADIRRRLTPCVAPLTEVRDIGTAGARVTPRPPGDPQLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ E +  +LE  + G   + ++L +    R  D S  PV +GSA  G G+  L+
+AVTG
Sbjct  181  
ALAEVDPAVLEAVVDGPEPTPDELRKALAARTADGSFHPVLFGSALGGQGVAELVEAVTG  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK--------  288
            L  P          G+VF V  +  G+R  YLRLY G + LR  + L  RE         
Sbjct  241  
LIPPPPATSDGPPRGTVFAVRPSAGGERIAYLRLYEGEVTLRQRLTLLRREADGRTSEVT  300

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G    T     G I  L   + VR+ D LG       +R      
P L 
Sbjct  301  GRVTGLDVIGGGGPSLTA----GNIAALTGLNGVRVGDRLGPLA----



ERAPHFARPTLE  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +   Q   L  AL  LAD DPL+     + +    L   G VQ+EV++A L
++ +
Sbjct  353  TLVRARRPGQAAALRTALLTLADQDPLIHAR-
PAASGATALLLYGEVQMEVLAATLAQDF  411

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRV  464
             +E   +   V ++ERP +     +  E+P      +WA+IGL V P  LGSG  +
+   
Sbjct  412  GIEADFEPGRVRFLERP-RGVGEAVE-
EMPWHLGTRYWATIGLRVEPGPLGSGGLFDYET  469

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L ++F  A+ D +   L  GL G +VTD ++      Y +P+ST ADFR L 
P+VL
Sbjct  470  
ELGALPRAFHQAIEDTVHATLATGLRGASVTDYRVTLVRSGYCAPISTAADFRGLTPLVL  529

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT+L EPY +F    P + L+          A            V TGE
+PAR
Sbjct  530  
RAALERAGTRLYEPYHAFETEVPLDALAPVTAHLASLGAEFTGTTGGSTAWVITGELPAR  589

Query  585  CIQAYRTDLAFYTNGRSVCLTELKG  609
             ++     L   T+G  V  +   G
Sbjct  590  RVREIELRLPGLTHGEGVWWSRPSG  614

>WP_094923030.1 GTP-binding protein [Pseudonocardia sp. MH-G8]
 OZM82458.1 GTP-binding protein [Pseudonocardia sp. MH-G8]
Length=630

 Score = 323 bits (829),  Expect = 2e-98, Method: Compositional 
matrix adjust.
 Identities = 217/625 (35%), Positives = 329/625 (53%), Gaps = 
37/625 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+  GAIS  GSV+ G T+TDT  +ER+RGIT++
+AV 
Sbjct  5    
RTLNVGILAHVDAGKTSLTERLLFEFGAISRLGSVDGGDTQTDTGAIERERGITVRSAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN++DTPGH DF+AEV R+L VLDG +LV+SA +GVQAQTR+L   LR 



M +
Sbjct  65   
AFTVGSTQVNLIDTPGHPDFIAEVERALGVLDGVVLVLSAVEGVQAQTRVLMRTLRAMRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSL---
SPEIVLEENTDIEA---  174
            PT++F NKID+AG     ++  VR  ++   I++ +T  L   +  +V E   + 
EA   
Sbjct  125  
PTLLFANKIDRAGARDDELLAEVRRTVAPHAIMMTRTRDLGTAAATVVAESLDEPEARAR  184

Query  175  -
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E +D++L + + G P++  ++            + P+Y GSA  G G++ 
L++ 
Sbjct  185  
ITEVLAETDDRVLARVVDGPPLTAREVTAALVAGTATGRVQPLYSGSALSGAGVRTLVEG  244

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------  287
            V  L  P          G+VF VE T  G++ VYLRL++G + +R+ + L GR       
Sbjct  245  
VVALVPPAPVPVGGPARGTVFAVERTPSGEKLVYLRLFAGEVAVRERLVLHGRRADGARE  304

Query  288  --KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL------
GDPTRLPRKRWR  339
                +++ +++  +G   R      G I  L    VR+ D L       D  R  R    
Sbjct  305  ECSGRVSALQVVGRGPADRLRAGGIGRIRGL--
REVRVGDRLGGPDGGADGPRFAR----  358

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P LRT + P+  A   RL  AL QLAD DPL+         E++L   G VQ 
EV+
Sbjct  359  ----PALRTVVRPQDPADATRLRAALLQLADQDPLISVRPVPDGTEVLL--
YGEVQKEVL  412

Query  400  SALLSEKYKLETVVKEPSVIYMERP--LKAASHTIHIEVPP-
NPFWASIGLSVTPLSLGS  456
            +  L+ ++ +        ++ +ERP  +  A        P    +WA++GL V P    
+
Sbjct  413  
AQTLAAEHGVTARFAPSRIVRVERPAGVGEAVEEFGRRGPALGRYWATVGLRVQPGKRDT  472

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            GV ++    LG L ++F  A+ + +     +G  GW VTDC +      + +PVS  
ADF
Sbjct  473  
GVVFDYETELGALPRAFHTAIEETVHRACRRGPRGWAVTDCAVTLVRSGFNAPVSVAADF  532

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L  IVL +AL+ +GT++ EP  +F L  P+  LS          A IE      



D   
Sbjct  533  
RELTSIVLARALERAGTRVYEPCHAFELDIPRATLSEVAQRLTALEARIEQTAEVADGWR  592

Query  577  FTGEIPARCIQAYRTDLAFYTNGRS  601
              G +P R + A +  L   T+G +
Sbjct  593  LAGTLPVRSLDAVQRSLPGLTSGEA  617

>WP_076988305.1 GTP-binding protein [Actinosynnema sp. ALI-1.44]
 ONI82988.1 hypothetical protein ALI144C_18240 [Actinosynnema sp. 
ALI-1.44]
Length=611

 Score = 323 bits (828),  Expect = 2e-98, Method: Compositional 
matrix adjust.
 Identities = 214/620 (35%), Positives = 321/620 (52%), Gaps = 
19/620 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LL+ +GAI+  GSV+ G TRTD M LER+RGITI
++AV
Sbjct  1    
MGTLNLGIVAHVDAGKTSLTERLLFDAGAITHLGSVDGGDTRTDAMDLERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     KV+++DTPGH DF+AEV R+L VLDGAILV+SA +GVQ  TR+L   L
+ + 
Sbjct  61   
ATFDAAGHKVHLIDTPGHTDFVAEVERALGVLDGAILVLSAVEGVQPHTRVLMRTLQALG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLSPEIVLEENTD--
IEAWDA  177
            +PT++F+NKID+ G   + ++  +R  LS + + +   V+L       E  +   E  
+ 
Sbjct  121  
VPTLLFVNKIDRRGARHKDLLDDIRRMLSPSAVAVNHPVALGTGQASVEPLEPGPELAEV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + + +D +L+ Y+ G  +  + L  E  R+     + PV++GSA  G GI  L   
+  L
Sbjct  181  LADRSDDVLQSYLDG--
LDPDLLHDELARQTAAGLVHPVFFGSAISGAGIDALRRGIVDL  238

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
              P  E     L G+VF +E+   G+R    RL++G+L +RD +    R+    T 
+   
Sbjct  239  LPP-
AEPAPGPLDGTVFAIEHDGTGRRFAVARLFAGSLTVRDRITFTRRDASGTTVVESG  297



Query  298  SKGEIVRTD----TAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
               E+   D    T   G I  +    V R+ D LG  T  P             T  
A 
Sbjct  298  RATEVRDADRQQATVRAGGIARIGGIPVLRVGDRLGSTTSPPAPARF-----
RPPTLEAV  352

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
             T+  R+ L   L+ LAD DPL+          +++S  G VQ EV++A L+E++ 
+   
Sbjct  353  VTSPDRD-
LYTGLSALADEDPLINVRQGPRPGSLVVSLYGEVQREVIAARLAEEFGVRAE  411

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
               P V+ +ER L    H + + +   PF  ++GL V P  + SGV+Y      G 
L  +
Sbjct  412  FSAPRVVCVER-LTGTGHAVKV-
MGETPFVGTVGLRVEPGEVDSGVRYRLEAERGSLPAA  469

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            F  A+ D  R  L  G  GW V DC +   +  Y SPVS   DFR L P+VL +AL
+E+G
Sbjct  470  
FMTAIEDTARAALASGPQGWRVVDCLVTLTHTGYSSPVSVAGDFRGLTPLVLMEALREAG  529

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            T + EP     L  P + +S   +   +     E   V+ +E      +P+  ++     
Sbjct  530  
TVVCEPMEHVDLDVPVDVVSAVLNLLVRCGGVPEMPVVRGEEAGVAAVVPSGSLREIEQA  589

Query  593  LAFYTNGRSVCLTELKGYQA  612
            L   T G     T   GY++
Sbjct  590  LPGTTRGLGTMTTRFAGYRS  609

>WP_018528928.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. HmicA12]
Length=634

 Score = 323 bits (829),  Expect = 2e-98, Method: Compositional 
matrix adjust.
 Identities = 223/623 (36%), Positives = 323/623 (52%), Gaps = 
28/623 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTDT  +ERQRGITI+
+AV +F
Sbjct  10   



LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGDTRTDTGAIERQRGITIRSAVAAF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L+ISA +GVQAQTR+L   LR++ 
+PT
Sbjct  70   
TVGDTQVNLIDTPGHSDFIAEVERALDVLDGAVLLISAVEGVQAQTRVLLKTLRRLGLPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII--IKQTVSLSPE-
IVLEENTDIEAWDAVIE  180
            ++F+NKID+AG  +  ++  +R +L+  ++  +    + +P   V     D  A   
+ E
Sbjct  130  
LVFVNKIDRAGARVGPLLDDIRRRLTPHVVPLVDVRNAGTPRAAVTGRALDDAAAQTLAE  189

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +L   + G P + + L R    R  +  L PV +GSA  G G+  L+DAV      
Sbjct  190  
VDDAVLSALVDGPPPTPDALRRALAARTGEGLLHPVLFGSAIGGQGVPQLLDAVREFLPA  249

Query  241  IGEQ-GSAALCGSVFKVEYTDCGQRRVYLRLYSG--------
TLRLRDTVALAGREKLKI  291
             G+   +A   G+VF V     G+R  YLRLY G        T R +D    A R   
+I
Sbjct  250  
TGKSDATAPPAGTVFAVRRGSVGERIAYLRLYDGEVRERQKVTFRRQDAEGGAERTAGRI  309

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +R    G     D A PG+I  +     VR+ D +G   R    R R  P P L 
+  
Sbjct  310  TGLRTVGTG----GDVAGPGQIAEVRGIAGVRVGDRIG---RFTEGRARFAP-
PTLESVA  361

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  Q   L  AL +LAD DPL+           +L + G VQ EV+ A L+E+
+ +E
Sbjct  362  RAVHPGQGAALRAALLELADQDPLIHARPAPAGTTALLLY-
GEVQKEVLGATLAEEFGIE  420

Query  411  TVVKEPSVIYMERPL---
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
               +  ++  +ERP+   +A     H      P  A++GL + P   GSG  +     
LG
Sbjct  421  AAFEPSTIRCVERPVGTGEAVEEMGHRSTTGLP--
ATVGLRIEPAPHGSGRVFSYETELG  478

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L ++F  AV D +   L  G   GW VTDC +      + SPVS   DFR++  
+V+ Q



Sbjct  479  
ALPRAFHQAVEDTVHATLASGDPHGWPVTDCHVTLIRSGFDSPVSVAGDFRTVTALVVRQ  538

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +G+++ EP  +F +  P + L+          A            + TGE+ 
AR +
Sbjct  539  
ALERAGSRVFEPAHAFEVEVPLDALAPVTARLASLGAEFGETTGGTASWLITGELTARRV  598

Query  587  QAYRTDLAFYTNGRSVCLTELKG  609
                  L   T G  V  + + G
Sbjct  599  PEMELALPGLTRGEGVWWSRVSG  621

>WP_049571435.1 GTP-binding protein [Nonomuraea sp. SBT364]
Length=660

 Score = 324 bits (831),  Expect = 2e-98, Method: Compositional 
matrix adjust.
 Identities = 220/647 (34%), Positives = 331/647 (51%), Gaps = 
36/647 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G+LAHVDAGKT+LTE+LL+A GAI   G V+ GTT+TD++ LERQRGITI
+AAV +F
Sbjct  25   
LNLGVLAHVDAGKTSLTEALLHAGGAIGRLGRVDAGTTQTDSLALERQRGITIRAAVAAF  84

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQT +L+ ALR++ 
+P 
Sbjct  85   
SAGDVTVNLVDTPGHPDFIAEVDRSLAVLDGAVLVLSAVEGVQAQTVVLYRALRRLGVPV  144

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA--  177
            V+F+NKID+ G    +V+  +R +LS + +    ++   + S  +         
AWDA  
Sbjct  145  VLFVNKIDRRGAAPGTVLDGIRRRLSTEAVPLGAVRDAGTASALVT------
PLAWDAPE  198

Query  178  --------VIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                    +  ++D LLE+++ AG P+ R +L     R  +  ++ P+ +GSA+ G 
G+ 
Sbjct  199  
VTEDLTARLAAHDDDLLEEWLAAGRPLGRARLYTALARLTRAGTVHPLVFGSARTGAGVG  258

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L+  ++GL  P    G+A +   VFKVE    G R   +R+ +G LR+RD V L 



G   
Sbjct  259  
QLIGTISGLLTPPAGDGAAPVAAQVFKVERAPAGGRLCTVRMRAGALRVRDRVPLGGGRW  318

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD--
PTRLPRKRWREDPLPM  345
              +T + +   G  VR D A PG+I  +   +  R+ D +GD   T          
P P 
Sbjct  319  
ATVTGLEVFEPGGPVRRDQAGPGQIARVRGLEGARIGDWIGDRIGTGPAAAASSALPAPG  378

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              + +  +  A+   L  AL++LAD DPL+    D     + +S  G VQ +V++A 
L+ 
Sbjct  379  FESRVTARDPARHGDLHRALSELADIDPLIAVRPDR--
DAVRISIYGEVQQQVLAATLAA  436

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY-----  460
            ++ +       +V  +ERP    +  + +  P +P   ++G+ V P + GSGV+      
Sbjct  437  
EFGIAADFGPTTVRCVERPSGVGAAVLRMGEPGHPHDFTLGVRVEPAAPGSGVELVVAAE  496

Query  461  ESRVSLGYLNQ--
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             S + L        F+ AV   +   L  G  GW VTD ++      Y       A
+ R 
Sbjct  497  
RSGIPLHVYTTFGDFRTAVLGYLAQPLACGPHGWPVTDLRVTVTEAAYPPAGPRAAEVRY  556

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                V+ QA+  +GT + EP   F +  P   LS       +     +         
V T
Sbjct  557  
TTEAVVHQAITRAGTTVCEPVDRFAVETPPGTLSAVLGLLARNGVAPQVLHTGDPVAVVT  616

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
            G      I A R  L   T+G+ V  + L  Y      P    RRP+
Sbjct  617  GTARTTVIPAVRAGLHGSTHGQGVLESRLDHYTPI---PRATARRPS  660

>WP_068953105.1 GTP-binding protein [Pararhizobium polonicum]
 OBZ96124.1 GTP-binding protein [Pararhizobium polonicum]
Length=659

 Score = 324 bits (830),  Expect = 3e-98, Method: Compositional 
matrix adjust.
 Identities = 213/631 (34%), Positives = 323/631 (51%), Gaps = 
21/631 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M+I+N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRILNLGILAHVDAGKTSLTERLLFDAGVIDTLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIDDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P V FINK+D+ G     V++ +  +L    I    ++ +   + +    +EA D    
Sbjct  121  VPFVFFINKVDRLGARYDDVLEVLASQLPVRPIAMSAINEAGSKLAQ----
VEAHDPGRE  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                     + EN++ LL  Y+ A + ++ E+L R    +V    + P + G+A  
G G+
Sbjct  177  
PLFTALCETLAENDEVLLSDYVLAPDRLTAERLQRSLADQVAAGLVHPAFGGAAMTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  A+  +           + G +FK+E    G++  Y+ L SGT++LR T+ L  
+ 
Sbjct  237  
PALTAAIATMLPCRRRDPDGPVAGKIFKIERGWGGEKLAYMHLTSGTVQLRQTLDLP-KG  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
              ++T + +  +G +    +   G+I  +      R+ D +G    L   R    P 
P L
Sbjct  296  PARVTAIHVFEEGRVRNVASVRAGQIARISGLGGARIGDAVGTDLLL-
GGRSHFAP-PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  +    L  AL QLA+ DPL+    +    E+ LS  G VQ EV+ + 
L   
Sbjct  354  
ETRVLARRPSDSAALWLALNQLAEQDPLINLRRNEEAGEVFLSLYGEVQKEVIQSTLLTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI +ER + A S    I   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLEAAFEESTVICVERVIGAGSGLQTIFKEPNPFLATVGLRVEPRPHGAGNSFALDVDI  473

Query  467  



GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  SF  AV + +   L+QG FGW V DC +      + SP ST ADFR L P
+VL  
Sbjct  474  
GQMPASFYRAVEETVFETLKQGFFGWQVIDCHVAMIAARHSSPSSTAADFRQLTPLVLAT  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T + EP     +  P E L+       K    +  + +        G + 
+  +
Sbjct  534  
ALSAAQTVICEPIDRLDIETPAETLNGLLTLLAKSGVAMTDSVIANGVARLEGTVASAAV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            Q  +  L   T+G          Y    G P
Sbjct  594  QGIQQQLPGLTSGMGTMEASFDHYAPMAGAP  624

>WP_055508442.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
aurantiacus]
Length=631

 Score = 323 bits (828),  Expect = 3e-98, Method: Compositional 
matrix adjust.
 Identities = 216/622 (35%), Positives = 317/622 (51%), Gaps = 
20/622 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+ SG I   GSV+ G TRTD   +ERQRGITI+
+AV 
Sbjct  11   
RTLNIGILAHVDAGKTSLTERLLFDSGVIDRLGSVDAGDTRTDDGAIERQRGITIRSAVA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   LR
++ +
Sbjct  71   
AFTAGDVQINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMKTLRRLRL  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDA  177
            PT++F+NKID+AG   + ++  +R +L+  I+    ++   +   E+V          
+ 
Sbjct  131  
PTLVFVNKIDRAGAREEGLLDDIRRRLTGHIVPLTGVRGIGTAHAEVVPRPLDAPRTTET  190

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G P + + L      R  D SL PV +GSA  G GI  L++A
+  L
Sbjct  191  



LAEADSGILAAVVDGPPPTPDALRAALAARTADGSLHPVLFGSALGGQGIAELVEALPRL  250

Query  238  FQPIGEQGSAALC---GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKI  291
                G   S       G+VF V     G R  YLRL+ G +  R  +    RE   
+  +
Sbjct  251  
IPVSGVSTSPVPVEPRGTVFAVRTRPDGARTAYLRLFEGAVTQRQRLTFLRREADGRESV  310

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
               R      + R      G I  +    ++R+ D LG  P R P     +   P 
L T 
Sbjct  311  VPGRALGLDVVGRAGPLTAGNIAAVTGLHNIRVGDRLGRGPDRAP-----
QFAAPTLETL  365

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  + + +   L  AL  LAD DPL+           +L + G VQ EV++A L++ 
+ +
Sbjct  366  VRARESDRAAPLRSALLALADQDPLIHARPGPSGSTALLLY-
GEVQKEVLAATLTQDFGI  424

Query  410  ETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGVQYESRVSLGY  468
            E   +   V  +ERP+        I+   +  FWA+IGL V P   G G  +     
LG 
Sbjct  425  
EAEFEPSRVRCLERPVGTGEAYEEIQRHGHTGFWATIGLRVEPGPHGRGTVFAYETELGA  484

Query  469  LNQSFQNAVRDGIRYG-
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L ++F  AV D +    L  G  GW VTDC +      + +P ST  DFR L P
+VL +A
Sbjct  485  
LPRAFHQAVEDTVHATLLGGGPHGWPVTDCLVTLVRSGFVAPTSTAGDFRGLTPVVLRRA  544

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT++ EPY SF    P + L+          A            + TGE
+PAR ++
Sbjct  545  
LEHAGTRVYEPYHSFETELPLDALAAVTARLAACGAEFGETTGGDASWLVTGEVPARHVR  604

Query  588  AYRTDLAFYTNGRSVCLTELKG  609
                 L   T+G  V  +   G
Sbjct  605  DLELRLPGLTHGEGVWWSRPSG  626

>WP_051823248.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL S-1448]
Length=642



 Score = 323 bits (827),  Expect = 5e-98, Method: Compositional 
matrix adjust.
 Identities = 226/629 (36%), Positives = 326/629 (52%), Gaps = 
35/629 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGVIDRLGSVDAGDTRTDTGELERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGDVQVNLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMRTLRRLRMPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPE--
IVLEENTDIEA----W  175
            ++F+NKID+ G     +V  +R  L+  ++   +V+   +P+   V     D EA     
Sbjct  127  
LLFVNKIDRPGARGAELVADIRRLLTPAVVPLTSVTGLGTPQARAVPYAPADPEARERIA  186

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            ++V E ++ +L + + G P   E+L      R  D SL P+++GSA  G G++ L
+D + 
Sbjct  187  
ESVAEVDESVLARLVEGTPPDAEQLRAALSARTADGSLHPLFFGSALGGQGVRALVDGMV  246

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKL--KI  291
             L  P          G+VF V     G+R  YLRL++G LR R  V L  AG E L  
+I
Sbjct  247  
RLIPPAPVAPDGPPRGTVFAVHQPPQGERTAYLRLFAGELRARQRVELHRAGGEPLTGRI  306

Query  292  TEMRIPSK-----
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            T + +  +     G +   + A     V+     VR  D LG P   P       P 
P L
Sbjct  307  TALDVVGRPPGDDGPLTAGNIA-----VVRGLPGVRTGDRLGPPGDTPDAPA-
HFPSPTL  360

Query  347  RTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSALLS  404
             + +  +   +   L  AL  LAD DPLL  R   D  T  ++    G VQ EV+
+A L 
Sbjct  361  ESVVHARDPERAAALRAALLTLADQDPLLAVRPAPDGATSVLL---
HGEVQKEVLAATLR  417

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHI----



EVPPNPFWASIGLSVTPLSLGSGVQY  460
            ++Y +E       V+ +ERP         I       P   WA++GL V P + 
GSG  +
Sbjct  418  QEYGIEAAFAPSRVVCVERPCGVGEALAEIARRGHTGP---
WATVGLRVEPGAHGSGPVF  474

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
                 LG L   F  AV + +   L  G  G  VTDC++      +  PVST  
DFR++ 
Sbjct  475  
TYETELGALPHGFHQAVEETVLATLRSGPRGLAVTDCRVVLTRSGFIGPVSTAGDFRAVT  534

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VL +AL  +GT++ EPY +F    P + L+          A +      +   + 
+G 
Sbjct  535  
PGVLLRALGRAGTRVYEPYHAFEAEVPVDALAPVTARLAALGAELGRTTGGRRSWLISGA  594

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            + AR +   + DL   T+G  V  +   G
Sbjct  595  LAARHVPQIQRDLPGLTHGEGVWTSSPSG  623

>OJU39843.1 tetracycline resistance ribosomal protection protein 
Tet(36) 
[Bacteroidales bacterium 45-6]
Length=539

 Score = 319 bits (818),  Expect = 6e-98, Method: Compositional 
matrix adjust.
 Identities = 186/495 (38%), Positives = 275/495 (56%), Gaps = 
11/495 (2%)

Query  148  LSADIIIKQTVS---
LSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREE  204
            LS DI++ Q+V    L+    +  N   +  + ++E +D LLEKY++   +S        
Sbjct  48   LSKDILLMQSVDGKILTSSCTIH-
NISEKDRETILEKDDSLLEKYLSDTQLSNSDYWSSM  106

Query  205  
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQR  264
               VQ A L P+Y+GSA  G+GI+ L++++T   +    Q +  L   V+K+E+    
Q+
Sbjct  107  IHLVQFAKLHPIYHGSAMYGIGIEDLLNSITTFIETSLPQEND-
LSAYVYKIEHNKKEQK  165

Query  265  RVYLRLYSGTLRLRDTVALAGR-EKLKITEMRIPSKGEIVRTDTAYPGEIVILP-
SDSVR  322
            R YL++  G+LR R +  L G  E LKI  ++    G  +  D     +I IL  +
+S+ 
Sbjct  166  
RAYLKIIGGSLRTRKSYNLNGSDENLKIRSLKTFYAGNEIDVDEVSTNDIAILDHAESLM  225



Query  323  
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSI  382
            + D LG    L  K     P P  +++I P     R +L+ A+  L+  DP L   
+++ 
Sbjct  226  VGDYLGTMPSLFDKL--
NIPSPAFKSSIHPAKVEDRSKLISAMNVLSVEDPSLTFGINAD  283

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW  442
             +E+ +S  G  Q EV+  LL E++ ++   +E   IY ER    + 
+TIHIEVPPNP+W
Sbjct  284  
NNELEVSLYGATQREVILTLLEERFSVDAYFEEVKTIYKERLKTKSEYTIHIEVPPNPYW  343

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            ASIGL + PL +G+G+  ES +SLGYLNQSFQNAV DG++   E GL+GW VTD K
+ F 
Sbjct  344  
ASIGLIIEPLPIGAGLTIESDISLGYLNQSFQNAVFDGVKKACESGLYGWEVTDLKVTFS  403

Query  503  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
            +G+YYSPVSTPADFRSLAP V   AL+++  +LLEP L F L  P    +RA  D  
K  
Sbjct  404  
HGIYYSPVSTPADFRSLAPYVFRLALQQADVELLEPILDFKLQIPIAVNARAITDINKMQ  463

Query  563  
ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              I T     D     GEIP    + Y  +++ YT G  + +T   GYQ    + V 
+  
Sbjct  464  GEISTITSDGDWTTILGEIPLDTSKEYSAEVSSYTQGLGIFVTRFSGYQIT-
NKKVSRSV  522

Query  623  RPNSRLDKVRHMFQK  637
              N + DK+ +MF+K
Sbjct  523  ELNEK-DKLMYMFEK  536

 Score = 70.5 bits (171),  Expect = 5e-09, Method: Compositional 
matrix adjust.
 Identities = 33/50 (66%), Positives = 41/50 (82%), Gaps = 0/50 (0%)

Query  1   MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLER  50
           MK INIGILAH+DAGKT++TE+LL+ASGA    GSV+KG T TD+M L +
Sbjct  1   MKTINIGILAHIDAGKTSITENLLFASGATEVRGSVDKGNTTTDSMDLSK  50

>WP_014151327.1 GTP-binding protein [Streptomyces cattleya]
 CCB71900.1 putative antibiotic resistance protein (plasmid) 
[Streptomyces 
cattleya NRRL 8057 = DSM 46488]



 AEW99051.1 small GTP-binding protein (plasmid) [Streptomyces 
cattleya NRRL 
8057 = DSM 46488]
Length=662

 Score = 323 bits (827),  Expect = 8e-98, Method: Compositional 
matrix adjust.
 Identities = 222/663 (33%), Positives = 327/663 (49%), Gaps = 
51/663 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAH+DAGKT+LTE LL+ +GAI   GSV+ G TRTD+  +ER+RGIT++
+AVT+F
Sbjct  8    
LNIGILAHIDAGKTSLTERLLFDTGAIDRLGSVDAGDTRTDSGEIERERGITVRSAVTAF  67

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    ++N++DTPGH DF+AEV R L VLD A+L+ISA +GVQAQTR+L   L ++ 
+PT
Sbjct  68   
RVGERQINLIDTPGHSDFIAEVERVLGVLDAAVLMISAVEGVQAQTRVLMRTLTRLRLPT  127

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------
PEIVLEENTDIEAW  175
            V+F NK D+ G    +++  +R KL+  ++    V  +        P          
E  
Sbjct  128  
VLFANKTDRTGARDTALLAEIRRKLTPHVLAVNEVRATGTRGAHCLPRPPASPEHLAETA  187

Query  176  DAVIENNDKLLEKYIAGE----
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            + + +++D LL   + G      + R  L  +  R +      P+ +GSA  G G+  
L+
Sbjct  188  EVLADHDDGLLADLVDGRVPPPAVVRAALAAQTARGLT----
HPLVFGSALTGQGVDTLI  243

Query  232  DAVTGLFQPIGEQGSAALC-
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            D + GL  P+ E     +  G VF VE    G+R   LRL SG+LR    +       
L 
Sbjct  244  DTLAGLL-
PVPEAPRDEVVRGRVFAVERGPAGERIALLRLRSGSLRRGQRLTFHRLSPLG  302

Query  291  IT-----------------
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             T                  +R P+ G+IVR          +     VR+ D  G     
Sbjct  303  ATTRSARVGALEVVAPEPGTLRAPAAGDIVR----------
LWGLTGVRVGDHTGPVG--  350

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P       P P L +   P+   Q  RL  ALT LAD DPL+           +L 



+ G 
Sbjct  351  
PGDADAHFPPPSLESVAVPRRPEQAPRLHAALTVLADRDPLIGARTVPGRGTAVLLY-GE  409

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPL--
KAASHTIHIEVPPNPFWASIGLSVTP  451
            VQ EV++  L  ++ +E   +   V Y+ERP+    A+  +     P+ FWA++GL 
V P
Sbjct  410  VQKEVIAETLRREFGVEADFEPTRVRYLERPVGRGEAAEVLDRHRRPD-
FWATVGLRVEP  468

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
               G+GV +     LG L  +F  AV D +   L QGL GW VTD  +   +  +  
P+S
Sbjct  469  
GGSGTGVVFRRETELGALPAAFDRAVVDSVHGTLRQGLHGWPVTDVVVTLTHSGFVGPIS  528

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T ADFR L P+VL +AL E+GT+  EP  +F    P + L  A        A +  
A   
Sbjct  529  
TAADFRGLTPLVLMRALAEAGTRGYEPCHAFEAEVPHDCLGPALTRLAALGADVTAATPL  588

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
                  TG +PAR +  ++ +L   T G  +  +   G +   G      R   + 
LD+ 
Sbjct  589  
SGRWQVTGTLPARQVHVFQGELPTLTGGEGLWWSRPSGDRPVTGAYPYAERTDGNPLDRK  648

Query  632  RHM  634
             ++
Sbjct  649  EYL  651

>WP_095126029.1 GTP-binding protein [Pseudomonas sp. Irchel s3a12]
Length=657

 Score = 322 bits (826),  Expect = 9e-98, Method: Compositional 
matrix adjust.
 Identities = 227/660 (34%), Positives = 355/660 (54%), Gaps = 
42/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE +L+ +GA    GSV+ G T TD++ LER+RGITI
++AV
Sbjct  1    
MKSLNLGILAHVDAGKTSLTERILFDAGARLRLGSVDSGNTCTDSLLLERERGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             SF+ +   +N++DTPGH DF+AEV R+LA+LD A++V+SA +GVQAQTR+L +AL
++M 
Sbjct  61   
ASFELNHLLINLLDTPGHPDFIAEVERTLALLDLAVVVVSAVEGVQAQTRVLVNALQRMA  120

Query  121  IPTVIFINKIDQAGVD-------LQSVVQS-------
VRDKLSADIIIKQTVSLSPEIVL  166
            IP V FINK+D+ G D       LQ+ ++S       VRD  +A   +++    S 
E+  
Sbjct  121  
IPHVFFINKVDRKGADFLRTLEALQAQLKSHPLALCTVRDAGTAQATVERIDQASAEVTS  180

Query  167  EENTDIEAW-DAVIENNDKLLEKYI-AGEPI--SR-
EKLVREEQRRVQDASLFPVYYGSA  221
            +       W D + E+++ LL  Y+ A + I  SR E++VRE+  R     + PV+ 
GSA
Sbjct  181  Q-------WLDVLCEHDETLLHDYVTAAQTIDGSRLEQVVREQLGR---
GLVNPVFAGSA  230

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
              G+G+  +++ +T L         A +  SVFK++    G RR ++ + +GTL 
+R ++
Sbjct  231  
ITGVGVAQMIETLTRLAPARCHDAEAPVLASVFKIDRGWGGHRRFHVCVQAGTLHVRQSI  290

Query  282  ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRE  340
                +   +IT +++   G +     A  G+I  +   + VR+ D +G   R      
R 
Sbjct  291  ETP-QGTSRITAIQVSESGGLQPATLARAGQIACVTGLEGVRIGDRIG-
ACRERNTAART  348

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P + T ++    AQ + L +AL+ LA+ DPL+    +     + +S  G VQ 
E++ 
Sbjct  349  FTPPAIETHVSAALPAQTKALWEALSLLAEQDPLIDLRRNP-
AGLMFVSLYGEVQKEIIQ  407

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L E+Y +E V +E S I +E    +      I+ P NPF A++G+ V+P + 
GSG+ +
Sbjct  408  
ATLQEEYAIEAVFEESSAICVETLQASGQAQESIDEPDNPFLATVGIRVSPGTAGSGLTF  467

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
              +   G +  SF  A+ + +   L++G  GW V DC++      Y SP ST 
ADFR L 
Sbjct  468  
IRQAHAGLMPTSFYKAIEESVFESLKEGPCGWMVHDCEVILTTVDYASPSSTAADFRHLT  527



Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  A+  +GT + EP   F +  P    S  +    K  ATI    +  +     
G 
Sbjct  528  
PLVLAAAISRAGTAVCEPRSQFSIEVPAALSSAVHGLLAKAGATIHGTTLDAETARIEGS  587

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR------
PNSRLDKVRHM  634
            I    I   +  +   T+G     ++L  Y    G     PRR      P +R D 
+R +
Sbjct  588  IVTTRIYKLQHQIPDVTSGLGFMESQLATYTPVTG---
TAPRRERTLANPYNRQDYLRQV  644

>WP_077062765.1 GTP-binding protein [Streptomyces sp. MP131-18]
 ONK15977.1 Tetracycline resistance protein TetM [Streptomyces sp. 
MP131-18]
Length=672

 Score = 323 bits (827),  Expect = 9e-98, Method: Compositional 
matrix adjust.
 Identities = 220/647 (34%), Positives = 333/647 (51%), Gaps = 
33/647 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +N+GILAHVDAGKT+LTE LL+  GAI+  GSV+ G+T+TD+  LER+RGITI+
+AV 
Sbjct  4    
KTLNLGILAHVDAGKTSLTERLLFDHGAIASLGSVDTGSTQTDSGDLERERGITIRSAVA  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN+VDTPGH DF+AEV R+LAVLDGA+LV+SA +GVQAQTR+L  +LR 
+ +
Sbjct  64   
AFGVGDLQVNLVDTPGHPDFIAEVERALAVLDGAVLVLSAVEGVQAQTRVLMRSLRNLRL  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE------
ENTDI--E  173
            PT++F+NKID+AG   + ++  +R KL+  ++    V  +            E  D
+  +
Sbjct  124  
PTLLFVNKIDRAGARPEGLLADIRQKLAPHLVPMSAVRHAGTAAARSLPRPPERRDVREQ  183

Query  174  AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL-
FPVYYGSAKKGLGIQPLMD  232
            A + + E++D +L   + G+ + R   VR        A L  PV++GSA  G G+  
L+ 
Sbjct  184  AAEVLAEHDDAVLAGLVEGD-
VPRAGEVRRLLAAQTAAGLVHPVWFGSALTGTGVGDLVA  242

Query  233  



AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             +T        +  A   G+VF VE    G++   +R++SG +R R+ +    RE    
T
Sbjct  243  
GITAFLPRPAARREAPARGTVFAVERAGGGEKVALVRMFSGEVRERERLTFRRREPGGAT  302

Query  293  EMRIPSKGEIVRTD-TAYP--------------GEIVILPSDS-
VRLNDVLGDPTRLPRK  336
                   G + R D  A P              G I  L   S VR+ D LG+  +   
+
Sbjct  303  ---
TEFSGRVTRLDVVAAPGTGRREAGGGRLAAGSIGRLRGLSRVRVGDRLGEHGQGNDQ  359

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                   P L + + P+ A Q   L  AL  LAD DPL+R          +L + G 
VQ 
Sbjct  360  GGAHFAPPGLESAVRPRQAGQEAALHAALADLADEDPLIRTRPAGNGATSVLLY-
GAVQQ  418

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV++  +   + ++ V ++   +Y+ERP+     +  +    + FWA++GL V P   
GS
Sbjct  419  
EVIAERIRRSHGIDPVFEKIRPVYVERPVGVGEASQDLGPGTDEFWATVGLRVEPAPFGS  478

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            GV +  +V  G L ++F  A+ +     L QGL GW VTDC +      Y +P S  
ADF
Sbjct  479  
GVAFRRQVEWGALPRAFHRAIEEAALRTLHQGLHGWEVTDCTVTLFRVGYLAPASVAADF  538

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R L P++L +AL+ +G+++ EP  S  +  P + L           A       +    
V
Sbjct  539  
RGLTPVILLRALRAAGSRVFEPCQSVEIEIPPDTLGGVVGFLAALGAETTGTTGRGASWV  598

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
               ++P R +Q     L   T+G     +     +   G P   PRR
Sbjct  599  VGAQVPTRLVQDLTAALPGLTHGEGALWSRGGRDRPVRGTP---PRR  642

>WP_016733539.1 GTP-binding protein [Rhizobium phaseoli]
 KKZ86059.1 tetracycline resistance protein [Rhizobium phaseoli 
Ch24-10]
Length=655

 Score = 322 bits (826),  Expect = 1e-97, Method: Compositional 
matrix adjust.
 Identities = 219/625 (35%), Positives = 330/625 (53%), Gaps = 



23/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTEGLLFNAGVIDKPGSVDCGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRTVNLIDTPGHPDFIAEVDRVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P V F+NK+D+ G     V+++    L+A ++++     S      +   +EA D    
Sbjct  121  VPFVFFVNKVDRLGARYGEVMEA----
LAAQLVVRPIAMSSVIDAGSKLARVEALDPGNE  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                    A+ EN++ LL+ Y+ A E ++RE+L      +V    + PV+ G+A  
G G+
Sbjct  177  
PLFSALCEALGENDEALLDGYVLAPERLTRERLGSALADQVARGLVHPVFAGAAMTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
+ 
Sbjct  237  
PALASAIAAILPERHPDPDGPVAGKIFKIERGWGGEKLCYVYLASGTVRLRQYLDLP-KG  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPM  345
              ++T +++   G     ++   G+I  +      R+ D V GD     R  +     
P 
Sbjct  296  
PERVTAIQLFQAGRSHGAESFGAGQIARVSGLAGARIGDAVGGDLGAAGRAHFAP---PT  352

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              T +  +  ++R  L  AL ++A+ DPL+  + +    E+ +S  G VQ EV+ A 
L  
Sbjct  353  
RETRVLARRPSERAGLWLALREVAEQDPLINLDRNEEADEVFVSLYGEVQKEVIQATLLA  412

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             + LE   +E +VI  ERP    S    +   PNPF A+IGL V P    +G  +   
V 



Sbjct  413  
DFGLEASFEESTVILAERPAAIGSGLQILFKEPNPFLATIGLRVEPRPAEAGNSFALEVD  472

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            +G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL 
Sbjct  473  
VGQMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLA  532

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL  + T L EP   F L  P E LS       K+ AT   + +        G + 
++ 
Sbjct  533  
TALSAAQTVLCEPVDRFHLETPAESLSGVLTLLAKFAATTTDSVIADGVAQLEGTLASQM  592

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q+ +  L   T+G     T    Y
Sbjct  593  VQSVQQRLPGLTSGAGTMETAFDHY  617

>WP_064818588.1 GTP-binding protein [Rhizobium phaseoli]
 ANL34966.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium phaseoli]
 ANL98689.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium phaseoli]
 PDS32426.1 GTP-binding protein [Rhizobium phaseoli]
Length=651

 Score = 322 bits (826),  Expect = 1e-97, Method: Compositional 
matrix adjust.
 Identities = 209/567 (37%), Positives = 309/567 (54%), Gaps = 
23/567 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAIGGRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRGLRRLG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +P V F+NK+D+ G     V++++  +LS   I   +VS +   +      +EA D    



Sbjct  121  VPFVFFVNKVDRLGTRYGEVMEALAAQLSVRPIAMSSVSDAGSKLAR----
VEALDPGSE  176

Query  177  --------AVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                    A+ EN++ LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  
G G+
Sbjct  177  
PLFSALCEALGENDEALLDDYVLAPERLTGERLGRSLADQVARGLVHPVFAGAAMTGAGV  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L  A+  +           + G +FK+E    G++  Y+ L SGT+ LR  + L  
+ 
Sbjct  237  
PALASAIATILPERRLDPDGPVAGKIFKIERGWGGEKLCYVYLTSGTVGLRQYLDLP-KG  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPM  345
              ++T +++   G     ++   G+I  +      R+ D V GD     R  +     
P 
Sbjct  296  
ADRVTAIQLFQGGRSHGAESFSAGQIARVSGLAGARIGDAVGGDQGAAGRAHFAP---PT  352

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T +  +  + R  L  AL ++A+ DPL+    +    E+ +S  G VQ EV+ A 
L  
Sbjct  353  
LETRVLARRPSDRAALWMALREMAEQDPLINLHRNEEADEVFVSLYGEVQKEVIQATLLA  412

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             + L+   +E +VI  ERP    +    +   PNPF A+IGL V P   G+G  +   
V 
Sbjct  413  
DFGLDASFEESTVILAERPEAIGTGLQILFKEPNPFLATIGLRVEPRPAGAGNSFALEVD  472

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            +G +  +F  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P 
VL 
Sbjct  473  
VGQMPVAFYRAVEETVFETLKQGIFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLA  532

Query  526  QALKESGTQLLEPYLSFILYAPQEYLS  552
             AL  + T L EP   F L  P E LS
Sbjct  533  TALSAAQTVLCEPVDHFHLETPAESLS  559

>WP_015023938.1 GTP-binding protein [Psychroflexus torquis]
 AFU68334.1 ribosome protection translation G-like protein factor 
that confers 
tetracycline resistance TetM/TetO-like protein [Psychroflexus 



torquis ATCC 700755]
Length=660

 Score = 322 bits (826),  Expect = 1e-97, Method: Compositional 
matrix adjust.
 Identities = 212/647 (33%), Positives = 335/647 (52%), Gaps = 
16/647 (2%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIGILAHVDAGKTTLTE  LY SGAI   GSV+KG+TRTD++ +E++RGI+I+AA 
TSF
Sbjct  6    
INIGILAHVDAGKTTLTEQFLYNSGAIKILGSVDKGSTRTDSLDIEKERGISIKAATTSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+N++DTPGH+DF +EV R L ++D A+LV+SA +GVQA T  ++ +L+++ 
IPT
Sbjct  66   
EWKGVKINLIDTPGHVDFSSEVERVLCIVDTAVLVVSAVEGVQAHTLNIWDSLKELQIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII------
KQTVSLSPEIVLEENTDIEAWDA  177
            +IFINKID+ G D ++ +  +   L A  ++      +   + +   V   +T  E  
+ 
Sbjct  126  
LIFINKIDRQGADAETTIAQLEHDLKAKPVVLFSSENEGLTNAAITSVFNTSTHTEIKEK  185

Query  178  VI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             I    E  + LLE+++  E I+ +  ++  +R   D  + PVY G AKK +G+  
LMD 
Sbjct  186  
TIEHLLECEEHLLERFLNSESITDDDYLQRIRRLTIDNMITPVYTGIAKKNIGVTELMDG  245

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKIT  292
            +           +  L   VFK+E+        +++++SG L  + T+    ++ + 
KI 
Sbjct  246  
IIDYCPTSKTTTTKELSAFVFKLEHHKIYGTMAHVKVFSGELSSKSTIYNHTQQLESKIN  305

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            + +     +         G I VI      +  DV+G+P  +P  +  +  +P+L   
+ 
Sbjct  306  QTKQLHHTKYTDNVILTAGNIGVITGVLGTKSGDVIGNPEGIP--
KLPQLHIPVLTVQVI  363

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P        L +AL QL   DP L  +      E+ L  +G++Q+E++  +L+ ++ 
++ 



Sbjct  364  
PDNNTDYNALAEALQQLDREDPSLSFKWFKAEKELQLLLMGQMQIEILEYVLNTRFSIKA  423

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +P V+Y E     A   I   + P P WA +   + P  L SGV+Y S VS   
++ 
Sbjct  424  SFTDPEVVYKETISSKAEGYIRYWM-
PKPCWAIMTFLIEPAPLNSGVRYRSIVSQNDVHI  482

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             +QN +   I   L QG+ GW VTD KI    G  ++  S P DF    P+ + Q 
LK  
Sbjct  483  
KYQNEIERSIPKALVQGILGWEVTDVKITLIKGEDHNVHSRPGDFNLATPMGIMQGLKIG  542

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT LLEP LSF + A +  L +   +     A  ET Q   D     G IP      
+  
Sbjct  543  
GTHLLEPILSFEIKANEALLGKIVSELSTRRANFETPQFVDDTFRLRGTIPVATSLDFSI  602

Query  592  DLAFYTNGRSVCLTELKGYQAA-VGQPVIQPRRPNSRLDKVRHMFQK  637
             L   T+G+     +  GY     G+  I+  +  + LD+ + +  +
Sbjct  603  KLNAITSGKLRLKLQFYGYDTCPKGEGAIREYKGVNPLDEAQWILHR  649

>WP_038524612.1 GTP-binding protein [Streptomyces albulus]
 AIA08228.1 tetracycline resistance protein [Streptomyces albulus]
Length=663

 Score = 322 bits (825),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 222/662 (34%), Positives = 333/662 (50%), Gaps = 
75/662 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT  +ERQRGIT++
+AVTSF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIDRLGSVDAGDTQTDTGVIERQRGITVRSAVTSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR++ 
+P 
Sbjct  67   
TTGSTQVNLIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLREVGLPV  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEI-----
VLEENTDIEA--  174



            ++F+NKID++G   +++++ VR KL    +    V    +P       VL++  +     
Sbjct  127  
LLFVNKIDRSGARAEALLRDVRHKLVPHPLAMTAVQDLGTPSARALPHVLDDGAEFRTRV  186

Query  175  WDAVIENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             + + E ++ +L + + G   +P +    + E+ R+     + PV++GSA+ G G+  
L+
Sbjct  187  AETLAEVDETVLARVVNGPFPDPAALRTALAEQTRQ---
GRVHPVFFGSARSGQGVGALV  243

Query  232  DAVTGLFQP------
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            D +TGL +P       G  G+    G+VF VE    G++  Y+RL+SGTL  R       
Sbjct  244  
DGLTGLLRPPSADGGAGPSGATPPRGTVFAVERGASGKKTAYVRLFSGTLTARQ------  297

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVIL--------------
PSDS-----------  320
                ++T  R    G  +    A+PG+I  L                D            
Sbjct  298  ----RVTLHRHGPDGAPL----
AHPGQITALQVVGRAGHGGAGRHGDDGARQLTAGGIGQ  349

Query  321  ------VRLNDVLGDPT-RLPRKRWREDPLPMLRTTIAPKTAA--
QRERLLDALTQLADT  371
                  VR+ D L DP  R    R    P P LRT + P+  A     RL  AL 
+LA+ 
Sbjct  350  
VSGLAEVRVGDRLTDPAGRDDGPRPPRFPAPTLRTLVRPRHRAPGAAGRLHAALQRLAEQ  409

Query  372  DPLLR-
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL---KA  427
            DPLL  C        ++L   G +Q E+++A L+  + +E V +    + +ERP    
+A
Sbjct  410  DPLLHACPGPDGATSVLL--
YGEIQKEILAATLAHDFGIEAVFEPSRTVCLERPAGVGEA  467

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
                      P+ F A++GL V P    +G+ +     LG L  +F  A+ + +   
L  
Sbjct  468  
YEEMGRQAASPSGFVATVGLRVEPAPRDAGIGFRYETELGALPHAFHTAIEETVHDALRS  527

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            G  GW VTDC +      + SPVST  DFR L PIVL +AL+ +GT++ EP   F 
+  P
Sbjct  528  
GPHGWAVTDCTVTLIRSGFASPVSTAGDFRGLTPIVLGRALERAGTRVYEPCHVFDVDVP  587

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
             + L           A I          +  G IPA  +++    L   T G ++  



+  
Sbjct  588  
LDALPAVASCLAALGADIGETAGGLTSWLVKGTIPASRVRSAEHRLPGLTRGEALWWSRP  647

Query  608  KG  609
             G
Sbjct  648  SG  649

>WP_015796768.1 GTP-binding protein [Catenulispora acidiphila]
 ACU77043.1 small GTP-binding protein [Catenulispora acidiphila DSM 
44928]
Length=647

 Score = 322 bits (824),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 219/648 (34%), Positives = 321/648 (50%), Gaps = 
38/648 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ GTT+TD   +ER+RGITI
++AV
Sbjct  1    
MPTVNIGILAHVDAGKTSLTERLLFETGVIGRLGSVDAGTTQTDRGEIERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQA TR L   
LR++ 
Sbjct  61   
AAFAVGDLRVNLIDTPGHSDFVAEVERALGVLDGAVLVLSAVEGVQAHTRRLMKTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----
NTDIEAWD  176
            +PT++F+NK+D+ G   + ++  VR  L+ D +    V+    +  +            
D
Sbjct  121  
VPTLLFVNKVDRVGARHEELLADVRRLLTPDAVAVTAVTAVEGVGTKAARVYTAGFAGAD  180

Query  177  A--VIENNDKLL----
EKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            A  + +++D +L    +  + GE   R  L R+        + +PVY+GSA  G+G
+  L
Sbjct  181  AERLADHDDAILAALVDDRVPGEAELRAALARQTAL----
GNAYPVYFGSAITGVGVAEL  236

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            +  V  L    G        G+VF +E    G++  Y+RL  G LR RD  A      
L 
Sbjct  237  
VGGVRDLLPRAGGDADGETRGTVFAIERGRAGEKTAYVRLRDGVLRTRDRTAFGTVTALD  296



Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL------  343
            +  + +P   E      A PG+I  +     +R+ D  G                     
Sbjct  297  V--VGVPGAAE------
ARPGDIAKVRGLAGIRVGDRFGSGAGAEDDEAAATAATAADFA  348

Query  344  -
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T +       R RL  AL ++AD DPL+R          +L + G VQ 
EVV+A 
Sbjct  349  SPSLETVVRAAD-GDRTRLHAALVEMADQDPLIRTRALPGGESSVLLY-
GEVQKEVVAAT  406

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP-
FWASIGLSVTPLSLGSGVQYE  461
            L+E+Y +E +      +Y ERP     ++  +   P+    A++G  V P +  SG  
+ 
Sbjct  407  
LAEEYGVEALFAPSRTVYTERPSGVGEYSEDMNHDPSTRLRATLGFRVAPGAAASGRVFR  466

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
                LG L   +  A  + +   LEQGL GW VTD  +   +  + S  S   DFR 
LAP
Sbjct  467  
YETELGALPPVYHRATEETVLRSLEQGLDGWEVTDVVVTMVHSGFCSVTSVAGDFRKLAP  526

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
             VL +AL  +GT++ EP  +F L  P + +S          A IE ++         
G +
Sbjct  527  
FVLMRALTAAGTEVFEPCHAFELDVPADTVSAVLSALIAAEAEIEVSEGGTAAWSLRGNL  586

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            PAR ++     L   T G +V L+     QAA  +PV     P  R D
Sbjct  587  PARTVRDVEKTLPALTRGEAVWLS-----QAAGDRPVRSRPAPRERTD  629

>WP_053165149.1 GTP-binding protein [Streptomyces albulus]
Length=663

 Score = 322 bits (825),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 223/662 (34%), Positives = 331/662 (50%), Gaps = 
75/662 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT  +ERQRGIT++
+AVTSF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIDRLGSVDAGDTQTDTGVIERQRGITVRSAVTSF  66



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR++ 
+P 
Sbjct  67   
TTGSTQVNLIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLREVGLPV  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEA------  174
            ++F+NKID++G   +++++ VR KL      +   Q +       L    D EA      
Sbjct  127  
LLFVNKIDRSGARAEALLRDVRHKLVPHPLAMTAVQDLGTPSARALPHVLDDEAEFRTRV  186

Query  175  WDAVIENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             + + E ++ +L + + G   +P +    + E+ R+     + PV++GSA+ G G+  
L+
Sbjct  187  AETLAEVDETVLARVVDGPFPDPAALRTALAEQTRQ---
GRVHPVFFGSARSGQGVGALV  243

Query  232  DAVTGLFQP------
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            D +TGL +P       G  G+    G+VF VE    G++  Y+RL+SGTL  R       
Sbjct  244  
DGLTGLLRPPSADGGAGPSGATPPRGTVFAVERGASGKKTAYVRLFSGTLTARQ------  297

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVIL--------------
PSDS-----------  320
                ++T  R    G  +    A+PG+I  L                D            
Sbjct  298  ----RVTLHRHGPDGAPL----
AHPGQITALQVVGRAGHGGAGRHGDDGARQLTAGGIGQ  349

Query  321  ------VRLNDVLGDPT-RLPRKRWREDPLPMLRTTIAPKTAA--
QRERLLDALTQLADT  371
                  VR+ D L DP  R    R    P P LRT + P+  A     RL  AL 
+LA+ 
Sbjct  350  
VSGLAEVRVGDRLTDPAGRDDGPRPPRFPAPTLRTLVRPRHRAPGAAGRLHAALQRLAEQ  409

Query  372  DPLLR-
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL---KA  427
            DPLL  C        ++L   G +Q E+++A L+  + +E V +    + +ERP    
+A
Sbjct  410  DPLLHACPGPDGATSVLL--
YGEIQKEILAATLAHDFGIEAVFEPSRTVCLERPAGVGEA  467

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
                      P+ F A++GL V P    +G+ +     LG L  +F  A+ + +   
L  
Sbjct  468  
YEEMGRQAASPSGFVATVGLRVEPAPRDAGIGFRYETELGALPHAFHTAIEETVHDALRS  527

Query  488  



GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            G  GW VTDC +      + SPVST  DFR L PIVL +AL+ +GT++ EP   F 
+  P
Sbjct  528  
GPHGWAVTDCTVTLIRSGFASPVSTAGDFRGLTPIVLGRALERAGTRVYEPCHVFDVDVP  587

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
             + L           A I          +  G IPA  +++    L   T G ++  
+  
Sbjct  588  
LDALPAVASCLAALGADIGETAGGLTSWLVKGTIPASRVRSAEHRLPGLTRGEALWWSRP  647

Query  608  KG  609
             G
Sbjct  648  SG  649

>WP_091416501.1 GTP-binding protein [Friedmanniella luteola]
Length=656

 Score = 322 bits (824),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 227/644 (35%), Positives = 330/644 (51%), Gaps = 
37/644 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G++AHVDAGKT+LTE LL A+G +   GSV+ G T+TDTM LER+RGITI++AV 
+F  
Sbjct  1    
MGVVAHVDAGKTSLTERLLVAAGVLDRAGSVDAGDTQTDTMALERRRGITIRSAVATFVV  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                VN++DTPGH DF+AEV R+LA+LDGA+LV+SA +GVQAQT  L  ALR++ 
+P V+
Sbjct  61   
DDVLVNLLDTPGHADFIAEVERALAMLDGAVLVVSAVEGVQAQTVKLHRALRRLGLPCVV  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS----------
PEIVLEENTDIEAW  175
            F+NK D+AG   + VV+ V  +L  D++  Q V  +          PE VL       
A 
Sbjct  121  
FVNKCDRAGARPEDVVERVGRRLGVDVLALQEVVDAATAGVVVRPLPEAVLRSR----AT  176

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + +  ++D +L  ++   P+   +L R   R  +   + PV  GSA  G G+  L+ 
A+ 
Sbjct  177  
EVLAGHDDAVLAAFVDDRPLPAPELRRRLARATRGGLVLPVLCGSAITGAGVGELLAALP  236



Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             L             GSVFK+E    G++  +L L  GT+R+RD + L      +
+T + 
Sbjct  237  
DLLPTHRPCADGPPAGSVFKIERGPAGEKLTHLVLRRGTVRVRDRLDLGHGRAERVTALA  296

Query  296  IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIA  351
            + S G     D    G I  +   ++ R+ DVLG   R P +     P+   P L   
+ 
Sbjct  297  LHSPGGAQPADALPAGRIARVRGLETARVGDVLGPVDRTPMR-----
PVFSRPSLEAVVE  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P   A+R  L  AL QLA+ DPL+    D    EI +S  G VQ EV+ ALL+E+Y 
+  
Sbjct  352  
PVEPARRGDLHAALAQLAEQDPLIEVRQDDSRGEIAVSLYGEVQKEVLGALLAEEYGVAV  411

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 SV+ +ER  ++      +    NPF A++GL V P + G+G+ +   V  G 
+  
Sbjct  412  
TFGTSSVLCVERVRRSGRAVERMGEVGNPFLATVGLRVEPAAFGAGLAFALEVERGAMPA  471

Query  472  SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFRS  518
            +F  AV DG+R  L  G  GW V D ++   +   Y+P              ST 
ADFR 
Sbjct  472  AFFTAVEDGVRSALAAGPHGWPVPDVRVTMTHS-
GYAPRQSHAHQTFDKAMSSTGADFRY  530

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L P+VL  AL  +G+ + EP   F L AP+           +  A       +   
VV  
Sbjct  531  
LTPLVLMTALLRAGSCVCEPVHRFTLEAPRVAQGAVLGVLAQLGAVPLDTGYEDGLVVVG  590

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            G +PA  +   R  L   T+G     T L   +  +G P  +PR
Sbjct  591  GHVPASAVHDLRLRLPGLTSGEGSLTTGLDHLRPVLGPPPERPR  634

>WP_077982397.1 GTP-binding protein [Agrobacterium salinitolerans]
 OOO26680.1 GTP-binding protein [Agrobacterium salinitolerans]
 PNQ24853.1 GTP-binding protein [Rhizobium sp. YIC5082]
Length=649

 Score = 322 bits (824),  Expect = 2e-97, Method: Compositional 
matrix adjust.



 Identities = 217/640 (34%), Positives = 332/640 (52%), Gaps = 
29/640 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFLIGDTNVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEA-----  174
            +P + FINK+D+ G     VV  +  +L    +   TV+    +      TD+ +     
Sbjct  121  
LPFLFFINKVDRVGARYDEVVNDLASQLRVRPVAMSTVTDAGGKRARVAATDMGSEPFFT  180

Query  175  --WDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+++LL  Y +  +    EKL R  +++     + P + G+A  G G+  
L+
Sbjct  181  
GLCETLADNDEELLHDYLLTPDWADLEKLSRSLRQQTARGLVHPAFAGAAMTGAGLPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+T +           + G +FK+E    G++  YL L SGT+RLR  + +  R   
+I
Sbjct  241  SAITDMLPARNPDPDGEVVGKIFKIERGWGGEKLSYLYLESGTIRLRHYLPMP-
RGLARI  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILP-------
SDSVRLNDVLGDPTRLPRKRWREDPLP  344
            T +++   G +  T +   G I  +         D V +N V G               
P
Sbjct  300  
TGIQLFKDGRVQNTTSLCAGRIARVTGLAGARVGDRVGVNVVAGGAFHFAP--------P  351

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T +  +  +    L  AL QLA+ DPL+    +  T+++ +S  G VQ E++ 
+ LS
Sbjct  352  
TLETRVVSRQPSGHAALWLALNQLAEQDPLIGLRRNDETNDVFVSLYGEVQKEIIQSELS  411

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYESR  463
              + ++   ++ +VI +ER L      + I    PNPF A++GL V P + G+G  



+   
Sbjct  412  TGFGIKADFEDSTVICVER-
LSGIGQGLQILFKEPNPFLATVGLRVEPRAAGTGNSFALE  470

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V +G +  SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L 
P V
Sbjct  471  
VEIGQMPASFYRAVEETVFETLKQGVFGWQVQDCHVAMTAARHTSPSSTAADFRQLTPWV  530

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L  ALKE+ T + EP+  F L AP   ++R      K  A    + +        G 
I +
Sbjct  531  
LATALKEAQTFVCEPFDHFHLEAPAAAMTRLIALLAKAGAAPGNSVISGGVARLEGTIAS  590

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              ++  +  L   T+G  V  T    Y      P   PRR
Sbjct  591  AAVRGIQQRLPELTSGMGVMETSFDHYARTDNPP--PPRR  628

>WP_086950907.1 GTP-binding protein [Vagococcus fluvialis]
 SLM85267.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Vagococcus fluvialis bH819]
Length=621

 Score = 320 bits (821),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 188/566 (33%), Positives = 315/566 (56%), Gaps = 
22/566 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+IN+GI+AHVDAGKT+LTE L   +    + GS+++  T TDT+ +E++RGITI+
+A  
Sbjct  3    
KMINVGIVAHVDAGKTSLTEKLYSMTHKSYQSGSIKQANTVTDTLEIEKERGITIKSASV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W   K+NI+D PGH++F  EV RSL V+D AILV+S+   +  QTR +F  L+
+  I
Sbjct  63   
SLEWEHSKINILDMPGHIEFYGEVIRSLNVIDVAILVVSSVGELPIQTRRIFDTLKEAGI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PTV FINK+D     +  +   +R KL        T  L P   +E   D E  D 
+IE 
Sbjct  123  PTVFFINKVDLETARVGYIKDEIRKKL--------TNRLLP---
IEATIDGETEDLIIEQ  171



Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
              KL ++++ G  I+  +L + +     +  LFP+  GSA  G G++ L++ +T +   
P
Sbjct  172  
TPKLFDQFVEGVAINSSQLEQAKNELFLNQKLFPILEGSAVSGQGVKKLLNYLTTIELIP  231

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                 ++A    ++KV + D GQ++ + +L SG +    +  L   + +K+  + +    
Sbjct  232  SNNSDNSAY---LYKVAF-
DNGQKQAFFKLVSGKIIKHQSYVLNQLDTIKMNPLFVLKDN  287

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            ++V  +    G+I ++P+   + N  +GD   + +      P P L+  I      
+RE 
Sbjct  288  QLVPVNEISAGDIFMIPN---KENLKIGDTIGIKKINEMTLPKPTLK-
IIFEVEIKERET  343

Query  361  LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET-
VVKEPSVI  419
            LL  L+++ + DPL+   +D  T E+ +   G+VQ E +   L  +Y  ++ V+ 
+P ++
Sbjct  344  
LLKYLSEMYEEDPLIDFSIDEKTSEVSVKIFGQVQREYIEETLRRRYAFKSLVISQPKIM  403

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E+P K A   I      NP+WA++ L V P + G G+ ++S V+ GYL Q
+FQNA+++
Sbjct  404  YKEQPKKIAYGCIEAFENLNPYWATMTLKVEP-
NQGKGIIFDSLVTTGYLKQAFQNAIKE  462

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +   +E GL+ + + D  I      ++SPVSTP++FR L P  L +AL +S T +
+EP 
Sbjct  463  
AVFEEVEVGLYDYGMIDTTITLTDAEFFSPVSTPSEFRKLTPYALYKALLKSETYIMEPR  522

Query  540  LSFILYAPQEYLSRAYHDAPKYCATI  565
            ++  L    +YL +A  +  +  A I
Sbjct  523  IAIDLTTHHKYLGKAVSELGRLEAVI  548

>WP_047461124.1 GTP-binding protein [Agrobacterium rhizogenes]
Length=659

 Score = 322 bits (824),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 214/637 (34%), Positives = 330/637 (52%), Gaps = 
18/637 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGSTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDI-------  172
            +P + FINK+D+ G     V+ ++  +L    I +   +    ++   E  D+       
Sbjct  121  
VPFLFFINKVDRLGARYDDVLGAIATQLPVRPIAMSSVIDAGSKLARVEAFDLGREPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN+D LL  Y+ A + ++ E+  R    +V    + P + G+A  G+G+  
+ 
Sbjct  181  
ALCEALAENDDALLGDYVQAPDRLTTERFQRSLADQVARGLVHPAFAGAATTGVGVAAVT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIATMLPHRRLDPDGPVVGKIFKIERGWGGEKLSYICLASGTIQLRQYLRLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T + +   G I    +   G+I  +      R+ D +G  T L          P L 
T +
Sbjct  300  TGIHVFGAGRIHSVASVRAGQIARISGLGGARIGDAVG--
TDLLSVAHANFAPPTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +    L  AL QLA+ DPL+    +   +E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LARRPSDHAALWLALNQLAEQDPLINLRRNEEVNEVFVSLYGEVQKEVIQSTLLTDFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +E +VI +ER +   +    I   PNPF A++GL V P   G+   +   V 
+G + 
Sbjct  418  



ATFEESTVICVERLVGTGTGLEIIFKDPNPFIATVGLRVEPRPAGASNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+ GW V DC +        SP ST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEETVFETLKQGICGWQVIDCHVAMTAARQSSPTSTAADFRQLTPLVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F + AP   L+       K  A+ + + V  D V   G I +  
IQ+ +
Sbjct  538  
AQTVVCEPVDRFYIEAPAATLNGLLTLLAKSGASTKDSTVANDVVRLEGTIASVMIQSIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
              +   T+G     +    Y      PV  P+R   R
Sbjct  598  QQVPGLTSGLGTMESSFDHY-----APVTGPQRSRRR  629

>AQZ61532.1 GTP-binding protein [Nonomuraea sp. ATCC 55076]
Length=670

 Score = 322 bits (825),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 226/666 (34%), Positives = 324/666 (49%), Gaps = 
64/666 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT  +ER+RGITI+ 
AV S
Sbjct  5    
VLNIGILAHVDAGKTSLTERLLFETGVIDRLGSVDDGSTQTDTGEIERRRGITIRTAVAS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F     +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   LRK
+ +P
Sbjct  65   
FVLGGLRVNLVDTPGHADFVAEVERALGVLDGAVLVLSAVEGVQPHTRVLMRTLRKLRLP  124

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEIVLEENTD-
IEAWDAVI  179
            T+IF+NKID+AG     ++  +R +L    +   TV     P  V     D  EA 
+ + 
Sbjct  125  
TLIFVNKIDRAGAREHDLLADIRRRLWPSCVPLNTVDGIGGPRAVTRPVADPYEAAEVLA  184

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E +D+LLE  + G+      +     R+  +   +PV +GSA  G G+  L+DAV   
F 



Sbjct  185  
ERDDELLELLVEGKAPDDAAVRAVLARQCGEGVAYPVLFGSAITGQGLPELLDAVAEFFP  244

Query  240  P---IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITE  293
                + ++G A   G+VF +E    G++  Y+R+ SG LR+R+ +      G+     
++
Sbjct  245  AVPRVAQEGPA--
VGTVFAIERAPSGEKVAYVRVRSGVLRVREPLTFYRGQGQSGGAASK  302

Query  294  MRIPSKGEIVRTDT-----------------------------
AYPGEIVIL-----PSD  319
                SK    R D                              AY G +  L     
P +
Sbjct  303  
PPAGSKPAGTRADGEAGMNHGAGNPAGTRRRGDGDVDGGPGPHAYEGRLTALAVAGDPRE  362

Query  320  S---------------
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +               +R+ D LG+P R    R      P L T + P+   Q  
RL  A
Sbjct  363  TRALAGDIVKVWGVPEIRVGDRLGEPERAGVARHFTP--
PSLETVVRPRVPGQEPRLHAA  420

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA+ DPL+     +     +L + G VQ EV+   L+  + +E V +    +Y 
ERP
Sbjct  421  LLALAEQDPLIGTRTLAGGDTSVLLY-
GEVQKEVIGETLARDFGVEAVFEPSRPVYFERP  479

Query  425  LKAASHTIHIEVPP-
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     ++    N F A++GL V P   GSGV Y   V LG L  +F  A+ + 
+R 
Sbjct  480  
AGTGEAVEEMQRQGRNAFMATVGLRVEPAPRGSGVGYRLEVDLGSLPLAFHRAIEESVRL  539

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             L +G  GW VTD  +      Y SPV+   DFR   PIVL +AL+ +GT + EP   
F 
Sbjct  540  
ALREGPHGWPVTDVLVTLTRTGYSSPVTVAGDFRRRTPIVLARALRRAGTVVYEPCHRFE  599

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
               P E               +  A+   +  V  GEIPA  +      L   ++G  
V 
Sbjct  600  
AEVPLEAFGPVSAQLAGLGGEVRDARRHGEGWVLEGEIPAAVVHEVERRLPGLSHGEGVW  659

Query  604  LTELKG  609
             +E  G



Sbjct  660  WSEPAG  665

>WP_046664630.1 GTP-binding protein [Neorhizobium galegae]
 CDZ31532.1 GTP-binding elongation factor protein, TetM/TetO 
[Neorhizobium 
galegae bv. officinalis]
Length=645

 Score = 321 bits (823),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 213/609 (35%), Positives = 318/609 (52%), Gaps = 
13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   + +   +    ++V  E  D+ A     
Sbjct  121  
VPFVFFINKVDRVGARYDLVLEDIARQLAVRPVAMSAVIDAGSKLVQVETPDLLAEPFFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G G+  
L 
Sbjct  181  
VLSETLADNDDALLRDYVTAPDRLTAERLGNSLVGQVARGLVHPAFAGAAMTGAGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L      
++
Sbjct  241  SAIATLLPSRALDPDGPIEGKIFKIERGWGGEKLSYMYLTSGTVQLRQYLDLP-
EGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T ++I   G      + + G+I  +      R+ D +G    L   R    P P L 
T +
Sbjct  300  TGIQIFEAGGTHPVTSFHAGQIARVNGLAGARIGDAVGGDL-LSGGRHHFAP-
PTLETRV  357



Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LARRPSDNAALWLALNQLAEQDPLINLRRNDDADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AIFEESTVICVERLVGTGAGLEIIFKEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QG FGW + DC +    G + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVFETLKQGPFGWQIIDCHVAMTAGRHSSPVSTAADFRRLTPLVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A    A +        G   +   
Q   
Sbjct  538  
AQTIVCEPIDRFCLEVPAAALSGVHAMLAKSGAITREAAIANGVARLEGTTASTTTQGIL  597

Query  591  TDLAFYTNG  599
              L   T+G
Sbjct  598  QQLPGLTSG  606

>WP_086158027.1 GTP-binding protein [Streptomyces sp. SCSIO 03032]
 ARQ68519.1 hypothetical protein CAG99_06305 [Streptomyces sp. SCSIO 
03032]
Length=684

 Score = 322 bits (826),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 221/640 (35%), Positives = 341/640 (53%), Gaps = 
24/640 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G++AHVDAGKT+LTE+LL+  GAI + G V+ GTT+TDT+ LER+RGITI+
+AV +F
Sbjct  29   
LNLGVVAHVDAGKTSLTEALLHVGGAIDQVGRVDDGTTQTDTLSLERRRGITIRSAVAAF  88

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV RSLAVLDGAILV+SA +GVQAQT +L+ ALR++ 



IP 
Sbjct  89   
AIDGVAVNLVDTPGHPDFIAEVDRSLAVLDGAILVLSAVEGVQAQTIVLYRALRRLGIPV  148

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII----IKQTVSLSPEIV---
LEENTDIEAWD  176
            V F+NKID+AG D  +VV+ +R +LS  ++    ++   + + E V    E+  + 
E   
Sbjct  149  
VFFVNKIDRAGADPDAVVERMRSRLSPALVPLGRVRDPGTAAAEAVPWAWEDPVEAERLT  208

Query  177  AVIENNDK-LLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             ++ ++D+ LL +++A + P    +L     R  +  +  PV +GSA+ G G++ L
+ +V
Sbjct  209  
ELLADHDEDLLAQWLARDRPAGPGRLRAVLGRLTRAGAAHPVLFGSARTGAGVRTLIGSV  268

Query  235  TGLFQ-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            T L   P G++  A L   VFKVE    GQR   +RL +GTL +RD V L G     
+T 
Sbjct  269  TALLPVPPGDE-
QAPLAAQVFKVERAPGGQRACTVRLRAGTLGVRDRVPLGGDRTAAVTA  327

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-RLPRKRWRED--
PLPMLRTT  349
            + +   G  V    A  G+I  +L  D  R+ D +GD T R P         P P   
T 
Sbjct  328  
VEVFEPGGPVPRPRATAGQIARVLGLDGARIGDWIGDGTGRRPAAGGGAAALPEPGFETR  387

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  A++     ALT+LAD DPL+    +     I     G VQ EV++  L+  
Y +
Sbjct  388  VVARDPARQGEAHQALTELADIDPLIALRPERGAARI--
RIYGEVQQEVLADTLAADYGI  445

Query  410  ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ-----
YESRV  464
            +   ++  V+ +ERP    +  + +  P +P+   + ++V P + GSGV+     + 
S +
Sbjct  446  
DVDFRDTGVVCVERPSGTGAAALRLGEPGHPYEYGLAVTVEPNAPGSGVELVVAAHRSTL  505

Query  465  SLG-YLN-
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             L  Y N   ++ A+   +   L  G  GW V D ++      Y +P     + R    
+
Sbjct  506  
PLHVYGNVAGYRAALLAYLDEPLAAGPHGWRVADVRVTVTGSDYVAPSPRAVEVRLTTGL  565

Query  523  



VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            V+ +A+  +GT + EP   F L AP + LS       ++ A  E  +      V 
TG + 
Sbjct  566  
VVREAVGRAGTVVCEPVDRFTLEAPADDLSAVLALLGRHGAVPEEMRTTGPVAVVTGTLR  625

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
               +QA R  L    +G  +  +    Y+       + PR
Sbjct  626  TADVQAVRAGLHGAAHGEGLLESAHDHYRPVRATGHVPPR  665

>SDR78662.1 ribosomal protection tetracycline resistance protein 
[Friedmanniella 
luteola]
Length=673

 Score = 322 bits (825),  Expect = 2e-97, Method: Compositional 
matrix adjust.
 Identities = 227/648 (35%), Positives = 332/648 (51%), Gaps = 
37/648 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + + +G++AHVDAGKT+LTE LL A+G +   GSV+ G T+TDTM LER+RGITI+
+AV 
Sbjct  14   
RTLVMGVVAHVDAGKTSLTERLLVAAGVLDRAGSVDAGDTQTDTMALERRRGITIRSAVA  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F      VN++DTPGH DF+AEV R+LA+LDGA+LV+SA +GVQAQT  L  ALR
++ +
Sbjct  74   
TFVVDDVLVNLLDTPGHADFIAEVERALAMLDGAVLVVSAVEGVQAQTVKLHRALRRLGL  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS----------
PEIVLEENTD  171
            P V+F+NK D+AG   + VV+ V  +L  D++  Q V  +          PE VL     
Sbjct  134  
PCVVFVNKCDRAGARPEDVVERVGRRLGVDVLALQEVVDAATAGVVVRPLPEAVLRSR--  191

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
              A + +  ++D +L  ++   P+   +L R   R  +   + PV  GSA  G G+  
L+
Sbjct  192  --
ATEVLAGHDDAVLAAFVDDRPLPAPELRRRLARATRGGLVLPVLCGSAITGAGVGELL  249

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L             GSVFK+E    G++  +L L  GT+R+RD + L      
++
Sbjct  250  
AALPDLLPTHRPCADGPPAGSVFKIERGPAGEKLTHLVLRRGTVRVRDRLDLGHGRAERV  309



Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL---
PMLR  347
            T + + S G     D    G I  +   ++ R+ DVLG   R P +     P+   
P L 
Sbjct  310  TALALHSPGGAQPADALPAGRIARVRGLETARVGDVLGPVDRTPMR-----
PVFSRPSLE  364

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + P   A+R  L  AL QLA+ DPL+    D    EI +S  G VQ EV+ ALL
+E+Y
Sbjct  365  
AVVEPVEPARRGDLHAALAQLAEQDPLIEVRQDDSRGEIAVSLYGEVQKEVLGALLAEEY  424

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +       SV+ +ER  ++      +    NPF A++GL V P + G+G+ +   
V  G
Sbjct  425  
GVAVTFGTSSVLCVERVRRSGRAVERMGEVGNPFLATVGLRVEPAAFGAGLAFALEVERG  484

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP-------------
VSTPA  514
             +  +F  AV DG+R  L  G  GW V D ++   +   Y+P              
ST A
Sbjct  485  AMPAAFFTAVEDGVRSALAAGPHGWPVPDVRVTMTHS-
GYAPRQSHAHQTFDKAMSSTGA  543

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR L P+VL  AL  +G+ + EP   F L AP+           +  A       
+   
Sbjct  544  
DFRYLTPLVLMTALLRAGSCVCEPVHRFTLEAPRVAQGAVLGVLAQLGAVPLDTGYEDGL  603

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            VV  G +PA  +   R  L   T+G     T L   +  +G P  +PR
Sbjct  604  VVVGGHVPASAVHDLRLRLPGLTSGEGSLTTGLDHLRPVLGPPPERPR  651

>WP_064827966.1 GTP-binding protein [Rhizobium phaseoli]
 ANL47485.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium phaseoli]
Length=651

 Score = 321 bits (823),  Expect = 3e-97, Method: Compositional 
matrix adjust.
 Identities = 226/645 (35%), Positives = 333/645 (52%), Gaps = 
28/645 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRIVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NKID+ G     V++++  +LS   I   +V           +L P     
E 
Sbjct  121  
VPFVFFVNKIDRLGARYGEVMEALAAQLSVRPIPMSSVIDAGGKLARVEALGPG---SEP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ LL+ Y+ A E ++ E+L R    +V    + PV+ G+A  G 
G+ 
Sbjct  178  
LFSALCEALGENDEALLDDYVLAPERLTGERLGRSLVDQVARGLVHPVFAGAAMTGAGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+ LR  + L     
Sbjct  238  
ALASAIATILPERRLDPDGPVAGKIFKIERGWGGEKLSYVYLTSGTVGLRQYLDLPNGPD  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPML  346
             ++T +++   G     ++   G+I  +      R+ D V GD     R  +     
P L
Sbjct  298  -
RVTVIQLFQGGRSHGAESFGAGQIARVSGLAGARIGDAVGGDQGAAGRAHFAP---PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + R  L  AL ++A+ DPL+    +    E+ +S  G VQ EV+ A 
L   
Sbjct  354  
ETRVLARRPSDRAALWMALKEMAEQDPLINLHRNEEADEVFVSLYGEVQKEVIQATLLAD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L+   +E +VI  ERP    +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLDASFEESTVILAERPAATGTGLQILFKEPNPFLATVGLRVEPRPAGAGNSFALEVDV  473

Query  467  



GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  +F  AV + +   L+QG FGW V DC +      + SP ST ADFR L P 
VL  
Sbjct  474  
GQMPVAFYRAVEETVFETLKQGSFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLAT  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L  P E LS       K  AT   + +        G + 
++ +
Sbjct  534  
ALSAAQTVLCEPVDHFHLETPAESLSGVLALLAKAAATTTDSVIADGVARLEGTLASQKV  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQP--RRPNSRLD  629
            Q+ +  L   T+G     T    Y      P+  P  RRP S  D
Sbjct  594  QSIQQQLPGLTSGAGTMETAFDHY-----APISGPLRRRPRSGPD  633

>WP_080046591.1 GTP-binding protein [Nonomuraea sp. ATCC 55076]
Length=669

 Score = 322 bits (824),  Expect = 3e-97, Method: Compositional 
matrix adjust.
 Identities = 226/666 (34%), Positives = 324/666 (49%), Gaps = 
64/666 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT  +ER+RGITI+ 
AV S
Sbjct  4    
VLNIGILAHVDAGKTSLTERLLFETGVIDRLGSVDDGSTQTDTGEIERRRGITIRTAVAS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F     +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   LRK
+ +P
Sbjct  64   
FVLGGLRVNLVDTPGHADFVAEVERALGVLDGAVLVLSAVEGVQPHTRVLMRTLRKLRLP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEIVLEENTD-
IEAWDAVI  179
            T+IF+NKID+AG     ++  +R +L    +   TV     P  V     D  EA 
+ + 
Sbjct  124  
TLIFVNKIDRAGAREHDLLADIRRRLWPSCVPLNTVDGIGGPRAVTRPVADPYEAAEVLA  183

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E +D+LLE  + G+      +     R+  +   +PV +GSA  G G+  L+DAV   
F 
Sbjct  184  
ERDDELLELLVEGKAPDDAAVRAVLARQCGEGVAYPVLFGSAITGQGLPELLDAVAEFFP  243



Query  240  P---IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITE  293
                + ++G A   G+VF +E    G++  Y+R+ SG LR+R+ +      G+     
++
Sbjct  244  AVPRVAQEGPA--
VGTVFAIERAPSGEKVAYVRVRSGVLRVREPLTFYRGQGQSGGAASK  301

Query  294  MRIPSKGEIVRTDT-----------------------------
AYPGEIVIL-----PSD  319
                SK    R D                              AY G +  L     
P +
Sbjct  302  
PPAGSKPAGTRADGEAGMNHGAGNPAGTRRRGDGDVDGGPGPHAYEGRLTALAVAGDPRE  361

Query  320  S---------------
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +               +R+ D LG+P R    R      P L T + P+   Q  
RL  A
Sbjct  362  TRALAGDIVKVWGVPEIRVGDRLGEPERAGVARHFTP--
PSLETVVRPRVPGQEPRLHAA  419

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA+ DPL+     +     +L + G VQ EV+   L+  + +E V +    +Y 
ERP
Sbjct  420  LLALAEQDPLIGTRTLAGGDTSVLLY-
GEVQKEVIGETLARDFGVEAVFEPSRPVYFERP  478

Query  425  LKAASHTIHIEVPP-
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     ++    N F A++GL V P   GSGV Y   V LG L  +F  A+ + 
+R 
Sbjct  479  
AGTGEAVEEMQRQGRNAFMATVGLRVEPAPRGSGVGYRLEVDLGSLPLAFHRAIEESVRL  538

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             L +G  GW VTD  +      Y SPV+   DFR   PIVL +AL+ +GT + EP   
F 
Sbjct  539  
ALREGPHGWPVTDVLVTLTRTGYSSPVTVAGDFRRRTPIVLARALRRAGTVVYEPCHRFE  598

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
               P E               +  A+   +  V  GEIPA  +      L   ++G  
V 
Sbjct  599  
AEVPLEAFGPVSAQLAGLGGEVRDARRHGEGWVLEGEIPAAVVHEVERRLPGLSHGEGVW  658

Query  604  LTELKG  609
             +E  G
Sbjct  659  WSEPAG  664



>WP_027668604.1 GTP-binding protein [Rhizobium leguminosarum]
Length=652

 Score = 321 bits (823),  Expect = 3e-97, Method: Compositional 
matrix adjust.
 Identities = 214/631 (34%), Positives = 329/631 (52%), Gaps = 
21/631 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDAGVIDKLGSVDTGNTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGDKVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----------
SLSPEIVLEEN  169
            +P V F+NK+D+ G   + +++ +  +L    I   +V           +L+P     
E 
Sbjct  121  
VPFVFFVNKVDRLGAQHKDLLKVLAAQLQVRPIAMSSVVDAGSRLARVEALTPGC---EP  177

Query  170  TDIEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  +A+ EN++ L   Y+   + ++ ++L R    +V    + PV+ G+A  G
+G+ 
Sbjct  178  
LFTPLCEALAENDEALFSDYVLTPDRLTADRLGRCLAAQVASGLVHPVFAGAATTGVGVP  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             L  A+  +           + G +FK+E    G++  Y+ L SGT+RLR  + L  
+  
Sbjct  238  
ALTSAIATILPDRRLDPDGPIAGKIFKIERGWGGEKLAYMYLRSGTVRLRQYLDLP-KGP  296

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL-
GDPTRLPRKRWREDPLPML  346
             ++  + +   G +    +   G+I  +      R+ D++ GDP    R ++     
P L
Sbjct  297  
ERVIAIHVFEAGRVHGAASFRAGQIARVSGLAGARIGDMVGGDPLSGDRPQFAP---PSL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + +  L  AL Q+A+ DPL+    +    EI +S  G VQ EVV + 
L   



Sbjct  354  
ETRVLARRPSDKAALWLALNQMAEQDPLINLRRNDDADEIFVSLYGEVQKEVVQSTLLTD  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE   +E +VI  ER ++  +    +   PNPF A++GL V P   G+G  +   
V +
Sbjct  414  
FGLEARFEESTVILAERLIRTGTGLQVLFKEPNPFLATVGLRVEPRPEGAGNSFALDVDV  473

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G +  SF  AV + +   L+QG+FGW + DC +      + SP ST ADFR L P 
VL  
Sbjct  474  
GQMPASFYRAVEETVFETLKQGVFGWQIIDCHVAMTAARHSSPASTAADFRQLTPWVLAD  533

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  + T L EP   F L AP E L+       K  AT+  + +        G + 
+  I
Sbjct  534  
ALLAAKTVLCEPIDRFYLEAPVESLNGLLTLLAKSAATMTDSVIAGGVARLEGTMASAMI  593

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            Q+ +  L   T+      T    Y    G P
Sbjct  594  QSVQQQLPGLTSRAGTMETSFDHYAPMAGPP  624

>WP_106517566.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 111WW2]
 PSK57200.1 Tetracycline resistance protein TetM [Streptomyces sp. 
111WW2]
Length=635

 Score = 320 bits (821),  Expect = 3e-97, Method: Compositional 
matrix adjust.
 Identities = 225/618 (36%), Positives = 324/618 (52%), Gaps = 
27/618 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L  
ALR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRALRRLR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     ++  VR  L+  +  + +   + +P   V     D    
+A
Sbjct  121  
LPTIVFVNKIDRAGARTDGLLGDVRRLLTPHVAPLTEVVDAGTPRARVTRRPPDGRTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E + ++L   + G   + E + R    R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDTEVLAALVDGPEPTGEDVARALAARTADGSFHPLYHGSALGGQGVAELVEGLLGL  240

Query  238  FQPI--GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM  294
                  G  G     G+VF V     G+R  YLRLY G +  R  +    RE   + 
TE+
Sbjct  241  
IPAATPGTSGGTEPRGTVFAVRPGPAGERTAYLRLYGGEVHPRRRLTFLRRESDGRTTEV  300

Query  295  RIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                 G + R D      T   G I  L     +R+ D LG PT     R  +   
P L+
Sbjct  301  ----SGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGGPT----
DRAPQFAPPTLQ  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A L
+E +
Sbjct  353  TLVRARHPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAEDF  411

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRV  464
             +E       V ++ERP  A +     E+P      ++A+IGL V P   GSG  +    
Sbjct  412  GIEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDRTRYFATIGLRVEPGPRGSGGAFGYET  469

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L ++F  AV + +   L  GL G  VTD ++      + SP+ST ADFR L 
P+VL
Sbjct  470  
ELGALPRAFHQAVEETVHDTLRTGLTGAAVTDYRVTLIRSGFSSPLSTAADFRGLTPLVL  529

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL  +GT L EPY +F    P + L+          A            + TGE
+PAR
Sbjct  530  



RRALARAGTVLHEPYQAFEAEVPADTLAAVTALLASLGADFTGTTGGDPAWIVTGELPAR  589

Query  585  CIQAYRTDLAFYTNGRSV  602
             ++     L   T G +V
Sbjct  590  RVREAELRLPGLTRGEAV  607

>WP_028798647.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 142MFCol3.1]
Length=624

 Score = 320 bits (820),  Expect = 3e-97, Method: Compositional 
matrix adjust.
 Identities = 220/622 (35%), Positives = 326/622 (52%), Gaps = 
19/622 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  G+I   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDGGSIDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+     VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFRAGDVHVNLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG    +++  VR  L+  ++    VS   +P+  VL    D  
A   
Sbjct  121  
LPTLVFVNKIDRAGAREGALLDDVRRLLTPYVVPLSRVSALGTPDARVLPRPLDDIAAGT  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   + ++L      R  D S+ PV +GSA  G G+  L+  
+  L
Sbjct  181  
LAEVDPGVLAALVDGPSPTPDELESALAARTADGSVHPVLFGSAIGGQGVAELVAQLIRL  240

Query  238  F--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
                 +    S    G+VF V     G R  +LRLY G +R R  +    RE    
T  R
Sbjct  241  
VPGPTVASSSSGEPRGTVFAVRPGPGGDRTAWLRLYEGEVRQRQRLVFRRREPDGRT-AR  299

Query  296  IPSKG---EIV---RTDTAYPGEIVIL-
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348



            +P +    ++V     D   PG I +L  + ++R+ D LG        R  +   P 
L T
Sbjct  300  VPGRALGMQVVGRPEADRLTPGNIAVLRGAGALRVGDRLGPSG----
DRAPQFAAPTLET  355

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +   Q   L  AL  LAD DPLL     + +    L   G VQ EV++A L+
+ + 
Sbjct  356  LVRARRPEQAAALRAALLALADQDPLLHAR-
PATSGSTALLLYGEVQKEVLAATLAQDFG  414

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +E   +   V  +ERP+        I+   +  FWA+IGL + P   GSG  +     
LG
Sbjct  415  
IEADFEPSRVRLLERPVGTGEACEEIQRHGHVGFWATIGLRIEPGPRGSGGVFTYETELG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  A+ D +   L  G  G  VTD ++      + +P+ST ADFR L P
+VL +A
Sbjct  475  
ALPRAFHQAIEDTVHATLLSGPRGRPVTDYRVTLVRSGFAAPISTAADFRGLTPVVLHRA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+++GT++ EPY +F +  P + LS          A        +   + TGE+PA  
++
Sbjct  535  
LEQAGTRVYEPYHAFEVEIPLDALSAVTAHLAACGAEFGATSGGRTSWLVTGELPAGKVR  594

Query  588  AYRTDLAFYTNGRSVCLTELKG  609
                 L   T+G  V  + + G
Sbjct  595  DVELRLPGLTHGEGVWWSRVSG  616

>WP_095049040.1 GTP-binding protein [Pseudomonas sp. Irchel s3h9]
Length=657

 Score = 321 bits (822),  Expect = 4e-97, Method: Compositional 
matrix adjust.
 Identities = 226/660 (34%), Positives = 354/660 (54%), Gaps = 
42/660 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +N+GILAHVDAGKT+LTE +L+  GA    GSV+ G T TD++ LER+RGITI
++AV
Sbjct  1    
MKSLNLGILAHVDAGKTSLTERILFDVGARLRLGSVDSGNTCTDSLLLERERGITIKSAV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+ +   +N++DTPGH DF+AEV R+LA+LD A++V+SA +GVQAQTR+L +AL
++M 
Sbjct  61   
ASFELNHLLINLLDTPGHPDFIAEVERTLALLDLAVVVVSAVEGVQAQTRVLVNALQRMA  120

Query  121  IPTVIFINKIDQAGVD-------LQSVVQS-------
VRDKLSADIIIKQTVSLSPEIVL  166
            IP V FINK+D+ G D       LQ+ ++S       VRD  +A   +++    S 
E+  
Sbjct  121  
IPHVFFINKVDRKGADFLRTLEALQAQLKSHPLALCTVRDAGTAQATVERIDQASAEVTS  180

Query  167  EENTDIEAW-DAVIENNDKLLEKYI-AGEPI--SR-
EKLVREEQRRVQDASLFPVYYGSA  221
            +       W D + E+++ LL  Y+ A + I  SR E++VRE+  R     + PV+ 
GSA
Sbjct  181  Q-------WLDVLCEHDETLLHDYVTAAQTIDGSRLEQVVREQLGR---
GLVNPVFAGSA  230

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
              G+G+  +++ +T L         A +  SVFK++    G RR ++ + +GTL 
+R ++
Sbjct  231  
ITGVGVAQMIETLTRLAPARCHDAEAPVLASVFKIDRGWGGHRRFHVCVQAGTLHVRQSI  290

Query  282  ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRE  340
                +   +IT +++   G +     A  G+I  +   + VR+ D +G   R      
R 
Sbjct  291  ETP-QGTSRITAIQVSESGGLQPATLARAGQIACVTGLEGVRIGDRIG-
ACRERNTAART  348

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P + T ++    AQ + L +AL+ LA+ DPL+    +     + +S  G VQ 
E++ 
Sbjct  349  FTPPAIETHVSAALPAQTKALWEALSLLAEQDPLIDLRRNP-
AGLMFVSLYGEVQKEIIQ  407

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L E+Y +E + +E S I +E    +      I+ P NPF A++G+ V+P + 
GSG+ +
Sbjct  408  
ATLQEEYAIEAIFEESSAICVETLQASGQAQESIDEPDNPFLATVGIRVSPGTAGSGLTF  467

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
              +   G +  SF  A+ + +   L++G  GW V DC++      Y SP ST 
ADFR L 
Sbjct  468  
IRQAHAGLMPTSFYKAIEESVFESLKEGPCGWMVHDCEVILTTVDYASPSSTAADFRHLT  527



Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL  A+  +GT + EP   F +  P    S  +    K  ATI    +  +     
G 
Sbjct  528  
PLVLAAAISRAGTAVCEPRSQFSIEVPAALSSAVHGLLAKAGATIHGTTLDAETARIEGS  587

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR------
PNSRLDKVRHM  634
            I    I   +  +   T+G     ++L  Y    G     PRR      P +R D 
+R +
Sbjct  588  IVTTRIYKLQHQIPDVTSGLGFMESQLATYTPVTG---
TAPRRERTLANPYNRQDYLRQV  644

>WP_055584822.1 GTP-binding protein [Streptomyces 
diastatochromogenes]
Length=663

 Score = 321 bits (822),  Expect = 4e-97, Method: Compositional 
matrix adjust.
 Identities = 223/662 (34%), Positives = 331/662 (50%), Gaps = 
75/662 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT  +ERQRGIT++
+AVTSF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIDRLGSVDAGDTQTDTGVIERQRGITVRSAVTSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR++ 
+P 
Sbjct  67   
TTGSTQVNLIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLREVGLPV  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEA------  174
            ++F+NKID++G   +++++ VR KL      +   Q +       L    D EA      
Sbjct  127  
LLFVNKIDRSGARAEALLRDVRHKLVPHPLAMTAVQDLGTPSARALPHVLDDEAEFRTRV  186

Query  175  WDAVIENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             + + E ++ +L + + G   +P +    + E+ R+     + PV++GSA+ G G+  
L+
Sbjct  187  AETLAEVDETVLARVVDGPFPDPAALRTALAEQTRQ---
GRVHPVFFGSARSGQGVGALV  243

Query  232  DAVTGLFQP------
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285



            D +TGL +P       G  G+    G+VF VE    G++  Y+RL+SGTL  R       
Sbjct  244  
DGLTGLLRPPSADGGAGPSGATPPRGTVFAVERGASGKKTAYVRLFSGTLTARQ------  297

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVIL--------------
PSDS-----------  320
                ++T  R    G  +    A+PG+I  L                D            
Sbjct  298  ----RVTLHRHGPDGAPL----
AHPGQITALQVVGRAGHGGAGRHGDDGARQLTAGGIGQ  349

Query  321  ------VRLNDVLGDPT-RLPRKRWREDPLPMLRTTIAPKTAA--
QRERLLDALTQLADT  371
                  VR+ D L DP  R    R    P P LRT + P+  A     RL  AL 
+LA+ 
Sbjct  350  
VSGLAEVRVGDRLTDPAGRDDGPRPPRFPAPTLRTLVRPRHRAPGAAGRLHAALQRLAEQ  409

Query  372  DPLLR-
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL---KA  427
            DPLL  C        ++L   G +Q E+++A L+  + ++ V +    + +ERP    
+A
Sbjct  410  DPLLHACPGPDGATSVLL--
YGEIQKEILAATLAHDFGIKAVFEPSRTVCLERPAGVGEA  467

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
                      P+ F A++GL V P    +GV +     LG L  +F  A+ + +   
L  
Sbjct  468  
YEEMGRQAASPSGFVATVGLRVEPAPRDAGVGFRYETELGALPHAFHTAIEETVHDALRS  527

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            G  GW VTDC +      + SPVST  DFR L PIVL +AL+ +GT++ EP   F 
+  P
Sbjct  528  
GPHGWAVTDCTVTLIRSGFASPVSTAGDFRGLTPIVLGRALERAGTRVYEPCHVFDVDVP  587

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
             + L           A I          +  G IPA  +++    L   T G ++  
+  
Sbjct  588  
LDALPAVASCLAALGADIGETAGGLTSWLVKGTIPASRVRSAEHRLPGLTRGEALWWSRP  647

Query  608  KG  609
             G
Sbjct  648  SG  649

>CNE17313.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
 CYI08817.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]



Length=222

 Score = 306 bits (783),  Expect = 4e-97, Method: Compositional 
matrix adjust.
 Identities = 150/214 (70%), Positives = 175/214 (82%), Gaps = 0/214 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
             ND LLEKY++G+ +   +L +EE  R  + SLF
Sbjct  181  GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLF  214

>WP_030869320.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
violaceoruber]
Length=635

 Score = 320 bits (820),  Expect = 4e-97, Method: Compositional 
matrix adjust.
 Identities = 226/618 (37%), Positives = 323/618 (52%), Gaps = 
27/618 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L  
ALR++ 



Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--SLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     ++  VR  L+  +     V  + +P   V     D     
A
Sbjct  121  
LPTIVFVNKIDRAGARTDGLLGDVRRLLTPHVAPLNEVADAGTPRARVTRRPPDGRTAQA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E + ++L   + G   + E + R    R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDTEVLAALVDGPEPTGEDVARALAARTADGSFHPLYHGSALGGQGVAELVEGLLGL  240

Query  238  FQPI--GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM  294
                  G  G     G+VF V     G+R  YLRLY G +  R  +    RE   + 
TE+
Sbjct  241  
IPAATPGTSGGTEPRGTVFAVRPGPAGERTAYLRLYGGEVHPRRRLTFLRRESDGRTTEV  300

Query  295  RIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                 G + R D      T   G I  L     +R+ D LG PT     R  +   
P L+
Sbjct  301  ----SGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGGPT----
DRAPQFAPPTLQ  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A L
+E +
Sbjct  353  TLVRARHPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAEDF  411

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRV  464
             +E       V ++ERP  A +     E+P      ++A+IGL V P   GSG  +    
Sbjct  412  GIEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDRTRYFATIGLRVEPGPRGSGGAFGYET  469

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L ++F  AV + +   L  GL G  VTD ++      + SP+ST ADFR L 
P+VL
Sbjct  470  
ELGALPRAFHQAVEETVHDTLRTGLTGAAVTDYRVTLIRSGFSSPLSTAADFRGLTPLVL  529

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL  +GT L EPY +F    P + L+          A            + TGE



+PAR
Sbjct  530  
RRALARAGTVLHEPYQAFEAEVPADTLAAVTALLASLGADFTGTTGGDPAWIVTGELPAR  589

Query  585  CIQAYRTDLAFYTNGRSV  602
             ++     L   T+G +V
Sbjct  590  RVREAELRLPGLTHGEAV  607

>WP_103963050.1 GTP-binding protein [Nonomuraea solani]
 SEH01971.1 ribosomal protection tetracycline resistance protein 
[Nonomuraea 
solani]
Length=630

 Score = 320 bits (820),  Expect = 4e-97, Method: Compositional 
matrix adjust.
 Identities = 223/637 (35%), Positives = 320/637 (50%), Gaps = 
34/637 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M I+NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TD+  +ER+RGITI
+ AV
Sbjct  1    
MHILNIGILAHVDAGKTSLTERLLFETGVIDRLGSVDAGSTQTDSGEIERRRGITIRTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   
LR+M 
Sbjct  61   
ASFTLGDLRVNLVDTPGHADFVAEVERALGVLDGAVLVLSAVEGVQPHTRVLMRTLRRMR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID++    +  +  +R +L    +   TV        +    ++  
EA + 
Sbjct  121  
LPTLIFVNKIDRSSARERETLAEIRRRLWPACVPLNTVRGIGGRAAVTRPASSTREAAEV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +D+LLE  + G+     ++     R+      +PV +GSA  G G+  L+D 
+  L
Sbjct  181  
LAERDDELLELLVEGKEPDTHQVRASLARQCAGGVAYPVLFGSAITGQGLPELLDGLGTL  240

Query  238  F----QPI-
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
                 +P  G  G AA   +VF +E    G++  YLR+ +G LR         RE 
L   
Sbjct  241  LPAAPRPAPGTDGRAARA-TVFAIERAPSGEKVAYLRMRAGVLRE--------
REHLAFH  291



Query  293  EMRIPS-KGEIVRTD-TAYPGEIVILPSD--------SVRLNDVL----GD-
PTRLPRKR  337
                P+ +G +   D +  PGE   +  D         +R+ D +    GD P   
P   
Sbjct  292  
RGGGPAYEGRLTALDISGAPGERQAVAGDIVKAWGVPEIRVGDQVHGKAGDHPDEPPATT  351

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                  P L T + P+   Q  RL  AL  LA+ DPL+     +     +L + G 
VQ E
Sbjct  352  QAYFTPPGLETVVRPRVPGQEPRLHAALLALAEQDPLIGTRTLAGGDTSVLLY-
GEVQKE  410

Query  398  VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP-
NPFWASIGLSVTPLSLGS  456
            V+   L+  + +E V +    +Y ERP   A     I+    N F A++GL V P   
GS
Sbjct  411  
VIGETLARDFGVEAVFEPSRPVYFERPSGTAEAVEEIQRNARNDFMATLGLRVEPAPPGS  470

Query  457  
GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADF  516
            GV Y   V LG L  +F  A+ + +R  L +G  GW VTD  +      Y +P +  
ADF
Sbjct  471  
GVGYRLEVDLGSLPMAFHRAIEESVRLALSEGPHGWPVTDVMVTVTRTGYSAPETVAADF  530

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R   PIVL  AL+ +GT + EP   F L  P E               +     + 
D  +
Sbjct  531  
RGRTPIVLMAALRRAGTTVYEPCHRFELEVPLETFGAVTAKLAAVGGELRDTLRQDDTWL  590

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
             TGEIPA     +   L   ++G    L+E  G + A
Sbjct  591  LTGEIPAAQAHVFEQRLPGLSHGEGAWLSEPAGDRPA  627

>CTO47212.1 putative conjugative element protein [Streptococcus 
pneumoniae]
 KXA46288.1 GTP-binding domain protein [Streptococcus agalactiae]
Length=227

 Score = 306 bits (783),  Expect = 5e-97, Method: Compositional 
matrix adjust.
 Identities = 150/214 (70%), Positives = 175/214 (82%), Gaps = 0/214 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
             ND LLEKY++G+ +   +L +EE  R  + SLF
Sbjct  186  GNDDLLEKYMSGKSLEALELEQEESIRFHNCSLF  219

>WP_020931295.1 GTP-binding protein [Streptomyces albulus]
 EPY92133.1 hypothetical protein K530_54885 [Streptomyces albulus 
CCRC 11814]
 EXU86625.1 GTP-binding protein [Streptomyces albulus PD-1]
 AKA07922.1 tetracycline resistance protein tetM [Streptomyces 
albulus ZPM]
Length=663

 Score = 320 bits (821),  Expect = 5e-97, Method: Compositional 
matrix adjust.
 Identities = 222/662 (34%), Positives = 333/662 (50%), Gaps = 
75/662 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT  +ERQRGIT++
+AVTSF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIDRLGSVDAGDTQTDTGVIERQRGITVRSAVTSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR++ 
+P 
Sbjct  67   
TTGSTQVNLIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLREVGLPV  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEI-----
VLEENTDIEA--  174
            ++F+NKID++G   +++++ VR KL    +    V    +P       VL++  +     
Sbjct  127  



LLFVNKIDRSGARAEALLRDVRHKLVPHPLAMTAVQDLGTPSARALPHVLDDGAEFRTRV  186

Query  175  WDAVIENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
             + + E ++ +L + + G   +P +    + E+ R+     + PV++GSA+ G G+  
L+
Sbjct  187  AETLAEVDETVLARVVDGPFPDPAALRTALAEQTRQ---
GRVHPVFFGSARSGQGVGALV  243

Query  232  DAVTGLFQP------
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            D +TGL +P       G  G+    G+VF VE    G++  Y+RL+SGTL  R       
Sbjct  244  
DGLTGLLRPPSADGGAGPSGATPPRGTVFAVERGASGKKTAYVRLFSGTLTARQ------  297

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVIL--------------
PSDS-----------  320
                ++T  R    G  +    A+PG+I  L                D            
Sbjct  298  ----RVTLHRHGPDGAPL----
AHPGQITALQVVGRAGHGGAGRHGDDGARQLTAGGIGQ  349

Query  321  ------VRLNDVLGDPT-RLPRKRWREDPLPMLRTTIAPKTAA--
QRERLLDALTQLADT  371
                  VR+ D L DP  R    R    P P LRT + P+  A     RL  AL 
+LA+ 
Sbjct  350  
VSGLAEVRVGDRLTDPAGRDDGPRPPRFPAPTLRTLVRPRHRAPGAAGRLHAALQRLAEQ  409

Query  372  DPLLR-
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL---KA  427
            DPLL  C        ++L   G +Q E+++A L+  + ++ V +    + +ERP    
+A
Sbjct  410  DPLLHACPGPDGATSVLL--
YGEIQKEILAATLAHDFGIKAVFEPSRTVCLERPAGVGEA  467

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
                      P+ F A++GL V P    +GV +     LG L  +F  A+ + +   
L  
Sbjct  468  
YEEMGRQAASPSGFVATVGLRVEPAPRDAGVGFRYETELGALPHAFHTAIEETVHDALRS  527

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            G  GW VTDC +      + SPVST  DFR L PIVL +AL+ +GT++ EP   F 
+  P
Sbjct  528  
GPHGWAVTDCTVTLIRSGFASPVSTAGDFRGLTPIVLGRALERAGTRVYEPCHVFDVDVP  587

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
             + L           A I          +  G IPA  +++    L   T G ++  
+  
Sbjct  588  



LDALPAVASCLAALGADIGETAGGLTSWLVKGTIPASRVRSAEHRLPGLTRGEALWWSRP  647

Query  608  KG  609
             G
Sbjct  648  SG  649

>PLX13322.1 GTP-binding protein [Marinilabiliales bacterium]
Length=606

 Score = 319 bits (817),  Expect = 5e-97, Method: Compositional 
matrix adjust.
 Identities = 195/592 (33%), Positives = 322/592 (54%), Gaps = 
17/592 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I N+GILAHVDAGKTT+TE+ +Y SG     GSV+ GTT+TD + +ER+RGI++++
+  S
Sbjct  5    
IRNVGILAHVDAGKTTITENFIYLSGYSKNLGSVDDGTTQTDFLDVERERGISVRSSNIS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   K+N++DTPGH+DF ++V R L VLD  +LVISA +G+QA T  L+++L+ 
+NIP
Sbjct  65   
FNWKEIKINLIDTPGHVDFSSDVERILRVLDCEVLVISAVEGIQAHTETLWNSLQNLNIP  124

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------
SLSPEIVLEENTDIEAW  175
            T++FINKID+AG D++ V   ++ +L+  + I Q V       +    +  E+N      
Sbjct  125  
TILFINKIDRAGADVELVANEIKKELTGKLAILQEVVHEGSNEANIKNVWTEQNQKESII  184

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            +A+  +++ +LEKY+     S  +L       V    LFPV  GSAK  +G++ L
+D++ 
Sbjct  185  
EAIANSSESILEKYLEENTFSFSELDEALIEAVHTCQLFPVLIGSAKNSIGVEKLLDSIV  244

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEM  294
                    +        V+ + +     +   +++Y G ++ R+T+  A +  + K
+T++
Sbjct  245  
HYLPGPKSELKKPFSALVYSITHDKTMGKIANVKVYQGVIKNRETINNASQNAEQKVTQV  304

Query  295  R--IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTR-
LPRKRWREDPLPMLRTTI  350
            R  I +K E +    A  G+I  I    + ++ DVLGD +  LP+      PL  L   
+
Sbjct  305  RKLIANKFEDIGIVEA--GDIAGICGLQNAKVGDVLGDFSDLLPKDVSLRTPL--



LTVQV  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +       L +AL  L+  DP L  E      E+ +  +G +Q+EV+  ++  +
+ ++
Sbjct  361  
KAELEKDYPALAEALQVLSFEDPTLDFEWLRDEKELHVKIMGWIQIEVLEKMIENRFGIK  420

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            +    P+VIY E P K     +   + P P WA +   + P   GSGV Y+S++S+  
++
Sbjct  421  SKFDSPTVIYKETPSKKGEGFVRYWM-
PKPCWAIMKFLIEPGERGSGVVYKSKISVDNVH  479

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            Q +QN V   I   L+QG+ GW VTD KI    G  +   S P DF    P+ +   
L  
Sbjct  480  
QKYQNEVERTIPNALKQGIKGWEVTDIKISLIEGEDHQVHSNPGDFIVATPMGIMDGLVN  539

Query  531  SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  
582
            +GT LLEP +SF + A ++ L     D  +   + ++ ++   + V TG +P
Sbjct  540  TGTTLLEPLISFKISATEDLLGAITSDITQMRGSFDSPEMANRKFVLTGVLP  
591

>KUL36925.1 GTP-binding protein [Streptomyces sp. NRRL F-4489]
Length=670

 Score = 321 bits (822),  Expect = 5e-97, Method: Compositional 
matrix adjust.
 Identities = 221/682 (32%), Positives = 328/682 (48%), Gaps = 
74/682 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LLY +GAI   GSV+ G T+TDT F+ERQRGIT++
+AV SF
Sbjct  1    
MNIGILAHVDAGKTSLTERLLYDAGAIDRLGSVDAGDTQTDTGFIERQRGITVRSAVASF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR + 
+P 
Sbjct  61   
TVGGTQINLIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLRAVGLPV  120

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII---------------
IKQTVSLSPEIVLEE  168



            ++F+NKID++G     ++  +R +L   ++               + Q++   PE     
Sbjct  121  
LLFVNKIDRSGARRDGLLADIRRRLVPRLVPMTAVRDAGTPSARAVPQSLGGDPEF----  176

Query  169  
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                   + + E++D LL + I G   S  +L      +V+     PVY+GSA+ G 
GI 
Sbjct  177  --
RARVAETLAESDDALLARVIDGPAPSAGELRAALAEQVRTGRAHPVYFGSARTGQGIS  234

Query  229  PLMDAVTGLF---------------------------
QPIGEQGSAALCGSVFKVEYTDC  261
             L+D +  L                            +P     S++  G+VF VE    
Sbjct  235  
HLVDGIATLLRPPVPDPADEPEAAEAAVAPEAANAPSEPDRPDASSSPQGTVFAVERAPS  294

Query  262  GQRRVYLRLYSGTLRLRDTVALAGR--------EKLKITEMRI-----
PSKGEIVRTDTA  308
            G+R   +RL+SG+L  R  V L  R           +IT + +     P  G +   
+  
Sbjct  295  
GKRTALVRLFSGSLAARQRVTLHRRGADGAPLAHTGQITSLEVVGRPGPGPGRLSAGEIG  354

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED--PLPMLRTTIAPKTAA--
QRERLLDA  364
              G +       VR+ D L  P        R    P P  RT + P+ AA     
RL  A
Sbjct  355  RIGGLA-----
EVRIGDRLTGPGGRDGGGPRAAYFPPPTFRTLVRPREAAPGTSARLYAA  409

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DPL+           +L   G +Q E+++A L+  + ++ V +  S ++
+ERP
Sbjct  410  LRRLSEEDPLIHATPGPEGATSVL-
LHGEIQKEIIAATLAHDFGIDAVFEPSSTVFLERP  468

Query  425  LKAASHTIHI---
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                     I    V P  FWA++GL V P    SGV +     LG L ++F  A+ 
+ +
Sbjct  469  
AGVGEAYEEIGRQAVGPGGFWATVGLRVAPAPRNSGVIFRYETELGALPRAFHAAIEETV  528

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               L +G  GW VTDC +      + SPVST  DFR L  +VL +AL  +GT++ 
EP  +
Sbjct  529  
HAVLREGPHGWAVTDCAVTLIRSGFASPVSTAGDFRGLTRVVLRRALACAGTRVYEPCHA  588

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



            F    P + L           A I       +  +  G IPA  ++A    L   T 
G +
Sbjct  589  
FEAEIPIDALPAVTSCLAGLAAQIRETAGGHESWLVKGVIPASRVRAAERRLPGLTRGEA  648

Query  602  VCLTELKGYQAAVGQPVIQPRR  623
            +  +   G +   G   +  RR
Sbjct  649  LWWSRPDGDRPVSGAGAVADRR  670

>SPL98248.1 Ribosome protection-type tetracycline resistance related 
proteins 
[Actinomadura parvosata subsp. kistnae]
Length=710

 Score = 322 bits (825),  Expect = 6e-97, Method: Compositional 
matrix adjust.
 Identities = 226/666 (34%), Positives = 324/666 (49%), Gaps = 
64/666 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G+T+TDT  +ER+RGITI+ 
AV S
Sbjct  45   
VLNIGILAHVDAGKTSLTERLLFETGVIDRLGSVDDGSTQTDTGEIERRRGITIRTAVAS  104

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F     +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   LRK
+ +P
Sbjct  105  
FVLGGLRVNLVDTPGHADFVAEVERALGVLDGAVLVLSAVEGVQPHTRVLMRTLRKLRLP  164

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPEIVLEENTD-
IEAWDAVI  179
            T+IF+NKID+AG     ++  +R +L    +   TV     P  V     D  EA 
+ + 
Sbjct  165  
TLIFVNKIDRAGAREHDLLADIRRRLWPSCVPLNTVDGIGGPRAVTRPVADPYEAAEVLA  224

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E +D+LLE  + G+      +     R+  +   +PV +GSA  G G+  L+DAV   
F 
Sbjct  225  
ERDDELLELLVEGKAPDDAAVRAVLARQCGEGVAYPVLFGSAITGQGLPELLDAVAEFFP  284

Query  240  P---IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITE  293
                + ++G A   G+VF +E    G++  Y+R+ SG LR+R+ +      G+     
++
Sbjct  285  AVPRVAQEGPA--
VGTVFAIERAPSGEKVAYVRVRSGVLRVREPLTFYRGQGQSGGAASK  342



Query  294  MRIPSKGEIVRTDT-----------------------------
AYPGEIVIL-----PSD  319
                SK    R D                              AY G +  L     
P +
Sbjct  343  
PPAGSKPAGTRADGEAGMNHGAGNPAGTRRRGDGDVDGGPGPHAYEGRLTALAVAGDPRE  402

Query  320  S---------------
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +               +R+ D LG+P R    R      P L T + P+   Q  
RL  A
Sbjct  403  TRALAGDIVKVWGVPEIRVGDRLGEPERAGVARHFTP--
PSLETVVRPRVPGQEPRLHAA  460

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA+ DPL+     +     +L + G VQ EV+   L+  + +E V +    +Y 
ERP
Sbjct  461  LLALAEQDPLIGTRTLAGGDTSVLLY-
GEVQKEVIGETLARDFGVEAVFEPSRPVYFERP  519

Query  425  LKAASHTIHIEVPP-
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     ++    N F A++GL V P   GSGV Y   V LG L  +F  A+ + 
+R 
Sbjct  520  
AGTGEAVEEMQRQGRNAFMATVGLRVEPAPRGSGVGYRLEVDLGSLPLAFHRAIEESVRL  579

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             L +G  GW VTD  +      Y SPV+   DFR   PIVL +AL+ +GT + EP   
F 
Sbjct  580  
ALREGPHGWPVTDVLVTLTRTGYSSPVTVAGDFRRRTPIVLARALRRAGTVVYEPCHRFE  639

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
               P E               +  A+   +  V  GEIPA  +      L   ++G  
V 
Sbjct  640  
AEVPLEAFGPVSAQLAGLGGEVRDARRHGEGWVLEGEIPAAVVHEVERRLPGLSHGEGVW  699

Query  604  LTELKG  609
             +E  G
Sbjct  700  WSEPAG  705

>WP_051798217.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL S-337]
Length=642

 Score = 320 bits (820),  Expect = 6e-97, Method: Compositional 



matrix adjust.
 Identities = 224/629 (36%), Positives = 327/629 (52%), Gaps = 
35/629 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGVIDRLGSVDAGDTRTDTGELERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGDVQVNLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMRTLRRLRMPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--LSPE--
IVLEENTDIEA----W  175
            ++F+NKID+ G   + +V  +R  L+  ++   +V+   +P+   V     D +A     
Sbjct  127  
LLFVNKIDRPGARGEELVADIRRLLTPAVVPLTSVTGLGTPQARAVPYAPADPQARERIA  186

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            ++V E ++ +L + + G P   E+L      R  D SL P+++GSA  G G++ L
+D + 
Sbjct  187  
ESVAEVDESVLARLVEGTPPDAEQLRAALSARTADGSLHPLFFGSALGGQGVRALVDGMV  246

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKL--KI  291
             L  P          G+VF V     G+R  YLRL++G LR R  V L  AG   L  
+I
Sbjct  247  
RLIPPAPVTPGGPPRGTVFAVHQPPQGERTAYLRLFAGELRARQRVELHRAGGGPLTGRI  306

Query  292  TEMRIPSK-----
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            T + +  +     G +   + A     V+     VR  D LG P   P       P 
P L
Sbjct  307  TALDVVGRPPGDDGPLTAGNIA-----VVRGLPGVRTGDRLGPPGDTPDGPA-
HFPSPTL  360

Query  347  RTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSALLS  404
             + +  +   +   L  AL  LAD DPLL  R   D  T  ++    G VQ EV+
+A L 
Sbjct  361  ESVVHARAPERAAALRAALLTLADQDPLLAVRPAPDGATSVLL---
HGEVQKEVLAATLR  417

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHI----
EVPPNPFWASIGLSVTPLSLGSGVQY  460



            ++Y +E       V+ +ERP         I       P   WA++GL V P + 
GSG  +
Sbjct  418  QEYGIEAGFAPSRVVCVERPCGVGEALAEIARRGHTGP---
WATVGLRVEPGARGSGPVF  474

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
                 LG L   F  AV + +   L  G  G  VTDC++      +  PVST  
DFR++ 
Sbjct  475  
TYETELGALPHGFHQAVEETVLATLRSGPRGLAVTDCRVVLTRSGFIGPVSTAGDFRAVT  534

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VL +AL  +GT++ EPY +F    P + L+          A ++     +   + 
+G 
Sbjct  535  
PGVLLRALDRAGTRVYEPYHAFEAEVPVDALAPVTARLAALGAELDHTTGGRRSWLISGA  594

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            + AR +   + DL   T+G  V  +   G
Sbjct  595  LAARHVPQVQRDLPGLTHGEGVWTSSPSG  623

>WP_011027352.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
coelicolor]
 NP_625085.1 tetracycline resistance protein [Streptomyces 
coelicolor A3(2)]
 CAC14348.1 tetracycline resistance protein [Streptomyces coelicolor 
A3(2)]
Length=635

 Score = 320 bits (819),  Expect = 6e-97, Method: Compositional 
matrix adjust.
 Identities = 226/618 (37%), Positives = 322/618 (52%), Gaps = 
27/618 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L  
ALR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--SLSPEI-
VLEENTDIEAWDA  177



            +PT++F+NKID+AG     ++  VR  L+  +     V  + +P   V     D     
A
Sbjct  121  
LPTIVFVNKIDRAGARTDGLLGDVRRLLTPHVAPLNEVADAGTPRARVTRRPPDGRTAQA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E + ++L   + G   + E + R    R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDTEVLAALVDGPEPTGEDVARALAARTADGSFHPLYHGSALGGQGVAELVEGLLGL  240

Query  238  FQPI--GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM  294
                  G  G     G+VF V     G+R  YLRLY G +  R  +    RE   + 
TE+
Sbjct  241  
IPAATPGTSGGTEPRGTVFAVRPGPAGERTAYLRLYGGEVHPRRRLTFLRRESDGRTTEV  300

Query  295  RIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                 G + R D      T   G I  L     +R+ D LG PT     R  +   
P L+
Sbjct  301  ----SGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGGPT----
DRAPQFAPPTLQ  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A L
+E +
Sbjct  353  TLVRARHPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAEDF  411

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRV  464
             +E       V ++ERP  A +     E+P      ++A+IGL V P   GSG  +    
Sbjct  412  GIEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDRTRYFATIGLRVEPGPRGSGGAFGYET  469

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L ++F  AV + +   L  GL G  VTD ++      + SP+ST ADFR L 
P+VL
Sbjct  470  
ELGALPRAFHQAVEETVHDTLRTGLTGAAVTDYRVTLIRSGFSSPLSTAADFRGLTPLVL  529

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL  +GT L EPY +F    P + L+          A            + TGE
+PAR
Sbjct  530  
RRALARAGTVLHEPYQAFEAEVPADTLAAVTALLASLGADFTGTTGGDPAWIVTGELPAR  589

Query  585  CIQAYRTDLAFYTNGRSV  602



             ++     L   T G +V
Sbjct  590  RVREAELRLPGLTRGEAV  607

>WP_024316514.1 GTP-binding protein [Rhizobium favelukesii]
 CDM60957.1 Oxytetracycline resistance protein (plasmid) [Rhizobium 
favelukesii]
Length=645

 Score = 320 bits (819),  Expect = 7e-97, Method: Compositional 
matrix adjust.
 Identities = 217/645 (34%), Positives = 334/645 (52%), Gaps = 
15/645 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G+T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGTIDKLGSVDTGSTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFTLGDLVVNLIDTPGHPDFIAEVERILQLLDAAVVVVSAVEGVQAQTRVLVRALRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS-------
PEIVLEENTDIE  173
            +P V FINKID+ G     +V  +  +LS   +    V+ +         + + +     
Sbjct  121  
VPFVFFINKIDRLGARYSEIVGDIASQLSVRPVAMSAVTNAGGRHAKVEGVDMMQEPHFS  180

Query  174  AW-DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+ DA+   ++ LL  +I A E ++ E+L      +V    L P + G+A  G+GI  
L+
Sbjct  181  
AFCDALAVEDETLLSDFILAPESLTIERLRAALADQVAKCLLHPAFCGTAMTGIGITDLI  240

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLK  290
             A+  L           + G +FK+E    G++  YL L SG + +RD + L AG    
K
Sbjct  241  
AAIETLLPGRNPDPLGPVEGKIFKIERGWGGEKLAYLNLTSGRVAMRDYLELPAG--AAK  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +  M++ S+G + + +    G+I  +    + R+ + +G   R     +   P P 
L T 
Sbjct  299  VATMQVFSEGRLEKVNQVSAGQIAKIGGLANARIGNEVG-AGRNTTVGFHFAP-
PTLETR  356



Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P+  +    L  AL QL++ DPL+   ++  T E+ +S  G VQ E++ A L   
+ L
Sbjct  357  
VRPRRPSDISALWLALQQLSEQDPLINLRINGDTSEMFVSLYGEVQKEIIQATLQNDFAL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   +E   I  ER +   S    I   PNPF A+IGL V P    +G  +   V 
+G +
Sbjct  417  
DVAFEESMTICAERLVGTGSGLEIIFKEPNPFLATIGLRVDPRPEDAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+ G++GW V DC +      + SP ST ADFR L P+VL  
AL 
Sbjct  477  
PVSFYRAVEETVFETLKAGIYGWQVIDCHVAMTAARHSSPSSTAADFRKLTPLVLATALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F+L  P   L+       +  A+ +   +        G I +  
+Q  
Sbjct  537  
SAHTVVCEPVDRFLLEVPAAALTATLTLLAQCGASPKGQLISGGIARLEGTITSAMVQTV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            +  LA  ++G  V  +    Y    G    +PR      D+  ++
Sbjct  597  QRQLAGLSSGAGVLESSFDHYARKSGSTASRPRSGADPFDRADYL  641

>WP_045016004.1 GTP-binding protein [Agrobacterium arsenijevicii]
 KJF74467.1 GTP-binding protein [Agrobacterium arsenijevicii]
Length=649

 Score = 320 bits (820),  Expect = 7e-97, Method: Compositional 
matrix adjust.
 Identities = 218/634 (34%), Positives = 329/634 (52%), Gaps = 
17/634 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDTGVIDRLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 



Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS---
PEIVLEENTDIEAWDA  177
            +P V FINK+D+ G     VVQ++ D+L    I   TV+ +      V   +T  E 
+ +
Sbjct  121  
VPFVFFINKVDRPGARYDEVVQNLADQLRVRPIAMSTVTRAGGKSARVEAPDTRSEPFFS  180

Query  178  VI-----ENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            ++     EN++ LL  Y +  E +   +L R    +     + P + G+A  G G+  
L+
Sbjct  181  
ILCEILAENDEDLLHDYLLTPERVEPVRLQRSLAHQTAQGLVHPAFAGAAMTGAGLPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  YL L SGT+++R  + L  +   
++
Sbjct  241  SAIVDMLPGRHPDPEGEVSGKIFKIERGWGGEKLSYLHLTSGTVQVRQYLPLP-
QGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G +  +     G+I  +    S R+ D +G    +    +   P P L 
T +
Sbjct  300  TGIQLFDDGHVHNSTHLRAGQIARVTGLASARIGDRVGADA-VADSPFHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  A+   L  AL QL + DPL+    +  T+E+ +S  G VQ E++ + L   
+ +E
Sbjct  358  
VSRRPAEHATLWLALNQLTEQDPLIGLRRNDETNEVFVSLYGEVQKEIIQSELLTGFGIE  417

Query  411  TVVKEPSVIYMERPLKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
               ++ ++I +ER L    H +  I   PNPF A++GL V P   G G  +   V 
+G +
Sbjct  418  AEFEDSTIICVER-
LAGIGHGLQTIFKAPNPFIATVGLRVEPRPDGVGNSFALEVEVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+QG+FGW V DC +        +P ST ADFR L P VL  
AL 
Sbjct  477  
PASFYRAVEETVFETLKQGIFGWRVVDCHVAMTAARQSAPSSTAADFRQLTPWVLAMALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589



            E+ T + EP   F L AP   ++R      K  A    A +        G I +  
+Q  
Sbjct  537  
EAQTYVCEPIDHFHLEAPAAAMTRLSTILAKAGAVTSNAVISGGMTRLEGTIASAMVQGV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            +  +   T G     T    Y  A   P   PRR
Sbjct  597  QQQVPGLTGGMGAMETSFSHYARADNPP--PPRR  628

>AOS89055.1 TetM, partial [Lactococcus garvieae]
Length=193

 Score = 304 bits (779),  Expect = 7e-97, Method: Compositional 
matrix adjust.
 Identities = 140/193 (73%), Positives = 166/193 (86%), Gaps = 0/193 
(0%)

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLPML+TTI P  + QRE+LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ
+EV   
Sbjct  1    
PLPMLQTTIEPCKSVQREKLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCT  60

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            L+ EKY +E   ++P+VIYMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG
+QYE
Sbjct  61   
LIQEKYHIEIETRKPTVIYMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYE  120

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            S VSLGYLNQSFQNAV +GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR 
LAP
Sbjct  121  
SLVSLGYLNQSFQNAVMEGIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAP  180

Query  522  IVLEQALKESGTQ  534
            IVLEQA ++SGT+
Sbjct  181  IVLEQAFRKSGTE  193

>PKP50826.1 GTP-binding protein [Bacteroidetes bacterium HGW-
Bacteroidetes-11]
Length=652

 Score = 320 bits (819),  Expect = 8e-97, Method: Compositional 
matrix adjust.
 Identities = 209/656 (32%), Positives = 340/656 (52%), Gaps = 
36/656 (5%)

Query  3    



IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NI I+AH DAGKTT+TE  LY SG  S+PG+V+KGTT++D + +E++RGI++ +
+ TS
Sbjct  5    
IRNIAIMAHADAGKTTITEQFLYFSGQTSQPGNVDKGTTQSDHLPVEKERGISVSSSHTS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   ++N++DTPGH+DF  +V R + + DG +LVISA +GVQA T  L++ALR+  
IP
Sbjct  65   
FHWDNIRINLIDTPGHVDFSGDVERIMRIPDGVVLVISAVEGVQAHTETLWNALRERQIP  124

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----WDA  177
             + FINKID+ G D  SV+ ++  +L+        VS  P    E+  D E      
WD 
Sbjct  125  VIFFINKIDRVGADTASVIFAMSKELN--------
VSPLPLQATEKEGDNEVAIRNLWDK  176

Query  178  ----------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                      ++E++++LL  Y+ G+    ++L  +  + ++   ++P+ +GSAK 
GLGI
Sbjct  177  
DFQLPELVENIVEHDERLLSNYLEGKEPDFQELDNQLAQMIKRCVVYPLLFGSAKSGLGI  236

Query  228  QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAG  285
            + L+D++   F          L   V+ + +     +  Y+R++ G +  R+ V     
G
Sbjct  237  
EALLDSIIRYFPESNGDQLKPLSALVYGIGHDKIMGKIAYVRVFQGAISNREVVHNTTQG  296

Query  286  REKLKITEMR--IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTR-
LPRKRWRED  341
             E+ K+T++R  +P K E + T  A  G++  I    S  + D+LG  T  +P       
Sbjct  297  TEE-KVTQVRRVLPGKYEDIGTVEA--
GDLAGICGLRSACVGDLLGVFTEDIPEVVKLRT  353

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PL + +     K       L  A+ +LA  DP L  +      E+ +  +G +Q+E
++  
Sbjct  354  PLIIAQVNAINKK--
DYPALAAAMQELAAEDPALEFDWLREESELRVKVMGWIQMEILER  411

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            +L++++ +E   + P+VIY E P   A   +   + P P WA +   + P  
LGSGV Y+
Sbjct  412  ILADRFGIEAKFENPTVIYKETPSSVAEGFVQYWM-
PKPCWAIMKFRIEPGELGSGVVYQ  470



Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            S V++  + Q +QN V   I   L+QGL GW VTD +I    G  +   S   DF    
P
Sbjct  471  
STVAVNDIQQKYQNEVERSIEGALKQGLKGWEVTDIRITLIEGEDHPMHSRAGDFAVATP  530

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            + +   L  S T LLEP + + + A ++ L     D        E+ ++       
TG +
Sbjct  531  
MGIMNGLVNSATTLLEPMIRYKIDASEDLLGLITSDITNMRGNFESPEILNGRFTLTGTL  590

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLDKVRHMFQ  
636
            P      Y   L+  + G++   T   GYQ     Q VI+P +  S LD  +++ +
Sbjct  591  PLATSLDYPVKLSSRSGGKARISTHFSGYQKCSDEQGVIRPYKGISPLDTAKYILK  
646

>WP_057612944.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. Root369]
 KQW07052.1 GTP-binding protein [Streptomyces sp. Root369]
Length=615

 Score = 318 bits (816),  Expect = 9e-97, Method: Compositional 
matrix adjust.
 Identities = 227/625 (36%), Positives = 327/625 (52%), Gaps = 
33/625 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFTVGDTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLS---
PEIVLEENTDIEAWD  176
            +PT++F+NKID+AG   + ++  +R +L+  +  + Q   +      +      D    
+
Sbjct  121  
LPTLVFVNKIDRAGARAEGLLADIRRRLTPHVAPLTQVAGIGTSDARVRALAKDDRRLAE  180

Query  177  



AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ + +  +L   + G   +   L R    R  D S  PV++GSA  G GI  L+D 
+T 
Sbjct  181  
ALADVDPDILTAVVDGPEPTPGDLDRALVARTADGSFHPVFFGSALGGQGITELVDGMTR  240

Query  237  LF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            L    P+   G     G+VF V     G+R  YLRLY G +  R  + L  RE    
T  
Sbjct  241  LIPRPPVTPTGDP--
RGTVFAVRPGPGGERTAYLRLYGGEVTERQRLTLLRREADGTTS-  297

Query  295  RIPSKGEIVRTDTAYP---GEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            R+   G + R   A P   G I  L  S  +R+ D LG+ T    +R  +   P L 
T +
Sbjct  298  RV--SGRVTR--LAGPLTAGNIASLTFSSGLRVGDRLGELT----
ERAPQFAPPTLETLV  349

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ 
+ +E
Sbjct  350  TARHPGQAARLRSALLSLADQDPLIHARPTTGGATTLLLY-
GEVQMEVLAATLAQDFGVE  408

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPNP------
FWASIGLSVTPLSLGSGVQYESRV  464
               +   V Y+ERP  +           NP      +WA+IGL V P   GSG  +    
Sbjct  409  ADFEPARVRYLERPRGSGEAGEE-----
NPWHLGTRYWATIGLRVEPGERGSGGVFAYET  463

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L ++F  A+ + +   +  GL G  VTD ++      +  P+ST ADFR L 
PIVL
Sbjct  464  
ELGALPRAFHQAIEETVHASMRTGLTGATVTDYRVVLVRSGFVGPLSTAADFRGLTPIVL  523

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL+ +GT+L EPY +F    P + L+ A        A            + TGE
+PAR
Sbjct  524  
RRALERAGTRLFEPYHAFEAEVPLDALAPASAQLASAGAEFTGTTGGSTAWLITGELPAR  583

Query  585  CIQAYRTDLAFYTNGRSVCLTELKG  609
             ++     L   T+G  V  +   G
Sbjct  584  RVREIELRLPGLTHGEGVWWSRPSG  608

>WP_059204263.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 



canus]
 KUN74760.1 GTP-binding protein [Streptomyces canus]
Length=615

 Score = 318 bits (816),  Expect = 1e-96, Method: Compositional 
matrix adjust.
 Identities = 230/622 (37%), Positives = 330/622 (53%), Gaps = 
27/622 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFTVGDTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAW-D  176
            +PT++F+NKID+AG   + ++  +R +L+   A +     +  S   V   +TD     
+
Sbjct  121  
LPTLVFVNKIDRAGARAEGLLADIRRRLTPHVAPLTRVAGIGTSDARVRALSTDDRRLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ + +  +L   + G   +   L R    R  D S  PV++GSA  G GI  L+D 
+T 
Sbjct  181  
ALADVDPDILTAVVDGPEPTPGDLDRALVARTADGSFHPVFFGSALGGQGITELVDGMTR  240

Query  237  LF--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            L    P+   G     G+VF V     G+R  YLRLY G +  R  + L  RE    
T  
Sbjct  241  LIPRPPVTPAGDP--
RGTVFAVRPGPGGERTAYLRLYGGEVTERQRLTLLRREADGTTS-  297

Query  295  RIPSKGEIVRTDTAYP---GEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            R+   G + R   A P   G I  L  S  +R+ D LG+ T    +R  +   P L 
T +
Sbjct  298  RV--SGRVTR--LAGPLTAGNIAALTFSSGLRVGDRLGELT----
ERAPQFAPPTLETLV  349

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ 



+ +E
Sbjct  350  TARHPGQAARLRSALLSLADQDPLIHARPTAGGATTLLLY-
GEVQMEVLAATLAQDFGVE  408

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYESRVSLG  467
               +   V Y+ERP          E+P +    +WA+IGL V P   GSG  +     
LG
Sbjct  409  ADFEPARVRYLERPRGTGEAC--
DELPWHDRVRYWATIGLRVEPGERGSGGVFAYETELG  466

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  AV + +   +  GL G  VTD ++      +  P+ST ADFR L 
PIVL +A
Sbjct  467  
ALPRAFHQAVEETVHVSMRTGLTGATVTDYRVVLVRSGFVGPLSTAADFRGLTPIVLRRA  526

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+++GT+L EPY +F    P + L+          A            + TGE
+PAR ++
Sbjct  527  
LEQAGTRLFEPYHAFEAEVPLDALAPVSAQLASAGAEFTGTTGGSTAWLITGELPARRVR  586

Query  588  AYRTDLAFYTNGRSVCLTELKG  609
                 L   T+G  V  +   G
Sbjct  587  EIELRLPGLTHGEGVWWSRPSG  608

>WP_105429325.1 GTP-binding protein [Neorhizobium sp. T6_25]
Length=645

 Score = 319 bits (818),  Expect = 1e-96, Method: Compositional 
matrix adjust.
 Identities = 213/609 (35%), Positives = 318/609 (52%), Gaps = 
13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174



            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D+ A     
Sbjct  121  
VPFVFFINKVDRVGARYDLVLEDIARQLAVRPIAMSAVIDPGSKLVQVETPDLLAEPLFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G G+  
L 
Sbjct  181  
VLSEMLADNDDALLRDYVTAPDRLTAERLGNSLVGQVARGLVHPAFAGAAMTGAGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIATLLPSRALDPDGPIEGKIFKIERGWGGEKLSYMYLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T ++I   G      + + G+I  +      R+ D +G    L   R    P P L 
T +
Sbjct  300  TGIQIFEAGGTHPVTSFHAGQIARVNGLAGARIGDAVGGDL-LSGGRHHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LARRPSDNAALWLALNQLAEQDPLINLRRNDDADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AIFEESTVICVERLVGTGAGLEIIFKEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVFETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRRLTPLVLATALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A    A +        G   +   
Q   
Sbjct  538  
AQTIVCEPIDRFCLEVPAAALSGVHAMLAKSGAITREAAIANGVARLEGTTASTTTQGIL  597

Query  591  TDLAFYTNG  599



              L   T+G
Sbjct  598  QQLPGLTSG  606

>WP_027420549.1 GTP-binding protein [Crocinitomix catalasitica]
Length=660

 Score = 320 bits (819),  Expect = 1e-96, Method: Compositional 
matrix adjust.
 Identities = 206/649 (32%), Positives = 340/649 (52%), Gaps = 
19/649 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            ++ IGILAHVDAGKT++TESLL+ SGA S  GSV+KG+  TD + +E+ RGI+I+A
+  S
Sbjct  6    
VLTIGILAHVDAGKTSITESLLHHSGATSSLGSVDKGSAITDDLSMEKSRGISIKASAVS  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W   +  +VDTPGH+DF AEV RSL++LDG ILV+SAK+GVQA T  L+ +L +  
+P
Sbjct  66   
FVWEDIEFQLVDTPGHIDFSAEVDRSLSILDGVILVVSAKEGVQAHTLNLWESLVERGLP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS----PEIV-------
LEENTD  171
             +IF NKID+AGVD++ V    +  L A +       LS    P+++        
+E T 
Sbjct  126  
VIIFFNKIDRAGVDVERVFMEFQKDLGAKLFALNYPDLSLPGQPKLIDFVDCAQYKETTI  185

Query  172  IE-
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            ++ + + + E ++  L +Y+ GE     ++++  + +++  +L+   +GSAK 
GLGI  L
Sbjct  186  
LDTSMENLAECDEAFLAQYLEGETADLGQVLKRGKDKIKSGALYGALFGSAKLGLGINEL  245

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-L  289
            +++++ L  P  +         VFKV + +   +  Y++ Y   L+ +D +     
+K +
Sbjct  246  LNSISNLI-
PRPKNYHTTQASKVFKVTFDEKKGKLAYIKSYGEQLKSKDVIRSQSLDKDI  304

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI ++  P  G++++  T   GEI VI  SD +   DVLG         + +    
+L  
Sbjct  305  KINQIYKPHLGDLIQISTLEQGEIGVITTSDIIYSGDVLGIENL--
DDEFSKISKAVLGV  362



Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +        ++L +AL  L   DP+L  +      E  +  LG +Q EV+   L 
+++ 
Sbjct  363  
QVIAVDEKDYQKLGEALDILNIEDPILDFKWFKEDKEFHIKILGPIQTEVLKENLIQRWG  422

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E    +P VIY E P  +A   +   + P P WA +   + P  LGSGV ++S+V    
Sbjct  423  IEAEFHQPKVIYKETPATSAEGYVRYWM-
PKPCWAIMTFLIEPAPLGSGVSFDSKVRTSD  481

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++  + N V+  I + L+QG+ G+ VTD  I    G  ++  S P DF    P+ + 
+ L
Sbjct  482  
ISNKYLNEVKRAIPWSLKQGIHGYEVTDLSITLIEGSEHNVHSNPGDFLLATPMGVLRGL  541

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +G+ L+EP  +F + A Q+ L     D  +  A I+    + D    +G +       
Sbjct  542  
ENAGSDLIEPMYAFEIKANQDLLGPIASDLNQMKAMIDAPVFEHDFFTLSGRVSVAEAMN  601

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLDKVRHMFQ  636
            Y       T+G+      L GY+     P  I+  +  S LD+ R +  
Sbjct  602  YSIKFNATTSGKGRLKLILDGYEKTTTTPDKIRGYKGVSPLDESRWILH  650

>WP_079064357.1 GTP-binding protein [Streptomyces sp. NRRL F-4489]
Length=699

 Score = 321 bits (822),  Expect = 1e-96, Method: Compositional 
matrix adjust.
 Identities = 221/684 (32%), Positives = 329/684 (48%), Gaps = 
74/684 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LLY +GAI   GSV+ G T+TDT F+ERQRGIT++
+AV 
Sbjct  28   
RTLNIGILAHVDAGKTSLTERLLYDAGAIDRLGSVDAGDTQTDTGFIERQRGITVRSAVA  87

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     ++N++DTPGH DF+AEV R L VLDGA+LV+SA +GVQA TR+L   LR 
+ +
Sbjct  88   
SFTVGGTQINLIDTPGHSDFVAEVERVLGVLDGAVLVLSAVEGVQAHTRVLMRTLRAVGL  147

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------------



IKQTVSLSPEIVL  166
            P ++F+NKID++G     ++  +R +L   ++               + Q++   
PE   
Sbjct  148  
PVLLFVNKIDRSGARRDGLLADIRRRLVPRLVPMTAVRDAGTPSARAVPQSLGGDPEF--  205

Query  167  
EENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                     + + E++D LL + I G   S  +L      +V+     PVY+GSA+ 
G G
Sbjct  206  ----
RARVAETLAESDDALLARVIDGPAPSAGELRAALAEQVRTGRAHPVYFGSARTGQG  261

Query  227  IQPLMDAVTGLF---------------------------
QPIGEQGSAALCGSVFKVEYT  259
            I  L+D +  L                            +P     S++  G+VF 
VE  
Sbjct  262  
ISHLVDGIATLLRPPVPDPADEPEAAEAAVAPEAANAPSEPDRPDASSSPQGTVFAVERA  321

Query  260  DCGQRRVYLRLYSGTLRLRDTVALAGR--------EKLKITEMRI-----
PSKGEIVRTD  306
              G+R   +RL+SG+L  R  V L  R           +IT + +     P  G +   
+
Sbjct  322  
PSGKRTALVRLFSGSLAARQRVTLHRRGADGAPLAHTGQITSLEVVGRPGPGPGRLSAGE  381

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED--PLPMLRTTIAPKTAA--
QRERLL  362
                G +       VR+ D L  P        R    P P  RT + P+ AA     
RL 
Sbjct  382  IGRIGGLA-----
EVRIGDRLTGPGGRDGGGPRAAYFPPPTFRTLVRPREAAPGTSARLY  436

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DPL+           +L   G +Q E+++A L+  + ++ V +  S 
+++E
Sbjct  437  AALRRLSEEDPLIHATPGPEGATSVL-
LHGEIQKEIIAATLAHDFGIDAVFEPSSTVFLE  495

Query  423  RPLKAASHTIHI---
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            RP         I    V P  FWA++GL V P    SGV +     LG L ++F  
A+ +
Sbjct  496  
RPAGVGEAYEEIGRQAVGPGGFWATVGLRVAPAPRNSGVIFRYETELGALPRAFHAAIEE  555

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +   L +G  GW VTDC +      + SPVST  DFR L  +VL +AL  +GT++ 
EP 
Sbjct  556  
TVHAVLREGPHGWAVTDCAVTLIRSGFASPVSTAGDFRGLTRVVLRRALACAGTRVYEPC  615



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +F    P + L           A I       +  +  G IPA  ++A    L   
T G
Sbjct  616  
HAFEAEIPIDALPAVTSCLAGLAAQIRETAGGHESWLVKGVIPASRVRAAERRLPGLTRG  675

Query  600  RSVCLTELKGYQAAVGQPVIQPRR  623
             ++  +   G +   G   +  RR
Sbjct  676  EALWWSRPDGDRPVSGAGAVADRR  699

>WP_107156361.1 GTP-binding protein [Micromonospora sp. RP3T]
 PTA46585.1 GTP-binding protein [Micromonospora sp. RP3T]
Length=650

 Score = 319 bits (818),  Expect = 1e-96, Method: Compositional 
matrix adjust.
 Identities = 226/654 (35%), Positives = 334/654 (51%), Gaps = 
31/654 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AHVDAGKT+LTE LL+ +GAI   GSV+ GTTRTD+  +ER+RGITI
++AV
Sbjct  1    
MQTVNLGIVAHVDAGKTSLTERLLHTTGAIDRLGSVDAGTTRTDSGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLD A+LV+SA +GVQ  +R L   
LR + 
Sbjct  61   
AAFDVRGRQVNLLDTPGHSDFVAEVERALGVLDAAVLVLSAVEGVQPHSRRLMRILRSLR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD----  176
            +PT+IF+NKID+ G  +  +V  VR  L+  +    TV     +      D   +D    
Sbjct  121  
LPTLIFVNKIDRVGARVDELVADVRRLLTPAVAPLGTVRAPGTLGATFRIDQPRYDHGAA  180

Query  177  -----
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                  + E++D+LL   +   P   +++    + +     + P+ +GSA  G+G+  
L+
Sbjct  181  
HRLAEVLAEHDDELLAALVDDLPPDPDRIDLALRAQTAAGQVHPLLFGSALSGVGVPELL  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---K  288
            DAV  L               VF +E    G+R  YLR Y G LR R  V    RE   
+
Sbjct  241  DAVATLLPASPPAEPEPRA-



RVFALERDPTGERVAYLRSYGGRLRARQPVTAYRREPDGR  299

Query  289  LKITEMRIPSKGEIVRTDTAYP-------GEIV-
ILPSDSVRLNDVLGDPTRLPRKRWRE  340
            +  T  RI  + ++V   T  P       G I  +     VRL D LG PT L  +    
Sbjct  300  ITATRARI-
VRLDVVGATTDRPQPAGLTAGSIARVTGLTGVRLGDQLGSPTGLDGR--AH  356

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P L   + P+   +   L  AL  LAD DP +R  V       +L + G VQ 
EV++
Sbjct  357  FPAPTLEAVVRPRDPDRALALHAALLDLADADPFIRTRVAPDGGTSVLLY-
GEVQREVLA  415

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            A L+E Y +E       ++++ERP+   S    +E+  + F  ++G  V P   
GSGV Y
Sbjct  416  ATLAETYGIEADFGPGRLMHVERPVGTGS---AVEIIGHGFSGTVGFRVEP---
GSGVDY  469

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
               V LG L  SF  A+ +  R  L+QG  GW VTD ++   +  Y+SP +T   
FR LA
Sbjct  470  
RLAVELGSLPLSFHRAIEEATRAALDQGRHGWPVTDIRVTLTHSGYWSPFTTAGHFRDLA  529

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P VL +AL E+GT++ EP   F    P + L        +  A I++A          
G 
Sbjct  530  
PHVLMRALAEAGTRVFEPCRRFEAEVPADRLGPVTAYLGRLGARIDSADEIAAGWRIGGV  589

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
            +P R     +  L   ++G  +  +   G +  VG+P  +PR   +  D+V ++
Sbjct  590  LPTRLEPEAQRRLPDLSSGEGLWSSAPGGDRPVVGEPPDRPRTDGNPFDRVEYL  
643

>CAM59625.1 tetracycline resistance protein, partial [Lactobacillus 
paracasei]
Length=288

 Score = 307 bits (786),  Expect = 1e-96, Method: Compositional 
matrix adjust.
 Identities = 153/287 (53%), Positives = 208/287 (72%), Gaps = 0/287 
(0%)

Query  140  
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK  199



            V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   
+
Sbjct  1    
VYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALE  60

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  259
            L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK
+EYT
Sbjct  61   
LEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYT  120

Query  260  
DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSD  319
               QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEIVIL ++
Sbjct  121  
KKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNE  180

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
             ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLLR  V
Sbjct  181  
FLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYV  240

Query  380  DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            DS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK
Sbjct  241  DSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLK  287

>WP_099276621.1 GTP-binding protein, partial [Rhodobacteraceae 
bacterium 4F10]
 PHO00615.1 GTP-binding protein, partial [Rhodobacteraceae bacterium 
4F10]
Length=523

 Score = 315 bits (807),  Expect = 1e-96, Method: Compositional 
matrix adjust.
 Identities = 189/525 (36%), Positives = 288/525 (55%), Gaps = 
35/525 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+NIGILAHVDAGKTTLTE LLY +GAI   GSV+KG+T TD++ LE++RGI+I
+AA T
Sbjct  5    
NILNIGILAHVDAGKTTLTEHLLYHTGAIRNIGSVDKGSTVTDSLALEKERGISIKAATT  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVN++DTPGH+DF +EV R+L V+D  +LVISA +GVQA T  + +AL 
K+ I
Sbjct  65   



SFVWNNTKVNLIDTPGHVDFSSEVARTLCVVDAVVLVISAVEGVQAHTLTIVNALEKLKI  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSP-----------  162
            PT+IFINKID+ G D ++V+  ++++L   I    T          +SP           
Sbjct  125  
PTIIFINKIDRQGADTENVLDQIKNELQFKIAPIYTAHNEGLHSACISPVFHNSSVTKEQ  184

Query  163  -
EIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSA  221
             E +LEE         +IE N+ LLE+Y+ G  I+ E  ++   +    A + PV+ 
G A
Sbjct  185  KETILEE---------
LIETNEDLLEQYLNGNTITDETYIKTIIKNTSKALISPVFTGIA  235

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +G++ L+D +T   +P     S      V+K+E+        Y++++SG L  
+  +
Sbjct  236  
KNNIGVKELLDGLTSFIKPNKNNTSQEASAYVYKIEHHKVHGVMAYVKVFSGELSSKSVI  295

Query  282  ALAGRE-KLKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWR  339
                +  + KI + ++    + +   T   G+I +I      +  D+LG+P  +P  
+  
Sbjct  296  YNHTQALETKINQSKVFHHTKHIDA-
TIKTGDIGIITGVVDTKTGDILGNPEGIP--KLP  352

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E   P+L   + P        L  AL  +   DP L+ +      E++L  +G +Q
+EV+
Sbjct  353  
ELNTPVLSVQVLPDNDKDYNALAQALQIIDKEDPTLQFKWHKPEKELLLLLMGDMQIEVL  412

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
            + +L E++ +     EP ++Y E   KAA   +   + P P WA +   + P  L 
SGV 
Sbjct  413  THILLERFSIPATFTEPQIVYKETISKAAEGYVRYWM-
PKPCWAIMTFLIEPAPLNSGVS  471

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYG  504
            Y+S VS   ++  +QN +   I   LEQGL GW VTD KI    G
Sbjct  472  YQSVVSKNDIHNKYQNEIARTIPKALEQGLLGWEVTDIKITLIKG  516

>WP_046640980.1 GTP-binding protein [Neorhizobium galegae]
 CDZ28566.1 GTP-binding elongation factor protein, TetM/TetO 
[Neorhizobium 
galegae bv. officinalis]
Length=645



 Score = 319 bits (817),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 217/628 (35%), Positives = 327/628 (52%), Gaps = 
15/628 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      +N+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAINLVDTPGHPDFIAEVERILGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP--
EIVLEENTDIEA----  174
            +P V FINK+D+ G     V++ +  +L    I   TV + P  ++V  E  D+      
Sbjct  121  VPFVFFINKVDRLGAQYDRVLEDIARQLPVRPIAMSTV-
IDPGSKLVRVETLDLRTEPSF  179

Query  175  ---WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                + + EN+D LL  Y+ A + ++  +L      +V    + P + G+A  G+G
+  L
Sbjct  180  
TVLSETLAENDDALLGDYLMAPDRLTAGRLGHSLADQVSRGLVHPAFAGAAMTGVGLPAL  239

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
              A+T L    G      + G +FK+E    G++  Y+ L SGT++LR  + L  R   
+
Sbjct  240  TSAITTLLPSRGRDPGGPIAGRIFKIERGWGGEKLSYIYLASGTIQLRQYLDLP-
RGPAR  298

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T + +   G +    + + G++  +    S R+ D +GD   L   R    P P 
L T 
Sbjct  299  VTGIHVFEAGGVHPVASFHAGQVARVSGLASARIGDAVGDDL-LSGGRSHFAP-
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  +    L  AL QLA+ DPL+    +   +E+ +S  G VQ EV+ + L   
+ +
Sbjct  357  
VLARRPSDNAALWLALNQLAEQDPLINLRRNDDANEVFVSLYGEVQKEVIQSTLLTDFGI  416

Query  410  



ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E V +E +VI +ER +   +    +   PNP+ A++GL V P   G+G  +   V 
+G +
Sbjct  417  
EAVFEESTVICVERLVGTGAGLEILFKEPNPYMATVGLRVEPRPEGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL 
Sbjct  477  
PASFYRAVEDTVSETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRQLTPLVLAAALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P   LS  +    K  A    + +        G I +   
Q  
Sbjct  537  
AAQTVVCEPIDRFYLEVPVTALSGLHTLLAKSGAITRDSVIANGVARLEGTIASTMTQGV  596

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQP  617
               L   T+G          Y    G P
Sbjct  597  LQQLPGLTSGMGTMEYSFDHYARMAGPP  624

>AMJ37914.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=460

 Score = 313 bits (802),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 176/454 (39%), Positives = 261/454 (57%), Gaps = 7/454 
(2%)

Query  117  RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEA  174
            +K+ IPT+IFINKID+ GV+L+ +   ++  LS D++  QTV   L   I  +     
E 
Sbjct  1    
QKLQIPTIIFINKIDRDGVNLERLYLDIKTNLSQDVLFMQTVVDGLVYPICSQTYIKEEY  60

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L
+DA+
Sbjct  61   
KEFVCNHDDNILERYLADSEISPADYWNTIIDLVAKAKVYPVLHGSAMFNIGINELLDAI  120

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITE  293
            +    P  E  S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK 
+KI  
Sbjct  121  SSFILP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKN  179



Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            ++   +G  +  D     +I I+   +  R+ D LG    L +    + P   L++
++ P
Sbjct  180  LKTIYQGREINVDEVGANDIAIVEDMEDFRIGDYLGTKPCLIQGLSHQHP--
ALKSSVRP  237

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              + +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ 
++  
Sbjct  238  
DRSEERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVH  297

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E   IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G+Q ES +S 
GYLN S
Sbjct  298  
FDEIKTIYKERPVKKVNKIIQIEVPPNPYWATIGLTLEPLPLGTGLQIESDISYGYLNHS  357

Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            FQNAV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL
++SG
Sbjct  358  
FQNAVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSG  417

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
              +LEP L F L  PQ   S+A  D  K  + IE
Sbjct  418  VDILEPMLYFELQIPQVASSKAITDLQKMMSEIE  451

>SMH99378.1 translation elongation factor G [Enterococcus faecium]
 SMK41173.1 translation elongation factor G [Enterococcus faecium]
 SMK45757.1 translation elongation factor G [Enterococcus faecium]
 SMK32087.1 translation elongation factor G [Enterococcus faecium]
 SMK40887.1 translation elongation factor G [Enterococcus faecium]
 SMK09087.1 translation elongation factor G [Enterococcus faecium]
 SMK20699.1 translation elongation factor G [Enterococcus faecium]
 SML13709.1 translation elongation factor G [Enterococcus faecium]
 SMK39667.1 translation elongation factor G [Enterococcus faecium]
 SMK77274.1 translation elongation factor G [Enterococcus faecium]
 SMK73609.1 translation elongation factor G [Enterococcus faecium]
 SMK81783.1 translation elongation factor G [Enterococcus faecium]
 SML27019.1 translation elongation factor G [Enterococcus faecium]
 SML10211.1 translation elongation factor G [Enterococcus faecium]
 SMK26059.1 translation elongation factor G [Enterococcus faecium]
 SMK39983.1 translation elongation factor G [Enterococcus faecium]
 SMK35311.1 translation elongation factor G [Enterococcus faecium]
 SMK80108.1 translation elongation factor G [Enterococcus faecium]
 SML10487.1 translation elongation factor G [Enterococcus faecium]
 SML02064.1 translation elongation factor G [Enterococcus faecium]



 SML95527.1 translation elongation factor G [Enterococcus faecium]
 SMK26277.1 translation elongation factor G [Enterococcus faecium]
 SMM05670.1 translation elongation factor G [Enterococcus faecium]
 SMK22091.1 translation elongation factor G [Enterococcus faecium]
 SMI77101.1 translation elongation factor G [Enterococcus faecium]
 SML05989.1 translation elongation factor G [Enterococcus faecium]
 SMI89256.1 translation elongation factor G [Enterococcus faecium]
 SMK30935.1 translation elongation factor G [Enterococcus faecium]
 SMJ07619.1 translation elongation factor G [Enterococcus faecium]
 SMI95754.1 translation elongation factor G [Enterococcus faecium]
 SMK33056.1 translation elongation factor G [Enterococcus faecium]
 SMK32300.1 translation elongation factor G [Enterococcus faecium]
 SMK44532.1 translation elongation factor G [Enterococcus faecium]
 SMI87296.1 translation elongation factor G [Enterococcus faecium]
 SMK27745.1 translation elongation factor G [Enterococcus faecium]
 SML91692.1 translation elongation factor G [Enterococcus faecium]
 SMI89884.1 translation elongation factor G [Enterococcus faecium]
 SMM01322.1 translation elongation factor G [Enterococcus faecium]
 SMK36415.1 translation elongation factor G [Enterococcus faecium]
 SMM06543.1 translation elongation factor G [Enterococcus faecium]
 SMK32879.1 translation elongation factor G [Enterococcus faecium]
 SMI99877.1 translation elongation factor G [Enterococcus faecium]
 SMK25479.1 translation elongation factor G [Enterococcus faecium]
 SMK37933.1 translation elongation factor G [Enterococcus faecium]
 SMM38562.1 translation elongation factor G [Enterococcus faecium]
 SMN08888.1 translation elongation factor G [Enterococcus faecium]
 SMK34906.1 translation elongation factor G [Enterococcus faecium]
 SML37658.1 translation elongation factor G [Enterococcus faecium]
 SMK45496.1 translation elongation factor G [Enterococcus faecium]
 SMM03376.1 translation elongation factor G [Enterococcus faecium]
 SMK69424.1 translation elongation factor G [Enterococcus faecium]
 SML22599.1 translation elongation factor G [Enterococcus faecium]
 SMK50891.1 translation elongation factor G [Enterococcus faecium]
 SML06156.1 translation elongation factor G [Enterococcus faecium]
 SML96814.1 translation elongation factor G [Enterococcus faecium]
 SML97509.1 translation elongation factor G [Enterococcus faecium]
 SML25487.1 translation elongation factor G [Enterococcus faecium]
 SML98356.1 translation elongation factor G [Enterococcus faecium]
 SML99635.1 translation elongation factor G [Enterococcus faecium]
 SMK94931.1 translation elongation factor G [Enterococcus faecium]
 SML95898.1 translation elongation factor G [Enterococcus faecium]
 SML95314.1 translation elongation factor G [Enterococcus faecium]
 SML14382.1 translation elongation factor G [Enterococcus faecium]
 SMM03848.1 translation elongation factor G [Enterococcus faecium]
 SMM04952.1 translation elongation factor G [Enterococcus faecium]
 SML94398.1 translation elongation factor G [Enterococcus faecium]
 SMK33465.1 translation elongation factor G [Enterococcus faecium]
 SMM09257.1 translation elongation factor G [Enterococcus faecium]
Length=182

 Score = 303 bits (775),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 137/181 (76%), Positives = 155/181 (86%), Gaps = 0/181 
(0%)



Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +QYES VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF
+YGLYYSPVSTPADFR
Sbjct  1    
MQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFR  60

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L PIVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K 
+EV+ 
Sbjct  61   
MLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVII  120

Query  578  
TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
             GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV Q RR NSR+DKVR
+MF K
Sbjct  121  
IGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNK  180

Query  638  V  638
            +
Sbjct  181  I  181

>WP_105434621.1 GTP-binding protein [Neorhizobium sp. T20_22]
Length=645

 Score = 318 bits (816),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 214/609 (35%), Positives = 323/609 (53%), Gaps = 
13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D+ A     
Sbjct  121  
VPFVFFINKVDRVGAQYDLVLEDIARQLALRPIAMSAVIDPGSKLVQVETPDLLAEPLFT  180



Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G+G+  
L 
Sbjct  181  
VLSETLADNDDALLRDYVTAPDRLTAERLGNSLADQVARGLVHPAFAGAAMTGVGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L        +  + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIAVLLPSRALDPAGLIAGKIFKIERGWGGEKLSYMYLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   GE     + + G+I  +    S R+ D +GD   L   +    P P L 
T +
Sbjct  300  TGIQVFKAGETHPVTSFHAGQIARVNGLASARIGDAVGDDL-LSGAQSHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              K  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LAKRPSDNAALWLALNQLAEQDPLINLRRNDAADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AIFEESTVICVERLVGTGAGLEIIFNEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVFETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRRLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A    A +        G   +   
Q   
Sbjct  538  
AQTIVCEPIDRFCLEVPAAALSGVHAMLAKSGAITRQAAIANGVARLEGTTASTTTQGIL  597

Query  591  TDLAFYTNG  599
              L   T+G
Sbjct  598  QQLPGLTSG  606



>WP_010971555.1 MULTISPECIES: GTP-binding protein [Agrobacterium 
tumefaciens 
complex]
 NP_354354.1 Tetracycline resistance protein, tetM/tetO subfamily 
[Agrobacterium 
fabrum str. C58]
 AAK87139.1 Tetracycline resistance protein, tetM/tetO subfamily 
[Agrobacterium 
fabrum str. C58]
 KEY55732.1 GTP-binding protein [Agrobacterium tumefaciens]
 KJX88542.1 Elongation factor G EF-G [Agrobacterium tumefaciens]
Length=649

 Score = 319 bits (817),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 210/633 (33%), Positives = 331/633 (52%), Gaps = 
15/633 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDVGVIDKLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + FINK+D+ G     VV+ + D+L    +++ +      + V    TD E      
Sbjct  121  
VPFLFFINKVDRVGARYDEVVRDLADQLRVRPVVMSKITGAGSKHVQVAATDTECEPLFT  180

Query  175  --WDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y +  + +   +L     ++     + P + G A  G G+  
L+
Sbjct  181  
ILCETLAENDDELLRDYLLTPDRVDAGRLSLLLGQQTACGVVHPAFAGVAMTGAGLPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+T +           + G +FK+E    G++  YL L SGT+RLR  + L  +   
++
Sbjct  241  AAITEMLPARDPDPEGEISGKIFKIERGWGGEKLSYLHLASGTVRLRHILPLP-
QGPARL  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G +   ++   G+I  +      R+ D +G    +    +   P P L 
T +
Sbjct  300  TGIQLFKDGRVQNANSLGAGQIARVTGLAGARVGDSVGVDA-VADGAFHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL Q+ + DPL+    +  T+E+ +S  G VQ +++ + LS  
+ +E
Sbjct  358  
VSRRPSEHAALWLALNQMVEQDPLIGLRRNDETNEVFVSLYGEVQKQIIQSELSTGFGIE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ER   +      I   PNPF+A+IGL V P   G+G  +   V  
G + 
Sbjct  418  
AEFEDSTVICVERLSGSGQGLQTIFREPNPFFATIGLRVEPRPDGAGNSFALEVEFGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
ALK+
Sbjct  478  
ASFYRAVEETVFDTLKQGVFGWQVQDCHVAMTAARHTSPSSTAADFRKLTPWVLGTALKQ  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   + EP+  F + AP   ++R      K  A  + + +        G I +  
+Q  +
Sbjct  538  
AQPFVCEPFDHFHIEAPAAAITRLISLLAKAGAATKNSVISGGVATLEGTIASAAVQGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              +   T+G     T    Y  A   P   PRR
Sbjct  598  QQVPGLTSGLGGMETSFSHYAQAESPP--SPRR  628

>WP_089253453.1 GTP-binding protein [Asanoa hainanensis]
Length=660

 Score = 319 bits (817),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 225/658 (34%), Positives = 326/658 (50%), Gaps = 
38/658 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LLY +G I   GSV+ GTT+TDT  LER+RGITI
++AV
Sbjct  1    
MHTVNIGILAHVDAGKTSLTERLLYDTGVIDRLGSVDSGTTQTDTGELERRRGITIRSAV  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+F+    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  +R+L    
R + 
Sbjct  61   
TAFRVGDRQVNLIDTPGHRDFMAEVERALGVLDGAVLVLSAVEGVQPHSRLLMRTCRALR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+AG     ++  VR  L+  I    TV    +P+           
W A+
Sbjct  121  LPTLLFVNKIDRAGAREAELLAEVRRLLTPAIAPLGTVRDIGTPDARFAAAPG--
DWLAL  178

Query  179  I-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +D+LL  Y+   P+  + L      +     + PV +GSA  G G+  L+DA
+  L
Sbjct  179  
LAEQDDELLAAYVEDRPVGDDTLRAALGTQTAAGLVHPVLFGSALSGTGVPELLDAIGDL  238

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRI  296
                      A    VF +     G +  Y R Y G L  R  +     R   ++   
R+
Sbjct  239  LPAA-
PPPEPAPRARVFAITRGPGGAKVAYARSYGGALTARQRLPVFRRRADGRVESHRV  297

Query  297  PSKGEIVRTDTAYP----GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
               G  V      P    G I  L    +VR+ D LG    L        P P L 
T + 
Sbjct  298  QLTGVAVVGSRDAPALTAGYIAALHGLSTVRIGDQLGSAAGLSTA--
SHFPRPSLETVVR  355

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                     L  AL ++AD DPL+   V + T E  L   G VQ EV++A L E Y 
+  
Sbjct  356  RSDGGPATALHTALLRMADEDPLIEARV-
TATGETGLRLYGEVQKEVIAATLVEGYGITA  414

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  ++++ERP    S    +E+  N F+ ++GL V P   G+G++Y   V LG 
L  
Sbjct  415  SFAPSQLVHLERPTGTGS---AVEIIGNGFFGTVGLRVEP---
GTGIEYALEVELGSLPL  468

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            ++  A+ + +   L+QGL GW VTD ++   +  Y+SP++    FR L P VL 
QAL  +
Sbjct  469  



AYHKAIEESVVQTLDQGLCGWPVTDIRVTLTHSGYWSPITRAGHFRDLTPHVLMQALAIA  528

Query  532  GTQLLEPYLSF-----------ILYAPQEYLSRAYHDAPKYCATIE-----
TAQVKKDEV  575
            GT++ EP   F           +  A  +   R     P   A++E     T     
D  
Sbjct  529  GTRVFEPCHHFEADVPVAAIGPVTSALAQLGGRVDETVPT-
DASVEGVRASTTTTVGDTW  587

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
               G IPAR +   +  L   TNG  +  +   G +   G+P  +PR   + LD+  
+
Sbjct  588  
RIIGSIPAREVTEAQRRLPDLTNGEGLWTSTQAGDRPVEGRPPRRPRTDGNPLDRAEY  645

>AMP55632.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=204

 Score = 303 bits (777),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 146/179 (82%), Positives = 159/179 (89%), Gaps = 0/179 
(0%)

Query  101  
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL  160
            AKDGVQAQTR+LFHALRK+NIPT+IFINKIDQ G+DL+SV 
QSVRDKLSADIIIKQTVSL
Sbjct  1    
AKDGVQAQTRVLFHALRKLNIPTIIFINKIDQVGIDLESVYQSVRDKLSADIIIKQTVSL  60

Query  161  
SPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
            S +I L ENT  E WD+VIENND+LL KYIAGE IS+++L +EEQRRVQDASL 
PVY+GS
Sbjct  61   
SSKITLTENTSAEVWDSVIENNDELLAKYIAGESISQKELAQEEQRRVQDASLLPVYHGS  120

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            AK GLGIQ LMDAV GLFQ   EQGSAALCG VFKVEYTDCGQR 
VYLRLYSGTLRLRD
Sbjct  121  
AKNGLGIQQLMDAVIGLFQSTKEQGSAALCGRVFKVEYTDCGQRLVYLRLYSGTLRLRD  179

>WP_020014263.1 GTP-binding protein [Promicromonospora sukumoe]
Length=647

 Score = 318 bits (816),  Expect = 2e-96, Method: Compositional 
matrix adjust.



 Identities = 227/678 (33%), Positives = 342/678 (50%), Gaps = 
106/678 (16%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GI+AHVDAGKT+LTE LL+ +G I   GSV+ G T TD++ LER+RGITI
+A+V
Sbjct  1    
MSYLNLGIVAHVDAGKTSLTERLLHHAGVIDRLGSVDGGDTLTDSLALERERGITIRASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQT +L  AL
+++ 
Sbjct  61   
ASFPAGDVAVNVLDTPGHPDFIAEVDRSLAVLDGAVLVLSAVEGVQAQTLVLMRALQRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--SLSPEIVLEENTD--
IEAWD  176
            +P ++F+NKID+ G    +V  +V  +LS D++  Q V  + +P   ++   D  + 
AW 
Sbjct  121  
LPVIVFVNKIDRRGARPDAVADAVARRLSPDVLPVQRVLDAGTPAARVQPLPDDGLRAW-  179

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
                                    + +E RR    +  PV +GSA  G+G+ P + 
A  G
Sbjct  180  ------------------------LGDESRR---GAAHPVLFGSAVTGVGV-
PELAAALG  211

Query  237  
LFQPIGEQGSAALCGS--------------------------------------------  252
             + P+   G  A+ GS                                            
Sbjct  212  
TYLPVVADGELAVRGSRRADDAAGSGPDTESSFVGFGEYAPSVVDTAAQPAADTAAPSGV  271

Query  253  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGE  312
            VF ++  D G++R ++R+ SG LR+RD + L      ++T +R+  +G +    TA 
PG+
Sbjct  272  VFAIDRED-
GRKRAFVRMRSGALRVRDRIDLGHGRSERVTGLRVADRGTLEARSTARPGQ  330

Query  313  IVILPS-DSVRLNDVLGDPTRLP-RKRWREDPLPMLRTTI--
APKTAAQRERLLDALTQL  368
            I ++    + R+ DV+G   RLP  +R  + P P   T +  AP    +R RL  
AL++L
Sbjct  331  IAVVQGLATARVGDVVG--PRLPGDERASQFPPPSYETVVDAAP---
GERGRLYAALSEL  385

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DPL+R  V     EI +S  G VQ EV++A+L  +Y++     E      ER 



L   
Sbjct  386  AEQDPLIR--VRRRDEEITVSLYGEVQREVLAAILQREYRVGARFGEVRTARTER-
LVGT  442

Query  429  SHTIHIEVP-
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
             H + I+    N F A+IGL V P + GSGV +E     G +  +F +A  D +R  
L +
Sbjct  443  
GHAVEIKKQNGNEFHATIGLRVEPATPGSGVTFELECERGSMPPAFFDATEDTVRRELAR  502

Query  488  GLFGWNVTDCKICFEYGLYYSP-------------
VSTPADFRSLAPIVLEQALKESGTQ  534
            G   + V D ++   +   YSP              ST ADFR LAP VL  A++ 
+GT 
Sbjct  503  GPLRFPVPDARVVMTHS-
GYSPRQSHMHQKFNKAMSSTGADFRGLAPRVLAAAIRRAGTV  561

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCAT-
IETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            + EP    ++  P++ +        +      E+       VV  GEIPA  +   
+ +L
Sbjct  562  
VCEPVHRLVIELPEDTVGPVASLVGRLGGVPFESRASGSGIVVMRGEIPASGVAGLQREL  621

Query  594  AFYTNGRSVCLTELKGYQ  611
               T+G  +C TE   ++
Sbjct  622  PGLTHGEGMCRTEHDRFE  639

>WP_031175002.1 MULTISPECIES: GTP-binding protein [Streptomyces]
Length=681

 Score = 319 bits (818),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 225/634 (35%), Positives = 323/634 (51%), Gaps = 
31/634 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKT+LTE LLY +GAI   GSV+ GTTRTD+  LER+RGIT+++AV 
SF 
Sbjct  46   
NIGIVAHVDAGKTSLTERLLYDTGAIDTLGSVDAGTTRTDSDALERRRGITVRSAVASFT  105

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ QTR+L   LR+M 
+PT+
Sbjct  106  
ARGTRVNLIDTPGHADFVAEVERALEVLDGAVLVLSAVEGVQPQTRVLMRTLRQMRLPTL  165

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII---
KQTVSLSPEIVLEENTDIEAWDAVIEN  181



            +F+NKID+ G     +V  +R KL+   +     Q    S    L      +A     
+ 
Sbjct  166  LFVNKIDRPGARPGELVAEIRRKLAPHAVPLSRVQAAGSSGARALPLRPQDDA-
ADGADV  224

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--Q  239
            +D LL + + G P+S ++L           ++ P+Y+GSA  G GI+ L+  +T L    
Sbjct  225  
DDALLARVVDGPPLSPDELRTALAGHTARGTVQPLYFGSALTGEGIERLVAGITELLPGT  284

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--------
EKLKI  291
            P G  G A   G VF +E    G R  Y+R+++G L  R  V    R           
+I
Sbjct  285  PDGAAGGAP-
HGRVFALEREPSGGRTAYVRMFTGQLEPRRRVTYHRRSAEGTRQEHTGRI  343

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTT  349
            + +++ +     R      GEI  +     +R+ D +G P    P         P
+L++ 
Sbjct  344  SSLQV-
AGDPAPRAQRLVAGEIGRVRGLTGIRVGDTVGAPGDDAPGPAGVRLATPVLQSV  402

Query  350  IAPKTAA--QRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            + P         RL  ALT +A+ DPLL  R E D  T  ++L   G VQ E+++A 
L+E
Sbjct  403  VRPAQPGPDATARLHTALTLMAEEDPLLHARAEPDGAT-SVLLH--
GEVQKEIIAATLAE  459

Query  406  KYKLETVVKEPSVIYMERPLKAASHTIHIEV------
PPNPFWASIGLSVTPLSLGSGVQ  459
            +Y +E V +   V+  ERP+        I          +  WA++GL V P   
GSGV 
Sbjct  460  
RYGIEAVFEPSRVVCRERPVGVGEAADGIGAGGRYTPAASGHWATVGLRVEPGPHGSGVV  519

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +     LG L  +F  AV + +   L  G  GW VTDC +      +  PVST 
ADFR L
Sbjct  520  
FRYETELGALPYAFHRAVEETVHEALRTGPHGWAVTDCVVTLIRSGFAGPVSTAADFRGL  579

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
              +++ +AL  +GT + EPY +F L  P   L R          T+            
TG
Sbjct  580  
TRLLVARALDRAGTCVYEPYHAFELEIPLAALHRVTGALAPLGGTVTDTVTAGAVCTLTG  639

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613



             +PAR +   R  L   T G ++  +   G + A
Sbjct  640  ALPARHVPRVRQMLLGLTRGEALWWSRPAGERPA  673

>EHL64011.1 small GTP-binding protein domain protein [Synergistes 
sp. 3_1_syn1]
Length=637

 Score = 318 bits (815),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 220/641 (34%), Positives = 332/641 (52%), Gaps = 
25/641 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVD GKTTLTE +L+ +GA+   G V+ G+  TD M  ER+RGI+++AA    
Sbjct  9    
LTIGILAHVDGGKTTLTEQMLFRAGAVRSLGRVDDGSAHTDFMDFERRRGISVRAASALL  68

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+ I+DTPGH DF +EV R++  +D A++V+SA +GVQ+QT +++H++ KM 
IP 
Sbjct  69   
EWRERKIYIIDTPGHSDFSSEVQRAVRAMDLAVIVVSAVEGVQSQTELIWHSIDKMGIPA  128

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENN  182
            + FINK D+ G D  SV             I +    +P  +  E  D EA  + + 
E +
Sbjct  129  LFFINKTDRVGADAGSVTAE----------IGELTGTAPRPL--
ELGDKEALAETLAEYD  176

Query  183  DKLLEKYI--
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            D+ LEK+    GE  S E+L    +       L PV  G+A KG G++PL+D +  
L + 
Sbjct  177  
DEALEKFFEGGGEAFSCEELGVLLRDSFYSRKLVPVLSGAALKGEGVEPLLDLLAWLAKR  236

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPS  298
               +G   L G VFKVE+     R  ++RL+SGTL+ RD V  A A R++ K+T+
+R   
Sbjct  237  PAPEGP--LSGVVFKVEHNPSLGRVAHIRLFSGTLKNRDIVRNATADRDE-
KVTQIREVL  293

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +         GE+  +         D++GD + +P   + E   P LR  + P    
Q
Sbjct  294  GSKERDRGCLSAGEVGAVYGMTGTVSGDIIGDASYVP--
PFAEIAAPALRVRVTPADQQQ  351



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               L  AL +LA  DPLL    +  + E+++   G +Q+E++  LL +++ LE  + 
EP 
Sbjct  352  
YPALSAALAELAAEDPLLDVIWERESREVLVRVAGLIQIEILQTLLKDRFGLEAAIGEPM  411

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIY ERP K A   +   + P P WA +   + PL +GSGV +ES V    +   
+Q  V
Sbjct  412  VIYKERPCKRAHGYVEYTM-
PKPCWAVMDFEIEPLPVGSGVVFESVVPNDKIYTRYQAQV  470

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            R  I   L QG  GW VTD +I    G +++  + P DF    P+ +   L   GT
+LLE
Sbjct  471  
RQTIPEALRQGPKGWEVTDIRIRLVGGEHHTVHTHPLDFMLATPMGIMDGLVAGGTELLE  530

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P   F L  P+E   +   +      T ++  V++   +  G +P      +   
+A  T
Sbjct  531  
PIQKFRLTFPEELSGKLIGEIIAMRGTFDSPVVRRGVFMMEGLLPLAASMDFPLRIASLT  590

Query  598  NGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMFQK  637
             GR    T   GY     G+ V  P R  S LD+ +++  K
Sbjct  591  GGRGALSTVSAGYAPCPPGEGVEVPYRGVSPLDRAKYILYK  631

>WP_062715834.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
caeruleatus]
 KUO06425.1 GTP-binding protein [Streptomyces caeruleatus]
Length=633

 Score = 318 bits (815),  Expect = 2e-96, Method: Compositional 
matrix adjust.
 Identities = 228/624 (37%), Positives = 326/624 (52%), Gaps = 
28/624 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI+
+AV +F
Sbjct  13   
LNIGILAHVDAGKTSLTERLLFDHGAIPRLGSVDGGDTRTDDGAIERQRGITIRSAVAAF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   LR++ 



+PT
Sbjct  73   
TVGDTHVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLRLPT  132

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-----------
LSPEIVLEENTDI  172
            V+F+NKID+AG     ++  VR +L+  +    +V+            SPE   +     
Sbjct  133  VVFVNKIDRAGARSDDLLADVRSRLTPHVAPLNSVTGLGTADARVRRRSPE---
DPRVRA  189

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            +  +A+ E +  +L   + G   + ++L R    R  D S  PV++GSA  G G+  
L++
Sbjct  190  
DLAEALAEVDAAILAGVVDGPEPTADELGRALAARTADGSFHPVFFGSALGGQGVPDLVE  249

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-LKI  291
             +T L  P    G+ A  G+V  V     G+R  YLRLY G +  R  +    RE   
+ 
Sbjct  250  
GLTRLIPPAPSSGTGAPRGTVLAVRPGPGGERTAYLRLYEGEVTRRRRLTFLRRESDGRS  309

Query  292  TEM--RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            TE+  R          +T   G I  L     +R+ D LG    L  +  +  P P 
L+T
Sbjct  310  TEVVGRATHLDVFGGAETLTAGNIAALTGVPGIRVGDRLG---ALDDRTAQFAP-
PTLQT  365

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +  AQ   L  AL  LAD DPLL     + +    L   G VQ+EV++A L+
+ + 
Sbjct  366  LVRARNPAQAAPLRTALLTLADQDPLLHAR-
PAPSGATALLLYGEVQMEVLAATLAQDFG  424

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYESRVS  465
            +E   +   V  +ERP      +   E+P +    +WA+IGL V P   GSG  +     
Sbjct  425  VEAEFEPGRVRLLERPRGVGEAS--
AEMPWHDHTRYWATIGLRVGPGPRGSGGVFTYETE  482

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV D +   +E G  G  VTD  +      Y +PVST ADFR L 
PIVL 
Sbjct  483  
LGALPRAFHQAVEDTVHATMETGPSGAPVTDYLVTLTRSGYSAPVSTAADFRGLTPIVLR  542

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+ +GT+L EPY +F    P + L+          A            + TGE



+PAR 
Sbjct  543  
RALERAGTRLYEPYHAFETEVPLDALAPVSAQLASCGAEFTGTTGGSTSWLITGELPARR  602

Query  586  IQAYRTDLAFYTNGRSVCLTELKG  609
            ++     L   T+G  V  + + G
Sbjct  603  VREVELRLPGLTHGEGVWWSRVSG  626

>WP_099933415.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 70]
 PIG78416.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 70]
Length=621

 Score = 317 bits (813),  Expect = 3e-96, Method: Compositional 
matrix adjust.
 Identities = 226/623 (36%), Positives = 325/623 (52%), Gaps = 
23/623 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDGGDTRTDDGEIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDTQINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +PT++F+NKID+AG     ++  VR +L+  +     +    +    +      D 
+  +
Sbjct  121  
LPTLVFVNKIDRAGARSAGLLADVRRRLTPYVAPLTDVTGIGTADACVTARPPGDPQLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ E + ++L   + G   + + L +    R  D S  PV++GSA  G G+  L++ 
+TG
Sbjct  181  
ALAEVDPEVLAAVVDGPAPTPDDLRKVLAARTADGSFHPVFFGSALGGQGVAELVEGLTG  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P      A   G+VF V     G+R  YLRL+ G +  R  + L  RE    T    
Sbjct  241  



LIPPAPTAEGAGPRGTVFAVRPGPGGERTAYLRLHDGEVTPRQRLTLLRREADGRTTQ--  298

Query  297  PSKGEIVRTDT---AYP----GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
               G + R D    A P    G I  L     VR+ D LG+ +     R  +   P 
L T
Sbjct  299  -VSGRVNRLDVIGGAGPSLTAGNIAALTGLAGVRVGDRLGELS----
DRAPQFAPPTLET  353

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +   Q   L  AL  LAD DPL+     S     +L + G +Q+EV++A L+
+ Y 
Sbjct  354  LVRARCPEQAAPLRTALLALADQDPLIHARPGSAGTTALLLY-
GEIQMEVLAATLAQDYG  412

Query  409  LETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +E   +   V ++ERP  +  AS  +   +    +WA+IGL V P   GSG  +     
L
Sbjct  413  IEADFEPGRVRFLERPRGVGEASQEMPWHLGTR-
YWATIGLRVEPGLRGSGGVFTYETEL  471

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L ++F  AV D +   +E GL G  VTD ++      Y SP+ST ADFR L 
PIVL  
Sbjct  472  
GALPRAFHQAVEDTVHATMETGLHGAPVTDYRVTLIRSGYCSPISTAADFRGLTPIVLRG  531

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT+L EPY +F    P + L+          A            + TGE
+PAR +
Sbjct  532  
ALQRAGTRLYEPYHAFEAEVPLDALAAVTAQLASLGAEFTGTTGGSTAWLITGELPARRV  591

Query  587  QAYRTDLAFYTNGRSVCLTELKG  609
            +     L   T G  V  +   G
Sbjct  592  REVELRLPGLTRGEGVWWSRRSG  614

>WP_009949137.1 GTP-binding protein [Saccharopolyspora erythraea]
 CAM03480.1 tetracycline resistance protein [Saccharopolyspora 
erythraea 
NRRL 2338]
 EQD86868.1 GTP-binding protein [Saccharopolyspora erythraea D]
 PFG97175.1 ribosomal protection tetracycline resistance protein 
[Saccharopolyspora 
erythraea NRRL 2338]
Length=594

 Score = 317 bits (811),  Expect = 3e-96, Method: Compositional 
matrix adjust.



 Identities = 201/548 (37%), Positives = 301/548 (55%), Gaps = 
35/548 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+++G + E G+V+ G+TRTD+  LERQRGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHSAGVVDEVGNVDDGSTRTDSTALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R+L VLDGA+LVISA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFVVGDVAVNLIDTPGHPDFIAEVERALGVLDGAVLVISAVEGVQAQTRLLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----------
VSLSPEIVLEEN  169
            IPT++F+NKID+ G   + +++ +  K++   I   T            S  P      
N
Sbjct  121  
IPTLVFVNKIDREGARHEDLLRDITAKVARGSIPMGTPIDLGTPAARYASFGPS---NRN  177

Query  170  TDIEAWDAVIENNDKLLEKYIAGEP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  + + E++D LL  Y+ G+P +S  +L RE   +     + PV++GSA  G 
G++
Sbjct  178  
FAAALLELLAEHDDALLAAYVDGKPEVSHSRLRRELAAQTSRMLVHPVFFGSAITGAGVE  237

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK  288
             LM  +  L           + G+VFK E    G +  ++R++SGT+R+R+ V + 
G+E 
Sbjct  238  
DLMSGLAELLPASRGNADGPVSGTVFKAEREPGGNKVAHVRMFSGTVRVREAVRIRGQEH  297

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL--PM  345
             K+T + +  +G  VR  T   G +  L     VR+ D +G    +PR    E     
P 
Sbjct  298  -KVTAIHVFDRGSAVRRRTVTAGRLARLCGLGDVRIGDAIG----
VPRATAGEHHFSPPT  352

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L + +  +  +    L  AL  LA+ DPL+    D    E+ +S  G VQ +V+ A 
L++
Sbjct  353  
LESVVLARRPSDGPALHTALGLLAEQDPLIGLRHDGPRGELSVSLYGEVQKQVIQATLAD  412

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465



            ++ ++   +E + I + RP    S    I    NPF A++GL V P   G+GV++   
V 
Sbjct  413  
EHGIDVTFRETTTICVGRPAGTGSAVEVIGEDTNPFLATVGLRVDPAEAGTGVEFGLAVE  472

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP------------
VSTP  513
            LG L  +F  A  + +R  L QGL GW VTDC +      Y++              
ST 
Sbjct  473  
LGSLPLAFVKAEEETVRETLSQGLCGWQVTDCVVTMTRSGYWARQSHSGGVFDKNMSSTA  532

Query  514  ADFRSLAP  521
             DFR+L P
Sbjct  533  GDFRNLTP  540

>WP_071655982.1 GTP-binding protein [Streptomyces gilvigriseus]
 OIV38065.1 GTP-binding protein [Streptomyces gilvigriseus]
Length=647

 Score = 318 bits (815),  Expect = 3e-96, Method: Compositional 
matrix adjust.
 Identities = 236/649 (36%), Positives = 332/649 (51%), Gaps = 
46/649 (7%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ GTT TDT+ LER RGITI+ AV  
F 
Sbjct  10   
NIGILAHVDAGKTSLTERLLHDTGAIDRLGSVDAGTTATDTLALERARGITIRTAVAPFT  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +VN+VDTPGH DFLAEV R+L VLDGA+LV+SA +GVQAQTR+L   LR+M 
+PT+
Sbjct  70   
VRGRRVNLVDTPGHADFLAEVERALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRMRLPTL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI---
IIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            +F NK D+ G        + RD L ADI   ++     L        +      +A
+ E+
Sbjct  130  LFANKTDRPG--------ARRDGLIADIRRLLVPHPAPL--------
DDPAALAEALAEH  173

Query  182  NDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            ++ LL   + G   EP    KL+ E+        + P+ +GSA  G GI  L+DAV  
L 
Sbjct  174  DEALLADLVEGRTPEPARLAKLLAEQ---
TAAGLVHPLCFGSALTGDGIPRLLDAVAELL  230



Query  239  QPIGEQGSAALC-
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--------KL  289
                     A   G+VF +E    G+R   LRL +G LR RD V    RE          
Sbjct  231  
PAAAPGDPDAAPRGTVFALEQAPGGERTALLRLDAGRLRERDRVVFHRREPDGSRSVHHG  290

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT--
RLPRKRWREDPLPML  346
            ++T +R+ S+ E VR     PG +  L     VR+ D LG P   R P         
P L
Sbjct  291  RLTRLRVVSR-EPVRGGLT-
PGNLARLRGLPGVRVGDRLGPPPADRQPDGDEPHFAHPAL  348

Query  347  RTTIAPKTA--
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             + + P          L  AL  LAD DPL+R          +L   G +Q EV+
+A L+
Sbjct  349  ESVVRPADGRPETAAALHAALRALADQDPLIRTRALPGGATSVL-
LHGEIQKEVLAATLA  407

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFW-
ASIGLSVTPLSLGSGVQYESR  463
              + L       S +Y+ERP+ +      I V  +P W A++GL + P   GSG+ 
Y   
Sbjct  408  
ADHGLAAEFAPSSPVYLERPVGSGEFVHDIGVRLHPGWFATVGLRIEPAPPGSGLAYRLE  467

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            V  G L  +FQ AV + +   L QGL GW VTDC +      +  P+S    FR++ 
P+V
Sbjct  468  
VERGSLPNAFQRAVEETVPAALAQGLHGWPVTDCTVTLVRSGFAPPLSAAGQFRTVTPLV  527

Query  524  LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV---
VFTGE  580
            L +AL+ +G+++ EP  ++ L  PQE++  A        A +E+ +    E       
G 
Sbjct  528  
LLRALRAAGSRVFEPCHAYRLTVPQEHIGAAAALLAPCEAAVESTEPDGQERGAWTLAGT  587

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            +PAR +   R  L    +G ++ ++   G +   G+P  + R   + LD
Sbjct  588  VPARRVGDVRRRLPALAHGEALWISRPSGDRPVAGRPPERERTDGNPLD  636

>WP_105426565.1 GTP-binding protein [Neorhizobium sp. T17_20]
Length=645

 Score = 318 bits (815),  Expect = 3e-96, Method: Compositional 
matrix adjust.
 Identities = 214/609 (35%), Positives = 322/609 (53%), Gaps = 
13/609 (2%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D+ A     
Sbjct  121  
VPFVFFINKVDRVGAQYDLVLEDIARQLALRPIAMSAVIDPGSKLVQVETPDLLAEPLFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G+G+  
L 
Sbjct  181  
VLSETLADNDDALLRDYVTAPDRLTAERLGNSLADQVARGLVHPAFAGAAMTGVGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIAVLLPSRALDPDGLIAGKIFKIERGWGGEKLSYMYLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   GE     + + G+I  +    S R+ D +GD   L   +    P P L 
T +
Sbjct  300  TGIQVFKAGETHPVTSFHAGQIARVNGLASARIGDAVGDDL-LSGAQSHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              K  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LAKRPSDNAALWLALNQLAEQDPLINLRRNDAADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AIFEESTVICVERLVGTGAGLEIIFNEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477



Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVFETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRRLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A    A +        G   +   
Q   
Sbjct  538  
AQTIVCEPIDRFCLEVPAAALSGVHAMLAKSGAITRQAAIANGVARLEGTTASTTTQGIL  597

Query  591  TDLAFYTNG  599
              L   T+G
Sbjct  598  QQLPGLTSG  606

>WP_108015656.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. VMFN-G11Ma]
 PTM85810.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. VMFN-G11Ma]
Length=621

 Score = 317 bits (813),  Expect = 4e-96, Method: Compositional 
matrix adjust.
 Identities = 223/625 (36%), Positives = 324/625 (52%), Gaps = 
27/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MPTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGDIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFTAGDTRINLIDTPGHSDFVAEVERALQVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            +PTV+F+NKID+AG     ++  +R +L+  + +   V    +    +      D 
+  +
Sbjct  121  
LPTVVFVNKIDRAGARSADLLADIRRRLTPCVALLADVRGIGTAGARVTRRPPGDRQLAE  180



Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ E +  +L   + G   + ++L +    R  D S  PV +GSA  G G+  L+ 
AVTG
Sbjct  181  
ALAEVDPAVLAAVVDGPEPTPDELRKALAARTADGSFHPVLFGSALGGQGVDELVGAVTG  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK--------  288
            L  P          G+VF V  +  G+R  YLRLY G + LR  + L  RE         
Sbjct  241  
LIPPAPAVTGGQPRGTVFAVRPSAGGERVAYLRLYEGEVTLRQRLTLLRREADGRTAEVT  300

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             ++T + +   G    T     G I  L     VR+ D LG       +R  +   
P L 
Sbjct  301  GRVTGLDVIGGGGPSLT----AGNIAALTGLSGVRVGDRLGPVA----
ERAPQFAPPTLE  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +   Q   L  AL  LAD DPL+     + +    L   G VQ+EV++A L
++ +
Sbjct  353  TLVRARRPGQAAALRTALLTLADQDPLIHAR-
PAASGATALLLYGEVQMEVLAATLAQDF  411

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRV  464
             +E   +   V  +ERP +     +  E+P      +WA+IGL V P  LGSG  +    
Sbjct  412  GIEADFEPGRVRLLERP-RGTGEAVD-
EMPWHLGTRYWATIGLRVEPGPLGSGGTFTYET  469

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L ++F  A+ D +   +E GL G +VTD ++      Y +P+ST ADFR L 
P+VL
Sbjct  470  
ELGALPRAFHQAIEDTVHATMETGLSGASVTDYRVTLIRSGYCAPISTAADFRGLTPLVL  529

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT+L EPY +F    P + L+          A            V  G 
+PAR
Sbjct  530  
RAALQRAGTRLYEPYHAFETEVPLDALAPVTAQLASLGAEFTGTTGGSTGWVIAGRLPAR  589

Query  585  CIQAYRTDLAFYTNGRSVCLTELKG  609
             ++     L   T+G  V  +   G
Sbjct  590  RVREIELRLPGLTHGEGVWWSRPSG  614

>CDZ57213.1 GTP-binding elongation factor protein, TetM/TetO 
[Neorhizobium 



galegae bv. orientalis]
Length=551

 Score = 315 bits (807),  Expect = 4e-96, Method: Compositional 
matrix adjust.
 Identities = 196/531 (37%), Positives = 292/531 (55%), Gaps = 
13/531 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++VISA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVISAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D  A     
Sbjct  121  
VPFVFFINKVDRVGAQYDLVLEDIARQLAVRPIAMSAVIDPGSKLVQVETPDPLADPFFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G G+  
L 
Sbjct  181  
VLTETLADNDDALLRDYVTAPDRLTAERLGNSLVDQVARGLVHPAFAGAAMTGAGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIATLLPSRALDPDGPIEGKIFKIERGWGGEKLSYMHLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T ++I   G      + + G+I  I      R+ D +G    L   R    P P L 
T +
Sbjct  300  TGIQIFEAGGTHPVTSFHAGQIARINGLAGARIGDAVGGDL-LSGGRPHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  



LARRPSDNAALWLALNQLAEQDPLINLRRNDAADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER ++  +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AMFEESTVICVERLVETGAGLEIIFKEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
             SF  AV D +   L+QGLFGW V DC +      + SPVST ADFR L P
Sbjct  478  ASFYRAVEDTVSETLKQGLFGWQVIDCHVAMIAARHSSPVSTAADFRQLTP  528

>WP_083829741.1 GTP-binding protein [Synergistes sp. 3_1_syn1]
Length=663

 Score = 318 bits (815),  Expect = 4e-96, Method: Compositional 
matrix adjust.
 Identities = 220/641 (34%), Positives = 332/641 (52%), Gaps = 
25/641 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVD GKTTLTE +L+ +GA+   G V+ G+  TD M  ER+RGI+++AA    
Sbjct  35   
LTIGILAHVDGGKTTLTEQMLFRAGAVRSLGRVDDGSAHTDFMDFERRRGISVRAASALL  94

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+ I+DTPGH DF +EV R++  +D A++V+SA +GVQ+QT +++H++ KM 
IP 
Sbjct  95   
EWRERKIYIIDTPGHSDFSSEVQRAVRAMDLAVIVVSAVEGVQSQTELIWHSIDKMGIPA  154

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENN  182
            + FINK D+ G D  SV             I +    +P  +  E  D EA  + + 
E +
Sbjct  155  LFFINKTDRVGADAGSVTAE----------IGELTGTAPRPL--
ELGDKEALAETLAEYD  202

Query  183  DKLLEKYI--
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            D+ LEK+    GE  S E+L    +       L PV  G+A KG G++PL+D +  
L + 
Sbjct  203  
DEALEKFFEGGGEAFSCEELGVLLRDSFYSRKLVPVLSGAALKGEGVEPLLDLLAWLAKR  262

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPS  298
               +G   L G VFKVE+     R  ++RL+SGTL+ RD V  A A R++ K+T+
+R   
Sbjct  263  PAPEGP--LSGVVFKVEHNPSLGRVAHIRLFSGTLKNRDIVRNATADRDE-



KVTQIREVL  319

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +         GE+  +         D++GD + +P   + E   P LR  + P    
Q
Sbjct  320  GSKERDRGCLSAGEVGAVYGMTGTVSGDIIGDASYVP--
PFAEIAAPALRVRVTPADQQQ  377

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               L  AL +LA  DPLL    +  + E+++   G +Q+E++  LL +++ LE  + 
EP 
Sbjct  378  
YPALSAALAELAAEDPLLDVIWERESREVLVRVAGLIQIEILQTLLKDRFGLEAAIGEPM  437

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIY ERP K A   +   + P P WA +   + PL +GSGV +ES V    +   
+Q  V
Sbjct  438  VIYKERPCKRAHGYVEYTM-
PKPCWAVMDFEIEPLPVGSGVVFESVVPNDKIYTRYQAQV  496

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            R  I   L QG  GW VTD +I    G +++  + P DF    P+ +   L   GT
+LLE
Sbjct  497  
RQTIPEALRQGPKGWEVTDIRIRLVGGEHHTVHTHPLDFMLATPMGIMDGLVAGGTELLE  556

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P   F L  P+E   +   +      T ++  V++   +  G +P      +   
+A  T
Sbjct  557  
PIQKFRLTFPEELSGKLIGEIIAMRGTFDSPVVRRGVFMMEGLLPLAASMDFPLRIASLT  616

Query  598  NGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMFQK  637
             GR    T   GY     G+ V  P R  S LD+ +++  K
Sbjct  617  GGRGALSTVSAGYAPCPPGEGVEVPYRGVSPLDRAKYILYK  657

>WP_106017159.1 GTP-binding protein [Enterococcus faecium]
 AVJ43643.1 GTP-binding protein [Enterococcus faecium]
Length=221

 Score = 303 bits (776),  Expect = 4e-96, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 164/194 (85%), Gaps = 0/194 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEP  194
             ND LLEKY++G+ 
Sbjct  181  GNDDLLEKYMSGKS  194

>WP_080440097.1 GTP-binding protein, partial [Enterococcus faecium]
Length=204

 Score = 302 bits (774),  Expect = 5e-96, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 164/194 (85%), Gaps = 0/194 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEP  194
             ND LLEKY++G+ 



Sbjct  181  GNDDLLEKYMSGKS  194

>WP_029681450.1 MULTISPECIES: GTP-binding protein, partial 
[Enterococcus]
Length=208

 Score = 302 bits (774),  Expect = 5e-96, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 164/194 (85%), Gaps = 0/194 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEP  194
             ND LLEKY++G+ 
Sbjct  181  GNDDLLEKYMSGKS  194

>EPI26045.1 GTP-binding domain protein, partial [Enterococcus 
faecium SB2C-2]
 EPI36234.1 GTP-binding domain protein, partial [Enterococcus 
faecalis WKS-26-18-2]
Length=213

 Score = 303 bits (775),  Expect = 5e-96, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 164/194 (85%), Gaps = 0/194 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    



MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIE  185

Query  181  NNDKLLEKYIAGEP  194
             ND LLEKY++G+ 
Sbjct  186  GNDDLLEKYMSGKS  199

>WP_053615648.1 GTP-binding protein [Nocardiopsis sp. NRRL B-16309]
 KOX20789.1 GTP-binding protein [Nocardiopsis sp. NRRL B-16309]
Length=659

 Score = 318 bits (814),  Expect = 5e-96, Method: Compositional 
matrix adjust.
 Identities = 237/648 (37%), Positives = 338/648 (52%), Gaps = 
45/648 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIG+LAHVDAGKT+LTE LL+ +GAI   G V+ G T TDT  +ER RGITI+
+AV  F
Sbjct  5    
LNIGVLAHVDAGKTSLTERLLFEAGAIDRLGGVDTGDTTTDTGSIERARGITIRSAVAGF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQA TR+L   LR+  
+P 
Sbjct  65   
RVGPTRVNLIDTPGHTDFVAEVERALGVLDGAVLVVSAVEGVQAHTRVLMRVLRESGLPV  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--SLSPEIVLEENT------
DIEAW  175
            ++F+NK D+AG   + V   +R +L+   +    V  + +P    E            
A 
Sbjct  125  
LLFVNKTDRAGARPERVFDEIRRRLTRRALAMDAVLDAGTPHARTEPGDWRDPAFAGRAA  184

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQR-
RVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + + E++D LL   +   P+     +R   R +V  A ++PV  GSA  G G+  L  



A+
Sbjct  185  
EVLAEHDDALLAALVEDRPLPGPDPLRAALRHQVGRALVYPVLCGSAVTGAGVGALSRAL  244

Query  235  TGLFQPI-----
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-----  284
            T L  P+     GE G+  L G+VF +E    G++  YLRL SG L  R  V        
Sbjct  245  TALL-
PVTTAVPGEHGTDGLRGTVFAIERAPTGEKTGYLRLRSGCLEPRAHVEFERAGAG  303

Query  285  --GREKLKITEMR-IPSKGEIVRTDTAYP-GEIVILPSDSVRLNDVLGDPT---
RLPRKR  337
              G    +IT +  + ++GE  R   A   G I  LP   +R+ D LG PT   R  
R  
Sbjct  304  DDGPHGGRITGLEVVGAEGERPRALVAGEIGRIRGLP--
GLRVGDRLGPPTAAVRFAR--  359

Query  338  WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL-
GRVQL  396
                  P L   + P+      RL  AL  LAD DPL+   + ++  E +   L G 
VQ 
Sbjct  360  ------PALEAVVRPEEGGDASRLHAALAALADQDPLI--
HLRTVPGEGLSVLLYGEVQK  411

Query  397  EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLG  455
            EV++A L+E++ +  V +     + ERP    S    +    P   WA++GL V P
+  G
Sbjct  412  
EVIAATLAEEFGVRVVFERSRTTHTERPAGTGSAVEEVSARRPVGTWATVGLRVDPVEEG  471

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            +GV +   V  G L  +F  A+ D +R  L QGL+GW VTDC +      + +P 
+TPAD
Sbjct  472  TGVVFRREVEFGALIGAFDRAIEDTVRETLRQGLYGWPVTDCAVTLIRSGFVAP-
TTPAD  530

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR L P+VL +AL  +GT++ EP   F L  P + L           A +       
+  
Sbjct  531  
FRELTPLVLMRALDRAGTRVFEPVHGFELEVPADVLGAVTARLNGLGARVRDTVETPEGW  590

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              TGE+ AR + A+RT+L   + G  V  T  +G +   G PV  PRR
Sbjct  591  TLTGEVAARSVDAFRTELPGLSRGEGVWWTYPRGERPVTG-PV--PRR  635

>AMP49519.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=420



 Score = 310 bits (795),  Expect = 6e-96, Method: Compositional 
matrix adjust.
 Identities = 168/420 (40%), Positives = 263/420 (63%), Gaps = 
15/420 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KIINIGI+AHVDAGKTT+TE+LLY SGAI   G V+ G T+TD+M LER+RGITI+
++  
Sbjct  3    
KIINIGIVAHVDAGKTTITENLLYYSGAIKSVGRVDLGNTQTDSMELERKRGITIKSSTI  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W+  KVNIVDTPGH+DF++EV RSL+VLDGAILVIS  +G+Q+QTRILF  L+
++NI
Sbjct  63   
SFNWNNVKVNIVDTPGHVDFISEVERSLSVLDGAILVISGVEGIQSQTRILFETLKELNI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDI-----EA  174
            PT+IF+NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A
Sbjct  123  
PTIIFVNKLDRIGANFNKVFEDIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCMINDDA  182

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             D + + ++  LE+YI G    +E++  +      + SL+PV+ G+A  GLG++ L
+D +
Sbjct  183  
IDVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYASEGSLYPVFCGAAAIGLGVEDLLDGI  242

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITE  293
               F   G+   + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   
K+ +
Sbjct  243  
CSYFPFAGDDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKK  302

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            +     G +V       G+I IL    S ++ DV+G    +   + +   +  P L
+TTI
Sbjct  303  INRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIAKPALKTTI  358

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            +     +   L  ALT LA+ DPLL  E++ I  EI ++  G VQ+E++S++L + 
Y ++
Sbjct  359  
SAIDKEKNPELFKALTLLAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSMLDDLYGIK  418



>EJX65240.1 GTP-binding domain protein, partial [Enterococcus 
faecium P1190]
 EJX74216.1 GTP-binding domain protein, partial [Enterococcus 
faecium P1137]
 EJX77736.1 GTP-binding domain protein, partial [Enterococcus 
faecium P1139]
 EJY48725.1 GTP-binding domain protein, partial [Enterococcus 
faecium 506]
Length=215

 Score = 303 bits (775),  Expect = 6e-96, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 164/194 (85%), Gaps = 0/194 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  NNDKLLEKYIAGEP  194
             ND LLEKY++G+ 
Sbjct  186  GNDDLLEKYMSGKS  199

>WP_095938152.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. Tue6028]
 PBC59636.1 GTP-binding protein [Streptomyces sp. Tue6028]
Length=624

 Score = 317 bits (811),  Expect = 6e-96, Method: Compositional 
matrix adjust.
 Identities = 219/622 (35%), Positives = 328/622 (53%), Gaps = 
19/622 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  G+I   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDGGSIDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+    +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFRTGDVQVNLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG    +++  VR  L+  ++    VS   +P+  VL    D  
A  A
Sbjct  121  
LPTLVFVNKIDRAGAREGTLLDDVRRLLTPYVVPLSRVSALGTPDARVLPRPLDDVAAGA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G P + ++L      R  D S+ PV +GSA  G G+  L+  
+  L
Sbjct  181  
LAEVDPGVLAALVDGPPPTPDELEAALAARTADGSVHPVLFGSAIGGQGVADLVARLIRL  240

Query  238  F--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
                 +    S    G+VF V     G R  +LRLY G +R R  +    RE    
T  +
Sbjct  241  
VPGPTVVPSSSGEPRGTVFAVRPGPGGDRTAWLRLYEGEVRQRQRLVFRRRESDGRT-AQ  299

Query  296  IPSKG---EIV---RTDTAYPGEIVIL-
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            +P +    ++V     D   PG I +L  + ++R+ D LG        R ++   P 
L T
Sbjct  300  VPGRALGMQVVGRPEADRLTPGNIAVLRGAGALRVGDRLGPSG----
DRAQQFAAPTLET  355

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +   Q   L  AL  LAD DPLL     + +    L   G VQ EV++A L+
+ + 
Sbjct  356  LVRARCPEQAAALRAALLALADQDPLLHAG-
PAASGSTALLLYGEVQKEVLAATLAQDFG  414

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +E   +   V  +ERP+        I+   +  +WA+IGL V P   GSG  +     
LG
Sbjct  415  



IEADFEPSRVRLLERPVGTGEACEEIQRHGHVGYWATIGLRVEPGPRGSGGVFTYETELG  474

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  A+ D +   L  G  G  VTD ++      + +P+ST ADFR L  
+VL +A
Sbjct  475  
ALPRAFHQAIEDTVHATLLSGPRGRPVTDYRVTLVRSGFAAPISTAADFRGLTSVVLHRA  534

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT++ EPY +F +  P + L+          A        +   + TGE+PA  
++
Sbjct  535  
LERAGTRVYEPYHAFEVEIPLDALAAVTAHLAACGAEFGATTGGRTSWLVTGELPAGKVR  594

Query  588  AYRTDLAFYTNGRSVCLTELKG  609
                 L   T+G  V  + + G
Sbjct  595  DVEVRLPGLTHGEGVWWSRVSG  616

>WP_033651157.1 MULTISPECIES: GTP-binding protein, partial 
[Enterococcus]
 ONN39506.1 hypothetical protein BTN91_16935, partial [Enterococcus 
faecium]
Length=208

 Score = 302 bits (774),  Expect = 6e-96, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 164/194 (85%), Gaps = 0/194 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEP  194



             ND LLEKY++G+ 
Sbjct  181  GNDDLLEKYMSGKS  194

>WP_037196453.1 GTP-binding protein [Rhizobium sp. OK494]
Length=645

 Score = 317 bits (813),  Expect = 7e-96, Method: Compositional 
matrix adjust.
 Identities = 216/652 (33%), Positives = 334/652 (51%), Gaps = 
29/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDIGVIDKLGSVDGGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQ QTR+L  
ALR + 
Sbjct  61   
VSFTLGDLVVNLIDTPGHPDFIAEVERVLQLLDAAVVVVSAVEGVQPQTRVLVRALRHLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-
ENTDIEA-----  174
            +P + F+NK+D+ G     V+  +  +LS   +   T++ +   + E E TDIE      
Sbjct  121  
VPFLFFVNKVDRLGARYAEVLDDISSQLSVRPVAMSTITNAGSKLAEVEATDIEQEPHLS  180

Query  175  --WDAVIENNDKLLEKYIAGEPISREKLVREEQR-----
RVQDASLFPVYYGSAKKGLGI  227
               +A+  +++ +++ Y+    +S  +L  +  R     +V    + P + G A  
G+GI
Sbjct  181  ALCEALAASDEAIMDDYV----
LSPGRLTAQRLRCALADQVTRGLVHPAFAGMAMSGVGI  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+ A+  L        +  + G +FK+E    G++  Y+ + SGT+ +RD + L  
+ 
Sbjct  237  
PALISAIESLLPSRQPDPNGPVNGKIFKIERGWGGEKLAYVCVTSGTIAVRDYLCLP-KG  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL---  343
              K+  +++ S+G I +      G I  +    S R+ D +G      R+      
L   
Sbjct  296  PAKVNSIQVFSEGRIDKVAHVGAGRIARIGGLASARIGDGIG------
RQSSSHGNLYFS  349

Query  344  -



PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P   A+   L  AL QL+D DPL+    +    E+ +S  G VQ EV
+ A 
Sbjct  350  
PPTLETRVRPSRPAENAALWLALAQLSDQDPLINLRTNEDATEMYVSLYGEVQKEVIQAT  409

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+  + L+ V +E ++IY ER L   S    I   PNPF A+IGL V P   G+G  
+  
Sbjct  410  
LAADFGLDAVFEESTIIYAERLLGTGSGIEIIFKEPNPFLATIGLRVEPRPQGAGNSFTL  469

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V +G +  SF  AV + +   L++G+FGW + DC +        SP +T ADFR 
L P+
Sbjct  470  
EVDVGQMPASFYRAVEETVFDTLKEGIFGWQIIDCHVAMTAARQSSPATTAADFRKLTPL  529

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL  + T + EP   F L  P   L+       K  A+   + +        
G   
Sbjct  530  
VLATALTSAQTVVCEPVDRFHLEVPTATLTGILTLLAKSGASTTESVIAAGTARLEGTAA  589

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
            +  IQ  +  L   ++G  +       Y    G P ++ R   +  D+  ++
Sbjct  590  SAMIQGIQKQLPGLSSGTGILDHSFDHYAPTAGPPRLRQRSGANPFDRANYL  
641

>WP_037714257.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
mirabilis]
Length=614

 Score = 316 bits (810),  Expect = 7e-96, Method: Compositional 
matrix adjust.
 Identities = 222/621 (36%), Positives = 317/621 (51%), Gaps = 
26/621 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   G V+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGGVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   



LR++ 
Sbjct  61   
ASFTVGDTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+AG   + ++  +R +L+   A +     +  S   V     D    
+A
Sbjct  121  
LPTLIFVNKIDRAGARDEGLLADIRRRLTPYVAPLTEVTGIGTSGAGVTALPGDSRLAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +   L R    R  D S  PV++GSA  G G+  L++ 
VTGL
Sbjct  181  
LAEVDPDILAAVVDGPEPTPGDLRRALAARTGDGSFHPVFFGSALGGRGVAHLVEGVTGL  240

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM---  294
                         G+VF V     G+R  YLRLY G +  R  +    RE    T     
Sbjct  241  
IPAGVATREGEPRGTVFAVRPGPAGERTAYLRLYDGEVTERQRLTFLRREADGTTSRVRG  300

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R+   G  +   T  P    +  S  +R+ D LG+ T     R  +   P L T +  
+ 
Sbjct  301  RVTHLGGPLSAGTIAP----LTFSSGLRVGDRLGELT----
DRAPQFAPPTLETLVTARH  352

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              Q  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ + +E   
+
Sbjct  353  PEQAARLRSALLVLADQDPLIHARPVAGGATALLLY-
GEVQMEVLAATLAQDFGIEADFE  411

Query  415  EPSVIYMERPLKAASHTIHIEVPPNPF------
WASIGLSVTPLSLGSGVQYESRVSLGY  468
               V  +ERP              NP+      WA+IGL V P   GSG  +     
LG 
Sbjct  412  PGRVRLLERPRGTGE-----
ACEENPWQLGTRHWATIGLRVEPGERGSGGVFAYETELGA  466

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L ++F  A+ + +  G+  GL G  VTD ++      + +P+ST ADFR L PIVL 
QAL
Sbjct  467  
LPRAFHQAIEETVHAGMRSGLTGAAVTDYRVTLVRSGFVAPLSTAADFRGLTPIVLRQAL  526

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588



            + +GT+L EPY +F    P + L+          A            V TG +PAR 
++ 
Sbjct  527  
ERAGTRLFEPYHAFEAEVPLDALASVTGQLAAVGAEFTGTTGGATAWVITGALPARRVRE  586

Query  589  YRTDLAFYTNGRSVCLTELKG  609
                L   ++G  V  +   G
Sbjct  587  MELRLPGLSHGEGVWWSRPSG  607

>EJX82487.1 GTP-binding domain protein, partial [Enterococcus 
faecium ERV99]
Length=213

 Score = 302 bits (774),  Expect = 7e-96, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 164/194 (85%), Gaps = 0/194 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  185

Query  181  NNDKLLEKYIAGEP  194
             ND LLEKY++G+ 
Sbjct  186  GNDDLLEKYMSGKS  199

>WP_033658535.1 MULTISPECIES: GTP-binding protein, partial 
[Enterococcus]
 KLO68730.1 tetracycline resistance protein tetM, partial 
[Enterococcus cecorum]
Length=210

 Score = 302 bits (773),  Expect = 8e-96, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 164/194 (85%), Gaps = 0/194 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLEKYIAGEP  194
             ND LLEKY++G+ 
Sbjct  181  GNDDLLEKYMSGKS  194

>WP_105402079.1 GTP-binding protein [Neorhizobium sp. T7_12]
Length=645

 Score = 317 bits (812),  Expect = 9e-96, Method: Compositional 
matrix adjust.
 Identities = 213/609 (35%), Positives = 322/609 (53%), Gaps = 
13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D+ A     
Sbjct  121  



VPFVFFINKVDRVGAQYDLVLEDIARQLAVRPIAMSAVIDPGSKLVQVETPDLLAEPLFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G+G+  
L 
Sbjct  181  
VLSETLADNDDALLRDYVTAPDRLTAERLGNSLADQVARGLVHPAFAGAAMTGVGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIAVLLPSRALDPDGLIAGKIFKIERGWGGEKLSYMYLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   GE     + + G+I  +    S R+ D +G+   L   +    P P L 
T +
Sbjct  300  TGIQVFKAGETHPVTSFHAGQIARVNGLASARIGDAVGNDL-LSGAQSHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              K  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LAKRPSDNAALWLALNQLAEQDPLINLRRNDAADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AIFEESTVICVERLVGTGAGLEIIFNEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVFETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRRLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A    A +        G   +   
Q   
Sbjct  538  
AQTIVCEPIDRFCLEVPAAALSGVHAMLAKSGAITRQAAIANGVARLEGTTASTTTQGIL  597

Query  591  TDLAFYTNG  599
              L   T+G
Sbjct  598  QQLPGLTSG  606



>ONN39273.1 hypothetical protein BTN91_17075, partial [Enterococcus 
faecium]
Length=209

 Score = 302 bits (773),  Expect = 9e-96, Method: Compositional 
matrix adjust.
 Identities = 141/204 (69%), Positives = 170/204 (83%), Gaps = 0/204 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTV  125

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IYMERPLK A +TIHIEVPPNPFWASIGLSV+PL LGSG+QYES 
VSLGYLNQSFQNAV 
Sbjct  126  
IYMERPLKNAEYTIHIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVM  185

Query  479  DGIRYGLEQGLFGWNVTDCKICFE  502
            +GIRYG EQGL+GWNVTDCKICF+
Sbjct  186  EGIRYGCEQGLYGWNVTDCKICFK  209

>WP_026197042.1 GTP-binding protein [Sciscionella marina]
Length=593

 Score = 315 bits (807),  Expect = 1e-95, Method: Compositional 
matrix adjust.
 Identities = 220/620 (35%), Positives = 316/620 (51%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ INIGILAHVDAGKT+LTE LL+ +GA    GSV++GTTRTD+  LER RGITI
+A V
Sbjct  3    
VETINIGILAHVDAGKTSLTERLLFDAGATRRLGSVDEGTTRTDSSELERARGITIRAGV  62

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             +F+   C + I+DTPGH DF+AEV R+L VLDGA+LV+S   GVQAQT IL  AL 
+M 
Sbjct  63   
AAFEAGGCAITILDTPGHPDFIAEVERALRVLDGAVLVVSGTSGVQAQTTILLRALHRMR  122

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D +      ++ +VR +L+A      T    PE   EE +     + 
+ E
Sbjct  123  VPTLLFVNKMDSSPYSATELLTAVRARLTA------TAVTGPE---EERS----
LEVLAE  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D++L  Y+AG P  R++  R  + +   A   PV +GSA  G GI  L+ A+  
L  P
Sbjct  170  RDDRVLADYLAGVP-
DRDRFARALREQTARAQAHPVLFGSATSGAGIPGLVTAIRELI-P  227

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------
AGREKLKITE  293
            + E G+     +VF++E      R   +R+++G    R  V +        G  K 
+IT 
Sbjct  228  VPEPGAEPPRATVFQIEGK---
PREALVRVHAGEFAERAMVTVYRRTGQGIGEHKARITG  284

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R  S            G I  +      R+ D LG    L  +     P P L + 
+ P
Sbjct  285  LRRISPRGTEPAGVLGAGAIGWVRGLGEARVGDQLGSAAGLDAQ--
PAFPPPPLESVVTP  342

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              A  R RL  ALT+LAD DPL+  +  S +  I     G VQ EV+ A L E++ 
+   
Sbjct  343  VRAGARSRLFAALTELADADPLIGFDRGSGSVRI----
HGEVQQEVLEARLREEFGVRAW  398

Query  413  VKEPSVIYMERPLKAASHTIHIEV-
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                + + + RP    S    I+    N +WA+IGL V P   G+GV Y   V  G 
L +
Sbjct  399  FAPVTPVLVHRPRGTGSARRSIDSRERNEYWATIGLEVEP---
GTGVDYRIGVQRGLLPR  455

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+ + +     +      +TDC+I      Y SPVST  DFR+L   +  +A
++++
Sbjct  456  AFYTAIEETVHEAAAE----
LRITDCRITLTAAGYASPVSTAGDFRALTRKLFGEAIEQA  511



Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  +  P   F L  P+   SR      K    IE   V       TG IP   +  
+R 
Sbjct  512  
GLVVYRPVHRFELEFPEAAASRTLAALAKADGIIEDTGVAAGITRVTGTIPVAELAGFRR  571

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T G  V L+   GY+
Sbjct  572  RLPGCTGGEGVLLSRPDGYR  591

>SNT61137.1 ribosomal protection tetracycline resistance protein 
[Asanoa 
hainanensis]
Length=662

 Score = 317 bits (812),  Expect = 1e-95, Method: Compositional 
matrix adjust.
 Identities = 224/658 (34%), Positives = 326/658 (50%), Gaps = 
38/658 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +  +NIGILAHVDAGKT+LTE LLY +G I   GSV+ GTT+TDT  LER+RGITI
++AV
Sbjct  3    
VHTVNIGILAHVDAGKTSLTERLLYDTGVIDRLGSVDSGTTQTDTGELERRRGITIRSAV  62

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+F+    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  +R+L    
R + 
Sbjct  63   
TAFRVGDRQVNLIDTPGHRDFMAEVERALGVLDGAVLVLSAVEGVQPHSRLLMRTCRALR  122

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            +PT++F+NKID+AG     ++  VR  L+  I    TV    +P+           
W A+
Sbjct  123  LPTLLFVNKIDRAGAREAELLAEVRRLLTPAIAPLGTVRDIGTPDARFAAAPG--
DWLAL  180

Query  179  I-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +D+LL  Y+   P+  + L      +     + PV +GSA  G G+  L+DA
+  L
Sbjct  181  
LAEQDDELLAAYVEDRPVGDDTLRAALGTQTAAGLVHPVLFGSALSGTGVPELLDAIGDL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRI  296
                      A    VF +     G +  Y R Y G L  R  +     R   ++   
R+



Sbjct  241  LPAA-
PPPEPAPRARVFAITRGPGGAKVAYARSYGGALTARQRLPVFRRRADGRVESHRV  299

Query  297  PSKGEIVRTDTAYP----GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
               G  V      P    G I  L    +VR+ D LG    L        P P L 
T + 
Sbjct  300  QLTGVAVVGSRDAPALTAGYIAALHGLSTVRIGDQLGSAAGLSTA--
SHFPRPSLETVVR  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                     L  AL ++AD DPL+   V + T E  L   G VQ EV++A L E Y 
+  
Sbjct  358  RSDGGPATALHTALLRMADEDPLIEARV-
TATGETGLRLYGEVQKEVIAATLVEGYGITA  416

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  ++++ERP    S    +E+  N F+ ++GL V P   G+G++Y   V LG 
L  
Sbjct  417  SFAPSQLVHLERPTGTGS---AVEIIGNGFFGTVGLRVEP---
GTGIEYALEVELGSLPL  470

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            ++  A+ + +   L+QGL GW VTD ++   +  Y+SP++    FR L P VL 
QAL  +
Sbjct  471  
AYHKAIEESVVQTLDQGLCGWPVTDIRVTLTHSGYWSPITRAGHFRDLTPHVLMQALAIA  530

Query  532  GTQLLEPYLSF-----------ILYAPQEYLSRAYHDAPKYCATIE-----
TAQVKKDEV  575
            GT++ EP   F           +  A  +   R     P   A++E     T     
D  
Sbjct  531  GTRVFEPCHHFEADVPVAAIGPVTSALAQLGGRVDETVPT-
DASVEGVRASTTTTVGDTW  589

Query  576  
VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
               G IPAR +   +  L   TNG  +  +   G +   G+P  +PR   + LD+  
+
Sbjct  590  
RIIGSIPAREVTEAQRRLPDLTNGEGLWTSTQAGDRPVEGRPPRRPRTDGNPLDRAEY  647

>CVK50870.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
 CWI45232.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=222

 Score = 301 bits (772),  Expect = 2e-95, Method: Compositional 
matrix adjust.



 Identities = 149/214 (70%), Positives = 175/214 (82%), Gaps = 0/214 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q++++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQNIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
             ND LLEKY +G+ +   +L +EE  R  + SLF
Sbjct  181  GNDYLLEKYTSGKLLEALELEQEESIRFHNCSLF  214

>WP_062040124.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
canus]
 KUN13701.1 GTP-binding protein [Streptomyces canus]
Length=616

 Score = 315 bits (807),  Expect = 2e-95, Method: Compositional 
matrix adjust.
 Identities = 226/622 (36%), Positives = 325/622 (52%), Gaps = 
29/622 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
              +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI+
+AV 
Sbjct  3    
NTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   LR
++ +
Sbjct  63   
SFTVGDTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLRL  122



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS---ADIIIKQTVSLSPEIVLEENTDI-
EAWDA  177
            PT++F+NKID+AG   + ++  +R +L+   A +     V  S   V    TD  +  
+A
Sbjct  123  
PTLVFVNKIDRAGARAEGLLTDIRRRLTPHVAPLTQVAGVGTSDARVRSLATDDRQLAEA  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + + +  +L   + G   + + L R    R  D S  PV++GSA  G GI  L+D 
+T L
Sbjct  183  
LADVDPDILTAVVDGPEPTPDDLDRALVARTADGSFHPVFFGSALGGQGIPELVDGMTRL  242

Query  238  F--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
                P+   G     G+VF V     G+R  YLRLY G +  R  + L  RE    
T  R
Sbjct  243  IPRPPVTPAGDP--
RGTVFAVRPGPGGERTAYLRLYGGEVTERQRLTLLRREADGTTS-R  299

Query  296  IPSKGEIVRTDTAY-PGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +   G + R D     G I  L  S  +R+ D LG+ T    +R  +   P L T 
+  +
Sbjct  300  V--SGRVTRLDGPLTAGNIAALTFSSGLRVGDRLGELT----
ERTPQFAPPTLETLVTAR  353

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ + 
+E   
Sbjct  354  HPGQAARLRSALLTLADQDPLIHARPTTGGATTLLLY-
GEVQMEVLAATLAQDFGVEADF  412

Query  414  KEPSVIYMERPLKAASHTIHIEVPPNP------
FWASIGLSVTPLSLGSGVQYESRVSLG  467
            +   + Y+ERP  +           NP      +WA+IGL V P   GSG  +     
LG
Sbjct  413  EPARIRYLERPRGSGEAGEE-----
NPWHLGTRYWATIGLRVEPGERGSGGVFAYETELG  467

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  A+ + +   +  GL G  VTD ++      +  P+ST ADFR L 
PIVL +A
Sbjct  468  
ALPRAFHQAIEETVHASMRTGLTGATVTDYRVVLVRSGFVGPLSTAADFRGLTPIVLRRA  527

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT+L EPY +F    P + L+          A            + TG 
+PAR ++
Sbjct  528  



LERAGTRLFEPYHAFEAEVPLDALAPVSAQLASAGAEFTGTTGGSTAWLITGGLPARRVR  587

Query  588  AYRTDLAFYTNGRSVCLTELKG  609
                 L   T G  V  +   G
Sbjct  588  ETELRLPGLTRGEGVWWSRPSG  609

>WP_037085515.1 GTP-binding protein [Rhizobium vignae]
Length=645

 Score = 316 bits (809),  Expect = 2e-95, Method: Compositional 
matrix adjust.
 Identities = 214/610 (35%), Positives = 326/610 (53%), Gaps = 
15/610 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDKLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTRIL  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRILVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVV-----QSVRDKLSADIIIK---
QTVSLSPEIVLEENTDI  172
            +P + FINK+D+ G     V+     QS    ++   +I    + V + P  +L E    
Sbjct  121  
VPFLFFINKVDRLGAQYDLVLADIARQSPVRPIAMSAVINPGSKLVQVEPLDLLTEPLFT  180

Query  173  EAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D LL  Y+ A + ++ E+L +    +V    + P + G+A  G+G+  
L 
Sbjct  181  
MLSETLAENDDVLLGDYVTAPDRLTAERLGKALAEQVSRGLVHPAFAGAAMTGVGLPTLT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SG ++LR ++ L  +   
++
Sbjct  241  SAIATLLPGRNLDPDGPIAGKIFKIERGWGGEKLSYMYLASGRIQLRQSLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTT  349
            T +++   G +    T   G+I  +      R+ D +G DP    R  +     P 
L T 
Sbjct  300  TGIQVFEAGGVHPVTTLRAGQIARVSGLAGARIGDAVGDDPLSGGRSHFAP---



PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  +    L  AL QLA+ DPL+    +   +E+ +S  G VQ EV+ + L   
+ +
Sbjct  357  
VLARRPSDNAALWLALNQLAEQDPLINLRRNEDANEVFMSLYGEVQKEVIQSTLLADFGI  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E + +E +VI +ER +   +    I   PNPF A+IGL V P + G+G  +   V 
+G +
Sbjct  417  
EAMFEESTVICVERLVGTGAGLEIIFKEPNPFMATIGLRVEPRTEGAGNSFALEVDIGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  +V D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL 
Sbjct  477  
PASFYRSVEDTVAETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRQLTPLVLAAALS  536

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L AP   L+  +    K  AT+  + +        G I +   
Q  
Sbjct  537  
AAQTFVCEPIDRFYLEAPAVALNGLHTLLAKSGATVTDSVITNGVARLEGTIASTMTQGV  596

Query  590  RTDLAFYTNG  599
               L   T+G
Sbjct  597  AQQLPGLTSG  606

>WP_044398207.1 GTP-binding protein [Lacinutrix sp. Hel_I_90]
Length=660

 Score = 316 bits (810),  Expect = 2e-95, Method: Compositional 
matrix adjust.
 Identities = 206/623 (33%), Positives = 320/623 (51%), Gaps = 
18/623 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKT++TE LL+ SGA +  GSV+KG+  TD + +E+ RGI+I+A+  
+F W
Sbjct  9    
IGILAHVDAGKTSITECLLHHSGATASLGSVDKGSAITDGLAMEKSRGISIKASAVNFSW  68

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  +VDTPGH+DF AEV RSL++LD  ILV+SAK+GVQA T  L+  L+   
+P +I



Sbjct  69   
KHNEFQLVDTPGHVDFSAEVDRSLSILDAVILVVSAKEGVQAHTLNLWENLKARKLPVII  128

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS----PEIV----
LEENTDIEAWDA  177
            F NKID+ GVD   V    + +L A +       LS    PE+V       N +    
D 
Sbjct  129  
FFNKIDREGVDAAQVFLDFQKELDASLFALNVPDLSNPYKPELVPFSACANNLNARIIDT  188

Query  178  VIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             +EN    ++  L +Y+ G       ++ +  + ++  +L    +GSAK G+GI  
L+++
Sbjct  189  
SLENLADCDEPFLARYLEGNITDLTHILEKATQYIKTGALHGALFGSAKLGMGIADLLNS  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKIT  292
            +  L  P  +   +A    VFKVEY +   R VY++ Y G L+ +DT+     +K 
+KI 
Sbjct  249  METLI-
PQSKTYFSAAAAKVFKVEYHEKLGRLVYIKSYGGLLKTKDTIRSHQLDKDIKIN  307

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++  P  G + +      GE+ VI  SD +   DVLG  T      + +    +L   
+ 
Sbjct  308  QIFKPQLGNLEQCAELGKGEVGVITTSDVILSGDVLG--
TENLDDDFSKISNVVLGVEVK  365

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                   ++L +AL  L   DP+L  +      E  L  LG +Q EV+   L++++ 
+  
Sbjct  366  
AAEDKNYQKLGEALEILNMEDPMLDFKWYKEEREFHLKILGPIQTEVLKDSLAQRWAITA  425

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +P VIY E P +AA   +   + P P WA +   + P  LGSGV + S+V    
++ 
Sbjct  426  EFLKPKVIYKETPTEAAEGYVRYWM-
PKPCWAIMTFLIAPAPLGSGVSFTSKVRTTDISN  484

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             + N V+  I + L+QG+ G+ VTD  I    G  ++  S P DF    P+ + + 
LK +
Sbjct  485  
KYINEVKRAIPWSLKQGIKGYEVTDLSITLIEGSEHTVHSNPGDFLLATPMGVLRGLKNA  544

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591



            GT LLEP  +F + A Q+ L     D  +  A I+      D  + +G +       
Y  
Sbjct  545  
GTDLLEPMYAFEIKANQDLLGPISSDLNQMNAEIDAPVFDNDFFIISGRVSVAAAMDYSI  604

Query  592  DLAFYTNGRSVCLTELKGYQAAV  614
                 T+G+      L GY+  +
Sbjct  605  KFNAITSGKGRLKLTLDGYKKTI  627

>WP_049134477.1 tetracycline resistance ribosomal protection protein 
Tet(Q), 
partial [Bacteroides fragilis]
Length=437

 Score = 309 bits (791),  Expect = 3e-95, Method: Compositional 
matrix adjust.
 Identities = 172/441 (39%), Positives = 267/441 (61%), Gaps = 9/441 
(2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFCTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P I  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
ICSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298



Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +G  +  D     +I I+   +  R+ D LG    L +    +   P L++++ 
P   
Sbjct  299  IYQGREINVDEVGANDIAIVEDMEDFRIGDYLGAKPCLIQGLSHQH--
PALKSSVRPDKP  356

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E
Sbjct  357  
EERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDE  416

Query  416  PSVIYMERPLKAASHTIHIEV  436
               IY ERP+K  +  I IEV
Sbjct  417  IKTIYKERPVKKVNKIIQIEV  437

>WP_087563939.1 GTP-binding protein [Polaribacter sp. SA4-10]
 ARV06576.1 GTP-binding protein [Polaribacter sp. SA4-10]
Length=661

 Score = 316 bits (809),  Expect = 3e-95, Method: Compositional 
matrix adjust.
 Identities = 205/624 (33%), Positives = 326/624 (52%), Gaps = 
18/624 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+I IGILAHVDAGKT++TE+LL+ SG+ +  GSV+KG+  TD + +E+ RGI+I+
+A  
Sbjct  6    
KVITIGILAHVDAGKTSITEALLHHSGSTTALGSVDKGSAITDGLTMEKSRGISIKSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W +    +VDTPGH+DF AEV RSL++LD  ILV+SAK+GVQA T  L+ +L 
+  +
Sbjct  66   
HFTWKQRLFQLVDTPGHIDFSAEVDRSLSILDAVILVVSAKEGVQAHTLNLWESLTERKL  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA--------
DIIIKQTVSLSPEIVLEENTDIE  173
            P +IF NKID+AGV + +V    +  L A        DI +     L P I  + +    
Sbjct  126  
PVLIFFNKIDRAGVVIDAVFLDFQKDLGAKLFALNYPDISLPDAPKLVPFINCDAHITST  185

Query  174  AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
              D+ +EN    +   L +Y+  +      ++ + +++++  +L+ V +GSAK 
GLGI+ 
Sbjct  186  



ILDSSLENLADCDHSFLAQYLEEDTSDLAAILEKGKQQIKARALYGVLFGSAKLGLGIEA  245

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-  288
            L++ +  L  P  +         VFKV + +   R   ++ Y   L+ +D +     
+K 
Sbjct  246  LLNNIVALI-
PAPKNSFPTAAAKVFKVTFDEKKGRLAAIKSYGSPLKSKDFIRSQQLDKN  304

Query  289  LKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +KI ++     G +V+  T +PGEI VI  S+ +   DVLG  T      + +    
+L 
Sbjct  305  IKINQIFKRHLGSLVQIKTLHPGEIGVITTSEMILPGDVLG--
TENLEDHYAKISEAVLD  362

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +      + ++L  AL  L   DP+L  +      E  L  LG +Q EV+   
LS+++
Sbjct  363  
VQVIAANIQEYQKLGAALEILNIEDPILDFKWFKEEKEFHLKILGPIQTEVLKENLSQRW  422

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +E    +P VIY E P KAA   +   + P P WA +   + P  LGSGV ++S 
V   
Sbjct  423  GIEASFHKPKVIYKETPTKAAEGYVRYWM-
PKPCWAIMTFLIAPAPLGSGVSFKSNVRTT  481

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             ++  + N V+  I + L+QG+ G+ VTD  I    G  ++  S P DF    P+ 
+ + 
Sbjct  482  
DISTKYLNEVKRAIPWSLKQGIHGYEVTDISITLIEGSEHTVHSNPGDFLLATPMGVLRG  541

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++ +G+ LLEP  +F + A Q+ L     D  +  ATI     ++D  V  G +      
Sbjct  542  
IENAGSTLLEPMYAFEIKANQDLLGPISSDLNQMQATIAAPVFEEDFFVMRGSVSVTAAM  601

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y       T+G+     +L GYQ
Sbjct  602  NYAIKFNATTSGKGRLKLKLDGYQ  625

>WP_105436481.1 GTP-binding protein [Neorhizobium sp. T11_12]
Length=645

 Score = 315 bits (808),  Expect = 4e-95, Method: Compositional 
matrix adjust.
 Identities = 213/609 (35%), Positives = 321/609 (53%), Gaps = 



13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D+ A     
Sbjct  121  
VPFVFFINKVDRVGAQYDLVLEDIARQLALRPIAMSAVIDPGSKLVQVETPDLLAEPLFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G+G+  
L 
Sbjct  181  
VLSETLADNDDALLRDYVTAPDRLTAERLGNSLADQVARGLVHPAFAGAAMTGVGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIAVLLPSRALDPDGLIAGKIFKIERGWGGEKLSYMYLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   GE     + + G+I  +    S R+ D +GD   L   +    P P L 
T +
Sbjct  300  TGIQVFKAGETHPVTSFHAGQIARVNGLASARIGDAVGDDL-LSGAQSHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              K  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LAKRPSDNAALWLALNQLAEQDPLINLRRNDAADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 



Sbjct  418  
AIFEESTVICVERLVGTGAGLEIIFNEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVFETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRRLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T +  P   F L  P   LS  +    K  A    A +        G   +   
Q   
Sbjct  538  
AQTIVCGPIDRFCLEVPAAALSGVHAMLAKSGAITRQAAIANGVARLEGTTASTTTQGIL  597

Query  591  TDLAFYTNG  599
              L   T+G
Sbjct  598  QQLPGLTSG  606

>WP_063775610.1 GTP-binding protein [Actinoplanes rectilineatus]
Length=648

 Score = 315 bits (808),  Expect = 4e-95, Method: Compositional 
matrix adjust.
 Identities = 212/617 (34%), Positives = 317/617 (51%), Gaps = 
34/617 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTD   +ER+RGIT+
+AAV 
Sbjct  7    
RTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDGGDTRTDRGAVERRRGITVRAAVA  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN+VDTPGH DF+AEV R+L VLDGAILVISA +GVQAQTR+L  +LR 
+ +
Sbjct  67   
AFTIGDLQVNLVDTPGHPDFVAEVERALPVLDGAILVISAVEGVQAQTRVLMRSLRALGL  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            PT++F+NKID+AG    +++  +  +L    +  QTV+        ++   + + +   
E
Sbjct  127  
PTLLFVNKIDRAGARDAALIAEIGRRLGVPAVPMQTVTGLGTRRAAVTLRGLDDADFRTE  186

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               A+ E +D++L   +     S   + R   R+       PV++GSA  G GI  



L+ A
Sbjct  187  
LATALAERDDRMLAALVDDVVPSAGAVRRALHRQTTTGRFHPVWFGSALDGTGIPALLAA  246

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----
AGR--  286
            +    +P        + G+VF VE  D G+R  YLRL+SG+L+ R  V        
GR  
Sbjct  247  IRDHPRP-ARPPVDTVRGTVFAVER-
DGGERTAYLRLWSGSLQARQRVTFRRPGPGGRVA  304

Query  287  -EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD-
PTRLPRKRWREDPLP  344
                +I  +     G++V       G I ++   ++R+ D +GD  TR P     +   
P
Sbjct  305  EHTARIGNLSTVGGGDLV------AGGIGVVRGMALRIGDEIGDTATRGP-----
QFSPP  353

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   + P    +  RL  AL QLAD DPL+R          +L + G VQ EV +  
L+
Sbjct  354  VLEAVVRPVQPGEEARLHAALQQLADEDPLIRTRTVPGGATSVLLY-
GAVQQEVFTERLA  412

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYES  462
             ++ +    +    +   RP   A H ++      PN FW ++GL V PL  G+G 
++  
Sbjct  413  AEFGIGAAFEPVRPVCFTRP-
AGAGHGLYAFDRHGPNEFWQTVGLRVEPLPPGTGNRFLR  471

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
                G L + +  A+ D +   L +G+ G   TDC +      Y +P+S+ ADFR
+L P 
Sbjct  472  
EAERGLLPRGYHQAIEDAVFATLHEGIHGQETTDCAVTVTRLDYVAPLSSAADFRALTPR  531

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL ++G ++ EP     L  P + LS          A +       D       
+P
Sbjct  532  
VLRAALADAGLRVHEPAYRLELEIPDDTLSAVIGMLAGLAAEVGQITTAADGWRVAAVLP  591

Query  583  ARCIQAYRTDLAFYTNG  599
            AR +      L   T G
Sbjct  592  ARLLSTVARRLPGLTRG  608

>WP_046800259.1 MULTISPECIES: GTP-binding protein [Rhizobium/
Agrobacterium group]
 KKX27432.1 GTP-binding protein [Agrobacterium sp. LC34]



 KRA63242.1 GTP-binding protein [Rhizobium sp. Root651]
 CUX21996.1 Oxytetracycline resistance protein [Agrobacterium 
genomosp. 3 
str. CFBP 6623]
Length=649

 Score = 315 bits (808),  Expect = 4e-95, Method: Compositional 
matrix adjust.
 Identities = 217/641 (34%), Positives = 334/641 (52%), Gaps = 
20/641 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFETGVIDRLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A +V+SA +GVQAQTR+L  AL
++++
Sbjct  61   
VSFNIGDTIVNLLDTPGHPDFIAEVDRVLGLLDAAAVVVSAVEGVQAQTRVLIRALQRLS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE---
IVLEENTDIEAWDA  177
            +P + FINK+D+ G   + V++ + D+L    I   T++ +      V   +   E 
+ +
Sbjct  121  
VPFLFFINKVDRPGARYEDVLKDLADQLKVRPIPMSTIAGAGGKLVSVAAADATCEPFFS  180

Query  178  VI-----ENNDKLLEKYI--
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            V+     EN+D+LL  Y+  +G+ I  EKL+     +     + P + G+A  G G
+  L
Sbjct  181  VLCEILAENDDELLRDYLLTSGD-
IEPEKLMLSLSHQTARGLVHPAFAGAAMTGAGLPAL  239

Query  231  MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKL  289
            + A++ +           + G +FK+E    G++  YL L SGT++LR  + L  G 
E  
Sbjct  240  
ISAISEMLPGRHPDPEGEISGRIFKIERGWGGEKLSYLHLSSGTVQLRQYLPLPQGPE--  297

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            +IT + +   G +  +++   G+I  +    S R+ D +G    +          P 
L T
Sbjct  298  RITGIHLFEGGRVYHSNSLIAGQIARVSGLASARIGDRVGVDAIMDSAHHFAS--
PTLET  355

Query  349  



TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +  + R  L  AL QLA+ DPL+       T+E+ +S  G VQ E++ + LS  
+ 
Sbjct  356  
RVLVRRRSDRAALWLALNQLAEQDPLIGLRRTEETNEVFVSLYGEVQKEIIQSELSTGFG  415

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            ++   ++ +VI +ER   +      I   PNPF A+IGL + P S G+G  +   V  
G 
Sbjct  416  
IDAEFEDSTVICVERLAGSGQALQTIFKAPNPFLATIGLRIEPRSRGTGNSFALEVDGGQ  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  SF  AV + +   L QG+ GW VTDC +        SP ST ADFR L P VL  
AL
Sbjct  476  
MPASFYRAVEETVFETLRQGISGWQVTDCHVAITAAQQSSPSSTAADFRQLTPWVLAMAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++ T + EP   F L  P   ++       K   +   + +        G I +  
+Q+
Sbjct  536  
RQAQTFVCEPIDHFKLEIPATNVTAIMTLLTKSGGSTRNSIISGGVATLEGTISSAAVQS  595

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
             +  L   T+G     T    Y+     P   P R  S  D
Sbjct  596  VQQRLPGLTSGMGTMETCFSHYERTNNPP---PPRQRSGAD  633

>AUT30819.1 TetM, partial [Enterococcus faecalis]
Length=234

 Score = 301 bits (771),  Expect = 4e-95, Method: Compositional 
matrix adjust.
 Identities = 146/233 (63%), Positives = 179/233 (77%), Gaps = 0/233 
(0%)

Query  32   
EPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAV  91
            E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDFLAEVYRSL+V
Sbjct  1    
ELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSV  60

Query  92   
LDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD  151
            LDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLSA+
Sbjct  61   
LDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAE  120



Query  152  
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R 
Q+ 
Sbjct  121  
IVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNC  180

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQR  
264
            SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR
Sbjct  181  SLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQR  
233

>OJX16406.1 GTP-binding protein [Devosia sp. 67-54]
Length=645

 Score = 315 bits (807),  Expect = 4e-95, Method: Compositional 
matrix adjust.
 Identities = 218/625 (35%), Positives = 335/625 (54%), Gaps = 
23/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GI+AH+DAGKT+LTE LL+ +GAI++ GSV+ G T+TD + LERQRGITI
+AAV
Sbjct  1    
MRTLNLGIVAHIDAGKTSLTERLLFEAGAIAKLGSVDAGNTQTDNLDLERQRGITIKAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R+L VLD A++V+SA +GVQAQTR+L  AL 
++N
Sbjct  61   
VSFALGNTTVNLVDTPGHPDFIAEVERTLGVLDAAVVVVSAVEGVQAQTRVLVQALCRLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEA-----  174
            +P + F+NKID+ G   +SVV S+ D+L    I   +V+ +       N  D  A     
Sbjct  121  
VPFLFFVNKIDRLGASYESVVASLADQLHLRTIAMSSVNDAGTKAAGVNALDFGADPQRQ  180

Query  175  --WDAVIENNDKLLEKYIAG-----
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
               D ++EN++KLL+ ++       EP  R+ L  +  R +    + P + GSA  
G G+
Sbjct  181  ALLDLLVENDEKLLDDFVLAPDRLTEPRLRQALADQAGRGL----
IHPAFAGSAATGAGM  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              LMDA+  L        +  + G +FK++    G+++ YL L SG++ LR  + L   
+
Sbjct  237  



AALMDAIETLLPARQPDDAGPVHGRIFKIDRGWGGEKQAYLALTSGSVHLRQMLHLPKGD  296

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346
            + +IT + +   G+++       G+I  +    +  + D +G+     R        
P L
Sbjct  297  E-
RITGIHVFKAGKLMPAAELEAGQIGRVSGLAAAIIGDAVGEGAIFERSTHFAP--PTL  353

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +  + R  L  AL QLA+ DPL+    D    ++ +S  G VQ EV+ A
+L + 
Sbjct  354  
ETRVLARRPSDRRGLWVALGQLAEQDPLINLRHDEEAGQMFVSLYGEVQKEVIGAMLEQD  413

Query  407  YKLETVVKEPSVIYMERPLKAA-
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            + +E    E SVI +ERP+    +H +  E   NPF A++GL V P S GSG  +   
V+
Sbjct  414  FGIEAEFLESSVICVERPVGTGEAHEVVFE-
GGNPFVATVGLRVEPRSPGSGNSFAFAVN  472

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            +G +   F  AV + +   L+QG FGW V DC +        +P+ST  DFR L P
+VL 
Sbjct  473  
IGLMPAGFYRAVEETVADALQQGRFGWPVIDCHVTMTMAGQRAPISTAGDFRHLTPLVLA  532

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             AL  + T++ EP   F + A  + +        +  AT+   +V+       G I    
Sbjct  533  
AALAMADTRVCEPINRFRIEAASDAIGPLLTLLGQAGATLTGTEVEDGTARLEGTIATSA  592

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q  +  L   T G +   +    Y
Sbjct  593  VQQVQRALPGLTGGVAAMESAFDHY  617

>AOS89057.1 TetM, partial [Lactococcus garvieae]
Length=190

 Score = 299 bits (766),  Expect = 5e-95, Method: Compositional 
matrix adjust.
 Identities = 138/190 (73%), Positives = 163/190 (86%), Gaps = 0/190 
(0%)

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            PML+TTI P  + QRE+LLDAL +++D+DPLL+  VD++THEI+LSFLG VQ+EV   
L+
Sbjct  1    



PMLQTTIEPCKSVQREKLLDALFEISDSDPLLQYYVDTVTHEIVLSFLGEVQMEVTCTLI  60

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             EKY +E   ++P+VIYMERPLK +  TI IEVPPNPFWASIGLSVTPL LGSG
+QYES 
Sbjct  61   
QEKYHIEIETRKPTVIYMERPLKKSEFTIDIEVPPNPFWASIGLSVTPLPLGSGIQYESL  120

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            VSLGYLNQSFQNAV +GIRYG EQGL+GW +TDCKICF+YGLYYSPVSTPADFR 
LAPIV
Sbjct  121  
VSLGYLNQSFQNAVMEGIRYGCEQGLYGWKLTDCKICFKYGLYYSPVSTPADFRMLAPIV  180

Query  524  LEQALKESGT  533
            LEQA ++SGT
Sbjct  181  LEQAFRKSGT  190

>WP_031046115.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomyces]
 KUM88084.1 GTP-binding protein [Streptomyces pseudovenezuelae]
Length=614

 Score = 314 bits (804),  Expect = 5e-95, Method: Compositional 
matrix adjust.
 Identities = 224/634 (35%), Positives = 331/634 (52%), Gaps = 
46/634 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDSGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFTAGDTRINLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+AG   Q+++  VR +L+   A +     V  +   V     D    
+A
Sbjct  121  
LPTLIFVNKIDRAGARDQALLADVRRRLTPYVAPLTEVTGVGTAGAAVTALPEDSRLAEA  180

Query  178  



VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +   L R    R  D S  PV++GSA  G G+  L++ 
+T L
Sbjct  181  
LAEVDQDMLAALVDGPAPTPGDLRRSLAARTGDGSFHPVFFGSALGGQGVAHLVEGLTRL  240

Query  238  F--
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
                P   QG     G+VF V     G+R  YLRLY G +           E+ +
+T +R
Sbjct  241  IPAGPATPQGPP--RGTVFAVRPGPGGERTAYLRLYDGQV----------
TERQRLTFLR  288

Query  296  IPSKGEIVRTDTAYPGEIVILP-------------
SDSVRLNDVLGDPTRLPRKRWREDP  342
              + G    + ++ PG +  L              S  +R+ D LG+   L  +  
+  P
Sbjct  289  RAADG----STSSVPGRVTRLSGPLTAGTIAALTFSPGLRVGDRLGE---
LADRAPQFSP  341

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L+T +  +   Q  RL  AL  LAD DPL+           +L + G VQ+EV
++A 
Sbjct  342  -PTLQTLVTARHPGQAARLRSALLTLADQDPLIHARPAPGGATSLLLY-
GEVQMEVLAAT  399

Query  403  LSEKYKLETVVKEPSVIYMERPLKAA----
SHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            L++ + +E   +   V Y+ERP         +  H+    + +WA+IGL V P   
G+G 
Sbjct  400  LAQDFGVEADFEPGRVRYLERPRGTGEACEENPWHLG---
SRYWATIGLRVEPGERGTGG  456

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             +     LG L ++   AV + +   +  GL G  VTD ++      + +P+ST 
ADFR 
Sbjct  457  
VFAYETELGALPRALHQAVEETVHVSMRTGLTGATVTDYRVTLVRSGFVAPLSTAADFRG  516

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            L PIVL +AL+ +GT+L EPY +F    P + L+          A        +   
V T
Sbjct  517  
LTPIVLRRALERAGTRLFEPYHAFEAEVPLDALAPVTAQLASAGAEFTGTTGGETAWVIT  576

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
            GE+ AR ++     L   T+G  V  +   G +A
Sbjct  577  GELAARRVREVELRLPGLTHGEGVWWSRHSGDRA  610

>WP_102919458.1 tetracycline resistance ribosomal protection protein 



Otr(A) [Streptomyces 
eurocidicus]
 PNE32486.1 GTP-binding protein [Streptomyces eurocidicus]
Length=659

 Score = 315 bits (807),  Expect = 6e-95, Method: Compositional 
matrix adjust.
 Identities = 232/662 (35%), Positives = 330/662 (50%), Gaps = 
42/662 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD+  LER+RGITI+ 
AV 
Sbjct  5    
RTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGSTRTDSGELERRRGITIRTAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  65   
PFRVGDLGVNLIDTPGHSDFIAEVGRALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD-  176
            PT++F+NK D+ G      +  +R +L+  ++   TV    + +   V     D    
D 
Sbjct  125  
PTLVFVNKADRPGAREAGTLADIRRRLTPRVVPMATVHGIGTPAARAVPGSYRDPAFRDL  184

Query  177  ---
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               A+ E++D LL + + G P    +L      R     L PVY+GSA  G GI  
L+D 
Sbjct  185  
VAEALAEDDDALLARLVDGPPPGAGELRAALADRTARGLLHPVYFGSALSGEGIAGLLDG  244

Query  234  VTGLFQPIGEQGS----AALCGSVFKVEYTDCGQRRVYLRLYSG--------
TLRLRDTV  281
            +   + P    G+    A   G+VF VE    G++  YLRL+SG        TL  
R+  
Sbjct  245  IA-
TYLPAVRAGAGAPDAGPTGTVFAVERGASGEKTAYLRLFSGELAERARITLHRREAD  303

Query  282  ALAGREKLKITEMR-IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWR  339
               G    +IT +  + +  +  R  TA  G I  L     +R+ D LG         
+ 
Sbjct  304  GAPGEHTGRITFLETVGAPPDAARRLTA--
GGIARLRGLPGIRVGDRLGPLADAGPAHFA  361

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399



                P L + + P   A   RL  AL  LAD DPL+           +L + G VQ 
EV+
Sbjct  362  P---PSLESVVRPVRPADAARLHAALAGLADQDPLIGTRALPGGGTSVLLY-
GEVQKEVL  417

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAAS-------
HTIHIEVPPNPFWASIGLSVTPL  452
            +A L E++ L    +  + I  ERP            H  H+      FWA++GL 
V P 
Sbjct  418  AATLDEEFGLGAAFEPSTTILRERPAGTGEAREEIDRHGGHV------
FWATVGLRVEPG  471

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
            + GSG  +     LG L  +F  AV + +   L+QGL GW VTDC +      +  
PVST
Sbjct  472  
APGSGNVFRRDTELGALPLAFDRAVEETVHGTLDQGLRGWPVTDCVVTLTRSGFVGPVST  531

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR L P+VL  AL E+GT++ EP   + L  P + L           A +       
Sbjct  532  
AADFRQLTPLVLMAALAEAGTEVYEPCHGYELEVPVDCLGPVMGALAAAGAVVGETVAGA  591

Query  573  
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            +  V  G IPAR +  +   L   T G  V  T     +   G    +PR   + L
++  
Sbjct  592  
EGCVLRGTIPARGLTGFEGRLPGLTRGEGVWWTAAAADRPCGGSVPKRPRSDGNPLNRAE  651

Query  633  HM  634
            ++
Sbjct  652  YL  653

>WP_093455492.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 2114.2]
 SDS62794.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2114.2]
Length=639

 Score = 314 bits (805),  Expect = 6e-95, Method: Compositional 
matrix adjust.
 Identities = 224/622 (36%), Positives = 324/622 (52%), Gaps = 
31/622 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGITI
++AV



Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L  
ALR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     ++  VR  L+  +  + +   + +P   V     D    
+A
Sbjct  121  
LPTIVFVNKIDRAGARTDGLLGDVRRLLTPHVAPLTEVADAGTPRAQVTRRPPDGRTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E + ++L   + G   + E + R    R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDTEVLAALVDGPEPTGEDVARALAARTADGSFHPLYHGSALGGQGVAELVEGLLGL  240

Query  238  FQPIGEQGSAALC------
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-LK  290
                    S          G+VF V     G+R  YLRLY G +  R  +    RE   
+
Sbjct  241  
IPAATPGTSGGTSGGTEPRGTVFAVRPGPAGERTAYLRLYGGEVHPRRRLTFLRRESDGR  300

Query  291  ITEMRIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPL  343
             TE+     G + R D      T   G I  L     +R+ D LG PT     R  
+   
Sbjct  301  TTEV----SGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGGPT----
DRAPQFAP  352

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L+T +  +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV+
+A L
Sbjct  353  PTLQTLVRARHPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATL  411

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQY  460
            +E + +E       V ++ERP  A +     E+P      ++A+IGL V P   
GSG  +
Sbjct  412  AEDFGIEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDRTRYFATIGLRVEPGPRGSGGAF  469

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520



                 LG L ++F  AV + +   L  GL G  VTD ++      + SP+ST 
ADFR L 
Sbjct  470  
GYETELGALPRAFHQAVEETVHDTLRTGLTGAAVTDYRVTLIRSGFSSPLSTAADFRGLT  529

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL  +GT L EPY +F    P + L+          A            + 
TGE
Sbjct  530  
PLVLRRALARAGTVLHEPYQAFEAEVPADTLAAVTALLASLGADFTGTTGGDPAWIVTGE  589

Query  581  IPARCIQAYRTDLAFYTNGRSV  602
            +PAR ++     L   T+G +V
Sbjct  590  LPARRVREAELRLPGLTHGEAV  611

>WP_016325250.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomyces]
 EOY45484.1 Ribosome protection-type tetracycline resistance protein 
[Streptomyces 
lividans 1326]
 AIJ17686.1 Tetracycline resistance protein TetM [Streptomyces 
lividans TK24]
 KKD15246.1 GTP-binding protein [Streptomyces sp. WM6391]
Length=639

 Score = 314 bits (805),  Expect = 7e-95, Method: Compositional 
matrix adjust.
 Identities = 224/622 (36%), Positives = 324/622 (52%), Gaps = 
31/622 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L  
ALR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     ++  VR  L+  +  + +   + +P   V     D    
+A
Sbjct  121  
LPTIVFVNKIDRAGARTDGLLGDVRRLLTPHVAPLTEVADAGTPRARVTRRPPDGRTAEA  180



Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E + ++L   + G   + E + R    R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDTEVLAALVDGPEPTGEDVARALAARTADGSFHPLYHGSALGGQGVAELVEGLLGL  240

Query  238  FQPIGEQGSAALC------
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-LK  290
                    S          G+VF V     G+R  YLRLY G +  R  +    RE   
+
Sbjct  241  
IPAATPGTSGGTSGGTEPRGTVFAVRPGPAGERTAYLRLYGGEVHPRRRLTFLRRESDGR  300

Query  291  ITEMRIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPL  343
             TE+     G + R D      T   G I  L     +R+ D LG PT     R  
+   
Sbjct  301  TTEV----SGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGGPT----
DRAPQFAP  352

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L+T +  +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV+
+A L
Sbjct  353  PTLQTLVRARHPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATL  411

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQY  460
            +E + +E       V ++ERP  A +     E+P      ++A+IGL V P   
GSG  +
Sbjct  412  AEDFGIEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDRTRYFATIGLRVEPGPRGSGGAF  469

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
                 LG L ++F  AV + +   L  GL G  VTD ++      + SP+ST 
ADFR L 
Sbjct  470  
GYETELGALPRAFHQAVEETVHDTLRTGLTGAAVTDYRVTLIRSGFSSPLSTAADFRGLT  529

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL  +GT L EPY +F    P + L+          A            + 
TGE
Sbjct  530  
PLVLRRALARAGTVLHEPYQAFEAEVPADTLAAVTALLASLGADFTGTTGGDPAWIVTGE  589

Query  581  IPARCIQAYRTDLAFYTNGRSV  602
            +PAR ++     L   T+G +V
Sbjct  590  LPARRVREAELRLPGLTHGEAV  611



>WP_105154317.1 GTP-binding protein, partial [Streptococcus suis]
Length=209

 Score = 300 bits (767),  Expect = 7e-95, Method: Compositional 
matrix adjust.
 Identities = 147/209 (70%), Positives = 171/209 (82%), Gaps = 0/209 
(0%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+TSFQW   
Sbjct  1    
LAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENT  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVNI+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FIN
Sbjct  61   
KVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFIN  120

Query  129  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK  188
            KIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLEK
Sbjct  121  
KIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEK  180

Query  189  YIAGEPISREKLVREEQRRVQDASLFPVY  217
            Y++G+ +   +L +EE  R Q+ SLFPVY
Sbjct  181  YMSGKSLEALELEQEESIRFQNCSLFPVY  209

>PCH76293.1 GTP-binding protein [Flavobacteriaceae bacterium]
Length=655

 Score = 315 bits (806),  Expect = 7e-95, Method: Compositional 
matrix adjust.
 Identities = 202/625 (32%), Positives = 328/625 (52%), Gaps = 
26/625 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+NIGI+AHV+AGKTTLTE LL+++GAI + G+V+KG+T TD + LE++RGITIQ    
Sbjct  4    
KILNIGIIAHVNAGKTTLTEQLLFSAGAIHQLGNVDKGSTTTDHLALEKERGITIQNTCV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W   K+NI+DTPGH DF  EV ++L VLD  IL+ISA DG+QA T  L+  LR   
I
Sbjct  64   
SFIWKDVKINIIDTPGHADFSDEVDKALQVLDAVILIISAVDGIQAHTLSLWENLRAQAI  123



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------
IIIKQTVSLSPEIVLEENTDIEAW  175
            P +IFINKID+ G  + +V   + ++L          I  Q +  +  +  EE    
+++
Sbjct  124  
PVLIFINKIDRDGAAIDTVFYELENELGIKGFCLNYPIDGQELIPTSAVDKEEEIIAKSF  183

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E +D++ E+Y+       +++  + Q      +L P+ +G+AK+G+G   +   
++
Sbjct  184  
ENLAELDDEIFEQYLEETLEYTDEIAAKTQCFTHSQALIPIVFGAAKQGIGTAEIATIIS  243

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKLKITE  293
              F       S      +FK+E      R  ++R YSG L  +D + +  R   +
+KI +
Sbjct  244  A-FPSKNTLDSNEKNAKIFKIEQHAKFGRLAHIRSYSGDLSAKD-
IMVCNRINSEVKINQ  301

Query  294  MRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTI  350
            +   + G+    +T +  +I +I  S+++ + DVLG+  P  L +K        +L
++ +
Sbjct  302  LLQNTVGKTDTINTLHTNDIGIIAISENLIVGDVLGNELPQELSKK--------
LLKSVL  353

Query  351  APKTAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            + +  A  E+    L +AL QL   +P L         E  +  LG +Q EV+      
+
Sbjct  354  
SVEVNAVLEKDYQSLANALQQLDAENPALNFTWYKSEREFHVHILGPLQSEVLIHTFKHR  413

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +E  +K P +IY E P   A   +   + P P WA +  +++P +  SG+ Y S 
V +
Sbjct  414  FGIEATIKPPKIIYKETPKTTAEGFVRYWM-
PKPCWAIMTFNISPGAPNSGLTYSSDVGV  472

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
              ++Q +QN V+  I +GL+QG+ GW VTD  I    G  ++  S P DF    P+ 
+ +
Sbjct  473  
NDISQKYQNEVKRAIPWGLKQGIKGWEVTDINITLIKGEEHTVHSNPGDFLLATPMGVLR  532

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             ++++GTQLLEPY  F + A Q+ L R      K  A +E      +     G +     
Sbjct  533  



GIEKAGTQLLEPYYQFEIKAHQDLLGRIQSSLVKLNAQLEAPYFTDEIFRLKGSVTVEKA  592

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
              Y    +  T G+      + GYQ
Sbjct  593  LDYSVTFSAITAGKGRLKLRIGGYQ  617

>WP_045534099.1 MULTISPECIES: GTP-binding protein [Rhizobium]
 PTV75720.1 GTP-binding protein [Rhizobium pusense]
Length=649

 Score = 315 bits (806),  Expect = 8e-95, Method: Compositional 
matrix adjust.
 Identities = 218/634 (34%), Positives = 337/634 (53%), Gaps = 
15/634 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G+T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDVGVIDKLGSVDAGSTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     VN++DTPGH DF+AEV R L VLD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFKICDTVVNLIDTPGHPDFIAEVERVLGVLDAAVVVVSAVEGVQAQTRVLVRALQRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEAWDAVI  179
            +P + FINK+D+ G     VV  + ++L    I   TV+    ++V    T++   
+   
Sbjct  121  
VPFLFFINKVDRVGARYDGVVNDLVNQLRVCPIAMSTVTDEGGKLVRVAATNMTVSNPFF  180

Query  180  --------ENNDKLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                    EN++ LL  Y+A  + +  E+L    +++     + PV+ G+A  G+G
+  L
Sbjct  181  
TSLSEILAENDENLLHDYLARPDLVDSERLSHSLRQQTASGLVHPVFAGAAMTGVGLSDL  240

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  +        +  + G +FK+E    G++  YL L SGT++LR  + L  R   
K
Sbjct  241  ISAIPAMLPARNPDPAGDVVGKIFKIERGWGGEKLSYLYLASGTIQLRQYLPLP-
RGSGK  299

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T +++   G I        G+I  +      R+ D++G  T + R  +   P P 



L T 
Sbjct  300  VTGIQVFEDGRIKSATRLCAGQIGRVNGLADARVGDLVG-ATAIARGEFHFAP-
PTLETR  357

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I  +  ++   L  AL QLA+ DPL+    +  T+++ +S  G VQ EV+ + LS  
Y +
Sbjct  358  
IISRRPSEHANLWLALNQLAEQDPLISLRRNEETNDVFVSLYGEVQKEVIQSELSTGYGI  417

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                ++  VI +ER   +      +   PNPF A++GL V P   G+G  +   V 
LG +
Sbjct  418  
AADFEDSIVICVERLCGSGQGLQLLFKEPNPFLATLGLRVEPRPDGTGNSFALEVELGQM  477

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L+QG+FGW V DC +      + SP +  ADFR L P VL  
ALK
Sbjct  478  
PASFYRAVEETVFETLKQGIFGWRVEDCHVAVTAARHTSPSTNAADFRHLTPWVLASALK  537

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+ T + EP   F + AP   + R      +  A    + +  + V   G + +  
+Q+ 
Sbjct  538  
EAQTFVCEPVDRFHIEAPTTAMPRLVALLARVGAATNNSLISGNVVRLEGTLASAAVQSV  597

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            +  +   T G  +  T    Y A    P  Q RR
Sbjct  598  QQQVPGLTGGMGMMETSFDHY-ARTRHPPPQRRR  630

>AMP49322.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=213

 Score = 299 bits (766),  Expect = 1e-94, Method: Compositional 
matrix adjust.
 Identities = 143/194 (74%), Positives = 163/194 (84%), Gaps = 0/194 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD 
VIE
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIE  185

Query  181  NNDKLLEKYIAGEP  194
             ND LLEKY++G+ 
Sbjct  186  GNDDLLEKYMSGKS  199

>WP_095683712.1 GTP-binding protein [Streptomyces sp. CLI2509]
 ASY36343.1 GTP-binding protein [Streptomyces sp. CLI2509]
Length=673

 Score = 315 bits (806),  Expect = 1e-94, Method: Compositional 
matrix adjust.
 Identities = 238/661 (36%), Positives = 340/661 (51%), Gaps = 
44/661 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G+LAHVDAGKT+LTE LL+A+G + EPGSV+ GTTRTD++ LER+RGITI
+AAV SF
Sbjct  7    
LNLGVLAHVDAGKTSLTERLLHAAGLLDEPGSVDAGTTRTDSLDLERRRGITIKAAVVSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV R LAVLDGA+LV+SA +GVQ QTR+L   LR++ 
IPT
Sbjct  67   
PLGDRTVNLVDTPGHPDFIAEVERVLAVLDGAVLVVSAVEGVQPQTRVLLRTLRRLGIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDI  172
            ++F+NKID+ G   + ++  +R +L   ++             + +  +P    +E    
Sbjct  127  LLFVNKIDRRGA--RELLGELRARLDPAVVALGVPDGAGTPGARFLPYAP----
DEPAHT  180

Query  173  EAWDAVI-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            EA   V+   +D LL  Y+ G  +S  +L  E +R V  A + PV YGSA  G GI  
L 
Sbjct  181  EALSEVLTARDDALLGAYLDGG-
LSPARLRGELRRAVASARVHPVLYGSALTGAGIAELR  239



Query  232  DAVTGLFQPIGEQGS-AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREK  288
             A+  L  P+   G+ A L  SVFK+E    G+RR Y RL++GTL +R+ V     
GR  
Sbjct  240  AALAELL-
PVARGGAEAPLSASVFKIERGPGGERRAYARLHAGTLAVRERVPYGADGRSA  298

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPL---  343
            + +T + + + G  V    A  G+I ++     +R+ D +G  P     +          
Sbjct  299  V-
LTGLDVFADGGPVPAREARAGQIALVHGLPGLRIGDRIGAGPADDAARATASATAFAP  357

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L + + P+       L  AL++LA+ DPL+    D    EI +S  G VQ EV+
+  L
Sbjct  358  
PSLSSVVVPEEHRDALALWPALSELAEQDPLIGLRRDPAREEISVSLYGEVQKEVIATTL  417

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             E+Y +    +    + +ER     S     E   NPF A+IGL V P + G+G  
+   
Sbjct  418  
LEEYGVRAGFRASRPLCVERVRGEGSAVEVGERDGNPFLATIGLRVRPRTPGTGTVFRLG  477

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVS  511
            + LG L  +F  A+ + +   L +GL GW V DC++      Y+            
S  S
Sbjct  478  
IELGSLPPAFLKAIEETVGTVLGEGLRGWPVVDCEVTLVRSGYWPRQSHSHAVFDKSMSS  537

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR L P+VL  AL+ +GT + EP   F L  P E          +  A     
+  
Sbjct  538  
TAGDFRLLTPLVLMTALRGAGTVVEEPVHHFRLEVPAEAYGAVLPLVGRLGAVPGAPRAA  597

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
                   GEIPA  +      L   + G  V  TE   Y+   G PV  P R  +  
D +
Sbjct  598  GGTYTVEGEIPAAHVHELGRLLPGPSRGEGVLETEFAAYRPVRG-PV--
PERSRTDADPL  654

Query  632  R  632
            R
Sbjct  655  R  655



>WP_030607306.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
fulvoviolaceus]
Length=620

 Score = 313 bits (802),  Expect = 1e-94, Method: Compositional 
matrix adjust.
 Identities = 215/624 (34%), Positives = 322/624 (52%), Gaps = 
26/624 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +PT+IF+NKID+AG   + ++  +R +L+  +     ++   +    +      D    
+
Sbjct  121  
LPTLIFVNKIDRAGARSEGLLADIRRRLTPYVAPLTDVRGIGTARARVTRRPFEDRRLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E +  +L   + G   + + L +    R  D S  PV++GSA  G G+  L++ 
VT 
Sbjct  181  
TLAEVDPDILAAVVDGPEPTADDLRKTLAARTADGSFHPVFFGSALGGQGVAELVEGVTR  240

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L  P          G+VF V     G+R  YLRLY G +  R  +    R+    T   
+
Sbjct  241  
LIPPTPTTHGTEPRGTVFAVRPGPGGERTAYLRLYDGEVTERQRITFLRRQADGRTS-EV  299

Query  297  PSKGE----IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            P++      I  +     G I  L   + +R+ D LG+ T     R  +   P L 
T ++
Sbjct  300  PARATRLDVIGGSGPLTAGNIAALTGPTGLRVGDRLGELT----
DRSPQFAPPTLETLVS  355

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411



             +   Q  RL  AL  LAD DPL+     ++     L   G VQ+EV++  L++ + 
+E 
Sbjct  356  ARHPEQVARLRSALLPLADQDPLIHAR-
PTVAGATALLLYGEVQMEVLAVTLAQDFGIEA  414

Query  412  VVKEPSVIYMERPLKAASHTIHIEVPPNP------
FWASIGLSVTPLSLGSGVQYESRVS  465
              +   V ++ERP       +      NP      +WA+IGL V P  LG+G  +     
Sbjct  415  EFEPGRVRFLERP-----
RGVGEACDENPWHDHTRYWATIGLRVEPGPLGTGGVFTYETE  469

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  A+ + +   +  GL G  VTD ++      Y +P+ST A FR L 
PIVL 
Sbjct  470  
LGALPRAFHQAIEETVHASMRSGLCGAAVTDYRVTLVRSGYAAPISTAAHFRGLTPIVLR  529

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+++GT+L EPY +F    P + LS          A            + TGE+ 
AR 
Sbjct  530  
RALEQAGTRLYEPYHAFEAEVPLDALSPVTAQLASAGAEFTGTTGGSTAWLITGELAARR  589

Query  586  IQAYRTDLAFYTNGRSVCLTELKG  609
            ++     L   T+G  V  + L G
Sbjct  590  VREIELRLPGLTHGEGVWWSRLSG  613

>WP_064831270.1 GTP-binding protein [Rhizobium phaseoli]
 ANL72836.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium phaseoli]
Length=655

 Score = 314 bits (804),  Expect = 2e-94, Method: Compositional 
matrix adjust.
 Identities = 208/575 (36%), Positives = 311/575 (54%), Gaps = 
15/575 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   
VSFAIGGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRIG  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTD-------I  172
            +P V F+NK+D+ G     V++++  +L+   I +   +    ++   E  D        
Sbjct  121  
VPFVFFVNKVDRLGARYGEVMEALAAQLAVRPIAMSSVIEAGGKLARVEPLDPGNEPLFS  180

Query  173  EAWDAVIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL  Y+   E ++ E+L      +V    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEALLADYVLDPERLTGERLGCSLADQVARGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L +GT+RLR  + L    
+ ++
Sbjct  241  
SAIAAILPEQHPNPDGPVAGKIFKIERGWGGEKLCYVSLTAGTVRLRQYLDLPNGPE-RV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPMLRTT  349
            T +++   G     ++   G+I  +      R+ D V GD     R  +     P 
L T 
Sbjct  300  TAIQLFQGGRSHGAESFGAGQIARVSGLAGARIGDTVGGDQGATGRVHFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ A L   
+ L
Sbjct  357  
VLARRPSERAALWLALSQMAEQDPLINLHRNEEADEVFVSLYGEVQKEVIQATLQADFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   +E +VI  ERP    +    +   PNPF A+IGL V P   G+G  +   V 
+G +
Sbjct  417  
EASFEESTVILAERPAATGTGLQILFKEPNPFLATIGLRVEPRPAGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  AV++ +   L+QG FGW V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PVAFYRAVQETVFETLKQGTFGWQVIDCHVAMTAARHSSPASTAADFRQLTPWVLASALS  536

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
             + T L EP   F L  P E L+       K  AT
Sbjct  537  AAQTVLCEPVDRFHLETPAESLAGVLTLLAKSAAT  571



>WP_086829605.1 GTP-binding protein [Allokutzneria sp. NRRL B-24872]
Length=591

 Score = 312 bits (799),  Expect = 2e-94, Method: Compositional 
matrix adjust.
 Identities = 215/624 (34%), Positives = 333/624 (53%), Gaps = 
58/624 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ +N+G+LAHVDAGKT+LTE LL+++G I  PGSV+ G T+TD++ LERQRGITI
++AV
Sbjct  2    
VRTLNLGVLAHVDAGKTSLTERLLHSAGVIERPGSVDDGDTQTDSLALERQRGITIKSAV  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+S  +GVQAQTR+L   
LR++ 
Sbjct  62   
VSFVVDDVAVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSGVEGVQAQTRVLMRTLRRLR  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT++F+NK+D+   D    V+++ +K            L+P +V  ++ D  A + 
+ E
Sbjct  122  IPTLVFVNKMDRPTADAARTVRAMAEK------------LTPSVVPLDDADRLA-
EVLAE  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D+L+E Y+ G+       + E+ RR   A + PV++GSA  G G+  L+  +T  
F P
Sbjct  169  HDDELVEPYVDGQRSWVRAALVEQTRR---AVVHPVFFGSAVSGAGVAELIAGIT-
EFLP  224

Query  241  IGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E  +   L G+VFKVE    G++  Y+R++SG LR R+ +        K+T + 
+   
Sbjct  225  AKESSTDGPLSGTVFKVERGAGGEKIAYVRMFSGVLRPRERIGAG-----
KVTALSVFGG  279

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            GE+        G++  L    +R+ D +G P       +     P L + + P+  
++R 
Sbjct  280  GEL---SAGRIGKVWGL--SKIRIGDAVGAPRASAASHFAP---
PTLESVVQPRDPSERG  331

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  AL QLA+ DPL+     ++  +  +S  G VQ EV+ A L+ +Y ++   +E 
+ I



Sbjct  332  LLHSALAQLAEQDPLI-----
NLREDFSVSLYGEVQKEVIQATLAAEYGIDVDFRETTTI  386

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            +++RP+        I    NPF A++GL V P       ++   V LG L  +F  
AV +
Sbjct  387  HVKRPVGVGESVEVIATDSNPFLATVGLRVEP----
GPSEFRLEVELGSLPFAFFRAVEE  442

Query  480  GIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQA  527
             +   L +      V DC +      Y+            S  ST  DFR+LA 
+VL +A
Sbjct  443  SVGAELRRA----
EVRDCTVTMTRSGYWARQSRAHGGFDKSMSSTAGDFRALAAVVLAEA  498

Query  528  LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCI  586
            L+ +GT++LEP     L  P + L  A   A      +    V +  V     
EIPA  +
Sbjct  499  LRRAGTEVLEPIHRLRLEVPADTLG-
AVSTALAKLRGVPLVPVLRGAVCELEAEIPAGRV  557

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
             A++  L   T G  V   E   Y
Sbjct  558  HAFQQALPGLTRGEGVVEAEFDRY  581

>WP_073900276.1 GTP-binding protein [Saccharothrix sp. CB00851]
 OKI13960.1 GTP-binding protein [Saccharothrix sp. CB00851]
Length=663

 Score = 314 bits (804),  Expect = 2e-94, Method: Compositional 
matrix adjust.
 Identities = 214/618 (35%), Positives = 330/618 (53%), Gaps = 
34/618 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+G+LAHVDAGKT+LTE LL+  G I   GSV+ G T+TD+  +ER+RGITI+
+AV 
Sbjct  14   
RTLNLGVLAHVDAGKTSLTERLLFDHGRIPRLGSVDGGDTQTDSGEVERRRGITIRSAVA  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+    +VN+VDTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L  +LR
++ +
Sbjct  74   
WFRLGDLQVNLVDTPGHPDFIAEVERALSVLDGAVLVLSAVEGVQAQTRVLLRSLRRLRL  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----IE  173



            PT+IF+NK+D+ G     ++  +R +L+  ++    + +  +    +V   + D     
E
Sbjct  134  
PTLIFVNKVDRVGARYDDLLAEIRRRLTPAVVPMVRVDRLGTRDAGVVARSSDDGSFPAE  193

Query  174  AWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              + + +++  LL + + G+ P   E  +R++  R     + PV++GSA  G G   
L D
Sbjct  194  VAELLADHDLSLLGRVLDGDVPEDVEGPLRDQTCR---
GLVHPVFFGSAMSGAGTTELTD  250

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             V     P     S  L G+VF VE T  G++  YLRL+SGTL  R  VA   R+     
Sbjct  251  GVRRFLAPR-
PVPSDDLRGTVFAVERTGKGEKVAYLRLFSGTLHGRQRVAFRRRDASGAV  309

Query  293  EMR---------
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
            E           +   G +   D    G++  LP   VR+ D LG   +     +     
Sbjct  310  EEHRGRVAGLEVVGGSGPLTAGDI---GKLRGLP--
HVRVGDRLGPADQGTGTHFSP---  361

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L + + P    +   L  ALT+LAD DPL+R          +L + G VQ EV+
+  L
Sbjct  362  PILESVVRPARPGREAELHAALTRLADEDPLIRTRTIGGGATSVLLY-
GAVQREVIAERL  420

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP--
PNPFWASIGLSVTPLSLGSGVQYE  461
            + ++ ++ V ++   +Y ERP+      +H  VP  PN FW ++G+ V PL  G+G  
+ 
Sbjct  421  AREFGIDAVFEQVRPVYFERPV-
GRGEAVHEFVPRGPNDFWQTVGVRVEPLPPGTGTTFT  479

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
                LG L +++  A+ + +   L QGL GW VTDC +   +  Y +P++  ADFR 
L P
Sbjct  480  
REAQLGLLPKAYHRAIEEAVTATLRQGLHGWEVTDCAVTITHVGYEAPMTVAADFRHLTP  539

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL +AL+ +G+ + EP  +  +  P + LS          A +  A          
G I
Sbjct  540  
IVLLRALQRAGSAVHEPGYAVEVEVPGDALSAVTGLLLSLDADLGPAVESGSAWSVPGTI  599

Query  582  PARCIQAYRTDLAFYTNG  599
            PAR +      L   T+G



Sbjct  600  PARSLHDLAAALPGLTHG  617

>WP_020117114.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
canus]
Length=613

 Score = 312 bits (800),  Expect = 2e-94, Method: Compositional 
matrix adjust.
 Identities = 224/629 (36%), Positives = 323/629 (51%), Gaps = 
42/629 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ASFTVGDTRINLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NKID+AG   +S++  VR +L+   A +     +  +   V     D    
DA
Sbjct  121  
LPTLIFVNKIDRAGARDESLLTDVRRRLTPYVAPLTEVTGIGTTAAGVTALPEDGRLADA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--  235
            + E +  +L   + G   + + L      R  D S  PV++GSA  G G+  L++ 
VT  
Sbjct  181  
LAEVDQDILAALVDGPEPTPDDLRTSLAARTADGSFHPVFFGSALGGQGVSHLVEGVTRL  240

Query  236  ---
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-----  287
               G   P GE       G+VF V     G+R  YLRLY G +  R  +    RE     
Sbjct  241  IPGGATTPEGEP-----
RGTVFAVRPGPGGERTAYLRLYGGQVTERQRLTFLRREADGAT  295

Query  288  ---
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
               + ++T +  P     +   T  PG         +R+ D LG+   L  +  +  
P P
Sbjct  296  SRVRGRVTHLSGPLTAGTIAALTFSPG---------LRVGDRLGE---
LADRAPQFSP-P  342



Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L+T +  +   Q  RL  AL  LAD DPL+           +L + G VQ+EV+
+A L+
Sbjct  343  TLQTLVTARRPEQAARLRSALLTLADQDPLIHARPAPGGGTSLLLY-
GEVQMEVLAATLA  401

Query  405  EKYKLETVVKEPSVIYMERPLKAA----
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            + + +E   +   V Y+ERP         +  H+    N +WA+IGL V P   
GSG  +
Sbjct  402  QDFGVEADFEPGRVRYLERPRGMGEACEENPWHLG---
NRYWATIGLRVEPGERGSGGVF  458

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
                 LG L ++F  AV + +   +  GL G  V D ++      +  P+ST 
ADFR L 
Sbjct  459  
GYETELGALPRAFHQAVEETVHASMRTGLTGATVADYRVVLVRSGFVGPLSTAADFRGLT  518

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            PIVL +AL+ +GT+L EP  +F    P + L+          A            + 
TGE
Sbjct  519  
PIVLRRALERAGTRLFEPCHAFEAEIPLDALAPVTAQLASVGAEFTGTTGGATAWLITGE  578

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            +PAR ++     L   T+G  V  +   G
Sbjct  579  LPARRVREVELRLPGLTHGEGVWWSRPSG  607

>BAF95548.1 tetracycline resistance protein, partial [Bacillus sp. 
APFTCR26]
Length=205

 Score = 298 bits (764),  Expect = 2e-94, Method: Compositional 
matrix adjust.
 Identities = 140/178 (79%), Positives = 158/178 (89%), Gaps = 0/178 
(0%)

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +RE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY +E  
+KEP
Sbjct  28   
EREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEP  87

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +VIYMERPLK A +T HIEVPPNPFWASIGLSV PL LGSGVQYES 
VSLGYLNQSFQNA
Sbjct  88   



TVIYMERPLKNAEYTTHIEVPPNPFWASIGLSVAPLPLGSGVQYESSVSLGYLNQSFQNA  147

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            V +GIRYG EQGL+GWNVTDCKIC +YGLYYSPVSTPADFR LAPIVLEQ LK+
+GT+
Sbjct  148  
VMEGIRYGCEQGLYGWNVTDCKICSKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTE  205

>WP_007830218.1 GTP-binding protein [Streptomyces sp. Tu6071]
 EGJ79151.1 putative tetracycline resistance protein [Streptomyces 
sp. Tu6071]
Length=673

 Score = 314 bits (805),  Expect = 2e-94, Method: Compositional 
matrix adjust.
 Identities = 238/661 (36%), Positives = 340/661 (51%), Gaps = 
44/661 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G+LAHVDAGKT+LTE LL+A+G + EPGSV+ GTTRTD++ LER+RGITI
+AAV SF
Sbjct  7    
LNLGVLAHVDAGKTSLTERLLHAAGLLDEPGSVDAGTTRTDSLDLERRRGITIKAAVVSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV R LAVLDGA+LV+SA +GVQ QTR+L   LR++ 
IPT
Sbjct  67   
PLGDRTVNLVDTPGHPDFIAEVERVLAVLDGAVLVVSAVEGVQPQTRVLLRTLRRLGIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDI  172
            ++F+NKID+ G   + ++  +R +L   ++             + +  +P    +E    
Sbjct  127  LLFVNKIDRRGA--RELLGELRARLDPAVVALGVPDGAGTPGARFLPYAP----
DEPAHT  180

Query  173  EAWDAVI-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            EA   V+   +D LL  Y+ G  +S  +L  E +R V  A + PV YGSA  G GI  
L 
Sbjct  181  EALAEVLTARDDALLGAYLDGG-
LSPARLRGELRRAVASARVHPVLYGSALTGAGIAELR  239

Query  232  DAVTGLFQPIGEQGS-AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREK  288
             A+  L  P+   G+ A L  SVFK+E    G+RR Y RL++GTL +R+ V     
GR  
Sbjct  240  AALAELL-
PVARGGAEAPLSASVFKIERGPGGERRAYARLHAGTLAVRERVPYGADGRSA  298



Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPL---  343
            + +T + + + G  V    A  G+I ++     +R+ D +G  P     +          
Sbjct  299  V-
LTGLDVFADGGPVPAREARAGQIALVHGLPGLRIGDRIGAGPADDAARATASATAFAP  357

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L + + P+       L  AL++LA+ DPL+    D    EI +S  G VQ EV+
+  L
Sbjct  358  
PSLSSVVVPEERRDALALWPALSELAEQDPLIGLRRDPAREEISVSLYGEVQKEVIATTL  417

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             E+Y +    +    + +ER     S     E   NPF A+IGL V P + G+G  
+   
Sbjct  418  
LEEYGVRAGFRASRPLCVERVRGEGSAVEVGERDGNPFLATIGLRVRPRTPGTGTVFRLG  477

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVS  511
            + LG L  +F  A+ + +   L +GL GW V DC++      Y+            
S  S
Sbjct  478  
IELGSLPPAFLKAIEETVGTVLGEGLRGWPVVDCEVTLVRSGYWPRQSHSHAVFDKSMSS  537

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T  DFR L P+VL  AL+ +GT + EP   F L  P E          +  A     
+  
Sbjct  538  
TAGDFRLLTPLVLMTALRAAGTVVEEPVHHFRLEVPAEAYGAVLPLLGRLGAVPGAPRAA  597

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
                   GEIPA  +      L   + G  V  TE   Y+   G PV  P R  +  
D +
Sbjct  598  GGTYTVEGEIPAAHVHELGRLLPGPSRGEGVLETEFAAYRPVRG-PV--
PERSRTDADPL  654

Query  632  R  632
            R
Sbjct  655  R  655

>WP_027735987.1 GTP-binding protein [Streptomyces sp. CNT360]
Length=695

 Score = 315 bits (806),  Expect = 2e-94, Method: Compositional 
matrix adjust.
 Identities = 234/700 (33%), Positives = 339/700 (48%), Gaps = 
87/700 (12%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTDT  LERQRGITI++ V 
SF 
Sbjct  3    
NIGILAHVDAGKTSLTERLLHQAGAIPVLGSVDAGSTRTDTGALERQRGITIRSGVVSFT  62

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +G+Q QTR+L   LR+M 
+PT+
Sbjct  63   
VGGARINLLDTPGHADFIAEVERALDVLDGAVLVLSAVEGLQPQTRVLMRTLREMRLPTL  122

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDIE  173
            +F+NKID+AG    ++V  VR KL+   +             + + L P+      
TDI 
Sbjct  123  
LFVNKIDRAGARPAALVSEVRRKLAPHAVPLHRVHAPGTRSARALPLRPDDDPGARTDIA  182

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + + ++ LL + + G P +  ++           +  P+Y+GSA  G G+  
L + 
Sbjct  183  --
EVLADLDEGLLARVVDGPPPTAREVTAALAAHTARGAAHPLYFGSALTGEGVAALAEG  240

Query  234  VTGLF---------------------------------QPI---------
GEQGS-----  246
            +  L                                   P+         GE GS     
Sbjct  241  
MGRLLPAACDGAGAAGGEYGSAGAGTAATSTATSTGATGPVVADSAATASGEAGSSDREP  300

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTL----
RLRDTVALAGREKLKITEMRIPSKGEI  302
            A   G+VF +E    G+R  Y+RL++GTL    RL      AG + L+  + RI S  
E+
Sbjct  301  AGPRGTVFAMESGASGERLAYVRLFAGTLAPRERLTLRRRTAGGD-
LEEHDGRITSL-EV  358

Query  303  VRTDTAYP-----GEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK--T  354
            +      P     GEI  I     VR+ D +G     PR R      P L++ + P    
Sbjct  359  IGAPDRTPALLRAGEIGRIRGLARVRVGDTVGTGDD-
PRARGTHFAPPTLQSVVRPAEPG  417

Query  355  AAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
             A   RL  AL ++AD DPLL  R E D  T  ++    G VQ ++V A L++++ 
+E V
Sbjct  418  PAAASRLRTALLRMADEDPLLHARPEPDGATSVLL---
YGEVQKQIVGATLAQEHGIEAV  474



Query  413  VKEPSVIYMERPLKAASHTIHI-----EVP-
PNPFWASIGLSVTPLSLGSGVQYESRVSL  466
             +    +  ERP+        I       P  +  WA++GL V P   GSGV +     
L
Sbjct  475  
FERSRTLCRERPVGTGEAADGIGDRGRHAPAADGHWATVGLRVAPGPWGSGVAFRYETEL  534

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L  +F  A+ + +   L  G  GW VTDC +      +  P+ST +DFR L  
+V  +
Sbjct  535  
GALPYAFHRAIEETVHRALRTGPHGWEVTDCVVTLVRSGFAGPLSTASDFRGLTRLVAAR  594

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT++ EPY +F    P+  L+          A++            TG 
+PAR  
Sbjct  595  
ALQRAGTRVYEPYHAFEAEVPRGALAHVTGVLATLAASLTDTTAGDQVCSLTGTLPARND  654

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNS  626
             A R  L   T G  V  +   G Q   G      RRP++
Sbjct  655  AAARQALPGLTRGEGVWWSRPAGEQPRTGGSAAD-RRPDT  693

>WP_106504825.1 GTP-binding protein, partial [Escherichia coli]
Length=192

 Score = 297 bits (761),  Expect = 3e-94, Method: Compositional 
matrix adjust.
 Identities = 142/192 (74%), Positives = 162/192 (84%), Gaps = 0/192 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRK+ 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKIG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELHPNMRVMNFTESEQWDMVIE  180



Query  181  NNDKLLEKYIAG  192
             ND LLEKY +G
Sbjct  181  GNDYLLEKYTSG  192

>ATU88011.1 TetM, partial [Enterococcus faecalis]
Length=251

 Score = 300 bits (767),  Expect = 3e-94, Method: Compositional 
matrix adjust.
 Identities = 149/243 (61%), Positives = 181/243 (74%), Gaps = 7/243 
(3%)

Query  23   
LLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFL  82
            LLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDFL
Sbjct  1    
LLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFL  60

Query  83   
AEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQ  142
            AEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL 
+V Q
Sbjct  61   
AEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQ  120

Query  143  
SVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVR  202
             +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   
+L +
Sbjct  121  
DIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQ  180

Query  203  
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGS-------VFK  255
            EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG         
F 
Sbjct  181  
EESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGKDNVLHIYAFI  240

Query  256  VEY  258
            VEY
Sbjct  241  VEY  243

>WP_078983558.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
lydicus]
 AJT63677.2 Tetracycline resistance protein TetM [Streptomyces 
lydicus]
Length=643



 Score = 313 bits (802),  Expect = 3e-94, Method: Compositional 
matrix adjust.
 Identities = 225/630 (36%), Positives = 322/630 (51%), Gaps = 
49/630 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGDTRTDTGALERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGDTRINLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLGLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT---------
VSLSPEIVLEENTDIEA  174
            ++FINKID+ G   ++++  +R +L A + +  T           +SP  + +  T    
Sbjct  127  LLFINKIDRVGARDEALLADIR-
RLLAPVAVPMTSVTGLGTARARVSPYDLEDARTRDRI  185

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +AV E +D LL + + G P +  ++      R  D SL PVY+GSA  G G+  L
+  +
Sbjct  186  
AEAVAEADDALLARVVDGAPPTAVQVRAALAARTADGSLHPVYFGSALGGQGVGALVQGI  245

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKI  291
              L  P          G+VF V     G+R  ++RLY G LR R  + L  R     
L  
Sbjct  246  
AALIPPAPVAAGDEPRGTVFAVHQPPGGERTAHIRLYGGELRPRQRIELHRRATDGGLGT  305

Query  292  TEMRIPSKGEIVR----TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL---  343
               RI S   + R    +    PG I ++     +R  D LG    LP     +D 
L   
Sbjct  306  VTGRITSLEVVGRPPGGSGPLTPGNIAVIRGLPGIRTGDRLGP---LPES---
DDALFAS  359

Query  344  PMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSA  401
            P L T +      +   L  AL  LAD DPLL  R   D  T  ++L   G VQ E
+++A
Sbjct  360  PTLETVVRAHDPGRAAALRAALLALADQDPLLQARPAADGAT-SVLLH--
GEVQKEIIAA  416

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAA---------



SHTIHIEVPPNPFWASIGLSVTPL  452
             L +++ +        V+ +ERP              HT H        WA++GL 
V P 
Sbjct  417  TLRDEHGIGAEFAPSRVVCVERPCGVGEASYEIAKRGHTGH--------
WATVGLRVEPG  468

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
            + GSG  +     LG L   F  A+ + +   L QG  G  VTDC++      +  
PVST
Sbjct  469  
ARGSGPVFAYETELGALPHGFHQAIEETVLATLRQGPRGMAVTDCRVVLTRSGFVGPVST  528

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR++ P VL +AL+ +GT++ EPY +F    P + L+          A +      
+
Sbjct  529  
AGDFRTVTPGVLLRALRRAGTRVHEPYHAFEAELPPDALAAVTARLAALGAELGETAGGR  588

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
               +  G +PAR +Q     L   T+G  V
Sbjct  589  HSWLVRGVLPARHVQEAEGMLPGLTHGEGV  618

>WP_084482346.1 GTP-binding protein [Cloacibacillus evryensis]
Length=663

 Score = 313 bits (803),  Expect = 3e-94, Method: Compositional 
matrix adjust.
 Identities = 219/641 (34%), Positives = 331/641 (52%), Gaps = 
25/641 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVD GKTTLTE +L+ +GA+   G V+ G+  TD M  ER+RGI+++AA    
Sbjct  35   
LTIGILAHVDGGKTTLTEQMLFRAGAVRSLGRVDDGSAHTDFMDFERRRGISVRAASALL  94

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   K+ I+DTPGH DF +EV R++  +D A++V+SA +GVQ+QT +++H++ KM 
IP 
Sbjct  95   
EWRERKIYIIDTPGHSDFSSEVQRAVRAMDLAVIVVSAVEGVQSQTELIWHSIDKMGIPA  154

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENN  182
            + FINK D+ G D  SV             I +    +P  +  E  D EA  + + 
E +
Sbjct  155  LFFINKTDRVGADAGSVTAE----------IGELTGTAPRPL--
ELGDKEALAETLAEYD  202

Query  183  DKLLEKYI--



AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            D+ LEK+    GE  S E+L    +       L PV  G+A KG G++PL+D +  
L + 
Sbjct  203  
DEALEKFFEGGGEAFSCEELGVLLRDSFYSRKLVPVLSGAALKGEGVEPLLDLLAWLAKR  262

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPS  298
               +G   L G VFKVE+     R  ++RL+SGTL+ RD V  A A R++ K+T+
+R   
Sbjct  263  PAPEGP--LSGVVFKVEHNPSLGRVAHIRLFSGTLKNRDIVRNATADRDE-
KVTQIREVL  319

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +         GE+  +         D++GD + +P   + E   P LR  +      
Q
Sbjct  320  GSKERDRGCLSAGEVGAVYGMTGTVSGDIIGDASYVP--
PFAEIAAPALRVRVTLADQQQ  377

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               L  AL +LA  DPLL    +  + E+++   G +Q+E++  LL +++ LE  + 
EP 
Sbjct  378  
YPALSAALAELAAEDPLLDVIWERESREMLVRVAGLIQIEILQTLLKDRFGLEAAIGEPM  437

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            VIY ERP K A   +   + P P WA +   + PL +GSGV +ES V    +   
+Q  V
Sbjct  438  VIYKERPCKRAHGYVEYTM-
PKPCWAVMDFEIEPLPVGSGVVFESVVPNDKIYTRYQAQV  496

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            R  I   L QG  GW VTD +I    G +++  + P DF    P+ +   L   GT
+LLE
Sbjct  497  
RQTIPEALRQGPKGWEVTDIRIRLVGGEHHTVHTHPLDFMLATPMGIMDGLVAGGTELLE  556

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P   F L  P+E   +   +      T ++  V++   +  G +P      +   
+A  T
Sbjct  557  
PIQKFRLTFPEELSGKLIGEIIAMRGTFDSPVVRRGVFMMEGLLPLAASMDFPLRIASLT  616

Query  598  NGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLDKVRHMFQK  637
             GR    T   GY     G+ V  P R  S LD+ +++  K
Sbjct  617  GGRGALSTVSAGYAPCPPGEGVEVPYRGVSPLDRAKYILYK  657

>WP_047555357.1 GTP-binding protein [Rhizobium leguminosarum]



Length=645

 Score = 313 bits (802),  Expect = 3e-94, Method: Compositional 
matrix adjust.
 Identities = 215/652 (33%), Positives = 332/652 (51%), Gaps = 
29/652 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDIGVIDKLGSVDGGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQ QTR+L  
ALR + 
Sbjct  61   
VSFTLGDLVVNLIDTPGHPDFIAEVERVLQLLDAAVVVVSAVEGVQPQTRVLVRALRHLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-
ENTDIEA-----  174
            +P + F+NK+D+ G     V+  +  +LS   +   T++ +   + E E TDIE      
Sbjct  121  
VPFLFFVNKVDRLGARYAEVLDDISSQLSVRPVAMSTITNAGSKLAEVEATDIEQEPHLS  180

Query  175  --WDAVIENNDKLLEKYIAGEPISREKLVREEQR-----
RVQDASLFPVYYGSAKKGLGI  227
               +A+  +++ +++ Y+    +S  +L  +  R     +V    + P + G A  
G+GI
Sbjct  181  ALCEALAASDEAIIDDYV----
LSPGRLTAQRLRCALADQVTRGLVHPAFAGMAMSGVGI  236

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287
              L+ A+  L        +  + G +FK+E    G++  Y+ + SGT+ +RD + L  
+ 
Sbjct  237  
PALISAIESLLPSRQPDPNGPVNGKIFKIERGWGGEKLAYVCVTSGTIAVRDYLCLP-KG  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL---  343
              K+  +++ S+G I +      G I  +    S R+ D +G      R+      
L   
Sbjct  296  PAKVNSIQVFSEGRIDKVAHVGAGRIARIGGLASARIGDGIG------
RQSSSHGNLYFS  349

Query  344  -
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T + P   A+   L  AL QL+D DPL+    +    EI +S  G VQ EV
+   
Sbjct  350  
PPTLETRVRPSRPAENAALWLALAQLSDQDPLINLRTNEDATEIYVSLYGEVQKEVIQVT  409



Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L+  + L+ V +E ++IY ER L   S    I   PNPF A+IGL V P   G+G  
+  
Sbjct  410  
LAADFGLDAVFEESTIIYAERLLGTGSGIEIIFKEPNPFLATIGLRVEPRPQGAGNSFTL  469

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             V +G +  SF  AV + +   L++G+FGW + DC +        SP +T ADFR 
L P+
Sbjct  470  
EVDVGQMPASFYRAVEETVFDTLKEGIFGWQIIDCHVAMTAARQSSPATTAADFRKLTPL  529

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL  AL  + T + EP   F L  P   L+       K  A+   + +        
G   
Sbjct  530  
VLATALTSARTVVCEPVDRFHLEVPTATLTGILTLLAKSGASTTESVIAAGTARLEGTAA  589

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  
634
            +  IQ  +  L   ++G  +       Y    G   ++ R   +  D+  ++
Sbjct  590  SAMIQGIQKQLPGLSSGTGILDHSFDHYAPTAGPSRLRQRSGANPFDRANYL  
641

>WP_002359507.1 GTP-binding protein, partial [Enterococcus faecium]
 EJY17540.1 GTP-binding domain protein, partial [Enterococcus 
faecium C1904]
 EJY19295.1 GTP-binding domain protein, partial [Enterococcus 
faecium C497]
Length=208

 Score = 298 bits (762),  Expect = 4e-94, Method: Compositional 
matrix adjust.
 Identities = 141/192 (73%), Positives = 162/192 (84%), Gaps = 0/192 
(0%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            IINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+TS
Sbjct  1    
IINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            FQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM IP
Sbjct  61   
FQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIP  120



Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            T+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE N
Sbjct  121  
TIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGN  180

Query  183  DKLLEKYIAGEP  194
            D LLEKY++G+ 
Sbjct  181  DDLLEKYMSGKS  192

>WP_034271652.1 GTP-binding protein [Actinospica robiniae]
Length=616

 Score = 311 bits (798),  Expect = 4e-94, Method: Compositional 
matrix adjust.
 Identities = 207/617 (34%), Positives = 314/617 (51%), Gaps = 
16/617 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV---  60
            +NIG+LAHVDAGKT+LTE LL+ +GAI   GSV+ G T+TD++ LER+RGITI+
+AV   
Sbjct  5    
LNIGVLAHVDAGKTSLTERLLFQAGAIDRLGSVDGGDTQTDSLALERRRGITIKSAVVAL  64

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+      ++ +VDTPGH DF+AEV R+L  LDG +LV+SA +GVQAQTR+L   + 
++ 
Sbjct  65   
TAADGPGPRITLVDTPGHADFIAEVERALRALDGVVLVVSAVEGVQAQTRVLMRTIARLG  124

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-
SLSPEIVLEENTDIEAWDAVI  179
            +PT+IF NK D+AG   +S++  +R+KL+   +   TV  +           +      
+
Sbjct  125  
LPTLIFANKTDRAGAREESLLSEIREKLTDRAVALTTVEGIGTASARTSGRPLNRLGEFL  184

Query  180  -ENNDKLLEKYIAGEPISREKLVREEQ--
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + +D  L +Y+  + ++   L   ++  R+V DA  +PVY+GSA  G G+  L  
A+  
Sbjct  185  ADGDDAFLARYL-
DDAVAFTDLDYHDELARQVADARAYPVYFGSAATGAGVAELTTAIRE  243

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L      +    L G+VFK++    G++  Y RL  G L     V+   R      
E R+
Sbjct  244  



LLPARSLRPDGPLRGTVFKIDRGRAGEKIAYARLDGGALTPYQHVSYFRRGGSGAVEERV  303

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               G I   +    G++  +     VR+ D LG+   L    +     P L + + 
P+  
Sbjct  304  ---GRITAVEGREAGQVARISGLKDVRIGDRLGNADGLALDGFFAP--
PSLESVVTPRDP  358

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +   L  AL QLA+ DP +    D  +H I L   G VQ EV+   L+E++ +E     
Sbjct  359  
GRAGALFSALEQLAEADPYIAVRRDDTSHAIYLRLYGEVQKEVIETTLAEEFGIEVGFSP  418

Query  416  PSVIYMERPLKAASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               I +ER     S           F  A++GL + P   GSG+ Y   V LG L  
SF 
Sbjct  419  
SRTISIERVAGVGSWVQERRPDERIFDLATVGLRIEPGVPGSGLAYGLEVELGALPLSFH  478

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             A+ + +R  L  G  GW +TDC++       + P ST   FR++A + L +A+ E
+GT 
Sbjct  479  TAIEESVRKTLLTGPHGWEITDCRVTVTDTAQF-
PTSTAGHFRTMAALALTKAIAEAGTV  537

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            + EP   F L  P +  SR         A  +  +  +     TG IPA  +  +  
+L 
Sbjct  538  
VCEPVNRFELDFPADSASRVLARLIAARAVPDEPKAGRSIWQLTGTIPAANVAGFEQELR  597

Query  595  FYTNGRSVCLTELKGYQ  611
              T G  V L+EL  Y+
Sbjct  598  GLTRGEGVFLSELDSYR  614

>WP_089965059.1 GTP-binding protein [Clostridium gasigenes]
 SDO73921.1 ribosomal protection tetracycline resistance protein 
[Clostridium 
gasigenes]
Length=657

 Score = 313 bits (801),  Expect = 5e-94, Method: Compositional 
matrix adjust.
 Identities = 194/623 (31%), Positives = 327/623 (52%), Gaps = 
20/623 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AHVDAGKTT+TE LLY SG+    GSV+KGTT TD+M +E+QRGI+++++   
F+
Sbjct  8    
NIGIVAHVDAGKTTVTEQLLYKSGSSRTLGSVDKGTTHTDSMDIEKQRGISVKSSEIDFK  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            +    + ++DTPGH+DF+ EV RSL +LDG+++VIS+ + VQ QT I F+ L++MN 
PT+
Sbjct  68   
YKDTHIYLIDTPGHIDFIGEVERSLGILDGSVVVISSVESVQPQTEIYFNTLKEMNTPTI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----SLSPEIVLEENTDIE--
AWDA  177
             FINK+D+ G D ++V+  ++  L++  I  Q +       + + +    + I    
+ +
Sbjct  128  
FFINKLDRIGSDPKNVLNDIKKLLTSRFIPLQIIETLDNGFNRKDLFSTISSINDVNYSS  187

Query  178  VIEN--------
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            +IE+        N+ +L+++   E ++  K+  E   + + A ++PV +G A  G
+GI+ 
Sbjct  188  IIEDIVVLLGEENESILDEF-
YDETLTLYKVKSEIIIQAKAAKIYPVLFGIAIDGVGIEE  246

Query  230  LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREK  288
            L+D +           +      V+K+ +     +  +++++SG L+ RD+V  +    
K
Sbjct  247  
LLDGLIDYIPAPKNLDNEEFSALVYKISHHKTFGKISHIKIFSGKLKARDSVLNIRTDIK  306

Query  289  
LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
             K+T MR     +         GE++++   +  + D+LG    +P+     +P+  
L+ 
Sbjct  307  
EKVTLMRKIINHKDCDIKEGSSGELIMISGLNSNIGDILGIKDFIPKLPSIANPVLTLK-  365

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +    A+    L++ALT L   DPLL  E      EI +   G +Q+E++  +L 
E++ 
Sbjct  366  -
VYTNIASDYIPLVEALTILQSEDPLLNMEWIKDKSEINIQITGAIQIEIIQTILKERFN  424

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            LE    E SVIY E P     +       P P WA +   + PL LGSG+ +ES V   
Y
Sbjct  425  LEASFSEASVIYKETP-
SIKGYCEEYYTMPKPCWAVVTFLIEPLPLGSGIIFESEVRTEY  483



Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            + Q ++  +   +   L+QGL+GWNVTD KI    G  +   S   DF +   I L 
+  
Sbjct  484  
IKQRYRREIESNLDRLLKQGLYGWNVTDLKITLVDGEDHVMHSRSGDFTTATAIALMRGF  543

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             + G  LLEP + F +  P+ + S+  +D        ++  +        G +P      
Sbjct  544  
SQLGMTLLEPLIDFKISVPEMFSSKVLNDIVTMRGAFDSPTIINGIFTVVGSVPVSTSLN  603

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y  +L   ++GR V  T+  GY 
Sbjct  604  YPINLGILSSGRGVMSTKFSGYS  626

>WP_037738227.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
mirabilis]
Length=625

 Score = 311 bits (798),  Expect = 5e-94, Method: Compositional 
matrix adjust.
 Identities = 222/632 (35%), Positives = 327/632 (52%), Gaps = 
37/632 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTAGDTQINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PT++F+NKID+ G   + ++  +R +L+  ++    V+        + P  + +     
Sbjct  121  
LPTLVFVNKIDRTGARAEGLLADIRRRLTPHVVPVTDVTGLGTAGARVRPHRLADPAVRA  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               +A+ E +  +L   + G   + + L      R  D S  P+++GSA  G G+  
L++
Sbjct  181  
ATAEALAEVDPGVLAALVDGPDPTPDDLRTALAARTADGSCHPLFFGSALAGQGVAELVE  240



Query  233  AVTGLF---QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG--------
TLRLRDTV  281
             +  L     P GE+G  A  G+VF V      +R  YLRLY G        T R 
R   
Sbjct  241  GLVRLIPPPAPAGERG--
APQGTVFAVRPGPGRERTAYLRLYDGEVTQHQRLTFRRRGAD  298

Query  282  ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRE  340
              A     ++T + +     I R      G I  L     +R+ D LG+ T     
R  +
Sbjct  299  GRAAEVSGRVTHLDV-----IGRPGPLTAGNIGALTGLKDIRVGDRLGELT----
DRAPQ  349

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
               P L T +  + + Q   L  AL  LAD DPLL     ++    +L   G VQ 
EV++
Sbjct  350  FAPPTLETVVRARRSEQAAPLRSALLALADQDPLLHAR-
PAVAGATVLLLYGEVQKEVLA  408

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSG  457
            A L++ + +E   +   V ++ERP  A +     E+P +     WA+IGL V P   
GSG
Sbjct  409  ATLAQDFGIEADFEPSRVRFLERP--
AGTGEACAEMPWHDQVRHWATIGLRVEPGERGSG  466

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
              +     LG L ++F  A+ D +   L  GL G  VTD ++      Y +P+ST 
ADFR
Sbjct  467  
GVFAYETELGALPRAFHQAIEDTVHATLLTGLCGAAVTDYRVTLTRSGYCAPISTAADFR  526

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L PIVL +ALK +GT+L EPY++F    P + L+          A            
+ 
Sbjct  527  
GLTPIVLRRALKLAGTRLYEPYVAFETEVPLDALAPVTAQLAACRAEFGGTTGGSTAWLI  586

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            TGE+PAR ++     L   T+G  V  +   G
Sbjct  587  TGELPARRVRDMEVRLPGLTHGEGVWWSHPSG  618

>ONN47801.1 elongation factor G, partial [Enterococcus faecium]
Length=178

 Score = 296 bits (758),  Expect = 6e-94, Method: Compositional 
matrix adjust.
 Identities = 134/177 (76%), Positives = 151/177 (85%), Gaps = 0/177 



(0%)

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            S VSLGYLNQSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR 
L P
Sbjct  1    
SSVSLGYLNQSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTP  60

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVLEQA +++GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  
GEI
Sbjct  61   
IVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEI  120

Query  582  
PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            PARCIQ YR DL F+TNG SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K
+
Sbjct  121  
PARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  177

>WP_093816482.1 GTP-binding protein [Streptomyces sp. TverLS-915]
 SCD80573.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. TverLS-915]
Length=673

 Score = 313 bits (801),  Expect = 6e-94, Method: Compositional 
matrix adjust.
 Identities = 237/662 (36%), Positives = 341/662 (52%), Gaps = 
46/662 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G+LAHVDAGKT+LTE LL+A+G + EPGSV+ GTTRTD++ LER+RGITI
+AAV SF
Sbjct  7    
LNLGVLAHVDAGKTSLTERLLHAAGLLDEPGSVDAGTTRTDSLDLERRRGITIKAAVVSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV R LAVLDGA+LV+SA +GVQ QTR+L   LR++ 
IPT
Sbjct  67   
PLGDRTVNLVDTPGHPDFIAEVERVLAVLDGAVLVVSAVEGVQPQTRVLLRTLRRLGIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDI  172
            ++F+NKID+ G   + ++  +R +L   ++             + +  +P    +E    
Sbjct  127  LLFVNKIDRRGA--RELLGELRARLDPAVVALGVPDGAGTPGARFLPYAP----
DEPAHT  180



Query  173  EAWDAVI-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            EA   V+   +D LL  Y+ G  +S  +L  E +R V  A + PV YGSA  G GI  
L 
Sbjct  181  EALAEVLTARDDALLGAYLDGG-
LSPARLRGELRRAVASARVHPVLYGSALTGAGIAELR  239

Query  232  DAVTGLFQPIGEQGS-AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREK  288
             A+  L  P+   G+ A L  SVFK+E    G+RR Y RL++GTL +R+ V     
GR  
Sbjct  240  AALAELL-
PVARGGAEAPLSASVFKIERGPGGERRAYARLHAGTLAVRERVPYGADGRSA  298

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG----
DPTRLPRKRWREDPL  343
            + +T + + + G  V    A  G+I ++     +R+ D +G    D              
Sbjct  299  V-
LTGLDVFADGGPVPAREARAGQIALVHGLPGLRIGDRIGAGPADDAACATYSATAFAP  357

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L + + P+       L  AL++LA+ DPL+    D    EI +S  G VQ EV+
+  L
Sbjct  358  
PSLSSVVVPEERRDALALWPALSELAEQDPLIGLRRDPAREEISVSLYGEVQKEVIATTL  417

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYES  462
             E+Y +    +    + +ER ++     + + E   NPF A+IGL V P   G+G  
+  
Sbjct  418  LEEYGVRAGFRVSRPLCVER-
VRGEGGAVEVGERDGNPFLATIGLRVRPRPPGTGTVFRL  476

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SPV  510
             + LG L  +F  A+ + +   L +GL GW V DC++      Y+            
S  
Sbjct  477  
GIELGSLPPAFLKAIEETVGTVLGEGLRGWPVVDCEVTLVRSGYWPRQSHSHAVFDKSMS  536

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFR L P+VL  AL+ +GT + EP   F L  P E          +  A     
+ 
Sbjct  537  
STAGDFRLLTPLVLMTALRAAGTVVEEPVHHFRLEVPAEAYGAVLPLLGRLGAVPGAPRA  596

Query  571  
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
                    GEIPA  +      L   + G  V  TE   Y+   G PV  P R  +  
D 
Sbjct  597  AGGTYTVEGEIPAAHVHELGRLLPGPSRGEGVLETEFAAYRPVRG-PV--



PERSRTDADP  653

Query  631  VR  632
            +R
Sbjct  654  LR  655

>WP_093583229.1 GTP-binding protein [Streptomyces sp. LcepLS]
 SCF17013.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. LcepLS]
Length=673

 Score = 313 bits (801),  Expect = 7e-94, Method: Compositional 
matrix adjust.
 Identities = 238/663 (36%), Positives = 344/663 (52%), Gaps = 
48/663 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G+LAHVDAGKT+LTE LL+A+G + EPGSV+ GTTRTD++ LER+RGITI
+AAV SF
Sbjct  7    
LNLGVLAHVDAGKTSLTERLLHAAGLLDEPGSVDAGTTRTDSLDLERRRGITIKAAVVSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV R LAVLDGA+LV+SA +GVQ QTR+L   LR++ 
IPT
Sbjct  67   
PLGDRTVNLVDTPGHPDFIAEVERVLAVLDGAVLVVSAVEGVQPQTRVLLRTLRRLGIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDI  172
            ++F+NKID+ G   + ++  +R +L   ++             + +  +P    +E    
Sbjct  127  LLFVNKIDRRGA--RELLGELRARLDPAVVALGVPDGAGTPGARFLPYAP----
DEPAHT  180

Query  173  EAW-DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            EA  +A+   +D LL  Y+ AG  +S  +L  E +R V  A + PV YGSA  G 
GI  L
Sbjct  181  EALAEALTARDDALLGAYLDAG--
LSPARLRGELRRAVASARVHPVLYGSALTGAGIAEL  238

Query  231  MDAVTGLFQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--GRE  287
              A+  L  P+   G+ A L  SVFK+E    G+RR Y RL++GTL +R+ V     
GR 
Sbjct  239  RAALAELL-
PVARGGAEAPLSASVFKIERGPGGERRAYARLHAGTLAVRERVPYGADGRS  297

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG----
DPTRLPRKRWREDP  342



             + +T + + + G  V    A  G+I ++     +R+ D +G    D             
Sbjct  298  AV-
LTGLDVFADGGPVPAREARAGQIALVHGLPGLRIGDRIGAGPADDAACATYSATAFA  356

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L + + P+       L  AL++LA+ DPL+    D    EI +S  G VQ EV
++  
Sbjct  357  
PPSLSSVVVPEERRDALALWPALSELAEQDPLIGLRRDPAREEISVSLYGEVQKEVIATT  416

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYE  461
            L E+Y +    +    + +ER ++     + + E   NPF A+IGL V P + G+G  
+ 
Sbjct  417  LLEEYGVRAGFRVSRPLCVER-
VRGEGGAVEVGERDGNPFLATIGLRVRPRTPGTGTVFR  475

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SP  509
              + LG L  +F  A+ + +   L +GL GW V DC++      Y+            
S 
Sbjct  476  
LGIELGSLPPAFLKAIEETVGTVLGEGLRGWPVVDCEVTLVRSGYWPRQSHSHAVFDKSM  535

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             ST  DFR L P+VL  AL+ +GT + EP   F L  P E          +  A     
+
Sbjct  536  
SSTAGDFRLLTPLVLMTALRAAGTVVEEPVHHFRLGVPAEAYGAVLPLLGRLGAVPGAPR  595

Query  570  
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
                     GEIPA  +      L   + G  V  TE   Y+   G PV  P R  
+  D
Sbjct  596  AAGGTYTVEGEIPAAHVHELGRLLPGPSRGEGVLETEFAAYRPVRG-PV--
PERSRTDAD  652

Query  630  KVR  632
             +R
Sbjct  653  PLR  655

>WP_105614890.1 GTP-binding protein [Vallitalea sp. S15]
Length=661

 Score = 312 bits (800),  Expect = 7e-94, Method: Compositional 
matrix adjust.
 Identities = 193/621 (31%), Positives = 327/621 (53%), Gaps = 
18/621 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK INIG+LAHVDAGKTT  E L+Y +GAI E G+V KG++  D   +E+QRGIT+ 
+  
Sbjct  1    
MKTINIGLLAHVDAGKTTTAEQLMYVTGAIKELGNVNKGSSTLDYNDIEKQRGITVFSEQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                W   ++NI+DTPGH+DF  E+ R L++LDGAIL+ISA +G+QA T  +++ 
LR+ +
Sbjct  61   
AELIWKDQRINIIDTPGHVDFAPEMERMLSILDGAILIISAAEGIQAHTETIWYMLREND  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--
LEENTD-----IE  173
            IPT++FINK+D+ G+++ ++++ ++ +L  +++  Q      E    +E   D      
E
Sbjct  121  IPTIVFINKMDRIGIEMDALIRDLQ-
RLDNNLLSIQHYKGIGESFQGIESLIDGLRIYDE  179

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + +IE++++LLEKY+    I  ++L    ++ +++  + PV YG A +G+GI  
L+DA
Sbjct  180  
LVEPIIESDERLLEKYLEEVKIQDKELAGSLKKSIKERKIIPVLYGCASRGIGINELLDA  239

Query  234  VTGLFQPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
            ++ LF P           G V+K++      +  Y+++ SG+LR+RDT+ +   E  
K+T
Sbjct  240  MSNLFSPYEPVHQLEQFSGLVYKIKMHQQLGKLNYVKVLSGSLRIRDTITI-
DDEDYKVT  298

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             +R  S  +    D    GEI  I     +++  V+G+        W  +P+   R    
Sbjct  299  SLRKFSGNKASLVDELVVGEIGAITGIKDLKIGQVIGEKVDY-
MNDWNIEPVLGTRVLYE  357

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +  +LLD L +    DP L  + DS    + ++ +G + +EV+   +  ++ 
+  
Sbjct  358  NDQKNEVVKLLDILNE---
EDPSLNFQYDSQRKVLQIAIMGMIHMEVLKEHIQNRFHITV  414

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              ++P V Y E     ++   H E  P   +A + + + P   G G+QY S+ S+ 
YL  
Sbjct  415  DFEKPFVHYKETVTDKSTGFCHFE--
PKKHFAEVEVEIEPNETGKGIQYVSKYSVDYLPV  472

Query  472  SFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +Q  +   I   L+ G L G  VTD K+    G ++   +   DFR      +
+QAL +
Sbjct  473  
QYQKVIEQNIPVALKHGVLLGAPVTDVKVHLIAGQHHLEHTHGGDFRMATIRAIQQALTK  532

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +  Q+LEPY +F + A QE   +   D  +    ++  +   D+ +  G +P      
Y 
Sbjct  533  
NNIQILEPYYAFRVIATQELSGKIMSDFLQMKGQLDATEQIDDKAIIKGIVPIATSMDYP  592

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
              LA  T GR +   +   YQ
Sbjct  593  IKLASLTGGRGIIQYKFHSYQ  613

>WP_077469487.1 GTP-binding protein [Rhizobium sp. P44RR-XXIV]
 OOE05228.1 GTP-binding protein [Rhizobium sp. P44RR-XXIV]
Length=645

 Score = 312 bits (799),  Expect = 7e-94, Method: Compositional 
matrix adjust.
 Identities = 218/647 (34%), Positives = 326/647 (50%), Gaps = 
16/647 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G T+TD++ LERQRGITI 
AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDIGVIDKLGSVDSGNTQTDSLELERQRGITIAAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQ QTR+L  
ALR++ 
Sbjct  61   
VSFTIGDLIVNLIDTPGHPDFIAEVERVLRLLDAAVVVVSAVEGVQPQTRVLVRALRQLE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +P + FINK+D+ G     V+  +  +LSA  I    I+   S   EI   +      
W 
Sbjct  121  
VPFLFFINKVDRLGARYAEVLDDIESQLSARPIAMSAIRNAGSKQVEIAAIDMAQEPYWS  180

Query  177  AVIE----NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            A+ E    +++ +++ Y+ + + ++  +L      ++    + P + G A  G G   
L 
Sbjct  181  
ALCEALAASDEAIMDDYVLSPDRLTAPRLEHALADQIARGLVHPAFAGVAMSGAGAPALT  240



Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  YL L SGT+ LRD + L  + 
+ K+
Sbjct  241  SAIATLLPSRKPDPDGPVSGKIFKIERGWGGEKLAYLCLTSGTIALRDHLDLP-
KGQAKV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              +++ S G I +      G I  +    + ++ D +G       K     P P L 
T +
Sbjct  300  NSIQVFSNGRIDKVTHVGAGRIARIGGLTNTQIGDDIGSEGSSASK-LHFSP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P   A    L  AL QLAD DPL+    +    EI +S  G VQ EV+ A L+  
+ LE
Sbjct  358  
RPSRPADTAALWLALMQLADQDPLINLRTNEDASEISVSLYGEVQKEVIQATLANDFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             V +E ++IY ERP+   S    I   PNPF A++GL V P   G+   +   V 
+G + 
Sbjct  418  
AVFEESTIIYAERPVGTGSGIEIIFREPNPFLATVGLRVEPRPQGTDNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L++G+FGW V DC +        SP +T  DFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEEAVFETLKEGIFGWQVIDCHVAMTAARQTSPATTAVDFRRLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   L+       K  A+   + +        G + +  
IQ  +
Sbjct  538  
AQTIVCEPIDRFHLEIPTSALTGISTLLAKSGASTRESVISAGVARLEGTVASAMIQNIQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDKVRHM  634
              L   ++G          Y    G P ++ R    P  R D ++ +
Sbjct  598  KQLPGLSSGTGTLDHAFDHYAPTAGPPRLRKRSNANPFERADYLQRL  644

>WP_033699270.1 GTP-binding protein, partial [Enterococcus faecium]
Length=208

 Score = 297 bits (760),  Expect = 9e-94, Method: Compositional 
matrix adjust.
 Identities = 140/192 (73%), Positives = 162/192 (84%), Gaps = 0/192 



(0%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            +INIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  
+TS
Sbjct  1    
MINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITS  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            FQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM IP
Sbjct  61   
FQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIP  120

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            T+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE N
Sbjct  121  
TIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGN  180

Query  183  DKLLEKYIAGEP  194
            D LLEKY++G+ 
Sbjct  181  DDLLEKYMSGKS  192

>WP_046611450.1 GTP-binding protein [Neorhizobium galegae]
 CDZ66210.1 GTP-binding elongation factor protein, TetM/TetO 
[Neorhizobium 
galegae bv. orientalis]
Length=645

 Score = 311 bits (798),  Expect = 1e-93, Method: Compositional 
matrix adjust.
 Identities = 215/609 (35%), Positives = 319/609 (52%), Gaps = 
13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTTVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIVLEENTDI--



EAWDA  177
            +P + FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D+  E 
+  
Sbjct  121  
VPFIFFINKVDRVGAQYDFVLEDIARQLAVRPIAMSAVIDPGSKLVRVETPDLLTEPFFT  180

Query  178  VI-----ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            V+     +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G G+  
L 
Sbjct  181  
VLSETLADNDDALLRDYVTAPDHLTAERLGNSLVYQVARGLVHPAFAGAAMTGAGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+     G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIATLLPSRALDPDGPIEGKIFKIARGWGGEKLSYMYLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T ++I   G      + + G+I  I      R+ D +G    L   R    P P L 
T +
Sbjct  300  TGIQIFEAGGTHPVTSFHAGQIARINGLAGARIGDAVGGDL-LSGGRPHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LARRPSDNAALWLALNQLAEQDPLINLRRNDAADEVFVSLYGEVQKEVIQSTLLADFGLE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AIFEESTVICVERIVGTGAGLEIIFKEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QGLFGW V DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVSETLKQGLFGWQVIDCHVAMIAARHSSPVSTAADFRQLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A      +        G I +   
Q   
Sbjct  538  
AQTVVCEPIDRFYLEVPAAALSGLHTLLAKSGAITRETMIADGVARLEGTIASTMTQGVV  597



Query  591  TDLAFYTNG  599
              L   TNG
Sbjct  598  QQLPGLTNG  606

>WP_010267699.1 MULTISPECIES: GTP-binding protein [Streptomyces]
 SCE57203.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. DfronAA-171]
Length=673

 Score = 311 bits (798),  Expect = 2e-93, Method: Compositional 
matrix adjust.
 Identities = 236/662 (36%), Positives = 342/662 (52%), Gaps = 
46/662 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G+LAHVDAGKT+LTE LL+A+G + EPGSV+ GTTRTD++ LER+RGITI
+AAV SF
Sbjct  7    
LNLGVLAHVDAGKTSLTERLLHAAGLLDEPGSVDAGTTRTDSLDLERRRGITIKAAVVSF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV R LAVLDGA+LV+SA +GVQ QTR+L   LR++ 
IPT
Sbjct  67   
PLGDRTVNLVDTPGHPDFIAEVERVLAVLDGAVLVVSAVEGVQPQTRVLLRTLRRLGIPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENTDI  172
            ++F+NKID+ G   + ++  +R +L   ++             + +  +P    +E    
Sbjct  127  LLFVNKIDRRGA--RELLGELRARLDPAVVALGVPDGAGTPGARFLPYAP----
DEPAHT  180

Query  173  EAWDAVI-
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            EA   V+   +D LL  Y+ G  +S  +L  E +R V  A + PV YGSA  G GI  
L 
Sbjct  181  EALAEVLTARDDALLGAYLDGG-
LSPARLRGELRRAVASARVHPVLYGSALTGAGIAELR  239

Query  232  DAVTGLFQPIGEQGS-AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREK  288
             A+  L  P+   G+ A L  SVFK+E    G+RR Y RL++GTL +R+ V     
GR  
Sbjct  240  AALAELL-
PVARGGAEAPLSASVFKIERGPGGERRAYARLHAGTLAVRERVPYGADGRSA  298

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG----
DPTRLPRKRWREDPL  343
            + +T + + + G  V    A  G+I ++     +R+ D +G    D              



Sbjct  299  V-
LTGLDVFADGGPVPAREARAGQIALVHGLPGLRIGDRIGAGPADDAACATYSATAFAP  357

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L + + P+       L  AL++LA+ DPL+    D    EI +S  G VQ EV+
+  L
Sbjct  358  
PSLSSVVVPEERRDALALWPALSELAEQDPLIGLRRDPAREEISVSLYGEVQKEVIATTL  417

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYES  462
             E+Y +    +    + +ER ++     + + E   NPF A+IGL V P + G+G  
+  
Sbjct  418  LEEYGVRAGFRVSRPLCVER-
VRGEGGAVEVGERDGNPFLATIGLRVRPRTPGTGTVFRL  476

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY------------SPV  510
             + LG L  +F  A+ + +   L +GL GW V DC++      Y+            
S  
Sbjct  477  
GIELGSLPPAFLKAIEETVGTVLGEGLRGWPVVDCEVTLVRSGYWPRQSHSHAVFDKSMS  536

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFR L P+VL  AL+ +GT + EP   F L  P E          +  A     
+ 
Sbjct  537  
STAGDFRLLTPLVLMTALRAAGTVVEEPVHHFRLEVPAEAYGAVLPLLGRLGAVPGAPRA  596

Query  571  
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
                    GEIPA  +      L   + G  V  TE   ++   G PV  P R  +  
D 
Sbjct  597  AGGTYTVEGEIPAAHVHELGRLLPGPSRGEGVLETEFAAHRPVRG-PV--
PERSRTDADP  653

Query  631  VR  632
            +R
Sbjct  654  LR  655

>WP_052842639.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Kitasatospora 
aureofaciens]
Length=635

 Score = 311 bits (796),  Expect = 2e-93, Method: Compositional 
matrix adjust.
 Identities = 230/615 (37%), Positives = 326/615 (53%), Gaps = 
21/615 (3%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     ++  VR  L+  +  + +   + +P   V     D    
+A
Sbjct  121  
LPTLVFVNKIDRAGARTDGLLDDVRRLLTPHVAPLTEVADAGTPRARVTRRPPDGRTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   S E L      R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDTDVLTALVDGPEPSAEDLAAALACRTADGSFHPLYHGSALGGQGVAELVEGLVGL  240

Query  238  FQPI--GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM  294
                  G    A   G+VF V     G+R  YLRLY G +  R  +    RE   + 
TE+
Sbjct  241  
VPAAAPGTSRGAEPRGTVFAVRPGPAGERTAYLRLYDGEVCPRRRLTFLRRESDGRTTEV  300

Query  295  --RIPSKGEIVRTD-TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              R+ ++ ++V  D T   G I  L     +R+ D LG+ +     R  +   P L
+T +
Sbjct  301  FGRV-TRLKVVGGDATLTAGNIAALTVPGGLRVGDRLGELS----
DRAPQFAPPTLQTLV  355

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  Q   L  AL  LAD DPLL     + +    L   G VQLEV++A LSE 
+ +E
Sbjct  356  RAVRPEQAAPLRSALLALADQDPLLHAR-
RAASGATALLLYGEVQLEVLAATLSEDFGIE  414

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
                   V ++ERP  A +     E+P      +WA+IGL V P + GSG ++     
LG
Sbjct  415  AEFTPGRVRFLERP--
AGTGEAAEEMPWLDHTRYWATIGLRVEPGARGSGGEFAHETELG  472



Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L 
PIVL +A
Sbjct  473  
ALPRAFHQAVEETVHATLLTGLTGSAVTDYRVTLVRSGFCSPVSTAADFRGLTPIVLRRA  532

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +GT L EPYL+F    P + L+          A              TGE
+PAR ++
Sbjct  533  
LARAGTVLYEPYLAFEAEVPADTLAAVTALLASLGADFTGTTGGDPSWTVTGELPARRVR  592

Query  588  AYRTDLAFYTNGRSV  602
                 L   T G +V
Sbjct  593  EAELRLPGLTRGEAV  607

>WP_046603362.1 GTP-binding protein [Neorhizobium galegae]
 CDZ69126.1 GTP-binding elongation factor protein, TetM/TetO 
[Neorhizobium 
galegae bv. orientalis]
Length=645

 Score = 311 bits (796),  Expect = 2e-93, Method: Compositional 
matrix adjust.
 Identities = 213/609 (35%), Positives = 320/609 (53%), Gaps = 
13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTTVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D  A     
Sbjct  121  
VPFVFFINKVDRVGAQYDLVLEDIARQLAVRPIAMSAVIDPGSKLVQVETPDPLADPFFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G G+  



L 
Sbjct  181  
VLTETLADNDDALLRDYVTAPDRLTAERLGNSLVDQVARGLVHPAFAGAAMTGAGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIATLLPSRALDPDGPIEGKIFKIERGWGGEKLSYMHLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T ++I   G      + + G+I  +      R+ D +G    L   R    P P L 
T +
Sbjct  300  TGIQIFEAGGAHPVTSFHAGQIARINGLAGARIGDAVGGDL-LSGGRPHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +    L  AL QLA+ DPL+    +   +E+ +S  G VQ EV+ + L   
+ +E
Sbjct  358  
LARRPSDNAALWLALNQLAEQDPLINLRRNDEANEVFVSLYGEVQKEVIQSTLLTDFGIE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER ++  +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AMFEESTVICVERLVETGAGLEIIFKEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QGLFGW V DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVSETLKQGLFGWQVIDCHVAMIAARHSSPVSTAADFRQLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A    A +        G   +   
Q   
Sbjct  538  
AQTVVCEPIDRFYLEVPAAALSGVHALLAKSGAITREAAIANGVARLEGTTASTMTQGIL  597

Query  591  TDLAFYTNG  599
              L   T+G
Sbjct  598  QQLPGLTSG  606

>WP_063736000.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. RTd22]



Length=633

 Score = 310 bits (795),  Expect = 2e-93, Method: Compositional 
matrix adjust.
 Identities = 221/632 (35%), Positives = 324/632 (51%), Gaps = 
39/632 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT  +ER+RGIT++
+AV SF
Sbjct  5    
INIGVLAHVDAGKTSLTERLLFDAGVIDRLGSVDAGDTQTDTGAIERERGITVRSAVASF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQA TR+L   LR++ 
+P 
Sbjct  65   
RAGNTQVNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAATRVLMKTLRRLRLPV  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIEAW  175
            ++F+NKID+AG     ++  +R  L+  I+    V           P  + +     
E  
Sbjct  125  
LLFVNKIDRAGARHAELLADIRRLLAPHIVPMTDVRDLGTRAARTRPRSLDDVGVRTEIA  184

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            +A+ E +D LL + + G P+     VR        +    PVY+GSA  G G+  L
++ V
Sbjct  185  EALAETDDALLARLVDG-
PLPSPAEVRAALAAGTAEGRAHPVYFGSALSGEGVAALVEGV  243

Query  235  TGLFQPIGEQGSAALCGSVFKVE-
YTDCGQRRVYLRLYSGTLRLRDTVAL--------AG  285
                 P  + G     G+VF VE       +  YLRL+SG L +R  + L        
AG
Sbjct  244  
VRYVPPSPDHGGTEPRGTVFAVERAAGSATKTAYLRLFSGELTVRQHLTLHRPGDRHGAG  303

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
                +IT + +  +    R  T   GEI  +     VR+ D LG+         R    
P
Sbjct  304  HSG-QITALEVVGR---ARARTLAAGEIARIKGLPEVRVGDRLGE---
FHDDEQRHFAAP  356

Query  345  MLRTTI-----
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
             L T +      P  AA   RL  AL  LAD DPL+           +L + G VQ 
+++
Sbjct  357  TLHTLVHAREPGPAAAA---RLHTALLALADQDPLITARAMPGGATSVLLY-



GEVQKQII  412

Query  400  SALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            +A L++ Y +E   +    + +ERP  +  A + +       P WA++GL V P + 
GSG
Sbjct  413  AATLAQDYGIEADFEPSRPVLVERPAGVGEACYEMARRGHTGP-
WATVGLRVEPAATGSG  471

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            V +     LG L ++F  A+   +   L QG  G  VTDC++      + +PVST 
ADFR
Sbjct  472  
VGFGYETELGALPRAFHTAIEQTVHDTLRQGPRGRAVTDCRVTLIRSGFNAPVSTAADFR  531

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             + P VL QAL+ +G ++ EPY +F L  P + L+          A +  +       
+ 
Sbjct  532  
GVTPEVLWQALERAGWRVYEPYHAFELEIPSDVLAPVTARLAAVGADLAESAGGGAGWLL  591

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            TGEIP R + A+   L   + G  V L+   G
Sbjct  592  TGEIPVRSVHAFEHALPGLSRGEGVWLSRPSG  623

>WP_093737480.1 GTP-binding protein [Streptomyces sp. DvalAA-14]
 SCE02569.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. DvalAA-14]
Length=657

 Score = 311 bits (796),  Expect = 2e-93, Method: Compositional 
matrix adjust.
 Identities = 206/616 (33%), Positives = 320/616 (52%), Gaps = 
20/616 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+G++AHVDAGKT+LTE+LL+A GAI + G V+ GTT+TDT+ LER+RGITI+
+AV +F
Sbjct  26   
LNLGVVAHVDAGKTSLTEALLHAGGAIEQAGRVDDGTTQTDTLALERRRGITIRSAVATF  85

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                  VN+VDTPGH DF+AEV RSLAVLDGA+LV+SA +GVQAQT +L+ AL ++ 
IP 
Sbjct  86   
AIDDVTVNLVDTPGHPDFIAEVDRSLAVLDGAVLVLSAVEGVQAQTIVLYRALHRLGIPV  145

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-------



SLSPEIVLEENTDIEAWD  176
            + F+NKID+ G   + V++ +R +LS  ++    V       +       E   + 
E   
Sbjct  146  
LFFVNKIDRGGAAPEKVLEGIRSRLSTALVPLGHVRNPGTAAAEVAACAWERPAEAEQVT  205

Query  177  AVIENNDK-LLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             ++ ++D+ LL+ ++A + P+  ++L     R  +   + PV +GSA+ G G++PL
++AV
Sbjct  206  
GLLADHDEGLLKDWLARDHPVGAQRLRAALGRLTRAGDIHPVLFGSARTGAGVRPLIEAV  265

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            T L         A     VFK+E +  GQR   +R+ +GTL +RD V++ G     
+T +
Sbjct  266  
TELLPAAPGDDRAPAAAQVFKIERSPGGQRVCTVRMRAGTLGVRDRVSVGGGRSATVTAV  325

Query  295  RIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +   G  VR   A  G+I  +   D  R+ D +G     P       P P   T 
+   
Sbjct  326  EVFEPGGPVRRTRATTGQIARVRGLDGARIGDWIGCRPAAP-
GAAATLPEPGYETRVTAH  384

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              A++  L  ALT+LAD DPL+    +     I     G VQ E ++  L+ +Y +    
Sbjct  385  DPARQGELHQALTELADIDPLIALRPERGAARI--
RIYGEVQQEFLADTLAAEYGIAVDF  442

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL----  469
             +  V+ +ERP +  S  + +    + +  ++G++V P + G+GV+      L  L    
Sbjct  443  
HDTGVVCVERPSRTGSAMLRLGDAGHLYNYTLGMTVEPAAPGAGVELVVTADLATLPLHV  502

Query  470  ---
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
                  ++ A+ + +   L  G  GW VTD +I      Y       A+ R  A 
+VL  
Sbjct  503  
YGNAAGYRAAILEYLHEPLAVGPHGWRVTDVRITVTDSGYPPAGPRAAEVRRTAELVLRT  562

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  +GT + EP   F L AP   L +      ++ A  E  +      V TG +    
+
Sbjct  563  
ALGRAGTTVCEPIDRFALEAPAGELPQVLALLGRHGAIPEATRTAGLLAVITGTVRTAEV  622

Query  587  QAYRTDLAFYTNGRSV  602



             A R  L    +G  V
Sbjct  623  HAVRAGLHGAAHGEGV  638

>WP_063854498.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
lividans]
 Q02652.1 RecName: Full=Tetracycline resistance protein TetM
 AAA26830.1 tetracycline resistance protein [Streptomyces lividans 
1326]
Length=639

 Score = 310 bits (795),  Expect = 2e-93, Method: Compositional 
matrix adjust.
 Identities = 223/622 (36%), Positives = 323/622 (52%), Gaps = 
31/622 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRT    +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTVDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L  
ALR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRALRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     ++  VR  L+  +  + +   + +P   V     D    
+A
Sbjct  121  
LPTIVFVNKIDRAGARTDGLLGDVRRLLTPHVAPLTEVADAGTPRARVTRRPPDGRTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E + ++L   + G   + E + R    R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDTEVLAALVDGPEPTGEDVARALAARTADGSFHPLYHGSALGGQGVAELVEGLLGL  240

Query  238  FQPIGEQGSAALC------
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-LK  290
                    S          G+VF V     G+R  YLRLY G +  R  +    RE   
+
Sbjct  241  
IPAATPGTSGGTSGGTEPRGTVFAVRPGPAGERTAYLRLYGGEVHPRRRLTFLRRESDGR  300

Query  291  ITEMRIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPL  343



             TE+     G + R D      T   G I  L     +R+ D LG PT     R  
+   
Sbjct  301  TTEV----SGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGGPT----
DRAPQFAP  352

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P L+T +  +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV+
+A L
Sbjct  353  PTLQTLVRARHPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATL  411

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQY  460
            +E + +E       V ++ERP  A +     E+P      ++A+IGL V P   
GSG  +
Sbjct  412  AEDFGIEAEFTPGRVRFLERP--
AGTDEAAEEMPWLDRTRYFATIGLRVEPGPRGSGGAF  469

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
                 LG L ++F  AV + +   L  GL G  VTD ++      + SP+ST 
ADFR L 
Sbjct  470  
GYETELGALPRAFHQAVEETVHDTLRTGLTGAAVTDYRVTLIRSGFSSPLSTAADFRGLT  529

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+VL +AL  +GT L EPY +F    P + L+          A            + 
TGE
Sbjct  530  
PLVLRRALARAGTVLHEPYQAFEAEVPADTLAAVTALLASLGADFTGTTGGDPAWIVTGE  589

Query  581  IPARCIQAYRTDLAFYTNGRSV  602
            +PAR ++     L   T+G +V
Sbjct  590  LPARRVREAELRLPGLTHGEAV  611

>SMJ68293.1 translation elongation factor G [Enterococcus faecium]
 SMH78846.1 translation elongation factor G [Enterococcus faecium]
 SMI01538.1 translation elongation factor G [Enterococcus faecium]
Length=232

 Score = 296 bits (759),  Expect = 2e-93, Method: Compositional 
matrix adjust.
 Identities = 143/232 (62%), Positives = 177/232 (76%), Gaps = 0/232 
(0%)

Query  36   
VEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGA  95
            ++KGTTRTD   LERQRGITIQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL
+VLDGA
Sbjct  1    
MDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGA  60



Query  96   
ILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIK  155
            IL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA
+I+IK
Sbjct  61   
ILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIK  120

Query  156  
QTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            Q V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ 
SLFP
Sbjct  121  
QKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFP  180

Query  216  VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVY  
267
            +Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y
Sbjct  181  LYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAY  
232

>WP_049099151.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]
 PJN97041.1 hypothetical protein CS913_014690, partial [Enterococcus 
faecium]
 PJO03075.1 hypothetical protein CS915_014540, partial [Enterococcus 
faecium]
 PJO05843.1 hypothetical protein CS916_014575, partial [Enterococcus 
faecium]
Length=169

 Score = 294 bits (753),  Expect = 2e-93, Method: Compositional 
matrix adjust.
 Identities = 131/168 (78%), Positives = 149/168 (89%), Gaps = 0/168 
(0%)

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            QSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ 
LK+
Sbjct  1    
QSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKK  60

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ 
+GEIPARCIQ YR
Sbjct  61   
AGTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYR  120

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            +DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  121  SDLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  168



>WP_073764118.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. CB02923]
 OKI01132.1 GTP-binding protein [Streptomyces sp. CB02923]
Length=658

 Score = 311 bits (796),  Expect = 3e-93, Method: Compositional 
matrix adjust.
 Identities = 217/631 (34%), Positives = 325/631 (52%), Gaps = 
26/631 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LLYA+G I   GSV+ G TRTDT  +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLYATGTIDRLGSVDAGDTRTDTGAIERERGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
ASFTAGDVQVNLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PT++F+NKID+AG    ++V  +R  L+  ++    V          +P          
Sbjct  121  
LPTLLFVNKIDRAGARTDALVADIRRALAPHVVPMTAVHDPGTPDARTAPLCARTPAVRA  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + + ++++L + + G P + ++L      R  D S+ P+Y+GSA  G G+  
L+D
Sbjct  181  
RLTELLADADERILARAVDGPPPTPDELRAALAARTADGSVHPLYFGSAIGGQGVGALVD  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------A  284
             +T L  P+     A   G+VF V+    G +  YLRLY G LR R  + L        
A
Sbjct  241  
GMTRLIPPVPGTPDAPPRGTVFAVQREPGGGKSAYLRLYDGALRPRGQITLHRREPDGTA  300

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL  343
            GR + +IT + +  +    R +    G I +L     VR+ D LG     P      
D  
Sbjct  301  GRVEGRITALEVVGRPPGDR-EPLTAGNIAVLRGLPGVRVGDRLGG--
EAPGAHQEGDGA  357



Query  344  ----
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P L T +  +  A+  RL  AL  LA+ DPL+     +     +L + G VQ 
E++
Sbjct  358  LFSRPTLETLVRARRPAEAARLHAALLLLAEQDPLIHARPAAAGATSVLLY-
GEVQKEII  416

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPLSLGSGV  458
            +A L + + +    +   V+ +ER L        I    +  +WA++GL V P   
GSG 
Sbjct  417  
AATLLQDHGIAADFEPSRVVCVERLLGTGEAYEEITGRDHVGWWATVGLRVEPGPRGSGP  476

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            ++     LG L   F  AV D +   L  G  GW VTDC++      +  PVST  
DFR 
Sbjct  477  
RFAYETELGALPHGFHQAVEDTVYASLRTGPRGWAVTDCRVVLTRSGFVGPVSTAGDFRG  536

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
            + P+VL +AL+ +GT++ EP  SF    P + ++          A  +         
+ T
Sbjct  537  
VTPVVLARALRRAGTRVYEPCHSFEAEVPPDTIAPVTAQLASLGAEFDDTSESGGAWLLT  596

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            G +PAR +  +   L   T G     ++  G
Sbjct  597  GTLPARRVPDFERRLPGLTRGEGTWWSQPSG  627

>AIA10937.1 elongation factor Tu GTP binding domain protein 
[uncultured bacterium]
Length=655

 Score = 310 bits (794),  Expect = 4e-93, Method: Compositional 
matrix adjust.
 Identities = 230/669 (34%), Positives = 329/669 (49%), Gaps = 
50/669 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKT+LTE +L+ +G I   GSV+KGTT+TDTM LER RGITI
++AV
Sbjct  1    
MAIINIGILAHVDAGKTSLTERILFETGVIKAIGSVDKGTTQTDTMELERARGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  ++ KVN++DTPGH DF+AEV RSL VLDG +LV+SA +GVQ QTR L  A
+R   
Sbjct  61   



VSFHLNQRKVNLIDTPGHADFVAEVERSLRVLDGVVLVVSAVEGVQPQTRRLARAIRAAG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL-----
SPEIVLEENTDIEAW  175
            +P +IF+NK+D+ G    +++  +R KL    ++  TV L     +  IV  +    
+  
Sbjct  121  LPLLIFVNKVDRLGARSGALLDDIRRKLRLR-
LVPMTVPLGLGDRAATIVARDRESPDWR  179

Query  176  DAVI----ENNDKLLEKY-----
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
            D VI    E +++++E++       G P     L    + +V    + PVY+GSA  
G+G
Sbjct  180  DPVIDLLAETDERVIEEFERTSGDLGAPFLDAAL----
RAQVATGEIVPVYFGSAITGVG  235

Query  227  
IQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
            +  L+  +       GE       G VFK+     G++ VY+RL++G+L +R  V 
L  R
Sbjct  236  
VHELLAGIEEWLPATGESQETTATGIVFKIARRPSGEKLVYVRLFAGSLAVRQRVVLRRR  295

Query  287  EKLKITEMRIPSKGEIVRTDTAYPG------------------EIVILPS-
DSVRLNDVL  327
            + +          GEI   D    G                  EI IL    S R+
+D +
Sbjct  296  DAI----------
GEIEEIDERITGIDRFASGVASSAESASAGEIAILHGLRSARIDDRI  345

Query  328  
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
            G      R   R  P P L + + P    Q  +L  AL  LA+ DPL+     +   
EI 
Sbjct  346  
GTDETGTRALARTFPAPALESIVRPAEPGQITQLRAALEALAEQDPLISLRQRNDEGEIA  405

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL  447
            L   G VQ EV+   L   Y +         I +ERPL + S    I    NPF A
++G 
Sbjct  406  
LRLYGEVQKEVMLDTLVRDYGIGATFGPSQTICIERPLGSGSDFEVIGEGENPFLATVGF  465

Query  448  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
             V P   GSG++Y     LG L  +F  A+ + I    +QGL GW VTDC +   +  
+ 
Sbjct  466  RVEPGEHGSGLRYVR--
ELGSLPLAFYRAIEETIHETFKQGLRGWEVTDCVVTLTHAGFD  523

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            S  ST  DFR L P+VL +AL  + T++ EP     L  P +               



I  
Sbjct  524  
SVGSTAGDFRKLTPLVLMKALSLARTEVCEPIEELELDIPDDTFGPVCGALVNARGIIRD  583

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
            A           EIP   ++     L   T G    ++   GY    G+P  + R   
+ 
Sbjct  584  
ASADGISRRIVAEIPTAELRGIEQQLPRLTRGDGGWVSSFAGYVPIAGEPPARERIGPNP  643

Query  628  LDKVRHMFQ  636
            L++ +++ +
Sbjct  644  LNRAQYLAE  652

>WP_050503017.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
monomycini]
Length=652

 Score = 310 bits (794),  Expect = 4e-93, Method: Compositional 
matrix adjust.
 Identities = 225/640 (35%), Positives = 328/640 (51%), Gaps = 
37/640 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LLYA+GAI   GSV+ G TRTD+  +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLYATGAIERLGSVDAGDTRTDSGAIERERGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
ASFTAGDVQVNLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDI  172
            +PT++F+NKID+AG    ++V  VR  L+  ++    V          +P          
Sbjct  121  
LPTLLFVNKIDRAGARTDALVADVRRTLAPHVVPMAAVHGAGTPGARTTPLRAHVPAVRA  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               + + + +D +L + + G P S E+L+     R  D S+ P+Y+GSA  G G+  
L+D
Sbjct  181  
RMTELLADADDGILARAVDGPPPSPEELLAALAARTADGSVHPLYFGSAIGGQGVGALID  240

Query  233  AVTGLFQPI--



GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
             +T L  P+  G  G A   G+VF V+    G +  YLRLY G +R R  V L  
RE   
Sbjct  241  GMTRLIPPLPPGTAG-
APPRGTVFAVQREPGGGKSAYLRLYEGEVRPRRPVTLHRREPDG  299

Query  288  -----KLKITEMRI---PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRW  338
                 + +IT + +   P  G+   T     G I +L     VR+ D LG          
Sbjct  300  TAVRVEGRITALEVVGRPPGGQTPLTA----GNIAVLRGLPGVRVGDRLGGEA---
PGTG  352

Query  339  RED-----
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            RED       P L T +  +  A+  RL  AL  LA+ DPL+     +     +L 
+ G 
Sbjct  353  
REDGEALFSRPTLETVVRARRPAEAARLRAALLGLAEQDPLIHARPAASGATSVLLY-GE  411

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN-
PFWASIGLSVTPL  452
            VQ E+++A L + + +        V+ +ER L        I    +  +WA++GL 
V P 
Sbjct  412  
VQKEIIAATLRQDHGIAADFAPSRVVCVERLLGTGEAYEEITGRDHVGWWATVGLRVEPG  471

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
              GSG ++     LG L   F  AV D +   L  G  GW VTDC++      +  
PVST
Sbjct  472  
PRGSGPRFAYETELGALPHGFHQAVEDTVYASLRDGPKGWAVTDCRVVLTRSGFVGPVST  531

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR + P+VL +AL  +GT++ EP  SF    P + ++          A  +      
Sbjct  532  
AGDFRGVTPVVLARALHRAGTRVYEPCHSFEAEVPLDTIAPVTAHLASLGADFDDTSAVG  591

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
               + TG +PAR +      L   T+G     ++  G + 
Sbjct  592  GRWLLTGTLPARRLHDAEHRLPGLTHGEGTWWSQPSGPEG  631

>PLW92762.1 GTP-binding protein, partial [Marinilabiliales 
bacterium]
Length=622

 Score = 308 bits (789),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 198/631 (31%), Positives = 328/631 (52%), Gaps = 
39/631 (6%)

Query  3    



IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NI +LAHVDAGKT++ E +LY SG I + GSV++G+T +D++ +E+ RGI++++
+V S
Sbjct  5    
IRNIAVLAHVDAGKTSVCEQILYHSGEIKDAGSVDQGSTFSDSLQVEKDRGISVRSSVFS  64

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             Q    K+NIVDTPGH+DF A+V R L V+D AIL+ISA   +QA T  L++AL+K  
IP
Sbjct  65   
VQQGDVKLNIVDTPGHVDFSADVQRILQVVDAAILIISAAYSLQAHTETLWNALQKRGIP  124

Query  123  TVIFINKIDQAGVDLQS--------------
VVQSVRDKLSADIIIKQTVSLSPEIVLEE  168
             ++ +NKID+   D +S              ++Q++ ++ SAD  +   ++  PE 
++E+
Sbjct  125  
IILLLNKIDRDSSDAESLITEIKREWKIEPLMIQNLDNEGSADCAVANRLNAIPEDLVEQ  184

Query  169  
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                     +I +ND L+E Y+ G      KL ++    ++ A  FP+ Y SAK  
+GI+
Sbjct  185  ---------
IIAHNDDLMEAYLDGSVPETAKLEQQMLEDIRAARSFPLLYASAKMSVGIE  235

Query  229  PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGRE  287
             L+D       P       +    VF ++      +  ++R+YSG    R  V     
+ 
Sbjct  236  
ELLDFAAKYLPPPKISDEKSFSARVFALDQDKNLGKMAFVRVYSGQAENRKPVFNQRTQN  295

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-
RLPRKRWREDPLPM  345
            + K  ++R  S  +    +    GEI +L +    +++DVLG     +P        
+P 
Sbjct  296  
EEKPVQIRRISGVKFEDVNELKAGEIGVLYALGEAQVDDVLGSGVFEVPE-------MPA  348

Query  346  LRTT-IAPKTAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            L T  ++ +  A  ++    L  A+ +L + DP L  + D    E+ +   G +Q
+EV+ 
Sbjct  349  
LHTALLSVQVKADDDKDYAALAAAMQKLNEEDPSLELDWDREEQELHVKISGWIQMEVME  408

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
             ++ ++++++   + P+VIY E P K  +  +   + P P WA +   + P   
GSGV Y
Sbjct  409  RMIEDRFQIKARFENPTVIYKETPSKKCTGFVRYWM-
PKPCWAILKFEIEPAERGSGVHY  467



Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +S +S+  + + +QN V + I   L+QG+ GW VTD  I    G  +   S P DF
+   
Sbjct  468  
KSIISVDDVARKYQNEVEETIEKSLKQGIKGWEVTDLNIRLIEGEDHEVHSRPGDFKIAT  527

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+ +   L+  GT LLEP LSF++ A +E L     D  K   T E+  ++    V  
G 
Sbjct  528  
PMGIMNGLQNGGTTLLEPILSFVIKADEELLGNVSSDIIKMRGTFESPMIEDGRFVLKGT  587

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +P    Q Y   L+  + GR+   T    Y+
Sbjct  588  LPLATSQDYPVKLSSRSGGRASISTSFLEYR  618

>WP_097271705.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. TLI_55]
 SNX65635.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. TLI_55]
Length=618

 Score = 308 bits (789),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 222/626 (35%), Positives = 315/626 (50%), Gaps = 
32/626 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDTQVNLIDTPGHSDFIAEVERALAVLDGAVLVLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            +PT++F+NK+D+AG   Q ++  VR  L+  I    TV    +P   +         
+ +
Sbjct  121  
LPTLVFVNKVDRAGARAQGLLDDVRRLLTPHIAQLTTVEGIGTPRARVTAVPLASLAEPL  180



Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +  +L   + G   +   L +       D S  PV +GSA  G G+  L+DA+  
L 
Sbjct  181  
ADVDQDILAAVVDGPAPTPADLHKALAAHTADGSFHPVLFGSALGGEGVGDLVDALVRLV  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG--------
TLRLRDTVALAGREKLK  290
             P          G+VF V     G+R  YLRLY G        TL  RD     G    
+
Sbjct  241  
PPAPTAAGGPPRGTVFAVRPGPDGERTAYLRLYDGEVTERQKLTLLRRDADGRPGEVSGR  300

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            +T + +     I  +     G I  L     VR+ D LG+   L  +  +  P P 
L T 
Sbjct  301  VTRLDV-----IGGSGPLTAGNIAALTGVPGVRVGDRLGE---LAERDAQFAP-
PTLETV  351

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +   Q  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ 
+ +
Sbjct  352  VTARRPGQAARLRSALLALADQDPLIHARPAADGGTALLLY-
GEVQMEVLAATLAQDFGI  410

Query  410  ETVVKEPSVIYMERPLKAASHTIHIEVPPNP------
FWASIGLSVTPLSLGSGVQYESR  463
            E       V Y+ERP              NP      +WA+IGL V P   GSG  
+   
Sbjct  411  EAEFAPGRVRYLERPRGVGEAGEE-----
NPWLDGTRYWATIGLRVEPGERGSGGVFTYE  465

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              LG L ++F  AV D +   +  GL G  VTD ++      + +P+ST  DFR+L 
P V
Sbjct  466  
TELGALPRAFHQAVEDTVHTSMRTGLTGAAVTDYRVTLIRSGFVAPLSTAGDFRALTPYV  525

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ + T+L EPY +F    P + L+          A            V 
TGE+PA
Sbjct  526  
LRRALQRARTRLYEPYHAFETEVPLDALAPVTAQLASLGAEFTGTTGGSTAWVITGELPA  585

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKG  609
            R ++     L   T+G  +  +   G
Sbjct  586  RRVREMELRLPGLTHGEGMWWSRTSG  611



>WP_037948005.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. PRh5]
 EXU69166.1 GTP-binding protein [Streptomyces sp. PRh5]
Length=658

 Score = 309 bits (792),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 221/632 (35%), Positives = 317/632 (50%), Gaps = 
35/632 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDTGDTQTDTGEIERQRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTTGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIE  173
            P ++FINKID+AG   + ++  +R  L+  ++   TV           P  + +     
E
Sbjct  129  
PVLLFINKIDRAGARDEGLLADIRRALAPHLVPLTTVRELGTRNARARPRSLDDPGVRAE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G P S E++              PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAETDDAMLARVVDGPPPSAEEVGAALAAGTAAGLAHPVFFGSALSGEGVGALVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVE------------
YTDCGQRRVYLRLYSGTLRLRDTV  281
            V  L  P    G A   G+VF VE                G R  YLRL+SG + 
LR  V
Sbjct  249  VARLVPPA--
PGGAEPRGTVFAVERGGGGAGGTGGRSGARGGRTAYLRLFSGEVTLRQRV  306

Query  282  ALAGRE--------
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L  RE          +IT + +       R          I     VR+ D LG     
Sbjct  307  
TLHRREPGGALTEHTGQITALEVIGDAGAARQPLTAGNIARIKGLPGVRVGDRLGPVHDA  366

Query  334  PRKRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391



            P  R R    P L+T +  +   AA   RL  AL  LAD DPL+           
+L + 
Sbjct  367  PSDR-
RHFAAPSLQTLVHAREPGAAAASRLHTALLDLADQDPLIHARAMPGGATSVLLY-  424

Query  392  GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVT  450
            G VQ E+++A L + Y +E   +    + +ERP         I  V     WA+
+GL V 
Sbjct  425  
GEVQKEIIAATLLQDYGIEADFEPSRPVLVERPSGIGEAVREIARVGHTGPWATVGLRVE  484

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P   G+GV +     LG L ++F NA+ + +   L  G  G +VTDC+       +  
P+
Sbjct  485  
PTERGAGVVFGYETELGALPRAFHNAIEETVYETLFHGPRGRSVTDCRAVLVRSGFIGPL  544

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST ADFR L P+VL +AL+ +G ++ EPY +F L  P E L+          A I  
+  
Sbjct  545  
STAADFRDLTPVVLGEALERAGWRIYEPYHAFELELPAETLAAVTAQLAAAEADIGESVD  604

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                 +  GE+PAR +  +   L   T+G  V
Sbjct  605  GATGWLLRGELPARRVHGFERVLPRLTHGEGV  636

>WP_012484426.1 GTP-binding protein [Rhizobium etli]
 ACE91849.1 probable tetracycline resistance protein [Rhizobium etli 
CIAT 
652]
Length=655

 Score = 309 bits (791),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 207/575 (36%), Positives = 310/575 (54%), Gaps = 
15/575 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I +PGSV+ G T+TDT+ LERQRGITI
+AAV
Sbjct  1    
MRTMNLGILAHVDAGKTSLTERLLFNAGVIDKPGSVDSGDTQTDTLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  
ALR++ 
Sbjct  61   



VSFAIGGRTVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALRRIG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTD-------I  172
            +P V F+NK+D+ G     V++++  +L+   I +   +    ++   E  D        
Sbjct  121  
VPFVFFVNKVDRLGARYGEVMEALAAQLAVRPIAMSSVIEAGGKLARVEPLDPGNEPLFS  180

Query  173  EAWDAVIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               +A+ EN++ LL  Y+   E ++ E+L      +V    + PV+ G+A  G G+  
L 
Sbjct  181  
ALCEALGENDEALLADYVLDPERLTGERLGCSLADQVARGLVHPVFAGAAMTGAGVPALA  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  +           + G +FK+E    G++  Y+ L +GT+RLR  + L    
+ ++
Sbjct  241  
SAIAAILPEQHPNPDGPVAGKIFKIERGWGGEKLCYVSLTAGTVRLRQYLDLPNGPE-RV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLND-
VLGDPTRLPRKRWREDPLPMLRTT  349
            T +++   G     ++   G+I  +      R+ D V GD     R  +     P 
L T 
Sbjct  300  TAIQLFQGGRSHGAESFGAGQIARVSGLAGARIGDTVGGDQGATGRVHFAP---
PTLETR  356

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +  +  ++R  L  AL+Q+A+ DPL+    +    E+ +S  G VQ EV+ A L   
+ L
Sbjct  357  
VLARRPSERAALWLALSQMAEQDPLINLHRNEEADEVFVSLYGEVQKEVIQATLQADFGL  416

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E   +E +VI  ERP    +    +   PNPF A+IGL V P   G+G  +   V 
+G +
Sbjct  417  
EASFEESTVILAERPAATGTGLQILFKEPNPFLATIGLRVEPRPAGAGNSFALEVDVGQM  476

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +F  AV++ +   L+QG FG  V DC +      + SP ST ADFR L P VL  
AL 
Sbjct  477  
PVAFYRAVQETVFETLKQGTFGCQVIDCHVAMTAARHSSPASTAADFRQLTPWVLASALS  536

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
             + T L EP   F L  P E L+       K  AT
Sbjct  537  AAQTVLCEPVDRFHLETPAESLAGVLTLLAKSAAT  571



>WP_090765475.1 GTP-binding protein [Nonomuraea maritima]
 SDK56035.1 ribosomal protection tetracycline resistance protein 
[Nonomuraea 
maritima]
Length=664

 Score = 309 bits (792),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 225/654 (34%), Positives = 331/654 (51%), Gaps = 
53/654 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M I+NIGILAHVDAGKT+LTE LL+ +G  +  GSV+ GTT+TDT  +ER+RGITI
++AV
Sbjct  1    
MNILNIGILAHVDAGKTSLTERLLFETGVTARLGSVDAGTTQTDTDAIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN+VDTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   
LR++ 
Sbjct  61   
ASFTLGDLQVNLVDTPGHADFVAEVERALGVLDGAVLVLSAVEGVQPHTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTVSL  160
            +PT+IF+NKID+ G     ++  +R +L+   +                    ++
+T +L
Sbjct  121  
LPTLIFVNKIDRMGAQEGELLAGIRRRLAPSCVPLNTVDGIGGPGAVTRPVVGLRETAAL  180

Query  161  
SPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGS  220
                 L     +EA + + E++D LLE  + G P S  ++     R+      +PV 
+GS
Sbjct  181  
REAAELHSAELLEAAEVLAEHDDGLLELLVDGVPPSPGQVRAALARQCAAGVAYPVVFGS  240

Query  221  AKKGLGIQPLMDAVTGLFQPI-----GEQGSAA-----------
LCGSVFKVEYTDCGQR  264
            A  G G+  L+DAV  L   +     G+ G A+           + G+VF +E    
G++
Sbjct  241  
AITGEGVGELLDAVASLLPSVALPGPGKDGVASPSVSRPGPAEEVRGTVFAIERAASGEK  300

Query  265  RVYLRLYSGTLRLRDTVAL-------
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILP  317
               LR+  G L  R+ +         A   + ++T + +    +  R  T   G
+IV L 
Sbjct  301  AALLRVRGGELGPRERLVFHRSLPGGAHTYEGRLTAIEVAGAPDRQRAMT---
GDIVKLW  357



Query  318  S-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
                +R+ D LG P  +          P L T + P+   Q  RL  AL  LA+ 
DPL+ 
Sbjct  358  GVPGIRVGDHLGGPPPV----
GSHFAAPSLETVVRPRVPGQEPRLHAALLALAEQDPLIG  413

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-E  435
                +     +L + G VQ EV++  L+ ++ +E   +    +Y ERP         
I  
Sbjct  414  TRTTAAGETSVLLY-
GEVQKEVIAETLAAEFGVEADFEPSRPVYFERPAGTGEAVEEILR  472

Query  436  
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
              PNPF A++GL V P   GSGV Y   V LG L  +F  A+ + +R  L +G  
GW VT
Sbjct  473  
HGPNPFMATVGLRVEPGPRGSGVGYRLEVDLGSLPLAFHRAIEESVRLALGEGPHGWPVT  532

Query  496  
DCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
            D  +      Y +PV+  ADFR   PIV+ +AL+ +GT + EP   F L AP+E L    
Sbjct  533  
DVLVTVTRTGYAAPVTVAADFRGRTPIVVMEALRRAGTVVYEPCHRFELEAPRESLGPVT  592

Query  556  HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  
609
                +    +   +   +  V TGEIPA  +      L   T G     +E  G
Sbjct  593  ASLTELRGQLCDTRQAGEGWVLTGEIPAAVVHVMEGRLPGLTRGEGGWWSEPAG  
646

>WP_010726522.1 transposase, partial [Enterococcus faecium]
 EOF90378.1 tetracycline resistance protein tetM transposon Tn916, 
partial 
[Enterococcus faecium EnGen0166]
 EOL98306.1 tetracycline resistance protein tetM transposon, partial 
[Enterococcus 
faecium EnGen0258]
 EOM08383.1 tetracycline resistance protein tetM transposon, partial 
[Enterococcus 
faecium EnGen0262]
Length=168

 Score = 292 bits (748),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 130/167 (78%), Positives = 148/167 (89%), Gaps = 0/167 
(0%)

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ 



LK++
Sbjct  1    
SFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKA  60

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ 
YR+
Sbjct  61   
GTELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRS  120

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            DL F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  121  DLTFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  167

>WP_079046514.1 GTP-binding protein, partial [Streptococcus 
pneumoniae]
Length=187

 Score = 293 bits (750),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 140/187 (75%), Positives = 158/187 (84%), Gaps = 0/187 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NNDKLLE  187
             ND LLE
Sbjct  181  GNDDLLE  187

>AGP55678.1 tetracycline resistance protein tetM [Streptomyces 
rapamycinicus 
NRRL 5491]



Length=674

 Score = 309 bits (792),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 225/661 (34%), Positives = 331/661 (50%), Gaps = 
77/661 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV 
Sbjct  9    
QTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDTGDTQTDTGEIERQRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIE  173
            P ++FINKID+AG   + ++  +R  L+  ++   +V         + P  + +     
E
Sbjct  129  
PVLLFINKIDRAGARHEGLLADIRRALAPHLVPLTSVRALGTRNARVRPRSLDDPGVRAE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S  ++      R  +  + PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAETDDAMLARVVDGPLPSAGEVGAALAARTAEGVVHPVFFGSALSGEGVGALVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDC----------------------------
GQRR  265
            V  L  P  +      CG+VF VE                                
G R 
Sbjct  249  VARLVPPAPD--
GTEPCGTVFAVERGGTGGSGGTGGSGKGGGTGGSGTGGDRSGARGGRT  306

Query  266  VYLRLYSGTLRLRDTVALAGRE--------KLKITEMRI-----
PSKGEIVRTDTAYPGE  312
             YLRLYSG + LR  V L  RE          +IT + +      ++G +   + A    
Sbjct  307  
AYLRLYSGEVTLRQRVTLHRREPGGALTEHTGQITALEVIGDAGAARGPLTAGNIA---R  363

Query  313  IVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLAD  370
            I  LP   VR+ D LG    +P  R R    P L+T +  +   AA   RL  AL  
LAD
Sbjct  364  IKGLP--GVRVGDRLGPVHDVPSDR-
RHFAAPSLQTLVRAREPGAAAASRLHTALLDLAD  420



Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP------  424
             DPL+           +L + G VQ E+++A L + Y +E   +    + +ERP      
Sbjct  421  QDPLIHARAMPGGATSVLLY-
GEVQKEIIAATLVQDYGVEADFEPSRPVLVERPSGVGEA  479

Query  425  ---
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
               +  A HT        P WA++GL V P   G+GV +     LG L ++F NA+ 
+ +
Sbjct  480  VREIARAGHT-------GP-
WATVGLRVEPAERGAGVVFGYETELGALPRAFHNAIEETV  531

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               L  G  G +VTDC++      +  P+ST ADFR L P+VL +AL+ +G ++ 
EPY +
Sbjct  532  
YGTLFHGPRGRSVTDCRVVLVRSGFIGPLSTAADFRDLTPVVLGEALERAGWRIYEPYHA  591

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F L  P E L+          A I  +       +  GEIPAR +  +   L   T
+G  
Sbjct  592  
FELELPAETLAAVAAHLAAAEADIGESADGATGWLLRGEIPARRVHGFERILPRLTHGEG  651

Query  602  V  602
            V
Sbjct  652  V  652

>APO32513.1 ferrous iron transport protein B [uncultured bacterium]
Length=172

 Score = 292 bits (748),  Expect = 1e-92, Method: Compositional 
matrix adjust.
 Identities = 141/164 (86%), Positives = 151/164 (92%), Gaps = 0/164 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI  PGSV+
+GTTRTDTMFLERQRGITIQ AV
Sbjct  6    
MKIINIGILAHVDAGKTTLTESLLYTSGAIEAPGSVDQGTTRTDTMFLERQRGITIQTAV  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLA+LDGAILV+SAKDGVQAQTRILFHAL
+ M 
Sbjct  66   
TSFQWHDCKVNIVDTPGHMDFLAEVYRSLAILDGAILVVSAKDGVQAQTRILFHALQVMK  125



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI  164
            IPTVIFINKIDQ G+DL  V QS+RDKLSA++IIKQ V LSP+I
Sbjct  126  IPTVIFINKIDQDGIDLPGVYQSIRDKLSANMIIKQNVQLSPDI  169

>AHK46947.1 peptide chain release factor 3 (plasmid) [Ensifer 
adhaerens OV14]
Length=646

 Score = 308 bits (790),  Expect = 2e-92, Method: Compositional 
matrix adjust.
 Identities = 211/626 (34%), Positives = 326/626 (52%), Gaps = 
18/626 (3%)

Query  12   
VDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVN  71
            +DAGKT+LTE LL+ +  I + GSV+ G T+TD++ LERQRGITI+AAV SF      
VN
Sbjct  1    
MDAGKTSLTERLLFDASVIDKLGSVDAGNTQTDSLALERQRGITIRAAVVSFTIGDTVVN  60

Query  72   
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKID  131
            ++DTPGH DF+AE+ R L +LD A++V+SA +GVQAQTR+L  AL+++ +P + 
FINK+D
Sbjct  61   
LIDTPGHPDFIAEIERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRVGVPFLFFINKVD  120

Query  132  QAGVDLQSVVQSVRDKL-----SADIIIKQTVSLSPEIVLEENTD---
IEAWDAVIENND  183
            + G     V+Q++  +L     +   +I     L+     +  ++       + + 
EN+D
Sbjct  121  
RLGARYDEVLQAIAGQLPVRPIAMSAVIDAGSKLAQVKAFDPGSEPLFTALCETLAENDD  180

Query  184  KLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            +LL  Y+ A + ++ E+L R  + +V    L P + G+A  G+G+  L  A+  L     
Sbjct  181  
ELLRDYLQAPDRLTDERLDRSLRDQVSRGLLQPAFAGAAVTGVGLPALTSAIATLLPSRD  240

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
                AA+ G +FK+E    G++  YL L SGT+R+R+ + L  +   ++T +++   
G+I
Sbjct  241  LDPDAAVTGRIFKIERGWGGEKLSYLYLSSGTVRVREYLDLP-
QGSARVTGIQLFDAGKI  299

Query  303  VRTDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               ++   G+I  +    + R+ DV+G  TRL        P P L +    +  +
+R  L
Sbjct  300  HSANSFKAGQIARVSGLGIARIGDVVG-TTRLADVPHHFAP-



PTLESRAQAQRPSERAAL  357

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL QLA+ DPL+    +  T++I +S  G VQ EV+ + L   + L    ++ 
+VI  
Sbjct  358  
WLALNQLAEQDPLIDLRKNEDTNDIFVSLYGEVQKEVIQSTLLTDFGLGVTFEDSTVICA  417

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ER     +    I   PNPF A++GL V P   G+G  +   V +G +  SF  AV 
+ +
Sbjct  418  
ERLAGIGTGLQVIFKEPNPFLATVGLRVEPRPEGAGNSFALEVDVGQMPASFYRAVEETV  477

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               L QG+FGW V DC +      + SP ST ADFR L P VL  AL  + T + 
EP   
Sbjct  478  
FETLRQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALSTAKTVVCEPIDQ  537

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F L AP + L        K  A  + + V        G + +  +Q  +  L   T
+G  
Sbjct  538  
FYLEAPSQTLGGLLTLLAKSGAVTKESIVADGVARLEGHVASERVQGIQQQLPGLTSGMG  597

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSR  627
               T    Y      P   P+R   R
Sbjct  598  TMETSFHHY-----APAADPQRSRKR  618

>SEG75335.1 ribosomal protection tetracycline resistance protein, 
partial 
[Bacteroides thetaiotaomicron]
Length=425

 Score = 301 bits (771),  Expect = 2e-92, Method: Compositional 
matrix adjust.
 Identities = 167/428 (39%), Positives = 259/428 (61%), Gaps = 7/428 
(2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDIEAWDAV  178
            IPT+IFINKID+AGV+L+ +   ++  LS D +I QTV   L   I  +     E  
+ V
Sbjct  121  
IPTIIFINKIDRAGVNLERLYLDIKTNLSQDALIMQTVVDGLVYPICSQTYIQEEYKEFV  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA+
+   
Sbjct  181  
CNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSFI  240

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++  
Sbjct  241  LPPASV-
SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLRLRDIVRINDSEKFIKIKNLKTI  299

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +G  +  D     +I I+   +  R+ D LG    L +    +   P L++++ P    
Sbjct  300  YQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQH--
PALKSSVRPNKPE  357

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E 
Sbjct  358  
ERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEI  417

Query  417  SVIYMERP  424
              IY ERP
Sbjct  418  KTIYKERP  425

>AMP55645.1 elongation factor Tu domain 2, partial [uncultured 
bacterium]
Length=162

 Score = 291 bits (745),  Expect = 2e-92, Method: Compositional 
matrix adjust.
 Identities = 142/162 (88%), Positives = 150/162 (93%), Gaps = 0/162 
(0%)

Query  231  



MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            MDAVTGLFQPIGEQG 
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK
Sbjct  1    
MDAVTGLFQPIGEQGGAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  60

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            ITEMRIPSKGEIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ W + P 
PMLRTTI
Sbjct  61   
ITEMRIPSKGEIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSDVPFPMLRTTI  120

Query  351  APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
             PKTA QR+RLLDALTQ+ADTDPLL  EVDS THEIILSFLG
Sbjct  121  TPKTAEQRDRLLDALTQIADTDPLLHYEVDSTTHEIILSFLG  162

>WP_092769184.1 MULTISPECIES: GTP-binding protein [Rhizobium]
 SDB19324.1 ribosomal protection tetracycline resistance protein 
[Rhizobium 
sp. NFIX02]
 SEQ34790.1 ribosomal protection tetracycline resistance protein 
[Rhizobium 
sp. NFIX01]
Length=649

 Score = 308 bits (789),  Expect = 2e-92, Method: Compositional 
matrix adjust.
 Identities = 208/633 (33%), Positives = 328/633 (52%), Gaps = 
15/633 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDVGVIDKLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAW--  175
            +P + FINK+D+ G     VV+ + D+L    ++   V+ +      V   +T  E    
Sbjct  121  
VPFLFFINKVDRVGARYDEVVRDLADQLRVRPVVMSKVTGAGSKHAQVAATDTKCEPLFT  180

Query  176  ---DAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231



               + + EN+D+LL  Y +  + +   +L     ++     + P + G A  G G+  
L+
Sbjct  181  
ILCETLAENDDELLRDYLLTPDRVDAGRLSLLLGQQTACGVVHPAFAGVAMTGAGLPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+T +           + G +FK+E    G++  YL L SGT+RLR  + L  +   
++
Sbjct  241  AAITEMLPARDPDPEGEISGKIFKIERGWGGEKLSYLHLASGTVRLRHDLPLP-
QGPARL  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G +    +   G+I  +      R+ D +G    +    +   P P L 
T +
Sbjct  300  TGIQLFKDGCVQNATSLGAGQIARVTGLAGARVGDSVG-VNAVADGAFHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL Q+ + DPL+    +  T+E+ +S  G VQ +++ + LS  
+ +E
Sbjct  358  
VSRRPSEHAALWLALNQMIEQDPLIGLRRNDETNEVFVSLYGEVQKQIIQSELSTGFGIE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ER   +      I   PNPF A+IGL V     G+G  +   +  
G + 
Sbjct  418  
AEFEDSTVICVERLSGSGQGLQTIFREPNPFLATIGLRVEARPDGAGNSFALEMEFGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
ALK+
Sbjct  478  
ASFYRAVEETVFDTLKQGVFGWQVQDCHVAMTAARHTSPSSTAADFRKLTPWVLGTALKQ  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   + EP+  F + AP   ++R      K  A  + + +        G I +  
+Q  +
Sbjct  538  
AQPFVCEPFDHFHIEAPAAAITRLISLLAKAGAATKNSVISGGVATLEGTIASAAVQGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              +   T+G     T    Y  A   P   PRR
Sbjct  598  QQVPGLTSGLGGMETSFSHYAQAESPP--SPRR  628

>ACJ38543.1 tetracycline resistance protein, partial [Trueperella 
pyogenes]



Length=246

 Score = 294 bits (753),  Expect = 3e-92, Method: Compositional 
matrix adjust.
 Identities = 140/246 (57%), Positives = 182/246 (74%), Gaps = 0/246 
(0%)

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY  258
            +L +EE  R Q+ SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG 
VFK+EY
Sbjct  1    
ELEQEESIRFQNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEY  60

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS  318
            ++  QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+   D AY 
GEIVIL +
Sbjct  61   
SEKRQRLAYIRLYSGVLHLRDSVRISEKEKIKVTEMYTSINGELCXXDXAYSGEIVILQN  120

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            + ++LN VLGD   LP+ +  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLLR  
Sbjct  121  
EFLKLNSVLGDTKLLPQXKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYY  180

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
            VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TIHIEVPP
Sbjct  181  
VDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVPP  240

Query  439  NPFWAS  444
            NPFWAS
Sbjct  241  NPFWAS  246

>WP_069760792.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. LUP47B]
Length=616

 Score = 307 bits (786),  Expect = 3e-92, Method: Compositional 
matrix adjust.
 Identities = 221/620 (36%), Positives = 326/620 (53%), Gaps = 
29/620 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI+
+AV SF



Sbjct  5    
LNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAVASF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   LR++ 
+PT
Sbjct  65   
TVGDTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLRLPT  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSL---
SPEIVLEENTDIEAWDAVI  179
            ++ +NKID+AG   + ++  +R +L+  +  + Q   +      + +    D    
+A+ 
Sbjct  125  
LVLVNKIDRAGARAEDLLADIRRRLTPHVAPLTQAAGIGTSGARVRVLAKDDRRLAEALA  184

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-  238
            + +  +L   + G   + + L +    R  D S  PV++GSA  G GI  L++ +  
L  
Sbjct  185  
DVDPDILTAVVDGPEPTPDDLDKALAARTADGSFHPVFFGSALGGQGIPELVEGMIRLIP  244

Query  239  -
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
              P+   G     G+VF V     G+R  YLRLY G +  R  + L  RE    T  
R+ 
Sbjct  245  RPPVTTAGDP--
RGTVFAVRPGPGGERTAYLRLYGGEVTERQRLTLLRREADGTTS-RV-  300

Query  298  SKGEIVRTDTAYP---GEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
              G + R   A P   G I  L  S  +R+ D LG+ T    +   +   P L T 
+  +
Sbjct  301  -SGRVTR--LAGPLTAGNIAALVFSSGLRVGDRLGEVT----
EHAPQFAPPTLETLVTAR  353

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ + 
+E   
Sbjct  354  QPEQAARLRSALLDLADQDPLIHARPTTGGATALLLY-
GEVQMEVLAATLAQDFGVEADF  412

Query  414  KEPSVIYMERPLKAA----
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +   V Y+ERP  +     S+  H+      +WA+IGL V P   GSG  +     
LG L
Sbjct  413  EPARVRYLERPRGSGEADESNPWHLG---
TRYWATIGLRVEPGERGSGGVFAYETELGAL  469

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



             ++F  A+ + +   +  GL G  VTD ++      +  P+ST ADFR L PIVL 
+AL+
Sbjct  470  
PRAFHQAIEETVHASMRTGLTGATVTDYRVVLFRSGFIGPLSTAADFRGLTPIVLRRALE  529

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++GT+L EPY +F    P + L+          A            V TGE+PAR  
+  
Sbjct  530  
QAGTRLFEPYHAFEAEVPLDALATITAQLASAGAEFTGTTGGSTAWVITGELPARRAREI  589

Query  590  RTDLAFYTNGRSVCLTELKG  609
               L   T+G  V  +   G
Sbjct  590  ELRLPGLTHGEGVWWSRPSG  609

>APO35566.1 ferrous iron transport protein B [uncultured bacterium]
Length=187

 Score = 292 bits (747),  Expect = 3e-92, Method: Compositional 
matrix adjust.
 Identities = 142/168 (85%), Positives = 153/168 (91%), Gaps = 0/168 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI  PGSV+
+GTTRTDTMFLERQRGITIQ AV
Sbjct  6    
MKIINIGILAHVDAGKTTLTESLLYTSGAIEAPGSVDQGTTRTDTMFLERQRGITIQTAV  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLA+LDGAILV+SAKDGVQAQTRILFHAL
+ M 
Sbjct  66   
TSFQWHDCKVNIVDTPGHMDFLAEVYRSLAILDGAILVVSAKDGVQAQTRILFHALQVMK  125

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE  168
            IPTVIFINKIDQ G+DL  V QS+RDKLSA++IIKQ V LSP+I + E
Sbjct  126  IPTVIFINKIDQDGIDLPGVYQSIRDKLSANMIIKQNVQLSPDISIIE  173

>WP_086882709.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rhizosphaericus]
Length=658

 Score = 308 bits (788),  Expect = 4e-92, Method: Compositional 
matrix adjust.
 Identities = 221/632 (35%), Positives = 317/632 (50%), Gaps = 
35/632 (6%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDTGDTQTDTGEIERQRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTTGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIE  173
            P ++FINKID+AG   + ++  +R  L+  ++   TV           P  + +     
E
Sbjct  129  
PVLLFINKIDRAGARDEGLLDDIRRTLAPHLVPLTTVRELGTRNARARPRSLDDPGVRAE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G P S E++              PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAETDDAMLARVVDGPPPSAEEVGAALAAGTAAGLAHPVFFGSALSGEGVGALVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVE------------
YTDCGQRRVYLRLYSGTLRLRDTV  281
            V  L  P    G A   G+VF VE                G R  YLRL+SG + 
LR  V
Sbjct  249  VARLVPPA--
PGGAEPRGTVFAVERGGGGTGGTGGRSGARGGRTAYLRLFSGEVTLRQRV  306

Query  282  ALAGRE--------
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             L  RE          +IT + +       R          I     VR+ D LG     
Sbjct  307  
TLHRREPGGALTEHTGQITALEVIGDAGAAREPLTAGNIARIKGLPGVRVGDRLGPVHDA  366

Query  334  PRKRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
            P  R R    P L+T +  +   AA   RL  AL  LAD DPL+           
+L + 
Sbjct  367  PSDR-
RHFAAPSLQTLVHAREPGAAAASRLHTALLDLADQDPLIHARPMPGGATSVLLY-  424

Query  392  GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVT  450
            G VQ E+++A L + Y +E   +    + +ERP         I  V     WA+
+GL V 
Sbjct  425  
GEVQKEIIAATLVQDYGIEADFEPSRPVLVERPSGIGEAVREIARVGHTGPWATVGLRVE  484



Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P   G+GV +     LG L ++F NA+ + +   L  G  G +VTDC+       +  
P+
Sbjct  485  
PTERGAGVVFGYETELGALPRAFHNAIEETVYETLFHGPRGRSVTDCRAVLIRSGFIGPL  544

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST ADFR L P+VL +AL+ +G ++ EPY +F L  P E L+          A I  
+  
Sbjct  545  
STAADFRDLTPVVLGEALERAGWRIYEPYHAFELELPAETLAAVTAQLAAAEADIGESVD  604

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                 +  GE+PAR +  +   L   T+G  V
Sbjct  605  GATGWLLRGELPARRVHGFERVLPRLTHGEGV  636

>WP_053752111.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. MMG1533]
 KOU61757.1 GTP-binding protein [Streptomyces sp. MMG1533]
Length=620

 Score = 306 bits (785),  Expect = 4e-92, Method: Compositional 
matrix adjust.
 Identities = 218/619 (35%), Positives = 325/619 (53%), Gaps = 
16/619 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  G I   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGVIERLGSVDAGDTRTDDGTIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGAIL++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
ATFTVGGTQVNLIDTPGHSDFIAEVERALEVLDGAILLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+AG    +++  +R +L+  I     V+    +    +    D    
+A
Sbjct  121  
LPTLVFVNKIDRAGARSGTLLADIRRRLTPHIAPLTDVTDIGTARARAVPLPADRRLAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237



            + E +  +L   + G   + + + R    R  D S  PV++GSA  G G+  L++ 
VT L
Sbjct  181  
LAEVDPDVLAAVVDGPEPTPDDVRRALAARTADGSFHPVFFGSALGGQGVAELVEGVTRL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEM--  294
              P          G+VF V     G+R  YLRL+ G +  R  +A   RE   + 
TE+  
Sbjct  241  
IPPASTTTDCEPRGTVFAVRPGPGGERTAYLRLHDGEVTPRRRLAFLRREADGRTTEVSG  300

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            R+     +   +    G I  L     +R+ D LGDP      R  +   P L T 
+  +
Sbjct  301  RVTHLDVVGGAERLTAGNIAALTGVPGIRVGDRLGDPR---
GDRAPQFAAPTLETLVTAR  357

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q   L  AL  LAD DPL+     ++    +L + G VQ+EV++A L++ Y +
+   
Sbjct  358  HPEQAAPLRKALLALADEDPLIHARPAALGATALLLY-
GEVQMEVLAATLADAYGIDADF  416

Query  414  KEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            +     ++ERP  A       E+P +    +WA+IGL V P   GSG  +     
LG L 
Sbjct  417  EPGRARFLERP--
AGVGEASDELPWHDRTRYWATIGLRVEPGPRGSGGVFTYETELGALP  474

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++F  A+ + +   +  GL G +VTD ++      + +P+ST ADFR L PIVL 
+AL+ 
Sbjct  475  
RAFHQAIEETVHATMTTGLCGASVTDYRVTLIRSGFCAPISTAADFRGLTPIVLRRALER  534

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT+L EPY +F    P + L+          +            + TGE+PAR +
+   
Sbjct  535  
AGTRLFEPYHAFEAEVPLDALAPVTAQLATVGSEFTGTTGGATAWLITGELPARRVREVE  594

Query  591  TDLAFYTNGRSVCLTELKG  609
              L   T+G  V  +   G
Sbjct  595  LRLPGLTHGEGVWWSRPSG  613

>WP_105439003.1 GTP-binding protein [Neorhizobium sp. T25_13]
Length=645



 Score = 307 bits (787),  Expect = 4e-92, Method: Compositional 
matrix adjust.
 Identities = 211/609 (35%), Positives = 318/609 (52%), Gaps = 
13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ER RGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERLRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D+ A     
Sbjct  121  
VPFVFFINKVDRMGAQYDLVLEDIARQLAVQPIAMSAVIDPGSKLVQVETPDLLAEPSFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G+G+  
L 
Sbjct  181  
VLSETLADNDDALLRDYVTAPDRLTAERLGNSLVDQVARGLVHPTFAGAAMTGVGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIATLLPSRALDPDGPVEGKIFKIERGWGGEKLSYMYLTSGTVQLRQYLDLR-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G      + + G+I  +    S R+ D +G    L   R    P P L 
T +
Sbjct  300  TGIQVFEAGGTHPVTSFHAGQIARVNGLASARIGDAVGGDL-LSGGRSHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +       L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LARRPFDNAALWLALNQLAEQDPLINLRRNDDADEVFVSLYGEVQKEVIQSTLLADFGLE  417



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AIFEESTVICVERLVGTGAGLEIIFKEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV D +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEDTVFETLKQGPFGWQIIDCHVAMTAARHSSPVSTAADFRRLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A      +        G I +   
Q   
Sbjct  538  
AQTIVCEPIDHFCLEVPAAALSGVHAMLAKSGAITRETAIANGVARLEGTIASTTTQGIL  597

Query  591  TDLAFYTNG  599
              L   T+G
Sbjct  598  QQLPGLTSG  606

>WP_106618717.1 GTP-binding protein [Saccharothrix carnea]
Length=664

 Score = 308 bits (788),  Expect = 5e-92, Method: Compositional 
matrix adjust.
 Identities = 214/616 (35%), Positives = 332/616 (54%), Gaps = 
29/616 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+G+LAHVDAGKT+LTE LL+  G I   GSV+ G T+TD+  +ER+RGITI+
+AV 
Sbjct  14   
RTLNLGVLAHVDAGKTSLTERLLFDHGRIPRLGSVDGGDTQTDSGEVERRRGITIRSAVA  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+    +VN+VDTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L  +LR
++ +
Sbjct  74   
WFRLGDLQVNLVDTPGHPDFIAEVERALSVLDGAVLVLSAVEGVQAQTRVLLRSLRRLRL  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----IE  173
            PT+IF+NKID+ G     ++  +R +L+  ++    + +  +    +V   + D     
E
Sbjct  134  
PTLIFVNKIDRVGARYDDLLAEIRRRLTPSVVPMVRVDRLGTRDAGVVARSSGDGAFPAE  193



Query  174  AWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              + + +++  LL + + G+ P   E L+R++  R     + PV++GSA  G G   
L +
Sbjct  194  VAELLADHDLALLRRMLDGDVPEDVEGLLRDQTCR---
GLVHPVFFGSAMSGAGTAELTE  250

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKI  291
             V     P     S  L G+VF VE T  G++  YLRL+SG L  R  V    R+    
+
Sbjct  251  GVRRFLAPR-
PVPSDDLRGTVFAVERTGKGEKVAYLRLFSGRLHGRQRVTFRRRDASGAV  309

Query  292  TEMRIPSKGEIVRTDTAYP------
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             E R    G  V    + P      G++  LP   VR+ D LG         +     
P+
Sbjct  310  EEHRGRVAGLEVVGGGSGPLTAGDIGKLRGLP--
RVRVGDRLGSADHGTGAHFSP---PI  364

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L + + P+   +   L  ALT+LAD DPL+R          +L + G VQ EV++  
L+ 
Sbjct  365  LESVVRPERPGREAELHAALTRLADEDPLIRTRTIGGGATSVLLY-
GAVQREVIAERLAR  423

Query  406  KYKLETVVKEPSVIYMERPLKAASHTIHIEVP--
PNPFWASIGLSVTPLSLGSGVQYESR  463
            ++ +E V ++   +Y ERP+      +H   P  PN FW ++G+ V PL  G+G  
+  +
Sbjct  424  EFGVEAVFEQVRPVYFERPV-
GRGEAVHEFAPRGPNDFWQTVGVRVEPLPPGTGTTFTRQ  482

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              LG L +++  A+ + +   L+QGL GW VTDC +   +  Y +P++  ADFR L 
P+V
Sbjct  483  
AQLGLLPKAYHRAIEEAVTTTLQQGLHGWEVTDCAVTITHVGYEAPMTVAADFRHLTPVV  542

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +G+ + EP  +  +  P + LS          A +  A          G 
IPA
Sbjct  543  
LLRALQRAGSAVHEPGYAVEVEVPGDALSAVTGLLLSLDAELGPAVESGSAWSVPGTIPA  602

Query  584  RCIQAYRTDLAFYTNG  599
            R +      L   T+G
Sbjct  603  RSLHDLAVALPGLTHG  618



>WP_102910277.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 13K301]
 PNG20664.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 13K301]
Length=631

 Score = 306 bits (785),  Expect = 5e-92, Method: Compositional 
matrix adjust.
 Identities = 214/635 (34%), Positives = 322/635 (51%), Gaps = 
39/635 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  G I   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDGGTIGRLGSVDAGDTRTDDGEIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
AAFTSGDVQINLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLLKTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +PT++F+NKID+AG   Q ++  VR  L+  ++     +   +    +V    T      
Sbjct  121  
LPTLVFVNKIDRAGAREQGLLDDVRRLLTPYVVPLTGAEDIGTPHARVVPRPLTAPGVAT  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E +  +L   + G   + + L         D S+ P+++G A  G G+  L++ 
+  
Sbjct  181  
MLAEVDTGILAALVDGPAPTEDDLRAALAAHTADGSMHPLFFGCALDGQGVAELVEGIVR  240

Query  237  LF-QPIGEQGSA------
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD----------  279
                P  E+  A      A  G+VF V     G+RR Y+RLY G +  R           
Sbjct  241  
FVPAPTSERRGAGSGITEAPRGTVFAVRPGPGGERRAYVRLYEGEVTSRQRLTFLRHEAD  300

Query  280  --
TVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
              T  +AGR  L++T +  P    +   + A   E+  +P   +R+ D LG+ T     
R
Sbjct  301  GRTTEVAGR-ALELTVVGQPGASSLTAGNIA---ELRGVP--
GIRVGDRLGEVT----DR  350



Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
              +   P L T +  +  A+   L  AL  LAD DPLL           +L + G 
VQ E
Sbjct  351  APQFAAPTLETLVRARHPAKAAPLRSALLSLADQDPLLHARPAGSGATALLLY-
GEVQKE  409

Query  398  VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSL  454
            V++A L+E + +E   +   V ++ERP   A    + E+P        A+IGL V 
P + 
Sbjct  410  VIAATLAEDFGIEADFEPSRVRFLERPAGIAE--
AYEEMPWLDQRQHMATIGLRVEPGAR  467

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            G+G  +     LG L ++F  A+ D +   L  G  G  VTDC++      + S  
ST A
Sbjct  468  
GAGTVFAYETELGALPRAFHQAIEDTVHTTLRSGPHGRAVTDCRVTLIRSGFSSQHSTAA  527

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR+L P VL  AL+ +GT++ EPY +F +  P + L+        Y          
+  
Sbjct  528  
DFRALTPYVLLLALERAGTRVYEPYHAFEVELPLDALAPVTARLAAYGTEFGETTGGRTA  587

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             + TGE+PAR ++     L   T G  V  +   G
Sbjct  588  WLVTGELPARRVRDMELCLPGLTRGEGVWWSRPSG  622

>WP_009715689.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
himastatinicus]
 EFL23874.1 tetracycline resistance protein TetP [Streptomyces 
himastatinicus 
ATCC 53653]
Length=635

 Score = 306 bits (785),  Expect = 6e-92, Method: Compositional 
matrix adjust.
 Identities = 221/634 (35%), Positives = 325/634 (51%), Gaps = 
42/634 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INIG+LAHVDAGKT+LTE LL+ +G I   GSV+ G T+TDT  +ER+RGIT++
+AV SF
Sbjct  5    
INIGVLAHVDAGKTSLTERLLFDAGVIDRLGSVDAGDTQTDTGAIERERGITVRSAVASF  64

Query  64   



QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +G QA  R+L  ALR++ 
+P 
Sbjct  65   
RAGNTQVNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGAQAAARVLMKALRRLRLPV  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIEAW  175
            ++F+NKID+AG     ++  +R  L+  I+    V           P  + +     
E  
Sbjct  125  
LLFVNKIDRAGARHAELLTDIRRLLAPHIVPMTDVRDLGTRAARTRPRSLDDVGVRTEVA  184

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + + E +D LL + + G P+     VR        +  + PVY+GSA  G G+  L
++ V
Sbjct  185  EVLAETDDALLARLVDG-
PLPSPAEVRAALAAGTAEGRVHPVYFGSALSGEGVAALVEGV  243

Query  235  TGLFQP--IGEQGSAALCGSVFKVE-
YTDCGQRRVYLRLYSGTLRLRDTVAL--------  283
                 P   G+ G+    G+VF VE       +  YLRL+SG L +R  + L        
Sbjct  244  VRYVPPSRAGDGGTEPR-
GTVFAVERAAGSATKTAYLRLFSGELTVRQHLTLHRPGDRHG  302

Query  284  AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDP  342
            AG    +IT + +  +    R  T   GEI  +     VR+ D LG+         
R   
Sbjct  303  AGHSG-QITALEVVGR---ARARTLAAGEIARIKGLPEVRVGDRLGE---
FHDDEQRHFA  355

Query  343  LPMLRTTI-----
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
             P L T +      P  AA   RL  AL  LAD DPL+           +L + G 
VQ +
Sbjct  356  APTLHTLVHAREPGPAAAA---RLHTALLALADQDPLITARAMPGGATSVLLY-
GEVQKQ  411

Query  398  VVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +++A L++ Y +E   +    + +ERP  +  A H +       P WA++GL V P 
+ G
Sbjct  412  IIAATLAQDYGIEADFEPSRPVLVERPAGVGEACHEMARRGHTGP-
WATVGLRVEPAATG  470

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            SGV +     LG L ++F  A+   +   L QG  G  VTDC++      + 
+PVST AD
Sbjct  471  
SGVGFGYETELGALPRAFHTAIEQTVHDTLRQGPRGRAVTDCRVTLIRSGFNAPVSTAAD  530



Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR + P VL QAL+ +G ++ EPY +F L  P + L+          A +  +       
Sbjct  531  
FRGVTPGVLWQALERAGWRVYEPYHAFELEIPSDVLAPVTARLAAVGADLAESAGGGAGW  590

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            + TGEIP R + A+   L   + G  V L+   G
Sbjct  591  LLTGEIPVRSVHAFEHALPGLSRGEGVWLSRPSG  624

>WP_006312585.1 GTP-binding protein [Agrobacterium sp. ATCC 31749]
 EGL64795.1 TetM/TetO subfamily tetracycline resistance protein 
[Agrobacterium 
sp. ATCC 31749]
Length=649

 Score = 307 bits (786),  Expect = 6e-92, Method: Compositional 
matrix adjust.
 Identities = 211/633 (33%), Positives = 331/633 (52%), Gaps = 
15/633 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+  G I + GSV+ G T+TD++ LERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFDVGVIDKLGSVDTGNTQTDSLELERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTVVNLIDTPGHPDFIAEVERVLGVLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P + FINK+D+ G     VV+ + D+L    +++ +      + V    TD E      
Sbjct  121  
VPFLFFINKVDRVGARYDEVVRDLADQLRVRPVVMSKVTGAGSKHVQVAATDTECEPLFT  180

Query  175  --WDAVIENNDKLLEKY-
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + EN+D+LL  Y +  + +   +L     ++     + P + G A  G G+  
L+
Sbjct  181  
ILCETLAENDDELLRDYLLTPDRVDAGRLSLLLGQQTACGVVHPAFAGVAMTGAGLPALI  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+T +           + G +FK+E    G++  YL L SGT+RLR  + L  +   
++
Sbjct  241  AAITEMLPARDPDPEGEISGKIFKIERGWGGEKLSYLHLASGTVRLRHVLPLP-



QGPARL  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   G +   ++   G+I  +      R+ D +G    +    +   P P L 
T +
Sbjct  300  TGIQLFKDGRVQNANSLGAGQIARVTGLAGARVGDSVGVDA-VADGAFHFAP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  ++   L  AL Q+ + DPL+    +  T+E+ +S  G VQ +++ + LS  
+ +E
Sbjct  358  
VSRRPSEHAALWLALNQMVEQDPLIGLRRNDETNEVFVSLYGEVQKQIIQSELSTGFGIE  417

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               ++ +VI +ER   +      I   PNPF+A+IGL V P   G+G  +   V  
G + 
Sbjct  418  
AEFEDSTVICVERLSGSGQGLQTIFREPNPFFATIGLRVEPRLDGAGNSFALEVEFGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG+FGW V DC +      + SP ST ADFR L P VL  
ALK+
Sbjct  478  
ASFYRAVEETVFDTLKQGVFGWQVQDCHVAMTAARHTSPSSTAADFRKLTPWVLGTALKQ  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   + EP+  F + AP   ++R      K  A  + + +        G I +  
+Q  +
Sbjct  538  
AQPFVCEPFDHFHIEAPAAAITRLISLLAKAGAATKNSVISGGVATLEGTIASAAVQGVQ  597

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
              +   T+G     T    Y  A   P   PRR
Sbjct  598  QQVPGLTSGLGGMETSFSHYAQAESPP--SPRR  628

>PLX23049.1 GTP-binding protein [Salinivirgaceae bacterium]
Length=651

 Score = 306 bits (785),  Expect = 8e-92, Method: Compositional 
matrix adjust.
 Identities = 212/659 (32%), Positives = 347/659 (53%), Gaps = 
45/659 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I++G+LAHVDAGKT+LTE LL+ SGA    G+V+ GT +TD + +E+ RGI++Q+A 
T  



Sbjct  6    
ISVGVLAHVDAGKTSLTEQLLFKSGATKTLGNVDTGTAQTDRLSVEKSRGISVQSAYTCM  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            ++    V ++DTPGH+DF AEV R L+V+D A+L+ISA +G+QA T  ++  L++  
IP 
Sbjct  66   
EFDNTDVFLIDTPGHVDFSAEVERVLSVIDVAVLIISAVEGIQAHTETIWKVLQQSGIPV  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA---
W-----  175
            ++FINK D+ G D + VV     + ++ +      +L  +I  E ++++ A   W     
Sbjct  126  ILFINKTDRIGADSELVVSEFERQFNSQL------
ALLNKIAGEGSSEVSAQLLWTKKQM  179

Query  176  -DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             + VIE+    ND++LE ++AGE    E    +  +   +  +FP   GSAK 
GLGI  L
Sbjct  180  
NEQVIESLANANDEVLEAFLAGESKDFEWYNNQLIKTFWEGQIFPTIMGSAKTGLGIDML  239

Query  231  MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRV-YLRLYSGTLRLRDTVAL--
AGRE  287
            +  +  L +   ++G       VF +   + GQ ++ + ++  G L  R+ V    
AG E
Sbjct  240  LQTIACLGKESLDEGK-PFSARVFGLS-
NESGQGQITFAKVLQGKLEPRNVVKNNDAGIE  297

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPL--P  344
            + K+T ++    G++V    A  G+IV I     + +  VLG+   +P   +    
L  P
Sbjct  298  E-KVTLLKQYRGGDMVDIKAATAGDIVNIYGLKEIEIGQVLGE---
VPADEYPIFKLQSP  353

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   + P        L +AL  L   +P L  E      E+ +  +G +Q+EV+
+A+L 
Sbjct  354  
LLTVQVKPVEEKDYVALAEALQILNKENPDLDFEWLKEDKELHVKVMGWIQMEVITAILQ  413

Query  405  EKYKLETVVKEPSVIYMERPLKA----
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            +++ +E    +P+VIY E+PL      A +T+     P P WA +   + P    
SGV+Y
Sbjct  414  DRFNIEAQFDDPTVIYKEKPLSEGIGFAEYTM-----
PKPCWAVVKFKIEPGKPDSGVEY  468

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
             S VS+  +++ +QN V   I   L+QG+ GW VTD KI    G  +   S P DF    



Sbjct  469  
NSEVSVDKIHRKYQNEVERTIPEALKQGIKGWEVTDLKITLIDGEDHEIHSRPGDFIIAT  528

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            P+ + + LKE GT  LEP L F + A ++ L     D  +   T E+ +++  +   
TG 
Sbjct  529  
PMGIMEGLKEIGTTFLEPVLEFKISASEDLLGAITSDITQMRGTFESPEMEDGKFTLTGL  588

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA---
VGQPVIQPRRPNSRLDKVRHMFQ  636
            +P      Y   L+  + G++   T L  YQ     +GQ   +P +  S LD+ ++
+ +
Sbjct  589  LPLATSLEYPIQLSSRSGGKAKISTVLHSYQPVADELGQ--
TRPFKGISPLDRSKYILK  645

>PSL52798.1 ribosomal protection tetracycline resistance protein 
[Saccharothrix 
carnea]
Length=676

 Score = 307 bits (787),  Expect = 9e-92, Method: Compositional 
matrix adjust.
 Identities = 214/616 (35%), Positives = 332/616 (54%), Gaps = 
29/616 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+G+LAHVDAGKT+LTE LL+  G I   GSV+ G T+TD+  +ER+RGITI+
+AV 
Sbjct  26   
RTLNLGVLAHVDAGKTSLTERLLFDHGRIPRLGSVDGGDTQTDSGEVERRRGITIRSAVA  85

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+    +VN+VDTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L  +LR
++ +
Sbjct  86   
WFRLGDLQVNLVDTPGHPDFIAEVERALSVLDGAVLVLSAVEGVQAQTRVLLRSLRRLRL  145

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----IE  173
            PT+IF+NKID+ G     ++  +R +L+  ++    + +  +    +V   + D     
E
Sbjct  146  
PTLIFVNKIDRVGARYDDLLAEIRRRLTPSVVPMVRVDRLGTRDAGVVARSSGDGAFPAE  205

Query  174  AWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              + + +++  LL + + G+ P   E L+R++  R     + PV++GSA  G G   
L +
Sbjct  206  VAELLADHDLALLRRMLDGDVPEDVEGLLRDQTCR---



GLVHPVFFGSAMSGAGTAELTE  262

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KI  291
             V     P     S  L G+VF VE T  G++  YLRL+SG L  R  V    R+    
+
Sbjct  263  GVRRFLAPR-
PVPSDDLRGTVFAVERTGKGEKVAYLRLFSGRLHGRQRVTFRRRDASGAV  321

Query  292  TEMRIPSKGEIVRTDTAYP------
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
             E R    G  V    + P      G++  LP   VR+ D LG         +     
P+
Sbjct  322  EEHRGRVAGLEVVGGGSGPLTAGDIGKLRGLP--
RVRVGDRLGSADHGTGAHFSP---PI  376

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L + + P+   +   L  ALT+LAD DPL+R          +L + G VQ EV++  
L+ 
Sbjct  377  LESVVRPERPGREAELHAALTRLADEDPLIRTRTIGGGATSVLLY-
GAVQREVIAERLAR  435

Query  406  KYKLETVVKEPSVIYMERPLKAASHTIHIEVP--
PNPFWASIGLSVTPLSLGSGVQYESR  463
            ++ +E V ++   +Y ERP+      +H   P  PN FW ++G+ V PL  G+G  
+  +
Sbjct  436  EFGVEAVFEQVRPVYFERPV-
GRGEAVHEFAPRGPNDFWQTVGVRVEPLPPGTGTTFTRQ  494

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              LG L +++  A+ + +   L+QGL GW VTDC +   +  Y +P++  ADFR L 
P+V
Sbjct  495  
AQLGLLPKAYHRAIEEAVTTTLQQGLHGWEVTDCAVTITHVGYEAPMTVAADFRHLTPVV  554

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +G+ + EP  +  +  P + LS          A +  A          G 
IPA
Sbjct  555  
LLRALQRAGSAVHEPGYAVEVEVPGDALSAVTGLLLSLDAELGPAVESGSAWSVPGTIPA  614

Query  584  RCIQAYRTDLAFYTNG  599
            R +      L   T+G
Sbjct  615  RSLHDLAVALPGLTHG  630

>WP_046630937.1 GTP-binding protein [Neorhizobium galegae]
 CDZ44607.1 GTP-binding elongation factor protein, TetM/TetO 
[Neorhizobium 
galegae bv. officinalis]
Length=645



 Score = 306 bits (783),  Expect = 1e-91, Method: Compositional 
matrix adjust.
 Identities = 210/609 (34%), Positives = 319/609 (52%), Gaps = 
13/609 (2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ +ERQRGITI
+AAV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLFNAGVIDRLGSVDTGDTQTDSLEIERQRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN+VDTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL
+++ 
Sbjct  61   
VSFTIGDTAVNLVDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIVLEENTDIEA-----  174
            +P V FINK+D+ G     V++ +  +L+   I +   +    ++V  E  D  A     
Sbjct  121  
VPFVFFINKVDRVGARYDLVLEDIARQLAVRPIAMSAVIDPGSKLVKVETPDPLAEPFFT  180

Query  175  --WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
               + + +N+D LL  Y+ A + ++ E+L      +V    + P + G+A  G G+  
L 
Sbjct  181  
VLSETLADNDDALLRDYVTAPDRLTAERLGNSLVDQVARGLVHPAFAGAAMTGAGLSALT  240

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             A+  L           + G +FK+E    G++  Y+ L SGT++LR  + L  +   
++
Sbjct  241  SAIATLLPSRVLDPDGPIEGKIFKIERGWGGEKLSYMYLTSGTVQLRQYLDLP-
KGPARV  299

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            T +++   GE     + + G+I  +      R+ D +G+   L   +    P P L 
T +
Sbjct  300  TGIQVFKAGETHPVASFHAGQIARVNGLAGARIGDAVGNDL-LSGAQSHFGP-
PTLETRV  357

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +  +    L  AL QLA+ DPL+    +    E+ +S  G VQ EV+ + L   
+ LE
Sbjct  358  
LARRPSDNAALWLALNQLAEQDPLINLRRNDDADEVFVSLYGEVQKEVIQSTLLADFGLE  417



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             + +E +VI +ER +   +    I   PNPF A++GL V P   G+G  +   V 
+G + 
Sbjct  418  
AIFEESTVICVERLVGTGAGLEIIFKEPNPFMATVGLRVEPRPEGAGNSFALEVDVGQMP  477

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             SF  AV + +   L+QG FGW + DC +      + SPVST ADFR L P+VL  
AL  
Sbjct  478  
ASFYRAVEETVFETLKQGPFGWQIVDCHVAMTAARHSSPVSTAADFRRLTPLVLAAALSA  537

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + T + EP   F L  P   LS  +    K  A    A +        G   +   
Q   
Sbjct  538  
AQTIVCEPIDRFCLEVPAAALSGVHAMLAKSGAITREAAIANGVARLEGTTASTTTQGIL  597

Query  591  TDLAFYTNG  599
              L   T+G
Sbjct  598  QQLPGLTSG  606

>WP_044367550.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
natalensis]
Length=660

 Score = 306 bits (784),  Expect = 2e-91, Method: Compositional 
matrix adjust.
 Identities = 210/574 (37%), Positives = 303/574 (53%), Gaps = 
39/574 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  15   
LNIGILAHVDAGKTSLTERLLFDTGVIDRLGSVDAGDTRTDTGALERQRGITIRSAVASF  74

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  75   
TVGDVQINLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  134

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NKID+ G     ++  +R  L    +   +V+          P  + +        
Sbjct  135  



LLFVNKIDRVGARGGPLLADIRRLLVPVPVPMTSVTGLGTARARAVPYDLRDPRARNRIA  194

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + V E +D +L + + G P S +++      R  D SL PVY+GSA  G G+  L+  
+ 
Sbjct  195  
ETVAEADDAMLAQVVEGPPPSAQRVRAALAARTADGSLHPVYFGSALGGQGVGALIQGMA  254

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------
AGREKL  289
            GL  P   +      G+VF V     G+R  ++RLY G LR R  + L       
GR  L
Sbjct  255  
GLIPPAPVRTGGPPRGTVFAVHQPPGGERTAHIRLYEGELRPRQQITLHRRTADGGRTAL  314

Query  290  --KITEMRI---PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL  343
              +IT + +   P  G +       PG I ++     VR  D LG+       R  
+  L
Sbjct  315  RGRITSLEVVGRPPGGPLA------PGHIAVIRGLPGVRTGDRLGE------
LRESDGAL  362

Query  344  ---PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE-
VDSITHEIILSFLGRVQLEVV  399
               P L T +     A    L  AL  LAD DPLL     D     ++L   G VQ 
E++
Sbjct  363  FASPTLETVVRAHDPAHAAALRAALLALADQDPLLETRPADGGATSVLLH--
GEVQKEII  420

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGV  458
            +A L ++Y +        V+ +ERP      +  I +   +  WA++GL V P + 
GSG 
Sbjct  421  
AATLHDEYGIAARFTPSRVVCVERPCGVGEASYEIAKRGHSGHWATVGLRVEPGAQGSGA  480

Query  459  
QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
             +     LG L   F  A+ + +   L QG  GW VTDC++      +  PVST  
DFR+
Sbjct  481  
VFAYETELGALPHGFHQAIEETVLATLRQGPRGWAVTDCRVVLTRSGFVGPVSTAGDFRA  540

Query  519  LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS  552
            + P VL +AL+ +GT+L EPY +F    P + L+
Sbjct  541  VTPGVLLRALRRAGTRLYEPYHAFEAELPSDALA  574

>KFI82701.1 tetracycline resistance protein [Bifidobacterium reuteri 
DSM 
23975]
Length=148



 Score = 288 bits (738),  Expect = 2e-91, Method: Compositional 
matrix adjust.
 Identities = 140/140 (100%), Positives = 140/140 (100%), Gaps = 
0/140 (0%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV
Sbjct  1    
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV
Sbjct  61   
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  120

Query  166  LEENTDIEAWDAVIENNDKL  185
            LEENTDIEAWDAVIENNDKL
Sbjct  121  LEENTDIEAWDAVIENNDKL  140

>WP_053923900.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
chattanoogensis]
 KPC64055.1 GTP-binding protein [Streptomyces chattanoogensis]
Length=643

 Score = 305 bits (782),  Expect = 2e-91, Method: Compositional 
matrix adjust.
 Identities = 221/633 (35%), Positives = 323/633 (51%), Gaps = 
55/633 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGI+AHVDAGKT+LTE LL+ +G I   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  7    
LNIGIVAHVDAGKTSLTERLLFDTGTIDRLGSVDAGDTRTDTGALERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGDTRINLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLGLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT---------
VSLSPEIVLEENTDIEA  174
            ++FINKID+ G   ++++  +R +L A + +  T           +SP  + +  T    
Sbjct  127  LLFINKIDRVGARDEALLADIR-
RLLAPVAVPMTSVTGLGTARARVSPYDLEDARTRDRI  185



Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +AV E +D LL + + G P +  ++      R  D SL PVY+GSA  G G+  L
+  +
Sbjct  186  
AEAVAEADDALLARVVDGAPPTAVEVRAALAARTADGSLHPVYFGSALGGQGVGALVQGM  245

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--------GR  286
              L  P          G+VF V     G+R  ++RLY G LR R  + L         
GR
Sbjct  246  
AALIPPAPVAAGDEPRGTVFAVHQPPGGERTAHIRLYGGELRPRQRIELHRRATDGGLGR  305

Query  287  EKLKITEMRIPSK--GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL  343
               +IT + +  +  G+   +    PG I ++     +R  D LG    LP     
+D L
Sbjct  306  LTGRITSLEVVGRPPGD---SGPLTPGNIAVIRGLPGIRTGDRLGP---LPES---
DDAL  356

Query  344  ---PMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEV  398
               P L T +      +   L  AL  LAD DPLL  R   D  T  ++L   G 
VQ E+
Sbjct  357  FASPTLETVVRAHDPGRAAALRAALLALADQDPLLQARPAADGAT-SVLLH--
GEVQKEI  413

Query  399  VSALLSEKYKLETVVKEPSVIYMERPLKAA---------
SHTIHIEVPPNPFWASIGLSV  449
            ++A L +++ +        V+ +ERP              HT H        WA+
+GL V
Sbjct  414  IAATLRDEHGIGAEFAPSRVVCVERPCGVGEASYEIAKRGHTGH--------
WATVGLRV  465

Query  450  
TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSP  509
             P + GSG  +     LG L   F  A+ + +   L QG  G  VTDC++      
+  P
Sbjct  466  
EPGARGSGPIFTYETELGALPHGFHQAIEETVLATLRQGPRGMAVTDCRVVLTRSGFVGP  525

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
            VST  DFR++   VL +AL+ +GT++ EPY +F    P + L+          A +    
Sbjct  526  
VSTAGDFRTVTAGVLLRALRRAGTRVHEPYHAFEAELPPDALAPVTARLAALGAELGETA  585

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
              +   +  G +PAR +Q     L   T+G  V
Sbjct  586  GGRHSWLVRGVLPARHVQEAEGMLPGLTHGEGV  618



>WP_061440853.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. CCM_MD2014]
 AIV32547.1 GTP-binding protein [Streptomyces sp. CCM_MD2014]
Length=623

 Score = 305 bits (780),  Expect = 2e-91, Method: Compositional 
matrix adjust.
 Identities = 232/622 (37%), Positives = 327/622 (53%), Gaps = 
34/622 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G T TD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTVTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
ACFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAWDA  177
            +PT++F+NKID+AG    +++  VR  L+  +     V+ +      V     D    
+A
Sbjct  121  
LPTLVFVNKIDRAGARTDNLLDDVRRLLTPHVAPLTEVAGAGTAHARVTRRPPDGRTAEA  180

Query  178  VIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E +  +L   + G EP +R+ L      R  D S  P+++GSA  G G+  L++ 
+  
Sbjct  181  LAEVDPDVLAALVDGPEPTARD-
LAAALCARTADGSFHPLFHGSALGGQGVAELVEGLVT  239

Query  237  LFQPIGEQGSAALC----GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKI  291
            L  P    G+AA      G+VF V     G+RR YLRLY+G +R R  +    RE   
+ 
Sbjct  240  LV-
PAAPGGTAAGPLEPRGTVFAVRPGPAGERRAYLRLYAGEVRPRRRLTFLRREADGRT  298

Query  292  TEMRIPSKGEIVRTD------TAYPGEIVILP-SDSVRLNDVLGDPT-
RLPRKRWREDPL  343
            TE+     G + R D      T   G I  L     +R+ D LG+P  R PR        
Sbjct  299  TEV----
SGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGEPADRAPRF-----AP  349

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403



            P LRT +  +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV+
+A L
Sbjct  350  PTLRTLVRARRPEQAAALRSALLALADRDPLLHAR-
PAASGATALLLYGEVQMEVLAATL  408

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQY  460
            +E++ +E       V  +ERP  A +     E+P      +WA+IGL V P   
GSG  +
Sbjct  409  AEEFGIEAEFAPGRVRLLERP--
AGTGEAAQEMPWLDHTRYWATIGLRVEPGPYGSGGVF  466

Query  461  
ESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
                 LG L ++F  AV + +   L  GL G  VTDC++      + S +ST 
ADFR L 
Sbjct  467  
GYETELGALPRAFHQAVEETVHAALASGLTGAAVTDCRVTLIRSGFDSVLSTAADFRELT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            PIVL +AL  +GT L EPYL+F    P + L+          A +            
TGE
Sbjct  527  
PIVLRRALARAGTVLYEPYLAFEAEVPPDALAAVTGLLASLGADVSGTAGGDPAWFVTGE  586

Query  581  IPARCIQAYRTDLAFYTNGRSV  602
            +PAR  +     L   T G +V
Sbjct  587  LPARRAREAELRLPGITRGEAV  608

>WP_107478756.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. alain-838]
 PAK24418.1 GTP-binding protein [Streptomyces sp. alain-838]
Length=626

 Score = 305 bits (780),  Expect = 2e-91, Method: Compositional 
matrix adjust.
 Identities = 226/616 (37%), Positives = 321/616 (52%), Gaps = 
29/616 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGIT++
+AV +F
Sbjct  13   
LNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGAIERRRGITVRSAVAAF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  73   



TVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRLPT  132

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAWDAVIE  180
            ++F+NKID+AG     ++  +R  L+  +     V+ +      V     D    
+A+ E
Sbjct  133  
LVFVNKIDRAGARTDDLLGDIRRLLTPHVAPLTRVTGAGTAHARVTRRPPDERTAEALAE  192

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--  238
             +  +L   + G   +   L      R  D S  P+Y+GSA  G G+  L++ +  
L   
Sbjct  193  
VDPDILAALVDGPAPTAGDLAAALAARTADGSFHPLYHGSALGGQGVAELVEDLVRLVPA  252

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P    GSAA  G+VF V     G+R  YLRLY G +R R  +    RE   + TE
+   
Sbjct  253  
APPPADGSAAPRGTVFAVRPGPGGERTAYLRLYDGEVRPRQRLTFLRRESDGRTTEL---  309

Query  298  SKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              G + R D      T   G I  L     +R+ D LGD T     R  +   P L
+T +
Sbjct  310  -PGRVTRLDVVGGAGTLTAGNIAALGVPGGLRVGDRLGDLT----
DRAPQFAPPTLQTLV  364

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPLL    ++     +L + G VQ+EV++A L+E 
+ +E
Sbjct  365  RARHPEQAAPLRSALLTLADQDPLLHARPEASGATALLLY-
GEVQIEVLAATLAEDFGIE  423

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPP----
NPFWASIGLSVTPLSLGSGVQYESRVSL  466
                   V ++ERP         +E  P      +WA+IGL V P   GSG  +     
L
Sbjct  424  AEFAPGRVRFLERPAGVGE---
AVEEMPWLDRTRYWATIGLRVEPGPRGSGGVFSYETEL  480

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L 
PIVL +
Sbjct  481  
GALPRAFHQAVEETVHATLLTGLNGAAVTDYRVTLTRSGFSSPVSTAADFRGLTPIVLRR  540

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT+L EPY SF    P + L+          A            + TGE



+PAR +
Sbjct  541  
ALRRAGTRLYEPYHSFEAEVPADALAPVTAQLAALGADFTGTTGGAPGWLITGELPARRV  600

Query  587  QAYRTDLAFYTNGRSV  602
            +     L   T G +V
Sbjct  601  REAELRLPGLTRGEAV  616

>PCI04775.1 GTP-binding protein [Flavobacteriaceae bacterium]
Length=655

 Score = 305 bits (782),  Expect = 3e-91, Method: Compositional 
matrix adjust.
 Identities = 193/618 (31%), Positives = 321/618 (52%), Gaps = 
12/618 (2%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K++NIGI+AHV+AGKTTLTE LLY +GAI + G+V+KG+T TD + LE++RGITIQ    
Sbjct  4    
KVLNIGIIAHVNAGKTTLTEQLLYKAGAIHQLGNVDKGSTTTDHLALEKERGITIQNTCV  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF +   K+NI+DTPGH DF  EV ++L VLD  IL++SA DG+QA T  L+  LR
+  I
Sbjct  64   
SFDFKDLKLNIIDTPGHADFSDEVDKALQVLDVVILLVSAVDGIQAHTLNLWENLREQQI  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV------
LEENTDIEAW  175
            P ++FINKID+ G  +++V   + ++L          +   E+        EE    
+++
Sbjct  124  
PVLLFINKIDRDGAAIETVFYELENELGIKGFCLNYPTTQNELTSISSVNKEEEIIAKSF  183

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E +D+L E+Y+       + +  + Q  +   +L P+ +G AK+G+G++ +
+D ++
Sbjct  184  
ENLAELDDELFEQYLEETLDYTDIVAAKTQAFIHSQALIPIVFGVAKQGIGMEDIIDIIS  243

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEM  294
              F       S      VFK+E      +  ++R+YSGT+  +D ++    + +
+KI ++
Sbjct  244  S-
FPSKNTVQSCQKNAKVFKIEQHPKFGKLAHIRVYSGTISSKDIISCKRLQAEVKINQL  302

Query  295  RIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
               + G++    T    +I +I  +D++ + D+LGD   LP+ + +     +L   



++  
Sbjct  303  LQNTVGKLAPITTLKTNDIGIIAIADNLIVGDILGDD--
LPQNQDQNKLKSVLSVQVSAL  360

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T      L  AL  L   +P L         E  +  LG +Q EV+      ++ 
+E  +
Sbjct  361  
TEKDYHPLAKALQLLDTENPALNFTWYKSEKEFHVHILGPLQSEVLIHTFKHRFGIEVSI  420

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
              P +IY E P   A   +   + P P WA +   ++P +  SGV + S V +  +
+Q +
Sbjct  421  NAPKIIYKETPKTTAEGYVRYWM-
PKPCWAIMTFKISPGAPNSGVTFSSSVGVNDISQKY  479

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QN V+  I + L+QG+ GW VTD +I    G  ++  S P DF    P+ + + ++ 
+ T
Sbjct  480  
QNEVKRAIPWSLKQGIKGWEVTDIEIELVKGEEHTVHSNPGDFLLATPMGVLRGIENADT  539

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QLLEPY  F + A Q+ L        K  A IE      +     G +       Y    
Sbjct  540  
QLLEPYYQFEIKAHQDLLGTIQSSLVKLNAQIEAPYFTDEIFRLKGTVTVEKAMDYNIVF  599

Query  594  AFYTNGRSVCLTELKGYQ  611
            +  T+G+      + GYQ
Sbjct  600  SSITSGKGRLKLSIGGYQ  617

>WP_100045794.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. Alain-F2R5]
 PAN01564.1 GTP-binding protein [Streptomyces sp. Alain-F2R5]
Length=631

 Score = 304 bits (778),  Expect = 6e-91, Method: Compositional 
matrix adjust.
 Identities = 225/616 (37%), Positives = 321/616 (52%), Gaps = 
29/616 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGIT++
+AV +F
Sbjct  13   
LNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGAIERRRGITVRSAVAAF  72



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  73   
TVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRLPT  132

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAWDAVIE  180
            ++F+NKID+AG     ++  +R  L+  +     V+ +      V     D    
+A+ E
Sbjct  133  
LVFVNKIDRAGARTDDLLGDIRRLLTPHVAPLTRVTGAGTAHARVTRRPPDERTAEALAE  192

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--  238
             +  +L   + G   +   L      R  D S  P+++GSA  G G+  L++ +  
L   
Sbjct  193  
VDPDILAALVDGPAPTAGDLAAALAARTADGSFHPLHHGSALGGQGVAELVEDLVRLVPA  252

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P    GSAA  G+VF V     G+R  YLRLY G +R R  +    RE   + TE
+   
Sbjct  253  
APPPADGSAAPRGTVFAVRPGPGGERTAYLRLYDGEVRPRQRLTFLRRESDGRTTEL---  309

Query  298  SKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              G + R D      T   G I  L     +R+ D LGD T     R  +   P L
+T +
Sbjct  310  -PGRVTRLDVVGGAATLTAGNIAALGVPGGLRVGDRLGDLT----
DRAPQFAPPTLQTLV  364

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPLL    ++     +L + G VQ+EV++A L+E 
+ +E
Sbjct  365  RARHPEQAAPLRSALLTLADQDPLLHARPEASGATALLLY-
GEVQMEVLAATLAEDFGIE  423

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPP----
NPFWASIGLSVTPLSLGSGVQYESRVSL  466
                   V ++ERP         +E  P      +WA+IGL V P   GSG  +     
L
Sbjct  424  AEFAPGRVRFLERPAGVGE---
AVEEMPWLDRTRYWATIGLRVEPGPRGSGGVFSYETEL  480

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L 
PIVL +
Sbjct  481  



GALPRAFHQAVEETVHATLLTGLNGAAVTDYRVTLTRSGFSSPVSTAADFRGLTPIVLRR  540

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT+L EPY SF    P + L+          A            + TGE
+PAR +
Sbjct  541  
ALRRAGTRLYEPYHSFEAEVPADALAPVTAQLAALGADFTGTTGGAPGWLITGELPARRV  600

Query  587  QAYRTDLAFYTNGRSV  602
            +     L   T G +V
Sbjct  601  REAELRLPGLTRGEAV  616

>WP_073728628.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. CB02414]
 OKI85582.1 GTP-binding protein [Streptomyces sp. CB02414]
Length=628

 Score = 303 bits (777),  Expect = 6e-91, Method: Compositional 
matrix adjust.
 Identities = 226/619 (37%), Positives = 324/619 (52%), Gaps = 
31/619 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+  GA+   G V+ G TRTD   +ER+RGITI+
+AV 
Sbjct  8    
RTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGGVDTGDTRTDDGAIERRRGITIRSAVA  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  68   
SFTIGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAWDAV  178
            PT++F+NKID+AG     ++  VR  L+  +     V+ +      V     D  A 
+A+
Sbjct  128  
PTLVFVNKIDRAGARTGGLLADVRRLLTPHVAPLTEVTDAGTARARVTRRPLDGRAAEAL  187

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +  +L   + G   +   L      R  D S  P+++GSA  G G+  L++ +  
L 
Sbjct  188  
AEADPGILAALVDGPAPTAGDLAAALAARTADGSFHPLHHGSALGGQGVAELVEDLVRLV  247

Query  239  ---QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-



LKITEM  294
               QP  E G+    G+VF V     G+R  YLRLY G +R R  +    RE   + 
TE+
Sbjct  248  PAAQPATE-
GTTTPRGTVFAVRPGPGGERTAYLRLYDGEVRPRQRLTFLRRESDGRTTEV  306

Query  295  RIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                 G + R D      T   G I  L     +R+ D LG  T     R  +   
P L+
Sbjct  307  ----PGRVTRLDVVGGAGTLTAGNIAALGVPGGLRVGDRLGGLT----
DRAPQFAPPTLQ  358

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +   Q   L  AL  LAD DPLL    ++     +L + G VQ+EV++A L
+E +
Sbjct  359  TLVRARHPGQAAPLRSALLALADQDPLLHARPEASGATALLLY-
GEVQMEVLAATLAEDF  417

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVPP----
NPFWASIGLSVTPLSLGSGVQYESR  463
             +E       V ++ERP+   +    +E  P      +WA+IGL V P   GSG  
++  
Sbjct  418  GIEADFAPGRVRFLERPVGTGA---
AVEEMPWLDHTRYWATIGLRVEPGPRGSGGVFDYE  474

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              LG L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L 
PIV
Sbjct  475  
TELGALPRAFHQAVEETVHATLLTGLSGAAVTDYRVTLTRSGFSSPVSTAADFRGLTPIV  534

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ +GT+L EPY SF    P + L+          A            + 
TGE+PA
Sbjct  535  
LRRALRRAGTRLYEPYHSFEAEVPGDALAPVTAQLAALGADFTGTTGGAPAWLITGELPA  594

Query  584  RCIQAYRTDLAFYTNGRSV  602
            R ++     L   T G +V
Sbjct  595  RRVREAELRLPGLTRGEAV  613

>WP_072664661.1 hypothetical protein, partial [Escherichia coli]
Length=166

 Score = 288 bits (736),  Expect = 6e-91, Method: Compositional 
matrix adjust.
 Identities = 128/165 (78%), Positives = 146/165 (88%), Gaps = 0/165 
(0%)



Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            QNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK
++GT
Sbjct  1    
QNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGT  60

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ 
YR+DL
Sbjct  61   
ELLEPYLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDL  120

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             F+TNGRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  121  TFFTNGRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  165

>EEM59365.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar monterrey BGSC 4AJ1]
Length=428

 Score = 297 bits (761),  Expect = 8e-91, Method: Compositional 
matrix adjust.
 Identities = 174/441 (39%), Positives = 265/441 (60%), Gaps = 
32/441 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMQTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID+ G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRTGANTEKVVKQIKTILSNEAFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E ++ + L+REE ++++Q A+L+P+++GSA  G+G+  
L+



Sbjct  176  DCIERLAPYNESLLESYVNNEIVT-
DTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL +R  V      
+L+ 
Sbjct  235  
EDIPALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLHVRKYVHIQRDQSLSH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVRGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIKVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  LLSEKYKLETVVKEPSVIYME  422
             L EKY L+       V+ ME
Sbjct  408  TLYEKYNLQVTFSSTRVVCME  428

>AMP50125.1 elongation factor Tu GTP binding domain protein 
[uncultured bacterium]
Length=146

 Score = 287 bits (734),  Expect = 8e-91, Method: Compositional 
matrix adjust.
 Identities = 140/141 (99%), Positives = 140/141 (99%), Gaps = 0/141 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  IPTVIFINKIDQAGVDLQSVV  141
            IPTVIFINKIDQAGV LQSVV



Sbjct  121  IPTVIFINKIDQAGVVLQSVV  141

>PRX69439.1 ribosomal protection tetracycline resistance protein 
[Nonomuraea 
fuscirosea]
Length=564

 Score = 301 bits (771),  Expect = 1e-90, Method: Compositional 
matrix adjust.
 Identities = 207/556 (37%), Positives = 290/556 (52%), Gaps = 
64/556 (12%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAHVDAGKT+LTE LL+A+G I E GSV++G T+TDT+ LER+RGITI
++AV
Sbjct  1    
MRTLNLGILAHVDAGKTSLTERLLHAAGIIDEVGSVDEGNTQTDTLALERRRGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
VSFAVAGTTVNLIDTPGHPDFIAEVERVLNVLDGAVLVVSAVEGVQAQTRVLMRTLRRLG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEAW----  175
            IPT++F+NKID+ G     +++ +  KLS  ++   +VS L          D +A     
Sbjct  121  
IPTLVFVNKIDRRGARYDGLLRELAAKLSPSVVAMGSVSGLGTGAAAFTPFDGQAAFAEE  180

Query  176  --DAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              + +    D LL  Y+  E  IS  +L  E   +   A   PV++GSA  G G++ 
LM 
Sbjct  181  
LVNVLATQEDALLAAYVDDESSISAARLRAELADQTGRALAHPVFFGSAITGAGVEALMA  240

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL-------------RD  279
             V  L  P  +     + G+VFKVE    G++  Y R++SGTLR               
D
Sbjct  241  
GVRELLPPAQDDPDIPMSGTVFKVERGPAGEKVAYARIFSGTLRTRDRLRFDDRRGGAHD  300

Query  280  TVALAGREKLKITEMRIPS-----KGEIVRTDTAYPGEIVILPS-
DSVRLNDVL------  327
                 GRE ++  E R+ +      G  VR   A  G I  L     VR+ D L      
Sbjct  301  
GEHSGGREGVEGREGRVTAISVFDGGTAVRCQEAPAGRIARLWGLADVRIGDRLTRPQDR  360

Query  328  -------------------GD--PTRLPRKRWREDPL------



PMLRTTIAPKTAAQRER  360
                               GD  P+   R+   E+        P L T ++P  AA 
R  
Sbjct  361  
DPQDTDPGARRASTDGRASGDEWPSGDGRRSGGEEAFDGHFAPPTLETVVSPGRAADRGA  420

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL++LA+ DPL+    D +  E+ +S  G VQ EV+ A L + + LE   +E 
+ I 
Sbjct  421  
LHLALSRLAEQDPLIGLRQDDVRQEVSVSLYGEVQKEVIQATLLDDFGLEVTFRETTTIC  480

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTP----
LSLGSGVQYESRVSLGYLNQSFQNA  476
            +ERP    +    I   PNPF A++GL V P       G GV++   V LG L  
+F +A
Sbjct  481  
VERPAGTGAAFELIGKEPNPFLATVGLRVEPGGAGDPTGGGVEFRLEVELGSLPYAFMSA  540

Query  477  VRDGIRYGLEQGLFGW  492
            + + +   L QGL GW
Sbjct  541  IEETVHETLHQGLHGW  556

>WP_030185600.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
violaceorubidus]
Length=635

 Score = 303 bits (775),  Expect = 2e-90, Method: Compositional 
matrix adjust.
 Identities = 230/620 (37%), Positives = 323/620 (52%), Gaps = 
31/620 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +      +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
AALTVGGTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     ++  VR  L+  +  + + T + +P   V     D    
+A
Sbjct  121  



LPTLVFVNKIDRAGARTDGLLADVRRLLTPHVAPLTEVTDAGTPRARVARRPPDGRTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +   L      R  D S  P+Y+GSA  G G+  L + 
+ GL
Sbjct  181  
LAEVDPGILAALVDGPEPTARDLAAALAARTADGSFHPLYHGSALGGQGVAELAEGLVGL  240

Query  238  FQPIGEQGSAALC---GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITE  293
              P    G+A      G+VF V     G+R  YLRLY G +R R  +    RE   
+ TE
Sbjct  241  L-
PAAAPGTARGTEPRGTVFAVRPGPAGERTAYLRLYDGEVRPRRRLTFLRRESDGRTTE  299

Query  294  MRIPSKGEIVRTD------TAYPGEIVILP-SDSVRLNDVLGDPT-
RLPRKRWREDPLPM  345
                  G + R D      T   G I  L     +R+ D LG+ T R P  R+    
L  
Sbjct  300  F----SGRVTRLDVVGGDTTLTAGNIAALTVPGGLRVGDRLGELTDRAP--
RFAPPTLQT  353

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   + P+ AA    L  AL  LAD DPLL     + +    L   G VQ+EV++A 
L+E
Sbjct  354  LVRAVHPEQAAP---LRSALLALADHDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAE  409

Query  406  KYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYES  462
             + +E       V ++ERP  A +     E+P      +WA+IGL V P   GSG 
++  
Sbjct  410  DFGIEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDHTRYWATIGLRVEPGPRGSGGEFAH  467

Query  463  
RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
               LG L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR 
L PI
Sbjct  468  
ETELGALPRAFHQAVEETVHATLRTGLTGAPVTDYRVTLVRSGFSSPVSTAADFRGLTPI  527

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            VL +AL  + T L EPY +F    P + L+          A          +   
TGE+P
Sbjct  528  
VLRRALARARTVLFEPYQAFEAEVPADTLAAVTALLASLGADFAGTTGGDPDWTVTGELP  587

Query  583  ARCIQAYRTDLAFYTNGRSV  602
            AR ++     L   T G +V
Sbjct  588  ARRVREAELRLPGLTRGEAV  607



>WP_044571383.1 GTP-binding protein [Streptomyces iranensis]
 CDR07558.1 small GTP-binding protein [Streptomyces iranensis]
Length=669

 Score = 303 bits (776),  Expect = 3e-90, Method: Compositional 
matrix adjust.
 Identities = 222/646 (34%), Positives = 326/646 (50%), Gaps = 
56/646 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV S 
Sbjct  11   
LNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERQRGITVRTAVASL  70

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR++ 
+P 
Sbjct  71   
TSGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRLPV  130

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIEAW  175
            ++FINK+D+AG   + ++  +R  L+  ++   +V         + P  + +     
EA 
Sbjct  131  
LLFINKVDRAGARDEGLLADIRRALAPHLVPLTSVRDLGTRNARVRPRSLDDPAVRAEAA  190

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E +D +L + + G   S E++      R  +    PV++GSA  G G+  L+
+ V 
Sbjct  191  
EVLAETDDAMLARVVDGPLPSAEEVGAALAARTAEGLTHPVFFGSALSGEGVGALVEGVA  250

Query  236  GLFQPIGEQGSAALCGSVFKVE-----------------------
YTDCGQRRVYLRLYS  272
             L  P    G A   G+VF VE                           G R  
YLRL+S
Sbjct  251  RLVPPA--
PGGAESRGTVFAVERGGGGTGGAGGGGGGGTGGRGGGRGARGARTAYLRLFS  308

Query  273  GTLRLRDTVALAGRE--------KLKITEMRI-----
PSKGEIVRTDTAYPGEIVILPSD  319
            G L LR  V L  RE          +IT + +      ++G +   + A    I  
LP  
Sbjct  309  GELTLRQRVTLHRREPGGALTEHTGQITALEVIGDAGAARGPLTAGNIA---
RIKGLP--  363

Query  320  SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK--



TAAQRERLLDALTQLADTDPLLRC  377
             VR+ D LG     P  R R    P L+T +  +   AA   RL  AL  LAD 
DPL+  
Sbjct  364  GVRVGDRLGPLHDTPSDR-
RHFAAPSLQTLVRAREQGAAAASRLHTALLDLADQDPLIHA  422

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-EV  436
                     +L + G VQ E+++A L + Y +E   +    + +ERP         
I  V
Sbjct  423  RAMPGGATSVLLY-
GEVQKEIIAATLVQDYGIEADFEPSRPVLVERPAGVGEAAREIARV  481

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
                 WA++GL V P   G+GV +     LG L ++F NA+ + +   L  G  G 
+VTD
Sbjct  482  
GHTGPWATVGLRVEPTERGAGVVFGYETELGALPRAFHNAIEETVYETLFHGPRGRSVTD  541

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
            C++      +  P+ST ADFR + P+VL +A++ +G ++ EPY +F L  P E L+    
Sbjct  542  
CRVVLVRSGFIGPLSTTADFREITPVVLGEAVERAGWRIYEPYHAFELELPAETLAAVTA  601

Query  557  DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                  A I  +       +  GEIPAR +  +   L   T+G  V
Sbjct  602  HLTAAEADIGESADGATGWLLRGEIPARRVHGFERVLPRLTHGEGV  647

>AOS89056.1 truncated TetM, partial [Lactococcus garvieae]
Length=185

 Score = 286 bits (732),  Expect = 5e-90, Method: Compositional 
matrix adjust.
 Identities = 131/185 (71%), Positives = 156/185 (84%), Gaps = 0/185 
(0%)

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
            RLP +   E+PLPML+TTI P  + QRE+LLDAL +++D+DPLL+  VD++THEI
+LSFL
Sbjct  1    
RLPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDSDPLLQYYVDTVTHEIVLSFL  60

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G VQ+EV   L+ EKY +E   ++P+VIYMERPLK +  TI 
IEVPPNPFWASIGLSVTP
Sbjct  61   
GEVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFTIDIEVPPNPFWASIGLSVTP  120

Query  452  



LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GW +TDCKICF
+YGLYYSPVS
Sbjct  121  
LPLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYGWKLTDCKICFKYGLYYSPVS  180

Query  512  TPADF  516
            TPADF
Sbjct  181  TPADF  185

>WP_084913470.1 GTP-binding protein, partial [Streptococcus 
salivarius]
Length=182

 Score = 286 bits (731),  Expect = 6e-90, Method: Compositional 
matrix adjust.
 Identities = 136/182 (75%), Positives = 154/182 (85%), Gaps = 0/182 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VIE
Sbjct  121  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIE  180

Query  181  NN  182
             N
Sbjct  181  GN  182

>WP_020539169.1 GTP-binding protein [Lewinella cohaerens]
Length=671

 Score = 302 bits (774),  Expect = 6e-90, Method: Compositional 
matrix adjust.
 Identities = 218/637 (34%), Positives = 326/637 (51%), Gaps = 
44/637 (7%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI+ IGILAHVDAGKT+LTE LLY +GA  + GSV+KG+  TD + +E+ RGI+I+ 
A  
Sbjct  14   
KILTIGILAHVDAGKTSLTECLLYTAGATKDRGSVDKGSAITDGLAMEKDRGISIKTATV  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W    +NIVDTPGH+DF AEV R+L+VLD  +LV+SA +GVQA T  L+ ++R
+  +
Sbjct  74   
DFVWQDMHINIVDTPGHIDFSAEVDRALSVLDVVVLVVSAVEGVQAHTLNLWESIRERQL  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P ++F+NKID++G DL+ V       L                     D +  Q     
P
Sbjct  134  
PMLVFMNKIDRSGADLEQVFIDFEKDLGVRLFALNYGDNSQPDDPSVVDFMDAQPYLTKP  193

Query  163  
EIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
              VLE++      + + E +D  LE Y+ G       +  + + +++   L  + 
+GSAK
Sbjct  194  --VLEKSL-----
ENLAELDDWFLEDYLEGNTNDLAAVFEKAKPQLKTQKLIGILFGSAK  246

Query  223  KGLGIQPLMDAVTGLFQP--
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
              LGI  L+D +T LF P  I E   +A    VFKVEY     R  ++RLY G L+ 
+D 
Sbjct  247  MDLGIDALLDTMTTLFVPEKITEDVPSA---
KVFKVEYDAKLGRLAHVRLYGGHLQSKDV  303

Query  281  VALAGREK-LKITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRW  338
            +     EK LKI ++     G++ +      GEI V+  S+ V   DVLG PT      
+
Sbjct  304  
IWSQHLEKDLKINQIYQQKLGKLEQVGALAAGEIGVMTTSEMVLAGDVLGQPT------F  357

Query  339  REDPLPMLRTTIAPKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
             E    + +  ++ +  A+ E    +L +AL  L   DP L  +      E  L  
LG +
Sbjct  358  
AEGFNTISQAVLSVQAVAEEEKDYQKLGEALEILNMEDPQLDFQWFKEEREFQLKILGPI  417

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q EV+   L++++ +      P VIY E P ++A   +   + P P WA +   + 
P  L
Sbjct  418  QTEVLKDSLAKRFGIAAEFLPPKVIYKETPKQSAEGYVRYWM-



PKPCWAIMTFLIEPAPL  476

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
            GSGV + S+V    ++  +QN V+  + + L QG+ GW VTD  I    G  ++  
S P 
Sbjct  477  
GSGVTFTSKVRTSDISTKYQNEVKRAVPWSLIQGIKGWEVTDINITLIEGSEHTMHSNPG  536

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DF    P+ + + L+++ T LLEP  +F + A QE L     D  +  A I +   
+ D 
Sbjct  537  
DFLLATPMGILRGLEQADTDLLEPMYAFQIKAHQELLGAIASDMNQMSAQINSPTFEGDF  596

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             V TG +P      Y    +  T+G+      L GYQ
Sbjct  597  FVLTGRVPVEQAMDYGIKFSATTSGKGRLKLTLDGYQ  633

>APO28710.1 feoB: ferrous iron transport protein [uncultured 
bacterium]
Length=185

 Score = 285 bits (730),  Expect = 8e-90, Method: Composition-based 
stats.
 Identities = 136/179 (76%), Positives = 159/179 (89%), Gaps = 0/179 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESL+Y SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLIYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT+IFINKIDQ G++L ++ Q++++KLS DII+ Q V+L+PEI ++   D++ WD 
VI
Sbjct  121  
IPTIIFINKIDQYGINLNNIYQNIKEKLSNDIIVMQNVTLTPEISIKNIIDLDEWDPVI  179

>WP_030937601.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 



sp. NRRL S-646]
Length=619

 Score = 300 bits (768),  Expect = 1e-89, Method: Compositional 
matrix adjust.
 Identities = 222/624 (36%), Positives = 327/624 (52%), Gaps = 
25/624 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDGGDTRTDDGEIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDTQINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +PT++F+NKID+AG     ++  +R +L+  +     +    +    +      D 
+  +
Sbjct  121  
LPTLVFVNKIDRAGARSAGLLADIRRRLTPYVAPLTDVTGIGTADACVTARPPGDPQLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ E + ++L   + G   + + L +       + S  PV++GSA  G G+  L++ 
V G
Sbjct  181  
ALAEVDPEVLAAVVDGPGPTPDDLRKVLAACTAEGSFHPVFFGSALGGQGVAELVEGVVG  240

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMR  295
            L  P      A   G+VF V     G+R  YLRL+ G +  R  + L  RE   + 
TE+ 
Sbjct  241  
LIPPAPTAEGAGPRGTVFAVRPGPGGERTAYLRLHDGEVTPRQRLTLLRREADGRTTEV-  299

Query  296  IPSKGEIVRTDT---AYP----GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                G + R D    A P    G I  L     VR+ D LG+ +     R  +   
P L 
Sbjct  300  ---FGRVNRLDVIGGAGPLLTAGNIAALTGLAGVRVGDRLGELS----
DRAPQFAPPTLE  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +  +   Q   L  AL  LAD DPL+     S     +L + G VQ+EV++A L
++ Y



Sbjct  353  TLVRARRPEQATALRTALLALADQDPLIHARPGSAGTTTLLLY-
GEVQMEVLAATLTQDY  411

Query  408  KLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             +E   +   V ++ERP  +  AS  +   +    +WA+IGL V P   GSG  +     
Sbjct  412  GIEADFEPGRVRFVERPRGVGEASEEMPWHLGTR-
YWATIGLRVEPGLRGSGGVFTYETE  470

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  A+ D +   +E GL G  VTD ++      Y +P+ST ADFR L P
+VL 
Sbjct  471  
LGALPRAFHQAIEDTVHATMETGLHGAAVTDYRVTLIRSGYCAPISTAADFRGLTPVVLR  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+ +GT+L EPY +F    P + L+          A            + TGE
+PAR 
Sbjct  531  
RALQRAGTRLYEPYHAFEAEIPLDALAPVTAQLASCGAKFAGTTGGSTAWLITGELPARR  590

Query  586  IQAYRTDLAFYTNGRSVCLTELKG  609
            ++     L   T G  V  +   G
Sbjct  591  VREVELRLPGLTRGEGVWWSRRSG  614

>AMP50695.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=501

 Score = 296 bits (758),  Expect = 1e-89, Method: Compositional 
matrix adjust.
 Identities = 177/501 (35%), Positives = 268/501 (53%), Gaps = 
15/501 (3%)

Query  144  VRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLV  201
            ++  LS D++  QTV       +   TDI  E  + V  ++D +LE Y+A + I      
Sbjct  4    
IKTNLSQDVLFMQTVVDGVVYPICTPTDIRAEHKEFVCNHDDDILELYLADKEILPADYW  63

Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDC  261
                  V  A  +PV +GSA   +GI  L+DA+     P     +  L   ++K+E
+   
Sbjct  64   NAIIALVAKAKAYPVLHGSAMCNIGINELLDAIISFIFPPASVPNR-
LSAYLYKIEHDPK  122

Query  262  GQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYPGEIVILPS-D  319
            G +R +L++  G LRLR  + +   EK +KI  ++   +G+ +  D     +I I+   
+



Sbjct  123  
GHKRSFLKIIDGRLRLRTVIKVNDSEKFIKIKNLKTIYQGKEINVDEVVANDIAIIEDIE  182

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
             +R+ D LG    L +    + P   L++++ P    +R +L+ AL  L   DP L   
+
Sbjct  183  ELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKLISALNVLFIEDPSLSFSI  240

Query  380  
DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN  439
            +S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP K  +  
IHIEVPPN
Sbjct  241  
NSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDEIKTIYKERPKKKVNKIIHIEVPPN  300

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            P+WASIGL++ PL +GSG+Q ES +S GYLN SFQNAV +GIR   + GL GW 
VTD K+
Sbjct  301  
PYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKV  360

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
             F Y LYYSP+STPADFR L+P V   AL++SG  +LEP L F L  PQ   S+A  
D  
Sbjct  361  
TFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDILEPMLYFELQIPQVASSKAITDLQ  420

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            K  + I+      +  +  G++P    + Y ++++ YT G    + +  GYQ   G    
Sbjct  421  
KMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSYTKGLGTFMVKPCGYQITKGG---  477

Query  620  QPRRPNSRL---DKVRHMFQK  637
                 N+R+   DK+  MF+K
Sbjct  478  --YSDNTRMEEKDKLLFMFEK  496

>AEN80267.1 TetM, partial [Enterococcus sp. R41]
Length=164

 Score = 284 bits (727),  Expect = 1e-89, Method: Compositional 
matrix adjust.
 Identities = 133/164 (81%), Positives = 149/164 (91%), Gaps = 0/164 
(0%)

Query  373  
PLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTI  432
            PLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E  +KEP+VIYMERPLK A 
+TI



Sbjct  1    
PLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVEIELKEPTVIYMERPLKNAEYTI  60

Query  433  
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGW  492
            HIEVPPNPFWASIGLSV+PL LGSG+QYES VSLGYLNQSFQNAV +GIRYG 
EQGL+GW
Sbjct  61   
HIEVPPNPFWASIGLSVSPLPLGSGMQYESSVSLGYLNQSFQNAVMEGIRYGCEQGLYGW  120

Query  493  NVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            NVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LL
Sbjct  121  NVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELL  164

>OSC69059.1 GTP-binding protein [Streptomyces sp. 4F]
Length=631

 Score = 300 bits (768),  Expect = 2e-89, Method: Compositional 
matrix adjust.
 Identities = 224/616 (36%), Positives = 320/616 (52%), Gaps = 
29/616 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGIT++
+AV +F
Sbjct  13   
LNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGAIERRRGITVRSAVAAF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  73   
TVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRLPT  132

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAWDAVIE  180
            ++F+NKID+AG     ++  +R  L+  +     V+ +      V     D    
+A+ E
Sbjct  133  
LVFVNKIDRAGARTDDLLGDIRRLLTPHVAPLTRVTGAGTAHARVTRRPPDERTAEALAE  192

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--  238
             +  +L   + G   +   L      R  D S  P+++GSA  G G+  L++ +  
L   
Sbjct  193  
VDPDILAALVDGPAPTAGDLAAALAARTADGSFHPLHHGSALGGQGVAELVEDLVRLVPA  252

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIP  297
             P    GSAA  G+VF V     G+   YLRLY G +R R  +    RE   + TE



+   
Sbjct  253  
APPPADGSAAPRGTVFAVRPGPGGEWTAYLRLYDGEVRPRQRLTFLRRESDGRATEL---  309

Query  298  SKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              G + R D      T   G I  L     +R+ D LGD T     R  +   P L
+T +
Sbjct  310  -PGRVTRLDVVGGAATLTAGNIAALGVPGGLRVGDRLGDLT----
DRAPQFAPPTLQTLV  364

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
              +   Q   L  AL  LAD DPLL    ++     +L + G VQ+EV++A L+E 
+ +E
Sbjct  365  RARHPEQAAPLRSALLTLADQDPLLHARPEASGATALLLY-
GEVQMEVLAATLAEDFGIE  423

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPP----
NPFWASIGLSVTPLSLGSGVQYESRVSL  466
                   V ++ERP         +E  P      +WA+IGL V P   GSG  +     
L
Sbjct  424  AEFAPGRVRFLERPAGVGE---
AVEEMPWLDRTRYWATIGLRVEPGPRGSGGVFSYETEL  480

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L 
PIVL +
Sbjct  481  
GALPRAFHQAVEETVHATLLTGLNGAAVTDYRVTLTRSGFSSPVSTAADFRGLTPIVLRR  540

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+ +GT+L EPY SF    P + L+          A            + TGE
+PAR +
Sbjct  541  
ALRRAGTRLYEPYHSFEAEVPADALAPVTAQLAALGADFTGTTGGAPGWLITGELPARRV  600

Query  587  QAYRTDLAFYTNGRSV  602
            +     L   T G +V
Sbjct  601  REAELRLPGLTRGEAV  616

>WP_069571338.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
lydicus]
 AOP49222.1 GTP-binding protein [Streptomyces lydicus]
Length=657

 Score = 301 bits (770),  Expect = 2e-89, Method: Compositional 
matrix adjust.
 Identities = 226/650 (35%), Positives = 320/650 (49%), Gaps = 
61/650 (9%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T TDT  LERQRGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIGRLGSVDNGDTCTDTGALERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   L+++ 
+PT
Sbjct  67   
TVGDVQVNLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLQRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NKID+AG   + +V+ +R  L+   +   +V+          P  + E        
Sbjct  127  
LLFVNKIDRAGARGEELVRDIRRLLAPTAVPMTSVTGLGTPQARSVPYDLTEPRVRERIA  186

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREE-----------
QRRVQDASLFPVYYGSAKKG  224
            + V E +D +L   + G P  RE    +              R  D SL P+Y
+GSA  G
Sbjct  187  
ETVAEVDDSVLALLVDGPPGGREPAGGDAPLTADRLATALAARTADGSLHPLYFGSALAG  246

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---  281
             G+  L++ +  L  P       A  G+VF V     G+RR YLRL+ G LR R  
+   
Sbjct  247  
QGVGALVEGMVRLVPPAPAGPGGAPRGTVFAVHQPPKGERRAYLRLHGGELRPRQQIEWH  306

Query  282  ----------ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDP  330
                      AL GR        R P +          PG I +L     +R  D 
LG P
Sbjct  307  RPGAPDDARGALTGRITALDVVGRAPGE-----
DGPLTPGNIAVLRGLPGIRTGDRLGPP  361

Query  331  TRLPRKRWREDPL---PMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHE  385
                      + L   P L T +     A+   L  AL  LAD DPLL  R   D  
T  
Sbjct  362  G----
DDTGAEALFASPTLETVVRAHDPARSAALRAALLALADQDPLLQVRPAPDGATSV  417

Query  386  IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL--KAASHTI----
HIEVPPN  439
            ++    G VQ E+++A L + Y +E       V+ +ERP    AA H I    H+     
Sbjct  418  LL---
HGEVQKEIIAATLRDDYGIEAGFAPSRVLCVERPCGTGAACHEIAGRRHVG----  470



Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
              WA++GL V P + GSG  +     LG L   F  A+ + +R  L +G  G  
VTDC++
Sbjct  471  -
EWATVGLRVEPGARGSGPVFTYETELGALPHGFHQAIEESVRETLRRGPRGRAVTDCRV  529

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
                  +  P+ST   FR++ P+VL QAL+ +GT++ EP+ +F    P   L+       
Sbjct  530  
VLTRSGFVGPLSTAGHFRAVTPVVLLQALERAGTRVYEPWHAFEAEIPVSALAAVTARLA  589

Query  560  KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
               A +          + +G IPAR        L   T+G  V ++   G
Sbjct  590  ALGAELSDTSGGLRSWLVSGVIPARQAGPAEAALPGLTHGEGVWMSYPSG  639

>WP_053745107.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL WC-3618]
 KOV62349.1 GTP-binding protein [Streptomyces sp. NRRL WC-3618]
Length=625

 Score = 300 bits (767),  Expect = 2e-89, Method: Compositional 
matrix adjust.
 Identities = 218/624 (35%), Positives = 329/624 (53%), Gaps = 
25/624 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ SGAI   GSV+ G TRTD   +ERQRGITI+
+AV +F
Sbjct  10   
LNIGILAHVDAGKTSLTERLLFDSGAIDRLGSVDAGDTRTDDGAIERQRGITIRSAVAAF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+LAVLDGA+L++SA +GVQAQTR+L   LR++ 
+PT
Sbjct  70   
TAGGIQINLIDTPGHADFIAEVERALAVLDGAVLLLSAVEGVQAQTRVLMRTLRRLRLPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            ++F+NKID+ G   + ++  +R +L+  ++    ++   + +        T     
+A+ 
Sbjct  130  
LVFVNKIDRPGARSEDLLADIRRRLTPYVVPLTDVEGVGTPAARPRPRPLTAPGTAEAIA  189

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-  238
            E +  +L   + G   +  +L +    R  D SL P+ +GSA  G G+  L++A+T 



L  
Sbjct  190  
EVDPGILAALVDGPAPTPAELDKALAARTADGSLHPLLFGSALGGQGVPDLVEALTRLVP  249

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEM--R  295
            +P      A   G+VF V     G R  YLRLY G +  R  +    R    + TE
+  R
Sbjct  250  
RPAPSAVDAPPRGTVFAVRPAPDGGRTAYLRLYEGEVAERQRLTFLRRAVDGRTTEVPGR  309

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +     I R  +   G I  L    +VR+ D LG+ T     R  +   P L T +  
+ 
Sbjct  310  VTGLEVIGRRGSLTAGNIAALTGLGAVRVGDRLGELT----
DRAPQFAPPTLETLVRARR  365

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              Q  RL  AL  LAD DPL      +     +L + G VQ EV++A L++ + ++   
+
Sbjct  366  PEQSARLRSALLTLADQDPLTHARPAADGSTALLLY-
GEVQKEVLAATLAQDFGVDAEFE  424

Query  415  EPSVIYMERPLKAASHTIHIEVPPNPF------
WASIGLSVTPLSLGSGVQYESRVSLGY  468
               V ++ERP  A +   + E   NP+      +A++GL V P + GSG  +     
LG 
Sbjct  425  PSRVRFLERP--AGTGEAYEE---
NPWIDRTRCFATVGLRVEPGAPGSGAVFTYETELGA  479

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L ++F  A+ D +   L  G   W VTDC++      +  P+ST A FR+L P+VL 
+AL
Sbjct  480  
LPRAFHQAIEDTVHASLPAGPHNWPVTDCRVVLVRSGFIGPLSTAAHFRALTPVVLRRAL  539

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +GT++ EPY +F L  P   L+          A              TGE+ AR 
++ 
Sbjct  540  
ERAGTRVYEPYHAFELEIPAAALAPVTGLLASLGAEFGRTTGGGSTWHLTGELAARRVRE  599

Query  589  YRTDLAFYTNGRSVCLTELKGYQA  612
                L   T+G  V  + + G +A
Sbjct  600  AELRLPGLTHGEGVWWSRVSGDRA  623

>AMP51655.1 elongation factor Tu domain 2, partial [uncultured 
bacterium]
Length=203



 Score = 285 bits (729),  Expect = 2e-89, Method: Compositional 
matrix adjust.
 Identities = 138/202 (68%), Positives = 167/202 (83%), Gaps = 0/202 
(0%)

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            WD VI + D+LLEKYIAGEP+ +E+L+REE RR+Q  SLFPVY+GSAK  LGI+ L
++AV
Sbjct  2    
WDTVIADCDELLEKYIAGEPMDKEELLREENRRIQSVSLFPVYHGSAKVNLGIRQLIEAV  61

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            T  FQ    Q S+ LCG+VFKVEY +  QR  YLRLYSGTL LRD+VALAG
+EKLKITEM
Sbjct  62   
TDTFQSPTGQNSSELCGTVFKVEYANQSQRLAYLRLYSGTLHLRDSVALAGKEKLKITEM  121

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            RIPSKGEIVRT+ A+ GEIVI+P DS+RLNDVLG+   LPR+ W ++PLP
+LRTTIAP+ 
Sbjct  122  
RIPSKGEIVRTEIAHAGEIVIVPCDSLRLNDVLGNKLLLPRETWSDNPLPLLRTTIAPEK  181

Query  355  AAQRERLLDALTQLADTDPLLR  376
              QRERLL+ALT++ADTDPLLR
Sbjct  182  PEQRERLLNALTEIADTDPLLR  203

>WP_087804965.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. CS113]
 OWA13713.1 GTP-binding protein [Streptomyces sp. CS113]
Length=635

 Score = 300 bits (767),  Expect = 3e-89, Method: Compositional 
matrix adjust.
 Identities = 227/618 (37%), Positives = 323/618 (52%), Gaps = 
27/618 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 



Sbjct  61   
AAFTVGGTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     ++  VR  L+  +  + + T + +P   V+    D     
A
Sbjct  121  
LPTLVFVNKIDRAGARTDGLLDDVRRLLTPHVAPLTEVTDAGTPHARVVRRPPDGRTAQA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   + E +      R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDPGVLAALVDGPEPTGEDVAGALAARTADGSFHPLYHGSALGGQGVAELVEGLVGL  240

Query  238  FQPI--GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM  294
                  G  G     G+VF V     G+R  YLRLY G +R R  +    RE   + 
TE+
Sbjct  241  
VPAAAPGTSGGTEPRGTVFAVRPGPAGERTAYLRLYDGEVRPRRRLTFLRRESDGRTTEV  300

Query  295  RIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                 G + R D      T   G I  L     +R+ D LG+   LP +  +  P 
P L+
Sbjct  301  ----CGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGE---LPERAPQFAP-
PTLQ  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +      Q   L  AL  LAD DPLL     + +    L   G VQLEV++A L
+E +
Sbjct  353  TLVRAVHPEQAAPLRLALLALADQDPLLHAR-
PAASGATALLLYGEVQLEVLAATLAEDF  411

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRV  464
             +E       V ++ERP    +     E+P      +WA+IGL V P   GSG ++    
Sbjct  412  GIEAHFAPGRVRFLERP--
GGTGEAAEEMPWLDHTRYWATIGLRVEPGPRGSGGEFAHET  469

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L ++F  A+ + +   L  GL G  VTD ++      + SPVST ADFR L  
IVL
Sbjct  470  
ELGALPRAFHQAIEETVHATLLTGLTGAAVTDYRVTLIRSGFSSPVSTAADFRGLTAIVL  529

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             +AL  +GT L EPY +F    P + L+          A            + TGE



+PAR
Sbjct  530  
RRALALAGTVLYEPYQAFEAEVPADALAAVTALLASLGADFTGTTGGDPAWIVTGELPAR  589

Query  585  CIQAYRTDLAFYTNGRSV  602
             ++     L   T G +V
Sbjct  590  RVREAELRLPGLTRGEAV  607

>WP_018684401.1 GTP-binding protein [Actinokineospora enzanensis]
Length=622

 Score = 299 bits (766),  Expect = 3e-89, Method: Compositional 
matrix adjust.
 Identities = 214/628 (34%), Positives = 327/628 (52%), Gaps = 
36/628 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+++N+G++AHVDAGKT+LTE LL+ +GAI+  GSV+ G T TD M LER+RGITI
+AAV
Sbjct  1    
MRMLNLGVVAHVDAGKTSLTERLLFDAGAIARLGSVDGGDTTTDGMALERRRGITIRAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    +V+++DTPGH+DF+AEV R+L VLDGA+LVISA +GVQA TR+L   
LR + 
Sbjct  61   
ACLRVGDHQVHLIDTPGHVDFVAEVERALGVLDGAVLVISAVEGVQAHTRVLMRTLRAVG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PT++F+NK+D+AG     ++  +R  L + +I     +        V+      
+A + 
Sbjct  121  
VPTLLFVNKVDRAGARGLELLAELRRLLDSTVIALNRPADPGTRAASVVTVPLGEDAAEV  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +D +LE Y+ G  +  E L  E   + +   +FPV +GSA  G+G   L  A
+  L
Sbjct  181  LAERSDAVLESYVDG--
LDPELLRAELIAQTRKGHVFPVLFGSAITGVGTAELFRAIVEL  238

Query  238  FQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
              P G   +A   L G+VF VE    G+R    RL+SGT+  RD V     E L+     
Sbjct  239  L-PCGNPTAAGNPLAGTVFAVERDAAGRRFAVARLFSGTVAARDRV-----
EYLRHRANG  292

Query  296  IPSKGEIVRT---DTAYPGEI--------
VILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            + S+   V T    T  PG +          LP   +R+ D LG       + +R   



LP
Sbjct  293  VVSESGRVTTVLDATGAPGRVGAGGIARIGGLP--
RLRVGDHLGTSATARPRAFR---LP  347

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             + T +   T+A    L  AL  L+D DP +          +++S  G VQ EV++  
L+
Sbjct  348  TMETVV---
TSADPAALFAALDTLSDEDPFIDVRRGPEPGSLVVSLYGEVQREVIADRLA  404

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +++ +         + +ER +  + H +H      PF A++GL V P   GSGV +   
V
Sbjct  405  DEFGVTARFAPTRAVCVER-VVGSGHAVHHIGDGLPFCATLGLRVDP---
GSGVDFRLAV  460

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
              G L  +F  ++ + +R  L+ G  GW V DC+I   +  Y+SPV+T  DFR 
LAP++L
Sbjct  461  
ERGSLPGAFFTSIEESVRAALDDGPHGWRVVDCRITVTHTGYFSPVTTAGDFRGLAPLLL  520

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
              AL+ +GT + EP     L  P + L+       +     E  +   D V  +  
+   
Sbjct  521  
ADALRSAGTAVCEPVDRVELVVPSDALTPVLAAVVRLGGLPEPPRGDADTVFVSTTLATA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQA  612
             ++     L   TNG     T   G+++
Sbjct  581  RVRELAKTLPGLTNGVGSLTTHPLGHRS  608

>AOS89058.1 truncated TetM, partial [Lactococcus garvieae]
Length=184

 Score = 284 bits (727),  Expect = 3e-89, Method: Compositional 
matrix adjust.
 Identities = 130/184 (71%), Positives = 155/184 (84%), Gaps = 0/184 
(0%)

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP +   E+PLPML+TTI P  + QRE+LLDAL +++D+DPLL+  VD++THEI
+LSFLG
Sbjct  1    
LPHREILENPLPMLQTTIEPCKSVQREKLLDALFEISDSDPLLQYYVDTVTHEIVLSFLG  60

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452



             VQ+EV   L+ EKY +E   ++P+VIYMERPLK +  TI 
IEVPPNPFWASIGLSVTPL
Sbjct  61   
EVQMEVTCTLIQEKYHIEIETRKPTVIYMERPLKKSEFTIDIEVPPNPFWASIGLSVTPL  120

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
             LGSG+QYES VSLGYLNQSFQNAV +GIRYG EQGL+GW +TDCKICF
+YGLYYSPVST
Sbjct  121  
PLGSGIQYESLVSLGYLNQSFQNAVMEGIRYGCEQGLYGWKLTDCKICFKYGLYYSPVST  180

Query  513  PADF  516
            PADF
Sbjct  181  PADF  184

>KII54090.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]
Length=273

 Score = 287 bits (735),  Expect = 3e-89, Method: Compositional 
matrix adjust.
 Identities = 142/273 (52%), Positives = 196/273 (72%), Gaps = 0/273 
(0%)

Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLE
Sbjct  1    
NKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLE  60

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            KY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     
+G +
Sbjct  61   
KYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPS  120

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
             LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ 
+ D 
Sbjct  121  
ELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDR  180

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE 
LLDAL +
Sbjct  181  
AYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLE  240



Query  368  LADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            ++D+DPLLR  VDS THEIILSFLG+VQ+EV+S
Sbjct  241  ISDSDPLLRYYVDSTTHEIILSFLGKVQMEVIS  273

>ASQ96433.1 GTP-binding protein [Streptomyces sp. 11-1-2]
Length=654

 Score = 300 bits (767),  Expect = 3e-89, Method: Compositional 
matrix adjust.
 Identities = 218/630 (35%), Positives = 322/630 (51%), Gaps = 
34/630 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTEQLLYDAGVIDRLGSVDAGDTQTDTGEIERQRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQLNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----IE  173
            P ++FINKID+AG     ++  +R  L+  ++    +++  + +  +      D     
E
Sbjct  129  
PVLLFINKIDRAGARDAGLLTDIRRTLAPHLLPLTAVRELGTRNAHVRSRSLDDPRMRTE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +    PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAELDDAMLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGQGVGALVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR---------
VYLRLYSGTLRLRDTVALA  284
            V  L  P    G A   G+VF VE    G+            YLRL+SG + LR  
V L 
Sbjct  249  VARLVPPA--
PGGAEPRGTVFAVERGGGGRGGGSGARGGRTAYLRLFSGEVALRQRVTLH  306

Query  285  GR--------
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK  336
             R           +IT + +  +    R          I     VR+ D LG    
+P  
Sbjct  307  
RRGPGGALTEHTGQITALEVVGEAGAARGPLTAGNIARIKGLPGVRVGDRLGPVRDVPSD  366



Query  337  RWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
            R      P L+T +  +   AA   RL  AL  LAD DPL+           +L + 
G V
Sbjct  367  R-
PHFAAPTLQTLVHAREPGAAAASRLHTALLDLADQDPLIHARAMPGGATSVLLY-GEV  424

Query  395  QLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPL  452
            Q E+++A L + Y +E        + +ERP  +  A   I       P WA++GL 
V P 
Sbjct  425  QKEIIAATLVQDYGVEAEFAPSRPVLVERPSGVGEAGREIARSGHTGP-
WATVGLRVEPT  483

Query  453  
SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVST  512
            + G+GV +     LG L ++F NA+ + +   L  G  G +VTDC++      +  
P ST
Sbjct  484  
ARGAGVVFGYETELGALPRAFHNAIEETVYDTLFHGPRGRSVTDCRVVLVRSGFLGPEST  543

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
             ADFR + P+VLE+AL+ +G ++ EPY +F L  P E L+          A I  +    
Sbjct  544  
AADFRDVTPVVLEEALERAGWRVYEPYHAFELELPPETLAAVTAQLAAAEADIGESVDGA  603

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
               +  GEIPAR +  +   L   T+G  V
Sbjct  604  TGWLLRGEIPARRVHGFEHVLPRLTHGEGV  633

>WP_046256897.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. WM6386]
 KKD09261.1 GTP-binding protein [Streptomyces sp. WM6386]
Length=620

 Score = 299 bits (765),  Expect = 4e-89, Method: Compositional 
matrix adjust.
 Identities = 217/625 (35%), Positives = 317/625 (51%), Gaps = 
28/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  G I   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGTIDRLGSVDTGDTRTDDGAIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   



LR++ 
Sbjct  61   
AAFTVGDTQINLIDTPGHSDFIAEVERALEVLDGAVLVLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT++F+NK+D+AG   Q ++  +R KL+   A +   + +      V       E  
++
Sbjct  121  
LPTLVFVNKVDRAGARAQGLLDDIRRKLTPHVAPLSAVRGLGTKDARVTPLRYGDELAES  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + + +  LL   + G   + + L +       D S  PV +GSA  G G+  L++ 
V  L
Sbjct  181  
LADIDPDLLAAVVDGPAPAPDDLRKALAAHTADGSFHPVLFGSALGGQGVSHLVENVVRL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG--------
TLRLRDTVALAGREKL  289
              P    G     G+VF V     G+R  YLRLY G        TLR RD          
Sbjct  241  
IPPAPTAGVTTPRGTVFAVRPGPGGERTAYLRLYDGEVTERQRLTLRRRDADGRTREVSG  300

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            ++T + +   G    T     G I  L     +R+ D LG+ T     R  +   P 
L T
Sbjct  301  RVTHLDVIGCGSGPLT----AGNIAALTGLTGIRVGDRLGELT----
DRAPQFAPPTLET  352

Query  349  TIAPKTAAQRERLLDALTQLADTDPLLRCE-
VDSITHEIILSFLGRVQLEVVSALLSEKY  407
             ++ +   Q  RL  AL  LAD DPL+     D+ T  ++L   G VQ+EV++A L
++ +
Sbjct  353  EVSARRPEQAARLRSALLTLADQDPLIHARPTDAGTTALLL--
YGEVQMEVLAATLAQDF  410

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYESRV  464
             +E       V+++ERP          E P +    +WA+IGL V P   G G  +    
Sbjct  411  GVEADFAPGRVLFLERPRGVGE--
AGEERPWHDGTRYWATIGLRVEPGPRGCGGVFTYET  468

Query  465  
SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             LG L ++F +A+ + +   +  GL G  VTD ++      + +P+ST ADFR L 
P VL
Sbjct  469  
ELGALPRAFHSAIEETVHTSMRTGLLGAAVTDYRVTLIRSGFVAPLSTAADFRGLTPYVL  528

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             QAL+ + T+L EPY +F    P + L+          A              



TGEI  R
Sbjct  529  
RQALERARTRLYEPYHAFETEVPLDALAPVTAHLAALGAEFTGTTGGSTAWAITGEIATR  588

Query  585  CIQAYRTDLAFYTNGRSVCLTELKG  609
             ++     L   T+G  V  +   G
Sbjct  589  RVREAELRLPGLTHGEGVWWSRPSG  613

>WP_100806474.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. M56]
 AUA11890.1 Tetracycline resistance protein TetM [Streptomyces sp. 
M56]
Length=653

 Score = 299 bits (766),  Expect = 5e-89, Method: Compositional 
matrix adjust.
 Identities = 214/631 (34%), Positives = 318/631 (50%), Gaps = 
35/631 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ER+RGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERRRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIE  173
            P ++FINKID+AG   + ++  +R  L+  ++          +   + P    +     
E
Sbjct  129  
PVLLFINKIDRAGARDEGLLADIRRALAPHLVPLTAVRAPGTRNAHVRPRSFDDPGVRAE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +    PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAEIDDAMLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGAGVADLVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVE----------
YTDCGQRRVYLRLYSGTLRLRDTVAL  283
            V  L  P    G     G+VF VE              G R  YLRL+SG + LR  
V L
Sbjct  249  VARLVPPA--



PGGTEPRGTVFAVERGGGGTGGDRGGARGGRTAYLRLFSGEVTLRQRVTL  306

Query  284  AGRE--------
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
              RE          +IT + +  +    R          +     VR+ D LG P     
Sbjct  307  HRREPGGAPTEHTGQITALEVIGRAGAARGPLTAGNIARVRGVSGVRVGDRLG-
PVHDTA  365

Query  336  KRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
               R    P L+T +  +   A    RL  AL  LAD DPL+           +L 
+ G 
Sbjct  366  
SDRRHFAAPSLQTLVRAREPGATAASRLHTALLDLADQDPLIHARAMPGGATSVLLY-GE  424

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTP  451
            VQ E+++A L + Y +E   +    + +ERP  +  A H I         WA++GL 
V P
Sbjct  425  VQKEIIAATLVQDYGIEADFEPSRPVLVERPSGVGEAVHEI-
ARFDHTGLWATVGLRVEP  483

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
               G+G  +     LG L ++F NA+ + +   L  GL G +VTDC++      +  
P+S
Sbjct  484  
TERGAGAVFGYETELGALPRAFHNAIEETVYETLLHGLRGRSVTDCRVVLVRSGFIGPLS  543

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T ADFR + P+VL +AL+ +G ++ EPY +F L  P E L+          A I  
+   
Sbjct  544  
TAADFRDITPVVLGEALERAGWRVYEPYHAFELELPAEALAAVTAHLAAAEADIGESVDG  603

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                +  GE+PAR +  +   L   T+G  V
Sbjct  604  ATGWLVRGELPARRVHGFEQVLPRLTHGEGV  634

>WP_055421184.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
pactum]
 AQS66104.1 GTP-binding protein [Streptomyces pactum]
Length=634

 Score = 298 bits (763),  Expect = 9e-89, Method: Compositional 
matrix adjust.
 Identities = 225/618 (36%), Positives = 322/618 (52%), Gaps = 
29/618 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



              +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI+
+AV 
Sbjct  14   
NTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAVA  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  74   
AFTVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI---
VLEENTDIEAWDAV  178
            PT++F+NKID+AG   + ++  +R  L+  +     V+ +      V+    D    
+A+
Sbjct  134  
PTLVFVNKIDRAGARTEELLTDIRRLLTPHVAPLTRVTGAGTAHARVVPRPPDERTAEAL  193

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +  LL   + G   +   L+     R  D S  P+Y+GSA  G G+  L++ +  
+ 
Sbjct  194  
AEVDPDLLAALVDGPEPAAGDLLAALAARTADGSFHPLYHGSALGGQGVSELVEGLVRMV  253

Query  239  QPIGEQGSAALC--GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMR  295
                   +      G+VF V     G+R  YLRLY+G +R R  +    RE   + 
TE+ 
Sbjct  254  
PAAAPATAGPTAPRGTVFAVRPGPGGERTAYLRLYAGEVRPRRRLTFLRREADGRTTEV-  312

Query  296  IPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
                G + R D      T   G I  L     +R+ D LGD T     R  +   P 
L T
Sbjct  313  ---PGRVTRLDVVGGAATLTAGNIAALTVPGGLRVGDRLGDLT----
GRAPQFAPPTLET  365

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A L
+E + 
Sbjct  366  VVRARRPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAEDFG  424

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E       V ++ERP  A +     E+P      +WA+IGL V P   GSG  +     
Sbjct  425  VEAEFAPGRVRFLERP--
AGTGEAVEEMPWLERTRYWATIGLRVDPGPRGSGGVFAYETE  482

Query  466  



LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L 
PIVL 
Sbjct  483  
LGALPRAFHQAVEETVHATLLSGLTGAEVTDYRVTLIRSGFSSPVSTAADFRGLTPIVLR  542

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPAR  584
            +AL+ +GT L EPY +F    P + L+ A          + T     D V +  GE
+PAR
Sbjct  543  RALRRAGTLLYEPYHAFEAEVPPDALA-
AVTGRLASLGAVFTGTTGGDPVWLIAGELPAR  601

Query  585  CIQAYRTDLAFYTNGRSV  602
             ++     L   T G +V
Sbjct  602  RVREAELGLPGLTRGEAV  619

>WP_086667986.1 GTP-binding protein [Lentzea kentuckyensis]
Length=534

 Score = 295 bits (754),  Expect = 1e-88, Method: Compositional 
matrix adjust.
 Identities = 208/609 (34%), Positives = 294/609 (48%), Gaps = 
86/609 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTAGVIDTLGSVDAGNTQTDSLALERQRGITIKSAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFVVGDVVVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLEI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PTV+F+NK+               D+  AD                              
Sbjct  123  PTVVFVNKM---------------
DRRGAD------------------------------  137

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
                      GE ++R+ + + E          P+Y+GSA  G G+  L+  VT +  
P+
Sbjct  138  ----------GERVARDVVEKLETE-------
APIYFGSAITGAGLDELIAGVTSVL-PV  179

Query  242  



GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             +     L G+VFKVE    G++  ++RL+SGT+R+RD V +   E  K+T + +   
G 
Sbjct  180  TDMVDGQLSGTVFKVERGRAGEKVAFVRLFSGTVRVRDRVKIGDGEG-
KVTSIAVFEGGT  238

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              R  TA  G+I  L    VR+ D +G        R      P L T +       
R  L
Sbjct  239  APRRTTARAGQIAKLWGLDVRIGDTIGVARH---DRVHHFAPPTLETVVESD---
DRVAL  292

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL QLA+ DPL+   +D    +I++S  G VQ EV+ A L+ +Y +    +E   
+ +
Sbjct  293  HAALQQLAEQDPLINLRLDG--
DDIVVSLYGEVQKEVIEATLALEYGIAVTFRETRTVRV  350

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ERP +     +   +  +P  A+IG  V P       ++   V LG L  +F  A  
D  
Sbjct  351  ERP-RGVGEAVRF-LGESPHAATIGFRVEP----
GPEEFRLEVELGSLPLAFFRATEDAA  404

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L        +  C +   +  Y SPVS   DFR LAPIVL +AL+ +GT   
EP   
Sbjct  405  RDTLRAD----
RIHGCTVTMTHSGYCSPVSVAGDFRGLAPIVLREALRRAGTVTCEPMHR  460

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F L  P + L+       K      T        V  G IP   +   +  L   T 
G  
Sbjct  461  FRLEIPADALAAVLTALGKAGGVPLTTTA----
TVLEGHIPVPRVHELQRRLPSLTRGEG  516

Query  602  VCLTELKGY  610
            V  +E   +
Sbjct  517  VLESEFDHF  525

>WP_107019526.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. A217]
 PSM40447.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. A217]
Length=667



 Score = 298 bits (764),  Expect = 1e-88, Method: Compositional 
matrix adjust.
 Identities = 219/658 (33%), Positives = 330/658 (50%), Gaps = 
66/658 (10%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G TRTD   +ER+RGITI+
+AV +F
Sbjct  19   
LNVGILAHVDAGKTSLTERLLFDAGVIDRLGSVDAGDTRTDDGAIERERGITIRSAVAAF  78

Query  64   QWH------------------------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVI  99
                                         ++N++DTPGH DF+AEV R+L VLDGA
+L++
Sbjct  79   
TTKDVAGDKAGAKAADETGATAGATPGDVQINLIDTPGHSDFVAEVERALEVLDGAVLLL  138

Query  100  
SAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----IK  155
            SA +GVQAQTR+L   LR++ +PT++F+NKID+AG   + ++  +R +L+  I+    
++
Sbjct  139  
SAVEGVQAQTRVLMKTLRRLRLPTLVFVNKIDRAGAREEGLLDDIRRRLTPYIVPLTGVR  198

Query  156  
QTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
               +    +V     +    + + + +  +L   + G   ++++L+     R  D 
SL P
Sbjct  199  
DIGTARARVVPRAVDEARTTETLADADPGILAAVVDGPQPTQDELLAALAARTADGSLHP  258

Query  216  VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC---------
GSVFKVEYTDCGQRRV  266
            V +GSA  G G+  L++AVT      G  G+A L          G+VF V     G
+R  
Sbjct  259  
VLFGSALGGQGVAELVEAVTRFIPASGPVGAAGLVEASGTVEPRGTVFAVRPRPDGERTA  318

Query  267  YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG---EIV-
RTDTAYPGEIVILPS-DSV  321
            YLRLY G +  R  +    RE     E ++P +    ++V R      G I  +     
+
Sbjct  319  YLRLYEGEVTQRQRLVFRRREA-
DGRERQVPGRALGLDVVGRPGPLTTGNIAAVTGLHGI  377

Query  322  RLNDVLG-
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
            R++D LG  P   P     +   P L T +  +   Q   L  AL  LAD DPLL     
Sbjct  378  RVSDRLGPGPDHAP-----
QFAAPTLETLVHAREPEQAAPLRAALLALADQDPLLHARPG  432

Query  381  



SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP  440
                  +L + G VQ EV++A L++ + +E   +   + Y+ERP+        +    
+ 
Sbjct  433  PSGGTALLLY-
GEVQKEVLAATLAQDFGIEAGFEPSRIRYLERPVGTGEAYEEVRRRGHT  491

Query  441  -FWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG-
LEQGLFGWNVTDCK  498
             FWA++GL V P   GSG  +     LG L ++F  A+ D +    L+ G  G  
VTDC+
Sbjct  492  
GFWATVGLRVEPGPNGSGTVFAYETELGALPRAFHQAIEDTVHATLLDGGSHGRPVTDCR  551

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            +      Y +P+ST  DFR L P+VL +AL+ +GT+  EPY SF    P + L      
A
Sbjct  552  
VTLVRSGYVAPLSTAGDFRGLTPVVLRRALEHAGTRGYEPYHSFEADLPLDAL------A  605

Query  559  P-----KYCAT--
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            P       C T   ET       +V TG +PAR ++     L   T+G  V  +   
G
Sbjct  606  PVTALLAACGTEFGETTGGSTSWLV-
TGRLPARHVRDIELRLPALTHGEGVWWSRPSG  662

>WP_014910024.1 GTP-binding protein [Nocardiopsis alba]
 AFR07562.1 small GTP-binding domain protein [Nocardiopsis alba ATCC 
BAA-2165]
Length=660

 Score = 298 bits (764),  Expect = 2e-88, Method: Compositional 
matrix adjust.
 Identities = 217/652 (33%), Positives = 323/652 (50%), Gaps = 
54/652 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI+AHVDAGKT+LTE LLY +GAI   G V+ G TRTDT  +ER+RGIT++ 
AV  F
Sbjct  5    
VNLGIVAHVDAGKTSLTERLLYDTGAIDRLGRVDDGDTRTDTGRVERERGITVRTAVAPF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   L +  
IPT
Sbjct  65   
HVGDTQVNLIDTPGHADFVAEVERALTVLDGAVLVLSAVEGVQPHTRLLMRVLERARIPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA------  177



            ++F+NK+D++G D + V++ +       + + + V            D++A D       
Sbjct  125  
LLFVNKVDRSGADPERVLERIACLTDRALPMDRVVDPGGRKARVVAHDLDAPDHAARVAE  184

Query  178  -VIENNDKLLEKYIAGEPISREKLVREEQR-
RVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             + E++++LL   +   P+     +    R +V      PV  GSA  G GI  L+ 
A+T
Sbjct  185  
FLAEHDEQLLADLVEDRPMPDAGRLHAGLRDQVLRGLAHPVLSGSAVTGAGIPALLGAIT  244

Query  236  GLFQPIGEQGSAALC-----
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            GL      +GS         G+VF +E    G++  Y+RL+SG L  R+       
+   
Sbjct  245  GLLS--
HHRGSPPGSDEETRGTVFAIERAPSGEKTGYVRLFSGRLERRERRTWERADPAD  302

Query  291  ITEMRIPSKGEIVR-------TDTAYP------
GEIVILPSDSVRLNDVLGDPTR---LP  334
                  P +G +          D + P      G +  LP  ++R+ D LG P     
L 
Sbjct  303  GE----PHEGRVTHLEVVGAEHDRSRPLTAGGIGRVRGLP--
ALRVGDRLGPPVAAHGLS  356

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL-GR  393
            R        P L   + P+   +  RL  ALT LA+ DPL+   V  +  E +   
L G 
Sbjct  357  R--------PALEALVRPERPEEASRLHAALTALAEQDPLIGLRV--
VPGEGVSVLLHGE  406

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWA--
SIGLSVTP  451
            VQ EVV+  L+  + +  +    + +++ERP+   +    I+ P     A  ++GL 
V P
Sbjct  407  VQKEVVADTLATDFGVRALFGRSATVHVERPIVVGTDIEEID-
PSRQVGAPVAVGLRVEP  465

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
             S GSGV +     LG L  ++  AV   +   L QGL+GW VTDC +      Y  
P++
Sbjct  466  
ASEGSGVTFRRETELGALPPAYDRAVERTVLTALGQGLYGWPVTDCVVTLVRSGYDPPLT  525

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
              A FR L P+V+ +AL+ +G+++ EP   F L  P+E LS        + A +    
+ 
Sbjct  526  
EAAHFRRLVPMVVLRALERAGSRVFEPVQDFELETPEETLSPVLSLLGGHGARVRETGID  585

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  



623
             D    TGEI A        ++   T G  V  T   G +   G P   PRR
Sbjct  586  GDAWRVTGEIAAAEAHRVGAEIVGVTRGEGVWTTRPAGERPLTGAP---PRR  
634

>EGG58291.1 GTP-binding domain protein, partial [Enterococcus 
faecalis TX1467]
Length=184

 Score = 282 bits (722),  Expect = 2e-88, Method: Compositional 
matrix adjust.
 Identities = 134/179 (75%), Positives = 152/179 (85%), Gaps = 0/179 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD 
VI
Sbjct  126  
IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVI  184

>WP_103631420.1 GTP-binding protein, partial [Bacillus 
thuringiensis]
Length=438

 Score = 291 bits (745),  Expect = 2e-88, Method: Compositional 
matrix adjust.
 Identities = 166/436 (38%), Positives = 256/436 (59%), Gaps = 
16/436 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTDSMELERQRGITIKASV  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIEDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + VV+ +++ LS +       Q        +LE  +  +  
+ 
Sbjct  121  
IPTMLFVNKIDRSGANSEKVVKQIKEMLSNEAFPFYSAQNEGTKEARILEYKSYDDYVEL  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +    + LL  YI  E I    L  E ++++Q A+++P+++GSA  G+G+  L++ 
+  L
Sbjct  181  
LAPYKESLLASYINNEIIPNALLRNELEKQIQQANVYPIFFGSAMTGIGVTELLENIPSL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
            F       +  L G VFK+E    G++  Y+RL+SG+L +R  V +   E L    
KI +
Sbjct  241  
FPTNKSAENEILSGIVFKIEREPSGEKIAYVRLFSGSLHIRKYVDIQRNESLPHKEKIKK  300

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + I   G+ ++  T   GE   +   + +++ D++G+ T   +     +P         
P
Sbjct  301  
ICIFHNGDAIQISTVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEPQMEAAIDAVP  360

Query  353  KTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            K     ER+ D   AL +L + DPL++   D + +E+ +   G VQ EV+   L 
+KY L
Sbjct  361  K-----
ERIHDLYAALMELCEEDPLIQVWKDDVHNELYIRLFGEVQKEVIETTLYDKYNL  415

Query  410  ETVVKEPSVIYMERPL  425
            +       V+ +E+P+
Sbjct  416  QVTFSNTRVVCIEKPI  431

>AEA35204.1 tetracycline resistance protein class S, partial 
[uncultured 
bacterium]
 AEA35205.1 tetracycline resistance protein class S, partial 
[uncultured 
bacterium]
 AEA35207.1 tetracycline resistance protein class S, partial 
[uncultured 



bacterium]
 AEV89925.1 tetracycline resistance protein, partial [Lactococcus 
garvieae]
Length=222

 Score = 283 bits (725),  Expect = 2e-88, Method: Compositional 
matrix adjust.
 Identities = 141/223 (63%), Positives = 174/223 (78%), Gaps = 2/223 
(1%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            MFLERQRGITIQ A+TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL
+ISAKDGV
Sbjct  1    
MFLERQRGITIQTAITSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            Q+QTRILFHALRKMNIP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ 
+  
Sbjct  61   
QSQTRILFHALRKMNIPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPY  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            + + T+ E W+ VI  ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY
+GSAK  +
Sbjct  121  
VIDYTEPEQWETVIVGNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNI  180

Query  226  GIQPLMDAVTG-LFQPIGEQGSAALCGSVFKVEYTDCGQRRVY  267
            GI+ L++ +T  LF P  +  S  LCG+VFKVEY+D GQR VY
Sbjct  181  GIKQLIEVITSKLFSP-TQLNSDKLCGNVFKVEYSDDGQRLVY  222

>WP_013229872.1 GTP-binding protein [Amycolatopsis mediterranei]
 YP_003770243.1 elongation factor EF-G/tetracycline resistance 
protein [Amycolatopsis 
mediterranei U32]
 ADJ49841.1 elongation factor EF-G/tetracycline resistance protein 
[Amycolatopsis 
mediterranei U32]
 AEK46830.1 elongation factor EF-G/tetracycline resistance protein 
[Amycolatopsis 
mediterranei S699]
 AFO81549.1 elongation factor EF-G/tetracycline resistance protein 
[Amycolatopsis 
mediterranei S699]
 AGT88678.1 elongation factor EF-G/tetracycline resistance protein 
[Amycolatopsis 
mediterranei RB]
 KDO07909.1 elongation factor G [Amycolatopsis mediterranei]
 KDU93198.1 elongation factor G [Amycolatopsis mediterranei]



Length=591

 Score = 296 bits (757),  Expect = 3e-88, Method: Compositional 
matrix adjust.
 Identities = 220/618 (36%), Positives = 317/618 (51%), Gaps = 
46/618 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GA+   G V+ G+T+TDT+ +ER+RGITI   
V SF
Sbjct  6    
LNIGILAHVDAGKTSLTERLLFDTGAVGALGRVDDGSTQTDTLDIERRRGITISTGVVSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +     VN++DTPGH DF+AEV R+L VLDG +LV+S   GVQA TRIL+  LR++ 
+PT
Sbjct  66   
RAGDRTVNVIDTPGHADFVAEVERALGVLDGVVLVVSGPAGVQASTRILWRILRRLRVPT  125

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            ++F+NK+DQAG D  +V++S+R KLS  ++   TV               A  A I   
D
Sbjct  126  LVFVNKLDQAGADPAAVLESLRKKLSRALVPMVTVD-------------
AAGSAAITIRD  172

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +         P S + L R   R+V     +PV+ GSA  G G+  L+  +   F 
P   
Sbjct  173  R---------PRSADDLFR---RQVAAGEAYPVFLGSAVTGAGVPELVAGIVD-
FLPTAV  219

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------
AGREKLKITEMR  295
             G A L  +VFKVE    G R  Y R++ GTLR+RD V L          R + 
+IT M 
Sbjct  220  PG-
AELRATVFKVERGRGGDRIAYARVHGGTLRVRDRVELFRRTGDGTVERSRRRITAMT  278

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            + +  ++ R D    G+++ L     VR++D LG P  +        P P L  ++    
Sbjct  279  L-AGAKVTRADA---GDLIRLSGLGDVRVDDRLGSPDGVADAGLF--PPPGL-
VSVVKAQ  331

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +  RL  AL +L D DPLL    D  T  + +   G VQ+EV+   L E + L     
Sbjct  332  PGEETRLHRALRELCDQDPLLGLRADRGT--
LSVRTYGEVQIEVLLERLREDFGLVAGFA  389



Query  415  EPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             P+ I++E+P+        ++ + P    A++GL V P   GSGV+YE  V  G L 
++F
Sbjct  390  
PPAPIHVEKPVGVGEAVQFLDRLGPTDPVATVGLRVAPGRTGSGVRYELAVERGSLPRAF  449

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              A+   +      G  GW VTDC +   +  +  P+ST   FR +   +L  A   
+ T
Sbjct  450  
HTAIEQTVYRTAACGPHGWEVTDCVVTLTHSGFQPPLSTAGGFREVTARLLSLAFARART  509

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            ++ EP   F L  P+     A     K  A +E   V+      +G +PA    A
+R  L
Sbjct  510  
RVYEPVDRFDLEVPEHAAGAAVIALAKLEAVVEPPVVEAGVARLSGSVPAAATAAFRRRL  569

Query  594  AFYTNGRSVCLTELKGYQ  611
                 G +V   E  GY+
Sbjct  570  PALGQGEAVFTAEPGGYR  587

>WP_078643040.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
hygroscopicus]
 AQW52783.1 tetracycline resistance protein tetM [Streptomyces 
hygroscopicus]
Length=651

 Score = 297 bits (761),  Expect = 3e-88, Method: Compositional 
matrix adjust.
 Identities = 216/627 (34%), Positives = 323/627 (52%), Gaps = 
31/627 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ER+RGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERRRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQLNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----IE  173



            P ++FINKID+AG     ++  +R  L+  ++    +++  + +  +      D     
E
Sbjct  129  
PVLLFINKIDRAGARDAGLLTDIRRTLAPHLLPLTAVRELGTRNAHVRSRSLDDPGMRAE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +    PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAELDDAMLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGQGVGALVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR------
VYLRLYSGTLRLRDTVALAGR-  286
            V  L  P    G A   G+VF VE    G+         YLRL+SG + LR  V L  
R 
Sbjct  249  VARLVPPA--
PGGAEPRGTVFAVERGGGGRGGARGGRTAYLRLFSGEVALRQRVTLHRRG  306

Query  287  -------
EKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWR  339
                      +IT + +  +    R          I     VR+ D LG    +P  
R  
Sbjct  307  
PGGALTEHTGQITALEVVGEAGAARGPLTAGNIARIKGLPGVRVGDRLGPVRDVPSDR-P  365

Query  340  EDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                P L+T +  +   AA   RL  AL  LAD DPL+           +L + G 
VQ E
Sbjct  366  HFAAPTLQTLVHAREPGAAAASRLHTALLDLADQDPLIHARAMPGGATSVLLY-
GEVQKE  424

Query  398  VVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +++A L + Y +E   +    + +ERP  +  A   I       P WA++GL V P 
+ G
Sbjct  425  IIAATLVQDYGVEAEFEPSRPVLVERPSGVGEAGREIARSGHTGP-
WATVGLRVEPTARG  483

Query  456  
SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            +GV +     LG L ++F +A+ + +   L  G  G +VTDC++      +  P 
ST AD
Sbjct  484  
AGVVFGYETELGALPRAFHHAIEETVYDTLFHGPRGRSVTDCRVVLVRSGFLGPQSTAAD  543

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR + P+VLE+AL+ +G ++ EPY +F L  P E L+          A I  +       
Sbjct  544  
FRDVTPVVLEEALERAGWRVYEPYHAFELELPPETLAAVTAQLAAAEADIGESVDGATGW  603

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSV  602



            +  GEIPAR +  +   L   T+G  V
Sbjct  604  LLRGEIPARRVHGFEHVLPRLTHGEGV  630

>WP_037348098.1 GTP-binding protein [Sciscionella sp. SE31]
Length=589

 Score = 295 bits (756),  Expect = 3e-88, Method: Compositional 
matrix adjust.
 Identities = 214/619 (35%), Positives = 319/619 (52%), Gaps = 
42/619 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++ INIGILAHVDAGKT+LTE LL+ +GA    GSV++GTTRTD+  LER RGITI
+A V
Sbjct  3    
VETINIGILAHVDAGKTSLTERLLFDAGATRRLGSVDEGTTRTDSSELERARGITIRAGV  62

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+   C + I+DTPGH DF+AEV R+L VLDGA+LV+S   GVQAQT IL  AL 
+M 
Sbjct  63   
AAFEVDGCTITILDTPGHPDFIAEVERALRVLDGAVLVVSGTSGVQAQTTILLRALHRMR  122

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D +      ++ ++R +L+A  +             EE   +E    
+ E
Sbjct  123  VPTLLFVNKMDSSPYSATELLTAIRARLTATAVTGP----------EEERSVE---
VLAE  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D++L  Y+AG    R++  R  + +   A++ PV +GSA  G GI  L+ A+  
L  P
Sbjct  170  RDDRVLADYLAGAS-
DRDRFARALREQTARAAVHPVLFGSAASGAGIPGLVTAIRELI-P  227

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------
AGREKLKITE  293
            +   G+     +VF++E      R   +R+++G    R+TV +        G  K 
+IT 
Sbjct  228  VPHPGAEPPRATVFQIEGK---
PREALVRVHAGEFAERETVTVYRRTGQGIGEHKARITG  284

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R  +            G I  +      R+ D LG    L  +       P L T 
+ P
Sbjct  285  LRRITPRGTEPAGVLGAGAIGWVRGLGEARVGDQLGSAAGLDAQPAFSP--
PPLETVVTP  342



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  A+R RL  AL +LAD DPL+  +  S +  I     G VQ EV+ A L  ++ 
+E  
Sbjct  343  ERPAERLRLFAALAELADADPLIGFDRASGSVRI----
HGEVQQEVLEARLRAEFGVEAR  398

Query  413  VKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                S + + RP  + +A H+I      N +WA+IGL V P   G+G+ Y   V  
G L 
Sbjct  399  FAPVSPVLVHRPRGIGSARHSIDTR-ERNEYWATIGLDVEP---
GTGIDYRIGVQHGLLP  454

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++F  A+ + +     +      VTDC+I      Y SPVST  DFR+L   +  
+AL++
Sbjct  455  RAFYTAIEETVHEAAAE----
LRVTDCRITLTAAGYASPVSTAGDFRALTRKLFAEALEQ  510

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  + +P   F L  P+   +R      K    IE   V+      TG IP   +  
++
Sbjct  511  
AGLVVYQPVHRFELEFPEAAANRTLAALAKADGIIEDTHVEAGITRVTGTIPVAALAGFQ  570

Query  591  TDLAFYTNGRSVCLTELKG  609
              L   T G  V L+   G
Sbjct  571  RGLPGCTGGEGVLLSRPDG  589

>ADI48098.1 tetracycline-resistance protein, partial [Clostridium 
perfringens]
Length=267

 Score = 285 bits (728),  Expect = 3e-88, Method: Compositional 
matrix adjust.
 Identities = 138/264 (52%), Positives = 186/264 (70%), Gaps = 2/264 
(1%)

Query  104  
GVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE  163
            G QAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V 
L P 
Sbjct  2    
GEQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPN  61

Query  164  
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKK  223
            + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R  + SLFPVY
+GSAK 
Sbjct  62   



MCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEAWELEQEESIRFHNCSLFPVYHGSAKN  121

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
             +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD
+V +
Sbjct  122  
NIGIDNLIEVITNKFYSSTHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRV  181

Query  284  --
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
              + +EK+K+TEM     GE+ + D AY GEIVILP++ ++LN V+GD   LP+++  
E+
Sbjct  182  
SESEKEKIKVTEMYTSINGELCKIDRAYSGEIVILPNEFLKLNSVIGDTKLLPQRKKIEN  241

Query  342  PLPMLRTTIAPKTAAQRERLLDAL  365
            P P+L+TT+ P    QRE LLDAL
Sbjct  242  PHPLLQTTVEPSKPEQREMLLDAL  265

>KWW51894.1 tetracycline resistance protein, partial [Bacillus 
cereus]
Length=423

 Score = 290 bits (742),  Expect = 3e-88, Method: Compositional 
matrix adjust.
 Identities = 170/429 (40%), Positives = 261/429 (61%), Gaps = 
32/429 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEVGRVDSGGTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            IPT++F+NKID++G + + VV+ ++  LS +      ++   +    I+     + 
+++D
Sbjct  121  IPTILFVNKIDRSGANTEKVVKQIKTILSNETFPFYSVQNEGTKEARII-----
EYKSYD  175

Query  177  AVIEN----NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLM  231
              IE     N+ LLE Y+  E ++ + L+REE ++++Q A+L+P+++GSA  G+G+  



L+
Sbjct  176  DCIERLAPYNESLLESYVNNEIVT-
DTLLREELEKQIQQANLYPIFFGSALTGIGVTELL  234

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAG  285
            + +  L           L G VFK+E    G++  Y+R++SGTL++R  V      
+L+ 
Sbjct  235  
EDIPALLPANNLSQDEELSGIVFKIEREPSGEKIAYVRVFSGTLQVRKYVHIQRDQSLSH  294

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
            +EK+K  +M I   G  V+T T   G+   +   +++++ D++G+ T   +     
+P  
Sbjct  295  KEKIK--
KMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDIIGERTDYIKDIHFAEPQM  352

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
                   PK     ER+ D   AL +L + DPL++   D I +E+ +   G VQ 
EV+  
Sbjct  353  EAAINAVPK-----
ERIHDLYAALMELCEEDPLIQVWKDDIHNELYIRLFGEVQKEVIET  407

Query  402  LLSEKYKLE  410
             L EKY L+
Sbjct  408  TLYEKYNLQ  416

>WP_083107992.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
gilvosporeus]
 ARF58013.1 GTP-binding protein [Streptomyces gilvosporeus]
Length=662

 Score = 297 bits (761),  Expect = 3e-88, Method: Compositional 
matrix adjust.
 Identities = 210/573 (37%), Positives = 305/573 (53%), Gaps = 
35/573 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  15   
LNIGILAHVDAGKTSLTERLLFDAGVIDRLGSVDAGDTRTDTGALERQRGITIRSAVASF  74

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  75   
TVGDVQINLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  134



Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NKID+ G   + ++  +R  L    +   +V+          P  + ++       
Sbjct  135  
LLFVNKIDRVGARGEPLLADIRRLLVPVPVAMTSVTGLGTPGARAVPYDLRDKRARNRVA  194

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            +AV E +D +L + + G P S +++      R  D SL PVY+GSA  G G+  L 
+ + 
Sbjct  195  
EAVAEADDAMLARVVEGPPPSAQRVRAALTARTADGSLHPVYFGSALGGQGVGALTEGMA  254

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------
AGREKL  289
            GL  P          G+VF V     G+R  ++RLY G LR R  + L       
GR  L
Sbjct  255  
GLIPPAPVAAGGPPRGTVFAVHQPPGGERTAHVRLYEGVLRPRQQITLHRRTADGGRAAL  314

Query  290  KITEMRIPSKGEIVRTDTA----YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL-  343
            +    RI S   + R   A     PG I ++     +R  D LG+       R  
+D L 
Sbjct  315  R---GRITSLEVVGRPPGAPEPLTPGHIAVIRGLPGIRTGDRLGE------
LRDSDDALF  365

Query  344  --PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE-
VDSITHEIILSFLGRVQLEVVS  400
              P L T +     A    L  AL  LAD DPLL+    D     ++L   G VQ 
E+++
Sbjct  366  ASPTLETVVRAHDPAHAAVLRAALLALADQDPLLQARPADGGATSVLLH--
GEVQKEIIA  423

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQ  459
            A L ++Y +        V+ +ERP      +  I +   +  WA++GL V P + 
GSG  
Sbjct  424  
ATLHDEYGIAAHFTPSRVVCVERPCGVGEASYEIAKRGHSGHWATVGLRVEPGAYGSGPV  483

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +     LG L   F  A+ + +   L QG  GW VTDC++      +  P+ST  
DFR++
Sbjct  484  
FAYETELGALPHGFHQAIEETVLATLRQGPRGWAVTDCRVVLTRSGFVGPMSTAGDFRAV  543

Query  520  APIVLEQALKESGTQLLEPYLSFILYAPQEYLS  552
             P VL +AL+ +GT+  EPY +F    P + L+
Sbjct  544  TPGVLLRALRRAGTRRYEPYHAFEAELPSDALA  576



>PJN97650.1 elongation factor G, partial [Enterococcus faecium]
 PJO03660.1 elongation factor G, partial [Enterococcus faecium]
Length=169

 Score = 281 bits (718),  Expect = 3e-88, Method: Compositional 
matrix adjust.
 Identities = 126/168 (75%), Positives = 143/168 (85%), Gaps = 0/168 
(0%)

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            QSFQNAV +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L 
PIVLEQA ++
Sbjct  1    
QSFQNAVMEGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRK  60

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT+LLEPYLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  
GEIPARCIQ YR
Sbjct  61   
AGTELLEPYLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYR  120

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
             DL F+TNG SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  121  NDLTFFTNGLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  168

>AEA35208.1 tetracycline resistance protein class S, partial 
[uncultured 
bacterium]
Length=222

 Score = 283 bits (723),  Expect = 3e-88, Method: Compositional 
matrix adjust.
 Identities = 140/223 (63%), Positives = 174/223 (78%), Gaps = 2/223 
(1%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            MFLERQRGITIQ A+TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL
+ISAKDG+
Sbjct  1    
MFLERQRGITIQTAITSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGI  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            Q+QTRILFHALRKMNIP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ 
+  
Sbjct  61   
QSQTRILFHALRKMNIPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPY  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225



            + + T+ E W+ VI  ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY
+GSAK  +
Sbjct  121  
VIDYTEPEQWETVIVGNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNI  180

Query  226  GIQPLMDAVTG-LFQPIGEQGSAALCGSVFKVEYTDCGQRRVY  267
            GI+ L++ +T  LF P  +  S  LCG+VFKVEY+D GQR VY
Sbjct  181  GIKQLIEVITSKLFSP-TQLNSDKLCGNVFKVEYSDDGQRLVY  222

>WP_079258644.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
autolyticus]
 AQA13511.1 GTP-binding protein [Streptomyces autolyticus]
Length=653

 Score = 297 bits (760),  Expect = 4e-88, Method: Compositional 
matrix adjust.
 Identities = 213/631 (34%), Positives = 318/631 (50%), Gaps = 
35/631 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ER+RGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERRRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIE  173
            P ++FINKID+AG   + ++  +R  L+  ++          +   + P    +     
E
Sbjct  129  
PVLLFINKIDRAGARDEGLLADIRRALAPHLVPLTAVRAPGTRNAHVRPRSFDDPGVRAE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +    PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAEIDDAMLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGAGVADLVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVE----------
YTDCGQRRVYLRLYSGTLRLRDTVAL  283
            V  L  P    G     G+VF VE              G R  YLRL+SG + LR  
V L
Sbjct  249  VARLVPPA--



PGGTEPRGTVFAVERGGGGTGGDRGGARGGRTAYLRLFSGEVTLRQRVTL  306

Query  284  AGRE--------
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
              RE          +IT + +  +    R          +     VR+ D LG P     
Sbjct  307  HRREPGGAPTEHTGQITALEVIGRAGAARGPLTAGNIARVRGLPGVRVGDRLG-
PVHDTA  365

Query  336  KRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
               R    P L+T +  +   A    RL  AL +LAD DPL+           +L 
+ G 
Sbjct  366  
SDRRHFAAPSLQTLVRAREPGATAASRLHTALLELADQDPLIHARAMPGGATSVLLY-GE  424

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTP  451
            VQ E+++A L + Y +E   +    + +ERP  +  A H I         WA++GL 
V P
Sbjct  425  VQKEIIAATLVQDYGIEADFEPSRPVLVERPSGVGEAVHEI-
ARFDHTGLWATVGLRVEP  483

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
               G+G  +     LG L ++F NA+ + +   L  G  G +VTDC++      +  
P+S
Sbjct  484  
TERGAGAVFGYETELGALPRAFHNAIEETVYETLLHGPRGRSVTDCRVVLVRSGFIGPLS  543

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            T ADFR + P+VL +AL+ +G ++ EPY +F L  P E L+          A I  
+   
Sbjct  544  
TAADFRDITPVVLGEALERAGWRVYEPYHAFELELPPEALAAVTAHLAAAEADIGESMDG  603

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                +  GE+PAR +  +   L   T+G  V
Sbjct  604  ATGWLVRGELPARRVHGFEQVLPRLTHGEGV  634

>WP_017533353.1 GTP-binding protein [Nocardiopsis alba]
Length=660

 Score = 297 bits (760),  Expect = 4e-88, Method: Compositional 
matrix adjust.
 Identities = 217/652 (33%), Positives = 321/652 (49%), Gaps = 
54/652 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GI+AHVDAGKT+LTE LLY +GAI   G V+ G TRTDT  +ER+RGIT++ 
AV  F
Sbjct  5    



VNLGIVAHVDAGKTSLTERLLYDTGAIDRLGRVDDGDTRTDTGRVERERGITVRTAVAPF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQ  TR+L   L +  
IPT
Sbjct  65   
HVGGTQVNLIDTPGHADFVAEVERALTVLDGAVLVLSAVEGVQPHTRLLMRVLERARIPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA------  177
            ++F+NK+D++G D + V++ +       + + + V            D++A D       
Sbjct  125  
LLFVNKVDRSGADPERVLERIARLTDRALPMDRVVDPGGRKARVVAHDLDAPDHAARVAE  184

Query  178  -VIENNDKLLEKYIAGEPISREKLVREEQR-
RVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             + E++++LL   +    +     +    R +V      PV  GSA  G GI  L+ 
A+T
Sbjct  185  
FLAEHDEELLADLVEDRSMPDAGRLHAGLRDQVLRGLAHPVLSGSAVTGAGIPALLGAIT  244

Query  236  GLF-----
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            GL       P G        G+VF +E    G++  Y+RL+SG L  R+       
+   
Sbjct  245  GLLSHHRGSPPGND--
EETRGTVFAIERAPSGEKTGYVRLFSGRLERRERRTWERADPAD  302

Query  291  ITEMRIPSKGEIVR-------TDTAYP------
GEIVILPSDSVRLNDVLGDPTR---LP  334
                  P +G +          D + P      G I  LP  ++R+ D LG P     
L 
Sbjct  303  GE----PHEGRVTHLEVVGAEHDRSRPLTAGGIGRIRGLP--
ALRVGDRLGPPVAAHGLS  356

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL-GR  393
            R        P L   + P+   +  RL  ALT LA+ DPL+   V  +  E +   
L G 
Sbjct  357  R--------PALEALVRPERPDEASRLHAALTALAEQDPLIGLRV--
VPGEGVSVLLHGE  406

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWA--
SIGLSVTP  451
            VQ EVV+  L+  + +  +    + +++ERP+   +    I+ P     A  ++GL 
V P
Sbjct  407  VQKEVVADTLATDFGVRALFGRSATVHVERPIGVGTDIEEID-
PSRQVGAPVAVGLRVEP  465

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
               GSGV +  +  LG L  ++  AV   +R  L QGL+GW VTDC +      Y  
P++



Sbjct  466  
AFEGSGVTFRRKTELGALPPAYDRAVERTVRTALGQGLYGWPVTDCVVTLVRSGYDPPLT  525

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
              A FR L P+V+ +AL+ +GT++  P   F L  P+E LS        + A +    
+ 
Sbjct  526  
EAAHFRRLVPMVVLRALERAGTRVFAPVQDFELETPEETLSPVLSLLGGHGARVRETGID  585

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  
623
             D    TGEI A        ++   T G  V  T   G +   G P   PRR
Sbjct  586  GDAWRVTGEIAAAEAHRVGAEIVGVTRGEGVWTTRPAGERPLTGAP---PRR  
634

>CJH79444.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=162

 Score = 280 bits (717),  Expect = 4e-88, Method: Compositional 
matrix adjust.
 Identities = 124/160 (78%), Positives = 142/160 (89%), Gaps = 0/160 
(0%)

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  2    
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  61

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  62   
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  121

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  122  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  161

>WP_095583585.1 GTP-binding protein, partial [Streptomyces 
albireticuli]
 PAU45879.1 GTP-binding protein, partial [Streptomyces albireticuli]
Length=632

 Score = 296 bits (758),  Expect = 5e-88, Method: Compositional 
matrix adjust.
 Identities = 231/654 (35%), Positives = 323/654 (49%), Gaps = 
80/654 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G+TRTD+  LER+RGITI+ 
AV 
Sbjct  5    
RTLNLGILAHVDAGKTSLTERLLFDTGAIDRLGSVDAGSTRTDSGELERRRGITIRTAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+     VN++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  65   
PFRLGDLGVNLIDTPGHSDFVAEVGRALGVLDGAVLVLSAVEGVQAQTRVLMRTLRRLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD-  176
            PT++F+NK D+ G      +  +R +L+  ++   TV    + +   V     D    
D 
Sbjct  125  
PTLVFVNKTDRPGAREAGTLADIRRRLAPRVVPMATVHGIGTPAARTVPGSYRDPAFRDL  184

Query  177  ---
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
               A+ E++D LL + + G P    +L      R     + PVY+GSA  G G+  
L+D 
Sbjct  185  
VAEALAEDDDVLLARLVDGTPPGAGELRAALADRTARGLIHPVYFGSALSGEGVAALLDG  244

Query  234  VTGLFQPIGE--------------
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            +   + P GE              Q   A  G+VF VE    G+R  YLRL+SG L    
Sbjct  245  IA-
AYLPAGEGPGVVDAPPEGGPGQLRTAATGTVFAVERGASGERTAYLRLFSGEL----  299

Query  280  TVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVIL-----
PSDS--------------  320
                   E+ +IT  R  + G    T T + G I  L     P D+              
Sbjct  300  ------AERARITLHRRAADG----
TRTEHTGRITFLETVGAPPDTARRLTAGGIARIRG  349

Query  321  ---
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--  375
               +R+ D LG         +     P L + + P   A   RL  AL  LAD 
DPL+  
Sbjct  350  LPGIRVGDRLGSLADAGPPHFAP---
PSLESVVRPVRPADAARLHAALAVLADQDPLIGT  406

Query  376  
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS------  429
            R   D  T  ++    G VQ EVV+A L E++ +  V +  + I  ERP           
Sbjct  407  RALPDGGTSVLL---
YGEVQKEVVAATLDEEFGVGAVFEPSTTILRERPAGTGEALEEID  463



Query  430  -
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             H  H+      FWA++GL V P + GSG  +     LG L  +F  AV + +   
L++G
Sbjct  464  RHGGHL------
FWATVGLRVEPGARGSGNVFRRDTELGALPLAFDRAVEETVHRTLDEG  517

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
              G  VTDC +      +  PVST ADFR L P+VL +AL  +GT+L EP   + L  
P 
Sbjct  518  
PHGRPVTDCVVTLTRSGFVGPVSTAADFRQLTPLVLARALAAAGTRLYEPCHRYELDVPV  577

Query  549  EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  
602
            + LS          A +    V ++E V  G IPAR +  +   L     G  V
Sbjct  578  DCLSAVTGALAAAGAVVGETVVGEEECVLRGVIPARGLAGFEGKLPGLARGEGV  
631

>WP_102937569.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
malaysiensis]
 PNG93526.1 Tetracycline resistance protein TetM [Streptomyces 
malaysiensis]
Length=653

 Score = 296 bits (759),  Expect = 7e-88, Method: Compositional 
matrix adjust.
 Identities = 215/632 (34%), Positives = 318/632 (50%), Gaps = 
37/632 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ER+RGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERRRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIE  173
            P ++FINKID+AG   + ++  +R  L+  ++          +   + P    +     
E
Sbjct  129  
PVLLFINKIDRAGARDEGLLADIRRALAPHLVPLTAVRAPGTRNAHVRPRSFDDPGVRAE  188



Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +    PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAEIDDAMLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGAGVADLVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVE----------
YTDCGQRRVYLRLYSGTLRLRDTVAL  283
            V  L  P    G     G+VF VE              G R  YLRL+SG + LR  
V L
Sbjct  249  VARLVPPA--
PGGTEPRGTVFAVERGGGGTGGDRGGARGGRTAYLRLFSGEVTLRQRVTL  306

Query  284  AGRE--------
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
              RE          +IT + +  +    R          +     VR+ D LG P     
Sbjct  307  HRREPGGALTEHTGQITALEVIGRAGAARGPLTAGNIARVRGVSGVRVGDRLG-
PVHDTA  365

Query  336  KRWREDPLPMLRTTI---
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
               R    P L+T +    P T A   RL  AL  LAD DPL+           +L 
+ G
Sbjct  366  SDRRHFAAPSLQTLVRAREPGTTAA-
SRLHTALLDLADQDPLIHARAMPGGATSVLLY-G  423

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVT  450
             VQ E+++A L + Y +E   +    + +ERP  +  A H I         WA+
+GL V 
Sbjct  424  EVQKEIIAATLVQDYGIEADFEPSRPVLVERPSGVGEAVHEI-
ARFDHTGLWATVGLRVE  482

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P   G+G  +     LG L ++F NA+ + +   L  G  G +VTDC++      +  
P+
Sbjct  483  
PTERGAGAVFGYETELGALPRAFHNAIEETVYETLLHGPRGRSVTDCRVVLVRSGFIGPL  542

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST ADFR + P+VL +AL+ +G ++ EPY +F L  P E L+          A I  
+  
Sbjct  543  
STAADFRDITPVVLGEALERAGWRVYEPYHAFELELPPEALAAVTAHLAAAEADICESMD  602

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                 +  GE+PAR +  +   L   T+G  V
Sbjct  603  GATGWLVRGELPARRVHGFEQVLPRLTHGEGV  634

>WP_057327374.1 tetracycline resistance protein tetQ, partial 



[Parabacteroides 
distasonis]
Length=449

 Score = 290 bits (742),  Expect = 9e-88, Method: Compositional 
matrix adjust.
 Identities = 163/434 (38%), Positives = 240/434 (55%), Gaps = 7/434 
(2%)

Query  208  
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVY  267
            V  A ++PV +GSA   +GI  L+DA++    P  E  S  L   ++K+E+   G 
+R +
Sbjct  18   VAKAKVYPVLHGSAMFNIGINELLDAISSFILP-
PESVSNRLSAYLYKIEHDPKGHKRSF  76

Query  268  LRLYSGTLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLND  325
            L++  G+LRLRD V +   EK +KI  ++   +G  +  D     +I I+   +  
R+ D
Sbjct  77   
LKIIDGSLRLRDIVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVEDMEDFRIGD  136

Query  326  
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHE  385
             LG    L +    + P   L++++ P  + +R +++ AL  L   DP L   ++S 
+ E
Sbjct  137  YLGTKPCLIQGLSHQHP--
ALKSSVRPDRSEERSKVISALNTLWIEDPSLSFSINSYSDE  194

Query  386  
IILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASI  445
            + +S  G  Q E++  LL E++ ++    E   IY ERP+K  +  I IEVPPNP
+WA+I
Sbjct  195  
LEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPVKKVNKIIQIEVPPNPYWATI  254

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ F    
Sbjct  255  
GLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTQAE  314

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            YYSPVSTPADFR L P V   AL++SG  +LEP L F L  PQ   S+A  D  K  
+ I
Sbjct  315  
YYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLYFELQIPQAASSKAITDLQKMMSEI  374

Query  566  
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPN  625
            E      +     G++P    + Y ++++ YT G  V + +  GYQ   G      
R   



Sbjct  375  
EDISCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGVFMVKPCGYQITKGDYSDNIRM--  432

Query  626  SRLDKVRHMFQKVM  639
            +  DK+  MFQK M
Sbjct  433  NEKDKLLFMFQKSM  446

>WP_079457349.1 hypothetical protein, partial [Streptococcus 
agalactiae]
Length=160

 Score = 279 bits (714),  Expect = 1e-87, Method: Compositional 
matrix adjust.
 Identities = 124/159 (78%), Positives = 141/159 (89%), Gaps = 0/159 
(0%)

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPY
Sbjct  1    
GIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPY  60

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            LSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNG
Sbjct  61   
LSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNG  120

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            RSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  121  RSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  159

>CUQ43171.1 Tetracycline resistance protein tetM [Parabacteroides 
distasonis]
Length=432

 Score = 289 bits (740),  Expect = 1e-87, Method: Compositional 
matrix adjust.
 Identities = 162/431 (38%), Positives = 239/431 (55%), Gaps = 7/431 
(2%)

Query  211  
ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRL  270
            A ++PV +GSA   +GI  L+DA++    P  E  S  L   ++K+E+   G +R 
+L++
Sbjct  4    AKVYPVLHGSAMFNIGINELLDAISSFILP-
PESVSNRLSAYLYKIEHDPKGHKRSFLKI  62

Query  271  YSGTLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLG  328



              G+LRLRD V +   EK +KI  ++   +G  +  D     +I I+   +  R+ 
D LG
Sbjct  63   
IDGSLRLRDIVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVEDMEDFRIGDYLG  122

Query  329  
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
                L +    + P   L++++ P  + +R +++ AL  L   DP L   ++S + 
E+ +
Sbjct  123  TKPCLIQGLSHQHP--
ALKSSVRPDRSEERSKVISALNTLWIEDPSLSFSINSYSDELEI  180

Query  389  
SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            S  G  Q E++  LL E++ ++    E   IY ERP+K  +  I IEVPPNP+WA
+IGL+
Sbjct  181  
SLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPVKKVNKIIQIEVPPNPYWATIGLT  240

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            + PL LG+G+Q ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ F    
YYS
Sbjct  241  
LEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYS  300

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
            PVSTPADFR L P V   AL++SG  +LEP L F L  PQ   S+A  D  K  + 
IE  
Sbjct  301  
PVSTPADFRQLTPYVFRLALQQSGVDILEPMLYFELQIPQAASSKAITDLQKMMSEIEDI  360

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL  628
                +     G++P    + Y ++++ YT G  V + +  GYQ   G      R   
+  
Sbjct  361  
SCNNEWCHIKGKVPLNTSKDYASEVSSYTKGLGVFMVKPCGYQITKGDYSDNIRM--NEK  418

Query  629  DKVRHMFQKVM  639
            DK+  MFQK M
Sbjct  419  DKLLFMFQKSM  429

>KII55329.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]
Length=273

 Score = 283 bits (724),  Expect = 1e-87, Method: Compositional 
matrix adjust.
 Identities = 141/273 (52%), Positives = 196/273 (72%), Gaps = 0/273 
(0%)



Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NKIDQ G+DL +V Q +++KLS +IIIKQ V L P + +   T+ E WD VIE ND 
LLE
Sbjct  1    
NKIDQNGIDLSTVYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIEGNDDLLE  60

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            KY++G+ +   +L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     
+  +
Sbjct  61   
KYMSGKSLEALELEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKS  120

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
             LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ 
+ D 
Sbjct  121  
ELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDK  180

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE 
LLDAL +
Sbjct  181  
AYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLE  240

Query  368  LADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            ++D+DPLL+  VDS THEIILSFLG+VQ+EV+S
Sbjct  241  ISDSDPLLQYYVDSTTHEIILSFLGKVQMEVIS  273

>WP_076972834.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. M1013]
 OMI91194.1 GTP-binding protein [Streptomyces sp. M1013]
Length=635

 Score = 295 bits (755),  Expect = 1e-87, Method: Compositional 
matrix adjust.
 Identities = 225/617 (36%), Positives = 321/617 (52%), Gaps = 
25/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   



LR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID++G     ++  VR  L+  +  + + T + +P   V     D    
+A
Sbjct  121  
LPTLVFVNKIDRSGARTDGLLDDVRRLLTPHVAPLTEVTGAGTPHARVARRAPDERTAEA  180

Query  178  VIENNDKLLEKYIAG-
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            + E +  +L   + G EP +R+ L      R  D S  P+Y+GSA  G G+  L++ 
+ G
Sbjct  181  LAEVDPGILAALVDGPEPTARD-
LAAAVAARTADGSFHPLYHGSALGGEGVAELVEGLVG  239

Query  237  LFQPI--GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITE  293
            L      G    A   G+VF V     G+R  YLRLY G +R R  +    RE   
+ TE
Sbjct  240  
LVPAAAPGPSRGAEPRGTVFAVRPGPAGERTAYLRLYDGEVRPRRRLTFLRRESDGRTTE  299

Query  294  MRIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                  G + R D      T   G I  L     +R+ D LG+ +    +R  +   
P L
Sbjct  300  F----SGRVTRLDVVGGDTTLTAGNIAALAIPGGLRVGDRLGELS----
ERAPQFAPPTL  351

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            +T +      Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A 
L+E 
Sbjct  352  QTLVRAVNPEQAGPLRAALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAED  410

Query  407  YKLETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            Y +E       V ++ERP         +  +    +WA+IGL V P   GSG ++     
Sbjct  411  
YGIEAEFAPGRVRFLERPTGTGEAAEEMPWLDHTRYWATIGLRVEPGPRGSGGEFAYETE  470

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L  
IVL 
Sbjct  471  
LGALPRAFHQAVEETVHATLLTGLTGAAVTDYRVTLIRSGFSSPVSTAADFRGLTAIVLR  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585



            +AL  +GT L EPY +F    P +  +          A            + TGE
+PAR 
Sbjct  531  
RALARAGTVLYEPYQAFEAEVPADTPAAVTALLASLGADFTGTTGGDPAWIVTGELPARR  590

Query  586  IQAYRTDLAFYTNGRSV  602
            ++     L   T G +V
Sbjct  591  VREAELRLPGLTRGEAV  607

>CIV86160.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=162

 Score = 279 bits (713),  Expect = 2e-87, Method: Compositional 
matrix adjust.
 Identities = 123/160 (77%), Positives = 142/160 (89%), Gaps = 0/160 
(0%)

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  2    
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  61

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAP+EYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 
F+TN
Sbjct  62   
YLSFKIYAPKEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  121

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            GRSVCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  122  GRSVCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  161

>WP_020427483.1 GTP-binding protein, partial [Paenibacillus 
riograndensis]
Length=439

 Score = 289 bits (739),  Expect = 2e-87, Method: Compositional 
matrix adjust.
 Identities = 167/434 (38%), Positives = 257/434 (59%), Gaps = 
14/434 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ IN+GI AHVDAGKTT TE +LY SG I    SV+ GT  TD+M +ERQRGI++
+AA+
Sbjct  7    
MERINVGIFAHVDAGKTTTTEHILYESGRIKAVDSVDSGTALTDSMEVERQRGISVRAAL  66



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+W   +VN+VDTPGH+DFL+EV RSL V+D A+L++SA +GVQAQ+ +++
+ALRK+ 
Sbjct  67   
ASFEWRGVQVNLVDTPGHVDFLSEVERSLRVMDCAVLILSAVEGVQAQSEMIWNALRKLG  126

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTD---  171
            IPT++F+NK+D+ G D ++V+   R  LS DI+ ++Q +    E      +  E  
D   
Sbjct  127  
IPTLVFLNKMDRTGADPEAVLVQARTYLSGDILPVQQALGQEQEYAGAVDLWAEAADPAA  186

Query  172  -
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
             IE  +A+ E ++ LLE Y++  P+       + +        FP+ YG A 
KGLGI  L
Sbjct  187  
RIELLEALAERDEALLETYMSDTPLDLTAWKEQLKAGAAAGRWFPLVYGVAAKGLGITQL  246

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
            +DA+T  F   G      + G V+ ++      R  Y+RLY G +R RDTV    +
+ + 
Sbjct  247  
LDAMTDYFPRAGGNPQLPVSGIVYSIQRDKTMGRMAYVRLYQGMVRNRDTVMNYTQDVQG  306

Query  290  KITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            K+T++R    G      T   G+I V+     V++ DVLG P  +P++   +  +P
+L  
Sbjct  307  KVTQIRKVEGGRTEDVGTLEAGDIAVVYGLSGVKIGDVLGVPDAVPQE--
AKLAVPLLTV  364

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +    A    +++ A  +LAD DPLL  +      E+ +  +G +QLE++ ++L  
+Y 
Sbjct  365  
RVHWDAAVDEHKVIGAFQELADEDPLLDTQWLQDERELHIKVMGPIQLEILDSVLESRYG  424

Query  409  LETVVKEPSVIYME  422
            L+    +PSVIY E
Sbjct  425  LKVTFGQPSVIYRE  438

>AEA35206.1 tetracycline resistance protein class S, partial 
[uncultured 
bacterium]
Length=222

 Score = 281 bits (718),  Expect = 2e-87, Method: Compositional 
matrix adjust.



 Identities = 140/223 (63%), Positives = 174/223 (78%), Gaps = 2/223 
(1%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            MFLERQRGITIQ A+TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL
+ISAKDGV
Sbjct  1    
MFLERQRGITIQTAITSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            Q+QTRILFHALRKMNIP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ 
+  
Sbjct  61   
QSQTRILFHALRKMNIPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPY  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            + + T+ E W+ VI  ND LLEKY   + ++  +L +EE  R+Q+ SL+PVY
+GSAK  +
Sbjct  121  
VIDYTEPEQWETVIVGNDYLLEKYTIRKTLNIAELEKEENERIQNCSLYPVYHGSAKNNI  180

Query  226  GIQPLMDAVTG-LFQPIGEQGSAALCGSVFKVEYTDCGQRRVY  267
            GI+ L++ +T  LF P  +  S  LCG+VFKVEY+D GQR VY
Sbjct  181  GIKQLIEVITSKLFSP-TQLNSDKLCGNVFKVEYSDDGQRLVY  222

>WP_046089663.1 GTP-binding protein [Streptomyces antioxidans]
 OPF75583.1 GTP-binding protein [Streptomyces antioxidans]
Length=679

 Score = 296 bits (757),  Expect = 2e-87, Method: Compositional 
matrix adjust.
 Identities = 220/655 (34%), Positives = 320/655 (49%), Gaps = 
59/655 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV 
Sbjct  9    
QTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERQRGITVRTAVA  68

Query  62   SFQWHRCK------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            S      +      +N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR
+L   
Sbjct  69   
SLTAGNTRDTGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKT  128

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLE  167



            LR++ +P ++FINKID+AG   + ++  VR  L+  ++   +V         + P  
+ +
Sbjct  129  
LRRLRLPVLLFINKIDRAGARDEGLLADVRRVLAPHLVPLTSVRGLGTRNARVRPRSLED  188

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                 EA + + E +D +L + + G   S E++      R  +  + PV++GSA  
G G+
Sbjct  189  
PGVRAEAAEVLAETDDAMLARVVDGSLPSAEEVETALAARTAEGLVHPVFFGSALSGQGV  248

Query  228  
QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR----------------------  265
              L++ V  L  P    G     G+VF VE    G                         
Sbjct  249  GALVEGVARLVPPA--
PGGTEPRGTVFAVERGGGGTGGGGRSGTGGGGAGGSGAAGGGNS  306

Query  266  ------VYLRLYSGTLRLRDTVALAGRE--------
KLKITEMRIPSKGEIVRTDTAYPG  311
                   YLRL+SG + LR  V L  RE          +IT + +      VR       
Sbjct  307  
ARGGRTAYLRLFSGEVTLRQRVTLHRREPGGALTEHTGQITALEVIGAAGTVRGPLTAGN  366

Query  312  EIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK--
TAAQRERLLDALTQLA  369
               I     VR+ D LG     P  R R    P L+T +  +   A    RL  AL 
+LA
Sbjct  367  IARIKGLPGVRVGDRLGPVHDAPSDR-
RHFAAPSLQTLVRAREPGATAASRLHTALLELA  425

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--LKA  427
            D DPL+           +L + G VQ E+++A L + Y +E   +    + +ERP  
+  
Sbjct  426  DQDPLIHARAMPGGATSVLLY-
GEVQKEIIAATLVQDYGIEADFEPSRPVLVERPSGVGE  484

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A H I       P WA++GL V P   G+G  +     LG L ++F NA+ D +   
L  
Sbjct  485  AVHEIARSDHTGP-
WATVGLRVEPTERGAGAVFGYETELGALPRAFHNAIEDTVYETLLH  543

Query  488  
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            G  G +VTDC++      +  P ST ADFR + P+VL  AL+ +G ++ EPY +F 
L  P
Sbjct  544  
GPRGRSVTDCRVVLVRSGFLGPESTAADFRDITPVVLGDALERAGWRIYEPYHAFELELP  603

Query  548  QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  
602



             E L+          A I  +       +  GE+PAR +  +   L   T+G  V
Sbjct  604  AETLAPVTAHLAAAEADIGESVDGATGWLLRGELPARRVHGFEQVLPRLTHGEGV  
658

>WP_104634297.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. MH60]
 PPS83614.1 Tetracycline resistance protein TetM [Streptomyces sp. 
MH60]
Length=635

 Score = 295 bits (754),  Expect = 2e-87, Method: Compositional 
matrix adjust.
 Identities = 222/616 (36%), Positives = 316/616 (51%), Gaps = 
23/616 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID+AG     +   VR  L+  +  + + T + +P   V+    D     
A
Sbjct  121  
LPTLVFVNKIDRAGARTGGLHDDVRRLLTPHVAPLTEVTDAGTPGARVVRRPPDDRTAQA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +   L      R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDPGILAALVDGPEPTARDLAAALAARTADGSFHPLYHGSALGGEGVAELVEGLVGL  240

Query  238  FQPIGEQGS--AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM  294
                    S  A   G+VF V     G+R  YLRLY G +R R  +    RE   + 
TE+
Sbjct  241  
VPAAAADTSRGAEPRGTVFAVRPGPAGERTAYLRLYDGEVRPRRRLTFLRRESDGRTTEV  300

Query  295  RIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347



                 G + R D      T   G I  L     +R+ D LG+ +     R  +   
P L+
Sbjct  301  ----SGRVTRLDVVGGDSTLTAGNIAALTVPGGLRVGDRLGELS----
DRAPQFAPPTLQ  352

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T +      Q   L  AL  LAD DPLL     + +    L   G VQ+EV++  L
+E +
Sbjct  353  TLVRAVDPGQAAPLRSALLALADQDPLLHAR-
PAASGTTALLLYGEVQMEVLATTLAEDF  411

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
             +E       V ++ERP         +  +    +WA+IGL V P   GSG ++     
L
Sbjct  412  
GIEAEFAPGRVRFLERPTGTGEAAEEMPWLDHTRYWATIGLRVEPGPRGSGGEFAYETEL  471

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L ++F  AV + +   L  GL G  VTD ++      + SP+ST ADFR L 
PIVL +
Sbjct  472  
GALPRAFHQAVEETVHATLLTGLTGAAVTDYRVTLIRSGFSSPLSTAADFRGLTPIVLRR  531

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL  +GT L EPY +F    P + L+          A            + TGE
+PAR  
Sbjct  532  
ALARAGTVLHEPYRAFEAEVPSDTLAAVTALLASLGADFTGTTGGDPAWIVTGELPARRT  591

Query  587  QAYRTDLAFYTNGRSV  602
            +     L   T G +V
Sbjct  592  REAELRLPGLTRGEAV  607

>WP_100772166.1 GTP-binding protein, partial [Bacillus cereus]
 PJZ18602.1 tetracycline resistance protein, partial [Bacillus 
cereus]
Length=564

 Score = 292 bits (748),  Expect = 3e-87, Method: Compositional 
matrix adjust.
 Identities = 189/576 (33%), Positives = 309/576 (54%), Gaps = 
37/576 (6%)

Query  84   
EVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQS  143
            E+ RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID++G + + 
VV+ 
Sbjct  1    
ELERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLNIPTILFVNKIDRSGANTEKVVKH  60



Query  144  VRDKLSADIIIKQTVSLSPEIVLEENT-DIEAWDAVIEN----
NDKLLEKYIAGEPISRE  198
            ++  LS +       S+  E   E    + +++D  IE     N+ LLE Y+  E 
I  +
Sbjct  61   IKTILSNEAF--PFYSVQNEGTKEARIIEYKSYDDCIERLAPYNESLLESYVNNE-
IVTD  117

Query  199  KLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVE  257
             L+REE ++++Q A+L+P+++GSA  G+G+  L++ ++ L           L G 
VFK+E
Sbjct  118  
TLLREELEKQIQQANLYPIFFGSAMTGIGVTELLENISALLPANNSSPYEELSGVVFKIE  177

Query  258  YTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
                G++  Y+RL+SG+L +R  V      +L  +EK+K  +M I   G+ ++  T   
G
Sbjct  178  REPFGEKIAYVRLFSGSLHIRKYVDIQRNGSLPHKEKIK--
KMCIFHNGDAIQISTVPSG  235

Query  312  EIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD---
ALTQ  367
            E   +   + +++ D++G+ T   +     +P        A   A  +ER+ D   
AL +
Sbjct  236  EFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP-----
QMEAAIDAIPKERIHDLYAALME  290

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L + DPL++   D + +E+ +   G+VQ EV+   L EKY L+       V+ +E
+P+  
Sbjct  291  
LCEEDPLIQVWKDDVHNELYIRLFGQVQKEVIETTLFEKYNLQVTFSNTRVVCIEKPIGI  350

Query  428  ASHTIHIEV---
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                I +EV     NPF+A++G  V    L SG+ Y+  V LG L  +F  A+ D 
+   
Sbjct  351  G---
ISVEVMGEKTNPFYATVGFKVERGELNSGITYKLGVELGSLPLAFHKAIEDTVFQT  407

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            L+QGL+GW VTD  +   +  Y SPV+T +DFR+L P+VL  ALK++ T + EP  
+F L
Sbjct  408  
LKQGLYGWEVTDISVTLTHTGYASPVTTASDFRNLTPLVLMDALKKAETYVYEPVNAFEL  467

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++ +S   +      AT        D    TG +P    + ++  L  +T G  
+  



Sbjct  468  
TVPEQAISTTMYKLAAVPATFAEPIFNNDSYQLTGSLPVTKTENFKRMLHSFTEGEGIFT  527

Query  605  TELKGYQAAVGQPVIQPRR----PNSRLDKVRHMFQ  636
            T+  G+   +  P    +R    P +R D + H+ +
Sbjct  528  TKPAGF-TKISAPFPTRKRVDYNPLNRKDYLLHVLK  562

>WP_053210483.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
decoyicus]
 KOG37803.1 GTP-binding protein [Streptomyces decoyicus]
Length=664

 Score = 295 bits (755),  Expect = 3e-87, Method: Compositional 
matrix adjust.
 Identities = 228/644 (35%), Positives = 331/644 (51%), Gaps = 
57/644 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+ +GAI   G V+ G T TDT  LERQRGITI+
+AV 
Sbjct  5    
RTLNIGILAHVDAGKTSLTERLLFDTGAIGRLGGVDTGDTCTDTGELERQRGITIRSAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  65   
SFTVGGTQVNLLDTPGHSDFTAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----
SLSPEIVLEENTDIEA--  174
            PT++FINKID+ G   ++++  +R +L A + +  T      +   E V     D  
A  
Sbjct  125  PTLLFINKIDRTGARDEALLADIR-
RLLAPVAVPMTAVTGLGTAQAEAVPYALEDPRARE  183

Query  175  --WDAVIENNDKLLEKYI-------------AGEP-
ISREKLVREEQRRVQDASLFPVYY  218
               + V E ++ +L + +             AG P ++ ++L      R  D SL 
PVY+
Sbjct  184  
RIAEVVAEADESILAQLVGPGPGGQEQGGTEAGGPELTADRLRSALADRTADGSLHPVYF  243

Query  219  
GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
            GSA  G GI  L++ +  L  P          G+VF V     G+R  ++RLY+G 
LR R
Sbjct  244  
GSALGGQGISALIEGMVRLIPPAPIGAGTEPRGTVFAVHQPPNGERTAHVRLYAGELRPR  303



Query  279  DTVAL--------AGREKLKITEM----RIPSKGEIVRTDTAYPGEI-
VILPSDSVRLND  325
              +AL        +     +IT +    R P  G      +  PG+I VI     
+R  D
Sbjct  304  QQIALHRATADGTSASLTGRITSLEVVGRAPGDG-----
GSLTPGQIGVIRGLPGIRTGD  358

Query  326  VLGDPTRLPRKRWREDPL---PMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVD  380
             LG  T  P     E+PL   P L T +  +  A+   L  AL  LAD DPLL  R   
D
Sbjct  359  RLGTVTGAP----
AENPLFPSPTLETLVRARQPARAAALRAALLALADQDPLLQARPAPD  414

Query  381  SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPP  438
              T  ++    G VQ E+++A L +++ +E       V+ +ERP  +  A   I      
Sbjct  415  GATSVLL---
HGEVQKEIIAATLRQEHGIEAEFAPSRVVCVERPAGVGEACEEIARRGHT  471

Query  439  
NPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK  498
             P WA++GL V P + GSG  +     LG L   F  AV +     L +G  G  
VTDC+
Sbjct  472  GP-
WATVGLRVEPGARGSGPVFAYETELGALPHGFHQAVEETALATLHRGPHGLAVTDCR  530

Query  499  
ICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDA  558
            +      +  P+ST  DFR++ P+VL +AL  +GT++ EPY +F    P   L+      
Sbjct  531  
VVLTRSGFVGPLSTAGDFRAVTPVVLRRALDRAGTRVYEPYHAFEAELPLTALAPVTARL  590

Query  559  PKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                A +      +   + +G +PAR +Q ++  L   T+G  V
Sbjct  591  AALGAELAETSGGRHSWLVSGSLPARRVQEFQGLLPGLTHGEGV  634

>WP_072418866.1 MULTISPECIES: GTP-binding protein [Ruminococcus]
 SDA27729.1 small GTP-binding protein domain-containing protein 
[Ruminococcus 
sp. YE78]
 SFW46008.1 small GTP-binding protein domain-containing protein 
[Ruminococcus 
sp. YE71]
Length=852

 Score = 300 bits (767),  Expect = 3e-87, Method: Compositional 
matrix adjust.
 Identities = 205/623 (33%), Positives = 309/623 (50%), Gaps = 
44/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK I IGILA VDAGKTTL+ES++Y SGA+ + G V+ G    DT  LE+QRGITI 
A  
Sbjct  1    
MKKITIGILADVDAGKTTLSESMMYLSGAVRKRGRVDNGDAFLDTHELEKQRGITIFAKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++      +VDTPGH DF AE  R+++VLD A+L++SA DG  A T +L+  L 
+  
Sbjct  61   
AVFKYGDTHFYLVDTPGHADFAAEAERAVSVLDAAVLLVSAADGAAAHTELLWRLLAEKK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW----D  176
            +PTV+F+NK D +G D  ++++ +  +L   +          +  L ++  IEA     
D
Sbjct  121  VPTVLFVNKTDLSGFDKDALMKQLTRRLGDKLC---------
DFTLPDDERIEAAAFCSD  171

Query  177  AVIENNDK---
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             +IE+ D    L E+ I    + RE              LFPVY+G+A +  G+  
L+DA
Sbjct  172  TLIESFDSSGTLTEREIGDAVMKRE--------------
LFPVYFGAALRDTGVNALLDA  217

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----  289
            +    QP  +Q  +     VFK+E    G+R   ++L  G L++R+T+       L    
Sbjct  218  LDRYIQPPAQQ--
SEFSARVFKIERDSDGKRMTCMKLTGGKLKVRETLRYRSASGLPVEE  275

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI  +RI S G+    ++A  G++V +L   S      +G  T     R R    P
++  
Sbjct  276  KIARIRIYSGGKFTEVESAVQGDVVSLLGLTSSYAGQGIGTRTDPENGRIR----
PVMSC  331

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P +      LL  L +L + DP L    +    EI L  +G +Q EV+ + L  
++ 
Sbjct  332  
AVYPPSGTDNFTLLSKLYELREEDPALEVGFNERLGEITLGLMGEMQTEVIKSELKRRFG  391

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            LE  V E  ++Y E   +      H E  P   +A + L +TPL  GSG+ Y++ 
VS   
Sbjct  392  LEITVGEGRILYKETIAEPVEGCGHFE--
PLRHYAEVHLILTPLKRGSGIVYDTAVSEDL  449

Query  469  LNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++QN +   +R     G L G  +TD KI    G  +   +   DFR  A   
L Q 
Sbjct  450  
LDRNWQNLIISSLRSKEHIGVLTGSPITDMKITLTAGRAHPKHTEGGDFREAAWRALRQG  509

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ + LLEP   F L  P E L RA  D     A     +   D  + +G  PA  
++
Sbjct  510  
LMKAKSVLLEPQFGFRLTVPTEQLGRAMSDLDLMGAEFSQPETDGDMSILSGTAPAAKLR  569

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
            +Y +++  YT G      E  GY
Sbjct  570  SYGSEVTAYTRGHGSLSLENSGY  592

>WP_059148850.1 GTP-binding protein [Streptomyces violaceusniger]
 KUL44229.1 GTP-binding protein [Streptomyces violaceusniger]
Length=678

 Score = 295 bits (754),  Expect = 6e-87, Method: Compositional 
matrix adjust.
 Identities = 222/659 (34%), Positives = 329/659 (50%), Gaps = 
68/659 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERQRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQLNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            P ++FINKID+AG    +++  +R  L+  ++    V         +    + +     
E
Sbjct  129  
PVLLFINKIDRAGARDAALLADIRRTLAPHLLPLTAVRELGTRNAYVRSRSLDDPGMRTE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +  + PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAELDDAMLARVVDGPLPSAEEVWAALAARTAEGLVHPVFFGSALSGQGVGALVEG  248



Query  234  
VTGLFQPIGEQGSAALCGSVFKVE---------------------------------YTD  260
            VT L  P    G A   G++F VE                                    
Sbjct  249  VTRLVPPA--
PGGAEPRGTIFAVERGGGGARGGDGRTGGGDRSGGGGRTGGSGRSGGSGA  306

Query  261  CGQRRVYLRLYSGTLRLRDTVALAGRE-------------
KLKITEMRIPSKGEIVRTDT  307
             G R  YLRL+SG + LR  V L  RE              L+I      ++G +   
+ 
Sbjct  307  
RGGRTAYLRLFSGEVALRQRVTLHRREPGGALTEHTGQITALEIVGAAGAARGPLTAGNI  366

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK--
TAAQRERLLDAL  365
            A    I  LP   VR+ D LG    +P  R      P L+T +  +   AA   RL  
AL
Sbjct  367  A---RIKGLP--GVRVGDRLGPVRDVPSDR-
PHFAAPTLQTLVHAREPGAAAASRLHTAL  420

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LAD DPL+           +L + G VQ E+++A L + Y +E   +    + 
+ERP 
Sbjct  421  LELADQDPLIHARAMPGGATSVLLY-
GEVQKEIIAATLVQDYGVEAEFEPSRPVLVERPS  479

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +   A   I       P WA++GL V P + G+GV +     LG L ++F +A+ + 
+  
Sbjct  480  RVGEAGREIARSGHTGP-
WATVGLRVEPTARGAGVVFGYETELGALPRAFHHAIEETVYD  538

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             L  G  G +VTDC++      +  PVST ADFR + P+VLE+AL+ +G ++ EPY 
+F 
Sbjct  539  
TLFHGPRGRSVTDCRVVLVRSGFIGPVSTAADFRDVTPVVLEEALERAGWRVYEPYHAFE  598

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
            L  P E L+          A I  +       +  GEIP R +  +   L   T+G  
V
Sbjct  599  
LELPPETLAAVTAQLAAAEADIGESVDGATAWLLRGEIPVRRVHGFEHVLPRLTHGEGV  657

>WP_067443428.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
lincolnensis]
 ANS69909.1 tetracycline resistance protein [Streptomyces 



lincolnensis]
Length=619

 Score = 293 bits (749),  Expect = 7e-87, Method: Compositional 
matrix adjust.
 Identities = 216/619 (35%), Positives = 323/619 (52%), Gaps = 
17/619 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGTIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDG +L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDTQINLIDTPGHSDFIAEVERALEVLDGTVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+AG    +++  +R +L+  +     V+        VL         
+A
Sbjct  121  
LPTLVFVNKIDRAGARADALLTDMRRRLTPHLTAVTGVTGIGTHGARVLPLPLGSRTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + + + ++L   + G   + ++L+R    R  D S  PV+ GSA  G G+  L+D 
+T L
Sbjct  181  
LADVDPEILTALVDGPEPTPDELLRSLAARTADGSFHPVFLGSALGGQGVPELVDGITRL  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEM--  294
                    +    G+VF V     G+R  YLRLY G +  R  +    RE   + 
TE+  
Sbjct  241  
IPAAPATPATEPRGTVFAVLPGPGGERTAYLRLYDGEVTRRQPLTFRRREADGRTTEVGG  300

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            R+     + R +    G I ++     +R+ D LG+ T     R  +   P L+T    
+
Sbjct  301  RVTRLDVVGRPEPLTAGNIAVVTGLPGIRVGDRLGELT----
DRAPQFAPPTLQTLARAR  356

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A L++ + 
+E   



Sbjct  357  RPGQAAALRAALLTLADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLTQDFGIEAEF  415

Query  414  KEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            +   V ++ERP  A       E+P +    +WA+IGL V P   GSG  +     
LG L 
Sbjct  416  EPGRVRFLERP--
AGVGEAWEEMPWHDRTRYWATIGLRVEPGPRGSGGVFAYETELGALP  473

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++F  AV + +   +  G  G  VTD ++      + +P+ST ADFR L PIVL 
+AL+ 
Sbjct  474  
RAFHQAVEETVHTTMAAGPNGTPVTDYRVTLVRSGFCAPISTAADFRGLTPIVLRRALER  533

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +GT+L EPY +F    P + L+          A            + TGE+ AR +
+   
Sbjct  534  
AGTRLYEPYHAFETEVPLDALAPVTAHLASVGAEFTGTSGGSTAWLITGELAARRVREVE  593

Query  591  TDLAFYTNGRSVCLTELKG  609
              L   T+G  V  +   G
Sbjct  594  LRLPGLTHGEGVWWSRPSG  612

>PLX12895.1 GTP-binding protein, partial [Marinilabiliales 
bacterium]
Length=449

 Score = 288 bits (736),  Expect = 7e-87, Method: Compositional 
matrix adjust.
 Identities = 164/455 (36%), Positives = 268/455 (59%), Gaps = 
25/455 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +NIGILAHVDAGKT+++E LLY SG I +PGSV+KGT++TD + +E++RGI+I+ 
A  
Sbjct  6    
KYMNIGILAHVDAGKTSISELLLYKSGIIRKPGSVDKGTSQTDWLSIEKERGISIRLATA  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF +     NI+DTPGH+DF +EV RSL  LD A+LVISA + VQA T  ++  
LRK+ I
Sbjct  66   
SFVYDDINFNIIDTPGHLDFSSEVERSLLALDCAVLVISAAESVQAHTDNIWVVLRKLRI  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIE  173



            PT+IFINKID++GV++ SV+  V+++L++D+I         +++VS++P  +   N
+ ++
Sbjct  126  PTLIFINKIDRSGVNINSVIDDVKNELTSDLIPFQKVHNEGEESVSITP--
ITLSNSILK  183

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +AVIE ++ LL KY+ G  IS  +++   ++ + D  +FPV +GSAK  LGI+ 
LM  
Sbjct  184  --
EAVIEKDENLLLKYLDGTDISEYEIINSLKKLISDNEIFPVLFGSAKYDLGIEDLMST  241

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-KIT  292
            ++  F        A + G ++KVE+     +    RL+ G L  RD + + G     
KI+
Sbjct  242  
LSKFFPLANVDVDAEVEGVIYKVEHHKTIGKIASARLFKGILEARDNIQIQGVSNTNKIS  301

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++R     +       Y G+   L      +  D++G+ T++ +      PL  L   
++
Sbjct  302  QIRKLQSNKYEDVGILYAGDTAALCGLKDAKAGDIIGNSTKIKKDFSLNTPL--
LTIKVS  359

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+  A+  +L+ A  QL+D DP L         E+ +  +G V +E++ ++L  ++ 
++T
Sbjct  360  
PQNTAEYSQLISAFQQLSDEDPSLELLWLKDEQELHIKVMGLVHIEILKSVLKSRFGMDT  419

Query  412  VVKEPSVIYMERPLKAA----SHTIHIEVPPNPFW  442
            +   P++IY E P K+      +T+     P P W
Sbjct  420  IFGNPTIIYKETPSKSGMAYEEYTM-----PKPCW  449

>WP_086710200.1 GTP-binding protein [Streptomyces castelarensis]
Length=678

 Score = 294 bits (753),  Expect = 7e-87, Method: Compositional 
matrix adjust.
 Identities = 222/659 (34%), Positives = 328/659 (50%), Gaps = 
68/659 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERQRGITVRTAVA  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQLNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            P ++FINKID+AG     ++  +R  L+  ++    V         +    + +     
E
Sbjct  129  
PVLLFINKIDRAGARDAGLLADIRRTLAPHLLPLTAVRELGTRNAYVRSRSLDDPGMRTE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +  + PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAELDDAMLARVVDGPLPSAEEVWAALAARTAEGLVHPVFFGSALSGQGVGALVEG  248

Query  234  
VTGLFQPIGEQGSAALCGSVFKVE---------------------------------YTD  260
            VT L  P    G A   G++F VE                                    
Sbjct  249  VTRLVPPA--
PGGAEPRGTIFAVERGGGGARGGDGRDGGGGRSGGGGRTGGSGRSGGSGA  306

Query  261  CGQRRVYLRLYSGTLRLRDTVALAGRE-------------
KLKITEMRIPSKGEIVRTDT  307
             G R  YLRL+SG + LR  V L  RE              L+I      ++G +   
+ 
Sbjct  307  
RGGRTAYLRLFSGEVALRQRVTLHRREPGGALTEHTGQITALEIVGAAGAARGPLTAGNI  366

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK--
TAAQRERLLDAL  365
            A    I  LP   VR+ D LG    +P  R      P L+T +  +   AA   RL  
AL
Sbjct  367  A---RIKGLP--GVRVGDRLGPVRDVPSDR-
PHFAAPTLQTLVHAREPGAAAASRLHTAL  420

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP-  424
             +LAD DPL+           +L + G VQ E+++A L + Y +E   +    + 
+ERP 
Sbjct  421  LELADQDPLIHARAMPGGATSVLLY-
GEVQKEIIAATLVQDYGVEAEFEPSRPVLVERPS  479

Query  425  -
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +  A   I       P WA++GL V P + G+GV +     LG L ++F +A+ + 
+  
Sbjct  480  GVGEAGREIARSGHTGP-
WATVGLRVEPTARGAGVVFGYETELGALPRAFHHAIEETVYD  538



Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             L  G  G +VTDC++      +  PVST ADFR + P+VLE+AL+ +G ++ EPY 
+F 
Sbjct  539  
TLFHGPRGRSVTDCRVVLVRSGFIGPVSTAADFRDVTPVVLEEALERAGWRVYEPYHAFE  598

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
            L  P E L+          A I  +       +  GEIP R +  +   L   T+G  
V
Sbjct  599  
LELPPETLAAVTAQLAAAEADIGESVDGATAWLLRGEIPVRRVHGFEHVLPRLTHGEGV  657

>WP_082404254.1 GTP-binding protein [Saccharothrix sp. NRRL B-16348]
Length=681

 Score = 294 bits (753),  Expect = 7e-87, Method: Compositional 
matrix adjust.
 Identities = 213/622 (34%), Positives = 326/622 (52%), Gaps = 
36/622 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+G+LAHVDAGKT+LTE LL+  G IS  GSV+ G T+TD+  LER+RGITI+
+AV 
Sbjct  26   
RTLNLGVLAHVDAGKTSLTERLLFDHGTISRLGSVDGGDTQTDSGELERRRGITIRSAVA  85

Query  62   SFQWHR-----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
             F+         +VN+VDTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L  
+L
Sbjct  86   
WFRLRDPVLGDLQVNLVDTPGHPDFIAEVERALSVLDGAVLVLSAVEGVQAQTRVLMRSL  145

Query  117  RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD-  171
            R++ +PT++F+NKID+ G     ++  +R +L+  ++    + +  +    +V     
D 
Sbjct  146  
RRLRLPTLLFVNKIDRTGARHDDLLAEIRRRLTPAVVPMVRVDRLGTRDAGVVARSFADR  205

Query  172  ---IEAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                E  + + +++  LL + + G+ P      +R++  R     + PVY+GSA  
G G 
Sbjct  206  AFAAEVAELLADHDLPLLGRVVDGDVPEDVAGPLRDQTCR---
GLVHPVYFGSAVSGAGT  262

Query  228  QPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL--------
RLRD  279
              L D V     P     S  L G+VF VE T  G++  YLRL+SGT+        



R RD
Sbjct  263  AELADGVRRFLAPR-
PAPSDDLRGTVFAVERTGKGEKVAYLRLFSGTVHGRQRLVFRRRD  321

Query  280  
TVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWR  339
                    + ++  + +   G    T     G++  LP   VR+ D LG     P   
+ 
Sbjct  322  ASGAVEEHRGRVAGLEVVGGGSGPLT-AGDIGKLRGLP--
QVRVGDRLGADDDGPTAHFS  378

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
                P+L + + P+   +   L  ALT+LAD DPL+R          +L + G VQ 
EV+
Sbjct  379  P---PILESVVRPERPGRAAELHAALTRLADEDPLIRTRTAGGGATSVLLY-
GAVQREVI  434

Query  400  SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP--
PNPFWASIGLSVTPLSLGSG  457
            +  L  ++ +E V +    +Y ERP+      +H   P  PN FW ++G+ V PL  
GSG
Sbjct  435  AERLQREFGVEAVFEPVRPVYFERPV-
GRGEAVHEFNPRGPNDFWQTVGVRVEPLPPGSG  493

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
              +  +  LG L +++  A+ + +   L QGL GW VTDC +      Y +P +  
ADFR
Sbjct  494  
NTFTRQAQLGLLPKAYHRAIEEAVTTTLRQGLHGWEVTDCAVTITQVGYQAPNTVAADFR  553

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
             L P+V+  AL+++G+ + EP  +  +  P + LS          A +  A       
+ 
Sbjct  554  
HLTPVVVLGALRQAGSAVHEPGYAVEVEVPGDALSAVTGLLLSLDADLGPAVEAGSVWLV  613

Query  578  TGEIPARCIQAYRTDLAFYTNG  599
             G IPAR +      L   T G
Sbjct  614  PGTIPARSLHDLAVALPGLTRG  635

>WP_059194672.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
antibioticus]
 KUN23652.1 GTP-binding protein [Streptomyces antibioticus]
Length=618

 Score = 293 bits (749),  Expect = 8e-87, Method: Compositional 
matrix adjust.
 Identities = 219/624 (35%), Positives = 314/624 (50%), Gaps = 
28/624 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+LAVLDGA+LV+SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDTQVNLIDTPGHSDFIAEVERALAVLDGAVLVLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAV  178
            +PT++F+NK+D+AG     ++  VR +L+  +    TV    +P   +         
+ +
Sbjct  121  
LPTLVFVNKVDRAGARADGLLDDVRRRLTPHVAPLTTVRDIGTPRARVTALPLASLAEPL  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +  +L   + G   +   L +       D S  PV +GSA  G G+  L+DA+  
L 
Sbjct  181  
ADVDPDILAAVVDGPAPTPADLHKALAAHTADGSFHPVLFGSALGGEGVGDLVDALVRLV  240

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P          G+VF V     G+R  YLRLY G +  R  + L  R+    T      
Sbjct  241  
PPAPTAAGGPPRGTVFAVRPGPGGERTAYLRLYDGEVTERQRLTLLRRDADGRTAE---V  297

Query  299  KGEIVRTDTA------YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             G + R D          G I  L     VR+ D LG+   L  +  +  P P L 
T + 
Sbjct  298  SGRVTRLDVIGGSGPLTAGNIAALTGLAGVRVGDRLGE---LTEQEAQFAP-
PTLETVVT  353

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             +   Q  RL  AL  LAD DPL+     +     +L + G VQ+EV++A L++ + 
+E 
Sbjct  354  ARRPEQAARLRAALLALADQDPLIHARPAADGSTALLLY-
GEVQMEVLAAGLAQDFGIEA  412

Query  412  VVKEPSVIYMERPLKAASHTIHIEVPPNPF------
WASIGLSVTPLSLGSGVQYESRVS  465
                  V ++ERP       +      NP+      WA+IGL V P   GSG  +     
Sbjct  413  DFAPGRVRFLERP-----
RGVGEACEENPWLDGTRHWATIGLRVEPGERGSGGVFTYETE  467



Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV D +   +  GL G  VTD ++      + +P+ST  DFR L P 
VL 
Sbjct  468  
LGALPRAFHQAVEDTVHMSMRTGLSGAAVTDYRVTLIRSGFVAPLSTAGDFRGLTPYVLR  527

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL+ + T+L EPY +F    P + L+          A            V TGE
+PAR 
Sbjct  528  
RALERARTRLFEPYHAFETEVPLDALAPVTAQLASLGAEFTGTTGGGTAWVITGELPARR  587

Query  586  IQAYRTDLAFYTNGRSVCLTELKG  609
            ++     L   T+G  +  +   G
Sbjct  588  VREMELRLPGLTHGEGMWWSRTSG  611

>WP_033278915.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL F-525]
Length=619

 Score = 293 bits (749),  Expect = 9e-87, Method: Compositional 
matrix adjust.
 Identities = 223/630 (35%), Positives = 326/630 (52%), Gaps = 
39/630 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MQTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTAGDTQVNLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----
SPEIVLEENTDIEAWD  176
            +PT++F+NKID+AG   + +V  +R +L+  ++    V+     +  +      D 
+  +
Sbjct  121  
LPTLVFVNKIDRAGARAEDLVADIRRRLTPHVVPLTDVTALGTPAARVRPRPPADPDLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ + +  +L   + G   + + L +       D S+ P+ +GSA  G GI  L+D 



+  
Sbjct  181  
ALADVDPSVLAAVVDGPRPTPDDLRKSLATHTADGSIHPLLFGSALGGQGIPELVDGLVQ  240

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG--------TLRLRD----
TVALA  284
            L  P    GS    G+VF V      +R  YLRLY G        T R       
TV ++
Sbjct  241  LIPP-
SATGSGTARGTVFAVRPGPGRERTAYLRLYDGEVAPQQRLTFRRHGADGRTVEVS  299

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDP  342
            GR    +T + +     + R+     G I  L  P D +R+ D LG  T    +R  
+  
Sbjct  300  GR----VTRLEV-----VGRSGPLTAGNIGALTGPKD-IRVGDRLGQLT----
ERAPQFA  345

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T +  +   Q   L  AL  LAD DPLL     + +   +L   G VQ EV
++A 
Sbjct  346  PPTLETVVRARRPEQAAALRSALLALADQDPLLHAR-
PATSGATVLLLYGEVQKEVLAAT  404

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQ  459
            L + + +E   +   V ++ERP  A +     E P      +WA+IGL V P   
GSG  
Sbjct  405  LVQDFGIEADFEPSRVRFLERP--
AGTGEACDEFPWHDHTHYWATIGLRVEPAERGSGGL  462

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +     LG L ++F  A+ D +   L  GL G  VTD ++      Y +P+ST 
ADFR L
Sbjct  463  
FGYETELGALPRAFHQAIEDTVHATLLSGLHGAPVTDYRVTLIRSGYAAPLSTAADFRGL  522

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL +AL  + T+L EPY++F    P + L+          A            
+ TG
Sbjct  523  
TPIVLRRALGLARTRLYEPYVTFETEVPLDALAPVTAHLASCRAEFAGTTGGVGSWLITG  582

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            E+PAR ++     L   T+G  +  +   G
Sbjct  583  ELPARRVRDVELALPGLTHGEGMWWSRPSG  612

>WP_053140772.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
ambofaciens]



 CAJ88549.1 putative tetracycline resistance protein [Streptomyces 
ambofaciens 
ATCC 23877]
 AKZ59782.1 Tetracycline resistance protein TetM [Streptomyces 
ambofaciens 
ATCC 23877]
Length=625

 Score = 293 bits (749),  Expect = 9e-87, Method: Compositional 
matrix adjust.
 Identities = 220/620 (35%), Positives = 318/620 (51%), Gaps = 
19/620 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
              +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI+
+AV 
Sbjct  5    
NTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  65   
AFTVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDAV  178
            PT++F+NKID+AG   + ++  VR  L+  +     V+        V     D    
+A+
Sbjct  125  
PTLVFVNKIDRAGARTEELLADVRRLLTPHVAPLTEVTGAGTGHARVTRRTPDGRTAEAL  184

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +  +L   + G   +  +L      R  D S  P+++GSA  G G+  L++++  
L 
Sbjct  185  
AEVDPGILAALVDGPEPTAGELAAALAARTADGSFHPLHHGSALGGQGVAELVESLLRLV  244

Query  239  QPIGEQGSAALC--GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM-  294
             P     +      G+VF +     G+R  YLRL++G +R R  +    RE   + 
TE+ 
Sbjct  245  
PPASPPAAGPAAPRGTVFALRPASGGERTAYLRLHAGEVRPRQRLTFLRRESDGRTTEVT  304

Query  295  -RIPSKGEIVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             R+     I R  T   G I  L     +R+ D LG  T     R  +   P L T 
+  
Sbjct  305  GRVTRLDVIGRPGTLTAGNIAALTVPGGLRVGDRLGART----
DRAPQFAPPTLETLVRA  360



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A LSE + 
+E  
Sbjct  361  RHPGQAGPLRAALLDLADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLSEDFGIEAD  419

Query  413  VKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                   ++ERP  A +     E+P      +WA++GL V P   GSG  +     
LG L
Sbjct  420  FAPGRARFLERP--
AGTGEAAEEMPWLDRTRYWATVGLRVEPGPRGSGGVFAHETELGAL  477

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L PIVL 
+AL 
Sbjct  478  
PRAFHQAVEETVHATLLTGLTGAPVTDYRVTLTRSGFSSPVSTAADFRGLTPIVLRRALG  537

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT+L EP  +F    P + L+          A            + TGE+PAR 
++  
Sbjct  538  
RAGTRLHEPLHAFEAEVPPDALAPVTARLASLGAEFTGTTGGGSGWLITGELPARRVREA  597

Query  590  RTDLAFYTNGRSVCLTELKG  609
               L   T G +V  +   G
Sbjct  598  ELGLPGLTRGEAVWSSRPSG  617

>PIS15418.1 elongation factor G [Candidatus Shapirobacteria 
bacterium CG09_land_8_20_14_0_10_38_17]
Length=703

 Score = 295 bits (754),  Expect = 1e-86, Method: Compositional 
matrix adjust.
 Identities = 203/662 (31%), Positives = 328/662 (50%), Gaps = 
66/662 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  ER+RGITIQ
+A T
Sbjct  17   
EIRNIGIIAHIDAGKTTTTERILYYTGKTYKIGDIDEGTTQMDWMVQERERGITIQSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA++V  A++GVQAQ+  ++H   
+  +



Sbjct  77   
TTFWRDHRINIIDTPGHVDFTAEVERSLRVLDGAVMVFDAEEGVQAQSETVWHQADRYRV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVS-
LSPEIVLEEN  169
            P + F+NK+D+ G D  + V+SV+++L A++I+           +  VS L  +  
+ E 
Sbjct  137  
PRICFLNKMDKLGADFDNAVKSVKERLGANVILITFPIGKEQGFRGVVSVLENKAFVWEK  196

Query  170  TD------------------IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
             D                    A + +IE     ++KL+EKYI  E IS E+L    
+R 
Sbjct  197  
DDSGATFEEIPIPKELVEKLARAREDLIEKVSGEDEKLMEKYINNEKISLEELKAGVRRA  256

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG------------------
EQGSAA  248
            V +  + PVY GS+ +   IQ L+D +      P+                    + 
SA 
Sbjct  257  
VINNRVVPVYCGSSLRNKAIQQLLDGIVDFLPSPLDVPPIEGLNPKTNKKEKREPKNSAP  316

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK----
ITEMRIPSKGEIVR  304
             C   FK++      R  YLR+YSGT+ +  +V  A  +K K    +  M    + 
EI  
Sbjct  317  
FCALAFKIQTDPHVGRLTYLRIYSGTMTVGSSVYDANTKKNKRIGRLLLMHADKREEI--  374

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A  GEI+ ++  D+V+  D L D            P P++   I P T    E
+L  
Sbjct  375  -
DKATAGEIIGVIGLDNVKTGDTLCDSKHPLILETISFPEPVISLAIEPNTHVDEEKLSY  433

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL+ L++ DP  + + +  T + I+S +G + LE++   L  ++ ++  V  P V 
Y E 
Sbjct  434  
ALSHLSEEDPTFKIKTNLETGQTIISGMGELHLEIIVDRLKREFNVDVRVGRPQVAYKET  493

Query  424  PL---
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                  A    IH +      +    L + P   G G ++ S +  G + + F  A
+  G
Sbjct  494  ITVVSSAEGKYIH-
QSGGRGQYGHCFLRLEPRERGEGFEFASEIKGGKIPREFIPAIEKG  552

Query  481  IRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539



            +   +E+G+  G+ + D K+    G Y+   S+   F+    I L++A K++G  
LLEP 
Sbjct  553  
VCGAMEKGIVIGYPMVDMKVVVYDGSYHDVDSSEMAFKIAGSIALQEAAKQAGPVLLEPI  612

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P++++ +   D       I +  V+    V T  +P   +  Y T +   
T G
Sbjct  613  
MKLEVVIPEDFMGQVIGDISSRRGQIVSTSVRGKMRVVTANVPLAELSGYATAVRSITGG  672

Query  600  RS  601
            R+
Sbjct  673  RA  674

>AMP56071.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=195

 Score = 278 bits (710),  Expect = 1e-86, Method: Compositional 
matrix adjust.
 Identities = 132/180 (73%), Positives = 151/180 (84%), Gaps = 0/180 
(0%)

Query  12   
VDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVN  71
            VDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   
KVN
Sbjct  1    
VDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVN  60

Query  72   
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKID  131
            I+DTPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKID
Sbjct  61   
IIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKID  120

Query  132  
QAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIA  191
            Q G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND 
LLEKY++
Sbjct  121  
QNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMS  180

>SFP48736.1 ribosomal protection tetracycline resistance protein 
[Yuhushiella 
deserti]
Length=580



 Score = 291 bits (744),  Expect = 1e-86, Method: Compositional 
matrix adjust.
 Identities = 183/494 (37%), Positives = 277/494 (56%), Gaps = 
24/494 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGILAHVDAGKTTLTE LL+ +GAI++ GSV+ G TRTDT+ +ER+RGITI
++ V
Sbjct  1    
MTTINIGILAHVDAGKTTLTERLLFDAGAIADLGSVDGGNTRTDTLDIERRRGITIRSGV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VNI+DTP H DF+ EV R+L VLDGA+LV+SA  GVQAQTRIL   
LR++ 
Sbjct  61   
VSFDAGDRTVNIIDTPRHSDFVGEVERALRVLDGAVLVVSATSGVQAQTRILARTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTD----
IEAW  175
            +PT++F+NK+D+    +  ++  +R +L+ D++ +    + S E+   +  D        
Sbjct  121  
VPTLVFVNKVDRLARPVDQLLTDLRRRLTPDVVPLVDLDAESGEVRAADFADPAFLARVG  180

Query  176  DAVIENNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            + + E++D+ L  Y+  + +   +LVR     +     + PV+ GSA+ GLG+  L
+D +
Sbjct  181  EVLAEHDDRCLRAYV--
DSVLTPELVRRCLTGQTAAGRVHPVFLGSARTGLGLPELVDGI  238

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------  287
              L       G   L  +VFKVE    G R  Y+RL+SG+LR+R+ +    R+       
Sbjct  239  HDLVP--
AAPGGDELSATVFKVERDAAGNRIAYVRLHSGSLRVREEITGYRRDDAGDQLK  296

Query  288  -KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPM  345
             + ++T +   +       +    GEI ++      R+ D LG P  L  +  R  
P P 
Sbjct  297  YRGRVTALHAATPDRSTPREAVTAGEIAMVRGVPGARVGDALGSPASL--
RGDRPFPPPS  354

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L T +  +  A R RL  AL +L++ DPL+   +D +T E+ +   G VQ EV+   
L E
Sbjct  355  
LSTVVTVRDPAHRPRLHAALRELSEQDPLVGLRMDELTGELSVRVYGDVQKEVIGTRLRE  414

Query  406  KYKLETVVKEPSVIYMERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463



            ++ +         +Y+E+P   A   H I  E  PN  +A++GL V P    SGV+
+   
Sbjct  415  EFGILADFAPTRPVYVEKPTGTAEVVHRID-
EHGPNDVFATVGLRVEPGPPSSGVRFAVE  473

Query  464  VSLGYLNQSFQNAV  477
            V LG L ++FQ A+
Sbjct  474  VELGSLPRAFQTAI  487

>WP_007389370.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
coelicoflavus]
 EHN78285.1 tetracycline resistance protein [Streptomyces 
coelicoflavus ZG0656]
Length=622

 Score = 292 bits (747),  Expect = 2e-86, Method: Compositional 
matrix adjust.
 Identities = 216/617 (35%), Positives = 316/617 (51%), Gaps = 
25/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   G+V+ G T TD   +ER+RGIT+
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGAVDTGDTVTDDGGIERRRGITVRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+ G    ++++ VR  L+  +     V+       +V+    D    
+A
Sbjct  121  
LPTLVFVNKIDRPGARTDALLEDVRRLLTPHVAPLTGVTGAGTKGALVVRRAPDGGTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +  ++      R  D S  P+++GSA  G G+  L++ 
+  L
Sbjct  181  
LAEVDPGILAALVDGPEPTAGQVAAALAARTADGSFHPLFHGSALGGQGVAELVEGLVTL  240

Query  238  FQPIGEQGSAAL--
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
                    + A    G+VF V     G+R  YLRLY G +R R  +    RE       
R



Sbjct  241  VPAAAPGTAGATEPRGTVFAVRPGPTGERTAYLRLYDGEVRPRRRLTFLRRES---
DGRR  297

Query  296  IPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
                G + R D      T  PG I  L     +R+ D LG+P      R  +   P 
L+T
Sbjct  298  TEVSGRVTRLDVVGGDATLTPGNIAALTVPGGLRVGDRLGEPA----
DRAPQFAPPTLQT  353

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +      Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A L
+E++ 
Sbjct  354  LVRAVRPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAEEFG  412

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E       V ++ERP  A +     E+P      +WA++GL V P   GSG  +     
Sbjct  413  IEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDRTRYWATVGLRVEPGPYGSGGVFGYETE  470

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV + +   L  G  G  VTD ++      + SP+ST ADFR L 
PIVL 
Sbjct  471  
LGALPRAFHQAVEETVHATLLTGPAGAAVTDYRVTLIRSGFSSPLSTAADFRGLTPIVLR  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL  +GT L EPYL+F    P + L+          A              TGE
+PAR 
Sbjct  531  
RALARAGTVLYEPYLAFEAEVPPDALAAVTALLASLGADFTGTTGGDPAWTVTGELPARR  590

Query  586  IQAYRTDLAFYTNGRSV  602
             +     L   T G +V
Sbjct  591  AREAELRLPGLTRGEAV  607

>WP_071422986.1 GTP-binding protein [Ruminococcaceae bacterium 
Marseille-P2935]
Length=658

 Score = 292 bits (748),  Expect = 3e-86, Method: Compositional 
matrix adjust.
 Identities = 195/623 (31%), Positives = 311/623 (50%), Gaps = 
31/623 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+E +LY SG I  PG V+   T  D   LER RGITI +    



F++
Sbjct  5    
IGILAHVDAGKTTLSEQILYRSGTIRHPGRVDHKNTFLDLDPLERNRGITIFSEQAVFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            H  +  ++DTPGH DF AE+ R++  +D A+LV+SA DG+Q+ T  ++  LR+  
+PTVI
Sbjct  65   
HGNQYYLIDTPGHADFGAEMERAVQSMDIAVLVVSAADGIQSHTETIWRLLRRYRVPTVI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVIENNDK  184
            FINK+D+ GVD+ +++ +++++ S+ I        S +    +N+   E  + + E 
++ 
Sbjct  125  FINKVDREGVDIAAIMAALKNRFSSKIA-------
SVDSFFSQNSMSTEELEVLAELDES  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPI  241
             L+ ++  E   +E  +   +   Q   L+P + GSA +G GI  L+  +  L    
+P 
Sbjct  178  FLDWFVQ-
EQFEKENWLNHMRELFQQQELYPCFMGSALQGTGIDSLLQGIRFLSPGQRPF  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-ALAGREKL---
KITEMRIP  297
             E+      G VFK+ Y   G R V+L++  GTL+++  V A     K+   KI E
+RI 
Sbjct  237  REE---
EFSGRVFKIRYDPQGTRLVFLKVCGGTLKVKQEVKAFDCNGKMHIEKINEIRIY  293

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKT  354
            +  +         G I  +    SVR  D LG   P+ LP+       +P+L   +   
+
Sbjct  294  NGSKFQPASCVEKGGICAVTGMKSVRPGDSLGKMTPSLLPKL------
VPLLTAKVEFDS  347

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                + +L  +  L + DP L+   +    EI L  +G++QLE++  L+S ++  +    
Sbjct  348  
HLPAKTILQCMRILEEEDPSLKVIWNETLQEIQLHVMGKIQLEILKELISRRFGFQVSFG  407

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               ++Y E   K      H E  P   +A + L + PL  GSG+Q+ESR  L  L+ 
S+Q
Sbjct  408  SCQILYYETITKPVMGYGHFE--
PLRHYAEVHLLLEPLPRGSGIQFESRCPLEQLDASYQ  465

Query  475  NAVRDGIRYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533



            + VR  +     +G+     +TD +I    G  +   +   DFR      + Q L+
++  
Sbjct  466  
HLVRTHVFEKEHKGILTCMPLTDVRIVLTNGKAHLKHTEGGDFREAVYRAIRQGLEQAQN  525

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY SF ++ P E + R   D      + E   V + + V  G  P      Y  
+L
Sbjct  526  
ILLEPYYSFTIFFPPECIGRVLSDIQARSGSFEPPAVGEYQAVIKGRGPVAAFMNYAAEL  585

Query  594  AFYTNGRSVCLTELKGYQAAVGQ  616
              +T G     T   GY+    Q
Sbjct  586  ESFTKGYGSMQTSFDGYEPCHNQ  608

>WP_062133520.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. CC71]
 KYK15112.1 GTP-binding protein [Streptomyces sp. CC71]
Length=631

 Score = 291 bits (745),  Expect = 3e-86, Method: Compositional 
matrix adjust.
 Identities = 219/612 (36%), Positives = 320/612 (52%), Gaps = 
17/612 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGIT++
+AV 
Sbjct  11   
RTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGAIERRRGITVRSAVA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  71   
AFTVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDAV  178
            PT++F+NKID+AG     ++  VR  L+  +  +   T + +P   V     D    
+A+
Sbjct  131  
PTLVFVNKIDRAGARTDGLLADVRRLLTPHVAPLTDVTGAGTPHARVTRRPPDERTAEAL  190

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +  +L   + G   + + +      R  D S  P+Y+GSA  G G+  L+  +  
L 
Sbjct  191  



ADVDPAVLAALVEGPAPTADDVTAALAARTADGSFHPLYHGSALGGQGVAELVADLVRLV  250

Query  239  --QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEM-  294
               P       A  G+VF V     G+   YLRLY G +R R  +    R      
TE+ 
Sbjct  251  
PAPPPPPDRRPAPRGTVFAVRPGPGGEPTAYLRLYDGEVRPRQRLTFLRRAADGGTTEVT  310

Query  295  -RIPSKGEIVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             R+     +   D    G I  L     +R+ D LGDPT     R  +   P L T 
+  
Sbjct  311  GRVTRLDVVGGADALTAGNIAALGVPGGLRVGDRLGDPT----
DRTPQFAPPTLETVVRA  366

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +   Q   L  AL  LAD DP+L    ++     +L + G VQ+EV++A+L+E++ 
+E  
Sbjct  367  RRPRQAAALRSALLALADRDPMLHARPEASGGTALLLY-
GEVQMEVLAAMLAEEFGIEAE  425

Query  413  VKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 V ++ERP         +  +    +WA++GL V P   GSG  +     LG 
L +
Sbjct  426  
FAPGRVRFLERPTGTGEAAEEMPWLDHTRYWATVGLRVEPGPRGSGGVFTHETELGALPR  485

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  AV + +   L  GL G  VTD ++      Y SPVST ADFR L PIVL 
+AL+ +
Sbjct  486  
AFHQAVEETVHATLRTGLSGAAVTDYRVTLTRSGYSSPVSTAADFRGLTPIVLRRALRRA  545

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYR  590
            GT+L EPY  F    P + L+          A   T     D V + TGE+PAR +
+   
Sbjct  546  GTRLYEPYHCFEAEIPADALAAVTARLAALGADF-
TGTTGGDPVWLVTGELPARRVREAE  604

Query  591  TDLAFYTNGRSV  602
              L   T G +V
Sbjct  605  LRLPGLTRGEAV  616

>KII52668.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]
Length=158

 Score = 275 bits (703),  Expect = 3e-86, Method: Compositional 



matrix adjust.
 Identities = 122/157 (78%), Positives = 139/157 (89%), Gaps = 0/157 
(0%)

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            RYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYLS
Sbjct  1    
RYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLS  60

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRS
Sbjct  61   
FKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRS  120

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            VCLTELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  121  VCLTELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  157

>WP_030043927.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
resistomycificus]
 KOG41772.1 GTP-binding protein [Streptomyces resistomycificus]
 KUN95801.1 GTP-binding protein [Streptomyces resistomycificus]
Length=624

 Score = 291 bits (744),  Expect = 4e-86, Method: Compositional 
matrix adjust.
 Identities = 219/628 (35%), Positives = 327/628 (52%), Gaps = 
30/628 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   G V+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGGVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTAGDTQINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI-----
IIKQTVSLSPEIVLEENTDIEAW  175
            +PT++F+NKID+ G    +++  +R +L+  +     +     + +  + L E   
+   
Sbjct  121  



LPTLVFVNKIDRPGARSDALLADIRRRLTPHVAPLTAVTDIGTARAGVVPLPEGRRLA--  178

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            +A+ + +  +L   + G   + + L      R  D S  PV +GSA  G G+  L+
+ VT
Sbjct  179  
EALADVDPDVLAAVVDGPEPTPDDLRGALAARTADGSFHPVLFGSALGGQGVAGLVENVT  238

Query  236  GLFQPIG-EQGSAALC----
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
             L  P     GS A      G+VF V     G+R  YLRLY G +  R  +    
RE   
Sbjct  239  
RLIPPAPVPPGSVAPGSEPRGTVFAVRPGPGGERTAYLRLYDGRVTARQRLTFRRREADG  298

Query  290  KITEMRI-PSKGEIV---RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLP  344
            + TE+R   ++ ++V   RT TA  G I  L     +R+ D LG+       R  +   
P
Sbjct  299  RTTEVRARATRVDVVGGARTLTA--GNIAALTGVAGIRVGDRLGELG----
DRAPQFAPP  352

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             L T +  +   Q   L  AL  LAD DPLL     +     +L + G VQ+EV+
+A L+
Sbjct  353  TLETLVVARHPEQAAALRTALLWLADQDPLLHARPATGGATTLLLY-
GEVQMEVLAATLT  411

Query  405  EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYE  461
            + + +E   +   V ++ERP  A       E+P +    +WA+IGL V P   GSG  
+ 
Sbjct  412  QDFGIEADFEPGRVRFLERP--
AGVGEASDELPWHDLTRYWATIGLRVEPGPRGSGGAFA  469

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
                LG L ++F  A+ + +   +  G     VTD ++      + +P+ST ADFR 
L P
Sbjct  470  
YETELGALPRAFHQAIEETVHATMATGPRQTPVTDYRVTLTRSGFCAPISTAADFRGLTP  529

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            IVL +AL  +GT+L EPY +F    P + L+          A              
TGE+
Sbjct  530  
IVLRRALDRAGTRLYEPYHAFEAEVPPDALAPVTARLAASGAEFTGTTGGDTAWTITGEL  589

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKG  609
            PAR ++     L   T+G  +  +   G
Sbjct  590  PARRVREVELRLPGLTHGEGMWWSYPSG  617



>WP_063483863.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
ambofaciens]
 ANB10022.1 GTP-binding protein [Streptomyces ambofaciens]
Length=625

 Score = 291 bits (744),  Expect = 4e-86, Method: Compositional 
matrix adjust.
 Identities = 220/620 (35%), Positives = 317/620 (51%), Gaps = 
19/620 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
              +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI+
+AV 
Sbjct  5    
NTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  65   
AFTVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDAV  178
            PT++F+NKID+AG   + ++  VR  L+  +     V+        V     D    
+A+
Sbjct  125  
PTLLFVNKIDRAGARTEELLADVRRLLTPHVAPLTEVTGAGTGHARVTRRPPDGRTAEAL  184

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +  +L   + G   +  +L      R  D S  P+++GSA  G G+  L++++  
L 
Sbjct  185  
AEVDPGILAALVDGPEPTAGELAAALAARTADGSFHPLHHGSALGGQGVAELVESLLRLV  244

Query  239  QPIGEQGSAALC--GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEM-  294
             P            G+VF +     G+R  YLRL++G +R R  +    RE   + 
TE+ 
Sbjct  245  
PPASPPAGGPAAPRGTVFALRPAPGGERTAYLRLHAGEVRPRQRLTFLRRESDGRTTEVT  304

Query  295  -RIPSKGEIVRTDTAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             R+     I R  T   G I  L     +R+ D LG  T     R  +   P L T 
+  
Sbjct  305  GRVTRLDVIGRPGTLTAGNIAALTVPGGLRVGDRLGART----
DRAPQFAPPTLETLVRA  360



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +   Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A LSE + 
+E  
Sbjct  361  RHPGQAAPLRAALLDLADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLSEDFGIEAD  419

Query  413  VKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                   ++ERP  A +     E+P      +WA++GL V P   GSG  +     
LG L
Sbjct  420  FAPGRARFLERP--
AGTGEAAEEMPWLDRTRYWATVGLRVEPGPRGSGGVFAYETELGAL  477

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L PIVL 
+AL 
Sbjct  478  
PRAFHQAVEETVHATLLTGLTGAPVTDYRVTLTRSGFSSPVSTAADFRGLTPIVLRRALG  537

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +GT+L EP  +F    P + L+          A            + TGE+PAR 
++  
Sbjct  538  
RAGTRLHEPLHAFEAEVPPDALAPVTARLASLGAEFTGTTGGGSGWLITGELPARRVREA  597

Query  590  RTDLAFYTNGRSVCLTELKG  609
               L   T G +V  +   G
Sbjct  598  ELGLPGLTRGEAVWSSRPSG  617

>WP_099014622.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
malaysiensis]
 ATL84831.1 small GTP-binding protein [Streptomyces malaysiensis]
Length=653

 Score = 291 bits (746),  Expect = 4e-86, Method: Compositional 
matrix adjust.
 Identities = 218/637 (34%), Positives = 326/637 (51%), Gaps = 
47/637 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ER+RGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERRRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----IE  173
            P ++FINKID+AG   + ++  +R  L+  ++    ++   + +  +      D     
E
Sbjct  129  
PVLLFINKIDRAGARDEGLLADIRRALAPHLVPLTAVRAPGTRNAHVRSRSFDDPGVRAE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +    PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAEIDDAMLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGAGVADLVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVE----------
YTDCGQRRVYLRLYSGTLRLRDTVAL  283
            V  L  P    G     G+VF VE              G R  YLRL+SG + LR  
V L
Sbjct  249  VARLVPPA--
PGGTEPRGTVFAVERGGGGTGGDRGGARGGRTAYLRLFSGEVTLRQRVTL  306

Query  284  AGRE--------KLKITEMRI-----
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDP  330
              RE          +IT + +      ++G +   + A    +  LP   VR+ D 
LG P
Sbjct  307  HRREPGGAPTEHTGQITALEVIGPAGTARGPLTAGNIA---RVRGLP--
GVRVGDRLG-P  360

Query  331  TRLPRKRWREDPLPMLRTTI---
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
                    R    P L+T +    P T A   RL  AL  LAD DPL+           
+
Sbjct  361  VHDTASDRRHFAAPSLQTLVRAREPGTTAA-
SRLHTALLDLADQDPLIHARAMPGGATSV  419

Query  388  LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASI  445
            L + G VQ E+++A L + Y +E   +    + +ERP  +  A H I         
WA++
Sbjct  420  LLY-GEVQKEIIAATLVQDYGIEADFEPSRPVLVERPSGIGEAVHEI-
ARFDHTGLWATV  477

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GL V P   G+G  +     LG L ++F NA+ + +   L  G  G +VTDC++      
Sbjct  478  
GLRVEPTERGAGAVFGYETELGALPRAFHNAIEETVYETLLHGPRGRSVTDCRVVLVRSG  537

Query  506  



YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            +  P+ST ADFR + P+VL +AL+ +G ++ EPY +F L  P E L+          
A I
Sbjct  538  
FIGPLSTAADFRDITPVVLGEALERAGWRVYEPYHAFELELPAEALAAVTAHLAAAEADI  597

Query  566  ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
              +       +  GE+PAR +  +   L   T+G  V
Sbjct  598  GESVDGATGWLVRGELPARRVHGFEQVLPRLTHGEGV  634

>WP_069455734.1 GTP-binding protein, partial [Streptomyces griseus]
Length=609

 Score = 290 bits (741),  Expect = 8e-86, Method: Compositional 
matrix adjust.
 Identities = 201/610 (33%), Positives = 303/610 (50%), Gaps = 
36/610 (6%)

Query  53   
GITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            GITI++AV SF     +VN++DTPGH DF+AEV R L VLDGA+LV+S+ 
+GVQAQTR+L
Sbjct  1    
GITIKSAVVSFTLGATRVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSSVEGVQAQTRVL  60

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEI  164
               LR++ IPT++F NK D+ G    S++ S+ ++LS  I+          ++ + 
+P  
Sbjct  61   
LRTLRRLGIPTLLFANKTDRPGARYDSLLTSIAERLSPHIVAMGSARGLGTRSATTTPFT  120

Query  165  VLEENTDIEAWDAVIENNDKLLEKYIAGEP--
ISREKLVREEQRRVQDASLFPVYYGSAK  222
              +        D +  ++D+LL  Y+  +P  ++  +L+     +     + PV+
+GSA 
Sbjct  121  GADPGFTGALTDLLTRHDDELLSAYVD-
DPAALTHARLLGALAEQTARCLVHPVFFGSAA  179

Query  223  
KGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
             G GI  L++ VT L  P      A   G+VFKV+ T  G+R  Y+R+  GT+R R
+ + 
Sbjct  180  
TGAGIDALVEGVTKLLPPATGDPRAPARGTVFKVDRTANGERTAYVRMAEGTVRAREVLR  239

Query  283  LAG---RE-KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKR  337
              G   RE K ++T + +   G  V       G I  L     +R+ D +G         
Sbjct  240  FRGPDGRESKGRVTAVGVFENGAEVPASAVRAGRIGRLKGLTGIRIGDSIG--
AERADTG  297

Query  338  



WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
             R    P L   + P+    R  L  AL +LAD DPL+    D +  E+ LS  G 
VQ E
Sbjct  298  
HRHFAPPTLEAVVVPRRTEDRGALHIALGRLADQDPLIAVRRDDLRGEVSLSLYGEVQKE  357

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            VV A L+E++ ++      + I  ERP    +    I   PNPF A++GL V P   
GSG
Sbjct  358  
VVRATLAEEFGVDVDFLGTTTICRERPAGPGAAAEFIGTAPNPFLATVGLRVDPAPHGSG  417

Query  458  
VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            V++   V LG +  +   AV +  R  L +G+ GW VTDC +   +  Y S  ST  
DFR
Sbjct  418  
VEFRRAVELGSMPPALMRAVEETARATLARGMRGWEVTDCVVTQTHSGYDSVSSTAGDFR  477

Query  518  SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS---------
RAYHDAPKYCATIETA  568
             L P+VL  AL+ +GT++ EP   F L AP + L          RA    P     
+ T 
Sbjct  478  
GLTPLVLTDALRRAGTRVYEPMHRFRLEAPADLLGALLPVLARLRAEPGPPGTHGRLSTV  537

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL  628
            +         GE+PA  +   +  L   T G  V  +   G++   G    +PR  
+  L
Sbjct  538  E---------
GEMPAAGVHELQRLLPGATRGEGVLESSFAGHRPVTGPAPERPRTGHDPL  588

Query  629  DKVRHMFQKV  638
             +  ++ + V
Sbjct  589  HREEYLLRTV  598

>CJH78357.1 tetracycline resistance protein TetM [Streptococcus 
pneumoniae]
Length=231

 Score = 277 bits (708),  Expect = 8e-86, Method: Compositional 
matrix adjust.
 Identities = 134/204 (66%), Positives = 162/204 (79%), Gaps = 0/204 
(0%)

Query  30   
ISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSL  89
            I+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGHMDFLAEVYRSL
Sbjct  2    
ITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSL  61



Query  90   
AVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
            +VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q ++
+KLS
Sbjct  62   
SVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLS  121

Query  150  
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            A+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  
R Q
Sbjct  122  
AEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQ  181

Query  210  DASLFPVYYGSAKKGLGIQPLMDA  233
            + SLFPVY+GSAK  +GI  L++ 
Sbjct  182  NCSLFPVYHGSAKNNIGIDNLIEV  205

>WP_077850345.1 GTP-binding protein, partial [Enterococcus faecium]
 OOL50881.1 GTP-binding protein, partial [Enterococcus faecium]
Length=196

 Score = 276 bits (705),  Expect = 8e-86, Method: Compositional 
matrix adjust.
 Identities = 130/180 (72%), Positives = 150/180 (83%), Gaps = 0/180 
(0%)

Query  15   
GKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVD  74
            GKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   
KVNI+D
Sbjct  1    
GKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIID  60

Query  75   
TPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAG  134
            TPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ G
Sbjct  61   
TPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNG  120

Query  135  
VDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEP  194
            +DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY+
+G+ 
Sbjct  121  
IDLSTVYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKS  180

>WP_043670310.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
xylophagus]



Length=619

 Score = 290 bits (741),  Expect = 1e-85, Method: Compositional 
matrix adjust.
 Identities = 219/626 (35%), Positives = 323/626 (52%), Gaps = 
31/626 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTSGDTQINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +PT++F+NKID+AG   + ++  +R +L+  ++    +    +    ++     D 
E  +
Sbjct  121  
LPTLVFVNKIDRAGARAEELLADIRRRLTPHVVPLTDVTGLGTPGARVLPRPPGDPELAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ + +  +L   + G   + + L +    R  + S+ P+ +GSA  G G+  L+D 
+  
Sbjct  181  
ALADVDPAILAAVVDGPSPTPDDLSKSLAARTAEGSIHPLLFGSALGGQGVTELVDHLIR  240

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG--------
TLRLRDTVALAGREK  288
            L  P    G     G+VF V      +R  YLRLY G        T R       A    
Sbjct  241  LIPP-
SVTGPGTPRGTVFAVRPGPGRERTAYLRLYDGEVAPQQRLTFRRHGADGRAVEIS  299

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
             ++T + +     I R      G I  L  P D +R+ D LG+ T    +R  +   
P L
Sbjct  300  GRVTRLEV-----IGRPGPLTAGNIGALTGPKD-IRVGDRLGELT----
ERAPQFAPPTL  349

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +   Q   L  AL  LAD DPLL     + +   +L   G VQ EV++A 
L + 
Sbjct  350  ETVVRARRPEQAAALRSALLTLADQDPLLHAR-
PAASGATVLLLYGEVQKEVIAATLVQD  408



Query  407  YKLETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESR  463
            + +E   +   V ++ERP  A +     E P      +WA+IGL V P   GSG  
+   
Sbjct  409  FGVEADFEPSRVRFLERP--
AGTGEACDEFPWHDHTHYWATIGLRVEPGERGSGGVFGYE  466

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              LG L ++F  A+ D +   L  GL G  VTD ++      Y +P+ST ADFR L 
PIV
Sbjct  467  
TELGALPRAFHQAIEDTVHATLLSGLEGAPVTDYRVTLTRSGYAAPISTAADFRGLTPIV  526

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ + T+L EPY++F    P + L+          A    A       + 
TGE+PA
Sbjct  527  
LRRALRLARTRLYEPYVAFEAEVPLDALAPVTAQLASCRAEFAGATGGVGSWLITGELPA  586

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKG  609
            R ++     L   T+G  V  +   G
Sbjct  587  RRVREVELSLRGLTHGEGVWWSRPSG  612

>WP_069864988.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. SPMA113]
Length=653

 Score = 290 bits (743),  Expect = 1e-85, Method: Compositional 
matrix adjust.
 Identities = 214/632 (34%), Positives = 320/632 (51%), Gaps = 
37/632 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ER+RGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERRRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----IE  173
            P ++FINKID+AG   + ++  +R  L+  ++    ++   + +  +      D     



E
Sbjct  129  
PVLLFINKIDRAGARDEGLLADIRRALAPHLVPLTAVRAPGTRNAHVRSRSFDDPGVRAE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +    PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAEIDDAMLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGAGVADLVEG  248

Query  234  VTGLFQPIGEQGSAALCGSVFKVE----------
YTDCGQRRVYLRLYSGTLRLRDTVAL  283
            V  L  P    G     G+VF VE              G R  YLRL+SG + LR  
V L
Sbjct  249  VARLVPPA--
PGGTEPRGTVFAVERGGGGTGGDRGGARGGRTAYLRLFSGEVTLRQRVTL  306

Query  284  AGRE--------
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
              RE          +IT + +  +    R          +     VR+ D LG P     
Sbjct  307  HRREPGGAPTEHTGQITALEVIGRAGTARGPLTAGNIARVRGLPGVRVGDRLG-
PVHDTA  365

Query  336  KRWREDPLPMLRTTI---
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
               R    P L+T +    P T A  + L  AL  LAD DPL+           +L 
+ G
Sbjct  366  SDRRHFAAPSLQTLVRAREPGTTAASQ-
LHTALLDLADQDPLIHARAMPGGATSVLLY-G  423

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVT  450
             VQ E+++A L + Y +E   +    + +ERP  +  A H I         WA+
+GL V 
Sbjct  424  EVQKEIIAATLVQDYGIEADFEPSRPVLVERPSGVGEAVHEI-
ARFDHTGLWATVGLRVE  482

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P   G+G  +     LG L ++F NA+ + +   L  G  G +VTDC++      +  
P+
Sbjct  483  
PTERGAGAVFGYETELGALPRAFHNAIEETVYETLLHGPRGRSVTDCRVVLVRSGFIGPL  542

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST ADFR + P+VL +AL+ +G ++ EPY +F L  P E L+          A I  
+  
Sbjct  543  
STAADFRDITPVVLGEALERAGWRVYEPYHAFELELPPEALAAVTAHLAAAEADIGESVD  602

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                 +  GE+PAR +  +   L   T+G  V



Sbjct  603  GATGWLVRGELPARRVHGFEQVLPRLTHGEGV  634

>WP_059296825.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
canus]
Length=635

 Score = 290 bits (742),  Expect = 1e-85, Method: Compositional 
matrix adjust.
 Identities = 223/617 (36%), Positives = 319/617 (52%), Gaps = 
25/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
AAFTIGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDA  177
            +PT++F+NKID++G     ++  VR  L+  +  + + T + +P   V     D     
A
Sbjct  121  
LPTLVFVNKIDRSGARTDGLLDDVRRLLTPHVAPLTEVTGAGTPHARVARRAPDGRTAQA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +   L      R  D S  P+Y+GSA  G G+  L++ 
+ GL
Sbjct  181  
LAEVDPGILAALVDGPEPTARDLAAALAARTADGSFHPLYHGSALGGEGVAELVEGLLGL  240

Query  238  FQPIGEQGSAALC---GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITE  293
              P    GS+      G+VF V     G+R  YLRLY G +R R  +    RE   
+ TE
Sbjct  241  V-
PAAAPGSSRAAEPRGTVFAVRPGPAGERTAYLRLYDGEVRPRRRLTFLRRESDGRTTE  299

Query  294  MRIPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            +     G + R D      T   G I  L     +R+ D LG+ +    +R  +   
P L
Sbjct  300  V----SGRVTRLDVVGGDSTLTAGNIAALAVPGGLRVGDRLGELS----
ERASQFAPPTL  351



Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            +T +      Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A 
L+E 
Sbjct  352  QTLVRAVDPEQAGPLRAALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAED  410

Query  407  YKLETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            Y +E       V ++ERP         +  +    +WA++GL V P   GSG ++     
Sbjct  411  
YGIEAEFAPGRVRFLERPTGTGEAAEEMPWLDHTRYWATVGLRVEPGPRGSGGEFAYETE  470

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV + +   L  GL G  VTD ++      + SPVST ADFR L  
IVL 
Sbjct  471  
LGALPRAFHQAVEETVHATLLTGLTGAAVTDYRVTLIRSGFSSPVSTAADFRGLTAIVLR  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL  +GT L EPY +F    P + L+          A            + TGE
+PAR 
Sbjct  531  
RALARAGTVLYEPYQAFEAEVPADTLAAVTALLASLGADFTGTTGGDPAWIVTGELPARR  590

Query  586  IQAYRTDLAFYTNGRSV  602
            ++     L   T G  V
Sbjct  591  VREAELRLPGLTRGEGV  607

>KPC76460.1 GTP-binding protein [Streptomyces sp. NRRL WC-3753]
Length=622

 Score = 290 bits (741),  Expect = 1e-85, Method: Compositional 
matrix adjust.
 Identities = 215/617 (35%), Positives = 317/617 (51%), Gaps = 
25/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   G+V+ G T TD   +ER+RGIT+
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGAVDTGDTVTDDGGIERRRGITVRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+ G    ++++ VR  L+  +     V+       +V+    D    
+A
Sbjct  121  
LPTLVFVNKIDRPGARTDALLEDVRHLLTPHVAPLTGVTGAGTKGALVVRRAPDGGTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +  ++      R  D S  P+++GSA  G G+  L++ 
+  L
Sbjct  181  
LAEVDPGILAALVDGPEPTAGQVAAALAARTADGSFHPLFHGSALGGQGVAELVEGLVTL  240

Query  238  FQPIGEQGSAAL--
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
                 +  + A    G+VF V     G+R  YLRLY G +R R  +    RE       
R
Sbjct  241  VPAAAQGTAGATEPRGTVFAVRPGPTGERTAYLRLYDGEVRPRRRLTFLRRES---
DGRR  297

Query  296  IPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
                G + R D      T   G I  L     +R+ D LG+P     +R  +   P 
L+T
Sbjct  298  TEVSGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGEPA----
ERAPQFAPPTLQT  353

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +      Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A L
+E++ 
Sbjct  354  LVRAVRPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAEEFG  412

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E       V ++ERP  A +     E+P      +WA++GL V P   GSG  +     
Sbjct  413  IEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDRTRYWATVGLRVEPGPYGSGGVFGYETE  470

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV + +   L  G  G  VTD ++      + SP+ST ADFR L 
PIVL 
Sbjct  471  
LGALPRAFHQAVEETVHATLLTGPAGAAVTDYRVTLIRSGFSSPLSTAADFRGLTPIVLR  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL  +GT L EPYL+F    P + L+          A              TGE
+PAR 
Sbjct  531  



RALARAGTVLYEPYLAFEAEVPPDALAAVTALLASLGADFTGTTGGDPAWTVTGELPARR  590

Query  586  IQAYRTDLAFYTNGRSV  602
             +     L   T G +V
Sbjct  591  AREAELRLPGLTRGEAV  607

>WP_079150242.1 GTP-binding protein [Streptomyces sp. NBRC 109436]
Length=731

 Score = 292 bits (748),  Expect = 1e-85, Method: Compositional 
matrix adjust.
 Identities = 225/703 (32%), Positives = 326/703 (46%), Gaps = 
108/703 (15%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++
+AV SF
Sbjct  12   
LNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERQRGITVRSAVASF  71

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR++ 
+P 
Sbjct  72   
TTGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRLPV  131

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIEAW  175
            ++FINKID+AG   + ++  +R  L+  ++          +   + P  + +     
EA 
Sbjct  132  
LLFINKIDRAGARDEGLLADIRRTLAPHLVPLTEVRDLGTRNAHVRPRSLDDPGVRTEAA  191

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E +D LL + + G   S E++      R  +    PV++GSA  G G+  L+
+ V 
Sbjct  192  
EVLAETDDALLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGQGVGALVEGVA  251

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDC----------------------------------  261
             L  P    G     G+VF VE                                      
Sbjct  252  RLVPPA--
PGGPEPRGTVFAVERDGGGGPGGNGKARGNGKGGGKGGGNGKGKGNRGGNPS  309

Query  262  ----GQRRVYLRLYSGTLRLRDTVALAGRE--------
KLKITEMRIPSKGEIVRTDTAY  309
                G R  YLRL+SG +RLR  V L  RE          +IT + +  + E  R     
Sbjct  310  
GGARGGRTAYLRLFSGEVRLRQRVTLYRREPGGAVTEHTGQITALEVIGRAESARGPLTA  369



Query  310  PGEIVILPSDSVRLNDVLG-------------------
DPTRLPRKRWRED---------  341
                 I     VR+ D LG                   D    P    R +         
Sbjct  370  
GNIARIKGLPGVRVGDRLGAAPGPSAGGEEGDEGDGRADSAHSPNSANRPNGDDRGDSAH  429

Query  342  ------------------PLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDS  381
                                P L+T +  +   AA   RL  AL  LAD DPL+      
Sbjct  430  
SAHSAHRDGRDGAQQPHFAAPSLQTLVHAREPGAAAASRLHTALLDLADQDPLIHARAMP  489

Query  382  ITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPN  439
                 +L + G VQ E+++A L + Y +E   +    + +ERP  +  A H I       
Sbjct  490  GGATSVLLY-
GEVQKEIIAATLVQDYGIEADFEPSRPVLVERPSGVGEARHEIARTGHTG  548

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            P WA++GL V P + G+GV +     LG L ++F  A+ + +   L  GL G 
+VTDC++
Sbjct  549  P-
WATVGLRVEPTARGAGVVFGYETELGALPRAFHTAIEETVHETLFHGLRGRSVTDCRV  607

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
                  +  PVST  DFR + P VL QAL+ +G ++ EPY +F L  P E L+       
Sbjct  608  
VLVRSGFIGPVSTAGDFREVTPRVLGQALERAGWRVYEPYHAFELEIPTEALAAVTARLA  667

Query  560  KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
               A I  +       +  GEIPAR +  +   L   T+G+ V
Sbjct  668  AAEADIGESVDGATGRLLRGEIPARRVHGFERVLPRLTHGQGV  710

>WP_049060605.1 GTP-binding protein, partial [Enterococcus faecium]
Length=196

 Score = 275 bits (703),  Expect = 2e-85, Method: Compositional 
matrix adjust.
 Identities = 130/180 (72%), Positives = 150/180 (83%), Gaps = 0/180 
(0%)

Query  15   
GKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVD  74
            GKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   
KVNI+D
Sbjct  1    
GKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIID  60

Query  75   
TPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAG  134



            TPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ G
Sbjct  61   
TPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNG  120

Query  135  
VDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEP  194
            +DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY+
+G+ 
Sbjct  121  
IDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKS  180

>KOX19037.1 GTP-binding protein [Saccharothrix sp. NRRL B-16348]
Length=652

 Score = 290 bits (742),  Expect = 2e-85, Method: Compositional 
matrix adjust.
 Identities = 213/625 (34%), Positives = 324/625 (52%), Gaps = 
36/625 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVDAGKT+LTE LL+  G IS  GSV+ G T+TD+  LER+RGITI++AV  
F+ 
Sbjct  1    
MGVLAHVDAGKTSLTERLLFDHGTISRLGSVDGGDTQTDSGELERRRGITIRSAVAWFRL  60

Query  66   HR-----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    +VN+VDTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L  
+LR++ 
Sbjct  61   
RDPVLGDLQVNLVDTPGHPDFIAEVERALSVLDGAVLVLSAVEGVQAQTRVLMRSLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTD----I  172
            +PT++F+NKID+ G     ++  +R +L+  ++    + +  +    +V     D     
Sbjct  121  
LPTLLFVNKIDRTGARHDDLLAEIRRRLTPAVVPMVRVDRLGTRDAGVVARSFADRAFAA  180

Query  173  EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
            E  + + +++  LL + + G+ P      +R++  R     + PVY+GSA  G G   
L 
Sbjct  181  EVAELLADHDLPLLGRVVDGDVPEDVAGPLRDQTCR---
GLVHPVYFGSAVSGAGTAELA  237

Query  232  DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL--------
RLRDTVAL  283
            D V     P     S  L G+VF VE T  G++  YLRL+SGT+        R RD    
Sbjct  238  DGVRRFLAPR-
PAPSDDLRGTVFAVERTGKGEKVAYLRLFSGTVHGRQRLVFRRRDASGA  296



Query  284  
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
                + ++  + +   G    T     G++  LP   VR+ D LG     P   +     
Sbjct  297  VEEHRGRVAGLEVVGGGSGPLT-AGDIGKLRGLP--
QVRVGDRLGADDDGPTAHFSP---  350

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P+L + + P+   +   L  ALT+LAD DPL+R          +L + G VQ EV+
+  L
Sbjct  351  PILESVVRPERPGRAAELHAALTRLADEDPLIRTRTAGGGATSVLLY-
GAVQREVIAERL  409

Query  404  SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP--
PNPFWASIGLSVTPLSLGSGVQYE  461
              ++ +E V +    +Y ERP+      +H   P  PN FW ++G+ V PL  GSG  
+ 
Sbjct  410  QREFGVEAVFEPVRPVYFERPV-
GRGEAVHEFNPRGPNDFWQTVGVRVEPLPPGSGNTFT  468

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
             +  LG L +++  A+ + +   L QGL GW VTDC +      Y +P +  ADFR 
L P
Sbjct  469  
RQAQLGLLPKAYHRAIEEAVTTTLRQGLHGWEVTDCAVTITQVGYQAPNTVAADFRHLTP  528

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +V+  AL+++G+ + EP  +  +  P + LS          A +  A       +  
G I
Sbjct  529  
VVVLGALRQAGSAVHEPGYAVEVEVPGDALSAVTGLLLSLDADLGPAVEAGSVWLVPGTI  588

Query  582  PARCIQAYRTDLAFYTNGRSVCLTE  606
            PAR +      L   T G      E
Sbjct  589  PARSLHDLAVALPGLTRGEGSIWHE  613

>WP_051818878.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL S-1813]
Length=664

 Score = 290 bits (742),  Expect = 2e-85, Method: Compositional 
matrix adjust.
 Identities = 225/648 (35%), Positives = 326/648 (50%), Gaps = 
51/648 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +GAI   GSV+ G T TDT  LERQRGITI+
+AV 
Sbjct  5    



RTLNVGILAHVDAGKTSLTERLLFDTGAIGRLGSVDTGDTCTDTGELERQRGITIRSAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  65   
SFTVGGTQVNLLDTPGHSDFTAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT---------
VSLSPEIVLEENTDI  172
            PT++FINKID+ G   ++++  +R +L A + +  T             P  + +     
Sbjct  125  PTLLFINKIDRTGARDEALLADIR-
RLLAPVAVPMTSVTGLGTARADAVPYALEDPRVRE  183

Query  173  EAWDAVIENNDKLLEKYI-------------AGEP-
ISREKLVREEQRRVQDASLFPVYY  218
               + V E ++ +L + +             AG P  + ++L      R  D SL 
PVY+
Sbjct  184  
RIAEVVAEADESVLAQLVGPGPRGPEQGGTAAGGPEPTADRLRTALADRTADGSLHPVYF  243

Query  219  
GSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
            GSA  G GI  L++ +  L  P          G+VF V      +R  ++RLY+G 
LR R
Sbjct  244  
GSALGGQGIDALIEGMVRLIPPAPIGAGTEPRGTVFAVHQPPNAERTAHIRLYAGALRPR  303

Query  279  DTVAL------AGREKL--KITEM----RIPSKGEIVRTDTAYPGEI-
VILPSDSVRLND  325
              +AL        RE L  +IT +    R P  G  +      PG I VI     
+R  D
Sbjct  304  QQIALHRAAADGARESLTGRITSLDVVGRAPGDGGPL-----
TPGNIGVIRGLPGIRTGD  358

Query  326  VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSIT  383
             LG  T  P +     P P L T +  +  A+   L  AL  LAD DPLL  R   
D  T
Sbjct  359  RLGAATDAPAENTLF-
PSPTLETLVRARRPARAAALRAALLALADQDPLLQARPAPDGAT  417

Query  384  HEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPF  441
              ++    G VQ E+++A L +++ +E        + +ERP  +  A   I       
P 
Sbjct  418  SVLL---
HGEVQKEIIAATLRQEHGIEAEFAPSRAVCVERPSGVGEACEEIARRGHTGP-  473

Query  442  
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICF  501
            WA++GL V P + GSG  +     LG L   F  AV +     L  G  G  VTDC
++  



Sbjct  474  
WATVGLRVEPGARGSGPVFTYETELGALPHGFHQAVEETALATLHHGPHGLAVTDCRVVL  533

Query  502  
EYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  561
                +  P+ST  DFR++ P+VL +AL  +GT++ EPY +F    P   L+         
Sbjct  534  
TRSGFVGPLSTAGDFRAVTPVVLRRALDRAGTRVYEPYHAFEAELPLTALAPVTARLAAL  593

Query  562  CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             A +      +   + +G +PAR +Q +   L   T+G  V  +   G
Sbjct  594  GAELAETSGGRHSWLVSGSLPARRVQEFLGLLPGLTHGEGVWTSHPSG  641

>WP_064731132.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
parvulus]
 ANJ10809.1 GTP-binding protein [Streptomyces parvulus]
Length=623

 Score = 288 bits (738),  Expect = 3e-85, Method: Compositional 
matrix adjust.
 Identities = 223/614 (36%), Positives = 314/614 (51%), Gaps = 
26/614 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ER+RGITI+
+AV +F
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGGIERRRGITIRSAVAAF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGATQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLLRTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKL---
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            ++F+NK+D+AG   + ++  VR  L   +A +            V+    D    
+A+ E
Sbjct  127  
LVFVNKVDRAGARPEELLGDVRRLLTPHAAPMTAVTGAGTGDARVVPRPPDERTAEALAE  186

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +  +L   + G   +   L      R  D +  PVY+GSA  G G+  L+  +  
L  P
Sbjct  187  
VDPDVLAALVDGPEPTAGDLAAALAARTADGTFHPVYHGSALSGQGVAELVRGLLALVPP  246

Query  241  IGEQGSAALC-GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-



KLKITEMRIPS  298
                   A   G+VF V     G R  YLRLY G +R R  +    RE   + TE+    
Sbjct  247  
AAAAPGTAAPRGTVFAVRPEPGGGRTAYLRLYDGEVRPRQRLTFLRREADGRTTEV----  302

Query  299  KGEIVRTDTA------YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             G + R D          G I  L    ++R+ D LG        R  +   P L 
T + 
Sbjct  303  AGRVTRLDVVGGGAALTAGNIAALTGPGALRVGDRLGGLG----
DRAPQFAPPTLETVVR  358

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             +   Q   L  AL  LAD DPLL    ++     +L + G VQ+EV++A L+E + 
+E 
Sbjct  359  ARRPEQAAPLRSALLALADQDPLLHARPEASGATALLLY-
GEVQMEVLAATLAEDFGVEA  417

Query  412  VVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
                  V Y+ERP  A +     E+P      +WA++GL V P   GSGV +     
LG 
Sbjct  418  EFAPGRVRYLERP--
AGTGEAAEEMPWLDHTRYWATVGLRVDPGPRGSGVVFAHETELGA  475

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            L ++F  AV + +   L  G  G  VTDC++      + SPVST ADFR L PIVL 
+AL
Sbjct  476  
LPRAFHQAVEESVHATLSSGPAGVAVTDCRVTLVRSGFCSPVSTAADFRGLTPIVLRRAL  535

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +GT L EPY +F    P + L+          A            + TGE+PAR 
++ 
Sbjct  536  
DRAGTVLHEPYHAFEAEIPPDTLAAVTARLAALGADFTGTTGGDPAWLVTGELPARRVRE  595

Query  589  YRTDLAFYTNGRSV  602
                L   T G +V
Sbjct  596  AELRLPGLTRGEAV  609

>WP_092561486.1 GTP-binding protein [[Clostridium] populeti]
 SFR93723.1 small GTP-binding protein domain-containing protein 
[[Clostridium] 
populeti]
Length=653

 Score = 289 bits (740),  Expect = 4e-85, Method: Compositional 
matrix adjust.
 Identities = 178/612 (29%), Positives = 309/612 (50%), Gaps = 



19/612 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
             GI+AHVDAGKTTL+E +L+   AI +PG V+      D   +ER+RGIT+ +    
FQ 
Sbjct  5    
FGIMAHVDAGKTTLSEQILFYGKAIRQPGRVDHKNAFLDCHEIERERGITVYSDQAFFQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  +VDTPGH DF++EV R+L V+D  ++VISA DGVQ QT  +++ LR+  
IP  I
Sbjct  65   
EEDEYYLVDTPGHADFISEVERTLDVIDYGVIVISATDGVQGQTETIWNCLRERKIPVFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D    D + ++  +  KLS      Q VS +   +L + +D E  +    +
++  
Sbjct  125  FVNKMDMETADSEWILAELHKKLS-----NQIVSFTKTDILCDLSD-
EMIELAASSSEIA  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-
PIGEQ  244
            +EKY  G+ + +E++    ++ ++   L+P  +G+A +  G++  +     L        
Sbjct  179  MEKYFEGK-
LDKEEVFVILKKMIKQCELYPCMFGAALQDDGVKEFLQQFHILTDTEYDTM  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---
EKLKITEMRIPSKGE  301
             +    G V+K++Y   G+R  ++++ +G L +RD + L      ++ K+ ++++ 
S  +
Sbjct  238  
ENMPFAGRVYKIQYDSNGERMAFIKVLAGKLSVRDEILLQKDGEIQREKVNQLKLISGNK  297

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    TAYPGE+V +    SV     +GD   + + ++    +P L+  +   +      
Sbjct  298  VSAVATAYPGELVGVTGLKSVTAGAGIGDCNDILQYQF----
VPALKVKVLYDSNIPDRE  353

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            ++     L D +P+L    D++  ++ +  +G +QLEV+  ++ E++       +P 
V+Y
Sbjct  354  
MIRCFQMLEDENPMLGANWDAVLKQLEICIMGMIQLEVLQRVVKERFGYTIQFTQPEVLY  413

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            ME P    +   H E  P   +A + L + PL  GSG+QYES      L  +FQNA
+R  
Sbjct  414  METPACEVTGYGHFE--



PLRHYAEVSLKLIPLKEGSGLQYESSCHPDQLAMNFQNAIRTH  471

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   + +G+  G  +TD KI    G+ +   +   DFR      + Q L++SG+ 
LLEP 
Sbjct  472  
VFEKIHKGILTGSPLTDVKIVLNGGIAHIKHTEGGDFREATYRAIRQGLEKSGSVLLEPV  531

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    + + R   D  K   + ET     +  + TG  P      Y      
YT G
Sbjct  532  
YEFTIEVESQLIGRVLSDITKMKGSFETPLAAGENSIITGTCPVSTFMNYAESFMIYTKG  591

Query  600  RSVCLTELKGYQ  611
            +     ++  YQ
Sbjct  592  KGRISAKVSRYQ  603

>CDE42291.1 tetracycline resistance protein TetO [Clostridium sp. 
CAG:768]
 AJW59201.1 Tetracycline resistance protein TetO (plasmid) 
[Campylobacter 
coli]
Length=162

 Score = 272 bits (696),  Expect = 6e-85, Method: Compositional 
matrix adjust.
 Identities = 120/160 (75%), Positives = 140/160 (88%), Gaps = 0/160 
(0%)

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEP
Sbjct  2    
EGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEP  61

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL 
++TN
Sbjct  62   
YLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTN  121

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G+ VCLTELKGYQ A+G+ + QPRRPNSR+DKVRHMF K+
Sbjct  122  GQGVCLTELKGYQPAIGKFICQPRRPNSRIDKVRHMFHKL  161

>WP_087788470.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 



sp. CS159]
 OWA22912.1 GTP-binding protein [Streptomyces sp. CS159]
Length=622

 Score = 288 bits (736),  Expect = 6e-85, Method: Compositional 
matrix adjust.
 Identities = 215/617 (35%), Positives = 316/617 (51%), Gaps = 
25/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +NIGILAHVDAGKT+LTE LL+  GA+   G+V+ G T TD   +ER+RGIT+
++AV
Sbjct  1    
MRTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGAVDTGDTVTDDGGIERRRGITVRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
AAFTVGDTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PT++F+NKID+ G    ++++ VR  L+  +     V+       +V+    D    
+A
Sbjct  121  
LPTLVFVNKIDRPGARTDALLEDVRRLLTPHVAPLTGVTGAGTKGALVVRRPPDGGTAEA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +  ++      R  D S  P+++GSA  G G+  L++ 
+  L
Sbjct  181  
LAEVDPGILAALVDGPEPTAGQVAAALAARTADGSFHPLFHGSALGGQGVAELVEGLVTL  240

Query  238  FQPIGEQGSAAL--
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
                 +  + A    G+VF V     G+R  YLRLY G +R R  +    RE       
R
Sbjct  241  VPAAAQGTAGATEPRGTVFAVRPGPTGERTAYLRLYDGEVRPRRRLTFLRRES---
DGRR  297

Query  296  IPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
                G + R D      T   G I  L     +R+ D LG+P      R  +   P 
L+T
Sbjct  298  TEVSGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGEPA----
DRAPQFAPPTLQT  353

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +      Q   L  AL  LAD DPLL     + +    L   G VQ+EV++A L



+E++ 
Sbjct  354  LVRAVRPEQAAPLRSALLALADQDPLLHAR-
PAASGATALLLYGEVQMEVLAATLAEEFG  412

Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E       V ++ERP  A +     E+P      +WA++GL V P   GSG  +     
Sbjct  413  IEAEFTPGRVRFLERP--
AGTGEAAEEMPWLDRTRYWATVGLRVEPGPYGSGGVFGYETE  470

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV + +   L  G  G  VTD ++      + SP+ST ADFR L 
PIVL 
Sbjct  471  
LGALPRAFHQAVEETVHATLLTGPAGAAVTDYRVTLIRSGFSSPLSTAADFRGLTPIVLR  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL  +GT L EPYL+F    P + L+          A              TGE
+PAR 
Sbjct  531  
RALARAGTVLYEPYLAFEAEVPPDALAAVTALLASLGADSTGTTGGNPAWTVTGELPARR  590

Query  586  IQAYRTDLAFYTNGRSV  602
             +     L   T G +V
Sbjct  591  AREAELRLPGLTRGEAV  607

>PJP85164.1 tetracycline resistance ribosomal protection protein 
Tet(O), 
partial [Campylobacter jejuni subsp. jejuni]
Length=177

 Score = 273 bits (697),  Expect = 6e-85, Method: Compositional 
matrix adjust.
 Identities = 130/177 (73%), Positives = 152/177 (86%), Gaps = 0/177 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E 
WDA
Sbjct  121  
IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQWDA  177

>WP_066464840.1 GTP-binding protein [Caryophanon latum]
 OCS90274.1 elongation factor G [Caryophanon latum]
Length=640

 Score = 288 bits (737),  Expect = 8e-85, Method: Compositional 
matrix adjust.
 Identities = 191/601 (32%), Positives = 294/601 (49%), Gaps = 
36/601 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT  E LL+ + AI   G V+   T  D   LER RGITI A    
F +
Sbjct  5    
IGIFAHVDAGKTTFAEQLLFTTNAIKTVGRVDHQNTFLDNDELERARGITIFAEQGRFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            + C  +I+DTPGH+DF  E+ RSLA+LD AI+++SA + VQ  T  ++  LR   
IP++ 
Sbjct  65   
NDCTYHIIDTPGHVDFSPEMERSLAILDAAIIIVSAVERVQGHTETVWQLLRTRQIPSIF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D+ G  L+  +  ++  LS D ++     +S               AV E 
++K+
Sbjct  125  FVNKMDREGASLEQTMAQIQQLLSPDAVVVDETFVS---------------
AVAERHEKV  169

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA----
VTGLFQPI  241
            L+ YIA E +S E L    Q+ +Q+ +LFPV+ G A  G GI  ++DA    VT  
+   
Sbjct  170  LDAYIA-
ENVSDELLTHSVQQLMQNGALFPVFNGVALHGDGIDRVLDALDRFVTTTYDKT  228

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
            G+     +  +VFK+ + +  QR  +++L  GTL +RD V + G    KI E+R  
+   
Sbjct  229  GD-----VQANVFKIRH-ELDQRLTFMKLMRGTLHVRDDVIIRG-
NVYKILEIRAYNGQR  281

Query  302  IVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                  A+ G++V L       + DV+GD         +    P L+  +        



+ 
Sbjct  282  FKSVQQAFAGDVVALKGLHEAVVGDVIGDCM-----
SQQLTLTPTLQAKLHVHNKIHVKE  336

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L  L +L   +P LR        EI L  +G +QLEV++ +L E+Y+L+     P
+++Y
Sbjct  337  
VLAMLRELEAEEPTLRVTWHERHQEIQLHVMGVIQLEVLTHILRERYRLDVTFDTPTILY  396

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            ME   K+A    H E  P   +A + L V P + G G+ + +R     L       
+   
Sbjct  397  METIAKSAYGYGHFE--
PLKHYAEVHLHVAPNARGRGMTFTNRCHADDLTTGHMRLIEHH  454

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      GL  G  +TD  +    G  ++  +   DFR      L QA ++    
LLEPY
Sbjct  455  
LFEQEHHGLLTGSPITDVHVTLLNGAAHAKHTAGGDFREATHRALRQACEQVENVLLEPY  514

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F L A  ++L R   D  +   T +   + + + + TG +P      Y T    
YTNG
Sbjct  515  
YRFRLRASIDHLGRMMSDVQQASGTFDAPALTEHDALLTGRVPVATFMHYATTFLAYTNG  574

Query  600  R  600
            +
Sbjct  575  K  575

>AMP51281.1 hypothetical protein [uncultured bacterium]
Length=167

 Score = 272 bits (695),  Expect = 8e-85, Method: Compositional 
matrix adjust.
 Identities = 132/155 (85%), Positives = 143/155 (92%), Gaps = 0/155 
(0%)

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            MRIPSKGEIVRTDTA+ GEIVILPSDS+RLND+LGD T+LPR+ W + P 
PMLRTTIAPK
Sbjct  1    
MRIPSKGEIVRTDTAHKGEIVILPSDSLRLNDILGDKTQLPREMWSDVPFPMLRTTIAPK  60

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413



            TA QRERLLDALTQ+ADTDPLLR EVDSITHEIILSFLGRVQLEVVSALL+EKYK
+ET V
Sbjct  61   
TATQRERLLDALTQIADTDPLLRYEVDSITHEIILSFLGRVQLEVVSALLAEKYKIETAV  120

Query  414  KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLS  448
            KEP+VIY+ERPLK ASHTIHIEVPPNPFWAS  LS
Sbjct  121  KEPTVIYLERPLKVASHTIHIEVPPNPFWASPSLS  155

>WP_079118662.1 GTP-binding protein, partial [Streptococcus 
pneumoniae]
Length=173

 Score = 272 bits (696),  Expect = 8e-85, Method: Compositional 
matrix adjust.
 Identities = 130/173 (75%), Positives = 148/173 (86%), Gaps = 0/173 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE  
173
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ E
Sbjct  121  IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESE  
173

>WP_072830040.1 GTP-binding protein [Clostridium collagenovorans]
 SHH53074.1 translation elongation factor 2 (EF-2/EF-G) [Clostridium 
collagenovorans 
DSM 3089]
Length=656

 Score = 288 bits (737),  Expect = 1e-84, Method: Compositional 
matrix adjust.
 Identities = 197/658 (30%), Positives = 331/658 (50%), Gaps = 
35/658 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + NIGI AHVDAGKTT TE +LY SG I   GSV+ G   TD   LER+RGITI 



A  
Sbjct  1    
MNLRNIGIFAHVDAGKTTTTEQMLYLSGKIRSLGSVDNGNAVTDYNELERKRGITIYADE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F W    +N++DTPGH+DF  EV RSL  +DGAIL+ISA +GV+  T  L+  L
+  N
Sbjct  61   
VNFTWKDTHINLIDTPGHIDFYPEVQRSLLAIDGAILIISALEGVKGNTETLWRELKLNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVI +NKID+ GV+++  +++++  LS+DI++    + S E +  EN      + 
+ +
Sbjct  121  IPTVILLNKIDRTGVEIEYSLENIKSNLSSDILLINDNTFSTENL--EN----
LIELISQ  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG----  236
             N+  LE+Y+ GE I +E+L  E + + +   ++PV  GSA +G GI+ L+D +T     
Sbjct  175  
KNEVFLERYLNGEDILKEELESEIKAQCKAGYIYPVVLGSAIEGKGIENLLDCITDFLPN  234

Query  237  ---------LFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR  286
                     L + I    S+    S V+K+          Y+++  G+L+ R +      
Sbjct  235  
PKESLKNKKLLESIDHNNSSLKNVSLVYKLRQDKTEGLLSYVKVIKGSLKPRQSFYFGEN  294

Query  287  E-
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
              + KI  +R     + +  ++   G+I ++   S   N  +GD   L ++   ++ 
LP 
Sbjct  295  NIENKINSIRKYIGQKFITLESLEEGDIGVV---SGLKNSHIGD---
LLKENSIDNILPN  348

Query  346  LRTTIAPKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             R  ++ K   + E    +LL++L  LA  DP L  +  +   E I+   G + +
+V+  
Sbjct  349  
DRGFLSSKIICKDEDSYNKLLESLNILALEDPTLNPQYVNNMKEAIVDIRGIIHMDVLKE  408

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            +L  ++ L      P+V ++E   + ++   H E  P   +  + L ++PL  G+G
++Y 
Sbjct  409  VLENRFNLNIDFASPTVTFLETISEKSTGFCHYE--
PKNHYGEVELEISPLERGAGIKYS  466

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            S +SL  L   FQN +   I   ++ G L    +TD  I    G +    +   



DFR   
Sbjct  467  
SALSLDILPSQFQNIIEKNIEDAVKHGILINSMITDMDIKLIGGSHNLEHTHGGDFRIAT  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
               L+Q L+++   LLEP   F + AP +Y+ +   D  +   +     + + +   
TGE
Sbjct  527  
IRALQQGLEKNKCILLEPLYKFNIIAPIDYMGKIISDITRMKGSFNEPLMDEHKFELTGE  586

Query  581  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            +P +    Y  +L   T+ ++        Y+    +  I  + P ++L K   ++  
+
Sbjct  587  VPIQTSMNYPIELMSSTSSKASIALSFSRYEVCHNEEEIL-
QNPENKLYKDEALYNSI  643

>WP_006380594.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomyces]
 ELP64388.1 putative tetracycline resistance protein TetP 
[Streptomyces turgidiscabies 
Car8]
 GAQ72083.1 tetracycline resistance protein TetM from [Streptomyces 
turgidiscabies]
Length=625

 Score = 287 bits (735),  Expect = 1e-84, Method: Compositional 
matrix adjust.
 Identities = 218/625 (35%), Positives = 326/625 (52%), Gaps = 
27/625 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ SGAI   GSV+ G TRTD   +ERQRGITI+
+AV +F
Sbjct  10   
LNIGILAHVDAGKTSLTERLLFDSGAIDRLGSVDAGDTRTDDGAIERQRGITIRSAVAAF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   LR++ 
+PT
Sbjct  70   
TAGDTRINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLRLPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            ++F+NKID+AG    +++  +R +L+  ++    +    + +  +     T     
+A+ 
Sbjct  130  
LVFVNKIDRAGARSDALLTEIRRRLTPYVVPLSDVDDAGTPAARVRPRPLTAAATAEAIA  189



Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-  238
            E +  +L   + G   + ++L      R  D SL P+ +GSA  G G+  L+ A+T 
L  
Sbjct  190  
EADPAVLAALVDGPAPTPDELDEALAARTADGSLHPLLFGSALGGQGVPELVLALTRLVP  249

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEM--R  295
            +P      A   G+VF V  T  G R  YLRLY G +  R  +    RE   + TE
+  R
Sbjct  250  
RPAPTAADAPPRGTVFAVRPTADGARTAYLRLYEGEVTERQRLTFLRREADGRTTEVPGR  309

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD-
PTRLPRKRWREDPLPMLRTTIAPK  353
            +     I        G I  L    ++R+ D LG+  +R P     +   P L T 
+  +
Sbjct  310  VTGLDVIGHQGPLTAGNIAALTGFGALRVGDRLGELASRAP-----
QFAPPSLETLVRAR  364

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q  RL  AL  LAD DPL            +L + G VQ EV++A L++ + 
+E   
Sbjct  365  HPEQSARLRSALLALADQDPLTHARPAPDGSTALLLY-
GEVQKEVLAATLAQDFGIEAEF  423

Query  414  KEPSVIYMERPLKAASHTIHIEVPPNPF------
WASIGLSVTPLSLGSGVQYESRVSLG  467
            +   V ++ERP      +       NP+      +A++GL V   + GSG  +     
LG
Sbjct  424  EPSRVRFLERPAGTGEASEE-----
NPWLDRGHCFATVGLRVEQGTPGSGAVFTYETELG  478

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  A+ D +   L  G  GW VTDC++      +  P+ST ADFR+L P
+VL +A
Sbjct  479  
ALPRAFHQAIEDTVHASLLAGPHGWPVTDCRVVLVRSGFVGPLSTAADFRALTPVVLRRA  538

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +GT++ EPY +F L  P   L+          A              TGE+ 
AR ++
Sbjct  539  
LERAGTRVYEPYHAFELEIPSTALAPVTGLLASLGAEFGRTTGIATGWRLTGELGARRVR  598

Query  588  AYRTDLAFYTNGRSVCLTELKGYQA  612
                 L   T+G  V  + + G +A
Sbjct  599  EAELRLPGLTHGEGVWWSRVSGDRA  623



>WP_103337124.1 GTP-binding protein [Amycolatopsis sp. CA-126428]
Length=591

 Score = 286 bits (732),  Expect = 1e-84, Method: Compositional 
matrix adjust.
 Identities = 216/620 (35%), Positives = 314/620 (51%), Gaps = 
50/620 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GA+   G V+ G T+TDT+ +ER+RGITI   
V SF
Sbjct  6    
LNIGILAHVDAGKTSLTERLLFDTGAVGALGRVDDGNTQTDTLDIERRRGITISTGVVSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +     VN++DTPGH DF+AEV R+L VLDG +LV+S   GVQA TRIL+  LR++ 
+PT
Sbjct  66   
RAGDRTVNVIDTPGHADFVAEVERALGVLDGVVLVVSGPAGVQASTRILWRILRRLRVPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--
PEIVLEENTDIEAWDAVIEN  181
            ++F+NK+DQAG D   V++S+R KLS  ++   TV  +   E+ + +   I         
Sbjct  126  
LVFVNKLDQAGADPAGVLESLRKKLSRAMVPMVTVEAAGRAELTVRDRPRIA--------  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D+   +  AGE                    +PV+ GSA  G G+  L+ A+   
F P 
Sbjct  178  DDRFRRQVAAGE-------------------AYPVFLGSAVTGAGVPELVTAIVD-
FLPT  217

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--------
AGREKLKITE  293
               G A L  +VFK+E    G R  Y R++ GTLR+RD V L          R + 
+IT 
Sbjct  218  AVPG-
AGLRATVFKIERGRGGDRIAYARVHGGTLRVRDRVELFRRTGDGTVERSRRRITA  276

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M I +  ++ R D    G+++ L     VR++D LG P  +        P P L + 
+  
Sbjct  277  M-ILAGAKVTRADA---GDLIRLSGLGDVRVDDRLGSPDGVADAGLF--
PPPGLVSVVTA  330

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +   +  RL  AL +L D DPLL   VD     + +   G VQ+EV+   L E + 
L   



Sbjct  331  RP-GEETRLHRALRELCDQDPLLGLRVDR--
GALSVRTYGEVQIEVLLERLREDFGLVAG  387

Query  413  VKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               P+ I++E+P+        ++ + P    A++GL V P   GSGV+YE  V  G 
L +
Sbjct  388  
FAPPAPIHVEKPVGVGEAAQFLDRLGPTDPVATVGLRVAPGRTGSGVRYELGVERGSLPR  447

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+   +      G  GW VTDC +   +  +  P+ST   FR +   +L  A   
+
Sbjct  448  
AFHTAIEQTVYRAAGCGPHGWEVTDCVVTLTHSGFQPPLSTAGGFREVTARLLSLAFARA  507

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T++ EP   F L  P+     A     K  A  E    +       G +PA    
A+R 
Sbjct  508  
RTRVYEPVDRFDLEVPEHVAGAAVLALAKLEAVCEPPVAEAGVARLRGSVPAAATAAFRR  567

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L     G +V   E  GY+
Sbjct  568  RLPALGQGEAVFTAEPGGYR  587

>SCJ71024.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=162

 Score = 271 bits (694),  Expect = 1e-84, Method: Compositional 
matrix adjust.
 Identities = 120/160 (75%), Positives = 139/160 (87%), Gaps = 0/160 
(0%)

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +G+ YG EQGL+GW VTDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT
+LLEP
Sbjct  2    
EGVLYGCEQGLYGWKVTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEP  61

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YL F +YAPQEYLSRAYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL 
++TN
Sbjct  62   
YLHFEIYAPQEYLSRAYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTN  121

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638



            G+ VCLTELKGYQ A G+ + QPRRPNSR+DKVRHMF K+
Sbjct  122  GQGVCLTELKGYQPATGKLICQPRRPNSRIDKVRHMFHKL  161

>WP_066028268.1 GTP-binding protein [Streptomyces hygroscopicus]
Length=728

 Score = 290 bits (741),  Expect = 1e-84, Method: Compositional 
matrix adjust.
 Identities = 224/700 (32%), Positives = 325/700 (46%), Gaps = 
105/700 (15%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++
+AV SF
Sbjct  12   
LNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERQRGITVRSAVASF  71

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR++ 
+P 
Sbjct  72   
TTGDTQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRLPV  131

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIII--------
KQTVSLSPEIVLEENTDIEAW  175
            ++FINKID+AG   + ++  +R  L+  ++          +   + P  + +     
EA 
Sbjct  132  
LLFINKIDRAGARDERLLADIRRTLAPHLVPLTEVRDLGTRNAHVRPRSLDDPGVRTEAA  191

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E +D LL + + G   S E++      R  +    PV++GSA  G G+  L+
+ V 
Sbjct  192  
EVLAETDDALLARVVDGPLPSAEEVWAALAARTAEGLAHPVFFGSALSGQGVGALVEGVA  251

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDC----------------------------------  261
             L  P    G     G+VF VE                                      
Sbjct  252  RLVPPA--
PGGPEPRGTVFAVERDGGGGPGGNGKARGNGKGGGKGGGNGKGKGNRGGNPS  309

Query  262  ----GQRRVYLRLYSGTLRLRDTVALAGRE--------
KLKITEMRIPSKGEIVRTDTAY  309
                G R  YLRL+SG +RLR  V L  RE          +IT + +  + E  R     
Sbjct  310  
GGARGGRTAYLRLFSGEVRLRQRVTLYRREPGGAVTEHTGQITALEVIGRAESARGPLTA  369

Query  310  PGEIVILPSDSVRLNDVLG-------------------------
DPTRLPRKRWRED---  341



                 I     VR+ D LG                         +    P    R 
D   
Sbjct  370  
GNIARIKGLPGVRVGDRLGAAPGPSAGGEEGDEGDGRADSANSANSANRPNGDDRGDSAH  429

Query  342  ---------------PLPMLRTTIAPK--
TAAQRERLLDALTQLADTDPLLRCEVDSITH  384
                             P L+T +  +   AA   RL  AL  LAD DPL+         
Sbjct  430  
SAHRDDRDGAQQPHFAAPSLQTLVHAREPGAAAASRLHTALLDLADQDPLIHARAMPGGA  489

Query  385  EIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFW  442
              +L + G VQ E+++A L + Y +E   +    + +ERP  +  A H I       
P W
Sbjct  490  TSVLLY-
GEVQKEIIAATLVQDYGIEADFEPSRPVLVERPSGIGEARHEIARTGHTGP-W  547

Query  443  
ASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFE  502
            A++GL V P + G+GV +     LG L ++F  A+ + +   L  G  G +VTDC+
+   
Sbjct  548  
ATVGLRVEPTARGAGVVFGYETELGALPRAFHTAIEETVHETLFHGPRGRSVTDCRVVLV  607

Query  503  
YGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYC  562
               +  PVST  DFR + P VL QAL+ +G ++ EPY +F L  P E L+          
Sbjct  608  
RSGFIGPVSTAGDFREVTPRVLGQALERAGWRVYEPYHAFELEIPTEALAAVTARLAAAE  667

Query  563  ATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
            A I  +       +  GEIPAR +  +   L   T+G+ V
Sbjct  668  ADIGESVDGATGRLLRGEIPARRVHGFERVLPRLTHGQGV  707

>WP_087161275.1 GTP-binding protein [Lachnoclostridium sp. An169]
 OUP83433.1 translation elongation factor G [Lachnoclostridium sp. 
An169]
Length=914

 Score = 294 bits (752),  Expect = 1e-84, Method: Compositional 
matrix adjust.
 Identities = 196/615 (32%), Positives = 310/615 (50%), Gaps = 
33/615 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I +G++AHVDAGKTTL+E +LY +G   + G V+ G    DT  LER+RGITI 
+  
Sbjct  5    
LKHITLGLVAHVDAGKTTLSEGMLYLAGITRKLGRVDHGDAFLDTYELERERGITIFSKQ  64

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+  ++ I+DTPGH+DF AE+ R+L VLD  +LVISA DGVQ  T  L+  L
++  
Sbjct  65   
AVFPWNDAEITILDTPGHVDFSAEMERTLQVLDYVVLVISALDGVQGHTETLWRLLKRYE  124

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ G D + ++  +R +     I    +S + +++     D+   D    
Sbjct  125  IPTFIFVNKMDQEGADRERILAQLRARFGDGCIDFGGLSGNADML----
EDLAVCD----  176

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
              + ++E+++    I RE +    +R +++  +FP Y+G A +  GI+ L+D +T   
F 
Sbjct  177  --EAMMEEFLEHGTIGRETI----
RRVIRERHVFPCYFGCALRAEGIEELLDGITEYTFC  230

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   Q        V+K+   D G R  Y+++  G+LR+++TV      + K+ +
+RI S 
Sbjct  231  P---QYPETFGARVYKIARDDQGSRLTYMKITGGSLRVKETVPGI---
QEKVNQIRIYSG  284

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
             +      A PG+I  +   DS R    LG+          E P+  P+L   I      
Sbjct  285  AKYEMVQEALPGQICAVTGLDSTRPGQGLGEEEEA------
EMPVLEPVLTYRIELPDEC  338

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +L +L QL + +P L    +    EI    +G VQ+EV+   + E++ +     
E 
Sbjct  339  
DPHTMLRSLRQLEEEEPELHIVWEEKLGEIHAKLMGEVQIEVLRRQIKERFGVSVTFGEG  398

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E          H E  P   +A + L + P   GSG+Q+ S  S   L+++
+Q  
Sbjct  399  SIVYKETIGTVVEGVGHFE--
PLRHYAEVHLKMEPGERGSGLQFASECSEDILDRNWQRL  456

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +     +G L G  VTD KI    G  +   +   DFR      + Q L ++ 
+ L
Sbjct  457  
ILTHLEEKEHRGVLTGAAVTDMKITLISGRAHQKHTEGGDFRQATYRAVRQGLMKAESIL  516

Query  536  



LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F +  P   + RA  D  +   T +T +   D  V TG +P   ++ Y+T
+ A 
Sbjct  517  
LEPYYAFRMELPAGNVGRAMTDIRRMSGTFDTPETDGDSAVLTGSVPVETMRGYQTEFAA  576

Query  596  YTNGRSVCLTELKGY  610
            YT GR      LKGY
Sbjct  577  YTGGRGRLSCVLKGY  591

>WP_096270147.1 GTP-binding protein [Paucisalibacillus globulus]
Length=651

 Score = 288 bits (736),  Expect = 1e-84, Method: Compositional 
matrix adjust.
 Identities = 182/619 (29%), Positives = 304/619 (49%), Gaps = 
18/619 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + AI   G V+  +   D   +E+QRGIT+ A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKAIRNRGRVDHQSAFLDNHDIEKQRGITVFADQAIFHY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ RS+ V+D AI++ISA +G++  T  ++  L K +
+PT  
Sbjct  65   
KDSTYYLLDTPGHVDFSPEMERSIQVMDFAIIIISAVEGIEGHTETVWRLLNKHHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D++ V+  +R+ L++D++    VS++  +      D +  + V E 
++KL
Sbjct  125  FINKTDRTGGDVERVIADIRNNLTSDVLNLNAVSITDSL------
DEKVIEFVAERDEKL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             + Y+     + E  V   +  +++ +LFP   GSA + +GI+  ++ +  L      
+ 
Sbjct  179  FDYYMQ-YGFNHELWVNTMKNMIKECTLFPCLSGSALQDIGIEDFIEKLNNL-
TTTNYKK  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---
LAGREKLKITEMRIPSKGEI  302
               L G V+K+ Y D G R  ++++ SGTL++RD V    +  +   KIT++R  +  
+ 
Sbjct  237  
EEELSGRVYKIRYEDAGTRLTFIKVISGTLKVRDEVVYGDIDNKITEKITQIRKYNGNQY  296



Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                    GE+  ++        D +G   +LP K+   D +P LR+ +  ++    
+  
Sbjct  297  EVVQQVCAGELCAVIGLSQATTGDGVG---
KLPAKKMSFDMIPTLRSKVVFESQVNAKEA  353

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    +I +  +G +QLEV+  ++ E++ L    ++P 
+IY 
Sbjct  354  
LKYFMILDSEDPSLMVSWEEKLQQIHIHVMGTIQLEVLKQVVLERFGLLVNFEKPEIIYK  413

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E      +   H E  P   +A + L + P    SG+Q+ S     +L+   QN V
+  I
Sbjct  414  ETIESTVTGYGHFE--
PLKHYAEVHLKIEPAPRNSGIQFRSTCHTDHLSLGLQNLVKQHI  471

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD KI    G  ++  +   DFR      + Q L+++  
+LLEPY 
Sbjct  472  
YERDHHGLLTGSGLTDVKITLLTGRAHNRHTHGGDFREATFRAIRQGLEKAKNRLLEPYY  531

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    E + R   D      T E      D+ + TG++P      Y T LA 
YT G+
Sbjct  532  
QFNIKVEIEQMGRVMTDIQTAHGTFEPPMTDGDKAIITGKVPVSTFMDYTTTLASYTKGK  591

Query  601  SVCLTELKGYQAAVGQPVI  619
                 +  GY     +  I
Sbjct  592  GSISLDFAGYDICHNESAI  610

>OWW57409.1 tetracycline resistance protein tetM, partial 
[Enterococcus hirae 
67-03-C5]
Length=168

 Score = 271 bits (693),  Expect = 2e-84, Method: Compositional 
matrix adjust.
 Identities = 128/163 (79%), Positives = 143/163 (88%), Gaps = 0/163 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +



Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE  163
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P 
Sbjct  126  IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPN  168

>WP_086851149.1 GTP-binding protein [Amycolatopsis kentuckyensis]
Length=592

 Score = 285 bits (730),  Expect = 2e-84, Method: Compositional 
matrix adjust.
 Identities = 216/620 (35%), Positives = 319/620 (51%), Gaps = 
49/620 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GA+   G V+ G T+TDT+ +ER+RGITI   
V SF
Sbjct  6    
LNIGILAHVDAGKTSLTERLLFDTGAVGSLGRVDDGNTQTDTLAIERRRGITISTGVVSF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +     VN++DTPGH DF+AEV R+L VLDG +LV+S   GVQA TRIL+  LR++ 
+PT
Sbjct  66   
RAGDRTVNVIDTPGHADFVAEVERALGVLDGVVLVVSGPAGVQASTRILWRILRRLRVPT  125

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            ++F+NK+DQAGVD   V+  +R+KLS  ++        P +  E      A  A I    
Sbjct  126  LVFVNKLDQAGVDPAGVLDDLREKLSRAMV--------PMVTAE-----
AAGSAGI----  168

Query  184  KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL--
FQPI  241
                  + G P +   +V   +R+V   + +PV+ GSA  G G+  L   VTG+  
F P 
Sbjct  169  -----TVRGRPRAAADVV--FRRQVAAGAAYPVFLGSAVTGAGVPEL---
VTGIVDFLPT  218

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--------
EKLKITE  293
               G+  L  +VFK+E    G R  Y R++ GTLR+RD V L  R         + 
++T 



Sbjct  219  AVPGT-
ELRATVFKIERGRGGDRIAYARVHGGTLRVRDRVELFRRTGDGTVEHSRRRVTA  277

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M + +  ++ R   A  G++V L     VR++D LG P  +        P P L + 
+  
Sbjct  278  MTL-AGAKVTR---AGAGDLVRLSGLGDVRVDDRLGSPDGVADAGLF--
PPPGLVSVVTA  331

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +   +  RL  AL +L D DPLL   V+     + +   G VQ+EV+   L E +
+L   
Sbjct  332  R-PGEETRLHQALRELCDQDPLLGLRVER--
GLLSVRTYGEVQIEVLLERLREDFRLAAR  388

Query  413  VKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               P  I++E+P+        ++ + P    A++GL V P + GSGV+YE  V  G 
L +
Sbjct  389  
FAPPEPIHVEKPVGVGEAVQFLDRLGPTDPVATVGLRVAPGATGSGVRYELAVERGSLPR  448

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +F  A+   +      G  GW V DC +   +  +  P+ST   FR +   +L  A   
+
Sbjct  449  
AFHTAIEQTVYRTAGCGPHGWEVIDCVVTLTHSGFQPPLSTAGGFREVTARLLSLAFARA  508

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T++ EP   F L  P+     A     K  A  E   V+ +    +G +PA     
+R 
Sbjct  509  
RTRVYEPVDRFDLEVPEHAAGAALIALAKLAAVCEPPVVEAEVARLSGTLPAAATADFRR  568

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L     G +V   E  GY+
Sbjct  569  RLPALGQGEAVFTAEPGGYR  588

>WP_088775802.1 GTP-binding protein, partial [Enterococcus hirae]
Length=163

 Score = 270 bits (691),  Expect = 3e-84, Method: Compositional 
matrix adjust.
 Identities = 128/163 (79%), Positives = 143/163 (88%), Gaps = 0/163 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   



LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE  163
            IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P 
Sbjct  121  IPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPN  163

>WP_085803961.1 GTP-binding protein, partial [Enterococcus faecium]
Length=175

 Score = 271 bits (692),  Expect = 3e-84, Method: Compositional 
matrix adjust.
 Identities = 129/175 (74%), Positives = 146/175 (83%), Gaps = 0/175 
(0%)

Query  15   
GKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVD  74
            GKTTLTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   
KVNI+D
Sbjct  1    
GKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIID  60

Query  75   
TPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAG  134
            TPGHMDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ 
FINKIDQ G
Sbjct  61   
TPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNG  120

Query  135  VDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKY  
189
            +DL +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY
Sbjct  121  IDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKY  
175

>WP_031015919.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL WC-3795]
Length=631

 Score = 286 bits (732),  Expect = 4e-84, Method: Compositional 
matrix adjust.
 Identities = 222/616 (36%), Positives = 319/616 (52%), Gaps = 
25/616 (4%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGIT++
+AV 
Sbjct  11   
RTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGAIERRRGITVRSAVA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  71   
AFTVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDAV  178
            PT++F+NKID+AG     ++  VR  L+  +  +   T + +P   V     D    
+A+
Sbjct  131  
PTLVFVNKIDRAGARTDGLLADVRRLLTPHVAPLTDVTGAGTPHARVTRRPPDERTAEAL  190

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +  +L   + G   + + L      R  D S  P+Y+GSA  G G+  L+  +  
L 
Sbjct  191  
ADVDPGVLAALVDGPAPTADGLTAALAARTADGSFHPLYHGSALGGQGVAELVADLVRLV  250

Query  239  --QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMR  295
               P       A  G+VF V     G+   YLRLY G +R R  +    R      
TE+ 
Sbjct  251  
PAPPPPPDRRPAPRGTVFAVRPGPGGEPTAYLRLYDGEVRPRQRLTFLRRAADGGTTEV-  309

Query  296  IPSKGEIVRTDTA------YPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
                G + R D          G I  L     +R+ D LGDPT     R  +   P 
L T
Sbjct  310  ---TGRVTRLDVVGGAGALTAGNIAALGVPGGLRVGDRLGDPT----
DRAPQFAPPTLET  362

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +   Q   L  AL  LAD DP+L    ++     +L + G VQ+EV++A L
+E++ 
Sbjct  363  VVRARRPRQAAALRSALLALADRDPMLHARPEASGGTALLLY-
GEVQMEVLAATLAEEFG  421

Query  409  LETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +E       V ++ERP         +  +    +WA+IGL V P   GSG  +     
LG



Sbjct  422  
IEAEFAPGRVRFLERPTGTGEAAEEMPWLDHTRYWATIGLRVEPGPRGSGGVFTHETELG  481

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  AV + +   L  GL G  VTD ++      Y SPVST ADFR L 
PIVL +A
Sbjct  482  
TLPRAFHQAVEETVHATLRTGLSGAAVTDYRVTLTRSGYSSPVSTAADFRGLTPIVLRRA  541

Query  528  LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCI  586
            L+ +GT+L EPY  F    P + L+          A   T     D V + TGE
+PAR +
Sbjct  542  LRRAGTRLYEPYHCFEAEIPADALAAVTARLAALGADF-
TGTTGGDPVWLVTGELPARRV  600

Query  587  QAYRTDLAFYTNGRSV  602
            +     L   T G +V
Sbjct  601  REAELRLPGLTRGEAV  616

>AMP55647.1 elongation factor Tu GTP binding domain protein 
[uncultured bacterium]
Length=146

 Score = 270 bits (689),  Expect = 4e-84, Method: Compositional 
matrix adjust.
 Identities = 127/138 (92%), Positives = 133/138 (96%), Gaps = 0/138 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IINIGILAHVDAGKTTLTESLLYASG 
ISEPGSVEKGTTRTDTMFLERQRGITIQ AV
Sbjct  1    
MNIINIGILAHVDAGKTTLTESLLYASGTISEPGSVEKGTTRTDTMFLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQWH CKVNIVDTPGHMDFLAEVYRSLAVLDGAILV+SAKDGVQAQTR
+LFHALRK+N
Sbjct  61   
TSFQWHSCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVLSAKDGVQAQTRVLFHALRKLN  120

Query  121  IPTVIFINKIDQAGVDLQ  138
            IPT+IFINKIDQ G+DL+
Sbjct  121  IPTIIFINKIDQVGIDLR  138

>AGU02289.1 TetO, partial [Streptococcus uberis]
Length=171

 Score = 270 bits (689),  Expect = 7e-84, Method: Compositional 



matrix adjust.
 Identities = 127/171 (74%), Positives = 147/171 (86%), Gaps = 0/171 
(0%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM LERQRGITIQ 
AVTSFQ
Sbjct  1    
NLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAVTSFQ  60

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+
Sbjct  61   
WEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTI  120

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
             FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E W
Sbjct  121  FFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQW  171

>WP_013624993.1 GTP-binding protein [Syntrophobotulus glycolicus]
 ADY56125.1 small GTP-binding protein [Syntrophobotulus glycolicus 
DSM 8271]
Length=668

 Score = 286 bits (732),  Expect = 7e-84, Method: Compositional 
matrix adjust.
 Identities = 184/612 (30%), Positives = 317/612 (52%), Gaps = 
20/612 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M +IN+ + AHVD+GKTTL E +L+ +G + + G V KG++R D   +E++RGIT+ 
A  
Sbjct  1    
MNMINLALAAHVDSGKTTLAEQILFQTGTLLKAGDVNKGSSRLDWTEIEKKRGITVFAEQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    K+NI+DTPGH DF  E+  SL+V D A+++ISA DG+Q  T  ++    
K  
Sbjct  61   
AFVHRRGIKLNILDTPGHTDFYTELEMSLSVADIAVILISAVDGIQQNTEKIWDLAGKKK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS-------
PEIVLEENTDIE  173
            +P + F+NK+D+ G D Q V+  +R +LS   ++ Q             +++L++ 
+D  
Sbjct  121  
LPVIFFLNKMDRTGSDHQKVITEIRQRLSPHALLVQEAKYGESDLAGIEDLLLQQTSDSA  180



Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E +D +LEKY++G  +S ++L+   Q+      L+PV  GSA KG+G+  
L+D 
Sbjct  181  
ILEHLAEKDDSILEKYLSGTEVSADELLAAAQKLFLQRELYPVLLGSAAKGIGVVNLLDC  240

Query  234  VTGLFQPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
               LFQP   +  +A  L   ++KV +     R  Y+++ SG ++++D+V L   +  
KI
Sbjct  241  
AVDLFQPPDREALSAQDLRARIYKVRHDPKAGRLAYVKVLSGQIQVKDSVILEENQVCKI  300

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDP--
LPMLRT  348
             ++R+ +  + +  D    G++ +L    +V+  DV+G       +   E+P   P
+L T
Sbjct  301  NQIRLYNGPKFILADRLEAGDLGVLSGLGTVKAGDVIGQ-----
NEITNENPELKPILLT  355

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I  +       LL AL  L   +P+L  E+DS   EI +  +G VQ+E++  + 
+E++ 
Sbjct  356  
KIELEQEEDYPALLKALEILEAENPVLAAEIDSSAKEITIKVMGLVQMEILEEIFAERFG  415

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+  + +P V+Y E     +    H E  P   +A + + ++P   G G +++S V
+   
Sbjct  416  LQIKLGKPYVMYYETVTAKSKGFCHFE--
PKKHYAEVEIELSPNERGRGNEFQSLVNPDD  473

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
                +Q  +R  +   L++G L    V D  I    G ++   +   DFR      
++QA
Sbjct  474  
FPLQYQTVIRKTVEEALKRGALAHLPVQDVVIRLIAGKHHLEHTHGGDFRIATIRAIQQA  533

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ +   LLEP + F L  P ++  R   D  K      T + +  E++  G +PA    
Sbjct  534  
LENNQLLLLEPIMEFNLVIPNDFAGRILADILKMNGEYTTTESQGTEIMIKGFVPASTSM  593

Query  588  AYRTDLAFYTNG  599
             Y  +LA  T G
Sbjct  594  EYPLELAGITGG  605

>KKP61449.1 Elongation factor G [Candidatus Roizmanbacteria 



bacterium GW2011_GWC2_34_23]
Length=692

 Score = 286 bits (733),  Expect = 8e-84, Method: Compositional 
matrix adjust.
 Identities = 200/676 (30%), Positives = 329/676 (49%), Gaps = 
79/676 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIG++AH+D+GKTT +E  L+ +G   + G ++ G T+ D M  ER+RGITI 
+A T
Sbjct  17   
KIRNIGVIAHIDSGKTTTSERFLFYTGKTYKIGDIDDGDTQLDWMPQERERGITIVSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF AEV RSL VLDG ++V  A++GVQ+Q+  ++    
K  +
Sbjct  77   
TTFWNDYRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAEEGVQSQSETVWRQADKYKV  136

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD-----  176
            P + FINK+D+ G D ++ V+ ++++L A+ II  TV +  E   +    I  WD     
Sbjct  137  PRICFINKMDKLGADFEATVEEIKERLGANPII-MTVPIGKESEFKGKAKI--
WDQDTQG  193

Query  177  --------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                       + E++D LL KY+ GE I+ E+L    ++    
Sbjct  194  
VKYTTTDEIPADIKDKVTKARSKMVEQIAEHDDSLLNKYLNGEEITVEELKATLRKATVA  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAALCG  251
              + PVY G++ +   +QP++DA+                   T L +           
G
Sbjct  254  
YKIVPVYCGTSLRNKAVQPVLDAIVDFLPSPLDLKEITGINPLTKLEEKRALNQQETFTG  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK++      +  Y+R+YSG L     V    R K     +I  M   ++ EI   
D 
Sbjct  314  
LSFKIQLDPHVGKLTYVRIYSGVLESGSYVYNVNRNKQERVSRILLMHANNREEI---DK  370

Query  308  AYPGEI--VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            AY GEI  V+ P DS +  D L D   P  L +  +   P P++   I P T A 
+E+L 
Sbjct  371  AYAGEIIAVVGPKDS-KTGDTLSDQDHPIILEQITF---
PEPVISLAIEPTTKADQEKLS  426



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R +V+  T++ I+S +G + LE++   +  +  +   V +P V 
Y E
Sbjct  427  
YALQRLAEEDPTFRVKVNHETNQTIMSGMGELHLEILVDRMKTEMGMNVTVGKPQVAYKE  486

Query  423  RPLKAASHTIHIEVP------
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
               K A   + +EV        +  +    ++V PL+ G GV++ +++  G +   
F  +
Sbjct  487  TITKPA---
VDVEVKYIKQTGGHGQYGHCVINVEPLARGEGVKFVNKIKGGSIPSEFIPS  543

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+    E+G L G+ +TD ++    G Y+   S+   F+    + L +A+K+
+G  L
Sbjct  544  
VEKGVMEATEKGVLLGYPITDIQVTLVDGSYHDVDSSDIAFKIAGSMALHEAVKQAGPTL  603

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            +EP +   +  P+ ++  A  D       I   + +   VV    +P   +  Y T 
+  
Sbjct  604  
VEPIMKLEVTIPEAFMGVAIGDISSKRGKILGTEKRSRAVVIKSHVPLSELSGYATIIRS  663

Query  596  YTNGRSVCLTELKGYQ  611
             T GR V   E   Y+
Sbjct  664  LTEGRGVFYMEPSHYE  679

>PLQ02832.1 hypothetical protein CYQ99_15070, partial [Enterococcus 
faecium]
Length=154

 Score = 269 bits (687),  Expect = 8e-84, Method: Compositional 
matrix adjust.
 Identities = 119/153 (78%), Positives = 136/153 (89%), Gaps = 0/153 
(0%)

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEPYLSF +Y
Sbjct  1    
EQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIY  60

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
            APQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVCLT



Sbjct  61   
APQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLT  120

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            ELKGY    G+PV QPRRPNSR+DKVR+MF K+
Sbjct  121  ELKGYHVTTGEPVCQPRRPNSRIDKVRYMFNKI  153

>ANS48646.1 tetracycline resistance protein TetP [Bacillus 
thuringiensis]
Length=563

 Score = 283 bits (724),  Expect = 1e-83, Method: Compositional 
matrix adjust.
 Identities = 182/574 (32%), Positives = 306/574 (53%), Gaps = 
39/574 (7%)

Query  87   
RSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRD  146
            RS  VLDGAILVISA +GVQAQT+IL   L+K+NIPT++F+NKID++G + + V++ 
+++
Sbjct  3    
RSFRVLDGAILVISAVEGVQAQTKILMRTLQKLNIPTILFVNKIDRSGANTEKVMKQIKE  62

Query  147  KLSADIIIKQTVSLSPEIVLEENT------DIEAWDAVIE----
NNDKLLEKYIAGEPIS  196
             LS +       +     VL E T      + +++D  +E     N+ LLE Y+  
E I 
Sbjct  63   VLSNE-------
AFPFYSVLNEGTKEARIIEYKSYDDCMELLAPFNESLLESYVNNEIIP  115

Query  197  REKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFK  255
             + L+RE+ ++++Q AS++P+++GSA  G+G+  L++ +  L           L G 
VFK
Sbjct  116  -
DALLREKLEQQIQQASVYPIFFGSAMTGIGVTELLEKLPALMPAHASAQEELLSGVVFK  174

Query  256  VEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLKITEMRIPSKGEIVRTDTAY  309
            +E    G++  Y+R++SG+L +R  V      +L+ +EK+K  ++ +   G+ V+T 
T  
Sbjct  175  IEREPSGEKVAYVRVFSGSLHVRKYVDIQRCKSLSHKEKIK--
KLCLFHNGDAVQTTTVP  232

Query  310  PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD---AL  365
              E   +   + +++ D++G+ T   +     +P   +  +I    A  +ER+ D   
AL
Sbjct  233  RSEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--QMEASI---
DAVSKERIHDLYAAL  287

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425



             +L + DPL++   D + +E+ +   G VQ EV+   L EKY L+       V+ 
+E+P+
Sbjct  288  
MELCEEDPLIKVWKDDVHNELYIRLFGEVQKEVIETTLYEKYNLQVTFSNTRVVCIEKPI  347

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               +    +    NPF+A++G  V    L SGV Y   V LG L  +F  A+ D +   
L
Sbjct  348  
GLGNSVEVMGEKENPFYATVGFKVERGELNSGVTYHLGVELGSLPLAFHKAIEDTVFQTL  407

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            +QGL+GW VTD  +   +  Y SPV+T +DFR+L PIVL  ALK++ T + EP   
F L 
Sbjct  408  
KQGLYGWEVTDIIVTLTHTGYASPVTTASDFRNLTPIVLMDALKQAETYVYEPINEFELT  467

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+  +S A +      AT        +    TG +P    ++++  L  +T G  
+  T
Sbjct  468  
VPEHAISTAMYKLAAVPATFAEPIFNYNSYQLTGSLPVAKTESFKRILHSFTEGEGIFTT  527

Query  606  ELKGYQAAVGQPVIQPR---RPNSRLDKVRHMFQ  636
            +  G+   +     + R    P +R D + H+ +
Sbjct  528  KPAGFTKLMAPFPTRKRVDYNPLNRKDYLLHVLK  561

>WP_089509560.1 GTP-binding protein [Streptomyces sp. NBS 14/10]
 OXL30134.1 GTP-binding protein [Streptomyces sp. NBS 14/10]
Length=711

 Score = 287 bits (734),  Expect = 1e-83, Method: Compositional 
matrix adjust.
 Identities = 223/671 (33%), Positives = 332/671 (49%), Gaps = 
69/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ GTT+TDT  +ER+RGIT++
+AV 
Sbjct  11   
RTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDSGTTQTDTGDIERERGITVRSAVA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  71   
SFTVGSAQINLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  130



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--------
SLSPEIVLEENTDIE  173
            PT++F+NKID+ G   + ++  +R KL+  ++    V           P  + + +   
+
Sbjct  131  
PTLLFVNKIDRPGARHEGLLTDIRHKLAPHVVALTAVRDLGTRHARAVPRSLDDADFRGQ  190

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +A+ E +D LL + + G P    +L         D  + PV++GSA  G G+  
L   
Sbjct  191  
VAEALAETDDALLARVLDGPPPRPAELRAALAGGTADCRVHPVFFGSALSGQGVGALARG  250

Query  234  VTGLFQPIGEQGSAALC--GSVFKVE-
YTDCGQRRVYLRLYSGTLRLRDTVALAGRE---  287
            +  L  P      AA    G+VF VE     G +  YLRL++G L +R  V L  R    
Sbjct  251  
MARLLPPAPVGAEAAAAPYGTVFAVERRGGTGGKTAYLRLFAGELAVRQRVTLHRRGPGG  310

Query  288  -----KLKITEM----
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD---------  329
                   +IT +    R  ++ +  R      G++  LP   VR+ D LG          
Sbjct  311  TLVEYGGQITSLDVVGRAGAQADAGRLTAGDIGKVRGLP--
EVRVGDRLGGADANTDANT  368

Query  330  ---------PT----------RLPRKRWREDP---LPMLRTTI-----
APKTAAQRERLL  362
                     P+          R P     + P    P L T +      P  AA   
RL 
Sbjct  369  
GTGTGTGTGPSAGSGTGHANGRGPGHPPPDQPHFAAPSLSTVVRAREPGPGPAA---RLH  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL  LA+ DPL+           +L + G VQ E+++A L+  + +E   +    
+++E
Sbjct  426  AALLSLAEQDPLIHARALPGGATSVLLY-
GEVQKEIIAATLARDFGIEADFEPSRPVHIE  484

Query  423  RPLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            RP++       +     +  WA+IGL V P   GSGV +     LG L ++F +A+ 
+ +
Sbjct  485  
RPVRVGEACEEMARRHHSGLWATIGLRVEPARTGSGVIFGYETELGALPRAFHHAIEETV  544

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               L QG  G  VTDC +      + SP+ST  DFR L P+VLE+AL+ +GT++ 
EP  +
Sbjct  545  
HDTLLQGHDGRPVTDCLVTLIRSGFSSPLSTARDFRELTPVVLERALRAAGTRVYEPCHA  604



Query  542  FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV---
VFTGEIPARCIQAYRTDLAFYTN  598
            F L  P + L+          A I   +     V   +  G IPAR +   +  L   
T 
Sbjct  605  
FELEIPHDALAPVTGQLTAAEADITAVEETAGGVPAWLLEGRIPAREVHGVKRWLPGLTR  664

Query  599  GRSVCLTELKG  609
            G  V  +   G
Sbjct  665  GEGVWWSRPSG  675

>ABK81676.1 TetS, partial [Streptococcus uberis]
Length=216

 Score = 271 bits (692),  Expect = 1e-83, Method: Compositional 
matrix adjust.
 Identities = 135/216 (63%), Positives = 168/216 (78%), Gaps = 2/216 
(1%)

Query  50   
RQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            RQRGITIQ A+TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL
+ISAKDGVQ+QT
Sbjct  2    
RQRGITIQTAITSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQT  61

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN  169
            RILFHALRKMNIP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  
+ + 
Sbjct  62   
RILFHALRKMNIPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDY  121

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            T+ E W+ VI  ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  
+GI+ 
Sbjct  122  
TEPEQWETVIVGNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQ  181

Query  230  LMDAVTG-LFQPIGEQGSAALCGSVFKVEYTDCGQR  264
            L++ +T  LF P  +  S  LCG+VFKVEY+D GQR
Sbjct  182  LIEVITSKLFSPT-QLNSDKLCGNVFKVEYSDDGQR  216

>WP_014054313.1 GTP-binding protein [Streptomyces violaceusniger]
 AEM80801.1 small GTP-binding protein [Streptomyces violaceusniger 
Tu 4113]
Length=684

 Score = 286 bits (732),  Expect = 1e-83, Method: Compositional 
matrix adjust.
 Identities = 220/664 (33%), Positives = 327/664 (49%), Gaps = 



75/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LLY +G I   GSV+ G T+TDT  +ERQRGIT++ 
AV 
Sbjct  9    
RTLNIGVLAHVDAGKTSLTERLLYDAGVIDRLGSVDAGDTQTDTGEIERQRGITVRTAVA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S      ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  69   
SLTAGDTQLNLIDTPGHSDFIAEVERALGVLDGAVLVLSAVEGVQAQTRVLMKTLRRLRL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIE  173
            P ++FINKID+AG     ++  +R  L+  ++    V         +    + +     
E
Sbjct  129  
PVLLFINKIDRAGARDAGLLADIRRTLAPHLLPLTAVRELGTRNAYVRSRSLDDPGMRTE  188

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
            A + + E +D +L + + G   S E++      R  +  + PV++GSA  G G+  
L++ 
Sbjct  189  
AAEVLAEIDDAMLARVVDGPLPSAEEVWAALAARTAEGLVHPVFFGSALSGQGVGALVEG  248

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR----------------------------  265
            V  L  P    G A   G+VF VE    G+                              
Sbjct  249  VARLVPPA--
PGGAEPRGTVFAVERGGGGRGGARGGDGRTGGGGRSGGGGRSGGGGRSGG  306

Query  266  --------VYLRLYSGTLRLRDTVALAGR-------------
EKLKITEMRIPSKGEIVR  304
                     YLRL+SG + LR  V L  R               L++      ++G 
+  
Sbjct  307  
GGARGSRTAYLRLFSGEVALRQRVTLHRRGPGGALTEHTGQVTALEVVGAAGAARGPLTA  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK--
TAAQRERLL  362
             + A    I  LP   VR+ D LG    +P  R      P L+T +  +   AA   
RL 
Sbjct  367  GNIA---RIKGLP--GVRVGDRLGPVRDVPSDR-
PHFAAPTLQTLVHAREPGAAAASRLH  420

Query  363  DALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
             AL  LAD DPL+  R   D  T  ++    G VQ E+++A L + Y +E   +    
+ 



Sbjct  421  TALLDLADQDPLIHARAMPDGATSVLL---
YGEVQKEIIAATLVQDYGVEAEFEPSRPVL  477

Query  421  MERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +ERP  +  A   I       P WA++GL V P + G+GV +     LG L ++F  
A+ 
Sbjct  478  VERPSGVGEAGREIARSGHTGP-
WATVGLRVEPTARGAGVVFGYETELGALPRAFHTAIE  536

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            + +   L  G  G +VTDC++      +  P ST ADFR + P+VL++AL+ +G +
+ EP
Sbjct  537  
ETVYDTLFHGPRGRSVTDCRVVLVRSGFLGPESTAADFRDVTPVVLDEALERAGWRVYEP  596

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y +F L  P E L+          A I  +       +  GEIPAR +  +   L   
T+
Sbjct  597  
YHAFELELPPETLAAVSAQLAAAEADIGESVDGATGWLLRGEIPARRVHGFEHVLPRLTH  656

Query  599  GRSV  602
            G+ V
Sbjct  657  GQGV  660

>WP_028510304.1 GTP-binding protein [Ruminococcus sp. NK3A76]
Length=855

 Score = 290 bits (742),  Expect = 1e-83, Method: Compositional 
matrix adjust.
 Identities = 194/621 (31%), Positives = 310/621 (50%), Gaps = 
40/621 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   I +LAHVD+GKTTL+E++LY +G I + G V+      D   +ER RGITI 
+  
Sbjct  1    
MKHSVIAVLAHVDSGKTTLSEAILYKTGTIRKLGRVDHKDAFLDNDPIERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W      ++DTPGH+DF  E  R+L+V+D A+LV+SA DGVQ+ TR L+  L
++ +
Sbjct  61   
AVFSWEDTSFTLLDTPGHVDFSGETERTLSVIDAAVLVVSAVDGVQSHTRTLWRLLKRYS  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++FINK D  G D +  ++S + KLS   +    ++   E +LE         



A+  
Sbjct  121  VPTIVFINKTDMPGADKEFALRSCQAKLSQGCV---DMTRPREELLE---------
ALSV  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +++L+E+Y+    ++ E +    ++ V D  + P Y GSA K  GI+ L+D +
+GL   
Sbjct  169  TSEQLMEEYLETGEMTDEAI----
KKAVADREVIPCYCGSALKLTGIEKLLDGLSGLVTL  224

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRI  296
              + GS      VFK+     G R  ++R+  GTL +RDTV    +E      KI+ 
+RI
Sbjct  225  PKDSGS--
FGAKVFKISDDGSGARLTHMRITGGTLSVRDTVTYTDKEGNELCEKISRIRI  282

Query  297  PSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPK  353
             +  +   T+TA  G++  ++   +  +   LG  D    P         P+L   
+ P 
Sbjct  283  YNGEKYTNTETAVSGQVCAVIGLSACSVGQALGEADDGFAPMLE------
PVLTYAVIPP  336

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L  L  L D DP L    D  T ++ +S +G VQLEV+   +SE++ +
+   
Sbjct  337  
KGVDDHVMLHTLKALEDEDPSLNAGYDEQTRQLFVSLMGEVQLEVLKRRISERFGIDAQF  396

Query  414  KEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             E  + Y E    P+K A H       P   +A + L + PL  GSG+ ++S  S   
L 
Sbjct  397  GEGRIAYRETIKAPVKGAGH-----
FEPLRHYAEVHLRLEPLPRGSGLVFDSECSTDQLA  451

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   ++  + +G+   + +TD KI    G  +   +   DFR      + 
Q L+
Sbjct  452  
RNWQRLILTHLKERIHKGVLTRSPITDMKITLTAGRAHLKHTEGGDFRQATYRAVRQGLR  511

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + + LLEPY +F L  P   + RA  D   +    +  +   DE V  G  P   
++ Y
Sbjct  512  
YAESVLLEPYYTFRLEIPSSDVGRALTDIDNFGGVCDPPETVGDEAVIQGRAPVAALRFY  571

Query  590  RTDLAFYTNGRSVCLTELKGY  610



             T++A YT G     T   GY
Sbjct  572  HTEVAAYTKGLGRLFTNADGY  592

>WP_013781759.1 elongation factor G [Mahella australiensis]
 AEE97331.1 translation elongation factor 2 (EF-2/EF-G) [Mahella 
australiensis 
50-1 BON]
Length=689

 Score = 286 bits (731),  Expect = 1e-83, Method: Compositional 
matrix adjust.
 Identities = 205/671 (31%), Positives = 324/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLFYAGRIHKLGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKGHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  + ++ +R++L+A                   D+I  + +    
Sbjct  129  
PRIAYVNKMDIMGADFFNAIKMMRERLNANAVPIQLPIGKEDSFIGVIDLIRNEAIIYKD  188

Query  163  EI-VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  + E+  I A              +AV E +D+++ KY+ GE IS+E+L+   
+R  
Sbjct  189  
DLGTVMEDEPIPADMMDMAQEYKNKLLEAVAEQDDEIMIKYLEGEEISQEELIAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DA             V+G+    G++          
L
Sbjct  249  
VAVKMVPVLCGSSYKNKGVQPLLDAIVDFLPSPADIGHVSGIDTKTGDEVERELNDDQPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSGTL     V       RE++ +I +M    + 
EI   
Sbjct  309  



SALAFKIMSDPFVGRLTFTRIYSGTLEAGSYVYNSTKGKRERVGRILQMHANHREEI---  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+IV I+        D L D          E P P++   I PKT A ++
+L   
Sbjct  366  
DRAYSGDIVAIVGLKDTTTGDTLCDENNPIILESMEFPEPVISVAIEPKTKAGQDKLAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            LT+LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LTKLAEEDPTFRVHTDPDTGQTIISGMGELHLEIIIDRLFREFKVEANVGNPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K+    I  +      +  + L + P   G+G ++  ++  G + + +  AV 
+GI
Sbjct  486  TQTVKSEGRFIR-
QSGGRGQYGHVWLQLEPNERGAGYEFIDKIVGGVVPREYIPAVDEGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L  G L G+ V D K+    G Y+   S+   F+  A I  ++ +K++   
LLEP +
Sbjct  545  
QEALNSGVLGGYPVVDVKVTLFDGSYHEVDSSEMAFKIAASIGFKEGMKKAAPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDISSRRGHIEGMEGRNGAQVIRGLVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFSHYE  675

>ONI44112.1 hypothetical protein AN641_08275 [Epulopiscium sp. SCG-
C07WGA-EpuloA2]
Length=861

 Score = 290 bits (742),  Expect = 1e-83, Method: Compositional 
matrix adjust.
 Identities = 192/623 (31%), Positives = 316/623 (51%), Gaps = 
32/623 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG++AHVD+GKTTL E LL+ SG +   G V+K     D+  LE+ RGITI 



+  
Sbjct  1    
MKKITIGLVAHVDSGKTTLAEGLLFESGKLKRAGRVDKKDAFFDSHDLEKNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++      ++DTPGH+DF  E+ R+L VLD AIL+I A DG++  TR LF  L 
K N
Sbjct  61   
AQFEYKNLSCILLDTPGHVDFATEMERTLIVLDYAILIIGATDGIKGHTRTLFKLLSKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G + + V++ ++  ++   +     + +  + LE    I   D 
VI 
Sbjct  121  IPTFIFINKMDQKGANKEEVLELLKKDINEHCV---EFNETDRLFLEH---
IAVCDEVI-  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
                 LEKY   E IS    +++ +  +    +FPV +GSA K +GI+  +D +   
+  
Sbjct  174  -----LEKYFETEKIS----
IQDIKELIAHRKVFPVCFGSALKLIGIKEFLDLLAKYIIT  224

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPS  298
            PI    S      VFK+ +   G R  +L++  G L++RD ++   +E + KITE
+RI  
Sbjct  225  PI---YSTNFDAKVFKITFDSQGNRLTHLKIIGGALKIRDIISY--
KEIVEKITEIRIYE  279

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                  T     G+I  +L     ++ D  G+      K       P+L   I P     
Sbjct  280  SEGYKNTAQVSAGDICSVLGLSKTKVGDSFGEILEYSTK-----
IEPVLNYKIIPIDGTN  334

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + L + L +L   +P+L         EI +  +G VQ+E++++++ E++ ++    
+ +
Sbjct  335  
IKTLYENLQKLNQEEPMLNIIWREDIKEIEVKIMGEVQIEILTSIVKERFNIDIEFLKGT  394

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            V+Y E   K      H E  P   +A + L + P  +G+G+  ++   +  L ++
+Q  +
Sbjct  395  VVYKETIQKEVIGVGHFE--
PLRHYAEVMLKLEPQPIGTGIIIKNACPIENLEKNYQQQI  452

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536



               +++   +G L G+++TD KI    GL +   + P DFR      L QALK++ 
+ LL
Sbjct  453  
ISYLKHNEHRGTLAGYSLTDIKITLLAGLSHKKHTAPNDFREATKRALRQALKQTDSILL  512

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY +F +  P+  L RA +D  ++  T +   ++      +G+ P   I  Y+ 
+L  Y
Sbjct  513  
EPYYNFFISLPEANLGRALNDIERFFGTSKVNNIENQVAKISGKAPVSTISGYQKELTSY  572

Query  597  TNGRSVCLTELKGYQAAVGQPVI  619
            T G  V   E+  +  A  +  I
Sbjct  573  TKGFGVISFEIGEFDKAHNEEEI  595

>APO26817.1 Elongation factor G C-terminus, partial [uncultured 
bacterium]
Length=129

 Score = 267 bits (682),  Expect = 2e-83, Method: Compositional 
matrix adjust.
 Identities = 127/129 (98%), Positives = 127/129 (98%), Gaps = 0/129 
(0%)

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            STPADFRSLAPIVLEQALKESGTQLLEPYLSF LYAPQEYLSRAYHDAPKYCAT 
ETAQV
Sbjct  1    
STPADFRSLAPIVLEQALKESGTQLLEPYLSFTLYAPQEYLSRAYHDAPKYCATSETAQV  60

Query  571  
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
            
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK
Sbjct  61   
KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  120

Query  631  VRHMFQKVM  639
            VRHMFQKVM
Sbjct  121  VRHMFQKVM  129

>WP_086875633.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
rochei]
Length=631

 Score = 284 bits (726),  Expect = 2e-83, Method: Compositional 
matrix adjust.
 Identities = 226/636 (36%), Positives = 327/636 (51%), Gaps = 
30/636 (5%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGIT++
+AV 
Sbjct  11   
RTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGVIERRRGITVRSAVA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  71   
AFTVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDAV  178
            PT++F+NKID+AG     ++  VR  L+  +  +   T + +P   V     D    
+A+
Sbjct  131  
PTLVFVNKIDRAGARTDGLLADVRRLLTPHVAPLTDVTGAGTPHARVTRRPPDERTAEAL  190

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +  +L   + G   + + L      R  D S  P+Y+GSA  G G+  L+  +  
L 
Sbjct  191  
ADVDAGVLAALVDGPAPTADDLAAALAARTADGSFHPLYHGSALGGQGVAELVADLVRLV  250

Query  239  --QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMR  295
               P       A  G+VF V     G+   YLRLY G +R R  +    R      
TE+ 
Sbjct  251  
PAPPPPPDRRPAPRGTVFAVRPGPGGEPTAYLRLYDGEVRPRQRLTFLRRAADGGTTEV-  309

Query  296  IPSKGEIVRTDTA------YPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
                G + R D          G I  L     +R+ D LGDPT     R  +   P 
L T
Sbjct  310  ---TGRVTRLDVVGGAGALTAGNIAALGVPGGLRVGDRLGDPT----
DRTPQFAPPTLET  362

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +   Q   L  AL  LAD DP+L    ++     +L + G VQ+EV++A L
+E++ 
Sbjct  363  VVRARRPRQAAALRSALLALADRDPMLHARPEASGGTALLLY-
GEVQMEVLAATLAEEFG  421

Query  409  LETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +E       V ++ERP         +  +    +WA+IGL V P   GSG  +     
LG



Sbjct  422  
IEAEFAPGRVRFLERPTGTGEAAEEMPWLDHTRYWATIGLRVEPGPRGSGGVFTHETELG  481

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  AV + +   L  GL G  VTD ++      Y SPVST ADFR L 
PIVL +A
Sbjct  482  
ALPRAFHQAVEETVHATLRTGLSGAAVTDYRVTLTRSGYSSPVSTAADFRGLTPIVLRRA  541

Query  528  LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCI  586
            L+ +GT+L EPY  F    P + L+          A   T     D V + TGE
+PAR +
Sbjct  542  LRRAGTRLYEPYHCFEAEIPADALAAVTARLAALGADF-
TGTTGGDPVWLVTGELPARRV  600

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            +     L   T G +V  +     +    +P+ QPR
Sbjct  601  REAELRLPGLTRGEAVWSS-----RPGADRPLKQPR  631

>WP_019327708.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. TOR3209]
Length=631

 Score = 283 bits (725),  Expect = 3e-83, Method: Compositional 
matrix adjust.
 Identities = 226/636 (36%), Positives = 327/636 (51%), Gaps = 
30/636 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G TRTD   +ER+RGIT++
+AV 
Sbjct  11   
RTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDAGDTRTDDGVIERRRGITVRSAVA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  71   
AFTVGDTQVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTVSLSPEI-
VLEENTDIEAWDAV  178
            PT++F+NKID+AG     ++  VR  L+  +  +   T + +P   V     D    
+A+
Sbjct  131  
PTLVFVNKIDRAGARTDGLLADVRRLLTPHVAPLTDVTGAGTPHARVTRRPPDERTAEAL  190

Query  179  



IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             + +  +L   + G   + + L      R  D S  P+Y+GSA  G G+  L+  +  
L 
Sbjct  191  
ADVDAGVLTALVDGPAPTADDLAAALAARTADGSFHPLYHGSALGGQGVAELVADLVRLV  250

Query  239  --QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMR  295
               P       A  G+VF V     G+   YLRLY G +R R  +    R      
TE+ 
Sbjct  251  
PAPPPPPDRRPAPRGTVFAVRPGPGGEPTAYLRLYDGEVRPRQRLTFLRRAADGGTTEV-  309

Query  296  IPSKGEIVRTDTA------YPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
                G + R D          G I  L     +R+ D LGDPT     R  +   P 
L T
Sbjct  310  ---TGRVTRLDVVGGAGALTAGNIAALGVPGGLRVGDRLGDPT----
DRTPQFAPPTLET  362

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +   Q   L  AL  LAD DP+L    ++     +L + G VQ+EV++A L
+E++ 
Sbjct  363  VVRARRPRQAAALRSALLALADRDPMLHARPEASGGTALLLY-
GEVQMEVLAATLAEEFG  421

Query  409  LETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +E       V ++ERP         +  +    +WA+IGL V P   GSG  +     
LG
Sbjct  422  
IEAEFAPGRVRFLERPTGTGEAAEEMPWLDHTRYWATIGLRVEPGPRGSGGVFTHETELG  481

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
             L ++F  AV + +   L  GL G  VTD ++      Y SPVST ADFR L 
PIVL +A
Sbjct  482  
ALPRAFHQAVEETVHATLRTGLSGAAVTDYRVTLTRSGYSSPVSTAADFRGLTPIVLRRA  541

Query  528  LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCI  586
            L+ +GT+L EPY  F    P + L+          A   T     D V + TGE
+PAR +
Sbjct  542  LRRAGTRLYEPYHCFEAEIPADALAAVTARLAALGADF-
TGTTGGDPVWLVTGELPARRV  600

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            +     L   T G +V  +     +    +P+ QPR
Sbjct  601  REAELRLPGLTRGEAVWSS-----RPGADRPLKQPR  631

>PIV01874.1 elongation factor G [Candidatus Shapirobacteria 



bacterium CG03_land_8_20_14_0_80_39_12]
Length=698

 Score = 285 bits (729),  Expect = 4e-83, Method: Compositional 
matrix adjust.
 Identities = 201/673 (30%), Positives = 324/673 (48%), Gaps = 
68/673 (10%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT TD M  ER+RGITI  
AA+
Sbjct  16   
KVRNIGIIAHIDAGKTTTTERILFYTGKTYKLGDIDEGTTVTDWMPQERERGITIVSAAI  75

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+F W  C++NI+DTPGH+DF AEV RSL VLDGA+++  A  GVQ+Q+  ++H   
K +
Sbjct  76   TTF-
WRGCRINIIDTPGHVDFTAEVERSLRVLDGAVMIFDAASGVQSQSETVWHQADKYH  134

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEENTDI---  172
            +P +IF+NK+D  G D +  ++ ++D+LS   +     I    S    I L EN  
+   
Sbjct  135  
VPRLIFMNKMDVLGADFKGSLKMIKDRLSISPVVLTYPIGSEQSFKGVIALLENKALYWN  194

Query  173  --------------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                      E+ + +   ++ LLEKY+ GE  + E+L    
++
Sbjct  195  
EDPLGIKWEEKEVPAEMQKEVAQARHESIEQICAEDETLLEKYLNGEEPTLEQLKAVLRK  254

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQ------GSA  247
                  L P+Y GS+ +  G+QP++D              VTG     GE+        
A
Sbjct  255  
ATISLKLVPLYVGSSLRNKGVQPVLDGVVDFLPSPMDIPPVTGFNPQSGEEEKREAKNEA  314

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR-DTVALAGREKLKITE---
MRIPSKGEIV  303
             L    FK++      +  YLR+YSGTL+     +    R+K +I     M    + 
EIV
Sbjct  315  
PLSALAFKIQVDPHVGKLTYLRIYSGTLKAGCPALNSVKRDKERIGRLLLMHADKREEIV  374

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                AY GEIV  +        D + DP         + P P++   I PKT + 
+E+L 



Sbjct  375  E---
AYAGEIVAAIGLTRTSTGDTICDPGSPIVLESIKFPEPVISLAIEPKTKSDQEKLG  431

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  + +V+  T + I++ +G + LE++   +  ++ +E     P + 
Y E
Sbjct  432  
NALNRLSEEDPTFKIKVNHETGQTIIAGMGELHLEIIVDRMRREFGIEANTGAPQIAYKE  491

Query  423  RPLK---
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               K        IH +      +    L V P + G G +++S +  G +   F   
+  
Sbjct  492  TITKIGEGEGKYIH-
QSGGRGQYGHCWLRVEPKNRGEGYEFKSEIKGGAIPNEFIAPIEK  550

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K+    G ++   S+   F+      L+ A + +G  
LLEP
Sbjct  551  
GVKEAMENGVLAGFPIVDMKVVVYDGSFHEVDSSEIAFKIAGSQALQTATRNAGLTLLEP  610

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E++     D     A I   +++    +  G +P   I  Y T L   
T 
Sbjct  611  
IMKVEVTTPEEFMGTVIGDLSARRAQISGTEIRGPSRIILGFVPLAEISGYSTTLRSLTQ  670

Query  599  GRSVCLTELKGYQ  611
            GR+    E   YQ
Sbjct  671  GRASYYMEPSHYQ  683

>WP_100797582.1 GTP-binding protein [Viridibacillus sp. OK051]
 PKA88486.1 small GTP-binding protein [Viridibacillus sp. OK051]
Length=646

 Score = 283 bits (725),  Expect = 5e-83, Method: Compositional 
matrix adjust.
 Identities = 181/606 (30%), Positives = 296/606 (49%), Gaps = 
15/606 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+      D   +ER+RGIT+ A      
+
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSIRQRGRVDHKDAFLDNHAIERERGITVFAEQGMITY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125



            +     I+DTPGH+DF  E+ R++ V+D AIL+ISA DGV+  T  ++  LRK  
IPT  
Sbjct  65   
NNSTYTIIDTPGHVDFSPEMERAIQVMDYAILIISAVDGVEGHTETVWQLLRKHKIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+ GV++Q+ +  +R  L+ D +   T +L   ++ EE  +      + E 
++ L
Sbjct  125  FLNKTDREGVNIQTALNEIRTNLTED-VCDITNALHDGLMQEELVEF-----
IAERDEGL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+A     +E  +   ++ +    +FP   GSA K LG+    + +  L + I 
E  
Sbjct  179  LEQYMAS-
GYDKEIWLESFKKSISKNEIFPCASGSALKDLGVFAFFEKLDQLTETIYEDN  237

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            S      V+K+ + D  QR  +++  SG+L++RD V   G    KIT++R+ +  +    
Sbjct  238  S-DFAARVYKIRHDDNDQRVTFMKCLSGSLQVRDEVDY-
GDITEKITQIRLYNGNKFTTV  295

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +    GE+  +   S      +GD   + R++   + +P L++ +        + 
+L   
Sbjct  296  NQVQAGELFAVTGLS---
GAAIGDGLGVLREKAVFELIPTLKSKVIFDAKIHVKEMLRCF  352

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L    D    EI +  +G +QLEV+  ++ E++       EP ++Y 
E   
Sbjct  353  
KILDAEDPSLHVFWDEHVQEIHVHVMGVIQLEVLEQIVQERFAFHVTFGEPKILYKETIA  412

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             + +   H E  P   +A + L + P   GSG+ +E++    +L+   QN +R  I    
Sbjct  413  LSVTGYGHFE--
PLRHYAEVHLQIEPAKRGSGITFENKCHADHLSVGNQNLIRHHIFDRN  470

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G  VTD KI    G   +  ++  DFR      L Q L+++   LLEPY  
F +
Sbjct  471  
HHGLLTGSTVTDVKITLLTGRANNEHTSGGDFREATHRALRQGLEQADNILLEPYYDFKI  530

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604



                +++ R   D  +        +   D+V+  G +P      Y T  A +TNG+    
Sbjct  531  
KVDLDHIGRVMSDVKQAYGQFTPPENIGDKVIIKGRVPVATFMNYSTTFAAFTNGKGALT  590

Query  605  TELKGY  610
                GY
Sbjct  591  LNFGGY  596

>WP_105969624.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. A301]
Length=630

 Score = 283 bits (723),  Expect = 5e-83, Method: Compositional 
matrix adjust.
 Identities = 212/566 (37%), Positives = 309/566 (55%), Gaps = 
29/566 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTD   +ERQRGITI+
+AV +F
Sbjct  10   
LNIGILAHVDAGKTSLTERLLFDAGAIGRLGSVDGGDTRTDDGVIERQRGITIRSAVAAF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   LR++ 
+PT
Sbjct  70   
TAGDTQINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLMRTLRRLRLPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL--SPEIVLEEN--
TDIEAWDAVI  179
            ++F+NKID+AG   ++++  +R +L+  I+    V+   +P         T     
+AV 
Sbjct  130  
LVFVNKIDRAGARSEALLTDIRRRLTPHIVPLTDVTAVGTPAARTRPRPLTAPATAEAVA  189

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-  238
            E +  +L   + G   + ++L +    R  D SL P+ +GSA  G G+  L++A+T 
L  
Sbjct  190  
EVDPGILAAVVDGPAPTPDELAKALAARTADGSLHPLLFGSALGGQGVPELVEALTRLIP  249

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG--
TLRLRDTVALAGREKLKITEM--  294
            +P          G+VF V     G R  YLRLY G  T R R T    G +  + 
TE+  
Sbjct  250  RPDPTATEVPPRGTVFAVRPAPDGGRTAYLRLYEGEVTERQRLTFLRRGADG-
RTTEVPG  308



Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            R+     I R      G I  L    +VR  D LG+ T     R  +   P L T 
+  +
Sbjct  309  RVTGLEVIGRRGPLTAGNIAALTGLPTVRGGDRLGELT----
DRAPQFAPPSLETLVRAR  364

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q  RL  AL  L+D DPL      +     +L + G VQ EVV+A L++ + +
+   
Sbjct  365  RPEQSARLRAALLALSDQDPLTHARPAADGSTALLLY-
GEVQKEVVAATLAQDFGIDAEF  423

Query  414  KEPSVIYMERPLKAASHTIHIEVPPNPFW-------
ASIGLSVTPLSLGSGVQYESRVSL  466
            +   V Y+ERP  A +   + E P    W       A++GL V P  + SG  +     
L
Sbjct  424  EPSRVRYLERP--AGTGEAYEEYP----
WLDRARCYATVGLRVEPGPIDSGTVFTYETEL  477

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            G L ++F  A+ D +   L  G   W VTDC++      +  P+ST ADFR+L P
+VL +
Sbjct  478  
GALPRAFHQAIEDTVHASLLAGPCEWPVTDCRVVLVRSGFVGPLSTAADFRALTPVVLRR  537

Query  527  ALKESGTQLLEPYLSFILYAPQEYLS  552
            AL+ +GT++ EPY +F L  P   L+
Sbjct  538  ALERAGTRVYEPYHAFELEIPASALA  563

>AEA35213.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
 AEA35214.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
 AEA35216.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
 AEA35222.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
Length=170

 Score = 267 bits (683),  Expect = 6e-83, Method: Compositional 
matrix adjust.
 Identities = 126/170 (74%), Positives = 146/170 (86%), Gaps = 0/170 
(0%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65



            +GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM LERQRGITIQ 
AVTSFQW
Sbjct  1    
LGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAVTSFQW  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+ 
Sbjct  61   
EDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
            FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E W
Sbjct  121  FINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQW  170

>PQW15828.1 elongation factor G, partial [Enterococcus faecium]
Length=162

 Score = 267 bits (682),  Expect = 7e-83, Method: Compositional 
matrix adjust.
 Identities = 119/160 (74%), Positives = 136/160 (85%), Gaps = 0/160 
(0%)

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEP
Sbjct  2    
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEP  61

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL 
F+TN
Sbjct  62   
YLSFKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTN  121

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            G SVCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  122  GLSVCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  161

>OGD96528.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFCSPHIGHO2_12_FULL_38_9b]
Length=714

 Score = 285 bits (728),  Expect = 7e-83, Method: Compositional 
matrix adjust.
 Identities = 213/690 (31%), Positives = 335/690 (49%), Gaps = 
90/690 (13%)



Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +LY +G   + G++++GTT TD M  ER+RGITI  
AAV
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILYYTGKSYKLGNIDEGTTVTDWMAQERERGITIVSAAV  73

Query  61   TSFQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ
+Q+  
Sbjct  74   TTF-
WTPNQGLYKGIESRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSET  132

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++    K  +P + F+NK+D+ G D    + S+R++L A                   
D+
Sbjct  133  
VWRQADKYKVPRICFVNKMDKMGADYIGTISSIRNRLGAPAVVYNLPIGKEDKFQGIVDL  192

Query  153  IIKQT------------VSLSPEIVLEENT-DIEAW-----
DAVIENNDKLLEKYIAGEP  194
            I +Q             +  S + + EE   D++ +     + + E ND LLEKY
+AGE 
Sbjct  193  
ITEQAFIWEDESAKKGGIEFSQKPIPEEMAQDVKKYRSELIEKIAETNDSLLEKYLAGEE  252

Query  195  ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPI  241
            IS ++L +  ++ V D  + PV  GS+ +  G+QPL+DA+              G+    
Sbjct  253  
ISNQELKKALRQAVIDYKIVPVLAGSSLRNKGVQPLLDAIVEFLPSPEDISQIEGINPKT  312

Query  242  GEQG------SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKL-KI  291
             E+       +A  CG  FKV+      +  Y+R+YSGTL+   +V   A   RE+
+ +I
Sbjct  313  
NEKEFRKQDINAPFCGLAFKVQIDPHVGKLTYIRIYSGTLKSGSSVINSAKNNRERIGRI  372

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD-------
PTRLPRKRWREDPLP  344
              M    + EI     AY GEIV +    +    V GD       P  L    +   
P P
Sbjct  373  LLMHANVREEIPE---AYAGEIVAIVGLKI---
SVTGDSLCSENAPIVLESISF---PEP  423

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            ++   I P T A +E+L  AL +L++ DP  +   D  T + I+S +G + LE++   
+ 
Sbjct  424  
VISLAIEPSTKADQEKLGYALGRLSEEDPTFKIRADHETGQTIISGMGELHLEILVDRMK  483



Query  405  EKYKLETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
             ++ ++  V  P V Y E  + +         +      +    L V P   G G 
Q+ S
Sbjct  484  
REFGVDAKVGSPQVAYKETIKNIAKGEGKYIKQSGGRGQYGHCYLRVEPCPRGEGYQFLS  543

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
             V  G +   +  +V  G +  ++ G L G+ + D K+    G Y+   S+   F+    
Sbjct  544  
EVKGGSIPSEYIPSVEKGAKEKMDMGVLAGYPMVDMKVVVYDGTYHDVDSSDIAFKIAGS  603

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            + LE+A K +  QLLEP +   +  P+E++     D     A I ++  + + V+ 
T  +
Sbjct  604  
LALEEAAKNAQLQLLEPIMKVEVTIPEEFMGDVIGDLSSKRAQILSSVHRANSVIVTSLV  663

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   +  Y T L   T GR     E   YQ
Sbjct  664  PLAEMSGYVTTLRSMTQGRGSAYMEPSHYQ  693

>WP_019057737.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
prunicolor]
Length=619

 Score = 282 bits (722),  Expect = 8e-83, Method: Compositional 
matrix adjust.
 Identities = 222/630 (35%), Positives = 326/630 (52%), Gaps = 
39/630 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDAGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTVGDTQINLIDTPGHSDFIAEVERALEVLDGAVLLLSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL----
SPEIVLEENTDIEAWD  176
            +PT++F+NKID+AG   + ++  +R +L+  +     V+     +  +     TD 
+  +



Sbjct  121  
LPTLVFVNKIDRAGARAEDLLTDIRRRLTPHVAPLTDVTALGTPAARVRPRPPTDPDLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ E +  +L   + G   + + L +       D S+ P+ +GSA  G G+  L+D 
+  
Sbjct  181  
ALAEVDPAILAAVVDGPAPTPDDLRKSLATHTADGSIHPLLHGSALGGQGVTDLVDHLIR  240

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG--------TLRLRD----
TVALA  284
            L  P    GS    G++F V      +R  YLRLY G        T R       
TV ++
Sbjct  241  LIPP-
ATTGSDTPRGTIFAVRPGPGRERTAYLRLYDGEVAPQQRLTFRRHGADGRTVEVS  299

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDP  342
            GR    +T + +     I R      G I  L  P D +R+ D LG+ T     R  
+  
Sbjct  300  GR----VTRLDV-----IGRPGPLTAGNIGALTGPKD-IRVGDRLGELT----
ARAPQFA  345

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T +  +   Q   L  AL  LAD DPLL     +    ++L + G VQ 
EVV+A 
Sbjct  346  PPTLETVVQARHPEQGAALRSALLSLADQDPLLHARPTASGATVLLLY-
GEVQKEVVAAT  404

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQ  459
            L + + +    +   V ++ERP  A +     E P +    +WA+IGL V P   
GSG  
Sbjct  405  LLQDFGIAAAFEPSRVRFLERP--
AGTGEACEERPWHDGTRYWATIGLRVEPAERGSGGI  462

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +     LG L ++F  A+ D +   L +GL G  VTD ++      Y +P+ST A 
FR L
Sbjct  463  
FGYETELGALPRAFHQAIEDTVHVTLLRGLEGAPVTDYRVTLTRSGYSAPLSTAAHFRGL  522

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL +AL+ + T+L EPY++F    P + L+          A            
+ TG
Sbjct  523  
TPIVLRRALRLARTRLYEPYVTFETEVPLDALAPVTAQLASCRAEFAGTTGGVGGWLITG  582

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            E+PAR ++     L   T+G  V  +   G



Sbjct  583  ELPARRVREVELSLPGLTHGEGVWWSRPSG  612

>GBD10978.1 Elongation factor G [bacterium HR23]
Length=689

 Score = 284 bits (726),  Expect = 8e-83, Method: Compositional 
matrix adjust.
 Identities = 211/675 (31%), Positives = 319/675 (47%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIG +AH+DAGKTT+TE +LY +G   + G V+ GT   D M  ER+RGITI 
AA T
Sbjct  9    
RVRNIGFIAHIDAGKTTITERVLYFTGRTYKIGEVDTGTAVMDWMPQERERGITITAAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W    +NI+DTPGH+DF AEV RSL VLDG +++  A  GVQ QT  ++    
+  +
Sbjct  69   
VCFWRDYHINIIDTPGHVDFTAEVERSLRVLDGGVVIFDAVAGVQPQTETVWRQADRYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-----
IKQT  157
            P + F+NK+D+ G D    V  +  +L A                   D+I     
I ++
Sbjct  129  
PRICFVNKMDRTGADFFRTVDMIAHRLKARPVPVQIPIGAESAFRGMVDLIEEKAYIYES  188

Query  158  VSLSPEIVLEENTDIEA----W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                P + +    D+      W     + V E +D LL KY+ G P+ +E++    
+R  
Sbjct  189  
DDPRPPVEVPIPEDLRETARQWRERLIERVAETDDTLLAKYLEGVPLPKEEIYHALRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GE------
QGSAAL  249
               +L PV  GSA +  GIQPL+DAV   L  P+            GE      Q    
L
Sbjct  249  
LSYTLVPVLCGSALRNKGIQPLLDAVLAYLPSPLDMPPVQGTDPRTGEKVERLPQADQPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRT  305
            C   FKV       R VY R+YSG  +    V  A    RE+  ++  M    + E
+   
Sbjct  309  
CALAFKVMSDPYIGRLVYFRVYSGVAKSGAVVYNASKGLRERFGRVVRMHAQHREEVDTL  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---



PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  + G  + L   +    D L D   P  L   R+   P P+L  ++ P+T A 
+E L 
Sbjct  369  EAGHIGAAIGL--KNTFTGDTLCDESAPIILEPPRF---
PEPVLSVSVEPRTKADQEHLD  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  +   D  T E ++S +G + LEV+   +  ++ ++  V  P V 
Y E
Sbjct  424  
NALRRLSEEDPTFKVRYDPETGETLISGMGELHLEVLVDRMRREFGVQARVGRPKVSYRE  483

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +P++     I  +      +  + L V PL  GSGVQ+E+R+  G + + F  
AV  
Sbjct  484  TISQPVRVEGRFIR-
QTGGRGQYGHVWLEVEPLPRGSGVQFENRIVGGVVPKEFIPAVEQ  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  LE G L G+ V D K+    G Y+   S+   F+    + + +ALK     
LLEP
Sbjct  543  
GVREALENGVLGGYPVVDVKVALVDGSYHPVDSSDMAFKVAGSMAMREALKRGAPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +  P EYL     D     A +++ + + D  +    +P      Y T L   
T 
Sbjct  603  
IMALEVVTPSEYLGDVLADLNARRAQVQSLEGQGDTQIIRALVPLAETFGYATVLRSLTQ  662

Query  599  GRSVCLTELKGYQAA  613
            GR+    +   YQ A
Sbjct  663  GRASYSLQFHHYQEA  677

>WP_096918739.1 GTP-binding protein [Eubacterium sp. YI]
 PCS27599.1 elongation factor G [Eubacterium sp. YI]
Length=653

 Score = 283 bits (724),  Expect = 8e-83, Method: Compositional 
matrix adjust.
 Identities = 189/618 (31%), Positives = 314/618 (51%), Gaps = 
21/618 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK++ +GILAHVDAGKTT +E LLY + AI + G V+      D   +ER+RGITI 
+  
Sbjct  1    MKLV-
LGILAHVDAGKTTFSEQLLYHTRAIRKLGRVDHQDAFMDHHPIERERGITIFSDQ  59



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+       +VDTPGH+DFL+E  R++ V+D A++V+S  +GVQ+ T  L+  
LR+ +
Sbjct  60   
AVFEIGGDTYYLVDTPGHVDFLSETERAIQVMDAAVIVVSGVEGVQSHTETLWKLLRRYD  119

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK D+ G D+  V+++++ K S D I+    +   E  L + T  E   
AV E
Sbjct  120  VPTLIFINKTDREGADISRVMEALKTKCSPDCIL---FTGHYEDALMDTTLAE---
AVAE  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE Y+ G     E       R  +   +FPV+ GSA    GI   + A+ 
GLF  
Sbjct  174  RDEDLLEAYLDG-
GYQSEIWQGALSRMFKKTEIFPVFAGSALNDKGIDDFIKAMAGLFHE  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----GRE-
KLKITEMR  295
               Q      G V+K+ +   G R  ++++ +G L+++D V       GR  + KI 
E+R
Sbjct  233  
EESQAEKPFSGHVYKILHDSAGTRLSFIKVTAGKLKVKDEVPTGKDREGRMIRQKINEIR  292

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            I S G       A PG++  +    + +  D +G+  RL    +    +P+L  ++    
Sbjct  293  IYSGGRYTTVPEAVPGDLCAVTGLIATQPGDGIGE--RLYHAGYT--
TVPLLTASVIYDE  348

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +L+A  +L D DP+L    +    E+ +  +G +QLEV+ A++ E++ L     
Sbjct  349  
GLNVRTVLEAFKELEDEDPMLEVVWNESLQEMHIHIMGAIQLEVLEAIVRERFGLAVHFG  408

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               ++Y E      +   H E  P   +A + L + P + G+G+ ++S  S+  L+ 
++Q
Sbjct  409  GCEILYKETIAAPVTGYGHFE--
PLRHYAEVHLRLEPAAPGTGITFDSACSVDILDTNYQ  466

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N ++  +     +G L G  +TD +I    G  +   +   DFR      + Q L+
++ +
Sbjct  467  
NLIKTHVFEREHRGVLTGSPITDMRIVLINGRAHLKHTEGGDFRQAVYRAIRQGLEQAES  526



Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP   F +  P E + R   D  K    +E  ++K D+ + TG  P   +  Y  
++
Sbjct  527  
ILLEPVYRFEIEVPSEAMGRVMSDIQKMAGRLEAPELKGDQTLITGFCPVGTMMNYSQEI  586

Query  594  AFYTNGRSVCLTELKGYQ  611
              +T GR +  T   GY+
Sbjct  587  LSFTKGRGILRTSFFGYE  604

>WP_099204091.1 GTP-binding protein [Neglecta sp. Marseille-P3890]
Length=881

 Score = 288 bits (737),  Expect = 1e-82, Method: Compositional 
matrix adjust.
 Identities = 198/622 (32%), Positives = 313/622 (50%), Gaps = 
48/622 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVDAGKTTL+E+LLY SG I +PG V+      DT  LE+QRGITI +    
F
Sbjct  5    
LTIGILAHVDAGKTTLSEALLYTSGKIGKPGRVDNQNAYLDTEQLEKQRGITIFSKQAVF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W   +V ++DTPGH+DF AE+ R+L+VLD A+LVISA DGVQ  TR ++  L+   
+P 
Sbjct  65   
EWKDKQVTLLDTPGHIDFSAEMERTLSVLDYAVLVISAADGVQEHTRTVWRLLKSHGVPV  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQAGV  + V + +  KLS +I+         +  +E N +   ++ +   
++
Sbjct  125  FLFVNKMDQAGVSKELVFKEMIQKLSENIV---------DFTVENNDNF--
FEQLALCDE  173

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LL+ Y+    I+ + + +  Q+R     +FP ++GSA K  GIQ  M+A++        
Sbjct  174  ELLKLYLTSGNITEKSIAKSIQKR----
KVFPCFFGSALKLTGIQEFMEALSRYTHVTAY  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK----  299
                     VFK+   + G R  ++++  G L+++D++      + K+ ++RI S     
Sbjct  230  PND--FGAKVFKITRDEQGNRLTHMKITGGILKVKDSLTFDSLSE-
KVNQIRIYSGQRYE  286



Query  300  --GEI-------
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              GE+       V   T     I I    SV     + +P    R    E+  P +   
I
Sbjct  287  
TVGEVSAGTICAVTGLTESQAGIGIGKEKSVLFPAPVLEPVLSYRIFLPENCDPAV---I  343

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK           L QL + +P L    D   HEI    +G VQ E++ +L+ E+
+ + 
Sbjct  344  MPK-----------
LRQLEEEEPALHLIWDEQLHEIQAQLMGEVQTEILKSLILERFGVV  392

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E +++Y E          H E  P   +A + L + P   GSG+ +ES+ S   
L 
Sbjct  393  VSFGEGNIVYKETIQNKVEGVGHFE--
PLRHYAEVHLIIEPAVQGSGLLFESQCSEDLLA  450

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   ++    +G L G+ +TD KI    G  ++  +   DFR      + 
Q LK
Sbjct  451  
KNWQRLVMTHLKEKSHKGVLAGFPITDMKIILASGRAHNKHTEGGDFREATYRAVRQGLK  510

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + + LLEPY +F L  P+  L RA  D  K   T E +  + + VV TG+ P   
++ Y
Sbjct  511  
SAKSVLLEPYYAFELDIPENNLGRAISDIEKLHGTFEISHTRDNRVVITGKAPVSTMRNY  570

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              ++  YT G+      L GY+
Sbjct  571  NQEVIAYTRGQGRLFCNLSGYE  592

>OGE13101.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFOXYB2_FULL_41_10]
Length=711

 Score = 284 bits (726),  Expect = 1e-82, Method: Compositional 
matrix adjust.
 Identities = 202/681 (30%), Positives = 337/681 (49%), Gaps = 
75/681 (11%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +LY +G   + G++++GTT TD M  E++RGITI  
AAV



Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILYYTGKTYKLGNIDEGTTVTDWMAQEKERGITIVSAAV  73

Query  61   TSFQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ
+Q+  
Sbjct  74   TTF-
WTPTTGPYKDIESRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSET  132

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++    K  +P + FINK+D+ G D  + ++S+R++L A                   
D+
Sbjct  133  
VWRQADKYKVPRLCFINKMDKLGADYFATLKSIRERLGAPAYPYNLPLGKENEFRGVIDL  192

Query  153  IIKQTVSLSPE----------IVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISR  197
            + ++    + +          I  E+  +++ +     + + EN+D LLEKY+ GE 
+  
Sbjct  193  
LSEKAYEWADDATGMKFSQAPIPDEDKANVKKYRHELVEKIAENDDVLLEKYLKGEELKI  252

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            +++ +  ++ V D  + PV  GS+ +  G+QPL+DA+              G+     
E+
Sbjct  253  
DEVKKALRKAVIDYKIVPVLAGSSLRNKGVQPLLDAIVEYLPSPLDITQIEGVNPKNNEK  312

Query  245  G------SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL-
RDTVALAGREKLKITEMRIP  297
                    A  CG  FK++      +  Y+R+YSGTL+    T+    R++ +I  
+ + 
Sbjct  313  
EVRKQDIDAPFCGLAFKIQIDPHVGKLTYVRVYSGTLKSGMSTLNATKRDRERIGRILLM  372

Query  298  SKGEIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPK  353
                      AY GEI+ ++   + +  D L   G P  L    +   P P++   
I P 
Sbjct  373  YANTREEIPEAYAGEIIAVIGLKNTQTGDTLCSEGAPITLESISF---
PEPVIAMAIEPN  429

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E+L  AL +L++ DP  R + DS T + I+S +G + LE++   +  ++ +   
V
Sbjct  430  
TKADQEKLGYALNRLSEEDPTFRIKSDSETGQTIISGMGELHLEILVDRMKREFAVGAKV  489

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471



              P V Y E   K A+       +      +    L V PL  G G Q++S +  G 
+  
Sbjct  490  
GSPQVAYKETIAKEATGEGKYIKQSGGRGQYGHCFLRVEPLPRGEGFQFKSEIRGGAIPS  549

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F  ++  G++  +E G L G+ + D K+    G Y+   S+   F+    I  E
+A+K+
Sbjct  550  
EFIPSIEKGVKEKMEMGVLAGYPMVDMKVAVYDGTYHDVDSSDIAFKIAGSIGFEEAVKK  609

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+E++     D     A I ++  + + V+ T  +P   +  
Y 
Sbjct  610  
ANLTLLEPIMKVEVSIPEEFMGDVIGDLSSKRAQILSSDHRANSVIITALVPLAEMSGYV  669

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            T L   T GR     E   YQ
Sbjct  670  TTLRSMTQGRGSTYMEPSHYQ  690

>KKR58682.1 Elongation factor G [Candidatus Curtissbacteria 
bacterium GW2011_GWB1_40_28]
 KKR61205.1 Elongation factor G [Candidatus Curtissbacteria 
bacterium GW2011_GWA2_40_31]
 KKR62210.1 Elongation factor G [Microgenomates group bacterium 
GW2011_GWC1_40_35]
 KKR66229.1 Elongation factor G [Candidatus Curtissbacteria 
bacterium GW2011_GWA1_40_47]
 KKS02310.1 Elongation factor G [Candidatus Curtissbacteria 
bacterium GW2011_GWC2_41_21]
 OGD80094.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFCSPHIGHO2_01_FULL_34_40]
 OGD95386.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFCSPLOWO2_01_FULL_41_28]
 OGE01756.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFOXYA1_FULL_41_14]
 OGE05708.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFOXYB1_FULL_41_59]
 OGE08527.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFOXYD1_FULL_41_36]
 OGE11004.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFOXYC2_FULL_41_11]
 OGE15346.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 



RIFOXYC1_FULL_41_36]
 OGE17729.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFOXYC12_FULL_41_11]
Length=711

 Score = 284 bits (726),  Expect = 1e-82, Method: Compositional 
matrix adjust.
 Identities = 202/681 (30%), Positives = 337/681 (49%), Gaps = 
75/681 (11%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +LY +G   + G++++GTT TD M  E++RGITI  
AAV
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILYYTGKTYKLGNIDEGTTVTDWMAQEKERGITIVSAAV  73

Query  61   TSFQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ
+Q+  
Sbjct  74   TTF-
WTPTTGPYKDIESRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSET  132

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++    K  +P + FINK+D+ G D  + ++S+R++L A                   
D+
Sbjct  133  
VWRQADKYKVPRLCFINKMDKLGADYFATLKSIRERLGAPAYPYNLPLGKENEFRGVIDL  192

Query  153  IIKQTVSLSPE----------IVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISR  197
            + ++    + +          I  E+  +++ +     + + EN+D LLEKY+ GE 
+  
Sbjct  193  
LSEKAYEWADDATGMKFSQAPIPDEDKANVKKYRHELVEKIAENDDVLLEKYLKGEELKI  252

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            +++ +  ++ V D  + PV  GS+ +  G+QPL+DA+              G+     
E+
Sbjct  253  
DEVKKALRKAVIDYKIVPVLAGSSLRNKGVQPLLDAIVEYLPSPLDITQIEGVNPKNNEK  312

Query  245  G------SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL-
RDTVALAGREKLKITEMRIP  297
                    A  CG  FK++      +  Y+R+YSGTL+    T+    R++ +I  
+ + 
Sbjct  313  
EVRKQDIDAPFCGLAFKIQIDPHVGKLTYVRVYSGTLKSGMSTLNATKRDRERIGRILLM  372

Query  298  SKGEIVRTDTAYPGEIV-ILPSDSVRLNDVL---



GDPTRLPRKRWREDPLPMLRTTIAPK  353
                      AY GEI+ ++   + +  D L   G P  L    +   P P++   
I P 
Sbjct  373  YANTREEIPEAYAGEIIAVIGLKNTQTGDTLCSEGAPITLESISF---
PEPVIAMAIEPN  429

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E+L  AL +L++ DP  R + DS T + I+S +G + LE++   +  ++ +   
V
Sbjct  430  
TKADQEKLGYALNRLSEEDPTFRIKSDSETGQTIISGMGELHLEILVDRMKREFAVGAKV  489

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              P V Y E   K A+       +      +    L V PL  G G Q++S +  G 
+  
Sbjct  490  
GSPQVAYKETIAKEATGEGKYIKQSGGRGQYGHCFLRVEPLPRGEGFQFKSEIRGGAIPS  549

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F  ++  G++  +E G L G+ + D K+    G Y+   S+   F+    I  E
+A+K+
Sbjct  550  
EFIPSIEKGVKEKMEMGVLAGYPMVDMKVAVYDGTYHDVDSSDIAFKIAGSIGFEEAVKK  609

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+E++     D     A I ++  + + V+ T  +P   +  
Y 
Sbjct  610  
ANLTLLEPIMKVEVTIPEEFMGDVIGDLSSKRAQILSSDHRANSVIITALVPLAEMSGYV  669

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            T L   T GR     E   YQ
Sbjct  670  TTLRSMTQGRGSTYMEPSHYQ  690

>WP_088800563.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomyces]
 SDR09292.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. KS_16]
 SED75240.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2133.1]
 SNC72426.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2114.4]
 PBC85660.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2321.6]



 PIG01192.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2233.5]
Length=658

 Score = 282 bits (722),  Expect = 1e-82, Method: Compositional 
matrix adjust.
 Identities = 226/645 (35%), Positives = 324/645 (50%), Gaps = 
61/645 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTDT  LER+RGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDGGDTRTDTGELERRRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R++ VLDGA+L++SA +GVQA TR+L   LR++ 
+PT
Sbjct  67   
TVGEVQINLIDTPGHADFIAEVERAVGVLDGAVLLLSAVEGVQAGTRVLMRTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEA----W  175
            ++F+NKID+AG   ++++  +R  L+   +   +V    +   E+V     D        
Sbjct  127  
LLFLNKIDRAGARDEALLADIRRLLTPAAVPMTSVTGLGTAGAEVVPYSLEDARVRERIA  186

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQ----------------
RRVQDASLFPVYYG  219
            + V E ++ +L + +   P  RE+     Q                 R  D SL 
PVY+G
Sbjct  187  
EVVAEVDESILAQLVDPVPEGRERGQDGAQPNGPGPTADRLRAALAARTADGSLHPVYFG  246

Query  220  
SAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            SA  G G+  L++ +  L  P      A   G+VF V+    G+R  ++RLY G 
LR R 
Sbjct  247  
SALGGQGVGALIEGMVRLIPPAPAVPGATARGTVFAVQQPPNGERTAHIRLYGGELRPRQ  306

Query  280  TVAL--------AGREKLKITEM----RIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDV  326
             V L         G    +IT +    R P  G  +      PG I V+     VR  
D 
Sbjct  307  QVELHRPGADGPGGPLTGRITALQVVGRAPGDGGPL-----
TPGNIGVVRGLPGVRTGDR  361

Query  327  LGDPTRLPRKRWREDP-------
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
            LG  T        EDP        P L T ++ +  AQ   L  AL  LAD 



DPLLR   
Sbjct  362  LGPAT--------
EDPAGGALFAAPTLETLVSARRPAQAAALRAALLALADQDPLLRARP  413

Query  380  DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVP  437
                   +L   G VQ E+++A L +++ +E       V+ +ERP  +  A H I     
Sbjct  414  APDGATSVL-
LHGEVQKEIIAATLCQEHGIEAEFAPSRVVCVERPSGVGEACHEIARRGH  472

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
              P WA++GL V P + GSG  +     LG L   F  AV +     L  G  GW 
VTDC
Sbjct  473  TGP-
WATVGLRVEPGARGSGPVFTYETELGALPHGFHQAVEETALATLRCGPHGWAVTDC  531

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            ++      +  P+ST  DFR++   VL +AL+ +GT++ EPY +F    P   L+     
Sbjct  532  
RVVLTRSGFVGPLSTAGDFRTVTASVLARALRTAGTRVHEPYHAFEAEVPLAALAAVTAR  591

Query  558  APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                 A        +   + +G +PAR +Q ++  L   T+G  V
Sbjct  592  LAALGAEFAETTGGRHSWLVSGALPARLVQEFQGQLPGLTHGEGV  636

>WP_002352610.1 GTP-binding protein, partial [Enterococcus faecium]
 EJX79047.1 GTP-binding domain protein, partial [Enterococcus 
faecium P1123]
Length=192

 Score = 267 bits (682),  Expect = 1e-82, Method: Compositional 
matrix adjust.
 Identities = 126/176 (72%), Positives = 146/176 (83%), Gaps = 0/176 
(0%)

Query  19   
LTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVNIVDTPGH  78
            LTESLLY SGAI+E GSV+KGTTRTD   LERQRGITIQ  +TSFQW   KVNI
+DTPGH
Sbjct  1    
LTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGITSFQWENTKVNIIDTPGH  60

Query  79   
MDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQ  138
            MDFLAEVYRSL+VLDGAIL+ISAKDGVQAQTRILFHALRKM IPT+ FINKIDQ G
+DL 
Sbjct  61   
MDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMGIPTIFFINKIDQNGIDLS  120

Query  139  SVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEP  
194



            +V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ 
Sbjct  121  TVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKS  
176

>AGM39434.1 TetO, partial [Staphylococcus aureus]
Length=170

 Score = 266 bits (680),  Expect = 2e-82, Method: Compositional 
matrix adjust.
 Identities = 126/169 (75%), Positives = 146/169 (86%), Gaps = 0/169 
(0%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM LERQRGITIQ 
AVTSFQ
Sbjct  1    
NLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAVTSFQ  60

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+
Sbjct  61   
WEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTI  120

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE  173
             FINKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E
Sbjct  121  FFINKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDME  169

>WP_071312686.1 GTP-binding protein [Anaerobacillus 
arseniciselenatis]
 OIJ14264.1 elongation factor G [Anaerobacillus arseniciselenatis]
Length=653

 Score = 282 bits (721),  Expect = 2e-82, Method: Compositional 
matrix adjust.
 Identities = 184/613 (30%), Positives = 301/613 (49%), Gaps = 
17/613 (3%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K   IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E+ RGITI 
A   
Sbjct  4    
KTKTIGILAHVDAGKTTFAEQILYHTESIQSRGRVDHMDSFLDHHDIEKNRGITIFADQA  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F +++    ++DTPGH+DF AE+ RSL V+D AI++ISA +G+Q  T  ++  L
+K  I
Sbjct  64   



EFSYNQSNYYLIDTPGHVDFSAEMERSLQVMDYAIVIISAVEGLQGHTETVWELLKKHEI  123

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT  FINK D+ G D+  VV+ +R + S D+     V ++  I   E T+ E  + 
V E 
Sbjct  124  PTFFFINKTDRNGADVYKVVEDIRLQFSNDV-----VDITDSIHNGEMTE-
ELIEFVAER  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ YI  E   +EK +   +R +++  +FP   GSA   +GI   ++ +  L   
I
Sbjct  178  DEELLDDYIE-EGYQKEKWLEALKRLMRENKIFPCASGSALNDIGITDFLEKID-
LLTDI  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                     G VFK+ Y + G R  +++L SG L +R+ V+     K    K+T+
+R+ +
Sbjct  236  
DYSDKPPFSGHVFKIRYDESGTRITFIKLLSGHLNVRNEVSYTNDGKQFQEKVTQLRVYN  295

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              +    + A  GEIV +      +   +G       K    + +P L++ +        
Sbjct  296  GHKFKAVNDARAGEIVAVTG---
LIKAGVGTSLGALTKNTAYEMVPALKSKVVFDEKVNV  352

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L + DP LR   D    EI +  +G++QLEV+  ++ E++ +    +
+P +
Sbjct  353  
KEVLSRFKMLDEEDPSLRVTWDEQLQEIHIHVMGKIQLEVLEQVVKERFNITITFEKPEI  412

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IY E  +       H E  P   +A + L + P    SG+ +E+      L+  
+QN VR
Sbjct  413  IYKETLVTEVKGYGHFE--
PLKHYAEVHLKIEPGERNSGITFENECHTDDLSVGYQNLVR  470

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +      GL  G  +TD K+    G  ++  ++  DF       L Q L+++   
+LE
Sbjct  471  
HHLFEREHHGLLTGSALTDVKVTLLTGRAHNKHTSGGDFCEATYRALRQGLEKAKNIVLE  530

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +    E + R   D        +  +   D+ V TG+ P      Y T 
LA +T



Sbjct  531  
PYYHFKIKVDVELMGRVIADIQSLYGNFDAPETIGDKAVITGKAPVTTFMEYSTVLASFT  590

Query  598  NGRSVCLTELKGY  610
            +G+   + +  GY
Sbjct  591  HGKGAMMLKFAGY  603

>WP_093491555.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 2112.3]
 SEE03354.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2112.3]
Length=658

 Score = 282 bits (721),  Expect = 2e-82, Method: Compositional 
matrix adjust.
 Identities = 228/645 (35%), Positives = 327/645 (51%), Gaps = 
61/645 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTDT  LER+RGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDGGDTRTDTGELERRRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R++ VLDGA+L++SA +GVQA TR+L   LR++ 
+PT
Sbjct  67   
TVGEVQINLIDTPGHADFIAEVERAVGVLDGAVLLLSAVEGVQAGTRVLMRTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----SLSPEIV---
LEENTDIE-AW  175
            ++F+NKID+AG   ++++  +R  L+   +   +V    +   E+V   LE+    
E   
Sbjct  127  
LLFLNKIDRAGARDEALLADIRRLLTPAAVPMTSVTGLGTAGAEVVPYSLEDPRVRERIA  186

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQ----------------
RRVQDASLFPVYYG  219
            + V E ++ +L + +   P  RE+     Q                 R  D SL 
PVY+G
Sbjct  187  
EVVAEVDESILAQLVDPVPEGRERGQDGAQPNGPGPTADRLRAALAARTADGSLHPVYFG  246

Query  220  
SAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            SA  G G+  L++ +  L  P      A   G+VF V+    G+R  ++RLY G 
LR R 
Sbjct  247  



SALGGQGVGALIEGMVRLIPPAPAVPGATARGTVFAVQQPPNGERTAHIRLYGGELRPRQ  306

Query  280  TVAL--------AGREKLKITEM----RIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDV  326
             V L         G    +IT +    R P  G  +      PG I V+     VR  
D 
Sbjct  307  QVELRRPGADGPGGPLTGRITALQVVGRAPGDGGPL-----
TPGNIGVVRGLPGVRTGDR  361

Query  327  LGDPTRLPRKRWREDP-------
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
            LG  T        EDP        P L T ++ +  AQ   L  AL  LAD 
DPLLR   
Sbjct  362  LGPAT--------
EDPAGGALFAAPTLETLVSARRPAQAAALRAALLALADQDPLLRARP  413

Query  380  DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVP  437
                   +L   G VQ E+++A L +++ +E       V+ +ERP  +  A H I     
Sbjct  414  APDGATSVL-
LHGEVQKEIIAATLCQEHGIEAEFAPSRVVCVERPSGVGEACHEIARRGH  472

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
              P WA++GL V P + GSG  +     LG L   F  AV +     L  G  GW 
VTDC
Sbjct  473  TGP-
WATVGLRVEPGARGSGPVFTYETELGALPHGFHQAVEETALATLRCGPHGWAVTDC  531

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            ++      +  P+ST  DFR++   VL +AL+ +GT++ EPY +F    P   L+     
Sbjct  532  
RVVLTRSGFVGPLSTAGDFRTVTASVLARALRTAGTRVHEPYHAFEAEVPLAALAAVTAR  591

Query  558  APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                 A        +   + +G +PAR +Q ++  L   T+G  V
Sbjct  592  LAALGAEFAETTGGRHSWLVSGALPARLVQEFQGQLPGLTHGEGV  636

>WP_049932630.1 GTP-binding protein [Lachnospiraceae bacterium JC7]
Length=898

 Score = 287 bits (735),  Expect = 2e-82, Method: Compositional 
matrix adjust.
 Identities = 193/613 (31%), Positives = 312/613 (51%), Gaps = 
38/613 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+ES+L+ SG I   G V+ G    DT  +E++RGITI + + 
+F  
Sbjct  12   
IGILAHVDAGKTTLSESILFESGKIRSLGRVDNGNAYLDTNQMEKERGITIFSKMATFDL  71



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                V+++DTPGH+DF AE+ ++LAVLD AILV++  DGVQ  T  L+  L +  
+P  I
Sbjct  72   
KDIAVSLLDTPGHVDFSAEMEKTLAVLDYAILVVNGSDGVQGHTETLWRLLERYGVPVFI  131

Query  126  FINKIDQAGVDLQSVVQSVRDKL---
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            F+NK+DQ G D   +++ +       + D       S+S    L+EN        +   
+
Sbjct  132  FVNKMDQPGTDKDVLLRDLEKHFGNSAVDFSDAGVYSMSE--TLKEN--------
IAMCD  181

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI  241
            ++++EKY+    +  + +    +  + D  LFPVY+GSA K  G++  +D +    
+ P+
Sbjct  182  ERIMEKYLEKGELDPKDV----
RNMIWDRKLFPVYFGSALKNFGVKEFLDGIYTFTEIPL  237

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                  A    VFK+   D G+R  Y+++  G L++R  +        K++E+RI 
S  +
Sbjct  238  YPDSFGA---KVFKIANDDSGRRLTYMKITGGELKVRTEIV----
PDEKVSEIRIYSGAK  290

Query  302  IVRTDTAYPGEI-VILPSDSVRLNDVLG-DPTRLPRKRWREDPL-
PMLRTTIAPKTAAQR  358
             V  DTA  G +  +L + S+R  D +G +P      + +E  L P+L   +  K 
A   
Sbjct  291  YVNVDTAEAGTVCAVLGTASLRTGDSVGCEP------
KGKEMSLKPVLDYQVVSKDADAL  344

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E L   L+ ++D  P L    D+   EI +  +G VQ+E++  ++ E++ +E  + 
E  +
Sbjct  345  E-
LYRKLSTISDEFPELHISWDNALKEIHVHLMGEVQIEILKRVVKERFDIELELGESRI  403

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y+E   +      H E  P   +A + L + PL  GSG+Q+ +  S   L  ++Q  
V 
Sbjct  404  LYLETIAEPVLGVGHFE--
PLRHYAEVLLLMEPLPRGSGLQFRADCSTDELALNWQRLVL  461

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +R     G L G  +TD +     G  ++  +   DFR      + Q L+++   
LLE



Sbjct  462  
THLREKEHVGVLTGSGITDIRFTLVAGRAHNKHTEGGDFREATYRAVRQGLRKAVNVLLE  521

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY +F L  PQEY+  A  D     A  +  ++K D  V TG    + ++ Y  D+  
Y+
Sbjct  522  
PYYAFTLEIPQEYVGPAMTDLSNMNAKFDPPEIKDDTSVITGTAAVKAMRDYHKDVMVYS  581

Query  598  NGRSVCLTELKGY  610
             GR        GY
Sbjct  582  KGRGHLFLRFSGY  594

>ETP71420.1 small GTP-binding domain-containing protein 
[Lachnospiraceae 
bacterium JC7]
Length=897

 Score = 287 bits (735),  Expect = 2e-82, Method: Compositional 
matrix adjust.
 Identities = 193/613 (31%), Positives = 312/613 (51%), Gaps = 
38/613 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+ES+L+ SG I   G V+ G    DT  +E++RGITI + + 
+F  
Sbjct  11   
IGILAHVDAGKTTLSESILFESGKIRSLGRVDNGNAYLDTNQMEKERGITIFSKMATFDL  70

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                V+++DTPGH+DF AE+ ++LAVLD AILV++  DGVQ  T  L+  L +  
+P  I
Sbjct  71   
KDIAVSLLDTPGHVDFSAEMEKTLAVLDYAILVVNGSDGVQGHTETLWRLLERYGVPVFI  130

Query  126  FINKIDQAGVDLQSVVQSVRDKL---
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            F+NK+DQ G D   +++ +       + D       S+S    L+EN        +   
+
Sbjct  131  FVNKMDQPGTDKDVLLRDLEKHFGNSAVDFSDAGVYSMSE--TLKEN--------
IAMCD  180

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI  241
            ++++EKY+    +  + +    +  + D  LFPVY+GSA K  G++  +D +    
+ P+
Sbjct  181  ERIMEKYLEKGELDPKDV----
RNMIWDRKLFPVYFGSALKNFGVKEFLDGIYTFTEIPL  236

Query  242  



GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                  A    VFK+   D G+R  Y+++  G L++R  +        K++E+RI 
S  +
Sbjct  237  YPDSFGA---KVFKIANDDSGRRLTYMKITGGELKVRTEIV----
PDEKVSEIRIYSGAK  289

Query  302  IVRTDTAYPGEI-VILPSDSVRLNDVLG-DPTRLPRKRWREDPL-
PMLRTTIAPKTAAQR  358
             V  DTA  G +  +L + S+R  D +G +P      + +E  L P+L   +  K 
A   
Sbjct  290  YVNVDTAEAGTVCAVLGTASLRTGDSVGCEP------
KGKEMSLKPVLDYQVVSKDADAL  343

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E L   L+ ++D  P L    D+   EI +  +G VQ+E++  ++ E++ +E  + 
E  +
Sbjct  344  E-
LYRKLSTISDEFPELHISWDNALKEIHVHLMGEVQIEILKRVVKERFDIELELGESRI  402

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y+E   +      H E  P   +A + L + PL  GSG+Q+ +  S   L  ++Q  
V 
Sbjct  403  LYLETIAEPVLGVGHFE--
PLRHYAEVLLLMEPLPRGSGLQFRADCSTDELALNWQRLVL  460

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +R     G L G  +TD +     G  ++  +   DFR      + Q L+++   
LLE
Sbjct  461  
THLREKEHVGVLTGSGITDIRFTLVAGRAHNKHTEGGDFREATYRAVRQGLRKAVNVLLE  520

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY +F L  PQEY+  A  D     A  +  ++K D  V TG    + ++ Y  D+  
Y+
Sbjct  521  
PYYAFTLEIPQEYVGPAMTDLSNMNAKFDPPEIKDDTSVITGTAAVKAMRDYHKDVMVYS  580

Query  598  NGRSVCLTELKGY  610
             GR        GY
Sbjct  581  KGRGHLFLRFSGY  593

>WP_003059844.1 GTP-binding protein [Amycolatopsis vancoresmycina]
 EOD69786.1 small GTP-binding protein [Amycolatopsis vancoresmycina 
DSM 44592]
Length=541

 Score = 278 bits (712),  Expect = 3e-82, Method: Compositional 
matrix adjust.
 Identities = 210/623 (34%), Positives = 296/623 (48%), Gaps = 



97/623 (16%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +N+GILAHVDAGKTTLTE LL A+G I   G V+ GTT+TDT+ LER RGITI
++AV
Sbjct  1    
MPTLNLGILAHVDAGKTTLTERLLLAAGVIDRLGRVDDGTTQTDTLALERARGITIKSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      VN++DTPGH DF+AEV R L+VLDGA+LV+SA +GVQAQTR+L  A     
Sbjct  61   
VSFAIGATTVNLIDTPGHPDFIAEVERVLSVLDGAVLVVSAVEGVQAQTRVLARA-----  115

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
                     +D+ G+                          P +V    TD    D    
Sbjct  116  ---------LDRLGI--------------------------
PAVVFVNKTDRRGADP---  137

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
                              ++  E  R++  A   PV+ GSA  G G+  L +AV  
L   
Sbjct  138  -----------------GRVRAEIARKLPPA---
PVFEGSALTGDGVDELREAVVDLLPK  177

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              E  +  L G+VFKV+     ++ V +R++SGTLR+R  +        K+T + +  
+G
Sbjct  178  SEEDTTGPLSGTVFKVDR----RKAVLVRVFSGTLRVRQKLPAG-----
KVTAIHVFEQG  228

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            + VR D    G I  +     R+ D +G+P   P    R+   P LRT +   T   
+  
Sbjct  229  KAVRRDRVTAGRIARVTGLDARIGDAIGEP---PASAGRQFAPPTLRTVVT--
TGGDKGA  283

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL QLA+ DPL+  +VD    EI+LS  G VQ EV+ A L+++Y ++    E 
+ I+
Sbjct  284  LHAALAQLAEQDPLIGLQVDG--
SEILLSLYGEVQKEVIQATLADEYGVDVEFGETTTIH  341

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            ++R          I    +PF A++GL V P    SGV +   V  G +  +F  
AV + 
Sbjct  342  VQRVTGTGESVRLIGQDADPFLATVGLRVEPAD--



SGVTFGLAVEPGSMPAAFFRAVEET  399

Query  481  IRYGLEQGLFGWNVTDCKICFEYGLYY------------
SPVSTPADFRSLAPIVLEQAL  528
            +R  L      W+V  C +   +  YY            S  ST  DFR L PIVL 
+AL
Sbjct  400  VRATLAS----
WSVPACAVTMTHSGYYARQSHSHGTFDKSMSSTAGDFRDLTPIVLREAL  455

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +GT   EP   F L  P + +S       +     +   +   E    G++PA  
+  
Sbjct  456  
DRAGTVECEPIHRFTLDVPADTISAVTQAVARVRGIPKQTTMDGPEARIEGDLPAAEVHG  515

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
             +  L   T G  V  TE   Y+
Sbjct  516  LQRRLPGLTRGEGVLETEFDRYE  538

>WP_093643011.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 2224.1]
 SEE24491.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2224.1]
Length=658

 Score = 281 bits (720),  Expect = 3e-82, Method: Compositional 
matrix adjust.
 Identities = 228/645 (35%), Positives = 328/645 (51%), Gaps = 
61/645 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTDT  LER+RGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDGGDTRTDTGELERRRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R++ VLDGA+L++SA +GVQA TR+L   LR++ 
+PT
Sbjct  67   
TVGEVQINLIDTPGHADFIAEVERAVGVLDGAVLLLSAVEGVQAGTRVLMRTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----SLSPEIV---
LEENTDIE-AW  175
            ++F+NKID+AG   ++++  +R  L+   +   +V    +   E+V   LE+    
E   
Sbjct  127  
LLFLNKIDRAGARDEALLADIRRLLTPAAVPMTSVTGLGTAGAEVVPYSLEDPRVRERIA  186



Query  176  DAVIENNDKLLEKYIAGEPISREK----------------
LVREEQRRVQDASLFPVYYG  219
            + V E ++ +L + +   P  RE+                L      R  D SL 
PVY+G
Sbjct  187  
EVVAEVDESILAQLVDPVPEGRERGQDGADPNGPGPTADRLRAALAARTADGSLHPVYFG  246

Query  220  
SAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD  279
            SA  G G+  L++ +  L  P      A   G+VF V+    G+R  ++RLY G 
LR R 
Sbjct  247  
SALGGQGVGALIEGMVRLIPPAPAVPGATARGTVFAVQQPPNGERTAHIRLYGGELRPRQ  306

Query  280  TVAL--------AGREKLKITEM----RIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDV  326
             V L         G    +IT +    R P  G  +      PG+I V+     VR  
D 
Sbjct  307  QVELHRPGADGPGGPLTGRITALQVVGRAPGDGGPL-----
TPGDIGVVRGLPGVRTGDR  361

Query  327  LGDPTRLPRKRWREDP-------
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
            LG  T        EDP        P L T ++ +  AQ   L  AL  LAD 
DPLLR   
Sbjct  362  LGPAT--------
EDPAGGALFAAPTLETLVSARRPAQAAALRAALLALADQDPLLRARP  413

Query  380  DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVP  437
                   +L   G VQ E+++A L +++ +E       V+ +ERP  +  A H I     
Sbjct  414  APDGATSVL-
LHGEVQKEIIAATLCQEHGIEAEFAPSRVVCVERPSGVGEACHEIARRGQ  472

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
              P WA++GL V P + GSG  +     LG L   F  AV +     L  G  GW 
VTDC
Sbjct  473  TGP-
WATVGLRVEPGARGSGPVFTYETELGALPHGFHQAVEETALATLRCGPHGWAVTDC  531

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            ++      +  P+ST  DFR++   VL +AL+ +GT++ EPY +F    P   L+     
Sbjct  532  
RVVLTRSGFVGPLSTAGDFRTVTASVLARALRTAGTRVHEPYHAFEAEVPLAALAAVTAR  591

Query  558  APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
                 A        +   + +G +PAR +Q ++  L   T+G  V
Sbjct  592  LAALGAEFAETTGGRHSWLVSGTLPARLVQEFQGQLPGLTHGEGV  636

>ONI44590.1 hypothetical protein AN642_02200 [Epulopiscium sp. SCG-



B10WGA-EpuloA2]
Length=861

 Score = 286 bits (732),  Expect = 3e-82, Method: Compositional 
matrix adjust.
 Identities = 189/623 (30%), Positives = 315/623 (51%), Gaps = 
32/623 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG++AHVD+GKTTL E LL+ SG +   G V+K  +  D+  LE+ RGITI 
+  
Sbjct  1    
MKKITIGLVAHVDSGKTTLAEGLLFESGKLKRAGRVDKKDSFFDSHDLEKNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++      ++DTPGH+DF  E+ R+L VLD AIL+I A DG++  TR LF  L 
K N
Sbjct  61   
AQFEYKNLSCILLDTPGHVDFATEMERTLIVLDYAILIIGATDGIKGHTRTLFKLLSKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G + + V++ ++  ++   +     + +  + LE    I   D 
VI 
Sbjct  121  IPTFIFINKMDQKGANKEEVLELLKKDINEHCV---EFNETDRLFLEH---
IAVCDEVI-  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
                 LEKY   E IS    +++ +  +    +FPV +GSA K +GI+  +D +   
+  
Sbjct  174  -----LEKYFETEKIS----
IQDIKELIAHRKVFPVCFGSALKLIGIKEFLDLMAKYIIA  224

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPS  298
            PI    S      VFK+ +   G R  +L++  G L++RD ++   +E + KI E
+R+  
Sbjct  225  PI---YSTNFDAKVFKITFDSQGNRLTHLKIIGGALKIRDIISY--
KEIVEKIIEIRVYE  279

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                  T     G+I  +L     ++ D  G+      K       P+L   I P     
Sbjct  280  SEGYKNTAQVSAGDICSVLGLSKTKVGDSFGEVLEYSTK-----
IEPVLNYKIIPIDETN  334

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + L + L +L   +P+L         EI +  +G VQ+E++++++ E++ ++    
+ +
Sbjct  335  



IKTLYENLQKLNQEEPMLNIIWREDIKEIEVKIMGEVQIEILTSIVKERFNIDIEFLKGT  394

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            V+Y E   K      H E  P   +A + L + P  +G+G+  ++   +  L ++
+Q  +
Sbjct  395  VVYKETIQKEVIGVGHFE--
PLRHYAEVMLKLEPQPIGTGIIIKNACPIENLEKNYQQQI  452

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++    +G L G+++TD KI    GL +   + P DFR      L QALK++ 
+ LL
Sbjct  453  
ISYLKNNEHRGNLAGYSLTDIKITLLAGLSHKKHTAPNDFREATKRALRQALKQTNSILL  512

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY +F++  P+  L RA +D  ++    E   ++      +G+ P   I  Y+ 
+L  Y
Sbjct  513  
EPYYNFVINLPEANLGRALNDIERFFGISEVKSIENQVAKISGKAPVSTISGYQKELTSY  572

Query  597  TNGRSVCLTELKGYQAAVGQPVI  619
            T G  +   E+  +  A  +  I
Sbjct  573  TKGFGIISFEIGEFDKAHNEAEI  595

>OGK18226.1 translation elongation factor G [Candidatus 
Roizmanbacteria bacterium 
RIFCSPHIGHO2_01_FULL_39_8]
 OGK28459.1 translation elongation factor G [Candidatus 
Roizmanbacteria bacterium 
RIFCSPHIGHO2_02_FULL_39_9]
Length=698

 Score = 282 bits (722),  Expect = 3e-82, Method: Compositional 
matrix adjust.
 Identities = 202/677 (30%), Positives = 331/677 (49%), Gaps = 
75/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N+GI+AH+D+GKTT TE +L+ +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  17   
KVRNVGIIAHIDSGKTTTTERILFYTGRSYKIGDIDEGTTQMDWMPQERERGITIVSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG +++  A++GVQ+Q+  ++    
K  +
Sbjct  77   
TTFWKGIRINIIDTPGHVDFTAEVERSLRVLDGGVVIFDAEEGVQSQSETVWRQADKYKV  136



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV--SL  160
            P + FINK+D+ G D ++ V+ + D+L A                   D++  +++    
Sbjct  137  
PRLCFINKMDKLGADFEATVKEIEDRLGAKPAVMVYPLGKEQDFKGVIDLLTLKSIVWGK  196

Query  161  SPEIVLEENTD----------IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
             P+ +  E +D          +EA   +IE+    +D LL KY+ GE I+ E L +  
++
Sbjct  197  
DPQGIEYEVSDEIPADIKEKVLEAQAKLIEHIAETDDALLNKYLNGEKIAVEDLKKALRK  256

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIG---------EQ  244
             V    L PVY G++ +   +QP++DA             +TG+    G         
E+
Sbjct  257  
AVISYKLIPVYCGTSLRNKAVQPILDAIVDYLPSPIDIKEITGIDPRTGKVKKRSISNEE  316

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              +AL    FK++      +  Y R+YSG L     V    R K     +I  M    
+ 
Sbjct  317  KFSALS---
FKIQLDPHVGKLTYTRIYSGVLESGTYVYNINRNKQERVSRILLMHANQRE  373

Query  301  EIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            EI   D AY GEIV L  P D+ R  D L DP           P P++   I PKT 
A +
Sbjct  374  EI---DKAYAGEIVTLVGPKDT-
RTGDTLADPNDPILLEKITFPEPVISLAIEPKTKADQ  429

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L   L +LA+ DP  + +V+  T + I+S +G + LE++   +  +  ++  V 
+P V
Sbjct  430  
EKLAFTLQRLAEEDPTFKVKVNHETGQTIMSGMGELHLEILVDRMRREMGMQVNVGKPQV  489

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   + ++A    I  +   +  +    + V PLS G G ++ +++  G +   
F  
Sbjct  490  AYKETVKKSVEAEGKYIK-
QTGGHGQYGHCLIKVDPLSRGEGFKFINKIKGGTIPSEFVP  548

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  L++G L G+ +TD ++    G Y+   S+   F+    + L+   K 
SG  
Sbjct  549  



SVEKGVKEALDKGVLLGYPMTDLQVTLYDGSYHDVDSSDIAFKIAGSMALQDGAKRSGIA  608

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+ ++     D       I   + +   VV    +P   +  Y 
T L 
Sbjct  609  
LLEPIMKLEVTVPENFMGVVIGDVSAKRGKILGTEKRSRAVVIKAYVPLADMSGYATVLR  668

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR     E   Y+
Sbjct  669  SLTEGRGFFYMEPSHYE  685

>WP_008860288.1 elongation factor G [Dialister succinatiphilus]
 EHO62260.1 translation elongation factor G [Dialister 
succinatiphilus YIT 
11850]
Length=692

 Score = 282 bits (722),  Expect = 4e-82, Method: Compositional 
matrix adjust.
 Identities = 202/687 (29%), Positives = 322/687 (47%), Gaps = 
67/687 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVNHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++      
++
Sbjct  69   
TCHWKGYRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------------  154
            P + FINK+D  G D    V+++  +L A  +                            
Sbjct  129  
PRIAFINKMDTVGADFLHAVKTIDTRLHAKAVAMQLPIGAQDTFKGIIDLLTREAEIYDS  188

Query  155  -------
KQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   K+ VS   + ++EE  + +  +A  + +D+L EKY+ GE IS E++    
+++
Sbjct  189  DDGKEYHKEPVSDDMKDMVEEYRE-
KIIEAACDGDDELAEKYLEGEDISIEEIKASIRKQ  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAAL  249



            V    LFPV+ GSA K  GIQ L+DAV   L  P+           GE+       
SA L
Sbjct  248  
VLACKLFPVFCGSAYKNKGIQMLLDAVLDYLPSPLDIPPVKGTSLDGEEEERPVSDSAPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  Y R+YSG +     V  + ++K     +I  M    + 
EI   
Sbjct  308  
AALAFKIMADPFVGKLAYFRVYSGEMHQGTYVLNSTKDKKERVGRILLMHANHRKEI---  364

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+I   +    V   D L DP         E P P++   + PKT A +E+
+ +A
Sbjct  365  
DVAYTGDIAAAVGFKDVTTGDTLCDPDNPIILEKMEFPDPVISVAVEPKTKADQEKMGNA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T++ I+S +G + L+++   +  ++ ++  V +P V Y 
E  
Sbjct  425  
LQRLAEEDPTFRVHTDPETNQTIISGMGELHLDIIVDRMRREFNVDCTVGKPQVAYRETI  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+         +   +  +    L + P+  G G ++ + V  G + + F N ++ 
G+ 
Sbjct  485  
RKSVESEGKFIRQTGGHGQYGHCWLRLEPMEAGKGFEFANEVVGGVIPKEFINPIQAGVE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K+    G Y+   S+   F+    +  +   K++   
LLEPY+S
Sbjct  545  
AAMQDGVVAGYPMVDIKVTVYDGSYHDVDSSEMAFKVAGSMAFKDGAKKADPVLLEPYMS  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+             IE  + +  E    G +P   +  Y T L   T 
GR 
Sbjct  605  
VEVDVPEDYMGDVIGGLNSRRGRIEGMETENGESRIKGFVPLSEMFGYATALRSSTQGRG  664

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPN  625
                    Y+    A+ Q + + R  N
Sbjct  665  TFTMTFDHYEEVPKAISQKITEERLGN  691

>PIZ64024.1 elongation factor G [Candidatus Roizmanbacteria 
bacterium CG_4_10_14_0_2_um_filter_39_13]



Length=699

 Score = 282 bits (722),  Expect = 4e-82, Method: Compositional 
matrix adjust.
 Identities = 202/677 (30%), Positives = 332/677 (49%), Gaps = 
75/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI N+GI+AH+D+GKTT TE +L+ +G   + G +++G+T+ D M  E++RGITI 
+A T
Sbjct  18   
KIRNVGIIAHIDSGKTTTTERILFYTGRSYKIGDIDEGSTQMDWMEQEKERGITIVSAAT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG ++V  A++GVQ+Q+  ++    
K  +
Sbjct  78   
TTFWKGMRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAEEGVQSQSETVWRQADKYKV  137

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
            P + FINK+D+ G + +  V+ + D+L A  II           K  V L          
Sbjct  138  
PRLTFINKMDKLGANFEGTVKEIEDRLGATPIIMVYPIGKEDTFKGVVDLLTMKALVWGK  197

Query  161  ------------SPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                         PE VL +     A   + + E +D LLEKY+ GE +  +++    
++
Sbjct  198  
DESGIEFDVFDEIPEEVLGKAKKFRARMIEQIAETDDALLEKYLNGEELEVDEMKAALRK  257

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSA  247
             V    + PVY G++ +  G+QPL+DA             V GL    GE      
+ + 
Sbjct  258  
AVIGYKIIPVYAGTSLRNKGVQPLLDAINDYLPSPKDLKEVKGLNPDTGEEVIRQLEPNE  317

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIV  303
                  FK++      +  Y R+YSGTL+       V    +E++ +I  M    + 
EI 
Sbjct  318  
KFSALSFKIQLDPHVGKLTYTRIYSGTLKSGSYAYNVNSGKKERVSRILLMHANQREEI-  376

Query  304  RTDTAYPGEIVIL--PSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              D AY GEIV L  P +S +  D L D   P +L +  +   P P++   I PKT 
+ +
Sbjct  377  --DEAYSGEIVALVGPKES-KTGDTLADEDHPIQLEQITF---
PDPVISLAIEPKTKSDQ  430



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  AL +L+D DP  R +VD  T++ I++ +G + LE++   +  +  ++  + 
+P V
Sbjct  431  
EKLSYALQRLSDEDPTFRVKVDHETNQTIMAGMGELHLEILVDRMKREMGVDANIGKPQV  490

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   + ++A    I  +   +  +    + + PL  G G  +E+++  G +   
F +
Sbjct  491  AYKETITKSVEAEGKYIK-
QTGGHGQYGHCMIRLEPLGRGEGFIFENKIKGGTIPSEFIS  549

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G+   LE+G L G+ VTD KI    G Y+   S+   F+    + ++  +K 
+G  
Sbjct  550  
SVEKGVIQALEKGVLLGFPVTDLKIQLYDGSYHDIDSSDIAFQIAGTMAVQNGVKSAGMT  609

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P  ++  A  D       +   + +    +     P   +  Y 
T L 
Sbjct  610  
LLEPIMKLEVTVPDNFMGTAIGDISSRRGKVLGTENRNKVTIIKAYAPLAELSGYATVLR  669

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR V   E   Y+
Sbjct  670  SLTEGRGVFYMEPSHYE  686

>WP_058696196.1 GTP-binding protein [Eubacterium limosum]
 ALU16506.1 translation elongation factor G-like protein 
[Eubacterium limosum]
Length=653

 Score = 281 bits (718),  Expect = 5e-82, Method: Compositional 
matrix adjust.
 Identities = 191/621 (31%), Positives = 318/621 (51%), Gaps = 
27/621 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK++ +GILAHVDAGKTT +E LLY + AI + G V+      D   +ER+RGITI 
+  
Sbjct  1    MKLV-
LGILAHVDAGKTTFSEQLLYHTRAIRKLGRVDHQDAFMDHHPIERERGITIFSDQ  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+       +VDTPGH+DF +E  R++ V+D A++V+S  +GVQ+ T  L+  



LR+ +
Sbjct  60   
AVFEIGGDTYYLVDTPGHVDFSSETERAIQVMDAAVIVVSGVEGVQSHTETLWKLLRRYD  119

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK D+ G D+  V+++++ K S D I+    +   E  L + T  E   
AV E
Sbjct  120  VPTLIFINKTDREGADISRVMEALKTKCSPDCIL---FTGHYEDALMDTTLAE---
AVAE  173

Query  181  NNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             ++ LLE Y+ G     I +  L R  ++R     +FPV+ GSA    GI   + A
+ GL
Sbjct  174  RDEVLLEAYLDGGYQSEIWQGALSRMFKKR----
EIFPVFAGSALNDKGIDDFIKAMAGL  229

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----GRE-
KLKIT  292
            F            G V+K+ +   G R  ++++ +G L+++D V       GR  + 
KI 
Sbjct  230  
FHEEERLAEKPFSGHVYKILHDSAGTRLSFIKVTAGKLKVKDEVPTGKDREGRMIRQKIN  289

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            E+RI S G       A PG++  +    + R  D +G+  RL    +    +P+L  
++ 
Sbjct  290  EIRIYSGGRYTTVPEAVPGDLCAVTGLIATRPGDGIGE--RLYHAGYT--
TVPLLTASVI  345

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                     +L+A  +L D DP+L    +    E+ +  +G +QLEV+ A++ E++ 
LE 
Sbjct  346  
YDEGLNVRTVLEAFKELEDEDPMLEVVWNESLQEMHIHIMGAIQLEVLEAIVRERFGLEV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +  ++Y E      +   H E  P   +A + L + P + G+G+ ++S  S+  
L+ 
Sbjct  406  RFGDCEILYKETIAAPVTGYGHFE--
PLRHYAEVHLRLEPAAPGTGITFDSVCSVDILDT  463

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++QN ++  +     +G L G  +TD +I    G  +   +   DFR      + Q 
L++
Sbjct  464  
NYQNLIKTHVFEREHRGVLTGSPITDMRIVVINGRAHLKHTEGGDFRQAVYRAIRQGLEQ  523

Query  531  



SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEP   F +  P E + R   D  K    +E  ++K D+ + TG  P   +  
Y 
Sbjct  524  
AESILLEPVYRFEIEVPSEAMGRVMSDIQKMAGRLEAPELKGDQTLITGFCPVATMLNYS  583

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  +T GR +  T   GY+
Sbjct  584  QEILSFTKGRGILRTSFFGYE  604

>WP_074616473.1 GTP-binding protein [Eubacterium limosum]
 SDO51059.1 small GTP-binding protein domain-containing protein 
[Eubacterium 
limosum]
Length=653

 Score = 281 bits (718),  Expect = 6e-82, Method: Compositional 
matrix adjust.
 Identities = 188/618 (30%), Positives = 315/618 (51%), Gaps = 
21/618 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK++ +GILAHVDAGKTT +E LLY + AI + G V+      D   +ER+RGITI 
+  
Sbjct  1    MKLV-
LGILAHVDAGKTTFSEQLLYHTRAIRKLGRVDHQDAFMDHHPIERERGITIFSDQ  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+       +VDTPGH+DF +E  R++ V+D A++V+S  +GVQ+ T  L+  
LR+ +
Sbjct  60   
AVFEIGGDTYYLVDTPGHVDFSSETERAIQVMDAAVIVVSGVEGVQSHTETLWKLLRRYD  119

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK D+ G D+  V+++++ K S + I+    +   E  L + T  E   
AV E
Sbjct  120  VPTLIFINKTDREGADILRVMEALKTKCSPECIL---FTGHYEDALMDTTLAE---
AVAE  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE Y+ G     E       R  +   +FPV+ GSA    GI   + A+ 
GLF  
Sbjct  174  RDEVLLEAYLDG-
GYQSEIWQGALSRMFKKTEIFPVFAGSALNDKGIDDFIKAMAGLFHE  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----GRE-
KLKITEMR  295
               Q      G V+K+ +   G R  ++++ +G L+++D V       GR  + KI 
E+R



Sbjct  233  
EESQAEKPFSGHVYKILHDSAGTRLSFIKVTAGKLKVKDEVPTGKDREGRMIRQKINEIR  292

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            I S G       A PG++  +    + +  D +G+  RL    +    +P+L  ++    
Sbjct  293  IYSGGRYTTVPEAVPGDLCAVTGLIATQPGDGIGE--RLYHAGYT--
TVPLLTASVIYDE  348

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +L+A  +L D DP+L    +    E+ +  +G +QLEV+ A++ E++ LE    
Sbjct  349  
GLNVRTVLEAFKELEDEDPMLEVVWNESLQEMHIHIMGAIQLEVLEAIVRERFGLEVRFG  408

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +  ++Y E      +   H E  P   +A + L + P + G+G+ ++S  S+  L+ 
++Q
Sbjct  409  DCEILYKETIAAPVTGYGHFE--
PLRHYAEVHLRLEPAAPGTGITFDSACSVDILDTNYQ  466

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N ++  +     +G L G  +TD +I    G  +   +   DFR      + Q L+
++ +
Sbjct  467  
NLIKTHVFEREHRGVLTGSPITDMRIVLINGRAHLKHTEGGDFRQAVYRAIRQGLEQAES  526

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP   F +  P E + R   D  K    +E  ++K D+ + TG  P   +  Y  
++
Sbjct  527  
VLLEPVYRFEIEVPSEAMGRVMSDIQKMAGRLEAPELKGDQTLITGFCPVGTMMNYSQEI  586

Query  594  AFYTNGRSVCLTELKGYQ  611
              +T GR +  T   GY+
Sbjct  587  LSFTKGRGILRTSFFGYE  604

>WP_092354504.1 GTP-binding protein [[Clostridium] cocleatum]
 SET60741.1 small GTP-binding protein domain-containing protein 
[[Clostridium] 
cocleatum]
Length=853

 Score = 285 bits (728),  Expect = 1e-81, Method: Compositional 
matrix adjust.
 Identities = 198/639 (31%), Positives = 314/639 (49%), Gaps = 
43/639 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK I +GILAHVDAGKTTLTES+LY S AI   G V+ G    D    ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESVLYLSKAIRTLGRVDHGDAFLDYNVQERNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+ C++ ++DTPGH+DF  E+ R+L VLD AILVIS  DGVQ  +  ++  L
+   
Sbjct  61   
AVFNWNDCQITLIDTPGHVDFSTEMERTLQVLDYAILVISGIDGVQVHSETIWKLLQHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+D    + + ++  ++ +L+     +Q           EN D + ++ 
+  
Sbjct  121  IPTFIFINKMDNIHANKEELLSELKKRLN-----EQCYDF-------
ENLDDDFYENIAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NN+ LLE Y+    + +E L+ E  +R     LFP ++GSA K  GI   ++  T   
+ 
Sbjct  169  NNEVLLEYYLKHNTLPKEMLIEEIIKR----
QLFPCFFGSALKMEGIDTFLNEFTSYIKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++        VFK+ +   G R  +L++  GTL+   T A  G+++ K+ ++RI 
S  
Sbjct  225  --KEYPEDFGARVFKISHDKQGNRLTHLKITGGTLK---TKAQIGKDE-
KVDQIRIYSGN  278

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    +    G+I        I+    + + + +  P   P   +R          
I P+
Sbjct  279  KYQLVNEVKAGDICVIKGFKNIMAGQGLGIEEEIIQPVLSPYMDYR---------
IILPE  329

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L+ L+ LA  DP L    ++ T EI +  +G +Q+EV+  L++E++ L    
Sbjct  330  DHDWHQT-
LEKLSLLAQEDPQLHINYNNHTQEIHVQLMGAIQIEVLKNLINERFGLNVSF  388

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                +IY E  L+A     H E  P   +A + L + P   GSG++Y        L
+ S+
Sbjct  389  DHGKIIYKETILEAVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLEYGVNCKDEVLSSSY  446

Query  474  QNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   ++     G L G  +TD KI    G  +   +   DFR      + Q 
LK + 
Sbjct  447  
QRLILTHLKEKEHLGVLTGSAITDMKITLISGKAHLKHTEGGDFREATYRAVRQGLKSTK  506

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P E+LS+A +D      +     + ++ V  TG  P   +Q 
Y+++
Sbjct  507  
SILLEPYFDFTLELPVEFLSKAIYDIEAMKGSFVMPDIHREVVSITGSAPVSRMQNYQSE  566

Query  593  LAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDK  630
            +  YT G+   + ++ GY     +  VI+    +S  DK
Sbjct  567  VINYTKGKGRLICQVAGYHPCQDEDEVIKQINYDSETDK  605

>KKQ01599.1 Elongation factor G [Candidatus Roizmanbacteria 
bacterium GW2011_GWA2_36_23]
Length=697

 Score = 281 bits (719),  Expect = 1e-81, Method: Compositional 
matrix adjust.
 Identities = 198/676 (29%), Positives = 330/676 (49%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+D+GKTT TE  L+ +G   + G +++G T+ D M  ER+RGITI 
+A T
Sbjct  17   
KIRNIGIIAHIDSGKTTTTERFLFYTGRTYKIGDIDEGNTQMDWMPQERERGITIVSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF AEV RSL VLDG +++  A++GVQ+Q+  ++    
K  I
Sbjct  77   
TTFWNGVRINIIDTPGHVDFTAEVERSLRVLDGGVVIFDAEEGVQSQSETVWRQADKYKI  136

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------------  154
            P + FINK+D+ G D  + V  ++++L A+  +                           
Sbjct  137  
PRICFINKMDKLGADFDATVSEIKERLGANPAVVVYPIGKEQEFEGVIDLFSLKALVWGK  196

Query  155  --KQTVSLSPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              + T   + EI  E   ++ A  A     + E +D LL KY+ GE I  E L +  
++ 
Sbjct  197  
DGQGTEFETKEIPAELKDNVMAARAKLIEKIAETDDSLLSKYLNGEEIPVEDLKKALRKA  256



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAAL-----  249
                 L PVY G++ +  G+QP++DAV             TG+    G +    L     
Sbjct  257  
TIAYKLIPVYCGTSLRNKGVQPILDAVVDYLPSPLDLKEITGINPQTGAEEKRQLTPEEK  316

Query  250  -CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK++      +  Y+R+YSGTL     V  A ++K     ++  M   ++ 
E+  
Sbjct  317  
FSGLAFKIQLDPHVGKLTYVRIYSGTLESGSYVYNASKDKQERASRVLLMHANNREEV--  374

Query  305  TDTAYPGEIVIL--PSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             D AY GEIV L  P +S +  D L D   P  L +  +   P P++   I PKT 
A +E
Sbjct  375  -DKAYAGEIVALVGPKES-KTGDTLADQNSPLILEQITF---
PEPVISLAIEPKTKADQE  429

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  +L +LA+ DP  + +++  T + I+S +G + LE++   +  +  +   V 
+P V 
Sbjct  430  
KLSYSLQRLAEEDPTFKVKINQETGQTIMSGMGELHLEILVDRMKREMGMNVNVGKPQVA  489

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   +P+ A    I  +   +  +    + V PL+ G G ++ +++  G +   
F   
Sbjct  490  YKETITKPVDAEGKYIK-
QTGGHGQYGHCLIKVDPLNRGEGFKFVNKIKGGSIPSEFIPP  548

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+   +E+G L G+ +TD ++    G Y+   S+   F+    + ++ A K+
+G  L
Sbjct  549  
VEKGVIEAMEKGVLLGFPMTDLQVTLYDGSYHDVDSSDIAFKIAGSMAMQDAAKKAGIVL  608

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P++++     D       I   + +   V+    +P   +  Y T 
L  
Sbjct  609  
LEPIMKLEVTVPEDFMGVVIGDISSKRGKILGTEKRSRAVIIKSYVPLAELSGYATILRS  668

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     E   Y+
Sbjct  669  LTEGRGFFYMEPSHYE  684

>WP_093623495.1 tetracycline resistance ribosomal protection protein 



Otr(A) [Streptomyces 
sp. 3213.3]
 SEC64604.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 3213]
Length=619

 Score = 279 bits (713),  Expect = 1e-81, Method: Compositional 
matrix adjust.
 Identities = 219/626 (35%), Positives = 323/626 (52%), Gaps = 
31/626 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTSGDTQINLIDTPGHADFVAEVERALEVLDGAVLLLSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWD  176
            +PT++F+NKID++G     +V  +R +L+  ++    V    +    ++     D 
+  +
Sbjct  121  
LPTLVFVNKIDRSGARADGLVADIRRRLTPHVVPLMDVTGLGTPGARVLPRPPGDPDLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ + +  +L   + G   + + L +    R  D SL P+ +GSA  G GI  L+  
+  
Sbjct  181  
ALADVDPSVLAAVVDGPHPTPDDLSKALAARTADGSLHPLLFGSALGGQGIPELVSRLVQ  240

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSG--------
TLRLRDTVALAGREK  288
            L  P   +      G+VF V      +R  YLRLY G        T R       A    
Sbjct  241  LIPPAAAR-
PGTPRGTVFAVRPGPGRERTAYLRLYDGEVAPQQRLTFRRHGADGRAVEVS  299

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
             ++T + +     I R+     G I  L  P D +R+ D LG+ T    +R  +   
P L
Sbjct  300  GRVTRLEV-----IGRSGPLTAGNIGALTGPKD-IRVGDRLGELT----
ERAPQFAPPTL  349

Query  347  



RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T +  +   Q   L  AL  LAD DPLL     + +   +L   G VQ EV++A 
L + 
Sbjct  350  ETVVRARRPEQAAALRSALLALADQDPLLHAR-
PAASGATVLLLYGEVQKEVLAATLVQD  408

Query  407  YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQYESR  463
            + +E   +   V ++ERP  A +     E+P +    +WA+IGL V P   GSG  
+   
Sbjct  409  FGVEADFEPSRVRFLERP--
AGTGEACGELPWHDGTRYWATIGLRVEPGERGSGGVFAYE  466

Query  464  
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              LG L ++F  AV D +   L  GL G  VTD ++      +  P+ST  DFR L 
PIV
Sbjct  467  
TELGALPRAFHQAVEDTVHSTLLSGLHGAPVTDYRVTLTRSGFVGPLSTAGDFRGLTPIV  526

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +AL+ + T+L EPY++F    PQ+ L+          A            + 
TGE+PA
Sbjct  527  
LRRALRLARTRLYEPYVAFETEVPQDALAPVTSRLASCRAEFTGTTGGVGSWLITGELPA  586

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKG  609
            R ++   + L   T+G  V  +   G
Sbjct  587  RRVRDMESALPGLTHGEGVWWSRPSG  612

>WP_006420036.1 elongation factor G [delta proteobacterium NaphS2]
 EFK11494.1 translation elongation factor G [delta proteobacterium 
NaphS2]
Length=678

 Score = 280 bits (717),  Expect = 1e-81, Method: Compositional 
matrix adjust.
 Identities = 202/677 (30%), Positives = 317/677 (47%), Gaps = 
72/677 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K  N+GI+AH+DAGKTT+TE +L+ SG + + G V  G    D M  E++RGITI 
+AV
Sbjct  10   
IKTRNLGIIAHIDAGKTTVTERVLFYSGRVHKMGEVHNGEATMDWMVEEKERGITITSAV  69

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W    +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++H   
+  
Sbjct  70   



TSCDWSGHAINIIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGGVEPQSETVWHQADRYR  129

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS  161
            +P + F+NK+D+ G D   VV+ ++++L A                   D+I  + 
V   
Sbjct  130  
VPKIAFVNKLDRIGADFFRVVEMMKERLGAVPLILQIPWGAEDQFRGVIDLIRMEAVFWE  189

Query  162  PEIVLEENTDIEAWDAVIE---------------
NNDKLLEKYIAGEPISREKLVREEQR  206
             E +  + T I   + ++E               N+D ++EKY++ + I  ++L    
++
Sbjct  190  
DETLGAKFTSIPIPEEMLESASKYRELLLETLADNDDGIMEKYLSEQAIPVQELKEAVRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------A  247
             V   +L PV+ GSA K  GIQPL+D              + G+    GE+G+       
Sbjct  250  
AVVRMALVPVFCGSALKNKGIQPLLDGIVDYLPSPLDVPPIAGIHPVTGEKGTRPPKPKG  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTD  306
             L    FKV   D G++  YLR+YSGTL+  + V   G+  K K   +      +  
R D
Sbjct  310  PLAALAFKV-
MMDQGRKMTYLRIYSGTLKAGEIVFNPGKNIKEKPARLLKMHSNKRERID  368

Query  307  TAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                G+IV           D++   D   DP  L R +  E   P++   + PK     
+
Sbjct  369  EVSAGDIVAAMGLKITTTGDTLCTED---DPILLERIQVNE---
PVISVAVEPKKVQDND  422

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            RLLDAL +LAD DP  R ++D  T + ++S +G + LE+++  L  ++ +E    
+P V+
Sbjct  423  
RLLDALNKLADEDPTFRTKIDEETGQTLISGMGELHLEILTERLKREFSVEINQGKPQVV  482

Query  420  YMERPLKAASH--
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E     + H      E+     +A + + ++PL  G+G  + +R     L + F 
+AV
Sbjct  483  
YRETITVPSVHEEIFQKELSGQQHFAGVEIEISPLKRGTGNGFVNRCKTEGLTEEFLSAV  542

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI      G + G+ V D +      +    +S    FR  A +  +QA  ++   
LL



Sbjct  543  DQGINEAEGGGSVMGYPVIDVQTTL-
LSIQAKEISNAMAFRVAANMAFKQAFLKAEPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+ +L     D       I     K    V T  +P   +  Y T 
L   
Sbjct  602  
EPIMKTEVLVPEAFLGDVIGDLNARQGKIAQIVAKGSNQVLTANVPLSKMFGYSTALRSA  661

Query  597  TNGRSVCLTELKGYQAA  613
            + GR     +   Y  A
Sbjct  662  SQGRGTFSMQFSHYDQA  678

>WP_018659661.1 elongation factor G [Allofustis seminis]
Length=695

 Score = 281 bits (718),  Expect = 2e-81, Method: Compositional 
matrix adjust.
 Identities = 210/681 (31%), Positives = 326/681 (48%), Gaps = 
86/681 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYAGRTHKIGETHDGAAVMDWMEEEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  70   
TAQWREHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYNV  129

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P ++F+NK+D+ G D  +  +++ D+L AD    Q + +  E   E   D+   
DAVI N
Sbjct  130  PRIVFVNKMDKIGADFLNATKTITDRLQADACPIQ-
LPIGAENDFEGIIDLVDMDAVIYN  188

Query  182  ND-----------------------KLLE-----------
KYIAGEPISREKLVREEQRR  207
            +D                        LLE           KY+ GE I+ +++    
++ 
Sbjct  189  
DDLGKDISHIEIPEEYRALAEEWRENLLEKLSEYDEDFMMKYLEGEEITTDEIKAAIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI----------
GEQGS----------  246
                  FPV  GSA K  G+QP++DAV   L  P+          GE+            



Sbjct  249  
TLTVEFFPVLCGSAFKNRGVQPVLDAVIDYLPSPLDVPAIEGHIPGEEDKIETRPSSDDE  308

Query  247  --AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKG  300
              AAL    FKV       R  + R+YSGTL     V  A    RE++ +I +M   
++ 
Sbjct  309  PFAALA---
FKVMTDPFVGRLTFFRVYSGTLEAGSYVLNASSDTRERVGRILQMHANNRS  365

Query  301  EIVRTDTAYPGEIVILPSDSVRL-NDVLGD-------
PTRLPRKRWREDPLPMLRTTIAP  352
            EI   +  + G+I    + +V L N   GD       P  L    +   P P+++  
I P
Sbjct  366  EI---EEVFSGDI----AAAVGLKNTSTGDTLCAEDAPIILESMEF---
PEPVIQVAIEP  415

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A ++++  AL +LA+ DP  R E D  T E ++S +G + L+V+   L  ++K
+E  
Sbjct  416  
KTKADQDKMGLALQKLAEEDPTFRAETDQETGETLISGMGELHLDVIVERLRREFKVEAN  475

Query  413  VKEPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V  P V Y E   K   A      +      +  + +  +P   G+G ++E  +  
G + 
Sbjct  476  
VGAPQVSYRETFTKTVEAEGKFVRQSGGKGQYGHVWIEFSPNEEGAGFEFEDAIVGGVVP  535

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  +V DG++  +E G L G+ + D K     G Y+   S+   F+  A + L 
+A K
Sbjct  536  
REYIPSVEDGLKAAMENGVLAGFPLVDVKAKLYDGSYHDVDSSETAFKVAASLALREAAK  595

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +G  +LEP +   + AP+EYL            +IE ++ +K+  V  G++P   
+  Y
Sbjct  596  
RAGAVILEPIMEVEITAPEEYLGDLMGHISARRGSIEGSEQRKNVTVVRGQVPLSEMFGY  655

Query  590  RTDLAFYTNGRSVCLTELKGY  610
             T L   T GR   + +   Y
Sbjct  656  ATTLRSATQGRGTFVMQFSHY  676

>WP_031046532.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. NRRL F-5650]
Length=621



 Score = 279 bits (713),  Expect = 2e-81, Method: Compositional 
matrix adjust.
 Identities = 218/617 (35%), Positives = 315/617 (51%), Gaps = 
26/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GA+   GSV+ G T TD   +ER+RGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAVDRLGSVDTGDTVTDDDGIERRRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   
LR++ 
Sbjct  61   
ASFTAGGTRVNLIDTPGHSDFVAEVERALEVLDGAVLLLSAVEGVQARTRVLMRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS---
LSPEIVLEENTDIEAWDA  177
            +PTV+F+NKID+ G    +++  VR  L+  +     V+    +   V+    D     
A
Sbjct  121  
LPTVVFVNKIDRTGARTDALLDDVRRLLTPHVAPLTEVADAGTAHARVVRRPLDDRTAQA  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            + E +  +L   + G   +   L      R  D S  P+++GSA  G G+  L + 
+  L
Sbjct  181  
LAEVDPNVLAALVDGPEPTAGDLAAALASRTADGSFHPLFHGSALGGQGVAELAEGLVAL  240

Query  238  FQPI-GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMR  295
                    G+    G+VF V     G+ R YLRLY+G +R R  +    R      
TE+ 
Sbjct  241  
VPAAPATPGTGQPRGTVFAVRPGPGGEHRAYLRLYAGEVRPRRRLTFLRRGSDGHTTEV-  299

Query  296  IPSKGEIVRTD------TAYPGEIVILP-
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
                G + R D      T   G I  L     +R+ D LG+P+     R  +   P 
L+T
Sbjct  300  ---CGRVTRLDVVGGDATLTAGNIAALTVPGGLRVGDRLGEPS----
DRAPQFAPPTLQT  352

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +  +   Q   L  AL  LAD DPLL     +     +L + G VQ+EV++A L
+E++ 
Sbjct  353  LVRARRPEQAAPLRAALLALADRDPLLHARPAAAGATALLLY-
GEVQMEVLAATLAEEFG  411



Query  409  LETVVKEPSVIYMERPLKAASHTIHIEVP---
PNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E       V  +ERP  A +     E+P      ++A++GL V P   GSG  +     
Sbjct  412  IEAEFTPGRVRLLERP--
AGTGEAAEEMPWLDHTRYFATVGLRVEPGPRGSGGVFAHETE  469

Query  466  
LGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            LG L ++F  AV + +   L  G  G  VTDC++      + S +ST ADFR L P
+VL 
Sbjct  470  
LGALPRAFHQAVEETVHTTLLAGPSGAPVTDCRVTLIRSGFSSVLSTAADFRGLTPVVLR  529

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +AL  +GT L EPYL+F    P + L+          A            + TGE
+PAR 
Sbjct  530  
RALARAGTVLYEPYLAFEAEVPADALAAVTALLGSLGAHFTGTAGGDPAWIVTGELPARR  589

Query  586  IQAYRTDLAFYTNGRSV  602
             +     L   T G +V
Sbjct  590  AREAELRLPGVTRGEAV  606

>WP_102691995.1 GTP-binding protein [Rummeliibacillus pycnus]
Length=649

 Score = 279 bits (714),  Expect = 2e-81, Method: Compositional 
matrix adjust.
 Identities = 183/631 (29%), Positives = 312/631 (49%), Gaps = 
24/631 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + +I E G V+      D   +ER+RGIT+ A       
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTNSIKELGRVDHKDAFLDNHIIERERGITVFAEQGRIID  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  I+DTPGH+DF  E+ R++ VLD AI+++SA DGV+  T  ++  LRK +
+PT I
Sbjct  65   
GEDIYTIIDTPGHVDFSPEMERAIQVLDYAIVIVSAADGVEGHTETVWQLLRKYHVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+  V++ ++ +LS + I+  T  LS   + E     +  D ++E 
+D+L
Sbjct  125  FINKIDREGADVDKVIEEMQQELSPN-ILSITHQLSTHSISE-----
QLLDFIVERDDEL  178



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LEKY+  + ++R +++++ ++ +QD  +FP   GSA KG+GI    + +T +        
Sbjct  179  LEKYME-QDLNRHQVLKKFRQLIQDGEIFPCAEGSALKGIGIMEFFEQIT-
ILTETNFND  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   VFK+ + D  QR  +++  +G L++R+ +   G    K+TE+R+ +  +    
Sbjct  237  EQPFTAKVFKIRHDDKKQRITFMKAITGKLKVREELHF-
GELSEKVTEIRLYNGHKYGVV  295

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GE+  +       + DV+G+     ++ +  + +P L++ +  +     + 
+L  
Sbjct  296  KEIQAGEVFAVTGITKATIGDVIGEIATNNKQVF--
ELVPTLQSKVVNEGTEHIKDVLAN  353

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    +    EI +  +G +Q+EV+  ++ E++ L+   + P +
+YME  
Sbjct  354  
FMLLDAEDPSLHVIWNEKFQEIHIHVMGIIQIEVLMEVVKERFGLQVHFENPQILYME--  411

Query  425  LKAASHTI----
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                 HT+    H E  P   +A + L + P   G G+ +E++     L+   Q  
+   
Sbjct  412  --TIDHTVMGYGHFE--
PLKHYAEVHLKMEPTKRGVGIVFENKCHADDLSIGHQRLIEQH  467

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G L G+ +TD K     G  +   +   DFR      + Q L+++   
LLEPY
Sbjct  468  
IFEKEHHGVLTGFPITDIKFTLVTGRAHIKHTEGGDFREATYRAIRQGLEQTENSLLEPY  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF + A  E + R   D  +     ET  + + + +  G +P      Y T  A 
YTNG
Sbjct  528  
YSFKMKASSELVGRMMTDIQQAFGEFETPILLESKAIIKGRVPVSTFMNYSTTFAAYTNG  587

Query  600  RSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            +        GY      + +I+  + N   D
Sbjct  588  KGALSLTYSGYDTCHNSKEIIENIKYNKDAD  618

>WP_093648431.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 



sp. SceaMP-e96]
 SCK59636.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. SceaMP-e96]
Length=654

 Score = 279 bits (714),  Expect = 2e-81, Method: Compositional 
matrix adjust.
 Identities = 224/639 (35%), Positives = 323/639 (51%), Gaps = 
36/639 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T TDT  LERQRGITI+
+AV 
Sbjct  5    
RTLNIGILAHVDAGKTSLTERLLFDTGAIGRLGSVDAGDTFTDTGELERQRGITIRSAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  65   
SFTVGDTQINLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------
LSPEIVLEENTDIE-  173
            PT++FINKID+AG   ++++  +R  L+   +   +V+        S    LE+    
E 
Sbjct  125  
PTLLFINKIDRAGARGEALLADIRRLLTPATVPMTSVTGLGTAQATSVPYALEDPRVRER  184

Query  174  AWDAVIENNDKLLEKYIA-----------
GEPISREKLVREEQRRVQDASLFPVYYGSAK  222
              +AV E ++ +L +              G P++ ++L      R  D SL PVY
+GSA 
Sbjct  185  
IAEAVAEADESVLAELTGPASGGPAAGDGGPPLTADRLRAALAARTGDGSLHPVYFGSAL  244

Query  223  
KGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
             G GI  L+D +  L  P          G+VF V     G+R  YLRLY G LR R  
+ 
Sbjct  245  
GGQGIGALLDGMVRLVPPAPAGAGTGPRGTVFAVHQPPDGERTAYLRLYEGELRPRQRIE  304

Query  283  L---AGREKLKITEMRIPSKGEIVRT----DTAYPGEIVILPS-
DSVRLNDVLGDPTRLP  334
            L   A          RI S   + R         PG+I +L     +R  D LG     
P
Sbjct  305  
LHRPAADGTSATLTGRITSLQVVGRPPGDDGPLTPGQIAVLRGLPGIRTGDRLGPAGDAP  364

Query  335  RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--



RCEVDSITHEIILSFLG  392
                   P P L T +  +  A+   L  AL  LAD DPLL  R   D  T  ++    
G
Sbjct  365  TGAALF-
PSPTLETLVRARNPARAAALRAALLTLADQDPLLQVRPAPDGATSVLL---HG  420

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVT  450
             VQ E+++A L +++ +E       V+ +ERP  +  A   I       P WA+
+GL   
Sbjct  421  EVQKEIIAATLHQEHGIEAEFAPSRVVCVERPSGVGEACEEIARRGHTGP-
WATVGLRAE  479

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P +  SG  +     LG L   F  A+ + +   L  G  G  VTDC++      +  
P+
Sbjct  480  
PGARHSGPVFAYETELGALPHGFHQAIEETVLATLRCGPRGLAVTDCRVVLTRSGFVGPL  539

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFR++ P VL +AL+ +GT++ EPY +F    P   L+          A       
Sbjct  540  
STAGDFRTVTPRVLLRALERAGTRVYEPYHAFEADLPLAALAPVTARLAALGAEFAETTG  599

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             +   + +G +PAR +Q ++  L   T+G  V  +   G
Sbjct  600  GRHSWLVSGFLPARHVQEFQGLLPGLTHGEGVWTSSPSG  638

>WP_094792268.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
kasugaensis]
Length=689

 Score = 280 bits (716),  Expect = 2e-81, Method: Compositional 
matrix adjust.
 Identities = 220/635 (35%), Positives = 323/635 (51%), Gaps = 
34/635 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  45   
LNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDGGDTRTDTGELERQRGITIRSAVASF  104

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  105  
TVGDIQVNLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  164



Query  124  VIFINKIDQAGVDLQSVVQSVRDKLS------
ADIIIKQTVSLSPEIVLEENTDIEA--W  175
            ++F+NKID+ G     ++  +R  L+      AD+    T      +   ++  +     
Sbjct  165  
LLFVNKIDRMGARSDGLLADIRRTLAPVAVPMADVTDLGTPRARVTVRALDDPAVRDRLA  224

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E ++ +L + + G P + E L      R  DA+++PVY+GSA  G G+  L+
+ + 
Sbjct  225  
ETLAEADETVLARLVDGPPPTAELLRTALAARTADATVYPVYFGSALGGQGVGALIEGMV  284

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR----
EKLKI  291
             L  P      +A  G+VF V+    G+R  ++RL+ G L  R  +AL  R        
+
Sbjct  285  
RLIPPATVGTGSAPYGTVFAVQQPPNGERTAHVRLFQGQLLARQQIALHRRTADGAHTSL  344

Query  292  TEMRIPSKGEIVRTDTA----YPGEIVILPS-DSVRLNDVLGD-----
PTRLPRKRWRED  341
            T  RI S   I R   A      G I +L     +R  D LG      PT          
Sbjct  345  TG-
RITSLDVIGREPGADGPLTAGNIAVLRGVPGIRTGDRLGPVGDGAPTDAAAHGPAGA  403

Query  342  ---PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQL  396
               P P L   +  +  A+   L  AL  LAD DPLL  R   D  T  ++L   G 
VQ 
Sbjct  404  ALFPAPTLEALVRARHPARAAALRTALLALADQDPLLHVRPAPDGAT-SVLLH--
GEVQK  460

Query  397  EVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            ++++A L+++Y +E       V+ +ERP  +  A H I       P WA++GL V 
P   
Sbjct  461  QIIAATLADEYGVEADFAPSRVVCVERPAGVGEACHEIARRNHTGP-
WATVGLRVEPGPR  519

Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
             SG  +     LG L   F  AV + +   L+ G  G  VTDC++      +  
PVST  
Sbjct  520  
DSGPVFAYETELGALPHGFHQAVEETVLATLQDGPHGRAVTDCRVVLTRSGFVGPVSTAG  579

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
             FR++   VL +AL  +GT++ EPY +F    P + L+          A +  A   
+  
Sbjct  580  
HFRTVTAEVLLRALHRAGTRVHEPYHAFEAELPLDALAPVTARLAALGAELGEASGGRHS  639



Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             + +G + AR +      L   T+G  V  +   G
Sbjct  640  WLLSGALAARHVPEIEGLLPGLTHGEGVWTSHPSG  674

>OGE71612.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFOXYD1_FULL_41_10]
Length=710

 Score = 280 bits (717),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 212/703 (30%), Positives = 344/703 (49%), Gaps = 
82/703 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  ER+RGITI  
AA+
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILFYTGRTYKIGNIDEGTTVTDWMEQERERGITIVSAAI  73

Query  61   TSFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG ++V+ A  GVQ
+QT  
Sbjct  74   TTF-
WIPKSGPFAGQETRINIIDTPGHVDFTAEVERSLRVLDGGVIVLDAGSGVQSQTET  132

Query  112  LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL  160
            ++    K  +P   F NK+D  G D    +QS RDKL A+ +            K  
V L
Sbjct  133  
VWRQANKYKVPLCAFANKMDVVGADFLGTIQSARDKLGANALPYNLPIGCENDFKGVVDL  192

Query  161  ----------------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREK  199
                              EI  +   +++ W     + +   +D L+EK++ G+ 
+S ++
Sbjct  193  
LTQKAFVFEGDGTKFTEVEIPADMTDEVKKWREKLVEEIAGTDDTLMEKFLGGQDLSVDE  252

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGE-------------  243
            L    ++ V +  + PV+ GS+ +  G+QP++DAV       Q IGE             
Sbjct  253  
LKMALRKAVIENKIVPVFAGSSLRNKGVQPVLDAVVEFLPSPQDIGEVIGTNPKTDEQEV  312

Query  244  ---QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRI  296
                    L    FK++      +  Y+R+YSGTL+    V  A    RE++ ++  
MR 



Sbjct  313  
RKADPKEPLSAIAFKIQVDPHVGKLTYIRVYSGTLKSGSYVYNASKQLRERVGRLVLMRA  372

Query  297  PSKGEIVRTDTAYPGEIV--ILPSDSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAP  352
              + +I   D AY GEIV  +   D++  N +  +  P  L    +   P P++   
I P
Sbjct  373  NDREDI---DEAYAGEIVAAVGLKDTITGNTLCDEAHPIILESITF---
PEPVISLAIEP  426

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT + +ERL  AL++L++ DP  R + D  T + I+S +G +QLE++   +  ++K
+E  
Sbjct  427  
KTKSDQERLGLALSRLSEEDPTFRVKSDQETGQTIISGMGELQLEILVDRMKREFKVEAN  486

Query  413  VKEPSVIYMERPL-KAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  + +A     +I +      +    L + PL  G+G ++ S +  
G + 
Sbjct  487  
VGQPQVAYKETIVAEAKGEGKYIRQTGGRGQYGHCLLRIEPLPRGTGREFVSEIVGGAIP  546

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + F   +  GI    + G+  G+ VTD K+    G Y+   S+   F+    + L  
A K
Sbjct  547  
REFIPPIEKGIIEKEDTGILAGYPVTDIKVAVYDGSYHEVDSSEISFKIAGSLALSDAAK  606

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  LLEP +   +  P E+L     D     A I++ ++K +  V    +P   
+  Y
Sbjct  607  
KAGLVLLEPIMKVEVTTPDEFLGDIIADLSSKRAEIQSTEMKGNYRVVLALVPLAEMGGY  666

Query  590  RTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNSRLD  629
             T +   + GR+    E   YQ     + Q +I+      R++
Sbjct  667  ATAIRSMSQGRATYYMEASHYQEVPKNIAQKIIESSGFTGRVE  709

>WP_108308693.1 elongation factor G [Thermodesulfobium acidiphilum]
 AWB09853.1 elongation factor G [Thermodesulfobium acidiphilum]
Length=692

 Score = 280 bits (716),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 204/671 (30%), Positives = 321/671 (48%), Gaps = 
70/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI AH+DAGKTT TE +L+ SG I + G V +GT   D M  ER+RGITI 
+AVT+ +
Sbjct  12   
NIGIAAHIDAGKTTTTERILFYSGRIHKVGEVHEGTATMDWMPQERERGITITSAVTTVE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDG ++V+SA +GVQ Q+  ++    +  
+P +
Sbjct  72   
WKGCRINIIDTPGHVDFTIEVERSLRVLDGVVVVLSAVEGVQPQSETVWRQATRYEVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-----------------
IVLE  167
            +F+NK+D+ G D   VV  +R+KL A ++  Q V +  E                 
I  +
Sbjct  132  VFVNKMDRVGADFFRVVADMREKLRAPVVPIQ-
VPMGAEDDFLGVIDIVERKAYMWIGDK  190

Query  168  ENTDIEAWDA------------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
               D E  D                   V+EN++ LL+KY+ GE IS E++    +
+   
Sbjct  191  
SGKDYEVSDVPEEYKKIVEDCREKLVEHVVENDEALLDKYMNGEEISLEEIKSGIRKSTI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAALC  250
            +  L PV  G+A K  GIQ LMDAV              G+    GE           
+ 
Sbjct  251  
ENKLIPVLCGTAFKNKGIQQLMDAVVDYLPSPSDIPPVKGINPKTGETEIRLPSEDEPIA  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       R  Y+R+YSG ++       V    +E++ ++ +M    + EI    
Sbjct  311  
ALAFKIVSDPYVGRLTYIRVYSGEIKAGSYIYNVNKRSKERVARLLQMHANHREEI---P  367

Query  307  TAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              Y G++  V+   D+V   D L    +         P P++   I PKT A +E
+L  A
Sbjct  368  AVYAGDLCAVVGLRDTV-
TGDTLAQEDKPIILESIHIPEPVISVAIEPKTKADQEKLSIA  426

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R  +D  T + I+  +G + LE++   L  ++K+E  + +P V Y 
E  
Sbjct  427  
LQKLSEEDPTFRVSIDHETGQTIIQGMGELHLEIIIDRLLREFKVEAKIGKPQVSYRETI  486

Query  423  -



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+KA    I  +      +  + + +TP   GS    E+++  G + + +  AV  
GI
Sbjct  487  RQPVKAEGKFIR-
QSGGRGQYGHVWIELTPTEQGSEFVCENKIVGGAIPKEYIPAVEAGI  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ V D K+    G Y+   S+   F+    +  ++A+ ++   
LLEP +
Sbjct  546  
REAMQSGVLAGYPVVDFKVTIFDGSYHDVDSSEMAFKIAGSMAFKEAMSKAKPVLLEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            S  +  P +YL     D       I+    +    +    +P   +  Y TDL   
T GR
Sbjct  606  
SIEIVVPDDYLGEVLGDINSRRGRIDGMTTRNGVHIINALVPLSEMFGYATDLRSKTQGR  665

Query  601  SVCLTELKGYQ  611
                 E   Y+
Sbjct  666  GTYTMEFDHYE  676

>ABK81674.1 TetO, partial [Streptococcus uberis]
Length=167

 Score = 263 bits (671),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 125/167 (75%), Positives = 144/167 (86%), Gaps = 0/167 
(0%)

Query  7    
GILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWH  66
            GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM LERQRGITIQ 
AVTSFQW 
Sbjct  1    
GILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAVTSFQWE  60

Query  67   
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIF  126
              KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+ F
Sbjct  61   
DVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTIFF  120

Query  127  INKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE  173
            INKIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D+E
Sbjct  121  INKIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDDME  167

>GBD28583.1 Elongation factor G [bacterium HR31]
Length=695



 Score = 280 bits (716),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 200/691 (29%), Positives = 332/691 (48%), Gaps = 
80/691 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +L+ +G +   G V++G+   D M  ER+RGITI 
+A T
Sbjct  9    
RIRNIGIVAHIDAGKTTTTERILFYTGRVHRLGEVDEGSATMDWMVQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA++++SA +GVQ Q+  ++    
+  +
Sbjct  69   
TCFWRDHRINIIDTPGHVDFTIEVERSLRVLDGAVVILSAVEGVQPQSETVWRQADRYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P ++++NK+D+ G D   VV  VR++L A                   D++  +++    
Sbjct  129  
PRILYVNKMDRVGADFLRVVDMVRERLGAPAVPVQLPVGSEESFQGVVDLVRMKSILYLD  188

Query  159  ---------SLSPEIV-
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     ++ PEI  L +       +A  E +D ++ +Y+ G+P+    L R  
++  
Sbjct  189  
DLGTRSSETAIPPEIQDLVDAYRERLLEAAAECDDAVMLRYLEGQPVPEADLRRAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSA  247
                L PV  GS+ +  G+QPL+DAV                         +P+ 
EQ  A
Sbjct  249  
LSGRLVPVLAGSSFRNKGVQPLLDAVVDYLPSPLDIGAVRGTNPRTGEVEERPVDEQ--A  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTD  306
              C   FK+       +  Y R+YSGTLR    V  A R  + +++ + +          
Sbjct  307  
PFCALAFKIMTDPYVGKLTYFRVYSGTLRAGSYVFNATRGVRERVSRILLMHANHREDIP  366

Query  307  TAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             A  G +V     +V L D   GD       P  L   ++   P P++   + PKT 
A  
Sbjct  367  EATAGNVVA----AVGLRDTTTGDTLCDEAAPLVLEPIQF---
PEPVISVAVEPKTKADS  419

Query  359  



ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  AL +LA+ DP  R   D  T + +++ +G + LE+++  L  ++K+E  V  
P V
Sbjct  420  
EKLTAALAKLAEEDPSFRVRFDPETGQTLIAGMGELHLEIITDRLVREFKVEAHVGRPQV  479

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   +P +     I        +  ++ + + PL  G+G ++  R++ G + + 
F  
Sbjct  480  AYKETIRQPARGEGRFIRQTGGRGQYGHAV-
VEIEPLPRGTGFEFVDRITGGVIPREFIK  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V DG+R  +E G L G+ V D ++    G Y+   S+   F+    +  + A ++
+   
Sbjct  539  
PVEDGVREAMESGVLAGYPVVDVRVTLVDGSYHEVDSSELAFKIAGSLAFKDAARKAKPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+ Y+     D       I+  + ++   V T  +P   +  Y 
TDL 
Sbjct  599  
LLEPVMKVEVTTPEAYMGDVLADLNARRGRIQAMEQRQGLRVITALVPLAEMFGYATDLR  658

Query  595  FYTNGRSVCLTELKGYQ---AAVGQPVIQPR  622
              T GR+V   E   Y+   AAV + V++ R
Sbjct  659  SRTQGRAVYTMEFSHYEEVPAAVAEEVLKGR  689

>WP_029199713.1 GTP-binding protein [Oribacterium sp. NK2B42]
Length=897

 Score = 284 bits (727),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 199/637 (31%), Positives = 315/637 (49%), Gaps = 
39/637 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+ES+LY  G I   G V+ G    DT  +E++RGITI 
+ + 
Sbjct  7    
KHLVIGILAHVDAGKTTLSESILYECGKIRALGRVDNGNAYLDTDDMEKERGITIFSKMA  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F      V+++DTPGH+DF AE+ ++L+VLD AILV++  DGVQ  T  L+  L+
+  +
Sbjct  67   
TFDLKDISVSLLDTPGHVDFSAEMEKTLSVLDYAILVVNGADGVQGHTETLWKLLQRYGV  126



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA---
DIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            P  IF+NK+DQ G D   +++ ++    A   D       S+S E  L+EN        
+
Sbjct  127  PVFIFVNKMDQPGTDKDKLLEDLKKHFGAAAVDFTEAGKYSMSEE--
LKEN--------I  176

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D+++EKY+    +  + +    +  + D  LFPVY+GSA K  G++  ++ +    
Sbjct  177  AMCDDRIMEKYLEKSELDPKDV----
RNLIWDRKLFPVYFGSALKNFGVKEFLEGIHTFT  232

Query  239  Q-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            + P+     +   G VFK+   D  +R  Y+++  G +++RD + L G    K++E
+RI 
Sbjct  233  EIPM---YPSVFGGKVFKIAKDDSDRRLTYIKITGGEIKVRDEL-LPGE---
KVSEIRIY  285

Query  298  SKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDP--
LPMLRTTIAPKT  354
            S  + V  DTA  G +  +L    ++  D +G     P+ +   DP   P+L   +    
Sbjct  286  SGEKYVNADTAEAGMVCTLLGISGLKTGDSVGCE---PKGK---
DPSLKPVLDYKVESPD  339

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E L   L  LAD  P L    D    EI +  +G VQ+E++  ++ E+  +E 
+  
Sbjct  340  VDDLE-
LYRKLDTLADEFPELHISWDKNLKEIHVHLMGEVQIEIIKKVVKERLGVELLFG  398

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E  ++Y+E    A     H E  P   +A + + + PL  GSG+++ S      L  
++Q
Sbjct  399  ESRILYLETIDDAVEGVGHFE--
PLRHYAEVHILMEPLPRGSGLKFRSDCKTDDLAINWQ  456

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V   +R     G L G  VTD +     G  +   +   DFR      + Q L 
++  
Sbjct  457  
RLVLTHLREKEHAGVLTGSPVTDIRFTLVAGKAHLKHTEGGDFREATYRAVRQGLMKAVN  516

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY +F L  PQEY+ RA  D        +  ++  D  + TG  P   ++ Y  
++
Sbjct  517  
VLLEPYYAFTLELPQEYVGRAMTDLSNMNGHFDPPEINGDTSIITGTAPVSAMRDYHKEV  576



Query  594  AFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLD  629
              YT GR        GY +    + VIQ R  N   D
Sbjct  577  MVYTKGRGHLFLRFSGYDRCHNAEEVIQKRGYNPEED  613

>PTQ51252.1 Translation elongation factor G [Brockia lithotrophica]
Length=688

 Score = 280 bits (715),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 210/688 (31%), Positives = 331/688 (48%), Gaps = 
78/688 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ +G I + G V +G    D M  E++RGITI 
+A T
Sbjct  5    
RLRNIGIMAHIDAGKTTTTERILFYAGKIHKIGEVHEGAATMDWMPQEQERGITITSAAT  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGAI + SAK+GV+ Q+  ++    
K ++
Sbjct  65   
TVFWREHQVNIIDTPGHVDFTVEVERSLRVLDGAIAIFSAKEGVEPQSETVWRQADKYHV  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT-----  157
            P + ++NK+D  G D  +VV+ +R +L A                   D++  Q      
Sbjct  125  
PRLAYVNKMDIVGADFFAVVEEIRKRLGAHPVPIQVPIGAESEFRGLIDLVTMQAYFYLD  184

Query  158  ---VSLSPEIVLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                    + + EE  ++ E W     +A  E +D L+EKY+ GE I+ E++ R  
+R  
Sbjct  185  
DLGTRTEAQSIPEEYREVAERWRTHLLEAAAELDDALMEKYLEGEEITPEEIRRALRRGT  244

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGS--AAL  249
             D  + PV  GS+ +  G+Q LMDAV                     +P+  + S    
L
Sbjct  245  
LDFKIVPVLAGSSYRNKGVQFLMDAVVDYLPSPVDIPPVKGTDPDTGEPLERRASDDEPL  304

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGREKL-
KITEMRIPSKGEIVR  304
                FK+       R  YLR+YSG LR   T  L      RE++ +I  M    + 
E+  
Sbjct  305  AALAFKIMSDPYIGRLTYLRIYSGVLR-
SGTYLLNPRKGHRERIGRILRMHANHREEV--  361



Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRE  359
             D    GEIV +    V L D +   T    K          P P++   I PK+ 
A ++
Sbjct  362  -DEVPAGEIVAV----
VGLKDTMTGDTLCDEKAPIVLEAMTFPEPVISVAIEPKSKADQD  416

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL +L++ DP  R   D  T + I++ +G + L+V+   +  ++K+E  V  
P V 
Sbjct  417  
KLALALQRLSEEDPTFRTWTDQETGQTIIAGMGELHLDVLVDRMRREFKVEANVGAPQVA  476

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P+KA    I  +      +  + +   PL  G G  +E+R+  G + + 
+  A
Sbjct  477  YRETFTVPVKAEGKYIR-
QTGGRGQYGHVWIEFFPLERGEGFVFENRIVGGVIPKEYIPA  535

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R  L+ G L G+ +TD K     G Y+   S+   F+  A + L++A K++   
L
Sbjct  536  
VEAGLREALQNGVLAGYPLTDVKAVLFDGSYHEVDSSEMAFKIAASLALKEAAKQARPVL  595

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P++YL     D       +E  + + +  V    +P   +  Y 
TDL  
Sbjct  596  
LEPIMKLEVSVPEDYLGDVIGDLNARRGRVEGMERRGNVQVIRAYVPLAEMFGYATDLRS  655

Query  596  YTNGRSVCLTELKGYQ---AAVGQPVIQ  620
             T GR   + +   Y+   A + + VI+
Sbjct  656  RTQGRGTYIMQFSHYEEVPAGIAKAVIE  683

>WP_093392979.1 elongation factor G [Thermodesulforhabdus norvegica]
 SFM45685.1 translation elongation factor 2 (EF-2/EF-G) 
[Thermodesulforhabdus 
norvegica]
Length=682

 Score = 280 bits (715),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 211/681 (31%), Positives = 326/681 (48%), Gaps = 
73/681 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT++E +LY +G   + G V  GTT  D M  E++RGITI 



+AVT
Sbjct  9    
KIRNIGIIAHIDAGKTTVSERILYYTGRSHKMGEVHDGTTVMDWMDQEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++++VDTPGH+DF  EV RSL VLDGA+ V+ A  GV+ Q+  ++H   
K  +
Sbjct  69   
TCFWRNHEIHLVDTPGHVDFTVEVERSLRVLDGAVAVLCAVGGVEPQSETVWHQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTVSLS  161
            P + F+NK+D+ G D   V++ + +KL A                   D++ ++Q 
V L 
Sbjct  129  
PKIAFVNKMDRIGADFPGVIRQMEEKLKAVPLPLQMPVGAEQDFRGVVDLLRMRQVVWLE  188

Query  162  PEI-VLEENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRR  207
              +    E  DI         EA DA++    E +D LLEKY+ GE I+ E+L+   
++ 
Sbjct  189  
ETLGAAYEYVDIEPELRSAAEEARDALVAKVAEFDDTLLEKYLEGEFITAEELIPVIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +  L PV  GSA K  GIQPL+DA+                   TG  +         
Sbjct  249  
TLELKLVPVLCGSALKNKGIQPLLDAIVDFLPSPLDIPPVVGVNPETGAKEERHASSKEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVR  304
            L    FK+ + D G++  Y+R+YSGT+ +   V  A    REKL +I  M    +    
R
Sbjct  309  LAALAFKI-
FMDEGRKLTYVRIYSGTMSVGMDVYNASKKTREKLSRIFSMHANKRE---R  364

Query  305  TDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL----
PMLRTTIAPKTAAQRE  359
             D A  G+IV ++   S    D   DP R P      +P+    P++   + P+T 
A ++
Sbjct  365  KDKAEAGDIVALMGMKSATTGDTFCDP-RFP---
ILLEPIDVYEPVISMAVEPRTRADQD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L+D+L ++++ DP  R   D  T +II+  +G + LEV+   L   Y +     
+P V+
Sbjct  421  
KLMDSLMKMSEEDPTFRFHEDPDTGQIIIRGMGELHLEVLLTRLERDYHVGVRAGKPQVV  480

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477



            Y E  +    A  +   E+     +A + + V P   G G      +    + ++F  
A 
Sbjct  481  
YRETIQEEARADASFDREIGGTRHFARVSVIVRPRERGKGNIVSIDIDPAKVTETFLPAF  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   L  G + G+ VTD ++      +     +   FR    + +  A +     
LL
Sbjct  541  
EQGVEDALSSGTIMGYPVTDVEVSVVDADFDVQHPSELAFRVATTMAVRNACELGKLMLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY++  +  P+E+L     D       IE+   +K   V T   P   +  Y 
TDL   
Sbjct  601  
EPYMTVEVLTPEEFLGEVISDLNTRKGRIESITARKAVHVVTALAPLSKMFGYSTDLRSA  660

Query  597  TNGRSVCLTELKGYQAAVGQP  617
            T GR+    +   Y  AV  P
Sbjct  661  TQGRATFTMQFSHYDTAVDSP  681

>AAD48368.1 tetracycline resistance protein, partial [Neisseria 
gonorrhoeae]
Length=252

 Score = 266 bits (680),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 130/252 (52%), Positives = 178/252 (71%), Gaps = 0/252 
(0%)

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            QAQTRILFHALRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L 
P + 
Sbjct  1    
QAQTRILFHALRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMC  60

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y
+GSAK  +
Sbjct  61   
VTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNI  120

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L LRD+V 
++ 
Sbjct  121  
GIDNLIEVITNKFYSSTHRGPSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSVRISE  180



Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  E
+P P+
Sbjct  181  
KEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPL  240

Query  346  LRTTIAPKTAAQ  357
            L+TT+ P    Q
Sbjct  241  LQTTVEPSKPEQ  252

>WP_087302683.1 GTP-binding protein [Erysipelatoclostridium sp. 
An15]
 OUQ05179.1 translation elongation factor G [Erysipelatoclostridium 
sp. An15]
Length=856

 Score = 283 bits (725),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 314/627 (50%), Gaps = 
42/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY SGAI + G V+ G    D    ER RGITI 
+  
Sbjct  1    
MKNIVLGILAHVDAGKTTLTESMLYLSGAIRKYGRVDHGDAFLDYNNQERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+++ CK+ ++DTPGH+DF  E+ R+L VLD AILVI+  DGVQA +  ++H L
+   
Sbjct  61   
AVFEYNDCKITLIDTPGHVDFSTEMERTLQVLDYAILVINGLDGVQAHSETIWHLLKHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +F+NK+D +  D   +++ ++   S     +Q           +N D + ++ 
V  
Sbjct  121  IPTFVFVNKMDISLKDKHELIEDLKKNFS-----EQCYDF-------
DNLDTDFFENVAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NN+ LL+ Y+  + +    LV E  +R    ++FPVY+GSA K  GI+  +D  T     
Sbjct  169  NNENLLDYYLKHQTLEDNMLVDEIAKR----
NIFPVYFGSALKMSGIEHFLDQFTKYIAT  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++        V+K+ + D G R  +L++  G L+++   +L  +++ K+ ++RI 
S  



Sbjct  225  --KEYPEDFGARVYKISHDDQGNRLTHLKITGGLLKVK---SLINKDE-
KVDQIRIYSGN  278

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL-PMLRT-----
TIAPK  353
            +    D    G +  +    +++    LG         + +D + P+L +      
I P 
Sbjct  279  KFTTVDKIEAGNVCAIKGFKNIQAGQGLG---------
FEKDEISPVLSSYMDYRIILPD  329

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q  ++L  L  LA  DP L    DS + EI +  +G +Q+EV+  ++ E++ +
+   
Sbjct  330  NCDQH-
KMLANLQLLAQEDPQLHIVYDSSSQEIHIQLMGAIQIEVLKNIIKERFNIDVDF  388

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                ++Y E  L+      H E  P   ++ + L + P    SG+Q+        L  
++
Sbjct  389  DFGRILYKETILEPVEGVGHYE--
PLRHYSEVHLLLEPGPKDSGLQFALNCKEEQLPINY  446

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q+ V   ++     G L G  +TD KI    G  +   +   DFR      L Q 
LK + 
Sbjct  447  
QHLVLTHLQEKEHLGVLTGSPITDMKITLVAGKAHQKHTEGGDFREATYRALRQGLKMTK  506

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY +F L  P E LS+A +D        +      D+V+ +G+ P   IQ 
Y+ +
Sbjct  507  
SVLLEPYFAFSLEIPAESLSKAIYDIELMNGEFKIKDQTADKVILSGKAPVSKIQNYQNE  566

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  YT G+   +  L GYQ    Q  I
Sbjct  567  VISYTKGKGRLIYRLDGYQPCQEQDKI  593

>EKD84761.1 hypothetical protein ACD_38C00165G0018 [uncultured 
bacterium]
 KKQ85408.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWF2_38_7]
 KKR17050.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWA2_39_33]
 KKR23996.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWB1_39_5]
 KKR42115.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWC2_40_12]
 OGE20881.1 translation elongation factor G [Candidatus 



Daviesbacteria bacterium 
RIFCSPHIGHO2_01_FULL_40_24]
 OGE28233.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_02_FULL_40_16]
 OGE41854.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_01_FULL_39_23]
 OGE66652.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_02_FULL_39_13]
Length=712

 Score = 280 bits (716),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 219/704 (31%), Positives = 352/704 (50%), Gaps = 
82/704 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  ER+RGITI  
AA+
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILFYTGKTYKIGNIDEGTTVTDWMEQERERGITIVSAAI  73

Query  61   TSF--------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            T+F        +    ++N++DTPGH+DF AEV RSL VLDGA++V+ +  GVQ
+QT  +
Sbjct  74   
TAFWTVKKGQFEGEEMRINLIDTPGHVDFTAEVERSLRVLDGAVIVLDSSSGVQSQTETV  133

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS  161
            +    K N+P + F NK+D  G D  + +QS RD+L A+ I            K  
V L 
Sbjct  134  
WRQANKYNVPLIAFSNKMDVVGADFVATIQSARDRLGANAIAYNLPIGRENDFKGVVDLL  193

Query  162  PE--IVLE--------ENTDIEA--WDAV-------IE----
NNDKLLEKYIAGEPISRE  198
             E  I+ E          T+I A   DAV       +E     +D L+EKY+ GE 
I+ E
Sbjct  194  
TEKAIIWEGDETGAKFHETEIPADMIDAVKVAREKLVEEISGTDDVLMEKYLGGEAITIE  253

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGE--  243
            +L    ++ V    + PV+ GS+ +  G+QP++DA             VTG+    
GE  
Sbjct  254  
ELKIALRKAVIANKIVPVFAGSSLRNKGVQPMLDAVVEYLPSPQDIFTVTGINPKTGEAE  313

Query  244  ----QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-



KITEMR  295
                + SA L    FK++      +  Y+R+YSGTL+       V    RE++ ++  
M 
Sbjct  314  
ERKGESSAPLAALAFKIQVDPHVGKLTYIRVYSGTLKSGSYVYNVTKQLRERVGRLLLMH  373

Query  296  IPSKGEIVRTDTAYPGEIV--ILPSDSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIA  351
               + EI   D A+ GEIV  +   D++  N +  +  P  L    +   P P++   
I 
Sbjct  374  ANDREEI---DEAFAGEIVAAVGLKDTITGNTLCDESAPIILESISF---
PDPVISLAIE  427

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PKT + +E+L  AL +LA+ DP  R + D  T + I++ +G +QLE++   +  +
+KLE 
Sbjct  428  
PKTKSDQEKLGYALQRLAEEDPTFRVKSDPETGQTIIAGMGELQLEILVDRMKREFKLEA  487

Query  412  VVKEPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             V +P V Y E   K A     +I +      +    L + PL  G+G ++ S +  
G +
Sbjct  488  
NVGQPQVAYKETITKIAEGEGKYIRQTGGRGQYGHCLLRIEPLPRGTGREFVSEIVGGAI  547

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + F + +  G+    + G+  G+ VTD K+    G ++   S+   F+  A + L 
+A 
Sbjct  548  
PREFISPIEKGVIEKEDTGILAGYPVTDIKVAVYDGSFHDVDSSEVAFKIAASLGLSEAA  607

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++   LLEP +   +  P E+L     D     A I +++ + +  V    +P   
+  
Sbjct  608  
KKADMILLEPIMKVEVTTPDEFLGEIIGDLSSKRAQILSSETRGNARVVVALVPLAEMHG  667

Query  589  YRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNSRLD  629
            Y T +   + GR+    E   Y+     V Q +I+      R++
Sbjct  668  YATAIRSMSQGRATYYMEADHYETVPQNVTQKIIESSGFTGRVE  711

>WP_054645867.1 elongation factor G [Lactobacillus lindneri]
 KRN78607.1 elongation factor G [Lactobacillus lindneri DSM 20690 = 
JCM 11027]
 ANZ57920.1 elongation factor G [Lactobacillus lindneri]
 ANZ59190.1 elongation factor G [Lactobacillus lindneri]
 SJZ90724.1 elongation factor G [Lactobacillus lindneri DSM 20690 = 
JCM 11027]
 POG98240.1 translation elongation factor G [Lactobacillus lindneri]



 POH01643.1 translation elongation factor G [Lactobacillus lindneri]
 POH03486.1 translation elongation factor G [Lactobacillus lindneri]
 POH06557.1 translation elongation factor G [Lactobacillus lindneri]
 POH06846.1 translation elongation factor G [Lactobacillus lindneri]
 POH07412.1 translation elongation factor G [Lactobacillus lindneri]
 POH24098.1 translation elongation factor G [Lactobacillus lindneri 
DSM 20690 
= JCM 11027]
Length=698

 Score = 280 bits (716),  Expect = 3e-81, Method: Compositional 
matrix adjust.
 Identities = 191/675 (28%), Positives = 317/675 (47%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERVLYYTGRIHKIGETHDGASQMDFMDEEKERGITIQSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF AEV RSL VLDG I+V+  + GV+ QT  ++      
N+
Sbjct  71   
TAEWKGYRVNIIDTPGHVDFTAEVERSLRVLDGGIVVMDGEAGVEPQTETVWRQCSDFNV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE--------------  167
            P ++FINK+D+ G +    VQ+++D+L A+ +  Q V +  E   E              
Sbjct  131  PRIVFINKMDKMGANFDWSVQTIKDRLHANAVPVQ-
VPVGAESDFEGVIDLVTMKAYLYD  189

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+ + E WD                     AV + +D+++ K++ GE IS E +    
+R
Sbjct  190  
EDKEGENWDVVDIPADYQEKAQQAHDDMVEAVADVDDEVMAKFLEGEEISEEDIKAGIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP--------------
IGEQGS  246
               +  +FPVY GSA K  G+Q +MD V          +P              I     
Sbjct  250  
ATLNLQMFPVYAGSAYKNKGVQMMMDGVIDYLPSPLEVRPYMATDPEDEDKQVEIRADDK  309

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       R  ++R+Y GTL     +  A ++K     ++ +M    
+ EI
Sbjct  310  
GPFAALAFKIMTDPYVGRLTFIRVYRGTLGAGSYILNATKDKRERVGRLVQMHSDQRQEI  369



Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                  + G+I   +   +    D L DP         E P P+++ +I PKT A 
+ ++
Sbjct  370  PEV---
FSGDIAATIGLKNTTTGDSLTDPDHPLILESMEFPEPVIQVSIEPKTKADQNKM  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L++ DP  +   D  T + I++ +G +QL ++   +  ++ ++  +  P 
V Y 
Sbjct  427  
NTALQKLSEEDPTFQANTDPETGQTIIAGMGELQLNIIIERMRREFNVDATIGAPQVAYR  486

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P+KA    +  +      +  + +  TP + G G  +E  +  G + + F  
+V 
Sbjct  487  EAFSKPVKAEGKFVR-
QSGGKGQYGDVYIEFTPSAEGDGFTFEDAIVGGVVPREFIPSVE  545

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +E G+  G+ + D K     G Y+   S+ A F+  A + L +A K++  
++LE
Sbjct  546  
QGLKEAMENGVIAGYPLIDIKAKLYDGSYHDVDSSEAAFKIAASLALREAAKKADPKILE  605

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE  + +         +P   +  Y TDL   
T
Sbjct  606  
PIMKVDIRVPEEYMGDVMGQVTARRGNIEGMEARDGAEDIHAMVPLAEMFGYVTDLRSAT  665

Query  598  NGRSVCLTELKGYQA  612
             GR   +     Y A
Sbjct  666  QGRGTFVMSFDHYTA  680

>WP_022777853.1 GTP-binding protein [Butyrivibrio sp. AE3009]
Length=900

 Score = 284 bits (727),  Expect = 4e-81, Method: Compositional 
matrix adjust.
 Identities = 194/617 (31%), Positives = 305/617 (49%), Gaps = 
34/617 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E +LY SG I + G V+      DT  LER RGITI 
+   
Sbjct  4    



KKITLGILAHVDAGKTTLSEGMLYLSGTIRKLGRVDHKDAFLDTYELERARGITIFSKQA  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W      ++DTPGH DF  E+ R+L VLDGA+L+ISA DGV +Q R+L+  L    
+
Sbjct  64   
LFDWKNNSFTLLDTPGHSDFSPEMERTLQVLDGAVLIISAADGVTSQVRLLWKLLSHYQV  123

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IF+NK+DQAG D  ++++ ++ +L +++I     + SP        D +   
AV   
Sbjct  124  PTFIFVNKMDQAGSDKAAILEHLKKELGSNVIDFSDGTASP--------
DTQEELAVC--  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D LL  ++ G+ +S   +       + +   FPV +GSA K  G++ L++ +T    
P 
Sbjct  174  DDSLLSAFLEGKEVSDSDIT----
GLICNRKSFPVIFGSALKMQGVEELLNLITTHLSPS  229

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             E GS A    V+K+   + G R  +L++  G +++RD   L G E  KI ++RI 
+  +
Sbjct  230  AEDGSGAFGARVYKISRDNQGNRLTHLKVTGGVIKVRD---LIGEE--
KIDQIRIYNGEK  284

Query  302  IVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQR  358
                  A PG I  +    S +  + LG       K+  E  L  P++  ++        
Sbjct  285  FEAVKEAGPGTICAVTGLSSTKAGEGLG-----
CEKKASEAELIQPIISCSLILPEETDT  339

Query  359  ERLLDALTQLADTDPLLRCEVDSI----
THEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  L  L + +P+LR  +  +      +I    +G VQ E++  L+ E++  +    
Sbjct  340  
LSFYKKLMILQEEEPMLRISLKDLPGTSEKQIEAQVMGEVQKEILHHLIKERFDTDISFG  399

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               ++Y E    A     H E  P   +A + L + P   GSG+  ++  S   L  
++Q
Sbjct  400  PGHIVYKETIASAVEGVGHFE--
PLRHYAEVHLLMEPAEPGSGIILDNICSTDVLALNWQ  457

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   ++    +G L G  +TD KI    G  +   +   DFR      + Q L 
ES +
Sbjct  458  



RLILTHLQEKAHKGVLTGSEITDIKITLLTGRAHEKHTEGGDFRQATYRAVRQGLMESDS  517

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP  ++ +  PQE + RA +D  +   T+    ++  + V TG IPA C+  Y 
++L
Sbjct  518  
VLLEPMFNYRMVLPQESVGRALNDIQRMNGTVGLPDMEGGKSVLTGTIPAACLGDYASEL  577

Query  594  AFYTNGRSVCLTELKGY  610
              YT+G     T L GY
Sbjct  578  TSYTHGEGYITTTLSGY  594

>WP_068719878.1 elongation factor G [Veillonellaceae bacterium 
DNF00626]
 KXB93986.1 translation elongation factor G [Veillonellaceae 
bacterium DNF00626]
Length=693

 Score = 280 bits (715),  Expect = 4e-81, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 316/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++      
++
Sbjct  69   
TCHWKGYRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVL-  166
            P + FINK+D  G D    V+++  +L A  +  Q               ++   E
+ L 
Sbjct  129  
PRIAFINKMDTVGADFLHAVKTMEVRLHAKALAMQLPIGAQDTFKGIINLLTKEAEVYLD  188

Query  167  ------------EENTDI--EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
                        E+  D+  E  D ++    E +D L+EKY+ G  +S +++    
+++V
Sbjct  189  
DEGKKFEIQEVPEDMKDLVDEYHDKIVEQAAEGDDALMEKYLEGAELSLDEIKASLRKQV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------



GSAAL  249
                LFPV+ GSA K  GIQ L+DA             V G+    GE+       
+A +
Sbjct  249  
LACELFPVFCGSAYKNKGIQMLLDAVIDYLPAPTDVPPVKGVDPKTGEELTRESSDTAPM  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG +R    + +T         +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMADPYVGKLAFFRVYSGIMRQGTYILNTTKGKKERVGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+I   +    V   D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
DCAYSGDIAAAVGFKDVTTGDSLCDENNPIILEKMEFPEPVISVAVEPKTKADQEKMSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T++ I+S +G + L+++   +  ++ ++  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVHTDPETNQTIISGMGELHLDIIVDRMKREFNVDCTVGKPQVAYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +   +  +    L + P+  GSG ++ + V  G + + F N V+ 
G+ 
Sbjct  486  
RQTVEAEGKFIRQTGGHGQYGHCWLRLEPMEPGSGFEFANEVVGGVIPKEFINPVQAGVE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+ + D K+    G Y+   S+   F+    +  ++  K++G  
LLEPY+S
Sbjct  546  
AAMEDGVVAGYPMVDIKVTVYDGSYHDVDSSELAFKVAGSMAFKEGAKKAGAVLLEPYMS  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE  + +  E    G +P   +  Y T L   T 
GR 
Sbjct  606  
VEVDVPEEYMGDVIGGLNSRRGRIEGMETENGESRIKGFVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFTMTFDHYE  675

>WP_052230178.1 GTP-binding protein [Streptomyces sp. CT34]



Length=682

 Score = 279 bits (714),  Expect = 4e-81, Method: Compositional 
matrix adjust.
 Identities = 228/665 (34%), Positives = 325/665 (49%), Gaps = 
73/665 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ SG I   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  9    
LNIGILAHVDAGKTSLTERLLFDSGVIDRLGSVDAGDTRTDTGDLERQRGITIRSAVASF  68

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+LV+SA +GVQA TR+L   LR++ 
+PT
Sbjct  69   
TARGVQINLIDTPGHADFIAEVERALGVLDGAVLVLSAVEGVQAGTRVLMRTLRRLRLPT  128

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------------
LSPEIVLEENT  170
            ++F+NKID+AG    +++  +R  L+   +    V+             L+  +V 
E   
Sbjct  129  
LLFVNKIDRAGARGDALLADIRRSLAPVAVPMTAVAGLGTPRARVSTHPLTDPLVRERIA  188

Query  171  
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
            ++     V E +D +L + + G   S E+L      R  D SL PVY+GSA  G G
+  L
Sbjct  189  EV-----
VAEADDAVLAQLVEGVTPSAEELHAALAARTADGSLHPVYFGSALGGQGVDAL  243

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL------A  284
            +  + GL  P   +      G+VF V     G+R  ++RLY G LR R  + L       
Sbjct  244  
IAGLAGLIPPAPVRAGGGPRGTVFAVRQPPGGERTAHVRLYEGELRPRQRIVLHRRTADG  303

Query  285  GREKL--KITEM----RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKR  337
            G   L  +IT +    R P  G  +      PG I +L     +R  D LG P   
P   
Sbjct  304  GSTALTGRITGLDVIGRPPGDGGPL-----
TPGNIAVLRGLPGIRTGDRLGAPLPDPGAE  358

Query  338  WRED-------------------------
PLPMLRTTIAPKTAAQRERLLDALTQLADTD  372
                                           P L T +  +  A+   L  AL  
LAD D
Sbjct  359  
AEAGAGAEAVAVAGGSDARPGGQGSAGLFAAPTLETLVRARNPARAAALRAALLALADQD  418



Query  373  PLLRCE-
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--AS  429
            PLL+    D     ++L   G VQ E+++A L ++Y +E       V+  ERP     
A 
Sbjct  419  PLLQARPADGGATSLLLH--
GEVQKEIIAATLLQEYGIEAEFAPSRVVCFERPCGTGEAC  476

Query  430  
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGL  489
            H I       P WA++GL V P + GSG  +     LG L   F  A+ +     L 
+G 
Sbjct  477  HEIARRGHTGP-
WATVGLRVEPGARGSGPVFAYETELGALPHGFHQAIEETALATLRRGP  535

Query  490  
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQE  549
             G  VTDC++      +  PVS    FR++   VL +AL+ +GT++ EPY +F    
P +
Sbjct  536  
RGLAVTDCRVVLTRSGFVGPVSVAGHFRTVTSAVLLRALRRAGTRVHEPYHAFEAELPFD  595

Query  550  YLSRAYHDAPKYCATI-----
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             L+          A +     ET+  ++  +V +G +PAR ++A    L   T G  
V  
Sbjct  596  ALAPVATRLAALGAEVGETSPETSGGRRMWLV-
SGVVPARRVRACEAALPGLTRGEGVWT  654

Query  605  TELKG  609
            +   G
Sbjct  655  SAPSG  659

>WP_013755869.1 elongation factor G [Thermodesulfobium narugense]
 AEE14141.1 translation elongation factor G [Thermodesulfobium 
narugense 
DSM 14796]
Length=692

 Score = 280 bits (715),  Expect = 4e-81, Method: Compositional 
matrix adjust.
 Identities = 206/674 (31%), Positives = 324/674 (48%), Gaps = 
76/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SG I + G V +GT   D M  ER+RGITI 
+AVT+ +
Sbjct  12   
NIGIAAHIDAGKTTTTERILFYSGRIHKVGEVHEGTATMDWMPQERERGITITSAVTTVE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W  C++NI+DTPGH+DF  EV RSL VLDG ++V+SA +GVQ Q+  ++    +  
+P +
Sbjct  72   
WKGCRINIIDTPGHVDFTIEVERSLRVLDGVVVVLSAVEGVQPQSETVWRQATRYEVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-----------------
IVLE  167
            +F+NK+D+ G D   VV  +R+KL A ++  Q V +  E                 
I  +
Sbjct  132  VFVNKMDRVGADFFRVVADMREKLRAPVVPIQ-
VPMGAEDNFLGVIDIIERKAYMWIGDK  190

Query  168  ENTDIEAWDA------------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
               D E  D                   V+EN++ LL+KY+ GE IS E++    +
+   
Sbjct  191  
SGRDYEVSDVPDEYKKIVEDCREKLVEHVVENDEALLDKYMNGEEISLEEIKTGIRKSTI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIGEQGSA  247
            +  L PV  G+A K  GIQ LMDAV                      T +  P  +
+  A
Sbjct  251  
ENKLIPVLCGTAFKNKGIQQLMDAVVDYLPSPSDIPPVKGINPKTEETEIRLPSEDEPIA  310

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIV  303
            AL    FK+       R  Y+R+YSG ++       V    +E++ ++ +M    + 
EI 
Sbjct  311  ALA---
FKIVSDPYVGRLTYIRVYSGEIKAGSYIYNVNKRSKERVARLLQMHANHREEI-  366

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 Y G++  V+   D+V   D L    +         P P++   I PKT A 
+E+L
Sbjct  367  --PAVYAGDLCAVVGLRDTV-
TGDTLAQEDKPIILESIHVPEPVISVAIEPKTKADQEKL  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L++ DP  R  +D  T + I+  +G + LE++   L  ++K+E  + +P 
V Y 
Sbjct  424  
SVALQKLSEEDPTFRVSIDHETGQTIIQGMGELHLEIIIDRLLREFKVEAKIGKPQVSYR  483

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P+KA    I  +      +  + + +TP   GS    E+++  G + + +  
AV 
Sbjct  484  ETIRQPVKAEGKFIR-
QSGGRGQYGHVWIELTPTEQGSEFVCENKIVGGAIPKEYIPAVE  542



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR  ++ G L G+ V D K+    G Y+   S+   F+    +  ++A+ ++   
LLE
Sbjct  543  
AGIREAMQSGVLAGYPVVDFKVTIFDGSYHDVDSSEMAFKIAGSMAFKEAMSKAKPVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +S  +  P +YL     D       I+    +    +    +P   +  Y TDL   
T
Sbjct  603  
PIMSIEIVVPDDYLGEVLGDINSRRGRIDGMTTRNGVHIINALVPLSEMFGYATDLRSKT  662

Query  598  NGRSVCLTELKGYQ  611
             GR     E   Y+
Sbjct  663  QGRGTYTMEFDHYE  676

>KII55114.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]
Length=158

 Score = 262 bits (669),  Expect = 4e-81, Method: Compositional 
matrix adjust.
 Identities = 117/157 (75%), Positives = 133/157 (85%), Gaps = 0/157 
(0%)

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            RYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYLS
Sbjct  1    
RYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLS  60

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F
+TNG S
Sbjct  61   
FKVYAPQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLS  120

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            VCL ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  121  VCLAELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  157

>WP_072889071.1 GTP-binding protein [Ornithinibacillus halophilus]
 SHF92208.1 small GTP-binding protein domain-containing protein 
[Ornithinibacillus 
halophilus]
Length=649

 Score = 278 bits (711),  Expect = 5e-81, Method: Compositional 



matrix adjust.
 Identities = 178/615 (29%), Positives = 313/615 (51%), Gaps = 
29/615 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E++LY + AI + G V+      D   +E++RGIT+ A   
SF W
Sbjct  5    
IGVLAHVDAGKTTFSEAILYHTKAIRKRGRVDHKDAFLDNHSIEKERGITVFAEQASFAW  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI+++SA +GV+  T  ++  L+K  
+PT  
Sbjct  65   
NDSHYYLIDTPGHVDFSPEMERAIQVMDYAIVILSAVEGVEGHTETVWELLQKHKVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK D+ G ++Q V++ +R+ L+ D+  I ++++       +E  D +  ++V E 
++ 
Sbjct  125  FINKTDREGANVQEVIEEIRENLTDDVCYINRSLA-------
QEQMDDDLIESVAELDED  177

Query  185  LLEKYIA---
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-P  240
            LLE Y+     + I  E L+      +Q   ++P + GSA K +GI   +D +  L 
+  
Sbjct  178  LLEIYMEKGFNQNIWVEYLI----
HMIQQNKVYPCFSGSALKDIGITNFIDNLDTLTKTS  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--GREKL-
KITEMRIP  297
               QG+    G V+K+ Y + G R  ++++ SG +++RD V+    G     KIT+
+R+ 
Sbjct  234  FNVQGN--
FGGQVYKIRYDEKGNRITFIKVLSGKVKVRDEVSYGDEGDNNCEKITQLRVY  291

Query  298  SKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +       +    GE+  ++      + D +G+     +K+   + +P L++ +   
T+ 
Sbjct  292  NGSSYSSVNEVEAGELCAVIGLTHAEVGDGVGE----
LKKKGTFEMIPTLKSKVVFDTSI  347

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +      L   DP L+   +    EI +  +G +QLEV+  L+ E+++LE   
+EP
Sbjct  348  
PPKDVWHYFNILDSEDPSLQVVWNEHFQEIHIHVMGAIQLEVLENLVKERFQLEVRFQEP  407

Query  417  



SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E      S   H E  P   +A + L +   + GSG+ +E++     L+   
QN 
Sbjct  408  EILYKETIKNQVSGYGHFE--
PLKHYAEVHLLLEASNRGSGITFENQCHANDLSIGNQNL  465

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            VR  I      G+  G  +TD KI    G  +   ++  DFR      + Q L+++   
L
Sbjct  466  
VRHHIFEREHHGILTGSAITDMKITLLTGRSHEKHTSGGDFREATFRAIRQGLEKAENIL  525

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  FI+    ++L R   D  +   T    +   D+ + TG++P      Y  
+ A 
Sbjct  526  
LEPYYQFIIKVNHDHLGRVMSDVQQAFGTFSPPETSGDKAILTGKVPVSTFMNYHQEFAS  585

Query  596  YTNGRSVCLTELKGY  610
             T+G+ +      GY
Sbjct  586  ITHGKGILHLRSSGY  600

>CRH93428.1 Protein translation elongation factor G (EF-G) 
[Chlamydia trachomatis]
Length=418

 Score = 271 bits (693),  Expect = 5e-81, Method: Compositional 
matrix adjust.
 Identities = 154/418 (37%), Positives = 228/418 (55%), Gaps = 7/418 
(2%)

Query  224  
GLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL  283
             +GI  L+DA++    P     S  L   ++K+E+   G +R +L++  G+LRLRD 
V +
Sbjct  3    NIGINELLDAISSFILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRI  61

Query  284  AGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWRED  341
               EK +KI  ++   +G  +  D     +I I+   +  R+ D LG    L +    
+ 
Sbjct  62   
NDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQH  121

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P   L++++ P    +R +++ AL  L   DP L   ++S + E+ +S  G  Q E
++  
Sbjct  122  P--
ALKSSVRPNKPEERSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQT  179



Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            LL E++ ++    E   IY ERP+K  +  I IEVPPNP+WA+IGL++ PL LG+G
+Q E
Sbjct  180  
LLEERFSVKVHFDEIKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIE  239

Query  462  
SRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            S +S GYLN SFQNAV +GIR   + GL GW VTD K+ F    YYSPVSTPADFR 
L P
Sbjct  240  
SDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVSTPADFRQLTP  299

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
             V   AL++SG  +LEP L F L  PQ   S+A  D  K  + IE      +     
G++
Sbjct  300  
YVFRLALQQSGVDILEPMLCFELQIPQVASSKAITDLQKLMSEIEDISCNNEWCHIKGKV  359

Query  582  
PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            P    + Y ++++ YT G  + + +  GYQ           R N + DK+  MFQK 
M
Sbjct  360  PLNTSKDYASEVSSYTKGLGIFMVKPCGYQIT-KDGYSDNIRMNEK-
DKLLFMFQKSM  415

>WP_055148632.1 GTP-binding protein [[Ruminococcus] torques]
 CUQ73737.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
torques]
Length=923

 Score = 284 bits (727),  Expect = 5e-81, Method: Compositional 
matrix adjust.
 Identities = 195/629 (31%), Positives = 317/629 (50%), Gaps = 
34/629 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + INIGI+AHVDAGKTTL+ES+LY +GAI + G V+      DT  +ER+RGITI 
+   
Sbjct  17   
RYINIGIVAHVDAGKTTLSESMLYHAGAIRKLGRVDHKDAFLDTDQMERERGITIFSKQA  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    + ++DTPGH+DF AE+ R L VLD A+LV+S  DGVQ  T+ L+  L+
+ +I
Sbjct  77   
VFRWKERTITLLDTPGHVDFSAEMERVLQVLDCAVLVVSGADGVQGHTQTLWKLLKRYHI  136



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI-----
IIKQTVSLSPEIVLEENTDIEAWD  176
            PT +F+NK+DQ G D + +++ +R +   ++     I+ ++  L  ++ L  +T   
A +
Sbjct  137  PTFLFVNKMDQEGTDGEKLLKELRKRFGENVVPFVDIMTESDCLGGKVYL--
HTKESAVE  194

Query  177  AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
             V+E      D ++E+Y+    IS +K+    Q+ V D  +FP Y+GSA    G++ 
L+D
Sbjct  195  EVLEELAVCEDDMMEEYLEEGRISLDKV----
QKAVADRQVFPCYFGSALHSQGVEELLD  250

Query  233  AVTGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
               GL   I ++   A  G+ V+K+   + G R  YL++  G L+++D V        
KI
Sbjct  251  ---
GLDLYIKDKTYPAEFGAKVYKIARDNQGNRLTYLKVTGGRLKVKDVVEGLNE---KI  304

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRT  348
             ++RI S  +         G +  +   ++ R    +G  + + LP         P
+L  
Sbjct  305  NQIRIYSGEKFEAVQEVEAGRVCAVTGLENTRPGQGIGAEEESDLPVLE------
PVLTY  358

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I         ++L  L  L + +P L    +  T EI +  +G VQ+E++  ++ 
E++ 
Sbjct  359  
QILLPDDCDVHKMLLNLKILEEEEPELHIVWEEQTSEIHVQLMGDVQIEILQRMIKERFG  418

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +     E S++Y E          H E  P   +A + L + P   GSG+Q+ +  
S   
Sbjct  419  VLVEFGEGSIVYKETITAPVEGVGHFE--
PLRHYAEVHLRLEPGERGSGMQFAAECSEDI  476

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++Q  V   +     +G L G  +TD KI    G  +   +   DFR      
+ Q 
Sbjct  477  
LDRNWQRLVLTHLEEKEHKGVLTGSPITDMKITLTSGRAHQKHTEGGDFRQATYRAVRQG  536

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ + LLEPY  F +  P E + RA  D         T  ++++  V TG  P   
++



Sbjct  537  
LKKADSILLEPYYEFRMELPSENVGRAMTDIQNMSGKFGTPMIEEETTVLTGSAPVSLMR  596

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             Y+ +   YT GR      LKGY     Q
Sbjct  597  GYQKEFTAYTGGRGRMAVSLKGYDICHNQ  625

>KMP74408.1 tetracycline resistance protein, partial [Bacillus 
cereus]
Length=404

 Score = 271 bits (692),  Expect = 5e-81, Method: Compositional 
matrix adjust.
 Identities = 160/417 (38%), Positives = 250/417 (60%), Gaps = 
32/417 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDDVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT------
DIEA  174
            IPT++F+NKID++G + + V++ +++ LS +       +     VL E T      
+ ++
Sbjct  121  IPTILFVNKIDRSGANTEKVMKQIKEVLSNE-------
AFPFYSVLNEGTKEARIIEYKS  173

Query  175  WDAVIE----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQP  229
            +D  +E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G
+G+  
Sbjct  174  YDDCMELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGIGVTE  232

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
            +++ +  L   +       L G VFK+E    G++  Y+R++SG+L +R  V +   
E L
Sbjct  233  
ILEKLPALMPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVDIQRDESL  292

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344



                KI +M +   G  V++     GE   +   + +++ D++G+ T   +     
+P  
Sbjct  293  
PHKEKIKKMCMFHSGNAVQSTIVPSGEFCKVWGLNDIKIGDIIGERTDYIKDIHFAEP--  350

Query  345  MLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                  A   A  +ER+ D   AL +L + DPL++   D + +E+ +   G VQ 
EV
Sbjct  351  ---
QMEAAIDAVPKERIHDLYAALMELCEEDPLIKVWKDDVHNELYIRLFGEVQKEV  404

>WP_054405439.1 GTP-binding protein [Paenibacillus solani]
 KOR76325.1 elongation factor G [Paenibacillus solani]
Length=651

 Score = 278 bits (711),  Expect = 5e-81, Method: Compositional 
matrix adjust.
 Identities = 187/616 (30%), Positives = 305/616 (50%), Gaps = 
29/616 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTTL E LLY +  I E G V+      D   +E++RGIT+ A   
+  +
Sbjct  5    
IGIFAHVDAGKTTLAEQLLYITNTIQERGRVDHQNAYMDRHDIEKERGITVFADQATMLF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++AV+D A++VISA +GV+  T  ++  LRK N
+PT +
Sbjct  65   
NGSTYYVMDTPGHVDFSPEMERAIAVMDAAVVVISAVEGVEGHTETVWQLLRKHNVPTFL  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVIENNDK  184
            FINKID+ G +   V+  +R +L+ D+ +     ++ E +L E        +AV E 
+++
Sbjct  125  FINKIDRVGANAARVLAEIRSELTEDVCM-----
ITEEDMLHEGVWQTSLIEAVAERDEQ  179

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L + Y+  +     + ++     ++   LFP + GSA + +G+   +  +  L +   
+ 
Sbjct  180  LFDVYME-
QGYEPSRWLKAMTAMIKRGQLFPCFSGSALQNVGVTHFLHQLDLLTETDYDP  238

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMRIPSKGE  301
            G AA  G V+K+ + D G R  Y++   GTLR+RD +   AG E +  K+T +R+ 
+ G 



Sbjct  239  G-
AAFAGRVYKIRHDDQGARLTYIKALGGTLRVRDELTYSAGGETITEKVTHIRMINGGR  297

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIAPKTA  355
            ++  D    G++  +   +       GD       R   + +P L+      ++I 
PK  
Sbjct  298  LIAADQVQAGDLFAVTGLTAA---
AAGDGLGTLSDRTVYELVPTLKSKVHFDSSIHPKDM  354

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E++  +    
E
Sbjct  355  LRGFRLLDA------
EDPSLSVQWDESAQAIHIHVMGLIQLEVLERIVFERFGYQITFGE  408

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E   +A     H E  P   +A + L + P    SG+ +E+      L  
++Q+
Sbjct  409  PEILYKETITEAVVGCGHFE--
PLKHYAEVHLQLAPGERNSGIVFENACHPDMLPVNYQH  466

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +      GL  G  VTD KI    G  ++  +   DFR      L Q L++
+  +
Sbjct  467  
LVAQHVGERDHHGLLTGSPVTDLKITLLKGRAHNKHTHGGDFREATYRALRQGLEKTTNR  526

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +    EY+ R   D  +  A+ E  +   D+V  TG  P   +  Y  
+LA
Sbjct  527  
LLEPYYHFKIKVSAEYIGRLMSDLTQAKASFEPPETAGDQVTVTGSAPVSTMMNYSMELA  586

Query  595  FYTNGRSVCLTELKGY  610
             +T GR        GY
Sbjct  587  SFTKGRGTISLVFGGY  602

>WP_052856795.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
celluloflavus]
Length=645

 Score = 278 bits (710),  Expect = 6e-81, Method: Compositional 
matrix adjust.
 Identities = 220/635 (35%), Positives = 320/635 (50%), Gaps = 
34/635 (5%)

Query  4    



INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTDT  LERQRGITI+
+AV SF
Sbjct  1    
MNIGILAHVDAGKTSLTERLLFDTGAIDRLGSVDGGDTRTDTGELERQRGITIRSAVASF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  61   
TVGDIQVNLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  120

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVSLS---
PEIVLEENTDIEAWD---  176
            ++F+NKID+ G    +++  +R  L+   + +   V L      + +    D    
D   
Sbjct  121  
LLFVNKIDRMGARSDALLADIRRTLAPVAVPMTDVVDLGTPRARVTVRALDDPAVRDRLA  180

Query  177  -
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
              + E ++ +L   + G P + E L      R  DA+++PVY+GSA  G G+  L+
+ + 
Sbjct  181  
ETLAEADETVLACLVDGPPPTAELLRTALAARTADATVYPVYFGSALGGQGVGALIEGMV  240

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR----
EKLKI  291
             L  P      +A  G+VF V+    G+R  ++RL+ G L  R  +AL  R        
+
Sbjct  241  
RLIPPATVGTGSAPYGTVFAVQQPPNGERTAHVRLFQGQLLARQQIALHRRTADGAHTSL  300

Query  292  TEMRIPSKGEIVRTDTA----YPGEIVILPS-DSVRLNDVLG--------
DPTRLPRKRW  338
            T  RI S   I R   A      G I +L     +R  D LG        D         
Sbjct  301  TG-
RITSLDVIGREPGADGPLTAGNIAVLRGVPGIRTGDRLGPVGDGAPTDAAAHGPAGA  359

Query  339  REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLGRVQL  396
               P P L   +  +  A+   L  AL  LAD DPLL  R   D  T  ++L   G 
VQ 
Sbjct  360  ALFPAPTLEALVRARHPARAAALRTALLALADQDPLLHVRPAPDGAT-SVLLH--
GEVQK  416

Query  397  EVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            ++++A L+++Y +E       V+ +ERP  +  A H I       P WA++GL V 
P   
Sbjct  417  QIIAATLADEYGVEADFAPSRVVCVERPAGVGEACHEIARRNHTGP-
WATVGLRVEPGPR  475



Query  455  
GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPA  514
             SG  +     LG L   F  AV + +   L  G  G  VTDC++      +  
PVST  
Sbjct  476  
DSGPVFAYETELGALPHGFHQAVEETVLATLRDGPHGRAVTDCRVVLTRSGFVGPVSTAG  535

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
             FR++   VL +AL  +GT++ EPY +F    P + L+          A +  A   
+  
Sbjct  536  
HFRTVTAEVLLRALHRAGTRVHEPYHAFEAELPLDALAPVTARLAALGAELGEASGGRHS  595

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             + +G + AR +      L   T+G  V  +   G
Sbjct  596  WLLSGALAARHVPEIEGLLPGLTHGEGVWTSHPSG  630

>WP_010098752.1 GTP-binding protein [Ornithinibacillus scapharcae]
Length=651

 Score = 278 bits (711),  Expect = 6e-81, Method: Compositional 
matrix adjust.
 Identities = 180/609 (30%), Positives = 293/609 (48%), Gaps = 
17/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I   G V+K +   D+  +ERQRGIT+ A    
FQ+
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKSIKSLGRVDKQSAFLDSHQIERQRGITVYADQGVFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            H     ++DTPGH+DF  E+ R++ V+D AI+VISA +G++  T  ++  L+K  
+PT I
Sbjct  65   
HNSTYYLIDTPGHVDFSPEMERAVQVMDFAIIVISAVEGIEGHTETVWKLLQKHKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G +++ V+  ++   +  ++   T SLS      E  +    + + E 
+++L
Sbjct  125  FINKTDRTGANVEKVIAEIQANFTKQVLDMSTTSLS------
ERMEERVVEFIAEQDEEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             + Y+     +    +++ Q  V++  LFP   GSA  G+G+   ++ +  L        
Sbjct  179  FDYYMEN-GFNHNLWLKKMQIMVKETELFPCLSGSALHGIGVDDFLEKLD-
LLTVTDYSK  236



Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRIPSKGEI  302
            +    G V+K+ Y   G R  +++  SG+L++RD V       RE  KIT++R  +  
+ 
Sbjct  237  
NEEFAGQVYKIRYDKAGTRLTFIKAQSGSLQVRDQVIYGSSDYREHEKITQIRRYNGSQY  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +  + GEI  +   S   N V+GD       +   + +P LR+ +  +     
+  L
Sbjct  297  EVINEVFAGEIFAVTGLS---
NAVVGDGVGANSDKATFEMIPTLRSRVVFEPHVHVKEAL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    +    +I +  +G +QLEV+  ++ +++ L+   ++P 
+IY E
Sbjct  354  
AYFKILDAEDPSLTVTWEEKLQQIHIHIMGTIQLEVLKQVIEDRFDLKIEFEKPEIIYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                +     H E  P   +A + L + P+   SG+Q+ES      L    QN VR  
I 
Sbjct  414  TIHSSVIGYGHFE--
PLRHYAEVHLKIEPMERNSGIQFESVCHTDNLANGLQNLVRQHIL  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G  +TD KI    G  +   +   DFR      L Q L+++   
+LEPY  
Sbjct  472  
EQEHHGLLTGSGLTDVKITLLTGKAHHQHTHGGDFREATFRALRQGLEKASNIILEPYYH  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    E + R   D        E    + D+ V  G+ P      Y T LA YT 
G+ 
Sbjct  532  
FKIIVDIEQMGRVLTDVQSAYGKFEPPVTEGDKAVIIGKAPVATFMEYSTVLASYTKGKG  591

Query  602  VCLTELKGY  610
                   GY
Sbjct  592  SITLVFGGY  600

>WP_007070676.1 elongation factor G [Dialister invisus]
 EEW97745.1 translation elongation factor G [Dialister invisus DSM 
15470]
Length=693

 Score = 279 bits (713),  Expect = 6e-81, Method: Compositional 
matrix adjust.



 Identities = 201/684 (29%), Positives = 321/684 (47%), Gaps = 
66/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++      
++
Sbjct  69   
TCHWKGYRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------------------
KQTVSLS  161
            P + FINK+D  G D    V+++ D+L A+ +                     K  
V LS
Sbjct  129  
PRIAFINKMDTVGADFLHAVKTMEDRLHANALAMQLPIGKQDTFTGIIDLLERKAEVYLS  188

Query  162  PE-------IVLEENTDI--EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +        V E+  D+  E  D +I    E +D L+EKY+ G   S E++    
+R+ 
Sbjct  189  
DDGTQYEVREVPEDMKDLVEEYRDKIIEKAAEGDDALMEKYLEGVEPSIEEVKASIRRQT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             +  LFPV+ GSA K  GIQ L+D             AV G     GE+        
A +
Sbjct  249  
LNCDLFPVFCGSAYKNKGIQMLLDAVLDYLPAPTDVPAVKGTDPKTGEEITRESSDEAPM  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG ++    +  + + K     +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMADPFVGKLAFFRVYSGIMKQGTYILNSTKGKKERVGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + AY G+I   +    V   D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
ECAYSGDIAAAVGFKDVTTGDSLCDENHPIILEKMEFPEPVISVAVEPKTKADQEKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422



            L +LA+ DP  +   D  T++ I+S +G + L+++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVHTDPETNQTIISGMGELHLDIIVDRMRREFKVECTVGKPQVAYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +   +  +    L + P+  G G ++ + V  G + + F N ++ 
G+ 
Sbjct  486  
RKTVEAEGKFIRQTGGHGQYGHCWLRLEPMEAGKGFEFANEVVGGVIPKEFINPIQAGVE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+ + D K+    G Y+   S+   F+    +  ++  K++   
LLEPY+S
Sbjct  546  
AAMEDGVVAGYPMVDIKVTVYDGSYHDVDSSEMAFKVAGSMAFKEGAKKADAVLLEPYMS  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE  + +  E    G +P   +  Y T L   T 
GR 
Sbjct  606  
VEVDVPEEYMGDVIGGLNSRRGRIEGMESENGESRIKGFVPLSEMFGYATGLRSATQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPR  622
                    Y+    A+ Q + + R
Sbjct  666  TFTMTFDHYEEVPKAISQQITEER  689

>WP_027088750.1 GTP-binding protein [[Clostridium] saccharogumia]
Length=853

 Score = 283 bits (723),  Expect = 6e-81, Method: Compositional 
matrix adjust.
 Identities = 190/638 (30%), Positives = 306/638 (48%), Gaps = 
43/638 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY S  I + G V+ G    D    ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESMLYLSKTIRQLGRVDHGDAFLDYNLQERNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+ C++ ++DTPGH+DF  E+ R+L VLD AILVIS  DG+Q  +  ++  L    
Sbjct  61   
AIFNWNDCQITLIDTPGHVDFSTEMERTLQVLDYAILVISGIDGIQGHSETIWRLLAHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT IF+NK+D    +  ++++ ++  LS +                E+ D   ++ 
+  
Sbjct  121  IPTFIFVNKMDNINANKDALLKELKSHLSENCYDF------------
EDLDESFYENIAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NN+ LL  Y+    ++++ L+ E  +R     LFP ++GSA K  GI   ++  +   
+ 
Sbjct  169  NNEALLNYYLDHNTLTKDMLIDEINKR----
QLFPCFFGSALKMNGIDTFLNGFSDYTRE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S      VFK+ + + G +  +L++  G L+++  +     E  K+ ++RI 
S  
Sbjct  225  --KNYSDDFGARVFKISHDEQGNKLTHLKITGGALKVKSLI----
NEDEKVDQIRIYSGN  278

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    +    G +        I     +   D +  P   P   +R          
I P 
Sbjct  279  KYQLVNEVKAGAVCAIKGFKNITAGQGLGFEDNVIQPVLSPYLDYR---------
IILPD  329

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 + L D L QLA  DP L    +  T EI +  +G +Q+EV+  L+SE++ +
+   
Sbjct  330  NCDYHKTLKD-
LMQLAQEDPQLHINYNHQTKEIYVQLMGAIQIEVLKNLISERFNIDVDF  388

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               ++IY E  L+      H E  P   +A + L + P   GSG+Q+ +      L
+ ++
Sbjct  389  DHGNIIYKETILETVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLQFFTSCKEDVLSSNY  446

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   ++     G L G ++TD KI    G  +   +   DFR      + Q 
LK + 
Sbjct  447  
QRLVLTHLKEKEHLGVLTGSSITDMKITLLSGRAHLKHTEGGDFREATYRAVRQGLKSTK  506

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P EYLS+A +D      T    +   + +  TG  P   +Q 
Y+ +
Sbjct  507  
SILLEPYFKFSLQLPGEYLSKAIYDLEAMKGTFTLPEDHDEIITITGRAPVSKMQDYQNE  566



Query  593  LAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            +  YT G+   + ++ GYQ  +  Q +I+    +S  D
Sbjct  567  VINYTKGKGRLICQMDGYQPCLDEQDIIKQFNYDSEAD  604

>CUQ91200.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
torques]
Length=917

 Score = 283 bits (725),  Expect = 7e-81, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 316/627 (50%), Gaps = 
30/627 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + INIGI+AHVDAGKTTL+ES+LY +GAI + G V+      DT  +ER+RGITI 
+   
Sbjct  11   
RYINIGIVAHVDAGKTTLSESMLYHAGAIRKLGRVDHKDAFLDTDQMERERGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    + ++DTPGH+DF AE+ R L VLD A+LV+S  DGVQ  T+ L+  L+
+ +I
Sbjct  71   
VFRWKDRTITLLDTPGHVDFSAEMERVLQVLDCAVLVVSGADGVQGHTQTLWKLLKRYHI  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI-----IIKQTVSLSPEIVL--
EENTDIEA  174
            PT++F+NK+DQ G D + +++ +R +   ++     I+ ++  L  ++ L  +E    
E 
Sbjct  131  
PTILFVNKMDQEGTDGEKLLKELRKRFGENVVPFVDIMTESDCLGGKVFLHAKEGAVEEV  190

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + +    D ++E+Y+    IS +K+    Q+ V D  +FP Y+GSA    G++ L
+D  
Sbjct  191  LEELAVCEDDMMEEYLEDGRISLDKV----
QKAVADRQVFPCYFGSALHSQGVEELLD--  244

Query  235  TGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
             GL   I ++   A  G+ V+K+   + G R  YL++  G L+++D V        
KI +
Sbjct  245  -GLDLYIKDKTYPAEFGAKVYKIARDNQGNRLTYLKVTGGRLKVKDVVEGLNE---
KINQ  300

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +RI S  +         G +  +   ++ R    +G  + + LP         P+L   
I



Sbjct  301  IRIYSGEKFEAVQEVEAGRVCAVTGLENTRPGQGIGAEEESDLPVLE------
PVLTYQI  354

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     ++L  L  L + +P L    +  T EI +  +G VQ+E++  ++ E+
+ + 
Sbjct  355  
LLPDDCDVHKMLLNLKILEEEEPELHIVWEEQTSEIHVQLMGDVQIEILQRMIKERFGVL  414

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E S++Y E          H E  P   +A + L + P   GSG+Q+ +  S   
L+
Sbjct  415  VEFGEGSIVYKETITAPVEGVGHFE--
PLRHYAEVHLRLEPGERGSGMQFAAECSEDILD  472

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +     +G L G  +TD KI    G  +   +   DFR      + 
Q LK
Sbjct  473  
RNWQRLVLTHLEEKEHKGVLTGSPITDMKITLTSGRAHQKHTEGGDFRQATYRAVRQGLK  532

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEPY  F +  P E + RA  D         T  ++++  V TG  P   
++ Y
Sbjct  533  
KADSILLEPYYEFRMELPSENVGRAMTDIQNMSGKFGTPMIEEETTVLTGSAPVSLMRGY  592

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            + +   YT GR      LKGY     Q
Sbjct  593  QKEFTAYTGGRGRMAVSLKGYDICHNQ  619

>WP_017262646.1 elongation factor G [Lactobacillus rossiae]
 KRL56357.1 elongation factor g (ef-g) [Lactobacillus rossiae DSM 
15814]
Length=701

 Score = 279 bits (713),  Expect = 8e-81, Method: Compositional 
matrix adjust.
 Identities = 200/693 (29%), Positives = 327/693 (47%), Gaps = 
75/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTTLTE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTLTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAQWKNHRINIIDTPGHVDFTMEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASTYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V S+ D+L A+    Q               + +  +
+  E
Sbjct  131  
PRIVFVNKMDKLGADFDFSVDSLGDRLQANAHAVQMPIGAEDDFEGVIDLIEMKADLYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                     AV E++D+L+EKY+ GE IS+++L    
+R
Sbjct  191  DALGTE-
WDTVDIPEQYVEEAQKRRDSLVEAVAESDDELMEKYLNGEEISKDELKAGIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS--  252
                   FPV  GSA K  G+Q LMDAV                 P  ++    + 
G   
Sbjct  250  
ATLANEFFPVLAGSAYKNKGVQMLMDAVVDYLPSPLDVKPYTAVNPDTDEEEDLIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  ++R+Y+GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
NFAALAFKVATDPYVGRLTFIRVYTGTLESGSYVLNATKDKRERVGRLLQMHSNQQNEIP  369

Query  304  RTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 + G+I   +   +    D L D   P  L    +   P P+++  + PKT 
A ++
Sbjct  370  EV---FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMVF---
PEPVIQVAVEPKTKADQD  423

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++ +AL +L++ DP  R E +S T E ++S +G +QL+++   +  ++K+E  V  
P V 
Sbjct  424  
KMNNALQKLSEEDPSFRAETNSETGETLISGMGELQLDILVDRMKREFKVEATVGAPQVA  483

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K+A        +      +  + +  TP   G G ++E  +  G + + +  
+V
Sbjct  484  
YRETITKSAQVEGRFIRQSGGKGQYGDVWIEFTPNETGKGYEFEDAIVGGVVPREYIPSV  543



Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +  G+  G+ V D K     G Y+   S+ A F+  A + L +A K++   
+L
Sbjct  544  
DKGLQESMANGMVAGYPVVDVKAKLYDGSYHDVDSSEAAFKIAASLALREAAKKAAPVIL  603

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   + AP++ L            T++  + + +       +P   +  Y T 
L   
Sbjct  604  
EPIMKVDIVAPEDNLGDVMGHVTARRGTVDGMEARGNAQEVHAFVPLAEMFGYATTLRSA  663

Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            T GR         Y A   +V + +I+    N+
Sbjct  664  TQGRGTFTMTFDHYSAVPKSVQEEIIKKNGGNN  696

>WP_055173065.1 GTP-binding protein [[Ruminococcus] torques]
Length=923

 Score = 284 bits (726),  Expect = 8e-81, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 316/627 (50%), Gaps = 
30/627 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + INIGI+AHVDAGKTTL+ES+LY +GAI + G V+      DT  +ER+RGITI 
+   
Sbjct  17   
RYINIGIVAHVDAGKTTLSESMLYHAGAIRKLGRVDHKDAFLDTDQMERERGITIFSKQA  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    + ++DTPGH+DF AE+ R L VLD A+LV+S  DGVQ  T+ L+  L+
+ +I
Sbjct  77   
VFRWKDRTITLLDTPGHVDFSAEMERVLQVLDCAVLVVSGADGVQGHTQTLWKLLKRYHI  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI-----IIKQTVSLSPEIVL--
EENTDIEA  174
            PT++F+NK+DQ G D + +++ +R +   ++     I+ ++  L  ++ L  +E    
E 
Sbjct  137  
PTILFVNKMDQEGTDGEKLLKELRKRFGENVVPFVDIMTESDCLGGKVFLHAKEGAVEEV  196

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + +    D ++E+Y+    IS +K+    Q+ V D  +FP Y+GSA    G++ L
+D  
Sbjct  197  LEELAVCEDDMMEEYLEDGRISLDKV----



QKAVADRQVFPCYFGSALHSQGVEELLD--  250

Query  235  TGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
             GL   I ++   A  G+ V+K+   + G R  YL++  G L+++D V        
KI +
Sbjct  251  -GLDLYIKDKTYPAEFGAKVYKIARDNQGNRLTYLKVTGGRLKVKDVVEGLNE---
KINQ  306

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +RI S  +         G +  +   ++ R    +G  + + LP         P+L   
I
Sbjct  307  IRIYSGEKFEAVQEVEAGRVCAVTGLENTRPGQGIGAEEESDLPVLE------
PVLTYQI  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     ++L  L  L + +P L    +  T EI +  +G VQ+E++  ++ E+
+ + 
Sbjct  361  
LLPDDCDVHKMLLNLKILEEEEPELHIVWEEQTSEIHVQLMGDVQIEILQRMIKERFGVL  420

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E S++Y E          H E  P   +A + L + P   GSG+Q+ +  S   
L+
Sbjct  421  VEFGEGSIVYKETITAPVEGVGHFE--
PLRHYAEVHLRLEPGERGSGMQFAAECSEDILD  478

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +     +G L G  +TD KI    G  +   +   DFR      + 
Q LK
Sbjct  479  
RNWQRLVLTHLEEKEHKGVLTGSPITDMKITLTSGRAHQKHTEGGDFRQATYRAVRQGLK  538

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEPY  F +  P E + RA  D         T  ++++  V TG  P   
++ Y
Sbjct  539  
KADSILLEPYYEFRMELPSENVGRAMTDIQNMSGKFGTPMIEEETTVLTGSAPVSLMRGY  598

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            + +   YT GR      LKGY     Q
Sbjct  599  QKEFTAYTGGRGRMAVSLKGYDICHNQ  625

>WP_052848087.1 GTP-binding protein [Streptomyces avicenniae]
Length=684

 Score = 278 bits (712),  Expect = 8e-81, Method: Compositional 
matrix adjust.



 Identities = 213/666 (32%), Positives = 329/666 (49%), Gaps = 
46/666 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIG+LAHVDAGKT+LTE LL+  GA+ E GSV+ G+TRTD+  LER+RGITI
+A+V 
Sbjct  19   
RTLNIGVLAHVDAGKTSLTERLLFDHGAVPELGSVDAGSTRTDSGALERERGITIRASVA  78

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F     ++N+VDTPGH DF+AEV R+L+VLDGA+LV+SA +GVQAQTR+L   LR
++ +
Sbjct  79   
AFTAAGRQINLVDTPGHPDFVAEVERALSVLDGAVLVLSAVEGVQAQTRVLMRTLRRLRL  138

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDAV  178
            PT++F+NKID+ G    S++  VR  L+  ++               +    D  A 
+A+
Sbjct  139  
PTLLFVNKIDRPGARYDSLLADVRRVLTPCVVPLGGVVGPGTPGARAVPLPLDARAAEAL  198

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             EN+++LL   + G   S  +L     R+      +P++ GSA  G G   L  A+    
Sbjct  199  
AENDERLLAALVEGRTPSGAELRERLARQTAAGLAYPLWCGSALTGEGTGELAAAIGAFV  258

Query  239  QPIGEQGSA-ALCGSVFKVEYTDCGQ---RRV-
YLRLYSGTLRLRDTVALAGRE------  287
             P    G   A  G VF VE  + G+   R+V YLRL++G +R R  +    RE      
Sbjct  259  
PPAAGGGEGDAPRGVVFAVERAEGGRATGRKVAYLRLFAGEVRDRQRLTFRRREPGGAEG  318

Query  288  --KLKITEMRIPSKGEIVRTDTAYPGEIV---ILPSDSVRLNDV----
LGDPTRLPRKRW  338
                ++T + +           A PG      ++  D  R+  +    +GD  RL     
Sbjct  319  GFGGRVTGLDV----------VAAPGRDAGRRLVAGDVARVRGLAEVRVGD--
RLGDGSG  366

Query  339  REDPL---------
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
                          P L T +  +      RL  ALT LAD DPL++    +    
+ L 
Sbjct  367  GAGGGAGGPSHFAPPGLETAVRGREPGGEGRLWAALTALADEDPLIQVR-
RAPDGAVALL  425

Query  390  FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIE-
VPPNPFWASIGLS  448
              G VQ EV+   L   + ++    EP  +Y+ERP+      + +     N FWA+
+G+ 
Sbjct  426  



LYGAVQREVIGERLRRDFGVDADFGEPRPLYVERPVGVGEALMEMRRTEGNEFWATVGVR  485

Query  449  
VTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYS  508
            V P   GSGV+Y   V  G+  +++  AV +     L QG+ GW VTDC +      
++S
Sbjct  486  
VEPGPYGSGVRYVHDVEAGHGPRAYHRAVEETALRALGQGVHGWAVTDCVLTVHRLDFHS  545

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
            P +  ADFR + P+ + +AL ++GT++ EP  +  +  P + +           A 
+  A
Sbjct  546  
PDTVTADFRKVTPMAVLRALADAGTRVHEPCQAVEVELPADAVGDVVGLLAGLGAEVGVA  605

Query  569  
QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL  628
            + +        E+P   +Q     L   T G+    T     +   G    + R   
+ L
Sbjct  606  
EPRGAVWAVEAEMPVGPLQRLVGALPGLTGGQGALWTRPGTDRPVRGTAPRRARTDGNPL  665

Query  629  DKVRHM  634
            D V ++
Sbjct  666  DAVEYL  671

>WP_051733642.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
lydicus]
Length=658

 Score = 278 bits (710),  Expect = 9e-81, Method: Compositional 
matrix adjust.
 Identities = 222/655 (34%), Positives = 316/655 (48%), Gaps = 
70/655 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T TDT  LERQRGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIGRLGSVDSGDTCTDTGALERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGDVQVNLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175



            ++F+NKID+AG   + +V+ +   L+   +   +V+          P  + E        
Sbjct  127  
LLFVNKIDRAGARGEELVRDIHRLLAPTAVPMTSVTGLGTPQARSVPYDLTEPRVRERIA  186

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQ---------------
RRVQDASLFPVYYGS  220
            +AV E ++ +L   + G P   E   RE +                R  D SL P
+Y+GS
Sbjct  187  EAVAEVDESVLALLVDGPP---
EGPGREPEGGAPLTAERLAAALAARTADGSLHPLYFGS  243

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A  G G+ PL++ +  L  P          G+VF V     G+RR +LRL+ G LR 
R  
Sbjct  244  
ALAGQGVGPLIEGMVRLIPPAPAAPGGPPRGTVFAVHQPPKGERRAFLRLFGGELRPRQQ  303

Query  281  VALAGREKLKITEMRIPSKGEIVRTDTA----------YPGEIVILPS-
DSVRLNDVLGD  329
            +           + R P  G I   D             PG I +L     +R  D 
LG 
Sbjct  304  IEW--
HRPGAPADARGPLTGRITALDVVGRAPGEDGPLTPGNIAVLRGLPGIRTGDRLGP  361

Query  330  PTRLPRKRWRED-------PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVD  380
            P         +D         P L T +     A+   L  AL  LAD DPLL  R   
D
Sbjct  362  PG--------
DDTGAAELFASPTLETVVRADDPARSAALRAALLALADQDPLLQVRPAPD  413

Query  381  SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTI----HI  434
              T  ++    G VQ E+++A L + Y +        V+ +ERP     A H I    
H+
Sbjct  414  GATSVLL---
HGEVQKEIIAATLHDDYGIAAGFAPSRVLCVERPRGTGEACHEIEGRRHV  470

Query  435  
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  494
                   WA++GL V P + GSG  +     LG L   F  A+ + ++  L +G  
G  V
Sbjct  471  GE-----
WATVGLRVEPGAHGSGPVFTYETELGALPHGFHQAIEESVQATLRRGPRGRAV  525

Query  495  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554
            TDC++      +  P+ST   FR++ P+VL QAL+ +GTQ+ EP  +F    P   
L+  
Sbjct  526  
TDCRVVLTRSGFVGPLSTAGHFRAITPVVLLQALERAGTQVYEPCHAFEAEIPVSALAAV  585

Query  555  YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  



609
                    A +          + +G IPAR        L   T+G  V ++   G
Sbjct  586  TARLGALGAELSDTSGGLRSWLVSGVIPARQAGPAEAALPGLTHGEGVWMSYPSG  
640

>WP_057880298.1 GTP-binding protein [Lactobacillus kimchiensis]
 KRN99846.1 translation elongation factor (GTPase) [Lactobacillus 
kimchiensis]
Length=657

 Score = 278 bits (710),  Expect = 9e-81, Method: Compositional 
matrix adjust.
 Identities = 203/626 (32%), Positives = 315/626 (50%), Gaps = 
44/626 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + + G V+ G    D   LE++RGITI 
+  
Sbjct  1    
MKHIVAGIVAHVDAGKTTLSEALLYQAGGLRKLGRVDNGDAFLDPDALEKRRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q+   ++ ++DTPGH+DF ++  + L+VLD AILVISA DGVQ  TR L+  L
+   
Sbjct  61   
ASLQYQNLELTLLDTPGHVDFASQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLKHYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT IF+NK+D +GVD Q V+Q ++  LS   I+             E T+I  E+
++ +
Sbjct  121  VPTFIFVNKMDASGVDKQQVIQQLQTLLSPGCIVFGN---------
GETTEIPEESYEEI  171

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND +LE ++    I+ E +    Q  +Q   +FP Y+GSA K  G++  +D   
G+ 
Sbjct  172  AMQNDAVLEDFLTTGEIADETI----
QTMIQHREIFPCYFGSALKISGVESFLD---GIE  224

Query  239  QPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI-  296
            Q   E       G+ VFK+ + + G+R  ++R+  G L+ +  +     ++ K+ +
+R+ 
Sbjct  225  QWANEPKHKIDFGAQVFKISHDEKGERLTWVRVTGGILKTKAVLV----
DEQKVNQLRVY  280

Query  297  -
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              SK E+V  +    G   +      R    LG  +   +   +    P+L   + 



PK  
Sbjct  281  NGSKYEVV-PEIPAGGVCAVTGLTQTRPGQGLGKESTAEKATIQ----
PVLNYALDPK-G  334

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                  L AL QL D DP L         E+ +  +G VQLE++  LL +++ LE    
E
Sbjct  335  
NDIHVCLTALKQLEDEDPQLHVSWSEHLQELRVQIMGEVQLEILQQLLFDRFDLEVSFGE  394

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S++Y E   +A     H E  P   +A + L + P +LG+G+ +ES+  L  L +
++Q+
Sbjct  395  GSILYKETVTEAVEGVGHFE--
PLRHYAEVHLLLQPTALGTGITFESKCMLDVLGRNWQH  452

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT-  533
             V   I      G L G  +TD KI    G   +  S   DFR      + Q L  
+ T 
Sbjct  453  
QVETNISSKEHLGVLTGSPITDIKISLVSGKASNVHSVGGDFREATWRAVRQGLMMAKTQ  512

Query  534  ---QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET----AQVKKD--
EVVFTGEIPAR  584
               QLLEP+  F L   Q+ + RA +D  K   + +T    AQV  +    + TG  
P  
Sbjct  513  
DACQLLEPWYKFRLEVGQDQVGRAMNDIQKMSGSFDTPEVSAQVGSNLGTTILTGTAPVS  572

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +Q Y   +  YT+G+      + GY
Sbjct  573  EMQGYSQAVNAYTHGQGQLECLVDGY  598

>CCZ53729.1 elongation factor G [Dialister invisus CAG:218]
Length=693

 Score = 278 bits (712),  Expect = 9e-81, Method: Compositional 
matrix adjust.
 Identities = 199/684 (29%), Positives = 318/684 (46%), Gaps = 
66/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++      
++
Sbjct  69   
TCHWKGYRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------
IIKQTVSLSPEIVLEENTDI---  172
            P + FINK+D  G D    V+++ D+L A+       I KQ        +LE   +
+   
Sbjct  129  
PRIAFINKMDTVGADFLRAVKTMEDRLHANALAMQLPIGKQDTFTGIIDLLERKAEVYLS  188

Query  173  --------------------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                E  D +I    E +D L+EKY+ G   S E++    
+R+ 
Sbjct  189  
DDGTQYEVREVPEDMKNLVEEYRDKIIEKAAEGDDALMEKYLEGVEPSIEEVKASIRRQT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             +  LFPV+ GSA K  GIQ L+D             AV G     GE+        
A +
Sbjct  249  
LNCDLFPVFCGSAYKNKGIQMLLDAVLDYLPAPTDVPAVKGTDPKTGEEITRESSDEAPM  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG ++    +  + + K     +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMADPFVGKLAFFRVYSGIMKQGTYILNSTKGKKERVGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + AY G+I   +    V   D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
ECAYSGDIAAAVGFKDVTTGDSLCDENHPIILEKMEFPEPVISVAVEPKTKADQEKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T++ I+S +G + L+++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVHTDPETNQTIISGMGELHLDIIVDRMRREFKVECTVGKPQVAYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +   +  +    L + P+  G G ++ + V  G + + F N ++ 
G+ 
Sbjct  486  
RKTVEAEGKFIRQTGGHGQYGHCWLRLEPMEAGKGFEFANEVVGGVIPKEFINPIQAGVE  545



Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+ + D K+    G Y+   S+   F+    +  ++  K++   
LLEPY+S
Sbjct  546  
AAMEDGVVAGYPMVDIKVTVYDGSYHDVDSSEMAFKVAGSMAFKEGAKKANAVLLEPYMS  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE  + +  E    G +P   +  Y T L   T 
GR 
Sbjct  606  
VEVDVPEEYMGDVIGGLNSRRGRIEGMESENGESRIKGFVPLSEMFGYATGLRSATQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPR  622
                    Y+    A+ Q + + R
Sbjct  666  TFTMTFDHYEEVPKAISQQITEER  689

>OGH10512.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_36_15]
 OGH37610.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_01_FULL_36_10]
Length=704

 Score = 279 bits (713),  Expect = 1e-80, Method: Compositional 
matrix adjust.
 Identities = 198/673 (29%), Positives = 331/673 (49%), Gaps = 
67/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT +E +LY +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  13   
KIRNIGIIAHIDAGKTTTSERILYYTGKTYKIGDIDEGTTVMDWMDQERERGITIVSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++N++DTPGH+DF AEV RSL VLDGA+ V+ A++GVQ+Q+  ++    
K  +
Sbjct  73   
TTFWRDCRINLIDTPGHVDFTAEVERSLRVLDGAVTVLDAEEGVQSQSETVWRQADKYRV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + FINK+D+ G D +  V+S+  KL+A                   D++ ++++    
Sbjct  133  
PRICFINKMDKIGADFEKTVKSIETKLAANPVIMAYPIGSEQDFKGVYDLLNRKSIIWTG  192

Query  159  -------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206



                    +S EI +     I+ +     + + E +D LLE+Y+ G+ I+ ++L    
++
Sbjct  193  
EELGAKFEVSDEIPIGMEEKIKEFRQKLVEKIAETDDTLLEEYLNGQEITVDELKNALRK  252

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQG------SA  247
             V    L P+Y GS+ +  G+QPL+DAV              G+    G Q         
Sbjct  253  
AVVGYKLVPIYSGSSLRNKGVQPLLDAVVDYLPSPMDLKEVKGVNPKTGAQEIRKLVPEE  312

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTD  306
            ++C   FKV+      +  Y+R+YSG +     +  + ++ + +I  + I    +     
Sbjct  313  
SICAFAFKVQIDPHVGKLTYVRVYSGKITSGSYIYNSTKDLRERIGRLLIMHANQREEIK  372

Query  307  TAYPGEI--VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             AY GEI  V+   D+V   D L   G P  L +  +   P P++   I PKT + 
+E+L
Sbjct  373  EAYAGEIIAVVGLKDTV-TGDTLCDEGKPIILEKISF---
PEPVISLAIEPKTKSDQEKL  428

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  R + +  T + I+S +G +QLE++   +  ++ +   V  P 
V Y 
Sbjct  429  
GYALKRLMEEDPTFRVKTNHETAQTIISGIGELQLEIMVDRMKREFSVLANVGAPQVAYK  488

Query  422  ER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   LKA     +I +      +    L + PL  G G Q+ + +  G +   F  
+V  
Sbjct  489  
ETIALKAEGEGKYIRQTGGRGQYGHCLLRLEPLGRGEGYQFVNAIKGGAIPAEFITSVEK  548

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  LE+G L G+ + D K+    G Y+   S+   F+       + A K++   
LLEP
Sbjct  549  
GVKETLERGVLLGYPMVDIKVTLYDGSYHDVDSSDIAFKIAGSQAFQAASKKANLVLLEP  608

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E++     D     A I   + + +  +    +P   +  Y T L   
+ 
Sbjct  609  
IMKVEITTPEEFMGDVIGDISSKRAQIMGTEERGNARIILALVPLAELSGYATTLRSMSQ  668

Query  599  GRSVCLTELKGYQ  611
            GR+    E   Y+



Sbjct  669  GRATYYMEPSHYE  681

>WP_007391713.1 MULTISPECIES: elongation factor G [Megasphaera]
 EFD94315.1 translation elongation factor G [Megasphaera genomosp. 
type_1 
str. 28L]
 EGL39281.1 translation elongation factor G [Megasphaera sp. UPII 
199-6]
 KXB91986.1 translation elongation factor G [Veillonellaceae 
bacterium DNF00751]
Length=690

 Score = 278 bits (712),  Expect = 1e-80, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 321/678 (47%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEI---  164
            P + FINK+D  G D  + VQ ++D+L A+ +  Q               V++  E
+   
Sbjct  129  
PRIAFINKMDTTGADFLNCVQMMKDRLQANAVAIQLPIGAETTFTGIIDLVTMKAEVYED  188

Query  165  -------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   ++E   D++           +AV E +D+L+ KY+ GE IS +++ +  
++ V
Sbjct  189  
TLGKEIEIVEIPADMKEQAEEYRQIMLEAVCETDDELMMKYLDGEEISTDEIKKAIRQAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                LFPV  GSA K  GIQ L+DAV              G     GE+ +         
Sbjct  249  
VTNKLFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVGGTNPDTGEEDTRKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305



                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              AY G+I  I+        D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
QEAYSGDIGAIVGLKDTTTGDTLCDEKNPIILEKMEFPEPVISVAVEPKTKADQEKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L++LA+ DP  R + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LSRLAEEDPTFRVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE--  483

Query  425  LKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI  +V    F          +    L + P   G G ++E++V  G + 
+ + 
Sbjct  484  ------
TIRQDVKARGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G+R  +E G L G+ + D K+    G Y+   S+   F+    +  ++  +
++  
Sbjct  538  
GSVEAGVREAMETGVLAGFPMVDIKVVVYDGSYHEVDSSEMAFKIAGSMGFKEGARKANP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL
Sbjct  598  
VLLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDL  657

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR V       Y+
Sbjct  658  RSKTQGRGVYTMTFDHYE  675

>WP_019068508.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
hokutonensis]
Length=619

 Score = 276 bits (707),  Expect = 1e-80, Method: Compositional 
matrix adjust.
 Identities = 221/630 (35%), Positives = 326/630 (52%), Gaps = 
39/630 (6%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  +NIGILAHVDAGKT+LTE LL+  GAI   GSV+ G TRTD   +ERQRGITI
++AV
Sbjct  1    
MHTLNIGILAHVDAGKTSLTERLLFDHGAIDRLGSVDTGDTRTDDGAIERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F     ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQAQTR+L   
LR++ 
Sbjct  61   
AAFTSGDTQINLIDTPGHADFVAEVERALEVLDGAVLLLSAVEGVQAQTRVLLRTLRRLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWD  176
            +PT++F+NKID+AG     +V  +R +L+  ++    +    +    ++     D 
+  +
Sbjct  121  
LPTLVFVNKIDRAGARADDLVADIRRRLTPHVVPLADVAGLGTPGARVLPRPPGDPDLAE  180

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            A+ + +  +L   + G   + + L +    R  D S+ P+ +GSA  G GI  L+  
+  
Sbjct  181  
ALADVDPSVLAAVVDGPHPTPDDLSKALAARTADGSIHPLLFGSALGGQGIPELVARLVQ  240

Query  237  LFQPIGEQGSAALC----GSVFKVEYTDCGQRRVYLRLYSG--------
TLRLRDTVALA  284
            L  P     +AAL     G+VF V      +R  YLRLY G        T R       
A
Sbjct  241  LIPP-----
AAALPGTPRGTVFAVRPGPGRERTAYLRLYDGEVVPQQRLTFRRHGADGRA  295

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDP  342
                 ++T + +     I R+     G I  L  P D +R+ D LG+ T    +R  
+  
Sbjct  296  VEVSGRVTRLDV-----IGRSGPLTAGNIGALTGPRD-IRVGDRLGELT----
ERAPQFA  345

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P L T +  +   Q   L  AL  LAD DPLL     + +   +L   G VQ EV
++A 
Sbjct  346  PPTLETVVRARRPEQAAALRSALLALADQDPLLHAR-
PAASGATVLLLYGEVQKEVLAAT  404

Query  403  LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP---
FWASIGLSVTPLSLGSGVQ  459
            L + + +E   +   V ++ERP  A +     E+P +    +WA+IGL V P   
GSG  



Sbjct  405  LVQDFGVEADFEPSRVRFLERP--
AGTGEACDELPWHDGTRYWATIGLRVEPGERGSGGV  462

Query  460  
YESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            +     LG L ++F  AV D +   L  GL G  VTD ++      +  P+ST  
DFR L
Sbjct  463  
FAYETELGALPRAFHQAVEDTVHSTLLGGLHGAPVTDYRVTLTRSGFVGPLSTAGDFRGL  522

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
             PIVL +AL+ + T+L EPY++F    PQ+ L+          A            
+ TG
Sbjct  523  
TPIVLRRALRLARTRLYEPYVAFETEVPQDALAPVTSRLASCRAEFTGTTGGVGSWLITG  582

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
            E+PAR ++   + L   T+G  V  +   G
Sbjct  583  ELPARRVRDVESALPGLTHGEGVWWSRPSG  612

>WP_062106466.1 GTP-binding protein [Bacillus niameyensis]
Length=650

 Score = 277 bits (709),  Expect = 1e-80, Method: Compositional 
matrix adjust.
 Identities = 178/622 (29%), Positives = 300/622 (48%), Gaps = 
19/622 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I   G V+   T  D+  +E++RGIT+ A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSIRHRGRVDHQDTFLDSHAIEKERGITVFADQGRFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            H     ++DTPGH+DF  E+ R++ V+D AI++ISA +GV+  T  ++  L+K  
IPT  
Sbjct  65   
HDSTYYVIDTPGHVDFSPEMERAIQVMDYAIMIISAVEGVEGHTETVWQLLQKHRIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G +L  V++ +   L+ D +   T S S   + E+  +      + E 
++ L
Sbjct  125  FINKTDREGANLAGVLEDIHANLTPD-VCDLTSSFSNGDMTEDLIEF-----
IAERDEVL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             E Y+      +   +   +  ++D  +F   +GSA K  GI   ++ +  L        



Sbjct  179  FEIYLE-TGYDKALWIHTFKNMIKDNKIFACAHGSALKDQGIVEFLEQLD-
LLTETNYVN  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
             +   G V+K+ Y + G R  +++  SGTLR+RD ++    E     K+T++RI +    
Sbjct  237  
ESPFAGRVYKIRYDENGNRVTFIKTLSGTLRVRDEISYGDEENKVTEKVTQLRIYNGASF  296

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              T+    GEI  ++   +  + D +GD      ++   D +P+L++ +   TA   
+ +
Sbjct  297  QTTNLIQAGEIAAVIGLSTASIGDGVGDLM----
EKTTYDMIPILKSKVIFDTAIHDKEM  352

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L+   D     I +  +G++QLEV++ ++ E++       EP 
++Y 
Sbjct  353  
LSCFRILEAEDPSLQVIWDERFQAIYIHVMGKIQLEVLTRIIKERFDYTVTFAEPEILYK  412

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E     A+   H E  P   +A + L + P   G+G+ +E+      L+   QN 
+R  +
Sbjct  413  ETVNTTATGYGHFE--
PLKHYAEVHLKIEPSPRGTGISFENHCHANDLSIGHQNLIRHHL  470

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD KI    G  ++  +   DFR      L Q L++S   
LLEPY 
Sbjct  471  
FERDHHGLLTGSPLTDVKITLLTGRAHNKHTHGGDFREATFRALRQGLEQSENVLLEPYY  530

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +++ +   D  +   T   A+   D+ + TG++P      Y      
+T+G+
Sbjct  531  
DFKIKVDLDHIGKVMSDIQQAYGTFSPAETIGDKAILTGKVPVATFMNYYASFIAFTHGK  590

Query  601  SVCLTELKGYQAAVGQPVIQPR  622
             V      GY     Q  +  R
Sbjct  591  GVLTLRHGGYDRCHNQEEVIAR  612

>AIL24707.1 tetracycline-resistance protein TetO, partial [Nocardia 
veterana]
Length=171

 Score = 261 bits (668),  Expect = 1e-80, Method: Compositional 



matrix adjust.
 Identities = 124/171 (73%), Positives = 146/171 (85%), Gaps = 0/171 
(0%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM LERQRGITIQ 
AVTSFQ
Sbjct  1    
NLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAVTSFQ  60

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+
Sbjct  61   
WEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTI  120

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
             FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
Sbjct  121  FFINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQW  171

>WP_069679706.1 GTP-binding protein [Clostridium taeniosporum]
 AOR23555.1 elongation factor G [Clostridium taeniosporum]
Length=654

 Score = 277 bits (708),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 175/632 (28%), Positives = 315/632 (50%), Gaps = 
21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E+QRGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRFLGRVDHKNSFLDRHNIEKQRGITVFSDQAVFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R++ ++D AI++IS  DGVQA T  ++  LRK 
NIPT+ 
Sbjct  65   
NNNEYYLIDTPGHVDFSTEMERAIEIMDYAIVIISGVDGVQAHTETVWELLRKNNIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+  VDL++V+  ++ KL++++  I +T++        +  D+E  + + E 
+++
Sbjct  125  FINKIDREIVDLENVLNDIKMKLTSNLCPIDETLN-------
NKKMDLELLEFIAERDER  177

Query  185  



LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+  E       +   ++++++  +FP   GSA   +GI   ++ +  L     
E+
Sbjct  178  LLETYLE-
EGYDEILWLDFMKQQIKECRIFPCLSGSALLDIGIDKFIEKLDLLTYTNYER  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y D G +  Y++   G ++++DT++    E     KI ++RI 
+  +
Sbjct  237  
NKEGFSGKVYKIRYDDKGSKVTYIKALEGIIKVKDTLSYIEGEVQFNEKINQIRIYNGDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D  + GE+  +      ++ DV+G+     + +   + +P L++ +  + +   
+ 
Sbjct  297  FITKDIVHAGEVFGVTGLTKFKIGDVIGE----
KKFKINYNIVPTLKSKVIFEESVNAKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    +    EI +  +G +QLEV+  ++ +++KLE    E  
V+Y
Sbjct  353  
ILTYFKILEEEDPGLNVLWNEELKEIHIHIMGNIQLEVLKEVVKDRFKLEIDFGECEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SG+ +E+   +  LN  +QN 
++  
Sbjct  413  KETIKNKVNGYGHFE--
PLRHYAEVYLKLEPGDKNSGITFENECHVDDLNIGYQNLIKSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   +   DFR      + Q L+++   
LLEPY
Sbjct  471  
IFEKDHKGILTGSKICDIKITLVDGRAHLKHTGGGDFREATYRAIRQGLEKANNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +     Y+ R   D  +   T +  +  +D+ +  G  P      Y  +L  
+T G
Sbjct  531  
YKFKINVKNNYVGRILADIQRLYGTFDKQETLEDKSIIFGRGPVSTFMNYGMELISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            +        GY Q    + VI     N   D+
Sbjct  591  KGAITLSFDGYDQCHNSEEVIGKFNYNKDSDR  622

>WP_046325358.1 elongation factor G [Lactobacillus melliventris]



 KJY56060.1 Elongation factor G [Lactobacillus melliventris]
Length=697

 Score = 278 bits (711),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 196/690 (28%), Positives = 331/690 (48%), Gaps = 
69/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWHDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D  + V+S+ ++L+A+ +  Q    S E              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDNSVKSLHERLNANALAVQMPIGSAESFEGVIDLLNMVADVYDE  190

Query  169  NTDIEAWDA---------------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                      V + +D ++EKY+ G+ IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEAEKRRGELIEQVADVDDDIMEKYLNGDEISVDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GEQ------
GSAA  248
              D  +FPV+ GSA K  G+Q ++D V   L  P+            GE+          
Sbjct  251  
TLDLKIFPVFAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGEEVELVAGDEKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  Y+R+Y+G+L     V  A   GRE++ ++ +M   S+ 
EI  
Sbjct  311  
FSALAFKIATDPFVGRLTYIRVYTGSLESGSYVLNASKNGRERVGRLLQMHANSRSEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         E P P+++ +I P++ A R+
+L  
Sbjct  371  V---



FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLEVPDPVIQVSIEPESKADRDKLDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R E ++ T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNAETGQTLISGMGELHLQIMVERMKREFHVEAKIGEPQVAYRET  487

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P KA    +  +      +  + +  TP   G G ++E  +  G + + F  
AV  G
Sbjct  488  FTKPAKAQGKFVR-
QSGGKGQYGDVWIEFTPNERGKGYEFEDAIVGGVVPREFIPAVDAG  546

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  ++ G+  G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LQESMKNGILAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P++YL            T++  Q +    V    +P   +  Y T L   
T G
Sbjct  607  
MKVQVITPEDYLGDVMGSITARRGTMDNMQDRAGAKVLNSMVPLAEMFGYATTLRSSTQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R         Y     ++ + +I+ R  N+
Sbjct  667  RGTFTMVFDHYSPTPKSIQEEIIKKRGGNA  696

>WP_041101244.1 GTP-binding protein [Bacillus badius]
 KIL72472.1 Ribosome protection-type tetracycline resistance protein 
[Bacillus 
badius]
Length=648

 Score = 276 bits (707),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 177/606 (29%), Positives = 299/606 (49%), Gaps = 
14/606 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT +E LLY + +I + G V+      D+  +E+QRGIT+ A      
+
Sbjct  5    
IGVFAHVDAGKTTFSEQLLYHTNSIKQRGRVDHKDAFLDSHEIEKQRGITVFADQAIMSY  64

Query  66   



HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF AE+ RS+ VLD AI++ISA +G++  T  ++  LRK N
+P   
Sbjct  65   
GNAVYYLIDTPGHADFSAEMERSIQVLDYAIIIISAVEGLEGHTETVWQLLRKYNVPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D Q V++ +R +L+ ++       L+ +      +D    + V E 
++ L
Sbjct  125  FINKTDRTGADAQRVLEEIRSELTGEVF-----DLTDDFHQGHMSD-
NFIEFVAERDEGL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+ GE    +  +R   ++V+D  +FP   GSA   +GI   ++ +  L +    
Q 
Sbjct  179  LERYLEGE-
YEEDLWLRTLLQQVKDRRIFPCASGSALHDIGIAAFLEKLERLTETDYRQ-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G V+KV++   G R  +++  SGTLR+RD +        K+T++R+ +  +    
Sbjct  237  
DAPFSGRVYKVKHDLNGTRITFIKALSGTLRVRDEIQYGEGMSEKVTQIRVYNGHKFQTA  296

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            + A  GE+  +   S       GD   +  ++   + +P L+  +   ++   +  
L  L
Sbjct  297  NEAAAGELFAVTGLS---
QAGAGDGLGVLNEKGAYEMVPTLKAKVNVDSSVHIKEALRCL  353

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L    +    EI +  +G +QLE++  ++ E+++ +    +P +IY 
E   
Sbjct  354  
NMLDVEDPSLNVTWEESLQEIHIHIMGAIQLEILKQVIKERFRFDVSFGDPEIIYKETIA  413

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               S   H E  P   +A + L + P +  SG+ +E+   +  L    QN +R  +    
Sbjct  414  APVSGCGHFE--
PLGHYAEVHLKLEPAARNSGIAFENACHVNDLTIGHQNLIRHHLFERE  471

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             +GL  G  +TD +I    G  ++  ++  DFR  A   L Q L+++   LLEPY  
F +
Sbjct  472  
HRGLLTGSGLTDIQITLLTGRAHNQHTSGGDFREAAYRALRQGLEKAENLLLEPYYDFKI  531

Query  545  



YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                E + +   D      T +  Q + ++ V TG+ P      Y  DLA +T G+ 
+  
Sbjct  532  
KVDMEQMGKVLADIQTAHGTFDPLQTEGNKAVLTGKAPVATFMNYSADLAAFTQGKGMIT  591

Query  605  TELKGY  610
                GY
Sbjct  592  LVFGGY  597

>WP_024722797.1 GTP-binding protein [Clostridiales bacterium 
VE202-01]
Length=853

 Score = 281 bits (719),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 190/638 (30%), Positives = 304/638 (48%), Gaps = 
43/638 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY S  I + G V+ G    D    ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESMLYLSKTIRQLGRVDHGDAFLDYNLQERNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+ C++ ++DTPGH+DF  E+ R+L VLD AILVIS  DG+Q  +  ++  L    
Sbjct  61   
AIFNWNDCQITLIDTPGHVDFSTEMERTLQVLDYAILVISGIDGIQGHSETIWRLLAHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    +   +++ ++  LS +                E+ D   ++ 
+  
Sbjct  121  IPTFIFVNKMDNMNANKDGLLKELKSHLSENCYDF------------
EDLDESFYENIAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NN+ LL  Y+    ++++ L+ E  +R     LFP ++GSA K  GI   ++  +   
+ 
Sbjct  169  NNEALLNYYLDHNTLTKDMLIDEINKR----
QLFPCFFGSALKMNGIDTFLNGFSDYTRE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S      VFK+ + + G +  +L++  G L+++  +     E  K+ ++RI 
S  
Sbjct  225  --KNYSDDFGARVFKISHDEQGNKLTHLKITGGALKVKSLI----
NEDEKVDQIRIYSGN  278



Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    +    G +        I     +   D +  P   P   +R          
I P 
Sbjct  279  KYQLVNEVKAGAVCAIKGFKNITAGQGLGFEDNVIQPVLSPYLDYR---------
IILPD  329

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 + L D L QLA  DP L    +  T EI +  +G +Q+EV+  L++E++ +    
Sbjct  330  NCDHHKTLKD-
LMQLAQEDPQLHINYNHQTKEIHVQLMGAIQIEVLKNLINERFNINVDF  388

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               ++IY E  L+      H E  P   +A + L + P   GSG+Q+ +      L
+ ++
Sbjct  389  DHGNIIYKETILETVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLQFFTSCKEDVLSSNY  446

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   ++     G L G ++TD KI    G  +   +   DFR      + Q 
LK + 
Sbjct  447  
QRLVLTHLKEKEHLGVLTGSSITDMKITLLAGRAHLKHTEGGDFREATYRAVRQGLKSTK  506

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P EYLS+A +D      T    +   + V  TG  P   +Q 
Y+ +
Sbjct  507  
SILLEPYFKFSLQLPGEYLSKAIYDLEAMKGTFTLPEDHDEIVTITGRAPVSKMQDYQNE  566

Query  593  LAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            +  YT G+   + ++ GYQ  +  Q +I+    +S  D
Sbjct  567  VINYTKGKGRLICQMDGYQPCLDEQDIIKQFNYDSEAD  604

>WP_038353213.1 GTP-binding protein [Eubacterium limosum]
 ARD64486.1 elongation factor G [Eubacterium limosum]
Length=653

 Score = 276 bits (707),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 181/621 (29%), Positives = 313/621 (50%), Gaps = 
27/621 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK++ +GILAHVDAGKTT +E LLY + AI + G V+      D   +ER+RGITI 
+  
Sbjct  1    MKLV-
LGILAHVDAGKTTFSEQLLYHTRAIRKLGRVDHQDAFMDHHPIERERGITIFSDQ  59



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+       +VDTPGH+DF +E  R++ V+D A++V+S  +G+Q+ T  L+  
LR+ +
Sbjct  60   
AVFEIGGDTCYLVDTPGHVDFSSETERAIQVMDAAVIVVSGVEGIQSHTETLWKLLRRYD  119

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK D+ G D+  V+++++ K S+D ++        E ++    D    
+AV E
Sbjct  120  VPTLIFINKTDREGADIPGVIKALKTKCSSDCLM--FTGHYEEGIM----
DTMLAEAVAE  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ LLE Y+  E    E       +  + A +FP + GSA    GI   + A+T 
L   
Sbjct  174  RNEALLEAYL-
DEGYKPEAWQSALGQMFKKAEVFPAFAGSALNDTGIDAFIKAMTMLLHD  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------
KLKITEM  294
                      G V+K+ +   G R  ++++ +G LR++D V + G++      + K
+ E+
Sbjct  233  KESPAEEPFSGHVYKILHDSAGSRLSFVKVTAGKLRVKDEV-
VTGKDSEGRLVRQKVNEI  291

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRED--
PLPMLRTTIA  351
            RI S G       A PG++  +   D+ R  D +G+        +  D   +P+L  
++ 
Sbjct  292  RIYSGGRYTTVPEAAPGDLCAVTGMDATRPGDGIGE------
NLYHADYATVPLLTASVI  345

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
               +     +L+A  +L D DP+L    +    E+ L  +G +QLEV+  ++ E++ 
LE 
Sbjct  346  
YDESLNVRTVLEAFKELEDEDPMLEIVWNESLQEMQLHIMGAIQLEVLEEIVRERFGLEV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +  ++Y E      +   H E  P   +A + L + P + G+G+ ++S  S+  
L+ 
Sbjct  406  RFGDCEILYKETIASPVTGYGHFE--
PLRHYAEVHLRLEPAAPGTGIAFDSVCSVDILDT  463

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++QN ++  +     +G L G  +TD +I    G  +   +   DFR      + Q 
L++



Sbjct  464  
NYQNLIKTHVFEREHRGVLTGSPITDMRIVLVNGRAHLKHTEGGDFRQAVYRAIRQGLEQ  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEP   F +  P E + R   D  K     E  ++ +D+ V +G  P   +  
Y 
Sbjct  524  
AESVLLEPVYRFEIEVPSEAMGRVMSDIQKMAGRFEAPELSEDQAVISGFCPVATMMNYS  583

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  +T GR +      GY+
Sbjct  584  QEILSFTKGRGMLRATFSGYE  604

>WP_072536333.1 elongation factor G [Anaerococcus mediterraneensis]
Length=690

 Score = 278 bits (710),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 203/671 (30%), Positives = 308/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTCTERILYYTGKIYKIGDTHDGTAVMDSMEQEKERGITIGSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLD A+ +  AK GV+ Q+  ++    K 
NIP +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDSAVALFDAKSGVEPQSETVWRQADKYNIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
             FINK+D  G D    V +++DKL A                   D+I  Q V+ S    
Sbjct  132  
CFINKMDATGADFFMAVDTIKDKLKANAVPLEIPIGSEQTFEGAVDLITMQAVTYSSEDL  191

Query  162  ------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   EI  E     E +     + + E +D ++ KY+ GE ++ E++    ++    
Sbjct  192  
GAHPKYSEIPDELKAQAEEYRNNLLEELSEVDDTIMMKYLEGEDVTEEEMKNAIRKATIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQGSA  247
              +FP   GSA K  G+QPL+DA+                            P  +
+ +A
Sbjct  252  



QKIFPCLLGSAYKNKGVQPLLDAIVDYMPSPVDVPAIDGVDPKDPEVKLERHPGDDEPTA  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            AL    FKV       + +Y+RLYSGT+     +  A + K     +I +M    + 
EI 
Sbjct  312  ALA---
FKVVTDPYVGKLIYVRLYSGTIESGSYIYNASKGKRERVGRIMQMHSNKQEEI-  367

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                AY G+IV +L        D L D          E P P++   I PKT A +
++++
Sbjct  368  --
KAAYSGDIVALLGLKDTTTGDSLCDQDNQIILEQMEFPDPVISVAIEPKTRASQDKMI  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +LA+ DP  + + D  T + I+S +G + LEV+   L  ++K+E  +  P V 
Y E
Sbjct  426  
IGLQKLAEEDPTFQTKSDEETGQTIISGMGELHLEVIVDRLLREFKVEANIGNPQVAYRE  485

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +   +  +  + L V P   GSG+ +ES++  G + + +   
V +G
Sbjct  486  
SITKEAEAQGKFVRQSGGSGQYGDVMLKVEPGEEGSGITFESKIVGGAIPKEYIRPVEEG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G L G+ + D  +    G Y+   S+   F     I  + A++++G  
LLEP 
Sbjct  546  
VREAASAGVLGGYPMVDLHVTLFDGSYHEVDSSEVAFHVAGSIGFKNAVEKAGPVLLEPI  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +  P EYL     D       I+    K    V    IP   +  Y TDL   
T G
Sbjct  606  
EKVEITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHVLDAFIPLSEMFGYATDLRSKTQG  665

Query  600  RSVCLTELKGY  610
            R+        Y
Sbjct  666  RATYSMSFDHY  676

>PIZ27478.1 elongation factor G [Candidatus Berkelbacteria bacterium 
CG_4_10_14_0_8_um_filter_42_34]
Length=691

 Score = 278 bits (710),  Expect = 2e-80, Method: Compositional 



matrix adjust.
 Identities = 201/694 (29%), Positives = 320/694 (46%), Gaps = 
83/694 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT+TE +LY +G   + G V KG    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTVTERVLYYTGKKHKIGEVHKGEAEMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RSL VLDGAI+V   K+GV+ Q+  ++    
K NI
Sbjct  69   
SCFWKDNRINIIDTPGHVDFTVEVERSLRVLDGAIVVFDGKNGVEPQSETVWRQADKYNI  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSL----------  160
            P + FINK+D    D    +QS++D+L A+ +  Q            V L          
Sbjct  129  
PRICFINKLDAIAGDFYMSLQSIKDRLGANAVTMQLPIGKESDFRGVVDLMNKKAYIWHT  188

Query  161  --------SPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
                      EI  E   D+E W A     ++E ++ LLEK+++GE  S E+L +  
+  
Sbjct  189  
DDLGKTFEEQEIPSEMQADVEKWHAEMIEKIVETSNVLLEKFLSGEEPSVEELKKALRAA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-----------------
TGLFQPIGEQGS--AA  248
                 ++PV+ G+A K  GIQPL+DAV                  GL + I  + S    
Sbjct  249  
TIAGEIYPVFAGTALKNKGIQPLLDAVIDYLPSPLDIPSTKAKEAGLDEEIELKVSDDGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---LAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG L     V       +E++ +I  M    + 
E+  
Sbjct  309  
FVALAFKIAADPYVGKLTFFRVYSGKLSAGSYVVNTRSGEKERIGRILRMHANHREEVSE  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y GEI   +   +    D L DPT          P P++   I P+T A +E
++  
Sbjct  369  V---
YSGEIAAAVGLKATSTGDTLCDPTHKYILEQITFPEPVISIAIEPRTKAGQEKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL++LA+ DP  R   D  T + I++ +G + LE++   +  ++K+E  V  P V 



Y E 
Sbjct  426  
ALSRLAEEDPTFRVSTDEETGQTIIAGMGELHLEIIVDRMKREFKVEANVGNPQVAYKE-  484

Query  424  PLKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                   TIH  +               +  + L + P   G+G ++ +++  G + 
+ F
Sbjct  485  -------
TIHGHIKQEGKYIRQSGGRGQYGHVFLEIEPNERGAGSEFVNKIVGGAIPKEF  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              A  DG+   + +G+  G+ V D K     G Y+   S+   F+  + +  ++  
K++ 
Sbjct  538  
IPACEDGVDEAINKGVVAGYPVVDVKTTLYDGTYHEVDSSEMAFKIASSMAFQEGFKKAN  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P+E++     D       I+    +    V   E+P   +  
Y T 
Sbjct  598  
PVLLEPIMKVEVIVPEEFIGDIVGDLNSRRGQIKEMTDRAGAKVVDAEVPLATMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQA---AVGQPVIQPRR  623
            +   T GR     E   Y     ++ Q +I+ ++
Sbjct  658  MRSMTQGRGNYTMEFDHYAEVPRSIAQEIIEGKK  691

>WP_072211623.1 elongation factor G [Candidatus Kryptobacter 
tengchongensis]
 CUU08555.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptobacter 
tengchongensis]
Length=700

 Score = 278 bits (710),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 203/677 (30%), Positives = 323/677 (48%), Gaps = 
75/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I   G V +G+   D +  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHRMGEVHEGSATMDFLPQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI +  A  GV+ Q+  ++    
K  +
Sbjct  69   



TCFWRGHRINIIDTPGHVDFTVEVERSLRVLDGAIALFCAVGGVEPQSETVWRQANKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------------
IVLEE  168
            P + F+NK+D+ G D  +VV  +R++L A+ +  Q      E             
+V +E
Sbjct  129  
PRIAFVNKMDRVGADFFNVVNMIRERLGANPVPIQLPMGQGELFTGIIDLVKMKAVVYKE  188

Query  169  NTDIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T    W                     +AV E +D LL KY+ GE IS +++    
+R 
Sbjct  189  
ETLGATWEEFDIPRELMNMAVEYRTKMLEAVSEFDDTLLVKYLDGEEISEDEIKSAIRRA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQ------------GS  246
              +  + PV  GSA K  GIQ L+DAV             Q +G                
Sbjct  249  
TLEFKIVPVLCGSAFKNKGIQRLLDAVVDYLPSPLDINNGQIVGHHPFKDDKVIRMVSDD  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+       +  ++R+YSGTL+    V  ++ G+++   +I  M    
+ ++
Sbjct  309  
EKFTALAFKIMTDPYVGKLTFIRVYSGTLKAGSYVYNSVQGKKERVGRILRMHANHREDV  368

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               + AY G+IV L      +  D L    DP  L +  +   P P++   I PKT 
A +
Sbjct  369  ---EEAYAGDIVALVGLKFTKTGDTLCSEDDPILLEKMDF---
PEPVISVAIEPKTKADQ  422

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++L++AL +L D DP  R  VD  T + ++S +G + LE++   L  ++++E  + 
+P V
Sbjct  423  
DKLVEALAKLMDEDPTFRVTVDEETGQTLISGMGELHLEIIVDRLKREFRVEANIGKPQV  482

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   R  +A    I  +      +  + + + P + G G ++   ++ G + + 
F  
Sbjct  483  AYKETIKRKARAEGKFIR-QTGGRGQYGHVWIEIEP-
NRGKGYEFIDAIAGGVVPKEFIP  540

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GIR  ++ G+  G+ V D K+    G Y+   S+   F+  A I  ++A K+
+   



Sbjct  541  
AVDQGIREAMQNGIIAGYPVVDVKVTLFDGSYHEVDSSDLAFKIAASIAFKEAAKQAEPV  600

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+EYL     D       IE   ++KD  V    +P   +  Y 
T L 
Sbjct  601  
LLEPIMEVEVITPEEYLGDVIGDLNSRRGRIEGINMRKDGQVIKALVPLAEMFGYATRLR  660

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR++   +   Y+
Sbjct  661  SITQGRAIYTMQFHHYE  677

>WP_075062243.1 elongation factor G [Ornatilinea apprima]
 KPL78204.1 elongation factor G [Ornatilinea apprima]
Length=690

 Score = 278 bits (710),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 202/668 (30%), Positives = 319/668 (48%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     GSV+ GTT TD M  ER+RGITI +A  
S +
Sbjct  12   
NIGIIAHIDAGKTTTTERILFYAGKTYRIGSVDDGTTVTDWMVQERERGITIVSAAVSAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGYQINLIDTPGHIDFTAEVQRSLRVLDGGVVVFDATQGVEPQSETVWRQADRYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEEN--  169
             FINK+D+ G   +  +QS++D+L A+ I            K  V L     I+ E
+   
Sbjct  132  
CFINKMDRVGASFEGSIQSIKDRLGANPIAMQLPIGFEAAFKGAVDLVTMKAILFEDELG  191

Query  170  -----TDI------EAWDA-------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 TDI      EA +A       V E +D L+ KY+  EPIS E+L    +R 
V  +
Sbjct  192  
KEPIVTDIPADLVKEAEEARAKMIEQVAELDDDLIVKYLENEPISEEELKAALRRAVIAS  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252



                V+ GS+ K  G+QPL+DAV              G     GE+        A     
Sbjct  252  
KATAVFCGSSLKNKGVQPLIDAVVDYLPSPLDVPAVKGTHAKTGEEIERHPDDDAPASAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
            VFK+       R  Y+R+YSG ++    +   G++K     ++  M    + +I   
+  
Sbjct  312  
VFKIVTDPYVGRLAYIRVYSGVVKQGGQLLNPGKDKKERVGRLIRMYADRREDI---EEV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+I  IL        D L D  +         P P++   I PKTA  ++++ 
DAL +
Sbjct  369  
RAGDIAAILGLKYSFTGDTLSDSDKPIVLESISFPEPVISVAIEPKTAGDQDKMGDALYK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            L+  DP  R  VD  T + ++S +G + L+V+   +  +++++  V    V Y E   
RP
Sbjct  429  
LSQEDPTFRVHVDESTGQTVISGMGELHLDVLVDRMLREFRVQANVGRTRVSYRETITRP  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            ++  S+    +      +  +   +TPL  G+GVQ+E+++  G + + +  A+  
GI   
Sbjct  489  
VEKISYRYVKQSGGRGMYGHVVFDMTPLERGNGVQFENKIVGGTVPKEYIPAIEKGINEA  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             E G+  G+ VTD K+    G Y+   S    F+  +     +  ++    LLEP 
+   
Sbjct  549  
AESGILAGYPVTDVKVTLTDGSYHEVDSNEMAFKMASAFAFREGFEKGKPVLLEPIMKVE  608

Query  544  LYAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
            +  PQ+YL           A I+   +++ +       +P   +  Y T+L   T 
GR V
Sbjct  609  
VIIPQDYLGDVLGQLSSRRAEIQGMDMRQGNSQAIRALVPLAELFGYTTELRSATQGRGV  668

Query  603  CLTELKGY  610
               E   Y
Sbjct  669  FSMEFNHY  676

>WP_063442095.1 GTP-binding protein [Bacillus badius]
 KZR58012.1 elongation factor G [Bacillus badius]
Length=648



 Score = 276 bits (707),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 177/606 (29%), Positives = 300/606 (50%), Gaps = 
14/606 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT +E LLY + +I + G V+      D+  +E+QRGIT+ A      
+
Sbjct  5    
IGVFAHVDAGKTTFSEQLLYHTNSIKQRGRVDHKDAFLDSHEIEKQRGITVFADQAIMSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF AE+ RS+ VLD AI++ISA +G++  T  ++  LRK N
+P   
Sbjct  65   
GNSVYYLIDTPGHADFSAEMERSIQVLDYAIIIISAVEGLEGHTETVWQLLRKYNVPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D Q V++ +R +L+ ++      +L+ +      +D    + V E 
++ L
Sbjct  125  FINKTDRTGADAQRVLEEIRSELTGEVF-----NLTDDFHQGHMSD-
NFIEFVAERDEGL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+ GE    +  +R   ++V+D  +FP   GSA   +GI   ++ +  L +    
Q 
Sbjct  179  LERYLEGE-
YEEDLWLRTLLQQVKDRRIFPCASGSALHDIGIAAFLEKLERLTETDYRQ-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G V+KV++   G R  +++  SGTLR+RD +        K+T++R+ +  +    
Sbjct  237  
DAPFSGRVYKVKHDLNGTRITFIKALSGTLRVRDEIQYGEGMSEKVTQIRVYNGHKFQTA  296

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            + A  GE+  +   S       GD   +  ++   + +P L+  +   ++   +  
L  L
Sbjct  297  NEAAAGELFAVTGLS---
QAGAGDGLGVLNEKGAYEMVPTLKAKVNVDSSVHIKEALRCL  353

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L    +    EI +  +G +QLE++  ++ E+++ +    +P +IY 
E   
Sbjct  354  
NMLDVEDPSLNVTWEESLQEIHIHIMGAIQLEILKQVIKERFRFDISFGDPEIIYKETIA  413



Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               S   H E  P   +A + L + P +  SG+ +E+   +  L    QN +R  +    
Sbjct  414  APVSGCGHFE--
PLGHYAEVHLKLEPAARNSGIAFENACHVNDLTIGHQNLIRHHLFERE  471

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             +GL  G  +TD +I    G  ++  ++  DFR  A   L Q L+++   LLEPY  
F +
Sbjct  472  
HRGLLTGSGLTDIQITLLTGRAHNQHTSGGDFREAAYRALRQGLEKAENLLLEPYYDFKI  531

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                E + +   D      T +  Q + ++ V TG+ P      Y  DLA +T G+ 
+  
Sbjct  532  
KVDMEQMGKVLADIQTAHGTFDPPQTEGNKAVLTGKAPVATFMNYSADLAAFTQGKGMIT  591

Query  605  TELKGY  610
                GY
Sbjct  592  LVFGGY  597

>WP_056979033.1 MULTISPECIES: elongation factor G [Lactobacillus]
 KRN40361.1 elongation factor G [Lactobacillus homohiochii]
 KRN42643.1 elongation factor G [Lactobacillus fructivorans]
Length=702

 Score = 278 bits (710),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 321/674 (48%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGRIHKIGETHEGNSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF AEV RSL VLDG I+V+  + GV+ QT  ++       
+
Sbjct  71   
TAEWKGYRVNIIDTPGHVDFTAEVERSLRVLDGGIVVLDGQAGVEPQTETVWRQSSDFAV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI-IIKQTVSLSPEI------------
VLEE  168
            P ++FINK+D+ G D    V+S+ D+L A+   ++  +    +             
V +E
Sbjct  131  



PQIVFINKMDKVGADFDMSVKSLHDRLGANAQAVQMPIGAEADFTGVIDLITMQAYVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            + +   WD                     AV + +D ++EK++ G+ IS++ L    
+R 
Sbjct  191  
DKEGSEWDVDEIPADMQEEAQKRHDALIEAVADVDDDIMEKFLDGKEISQDDLKAGIRRA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAAL-----------------  249
              +   +PV+ GSA K  G+Q LMD V   L  P+  +   AL                 
Sbjct  251  
TLNLDFYPVFAGSAFKNKGVQMLMDGVVDYLPSPLDVRPYTALDPDDDDKKVEIRANDKE  310

Query  250  --CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIV  303
                  FK+       R  Y+R+Y GTL+    V  A    RE++ ++ +M   ++ 
EI 
Sbjct  311  
PFASLAFKIATDPYVGRLTYIRVYRGTLKAGSYVLNATNGKRERVGRLLQMHSNNRQEIP  370

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         E P P+++  + PKT A +
+++ 
Sbjct  371  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMEFPEPVIQVAVEPKTKADQDKMN  427

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            DAL +L++ DP  R E +  T + +++ +G +QL ++   +  ++ +E  +  P V 
Y E
Sbjct  428  
DALQKLSEEDPTFRAETNPETGQTLIAGMGELQLNILIERMRREFNVEANIGAPQVAYRE  487

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +P+KA    I  +      +  + +  TP   G G +++  +  G + + F  
+V  
Sbjct  488  AFTKPVKAEGKFIR-
QSGGKGQYGDVWIEFTPNDEGKGFEFDDAIVGGVVPREFIPSVEQ  546

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+ A F+  A I L +A K++   
+LEP
Sbjct  547  
GLKEAMENGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKIAASIALREAAKKADPVILEP  606

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             +E  + +         +P   +  Y TDL   
+ 



Sbjct  607  
IMKVDIRVPEEYMGDVMGQVTARRGNVEGMEAQDKAQNIHAMVPLSEMFGYATDLRSASQ  666

Query  599  GRSVCLTELKGYQA  612
            GR   +     Y A
Sbjct  667  GRGTFVMSFDHYSA  680

>WP_090837612.1 elongation factor G [Paraburkholderia hospita]
 SEI22170.1 elongation factor G [Paraburkholderia hospita]
 AUT76529.1 elongation factor G [Paraburkholderia hospita]
Length=691

 Score = 277 bits (709),  Expect = 2e-80, Method: Compositional 
matrix adjust.
 Identities = 209/675 (31%), Positives = 311/675 (46%), Gaps = 
75/675 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AH+DAGKTT+T+ +L+ +G     GSV+ GTT TD M  ER+RGITI 
AA  S
Sbjct  11   
IRNIGVIAHIDAGKTTITDRILFHTGRTHRLGSVDSGTTVTDWMVQERERGITIVAAAIS  70

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +W  C +N++DTPGH+DF AEV RSL VLDGA++V  A  GVQ Q+  ++    +  
+P
Sbjct  71   
ARWRDCMINLIDTPGHIDFTAEVQRSLRVLDGAVVVFDAVHGVQPQSETVWRQADRYRVP  130

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----WDA  177
             + FINK+D+ G D +  V SVR++L   +   Q + +  E   E   D+ +     
W A
Sbjct  131  RLCFINKMDRIGADFERAVASVRERLGVPVACLQ-
MPVGHEAAFEGEVDLLSMQLLRWGA  189

Query  178  -----------------------------
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                         V E +D+LL  Y+AG  I  E L    
+R  
Sbjct  190  
AQEGKPECGPVPAEYRAAAEVARQRLIESVAEADDELLSLYLAGGDIGTEPLRAALRRAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT---------
GLFQPIGEQGSAALC---------  250
                LFPV  G+A + +G+QPL+D V          G  Q I       +C         
Sbjct  250  
LANRLFPVCCGAALRDIGVQPLLDCVVDFLPSPLDIGEVQGIDPDSGLTICLAPRDEEPL  309

Query  251  -
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-----  304



               VFK+          Y R+YSG +R       AG      T  R    G ++R     
Sbjct  310  AALVFKIVNDPYVGHLAYARIYSGMVR-------
AGMALHNATRNRKERAGRLLRMYANH  362

Query  305  ---TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                +  + GEI   L  + +   D L    R         P P+LR T+ PKT A
+  R
Sbjct  363  
RENVEALHAGEIGAFLGLNQIYTGDTLCHAERPVTLETITFPEPVLRATVEPKTLAEHGR  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +AL QL D DP L+  +D  + +++++ +G + LE++   L  +Y +   +  P 
V Y
Sbjct  423  
MAEALRQLTDEDPTLQLSIDEDSGQLLIAAMGELHLEIMLDRLEREYGVAAKMGRPRVAY  482

Query  421  ---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
               M R + A       +   +  +  + LS+ P + GSG+++E+ ++ G + + F  
AV
Sbjct  483  
KETMTRAVAAEEGRFVHQTGGHGQYGHVILSLHPGARGSGMRFENAITGGAVPRQFIPAV  542

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R   E G L G+ VTD ++  E G  +S  S+   +R+ A      A  +    
LL
Sbjct  543  
EQGVRDAAEIGALAGYPVTDIEVRLEGGSSHSVDSSEFAYRAAAIQACRAAFSKGRMVLL  602

Query  537  EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAF  595
            EP     +  P EY   A        A IE    +   V    G +P   +  Y T
+L  
Sbjct  603  
EPMFRIEVLVPTEYTGVALAQLGARRAEIEAVAPRPGGVEAIAGRVPLAEMFGYVTELRS  662

Query  596  YTNGRSVCLTELKGY  610
             T GR +   E   Y
Sbjct  663  VTQGRGLYSMEFDHY  677

>WP_013740885.1 elongation factor G [Selenomonas sputigena]
 AEC00450.1 translation elongation factor G [Selenomonas sputigena 
ATCC 35185]
Length=692

 Score = 277 bits (709),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 320/670 (48%), Gaps = 
65/670 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGITHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++    
K N+
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLTARGGVEPQTETVWRQAEKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + ++NK+D  G D  +V++ ++++L A                   D+I  + +    
Sbjct  129  
PRMAYVNKMDITGADFFNVIKMMQERLQANPVAIQLPIGSEDTFSGIVDLIKMEAIIYED  188

Query  159  ---SLSPEIVLEEN-TDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                ++ E+ + ++  DI      +  +AV E +D L+EKY+ GE IS +++ +  
++  
Sbjct  189  
DLGKVADEVAIPDDMKDIADEYRDKLLEAVAEEDDDLVEKYLGGEEISEDEIRKAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ +  G+QP++DA+              G+    GE+           
Sbjct  249  
IACKMTPVTCGSSYRNRGVQPMLDAIVDFMPAPIDIPAIKGVNPDTGEEDHRDSTDDGPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + E
+   
Sbjct  309  
AALAFKIMADPYVGKLAFFRVYSGTLSSGSYVFNSTKGKKERIGRILQMHANHRAEL---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            DT Y G+I   +        D L D ++       E P P++   + PKT   +E+
+  A
Sbjct  366  
DTVYSGDIAAAVGLKDTTTGDTLCDDSKPIILESMEFPDPVISVAVEPKTKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + LE++   +  ++K++  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVRTDQETGQTIISGMGELHLEIIVDRMLREFKVDCNVGNPQVAYRETI  485



Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P KA    +  +   +  +    L +TP   G G  +E+++  G + + F N + 
+G+
Sbjct  486  RKPAKAEGKFVR-
QSGGHGQYGHCWLELTPQEPGEGFTFENKIVGGVIPKEFINPIENGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G+  G+ + D K+    G Y+   S+   F+    +      +++   
LLEPY+
Sbjct  545  
REAMDNGVIAGYPMVDVKVTVYDGSYHEVDSSEMAFKIAGSMAFRNGAEKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVIVPEEYMGDVMGDINSRRGRIEGMEARNGAQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSYY  674

>WP_034572629.1 GTP-binding protein [Clostridiales bacterium oral 
taxon 876]
Length=648

 Score = 276 bits (706),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 188/631 (30%), Positives = 313/631 (50%), Gaps = 
25/631 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E+LLY + +I + G ++      D+  +E+QRGITI A      
+
Sbjct  5    
IGLLAHVDAGKTTFAEALLYHTNSIRQRGRIDYKNAFLDSHDIEKQRGITIFADQAVMSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF +E+ R+L V+D A++++SA +GV+A T  +++ LRK  
IP+  
Sbjct  65   
KDANYYLIDTPGHVDFSSEMERALQVMDYAVIIVSAIEGVEAHTETVWNLLRKYKIPSFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE--
ENTDIEAWDAVIENND  183
            FINKID+ G D  +V+++++  L+ +I       ++ E+V +   N  IE    + 
E ++
Sbjct  125  FINKIDRIGADANAVIKNIKLNLTDNI-----CDITEELVNDSISNGLIE---



FIAERDE  176

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LLEKY+ G  I  +  +   +  +++  +FP   GSA + +GI+  ++ +  L      
Sbjct  177  VLLEKYMEG-SIDTDLWISSMKVMIKECRIFPCLSGSALQDIGIENFLEKLNKL-
TFADY  234

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                   G V+K+ +   G R  +++  SG+L++RD ++       KIT++RI +  
+  
Sbjct  235  
DLDKPFAGRVYKIRHDISGARVTFIKALSGSLKVRDEISYGDDVHEKITQIRIYNSSKFK  294

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              + A  GE+  +   S       GD      ++   + +P L++ +    A   + 
+L 
Sbjct  295  AVEEARAGELFAVTGLSAA---
EAGDSIGALSEKTIFELVPALKSKVVFDKALNPKEVLR  351

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
                L   DP L+   +    EI +S +G VQLEV+  ++ E++ L+     P 
+IY E 
Sbjct  352  
CFKILDSEDPALKVTWEEALQEIHISVMGVVQLEVLEQIVKERFNLDASFGTPEIIYKET  411

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                A    H E  P   +A + L V P + G GV YES      L+   QN +    
RY
Sbjct  412  ITSQAIGYGHFE--
PLKHYAEVHLKVEPNTRGKGVTYESSCHTDNLSVGVQNVIG---RY  466

Query  484  GLEQG----
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             LE+     L G  +TD KI    G  +   +   DFR  A   L Q L++    
LLEPY
Sbjct  467  
ILEREHHGILTGSALTDVKIKLLTGADHIKHTEGGDFREAAYRALRQGLEKVNNILLEPY  526

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    E++ R   D      + E  ++ +++ + TG++P      Y T+LA 
+T G
Sbjct  527  
YDFKIKVDLEHMGRVLSDIQGAYGSFEPPKIMENKAIITGKVPVVNFMNYSTELASFTQG  586

Query  600  RSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            R +      GY      + VI+ +  N   D
Sbjct  587  RGIISVVFGGYHRCHNEEEVIKRKGYNKNAD  617



>WP_087285613.1 GTP-binding protein [[Clostridium] spiroforme]
 OUO71529.1 translation elongation factor G [[Clostridium] 
spiroforme]
Length=851

 Score = 281 bits (718),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 310/627 (49%), Gaps = 
43/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY S  I   G V+ G    D    ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESMLYLSKTIRHLGRVDHGDAFLDYNSQERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+ C++ ++DTPGH+DF  E+ R+L VLD AILVIS  DG+Q  +  ++  L
+  +
Sbjct  61   
AIFNWNDCQITLIDTPGHVDFSTEMERTLQVLDYAILVISGIDGIQNHSETIWKLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IFINK+D    +   ++  ++D+   +                EN D   ++ 
+  
Sbjct  121  VPTFIFINKMDSIYANKDKLLNDLKDQFDVNCFDF------------
ENLDENFYETIAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NN+KLL+ Y+  + +++E ++ E  +R    +LFP ++GSA K  GI   ++  T   
+ 
Sbjct  169  NNEKLLDYYLEHQTLTKEMIIDEIYQR----
NLFPCFFGSALKIEGIDIFLNEFTNYVKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +Q        VFK+ +   G +  +L++  G+L++++ V   G E  K+ ++RI 
S  
Sbjct  225  --KQYPKQFQARVFKITHDKQGNKLTHLKITGGSLKVKEQV---GNE--
KVDQIRIYSGD  277

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGD------
PTRLPRKRWREDPLPMLRTTIAPK  353
            +    +  Y G+I  +    +  ++  LG+      P   P   +R          
I P+
Sbjct  278  KYQLVNEVYAGDICAIKGFKNFEISQGLGNESTVNTPILSPYMDYR---------
IILPE  328

Query  354  



TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q E L   L  L+  DP L    ++ + EI +  +G +Q+E++  ++SE++ L
+   
Sbjct  329  NCNQHEALE-
KLLLLSKEDPQLHINYNNQSKEIHVELMGEIQVEILKNIISERFNLDVEF  387

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               ++IY E  L+      H E  P   +A + L + P   GSG+++        L  
S+
Sbjct  388  DHGNIIYKETILEPVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLEFAVDCKENVLATSY  445

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   ++     G L G  +TD KI    G  +   +   DFR      L Q 
LK + 
Sbjct  446  
QRLVLSHLKEKEHIGVLTGSLITDMKITLISGRAHLKHTEGGDFREATYRALRQGLKATK  505

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P EYLSRA +D      T + ++ + +    TG+ P   +Q 
Y+++
Sbjct  506  
SILLEPYFKFSLEIPVEYLSRAIYDIETMNGTFKLSKEQDEMAYLTGKAPVSKMQNYQSE  565

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  YT G+     ++ GY     Q  I
Sbjct  566  VISYTKGKGRITLQIDGYYPCTNQEEI  592

>WP_042833882.1 elongation factor G [Thermoanaerobacter sp. YS13]
 KHO63434.1 elongation factor G [Thermoanaerobacter sp. YS13]
Length=689

 Score = 277 bits (709),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 319/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E ++ +LEKY+ G+ I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPEDLKDLAEEYREKLLEAVSEQDETILEKYLEGKEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPIDLPPVKGMALNTGEEIERKADDSEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FK+       +  + R+YSGTL        AG   L  T+ +    G I+R     
Sbjct  309  SALAFKIMADPYVGKLAFFRVYSGTLN-------
AGSYVLNSTKGKKERIGRILRMHANH  361

Query  306  ----DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D  Y G+IV  +        D L D          + P P++   I PKT A 
+E+
Sbjct  362  
REEIDAVYTGDIVAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P 
V Y
Sbjct  422  
MTMALLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  
AV
Sbjct  482  KETITKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LL
Sbjct  541  
DAGVQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLL  600



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPIMKVEVVVPEEYMGDIIGDINSRRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     +   Y+
Sbjct  661  TQGRGTYTMQFHHYE  675

>CDC18888.1 putative uncharacterized protein [Eubacterium sp. CAG:
274]
Length=641

 Score = 276 bits (706),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 185/631 (29%), Positives = 310/631 (49%), Gaps = 
30/631 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVD GKTT +E LLY +G+I   G V+  T   D   +E++RGIT+ A   
SF +
Sbjct  5    
IGIFAHVDGGKTTFSEQLLYKNGSIRNLGRVDNQTAFLDCDNIEKERGITVFAEQASFDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  K  I+DTPGH DF  E  R+++ LD AIL+I+  DGVQA T  LF  L    
+P  I
Sbjct  65   
NENKYYIIDTPGHTDFSPEAERTMSALDYAILIINGSDGVQAHTVTLFRLLENYGVPVFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D  G  +++ ++S+R+KL+ D++    +    +I  +EN +      + E 
N+  
Sbjct  125  FVNKCDITGFSIENTLESIREKLTEDVLF---IDDFEDISKDENKEF-----
IAERNEDY  176

Query  186  LEKYI--AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIG  242
            L +Y+   G+ I+  K        V++ ++F    GSA K +GI         L F    
Sbjct  177  LSEYLDGGGDEITAIK------
DSVKNRNIFVAMKGSALKDIGIDQFFSVFDKLTFTDYS  230

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
              G    CG VFK+ Y   G +  Y++  SGT+ +++T+   G E  KI E+R     
+ 
Sbjct  231  SDGE--FCGEVFKIRYDSKGLKVAYIKGNSGTIGVKETI---GNE--



KINEIRFYKGEKY  283

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              +D A  G+I  +   + V   D++ +  ++ +   +   +  L++ +         
++
Sbjct  284  ENSDKACGGQIFGVTGLNEVSCGDIIKNG-
KIIKNAEKYTMISALQSKVNILDGTDSNKV  342

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            ++ L  L + +P+LR E    T+EI++S +G++QLEV+  +LS ++ +    ++P 
V Y 
Sbjct  343  
MECLKMLENQEPMLRTEYIKQTNEIVVSVMGKIQLEVLQEILSTRFGISATFEKPEVQYR  402

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   K      H E  P   +A + L + P    SG+ ++S V +  L+ ++Q  V
+  I
Sbjct  403  ETVAKTVIGYGHYE--
PLRHYAEVVLEIAPAERNSGITFDSTVHIDVLSANYQALVKTHI  460

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  +   +   DFR      + Q L+++   
+LEP+ 
Sbjct  461  
FEKQHKGILTGSPLTDVKITLINGRAHLKHTEGGDFRQATYRAIRQGLEKAENVILEPFY  520

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +F +YA +EY  R   D  +   + E      +     G  P      Y+ +L  
+T G 
Sbjct  521  
AFEIYAGEEYAGRIMTDIQRLRGSFEPPVQMGNTYKIKGRGPVETFMDYQEELLSFTKGT  580

Query  601  SVCLTELKGYQAA-VGQPVIQPRRPNSRLDK  630
               +  + GY+   +   VI+    N   DK
Sbjct  581  GSIVMTVDGYEKCEIADEVIEKINYNKGEDK  611

>WP_097073121.1 GTP-binding protein [Lysinibacillus xyleni]
 SOC06039.1 small GTP-binding protein [Lysinibacillus xyleni]
Length=648

 Score = 276 bits (706),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 178/610 (29%), Positives = 300/610 (49%), Gaps = 
23/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + +I E G V+      D   +ER+RGITI A     



Q+
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTQSIKERGRVDHQDAYLDNHSIERRRGITIFAEQGRIQF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R+++V+D AIL+ISA DG++  T  ++H LR+ +
+PT I
Sbjct  65   
NGDTYTLIDTPGHVDFSPEMERAISVMDYAILIISAVDGIEGHTETVWHLLRQHHVPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQ---
TVSLSPEIVLEENTDIEAWDAVIENN  182
            F+NKID+ G  +++V++ ++   S D          +  PE VLE       W  + 
E +
Sbjct  125  FLNKIDRDGASIENVMKEIQKDFSEDAFYLAEPLNENYLPEDVLE-------W--
IAERD  175

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            + LLE+Y+ G+ I       + Q  ++D   F    GSA K +G++   + +  +  
P  
Sbjct  176  EFLLEQYMEGD-IEYAAFFTKLQEMIKDERAFICMVGSALKDIGVKEFFEQL-
AILTPTN  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
             Q      G VFK+ + +  QR  +++  +GTL +RD +      + K+TE+R+ +  
+ 
Sbjct  234  YQSDGPFQGKVFKIRHDELNQRITFIKALNGTLHVRDEIHYDEVSE-
KVTEIRLYNGNKF  292

Query  303  VRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                    GEI  +   S   + D++G      R  +  + +P L+  +        
+ +
Sbjct  293  DAAQQVEAGEIFAVKGLSGAEIGDMVG--GNFARDEF--
ELVPTLQAKVVYSGTEHIKEI  348

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +P LR        +I +  +G +QLEV+  +  E+++++ V ++P 
++YM
Sbjct  349  
LRYFRMLEAEEPTLRVVWSEKFQDIHVHVMGVIQLEVLIEVAKERFQIDIVFEDPKILYM  408

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E      +   H E  P   +A + L + P   GSG+++E+      L+  +Q  +   
+
Sbjct  409  ETINNCVTGYGHFE--
PLKHYAEVHLRMEPAPRGSGLKFENACHADDLSVGYQRLIEKHL  466

Query  482  RYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G+ +TD       G  ++  +   DFR      L Q L+++   
LLEPY 
Sbjct  467  
FERDHHGLLTGYPITDIGFTLLTGRAHNKHTEGGDFREATFRALRQGLEQAENVLLEPYY  526

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A   +L R   D  +   T ET ++ +++V   G  P      Y T  A 
YTNG+
Sbjct  527  
RFKMKAELTHLGRMMTDIQQASGTFETPEMNENQVTVMGRAPVSTFMNYSTIFAAYTNGK  586

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  587  GALSLQFDGY  596

>WP_066929768.1 GTP-binding protein [Streptomyces sp. NBRC 110611]
Length=689

 Score = 277 bits (709),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 223/653 (34%), Positives = 324/653 (50%), Gaps = 
48/653 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G TRTDT  LERQRGITI+
+AV 
Sbjct  18   
RTLNIGILAHVDAGKTSLTERLLFDTGAIGRLGSVDTGDTRTDTGALERQRGITIRSAVV  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  78   
SFTVGEVQVNLIDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMRTLRRLRL  137

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------
LSPEIVLEENTDIEA  174
            PT++F+NKID+ G   ++++  +R  L+  ++   +V+        S    LE     
E 
Sbjct  138  
PTLLFVNKIDRMGAQGEALLAEIRRLLTPAVVPMTSVTGLGTAQARSAPYPLEGAEARER  197

Query  175  W-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              +AV E ++ +L + + G P + ++L      R  + +L PVY+GSA  G G+  
L+D 
Sbjct  198  
LAEAVAEVDEGILARLVDGPPPTADQLRTALAARTAEGALHPVYFGSALGGEGVGALIDG  257



Query  234  VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKL  289
            +  L  P          G+VF V     G+R  ++RL++G LR R  + L    A 
R+  
Sbjct  258  
MVRLIPPAPPGPGPEPRGTVFAVHQPPNGERTAHVRLFAGELRPRQRIELYRPGAPRDAR  317

Query  290  KITEMRIPS-------KGEIVRTDTA-----------------------
YPGEIVILPS-  318
                 RI S        G+  R D                          PG I 
+L   
Sbjct  318  
PALTGRITSLDVIGRQPGDGGRHDGGPRDSGRHDGGQHNSGRPNSGQLLTPGNIAVLRGL  377

Query  319  
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
              +R  D LG P           P P L T +     A+   L  AL  LAD 
DPLLR  
Sbjct  378  PGIRTGDRLGPPDGTAADTALF-
PSPTLETLVRAGDPARAADLRAALLALADQDPLLRVR  436

Query  379  VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEV  436
                    +L   G VQ E+++  L ++Y +        V+ +ERP  +  A H I    
Sbjct  437  PAPDGATSVL-
LHGEVQKEILADTLRQEYGIGAEFTPSRVVCVERPCGVGEACHEIAKRG  495

Query  437  
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTD  496
               P WA++GL V P + GSG  +     LG L   F  A+ + +   LEQG  GW 
VTD
Sbjct  496  HCGP-
WATVGLRVEPGARGSGPVFTYETELGALPHGFHQAIEETVLATLEQGPRGWAVTD  554

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
            C++      +  PVST   FR++   VL +AL  +GT++ EP  +F    P   L+    
Sbjct  555  
CRVVLTRSGFIGPVSTAGHFRTVTRPVLLRALDRAGTRVYEPCHAFEAEIPAAALAPVTA  614

Query  557  DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  
609
                  A +      +   + +G +PAR +Q     L   T+G  V ++   G
Sbjct  615  RLTALGAELAEPVGGQRSWLVSGALPARQVQRLEGLLPGLTHGEGVWMSSPSG  
667

>WP_099871253.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 76]
 PIF87911.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 76]
Length=658



 Score = 276 bits (706),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 222/655 (34%), Positives = 315/655 (48%), Gaps = 
70/655 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T TDT  LERQRGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIGRLGSVDSGDTCTDTGALERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGDVQVNLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NKID+AG   + +V+ +   L+   +   +V+          P  + E        
Sbjct  127  
LLFVNKIDRAGARGEELVRDIHRLLAPTAVPMTSVTGLGTPQARSVPYDLTEPRVRERIA  186

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQ---------------
RRVQDASLFPVYYGS  220
            +AV E ++ +L   + G P   E   RE +                R  D SL P
+Y+GS
Sbjct  187  EAVAEVDESVLALLVDGPP---
EGPGREPEGGAPLTAERLAAALAARTADGSLHPLYFGS  243

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A  G G+ PL++ +  L  P          G+VF V     G+RR +LRL  G LR 
R  
Sbjct  244  
ALAGQGVGPLIEGMVRLIPPAPAAPGGPPRGTVFAVHQPPKGERRAFLRLLGGELRPRQQ  303

Query  281  VALAGREKLKITEMRIPSKGEIVRTDTA----------YPGEIVILPS-
DSVRLNDVLGD  329
            +           + R P  G I   D             PG I +L     +R  D 
LG 
Sbjct  304  IEW--
HRPGAPADARGPLTGRITALDVVGRAPGEDGPLMPGNIAVLRGLPGIRTGDRLGP  361

Query  330  PTRLPRKRWRED-------PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVD  380
            P         +D         P L T +     A+   L  AL  LAD DPLL  R   
D
Sbjct  362  PG--------
DDTGAAALFASPTLETVVRADDPARSAALRAALLALADQDPLLQVRPAPD  413



Query  381  SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTI----HI  434
              T  ++    G VQ E+++A L + Y +        V+ +ERP     A H I    
H+
Sbjct  414  GATSVLL---
HGEVQKEIIAATLHDDYGIAAGFAPSRVLCVERPRGTGEACHEIEGRRHV  470

Query  435  
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  494
                   WA++GL V P + GSG  +     LG L   F  A+ + ++  L +G  
G  V
Sbjct  471  G-----
EWATVGLRVEPGARGSGPVFTYETELGALPHGFHQAIEESVQATLRRGPRGRAV  525

Query  495  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554
            TDC++      +  P+ST   FR++ P+VL QAL+ +GTQ+ EP  +F    P   
L+  
Sbjct  526  
TDCRVVLTRSGFVGPLSTAGHFRAVTPVVLLQALERAGTQVYEPCHAFEAEIPVSALAAV  585

Query  555  YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  
609
                    A +          + +G IPAR        L   T+G  V ++   G
Sbjct  586  TARLGALGAELSDTSGGLRSWLVSGVIPARQAGPAEAALPGLTHGEGVWMSYPSG  
640

>WP_057706172.1 GTP-binding protein [Lactobacillus xiangfangensis]
 KRO10774.1 elongation factor g [Lactobacillus xiangfangensis]
Length=666

 Score = 276 bits (707),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 200/625 (32%), Positives = 308/625 (49%), Gaps = 
33/625 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKHIVTGIVAHVDAGKTTLSEALLYRAGALRKLGRVDNGDAFLDTDALEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  +H   +N++DTPGH+DF ++  + L+VLD AILV+SA DG+Q  TR L+  L 
+ +
Sbjct  61   
ANLDYHDVSLNLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGIQGYTRTLWRLLERYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D    D  +++  ++  LSA  I         E   +      + + 



V  
Sbjct  121  
VPTFIFVNKMDAVVADGDAMLTQLQATLSAGCIAFNAPDGENEAPSDAAIPASSIEDVAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L  Y+    +S + +    +R + D  LFPVY+G+A K  G+  LM  +    
QP
Sbjct  181  QNDDVLTAYLETGTLSDDAV----
RRMISDRELFPVYFGAALKLTGVAALMAGIERWTQP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               Q +      VFK+ + D G+R  +LRL  G L  +D   L G +  K+ ++R  
+  
Sbjct  237  --AQVTDQFGAKVFKITHDDQGERLTWLRLTGGELHPKDN--LLGEQ--
KVNQLRYYNGT  290

Query  301  EIVRTDTAYPGEIVILPSDSVRL-NDVLGDPT--
RLPRKRWREDPLPMLRTTIAPKTAAQ  357
                T     GEI ++P  +       LG     R P  +      P+L   + P+
+   
Sbjct  291  RYTTTTAVSAGEICVVPGLTATYPGQGLGQAADGRHPSLQ------
PVLTYAVDPQS-ED  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
                L AL QL D DP L     S   EI +  +G++QLEV+  LL++++ L+      
S
Sbjct  344  
PHACLTALRQLEDEDPQLHVAWSSHLQEIRVQVMGKMQLEVLQQLLADRFHLDVAFGAGS  403

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E   +A     H E  P   +A + L + P   GSG+ +++  SL  L ++
+Q+ V
Sbjct  404  ILYQETVTQAVEGVGHFE--
PLRHYAEVHLLIQPAPRGSGLSFDTNCSLETLGKNWQHQV  461

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               ++   + G L G  +TD K+    G      S   DFR      L Q L     
++ 
Sbjct  462  
MANLQAKEQLGVLVGAPLTDAKVTLVSGRASIVHSVGGDFREATWRALRQGLMMLKTKAA  521

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE---TAQVKKDE---
VVFTGEIPARCI  586
             QLLEP+  F L   Q+ + RA  D  +     E      V  D    ++ TG  P   
+
Sbjct  522  
CQLLEPWYRFRLEVGQDQVGRAMTDIQRMHGEFEPPVAGGVATDGNGLMLITGTAPVATM  581

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611



            Q Y  D+  YT+G+      + GY+
Sbjct  582  QDYSEDVRAYTHGQGQLECVVDGYR  606

>CDC15180.1 small GTP-binding protein domain [Ruminococcus sp. CAG:
55]
 CUQ71248.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
torques]
 CUP53883.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Ruminococcus] 
torques]
Length=917

 Score = 282 bits (721),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 314/627 (50%), Gaps = 
30/627 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + INIGI+AHVDAGKTTL+ES+LY +GAI + G V+      DT  +ER+RGITI 
+   
Sbjct  11   
RYINIGIVAHVDAGKTTLSESMLYHAGAIRKLGRVDHKDAFLDTDQMERERGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    + ++DTPGH+DF AE+ R L VLD A+LV+S  DGVQ  T+ L+  L+
+ +I
Sbjct  71   
VFRWKDRTITLLDTPGHVDFSAEMERVLQVLDCAVLVVSGADGVQGHTQTLWKLLKRYHI  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI---
IIKQTVSLSPEIVLEENTDIEAWDAV  178
            PT +F+NK+DQ G D + +++ +R +   ++   +   T S  P   +  +T   A 
+ V
Sbjct  131  
PTFLFVNKMDQEGTDGEKLLKELRKRFGENVVPFVDIMTESDCPGGKVYLHTKESAVEEV  190

Query  179  IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            +E      D ++E+Y+    IS +K+    Q+ V D  +FP Y+GSA    G++ L
+D  
Sbjct  191  LEELAVCEDDMMEEYLEEGRISLDKV----
QKAVADRQVFPCYFGSALHSQGVEELLD--  244

Query  235  TGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
             GL   I ++   A  G+ V+K+   + G R  YL++  G L+++D V        
KI +
Sbjct  245  -GLDLYIKDKTYPAEFGAKVYKIARDNQGNRLTYLKVTGGRLKVKDVVEGLNE---
KINQ  300



Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +RI S  +         G +  +   ++ R    +G  + + LP         P+L   
I
Sbjct  301  IRIYSGEKFEAVQEVEAGRVCAVTGLENTRPGQGIGAEEESDLPVLE------
PVLTYQI  354

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     ++L  L  L + +P L    +  T EI +  +G VQ+E++  ++ E+
+ + 
Sbjct  355  
LLPDDCDVHKMLLNLKILEEEEPELHIVWEEQTSEIHVQLMGDVQIEILQRMIKERFGVL  414

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E S++Y E          H E  P   +A + L + P   GSG+Q+ +  S   
L+
Sbjct  415  VEFGEGSIVYKETITAPVEGVGHFE--
PLRHYAEVHLRIEPGERGSGMQFAAECSEDILD  472

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +     +G L G  +TD KI    G  +   +   DFR      + 
Q LK
Sbjct  473  
RNWQRLVLTHLEEKEHKGVLTGSPITDMKITLTSGRAHQKHTEGGDFRQATYRAVRQGLK  532

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEPY  F +  P E + RA  D         T  ++++  V TG  P   
++ Y
Sbjct  533  
KADSILLEPYYEFRMELPSENVGRAMTDIQNMSGKFGTPMIEEETTVLTGSAPVSLMRGY  592

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            + +   YT GR      LKGY     Q
Sbjct  593  QKEFTAYTGGRGRMAVSLKGYDICHNQ  619

>KKP60975.1 Elongation factor G [Candidatus Roizmanbacteria 
bacterium GW2011_GWA2_34_18]
Length=699

 Score = 277 bits (709),  Expect = 3e-80, Method: Compositional 
matrix adjust.
 Identities = 192/675 (28%), Positives = 323/675 (48%), Gaps = 
70/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIG++AH+D+GKTT +E  L+ +G   + G +++G T+ D M  ER+RGITI 
+A T
Sbjct  17   



RIRNIGVIAHIDSGKTTTSERFLFYTGRTYKIGDIDEGNTQLDWMPQERERGITIVSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF AEV RSL VLDG ++V  A++GVQ+Q+  ++    
K  +
Sbjct  77   
TTFWNDTRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAEEGVQSQSETVWRQADKYKV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAWD  176
            P + FINK+D+ G D ++ V+ ++++L A+ II  T  +  E   +   D+     
+ WD
Sbjct  137  PRICFINKMDKLGADFEATVEEIKERLGANPII-
MTFPIGKESEFKGIVDLLTLKAKIWD  195

Query  177  -------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQ  205
                                            V E++D LL KY+ GE I+  +L    
+
Sbjct  196  
QDVQGIKYTVTSEIPADIKDKVIKARAKLVEQVAEHDDTLLNKYLNGEEITVNELKATLR  255

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSA------  247
            +      + P+Y G++ +   +QP++DA+                 PI ++         
Sbjct  256  
KATIAYKIVPIYCGTSLRNKAVQPVLDAIVDYLPSPVDLKEVKGINPITQKEEKRNLTQE  315

Query  248  -ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                G  FK++      +  Y+R+YSG L     V    R K     +I  M   +
+ EI
Sbjct  316  
EKFTGLSFKIQLDPHVGKLTYVRIYSGILESGSYVYNVNRGKQERVSRILLMHANNREEI  375

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               D AY GEI  VI P DS +  D L DP           P P++   I PKT A 
+E+
Sbjct  376  ---DKAYAGEIIAVIGPKDS-
KTGDTLADPAYPIILEQITFPDPVISLAIEPKTKADQEK  431

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  +L +LA+ DP  R +V+  T++ I+S +G + LE++   +  +  +   V +P 
V Y
Sbjct  432  
LSYSLQRLAEEDPTFRVKVNHETNQTIMSGMGELHLEILVDRMKTEMGMNVTVGKPQVAY  491

Query  421  MERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   KA        +         G   +++ PL+ G G+++ +++  G +   F  
+V



Sbjct  492  
KETVTKAVQDVEAKYIKQTGGHGQYGHCVINIEPLARGEGLKFVNKIKGGSIPSEFIPSV  551

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+    E+G L G+ +TD ++    G Y+   S+   F+    + L+ A+K++G  
L+
Sbjct  552  
EKGVIEASEKGVLLGYPITDLQVTLVDGSYHDIDSSDIAFKIAGSMALQNAVKQAGPTLV  611

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +   + ++     D       I   + +   VV    +P   +  Y T 
+   
Sbjct  612  
EPIMKLEVTVSEAFMGVVIGDISSKRGKILGTEKRSRAVVIKSHVPLSELSGYATIIRSL  671

Query  597  TNGRSVCLTELKGYQ  611
            T GR V   E   Y+
Sbjct  672  TEGRGVFYMEPSHYE  686

>WP_055157681.1 GTP-binding protein [[Ruminococcus] torques]
Length=923

 Score = 282 bits (721),  Expect = 4e-80, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 314/627 (50%), Gaps = 
30/627 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + INIGI+AHVDAGKTTL+ES+LY +GAI + G V+      DT  +ER+RGITI 
+   
Sbjct  17   
RYINIGIVAHVDAGKTTLSESMLYHAGAIRKLGRVDHKDAFLDTDQMERERGITIFSKQA  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    + ++DTPGH+DF AE+ R L VLD A+LV+S  DGVQ  T+ L+  L+
+ +I
Sbjct  77   
VFRWKDRTITLLDTPGHVDFSAEMERVLQVLDCAVLVVSGADGVQGHTQTLWKLLKRYHI  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI---
IIKQTVSLSPEIVLEENTDIEAWDAV  178
            PT +F+NK+DQ G D + +++ +R +   ++   +   T S  P   +  +T   A 
+ V
Sbjct  137  
PTFLFVNKMDQEGTDGEKLLKELRKRFGENVVPFVDIMTESDCPGGKVYLHTKESAVEEV  196

Query  179  IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            +E      D ++E+Y+    IS +K+    Q+ V D  +FP Y+GSA    G++ L



+D  
Sbjct  197  LEELAVCEDDMMEEYLEEGRISLDKV----
QKAVADRQVFPCYFGSALHSQGVEELLD--  250

Query  235  TGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
             GL   I ++   A  G+ V+K+   + G R  YL++  G L+++D V        
KI +
Sbjct  251  -GLDLYIKDKTYPAEFGAKVYKIARDNQGNRLTYLKVTGGRLKVKDVVEGLNE---
KINQ  306

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +RI S  +         G +  +   ++ R    +G  + + LP         P+L   
I
Sbjct  307  IRIYSGEKFEAVQEVEAGRVCAVTGLENTRPGQGIGAEEESDLPVLE------
PVLTYQI  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     ++L  L  L + +P L    +  T EI +  +G VQ+E++  ++ E+
+ + 
Sbjct  361  
LLPDDCDVHKMLLNLKILEEEEPELHIVWEEQTSEIHVQLMGDVQIEILQRMIKERFGVL  420

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E S++Y E          H E  P   +A + L + P   GSG+Q+ +  S   
L+
Sbjct  421  VEFGEGSIVYKETITAPVEGVGHFE--
PLRHYAEVHLRIEPGERGSGMQFAAECSEDILD  478

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +     +G L G  +TD KI    G  +   +   DFR      + 
Q LK
Sbjct  479  
RNWQRLVLTHLEEKEHKGVLTGSPITDMKITLTSGRAHQKHTEGGDFRQATYRAVRQGLK  538

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEPY  F +  P E + RA  D         T  ++++  V TG  P   
++ Y
Sbjct  539  
KADSILLEPYYEFRMELPSENVGRAMTDIQNMSGKFGTPMIEEETTVLTGSAPVSLMRGY  598

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            + +   YT GR      LKGY     Q
Sbjct  599  QKEFTAYTGGRGRMAVSLKGYDICHNQ  625

>WP_073386739.1 GTP-binding protein [Butyrivibrio fibrisolvens]
 SHI11623.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 



fibrisolvens DSM 3071]
Length=908

 Score = 281 bits (720),  Expect = 4e-80, Method: Compositional 
matrix adjust.
 Identities = 195/630 (31%), Positives = 309/630 (49%), Gaps = 
30/630 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I+NIGILAHVDAGKTTL+E+LL+ +G +   G V+ G    DT  LE++RGITI +    
Sbjct  4    
ILNIGILAHVDAGKTTLSEALLFEAGTLRSIGRVDHGDAFLDTFDLEKERGITIFSKQAR  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +    K+ ++DTPGH+DF  E  R+L VLD AILVISA DGV A  R L+  L   
N+P
Sbjct  64   
LEAFGRKITLMDTPGHVDFSPETERTLQVLDAAILVISALDGVNAHVRTLWSLLDHYNVP  123

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            T IF+NK+DQ G D++ +   + + L + I+   + +  P +           +++   
+
Sbjct  124  TFIFVNKMDQPGSDMEQIAAHLCETLGSSIVNMTSGASDPSVS----------
ESIAVCD  173

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            D LL+ Y+ G PI+   +     +R+    LFP Y+GSA KG G+   ++ +   + 
PIG
Sbjct  174  DDLLDSYLNGNPITDADITSLISKRL----LFPCYFGSALKGDGVHEFLENLCK-
YAPIG  228

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
                      ++K+   D G R  +L++  G+L +RDT    G E  KI+++R+ S  
+ 
Sbjct  229  TY-PEEFGARIYKISRDDDGTRLSFLKITGGSLSIRDTF---GEE--
KISQIRLYSGSKF  282

Query  303  VRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             +  TA  G I  +   S  R  D LG           E   P+L   I         
++
Sbjct  283  EQVQTAQAGTICAIAGLSGTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKV  338

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  L + +P+L       T++I +  +G+VQ+E++  L+ E++ +        
+IY 
Sbjct  339  



WQNLLILQEEEPMLSVSRVEETNDIYVRVMGQVQMEILKRLMLERFNMSIDFGPGRIIYK  398

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P   G+G+ +E+      L +++Q  V   
+
Sbjct  399  ETIAAPVEGVGHFE--
PLRHYAEVHLMLEPTGPGTGLTFEANCPTDILARNWQRLVLTHL  456

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP  
Sbjct  457  
EEKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMADSVLLEPVY  516

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             + L  PQ+ + RA  D  +  A++   +++  + V  G IPA C+ +Y  D+  
YT+G 
Sbjct  517  
RYELIVPQDNVGRAMTDLSQMNASVSAPEIENGKTVLRGTIPAACLGSYAEDVRSYTSGE  576

Query  601  SVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
                  LKGY      + VI  R  +  LD
Sbjct  577  GSISCVLKGYAPCHNSEEVIAERMYDPELD  606

>WP_073346338.1 elongation factor G [Caldanaerobius fijiensis]
 SHF82911.1 elongation factor G [Caldanaerobius fijiensis DSM 17918]
Length=689

 Score = 276 bits (707),  Expect = 4e-80, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 319/670 (48%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWRGHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D  G D  +V+  ++ +L+A                   D+I  + +    



Sbjct  129  
PRIAFVNKMDIMGADFYNVLDQIKKRLNANPVAIQLPIGKEDTFKGIVDLIKMEALIYED  188

Query  163  EI--------------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++               L E   ++  +A  E +++L+ KY+ GE ++ E+++   
++  
Sbjct  189  
DLGTVIEEQPIPDDMKELAEEYRVKLVEAAAEQDEELMMKYLEGEELTNEEIIAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  L PV  GSA K  G+QPL+DAV              G+     E+          
L
Sbjct  249  
INVELVPVLCGSAYKNKGVQPLLDAVVDFLPSPVDIPPVKGMLPDSDEEVERRASDDEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       + V++R+YSGTL+    V       RE++ +I +M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKLVFIRIYSGTLKSGTYVYNSTKGKRERIGRILQMHANHRSELPEM  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T   G  V L   +    D L D          E P P++   I PKT   +E++  
AL
Sbjct  369  YTGDIGAAVGLKDTTT--
GDTLCDEAHPIVLESMEFPDPVIHVAIEPKTKDAQEKMAIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E   
Sbjct  427  
QKLAEEDPTFRTYTDQETGQTIIAGMGELHLEIIVDRLQREFKVECNVGKPQVAYKETIK  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P+K     I  +   +  +  + L + P   G G ++ +++  G + + F  AV  
G++
Sbjct  487  KPVKVEGKFIR-
QSGGHGQYGHVWLELAPRERGQGYEFVNKIVGGVIPKEFIPAVDAGVQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D  +    G Y+   S+   F+  A +  +  +K++   
LLEP + 
Sbjct  546  
EAMQSGVLGGYEVVDVSVTLFDGSYHEVDSSDMAFKIAASMAFKDGMKKADPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



              +  P+EY+     D       IE  + +    V    +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEEYMGDIMGDINSRRGRIEGMEPRAGAQVIRAYVPLAEMFGYATDLRSRTQGRG  665

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  666  TYTMQFDHYE  675

>AEA35217.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
Length=170

 Score = 260 bits (664),  Expect = 4e-80, Method: Compositional 
matrix adjust.
 Identities = 123/170 (72%), Positives = 145/170 (85%), Gaps = 0/170 
(0%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTLTESLLY SGAI+EPGSV++GTTRTDTM LERQRGITIQ 
AVTSFQW
Sbjct  1    
LGILAHVDAGKTTLTESLLYTSGAIAEPGSVDEGTTRTDTMNLERQRGITIQTAVTSFQW  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KVNI+DTPGHMDFLAEVYR L+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+ 
Sbjct  61   
EDVKVNIIDTPGHMDFLAEVYRPLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
            FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
Sbjct  121  FINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQW  170

>WP_010022706.1 elongation factor G [Lactobacillus fructivorans]
 KID41398.1 Translation elongation factor G [Lactobacillus 
fructivorans]
 KRK57118.1 elongation factor G [Lactobacillus fructivorans KCTC 
3543 = DSM 
20203]
 KRN12173.1 elongation factor G [Lactobacillus fructivorans]
Length=702

 Score = 277 bits (708),  Expect = 5e-80, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 321/674 (48%), Gaps = 
67/674 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGRIHKIGETHEGDSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF AEV RSL VLDG I+V+  + GV+ QT  ++       
+
Sbjct  71   
TAEWKGYRVNIIDTPGHVDFTAEVERSLRVLDGGIVVLDGQAGVEPQTETVWRQSSDFAV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI-IIKQTVSLSPEI------------
VLEE  168
            P ++FINK+D+ G D    V+S+ D+L A+   ++  +    +             
V +E
Sbjct  131  
PRIVFINKMDKVGADFDMSVKSLHDRLGANAQAVQMPIGAEADFTGVIDLITMQAYVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            + +   WD                     AV + +D ++EK++ G+ IS++ L    
+R 
Sbjct  191  
DKEGSEWDVDEIPADMQEEAQKRHDALIEAVADVDDDIMEKFLDGKEISQDDLKAGIRRA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAAL-----------------  249
              +   +PV+ GSA K  G+Q LMD V   L  P+  +   AL                 
Sbjct  251  
TLNLDFYPVFAGSAFKNKGVQMLMDGVVDYLPSPLDVRPYTALDPDDDDKKVEIRANDKE  310

Query  250  --CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIV  303
                  FK+       R  Y+R+Y GTL+    V  A    RE++ ++ +M   ++ 
EI 
Sbjct  311  
PFASLAFKIATDPYVGRLTYIRVYRGTLKAGSYVLNATNGKRERVGRLLQMHSNNRQEIP  370

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         E P P+++  + PKT A +
+++ 
Sbjct  371  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMEFPEPVIQVAVEPKTKADQDKMN  427

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            DAL +L++ DP  R E +  T + +++ +G +QL ++   +  ++ +E  +  P V 
Y E
Sbjct  428  
DALQKLSEEDPTFRAETNPETGQTLIAGMGELQLNILIERMRREFNVEANIGAPQVAYRE  487



Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +P+KA    I  +      +  + +  TP   G G +++  +  G + + F  
+V  
Sbjct  488  AFTKPVKAEGKFIR-
QSGGKGQYGDVWIEFTPNDEGKGFEFDDAIVGGVVPREFIPSVEQ  546

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+ A F+  A I L +A K++   
+LEP
Sbjct  547  
GLKEAMENGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKIAASIALREAAKKADPVILEP  606

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             +E  + +         +P   +  Y TDL   
+ 
Sbjct  607  
IMKVDIRVPEEYMGDVMGQVTARRGNVEGMEAQDKAQNIHAMVPLSEMFGYATDLRSASQ  666

Query  599  GRSVCLTELKGYQA  612
            GR   +     Y A
Sbjct  667  GRGTFVMSFDHYSA  680

>WP_060203648.1 GTP-binding protein [Sporosarcina koreensis]
Length=645

 Score = 275 bits (704),  Expect = 5e-80, Method: Compositional 
matrix adjust.
 Identities = 185/610 (30%), Positives = 301/610 (49%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LL+ + +I + G V+   T  D+  +E+ RGIT+ A   
+F +
Sbjct  5    
IGIVAHVDAGKTTFSEQLLFHTHSIRQRGRVDHQDTFLDSHEIEKNRGITVFADQGAFTF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA DGV+  T  ++  L+K  
+PT  
Sbjct  65   
NGWDYTLIDTPGHVDFSPEMERAIQVMDAAIVIISAADGVEGHTETVWQLLKKHRVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENNDK  184
            F+NK D+ GV+LQ VV  +R  LS DI       LS    +EE +  E+  + + E 
++ 
Sbjct  125  FLNKTDREGVNLQDVVDEIRGSLSEDIF-----DLSE---
MEEGSMTESLIEFIAERDET  176



Query  185  LLEKYI-AG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            LLE Y+ AG  E +    L    +R + +  +F   YGSA K +G+   +     L    
Sbjct  177  LLEHYMDAGYDEALWLGAL----KRMITNRDVFAYGYGSALKDVGVLEFLQKFD-
LLTVT  231

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                +      V+KV + + G R  +L++  G L +RD V  AG+++ KIT++R  
+  +
Sbjct  232  DYAETGDFAARVYKVRHDENGNRVTFLKVLQGGLHVRDEVQFAGKQE-
KITQIRRYNGKK  290

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                D A+ GEIV +   S       GDP     ++   D +P L++ I   ++   
+ +
Sbjct  291  FQMIDVAHAGEIVAVTGLS---
EAGAGDPLGAIVEKAEFDLIPTLKSKIIFDSSIHVKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP LR   D    E+ +  +G +QLEV+  ++ +++  +    +P 
++Y 
Sbjct  348  
LRCFKMLDAEDPSLRVVWDEHVQEVHVHVMGVIQLEVLRQIVRDRFHFDVSFGDPKILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E    A +   H E  P   +A + L + P    SG+ +++      L+   QN 
VR  I
Sbjct  408  ETIRSAVNGYGHFE--
PLKHYAEVHLKIEPAVRNSGISFDNVCHTNDLSIGNQNLVRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEP  
Sbjct  466  
FERAHHGLLTGSALTDVKITLMTGRGHNEHTSGGDFREATFRALRQGLEKADNVLLEPVY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +++ R   D  +   +    +   +  V TG +P      Y T  A 
YTNG+
Sbjct  526  
DFKIKVGMDHIGRVLSDIQQASGSFAPPETIGETTVVTGRVPVATFMNYSTVFASYTNGK  585

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GALTLQFGGY  595



>WP_077193787.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
lydicus]
Length=658

 Score = 276 bits (705),  Expect = 5e-80, Method: Compositional 
matrix adjust.
 Identities = 222/655 (34%), Positives = 315/655 (48%), Gaps = 
70/655 (11%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T TDT  LERQRGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIGRLGSVDSGDTCTDTGALERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGDVQVNLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NKID+AG   + +V+ +   L+   +   +V+          P  + E        
Sbjct  127  
LLFVNKIDRAGARGEELVRDIHRLLAPTAVPMTSVTGLGTPQARSVPYDLTEPRVRERIA  186

Query  176  DAVIENNDKLLEKYIAGEPISREKLVREEQ---------------
RRVQDASLFPVYYGS  220
            +AV E ++ +L   + G P   E   RE +                R  D SL P
+Y+GS
Sbjct  187  EAVAEVDESVLALLVDGPP---
EGPGREPEGGAPLTAARLAAALAARTADGSLHPLYFGS  243

Query  221  
AKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT  280
            A  G G+ PL++ +  L  P          G+VF V     G+RR +LRL  G LR 
R  
Sbjct  244  
ALAGQGVGPLIEGMVRLIPPAPAAPGGPPRGTVFAVHQPPKGERRAFLRLLGGELRPRQQ  303

Query  281  VALAGREKLKITEMRIPSKGEIVRTDTA----------YPGEIVILPS-
DSVRLNDVLGD  329
            +           + R P  G I   D             PG I +L     +R  D 
LG 
Sbjct  304  IEW--
HRPGAPADARGPLTGRITALDVVGRAPGEDGPLTPGNIAVLRGLPGIRTGDRLGP  361

Query  330  PTRLPRKRWRED-------PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVD  380
            P         +D         P L T +     A+   L  AL  LAD DPLL  R   



D
Sbjct  362  PG--------
DDTGAAELFASPTLETVVRADDPARSAALRAALLALADQDPLLQVRPAPD  413

Query  381  SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTI----HI  434
              T  ++    G VQ E+++A L + Y +        V+ +ERP     A H I    
H+
Sbjct  414  GATSVLL---
HGEVQKEIIAATLHDDYGIAAGFAPSRVLCVERPRGTGEACHEIEGRRHV  470

Query  435  
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  494
                   WA++GL V P + GSG  +     LG L   F  A+ + ++  L +G  
G  V
Sbjct  471  G-----
EWATVGLRVEPGAHGSGPVFTYETELGALPHGFHQAIEESVQATLRRGPRGRAV  525

Query  495  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554
            TDC++      +  P+ST   FR++ P+VL QAL+ +GTQ+ EP  +F    P   
L+  
Sbjct  526  
TDCRVVLTRSGFVGPLSTAGHFRAVTPVVLLQALERAGTQVYEPCHAFEAEIPVSALAAV  585

Query  555  YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  
609
                    A +          + +G IPAR        L   T+G  V ++   G
Sbjct  586  TARLGALGAELSDTSGGLRSWLVSGVIPARQAGPAEAALPGLTHGEGVWMSYPSG  
640

>KKQ59843.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWA2_38_17]
 KKQ78726.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWF2_38_6]
 OGE44644.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_12_FULL_38_25]
 OGE68653.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_02_FULL_38_18]
 OGE72041.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_12_FULL_38_10]
Length=693

 Score = 276 bits (707),  Expect = 5e-80, Method: Compositional 
matrix adjust.
 Identities = 202/661 (31%), Positives = 327/661 (49%), Gaps = 
56/661 (8%)

Query  3    IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAVT  61



            I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  E++RGITI  
AA+T
Sbjct  15   
IRNIGIIAHIDAGKTTTTERILFYTGKTYKIGNIDEGTTVTDWMEQEKERGITIVSAAIT  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F W   ++NI+DTPGH+DF AEV RSL VLDG ++V+ A  GVQ+QT  ++    
K ++
Sbjct  75   TF-
WKDFRINIIDTPGHVDFTAEVERSLRVLDGGVIVLDASSGVQSQTETVWRQANKYSV  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLE-  167
            P + F NK+D  G D    +QS RDKL A+ I            K  V L     I
+ E 
Sbjct  134  
PLIAFANKMDVVGADFLGTIQSARDKLGANAIAYNLPIGKENDFKGVVDLLTQKAIIWEG  193

Query  168  -------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                     T+I A              + +   +D L+EK++ G+ I+ E+L +  
+  
Sbjct  194  
DETGAKFHETEISADMVDLVKIHREKLVEEISGTDDVLMEKFLEGQEINVEELKKALRVA  253

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA----------VTGL--
FQPIGEQGSAALCGSVFK  255
            V    + PV  GS+ +  G+QP++D           VT L    P+ +   +AL    
FK
Sbjct  254  
VIANKIVPVLAGSSLRNKGVQPMLDCVVEYLPSPQDVTALSGIDPLPQSPLSALA---FK  310

Query  256  VEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPGEIV  314
            ++      +  Y+R+YSGTL+    V  + ++ K ++  + +    +    D AY 
GEIV
Sbjct  311  
IQVDPHVGKLTYIRVYSGTLKSGSYVYNSTKQIKERVGRLLLMHANDREEIDEAYAGEIV  370

Query  315  -
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDP  373
              +     +  D L D T          P P++   I PKT + +ERL  AL +L+
+ DP
Sbjct  371  
AAVGLKDTKTGDTLCDETNPIILESINFPDPVISLAIEPKTKSDQERLGYALNRLSEEDP  430

Query  374  
LLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIH  433
              R + D  T + I++ +G +QLEV+   +  ++K+E  V +P V Y E   K A     
Sbjct  431  
TFRVKSDQETGQTIIAGMGELQLEVLVDRMKREFKVEASVGQPQVAYKETITKEAEGEGK  490

Query  434  I--



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-  490
               +      +    L + PL  G G ++ES+V  G + + F   +  G+    + 
G+  
Sbjct  491  
YIRQTGGRGQYGHCLLRIEPLPRGQGREFESKVVGGAIPREFIPPIEKGVIEKEDTGILA  550

Query  491  
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEY  550
            G+ VTD K+    G ++   S+   F+    + L +A K++   L+EP +   +  
P+E+
Sbjct  551  
GYPVTDIKVTVFDGSFHDVDSSEIAFKIAGSLGLSEACKKADMILIEPIMKVEVTTPEEF  610

Query  551  
LSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            L     D     A I +++ + +  V    +P   +  Y T +   + GR+    E   
Y
Sbjct  611  
LGDIIGDLSSKRAQILSSEARGNAKVVIALVPLAEMHGYATSIRSMSQGRATYYMEADHY  670

Query  611  Q  611
            +
Sbjct  671  E  671

>WP_008791700.1 GTP-binding protein [Coprobacillus sp. 8_2_54BFAA]
 EHQ46939.1 small GTP-binding protein domain protein [Coprobacillus 
sp. 8_2_54BFAA]
Length=853

 Score = 280 bits (716),  Expect = 5e-80, Method: Compositional 
matrix adjust.
 Identities = 197/634 (31%), Positives = 312/634 (49%), Gaps = 
35/634 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY +G   + G V+   T  D  F ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESILYLTGTTRKLGRVDHRDTFLDYDFQERNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                WH  ++ ++DTPGH+DF  E+ R+L VLD AILVIS  DGVQ  +  +++ 
LR   
Sbjct  61   
AIINWHDSQITLIDTPGHIDFSTEMERTLQVLDYAILVISGIDGVQGHSETIWNLLRYYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+D +  +   ++Q+++++L      +     S       N + E ++
+V  
Sbjct  121  IPTFIFINKMDVSRYEQSELMQNLKERLD-----EHCFDFS-------



NLNDEFYESVAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            N++ LL  Y+    +++E L+ E  R      LFP ++GSA K   I    +  T   
+ 
Sbjct  169  NSEDLLNYYLEYNTLNKEMLINEIAR----
CQLFPCFFGSALKMERIDNFFNEFTNYIK-  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S +    VFK+ + + G + ++L++  G+L+++    L   E  K+ ++RI 
S  
Sbjct  224  -NKDYSESFGARVFKISHDEQGNKLIHLKITGGSLKVK--TQLLNDE--
KVDQIRIYSGN  278

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   TD    G+I  +    S+     LG  D T  P         P +   I       
Sbjct  279  KYHLTDEVMAGDICAIKGLKSIVAGQGLGIEDNTTQPLLS------
PYMDYQIKLPPDCD  332

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            + ++L  L  LA  DP L    +  T EI +  +G +Q+EV+  ++ E++K+E       
Sbjct  333  
QHQVLKKLNLLAQEDPQLHINYNVRTKEIHVQLMGEIQIEVLKNIIQERFKVEVDFDYGR  392

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            +IY E   +A     H E  P   +A + L + P   GSG+++++      L  +
+Q  +
Sbjct  393  IIYKETIEEAVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLKFDTNCQEYLLANNYQRLI  450

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++     G L G  +TD KI    G  +   +   DFR      + Q LK + 
+ LL
Sbjct  451  
LSHLQEKEHLGVLTGSPITDMKITLVAGKAHLKHTEGGDFREATYRAIRQGLKTAKSVLL  510

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F L  P EYLSRA +D        +  + + D  V TG  P   +Q Y+++
+  Y
Sbjct  511  
EPYFDFSLELPIEYLSRAIYDIEAMAGNFKLPENQTDIAVITGSAPVSKMQNYQSEVVRY  570

Query  597  TNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            T G+   + +L  Y+    Q  VI+    +S  D
Sbjct  571  TKGKGRLICQLSDYRPCQNQAEVIKSFNYDSEAD  604



>WP_093988072.1 GTP-binding protein [Massilimaliae timonensis]
Length=648

 Score = 275 bits (704),  Expect = 6e-80, Method: Compositional 
matrix adjust.
 Identities = 185/611 (30%), Positives = 306/611 (50%), Gaps = 
19/611 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             +GILAHVDAGKTT+ E +LY +G+I + G V+   T  DT  +E+QRGITI +    
F 
Sbjct  4    
TVGILAHVDAGKTTVAEQILYHTGSIRKRGRVDHQDTFLDTHQIEKQRGITIFSGQAVFT  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                   ++DTPGH+DF AE+ R++ V+D A+LVIS  +G+Q  T  ++  L+   
+P  
Sbjct  64   
LGGKTYCMLDTPGHVDFSAEMERAVGVMDCAVLVISCVEGIQGHTETVWRLLKHHRVPVF  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            +F+NK D+AG D + V++ V  + S D +        P ++ +E       + V E 
+D+
Sbjct  124  LFLNKTDRAGADPKRVMEEVHSRFSGDALW--CGDSKPGLLSQELA-----
ERVAERDDE  176

Query  185  LLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            LLE Y+  E   + KL  ++  + VQ   +FP + GSA +  GI  L+  +     
P  +
Sbjct  177  LLEVYL--
EEGYQPKLWDDKMVQMVQQRRIFPCFCGSALQDEGIDALLLGLEKWTAPQSD  234

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK--
LKITEMRIPSKGE  301
              + ALC  V++V Y +   RR YL++ SGTLR+++ +A++  E    KI E+ +    
+
Sbjct  235  D-
TGALCADVYRVRYDEKRVRRTYLKIQSGTLRVKEEIAVSAVEGEVQKINELYLCHGEK  293

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            +        G + ++    V     +G  +   +  +   PL   +     +     
E +
Sbjct  294  LQPVSEVKAGMLCMVTGLEVPCGSRIG--
SDFSKAGYELRPLLSAQVLFDSQKWHPHE-V  350

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+ L  L   DP+L+   D    +I L  +G +QLE++  ++ +++ LE    +  
++Y+



Sbjct  351  
LNQLKLLEAEDPMLQVAWDETLQQISLRVMGEIQLEILKGVILDRFGLEVTFGDCRILYL  410

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   +A + L ++P   G+GV ++S  SL  L+ +FQN 
+R  +
Sbjct  411  ETLKEPVIGRGHFE--
PLRHYAEVHLRLSPAPRGTGVTFDSECSLDVLDNNFQNLIRTHV  468

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               + +G L G  V D KI    G  ++  +   DFR      + Q L +  + 
+LEPY 
Sbjct  469  
LERVHKGVLTGAPVADLKITLLTGRAHNKHTEGGDFRQATYRAVRQGLMKGRSVVLEPYY  528

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +  P EYL R   D  +   T E  Q   D  + TG  PA   + Y+ +L  
+T GR
Sbjct  529  
RFRIDVPNEYLGRVLSDIQRLYGTFEPPQTDGDHSLLTGRAPAATFRNYQRELVSFTAGR  588

Query  601  SVCLTELKGYQ  611
                    GY+
Sbjct  589  GSLSLAFDGYE  599

>WP_090411765.1 GTP-binding protein [Eubacterium callanderi]
 SFO56653.1 small GTP-binding protein domain-containing protein 
[Eubacterium 
callanderi]
Length=653

 Score = 275 bits (704),  Expect = 7e-80, Method: Compositional 
matrix adjust.
 Identities = 184/619 (30%), Positives = 308/619 (50%), Gaps = 
23/619 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK++ +GILAHVDAGKTT +E LLY + AI + G V+      D   +ER+RGITI 
+  
Sbjct  1    MKLV-
LGILAHVDAGKTTFSEQLLYHTCAIRKLGRVDHQDAFMDHHPIERERGITIFSDQ  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+       +VDTPGH+DF +E  R++ V+D A++V+S  +GVQ+ T  L+  
LR+  
Sbjct  60   
AVFEVGGDTCYLVDTPGHVDFSSETERAIQVMDVAVIVVSGVEGVQSHTETLWKLLRRYE  119



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            +PT+IFINK D+ G D+  V++ ++ K S D ++            EE   D    
+AV 
Sbjct  120  VPTLIFINKTDREGADIPGVIKELKTKCSLDCLMFTG-------
HYEEGLMDTTLAEAVA  172

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E N+ LLE Y+  E    E       +  + A +FPV+ GSA    GI   + A+T 
L  
Sbjct  173  ERNEALLEAYL-
DEGYKPEVWQSALGQMFKKAEVFPVFAGSALNDTGIDAFIKAMTMLLH  231

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----GRE-
KLKITEM  294
                       G V+K+ +   G R  ++++ +G L+++D V       GR  + K
+ E+
Sbjct  232  
DKESPAEEPFSGHVYKIRHDSAGSRLSFVKVTAGKLKVKDEVVTGKDSEGRPIRQKVNEI  291

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            RI S G       A PG++  +   D+ R  D +G+  +L    +    +P+L  +
+   
Sbjct  292  RIYSGGRYTTVPEAVPGDLCAVTGMDATRPGDGIGE--KLYHAGYA--
TVPLLTASVIYD  347

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L+A  +L D DP+L    +    E+ L  +G +QLEV+  ++ E++ 
LE   
Sbjct  348  
KGLNVRTVLEAFKELEDEDPMLEIVWNESLQEMQLHIMGAIQLEVLEEIVRERFGLEVRF  407

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  ++Y E      +   H E  P   +A + L + P + G+G+ ++S  S+  L
+ ++
Sbjct  408  GDCEILYKETIASPVTGYGHFE--
PLRHYAEVHLRLEPAAPGTGITFDSACSVDILDTNY  465

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN ++  +     +G L G  +TD +I    G  +   +   DFR      + Q L
+++ 
Sbjct  466  
QNLIKTHVFEREHRGVLTGSPITDMRIVLVNGRAHLKHTEGGDFRQAVYRAIRQGLEQAE  525

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEP   F +  P E + R   D  K     E  ++ +D+ V +G  P   +  
Y  +
Sbjct  526  



SVLLEPVYRFEIEVPSEAMGRVMSDIQKMAGRFEAPELSEDQAVISGFCPVSTMMNYSQE  585

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  +T GR +      GY+
Sbjct  586  ILSFTKGRGMLRATFSGYE  604

>WP_042148661.1 GTP-binding protein [Paucisalibacillus sp. EB02]
Length=650

 Score = 275 bits (703),  Expect = 7e-80, Method: Compositional 
matrix adjust.
 Identities = 174/609 (29%), Positives = 294/609 (48%), Gaps = 
17/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ +  I + G V+  +   D   +E+QRGIT+ A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKTIRKRGRVDHQSAFLDNHEIEKQRGITVFADQAIFHY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  L+K +
+PT  
Sbjct  65   
KDSTYYLIDTPGHVDFSPEMERAIQVMDFAIIIISAVEGIEGHTETVWKLLKKHHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G +++ V++ +R+ L+ D++   + ++          D E  D V E 
++KL
Sbjct  125  FINKTDRTGGNVEKVLKEIRNNLTGDVLNINSCAIKNSF------
DEEIIDFVAERDEKL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             + Y+A +  +    V   Q  +++ +LFP   GSA + +GI+  +D    L        
Sbjct  179  FDYYMA-QGFNHNLWVETMQTMIRECNLFPCISGSALQDIGIEDFIDKFDYL-
TTTNYNE  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
                 G V+K+ Y + G R  +++  SGTL +RD VA    +     KIT++R  +    
Sbjct  237  
KEGFSGRVYKIRYDETGTRMTFIKALSGTLNIRDEVAYGDADNKVTEKITQIRTYNGNHF  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                  Y GE+  +   +       GD      ++   + +P LR+ +        
+  L
Sbjct  297  ETVQQVYAGELFAVTGLA---
KAATGDGVGTLFEKRSFEMIPTLRSRVVFGPLVNVKEAL  353



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
               T L   DP L+   +    +I +  +G +QLEV+  ++  ++ L+    +P 
+IY E
Sbjct  354  
KYFTILDSEDPSLKVTWEEQLQQIHIHVMGAIQLEVLKQVVLGRFGLQIEFDKPEIIYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                + +   H E  P   +A + L + P    SG+Q++S     +L+   QN V+  
I 
Sbjct  414  TVETSVTGYGHFE--
PLKHYAEVHLKIEPAPRNSGIQFKSICHTDHLSIGLQNLVKQHIY  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G  +TD  I    G  ++  +   DFR      + Q L+++  
+LLEPY  
Sbjct  472  
EREHHGLLTGSGLTDVTITLLTGRDHNRHTHGGDFREATFRAIRQGLEKANNRLLEPYYQ  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    + + R   D        ET  +  D V+ TG++P      Y T LA +T 
G+ 
Sbjct  532  
FKIKVDMDQMGRVLTDIQTAHGKFETPIIDGDRVIITGKVPVSTFMEYTTTLASFTKGKG  591

Query  602  VCLTELKGY  610
                +  GY
Sbjct  592  SISLDFAGY  600

>ERI89773.1 putative translation elongation factor G [Clostridiales 
bacterium 
oral taxon 876 str. F0540]
Length=665

 Score = 275 bits (704),  Expect = 7e-80, Method: Compositional 
matrix adjust.
 Identities = 189/632 (30%), Positives = 314/632 (50%), Gaps = 
27/632 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E+LLY + +I + G ++      D+  +E+QRGITI A      
+
Sbjct  22   
IGLLAHVDAGKTTFAEALLYHTNSIRQRGRIDYKNAFLDSHDIEKQRGITIFADQAVMSY  81

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF +E+ R+L V+D A++++SA +GV+A T  +++ LRK  



IP+  
Sbjct  82   
KDANYYLIDTPGHVDFSSEMERALQVMDYAVIIVSAIEGVEAHTETVWNLLRKYKIPSFF  141

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE--
ENTDIEAWDAVIENND  183
            FINKID+ G D  +V+++++  L+ +I       ++ E+V +   N  IE    + 
E ++
Sbjct  142  FINKIDRIGADANAVIKNIKLNLTDNI-----CDITEELVNDSISNGLIE---
FIAERDE  193

Query  184  KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIG  242
             LLEKY+ G  I  +  +   +  +++  +FP   GSA + +GI+  ++ +  L F    
Sbjct  194  VLLEKYMEG-
SIDTDLWISSMKVMIKECRIFPCLSGSALQDIGIENFLEKLNKLTFADY-  251

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
                    G V+K+ +   G R  +++  SG+L++RD ++       KIT++RI +  
+ 
Sbjct  252  -
DLDKPFAGRVYKIRHDISGARVTFIKALSGSLKVRDEISYGDDVHEKITQIRIYNSSKF  310

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               + A  GE+  +   S       GD      ++   + +P L++ +    A   
+ +L
Sbjct  311  KAVEEARAGELFAVTGLSAA---
EAGDSIGALSEKTIFELVPALKSKVVFDKALNPKEVL  367

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L+   +    EI +S +G VQLEV+  ++ E++ L+     P 
+IY E
Sbjct  368  
RCFKILDSEDPALKVTWEEALQEIHISVMGVVQLEVLEQIVKERFNLDASFGTPEIIYKE  427

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                 A    H E  P   +A + L V P + G GV YES      L+   QN +    
R
Sbjct  428  TITSQAIGYGHFE--
PLKHYAEVHLKVEPNTRGKGVTYESSCHTDNLSVGVQNVIG---R  482

Query  483  YGLEQG----
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            Y LE+     L G  +TD KI    G  +   +   DFR  A   L Q L++    
LLEP
Sbjct  483  
YILEREHHGILTGSALTDVKIKLLTGADHIKHTEGGDFREAAYRALRQGLEKVNNILLEP  542

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598



            Y  F +    E++ R   D      + E  ++ +++ + TG++P      Y T+LA 
+T 
Sbjct  543  
YYDFKIKVDLEHMGRVLSDIQGAYGSFEPPKIMENKAIITGKVPVVNFMNYSTELASFTQ  602

Query  599  GRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            GR +      GY      + VI+ +  N   D
Sbjct  603  GRGIISVVFGGYHRCHNEEEVIKRKGYNKNAD  634

>WP_053491222.1 GTP-binding protein [Bacillus sp. FJAT-18019]
 KOP66237.1 elongation factor G [Bacillus sp. FJAT-18019]
Length=651

 Score = 275 bits (703),  Expect = 7e-80, Method: Compositional 
matrix adjust.
 Identities = 187/613 (31%), Positives = 306/613 (50%), Gaps = 
23/613 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTTL E LLY +  I E G V+      D   +E++RGIT+ A   
+  +
Sbjct  5    
IGIFAHVDAGKTTLAEQLLYITNTIQERGRVDHQNAYMDRHDIEKERGITVFADQATMLF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++A++D A++VISA +GV+  T  ++  LRK N
+PT +
Sbjct  65   
NGSTYYVMDTPGHVDFSPEMERAIAIMDAAVVVISAVEGVEGHTETVWQLLRKHNVPTFL  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENNDK  184
            FINKID+ G D   V+  +  +L+ D+ +     ++ E +L E     A  +AV E 
+++
Sbjct  125  FINKIDRVGADAVRVLSEIGSELTEDVCM-----
ITEEDMLHEGVWQTALIEAVAERDEQ  179

Query  185  LLEKYI--
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            L + Y+    EP    K +    +R Q   LFP + GSA + +G+   +  +  L 
+   
Sbjct  180  LFDVYMEQGYEPSRWLKAMTAMLKRGQ---
LFPCFSGSALQNVGVTHFLHQLNLLTETNY  236

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMRIPSK  299
            + G AA  G V+K+ + D G R  Y++   GTLR+RD +   AG E +  K+T +R
+ + 
Sbjct  237  DPG-
AAFAGRVYKIRHDDQGARLTYIKALGGTLRVRDELTYSAGGETITEKVTHIRMING  295



Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G ++  D    G++  +    +    D LG+ +     R   + +P L++ +   +
+   
Sbjct  296  GRLIAADQVQAGDLFAVTGLTAAAAGDGLGNLS----
DRTVYELVPTLKSKVQFDSSIHP  351

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L   DP L  + D     I +  +G +QLEV+  ++ E++  +    
EP +
Sbjct  352  
KDMLRGFRFLDAEDPSLSVQWDESAQAIHIHVMGLIQLEVLERIVFERFGYQITFGEPEI  411

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   +A     H E  P   +A + L + P    SG+ +E+      L  ++Q
+ V 
Sbjct  412  LYKETITEAVVGCGHFE--
PLKHYAEVHLQLAPGERNSGIVFENACHPDMLPVNYQHLVA  469

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +      GL  G  VTD KI    G  ++  +   DFR      L Q L+++  
+LLE
Sbjct  470  
QHVGERDHHGLLTGSPVTDLKITLLKGRAHNKHTHGGDFREATYRALRQGLEKTTNRLLE  529

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +    EY+ R   D  +  A+ E  +   D+V  TG  P   +  Y  
+LA +T
Sbjct  530  
PYYHFKIKVSAEYIGRLMSDLTQAKASFEPPETAGDQVTVTGSAPVSTMMNYSMELASFT  589

Query  598  NGRSVCLTELKGY  610
             GR        GY
Sbjct  590  KGRGTISLVYGGY  602

>AIW80581.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=233

 Score = 261 bits (668),  Expect = 7e-80, Method: Compositional 
matrix adjust.
 Identities = 125/204 (61%), Positives = 157/204 (77%), Gaps = 0/204 
(0%)

Query  56   
IQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            IQ  +TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHA



Sbjct  1    
IQTGITSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHA  60

Query  116  
LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
            LRKM IPT+ FINKIDQ G+DL +V Q +++KLSA+I+IKQ V L P + +   T+ 
E W
Sbjct  61   
LRKMGIPTIFFINKIDQNGIDLSTVYQDIKEKLSAEIVIKQKVELYPNMCVTNFTESEQW  120

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            D VIE ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L+
+ +T
Sbjct  121  
DTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVIT  180

Query  236  GLFQPIGEQGSAALCGSVFKVEYT  259
              F     +G + LCG+VFK+EYT
Sbjct  181  NKFYSSTHRGPSELCGNVFKIEYT  204

>AUD72267.1 ribosomal protection tetracycline resistance protein 
[Bifidobacterium 
breve]
Length=200

 Score = 260 bits (665),  Expect = 8e-80, Method: Compositional 
matrix adjust.
 Identities = 122/195 (63%), Positives = 157/195 (81%), Gaps = 0/195 
(0%)

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            M +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML
+TTIA K
Sbjct  1    
MCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIAVK  60

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
             + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY 
+E  +
Sbjct  61   
KSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEAEI  120

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYLNQSF
Sbjct  121  
KEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYLNQSF  180

Query  474  QNAVRDGIRYGLEQG  488



            QNAV +G      +G
Sbjct  181  QNAVMEGFFMAASRG  195

>OGF26485.1 translation elongation factor G [Candidatus 
Falkowbacteria bacterium 
RIFOXYA2_FULL_47_9]
Length=692

 Score = 276 bits (706),  Expect = 8e-80, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 324/672 (48%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIIAHIDAGKTTVTERILFYTGKKHKIGEVHEGEATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG +++     GV+ Q+  ++H   
K N+
Sbjct  69   
TCFWRDCRINIIDTPGHVDFTAEVERSLRVLDGGVVIFDGVAGVEPQSETVWHQAEKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    + S+ ++L+                    D++ ++    
+ 
Sbjct  129  
PRMCFINKMDRTGADFSKDIASIHERLTKRAFPAQLPIGAEDSFKGVIDLLTRKAYFYTN  188

Query  163  EI---VLEENT------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+   V EE+        +E +     +A++E N+ ++ KY+ GE I  E L +E 
++ V
Sbjct  189  
EMGTDVTEEDVPQDMKEQVEKYRGELVEAIVEGNEAMMTKYLGGEEIPVEDLKKELRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--------------------
PIGEQGSAA  248
               +L PV+ GSA K  G+Q L+DAV                         P+    
+  
Sbjct  249  
IANTLVPVFCGSALKNKGVQRLLDAVCDYLPSPLDVPPIEGSDPDDTEKKIPVHPDANEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y+G L     V   A   +E++ +I  M   S+ 
E+  
Sbjct  309  



FAGLAFKIATDPFVGKLCFVRVYAGVLTAGSYVLNTATGNKERIGRIVRMHANSREEVTE  368

Query  305  TDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                  GEI  VI   ++V  N  L D  R         P P+++  + PKT A 
+E++ 
Sbjct  369  VKA---GEIAAVIGLKNTVTGN-
TLCDEKRPLILENITFPEPVIQVAVEPKTKADQEKMG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL++LA+ DP  R   D  T + +++ +G + L+++   +  ++K+E  V +P V 
Y E
Sbjct  425  
MALSKLAEEDPTFRVSSDEETGQTLIAGMGELHLDIIVDRMKREFKVEANVGQPQVAYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R    A      +      +    L V P   G+G ++ + +  G + Q +  A
+  G
Sbjct  485  
TIRGEAEAEGKYIKQSGGRGQYGHCWLRVWPRETGAGFEFNNEIKGGVIPQEYVPAIGKG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L++G+  G+ + D  +    G Y+   S+ A F+    +  + A K +   
LLEP 
Sbjct  545  
VKEALDKGIMAGYPMVDIGVAVYDGSYHEVDSSEAAFKIAGSMAFQSACKNARPVLLEPV  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +S  +  P++++     D       +   + +    V   ++P   +  Y T L   
T G
Sbjct  605  
MSVEVVTPEQFMGDVVGDINAKRGQVGEMRDRGQTKVIEAKVPLSEMFGYATQLRSMTQG  664

Query  600  RSVCLTELKGYQ  611
            R+    EL+GY+
Sbjct  665  RASYSMELRGYE  676

>WP_026486974.1 elongation factor G [Caldanaerobius 
polysaccharolyticus]
Length=689

 Score = 276 bits (705),  Expect = 8e-80, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 318/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 



+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWRGHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIV--  165
            P + F+NK+D  G +  SVV  ++ KL+A  ++ Q               V +   
I   
Sbjct  129  
PRIAFVNKMDIMGANFYSVVDQIKKKLNATPVVMQLPIGKEDTFKGIVDLVKMEALIYED  188

Query  166  -----------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                             L E   ++  +A  E +++L+ KY+ GE ++RE+++   
++  
Sbjct  189  
DLGTVIEEQPIPDDMKELAEEYRVKLVEAAAEQDEELMMKYLEGEELTREEIIAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGS--AAL  249
             +  + PV  GSA +  G+QPL+DAV                     + I  + S   
A 
Sbjct  249  
INVEIVPVLCGSAYRNKGVQPLLDAVVDFLPSPVDIPPVKGMSPDSDEEIERKASDDEAF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       + V++R+YSG LR    V       RE++ +I +M    + E
+   
Sbjct  309  
SALAFKVMADPFVGKLVFIRIYSGVLRSGTYVYNSTKGKRERIGRILQMHANHRTEMPEM  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T   G  V L   +    D L D          E P P++   I PKT   +E++  
AL
Sbjct  369  YTGDIGAAVGLKDTTT--
GDTLCDEAHPIVLESMEFPEPVIHVAIEPKTKDAQEKMAIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +L++ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E   
Sbjct  427  
QKLSEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLQREFKVECNVGKPQVAYKETIR  486

Query  423  



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P+K     I  +   +  +  + L +TP   G G ++ +++  G + + +  AV  
G++
Sbjct  487  KPVKVEGKFIR-
QSGGHGQYGHVWLELTPRERGQGYEFVNKIVGGVIPKEYIPAVDAGVQ  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D  +    G Y+   S+   F+  A +  +  +K++   
LLEP + 
Sbjct  546  
EAMQSGILGGYEVVDVGVTLYDGSYHEVDSSDMAFKIAASMAFKDGMKKADPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + +    V    +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEEYMGDIMGDINSRRGRIEGMEPRGGAQVIRAYVPLAEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  666  TYTMQFDHYE  675

>WP_072892239.1 GTP-binding protein [Clostridium fallax]
 SHE32876.1 small GTP-binding protein domain-containing protein 
[Clostridium 
fallax]
Length=653

 Score = 275 bits (703),  Expect = 8e-80, Method: Compositional 
matrix adjust.
 Identities = 181/629 (29%), Positives = 302/629 (48%), Gaps = 
32/629 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E LLY + +I   G V+   +  D   +ER+RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQLLYHTNSIRSRGRVDHKNSFLDCHSIERERGITIFSDQGIFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ +LD A++++SA DGVQA T  +F  L+K 
NIPT+ 
Sbjct  65   
NNSTYYLIDTPGHIDFSQEMERTINILDYAVIIVSAVDGVQAHTEKVFTLLKKYNIPTLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD-----
IEAWDAVIE  180
            FINK D+   D+  V   +  KL+           +   VL++N D      +  + 
+ +



Sbjct  125  FINKTDRENADINKVFDEISLKLTK----------
NNSFVLDDNFDENKISEDLIEFIAD  174

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL---
MDAVTGL  237
             ++KLLE+Y+ G   ++E  ++  +  +++  +FPV+ GSA    GI      +D 
+T  
Sbjct  175  KDEKLLERYLEGN-
YNKELWIQSIKNMIKNRVIFPVFKGSALYDDGIDEFLYKLDIIT-Y  232

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEM  294
               I E+      G ++KV Y D G+R  Y++   G L+++D ++   +      
KI E+
Sbjct  233  TNYIKEEN---
FSGRIYKVRYDDKGKRITYIKALKGKLKVKDDLSYGDKSNDFCEKINEI  289

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            RI +  +    D    GE+      S  L    GD     + R   +  P L++ +    
Sbjct  290  RIYNGEKFKTVDEVSAGEVFAAVGISKGL---
AGDGVGTLKDRVNFNTTPTLKSKVIFGK  346

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                + +L     L + DP L    D    EI ++ +G +QLEV+  +L +++K+     
Sbjct  347  
EVNYKDVLKYFKILEEEDPTLNVVWDEYHKEININIMGTIQLEVLKKILEDRFKVIIEFG  406

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               ++Y E   ++     H E  P   +  + L + P    SG+ +ES+  +  L+   
Q
Sbjct  407  PCEILYKETINESVLGYGHFE--
PLGHYGEVSLKIEPGDRNSGISFESKCHVDNLDIGSQ  464

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N V+  I     +G+  G  +TD KI    G Y+   ++  DFR      L Q L+
+   
Sbjct  465  
NLVKTHIFEKDHKGILTGSPITDLKITLLDGRYHKKHTSGGDFREATYRALRQGLEKVKN  524

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEPY +F +    +Y+ R   D  K   T    Q+ ++  +  G  P      Y  
+L
Sbjct  525  
KLLEPYYNFKIEVQSDYIGRVLSDIQKLNGTFNPPQINENNCIVIGRGPVATFMNYSVEL  584

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              +T G+ +      GY+    +  I  R
Sbjct  585  ISFTKGKGIITLNFDGYEYCHNESEIIER  613



>SCH35930.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Ruminococcus sp.]
 SCH38053.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=648

 Score = 275 bits (703),  Expect = 8e-80, Method: Compositional 
matrix adjust.
 Identities = 185/611 (30%), Positives = 306/611 (50%), Gaps = 
19/611 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             +GILAHVDAGKTT+ E +LY +G+I + G V+   T  DT  +E+QRGITI +    
F 
Sbjct  4    
TVGILAHVDAGKTTVAEQILYHTGSIRKRGRVDHQDTFLDTHQIEKQRGITIFSGQAVFM  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                   ++DTPGH+DF AE+ R++ V+D A+LVIS  +G+Q  T  ++  L+   
+P  
Sbjct  64   
LGGKTYCMLDTPGHVDFSAEMERAVGVMDCAVLVISCVEGIQGHTETVWRLLKHHRVPVF  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            +F+NK D+AG D + V++ V  + S D +        P ++ +E       + V E 
+D+
Sbjct  124  LFLNKTDRAGADPRRVMEEVHSRFSGDAL--WCGDSKPGLLSQELA-----
ERVAERDDE  176

Query  185  LLEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            LLE Y+  E   + KL  ++  + VQ   +FP + GSA +  GI  L+  +     
P  +
Sbjct  177  LLEVYL--
EEGYQPKLWDDKMVQMVQQRRIFPCFCGSALQDEGIDALLLGLEKWTAPQSD  234

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK--
LKITEMRIPSKGE  301
              + ALC  V++V Y +   RR YL++ SGTLR+++ +A++  E    KI E+ +    
+
Sbjct  235  D-
TGALCADVYRVRYDEKRVRRTYLKIQSGTLRVKEEIAVSAVEGEVQKINELYLCHGEK  293

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            +        G + ++    V     +G  +   +  +   PL   +     +     
E +
Sbjct  294  LQPVSEVKAGMLCMVTGLEVPCGSRIG--



SDFSKAGYELRPLLSAQVLFDSQKWHPHE-V  350

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+ L  L   DP+L+   D    +I L  +G +QLE++  ++ +++ LE    +  
++Y+
Sbjct  351  
LNQLKLLEAEDPMLQVAWDETLQQISLRVMGEIQLEILKGVILDRFGLEVTFGDCRILYL  410

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   +A + L ++P   G+GV ++S  SL  L+ +FQN 
+R  +
Sbjct  411  ETLKEPVIGRGHFE--
PLRHYAEVHLRLSPAPRGTGVTFDSECSLDVLDNNFQNLIRTHV  468

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               + +G L G  V D KI    G  ++  +   DFR      + Q L +  + 
+LEPY 
Sbjct  469  
LERVHKGVLTGAPVADLKITLLTGRAHNKHTEGGDFRQATYRAVRQGLMKGRSVVLEPYY  528

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +  P EYL R   D  +   T E  Q   D  + TG  PA   + Y+ +L  
+T GR
Sbjct  529  
RFRIDVPSEYLGRVLSDIQRLYGTFEPPQTDGDHSLLTGRAPAATFRNYQRELVSFTAGR  588

Query  601  SVCLTELKGYQ  611
                    GY+
Sbjct  589  GSLSLAFDGYE  599

>WP_057888472.1 GTP-binding protein [Lactobacillus mindensis]
 KRL43266.1 translation elongation factor (GTPase) [Lactobacillus 
mindensis 
DSM 14500]
Length=650

 Score = 275 bits (703),  Expect = 8e-80, Method: Compositional 
matrix adjust.
 Identities = 204/629 (32%), Positives = 311/629 (49%), Gaps = 
55/629 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+ G    D   LE++RGITI 
+  
Sbjct  1    
MKHIVTGIVAHVDAGKTTLSEALLYRAGALRKLGRVDNGDAFLDPDALEKKRGITIFSHQ  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S +++  ++ ++DTPGH+DF ++  + L+VLD AILVISA DGVQ  TR L+  L
+   
Sbjct  61   
ASLKYNDLELTLLDTPGHVDFASQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLQHYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV---
LEENTDI--EAW  175
            IPT IF+NK+D  GVD             AD++ +    LSP  +    E + DI  
E++
Sbjct  121  IPTFIFVNKMDANGVD------------
KADVLAQLQKLLSPGCIAFNAETSADIPEESF  168

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + +   +D +LE ++    +S E +    Q+ +Q   +FP Y+GSA K  G+   M    
Sbjct  169  EEIAMQDDTVLEDFLISGTVSDETI----
QKMIQQRQVFPCYFGSALKIAGVDNFM---A  221

Query  236  GLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
            GL +   E+   A  G+ VFKV + D G+R  ++R+  GTL+ +  +     +  K  
++
Sbjct  222  GLERFTVEKILQADFGAKVFKVSHDDKGERLTWVRVTGGTLKNKAVLV----
DDQKANQL  277

Query  295  RIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            R+    +   T T   G +  +       P   +      G PT            
P+L 
Sbjct  278  RVYDGAKYEVTQTVQSGGVCAITGLVDTYPGQGLGQEKNSGQPT----------
IQPILN  327

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PK        LDAL QL D DP L     S   EI +  +G VQLE++  L+ 
+++
Sbjct  328  YALDPKQ-
NDIHVCLDALRQLEDEDPQLHVSWSSHLQEIRIQIMGEVQLEILQQLMLQRF  386

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    + S++Y E   +A     H E  P   ++ + L + P   GSG+ YES  
SL 
Sbjct  387  NLDIAFGQGSILYKETIQQAIEGVGHFE--
PLRHYSEVHLLLEPTEQGSGITYESNCSLD  444

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ V   +      G L G  +TD KI    G   +  S   DFR      
+ Q
Sbjct  445  
VLPRNWQHQVETNVGSKEHLGVLIGAPITDLKITLVGGKASNVHSVGGDFREATWRAVRQ  504



Query  527  ALKE----SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEI  581
             L E    +  QLLEP+  F L   Q+ + RA +D  +   T ET +V    + + 
TG  
Sbjct  505  
GLMELKVRNACQLLEPWYKFRLEVSQDQVGRAMNDIQQMHGTFETPEVTASGMNILTGTA  564

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P   +Q Y   +  YT+G+      + GY
Sbjct  565  PVSEMQGYAQSVNAYTHGQGQLECIVDGY  593

>WP_004609887.1 GTP-binding protein [[Clostridium] spiroforme]
 EDS75044.1 putative translation elongation factor G 
[ [[Clostridium] spiroforme 
DSM 1552]
Length=851

 Score = 280 bits (715),  Expect = 8e-80, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 310/627 (49%), Gaps = 
43/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY S  I   G V+ G    D    ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESMLYLSKTIRHLGRVDHGDAFLDYNSQERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+ C++ ++DTPGH+DF  E+ R+L VLD AILVIS  DG+Q  +  ++  L
+  +
Sbjct  61   
AMFNWNDCQITLIDTPGHVDFSTEMERTLQVLDYAILVISGIDGIQNHSETIWKLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IFINK+D         + + +DKL  D+               EN D   ++ 
+  
Sbjct  121  VPTFIFINKMDS--------IYANKDKLLNDL----
KGQFDENCFDFENLDENFYETIAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NN+KLL+ Y+  + +++E ++ E  +R    +LFP ++GSA K  GI   ++  T   
+ 
Sbjct  169  NNEKLLDYYLEHQTLTKEMIIDEIYQR----
NLFPCFFGSALKIEGIDTFLNEFTNYVKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++        VFK+ +   G +  +L++  G+L++++ V   G E  K+ ++RI 



S  
Sbjct  225  --KKFPKQFQARVFKITHDKQGNKLTHLKITGGSLKVKEQV---GNE--
KVDQIRIYSGD  277

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGD------
PTRLPRKRWREDPLPMLRTTIAPK  353
            +    +  Y G+I  +    +  ++  LG+      P   P   +R          
I P+
Sbjct  278  KYQLVNEVYAGDICAIKGFKNFEISQGLGNESTINTPILSPYMDYR---------
IILPE  328

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q E L   L  L+  DP L    ++ + EI +  +G +Q+E++  ++SE++ L
+   
Sbjct  329  NCNQHEALE-
KLLLLSKEDPQLHINYNNQSKEIHVELMGEIQVEILKNIISERFNLDVEF  387

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               ++IY E  L+      H E  P   +A + L + P   GSG+++        L  
S+
Sbjct  388  DHGNIIYKETILEPVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLEFAVDCKENVLATSY  445

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   ++     G L G  +TD KI    G  +   +   DFR      L Q 
LK + 
Sbjct  446  
QRLVLSHLKEKEHIGVLTGSLITDMKITLISGRAHLKHTEGGDFREATYRALRQGLKATK  505

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P EYLSRA +D      T + ++ + +    TG+ P   +Q 
Y+++
Sbjct  506  
SILLEPYFKFTLEIPVEYLSRAIYDIETMNGTFKLSKEQDEMAYLTGKAPVSKMQNYQSE  565

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  YT G+     ++ GY     Q  I
Sbjct  566  VISYTKGKGRITLQIDGYYPCTNQEEI  592

>WP_081832666.1 GTP-binding protein [Oribacterium sp. P6A1]
Length=893

 Score = 280 bits (717),  Expect = 9e-80, Method: Compositional 
matrix adjust.
 Identities = 185/611 (30%), Positives = 310/611 (51%), Gaps = 
34/611 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65



            IGILAHVDAGKTTL+ES+L+ +G I   G V+ G    DT  +E++RGITI + + 
+F  
Sbjct  7    
IGILAHVDAGKTTLSESILFDAGKIRSLGRVDNGNAYLDTNHMEKERGITIFSKMATFDL  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +V+++DTPGH+DF AE+ ++L+VLD AILV++  DGVQ  T  L+  L +  
+P  I
Sbjct  67   
KDIEVSLLDTPGHVDFSAEMEKTLSVLDYAILVVNGADGVQGHTETLWKLLERYGVPVFI  126

Query  126  FINKIDQAGVDLQSVVQSVRDKL-
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            F+NK+DQ G D   +++++     +A +        S    L+EN        +   
+++
Sbjct  127  FVNKMDQPGTDKGVLLENLEKHFGNAAVDFSDAGVYSMSETLKEN--------
IAMCDER  178

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-
PIGE  243
            ++EKY+    +  + +    +  + D  LFPVY+GSA K  G++  ++ +    + 
P+  
Sbjct  179  IMEKYLDKGELDPKDI----
RNMIWDRKLFPVYFGSALKNFGVKEFLEGIHTFTEIPLYP  234

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                A    VFK+   D  +R  Y+++  G L++R  +        K++E+R+ S  
+ V
Sbjct  235  D---AFGAKVFKIAKDDSDRRLTYMKITGGELKVRTEIV----
PDEKVSEIRVYSGSKYV  287

Query  304  RTDTAYPGEI-VILPSDSVRLNDVLG-DPTRLPRKRWREDPL-
PMLRTTIAPKTAAQRER  360
              DTA  G +  +L   S++  DVLG +P      + +E  L P+L   +  K    
+E 
Sbjct  288  NVDTAEAGTVCAVLGVGSLKTGDVLGCEP------
KGKEMSLKPVLDYQVISKDVDSQE-  340

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L  ++D  P L    D+   EI +  +G VQ+E++  ++ E++ LE  + E  
++Y
Sbjct  341  
LYRKLGTISDEFPELHISWDNALKEIHVHLMGEVQIEILKRVVKERFDLELELGESRILY  400

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E   +      H E  P   +A + L + PL  GSG+Q+ +  S   L  ++Q  
V   
Sbjct  401  LETIAEPVLGVGHFE--
PLRHYAEVHLLMEPLPRGSGLQFRADCSTDDLALNWQRLVLTH  458



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G L G  +TD +     G  ++  +   DFR      + Q L+++   
LLEPY
Sbjct  459  
LREKEHVGVLTGSGITDIRFTLVAGRAHNKHTEGGDFREATYRAVRQGLRKAVNVLLEPY  518

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +F L  P++++ RA  D     A     ++K D  V  G    + ++ Y  D+  
Y+ G
Sbjct  519  
YAFTLEIPKDFVGRAMTDLSNMNAKFNPPEIKGDSSVIVGTAAVKAMRDYHKDVMVYSKG  578

Query  600  RSVCLTELKGY  610
            R        GY
Sbjct  579  RGHLFLRFSGY  589

>KKR72666.1 Elongation factor G [Candidatus Roizmanbacteria 
bacterium GW2011_GWB1_40_7]
 KKR91630.1 Elongation factor G [Candidatus Roizmanbacteria 
bacterium GW2011_GWA1_41_13]
 KKS21499.1 Elongation factor G [Candidatus Roizmanbacteria 
bacterium GW2011_GWC2_41_7]
 KKS24228.1 Elongation factor G [Microgenomates group bacterium 
GW2011_GWC1_41_8]
Length=697

 Score = 276 bits (706),  Expect = 9e-80, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 322/668 (48%), Gaps = 
59/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT+ D M  E++RGITI 
+A T
Sbjct  13   
KIRNIGIIAHIDAGKTTTTERILFYTGKSYKIGDIDEGTTQMDWMEQEKERGITIVSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++H   
K  +
Sbjct  73   
TTFWKDHRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWHQADKYKV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
            P + F+NK+D+ G D  + VQS+RD+L A+  I           K TV L          
Sbjct  133  
PRLCFVNKMDKVGADFLATVQSIRDRLGANPAIMVLPIGAESDFKGTVDLLSKKALIWGS  192



Query  161  ---------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     S  I       +E +     + + E +DKLLEKY+ G   + E+L +  
+ 
Sbjct  193  
YELGAKYEVSDTIPANMKDKVEEYRNKLVEQISETDDKLLEKYLEGIEPTLEELKKALRA  252

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------A  247
             V    L P+Y GS+ +  G+QPL+DA             VTG     G++         
Sbjct  253  
AVIAYKLVPIYAGSSLRNKGVQPLLDAVIDYLPAPTDIDHVTGQHPETGKKLERKLTPVE  312

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEMRIPSKGEIVRTD  306
            A     FK++      +  Y+R+YSG +     +   G REK ++  + +          
Sbjct  313  
AFSALAFKIQVDPHVGKLTYVRIYSGKITSSSYIYNVGKREKERVGRLLLMHANTREEIK  372

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY GEIV ++   +    D L D  +         P P++   I PKT + +E++  
AL
Sbjct  373  
EAYAGEIVAVVGLKNTGTGDTLADQDKPILLESITFPEPVISLAIEPKTKSDQEKMGIAL  432

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L++ DP  R + +  T++ I++ +G + LE++   +  ++K+   V  P V Y 
E   
Sbjct  433  
QRLSEEDPTFRIKTNHETNQTIIAGMGELHLEILVDRMFREFKVAANVGAPQVAYKETIT  492

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K A        +   +  +    + + P   G G ++ +++    +   F  A+  
G++ 
Sbjct  493  
KKADGEGKYIRQTGGHGQYGHCLIIIEPKGPGEGYEFVNKIKGATIPGEFIPAIEKGVKE  552

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G++ G+ + D  +    G Y+   S+   F+    + L+ A+K++G  +LEP 
+  
Sbjct  553  
AMEKGVYAGYPMVDMTVTVYDGSYHDVDSSEIAFKIAGSMALQDAVKKAGPTILEPIMKV  612

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P E+L     D     A I   + +    + T   P   +  Y T +   T 
GR+V
Sbjct  613  
EVTTPDEFLGAIIGDLSSKRAQILGTEKRGTTTIITAHCPLAELTGYVTTVRSLTQGRAV  672



Query  603  CLTELKGY  610
               E   Y
Sbjct  673  PYIEPSHY  680

>WP_105326397.1 elongation factor G [Acidaminococcus sp. Marseille-
P4266]
Length=695

 Score = 276 bits (705),  Expect = 9e-80, Method: Compositional 
matrix adjust.
 Identities = 196/676 (29%), Positives = 319/676 (47%), Gaps = 
75/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++    
+ N+
Sbjct  69   
TCHWKGHSINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEEYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P + ++NK+D  G D  +V+Q ++D+L A+ +  Q V +  E   E   D+         
Sbjct  129  PRIAYVNKMDTTGADFFNVIQMMKDRLGANAVAIQ-
VPIGAEDTFEGLIDLVKMQAIVYG  187

Query  173  -------------EAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                         EA+            +AV E++D L+EKY+ GE ++ E++    
++ 
Sbjct  188  
DKLGKEEEFEPIPEAYVETAQKYRQVLLEAVAESDDDLMEKYLEGEDLTEEEIKGAIRKM  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
                 L+PV  GS+ K  G+QPL+DA+              G     GE+       
S  
Sbjct  248  
TCQCKLYPVTCGSSYKNKGVQPLLDAIVDYMPSPLDVPAIKGTNPETGEEEERPSSDSEP  307

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
                 FK+       R  + R+YSGTL     V  A ++K +    RI   G I+R  
+ 
Sbjct  308  FAALAFKIATDPYVGRLAFFRVYSGTLTAGSYVYNANKDKRE----RI---
GRILRMHSN  360



Query  309  YPGEIV-ILPSD---SVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRE  359
            +  EI  +   D   +V L D     T    K          P P++   I PKT 
A +E
Sbjct  361  
HRTEIEEVFAGDIAAAVGLKDTSTGDTLCDEKAPIILESMVFPDPVISVAIEPKTKADQE  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R   D+ + + I+S +G + L+++   L  ++ ++  V  
P V 
Sbjct  421  
KMGVALGKLAEEDPTFRIRTDAESSQTIISGMGELHLDIIVDRLRREFNVDCTVGNPQVA  480

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   + +K+    +  +      +    L +TPL  G G ++E+++  G + + 
+   
Sbjct  481  YRETIRKSVKSEGKFVR-
QSGGKGQYGHCWLELTPLQPGEGFKFENKIVGGAIPKEYIAP  539

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++  +E G+  G+ + D  +    G Y+   S+   F+    +  +   +++   
L
Sbjct  540  
VEAGVKEAMENGVVAGYPMVDIGVTVYDGSYHEVDSSEMAFKIAGSMGFKSGAQKANPVL  599

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY+   +  P+EY+     D       IE  + +    V T  +P   +  Y 
TDL  
Sbjct  600  
LEPYMKVEVVIPEEYMGDVIGDLNSRRGRIEGMEARSGAQVITAFVPLSEMFGYATDLRS  659

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     E+  Y+
Sbjct  660  KTQGRGNYSMEVDHYE  675

>WP_087255436.1 GTP-binding protein [[Clostridium] spiroforme]
 OUQ01422.1 translation elongation factor G [[Clostridium] 
spiroforme]
 OUQ05646.1 translation elongation factor G [[Clostridium] 
spiroforme]
Length=851

 Score = 279 bits (714),  Expect = 1e-79, Method: Compositional 
matrix adjust.
 Identities = 191/627 (30%), Positives = 309/627 (49%), Gaps = 
43/627 (7%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY S  I   G V+ G    D    ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESMLYLSKTIRHLGRVDHGDAFLDYNSQERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+ C++ ++DTPGH+DF  E+ R+L VLD AILVIS  DG+Q  +  ++  L
+  +
Sbjct  61   
AIFNWNDCQITLIDTPGHVDFSTEMERTLQVLDYAILVISGIDGIQNHSETIWKLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IFINK+D    +   ++  ++D+   +                EN D   ++ 
+  
Sbjct  121  VPTFIFINKMDSIYANKDKLLNDLKDQFDVNCFDF------------
ENLDENFYETIAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NN+KLL+ Y+  + +++E ++ E  +R    +LFP ++GSA K  GI   ++  T   
+ 
Sbjct  169  NNEKLLDYYLEHQTLTKEMIIDEIYQR----
NLFPCFFGSALKIEGIDTFLNEFTNYVKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +Q        VFK+ +   G +  +L++  G+L++++ V   G E  K+ ++RI 
S  
Sbjct  225  --KQYPKQFQARVFKITHDKQGNKLTHLKITGGSLKVKEQV---GNE--
KVDQIRIYSGD  277

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGD------
PTRLPRKRWREDPLPMLRTTIAPK  353
            +    +  Y G+I  +    +  ++  LG+      P   P   +R          
I P+
Sbjct  278  KYQLVNEVYAGDICAIKGFKNFEISQGLGNESTVNTPILSPYMDYR---------
IILPE  328

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q E L   L  L+  DP L    ++ + EI +  +G +Q+E++  ++ E++ L
+   
Sbjct  329  NCNQHEALE-
KLLLLSKEDPQLHINYNNQSKEIHVELMGEIQVEILKNIICERFNLDVEF  387

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               ++IY E  L+      H E  P   +A + L + P   GSG+++        L  
S+
Sbjct  388  DHGNIIYKETILEPVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLEFAVDCKENVLATSY  445



Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   ++     G L G  +TD KI    G  +   +   DFR      L Q 
LK + 
Sbjct  446  
QRLVLSHLKEKEHIGVLTGSLITDMKITLISGRAHLKHTEGGDFREATYRALRQGLKATK  505

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P EYLSRA +D      T + ++ + +    TG+ P   +Q 
Y+++
Sbjct  506  
SILLEPYFKFSLEIPVEYLSRAIYDIETMNGTFKLSKEQDEMAYLTGKAPVSKMQNYQSE  565

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  YT G+     ++ GY     Q  I
Sbjct  566  VISYTKGKGRITLQIDGYYPCTNQEEI  592

>SKC92731.1 translation elongation factor 2 (EF-2/EF-G) 
[Maledivibacter halophilus]
Length=688

 Score = 275 bits (704),  Expect = 1e-79, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 315/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G   +G    D M  E++RGITI 
+A T
Sbjct  8    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGAATMDWMEQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLD ++ V  AK GV+ Q+  ++    
K  +
Sbjct  68   
TAQWLDHRVNIIDTPGHVDFTVEVERSLRVLDSSVAVFCAKGGVEPQSETVWRQADKYGV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D  + V  ++D+L A+ +              I   V +   
+  +
Sbjct  128  
PRMAFVNKMDITGADFYNAVDMMKDRLKANAVPIQLPIGAESEFIGIVDLVDMKARVYKD  187

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +   +IE  D                  AV EN+++L+ KY+ GE +++E++    
++  



Sbjct  188  
DLGQEIEVTDIPEELKEKAEEYRTALIEAVAENDEELMMKYLEGEELTQEEIKLGLRKGT  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAAL  249
             D ++ PV  GSA K  GIQ L+DAV              G     GE+       
+A  
Sbjct  248  
IDNTIVPVLCGSAYKNKGIQMLLDAVIAYMPSPLDIPPIKGTLVETGEEAVRKADDNAPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI R 
Sbjct  308  
SALAFKIMADPYVGKLAFFRVYSGTLDAGSYVFNSTKGKKERVGRILQMHANKREEISRV  367

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   +    D L D          E P P++R  I PKT A +E+
+  A
Sbjct  368  ---
YAGDIAAAVGLKNTATGDTLCDENNEILLESMEFPEPVIRVAIEPKTRAGQEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T ++I++ +G + LE++   L  ++K+E  + +P V Y 
E  
Sbjct  425  
LAKLAEEDPTFRTYTDEETSQVIIAGMGELHLEIIVDRLLREFKVEANIGKPQVAYRETI  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + VTP   G+G ++ + +  G + + +  AV  
G++
Sbjct  485  
TKATDIEAKFARQSGGRGQYGHVKIKVTPQEPGAGYEFINSIVGGAIPREYIPAVDAGVQ  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ V D K+    G Y+   S+   F+    +  + A+K+    
LLEPY+ 
Sbjct  545  
GAMENGVLSGYEVVDVKVELYDGSYHEVDSSEMAFKIAGSMAFKDAMKKGNAVLLEPYMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       +E  + +    V    +P   +  Y TDL   + 
GR 
Sbjct  605  
VEVVVPEEYLGDVMGDLNSRRGKLEGMEARAGAQVIRAHVPLAEMFGYATDLRSKSQGRG  664

Query  602  VCLTELKGYQ  611
                +   Y+



Sbjct  665  NYTMQFSHYE  674

>WP_041114214.1 GTP-binding protein [Bacillus badius]
 KIL77365.1 Ribosome protection-type tetracycline resistance protein 
[Bacillus 
badius]
Length=648

 Score = 275 bits (702),  Expect = 1e-79, Method: Compositional 
matrix adjust.
 Identities = 176/606 (29%), Positives = 299/606 (49%), Gaps = 
14/606 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT +E LLY + +I + G V+      D+  +E+QRGIT+ A      
+
Sbjct  5    
IGVFAHVDAGKTTFSEQLLYHTNSIKQRGRVDHKDAFLDSHEIEKQRGITVFADQAIMSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF AE+ RS+ VLD AI++ISA +G++  T  ++  LRK N
+P   
Sbjct  65   
GNSVYYLIDTPGHADFSAEMERSIQVLDYAIIIISAVEGLEGHTETVWQLLRKYNVPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D Q V++ +R +L+ ++      +L+ +      +D    + V E 
++ L
Sbjct  125  FINKTDRTGADAQRVLEEIRSELTGEVF-----NLTDDFHQGHMSD-
NFIEFVAERDEGL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+ GE    +  +R   ++V+D  +FP   GSA   +GI   ++ +  L +    
Q 
Sbjct  179  LERYLEGE-
YEEDLWLRTLLQQVKDRRIFPCASGSALHDIGIAAFLEKLERLTETDYRQ-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G V+KV++   G R  +++  SGTLR+RD +        K+T++R+ +  +    
Sbjct  237  
DAPFSGRVYKVKHDLNGTRITFIKALSGTLRVRDEIQYGEGMSEKVTQIRVYNGHKFQTA  296

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            + A  GE+  +   S       GD   +  ++   + +P L+  +   ++   +  
L  L
Sbjct  297  NEAAAGELFAVTGLS---
QAGAGDGLGVLNEKGAYEMVPTLKAKVNVDSSVHIKEALRCL  353



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L    +    EI +  +G +QLE++  ++ E+++ +    +P +IY 
E   
Sbjct  354  
NMLDVEDPSLNVTWEESLQEIHIHIMGAIQLEILKQVIKERFRFDISFGDPEIIYKETIA  413

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               S   H E  P   +A + L + P +  SG+ +E+   +  L    QN +R  +    
Sbjct  414  APVSGCGHFE--
PLGHYAEVHLKLEPAARNSGIAFENACHVNDLTIGHQNLIRHHLFERE  471

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             +GL  G  + D +I    G  ++  ++  DFR  A   L Q L+++   LLEPY  
F +
Sbjct  472  
HRGLLTGSGLADIQITLLTGRAHNQHTSGGDFREAAYRALRQGLEKAENLLLEPYYDFKI  531

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                E + +   D      T +  Q + ++ V TG+ P      Y  DLA +T G+ 
+  
Sbjct  532  
KVDMEQMGKVLADIQTAHGTFDPPQTEGNKAVLTGKAPVATFMNYSADLAAFTQGKGMIT  591

Query  605  TELKGY  610
                GY
Sbjct  592  LVFGGY  597

>AEA35215.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
 AEA35220.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
 AEA35221.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
 AEA35225.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
Length=170

 Score = 259 bits (661),  Expect = 1e-79, Method: Compositional 
matrix adjust.
 Identities = 123/170 (72%), Positives = 145/170 (85%), Gaps = 0/170 
(0%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65



            +GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM LERQRGITIQ 
AVTSFQW
Sbjct  1    
LGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAVTSFQW  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+ 
Sbjct  61   
EDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
            FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
Sbjct  121  FINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQW  170

>WP_078035884.1 GTP-binding protein [Oribacterium sp. C9]
 OON88355.1 translation elongation factor G [Oribacterium sp. C9]
Length=899

 Score = 280 bits (716),  Expect = 1e-79, Method: Compositional 
matrix adjust.
 Identities = 189/613 (31%), Positives = 308/613 (50%), Gaps = 
38/613 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+ES+L+ SG I   G V+ G    DT  +E++RGITI + + 
+F  
Sbjct  11   
IGILAHVDAGKTTLSESILFESGKIRSLGRVDNGNAYLDTNHMEKERGITIFSKMAAFDL  70

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                V+++DTPGH+DF AE+ ++L+VLD AILV++  DGVQ  T  L+  L + 
+IP  I
Sbjct  71   
KDIAVSLLDTPGHVDFSAEMEKTLSVLDYAILVVNGADGVQGHTETLWRLLERYSIPVFI  130

Query  126  FINKIDQAGVDLQSVVQSVRDKL---
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            F+NK+DQ G D + +++ +       + D       S+S    L+EN  I         
+
Sbjct  131  FVNKMDQPGTDKEELLRDLEKHFGNSAVDFSDAGVYSMSE--
TLKENIAI--------CD  180

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI  241
            ++++EKY+    +  + +    +  + D  LFPVY+GSA K  G++  +D +    
+ P+
Sbjct  181  ERIMEKYLEKGELDPKDV----
RNMIWDRKLFPVYFGSALKNFGVKEFLDGIYTFTEIPL  236



Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                  A    VFK+   D  +R  Y+++  G L++R  +        K++E+RI 
S   
Sbjct  237  YPD---AFGAKVFKIAKDDSDRRLTYMKITGGELKVRTEIV----
PDEKVSEIRIYSGSR  289

Query  302  IVRTDTAYPGEI-VILPSDSVRLNDVLG-DPTRLPRKRWREDPL-
PMLRTTIAPKTAAQR  358
             V  DTA  G +  +L   S++  D +G +P      + +E  L P+L   +  +     
Sbjct  290  YVNVDTAEAGTVCAVLGVGSLKTGDSVGCEP------
KGKEMSLKPVLDYQVVSRDVDSL  343

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E L   L  ++D  P L    D+   EI +  +G VQ+E++  ++ E++ +E  + 
E  +
Sbjct  344  E-
LYRKLMTISDEFPELHISWDNALKEIHVHLMGEVQIEILKRVVKERFDIELELGESRI  402

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y+E   +      H E  P   +A + L + PL  GSG+Q+ +  S   L  ++Q  
V 
Sbjct  403  LYLETIAEPVLGVGHFE--
PLRHYAEVLLLMEPLPRGSGLQFRADCSTDELAVNWQRLVL  460

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +R     G L G  +TD +     G  ++  +   DFR      + Q L+++   
LLE
Sbjct  461  
THLREKEHVGVLTGSGITDIRFTLIAGRAHNKHTEGGDFREATYRAVRQGLRKAVNVLLE  520

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY +F L  PQEY+ RA  D     A     ++K D  V  G    + ++ Y  ++  
Y+
Sbjct  521  
PYYAFTLEIPQEYVGRAMTDLSNMNAKFAPPEIKDDSSVIVGTAAVKAMRDYHKEVMVYS  580

Query  598  NGRSVCLTELKGY  610
             GR        GY
Sbjct  581  KGRGHLFLRFSGY  593

>WP_079496076.1 elongation factor G [Maledivibacter halophilus]
Length=709

 Score = 276 bits (705),  Expect = 1e-79, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 315/670 (47%), Gaps = 
63/670 (9%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G   +G    D M  E++RGITI 
+A T
Sbjct  29   
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGAATMDWMEQEQERGITITSAAT  88

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLD ++ V  AK GV+ Q+  ++    
K  +
Sbjct  89   
TAQWLDHRVNIIDTPGHVDFTVEVERSLRVLDSSVAVFCAKGGVEPQSETVWRQADKYGV  148

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D  + V  ++D+L A+ +              I   V +   
+  +
Sbjct  149  
PRMAFVNKMDITGADFYNAVDMMKDRLKANAVPIQLPIGAESEFIGIVDLVDMKARVYKD  208

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +   +IE  D                  AV EN+++L+ KY+ GE +++E++    
++  
Sbjct  209  
DLGQEIEVTDIPEELKEKAEEYRTALIEAVAENDEELMMKYLEGEELTQEEIKLGLRKGT  268

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAAL  249
             D ++ PV  GSA K  GIQ L+DAV              G     GE+       
+A  
Sbjct  269  
IDNTIVPVLCGSAYKNKGIQMLLDAVIAYMPSPLDIPPIKGTLVETGEEAVRKADDNAPF  328

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI R 
Sbjct  329  
SALAFKIMADPYVGKLAFFRVYSGTLDAGSYVFNSTKGKKERVGRILQMHANKREEISRV  388

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   +    D L D          E P P++R  I PKT A +E+
+  A
Sbjct  389  ---
YAGDIAAAVGLKNTATGDTLCDENNEILLESMEFPEPVIRVAIEPKTRAGQEKMGIA  445

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T ++I++ +G + LE++   L  ++K+E  + +P V Y 
E  
Sbjct  446  



LAKLAEEDPTFRTYTDEETSQVIIAGMGELHLEIIVDRLLREFKVEANIGKPQVAYRETI  505

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + VTP   G+G ++ + +  G + + +  AV  
G++
Sbjct  506  
TKATDIEAKFARQSGGRGQYGHVKIKVTPQEPGAGYEFINSIVGGAIPREYIPAVDAGVQ  565

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ V D K+    G Y+   S+   F+    +  + A+K+    
LLEPY+ 
Sbjct  566  
GAMENGVLSGYEVVDVKVELYDGSYHEVDSSEMAFKIAGSMAFKDAMKKGNAVLLEPYMK  625

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       +E  + +    V    +P   +  Y TDL   + 
GR 
Sbjct  626  
VEVVVPEEYLGDVMGDLNSRRGKLEGMEARAGAQVIRAHVPLAEMFGYATDLRSKSQGRG  685

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  686  NYTMQFSHYE  695

>WP_087373948.1 GTP-binding protein [Erysipelatoclostridium sp. 
An173]
 OUP74817.1 translation elongation factor G [Erysipelatoclostridium 
sp. An173]
Length=856

 Score = 279 bits (713),  Expect = 1e-79, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 313/627 (50%), Gaps = 
42/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY SGAI + G V+ G    D    ER RGITI 
+  
Sbjct  1    
MKNIVLGILAHVDAGKTTLTESMLYLSGAIRKYGRVDHGDAFLDYNNQERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+++ CK+ ++DTPGH+DF  E+ R+L VLD AILVI+  DGVQA +  ++H L
+   
Sbjct  61   
AVFEYNDCKITLIDTPGHVDFSTEMERTLQVLDYAILVINGLDGVQAHSETIWHLLKHYQ  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +F+NK+D +  D   +++ ++   S     +Q           +N D + ++ 
V  
Sbjct  121  IPTFVFVNKMDISLKDKHELIEDLKKNFS-----EQCYDF-------
DNLDTDFFENVAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            NN+ LL+ Y+  + +    LV E  +R    ++FPVY+GSA K  GI+  +D  T     
Sbjct  169  NNENLLDYYLKHQTLEDNMLVDEIAKR----
NIFPVYFGSALKMSGIEHFLDQFTKYIAT  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++        V+K+ + D G R  +L++  G L+++   +L  +++ K+ ++RI 
S  
Sbjct  225  --KEYPEDFGARVYKISHDDQGNRLTHLKITGGLLKVK---SLINKDE-
KVDQIRIYSGN  278

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL-PMLRT-----
TIAPK  353
            +    D    G +  +    +++    LG         + +D + P+L +      
I P 
Sbjct  279  KFTTVDKIEAGNVCAIKGFKNIQAGQGLG---------
FEKDEISPVLSSYMDYRIILPD  329

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q  ++L  L  LA  DP L    DS + EI +  +G +Q+EV+  ++ E++ +
+   
Sbjct  330  NCDQH-
KMLANLQLLAQEDPQLHIVYDSSSQEIHIQLMGAIQIEVLKNIIKERFNIDVDF  388

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                ++Y E  L+      H E  P   ++ + L + P    SG+Q+        L  
++
Sbjct  389  DFGRILYKETILEPVEGVGHYE--
PLRHYSEVHLLLEPGPKDSGLQFALNCKEEQLPINY  446

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q+ V   ++     G L G  +TD KI    G  +   +   DFR      L Q 
LK + 
Sbjct  447  
QHLVLTHLQEKEHLGVLTGSPITDMKITLVAGKAHQKHTEGGDFREATYRALRQGLKMTK  506

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY +F L  P E LS+A +D        +      D+V+ +G+ P   +Q 
Y+ +
Sbjct  507  
SVLLEPYFAFSLEIPAESLSKAIYDIELMNGEFKIKDQTADKVILSGKAPVSKMQNYQNE  566



Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  YT G+   +  L  YQ    Q  I
Sbjct  567  VISYTKGKGRLIYRLDCYQPCQEQDKI  593

>WP_009301056.1 GTP-binding protein [Coprobacillus sp. 3_3_56FAA]
 EHM88248.1 small GTP-binding protein domain [Coprobacillus sp. 
3_3_56FAA]
Length=853

 Score = 279 bits (713),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 197/634 (31%), Positives = 311/634 (49%), Gaps = 
35/634 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY +G   + G V+   T  D  F ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESILYLTGTTRKLGRVDHRDTFLDYDFQERNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                WH  ++ ++DTPGH+DF  E+ R+L VLD AILVIS  DGVQ  +  +++ 
LR   
Sbjct  61   
AIINWHDSQITLIDTPGHIDFSTEMERTLQVLDYAILVISGIDGVQGHSETIWNLLRYYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+D +  +   ++Q+++++L      +     S       N + E ++
+V  
Sbjct  121  IPTFIFINKMDVSRYEQSELMQNLKERLD-----EHCFDFS-------
NLNDEFYESVAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            N++ LL  Y+    +++E L+ E  R      LFP ++GSA K   I    +  T   
+ 
Sbjct  169  NSEDLLNYYLEYNTLNKEMLINEIAR----
CQLFPCFFGSALKMERIDNFFNEFTNYIK-  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S +    VFK+ + + G +  +L++  G+L+++    L   E  K+ ++RI 
S  
Sbjct  224  -NKDYSESFGARVFKISHDEQGNKLTHLKITGGSLKVK--TQLLNDE--
KVDQIRIYSGN  278

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   TD    G+I  +    S+     LG  D T  P         P +   I       
Sbjct  279  KYHLTDEVMAGDICAIKGLKSIVAGQGLGIEDNTTQPLLS------



PYMDYQIKLPPDCD  332

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            + ++L  L  LA  DP L    +  T EI +  +G +Q+EV+  ++ E++K+E       
Sbjct  333  
QHQVLKKLNLLAQEDPQLHINYNVRTKEIHVQLMGEIQIEVLKNIIQERFKVEVDFDYGR  392

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            +IY E   +A     H E  P   +A + L + P   GSG+++++      L  +
+Q  +
Sbjct  393  IIYKETIEEAVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLKFDTNCQEYLLANNYQRLI  450

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++     G L G  +TD KI    G  +   +   DFR      + Q LK + 
+ LL
Sbjct  451  
LSHLQEKEHLGVLTGSPITDMKITLVAGKAHLKHTEGGDFREATYRAIRQGLKTAKSVLL  510

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F L  P EYLSRA +D        +  + + D  V TG  P   +Q Y+++
+  Y
Sbjct  511  
EPYFDFSLELPIEYLSRAIYDIEAMAGNFKLPENQTDIAVITGSAPVSKMQNYQSEVVRY  570

Query  597  TNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            T G+   + +L  Y+    Q  VI+    +S  D
Sbjct  571  TKGKGRLICQLSDYRPCQNQAEVIKSFNYDSEAD  604

>WP_009645153.1 elongation factor G [Selenomonas sp. CM52]
 EJU30392.1 translation elongation factor G [Selenomonas sp. CM52]
Length=692

 Score = 275 bits (704),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 316/669 (47%), Gaps = 
63/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGITHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++    
K N+



Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLTARGGVEPQTETVWRQAEKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + ++NK+D  G D  +V++ ++++L A                   D+I  + +    
Sbjct  129  
PRMAYVNKMDITGADFFNVIKMMQERLQANPVAIQLPIGSEDTFSGIVDLIKMEAIIYED  188

Query  159  ---SLSPEIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                ++ E+ + ++    A        +AV E +D L+EKY+ GE IS +++ +  
++  
Sbjct  189  
DLGKVADEVAIPDDMKDMADEYRDKLLEAVAEEDDDLMEKYLGGEEISEDEIRKAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ +  G+QP++DA+              G+    GE+           
Sbjct  249  
IACKMTPVTCGSSYRNRGVQPMLDAIVDFMPAPIDIPAIKGVNPDTGEEDHRDSTDDGPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + E
+   
Sbjct  309  
AALAFKIMADPYVGKLAFFRVYSGTLSSGSYVFNSTKGKKERIGRILQMHANHRAEL---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            DT Y G+I   +        D L D ++       E P P++   + PKT   +E+
+  A
Sbjct  366  
DTVYSGDIAAAVGLKDTTTGDTLCDESKPIILESMEFPDPVISVAVEPKTKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   +  ++K++  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVRTDQETGQTIISGMGELHLEIIVDRMLREFKVDCNVGNPQVAYRETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +   +  +    L +TP   G G  +E+++  G + + F N + 
+G+R
Sbjct  486  
RKSAKAEGKFVRQSGGHGQYGHCWLELTPQEPGEGFTFENKIVGGVIPKEFINPIENGVR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K+    G Y+   S+   F+    +      +++   
LLEPY+ 



Sbjct  546  
EAMDNGVIAGYPMVDVKVTVYDGSYHEVDSSEMAFKIAGSMAFRNGAEKANPVLLEPYVK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + +    V    +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVIVPEEYMGDVMGDINSRRGRIEGMEARNGAQVINAFVPLSEMFGYSTDLRSKTQGRG  665

Query  602  VCLTELKGY  610
                E+  Y
Sbjct  666  NYSMEVSYY  674

>OGE18986.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_01_FULL_41_23]
 OGE62119.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_01_FULL_41_32]
 OGE78600.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_02_FULL_41_8]
Length=712

 Score = 276 bits (705),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 216/705 (31%), Positives = 346/705 (49%), Gaps = 
86/705 (12%)

Query  3    IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAVT  61
            I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  ER+RGITI  
AA+T
Sbjct  15   
IRNIGIIAHIDAGKTTTTERILFYTGKTYKIGNIDEGTTVTDWMDQERERGITIVSAAIT  74

Query  62   SFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +F W         H  ++NI+DTPGH+DF AEV RSL VLDGA++V+ +  GVQ
+QT  +
Sbjct  75   AF-
WTVKSGLFAGHEMRINIIDTPGHVDFTAEVERSLRVLDGAVIVLDSSSGVQSQTETV  133

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS  161
            +    K ++P + F NK+D  G D  + +QS RD+L A+ I            K  
V L 
Sbjct  134  
WRQANKYSVPLIAFSNKMDVVGADFMATIQSARDRLGANAIAYNLPIGKENDFKGVVDLL  193

Query  162  PE--IVLE--------ENTDIE---------AWDAVIE----
NNDKLLEKYIAGEPISRE  198



             E  I+ E          TDI          A + ++E     +D L+EKY+ GE 
I+  
Sbjct  194  
TEKAIIWEGDETGAKFHETDIPTNMAEEIKVAREKLVEEISGTDDVLMEKYLGGEAITIT  253

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQG  245
            +L    ++ V    + PV+ GS+ +  G+Q ++DAV             TG+    
GE  
Sbjct  254  
ELKEALRKAVIANKIVPVFAGSSLRNKGVQSMLDAVVEYLPSPQDIGSITGINSKTGESE  313

Query  246  ------
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE------  293
                     L    FK++      +  Y+R+YSGTL+    V  + ++   +TE      
Sbjct  314  DRKTDPGEPLAALAFKIQVDPHVGKLTYIRVYSGTLKSGSYVYNSTKQ---
VTERVGRLL  370

Query  294  -MRIPSKGEIVRTDTAYPGEIV--
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             M    + EI   D AY GEIV  +   D+V  N +    T +  +     P P++   
I
Sbjct  371  LMHANDREEI---DEAYAGEIVAAVGLKDTVTGNSLCDQNTAIILESISF-
PDPVISLAI  426

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT + +E+L  AL +L++ DP  R + D+ T + I++ +G +QLE++   +  +
+KLE
Sbjct  427  
EPKTKSDQEKLGFALQRLSEEDPTFRVKSDAETGQTIIAGMGELQLEILVDRMKREFKLE  486

Query  411  TVVKEPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V +P V Y E   K A     +I +      +    L + PL  G G ++ S +  
G 
Sbjct  487  
ANVGQPQVAYKETITKLAEGEGKYIRQTGGRGQYGHCLLRIEPLPRGQGREFVSAIVGGA  546

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + F   +  G+    + G+  G+ VTD K+    G ++   S+   F+  A + 
L +A
Sbjct  547  
IPREFIGPIEKGVIEKEDTGILAGYPVTDIKVTVYDGSFHDVDSSEIAFKIAASLGLSEA  606

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             K++   LLEP +   +  P+E+L     D     A I +++ K +  V    IP   
+ 
Sbjct  607  
AKKADMILLEPIMKVEVTTPEEFLGEIIGDLSSKRAQILSSETKGNARVVIALIPLAEMH  666

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSRLD  629



             Y T +   + GR+    E   Y+   + + Q +I+      R++
Sbjct  667  GYATAIRSMSQGRATYYMEADHYEPVPSNITQKIIESSGFTGRVE  711

>WP_090567578.1 GTP-binding protein [Paenisporosarcina 
quisquiliarum]
 SEN31750.1 small GTP-binding protein domain-containing protein 
[Paenisporosarcina 
quisquiliarum]
Length=641

 Score = 274 bits (700),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 182/607 (30%), Positives = 293/607 (48%), Gaps = 
22/607 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I + G V+   +  D+  +E+ RGITI A    
F  
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNTIRQRGRVDHQDSFLDSHTIEKNRGITIFADQGIFTH  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +    NI+DTPGH+DF  E+ R++ V+D AI++ISA DG++  T  ++  LRK  
+PT  
Sbjct  65   
NNSTYNIIDTPGHVDFSPEMERAIQVMDYAIILISAVDGIEGHTETVWQLLRKHKVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK D  G D  S++  +RD LS D+  I  T             D E  + + E 
++ 
Sbjct  125  FINKTDYEGTDPASILAEIRDTLSEDVCDITNTF------------
DEELIEFIAERDET  172

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      ++   +  Q+ +++  +F    GSA K  GI   +D +  L      
+
Sbjct  173  LLETYM-DSGFDKDLWTKALQQMIKENKVFACASGSALKDFGIIEFLDKLD-
LLTTTSYK  230

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
               A    V+K+ + + G R  +L+L +GTL++RD+V     +  KIT++R+ S  
+   
Sbjct  231  ADDAFAAQVYKIRHDESGNRVTFLKLVNGTLKVRDSVTY-
NEQTEKITQIRLYSGNKFKT  289

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             D A  GE+V +   +   N  +GD      ++   D +P L++ +   T+   + 



+L +
Sbjct  290  IDQAIAGELVAVTGLT---
NASIGDGLGSLTQKTAFDMIPTLKSKVLFGTSIHVKEVLRS  346

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP LR   D    EI +  +G +QLEV+  ++ E++       EP ++Y 
E  
Sbjct  347  
FKLLDAEDPSLRVFWDEYFQEIHVHVMGVIQLEVLEQIVLERFGFHVSFGEPKILYKETI  406

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              +     H E  P   +A + L + P +  SG+ + +      L+   QN V   
+   
Sbjct  407  DNSVRGYGHFE--
PLKHYAEVHLLIEPAARNSGITFANVCHANDLSIGHQNLVSHHLFER  464

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G ++TD KI    G  ++  +   DFR      L Q L+++   LLEP+  
F 
Sbjct  465  
EHHGLLTGSSLTDVKITLLTGRGHNEHTHGGDFREATYRALRQGLEKAENILLEPFYDFT  524

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    + + R   D  +   T E  +   D+V+  G +P      Y T  A +T+G
+   
Sbjct  525  
IKVHMDLIGRVLSDIQQAAGTFEPPENIGDKVLVKGRVPVATFMKYSTIFASFTHGKGSL  584

Query  604  LTELKGY  610
                 GY
Sbjct  585  SLVFGGY  591

>WP_021283040.1 GTP-binding protein, partial [Clostridium sp. BL8]
 EQB88493.1 hypothetical protein M918_24210, partial [Clostridium 
sp. BL8]
Length=629

 Score = 273 bits (699),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 193/621 (31%), Positives = 307/621 (49%), Gaps = 
42/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ESLLY SG I + G V+      DT  LE++RGITI 
+  
Sbjct  1    
MKKVVIGILAHVDAGKTTLSESLLYTSGKIGKLGRVDNKDAYLDTYDLEKERGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T+ L+  L    
Sbjct  61   
AIFELEDIQVTLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTKTLWRLLNLYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D  ++++ ++ +LS              I  +     E +D 
+  
Sbjct  121  IPTFIFINKMDQFGTDKDNLIKELKKQLSDGC-----------
IDFQHGKTEEFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG--LF  238
             ++K++E+++    I   ++    ++ ++D  +FP  +GSA K  G++ LM  ++   
+ 
Sbjct  170  CDEKIMEEFLETGHIEDFEI----
KKAIKDRKVFPCVFGSALKLQGVEELMQCISHHVII  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
               GE   A     +FKV   + G R  + ++  G L+++D ++    E  K+ +
+RI S
Sbjct  226  PTYGETFGA----KIFKVTRDEQGNRLTHFKVTGGKLKVKDVLSTHSWED-
KVNQIRIYS  280

Query  299  --KGEIVR-----
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              K E V      T  A  G    +P + + + +    P   P          ++   
I 
Sbjct  281  GQKFEAVSEVLAGTVCAVTGLSKAIPGEGLGMEEASEAPILEP---------
VLIYQMIL  331

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+    R  ++  L Q+ + +P L    D    EI +  +G VQ+E++  L+  ++ 
++ 
Sbjct  332  PEGCDPR-
VMIPKLRQIEEEEPELHIFWDEELQEIQVRIMGEVQIEILQNLIETRFGVQV  390

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              ++  +IY E          H E  P   +A + L + P   GSG+ +ES+ S   
L +
Sbjct  391  TFQDGGIIYKETIANIVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLSFESKCSEDMLGK  448

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            S+Q  V   +     +G L G  +TD KI    G  ++  +   DFR      + Q 
L E
Sbjct  449  
SWQRLVLHHLEEKAHKGVLTGSEITDMKITLVSGRAHNKHTEGGDFREATWRAVRQGLME  508



Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            S + LLEPY SF L  P++ + RA  D  K   T E +    +  V  G  P   +
+ Y+
Sbjct  509  
SQSVLLEPYYSFQLELPEKMVGRAMTDIDKMNGTSEISHSDGEMAVLVGSGPVSTMRNYQ  568

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  YT G       LKGY+
Sbjct  569  KEVIAYTKGNGRLFCSLKGYE  589

>PIR27235.1 elongation factor G [Candidatus Berkelbacteria bacterium 
CG11_big_fil_rev_8_21_14_0_20_42_15]
 PJC65654.1 elongation factor G [Candidatus Berkelbacteria bacterium 
CG_4_9_14_0_2_um_filter_42_30]
Length=691

 Score = 275 bits (704),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 200/694 (29%), Positives = 319/694 (46%), Gaps = 
83/694 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT+TE +LY +G   + G V KG    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTVTERVLYYTGKKHKIGEVHKGEAEMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RSL VLDGAI+V   K+GV+ Q+  ++    
K NI
Sbjct  69   
SCFWKDNRINIIDTPGHVDFTVEVERSLRVLDGAIVVFDGKNGVEPQSETVWRQADKYNI  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSL----------  160
            P + FINK+D    D    +QS++D+L A+ +  Q            V L          
Sbjct  129  
PRICFINKLDAIAGDFYMSLQSIKDRLGANAVTMQLPIGKESDFRGVVDLMNKKAYIWHT  188

Query  161  --------SPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
                      EI  E   D+E W A     ++E ++ LLEK+++ E  S E+L +  
+  
Sbjct  189  
DDLGKTFEEQEIPSEMQADVEKWHAEMIEKIVETSNVLLEKFLSDEEPSVEELKKALRAA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-----------------
TGLFQPIGEQGS--AA  248
                 ++PV+ G+A K  GIQPL+DAV                  GL + I  + S    



Sbjct  249  
TIAGEIYPVFAGTALKNKGIQPLLDAVIDYLPSPLDIPSTKAKEAGLDEEIELKVSDDGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---LAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG L     V       +E++ +I  M    + 
E+  
Sbjct  309  
FVALAFKIAADPYVGKLTFFRVYSGKLSAGSYVVNTRSGEKERIGRILRMHANHREEVSE  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y GEI   +   +    D L DPT          P P++   I P+T A +E
++  
Sbjct  369  V---
YSGEIAAAVGLKATSTGDTLCDPTHKYILEQITFPEPVISIAIEPRTKADQEKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL++LA+ DP  R   D  T + I++ +G + LE++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALSRLAEEDPTFRVSTDEETGQTIIAGMGELHLEIIVDRMKREFKVEANVGNPQVAYKE-  484

Query  424  PLKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                   TIH  +               +  + L + P   G+G ++ +++  G + 
+ F
Sbjct  485  -------
TIHGHIKQEGKYIRQSGGRGQYGHVFLEIEPNERGAGSEFVNKIVGGAIPKEF  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              A  DG+   + +G+  G+ V D K     G Y+   S+   F+  + +  ++  
K++ 
Sbjct  538  
IPACEDGVDEAINKGVVAGYPVVDVKTTLYDGTYHEVDSSEMAFKIASSMAFQEGFKKAN  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P+E++     D       I+    +    V   E+P   +  
Y T 
Sbjct  598  
PVLLEPIMKVEVIVPEEFIGDIVGDLNSRRGQIKEMTDRAGAKVVDAEVPLATMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQA---AVGQPVIQPRR  623
            +   T GR     E   Y     ++ Q +I+ ++
Sbjct  658  MRSMTQGRGNYTMEFDHYAEVPRSIAQEIIEGKK  691

>WP_009009888.1 GTP-binding protein [Coprobacillus sp. D7]
 EEO34030.1 small GTP-binding protein domain [Coprobacillus sp. D7]
Length=853



 Score = 279 bits (713),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 197/634 (31%), Positives = 311/634 (49%), Gaps = 
35/634 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY +G   + G V+   T  D  F ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESILYLTGTTRKLGRVDHRDTFLDYDFQERNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                WH  ++ ++DTPGH+DF  E+ R+L VLD AILVIS  DGVQ  +  +++ 
LR   
Sbjct  61   
AIINWHDSQITLIDTPGHIDFSTEMERTLQVLDYAILVISGIDGVQGHSETIWNLLRYYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+D +  +   ++Q+++++L      +     S       N + E ++
+V  
Sbjct  121  IPTFIFINKMDVSRYEQSELMQNLKERLD-----EHCFDFS-------
NLNDEFYESVAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            N++ LL  Y+    +++E L+ E  R      LFP ++GSA K   I    +  T   
+ 
Sbjct  169  NSEDLLNYYLEYNTLNKEMLINEIAR----
CQLFPCFFGSALKMERIDNFFNEFTNYIK-  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S +    VFK+ + + G +  +L++  G+L+++    L   E  K+ ++RI 
S  
Sbjct  224  -NKDYSESFGARVFKISHDEQGNKLTHLKITGGSLKVK--TQLLNDE--
KVDQIRIYSGN  278

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   TD    G+I  +    S+     LG  D T  P         P +   I       
Sbjct  279  KYHLTDEVMAGDICAIKGLKSIVAGQGLGIEDNTTQPLLS------
PYMDYQIKLPPDCD  332

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            + ++L  L  LA  DP L    +  T EI +  +G +Q+EV+  ++ E++K+E       
Sbjct  333  
QHQVLKKLNLLAQEDPQLHINYNVRTKEIHVQLMGEIQIEVLKNIIQERFKVEVDFDYGR  392

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477



            +IY E   +      H E  P   +A + L + P   GSG+++++      L  +
+Q  +
Sbjct  393  IIYKETIEETVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLKFDTNCQEYLLANNYQRLI  450

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++     G L G  +TD KI    G  +   +   DFR      + Q LK + 
+ LL
Sbjct  451  
LSHLQEKEHLGVLTGSPITDMKITLVAGKAHLKHTEGGDFREATYRAIRQGLKTAKSVLL  510

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F L  P EYLSRA +D        +  + + D VV TG  P   +Q Y+++
+  Y
Sbjct  511  
EPYFDFSLELPIEYLSRAIYDIEAMAGNFKLPENQTDIVVITGSAPVSKMQNYQSEVVRY  570

Query  597  TNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            T G+   + +L  Y+    Q  VI+    +S  D
Sbjct  571  TKGKGRLICQLSDYRPCQNQAEVIKSFNYDSEAD  604

>WP_047133619.1 elongation factor G [Candidatus Kryptonium 
thompsoni]
 CUT01360.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptonium 
thompsoni]
 CUU08131.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptonium 
thompsoni]
 CUS77681.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptonium 
thompsoni]
 CUT08577.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptonium 
thompsoni]
 CUS81376.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptonium 
thompsoni]
 CUS88715.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptonium 
thompsoni]
 CUT06107.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptonium 
thompsoni]
 CUS76851.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptonium 
thompsoni]
Length=701

 Score = 275 bits (704),  Expect = 2e-79, Method: Compositional 
matrix adjust.



 Identities = 204/680 (30%), Positives = 318/680 (47%), Gaps = 
81/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I   G V +G+   D +  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHRMGEVHEGSATMDFLPQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI +  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRGHRINIIDTPGHVDFTVEVERSLRVLDGAIALFCAVGGVEPQSETVWRQANKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------------
IVLEE  168
            P + F+NK+D+ G D  +VV  +R++L A+ +  Q      E             
+V +E
Sbjct  129  
PRIAFVNKMDRVGADFFNVVNMIRERLGANPVPIQLPMGQGELFTGIIDLIKMKAVVYKE  188

Query  169  NTDIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T    W                     +AV E +D LL KY+ GE IS E++    
++ 
Sbjct  189  
ETLGATWEEFDIPRELRDMAVEYRTKMLEAVSEFDDTLLVKYLDGEEISEEEIKLAIRKA  248

Query  208  
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGS---------------  252
              +  + PV  GSA K  GIQ L+DAV        +  +  + G                
Sbjct  249  
TLEFKIVPVLCGSAFKNKGIQRLLDAVVDYLPSPLDINNGQILGHHPFKDDRVVRLVSDD  308

Query  253  ------
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR--  304
                   FK+       +  ++R+YSGTL+       AG      T+ +    G I
+R  
Sbjct  309  EKFTALAFKIMTDPYVGKLTFIRIYSGTLK-------
AGSYVYNSTQGKKERVGRILRMH  361

Query  305  ------TDTAYPGEIVILPSDSV-RLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKT  354
                   + AY G+IV L    V +  D L    DP  L +  +   P P++   I 
PKT
Sbjct  362  ANHREDVEEAYAGDIVALVGLKVTKTGDTLCSEDDPILLEKMDF---
PEPVISVAIEPKT  418

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A +++L +AL++L D DP  R  VD  T + ++S +G + LE++   L  ++++E  



+ 
Sbjct  419  
KADQDKLGEALSKLMDEDPTFRVTVDDETGQTLISGMGELHLEIIVDRLKREFRVEANIG  478

Query  415  EPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +P V Y E  R    A      +      +  + + + P + G G ++   +  G 
+ + 
Sbjct  479  KPQVAYKETIRKKARAEGKFIRQTGGRGQYGHVWIEIEP-
NRGKGYEFIDAIVGGVVPKE  537

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F  AV  GIR  ++ G+  G+ V D K+    G Y+   S+   F+  A I  ++A 
K++
Sbjct  538  
FIPAVDQGIREAMQNGIIAGYPVVDVKVTLFDGSYHEVDSSDLAFKIAASIAFKEAAKQA  597

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+EYL     D       IE   ++KD  V    +P   +  
Y T
Sbjct  598  
EPVLLEPIMEIEVVTPEEYLGDVIGDLNSRRGRIEGINMRKDGQVVKALVPLAEMFGYAT  657

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T GR++   +   Y+
Sbjct  658  RLRSLTQGRAIYTMQFHHYE  677

>WP_015164461.1 elongation factor G [Pseudanabaena sp. PCC 7367]
 AFY69488.1 translation elongation factor G [Pseudanabaena sp. PCC 
7367]
Length=691

 Score = 275 bits (703),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 199/685 (29%), Positives = 321/685 (47%), Gaps = 
64/685 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I+V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
SSTWKEHKINIIDTPGHVDFTIEVERSMRVLDGVIVVFCSVGGVQPQSETVWRQADRYSV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G +   V   +RD+L A+ +              I   V +   
+   
Sbjct  129  
PRIVFVNKMDRTGANFYKVYNQIRDRLRANAVPIQLPIGAESEFNGIIDLVKMKAFVYAN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDIE  D                  AV E +++LLEKY+A E  S  ++    
++  
Sbjct  189  
DLGTDIEETDIPADMQELAQEYHTKMIEAVAETSEELLEKYMAEEAFSEAEIFEGLRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
               +L P+  G+A K  G+Q L+DAV             TGL  P G +       
SA L
Sbjct  249  ISGALIPLTCGTAFKNKGVQLLLDAVVDYLPSPLEVPPITGLL-
PDGSETTRPADDSAPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
                FK+     G R  ++R+YSG L+    V  + ++K  +I+ + +    +    
D  
Sbjct  308  AALAFKIAADPYG-
RLTFVRVYSGVLKKGSYVYNSAKDKKERISRLIVLKADDRTEVDEL  366

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G++  +L        D L D            P P++   I PKT    E+L  
AL  
Sbjct  367  
GAGDLGAVLGLKDTFTGDTLCDDKEPVILESLFIPEPVISVAIEPKTKQDMEKLSKALQS  426

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            L++ DP  R  +DS T++ ++S +G + LE++   +  ++K+E  V  P V Y E   
+P
Sbjct  427  
LSEEDPTFRVMIDSETNQTVISGMGELHLEILVDRMMREFKVEANVGAPQVAYRETIRKP  486

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            + A    I  +      +  + ++V P   G+G ++ S++  G + + + N    G
++  
Sbjct  487  VSAEGKFIR-
QSGGKGQYGHVVINVEPGETGTGFEFISKIVGGSVPREYINPAEQGMKEA  545

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             E G+  G+ V D K+    G Y+   S+   F+    + L  A+ ++   LLEP 
+   
Sbjct  546  



CESGILAGFPVIDLKVTLIDGSYHDVDSSEMAFKIAGSMALRDAVMKANPALLEPMMKVE  605

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+++L     D       IE    +        ++P   +  Y TD+   T 
GR + 
Sbjct  606  
VEVPEDFLGDVMGDLNSRRGQIEGMNSEDGVAKIAAKVPLAEMFGYATDIRSKTQGRGIF  665

Query  604  LTELKGYQAA---VGQPVIQPRRPN  625
              E   Y      V +P+I   + N
Sbjct  666  SMEFSDYAEVPRNVAEPIIAKHKGN  690

>WP_062189630.1 elongation factor G [Anaerolinea thermolimosa]
 GAP05774.1 translation elongation factor EF-G [Anaerolinea 
thermolimosa]
Length=690

 Score = 275 bits (703),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 198/680 (29%), Positives = 327/680 (48%), Gaps = 
66/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     GSV++GTT TD M  ER+RGITI +A  
+ +
Sbjct  12   
NIGIIAHIDAGKTTTTERILFYTGKTYRIGSVDEGTTVTDWMVQERERGITIVSAAVTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    + +
+P +
Sbjct  72   
WKNHQINIIDTPGHIDFTAEVQRSLRVLDGGVVVFDATQGVEPQSETVWRQADRYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             FINK+D+ G   +  +QS+R++L A                   D++ +Q +  + 
E+ 
Sbjct  132  
CFINKMDRVGASYEYCIQSIRERLGANPIAMQLPIGVESSFVGVVDLLTRQAIYWTDELG  191

Query  166  LEENT---------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E            ++EA      + + E +D L  K++ GEPIS E+L    ++ 
V   
Sbjct  192  
REPEVREVPPDMVDEVEAARETLVERICELDDDLTVKFLEGEPISVEELKAGLRKAVIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252



               PV+ GS+ +  G+QPL+DAV              G     GE+        A 
+   
Sbjct  252  
KAAPVFCGSSLRNKGVQPLLDAVVDYLPSPADIPPVKGTHPDTGEEITRPADDQAPVSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTDTA  308
            VFK+       R  Y R+YSGT+    TV   + GR +   ++  M    + ++      
Sbjct  312  
VFKIVTDPYVGRLAYFRVYSGTISTNQTVLNVVKGRRERIGRLLRMYADRREDVTEIPAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G ++ L  DS    D L DP           P P++   I PKT A ++++ 
+AL +L
Sbjct  372  DIGAVLGL-KDSF-
TGDTLCDPQFPIVLESISFPEPVIYVAIEPKTTADQDKMAEALRKL  429

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER---PL  425
            ++ DP  R   D  T + I++ +G + L+V+   +  +++++  + +P V Y E    
P+
Sbjct  430  
SEEDPTFRVRTDENTGQTIIAGMGELHLDVLVDRMLREFRVQANIGKPRVSYRETITVPV  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            +   +    +      +  + +++ PL  GSGV +E+++  G +   F  AV+ G+    
Sbjct  490  
QKVDYRYVKQTGGKGMYGHVVINMEPLETGSGVVFENKIFGGAIPNEFIPAVQKGVMEAA  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ VTD K+    G Y+   S    FR  A +  ++A ++    LLEP +   
+
Sbjct  550  
ESGVLAGYPVTDIKVTLIDGSYHEVDSNEMAFRMAAILAFKEAFQKGSPVLLEPIMKVEV  609

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P+E+L             I   +++          +P   +  Y T+L   T 
GR V 
Sbjct  610  
VVPEEFLGDVLGQLNARRGMILGMEMRPGNAQAARAMVPLAEMFGYATELRSATQGRGVF  669

Query  604  LTELKGY---QAAVGQPVIQ  620
              E   Y    A+V Q ++ 
Sbjct  670  SMEFDHYAPVSASVAQKILN  689

>CUU09042.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Kryptobacter 
tengchongensis]
Length=700



 Score = 275 bits (703),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 203/677 (30%), Positives = 321/677 (47%), Gaps = 
75/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I   G V +G+   D +  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHRMGEVHEGSATMDFLPQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI +  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRGHRINIIDTPGHVDFTVEVERSLRVLDGAIALFCAVGGVEPQSETVWRQANKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------------
IVLEE  168
            P + F+NK+D+ G D  +VV  +R++L A+ +  Q      E             
+V +E
Sbjct  129  
PRIAFVNKMDRVGADFFNVVNMIRERLGANPVPIQLPMGQGELFTGIIDLVKMKAVVYKE  188

Query  169  NTDIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T    W                     +AV E +D LL KY+ GE IS +++    
+R 
Sbjct  189  
ETLGATWEEFDIPRELMNMAVEYRTKMLEAVSEFDDTLLVKYLDGEEISEDEIKSAIRRA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQ------------GS  246
              +  + PV  GSA K  GIQ L+DAV             Q +G                
Sbjct  249  
TLEFKIVPVLCGSAFKNKGIQRLLDAVVDYLPSPLDINNGQIVGHHPFKDDKVIRMVSDD  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+       +  ++R+YSGTL+    V  ++ G+++   +I  M    
+ ++
Sbjct  309  
EKFTALAFKIMTDPYVGKLTFIRVYSGTLKAGSYVYNSVQGKKERVGRILRMHANHREDV  368

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               + AY G+IV L      +  D L    DP  L +  +   P P++   I PKT 
A +
Sbjct  369  ---EEAYAGDIVALVGLKFTKTGDTLCSEDDPILLEKMDF---
PEPVISVAIEPKTKADQ  422



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++L +AL +L D DP  R  VD  T + ++S +G + LE++   L  ++++E  + 
+P V
Sbjct  423  
DKLGEALAKLMDEDPTFRVTVDEETGQTLISGMGELHLEIIVDRLKREFRVEANIGKPQV  482

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   R  +A    I  +      +  + + + P + G G ++   +  G + + 
F  
Sbjct  483  AYKETIKRKARAEGKFIR-QTGGRGQYGHVWIEIEP-
NRGKGYEFIDAIVGGVVPKEFIP  540

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GIR  ++ G+  G+ V D K+    G Y+   S+   F+  A I  ++A K+
+   
Sbjct  541  
AVDQGIREAMQNGIIAGYPVVDVKVTLFDGSYHEVDSSDLAFKIAASIAFKEAAKQAEPV  600

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+EYL     D       IE   ++KD  V    +P   +  Y 
T L 
Sbjct  601  
LLEPIMEVEVITPEEYLGDVIGDLNSRRGRIEGINMRKDGQVIKALVPLAEMFGYATRLR  660

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR++   +   Y+
Sbjct  661  SITQGRAIYTMQFHHYE  677

>WP_106779097.1 GTP-binding protein [Lysinibacillus sp. Marseille-
P5727]
Length=649

 Score = 274 bits (700),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 175/610 (29%), Positives = 300/610 (49%), Gaps = 
22/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVDAGKTT +E LLY   +I E G V+  T+  D   +E+QRGITI A     
Q+
Sbjct  5    
VGVLAHVDAGKTTFSEQLLYHHQSIREIGRVDHKTSYLDNHEIEKQRGITIFAEQGRIQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R+++V+D AI++ISA D ++  T  ++  LRK +
+PT I
Sbjct  65   



NGDTYTLIDTPGHVDFSPEMERAISVMDYAIIIISAVDSIEGHTETVWELLRKYHVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G ++++V+  ++ +LS   +      L  E++ E    +   + + E 
+++L
Sbjct  125  FINKVDREGANVENVMSDIQKQLSEQAL------
LIDEVISENTIPMHILEWIAERDEQL  178

Query  186  LEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            L+ +I G+   P+  + L    Q  ++    F    GSA K +G++        L     
Sbjct  179  LDPFIEGDFELPVFFQSL----QSLIKTEQTFVCMAGSALKDIGVKEFFQQF-
ALLTLTF  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
               +    G VFK+ + +  QR  Y++   G++++R  +   G  + KITE+R+ +    
Sbjct  234  HNKTEPFQGKVFKIRHDEQNQRITYIKAQKGSIQVRSQLTF-
GDIQEKITEIRLYNGNRF  292

Query  303  VRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    GEI  +      ++ D+L D   + +  ++   +P L+  +        
+ +
Sbjct  293  ETVNHVEAGEIFAVKGLTQAKIGDIL-DSEFVQKSEFQ--
LVPSLQAKVLYSGNEHIKEV  349

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +P L+        EI +  +G +QLEV++++   ++ L+    EP 
++YM
Sbjct  350  
LKYFRILEAEEPTLKVIWSEAFQEIHIHIMGVIQLEVLASIAKSRFNLDIEFGEPQILYM  409

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E      +   H E  P   +A + L + PL  G+G+Q+E+      L+   Q  +   
I
Sbjct  410  ETIDSKVTGYGHFE--
PLKHYAEVHLKIEPLPRGAGIQFENACHTDDLSIGHQRLIEKHI  467

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD K     G  ++  +   DFR      L Q L+++   
LLEPY 
Sbjct  468  
FERDHHGLLTGSPITDIKFTLLTGRAHNKHTEGGDFREATFRALRQGLEQANNILLEPYY  527

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A  +Y+ R  HD  +   T E   + +D V+ TG +P      Y T  A 
YTNG+
Sbjct  528  



QFKMKASNDYIGRMIHDIQQASGTFEPPILTEDHVIITGRVPVATFMNYSTVFATYTNGK  587

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  588  GSISMQFSGY  597

>OIN88790.1 translation elongation factor G [Candidatus 
Berkelbacteria bacterium 
CG1_02_42_45]
 PIP50971.1 elongation factor G [Candidatus Berkelbacteria bacterium 
CG23_combo_of_CG06-09_8_20_14_all_41_73]
 PIX30339.1 elongation factor G [Candidatus Berkelbacteria bacterium 
CG_4_8_14_3_um_filter_42_13]
Length=691

 Score = 275 bits (702),  Expect = 2e-79, Method: Compositional 
matrix adjust.
 Identities = 200/694 (29%), Positives = 319/694 (46%), Gaps = 
83/694 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT+TE +LY +G   + G V KG    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTVTERVLYYTGKKHKIGEVHKGEAEMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RSL VLDGAI+V   K+GV+ Q+  ++    
K NI
Sbjct  69   
SCFWKDNRINIIDTPGHVDFTVEVERSLRVLDGAIVVFDGKNGVEPQSETVWRQADKYNI  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSL----------  160
            P + FINK+D    D    +QS++D+L A+ +  Q            V L          
Sbjct  129  
PRICFINKLDAIAGDFYMSLQSIKDRLGANAVTMQLPIGKESDFRGVVDLMNKKAYIWHT  188

Query  161  --------SPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
                      EI  E   D+E W A     ++E ++ LLEK+++ E  S E+L +  
+  
Sbjct  189  
DDLGKTFEEQEIPSEMQADVEKWHAEMIEKIVETSNVLLEKFLSDEEPSVEELKKALRAA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-----------------
TGLFQPIGEQGS--AA  248
                 ++PV+ G+A K  GIQPL+DAV                  GL + I  + S    
Sbjct  249  
TIAGEIYPVFAGTALKNKGIQPLLDAVIDYLPSPLDIPSTKAKEAGLDEEIELKVSDDGP  308



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---LAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG L     V       +E++ +I  M    + 
E+  
Sbjct  309  
FVALAFKIAADPYVGKLTFFRVYSGKLSAGSYVVNTRSGEKERIGRILRMHANHREEVSE  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y GEI   +   +    D L DPT          P P++   I P+T A +E
++  
Sbjct  369  V---
YSGEIAAAVGLKATSTGDTLCDPTHKYILEQITFPEPVISIAIEPRTKAGQEKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL++LA+ DP  R   D  T + I++ +G + LE++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALSRLAEEDPTFRVSTDEETGQTIIAGMGELHLEIIVDRMKREFKVEANVGNPQVAYKE-  484

Query  424  PLKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                   TIH  +               +  + L + P   G+G ++ +++  G + 
+ F
Sbjct  485  -------
TIHGHIKQEGKYIRQSGGRGQYGHVFLEIEPNERGAGSEFVNKIVGGAIPKEF  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              A  DG+   + +G+  G+ V D K     G Y+   S+   F+  + +  ++  
K++ 
Sbjct  538  
IPACEDGVDEAINKGVVAGYPVVDVKTTLYDGTYHEVDSSEMAFKIASSMAFQEGFKKAN  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P+E++     D       I+    +    V   E+P   +  
Y T 
Sbjct  598  
PVLLEPIMKVEVIVPEEFIGDIVGDLNSRRGQIKEMTDRAGAKVVDAEVPLATMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQA---AVGQPVIQPRR  623
            +   T GR     E   Y     ++ Q +I+ ++
Sbjct  658  MRSMTQGRGNYTMEFDHYAEVPRSIAQEIIEGKK  691

>ABI95379.1 TetS, partial [Lactococcus sp. LP-P1-2]
Length=208

 Score = 259 bits (662),  Expect = 3e-79, Method: Compositional 
matrix adjust.
 Identities = 129/209 (62%), Positives = 162/209 (78%), Gaps = 2/209 
(1%)



Query  53   
GITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            GITIQ A+TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ
+QTRIL
Sbjct  1    
GITIQTAITSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRIL  60

Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI  172
            FHALRKMNIP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + 
T+ 
Sbjct  61   
FHALRKMNIPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEP  120

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            E W+ VI  ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ 
L++
Sbjct  121  
EQWETVIVGNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIE  180

Query  233  AVTG-LFQPIGEQGSAALCGSVFKVEYTD  260
             +T  LF P  +  S  LCG+VFKVEY+D
Sbjct  181  VITSKLFSP-TQLNSDKLCGNVFKVEYSD  208

>CDC22708.1 putative uncharacterized protein [Clostridium nexile 
CAG:348]
Length=896

 Score = 279 bits (713),  Expect = 3e-79, Method: Compositional 
matrix adjust.
 Identities = 194/615 (32%), Positives = 304/615 (49%), Gaps = 
38/615 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+LAHVDAGKTTL ES+LY SG     G V+ G    DT  LER RGITI A     
Sbjct  13   
ICVGLLAHVDAGKTTLAESILYVSGKTRTLGRVDHGNAYLDTFELERARGITIFAKQAEV  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V  +DTPGH+DF AE+ R+L VLD AILVI   DGVQ   + L+H L++  
IPT
Sbjct  73   
DLKEKEVTFLDTPGHVDFSAEMERTLQVLDYAILVIGGADGVQGHVQTLWHLLKRYEIPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ+G D ++++  ++++LSA   I  T     E  LE         AV   
++
Sbjct  133  FLFVNKMDQSGTDKETLLAELQNRLSAS-CIDFTCEKDSEAFLE---------



AVAMCDE  182

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            ++LE Y+ GEPI+  K+    ++ +Q   +FP Y+GSA K  GI   ++A       
I  
Sbjct  183  EVLENYLEGEPITDCKI----RKLIQKRKIFPCYFGSALKLEGIDTFLEAFDRY--
TICP  236

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            + +      V+K+     G R  +L++  G+LR    V +  +E+ K+ ++RI S     
Sbjct  237  EYADTFGAKVYKISRDAQGMRLTHLKVTGGSLR----
VKMVLKEEEKVDQIRIYSGSSYR  292

Query  304  RTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRER  360
             T+    G I VI   D+ R  + LG  +          P+  P+L   I          
Sbjct  293  TTEEVEAGRICVITGPDTTRAGEGLGAESEAAA------
PMLTPVLNYQIELPEGCDVHG  346

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +   L QL +  P L    D   +EI    +G VQ+E++ +++ E+++++      
+++Y
Sbjct  347  
MFLKLKQLEEEIPELHIVWDRQLNEIHAQVMGEVQIEILKSMILERFQVDVEFGTGNIVY  406

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P++ A H       P   +A + L + PL  GSG+ + S  S   L ++
+Q  +
Sbjct  407  KETIAEPVEGAGH-----
FEPLRHYAEVRLVLEPLPSGSGLVFSSNCSEDVLERNWQRLI  461

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +     +G L G  +TD KI    G  +   +   DFR      + Q LK++ 
+ LL
Sbjct  462  
MTHLEEKAHKGVLTGSEITDMKITLINGRAHQKHTEGGDFRQATYRAVRQGLKKAKSILL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP   + L  P E + RA  D  +  A  E  +++ D  +  G  P   ++ Y+ +
+  Y
Sbjct  522  
EPVYEYQLEIPAEQVGRAMTDLQRMHAVFEPPKMEVDMAILKGTAPVVTMRDYQREMIVY  581

Query  597  TNGRSVCLTELKGYQ  611
            T G       LKGY+
Sbjct  582  TRGHGRLFCSLKGYE  596



>WP_068550218.1 elongation factor G [Thermosulfidibacter takaii]
 BAT72225.1 elongation factor G [Thermosulfidibacter takaii ABI70S6]
Length=696

 Score = 275 bits (702),  Expect = 3e-79, Method: Compositional 
matrix adjust.
 Identities = 207/676 (31%), Positives = 323/676 (48%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
AA T
Sbjct  11   
RIRNIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGTATMDWMEQEKERGITITAAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A  GV+ QT  ++    
K  +
Sbjct  71   
TCFWRNHRINIIDTPGHVDFTVEVERSLRVLDGAITVLCAVGGVEPQTETVWRQADKYRV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------TVSL--
SPEIVLEE  168
            P ++F+NK+D+ G D    V  + ++L A  ++ Q            V L     
IV EE
Sbjct  131  
PRIVFVNKMDRVGADFFGAVDMIEERLGAKPLVIQLPIGAESGFVGVVDLIGMKAIVWEE  190

Query  169  NT---------------DIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T               D+ A       +A+ + ++ ++EKY+ GE I+ E++    
++ 
Sbjct  191  
ETLGARYHFEEIPEDLKDLAAEYREKLLEAIADVDETIMEKYLEGEEITEEEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
              +   FPV  GSA K  G+QPL+DAV              G+    GE+          
Sbjct  251  
TINLDFFPVLCGSAFKNKGVQPLLDAVVDFLPSPQDLPPVKGINPDTGEEEVRYPREDDP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
             C   FKV       + VY R+YSG+++  DTV    R K     ++  M    + 
EI  
Sbjct  311  
FCALAFKVMVDPFVGQLVYFRVYSGSMKTGDTVLNTRRGKKERIGRLLRMHANKREEITE  370

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                  G+I    + +V L DV+   T    K        E P P++   I PKT 
A ++



Sbjct  371  VRA---GDI----
AAAVGLKDVITGDTICDLKHPIVLEAMEFPEPVISVAIEPKTKADQD  423

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L +AL++LA  DP  R   D  T + ++S +G + LE++   L  ++K++  V 
+P V 
Sbjct  424  
KLGNALSKLAQEDPSFRVRFDEETGQTLISGMGELHLEIIVDRLKREFKVDANVGKPQVA  483

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   +P KA    I  +      +  + L + PL  GSG  +E  +  G + + 
+  +
Sbjct  484  YRETIRKPAKAEGKYIK-
QTGGRGQYGHVVLEIEPLEPGSGFVFEDHIVGGVVPKEYIPS  542

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R  +E G L G+ + D K+    G Y+   S+   F+  A +  ++A  ++   
L
Sbjct  543  
VEKGVREAMETGVLAGYPMVDVKVKLVDGSYHEVDSSDMAFKIAASMAFKEAASKAQPVL  602

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       I++   +K+  V    +P   +  Y T 
L  
Sbjct  603  
LEPIMKVEVIVPEEYMGEVIGDLNARRGRIQSIDERKNAKVIDALVPLAEMFGYATTLRS  662

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     +   Y+
Sbjct  663  LTQGRGTFTMQFSHYE  678

>OLA06806.1 translation elongation factor G [Eubacterium sp. 38_16]
Length=904

 Score = 279 bits (713),  Expect = 3e-79, Method: Compositional 
matrix adjust.
 Identities = 190/617 (31%), Positives = 310/617 (50%), Gaps = 
32/617 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+ES+LY SG + + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKNIVMGILAHVDAGKTTLSESMLYLSGTVRKLGRVDHKDAFLDTYALERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     KVN++DTPGH+DF AE+ R+L VLD A+LVIS  DG+Q  T  L+  L



+  +
Sbjct  61   
AVFSLGNKKVNLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGIQGHTETLWKLLKLYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D  +++  ++++L               I   +   IE  + 
+  
Sbjct  121  IPTFIFINKMDQQGTDQAALLSELKERLDEGC-----------
IAFGKEESIETLEELAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++K+L+ ++  E I +E +     R +++  +FP Y+GSA K  G+Q L+       
+P
Sbjct  170  TDEKVLDYFMEHESIRKEDIC----
RLIKERRVFPCYFGSALKLEGVQELLYGFERYMEP  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                G+      VFK+   D G+R  +L++  G L ++  V L  +E+ K+ ++RI 
S  
Sbjct  226  Y--TGTEEFGAKVFKISRDDKGERLTFLKVTGGKLVVKMPVNLVDKEE-
KVNQIRIYSGA  282

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    +    G +  +      ++  +G    + +        P+L   +     A   
+
Sbjct  283  KYETVNEVGAGGVCAVTG---
LVSSYIGQGFGVEKGTAAPFLEPVLTYQMILPDGADTTK  339

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L  L QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       
++Y
Sbjct  340  
VLRELKQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVY  399

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P+    H       P   +A + L + PL  GSG+ +++  S   L+++
+Q  +
Sbjct  400  KETIKNPVVGVGH-----
YEPLRHYAEVHLKMEPLEAGSGLVFDADCSEDVLDRNWQRLI  454

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++     G L G  +TD KI    G  +   +   DFR      + Q LK + 
+ LL
Sbjct  455  
LTHLQEREHPGVLTGSPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESILL  514

Query  537  EPYLSFILYAPQEYLSRAYHDAPKYCATIE--



TAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            EP+ SF+L  P + + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ 
++ 
Sbjct  515  
EPWYSFVLEVPSDQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVW  574

Query  595  FYTNGRSVCLTELKGYQ  611
             YT GR      LKGY+
Sbjct  575  AYTKGRGRITFTLKGYE  591

>AEA35224.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
Length=170

 Score = 258 bits (658),  Expect = 3e-79, Method: Compositional 
matrix adjust.
 Identities = 122/170 (72%), Positives = 144/170 (85%), Gaps = 0/170 
(0%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM LERQRGITIQ 
AVTSFQW
Sbjct  1    
LGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAVTSFQW  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KVNI+D PGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+ 
Sbjct  61   
EDVKVNIIDAPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
            FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
Sbjct  121  FINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQW  170

>WP_077847757.1 GTP-binding protein [Clostridium puniceum]
 OOM76417.1 tetracycline resistance protein TetO [Clostridium 
puniceum]
Length=684

 Score = 274 bits (701),  Expect = 3e-79, Method: Compositional 
matrix adjust.
 Identities = 184/658 (28%), Positives = 317/658 (48%), Gaps = 
45/658 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +LY + +I   G V+      D+  +ER+RGIT+ +    
F+ 



Sbjct  5    
IGVLAHVDAGKTTFSEQILYHTNSIRNRGRVDHKDAFLDSHNIERERGITVFSDQGIFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     +VDTPGH+DF  EV RS+ ++D A+++IS+ +GVQ  T+ +++ LRK N
+P++ 
Sbjct  65   
NDSTYFLVDTPGHIDFSTEVERSIQIMDYAVVIISSVEGVQGHTKTVWNLLRKYNVPSMF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSL------------
SPEIVLEENTDIE  173
            FINK+D+ G D + V++ ++  L+ D+      S+            S +I+L+E    
E
Sbjct  125  
FINKLDRIGADKERVIKEIKRDLTKDVCYIDEESINGTFNEMKAFINSEQIILKE----E  180

Query  174  
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
              + + E +D+LLEKYI G    +  L    ++ +++  +FP + GSA +  GI   
+ A
Sbjct  181  LIEFISEYDDELLEKYIQGSYDCKLWL-
NAFKKLIKENKIFPCFGGSALQDRGIVEFLGA  239

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-------  286
            +  L     ++ +    G V+KV + + G R  +++  +GTL++RD +            
Sbjct  240  MDALTYTDYDE-
NEEFSGRVYKVRHDENGNRLTFIKALTGTLKVRDELCYGSEMQDSSNE  298

Query  287  --------EKL-----
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
                     KL     KI+ +RI +  +    D+A  GE+ ++   S   + + GD    
Sbjct  299  DIEINSRGTKLDEIREKISRIRIYNGSKFKSADSASAGELFVVSGIS---
SAIAGDGVGT  355

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
             +++     +P L + +     +    +L     L   DP L    +    EI +  
+G+
Sbjct  356  
LKEKTHYKMVPTLMSKVVFDKTSNVREILGYFKILESEDPALNIIWNEALQEIHVHIMGK  415

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            +QLEV+  L+SE++ L+       ++Y E   +      H E  P   +A + L + 
P+ 
Sbjct  416  IQLEVLKELVSERFNLKIEFGPCQILYKETIAEKTIGCGHFE--
PLRHYAEVHLKLEPMV  473

Query  454  LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVST  512
              +G+ +E+      L   +QN VR  I      GL  G ++TD KI    G  ++  
+ 



Sbjct  474  
RNAGILFENECHADNLTVGYQNLVRTHIFEREHHGLLTGSSITDIKITLLTGRAHNKHTC  533

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR      L Q L++    LLEPY  F +    +Y+ R   D  +   T E  
Q KK
Sbjct  534  
GGDFREATFRALRQGLEKVENLLLEPYYKFTVEVSADYIGRVLSDIQRLYGTFEPVQTKK  593

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-
AAVGQPVIQPRRPNSRLD  629
            D+V+  G  P      Y  ++  +T G+        GY      + +I+ ++ N   
D
Sbjct  594  
DKVIINGRGPVATFMDYSMEIIAFTRGKGSISLVYDGYDICHNSEEIIENKQYNKNAD  651

>WP_084092933.1 elongation factor G [Andreprevotia lacus]
 SMC29679.1 elongation factor G [Andreprevotia lacus DSM 23236]
Length=675

 Score = 274 bits (700),  Expect = 3e-79, Method: Compositional 
matrix adjust.
 Identities = 202/665 (30%), Positives = 315/665 (47%), Gaps = 
57/665 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AHVDAGKTT +E +LY +G   + G V  GT   D    E+ RGITI 
+A T
Sbjct  5    
KLRNIGIIAHVDAGKTTTSERILYYTGENYKLGEVHDGTAVMDFDPQEQARGITINSAAT  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA++V     GV+ QT   +    
K  +
Sbjct  65   
TVFWQGTQINLIDTPGHIDFNIEVNRSLRVLDGAVVVFDGVAGVEPQTETNWRLADKYRV  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSL----------  160
            P + F+NK+D+ G D   VV  + D+L    ++ Q            + L          
Sbjct  125  
PRIAFVNKLDRTGADFLRVVGMIADRLGVTPLVLQLPIGSEHDFHGVIDLIAMRALLWPA  184

Query  161  --------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                    + +I  E   D ++W     +  +E +D LL  Y+ G+ I+ + L    
++ 
Sbjct  185  
GNEAAPYSTADIPAELVADAQSWRTRLLETAVEQDDTLLAAYLDGQEIAVDALQAAIRKG  244



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA-----------
LCGSVFKV  256
              + +  PV  G+A K  G++P++DA        GE   A+           L    
FKV
Sbjct  245  
TINGAFVPVVAGAAFKNKGVEPMLDAAVAYLPAPGEVAVASEHDIAVDPTGPLAALAFKV  304

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAYPGE  312
               D G    ++RLY G L+  DTV  A +G RE++ ++ EM    K E    D A  
G+
Sbjct  305  VQDDHGAL-TFVRLYRGQLKPGDTVLNATSGKRERISRLYEMHADRKRE---
RDVAVAGD  360

Query  313  IV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            IV ++   +    D L DP         + P P++   I PKT A ++ L   L  
L   
Sbjct  361  
IVAVVGLKATVTGDTLTDPAHALVLERIDAPEPVIDVAIEPKTQADQQHLSRGLQALLAE  420

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS-H  430
            DP LR   D+   + +LS +G +QLEV    L  ++K+E  V  P V Y E   +
+A   
Sbjct  421  
DPSLRLRQDADAGQTVLSGMGELQLEVTLEKLRSRFKVEVSVGRPQVAYRETITRSAQVQ  480

Query  431  TIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-  488
             +H +    P  +A + L V P   G+G+ +ESR+S G + + +  A+  G+R   
+ G 
Sbjct  481  
HLHRKQSGGPGQYAELTLLVEPQERGAGIAFESRISGGAIPREYIPAIEAGVRNAAKVGV  540

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L G    D K+    G Y+   S+   F   A + L+QAL+E+G  LLEP ++  +  
P 
Sbjct  541  
LAGHQTVDIKVSLLDGSYHERDSSQQAFELAASVALKQALREAGPVLLEPLMAVEVITPL  600

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            +++     D  +    +   +++ +  V    +P   +  Y   L   T GR+    
+  
Sbjct  601  
DHVGDVIGDLNRRRGLVRQQEMRGNASVIDAHVPLAEMFGYIGQLRALTTGRASFTMQFD  660

Query  609  GYQAA  613
             Y  A
Sbjct  661  HYAVA  665



>WP_074950875.1 elongation factor G [Alicyclobacillus 
macrosporangiidus]
 SFU68637.1 elongation factor G [Alicyclobacillus macrosporangiidus]
Length=691

 Score = 274 bits (701),  Expect = 4e-79, Method: Compositional 
matrix adjust.
 Identities = 198/669 (30%), Positives = 311/669 (46%), Gaps = 
62/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFDAKGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D    VQ +RD+L A  +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFLGCVQQMRDRLGAKAVPIQLPIGAEDTFVGMVDLVEMAAIIYTD  188

Query  157  ---TVSLSPEI-----
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S   EI      L E    E  +A  E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTRSEKTEIPADMKELVEKYRTELIEAAAEVDEELMMKYLEGEEITTEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ------
GSAALC  250
                LFPV  GS+ +  G+QP++DAV               + P GE+            
Sbjct  249  
CTVQLFPVLCGSSYRNKGVQPMLDAVVDYLPSPIDVPPIKGWTPDGEEVERRSSDDEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSGTL     V       RE++ +I +M    + EI   
D
Sbjct  309  
ALAFKIMSDPFVGKLSYFRVYSGTLASGSYVLNSTKGKRERIGRIVQMHANHREEI---D  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      E P P++  ++ PK+ A +++L  
AL



Sbjct  366  
MVYAGDIAAAVGLKDTTTGDTLCDEKHVVVLESMEFPDPVINISVEPKSKADQDKLALAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            ++LA+ DP  R   D  T + I++ +G + LE+V   L  ++K+E    +P V Y 
E   
Sbjct  426  
SKLAEEDPTFRTWTDQETGQTIIAGMGELHLEIVVDRLRREFKVECNTGKPQVAYKETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +          +      +  + + + PL  G+G Q+E+++  G + + +  AV 
+GIR 
Sbjct  486  
QRVEQEGKFIRQSGGRGQYGHVKIILEPLERGAGYQFENKIVGGVVPKEYIPAVDEGIRE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F+    + L+Q   ++G  LLEP 
+  
Sbjct  546  
AMLSGVLAGYPMIDVKATLFDGSYHEVDSSEMAFKIAGSMALKQGAAKAGPVLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+E++     D       IE    + +  V  G +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEFMGDVMGDINSRRGRIEGMDQRANARVIRGYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  666  FSMEFHSYE  674

>WP_096231733.1 elongation factor G [Thermoanaerobacterium sp. 
RBIITD]
 SNX54367.1 elongation factor G [Thermoanaerobacterium sp. RBIITD]
Length=689

 Score = 274 bits (700),  Expect = 4e-79, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 319/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TCYWKDHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + ++NK+D  G D  +V+  ++++L+                    D+I    +    
Sbjct  129  
PRIAYVNKMDIMGADFFNVINMMKERLNTNPVAIQLPIGKEDTFIGVVDLINMDAIIYED  188

Query  159  ---SLSPEIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               ++S E+ + ++    A        +AV E ++ L+EKY+ GE I+ +++    
++  
Sbjct  189  
DLGTVSEEVAIPDDLKDLAQEYREKLLEAVSEQDEALMEKYLEGEEITPDEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  L  V  GS+ K  G+QP++DAV              G+     E+       
+   
Sbjct  249  
INNELVCVLCGSSYKNKGVQPMLDAVVRYLPSPVDIPAVKGMKLNSDEEIERKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLEAGSYVLNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D  +       E P P++R  I PKT A +++
+  A
Sbjct  366  
DKVYTGDIAAAVGLKDTTTGDTLCDENQPILLESMEFPEPVIRVAIEPKTKAAQDKMTIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   +  ++ +E  V +P V Y 
E  
Sbjct  426  
LMKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRMKREFNVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P++     I  +      +  + L + P+  G G Q+E+++  G + + +  AV  
G+
Sbjct  486  TKPIRVEGKFIR-
QSGGRGQYGHVWLEIEPMERGQGYQFENKIVGGVIPKEYIPAVDAGV  544



Query  482  RYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+ G + V D K+    G Y+   S+   F+    +  ++ +K+ G  
LLEP +
Sbjct  545  
QEAMENGILGGYEVVDVKVSLVDGSYHEVDSSDMAFKIAGSMAFKEGMKKGGAVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
DVEVVVPEEYMGDVMGDINSRRGRIEGMMDRAGAKVIKGMVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFSHYE  675

>WP_031390650.1 GTP-binding protein [Kineothrix alysoides]
Length=893

 Score = 278 bits (712),  Expect = 4e-79, Method: Compositional 
matrix adjust.
 Identities = 199/624 (32%), Positives = 302/624 (48%), Gaps = 
47/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E+LLY SG I + G V+      DT FLER+RGITI 
+  
Sbjct  1    
MKELVIGILAHVDAGKTTLSEALLYESGGIRKMGRVDNKDAFLDTYFLERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++   ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L
+K  
Sbjct  61   
AVLEFGDMRLTLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTQTLWRLLKKYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +FINK+DQ G D  +++  ++ +L               I  EE T+   ++ 
+  
Sbjct  121  IPTFLFINKMDQNGTDKAALLAELKSRLEEGC-----------ICFEEETEA-
FYENIAM  168

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQ  239
             ++K L +++    +  E++    +  +   +LFP Y+GSA K  G++  +  + T   
+
Sbjct  169  TDEKALNQFLEMGRVETEEI----
RGLILQRNLFPCYFGSALKLDGVESFLQGIETYTDR  224



Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA--LAGR-
EKLKITEMRI  296
            P   + S      VFK+   + G R  +++L  G LR R+ ++  L G   + K+ 
++RI
Sbjct  225  P---
RYSDTFGAKVFKIARDEQGNRLTFMKLTGGNLRTREVISGYLNGEIWEEKVNQIRI  281

Query  297  PSKGEIVRTD--------TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLR  347
             S GE  RT          A  G     P + +   +    P   P   +R D P     
Sbjct  282  YS-
GEKYRTSEEVQAGCICAVTGLSKTRPGEGLGAEESSAQPVLEPVLTYRIDLPGDCDA  340

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            T + PK           L QL + DP L    D    EI    +G VQ E++ +L+ 
E++
Sbjct  341  TVMLPK-----------
LRQLEEEDPQLHIAFDETLKEIQAKLMGEVQTEILKSLIKERF  389

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +       +++Y E          H E  P   +A + L + P   GSG+ +E   
S  
Sbjct  390  GVTVEFGTGNIVYKETIANRVEGVGHFE--
PLRHYAEVHLLLEPAQAGSGLSFEVSCSED  447

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L++++Q  V   +     +G L G  +TD KI    G  +   +   DFR      
L Q
Sbjct  448  
LLDRNWQRLVLTHLEEKEHKGVLIGAGITDMKITLVAGRAHQKHTEGGDFRQATYRALRQ  507

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             LKE+ + LLEPY  F L  P++ + RA  D  K C T      + +  V TG  P   
+
Sbjct  508  
GLKEAQSVLLEPYYEFRLEVPEKLVGRAMTDIEKMCGTFGAPHAEGESAVLTGYAPVITM  567

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            Q Y  ++  YT G       +KGY
Sbjct  568  QDYSKEVTAYTKGCGRLFCTVKGY  591

>WP_104438723.1 GTP-binding protein [Bacteroides xylanolyticus]
 PPK79037.1 small GTP-binding protein [Bacteroides xylanolyticus]
Length=882

 Score = 278 bits (711),  Expect = 4e-79, Method: Compositional 
matrix adjust.
 Identities = 199/637 (31%), Positives = 314/637 (49%), Gaps = 



37/637 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E +LYASG I +PG V+   T  DT  LE+ RGITI 
+  
Sbjct  1    
MKQLTIGILAHVDAGKTTLSEGILYASGKIGKPGRVDNKNTFLDTYELEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    K+ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  TR L+  L    
Sbjct  61   
AVFEMGDLKITLLDTPGHVDFSAEMERTLRVLDYAILVISGADGVQGHTRTLWRLLSMYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ   D   ++  V+ +L    I     SL+       +TD   +D 
+  
Sbjct  121  IPVFLFINKMDQPAADQDRLMSEVKKQLHDSCI---DFSLN-------DTD-
GFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ ++++Y+    +S +K+    ++ ++  ++FP ++GSA K  GI+ L+  ++     
Sbjct  170  CSESMMDEYLETGRVSGDKI----
RQGIKSRNVFPCFFGSALKLQGIEALLKGISDY--A  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +  +    L   +FK+   D G R  +L+L  G+L +++T+     E+ KI ++RI 
S  
Sbjct  224  LIREYPHELGAKIFKITRDDQGNRLTHLKLTGGSLSVKNTLTNGVWEE-
KINQIRIYSGE  282

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
            +    +   PG I  +      R  + LG           E P+  P+L   IA      
Sbjct  283  KYEAVNEVSPGCICAVTGLTQTRPGEGLGFEAAY------
ESPVLEPVLSYQIALPEGCD  336

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
              ++L  L QL + +P L    D    EI    +G +Q+E++  L+SE++ +E       
Sbjct  337  
PRQMLPKLRQLEEEEPELHIVWDEHVQEIQAQIMGEIQIEILKTLISERFGVEVSFDTGR  396

Query  418  VIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            ++Y   +E P++   H       P   +A + L + P   GSG+++    S   L 
+++Q
Sbjct  397  IVYKESIENPVEGVGH-----
FEPLRHYAEVHLLLEPGEQGSGMEFCLACSEDLLAKNYQ  451



Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V   +     +G L G  +TD +I    G  +   +   DFR      + Q 
LKE+ +
Sbjct  452  
KLVLTHLEEKSHKGVLTGSAITDMRITLVSGKAHQKHTEGGDFREATYRAVRQGLKEAQS  511

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  F L  P+  + RA  D  K   T E         V TG  P   ++ Y
+ ++
Sbjct  512  
VLLEPYYGFTLELPENLVGRAMTDIEKMSGTCEITHTDGATAVLTGSAPVFTMRNYQKEV  571

Query  594  AFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            + Y+ G       LKGY+     + VI+    NS  D
Sbjct  572  SAYSRGMGRLFCTLKGYEPCHNPEAVIRESGYNSETD  608

>WP_065547771.1 MULTISPECIES: GTP-binding protein 
[Lachnoclostridium]
 ANU45366.1 translation elongation factor G [Lachnoclostridium sp. 
YL32]
 OXE63351.1 translation elongation factor G [[Clostridium] 
clostridioforme]
Length=938

 Score = 279 bits (713),  Expect = 5e-79, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 310/627 (49%), Gaps = 
47/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEALLYLAGTIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D +  ++ ++ +L    +         E  +E +           
Sbjct  134  IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCV--
DFAGAGTEEFMEHSAMC--------  183

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238



             ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+D +    
L 
Sbjct  184  -DEKLLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLDGIRRWALM  238

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKIT  292
                ++  A     V+K+   D G R  +L++  G L+++ TV+    EK       
K+ 
Sbjct  239  PEYPQEFEA----
KVYKISRDDQGNRLTHLKITGGRLKVKGTVSGGNTEKPSEAWQEKVN  294

Query  293  EMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            ++R+ S         A  G I  +       P   +      G+ + LP         
P+
Sbjct  295  QIRVYSGDRYEAVPEAEAGTICAVSGLTRTYPGQGL----
GAGEDSMLPVLE------PV  344

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +          +L    QL + DPLLR   +    EI +  +G VQ+EV+ 
+L+ E
Sbjct  345  
LNYQVKLPEGCDGAVMLPKFRQLEEEDPLLRVVWNEELKEISMQLMGEVQIEVLKSLIEE  404

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +       +++Y E    A     H E  P   +A + L + P   GSG+Q+E
+R S
Sbjct  405  RFGVRAEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFEARCS  462

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L++++Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      
L
Sbjct  463  
EDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQATYRAL  522

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + V TG+ 
P  
Sbjct  523  
RQGLMEAACILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIKENRQGQAVLTGQAPVA  582

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++ Y++++  YT G+      LKGY+
Sbjct  583  SMRGYQSEVMSYTRGQGRLACTLKGYE  609

>WP_009656098.1 elongation factor G [Selenomonas sp. FOBRC6]
 EJO22723.1 translation elongation factor G [Selenomonas sp. FOBRC6]



Length=692

 Score = 274 bits (700),  Expect = 5e-79, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 322/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMKMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D+L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYREKLVEACAEADDELMEKYLGGEEVTEEEIRRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE  S      
A  
Sbjct  249  
IACEMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDTAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D ++       E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDESKPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-
QSGGHGQYGHCWLELIPQDAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
RQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674

>CBL41369.1 small GTP-binding protein domain [butyrate-producing 
bacterium 
SS3/4]
Length=967

 Score = 279 bits (714),  Expect = 5e-79, Method: Compositional 
matrix adjust.
 Identities = 189/617 (31%), Positives = 307/617 (50%), Gaps = 
27/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTT++E++LY +G + + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKRFVIGILAHVDAGKTTMSEAILYETGKLKKMGRVDNRDAFLDTFALERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+L++S  DGVQ  T  L+  L



++  
Sbjct  61   
AVFPLGDTFVTLLDTPGHVDFSAEMERTLQVLDYAVLIVSGADGVQGHTETLWRLLKRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D ++V+ S++++L   I+    VS + EI+    T  E  + 
+  
Sbjct  121  IPVFLFVNKMDQKGTDQEAVLASLKERLDHGIVDFSGVSGNCEIL---
GTSDETAEEIAT  177

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE Y+A   +    +    +  +QD  LFP ++GSA K  G++  + ++ G 
F  
Sbjct  178  CDEALLEAYLADGSLKTADV----RNAIQDRKLFPCFFGSALKLTGVREFLTSL-
GEFAS  232

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +      VFK+   + G R  +L++  GTL++RD+++    EK+    +   
SK 
Sbjct  233  CPDY-
TKDFGAKVFKISRDETGVRMTHLKITGGTLKIRDSLSPDSEEKINQIRLYSGSKF  291

Query  301  EIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT----A  355
            E+++   A PG +V +   S  +   V G  +        +  LP+L   +  +      
Sbjct  292  EMLK--EAEPGMVVAVTGISDTKPGQVFGSAS--------
DSVLPLLEPVLTYRILLPFG  341

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L  +  L + DP L    +    EI    +G VQ+E++ + + E++ +E    
E
Sbjct  342  
TDSHTMLRHMRMLEEEDPQLHIVWNEALGEIQAQVMGDVQMEILKSQVQERFGVEIGFGE  401

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             +++Y E   K      H E  P   +A + L + P   GSG+ +E+  S   L++
++Q 
Sbjct  402  GNIVYKETIAKTVEGVGHFE--
PLRHYAEVHLLMEPGEPGSGLVFEADCSEDMLDKNWQR  459

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +     QG+  G  +TD KI    G  +   +   DFR      + Q L E
+G  
Sbjct  460  
LILTHLEEKRFQGILTGSEITDMKITLIAGRAHQKHTEGGDFRQATYRAVRQGLCEAGCV  519

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            LLEPY +F L  P E L RA  D  +      + +      + TG  P   ++ Y+ 
D+ 
Sbjct  520  
LLEPYYAFRLEVPSENLGRAMADLDRMQGEFSSPEQDGSMALLTGNAPVSTMRNYQRDVI  579

Query  595  FYTNGRSVCLTELKGYQ  611
             YT GR      L GY+
Sbjct  580  SYTKGRGRLTLSLSGYE  596

>WP_044916722.1 GTP-binding protein [Oribacterium sp. FC2011]
Length=897

 Score = 278 bits (711),  Expect = 5e-79, Method: Compositional 
matrix adjust.
 Identities = 197/637 (31%), Positives = 315/637 (49%), Gaps = 
39/637 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+ES+L+ +G I   G V+ G    DT  +E++RGITI 
+ + 
Sbjct  7    
KHLVIGILAHVDAGKTTLSESILFETGKIRNLGRVDNGNAYLDTDHMEKERGITIFSKMA  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F      V+++DTPGH+DF AE+ ++L+VLD AILV++  DGVQ  T  L+  L+
+  +
Sbjct  67   
TFDLQDIAVSLLDTPGHVDFSAEMEKTLSVLDYAILVVNGADGVQGHTETLWKLLQRYGV  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA---
DIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            P  IF+NK+DQ G D  ++++ ++    A   D       S+S E  L+EN        
+
Sbjct  127  PVFIFVNKMDQPGTDKDNLLEDLKKHFGAAAVDFTEAGKYSMSEE--
LKEN--------I  176

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D+++EKY+    +  + +    +  + D  LFPVY+GSA K  G++  ++ +    
Sbjct  177  AMCDDRIMEKYLEKGELDPKDV----
RNLIWDRKLFPVYFGSALKNFGVKEFLEGIHTFT  232

Query  239  Q-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            + P+     + L G VFK+   D  +R  Y+++  G +++RD + L G    K++E
+RI 
Sbjct  233  EIPM---YPSVLGGKVFKIAKDDSDRRLTYIKITGGEIKVRDEL-LPGE---
KVSEIRIY  285

Query  298  SKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDP--
LPMLRTTIAPKT  354



            S  + V  DTA  G +  +L    ++  D +G     P+ +   DP   P+L   +    
Sbjct  286  SGEKYVNADTAEAGMVCTLLGISGLKTGDSVGCE---PKGK---
DPSLKPVLDYKVESPD  339

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E L   L  LAD  P L    D    EI +  +G VQ+E++  ++ E+  +E    
Sbjct  340  VDDLE-
LYRKLDTLADEFPELHISWDKNLKEIHVHLMGEVQIEIIKRVVKERLGVELQFG  398

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E  ++Y+E    A     H E  P   +A   + + PL  GSG+++ S      L  
++Q
Sbjct  399  ESRILYLETIDDAVEGVGHFE--
PLRHYAEAHILIEPLPRGSGLKFRSDCKTDDLAINWQ  456

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V   +R     G L G  VTD +     G  +   +   DFR      + Q L 
++  
Sbjct  457  
RLVLTHLREKEHVGVLTGSPVTDIRFTLVAGKAHLKHTEGGDFREATYRAVRQGLMKAVN  516

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY +F L  PQEY+ RA  D        +  ++  +    TG  P   ++ Y  
++
Sbjct  517  
VLLEPYYAFTLELPQEYVGRAMTDLSNMNGHFDPPEINGETSTITGTAPVSAMRDYHKEV  576

Query  594  AFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLD  629
              YT GR        GY +    + VI+ R  N   D
Sbjct  577  MVYTKGRGHIFLRFSGYDRCHNAEEVIEKRGYNPEED  613

>WP_045313550.1 GTP-binding protein [Lechevalieria aerocolonigenes]
Length=529

 Score = 269 bits (688),  Expect = 5e-79, Method: Compositional 
matrix adjust.
 Identities = 204/617 (33%), Positives = 294/617 (48%), Gaps = 
92/617 (15%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTAGVIDALGSVDAGNTQTDSLALERQRGITIKSAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L  ALR



++ I
Sbjct  63   
SFTVGDVAVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRALRRLGI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P V+F+NK+D+ G D + V + V +KL  D  +    +++   V E    +    
AV   
Sbjct  123  
PAVVFVNKMDRRGADGERVAREVAEKLETDAPVYFGSAITGAGVAELVAGVTTSLAVTVA  182

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
             D          P+S               ++F V  G+A + + +  L           
Sbjct  183  ADG---------PLS--------------
GTVFKVERGAAGEKIALVRLF----------  209

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                 A    +  +V   D   +   + ++ G   +R  VA AG                
Sbjct  210  -----
AGTVRTRDRVRIGDSEGKVTSIAVFEGASAVRRNVARAG----------------  248

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI-
APKTAAQRER  360
                      +I  L    VR+ D +G      R+R      P L T + +P  AA    
Sbjct  249  ----------QIAKLWGLDVRIGDAIGAAR---
RERVHHFSPPTLETVVESPDRAA----  291

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL QL++ DPL+   +D    +I++S  G VQ EV+ A L+ +Y +    +E  
+I 
Sbjct  292  LHAALQQLSEQDPLINLRLDG--
DDIVVSLYGEVQREVIEATLALEYGVAVTFRETRMIR  349

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +ER L+     +   +  NP+ A+IG  V P       ++   V LG L  +F  
AV + 
Sbjct  350  VER-LRGVGEAVRF-LGQNPYAATIGFRVQP----
GPEEFRLEVELGSLPLAFFRAVEET  403

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +R  L        + DC +   +  Y SPVS   DFR LAPIVL +A++ +GT   
EP  
Sbjct  404  VRDTLRAD----
RIRDCTVTMTHSGYSSPVSVAGDFRGLAPIVLREAVRRAGTSTCEPVH  459

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F L  P + LS       K  A   T        V  G+IPA  +   +  L   
T G 



Sbjct  460  RFRLEIPGDALSAVLVALGKVGAVPLTTTA----
TVLEGQIPAARVHELQRRLPSLTRGE  515

Query  601  SVCLTELKGYQAAVGQP  617
             V  +E   Y    G+P
Sbjct  516  GVLESEFDHY----GEP  528

>WP_029421883.1 elongation factor G [Alicyclobacillus 
macrosporangiidus]
Length=691

 Score = 274 bits (700),  Expect = 5e-79, Method: Compositional 
matrix adjust.
 Identities = 198/669 (30%), Positives = 311/669 (46%), Gaps = 
62/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFDAKGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D    VQ +RD+L A  +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFLGCVQQMRDRLGAKAVPIQLPIGAEDTFVGMVDLVEMAAIIYTD  188

Query  157  ---TVSLSPEI-----
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S   EI      L E    E  +A  E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTRSEKTEIPADMKELVEKYRTELIEAAAEVDEELMMKYLEGEEITVEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ------
GSAALC  250
                LFPV  GS+ +  G+QP++DAV               + P GE+            
Sbjct  249  
CTVQLFPVLCGSSYRNKGVQPMLDAVVDYLPSPVDVPPIKGWTPDGEEVERRSSDDEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSGTL     V       RE++ +I +M    + EI   
D



Sbjct  309  
ALAFKIMSDPFVGKLSYFRVYSGTLASGSYVLNSTKGKRERIGRIVQMHANHREEI---D  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      E P P++  ++ PK+ A +++L  
AL
Sbjct  366  
MVYAGDIAAAVGLKDTTTGDTLCDEKHVVVLESMEFPDPVINISVEPKSKADQDKLALAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            ++LA+ DP  R   D  T + I++ +G + LE+V   L  ++K+E    +P V Y 
E   
Sbjct  426  
SKLAEEDPTFRTWTDQETGQTIIAGMGELHLEIVVDRLRREFKVECNTGKPQVAYKETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +          +      +  + + + PL  G+G Q+E+++  G + + +  AV 
+GIR 
Sbjct  486  
QRVEQEGKFIRQSGGRGQYGHVKIILEPLERGAGYQFENKIVGGVVPKEYIPAVDEGIRE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F+    + L+Q   ++G  LLEP 
+  
Sbjct  546  
AMLSGVLAGYPMIDVKATLFDGSYHEVDSSEMAFKIAGSMALKQGAAKAGPVLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+E++     D       IE    + +  V  G +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEFMGDVMGDINSRRGRIEGMDQRANARVIRGYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  666  FSMEFHSYE  674

>WP_037358720.1 elongation factor G [Selenomonas sp. oral taxon 892]
Length=692

 Score = 274 bits (700),  Expect = 5e-79, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 319/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V+  +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVINMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYREKLIEACAEADDDLMEKYLGGEEVTEEEIRRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE  S      
A  
Sbjct  249  
IACQMTPVTCGTSYRNKGVQPLLDAIVAYMPAPTDIPPIAGVNPDTGEADSRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  A   G+E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPYVGKLAFFRVYSGVLNSGSYVYNATKDGKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D ++       E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDESKPIILESMEFPDPVISVAVEPATKNDQEKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDGETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481



             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-
QSGGHGQYGHCWLELVPQDAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
RQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674

>OMG45220.1 translation elongation factor G, partial [Paenibacillus 
macerans]
Length=623

 Score = 272 bits (695),  Expect = 5e-79, Method: Compositional 
matrix adjust.
 Identities = 185/629 (29%), Positives = 305/629 (48%), Gaps = 
52/629 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WQGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            +F+NK+D+ G + +  V ++ D+L A+    Q               I A +AV 
ENND 
Sbjct  132  VFVNKMDKLGANFEYSVSTLHDRLQANAAPIQ-------------
LPIGAEEAVAENNDD  178



Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------  238
            L+EKY+  E IS ++L    ++   D   +PV  G+A K  G+Q +++AV          
Sbjct  179  
LMEKYLGDEEISVDELKDAIRQATTDVEFYPVLCGTAFKNKGVQLMLNAVIDYLPSPLDV  238

Query  239  QP-IGEQG-------------
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
            +P IG +              SA      FKV       +  + R+YSGTL     
V  +
Sbjct  239  
KPIIGHRANNPDEEVVAKPDDSAEFAALAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNS  298

Query  285  GREKL----
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR---  337
             ++K     ++ +M   S+ EI   DT Y GEI      +V L +     T    K    
Sbjct  299  SKDKRERVGRLLQMHANSRQEI---DTVYSGEIAA----
AVGLKETGTGDTLCGEKNDII  351

Query  338  --
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
                E P P++  ++ PK+ A ++++  AL +L + DP      D  T ++I+  
+G + 
Sbjct  352  
LESMEFPEPVIHLSVEPKSKADQDKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELH  411

Query  396  LEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLS  453
            L+++   + +++ +E  V  P V Y E   + A        +      +  + +  
TP  
Sbjct  412  
LDILVDRMKKEFNVECNVGAPMVSYRETFKQPAQVQGKFSRQSGGRGQYGDVHIEFTPNE  471

Query  454  LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVST  512
             G G ++E+ +  G + + +  +V  G++  +E G L G+ + D K     G Y+   
S+
Sbjct  472  
TGGGFEFENAIVGGVVPREYIPSVEQGLKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSS  531

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
               F+  A + L++A K+    +LEP +   +  P+EY+     D       ++  
+ + 
Sbjct  532  
EMAFKIAASLALKEAAKKCDPVILEPMMKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRG  591

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            +  V    +P   +  Y T L   T GR 
Sbjct  592  NAQVVNAYVPLSEMFGYATSLRSNTQGRG  620

>CBL25338.1 small GTP-binding protein domain [Ruminococcus torques 
L2-14]



Length=923

 Score = 278 bits (712),  Expect = 6e-79, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 314/627 (50%), Gaps = 
30/627 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + INIGI+AHVDAGKTTL+ES+LY +GAI + G V+      DT  +ER+RGITI 
+   
Sbjct  17   
RYINIGIVAHVDAGKTTLSESMLYHAGAIRKLGRVDHKDAFLDTDQMERERGITIFSKQA  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    + ++DTPGH+DF AE+ R L VLD A+LV+S  DGVQ  T+ L+  L+
+ +I
Sbjct  77   
VFRWKDRTITLLDTPGHVDFSAEMERVLQVLDCAVLVVSGADGVQGHTQTLWKLLKRYHI  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI-----IIKQTVSLSPEIVL--
EENTDIEA  174
            PT +F+NK+DQ G D + +++ +R +   ++     I+ ++  L  ++ L  +E    
E 
Sbjct  137  
PTFLFVNKMDQEGTDGEKLLKELRKRFGENVVPFVDIMTESDCLGGKVFLHAKEGAVEEV  196

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + +    D ++E+Y+    IS +K+    Q+ V D  +FP Y+GSA    G++ L
+D  
Sbjct  197  LEELAVCEDDMMEEYLEEGRISLDKV----
QKAVADRQVFPCYFGSALHSQGVEELLD--  250

Query  235  TGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
             GL   I ++   A  G+ V+K+   + G R  YL++  G L+++D V        
KI +
Sbjct  251  -GLDLYIKDKTYPAEFGAKVYKIARDNQGNRLTYLKVTGGRLKVKDVVEGLNE---
KINQ  306

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +RI S  +         G +  +   ++ R    +G  + + LP         P+L   
I
Sbjct  307  IRIYSGEKFEAVQEVEAGRVCAVTGLENTRPGQGIGAEEESDLPVLE------
PVLTYQI  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     ++L  L  L + +P L    +  T EI +  +G VQ+E++  ++ E+
+ + 
Sbjct  361  



LLPDDCDVHKMLLNLKILEEEEPELHIVWEEQTSEIHVQLMGDVQIEILQRMIKERFGVL  420

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E S++Y E          H E  P   +A + L + P   GSG+Q+ +  S   
L+
Sbjct  421  VEFGEGSIVYKETITAPVEGVGHFE--
PLRHYAEVHLRLEPGERGSGMQFAAECSEDILD  478

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +     +G L G  +TD KI    G  +   +   DFR      + 
Q LK
Sbjct  479  
RNWQRLVLTHLEEKEHKGVLTGSPITDMKITLTSGRAHQKHTEGGDFRQATYRAVRQGLK  538

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEPY  F +  P E + RA  D         T  ++++  V TG  P   
++ Y
Sbjct  539  
KADSILLEPYYEFRMELPSENVGRAMTDIQNMSGKFGTPMIEEETTVLTGSAPVSLMRGY  598

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            + +   YT G       LKGY     Q
Sbjct  599  QKEFTAYTGGCGRMAVSLKGYDICHNQ  625

>WP_049675302.1 elongation factor G [Desulfocarbo indianensis]
 KMY67447.1 elongation factor G [Desulfocarbo indianensis]
Length=682

 Score = 273 bits (699),  Expect = 6e-79, Method: Compositional 
matrix adjust.
 Identities = 199/676 (29%), Positives = 316/676 (47%), Gaps = 
77/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N G++AH+DAGKTT TE +L+ +G   + G V  GT   D M  E++RGITI 
+A T
Sbjct  9    
KMRNFGVVAHIDAGKTTFTERVLFYTGRTHKIGEVHDGTAVMDWMEEEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    +NI+DTPGH+DF  EV RSL VLDG + V  A  GV+ Q+  ++H   
+  +
Sbjct  69   
TCQWANHILNIIDTPGHVDFTIEVERSLRVLDGVVAVFCAVGGVEPQSETVWHQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D ++V+Q +RDKL A                   D+I  + +



+ S 
Sbjct  129  
PKIAFINKMDRVGADFEAVLQQMRDKLGARPLPVCIPWGAEDRFEGVLDLINGRYLTWSQ  188

Query  163  EIVLEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREE  204
            E   ++  ++ A D                  AV E +D ++EKY+  EP+  ++L    
Sbjct  189  E---
DQGVEMRARDIPEEMREAYEAGRERLLEAVSETDDAIMEKYLGEEPVDAKELNLAV  245

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGSAA---  248
            ++   +  L PV+ GSA +  G+QP++D              V G+    GE    
A   
Sbjct  246  
RKACCELKLVPVFAGSALRNKGVQPVLDGVCNFLPSPLDVPPVVGVHPESGEPVERAARE  305

Query  249  ---LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVR  304
               L   VFKV+  D G++ VY R+YSGT++    V  +   +  K+  +      
+  R
Sbjct  306  RDPLAALVFKVQM-
DQGRKLVYARVYSGTIKSGAEVYNVTKNQNEKVARLLRMHANKRER  364

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL----
PMLRTTIAPKTAAQRER  360
             + A  GEIV +       N   GD      K    DP+    P++   + PKT   
+++
Sbjct  365  LEEATAGEIVGIMGLK---
NSSTGDTLATRDKPLLLDPMQFYEPVISVAVEPKTVGDQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L +LAD DP  R  VD  T + ++S +G + LEV+   +  +Y L+  V  P 
V+Y
Sbjct  422  
LALTLDKLADEDPTFRVRVDEDTGQTVISGMGELHLEVLVHRIKREYNLDVNVGRPQVVY  481

Query  421  MERPLKAA--SHTIHIEVPPNPFWASIGLSVTPLSLGSG----
VQYESRVSLGYLNQSFQ  474
             E   K A  S T   E+  +    ++ L V+P   G G    ++        +L+   
+
Sbjct  482  
RETVTKTAKVSETFDRELGGDRQVGAVTLEVSPNPRGEGNAIVIKAPEDQVPAHLHPVLR  541

Query  475  
NAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             A  +    G+   + G+ V D K+    G Y    ST   FR    + L++AL E
+   
Sbjct  542  QAAEESFTSGV---
VLGYPVLDAKVTVAGGAYVQGTSTELGFRLALSMALKRALSEAEPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            LLEP +   +  P+E++     D      ++E  + K    +    +P   +  Y 
T L 
Sbjct  599  
LLEPIMKVEVVVPEEFMGEIIGDLNARGGSVEGVEPKGGTNIVKARVPLAAMFGYSTALR  658

Query  595  FYTNGRSVCLTELKGY  610
              + GR++       Y
Sbjct  659  SASQGRAIFTMHFSHY  674

>WP_013382676.1 MULTISPECIES: GTP-binding protein [Clostridiales]
 ADO39371.1 hypothetical protein ELI_4437 [Eubacterium limosum 
KIST612]
 OEZ04540.1 tetracycline resistance protein TetO [[Butyribacterium] 
methylotrophicum]
 SHM34190.1 small GTP-binding protein domain-containing protein 
[Eubacterium 
callanderi]
Length=653

 Score = 273 bits (697),  Expect = 6e-79, Method: Compositional 
matrix adjust.
 Identities = 183/619 (30%), Positives = 307/619 (50%), Gaps = 
23/619 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK++ +GILAHVDAGKTT +E LLY + AI + G V+      D   +ER+RGITI 
+  
Sbjct  1    MKLV-
LGILAHVDAGKTTFSEQLLYHTCAIRKLGRVDHQDAFMDHHPIERERGITIFSDQ  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+       +VDTPGH+DF +E  R++ V+D A++V+S  +GVQ+ T  L+  
LR+  
Sbjct  60   
AVFEVGGDTCYLVDTPGHVDFSSETERAIQVMDVAVIVVSGVEGVQSHTETLWKLLRRYE  119

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            +PT+IFINK D+ G D+  V++ ++ K S D ++            EE   D    
+AV 
Sbjct  120  VPTLIFINKTDREGADIPGVIKELKTKCSLDCLMFTG-------
HYEEGLMDTTLAEAVA  172

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E N+ LLE Y+  E    E       +  + A +FPV+ GSA    GI   + A+T 
L  
Sbjct  173  ERNEALLEAYL-
DEGYKPEVWQSALGQMFKKAEVFPVFAGSALNDTGIDAFIKAMTMLLH  231

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----GRE-



KLKITEM  294
                       G V+K+ +   G R  ++++ +G L+++D V       GR  + K
+ E+
Sbjct  232  
DKESPAEEPFSGHVYKIRHDSAGSRLSFVKVTAGKLKVKDEVVTGKDSEGRPIRQKVNEI  291

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            RI S G       A PG++  +   D+ R  D +G+  +L    +    +P+L  +
+   
Sbjct  292  RIYSGGRYTTVPEAVPGDLCAVTGMDATRPGDGIGE--KLYHAGYA--
TVPLLTASVIYD  347

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L+A  +L D DP+L    +    E+ L  +G +QLEV+  ++ E++ 
LE   
Sbjct  348  
KGLNVRTVLEAFKELEDEDPMLEIVWNESLQEMQLHIMGAIQLEVLEEIVRERFGLEVRF  407

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  ++Y E      +   H E  P   +A + L + P + G+G+ ++S  S+  L
+ ++
Sbjct  408  GDCEILYKETIASPVTGYGHFE--
PLRHYAEVHLRLEPAAPGTGITFDSACSVDILDTNY  465

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN ++  +     +G L G  +TD +I    G  +   +   D R      + Q L
+++ 
Sbjct  466  
QNLIKTHVFEREHRGVLTGSPITDMRIVLVNGRAHLKHTEGGDLRQAVYRAIRQGLEQAE  525

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEP   F +  P E + R   D  K     E  ++ +D+ V +G  P   +  
Y  +
Sbjct  526  
SVLLEPVYRFEIEVPSEAMGRVMSDIQKMAGRFEAPELSEDQAVISGFCPVSTMMNYSQE  585

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  +T GR +      GY+
Sbjct  586  ILSFTKGRGMLRATFSGYE  604

>WP_071120016.1 GTP-binding protein [Romboutsia timonensis]
Length=664

 Score = 273 bits (698),  Expect = 6e-79, Method: Compositional 
matrix adjust.
 Identities = 172/632 (27%), Positives = 311/632 (49%), Gaps = 
25/632 (4%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT  E LLY + AI + G V+   T  D   +E+QRGITI +   
+F++
Sbjct  5    
IGILAHVDCGKTTFCEQLLYHTNAIRKRGRVDNKDTFLDNHDIEKQRGITIFSEQATFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  ++ RS++++D A+++ISA + VQ+ T+ +F  LRK N
+PT+ 
Sbjct  65   
NESNYYLIDTPGHIDFSPDMERSISIMDYAVIIISAIEKVQSHTKTVFRLLRKYNVPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            F+NKID+ G +L  V+  +++ L++D+I I   ++L  E +L E    +  + + E 
+D 
Sbjct  125  FVNKIDREGANLDEVISDIKNSLTSDVINISNNLNLDLENILNE----
DIIEFIAERDDY  180

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L E+Y+  E   ++  +   ++ V+++ ++P+ YGSA + +GI   +  +  L       
Sbjct  181  LFERYLE-
EDYDKDLWIDSIKKMVKESKIYPLMYGSALQDIGINEFIKRLDYLTHT-NYN  238

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIPSKGEI  302
                  G V+KV+Y D   R  Y++   G+++++D V  +    +  KI E+RI +  
+ 
Sbjct  239  
KEDDFIGKVYKVKYDDNKNRVTYIKALQGSIKVKDEVNYSQGNNVNEKINEIRIYNSNKY  298

Query  303  VRTDTAYPGEIVILPSDS-VRLNDVLGDPT----RLPRKRWRED--
PLPMLRTTIAPKTA  355
               +  Y GE+  +   S  ++ D +  P      L + + + +   +P L++ +    
+
Sbjct  299  
TSVNEVYAGEVFAVCGLSEAKIGDFVLSPNIPKVNLDKLKVKNNLEMVPTLKSKVIFDNS  358

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L     L + +P L    D    EI +  +G++QLE++ A++  ++ ++     
Sbjct  359  
LNIREVLGDFNILNNEEPALNVVWDETLKEIHIHAMGKIQLEILKAIVKNRFNIDVEFGP  418

Query  416  PSVIYMERPLKAASHTI---
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              ++Y E      S TI   H E  P   +A + L +TP    SG+ ++S   +  
L   
Sbjct  419  CEILYKE---TIESETIGYGHFE--
PLGHYAEVHLRITPSDRNSGISFDSTAHVDDLILG  473



Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             QN V+  I     +G+  G+ +TD  I    G  ++  ++  DFR      L Q 
L+ +
Sbjct  474  
HQNLVKTHIFEKNHKGILGGYPLTDVNITLLTGRAHNKHTSGGDFREATFRALRQGLENT  533

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEPY  F +    +Y+ R   D  K     E   + ++  +  G  P      
Y  
Sbjct  534  
KNILLEPYYKFSIEIDIDYVGRVMSDISKMSGEFEPPIINENLAIVNGRGPVATFMDYSL  593

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            ++  ++ G         GY        +  +R
Sbjct  594  EIVSFSKGTGSISYIFDGYDICHNTEYVLEKR  625

>OJV65739.1 translation elongation factor G [Clostridiales bacterium 
38-18]
Length=688

 Score = 273 bits (699),  Expect = 6e-79, Method: Compositional 
matrix adjust.
 Identities = 192/667 (29%), Positives = 311/667 (47%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGGATMDWMEQEQERGITITSAATTCV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKGKRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSEAVWRQANKYGVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----------------  167
             F+NK+D  G D   VV+ ++D+L A+ +  Q + +  E   +                 
Sbjct  132  AFVNKMDITGADFFRVVKMMKDRLKANAVPVQ-
LPIGSEDKFQGIIDLLGMKAYFYRDDL  190

Query  168  ----ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E TDI A              +++ E+++ L+EKY+ GE +S E+L    ++   
D
Sbjct  191  
GENIEETDIPADMVELCEEYRHNMMESIAESDEALMEKYLEGEELSVEELKVALRKATID  250



Query  211  ASLFPVYYGSAKKGLGIQPLMDAV---------TGLFQPIGEQGSAA---------
LCGS  252
              + PV  GSA K  G+Q ++DAV             Q + E G+               
Sbjct  251  
NVIVPVLCGSAYKNKGVQKMLDAVLDYMPAPTDVAAIQGVDEDGNEVARPASDELPFSSL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGTL     V  + ++K     +I +M    + E+   
D  
Sbjct  311  
AFKIMTDPYVGKLTFFRVYSGTLDSGSYVHNSTKDKKERVGRILQMHANKREEL---DKV  367

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L DP  +      E P P++R  I PKT A +E++  
AL +
Sbjct  368  
YSGDIAAAVGLKYTTTGDTLCDPDHIIVLESMEFPEPVIRVAIEPKTRAGQEKMGIALQK  427

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  R   D  T ++I++ +G + LE++   L  ++K+E  +  P V Y E   
K 
Sbjct  428  
LAEEDPTFRTYTDEETGQVIIAGMGELHLEIIVDRLLREFKVEANIGAPQVAYKETITKP  487

Query  428  A--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                +    +      +  + +   P   G G  +ES V+ G + + + NA+ DG+
+  L
Sbjct  488  
VDIDYKYSKQSGGRGQYGHVKIKFAPNESGKGYAFESSVTGGTVPREYWNAIDDGVQGAL  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D       G Y+   S    F+  A + L++A+++    LLEP++   
+
Sbjct  548  
KAGILGGFEVVDVTANLYDGSYHEVDSNEMAFKLAASMALKEAMRKGDAVLLEPFMKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY      D       +E  ++     +    +P   +  Y TDL   + GR    
Sbjct  608  
TVPEEYFGDVMGDINSRRGKLEGMEMVHGAQIIKAHVPLAEMFGYATDLRSSSQGRGTYT  667

Query  605  TELKGYQ  611
                 Y+
Sbjct  668  MLFSHYE  674

>KKR33664.1 Elongation factor G [Candidatus Gottesmanbacteria 



bacterium GW2011_GWC2_39_8]
 KKR88522.1 Elongation factor G [Candidatus Gottesmanbacteria 
bacterium GW2011_GWA2_41_12]
Length=701

 Score = 274 bits (700),  Expect = 7e-79, Method: Compositional 
matrix adjust.
 Identities = 200/673 (30%), Positives = 324/673 (48%), Gaps = 
67/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  ER+RGITI 
AA T
Sbjct  17   
KIRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMPQERERGITITAAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   
K N+
Sbjct  77   
TTFWNGVRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYNV  136

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P V FINK+D+ G + +  V  ++D+L A+ II  T  +  E   +   D+    +
+I  
Sbjct  137  PRVCFINKMDKLGANFERTVAMIKDRLGANPII-
MTYPIGKEQTFKGVVDVLNRKSIIWG  195

Query  180  ----------------------------------
ENNDKLLEKYIAGEPISREKLVREEQ  205
                                              E +DKLLEKY+ GE  + E+L    
+
Sbjct  196  
GEELGARFDVTDGVPEDLKKTIEEYRHKLVEQIAETDDKLLEKYLNGEEPTIEELKAALR  255

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQG------S  246
            R V    L P+Y G++ +  G+QPL+D             +V G+    GE+        
Sbjct  256  
RAVIGYKLVPIYSGTSLRNKGVQPLLDGVVDYLPSPIDIASVAGINPRTGEKEERDHRPE  315

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +      FK++      +  ++R+YSGTL+       + ++K     ++  M   +
+ EI
Sbjct  316  
SPFAALAFKIQLDPHVGKLTFIRVYSGTLKSGSYCWNSSKDKQERIGRLLLMHANNREEI  375

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D AY GEIV ++        D L D T+         P P++   I PKT A 



+E++
Sbjct  376  ---
DEAYAGEIVAVVGFKETVTGDTLSDQTKPIVLEQITFPEPVISLAIEPKTKADQEKM  432

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP    + +  T + I+  +G + LEV+   +  ++K++  V  P 
V Y 
Sbjct  433  
GMALQKLAEEDPTFVVKSNQETGQTIIWGMGELHLEVLVDRMKREFKVDVSVGAPQVAYK  492

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  + L         +   +  +    L V P S G G +Y   +  G +   F  
+V+ 
Sbjct  493  
ETIKTLAEGEGKFIRQTGGHGQYGHCFLRVEPKSRGEGYEYVDAIKGGAIPNEFIPSVQK  552

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +++G L G+ V D K+    G Y+   S+   F+    +  + A+K +G  
LLEP
Sbjct  553  
GVKEAMDKGVLAGYPVVDIKVTLYDGTYHDVDSSDMAFKIAGSMAFQAAVKNAGLTLLEP  612

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P E++     D     A I   + +    V    +P   +  Y T +   
+ 
Sbjct  613  
IMKVEVTTPDEFMGSIIGDLASKRAQILGTEKRGLTTVILAMVPLAELSGYATTIRSLSQ  672

Query  599  GRSVCLTELKGYQ  611
            GR+    E   Y+
Sbjct  673  GRAAYYMEPSHYE  685

>WP_074663369.1 GTP-binding protein [[Clostridium] clostridioforme]
 SET96190.1 small GTP-binding protein domain-containing protein 
[[Clostridium] 
clostridioforme]
 SEW39640.1 small GTP-binding protein domain-containing protein 
[[Clostridium] 
clostridioforme]
Length=938

 Score = 278 bits (712),  Expect = 7e-79, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 309/627 (49%), Gaps = 
47/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G I + G V+      DT  LER RGITI 



+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEALLYLAGTIRKMGRVDNRDASLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D +  ++ ++ +L    +    V              E  +    
Sbjct  134  IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCVDFAGVGTE-----------
EFMEHAAM  182

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+D +    
L 
Sbjct  183  CDEKLLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLDGIRRWALM  238

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKIT  292
                ++  A     V+K+   D G R  +L++  G L+++ TV+    EK       
K+ 
Sbjct  239  PEYPQEFEA----
KVYKISRDDQGNRLTHLKVTGGRLKVKGTVSGGNTEKPSEAWQEKVN  294

Query  293  EMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            ++R+ S         A  G I  +       P   +      G+ + LP         
P+
Sbjct  295  QIRVYSGERYEAVPEAEAGTICAVSGLTRTYPGQGL----
GAGEDSMLPVLE------PV  344

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +          +L    QL + DPLLR   +    EI +  +G VQ+EV+ 
+L+ E
Sbjct  345  
LSYQVKLPEGCDGAVMLPKFRQLEEEDPLLRVVWNEELKEISMQLMGEVQIEVLKSLIEE  404

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +       +++Y E    A     H E  P   +A + L + P   GSG+Q+E
+R S
Sbjct  405  RFGVRAEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFEARCS  462

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524



               L++++Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      
L
Sbjct  463  
EDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQATYRAL  522

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + V TG+ 
P  
Sbjct  523  
RQGLMEAACILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLTGQAPVA  582

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++ Y++++  YT G+      LKGY+
Sbjct  583  SMRGYQSEVMSYTRGQGRLACTLKGYE  609

>AEA35223.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
Length=170

 Score = 256 bits (655),  Expect = 7e-79, Method: Compositional 
matrix adjust.
 Identities = 122/170 (72%), Positives = 144/170 (85%), Gaps = 0/170 
(0%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM LERQRGITIQ 
AVTSFQW
Sbjct  1    
LGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAVTSFQW  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IP + 
Sbjct  61   
EDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPAIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
            FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
Sbjct  121  FINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQW  170

>AEA35218.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
 AEA35219.1 tetracycline resistance protein class O, partial 
[uncultured 
bacterium]
Length=170



 Score = 256 bits (655),  Expect = 7e-79, Method: Compositional 
matrix adjust.
 Identities = 122/170 (72%), Positives = 144/170 (85%), Gaps = 0/170 
(0%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM LERQRGITIQ AV 
SFQW
Sbjct  1    
LGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAVASFQW  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M 
IPT+ 
Sbjct  61   
EDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIF  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
            FINKIDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D+E W
Sbjct  121  FINKIDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDDMEQW  170

>WP_047986014.1 GTP-binding protein [Ornithinibacillus 
californiensis]
Length=647

 Score = 272 bits (696),  Expect = 8e-79, Method: Compositional 
matrix adjust.
 Identities = 185/607 (30%), Positives = 304/607 (50%), Gaps = 
25/607 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + AI + G V+      D+  +E+QRGIT+ A    
FQ+
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTKAIKQRGRVDHQNAFLDSHEIEKQRGITVFADQAIFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++ L+K +
+PT  
Sbjct  65   
KDSTYYLIDTPGHVDFSPEMERAIRVMDYAIILISAVEGIEGHTETVWNLLQKHHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + + V+  + D  + DI+     S+S E ++E          V E 
+++L
Sbjct  125  FINKIDRTGANPEKVIDDIHDNFTGDILDVTNTSMSNEGIIE---------
FVAERDEEL  175



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+     + E  + + Q  +++  +FP   GSA +  GI+  ++    LF       
Sbjct  176  LEYYME-YGYNEELWLSKMQELIKNRKIFPSNSGSALQDAGIKEFLEYFN-
LFTNTDYNP  233

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKLKITEMR--
IPSKG  300
              A  G V+K+++ + G R   +++ SGTL+ R+ V       R   K++++R     
K 
Sbjct  234  
DKAFSGRVYKIKFDEAGTRFTVIKILSGTLKTREMVDYGNSDYRFSDKVSQIRRYNGDKF  293

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EIVR  +A  GEIV +   S   N  +GD       R   D +P LR+ +  +     
+ 
Sbjct  294  EIVREVSA--GEIVAITGLS---
NATVGDGVGALTDRINYDMVPTLRSKVVFEPYINVKD  348

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
             L   T L   DP L+   +    +I +  +G +QLEV+  ++ +++ L+   + P 
+IY
Sbjct  349  
ALRYFTMLNLEDPSLQVIWEEKLQQIHIHVMGTIQLEVLEQVVFDRFGLKIAFERPEIIY  408

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + L + P+   SG+++ES      L+   QN 
VR  
Sbjct  409  KETVESEVIGYGHFE--
PLRHYAEVHLKIEPILRNSGIEFESNCHTDDLSVGMQNLVRQH  466

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      GL  G  +TD KI    G  ++  +   DFR  +   L Q L+++   
LLEPY
Sbjct  467  
IFEREHHGLLTGSGLTDVKITLLTGRAHNEHTHGGDFREASFRALRQGLEKAKNVLLEPY  526

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    + + R   D        +    + ++ + TG++P      Y + LA 
+T G
Sbjct  527  
YRFKIRVAIDQMGRVLSDVQAAHGQFDAPVTEGEKAIITGKVPVVTFMEYSSTLASFTKG  586

Query  600  R-SVCLT  605
            + S+ LT
Sbjct  587  KGSISLT  593

>WP_069126086.1 elongation factor G [Candidatus Thiodiazotropha 



endolucinida]
 ODJ87062.1 elongation factor G [Candidatus Thiodiazotropha 
endolucinida]
Length=690

 Score = 273 bits (699),  Expect = 8e-79, Method: Compositional 
matrix adjust.
 Identities = 204/672 (30%), Positives = 319/672 (47%), Gaps = 
63/672 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIG++AH+DAGKTT TE +LY +G   + GSV+ GTT TD M  ER+RGITI  
A  
Sbjct  10   
RLRNIGLIAHIDAGKTTTTERILYYAGRTHQLGSVDSGTTVTDWMDQERERGITIVDAAV  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF AEV R+L VLDGA++V  A  GV+ Q+  ++    
+  +
Sbjct  70   
SAFWNEHQINLIDTPGHIDFTAEVQRALRVLDGAVVVFDASQGVEPQSETVWRQADRYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P + FINK+D+ G D +  V+++R++L A                   D+I  Q +    
Sbjct  130  
PRLCFINKMDRIGADFKHAVETIREQLGANPIPLQLPLGVEADFEGVIDLISMQLIRWHD  189

Query  162  --------PEIVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  +   D E+  A++     E +D LL  ++ G     E +    
+R  
Sbjct  190  
ELGAHREYEEIPAQHLADAESARAIMIEQLAEQDDTLLSIWLEGGEADEEMIHDALRRAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAAL  249
             D ++ PV  GSA +  G+QPL+DA             + G+    GE         
+ L
Sbjct  250  
LDNAIVPVLCGSALRNRGVQPLLDALIRYLPSPLDIGEIQGVHPVKGEAIMRAPSNDSPL  309

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTD--T  307
            C  +FK        R  Y+R+YSG+L+    + L  R K      R+       R 
D   
Sbjct  310  CALLFKTVTDPYAGRLCYVRVYSGSLQT-
GAMVLNPRHKRNQRVGRLERMYAEHREDIEV  368

Query  308  AYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             + G+I  L    D+V   D L DP           P P+++ T+AP TA   ERL 



DAL
Sbjct  369  IHAGDIAALLGMKDAV-
TGDTLCDPKHPLLLESISFPDPVIKITVAPITAQDNERLADAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              LA+ DP  + E D  T + ILS +G + LEV+   L  +  +      P V Y 
E   
Sbjct  428  
HHLAEDDPTFKAETDEETGQTILSGMGELHLEVLLDRLQREQGVNVRTGNPKVAYKETIT  487

Query  426  KAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + A+        +   +  +  + + +TP   GSG+ +E+R+S G +  ++ +AV  
GIR
Sbjct  488  
QTAAGVEGRFVRQTGGHGQYGHVVIEITPGVTGSGLLFENRISGGAIPAAYISAVESGIR  547

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G+ VTD K+    G  +S  S P  ++  A + L   L++    
LLEP + 
Sbjct  548  
EAARSGVIGGYPVTDIKVALTDGSEHSVDSNPMAYQIAAGMALRSGLEKGVPVLLEPIVR  607

Query  542  FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGR  600
              +  P+E+L           A I+    +  ++     ++P   +  Y T+L   
T+GR
Sbjct  608  
CEVITPEEHLGDVLAQLANRRAEIDGVSDRPGQIKAIRNQVPLSEMFGYATELRSATHGR  667

Query  601  SVCLTELKGYQA  612
                 E+  + A
Sbjct  668  GSFTMEIDHFAA  679

>WP_003537696.1 GTP-binding protein [Erysipelatoclostridium ramosum]
 EDS18447.1 putative translation elongation factor G 
[Erysipelatoclostridium 
ramosum DSM 1402]
Length=853

 Score = 277 bits (708),  Expect = 8e-79, Method: Compositional 
matrix adjust.
 Identities = 196/634 (31%), Positives = 310/634 (49%), Gaps = 
35/634 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTLTES+LY +G   + G V+   T  D  F ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLTESILYLTGTTRKLGRVDHRDTFLDYDFQERNRGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                WH  ++ ++DTPGH+DF  E+ R+L VLD AILVIS  DGVQ  +  +++ 
LR   
Sbjct  61   
AIINWHDSQITLIDTPGHIDFSTEMERTLQVLDYAILVISGIDGVQGHSETIWNLLRYYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+D +  +   ++Q+++++L      +     S       N + E ++
+V  
Sbjct  121  IPTFIFINKMDVSRYEQSELMQNLKERLD-----EHCFDFS-------
NLNDEFYESVAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            N++ LL  Y+    +++E L+ E  R      LFP ++GSA K   I    +  T   
+ 
Sbjct  169  NSEDLLNYYLEYNTLNKEMLINEIAR----
CQLFPCFFGSALKMERIDNFFNEFTNYIK-  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S +    VFK+ + + G +  +L++  G+L+++    L   E  K+ ++RI 
S  
Sbjct  224  -NKDYSESFGARVFKISHDEQGNKLTHLKITGGSLKVK--TQLLNDE--
KVDQIRIYSGN  278

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   TD    G+I  +    S+     LG  D T  P         P +   I       
Sbjct  279  KYHLTDEVMAGDICAIKGLKSIVAGQGLGIEDNTTQPLLS------
PYMDYQIKLPPDCD  332

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            + ++L  L  LA  DP L    +  T EI +  +G +Q+EV+  ++ E++K+E       
Sbjct  333  
QHQVLKKLNLLAQEDPQLHINYNVRTKEIHVQLMGEIQIEVLKNIIQERFKVEVDFDYGR  392

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            +IY E   +      H E  P   +A + L + P   GSG+++++      L  +
+Q  +
Sbjct  393  IIYKETIEETVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGLKFDTNCQEYLLANNYQRLI  450

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++     G L G  +TD KI    G  +   +   DFR      + Q LK + 
+ LL
Sbjct  451  
LSHLQEKEHLGVLTGSPITDMKITLVAGKAHLKHTEGGDFREATYRAIRQGLKTAKSVLL  510



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F L  P EYLSRA +D        +  + + D  V TG  P   +Q Y+++
+  Y
Sbjct  511  
EPYFDFSLELPIEYLSRAIYDIEAMAGDFKLPENQTDIAVITGSAPVSKMQNYQSEVVRY  570

Query  597  TNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            T G+   + +L  Y+    Q  VI+    +S  D
Sbjct  571  TKGKGRLICQLSDYRPCQNQAEVIKSFNYDSEAD  604

>ANC47979.1 TetO, partial [Veillonella parvula]
Length=163

 Score = 256 bits (654),  Expect = 8e-79, Method: Compositional 
matrix adjust.
 Identities = 122/163 (75%), Positives = 140/163 (86%), Gaps = 0/163 
(0%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            LAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM LERQRGITIQ 
AVTSFQW   
Sbjct  1    
LAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAVTSFQWEDV  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ 
FIN
Sbjct  61   
KVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMKIPTIFFIN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD  171
            KIDQ G+DL  V Q ++ KLS++II+KQ V   P I + +N D
Sbjct  121  KIDQEGIDLPMVYQEMKAKLSSEIIVKQKVGQHPHINVTDNDD  163

>WP_084774746.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. MOE7]
 ARH93771.1 GTP-binding protein [Streptomyces sp. MOE7]
Length=659

 Score = 272 bits (696),  Expect = 8e-79, Method: Compositional 
matrix adjust.
 Identities = 219/648 (34%), Positives = 316/648 (49%), Gaps = 
55/648 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ +G I   GSV+ G T TDT  LERQRGITI+



+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDTGTIGRLGSVDSGDTCTDTGALERQRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGDVQVNLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--------
LSPEIVLEENTDIEAW  175
            ++F+NKID+AG   + +V  +   L+   +   +V+          P  + +        
Sbjct  127  
LLFVNKIDRAGARGEELVHDIHRLLAPTAVPMTSVTGLGTPQARSVPYDLTQPRVRERIA  186

Query  176  DAVIENNDKLLEKYI-------------
AGEPISREKLVREEQRRVQDASLFPVYYGSAK  222
            +AV E ++ +L   +              G P++ E+L      R  D SL P+Y
+GSA 
Sbjct  187  
EAVAEVDESVLALLVDGPPEGPGREPEGGGAPLTAERLAAALAARTADGSLHPLYFGSAL  246

Query  223  
KGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
             G G+ PL++ +  +  P       A  G+VF V     G+RR +LRL+ G LR R  
+ 
Sbjct  247  
AGQGVGPLIEGMVRMVPPAPAAPGGAPRGTVFAVHQPPKGERRAFLRLFGGELRSRQQIE  306

Query  283  LAGREKLKITEMRIPSKGEIVRTDTA----------YPGEIVILPS-
DSVRLNDVLGDPT  331
                      + R P  G I   D             PG I +L     +R  D 
LG P 
Sbjct  307  W--
HRPGAPADARGPLTGRITALDVIGRAPGEDGPLTPGNIAVLRGLPGIRTGDRLGPPG  364

Query  332  RLPRKRWRED-------PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSI  382
                    +D         P L T +     A+   L  AL  LAD DPLL  R   
D  
Sbjct  365  --------
DDTGAAALFASPTLETVVRADDPARSAALRAALLALADQDPLLQVRPAPDGA  416

Query  383  
THEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN-PF  441
            T  ++    G VQ E+++A L + Y +E       V+ +ERP         IE   
+   
Sbjct  417  TSVLL---
HGEVQKEIIAATLRDDYGIEAGFAPSRVLCVERPRGTGEACHEIEGRRHVGE  473

Query  442  
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICF  501



            WA++GL V P + GSG  +     LG L   F  A+ + ++  L +G  G  VTDC
++  
Sbjct  474  
WATVGLRVEPGARGSGPVFTYETELGALPHGFHQAIEESVQATLRRGPRGRAVTDCQVVL  533

Query  502  
EYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKY  561
                +  P+ST   FR++ P+VL QAL+ +GTQ+ EP  +F    P   L+         
Sbjct  534  
TRSGFVGPLSTAGHFRAVTPVVLLQALERAGTQVYEPCHAFEAEIPVSALAAVTARLGAL  593

Query  562  CATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             A +          + +G IPAR        L   T+G  V ++   G
Sbjct  594  GAELSDTSGGLRSWLVSGVIPARQAGPAEAALPGLTHGEGVWMSYPSG  641

>CDC10905.1 putative uncharacterized protein [Roseburia sp. CAG:45]
Length=862

 Score = 277 bits (708),  Expect = 9e-79, Method: Compositional 
matrix adjust.
 Identities = 201/640 (31%), Positives = 314/640 (49%), Gaps = 
66/640 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG+I   G V+      D   +ER+RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESMLYTSGSIRHLGRVDNKDAYLDNNAMERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  TR L+  L
+   
Sbjct  61   
AEFSWKDMAITLLDTPGHVDFSAEMERTLKVLDYAVLVISGADGVQGHTRTLWRLLKLYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +FINK+DQ G D ++++  +++ L ++ I         +   E+N     ++    
Sbjct  121  VPVFLFINKMDQPGADKEALLWEIKEHLDSNCI---------DFTQEQNEGF--
YEEAAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              +  +EK+++   ++   L +   +R     LFP Y+GSA K  G++ L+D   
GL++ 
Sbjct  170  CEEAAMEKFLSEGSLASNDLAQMIAKR----ELFPCYFGSALKVQGVEELLD---
GLYE-  221

Query  241  IGE--QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-ALAGREKL--
KITEMR  295
             G   Q        +FK+   + G R  YL++  GTLR++D +   AG E+   K+ 



++R
Sbjct  222  
YGRTPQYPDKFGAKIFKIAREEQGNRLTYLKVTGGTLRVKDMLNGKAGEEEWAEKVNQIR  281

Query  296  IPS--KGEIVRTDTA------------
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
            I S  K E V    A            YPGE + +  +S+                    
Sbjct  282  
IYSGEKYEAVSEAAAGTVCAVTGLTKTYPGEGLGIEEESI--------------------  321

Query  342  PLPMLRTTIAPKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
             LP+L    + K    +E     +L  L QL + +P L       T EI++  +G 
VQLE
Sbjct  322  -
LPVLEPVRSVKLVLPKEVPVAVILPKLKQLEEENPELHIVYREETGEILIKLMGEVQLE  380

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++  L+ E+Y +     E  +IY E    A     H E  P   +A + L + P   
GSG
Sbjct  381  ILQKLVKERYGVVVDFGEEKIIYKETIRNAVEGVGHFE--
PLRHYAEVHLLLEPGERGSG  438

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            + +++  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  439  
LCFQTDCSEDILDKNWQRLILTHLAEREHRGVLTGSAITDMKITVVSGRAHPKHTEGGDF  498

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      + Q L E+ + LLEPY +F L  P+E L RA HD  +  + ++  Q++    
+
Sbjct  499  
RQATYRAIRQGLMEADSVLLEPYYAFRLEIPEECLGRAMHDMEQRNSRMDAPQIENGMAL  558

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             TG  P   +  Y+ +L  Y  GR      L+GY+    Q
Sbjct  559  LTGSGPVSKLSDYQKELNTYAKGRGKFFCTLQGYEVCQNQ  598

>WP_063384009.1 GTP-binding protein [Bacillus badius]
 KZO01011.1 elongation factor G [Bacillus badius]
 OCS89047.1 elongation factor G [Bacillus badius]
 OVE48210.1 elongation factor G [Bacillus badius]
Length=648

 Score = 272 bits (696),  Expect = 9e-79, Method: Compositional 
matrix adjust.
 Identities = 178/607 (29%), Positives = 300/607 (49%), Gaps = 
16/607 (3%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT +E LLY + +I + G V+      D+  +E+QRGIT+ A      
+
Sbjct  5    
IGVFAHVDAGKTTFSEQLLYHTNSIKQRGRVDHKDAFLDSHEIEKQRGITVFADQAIMPY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF AE+ RS+ VLD AI++ISA +G++  T  ++  LRK N
+P   
Sbjct  65   
GNSVYYLIDTPGHADFSAEMERSIQVLDYAIIIISAVEGLEGHTETVWQLLRKYNVPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D Q V++ +R +L+ ++       L+ +      +D    + V E 
++ L
Sbjct  125  FINKTDRTGADAQRVLEEIRSELTGEVF-----DLTDDFHKGHLSD-
NFIEFVAERDEGL  178

Query  186  LEKYIAGEPISREKL-
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LE+Y+ GE    E L +R   ++V+D  +FP   GSA   +GI   ++ +  L +    
Q
Sbjct  179  LERYLEGE--
YEEGLWLRTLLQQVKDRRIFPCASGSALHDIGIAAFLEKLERLTETDYRQ  236

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              A   G V+KV++   G R  +++  SGTLR+RD +        K+T++R+ +  
+   
Sbjct  237  -
DAPFSGRVYKVKHDLNGTRITFIKALSGTLRVRDEIQYGEGMSEKVTQIRVYNGHKFQT  295

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             + A  GE+  +   S       GD   +  ++   + +P L+  +   ++   +  
L  
Sbjct  296  ANEAAAGELFAVTGLS---
QAGAGDGLGVLNEKGAYEMVPTLKAKVNVDSSVHIKEALRC  352

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  L   DP L    +    EI +  +G +QLE++  ++ E+++ +    +P +IY 
E  
Sbjct  353  
LNMLDVEDPSLNVTWEESLQEIHIHIMGAIQLEILKQVIKERFRFDVSFGDPEIIYKETI  412

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                S   H E  P   +A + L + P +  SG+ +++   +  L    QN +R  
+   
Sbjct  413  AAPVSGCGHFE--



PLGHYAEVHLKLEPAARNSGIAFKNACHVNDLTIGHQNLIRHHLFER  470

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
              +GL  G  +TD +I    G  ++  ++  DFR  A   L Q L+++   LLEPY  
F 
Sbjct  471  
EHRGLLTGSGLTDIQITLLTGRAHNQHTSGGDFREAAYRALRQGLEKAENLLLEPYYDFK  530

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    E + +   D      T +  Q + ++ V TG+ P      Y  DLA +T G
+ + 
Sbjct  531  
IKVDMEQMGKVLADIQTAHGTFDPPQTEGNKAVLTGKAPVATFMNYSADLAAFTQGKGMI  590

Query  604  LTELKGY  610
                 GY
Sbjct  591  TLVFGGY  597

>SFG35042.1 small GTP-binding protein domain-containing protein 
[Oribacterium 
sp. WCC10]
Length=897

 Score = 278 bits (710),  Expect = 9e-79, Method: Compositional 
matrix adjust.
 Identities = 193/612 (32%), Positives = 307/612 (50%), Gaps = 
34/612 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+E +LY SG I   G V+ G+   DT  +E++RGITI + + 
+F  
Sbjct  11   
IGILAHVDAGKTTLSECILYESGKIRSLGRVDNGSAYLDTNHMEKERGITIFSKMATFIL  70

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                ++++DTPGH+DF AE+ ++L+VLD AILV++  DGVQ  T  L+  L +  
+P  I
Sbjct  71   
KDVSISMLDTPGHVDFSAEMEKTLSVLDYAILVVNGADGVQGHTETLWRLLARYGVPAFI  130

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            F+NK+DQ G D + +++ +       ++   +    S    L+EN        +   
+++
Sbjct  131  FVNKMDQPGTDKERLLRELEKHFGNAVVDFTEAGVYSMSDSLKEN--------
IAMCDER  182

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-
PIGE  243



            ++++Y+    +   K VR+    + D  LFPVY+GSA K  GI+  +D +    + 
P+  
Sbjct  183  VMDRYLE-RGVLDPKDVRD---
MIWDRKLFPVYFGSALKNFGIKEFLDGIYTFTEIPLYP  238

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                A    VFK+   D  +R  Y+++  G L++R T  + G    KI+E+RI S  
+ V
Sbjct  239  D---AFGAKVFKISKDDADRRLTYMKITGGELKVR-TELVPGE---
KISEIRIYSGAKYV  291

Query  304  RTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDP--
LPMLRTTIAPKTAAQRER  360
             TD A  G +  +L    ++  D +G     P+ +   DP   P+L   +  K   
Q E 
Sbjct  292  NTDVAEAGTVCAVLGISGLKTGDSVGCE---PKGK---
DPSLKPVLDYNVISKDMDQLE-  344

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L  L+D  P L    DS   EI +  +G VQ E++  L+ E++ ++    E  
++Y
Sbjct  345  
LYRKLEPLSDEYPELHINWDSKLKEIHVHLMGEVQTEILKKLVKERFDVDIEFGESKILY  404

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E   +A S   H E  P   +A + L + PL  GSG+Q+ +      L  ++Q  
V   
Sbjct  405  LETIDEAVSGVGHFE--
PLRHYAEVHLLMEPLPRGSGLQFRADCPTDELQINWQRLVLTH  462

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G L G  +TD +     G  +   +   DFR      + Q L+++   
LLEPY
Sbjct  463  
LREKEHVGVLTGSPITDIRFTLVAGRAHLKHTEGGDFREATYRAVRQGLRKAINVLLEPY  522

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +F L  PQEY+ RA  D     A  +  ++K +  V  G      ++ Y  ++  
YT G
Sbjct  523  
YAFTLEIPQEYVGRAMTDLSNMNANFDPPEIKDEVSVIKGTAAVTAMRDYHKEVMVYTRG  582

Query  600  RSVCLTELKGYQ  611
            R        GY 
Sbjct  583  RGHLFLRFNGYD  594

>WP_009166711.1 elongation factor G [Lactobacillus florum]
 EKK20802.1 Translation elongation factor G [Lactobacillus florum 



2F]
 ETO40448.1 Translation elongation factor G [Lactobacillus florum 
8D]
 KRM91240.1 elongation factor G [Lactobacillus florum DSM 22689 = 
JCM 16035]
Length=697

 Score = 273 bits (699),  Expect = 9e-79, Method: Compositional 
matrix adjust.
 Identities = 184/673 (27%), Positives = 316/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERVLYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF AEV RSL VLDG I+V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWDGYRVNIIDTPGHVDFTAEVERSLRVLDGGIVVLDGQAGVEPQTETVWRQSSDFSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI------------
VLEE  168
            P ++FINK+D+ G +    V+++R++L A+ + ++  +    E             
V +E
Sbjct  131  
PRIVFINKMDKIGANFDYSVKTIRERLGANAVPVQMPIGAENEFAGVIDLIKMKAYVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            + + E WD                     AV + +D ++ K++ GE IS   L    
++ 
Sbjct  191  
DKEGENWDTVDIPADLQEKAQQQRDNLVEAVADVDDDVMSKFLEGEEISEADLKAGIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              D +++PV+ GSA K  G+Q +MD V                   TG    +       
Sbjct  251  
TLDLNMYPVFAGSAFKNKGVQMMMDGVVDYLPSPLDVRPYIATDPDTGEEVDVQANDKEP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       R  Y+R+Y G+L     +  A +EK     ++ +M   ++ 
EI  
Sbjct  311  
FAALAFKVATDPYVGRLTYIRVYRGSLESGSYILNATKEKRERVGRLLQMHSNNREEISE  370

Query  305  TDTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         E P P++   + PKT A + 
++  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMEFPAPVIEVAVEPKTKADQNKMNT  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  +   +  T + I++ +G + L ++   +  ++ ++  + EP V 
Y E 
Sbjct  428  
ALQKLSEEDPTFQANTNPETGQTIIAGMGELHLNIIIERMKREFGVDASIGEPQVAYREA  487

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + ++A    I  +      +  + +  TP   G+G ++E  +  G + + F  
+V  G
Sbjct  488  FGKQVQAEGKFIR-
QSGGKGQYGDVWIEFTPNEEGAGFEFEDAIVGGVVPREFIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ A F+  A I L +A K++  +
+LEP 
Sbjct  547  
LKESMENGVLAGFPLIDLKAKLYDGSYHEVDSSEAAFKIAASIALREAAKKADPKILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  + + +       +P   +  Y TDL   
T G
Sbjct  607  
MKVDIRVPEEYMGDVMGQVTARRGNVEGMEAQDNAQNIHAMVPLAEMFGYATDLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R   +     Y A
Sbjct  667  RGTFVMSFDHYTA  679

>WP_004612550.1 MULTISPECIES: GTP-binding protein [Tyzzerella]
 EEA82477.1 putative translation elongation factor G [Tyzzerella 
nexilis 
DSM 1787]
Length=896

 Score = 278 bits (710),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 193/615 (31%), Positives = 304/615 (49%), Gaps = 
38/615 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+LAHVDAGKTTL ES+LY SG     G V+ G    DT  LER RGITI A     
Sbjct  13   



ICVGLLAHVDAGKTTLAESILYVSGKTRTLGRVDHGNAYLDTFELERARGITIFAKQAEV  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V  +DTPGH+DF AE+ R+L VLD AILVI   DGVQ   + L+H L++  
IPT
Sbjct  73   
DLKEKEVTFLDTPGHVDFSAEMERTLQVLDYAILVIGGADGVQGHVQTLWHLLKRYEIPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ+G D ++++  ++++LSA   I  T     E  LE         AV   
++
Sbjct  133  FLFVNKMDQSGTDKETLLAELQNRLSAS-CIDFTCEKDSEAFLE---------
AVAMCDE  182

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            ++LE Y+ GEPI+  K+    ++ +Q   +FP Y+GSA K  GI   ++A       
I  
Sbjct  183  EVLENYLEGEPITDCKI----RKLIQKRKIFPCYFGSALKLEGIDTFLEAFDRY--
TICP  236

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            + +      V+K+     G R  +L++  G+LR    V +  +E+ K+ ++RI S     
Sbjct  237  EYADTFGAKVYKISRDAQGMRLTHLKVTGGSLR----
VKMVLKEEEKVDQIRIYSGSSYR  292

Query  304  RTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRER  360
             T+    G I VI   D+ R  + LG  +          P+  P+L   I          
Sbjct  293  TTEEVEAGRICVITGPDTTRAGEGLGAESEAAA------
PMLTPVLNYQIELPEGCDVHG  346

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +   L QL +  P L    D   +EI    +G VQ+E++ +++ E+++++      
+++Y
Sbjct  347  
MFLKLKQLEEEIPELHIVWDRQLNEIHAQVMGEVQIEILKSMILERFQVDVEFGTGNIVY  406

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P++ A H       P   +A + L + PL  GSG+ + S  S   L ++
+Q  +
Sbjct  407  KETIAEPVEGAGH-----
FEPLRHYAEVRLVLEPLPSGSGLVFSSNCSEDVLERNWQRLI  461

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +     +G L G  +TD KI    G  +   +   DFR      + Q LK++ 
+ LL
Sbjct  462  



MTHLEEKAHKGVLTGSEITDMKITLINGRAHQKHTEGGDFRQATYRAVRQGLKKAKSILL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP   + L  P + + RA  D  +  A  E  +++ D  +  G  P   ++ Y+ +
+  Y
Sbjct  522  
EPVYEYQLEIPADQVGRAMTDLQRMHAVFEPPKMEVDMAILKGTAPVVTMRDYQREMIVY  581

Query  597  TNGRSVCLTELKGYQ  611
            T G       LKGY+
Sbjct  582  TRGHGRLFCSLKGYE  596

>WP_091265309.1 elongation factor G [Alkalibacterium thalassium]
 SDJ92078.1 elongation factor G [Alkalibacterium thalassium]
Length=695

 Score = 273 bits (698),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 201/676 (30%), Positives = 325/676 (48%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  73   
WKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----SLS  161
            +F+NK+D+ G D     +++ D+L A+                   ++K         
L 
Sbjct  133  
VFVNKMDKLGADFLHANETLHDRLQANAHPIQLPIGAEDDFKGIIDLVKMKAFMYGNDLG  192

Query  162  PEIVLEE-NTDI----EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI  E+   D+    E W     +AV + +++++ +Y+ GE IS E+L    ++     
Sbjct  193  
TEITEEDIPADMVELAEEWRTKLVEAVADLDEEMMMRYLEGEEISEEQLKEGIRKATLSV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------
EQGSAA------------LCG  251
              +PV  GSA K  G+Q L+DAV   L  P+        +QG                  
Sbjct  253  



EFYPVLVGSAFKNKGVQLLLDAVVDYLPSPLDVRAIVGHKQGDETAEVKVEAGDDQPFSA  312

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       R  + R+YSGTL     +  A    RE++ +I +M   S+ EI     
Sbjct  313  
LAFKVMTDPYVGRLTFFRVYSGTLESGSYILNATKDSRERVGRILQMHANSREEISEV--  370

Query  308  AYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             + G+I    + +V L D         L +P  L    +   P P+++  I PK+ 
A ++
Sbjct  371  -FSGDI----AAAVGLKDTTTGDTLCDLENPVILESMEF---
PEPVIQVAIEPKSKADQD  422

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R E D  T E I+S +G + L+V+   +  ++K+E  V  
P V 
Sbjct  423  
KMGLALQKLAEEDPTFRAETDHETGETIISGMGELHLDVIVDRMKREFKVEANVGAPQVS  482

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   + ++A    +        F   + +  TP   G+G ++E  +  G + + 
+  A
Sbjct  483  YRETFTKQVQAEGKFVRQSGGKGQF-
GHVWIEFTPNEEGAGFEFEDAIVGGVVPREYIPA  541

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V+ G+   LE G L G+ + D K     G Y+   S    F+  A + L+ A ++
+G  +
Sbjct  542  
VKAGLEASLENGVLAGYPLVDVKAKLYDGSYHDVDSNETAFKVAASLALKNAAQKAGAVI  601

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P++Y+             IE ++ + +  V  G+IP   +  Y T 
L  
Sbjct  602  
LEPMMAVEITVPEDYMGDIMGHISARRGNIEGSEQRGNATVVKGQIPLAEMFGYATTLRS  661

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     +   Y+
Sbjct  662  ATQGRGTFTMQFDHYE  677

>WP_087740010.1 elongation factor G [Paraburkholderia piptadeniae]
 SIT51554.1 Elongation factor G [Paraburkholderia piptadeniae]
Length=691

 Score = 273 bits (698),  Expect = 1e-78, Method: Compositional 
matrix adjust.



 Identities = 207/675 (31%), Positives = 313/675 (46%), Gaps = 
75/675 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG++AH+DAGKTT+T+ +L+ +G     GSV+ GTT TD M  ER+RGITI 
AA  S
Sbjct  11   
IRNIGVIAHIDAGKTTITDRILFHTGRTHRLGSVDSGTTVTDWMAQERERGITIVAAAIS  70

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +W  C +N++DTPGH+DF AEV RSL VLDGA++V  A  GVQ Q+  ++    +  
+P
Sbjct  71   
ARWRDCMINLIDTPGHIDFTAEVQRSLRVLDGAVVVFDAVHGVQPQSETVWRQADRYRVP  130

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----W--  175
             + FINK+D+ G D +  V SV ++L A +   Q + +  E+  E   D+ +     
W  
Sbjct  131  RLCFINKMDRIGADFERAVASVHERLGARVACLQ-
MPVGHEVAFEGLVDLLSMQALRWGA  189

Query  176  ---------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                       +AV E +D+LL  Y+AG  I  E L    
+R  
Sbjct  190  
AQEGKPECGPVPADYRAAAEAARERLIEAVAEADDELLALYLAGGDIGPEPLRTALRRAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAAL  249
                LFPV  G+A + +G+QPL+D V                   +GL   +  +    
L
Sbjct  250  
LANRLFPVCCGAALRDIGVQPLLDCVVDFLPSPLDIGDVQGTDPDSGLTICLAPRDEEPL  309

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-----  304
               VFK+          Y R+YSG +        AG      T  R    G ++R     
Sbjct  310  AALVFKIVNDPYAGHLAYARIYSGMVS-------
AGMALHNATRNRKERAGRLLRMYANH  362

Query  305  ---TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                +  + GEI   L  +     D L D            P P+LR T+ PKT A
+  R
Sbjct  363  
RENVEALHAGEIGAFLGLNQTYTGDTLCDAEHPITLETITFPEPVLRATVEPKTLAEHGR  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +AL QL D DP L+  +D  + +++++ +G + LE++   L  +Y +   +  P 



V Y
Sbjct  423  
MAEALRQLTDEDPTLQLSLDEDSGQLLIAAMGELHLEILLDRLEREYGVAAKMGRPRVAY  482

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   R + A       +   +  +  + LS+ P + GSG+++E+ ++ G + + F  
AV
Sbjct  483  
KETITREVVAQEGRFVHQTGGHGQYGHVILSLHPGARGSGIRFENAITGGAVPRQFIPAV  542

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R   E G L G+ VTD ++  E G  +S  S+   +R+ A    + A  +    
LL
Sbjct  543  
AQGVRDAAEIGALAGYPVTDIEVRLEGGSSHSVDSSEFAYRAAAIQACQAAFGKGRMVLL  602

Query  537  EPYLSFILYAPQEYLSRAYHDAPKYCATIET-
AQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            EP     +  P EY   A        A IE  A    D     G++P   +  Y T
+L  
Sbjct  603  
EPMFRIEVLVPTEYTGAALAQLGARRAEIEAVAPCPGDVEAIAGQVPLAEMFGYVTELRS  662

Query  596  YTNGRSVCLTELKGY  610
             T G  +   E   Y
Sbjct  663  VTQGHGLYSMEFDHY  677

>WP_007556212.1 elongation factor G [Dialister micraerophilus]
 EGF13586.1 elongation factor G [Dialister micraerophilus DSM 19965]
Length=691

 Score = 273 bits (698),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 196/686 (29%), Positives = 320/686 (47%), Gaps = 
71/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++      
++
Sbjct  69   
TCHWKGYRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYHV  128

Query  122  



PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + FINK+D  G +    V ++ D+L A  +  Q                         
Sbjct  129  
PRIAFINKMDTTGANFLRAVGTIEDRLHAKAVAMQLPIGQQDTFVGIIDLLERKAEVYKD  188

Query  157  --TVSLSPEIVLEENTD-IEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +  + V E+  D +E +   I     E +D L+EKY+ GE +S +++ +  
+++V
Sbjct  189  
DDGKQIEFQEVPEDMKDLVEEYREKICEIAAEGDDTLMEKYLEGEELSIDEIKKSIRKQV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE-----
QGSAALC  250
                LFPV+ GSA K  GIQ ++DA             V G     GE       
+A + 
Sbjct  249  
LACKLFPVFCGSAYKNKGIQMILDAVIDYLPSPLDVPPVKGTLPDGGEAERAVDDNAPMS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG +     V  + + K     +I +M   S+ EI   
D
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGQMHQGTYVLNSTKGKKERVGRIVQMHANSRKEI---D  365

Query  307  TAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             AY G+I   +    V   D L D   P  L +  +   P P++   + PKT A 
+E++ 
Sbjct  366  AAYTGDIAAAVGFKDVTTGDTLCDMDNPIILEKMEF---
PEPVISVAVEPKTKADQEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  +   D  T + I+S +G + L+++   +  ++K++  V +P V 
Y E
Sbjct  423  
IALQRLAEEDPTFKVRTDPETSQTIISGMGELHLDIIVDRMKREFKVDATVGKPQVAYRE  482

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K   A      +   +  +    L + P   G G ++ + V  G + + F N 
V++G
Sbjct  483  
TIKKTVEAEGKFVRQTGGHGQYGHCWLRLEPRQPGEGFEFANEVVGGVIPKEFINPVQNG  542

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   +E G+  G+ + D K+    G Y+   S+   F+    +  ++  +++   
LLEPY
Sbjct  543  
VEAAMEDGVVAGYPMVDIKVTVFDGSYHDVDSSEMAFKVAGSMAFKEGARKAEPVLLEPY  602



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +  ++  P++Y+             IE  + +  E    G +P   +  Y T L   
T G
Sbjct  603  
MKVVVEVPEQYMGDVIGGLNSRRGRIEGMETENSESKINGFVPLSEMFGYATSLRSSTQG  662

Query  600  RSVCLTELKGYQ---AAVGQPVIQPR  622
            R         Y+    A+ Q + + R
Sbjct  663  RGTFTMTFDHYEEVPKAISQQITEER  688

>WP_018088912.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. FxanaC1]
Length=654

 Score = 272 bits (696),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 224/639 (35%), Positives = 322/639 (50%), Gaps = 
36/639 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +NIGILAHVDAGKT+LTE LL+ +GAI   GSV+ G T TDT  LERQRGITI+
+AV 
Sbjct  5    
RTLNIGILAHVDAGKTSLTERLLFDTGAIGRLGSVDAGDTFTDTGELERQRGITIRSAVA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF     +VN++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR
++ +
Sbjct  65   
SFTVGDTQVNLLDTPGHSDFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRL  124

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-------
LSPEIVLEENTDIE-  173
            PT++FINKID+AG   ++++  +R  L+   +   +V+        S    LE+    
E 
Sbjct  125  
PTLLFINKIDRAGARGEALLADIRRLLTPATVPMTSVTGLGTAQATSVPYALEDPRVRER  184

Query  174  AWDAVIENNDKLLEKYIA-----------
GEPISREKLVREEQRRVQDASLFPVYYGSAK  222
              +AV E ++ +L +              G P++ ++L      R  D SL PVY
+GSA 
Sbjct  185  
IAEAVAEADESVLAELTGPASGGPAAGDGGPPLTADRLRAALAARTADGSLHPVYFGSAL  244

Query  223  
KGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA  282
             G GI  L+D +  L  P          G+VF V     G+R  YLRLY G LR R  
+ 



Sbjct  245  
GGQGIGALLDGMVRLVPPAPAGAGTGPRGTVFAVHQPPDGERTAYLRLYEGELRPRQRIE  304

Query  283  L---AGREKLKITEMRIPSKGEIVRT----DTAYPGEIVILPS-
DSVRLNDVLGDPTRLP  334
            L   A          RI S   + R         PG+I +L     +R  D LG      
Sbjct  305  LHRPAADGTSATLTGRITSLQVVGRPPGDDGPLTPGQIAVLRGLPGIRTGDRLGP-
AGDA  363

Query  335  RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIILSFLG  392
                   P P L T +  +  A+   L  AL  L D DPLL  R   D  T  ++    
G
Sbjct  364  
PAGAALFPSPTLETLVRARNPARAAALRAALLTLTDQDPLLQVRPAPDGATSVLL---HG  420

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIGLSVT  450
             VQ E+++A L +++ +E       V+ +ERP  +  A   I       P WA+
+GL V 
Sbjct  421  EVQKEIIAATLHQEHGIEAEFAPSRVVCVERPSGVGEACEEIARRGHTGP-
WATVGLRVE  479

Query  451  
PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPV  510
            P +  SG  +     LG L   F  A+ + +   L  G  G  VTDC++      +  
P+
Sbjct  480  
PGTRHSGPVFAYETELGALPHGFHQAIEETVLATLRCGPRGLAVTDCRVVLTRSGFVGPL  539

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            ST  DFR++ P VL +AL+ +GT++ EPY +F    P   L+          A       
Sbjct  540  
STAGDFRTVTPRVLLRALERAGTRVYEPYHAFEADVPLAALAPVTARLAALGAEFAETTG  599

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
             +   + +G +PAR +Q ++  L   T+G  V  +   G
Sbjct  600  GRHSWLVSGFLPARHVQEFQGLLPGLTHGEGVWTSSPSG  638

>PLQ10613.1 elongation factor G, partial [Enterococcus faecium]
Length=154

 Score = 256 bits (653),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 114/153 (75%), Positives = 130/153 (85%), Gaps = 0/153 
(0%)

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT
+LLEPYLSF +Y
Sbjct  1    



EQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVY  60

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
            APQEYLSRAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F+TNG 
SVCL 
Sbjct  61   
APQEYLSRAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLA  120

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKV  638
            ELKGYQ   G+PV Q RR NSR+DKVR+MF K+
Sbjct  121  ELKGYQVTTGEPVCQTRRLNSRIDKVRYMFNKI  153

>WP_076326457.1 GTP-binding protein [Paenibacillus lautus]
 OME86463.1 elongation factor G [Paenibacillus lautus]
Length=651

 Score = 272 bits (695),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 185/618 (30%), Positives = 300/618 (49%), Gaps = 
31/618 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+  +   D   +E++RGIT+ A   
+  
Sbjct  4    
TIGMFAHVDAGKTTLAEQLLYMTDTIQERGRVDHQSAFLDRHDIEKERGITVFADQATMH  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            ++     ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+PT 
Sbjct  64   
FNGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKHGVPTF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVIENND  183
            +FINKID+ G D+  V   +R +L+ ++ +     ++ E VL E        +A+ 
E ++
Sbjct  124  LFINKIDREGADVTRVFAEIRSELTEEVCM-----
ITEEDVLHEGVMQTSLIEAIAERDE  178

Query  184  KLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            KLLE Y+  G  +SR   +      ++   LFP + GSA + +G+   +  +  L     
Sbjct  179  KLLELYMEQGYEVSR--WLDTMTAMIRKGQLFPCFSGSALQYVGVSHFLHQLD-
LLTITD  235

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSK  299
                A   G V+K+ + + G R  Y++   GTLR+RD +   AG E +  K+T +R
+ + 



Sbjct  236  
YDAGADFAGRVYKIRHDEQGARLTYIKAMGGTLRVRDEMTYFAGTETITEKVTHIRLING  295

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIAPK  353
            G +   D  + G++ ++   S   +   GD       R   + +P L+      +
+I PK
Sbjct  296  GRVTNVDQVHAGDLFVVTGIS---
SAAAGDGLGTLSGRTVYELVPTLKSKVQFESSIHPK  352

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E++      
Sbjct  353  DMLREFRLLDA------
EDPSLSVQWDEFAQAIHIHVMGIIQLEVLERIVFERFGYRITF  406

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             EP ++Y E   +      H E  P   +A + L + P    SG+ + +      L  
++
Sbjct  407  GEPEILYKETITEDVVGCGHFE--
PLKHYAEVHLRLEPGERNSGIIFANACHPDVLPVNY  464

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q+ V   +      GL  G  +TD KI    G  ++  +   DFR      L Q L
+++ 
Sbjct  465  
QHLVAQHVGERDHHGLLTGSPITDIKITLLKGRAHNKHTHGGDFREATYRALRQGLEKTA  524

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEPY  F +    EY+ R   D  +  A+ E  +   ++V  TG  P   +  
Y  +
Sbjct  525  
NMLLEPYYHFKVKVDAEYIGRLMSDLTQAKASFEPPETAGNKVTVTGSAPVSTMMNYSME  584

Query  593  LAFYTNGRSVCLTELKGY  610
            LA YT GR        GY
Sbjct  585  LAAYTKGRGTISLVYGGY  602

>WP_009756995.1 GTP-binding protein [Lachnospiraceae bacterium 
2_1_46FAA]
 EGG84851.1 small GTP-binding protein domain protein 
[Lachnospiraceae bacterium 
2_1_46FAA]
Length=871

 Score = 277 bits (708),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 194/636 (31%), Positives = 321/636 (50%), Gaps = 
43/636 (7%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVDAGKTTL ES+LY +G I + G V+      DT  LER RGITI +   
+F
Sbjct  6    
LTIGILAHVDAGKTTLAESILYTTGHIRKLGRVDHKNAFLDTDALERSRGITIFSKQVNF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ+  + L+  L+K 
NIP 
Sbjct  66   
VLKEKEITLLDTPGHIDFSAEMERTLQVLDYAILVISGADGVQSHVQTLWKLLKKYNIPV  125

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN--  181
             +F+NK+DQ G D + +++ ++++L+     +  ++   E         EA ++ 
+EN  
Sbjct  126  FLFVNKMDQQGTDKKRLIKELQNRLN-----EHCIAFDGE---------
EAKESFMENVA  171

Query  182  --
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++ LLEKY+  E ISR  +    Q+ +++  LFP Y+GSA K  GI+  ++   
G++Q
Sbjct  172  MCDELLLEKYLETESISRFDI----QKLIENRKLFPCYFGSALKLEGIETFLE---
GIYQ  224

Query  240  PIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
               ++      G+ V+K+     G R  +L++  GTL++++ +    +E  K+ +
+RI S
Sbjct  225  YTDKKDYGEEFGAKVYKISRDQQGNRLSHLKITGGTLKVKEKI----
KEDEKVEQIRIYS  280

Query  299  KGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTA  355
                   +    G I  ++   S +  + LG      ++   E P+  P+L   I     
Sbjct  281  GTSYQAVNEVAAGTICAVMGLTSSKAGEGLG------
KELQSEKPMLEPVLTYRIQFPEG  334

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            +    +   L QL + +P L    +  + EI    +G +QLE++ +L+SE++  +    
+
Sbjct  335  
SDIHGMFLNLKQLEEEEPELHIVRNKESGEIHAQVMGEIQLEILKSLISERFHTDVSFGQ  394

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
              +IY E   +      H E  P   +A + L + P  LGSG+ + +  S   LN+
++Q 
Sbjct  395  GQIIYKETIKETVEGAGHFE--
PLRHYAEVRLRLEPAKLGSGLHFSTECSEDILNRNWQR  452



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +     +G L G  VTD  I    G  +   +   DFR      + Q LK 
+ + 
Sbjct  453  
LILTHLEEKQHRGVLTGSEVTDMNIILTTGKAHIKHTEGGDFRQATYRAVRQGLKRAESI  512

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP   + L  P E + RA  D  +  A     + + +  V TG  P   +Q Y+ 
++ 
Sbjct  513  
LLEPVYEYRLEIPSEMVGRAMSDLQRMQADFSLPESEGEMSVLTGTAPVVHMQEYQKEVL  572

Query  595  FYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             YT G       L+GY+     + VI+  + +S  D
Sbjct  573  AYTKGHGRLFCSLRGYEPCHNAEEVIEKIQYDSESD  608

>KRT69044.1 fusA-3, elongation factor G, elongation factor G 
[Candidatus 
Rokubacteria bacterium CSP1-6]
Length=702

 Score = 273 bits (698),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 199/681 (29%), Positives = 311/681 (46%), Gaps = 
83/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V++GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRSYKIGEVDEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDGAI ++ A  GV+ QT  ++    
K  +
Sbjct  69   
TSFWRDCRINIIDTPGHVDFTVEVERSLRVLDGAIAILDAVAGVEPQTETVWRQADKYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-----
DIIIKQTVSLSPEIVLEENTDIEAW-  175
            P ++++NK+D+ G D    V  +R++L A      I I Q  S    I L E   I  
W 
Sbjct  129  
PRIVYVNKMDRVGADFSRSVAMIRERLGAVPVPIQIPIGQAESFVGAIDLIEQVAI-VWE  187

Query  176  ------------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                                          +A+ E ++ L+EKY+  E IS +++    



+
Sbjct  188  
DDESLGQRFSRQEIPAEYAAQVREYREKMVEALAEVDETLMEKYLGDEKISPDEIRAAIR  247

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ----------------------
PIGE  243
                   L PV  G++ +  G+QPL+DAV                           
P  E
Sbjct  248  
AGTMAMKLVPVLCGASFRNKGVQPLLDAVVDFLPSPLDIPPMQGVNPETRENEVRVPGDE  307

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +  +AL   +    Y   GQ  V+LR+YSGTL        +G      T+ R    
G ++
Sbjct  308  EPFSALAFKIMNDPY--VGQ-LVFLRVYSGTLN-------
SGSGVYNSTKDRKERVGRLL  357

Query  304  RTDTAYPGEIVILPSDSV---------
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R       EI ++ +  +            D L DP R         P P++   I 
PKT
Sbjct  358  
RMHANKREEIEVVAAGDIAAVVGLKFTTTGDTLCDPDRPIVLEAMTFPAPVISVAIEPKT  417

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A  E+L  +L++LA  DP  +  VDS T++ +++ +G + LE++   L  ++K+E  
V 
Sbjct  418  
KADEEKLGLSLSRLALEDPTFKVTVDSETNQTLIAGMGELHLEIIVDRLLREFKVEANVG  477

Query  415  EPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            +P V Y E   R  +A    I  +      +    L V P + G G  +E+ +  G 
+ +
Sbjct  478  KPQVAYRETIRRKAEARGRFIR-
QTGGRGQYGDASLEVEPAAPGEGFSFENEIVGGAIPR  536

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F  AV  G+R   E G L G+ + D K+    G Y+   S+   F+    +  +
+A + 
Sbjct  537  
EFLPAVEKGVREAAETGVLAGYPMVDVKVALTDGSYHEVDSSEMAFKIAGSMAFKEACRR  596

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  LLEP +   +  P+EY+     D       ++    +    +    +P   +  
Y 
Sbjct  597  
AGPVLLEPIMQVEVVVPEEYMGAVVGDLNSRRGRVQAMDTRAGSHIIRATVPLATMFGYA  656

Query  591  TDLAFYTNGRSVCLTELKGYQ  611



            TDL   T GR+    +   Y+
Sbjct  657  TDLRSMTQGRATYTMQFARYE  677

>WP_040330363.1 GTP-binding protein [Clostridium ihumii]
Length=651

 Score = 272 bits (695),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 176/630 (28%), Positives = 314/630 (50%), Gaps = 
20/630 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY +  I   G V+   T  D+ ++E++RGITI +    
F +
Sbjct  5    
IGVLAHVDAGKTTFCEQVLYHTKCIRNRGRVDHKNTLLDSHYIEKERGITIFSDQAMFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     +VDTPGH+DF +E+ R++ ++D AI+++SA DG+Q+ T  +++ LRK 
NIPT  
Sbjct  65   
NESNYFLVDTPGHIDFSSEMERAIQIMDYAIIIVSASDGIQSHTETVWNLLRKHNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID   VD +++++ +++ LS D + IK ++        +E  D E  + + E 
++ 
Sbjct  125  FINKIDIPHVDYKNIIEEIKNNLSLDTLFIKDSLK-------
DEQLDNEVVEFIAERDEL  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            +LE+Y+  E + +E+ ++  ++ +++  +FP + GSA + +GI   +D++  +       
Sbjct  178  ILERYLECE-VKKEECIKALRKMIKNNLVFPCFIGSALQDIGIYEFIDSLD-
ILTYTNYN  235

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGE  301
                  G V+KV+Y +   R  Y+++  G L++++  +V       L KI ++RI 
+  +
Sbjct  236  
EDELFSGRVYKVKYDEDKNRITYIKVLKGRLKVKEEISVKCGNSNNLNKINQIRIYNGTK  295

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                ++   GE+  +       N + GD     +++   D    L++ +        
+ +
Sbjct  296  FKAVESVKAGELCGIIGIQ---
NAIAGDGLGEVKEKVYSDIKTTLKSKVFYDALLNIKDV  352

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+    L + DP L  + D    E+ ++ +G +QLE++  +++E++ +        
++Y 
Sbjct  353  
LNIFKILEEEDPNLNIKWDEHLKELHVNIMGTIQLEILKDIINERFNMNVDFGPCEILYK  412

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E     +    H E  P   +A + LS+     GSGV YES+     L    QN V   
I
Sbjct  413  ETIENESIGYGHFE--
PLKHYAEVHLSIKNGERGSGVVYESKCHSDDLTAGNQNLVGTHI  470

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  +   DFR      L Q L+++   
LLEPY 
Sbjct  471  
LEKEHRGILTGSPLTDLKITLLTGRAHNKHTCGGDFREATLRALRQGLEKANNILLEPYY  530

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +F + A  +Y+ R   D  K     E+  ++ D+VV  G  P      Y  +L   
T G+
Sbjct  531  
NFKIEAEMDYMGRIISDIQKLNGIFESPDIQMDKVVIKGRGPVATFMDYGKELIKVTKGK  590

Query  601  SVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                    GY      + +I+    N   D
Sbjct  591  GKISFNFAGYDVCHNSEEIIEKINYNKDAD  620

>WP_093495490.1 GTP-binding protein [Psychrobacillus psychrodurans]
 SFM82457.1 small GTP-binding protein domain-containing protein 
[Psychrobacillus 
psychrodurans]
Length=641

 Score = 271 bits (694),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 181/607 (30%), Positives = 293/607 (48%), Gaps = 
22/607 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I + G V+   +  D+  +E+ RGITI A    
F  
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNTIRQRGRVDHQDSFLDSHTIEKNRGITIFADQGIFTH  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +    NI+DTPGH+DF  E+ R++ V+D AI++ISA DG++  T  ++  LRK  
+PT  



Sbjct  65   
NNSTYNIIDTPGHVDFSPEMERAIQVMDYAIILISAVDGIEGHTETVWQLLRKHKVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK D  G D  S++  +RD LS D+  I  T             D E  + + E 
++ 
Sbjct  125  FINKTDYEGTDPASILAEIRDTLSDDVCDITNTF------------
DEELIEFIAERDET  172

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      ++   +  Q+ +++  +F    GSA K  GI   ++ +  L      
+
Sbjct  173  LLETYM-DSGFDKDLWTKTLQQMIKENKVFACASGSALKDFGIIEFLEKLD-
LLTTTSYK  230

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
               A    V+K+ + + G R  +L+L +GTL++RD+V     +  KIT++R+ S  
+   
Sbjct  231  ADDAFAAQVYKIRHDESGNRVTFLKLVNGTLKVRDSVTY-
NEQTEKITQIRLYSGNKFKT  289

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             D A  GE+V +   +   N  +GD      ++   D +P L++ +   T+   + 
+L +
Sbjct  290  IDQAIAGELVAVTGLT---
NASIGDGLGSLTQKTAFDMIPTLKSKVLFGTSIHVKEVLRS  346

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP LR   D    EI +  +G +QLEV+  ++ E++       EP ++Y 
E  
Sbjct  347  
FKLLDAEDPSLRVFWDEYFQEIHVHVMGVIQLEVLEQIVLERFGFHVSFGEPKILYKETI  406

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              +     H E  P   +A + L + P +  SG+ + +      L+   QN V   
+   
Sbjct  407  DNSVRGYGHFE--
PLKHYAEVHLLIEPAARNSGITFANVCHANDLSIGHQNLVSHHLFER  464

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G ++TD KI    G  ++  +   DFR      L Q L+++   LLEP+  
F 
Sbjct  465  
EHHGLLTGSSLTDVKITLLTGRGHNEHTHGGDFREATYRALRQGLEKAENILLEPFYDFT  524

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603



            +    + + R   D  +   T E  +   D+V+  G +P      Y T  A +T+G
+   
Sbjct  525  
IKVHMDLIGRVLSDIQQAAGTFEPPENIGDKVLVKGRVPVATFMKYSTIFASFTHGKGSL  584

Query  604  LTELKGY  610
                 GY
Sbjct  585  SLVFGGY  591

>WP_022201621.1 GTP-binding protein [Clostridium sp. C105KSO14]
 CDB61577.1 putative uncharacterized protein [Clostridium 
clostridioforme 
CAG:132]
 CUX73396.1 Tetracycline resistance protein TetO [Clostridium sp. 
C105KSO14]
Length=938

 Score = 278 bits (711),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 312/627 (50%), Gaps = 
47/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEALLYLAGTIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D +  ++ ++ +L  D  +    + + E +          +    
Sbjct  134  IPVFLFVNKMDQPGTDREQRMRELQKRLD-DGCVDFAGAGTEEFM----------
EHAAM  182

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+D +    
L 
Sbjct  183  CDEKLLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLDGIRRWALM  238

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKIT  292
                ++  A     V+K+   D G R  +L++  G L+++ TV+    EK       
K+ 



Sbjct  239  PEYPQEFEA----
KVYKISRDDQGNRLTHLKITGGRLKVKGTVSGGNTEKPSEAWQEKVN  294

Query  293  EMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            ++R+ S         A  G I  +       P   +      G+ + LP         
P+
Sbjct  295  QIRVYSGDRYEAVPEAEAGTICAVSGLTRTYPGQGL----
GAGEDSMLPVLE------PV  344

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +          +L    QL + DPLLR   +    EI +  +G VQ+EV+ 
+L+ E
Sbjct  345  
LNYQVKLPEGCDGAVMLPKFRQLEEEDPLLRVVWNEELKEISMQLMGEVQIEVLKSLIEE  404

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +       +++Y E    A     H E  P   +A + L + P   GSG+Q+E
+R S
Sbjct  405  RFGVRAEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFEARCS  462

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L++++Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      
L
Sbjct  463  
EDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQATYRAL  522

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + V TG+ 
P  
Sbjct  523  
RQGLMEAACILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLTGQAPVA  582

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++ Y++++  YT G+      LKGY+
Sbjct  583  SMRGYQSEVMSYTRGQGRLACTLKGYE  609

>WP_008300674.1 GTP-binding protein [Bhargavaea cecembensis]
 EMR05422.1 Tetracycline resistance protein tetM from transposon 
[Bhargavaea 
cecembensis DSE10]
Length=642

 Score = 271 bits (694),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 185/609 (30%), Positives = 290/609 (48%), Gaps = 
23/609 (4%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY   AI   G V+      D+  +E+ RGIT+ A    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHMEAIRTRGRVDHQDAFLDSHDIEKNRGITVFADQAVFRY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  K  ++DTPGH+DF  E+ R++ V+D AILV+SA DGV+  T  ++  LRK  
+PT I
Sbjct  65   
NGTKYTLIDTPGHVDFSPEMERAIRVMDAAILVVSAADGVEGHTETVWDLLRKHGVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D ++ +  +R  LS D ++     L+P+++         W  + E 
++ L
Sbjct  125  FINKTDREGADRETALTEIRKSLSEDAVLLDD-GLTPDVI--------EW--
LAERDEAL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+  E    E  +R  +R      +FP   GSA K +GI      +  L        
Sbjct  174  LEHYLE-
EGFDEEVWIRAMRRMTGSGRIFPAGSGSALKDVGITGFFSRLDRLSGGTPNDA  232

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +  L   V+K+ + + GQR  +L+L  G L +RD V +AG E  K+T++R  S  +    
Sbjct  233  AGPLAARVYKIRHEEGGQRITFLKLTGGRLAVRDEVLIAG-
EPQKVTQIRKYSGHKYTVQ  291

Query  306  DTAYPGEIV-ILPSDSVRLNDVLGDPT-
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            DTA  GE+V ++    +   D LG  T R P         P L   +    +   + 
+L 
Sbjct  292  DTAVSGELVAVMGLTGLEAGDPLGAETGRAPFSL-----
TPSLSAAVRFADSIHPKDMLA  346

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
               QL   DP L    D    EI +  +G +QL+V+  ++ +++  +    EPS+
+Y E 
Sbjct  347  
HFMQLDAEDPSLSVTWDEPAREIRVHVMGLIQLDVLKEVVLDRFGADITFGEPSILYKET  406

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
               +     H E  P   +A + L ++P   G+G+ + S      L   +QN V   
+  
Sbjct  407  VRSSVRGYGHFE--
PLRHYAEVHLGISPAERGTGIAFRSDCHPNELAPGYQNLVGQALTE  464



Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
               +GL  G  +TD  I    G  ++  ++  DFR  +   L Q L+++   LLEP    
Sbjct  465  
KPHRGLLTGSPLTDLNITLITGRAHNEHTSGGDFREASLRALRQGLEKADNILLEPVYDV  524

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +      + R  +D  K        + + D V  T  +P      Y  + A 
+TNG+  
Sbjct  525  
RIKVSTGLMGRVLNDIRKAHGQFGDPETEADTVRITARVPVATFMNYPAEFASFTNGKGA  584

Query  603  CLTELKGYQ  611
                  GY+
Sbjct  585  ITLRPGGYE  593

>AMP46962.1 elongation factor Tu domain 2, partial [uncultured 
bacterium]
Length=257

 Score = 259 bits (662),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 130/257 (51%), Positives = 179/257 (70%), Gaps = 0/257 
(0%)

Query  140  
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK  199
            V Q +++KLS +IIIKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   
+
Sbjct  1    
VYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIEGNDDLLEKYMSGKSLEALE  60

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  259
            L +EE  R  + SLFPVY+GSAK  +GI  L++ +T  F     +G + LCG VFK
+EY+
Sbjct  61   
LEQEESIRFHNCSLFPVYHGSAKNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYS  120

Query  260  
DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSD  319
            +  QR  Y+RLYSG L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL ++
Sbjct  121  
EKRQRLAYIRLYSGVLHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNE  180

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
             ++LN VLGD   LP+++  E+  P+L+TT+ P    QRE LLDAL +++D
+DPLLR  V
Sbjct  181  
FLKLNSVLGDTKLLPQRKKIENLHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYV  240



Query  380  DSITHEIILSFLGRVQL  396
            DS THEIILSFLG+VQ+
Sbjct  241  DSTTHEIILSFLGKVQM  257

>WP_002587585.1 GTP-binding protein [[Clostridium] clostridioforme]
 ENY91010.1 small GTP-binding protein domain protein 
[ [[Clostridium] clostridioforme 
CM201]
 ENZ04680.1 small GTP-binding protein domain protein 
[ [[Clostridium] clostridioforme 
90B1]
 ENZ08948.1 small GTP-binding protein domain protein 
[ [[Clostridium] clostridioforme 
90A8]
 ENZ18047.1 small GTP-binding protein domain protein 
[ [[Clostridium] clostridioforme 
90A3]
 ENZ30023.1 small GTP-binding protein domain protein 
[ [[Clostridium] clostridioforme 
90A1]
 ENZ60902.1 small GTP-binding protein domain protein 
[ [[Clostridium] clostridioforme 
90A6]
 ENZ68108.1 small GTP-binding protein domain protein 
[ [[Clostridium] clostridioforme 
90A4]
 CDF25088.1 putative uncharacterized protein [Clostridium 
clostridioforme 
CAG:511]
 KMW20791.1 hypothetical protein HMPREF9471_02698 [[Clostridium] 
clostridioforme 
WAL-7855]
Length=938

 Score = 278 bits (710),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 309/627 (49%), Gaps = 
47/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEALLYLAGTIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D +  ++ ++ +L    +    V              E  +    
Sbjct  134  IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCVDFAGVGTE-----------
EFMEHAAM  182

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+D +    
L 
Sbjct  183  CDEKLLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLDGIRRWALM  238

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKIT  292
                ++  A     V+K+   D G R  +L++  G L+++ TV+    EK       
K+ 
Sbjct  239  PEYPQEFEA----
KVYKISRDDQGNRLTHLKVTGGRLKVKGTVSGGNTEKPSEAWQEKVN  294

Query  293  EMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            ++R+ S         A  G I  +       P   +      G+ + LP         
P+
Sbjct  295  QIRVYSGERYEAVPEAEAGTICAVSGLTRTYPGQGL----
GAGEDSMLPVLE------PV  344

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +          +L    QL + DPLLR   +    EI +  +G VQ+EV+ 
+L+ E
Sbjct  345  
LSYQVKLPEGCDGAVMLPKFRQLEEEDPLLRVVWNEELKEISMQLMGEVQIEVLKSLIEE  404

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +       +++Y E    A     H E  P   +A + L + P   GSG+Q+E
+R S
Sbjct  405  RFGVRAEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFEARCS  462

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L++++Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      
L
Sbjct  463  
EDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQATYRAL  522

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + V TG+ 
P  
Sbjct  523  



RQGLMEAACILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLTGQAPVA  582

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++ Y++++  YT G+      LKGY+
Sbjct  583  SMRGYQSEVMSYTRGQGRLACTLKGYE  609

>WP_067204196.1 GTP-binding protein [Sporosarcina psychrophila]
 AMQ04530.1 elongation factor G [Sporosarcina psychrophila]
Length=646

 Score = 271 bits (694),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 180/626 (29%), Positives = 300/626 (48%), Gaps = 
16/626 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+      D+  +E++RGIT+ A   
S  +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDAFLDSHTIEKERGITVFADQASISY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ R++ V+D AI++ISA DGV+  T  ++  LRK  
+PT  
Sbjct  65   
NGSTYYIIDTPGHVDFSPEMERAIQVMDYAIIIISASDGVEGHTETVWQLLRKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D+ SV+  +R  LS DI      S   E ++E+    E  + + E 
++ L
Sbjct  125  FINKTDREGTDIASVLHEIRTNLSEDIC--DLTSSFNEGIMED----
ELIEFIAERDEAL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+       +  +   ++ + D  +F +  GSA K +G+    + +  L        
Sbjct  179  LETYLES-GYDNDLWLATLKKMISDNKIFALSSGSALKDIGVMAFFEKLD-
LLTTTSYDD  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             +     V+K+ + D G R  +L+  SGTL +RD V   G    K+T++R+ +  +    
Sbjct  237  DSDFAAQVYKIRHDDSGNRVTFLKSLSGTLSVRDGVNY-
GDFTEKVTQIRVYNGSKFKAI  295

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            D  + GE+  +   +      +GD     +++   D +P L++ +    A   + 
+L   
Sbjct  296  DHVHAGELFAVTGLT---



QASIGDGVGALKEKATFDMMPTLKSKVIFDAAIHVKEVLRCF  352

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP LR   D    EI +  +G +QLEV+  +++E++ ++    EP ++Y 
E   
Sbjct  353  
NLLDAEDPSLRVFWDEHFQEIHVHVMGVIQLEVLQQIVNERFSIQVSFGEPKILYKETIE  412

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             + +   H E  P   +A + L + P    SG+Q+++      L    QN VR  +    
Sbjct  413  TSVTGYGHFE--
PLRHYAEVHLLIEPTERNSGIQFDNVCHANDLLIGHQNVVRSHLFERE  470

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G  +TD K+    G  ++  ++  DFR      L Q L++    LLEPY  
F +
Sbjct  471  
HHGLLTGSALTDVKVTLLTGRSHNEYTSGGDFREATFRALRQGLEQVPNTLLEPYYDFKI  530

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                + + R   D  +   + +  +   ++V+  G +P      Y T  A +T+G+    
Sbjct  531  
KVDLDNMGRVLSDIQQAHGSFDAPETIGEKVIVKGRVPVATFMNYSTVFASFTHGKGTLS  590

Query  605  TELKGYQAAVGQP-VIQPRRPNSRLD  629
                GY     Q  VI+    N   D
Sbjct  591  LLFGGYDRCHNQEQVIEEIGYNKEAD  616

>WP_006555650.1 elongation factor G [Veillonella seminalis]
 EKU78953.1 elongation factor G [Veillonella seminalis ACS-216-V-
Col6b]
Length=691

 Score = 273 bits (697),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 191/665 (29%), Positives = 320/665 (48%), Gaps = 
73/665 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+



Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++D+L A+ +  Q               +++  
EI + 
Sbjct  129  
PRIAYVNKMDTVGADFFNVVNMMKDRLGANSVALQVPIGAEDTFKGIIDLMTMKAEIYIS  188

Query  168  EN------TDI-EAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI E +            DA+ E +D+++ KY+ GE IS ++L    
++ V
Sbjct  189  
DDGKEFEITDIPEDYLQVAQERREMLVDAIAETDDEIMMKYLEGEEISIDELKVALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAAL  249
             D  LFPV  GS+ K  G+Q L+DAV                   TG  +          
Sbjct  249  
CDNKLFPVLCGSSYKNKGVQMLLDAVIDYMPSPLDIPAINGVNPDTGAEEARPASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI R 
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRQEIERV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  369  ---YSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V +P 
V Y
Sbjct  422  
MGIALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + +KA    +  +      +    L + P   G+G ++E+++  G + + +   
V
Sbjct  482  RETIRKSVKAQGKFVR-
QSGGRGQYGDCWLELIPQEPGAGFEFENKIVGGAIPREYIGPV  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             +G++  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  +++   



LL
Sbjct  541  
ENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSSEMAFKIAGSMGFKEGARKADPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY++  +  P+EY+     D       +E  + +         +P   +  Y 
TDL   
Sbjct  601  
EPYMAVEVDVPEEYMGDVIGDLNSRRGRMEGMEARNGSQHIKAFVPLSEMFGYATDLRSK  660

Query  597  TNGRS  601
            T GR 
Sbjct  661  TQGRG  665

>WP_057571551.1 GTP-binding protein [[Clostridium] clostridioforme]
 CUO56465.1 small GTP-binding protein [[Clostridium] 
clostridioforme]
Length=938

 Score = 278 bits (710),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 312/627 (50%), Gaps = 
47/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEALLYLAGTIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D +  ++ ++ +L  D  +    + + E +          +    
Sbjct  134  IPVFLFVNKMDQPGTDREQRMRELQKRLD-DGCVDFAGAGTEEFM----------
EHAAM  182

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+D +    
L 
Sbjct  183  CDEKLLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLDGIRRWALM  238

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------



LKIT  292
                ++  A     V+K+   D G R  +L++  G L+++ TV+    EK       
K+ 
Sbjct  239  PEYPQEFEA----
KVYKISRDDQGNRLTHLKITGGRLKVKGTVSGGNTEKPSEAWQEKVN  294

Query  293  EMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            ++R+ S         A  G I  +       P   +      G+ + LP         
P+
Sbjct  295  QIRVYSGDRYEAVPEAEAGTICAVSGLTRTYPGQGL----
GAGEDSMLPVLE------PV  344

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +          +L    QL + DPLLR   +    EI +  +G VQ+EV+ 
+L+ E
Sbjct  345  
LNYQVKLPEGCDGAVMLPKFRQLEEEDPLLRVVWNEELKEISMQLMGEVQIEVLKSLIEE  404

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +       +++Y E    A     H E  P   +A + L + P   GSG+Q+E
+R S
Sbjct  405  RFGVRAEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFEARCS  462

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L++++Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      
L
Sbjct  463  
EDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQATYRAL  522

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + V TG+ 
P  
Sbjct  523  
RQGLMEAACILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLTGQAPVA  582

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++ Y++++  YT G+      LKGY+
Sbjct  583  SMRGYQSEVMSYTRGQGRLACTLKGYE  609

>WP_091205828.1 GTP-binding protein [Oribacterium sp. WCC10]
Length=915

 Score = 277 bits (709),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 193/612 (32%), Positives = 307/612 (50%), Gaps = 
34/612 (6%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+E +LY SG I   G V+ G+   DT  +E++RGITI + + 
+F  
Sbjct  29   
IGILAHVDAGKTTLSECILYESGKIRSLGRVDNGSAYLDTNHMEKERGITIFSKMATFIL  88

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                ++++DTPGH+DF AE+ ++L+VLD AILV++  DGVQ  T  L+  L +  
+P  I
Sbjct  89   
KDVSISMLDTPGHVDFSAEMEKTLSVLDYAILVVNGADGVQGHTETLWRLLARYGVPAFI  148

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            F+NK+DQ G D + +++ +       ++   +    S    L+EN        +   
+++
Sbjct  149  FVNKMDQPGTDKERLLRELEKHFGNAVVDFTEAGVYSMSDSLKEN--------
IAMCDER  200

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-
PIGE  243
            ++++Y+    +   K VR+    + D  LFPVY+GSA K  GI+  +D +    + 
P+  
Sbjct  201  VMDRYLE-RGVLDPKDVRD---
MIWDRKLFPVYFGSALKNFGIKEFLDGIYTFTEIPLYP  256

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                A    VFK+   D  +R  Y+++  G L++R T  + G    KI+E+RI S  
+ V
Sbjct  257  D---AFGAKVFKISKDDADRRLTYMKITGGELKVR-TELVPGE---
KISEIRIYSGAKYV  309

Query  304  RTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDP--
LPMLRTTIAPKTAAQRER  360
             TD A  G +  +L    ++  D +G     P+ +   DP   P+L   +  K   
Q E 
Sbjct  310  NTDVAEAGTVCAVLGISGLKTGDSVGCE---PKGK---
DPSLKPVLDYNVISKDMDQLE-  362

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L  L+D  P L    DS   EI +  +G VQ E++  L+ E++ ++    E  
++Y
Sbjct  363  
LYRKLEPLSDEYPELHINWDSKLKEIHVHLMGEVQTEILKKLVKERFDVDIEFGESKILY  422

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E   +A S   H E  P   +A + L + PL  GSG+Q+ +      L  ++Q  
V   
Sbjct  423  LETIDEAVSGVGHFE--



PLRHYAEVHLLMEPLPRGSGLQFRADCPTDELQINWQRLVLTH  480

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G L G  +TD +     G  +   +   DFR      + Q L+++   
LLEPY
Sbjct  481  
LREKEHVGVLTGSPITDIRFTLVAGRAHLKHTEGGDFREATYRAVRQGLRKAINVLLEPY  540

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +F L  PQEY+ RA  D     A  +  ++K +  V  G      ++ Y  ++  
YT G
Sbjct  541  
YAFTLEIPQEYVGRAMTDLSNMNANFDPPEIKDEVSVIKGTAAVTAMRDYHKEVMVYTRG  600

Query  600  RSVCLTELKGYQ  611
            R        GY 
Sbjct  601  RGHLFLRFNGYD  612

>WP_003525381.1 GTP-binding protein [[Clostridium] clostridioforme]
 EHG30047.1 hypothetical protein HMPREF9467_03362 [ [[Clostridium] 
clostridioforme 
2_1_49FAA]
Length=938

 Score = 278 bits (710),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 309/627 (49%), Gaps = 
47/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEALLYLAGTIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D +  ++ ++ +L    +    V              E  +    
Sbjct  134  IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCVDFAGVGTE-----------
EFMEHAAM  182

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238



             ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+D +    
L 
Sbjct  183  CDEKLLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLDGIRRWALM  238

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKIT  292
                ++  A     V+K+   D G R  +L++  G L+++ TV+    EK       
K+ 
Sbjct  239  PEYPQEFEA----
KVYKISRDDQGNRLTHLKVTGGRLKVKGTVSGGNTEKPSEAWQEKVN  294

Query  293  EMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            ++R+ S         A  G I  +       P   +      G+ + LP         
P+
Sbjct  295  QIRVYSGERYEAVPEAEAGTICAVSGLTRTYPGQGL----
GAGEDSMLPVLE------PV  344

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +          +L    QL + DPLLR   +    EI +  +G VQ+EV+ 
+L+ E
Sbjct  345  
LSYQVKLPEGCDGAVMLPKFRQLEEEDPLLRVVWNEELKEISMQLMGEVQIEVLKSLIEE  404

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +       +++Y E    A     H E  P   +A + L + P   GSG+Q+E
+R S
Sbjct  405  RFGVRAEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFEARCS  462

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L++++Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      
L
Sbjct  463  
EDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQATYRAL  522

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + V TG+ 
P  
Sbjct  523  
RQGLMEAACILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLTGQAPVA  582

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++ Y++++  YT G+      LKGY+
Sbjct  583  SMRGYQSEVMSYTRGQGRLACTLKGYE  609

>WP_027640156.1 GTP-binding protein [Clostridium cadaveris]
 SFF69929.1 small GTP-binding protein domain-containing protein 



[Clostridium 
cadaveris]
Length=652

 Score = 271 bits (694),  Expect = 1e-78, Method: Compositional 
matrix adjust.
 Identities = 184/630 (29%), Positives = 306/630 (49%), Gaps = 
20/630 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL E +LY + AI + G V+      D+  +E+ RGITI ++   
F +
Sbjct  5    
IGILAHVDAGKTTLAEQILYHTNAIRKRGRVDYKDAFLDSHQIEKDRGITIFSSQGRFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  +VDTPGH+DF  E+ R+++++D AI+V+SA +GVQA T  ++  LRK 
NIPT I
Sbjct  65   
KDSTYYLVDTPGHIDFSPEMERAISIMDYAIVVVSAVEGVQAHTETIWRLLRKYNIPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D    +  ++  LS D        L    + EE+ D    + + 
ENN+ L
Sbjct  125  FINKIDRDGADCIETLDDIKCNLSPD------
AYLIENNMFEEDIDDGLIEIIAENNNNL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+ G+   ++  + E +  +    +FP + GSA + LGI+  +++   L        
Sbjct  179  LEQYLDGK-YDKKLWLEELKNMINHRDVFPCFKGSALQDLGIEKFINSFHNL-
TTTEYND  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
                 G V+KV+Y   G R  Y++   GT++ +D V+     ++   KI ++R  +  
+ 
Sbjct  237  
DGDFQGKVYKVKYDGNGNRITYVKAIRGTIKTKDIVSYKFNGEVLNEKINDIRYYNGEKF  296

Query  303  VRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             +T+ A  GE+  L    V L  +  G       +    D +P L + +        
+ +
Sbjct  297  EKTNEAKAGEVFGL----
VGLTKIFSGQGIGYREENIDYDMIPTLSSKVIYDEKLNPKEV  352

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L D +  L+        EI +  +G +QLE++  ++ +++KL+       
++Y 



Sbjct  353  
LSFFKILEDEETSLKVIWHEKLKEIHIHVMGVIQLEILKEIVKDRFKLDIEFGPCQILYK  412

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   K +    H E  P   +A + L + P   GSG+ + S   +  L  +FQN V
+  +
Sbjct  413  ETIRKTSIGRGHFE--
PLRHYAEVHLRLEPGQRGSGITFYSNCPIDTLAVNFQNLVKSHV  470

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G L G  +TD K+    G  +   +   DFR      L Q L+++ + 
LLEPY 
Sbjct  471  
FEREHNGILIGAPITDIKVTLINGKSHIKHTEGGDFREATYRALRQGLEKADSTLLEPYY  530

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    + + R   D  K+  T +T ++  ++V+  G  P +    Y  +L  
+T GR
Sbjct  531  
RFKIQVNIDSMGRVLSDIQKFNGTFDTPKIFGEKVIIEGRGPVKTFMNYSLELVSFTKGR  590

Query  601  SVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
             +      GY     +  +I+ +  N   D
Sbjct  591  GIINFIFDGYDYCHNEGEIIKEKGYNKDAD  620

>OFW63305.1 translation elongation factor G [Actinobacteria 
bacterium RBG_19FT_COMBO_36_27]
Length=696

 Score = 273 bits (697),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 205/672 (31%), Positives = 315/672 (47%), Gaps = 
65/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
NIRNIGITAHIDAGKTTTTERVLYYTGKTYKIGEVHDGAAVMDWMIQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDG + +  A  GV+ Q+  ++    
K NI
Sbjct  69   
TCLWKDHKINIIDTPGHVDFTVEVERSLRVLDGMVAIFCAVGGVEPQSETVWRQADKYNI  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162



            P + FINK+D++G D   V+  ++ KL A                   D+I  + +    
Sbjct  129  
PRIAFINKMDRSGADFFYVLDMIKTKLGANPLPVQIPIGKEEDFVGIIDLISMRAIIYKD  188

Query  163  EIVLE-ENTDI---------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            E+ +  E  DI         +    +IEN    ND +L KY+    IS ++L +  
+   
Sbjct  189  
EMGIRFEYEDIPEELKSVAEKCRQELIENIANYNDYILNKYVENVEISEDELKKAIREIT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV------------TGLFQPIGE-------
QGSAAL  249
             + +  PV  G+A K  G+Q L+D V            T    P  E           
A 
Sbjct  249  
INVNGVPVLCGAAFKNKGVQLLLDGVVEYLPSPVDIPSTRGINPDNETEISKKVSDDEAF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
             G +FK+       R  YLR+YSGTL+  D V  A   G+ ++ K+ EM   S+ 
EI   
Sbjct  309  
SGLIFKITTDPFVGRLSYLRIYSGTLKTGDQVLNANNGGKNRISKLLEMHANSREEI---  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A+ GEIV ++   +V   D + DP +         P P+L   I PKT   +E
+L +A
Sbjct  366  
KEAHCGEIVAVVGLKNVNTGDTICDPNKPVIYESINFPEPVLSIAIEPKTKIDQEKLANA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++LA+ DP  + E+DS T + I+S +G + +E++   L  ++ ++  V +P V Y 
E  
Sbjct  426  
LSKLAEEDPTFKMEIDSETGQTIISGMGELHIEIIVDRLLREFGVKANVGKPQVSYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R  +     I  +      +  + +   P   G G ++E +   G + + F   +  
GI
Sbjct  486  TRDAQIEGKYIR-
QSGGRGQYGHVIIRFEPNEYGKGFEFEDKTKGGTIPKEFIKPIAMGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L+ G + G+ V D K     G Y+   S+   FR  A     +A+K+    
LLEP +
Sbjct  545  
EDALQSGEIAGYPVVDIKATLLDGSYHEVDSSEMAFRIAASKAFREAMKKCFPILLEPVM  604

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       I +  ++    V   ++P   +  Y TDL   
T GR
Sbjct  605  
DVEVVVPDEYMGEVIGDLNSRRGKILSVTLRNKNRVIKADVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQA  612
            +    + K Y++
Sbjct  665  ATFTMQFKKYES  676

>WP_057805226.1 GTP-binding protein [Pediococcus ethanolidurans]
 KRN83259.1 translation elongation factor (GTPase) [Pediococcus 
ethanolidurans]
 SER30723.1 small GTP-binding protein domain-containing protein 
[Pediococcus 
ethanolidurans]
Length=659

 Score = 271 bits (694),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 204/630 (32%), Positives = 317/630 (50%), Gaps = 
52/630 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY +GA+ + G V+ G    DT  LE+Q GITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSEAMLYRTGALRKLGRVDNGDAFLDTDDLEKQHGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + + H   + ++DTPGH+DF A+  + L+VLD AILVISA DGVQ+ TR L+  L
++  
Sbjct  61   
ANLKCHDLSLTLLDTPGHVDFAAQTEQVLSVLDYAILVISATDGVQSYTRTLWQLLKRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT IF+NK+D  GVD   V++ ++ KL+   I     +       E  TDI   +
++ +
Sbjct  121  VPTFIFVNKMDANGVDRNQVLKQLQTKLAEGCIDFDNDT-------
ETQTDIPENSYEEI  173

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND +LE+++    +S +  VRE    + +  +FP Y+G+A K  G++ L+    
GL 
Sbjct  174  AMQNDTVLEQFLNSGKLS-DDTVRE---MIVNREIFPCYFGAALKLTGVEHLL---
AGLE  226

Query  239  QPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296



            + I E+ S +      +FK+ + +  +R  +LR+ SGTLR   T A+   E+ K+ 
++R+
Sbjct  227  RWICERTSKSNEFGARIFKISHDEKNERLTWLRVTSGTLR---TKAVLLNEQ-
KVNQLRV  282

Query  297  PSKGEIVRTDTAYPG-EIVILPSDSV-RLNDVLGDPTRLPRKRWREDP-------
LPMLR  347
                        Y G +  ++P   V  +  V G     P +    +P        
P+L 
Sbjct  283  ------------
YDGVKYAVVPEVEVGGICAVTGLTETHPGQGLGNEPGGRSSAIQPVLN  330

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PK        L AL QL D DP L     +   EI +  +G +QLE++  +L
+E++
Sbjct  331  YALDPK-
GNDIHACLTALRQLEDEDPQLHVTWSNHLQEIRVQIMGEIQLEILQQILAERF  389

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L     E S++Y E   KA     H E  P   +A + L + P   GSG+ ++S   
+ 
Sbjct  390  NLNVEFGEGSILYKETITKAVEGVGHFE--
PLRHYAEVHLLLQPTPKGSGLTFDSNCGID  447

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ V   +R     G L G  +TD KI    G      S   DFR      
+ Q
Sbjct  448  
VLGKNWQHQVLTNLRAKEHLGVLIGAPITDIKITLVGGKASIVHSVGGDFREATWRAVRQ  507

Query  527  AL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEI  581
             L         QLLEP+  F L   Q  + RA +D  +   T ET +    E++  
TG  
Sbjct  508  
GLMMLKARGACQLLEPWYRFSLTIDQTQVGRAMNDIQRMSGTFETPKDSGTEMITLTGTA  567

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   +Q Y  ++  YT+G+      + GYQ
Sbjct  568  PVSEMQGYMQEVRAYTHGQGQLECVVDGYQ  597

>WP_039957433.1 elongation factor G [Selenomonas infelix]
Length=692

 Score = 272 bits (696),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 320/670 (48%), Gaps = 
65/670 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V+  +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMNMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D+L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYREKLIEACAEADDELMEKYLGGEEVTEEEIRRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE  S      
A  
Sbjct  249  
IACQMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D  +       E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDENKPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485



Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-
QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
KQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674

>WP_057800125.1 elongation factor G [Lactobacillus kalixensis]
 KRL88032.1 elongation factor G [Lactobacillus kalixensis DSM 16043]
Length=697

 Score = 273 bits (697),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 191/690 (28%), Positives = 326/690 (47%), Gaps = 
69/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S E              
+ +E
Sbjct  131  



PRIVFVNKMDKIGADFDKSVESLGERLNANAHAVQMPIGSAETFEGVIDLINMVADIYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D ++EKY+ GE IS ++L    
++ 
Sbjct  191  
DQLGSKWDTVPVPDEYKEEAEKRRAELIEAVADVDDAIMEKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPV+ GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TINLDFFPVFAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYIAHDPKTGEEVELKANDDEP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L     V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLESGSYVLNASKNSRERVGRLLQMHANSRTEISE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP R       E P P+++ +I PK+ A R+
+L  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPKRPLILESLEIPDPVIQVSIEPKSKADRDKLDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  + E ++ T + +++ +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFKAETNAETGQTLIAGMGELHLDIMVERMKREFHVEATIGEPQVAYRET  487

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P KA    +  +      +  + +  TP   G G ++E  +  G + + F  
+V  G
Sbjct  488  FTKPAKAQGKFVR-
QSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  ++ G L G+ + D K     G Y+   S+ A F+  A + L+ A  ++G  
+LEP 
Sbjct  547  
LQEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALKNAAPKAGAVVLEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL            T++  + +    V    +P   +  Y T L   
T G



Sbjct  607  
MKVQVITPEEYLGDVMGSITARRGTMDGMEDRSGAKVLNAMVPLSEMFGYATTLRSSTQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R         Y     ++ + +I+ R  N+
Sbjct  667  RGTFTMVFDHYSPTPKSIQEEIIKKRGGNA  696

>APO66172.1 translation elongation factor/tetracycline resistance 
protein 
[Rhizobium gallicum]
Length=579

 Score = 269 bits (688),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 184/568 (32%), Positives = 294/568 (52%), Gaps = 
18/568 (3%)

Query  70   
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINK  129
            +N++DTPGH DF+AEV R L +LD A++V+SA +GVQAQTR+L  AL+++ +P +
+FINK
Sbjct  1    
MNLIDTPGHPDFIAEVERVLGLLDAAVVVVSAVEGVQAQTRVLVRALQRLGVPFLLFINK  60

Query  130  IDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEIVLEENTDIEA-------
WDAVIEN  181
            +D+ G     V++++ D+LS   I +   ++   ++   E  D+E+        + 
+ EN
Sbjct  61   
VDRLGARYDEVLRAMADQLSVRPIAMSAVINAGSKVAQVEGLDLESEALFTVLCETLAEN  120

Query  182  NDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +D+LL  Y+ A + +  E+L R  + +V    + P Y G+A  G+G+  L  A+  
L   
Sbjct  121  
DDELLGDYLQAPDRLIGERLERSLRDQVSRGLVQPAYAGAAITGVGLPSLTSAIANLLPG  180

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                  AA+ G +FK+E    G++  YL L SGT+RLR+ + L  +   ++T +++   
G
Sbjct  181  RHHDPDAAVAGKIFKIERGWGGEKLSYLYLSSGTVRLRELLDLP-
QGPARVTGIQLFQAG  239

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            ++   ++   G+I  +   +S R+ D +G   R    R    P P L +    +  
++  
Sbjct  240  KVHSANSLRAGQIARVSGLNSARIGDTVG-ANRYADVRHHFAP-
PTLESRAQAQRPSESA  297

Query  360  



RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L  AL QLA+ DPL+    ++ T++I +S  G VQ EV+ + L   + LE   ++ 
+VI
Sbjct  298  
ALWLALNQLAEQDPLIDLRKNADTNDIFVSLYGEVQKEVIQSTLLTNFGLEVTFEDSTVI  357

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
              ER     +    I   PNPF A+IGL V P   G+G  +   V +G +  SF  
AV +
Sbjct  358  
CAERLAGTGTGLQIIFKEPNPFLATIGLRVEPRPEGAGNSFALEVDVGQMPASFYRAVEE  417

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +   L+QG+FGW V DC +      + SP ST ADFR L P VL  AL  + T + 
EP+
Sbjct  418  
TVFETLKQGIFGWQVIDCHVAMTAARHSSPSSTAADFRQLTPWVLATALSAAQTVVCEPF  477

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F L AP E L+R      +  A  + + V    V   G + +  +Q  +  L   
T+G
Sbjct  478  
DQFYLEAPAEALNRLLTLLARSGAATKESIVADGVVRLEGHVTSERVQGIQQQLPGLTSG  537

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 T    Y      P   P+R   R
Sbjct  538  MGTMETSFHHY-----APAADPQRSRKR  560

>WP_069181131.1 elongation factor G [Selenomonas sp. oral taxon 920]
 AOH48587.1 translation elongation factor G [Selenomonas sp. oral 
taxon 920]
Length=692

 Score = 272 bits (696),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 319/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   



TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V+  +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMNMMRERLNANPVAIQLPIGTEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D+L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYREKLIEACAEADDELMEKYLGGEEVTEEEIRRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE  S      
A  
Sbjct  249  
IACEMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPSSDTAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDENNPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-
QSGGHGQYGHCWLELIPQDAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+



Sbjct  545  
RQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674

>WP_013705453.1 elongation factor G [Desulfobacca acetoxidans]
 AEB08340.1 translation elongation factor G [Desulfobacca 
acetoxidans DSM 
11109]
Length=679

 Score = 272 bits (695),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 208/673 (31%), Positives = 308/673 (46%), Gaps = 
65/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI+AH+DAGKTTLTE +LY +G   + G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
NIRNIGIIAHIDAGKTTLTERILYYTGKTHKMGEVHNGAAVMDWMPEEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW  C +NIVDTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++H   
K  +
Sbjct  69   
TCQWRECLINIVDTPGHVDFTIEVERSLRVLDGAIGVFDAVSGVEPQSETVWHQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------------
IIIKQT  157
            P + FINK+D+ G D ++ VQS+RD+L                            I
+   
Sbjct  129  
PKIAFINKMDRVGADFEAAVQSLRDRLGVQPLIITMPMGQEDRFQGVIDVLRQKAIVWDE  188

Query  158  VSLSP---EIVLEENTDIEAW-------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            VSL     EI + +  + EA+       +A+ E +D+++E Y+A E +  E L     
R 
Sbjct  189  
VSLGAVFQEIDIPKAYEEEAYQAREEMIEALAEVDDQVMESYLAEEFLPPEDLTAGIHRA  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
                   PVY G+A +  G+QPL+D +                   TGL +    +  
A 
Sbjct  249  
TVALKAVPVYCGAALRNKGVQPLLDGIVRFLPNPTEVPPIEGENPHTGLRESRPARREAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
            L    FK+   D G+R  Y+RLYSGTL+    + + V     +  +I  M    +    
R
Sbjct  309  LAALAFKIAM-
DQGRRLTYVRLYSGTLKPGQDVYNPVKKVHEKAARILRMHANQRE---R  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A  G +V I+        D L  P            +P++   I PKT   +E
+L  
Sbjct  365  
LDEARAGNLVGIMGLKYTTTGDTLCSPEAPILLEPIGSYIPVMSLAIEPKTRDDQEKLEL  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP +R E D  T +IILS +G + LEV+   L   +    +   P V+
+ E 
Sbjct  425  
ALNRLMEEDPSVRVETDEDTGQIILSGMGELHLEVLIHRLERDFNTHVLAGRPQVVHRET  484

Query  424  PLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              + A        E+     + ++ + V P   G+G Q  SR+  G+    +   + 
+ +
Sbjct  485  
IHQTAEVLAAFDRELAGKRHYGAVKVRVQPRRRGTGNQTVSRLPEGHPGLVYLPGIEEAV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L  G  FG  V D  +          +++   FR  A   ++QA +E+   L
+EP +
Sbjct  545  
QSALLAGAAFGHPVVDVLVELTDVEVREGLASDMAFRIAAMQAVKQACREANPVLMEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P E+L     D       IE  Q K    V TG  P   +  Y T L   
T GR
Sbjct  605  
RVEIIIPDEFLGEVIGDFNARKGKIEDMQSKGTSKVITGLAPLSGMFGYSTALRSATQGR  664

Query  601  SVCLTELKGYQAA  613
                 +   Y ++
Sbjct  665  GTFTMQFHHYGSS  677



>WP_090815323.1 GTP-binding protein [Oribacterium sp. KHPX15]
 SEA12247.1 small GTP-binding protein domain-containing protein 
[Oribacterium 
sp. KHPX15]
Length=897

 Score = 276 bits (707),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 197/637 (31%), Positives = 313/637 (49%), Gaps = 
39/637 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+ES+L+ +G I   G V+ G    DT  +E++RGITI 
+ + 
Sbjct  7    
KHLVIGILAHVDAGKTTLSESILFETGKIRNLGRVDNGNAYLDTDHMEKERGITIFSKMA  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F      V+++DTPGH+DF AE+ ++L+VLD AILV++  DGVQ  T  L+  L+
+  +
Sbjct  67   
TFDLRDITVSLLDTPGHVDFSAEMEKTLSVLDYAILVVNGADGVQGHTETLWKLLQRYGV  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA---
DIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            P  IF+NK+DQ G D   + + ++    A   D       S+S E  L+EN        
+
Sbjct  127  PVFIFVNKMDQPGTDKDRLFEDLKKHFGAAAVDFTEAGKYSMSEE--
LKEN--------I  176

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D+++EKY+    +  + +    +  + D  LFPVY+GSA K  G++  ++ +    
Sbjct  177  AMCDDRIMEKYLEKGELDPKDV----
RNLIWDRKLFPVYFGSALKNFGVKEFLEGIHTFT  232

Query  239  Q-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            + P+     + L G VFK+   D  +R  Y+++  G +++RD + L G    K++E
+RI 
Sbjct  233  EIPM---YPSVLGGKVFKIAKDDSDRRLTYIKITGGEIKVRDEL-LPGE---
KVSEIRIY  285

Query  298  SKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDP--
LPMLRTTIAPKT  354
            S  + V  DTA  G +  +L    ++  D +G     P+ +   DP   P+L   +    
Sbjct  286  SGEKYVNADTAEAGMVCTLLGISGLKTGDSVGCE---PKGK---
DPSLKPVLDYKVESPD  339

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E L   L  LAD  P L    D    EI +  +G VQ+E++  ++ E+  +E    



Sbjct  340  VDDLE-
LYRKLDTLADEFPELHISWDKNLKEIHVHLMGEVQIEIIKRVVKERLGVELQFG  398

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E  ++Y+E    A     H E  P   +A   + + PL  GSG+++ S      L  
++Q
Sbjct  399  ESRILYLETIDDAVEGVGHFE--
PLRHYAEAHILIEPLPRGSGLRFRSDCKTDDLAINWQ  456

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V   +R     G L G  VTD +     G  +   +   DFR      + Q L 
++  
Sbjct  457  
RLVLTHLREKEHVGVLTGSPVTDIRFTLVAGKAHLKHTEGGDFREATYRAVRQGLMKAVN  516

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY +F L  PQEY+ RA  D        +  ++  +    TG  P   ++ Y  
++
Sbjct  517  
VLLEPYYAFTLELPQEYVGRAMTDLSNMNGHFDPPEINGETSTITGTAPVSAMRDYHKEV  576

Query  594  AFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLD  629
              YT GR        GY +    + VI+ R  N   D
Sbjct  577  MVYTKGRGHLFLRFSGYDRCHNAEEVIEKRGYNPEED  613

>WP_021638349.1 MULTISPECIES: GTP-binding protein [Clostridiales]
 ERI66999.1 putative translation elongation factor G [Clostridium 
sp. KLE 
1755]
Length=940

 Score = 277 bits (709),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 191/626 (31%), Positives = 313/626 (50%), Gaps = 
41/626 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG + +PG V+ G    DT  LE+ RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESILYRSGLLRKPGRVDNGDAFLDTYALEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W   +V+++DTPGH+DF AE+ RSL VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFKWKSMEVSLLDTPGHVDFSAEMERSLQVLDAAVLVISGADGVQGHTQTLWQLLKRYG  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D +++ + ++D+L      +  V  S E+      D   ++    
Sbjct  121  IPVFLFINKMDQPGTDKEAIQKELKDRLD-----EGCVDFSGEM------
DEAFYEQAAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
             ++  LE+++  + +  E+L+    + +++  LFP +YGSA K  G+   +D +     
Q
Sbjct  170  CDEAALEQFLEEDRLEEEQLI----
QLIRERKLFPCFYGSALKLTGVDEFLDGLDRYTVQ  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----------KL  289
            P+  Q   A    +FK+   D G R  Y+++  G+L+++  +  AG E          
+ 
Sbjct  226  PVYPQEFGA---
KIFKIVRDDQGNRLTYMKITGGSLKVKSMLTNAGAEDKLRPGQEVWEE  282

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL--PML  346
            K+ ++RI S  +    + A  G +  +      R  + LG       ++    PL  
P+L
Sbjct  283  KVNQIRIYSGDKYELINEAQAGTVCAVTGLGHTRPGEGLG------
VEQASAAPLLEPVL  336

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               +      +   +L  L QL + +P L    D    EI    +G VQ+E++ +L
+ ++
Sbjct  337  
TYQVKLPEGCEVPVILPRLRQLEEEEPALHIVWDERLQEIQAQVMGEVQIEILKSLIQDR  396

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +        ++Y E          H E  P   +A + L + P   GSG+Q+ S  
S 
Sbjct  397  FGVAVEFGAGHIVYKETIADRVEGVGHFE--
PLRHYAEVHLLLEPAERGSGLQFASDCSE  454

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L++++Q  V   +     +G L G  +TD KI    G  +   +   DFR      
+ 
Sbjct  455  
DILDRNWQRLVLTHLEEKEHRGVLTGAPITDMKITLLTGRSHLKHTEGGDFRQATYRAVR  514

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L ++ + LLEP+ +F L  P++ + RA  D  K   +      + D  V TG  
P   
Sbjct  515  
QGLMQAHSILLEPWYAFRLEVPEKLVGRAMTDIEKMNGSFNAPFTEGDMAVLTGVCPVVT  574



Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            ++ Y+ ++  YT G       LKGY+
Sbjct  575  MRDYQKEVIAYTKGYGRLFCSLKGYE  600

>WP_071354284.1 GTP-binding protein [Bacillus sp. MUM 116]
 OIK16654.1 elongation factor G [Bacillus sp. MUM 116]
Length=647

 Score = 271 bits (693),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 172/606 (28%), Positives = 298/606 (49%), Gaps = 
14/606 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I + G V+      D+  +E+QRGIT+ A    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKSIKKLGRVDHQDAFLDSHEIEKQRGITVFADQGRFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++ L K +
+PT +
Sbjct  65   
QNSTYYLIDTPGHVDFSPEMERAIQVMDFAIILISAVEGIEGHTETVWNLLNKHHVPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  +R   S DI    T + + E++ EE  +      + E 
++++
Sbjct  125  FINKIDRTGANVDGVLDEIRSNFSKDICDIST-TFTDEMMSEELIEF-----
IAERDEEV  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+  +    +  +++ Q  +Q + ++P   GSA + +G++  ++    L        
Sbjct  179  LEHYME-KGYDPDLWLKKMQSMIQASQIYPSASGSALQDIGVKSFLEKFD-
LLTVTDFNS  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            S    G V+K+ Y D G R  +++  SGTL++RD +     E  KIT++R  +  +  
+ 
Sbjct  237  
SQPFSGRVYKIRYDDTGTRVTFIKGLSGTLKVRDEIVYGNEEVEKITQIRTYNGRQYRQI  296

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            D    GE+  +   +   N  +GD      ++   D +P LR+ +  +     + 
+L   
Sbjct  297  DQVGAGELFAVTGLT---



NSSVGDGVGALEEKAVYDMVPTLRSKVVFEPGVNPKEVLKYF  353

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L    +    EI L  +G +QLEV+  ++ E+++L+   ++P ++Y 
E   
Sbjct  354  
LMLDAEDPSLHVTWEEQLQEIHLHVMGAIQLEVLEQIVFERFQLKIAFEQPEILYKETIE  413

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                   H E  P   +A + L +      SG+Q+ESR     L    QN V   +    
Sbjct  414  NEVMGYGHFE--
PLRHYAEVHLKIESGKQNSGIQFESRCHTDELAIGLQNLVGQHLFERG  471

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G  +TD K+    G  ++  +   DFR      L Q L+++   LLEPY  
F +
Sbjct  472  
HHGLLTGSPLTDVKVTLVTGRAHNKHTHGGDFREAVYRALRQGLEKANNILLEPYYHFKI  531

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                + + R   D        ++   + D+ + TG +P      Y  +LA +T G+    
Sbjct  532  
IVAIDQMGRVLSDVQAAHGRFDSPMTELDKAILTGIVPVATFMTYSQELASFTQGKGRIS  591

Query  605  TELKGY  610
                GY
Sbjct  592  LTFAGY  597

>WP_059075190.1 GTP-binding protein [Lactobacillus farciminis]
 GAQ02593.1 elongation factor G [Lactobacillus farciminis]
Length=642

 Score = 271 bits (692),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 202/640 (32%), Positives = 329/640 (51%), Gaps = 
60/640 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+KG+   D   LE++RGITI 
+  
Sbjct  1    
MKQIVTGIVAHVDAGKTTLSEALLYQTGALRKLGRVDKGSAFLDPDALEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+   K+ ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  TR L+  L    
Sbjct  61   
ANLQYQDLKLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLDHYQ  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D Q ++  +++ L++  I  ++ + + ++ +              
Sbjct  121  
VPTFIFVNKMDALGTDQQQILNDLQNNLASGCIDFESDNFNEDVAM--------------  166

Query  181  NNDKLLEKYI-AGEPISR--
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D +LE+++ +GE I    +KL+R  QR+V     FP ++GSA K  GI+  +  
V   
Sbjct  167  TDDNVLEQFLDSGELIDTTVQKLIR--QRKV-----
FPCFFGSALKMEGIEEFLQGVRRF  219

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
               I           VFK+ + D  +R  ++++  G L  +   A+   E+ K  +
+R+ 
Sbjct  220  --SIESNYPEEFGAKVFKISH-DGNERLTWVKVTGGMLENK---AVLYNEQ-
KANQLRVY  272

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV---LGDPTRLPRKRWREDPL--
PMLRTTIAP  352
               +   T +   GE+  +      L+D    LG    L ++   E P   P+L   
+ P
Sbjct  273  DGSKFDLTQSLIAGEVCAITG----LSDTYPGLG----
LGKQINSEKPTIQPVLNFALDP  324

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K      + L+AL QL D DP L  +  S   EI +  +G+VQLE++  LL +++ 
L+  
Sbjct  325  KD-
NDIHQCLEALRQLEDEDPQLHVQWSSHLQEIRIQVMGQVQLEIIQQLLLDRFNLDVG  383

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
              E S++Y E   +P++A  H       P   ++ + L + P  +GSG+++ S  
SL  L
Sbjct  384  FGEGSILYKETITQPVEAVGH-----
FEPLRHYSEVHLLLEPGPIGSGLKFASNCSLDVL  438

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
              ++Q+ V   ++     G L G  +TD KI    G   +  S   DF+      + 
Q L
Sbjct  439  
ASNWQHQVLSNLQSKEHLGVLIGAPITDMKITLIGGKASNVHSVGGDFKEATWRAVRQGL  498

Query  529  KE---SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV--
KKDEVVFTGEIPA  583
             E   +G+QLLEP+  F L  PQ+ + RA +D  +   T E  ++  + D  + +G  
P 
Sbjct  499  



MELRDTGSQLLEPWYQFRLEVPQDQVGRAMNDIQQMNGTFENPEMVDESDLTIISGTAPV  558

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAA-VGQPVIQPR  622
              +Q Y   +  YT+G       + GYQA    + VI+ R
Sbjct  559  ATMQGYSQTVNSYTHGLGNLECVVLGYQACHNAEEVIENR  598

>WP_028043497.1 GTP-binding protein [Candidatus Stoquefichus 
massiliensis]
Length=854

 Score = 276 bits (705),  Expect = 2e-78, Method: Compositional 
matrix adjust.
 Identities = 190/624 (30%), Positives = 303/624 (49%), Gaps = 
43/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+ESLLY SG+I + G V+      D    ER RGITI 
+  
Sbjct  1    
MKKIVIGILAHVDAGKTTLSESLLYLSGSIRKLGRVDHQNAFLDYNHQERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   ++ ++DTPGH DF AE+ R+L +LD AILVI+  DGVQ  T  ++  L    
Sbjct  61   
AIFDWKDVQITLIDTPGHADFSAEMERTLQILDYAILVINGLDGVQPHTETIWRLLEHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D        ++ +V+ +L    +             ++N +     
A+I+
Sbjct  121  VPTFIFMNKMDMTSYSKSELILNVQQQLDNHCL----------
DFTQQNDEFYENIALID  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N  +L++Y+  + IS + +    +  ++   +FP+++GSA K  G++  MDA+  
L   
Sbjct  171  EN--MLDEYLTTQTISIQNI----KNMIETRQVFPLFFGSALKLNGVEEFMDAL--
LLYT  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S      V+KV Y +   R  ++++  G L  +    L+  EK+         
K 
Sbjct  223  NEKKYSHDFGAIVYKVTYEE-NVRLTHIKITGGKLLAKS--
KLSDDEKIDQVRRYTGQKY  279

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            E++  + AY G+IV L       P   +        P       +R          
+ P 



Sbjct  280  EMI--NEAYAGDIVALKGLKNIQPGTGLGFESTSHQPVLSSYMNYR---------
IVLPA  328

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               Q + +L  L  L+D DP L     S + EI +  +G +Q+E++  ++ E++ +    
Sbjct  329  NCDQHQ-
MLKNLQLLSDEDPSLHVTYHSQSDEIRVQLMGEIQIEILKNMIQERFHVNVDF  387

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  ++Y E  L       H E  P   +A + L + PL +GSG+Q+ +  S   L
++SF
Sbjct  388  DQGQILYKETILNTVEGVGHFE--
PLRHYAEVHLLLEPLEVGSGLQFATECSEDILSRSF  445

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   ++     G L G  +TD KI    G  +   S   DFR      + Q 
LK + 
Sbjct  446  
QRLILSHLQEKEHSGVLIGAPITDMKITLLIGKAHQKHSEGGDFREATYRAVRQGLKMAE  505

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + +LEPY  F L  P + LSRA +D  +   T +   V +D V+  G+ P  C+Q 
Y+ +
Sbjct  506  
SIILEPYYQFYLEIPSDCLSRALYDLEEKHGTFQIPDVIEDTVIIEGQAPVSCLQDYQQE  565

Query  593  LAFYTNGRSVCLTELKGYQAAVGQ  616
            +  YT G+   +  L GYQ    Q
Sbjct  566  VISYTKGKGRLICALSGYQPCHNQ  589

>WP_006307576.1 elongation factor G [Centipeda periodontii]
 EGK57201.1 elongation factor G [Centipeda periodontii DSM 2778]
Length=692

 Score = 272 bits (695),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 320/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    



+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMKMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYREKLIEACAEADDDLMEKYLGGEEVTEEEIRRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE        
SA  
Sbjct  249  
IACQMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D  +       E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDENKPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-
QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            +  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
KQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674

>WP_066846696.1 elongation factor G [Selenomonas sp. oral taxon 126]
 ANR70678.1 translation elongation factor G [Selenomonas sp. oral 
taxon 126]
Length=692

 Score = 272 bits (695),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 320/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMKMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D+L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYREKLVEACAEADDELMEKYLGGEEVTEEEIRRAIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE        
SA  
Sbjct  249  
IACQMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D  +         P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDENKPIILESMAFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-
QSGGHGQYGHCWLELIPQDAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
RQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674



>WP_026886519.1 GTP-binding protein [Clostridium beijerinckii]
Length=672

 Score = 271 bits (694),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 186/643 (29%), Positives = 321/643 (50%), Gaps = 
27/643 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
VGILAHVDAGKTTFSEQVLYHTKSITNRGRVDHKDSFLDSHSIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF AE+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK 
NIPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSAEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYNIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            FINK+D+ G D   V++ ++  LS D+  I    +  S + + E N +    + + 
E+ND
Sbjct  125  
FINKLDRTGADKDRVIREIKGDLSNDVCYIDNDFIYDSKKEIDEFNLNEYLMEFISEHND  184

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LLEKYI G+  + +  ++     +++  +FP + GSA +  GI   ++ +  L      
Sbjct  185  ELLEKYIEGK-YNYDLWIKTLISLIKENEVFPCFGGSALQDDGIIEFLNIIDKL-
TYTEY  242

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKL------------  289
            + +    G V+K+ + + G R  +++   G L++R+ V  +G+  ++L            
Sbjct  243  
KSNERFSGRVYKIRHDENGNRVTFIKALKGKLKIREEVRYSGKFVKELDHVQNNSNEITE  302

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI+ +RI +  +    D    G++  +   S V   D +GD   L  K   E    
++  
Sbjct  303  KISSIRIYNGKKFKAVDVVEAGDLFAVTGISKVVAGDGIGD---
LKEKTQYEMTPTLMSK  359

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I  K    RE +L     L   DP L    + I  EI +  +G++QLEV+  L+ 
E++ 
Sbjct  360  VIFDKNYNARE-
VLRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVLKELVKERFS  418



Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L     +  +IY E   + +    H E  P   +A + L + PL   SG+ +E++     
Sbjct  419  LVVDFGKCQIIYKETIAEESIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIVFENKCHDDD  476

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L Q  QN +R  I      G+  G ++TD K+    G  ++  +   DFR      
L Q 
Sbjct  477  
LTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFREATFRALRQG  536

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L++    LLEPY  F++ A  E++ R   D  K   T E  ++ +++V+  G  P     
Sbjct  537  
LEKVKNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLENKVIINGRGPVSTFM  596

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  597  DYSMEVIAFTRGKGSINLIYDGYNLCHNSEEVIETKAYNKNAD  639

>SCJ80828.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Eubacterium sp.]
Length=904

 Score = 276 bits (707),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 191/617 (31%), Positives = 310/617 (50%), Gaps = 
32/617 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+ES+LY SG + + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKNIVMGILAHVDAGKTTLSESMLYLSGTVRKLGRVDHKDAFLDTYALERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     KVN++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L
+  +
Sbjct  61   
AVFSLGNKKVNLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWKLLKLYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D  +++  ++++L    I       +  +     TD         
Sbjct  121  
IPTFIFINKMDQQGTDQAALLSELKERLDEGCIAFGKEESTETLEELAMTD---------  171



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              +K+L+ ++  E I +E++     R +++  +FP Y+GSA K  G+Q L+       
+P
Sbjct  172  --EKVLDYFMEHESIRKEEIC----
RLIKERRVFPCYFGSALKLEGVQELLYGFERYMEP  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                G+      VFK+   D G+R  +L++  G L ++  V L  +E+ K+ ++RI 
S  
Sbjct  226  Y--TGTEEFGAKVFKISRDDKGERLTFLKVTGGKLVVKMPVNLVDKEE-
KVNQIRIYSGA  282

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    +    G +  +      ++  +G    + +        P+L   +     A   
+
Sbjct  283  KYETVNEVEAGGVCAVTG---
LVSSYIGQGFGVEKGTAAPFLEPVLTYQMILPDGADTTK  339

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L  L QL + +PLL    ++   EI +  +G VQ E++  +++E++ L+       
++Y
Sbjct  340  
VLRELKQLEEEEPLLNIVWNAALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVY  399

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P+    H       P   +A + L + PL  GSG+ +++  S   L+++
+Q  +
Sbjct  400  KETIKNPVVGVGH-----
YEPLRHYAEVHLKMEPLETGSGLVFDADCSEDVLDRNWQRLI  454

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++     G L G  +TD KI    G  +   +   DFR      + Q LK + 
+ LL
Sbjct  455  
LTHLQEREHPGVLTGSPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESILL  514

Query  537  EPYLSFILYAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            EP+ SF+L  P + + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ 
++ 
Sbjct  515  
EPWYSFVLEVPSDQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVW  574

Query  595  FYTNGRSVCLTELKGYQ  611
             YT GR      LKGY+
Sbjct  575  AYTKGRGRITFTLKGYE  591



>AKP03759.1 elongation factor G [Lactobacillus farciminis]
 AKS52064.1 elongation factor G [Lactobacillus farciminis]
Length=642

 Score = 271 bits (692),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 202/640 (32%), Positives = 329/640 (51%), Gaps = 
60/640 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+KG+   D   LE++RGITI 
+  
Sbjct  1    
MKQIVTGIVAHVDAGKTTLSEALLYQTGALRKLGRVDKGSAFLDPDALEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+   K+ ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  TR L+  L    
Sbjct  61   
ANLQYQDLKLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLDHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D Q ++  +++ L++  I  ++ + + ++ +              
Sbjct  121  
VPTFIFVNKMDALGTDQQQILNDLQNNLASGCIDFESDNFNEDVAM--------------  166

Query  181  NNDKLLEKYI-AGEPISR--
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D +LE+++ +GE I    +KL+R  QR+V     FP ++GSA K  GI+  +  
V   
Sbjct  167  TDDNVLEQFLDSGELIDTTVQKLIR--QRKV-----
FPCFFGSALKMEGIEEFLQGVRRF  219

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
               I           VFK+ + D  +R  ++++  G L  +   A+   E+ K  +
+R+ 
Sbjct  220  --SIESNYPEEFGAKVFKISH-DGNERLTWVKVTGGMLENK---AVLYNEQ-
KANQLRVY  272

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV---LGDPTRLPRKRWREDPL--
PMLRTTIAP  352
               +   T +   GE+  +      L+D    LG    L ++   E P   P+L   
+ P
Sbjct  273  DGSKFDLTQSLIAGEVCAITG----LSDTYPGLG----
LGKQINSEKPTIQPVLNFALDP  324

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K      + L+AL QL D DP L  +  S   EI +  +G+VQLE++  LL +++ 
L+  



Sbjct  325  KD-
NDIHQCLEALRQLEDEDPQLHIQWSSHLQEIRIQVMGQVQLEIIQQLLLDRFNLDVG  383

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
              E S++Y E   +P++A  H       P   ++ + L + P  +GSG+++ S  
SL  L
Sbjct  384  FGEGSILYKETITQPVEAVGH-----
FEPLRHYSEVHLLLEPGPIGSGLKFASNCSLDVL  438

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
              ++Q+ V   ++     G L G  +TD KI    G   +  S   DF+      + 
Q L
Sbjct  439  
ASNWQHQVLSNLQSKEHLGVLIGAPITDMKITLIGGKASNVHSVGGDFKEATWRAVRQGL  498

Query  529  KE---SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV--
KKDEVVFTGEIPA  583
             E   +G+QLLEP+  F L  PQ+ + RA +D  +   T E  ++  + D  + +G  
P 
Sbjct  499  
MELRDTGSQLLEPWYQFRLEVPQDQVGRAMNDIQQMNGTFENPEMVDESDLTIISGTAPV  558

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAA-VGQPVIQPR  622
              +Q Y   +  YT+G       + GYQA    + VI+ R
Sbjct  559  ATMQGYSQTVNSYTHGLGNLECVVLGYQACHNAEEVIENR  598

>WP_054648241.1 elongation factor G [Desulfovibrio brasiliensis]
Length=682

 Score = 271 bits (694),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 203/669 (30%), Positives = 318/669 (48%), Gaps = 
64/669 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTTLTE +LY SG I   G V +GT   D M  E++RGITI 
+AVT
Sbjct  14   
KLRNIGIIAHIDAGKTTLTERILYYSGKIHRIGEVHEGTATMDYMPEEQERGITITSAVT  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    VNI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
+  +
Sbjct  74   
TCPWKDSTVNIIDTPGHVDFTIEVERSLRVLDGAVGVFCAVSGVEPQSETVWRQSERYRV  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------
IKQTV  158
            P + F+NK+D+ G D  +V+ S+ DKL A+ +                       +



+ T 
Sbjct  134  
PKIAFVNKMDRLGADFSAVLDSMVDKLKANPVPVTVPNGEGQEFKGIFDLVEMKRLEFTG  193

Query  159  SLSPEIVLEENTDIEA-----W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                E++  E TD EA     W     +A  E ++ +L+ Y+ GEP+  E +    
++  
Sbjct  194  
EQGSEVLTHELTDDEAGSIAGWREKLIEAASEADEDILDLYLGGEPVPAETIRAALRKLT  253

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------L  249
                + PV+ GSA K  G+QP+ D V   L  P+    + A                  
L
Sbjct  254  
LSREIVPVFAGSALKNSGVQPVADGVCAYLPSPLETPPAIAVDEESHSKVEYECDTKGPL  313

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTA  308
               VFKV   D G++   +R+YSG++   D V  A ++   ++  +     G   + 
+T 
Sbjct  314  AALVFKV-
AMDSGRKLALMRIYSGSISAGDVVYNATQKTDERVARLFHLHAGRKEKLETG  372

Query  309  YPGEIVILPS-DSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + G+IV        +  D L     P  L R    ++  P++   I P+ + + +
+L + 
Sbjct  373  FAGDIVAAAGMKYAKTGDTLCLKESPALLERI---
DEYKPVISVAIEPRNSDEGDKLEEV  429

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +    DP L  E +  T ++ILS +G + LEV+   L  +Y L+    +P V+Y 
E P
Sbjct  430  
LNKFLLEDPTLVVENEEETGQVILSGMGELHLEVMLERLFREYNLKPRTGKPQVVYQETP  489

Query  425  LKAASHT--
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A  T   H E+        + LSV PL  G G      V        +  AV 
+GI 
Sbjct  490  
AKSAESTEEFHRELGEVMHHGGVRLSVEPLERGKGRDIVFEVDPEAWPAQWMEAVAEGIE  549

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
             GL+ G+  G+ V D ++     L     S+PA +R  A + L  AL ++  
+LLEP ++
Sbjct  550  
DGLQSGVVRGYPVQDVRVRVLDMLRREGESSPAGYRMAAAMALRSALSDASPKLLEPIMA  609

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E++           A +     + D  + TG  P   +  + TDL   T 
GR+
Sbjct  610  
VEITVPEEFVGDVVGLMGAKGARVGNMIDRGDRKLVTGNAPLASLFGFSTDLRSATQGRA  669

Query  602  VCLTELKGY  610
              + +   +
Sbjct  670  AFIMKFDRF  678

>WP_006213006.1 GTP-binding protein [Paenibacillus vortex]
 EFU38140.1 small GTP-binding protein [Paenibacillus vortex V453]
Length=651

 Score = 271 bits (692),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 189/622 (30%), Positives = 306/622 (49%), Gaps = 
41/622 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I E G V+  +   D+  +E++RGIT+ A   
+ Q+
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYMTDTIQERGRVDHQSAFLDSHDIEKERGITVFADQATMQF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI+VISA +GV+  T  ++H LRK  
+PT  
Sbjct  65   
NGSTYYLIDTPGHVDFSPEMERAIGVMDAAIVVISAVEGVEGHTETVWHLLRKHGVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENNDK  184
            FINKID+ G D+  V++ +R +L+ D  +     ++ E VL E     +  +A+ E 
++K
Sbjct  125  FINKIDRVGADVPRVLEEIRHELTEDACM-----
ITEEDVLHEGVMQSSLIEAIAERDEK  179

Query  185  LLEKYIA-GEPISR-----
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            LLE Y+  G  +S+       ++RE Q       LFP + GSA + +G+   +  +  
L 
Sbjct  180  LLELYMEQGYEVSQWLDTMTAMIREGQ-------
LFPCFSGSALQNMGVTHFLHQLD-LL  231

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMR  295
                    A   G V+K+ + + G R  Y++   GTL++RD +  ++G E +  K
+T +R
Sbjct  232  
TVTDYDPGAEFAGRVYKIRHDEQGTRLTYIKAMGGTLQVRDEIVYVSGAEMIREKVTFIR  291



Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------TT  349
            + + G ++ TD  + G++ ++   S                R   + +P L+      
++
Sbjct  292  LINGGRVMNTDRVHAGDLFVVTGISAAAAGDG---
LGALSGRTAYELVPTLKSKVLFESS  348

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PK   +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E
++  
Sbjct  349  IHPKDMLRGFRLLDA------
EDPSLSVQWDEPAQAIHIHVMGIIQLEVLERIVFERFGY  402

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 EP ++Y E   +      H E  P   +A + L + P    SG+ + +      
L
Sbjct  403  RISFGEPEILYKETITEDVVGCGHFE--
PLKHYAEVHLRLEPGDRNSGIVFANACHPDVL  460

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
              ++Q+ V   +      GL  G  VTD KI    G  ++  +   DFR      L 
Q L
Sbjct  461  
PVNYQHLVAQHVGERDHHGLLTGSPVTDIKITLLKGRAHNKHTHGGDFREATYRALRQGL  520

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++  +LLEPY  F +    E++ R   D  +  A  E  +   D+V  TG  P   
+  
Sbjct  521  
EKASNRLLEPYYHFKVKVDVEHIGRLMSDLTQAKANFEPPETSGDKVTVTGSAPVSTMMN  580

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y  +LA YT GR        GY
Sbjct  581  YSMELAAYTKGRGAISLVYGGY  602

>WP_022753643.1 GTP-binding protein [Butyrivibrio fibrisolvens]
Length=911

 Score = 276 bits (707),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 191/609 (31%), Positives = 299/609 (49%), Gaps = 
29/609 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTL+E+LLY +GA+   G V+ G    DT  LE++RGITI +     
Sbjct  5    
LNIGILAHVDAGKTTLSEALLYEAGAVRSIGRVDHGDAFLDTFDLEKERGITIFSKQARL  64



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    K+ ++DTPGH+DF  E  R+L VLD AILVISA DGV A  R L+  L   
N+PT
Sbjct  65   
EAFDRKITLMDTPGHIDFSPETERTLQVLDAAILVISAADGVGAHVRTLWSLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G D+  +   +   L + +     V+++P I      D    +++   
+D
Sbjct  125  FIFVNKMDQPGSDMDEISALLSQSLGSSV-----VNMTPGI-----
NDPMVCESIAVCDD  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL  Y+ G PI    ++    +R+    LFP YYGSA KG G++  ++ +   + 
P   
Sbjct  175  NLLGSYLNGTPIKESDIINLISKRL----LFPCYYGSALKGEGVRAFLENLC-
RYSPTPS  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                     V+K+     G R  +L++  G++ +RDT    G E  KI+++R+ S  
+  
Sbjct  230  Y-PDDFGARVYKISRDSDGTRLSFLKITGGSISIRDTF---GEE--
KISQIRLYSGSKYE  283

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  +A  G I  +   S  R  D LG           E   P+L   I         
++ 
Sbjct  284  QVQSAEAGTICAIAGLSGTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKVW  339

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  L + +P+L         +I +  +G+VQ+E++  L+ +++K+     +  
+IY E
Sbjct  340  
QNLLILQEEEPMLSVSRTEENGDIYVRVMGQVQMEIIKRLMMDRFKMSIDFGQGRIIYKE  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P + GSG+ +E+      L +++Q  V   
+ 
Sbjct  400  TIANTVEGVGHFE--
PLRHYAEVHLMLEPSAPGSGLSFEANCPTDILARNWQRLVLTHLE  457

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP   



Sbjct  458  
EKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMANSVLLEPVYK  517

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + L  P E + RA  D  +  AT+ + +++  + V  G IPA C+  Y  D+  YT
+G  
Sbjct  518  
YELIVPSENVGRAMTDLSQRNATVNSPEIENGKTVLRGTIPAACLGNYAEDVRSYTSGEG  577

Query  602  VCLTELKGY  610
                 LKGY
Sbjct  578  SISCVLKGY  586

>WP_062353716.1 GTP-binding protein [Bacillus kwashiorkori]
Length=654

 Score = 271 bits (693),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 180/612 (29%), Positives = 301/612 (49%), Gaps = 
20/612 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+      D+  +E+QRGIT+ A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTKSIKQRGRVDHQNAFLDSHNIEKQRGITVFADQAVFHY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  LRK  
IP   
Sbjct  65   
LNSTYYLIDTPGHVDFSPEMERAIQVMDYAIIIISAVEGIEGHTETVYRLLRKHRIPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID++G ++ SV+  +++ L++D++    V+ S       N D+  W A  E 
+++L
Sbjct  125  FINKIDRSGANVDSVIHDIKENLTSDVM---DVTNSFHFGHFSN-DLVEWLA--
ERDEEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ YI    IS E L+ + Q  +Q+  +FP++ GSA + +GI+  +D    L +   
+  
Sbjct  179  LDAYI-
NNIISEEFLLSKTQWMIQNGVIFPLFSGSALQDIGIKSFLDNFHFLTKTNDDSN  237

Query  246  SAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---AGREKL-
KITEMRIPSKG  300
                  G V+K+ + + G R  +++   G L +RD +      G EK  KIT++R+ 



+  
Sbjct  238  
HDEPFAGRVYKIRHEESGTRLSFIKAIKGKLAVRDELTYLNENGIEKHEKITQIRVYNGN  297

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +    +  + G++  +      L D  +G      +++ + + +P L++ +    +   
+
Sbjct  298  QFQTVNEVFAGQLFAVTG----
LTDASIGCGLGTLKEKEQFELIPTLKSKVVFAPSVNPK  353

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L  + D    EI L  +G++QLEV+  ++ E++ L     
+P ++
Sbjct  354  
EVLKYFKVLEAEDPSLSVKWDEYQQEIHLHVMGKIQLEVLEQIIPERFHLNVQFAKPEIL  413

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   K      H E  P   +A + L + P    SG+ + S      L+   QN 
++ 
Sbjct  414  YKETIEKEVVGYGHFE--
PLRHYAEVHLKIEPGERNSGISFVSECHTDDLSYGLQNLIKQ  471

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      GL  G  +TD KI    G  ++  +   DFR      + Q L+++   
LLEP
Sbjct  472  
HIYEREHHGLLTGSALTDVKITLLTGRDHNKHTHGGDFREATFRAIRQGLEKANNILLEP  531

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +    E + R   D        +T     D+ + TG  P      Y   LA  
T 
Sbjct  532  
YYKFKITVSIEQMGRVLSDIQAAHGQFDTPLTAGDKALITGMAPVATFMEYSAKLAALTQ  591

Query  599  GRSVCLTELKGY  610
            G+     EL GY
Sbjct  592  GKGSIWMELAGY  603

>AMP50723.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=381

 Score = 263 bits (671),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 144/381 (38%), Positives = 214/381 (56%), Gaps = 
12/381 (3%)

Query  262  GQRRVYLRLYSGTLRLRDTVALAGREK-



LKITEMRIPSKGEIVRTDTAYPGEIVILPS-D  319
            G +R +L++  G LRLR  + +   EK +KI  ++   +G+ +  D     +I I+   
+
Sbjct  3    
GHKRSFLKIIDGRLRLRTVIKVNDSEKFIKIKNLKTIYQGKEINVDEVVANDIAIIEDIE  62

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
             +R+ D LG    L +    + P   L++++ P    +R +L+ AL  L   DP L   
+
Sbjct  63   ELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKLISALNVLFIEDPSLSFSI  120

Query  380  
DSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPN  439
            +S + E+ +S  G  Q E++  LL E++ ++    E   IY ERP K  +  
IHIEVPPN
Sbjct  121  
NSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDEIKTIYKERPKKKVNKIIHIEVPPN  180

Query  440  
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKI  499
            P+WASIGL++ PL +GSG+Q ES +S GYLN SFQNAV +GIR   + GL GW 
VTD K+
Sbjct  181  
PYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKV  240

Query  500  
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAP  559
             F Y LYYSP+STPADFR L+P V   AL++SG  +LEP L F L  PQ   S+A  
D  
Sbjct  241  
TFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDILEPMLYFELQIPQVASSKAITDLQ  300

Query  560  
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            K  + I+      +  +  G++P    + Y ++++ YT G    + +  GYQ   G    
Sbjct  301  
KMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSYTKGLGTFMVKPCGYQITKGG---  357

Query  620  QPRRPNSRL---DKVRHMFQK  637
                 N+R+   DK+  MF+K
Sbjct  358  --YSDNTRMEEKDKLLFMFEK  376

>WP_024544870.1 MULTISPECIES: elongation factor G [Synechococcus]
 BAW95767.1 translation elongation factor G [Synechococcus sp. 
NIES-970]
Length=694

 Score = 272 bits (695),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 201/673 (30%), Positives = 316/673 (47%), Gaps = 
68/673 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGAATTDFMEQEQERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
SCFWKEHQFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW---  175
              +I++NK+D+ G D   VV+ V   L+A  ++  T+ +  E       D+   
+AW   
Sbjct  126  ARLIYVNKLDRIGADFYKVVEQVEKILAAKPLV-
MTLPIGTENDFVGVVDVLNRQAWIWD  184

Query  176  -----------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                         +  +E +D L+EKY+ GE ++ +++    
++
Sbjct  185  
DSGNPDNYEIQDVPADMVDKVEEYREALIETAVEQDDALMEKYLEGEELTIDEIKACIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-
IGEQGSAA---------  248
              +D + FP Y GS+ K  G+Q ++D V            QP   E+G+           
Sbjct  245  
GTRDLAFFPTYCGSSFKNKGVQLVLDGVVDYLPNPTEVNPQPETDEEGNETGNYAIVDPE  304

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
              L    FK+   D      + R+YSGTL+  DT+   A    E++ ++ EM   S
+ EI
Sbjct  305  KPLRALAFKI-
MDDRFGALTFTRIYSGTLKKGDTILNTATGKTERIGRMVEMHANSREEI  363

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               DTA  G+I+ I+   +V+    L DP +         P P++   IAPKT    
E++
Sbjct  364  ---
DTAQAGDIIAIVGMKNVQTGHTLCDPNKPATLEAMVFPDPVISIAIAPKTKGGNEKM  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL+++   DP  + E D  + E I+  +G + L++   +L   Y +E  V +P 
V Y 
Sbjct  421  



GVALSKMVQEDPSFQVETDQESGETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAYR  480

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA   S+T   +   +  +  I  ++ P   GSG  +ES+V+ G + + F  
AV+ 
Sbjct  481  
ESITKAVNDSYTHKKQSGGSGQFGKIDYTIEPGEPGSGFVFESKVTGGNVPREFWPAVQK  540

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +++G L G+   D K+    G ++   S+   F   A     Q L ++G Q
+LEP
Sbjct  541  
GFEQSIDKGVLAGFPCVDLKVTLNDGGFHPVDSSAIAFEIAAKSGYRQTLPKAGPQILEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P +Y+     D  +    IE  +     +    ++P   +  Y  DL   
T+
Sbjct  601  
IMKVDVFTPDDYVGDVIGDLNRRRGMIEGQESGATGIRIKAKVPLSEMFGYIGDLRTMTS  660

Query  599  GRSVCLTELKGYQ  611
            GR     E   Y+
Sbjct  661  GRGQFSMEFSHYE  673

>WP_077533798.1 GTP-binding protein [Massilimaliae massiliensis]
Length=650

 Score = 271 bits (692),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 184/622 (30%), Positives = 300/622 (48%), Gaps = 
29/622 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IGILAHVDAGKTT  E LLY +G+I   G V+   T  DT  +ERQRGITI +    
F 
Sbjct  4    
TIGILAHVDAGKTTFAEQLLYHTGSIRRFGRVDHQDTFLDTHRIERQRGITIFSGQAVFS  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                  +++DTPGH DF AE+ R++ V+D A+L++S  +GVQ  T  ++  L +  
+P  
Sbjct  64   
AGGKSFDLLDTPGHADFSAEMERAVQVMDYAVLIVSCVEGVQGHTETVWRILAQHCVPVF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--
PEIVLEENTDIEAWDAVIENN  182
             F+NK D+ G D   V+  +R +L+ D +    ++    P++ +E         AV 
E +



Sbjct  124  FFLNKTDREGADPSRVLDEIRRRLTKDAVCFDGIADGKLPDLAVE---------
AVAERD  174

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            D+LLE Y+       E+  +   R +++  LFP   GSA +  GI   ++ +   +    
Sbjct  175  DRLLEYYLE-NGYQPEEWDKAAVRLIRERKLFPCLSGSALQDQGIDLFLECLV-
RWTETA  232

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSK  299
               SA  C  V++V Y +   RR YL++ SGTLR +D +A+ G E     K+ E+R
+   
Sbjct  233  
YDASAPFCADVYRVRYDEKKIRRTYLKIRSGTLRAKDEIAVRGGEGTCFEKVNELRVCHG  292

Query  300  GEIVRTDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +         G + ++   S+ +  D +G  +      +   P+   R      T   
R
Sbjct  293  DKAQPAAEVGAGALCVVSGLSLPKCGDRIG--
SEFSSAYFEMKPMLTARVVFDEGTYHPR  350

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              +L+ L  L + DP+L+   D    EI L  +G +QLE++ AL++E++ L+    
E  +
Sbjct  351  A-
VLEQLRILEEEDPMLQVAWDEELQEISLRVMGEIQLEILKALIAERFSLDIRFGECRI  409

Query  419  IY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            +Y   +E P+    H       P   +A + L + P   G G+++ S  S   L+ 
+FQN
Sbjct  410  LYQETLEEPVIGCGH-----
FEPLRHYAEVHLRLEPNKRGEGIRFASECSQDVLDGNFQN  464

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +R  +   + +G L G  +TD KI    G  +   +   DFR      + Q L++  
+ 
Sbjct  465  
LIRTHVFEKIHRGVLTGAPLTDIKITLLTGRAHLKHTEGGDFREATYRAIRQGLRKGKSV  524

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F + AP   + R   D  ++  + +  ++    V  TG  P   ++ Y+ 
+L 
Sbjct  525  
LLEPYYRFTIDAPDHCVGRLIADIQRFSGSFDPPRLDGHTVRLTGRAPVSELRGYQRELI  584

Query  595  FYTNGRSVCLTELKGYQAAVGQ  616
              T G         GY+    Q
Sbjct  585  SLTGGSGSLNLTFDGYEPCHNQ  606



>WP_102889573.1 elongation factor G [Megasphaera genomosp. type_2]
 PNH21535.1 elongation factor G [Megasphaera genomosp. type_2]
Length=690

 Score = 272 bits (695),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 315/678 (46%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TAQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYQV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + FINK+D  G +  + VQ ++D+L A+ +  Q                         
Sbjct  129  
PRIAFINKMDTTGANFLNCVQMMKDRLQANAVAIQLPIGAETTFSGIIDLITMKAEVYED  188

Query  157  TVSLSPEIV-LEENTDIEAWD-------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            T+    EIV + E+   +A +       AV E ND+L+ KY+ GE +S E++    
+  V
Sbjct  189  
TLGKEFEIVDIPEDMKEQAEEYHQIMIEAVCETNDELMMKYLDGEELSVEEIKAAIRSAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
                +FPV  GSA K  GIQ L+DA             V G     GE+           
Sbjct  249  
VHNKMFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVAGTKPDTGEEDFRKADDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADQFVGKLAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              AY G+I  I+        D L D          E P P++   + PKT A +E+



+  A
Sbjct  366  
QEAYSGDIGAIVGLKDTTTGDTLCDEKNPIILEKMEFPEPVISVAVEPKTKADQEKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LARLAEEDPTFRVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE--  483

Query  425  LKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI   V    F          +    L + P   G G ++E++V  G + 
+ + 
Sbjct  484  ------
TIRQSVKARGFFKRQSGGRGQYGDCWLELIPQEQGQGYEFENKVVGGAIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  +
++  
Sbjct  538  
GSVEAGVKEAMESGVLAGFPMVDIKVIVYDGSYHEVDSSEMAFKIAGSMGFKEGARKAQA  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY    +  P+EY+     D       ++  +++         +P   +  Y 
TDL
Sbjct  598  
VLLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVDGMEMRGGAEHINAFVPLAEMFGYATDL  657

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR V       Y+
Sbjct  658  RSKTQGRGVYTMTFDHYE  675

>CDD80643.1 elongation factor G [Dialister sp. CAG:357]
Length=692

 Score = 272 bits (695),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 198/689 (29%), Positives = 322/689 (47%), Gaps = 
71/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++       
+
Sbjct  69   
TCHWKGYRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P + FINK+D  G D    V+++  +L A  I              I   +++  E
+   
Sbjct  129  
PRIAFINKMDTVGADFLHAVKTMDIRLHAKAIPMQLPIGKQDTFKGIIDLLTMKAEMYED  188

Query  166  -LEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L +N  +E                  +   E +D+L+EKY+ G+ ++ +++    
+++V
Sbjct  189  
DLGQNIHVEEIPEDLRDQAEELRDKICEVAAEGSDELMEKYLDGQELTIDEIKASIRKQV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GE------
QGSAALC  250
             D +LFPV+ GSA K  GIQ L+DAV   L  P+           GE        
+A L 
Sbjct  249  
LDCALFPVFCGSAYKNKGIQLLLDAVLDYLPSPLDIPPVKGTSLDGEPDERSVDDNAPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG +     +  + + K     +I  M    + EI   
D
Sbjct  309  
ALAFKIMADPFVGKLAYFRVYSGEMHQGTYILNSTKGKKERVGRILLMHANHRKEI---D  365

Query  307  TAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             AY G+I   +    V   D L D   P  L +  +   P P++   + PKT A 
+E++ 
Sbjct  366  VAYTGDIAAAVGFKDVTTGDTLCDVDHPIILEKMEF---
PEPVISVAVEPKTKADQEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +LA+ DP  R   D  +++ I+S +G + L+++   +  ++ +E  V +P V 
Y E
Sbjct  423  
NALQRLAEEDPTFRVHTDPESNQTIISGMGELHLDIIVDRMRREFNVECTVGKPQVAYRE  482

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+         +   +  +    L + P   G G  +E+ V  G + + F N 
++ G
Sbjct  483  
TIRKSVESEGKFIRQTGGHGQYGHCWLRLEPQEAGKGFTFENAVVGGVIPKEFINPIQTG  542



Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   ++ G+  G+ + D K+    G Y+   S+   F+    +  +   K++   
LLEPY
Sbjct  543  
VEAAMQDGVVAGYPMVDIKVTVYDGSYHDVDSSEMAFKVAGSMAFKDGAKKADPVLLEPY  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +S  +  P++Y+             IE  + +  E    G +P   +  Y T L   
T G
Sbjct  603  
MSVEVDVPEDYMGDVIGGLNSRRGRIEGMETENGESRIKGFVPLSEMFGYATGLRSSTQG  662

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPN  625
            R         Y+    A+ Q + + R  N
Sbjct  663  RGTFTMTFDHYEEVPKAISQQITEERLGN  691

>WP_093062393.1 GTP-binding protein [Psychrobacillus sp. OK028]
 SDN88657.1 small GTP-binding protein domain-containing protein 
[Psychrobacillus 
sp. OK028]
Length=641

 Score = 271 bits (692),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 177/606 (29%), Positives = 294/606 (49%), Gaps = 
20/606 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I + G V+   +  D+  +E+ RGITI A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNTIRQRGRVDHQDSFLDSHTIEKNRGITIFADQGIFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ R++ V+D AI++ISA DG++  T  ++  LRK  
+PT  
Sbjct  65   
NNSTYYIIDTPGHVDFSPEMERAIQVMDYAIIIISAVDGIEGHTETVWQLLRKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D  G D  S++  +R  LS D I   T + + E++          + + E 
++ L
Sbjct  125  FINKTDHEGTDPASILAEIRTTLSED-ICDITNTFNEELI----------
EFIAERDESL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+      ++   +  Q  +++  +F    GSA K +GI   ++ +  L      



+ 
Sbjct  174  LEIYM-DSGFDKDIWTQSLQHMIKENKIFACASGSALKDIGIVEFLNKLD-
LLTTTSYKT  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
              A    V+K+ + + G R  +L+L +G L++RD+V  +G+ + KIT++R+ S  +    
Sbjct  232  DGAFAAQVYKIRHDESGNRVTFLKLVNGKLKVRDSVTYSGQTE-
KITQIRLYSGNKFKTV  290

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            D A  GE+V +   +   N  +GD      ++     +P L++ +    +   + 
+L   
Sbjct  291  DQALAGELVAVTGLT---
NASIGDGIGAISQKIEFAMIPTLKSKVLFGASIHVKEVLRCF  347

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP LR   D    EI +  +G +QLEV+  ++ E++       EP ++Y 
E   
Sbjct  348  
KLLDAEDPSLRVFWDEHFQEIHVHVMGVIQLEVIEQIVLERFGFHVTFGEPKILYKETID  407

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             +     H E  P   +A + L + P +  SG+ + +      L+   QN VR  +    
Sbjct  408  NSVRGYGHFE--
PLRHYAEVHLLIEPATRNSGITFANVCHANDLSIGNQNLVRHHLFERD  465

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G ++TD KI    G  ++  +   DFR      L Q L+++   LLEP+  
F +
Sbjct  466  
HHGLLTGSSLTDVKITLLTGRGHNEHTHGGDFREATYRALRQGLEKAENILLEPFYDFTI  525

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                + + R   D  +   T E  +   D V+  G++P      Y T  A +T+G+    
Sbjct  526  
KVHMDLIGRVLSDIQQASGTFEPPENAGDNVLVKGKVPVATFMNYSTVFASFTHGKGSLS  585

Query  605  TELKGY  610
                GY
Sbjct  586  LVFGGY  591

>WP_007555316.1 elongation factor G [Dialister micraerophilus]
 EFR42122.1 translation elongation factor G [Dialister 
microaerophilus UPII 
345-E]
Length=691



 Score = 272 bits (695),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 195/686 (28%), Positives = 320/686 (47%), Gaps = 
71/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++      
++
Sbjct  69   
TCHWKGYRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + FINK+D  G +    V ++ D+L A  +  Q                         
Sbjct  129  
PRIAFINKMDTTGANFLRAVGTIEDRLHARAVAMQLPIGQQDTFVGIIDLLERKAEVYKD  188

Query  157  --TVSLSPEIVLEENTD-IEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +  + V E+  D +E +   I     E +D L+EKY+ GE +S +++ +  
+++V
Sbjct  189  
DDGKQIEFQEVPEDMKDLVEEYREKICEIAAEGDDTLMEKYLEGEELSIDEIKKSIRKQV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE-----
QGSAALC  250
                LFPV+ GSA K  GIQ ++DA             V G     GE       
+A + 
Sbjct  249  
LACKLFPVFCGSAYKNKGIQMVLDAVIDYLPSPLDVPPVKGTLLDGGEAERAVDDNAPMS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG +     V  + + K     +I +M   ++ EI   
D
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGQMHQGTYVLNSTKGKKERVGRIVQMHANNRKEI---D  365

Query  307  TAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             AY G+I   +    V   D L D   P  L +  +   P P++   + PKT A 
+E++ 
Sbjct  366  AAYTGDIAAAVGFKDVTTGDTLCDMDNPIILEKMEF---
PEPVISVAVEPKTKADQEKMG  422

Query  363  



DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  +   D  T + I+S +G + L+++   +  ++K++  V +P V 
Y E
Sbjct  423  
IALQRLAEEDPTFKVRTDPETSQTIISGMGELHLDIIVDRMKREFKVDATVGKPQVAYRE  482

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K   A      +   +  +    L + P   G G ++ + V  G + + F N 
V++G
Sbjct  483  
TIKKTVEAEGKFVRQTGGHGQYGHCWLRLEPRQPGEGFEFANEVVGGVIPKEFINPVQNG  542

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   +E G+  G+ + D K+    G Y+   S+   F+    +  ++  +++   
LLEPY
Sbjct  543  
VEAAMEDGVVAGYPMVDIKVTVFDGSYHDVDSSEMAFKVAGSMAFKEGARKADPVLLEPY  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +  ++  P++Y+             IE  + +  E    G +P   +  Y T L   
T G
Sbjct  603  
MKVVVEVPEQYMGDVIGGLNSRRGRIEGMETENSESKINGFVPLSEMFGYATSLRSSTQG  662

Query  600  RSVCLTELKGYQ---AAVGQPVIQPR  622
            R         Y+    A+ Q + + R
Sbjct  663  RGTFTMTFDHYEEVPKAISQQITEER  688

>WP_100540888.1 GTP-binding protein [Paenibacillus sp. GM2FR]
 PJN49054.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Paenibacillus 
sp. GM2FR]
Length=652

 Score = 271 bits (692),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 192/619 (31%), Positives = 301/619 (49%), Gaps = 
32/619 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+  +   D   +E++RGIT+ A   
+  
Sbjct  4    
TIGMFAHVDAGKTTLAEQLLYMTDTIQERGRVDHQSAFLDRHDIEKERGITVFADQATMH  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            ++     ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+PT 



Sbjct  64   
FNGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKHGVPTY  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVIENND  183
            +FINKID+ G D+  V   ++ +LSAD+ +     ++ E VL E        +A+ 
E ++
Sbjct  124  LFINKIDREGADVARVFAEIQSELSADVCM-----
ITEEDVLHEGVMQSSLMEAIAERDE  178

Query  184  KLLEKYIA-
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            KLLE Y+  G  +SR   +      ++   LFP + GSA + +G+   +  +  L     
Sbjct  179  KLLELYMEQGVEVSR--WLDTMTAMLKRGQLFPCFSGSALQNVGVSHFLHQLD-
LLTVTD  235

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSK  299
               S    G V+K+ + + G R  Y++   G LR+RD +A  +G E +  K+T +R
+ + 
Sbjct  236  
YDPSVDFAGRVYKIRHDEQGTRLTYIKAMGGMLRVRDEMAYFSGTETITEKVTHIRLING  295

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIAP  352
            G +   D    G++ +L    S    D LG    L   R   + +P L+      +
+I P
Sbjct  296  GRVTNVDQVQAGDLFVLTGISSAAAGDGLG---
TLSGGRTVYELVPTLKSKVQFESSIHP  352

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K   +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E++     
Sbjct  353  KDMLREFRLLDA------
EDPSLSVQWDEHAQAIHIHVMGIIQLEVLERIVFERFGYRIT  406

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              EP ++Y E   +A     H E  P   +A + L + P    SG+ + +      
L  +
Sbjct  407  FGEPEILYKETITEAVVGCGHFE--
PLKHYAEVHLRLEPGLRNSGIVFANACHPDVLPVN  464

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q+ V   I      GL  G  VTD KI    G  ++  +   DFR      L Q 
L+++
Sbjct  465  
YQHLVAQHIGERDHHGLLTGSPVTDIKITLLKGRAHNKHTHGGDFREATYRALRQGLEKT  524

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEPY  F +    EY+ R   D     A+ E  +   ++V  TG  P   +  
Y  



Sbjct  525  
VNMLLEPYYHFKVKVDAEYIGRLMSDLTMAKASFEPPETVGNKVTVTGSAPVSTMMNYSM  584

Query  592  DLAFYTNGRSVCLTELKGY  610
            +LA YT GR        GY
Sbjct  585  ELAAYTKGRGTISLVYGGY  603

>WP_002564819.1 GTP-binding protein [[Clostridium] bolteae]
 EDP13533.1 hypothetical protein CLOBOL_06098 [ [[Clostridium] 
bolteae ATCC 
BAA-613]
 ENZ55394.1 small GTP-binding protein [ [[Clostridium] bolteae 90A5]
 ENZ74049.1 small GTP-binding protein domain protein 
[ [[Clostridium] bolteae 
90B7]
 KMW23451.1 hypothetical protein HMPREF9472_01122 [[Clostridium] 
bolteae 
WAL-14578]
 ASN96398.1 translation elongation factor G [[Clostridium] bolteae]
 PQL52289.1 GTP-binding protein [[Clostridium] bolteae]
Length=923

 Score = 276 bits (707),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 198/655 (30%), Positives = 317/655 (48%), Gaps = 
73/655 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +F+NK+DQ G D +  ++ ++ +L    AD     T   +    +           
Sbjct  134  
IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCADFAGAGTEEFTEHAAM-----------  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+  
+   
Sbjct  183  ---CDEKLLERYLETGDVDDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLGGIRKW  235



Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------LKI  291
               +  +        V+K+   D G R  +L++  G+L+++  ++    EK       
K+
Sbjct  236  --
ALAPEYPQEFEAKVYKISRDDQGNRLTHLKITGGSLKVKGIISGGNTEKPSETWQEKV  293

Query  292  TEMRIPS--KGEIVRTDTA------------YPGEIVILPSDSV--
RLNDVLGDPTRLPR  335
             ++R+ S  + E V    A            YPG+ +    DS+   L  VL    
+LP 
Sbjct  294  
NQIRVYSGDRYETVAEAEAGTICAVSGLTRTYPGQGLGAGQDSMVPVLEPVLNYQVKLPE  353

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
                   LP  R                   QL + DPLLR   +    EI +  
+G VQ
Sbjct  354  GCDGAVMLPKFR-------------------
QLEEEDPLLRVVWNEELKEISMQLMGEVQ  394

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV+ +L+ E++ ++      +++Y E    A     H E  P   +A + L + P   
G
Sbjct  395  IEVLKSLIEERFGIQVEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERG  452

Query  456  SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPA  514
            SG+Q+E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  
+   
Sbjct  453  
SGLQFETRCSEDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGG  512

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR      L Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + 
++ +
Sbjct  513  
DFRQATYRALRQGLMEASCILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQ  572

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA------VGQPVIQPRR  
623
             V TG+ P   ++ Y+ ++  YT G+      LKGY+        +GQ    P R
Sbjct  573  AVLTGQAPVAAMRGYQAEVMSYTRGQGRLACALKGYEPCHNSREIIGQTGYDPER  
627

>WP_024728790.1 GTP-binding protein [Anaerostipes sp. BG01]
Length=879

 Score = 276 bits (705),  Expect = 3e-78, Method: Compositional 



matrix adjust.
 Identities = 200/639 (31%), Positives = 313/639 (49%), Gaps = 
41/639 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG+I   G V+      DT  +ER RGITI 
+  
Sbjct  1    
MKRLVIGILAHVDAGKTTLSEGLLYESGSIRSMGRVDNKDAFLDTHEIERNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++   ++ ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L 
K  
Sbjct  61   
AVLRFGEMEITLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTQTLWRLLEKYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +FINK+DQ G D + ++  ++++L      +  V  S E   +   DI   D  
+ 
Sbjct  121  IPTFLFINKMDQPGTDKEQLLTELKNRLD-----
EGCVDFSRECGEDFYEDIAVCDEGLL  175

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            N+  L    I  E IS  +++ E  RRV     FP Y+GSA K  G++  +  +    
+P
Sbjct  176  NS-YLDSGMIGSEDIS--EIIAE--RRV-----
FPCYFGSALKADGVREFLQGIGTYTRP  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    S      VFK+   + G R  +L++  G L++R  +    +E+ K+ ++RI 
S  
Sbjct  226  V--DYSEEFGAKVFKISRDEQGSRLTHLKVTGGVLKVRSALIQKPKEE-
KVNQIRIYSGE  282

Query  301  EIVRTDTAYPGEIVIL-------PSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +    + A  G I ++       P D     D   +P   P   ++   P  M    
+ P
Sbjct  283  
KYQTAEEAQAGMICVVTGLTDTRPGDGFGTEDTGYEPALEPVLTYQVILPEGMSAGVMLP  342

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K           L QL + +P L    +    EI +  +G VQLE++ +L++E++  
E  
Sbjct  343  K-----------
LRQLQEEEPELHILWNEQLQEIQVQIMGEVQLEILKSLIAERFDAEVE  391

Query  413  



VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                +++Y E   K      H E  P   +A + L + PL  GSG+Q++++ S   
L+++
Sbjct  392  FGTGNIVYKETIKKTVEGVGHFE--
PLRHYAEVHLLMEPLEPGSGLQFDTQCSEDMLDKN  449

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   ++     G L G  +TD KI    G  +   +   DFR      + Q 
LK++
Sbjct  450  
WQRLILTHLQEKEHPGVLTGSAITDMKITLAAGRAHLKHTEGGDFRQATYRAVRQGLKQA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F +  PQ+ + RA  D  +     E  Q + +  V TG  P   +  
Y+ 
Sbjct  510  
ESVLLEPYYEFRMEVPQQMVGRAMSDIERMYGEFENPQTEGEMSVLTGSAPVSEMSGYQK  569

Query  592  DLAFYTNGRSVCLTELKGYQAAV-GQPVIQPRRPNSRLD  629
            ++  YT GR      L GY+     + VI+    +S  D
Sbjct  570  EVIAYTKGRGRLFCALNGYRPCYNAEEVIEKSGYDSERD  608

>WP_002572577.1 GTP-binding protein [[Clostridium] bolteae]
 ENZ37945.1 small GTP-binding protein domain protein 
[ [[Clostridium] bolteae 
90B8]
Length=923

 Score = 276 bits (707),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 197/655 (30%), Positives = 317/655 (48%), Gaps = 
73/655 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +F+NK+DQ G D +  ++ ++ +L    AD     T   +    +           
Sbjct  134  



IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCADFAGAGTEEFTEHAAM-----------  182

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+  
+   
Sbjct  183  ---CDEKLLERYLETGDVDDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLGGIRKW  235

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------LKI  291
               +  +        V+K+   D G R  +L++  G+L+++  ++    EK       
K+
Sbjct  236  --
ALAPEYPQEFEAKVYKISRDDQGNRLTHLKITGGSLKVKGIISGGNTEKPSETWQEKV  293

Query  292  TEMRIPS--KGEIVRTDTA------------YPGEIVILPSDSV--
RLNDVLGDPTRLPR  335
             ++R+ S  + E V    A            YPG+ +    DS+   L  VL    
+LP 
Sbjct  294  
NQIRVYSGDRYETVAEAEAGTICAVSGLTRTYPGQGLGAGQDSMVPVLEPVLNYQVKLPE  353

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
                   LP  R                   QL + DPLLR   +    EI +  
+G VQ
Sbjct  354  GCDGAVMLPKFR-------------------
QLEEEDPLLRVVWNEELKEISMQLMGEVQ  394

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV+ +L+ E++ ++      +++Y E    A     H E  P   +A + L + P   
G
Sbjct  395  IEVLKSLIEERFGIQVEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERG  452

Query  456  SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPA  514
            SG+Q+E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  
+   
Sbjct  453  
SGLQFETRCSEDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGG  512

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR      L Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + 
++ +
Sbjct  513  
DFRQATYRALRQGLMEASCILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQ  572

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA------VGQPVIQPRR  
623
             + TG+ P   ++ Y+ ++  YT G+      LKGY+        +GQ    P R



Sbjct  573  AILTGQAPVAAMRGYQAEVMSYTRGQGRLACALKGYEPCHNSREIIGQTGYDPER  
627

>KKS84649.1 Elongation factor G [Candidatus Gottesmanbacteria 
bacterium GW2011_GWA1_43_11]
Length=704

 Score = 272 bits (695),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 196/676 (29%), Positives = 325/676 (48%), Gaps = 
72/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  19   
KIRNIGIIAHIDAGKTTTTERILFYTGRTYKIGDIDEGTTTMDWMDQERERGITIVSAAT  78

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   
K ++
Sbjct  79   
TTFWKDTRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYHV  138

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + FINK+D+ G D +  ++ + ++L                     D++ ++ +    
Sbjct  139  
PRICFINKMDKVGADFRHTIKMIEERLGVKTAVMVVPMGSESTYKGNIDLLTRKVLVWGS  198

Query  159  -------SLSPEIVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQR  206
                    +S EI  E   ++E   A +     E +D LLEKY+ GE +S ++L    
++
Sbjct  199  
DELGAKFDVSDEIPAEYKEEVETSRAALIERIAETDDTLLEKYLNGEELSIDELKAGLRK  258

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG--------------------S  246
                  L P+Y G++ +  G+QPL+DAV        + G                     
Sbjct  259  
ATIAYKLVPIYAGTSLRNKGVQPLLDAVVDYLPSPKDLGHIEGVDPKDETKKLTRKLINE  318

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEI  302
             +  G  FK++      +  Y+R+YSGT++    V       +E++ +I  M    
+ EI
Sbjct  319  
ESFSGLAFKIQIDPHVGKLTYVRIYSGTVKSGSYVYNPNKGVKERVGRILLMHANKREEI  378

Query  303  VRTDTAYPGEIVILPS--DSVRLNDVLGD--



PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               D AY GEIV L    D+V  N V  +  P  L +  +   P P++   I PKT 
+ +
Sbjct  379  ---DEAYAGEIVALVGVKDTVTGNTVCDESHPIVLEKITF---
PDPVISLAIEPKTKSDQ  432

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +L++ DP  + + +  T++ I+  +G + LE++   +  ++K++  V  
P V
Sbjct  433  
EKMGYALQRLSEEDPTFKIKTNIETNQTIIWGMGELHLEILVDRMKREFKVDANVGAPQV  492

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E  R L  A      +      +    + + P + G G ++ ++V  G +   
F  A
Sbjct  493  
AYKETIRKLVEAEGKYIRQSGGRGQYGHCLIRLEPKARGEGYEFVNQVKGGAIPNEFIPA  552

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R   E G+  G+ + D K     G Y+   S+   F+    +  +   K++   
L
Sbjct  553  
VDKGVREAKENGVIAGYPMVDFKCTLYDGTYHDVDSSEVAFKIAGSMAFQSGAKQADPVL  612

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D     A I  +Q +    V    +P   +  Y T 
L  
Sbjct  613  
LEPIMKVEVTTPDEYMGDVIGDLGAKRAQIMGSQKRGTVTVILALVPLSELSGYATQLRS  672

Query  596  YTNGRSVCLTELKGYQ  611
             + GR+    E   YQ
Sbjct  673  MSKGRATYYMEPSHYQ  688

>WP_006695836.1 elongation factor G [Selenomonas noxia]
 EHG25833.1 elongation factor G [Selenomonas noxia F0398]
Length=692

 Score = 271 bits (694),  Expect = 3e-78, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 319/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V+  +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMDMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D+L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYRDKLLEACAEVDDELMEKYLGGEEVTEEEIRRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE  S      
A  
Sbjct  249  
IACEMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDTAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDENNPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-



QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
RQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAYVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674

>AMP54817.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=393

 Score = 263 bits (672),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 144/394 (37%), Positives = 219/394 (56%), Gaps = 
12/394 (3%)

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDT  307
            L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  
D 
Sbjct  2    
LSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDE  61

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
                +I I+   +  R+ D LG    L +    + P   L++++ P    +R +++  
L 
Sbjct  62   VGANDIAIVEDIEDFRIGDYLGAKPCLIQGLSHQHP--
ALKSSVRPNKPEERSKVISVLN  119

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
             L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    E   IY 
ERP+K
Sbjct  120  
TLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPIK  179

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
              +  I IEVPPNP+WA+IGL++ PL LG+G+Q E  +S GYLN SFQNAV +GIR   



+
Sbjct  180  
KVNKIIQIEVPPNPYWATIGLTLEPLPLGAGLQIERDISYGYLNHSFQNAVFEGIRMSCQ  239

Query  487  
QGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
             GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  +LEP L F 
L  
Sbjct  240  
SGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDILEPMLYFELQI  299

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            PQ   S+A  D  K  + I+      +  +  G++P    + Y ++++ YT G    
+ +
Sbjct  300  
PQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSYTKGLGTFMVK  359

Query  607  LKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
              GYQ   G         N+R+   DK+  MF+K
Sbjct  360  PCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  388

>WP_027714011.1 elongation factor G [Desulfuromonas sp. TF]
Length=689

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 202/675 (30%), Positives = 315/675 (47%), Gaps = 
67/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI++H+DAGKTT++E +L+ +G I + G V  G+   D M  E++RGITI 
A  T
Sbjct  8    
EIRNIGIISHIDAGKTTVSERILFYTGEIHKMGEVHDGSATMDWMDQEQERGITITATST  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W  C +N++DTPGH+DF  EV RSL VLDGA+ + SA +GVQ QT  ++    
+  +
Sbjct  68   
TCRWRSCTINLIDTPGHIDFTIEVERSLRVLDGAVAIFSAVEGVQPQTESVWRQADRYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P V  INK+D+ G D +SV+  + D+L A                   D++ +Q +
+   
Sbjct  128  
PRVCLINKLDRVGADCESVLTQMADRLGARPVLLQLPVGLEGEFSGVIDLLSEQLLTFDE  187

Query  162  ------------PEIVLEE--
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207



                        PE  LEE         +A  + +D +L  ++ G  +  E+L+   
+R 
Sbjct  188  
TDQGRTVSAGPVPEGRLEEVHAARERIVEAAADFDDAILADFLDGREVGPERLMAALRRG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIG----
EQGSAA---------  248
                 LFPV  GSA +  GIQPL+DAV           P+     E G  A         
Sbjct  248  
TLACRLFPVLLGSALRNKGIQPLLDAVGAYLPSPLETPPVSARHPEDGEPAELLACDPQG  307

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTD  306
             LC   FKV  +D G++  YLRLYSG+LR+   V  AGR  + K+  +      +  
R D
Sbjct  308  PLCALAFKV-
LSDEGRKLTYLRLYSGSLRVGQEVCNAGRGSMEKVARLFRMHAHKRERLD  366

Query  307  TAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV +      L  D L DP  L        P P++   + P+    RE
+LL +L
Sbjct  367  
SARAGDIVAVTGLKGALTGDTLCDPAHLLILEGLAVPEPVVSLAVEPRGVDDREKLLPSL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L   DP  R   D  T + IL+ +G + LEV++  L  ++ +      P V+Y 
E   
Sbjct  427  
EKLQWEDPTFRVREDEDTGQTILTGMGELHLEVITTRLGREFGVRVQTGRPQVVYRETLG  486

Query  426  KAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +        H E         + L +TPL+ G G+Q     + G+   +    +R+ 
+R 
Sbjct  487  RQIERREVFHREAEGRIQGGEVLLRLTPLARGKGLQIILPEAEGF---
TLPAELRENLRR  543

Query  484  GLEQGL-----
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             LEQ        G+ +TD ++      + + ++T    R+ A   L  A +E+   
LLEP
Sbjct  544  
SLEQACAAGVRAGYPLTDLQVEVLEAPFEAGITTDLGLRAAAQRGLAMAAREASPTLLEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +  P E+  +      +    +E    + D  V    +P   +  Y T+L   
T 
Sbjct  604  
VMALEVTVPSEHAGKVLGTLQQKRGRVEGMLSRSDIEVIRASVPLSEMFGYMTELRSATR  663

Query  599  GRSVCLTELKGYQAA  613



            GR     E   +  A
Sbjct  664  GRGTFTMEFSHFDQA  678

>OGG05096.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RBG_16_52_11]
Length=692

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 324/675 (48%), Gaps = 
71/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  9    
KVRNIGIIAHIDAGKTTTTERILYYTGRSYKIGDIDEGTTVMDWMAQERERGITIVSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  + NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++H   
K  +
Sbjct  69   
TTFWNGYRFNIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWHQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + FINK+D+ G D ++ ++S+ D+L A                   DI+ ++++    
Sbjct  129  
PRICFINKMDKIGADFRATIRSIEDRLGARTAVMVVPIGSEHNFRGVIDILSRKSLVWGS  188

Query  159  -----------SLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                        ++P++  E E +     + + E +D LLEKY+ G+ +  ++L +  
+R
Sbjct  189  
DELGAKFDVLEEIAPDLRDEVEKSRHALIEKIAETDDTLLEKYLGGQELGTDELKQALRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ------GSA  247
             V    L P+Y GS+ +  G+QP++DAV              G     GE          
Sbjct  249  
AVIAYKLVPIYAGSSLRNKGVQPVLDAVVDYLPSPLDLPPVEGKNPKTGENETRKRINEE  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTD  306
               G  FK++      +  Y+R+YSG L+    +  + +    +I  + +    +     
Sbjct  309  
HFSGLAFKIQIDPHVGKLTYVRIYSGVLKSGSYIYNSNKNASERIGRLLLMHANQREEIK  368

Query  307  TAYPGEIVILPSDSVRLNDVLGD-------



PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             AY GEIV +         V GD       P  L    +   P P++   I PKT   
+E
Sbjct  369  EAYAGEIVAVVGFKA---TVTGDTVCTQEKPIVLEEISF---
PDPVISLAIEPKTKNDQE  422

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            R+  AL +L++ DP  + + +  T++ I+  +G + LE++   +  ++K+E  V  
P V 
Sbjct  423  
RMGYALQRLSEEDPTFKIKSNLETNQTIIWGMGELHLEILVDRMKREFKVEANVGAPQVA  482

Query  420  YMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E    KA +   +I +      +    L + P S G G ++   +  G + + F  
A+
Sbjct  483  
YKETVKTKAQAEGKYIRQSGGRGQYGHCYLRIEPKSRGEGYEFVDEIKGGAIPREFIPAI  542

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GIR  +E G L G+ + D ++    G Y+   S+   F+    + L+ A+K++   
LL
Sbjct  543  
EKGIREAMENGVLAGYPLVDMQVSLYDGTYHEVDSSEIAFKIAGSMALQNAVKQASPTLL  602

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P E++     D     A I   Q +    V    +P   +  Y T 
L   
Sbjct  603  
EPVMKVEVTTPDEFMGDIIGDLGSKRAQIMGTQKRGMITVILAMVPLAELAGYATTLRSM  662

Query  597  TNGRSVCLTELKGYQ  611
            + GR+    E   Y+
Sbjct  663  SKGRATYYMEPSHYE  677

>SCH47786.1 Tetracycline resistance protein tetM [uncultured 
Roseburia sp.]
Length=862

 Score = 275 bits (704),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 199/640 (31%), Positives = 311/640 (49%), Gaps = 
66/640 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG+I   G V+      D   +ER+RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESMLYTSGSIRHLGRVDNKDAYLDNNAMERERGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  TR L+  L
+   
Sbjct  61   
AEFSWKDMAITLLDTPGHVDFSAEMERTLKVLDYAVLVISGADGVQGHTRTLWRLLKLYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +FINK+DQ G D ++++  +++ L  + I         +   E+N     ++    
Sbjct  121  VPVFLFINKMDQPGADKEALLWEIKEHLGGNCI---------DFTQEQNEGF--
YEEAAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              +  +EK+++   ++   L     + +    LFP Y+GSA K  G++ L+D   
GL++ 
Sbjct  170  CEEAAMEKFLSEGSLASNDLA----QMIAKLELFPCYFGSALKVQGVEELLD---
GLYE-  221

Query  241  IGE--QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-ALAGREKL--
KITEMR  295
             G   Q        +FK+   + G R  YL++  GTLR++D +   AG E+   K+ 
++R
Sbjct  222  
YGRTPQYPDKFGAKIFKIAREEQGNRLTYLKVTGGTLRVKDMLNGKAGEEEWAEKVNQIR  281

Query  296  IPS--KGEIVRTDTA------------
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
            I S  K E V    A            YPGE + +  +S+                    
Sbjct  282  
IYSGEKYETVSEAAAGTVCAVTGLTKTYPGEGLGIEEESI--------------------  321

Query  342  PLPMLRTTIAPKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
             LP+L    + K    +E     +L  L QL + +P L       T EI++  +G 
VQLE
Sbjct  322  -
LPVLEPVRSVKLVLPKEVPVAVMLPKLKQLEEENPELHIVYREETGEILIKLMGEVQLE  380

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++  L+ E+Y +     E  +IY E          H E  P   +A + L + P   
GSG
Sbjct  381  ILQKLVKERYGVVVEFGEEKIIYKETIRNTVEGVGHFE--
PLRHYAEVHLLLEPGERGSG  438

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            + +++  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  439  
LCFQTDCSEDILDKNWQRLILTHLAEREHKGVLTGSAITDMKITVVSGRAHPKHTEGGDF  498



Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      + Q L E+ + LLEPY +F L  P+E L RA HD  +  + ++  Q++    
+
Sbjct  499  
RQATYRAIRQGLMEADSVLLEPYYAFRLEIPEECLGRAMHDMEQRNSRMDAPQIENGMAL  558

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             TG  P   +  Y+ +L  Y  GR      L+GY+    Q
Sbjct  559  LTGSGPVSKLSDYQKELNTYAKGRGKFFCTLQGYEVCQNQ  598

>WP_007392634.1 elongation factor G [Megasphaera sp. UPII 135-E]
 EGS33517.1 translation elongation factor G [Megasphaera sp. UPII 
135-E]
 KXB93036.1 translation elongation factor G [Veillonellaceae 
bacterium KA00182]
Length=690

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 315/678 (46%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TAQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYQV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + FINK+D  G +  + VQ ++D+L A+ +  Q                         
Sbjct  129  
PRIAFINKMDTTGANFLNCVQMMKDRLQANAVAIQLPIGAETTFSGIIDLITMKAEVYED  188

Query  157  TVSLSPEIV-LEENTDIEAWD-------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            T+    EIV + E+   +A +       AV E ND+L+ KY+ GE +S E++    
+  V
Sbjct  189  
TLGKEFEIVDIPEDMKEQAEEYHQIMIEAVCETNDELMMKYLDGEELSVEEIKTAIRSAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249



                +FPV  GSA K  GIQ L+DA             V G     GE+           
Sbjct  249  
VHNKMFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVAGTKPDTGEEDFRKADDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADQFVGKLAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              AY G+I  I+        D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
QEAYSGDIGAIVGLKDTTTGDTLCDEKNPIILEKMEFPEPVISVAVEPKTKADQEKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LARLAEEDPTFRVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE--  483

Query  425  LKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI   V    F          +    L + P   G G ++E++V  G + 
+ + 
Sbjct  484  ------
TIRQSVKARGFFKRQSGGRGQYGDCWLELIPQEQGQGYEFENKVVGGAIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  +
++  
Sbjct  538  
GSVEAGVKEAMESGVLAGFPMVDIKVIVYDGSYHEVDSSEMAFKIAGSMGFKEGARKAQA  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY    +  P+EY+     D       ++  +++         +P   +  Y 
TDL
Sbjct  598  
VLLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVDGMEMRGGAEHINAFVPLAEMFGYATDL  657

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR V       Y+
Sbjct  658  RSKTQGRGVYTMTFDHYE  675

>GBC85303.1 Elongation factor G [bacterium HR11]
Length=691



 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 208/683 (30%), Positives = 323/683 (47%), Gaps = 
68/683 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G     G V++GT   D M  E++RGITI AA 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGITHRIGEVDEGTATMDWMPQEKERGITITAAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI+VISA +GVQ QT  ++    K  
+P +
Sbjct  72   
WRDHRINIIDTPGHVDFTIEVERSLRVLDGAIIVISAVEGVQPQTETVWRQADKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE--  163
            +F+NK+D+ G D +  VQ + D+L                     D+I ++      
E  
Sbjct  132  
VFVNKMDRIGADFERTVQMMVDRLRVVPVPVQYPLGAEDRFQGVIDLIEQKAYVYRDETL  191

Query  164  --------IVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                    I  E    ++ W     + + E +D ++E+Y+AG   + +++ R  +     
Sbjct  192  
GAEYDVVDIPSEYQARVQHWRDLLFEKLAELDDHIMERYVAGVWPTPDEIRRSLRNLTLQ  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAALCG  251
              + PV  GSA K  G+QPL+DAV               + P   Q            
CG
Sbjct  252  
LKVVPVLCGSAFKNKGVQPLLDAVVYYLPSPLDLPPVKGWHPETRQEVYRKPDDGEPFCG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
             VFK+          Y+R+YSG LR  DT+  A R K+    ++  M    + EI     
Sbjct  312  
LVFKLMTDPYIGHLAYIRIYSGQLRNGDTLLNATRGKMERIGRLVRMHANKREEI---SE  368

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+I   +   +V   D L DP         E P P+L   + PKT   +E+L  
AL 
Sbjct  369  
AYAGDICAAVGLKTVATGDTLCDPRHPILLEAIEFPEPVLVAAVEPKTREDQEKLGPALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426



            +L   DP L+  V+  T + +L+ +G + LE++   L  ++ ++  +  P V Y E   
+
Sbjct  429  
KLLVEDPSLQLRVNPETGQTLLAGMGELHLEIIVDRLYREFGVQVHLGRPMVAYKETITR  488

Query  427  AA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            AA +   +I +      +    L V PL  G G  +   +  G + + F  AVR G
+   
Sbjct  489  
AAEAEGKYIKQTGGRGQYGHCFLRVEPLPPGGGFVFVDEIRGGVIPKEFIPAVRAGVEEA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +++G L G+ + D K+    G Y+   S+   F+    + L++A++ +   LLEP 
+   
Sbjct  549  
MQEGPLAGYPLVDLKVVLFDGSYHEVDSSEIAFKIAGSMALKEAVRRAAPVLLEPIMKLE  608

Query  544  LYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGRSV  602
            +  P+++L     D       I T +  +  V V    +P      Y TDL   T 
GR++
Sbjct  609  
VITPEDFLGEVIADLNARRGKILTVEAPRPGVRVVNAMVPLAETFGYATDLRSKTQGRAI  668

Query  603  CLTELKGYQ---AAVGQPVIQPR  622
               +   Y+   A V   +IQ R
Sbjct  669  FTLQFDHYEPVPAQVADKLIQAR  691

>OGD92110.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFCSPHIGHO2_02_FULL_42_15]
Length=713

 Score = 272 bits (695),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 206/683 (30%), Positives = 332/683 (49%), Gaps = 
77/683 (11%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  E++RGITI  
AAV
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILFYTGKSYKLGNIDEGTTVTDWMAQEKERGITIVSAAV  73

Query  61   TSFQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ
+Q+  
Sbjct  74   TTF-
WTPKSGPLKDIETRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSET  132



Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++    K  +P V FINK+D+ G D  + ++S+R+KL A                   
D+
Sbjct  133  
VWRQADKYKVPRVCFINKMDKLGADYFATLKSIREKLGAPAVPYNLPIGKENDFVGVVDL  192

Query  153  IIKQTV-------SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
            I ++          L  E   EE       ++E +     + + E +D L EK++ 
GE I
Sbjct  193  
ISRKAFVWEANVEGLGKEFKEEEVPTEMADEVEKYRSQLVEKISETDDHLTEKFLQGEKI  252

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIG  242
            S ++L +  +  V    + PV  GS+ +  G+QPL+DAV              G     
G
Sbjct  253  
SEDELKKALRAAVIKYKIVPVLAGSSLRNKGVQPLLDAVCEYLPSPQDIESIEGTNPKTG  312

Query  243  EQGS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKL-KIT  292
            E+ +       +     FKV+      +  Y+R+YSGTL+   ++  +    RE++ 
+I 
Sbjct  313  
EKETRKMVTEESFSALAFKVQIDPHVGKLTYVRIYSGTLKSGSSILNSTKHDRERIGRIL  372

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             M   ++ EI     AY GEIV ++   S    D + D ++         P P++   
I 
Sbjct  373  LMHANTREEI---
SEAYAGEIVAVVGLKSSVTGDTMCDESKPIVLESISFPDPVISLAIE  429

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P T A +E+L  AL +L++ DP  + + D  T + I+S +G + LE++   +  ++ 
+  
Sbjct  430  
PATKADQEKLGYALGRLSEEDPTFKIKGDPETGQTIISGMGELHLEILVDRMKREFSVAA  489

Query  412  VVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             V  P V Y E   + A+       +      +    L V PL  G G Q++S +  
G +
Sbjct  490  
NVGSPQVAYRETIKQTATGEGKYIRQSGGRGQYGHCFLRVEPLGRGEGYQFKSEIKGGAI  549

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             Q F  ++  G+R  +E G L G+ + D K+    G Y+   S+   F+    + 
LE A 



Sbjct  550  
PQEFIPSIEKGVREKMESGVLAGFPLVDMKVALYDGTYHDVDSSDIAFKIAGSMALETAA  609

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K +   LLEP +   + AP+E++     D     A I +++     V+    +P   
+  
Sbjct  610  
KNADLALLEPVMKVEVTAPEEFMGDVIGDLSSKRAQILSSEHHGTSVIINALVPLAEMSG  669

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y T L   T GR     E   Y+
Sbjct  670  YVTTLRSMTQGRGSAYMEPSHYE  692

>WP_022757233.1 GTP-binding protein [Butyrivibrio fibrisolvens]
Length=911

 Score = 276 bits (706),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 190/609 (31%), Positives = 299/609 (49%), Gaps = 
29/609 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTL+E+LLY +GA+   G V+ G    DT  LE++RGITI +     
Sbjct  5    
LNIGILAHVDAGKTTLSEALLYEAGAVRSIGRVDHGDAFLDTFDLEKERGITIFSKQARL  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    K+ ++DTPGH+DF  E  R+L +LD AILVISA DGV A  R L+  L   
N+PT
Sbjct  65   
EAFDRKITLMDTPGHIDFSPETERTLQILDAAILVISAADGVGAHVRTLWSLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G D+  +   +   L + +     V+++P I      D    +++   
+D
Sbjct  125  FIFVNKMDQPGSDMDEISALLSQSLGSSV-----VNMTPGI-----
NDPMVCESIAVCDD  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL  Y+ G PI    ++    +R+    LFP YYGSA KG G++  ++ +   + 
P   
Sbjct  175  NLLGSYLNGTPIKESDIINLISKRL----LFPCYYGSALKGEGVRAFLENLC-
RYSPTPS  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                     V+K+     G R  +L++  G++ +RDT    G E  KI+++R+ S  
+  



Sbjct  230  Y-PDDFGARVYKISRDSDGTRLSFLKITGGSISIRDTF---GEE--
KISQIRLYSGSKYE  283

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  +A  G I  +   S  R  D LG           E   P+L   I         
++ 
Sbjct  284  QVQSAEAGTICAIAGLSGTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKVW  339

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  L + +P+L         +I +  +G+VQ+E++  L+ +++K+     +  
+IY E
Sbjct  340  
QNLLILQEEEPMLSVSRTEENGDIYVRVMGQVQMEIIKRLMMDRFKMSIDFGQGRIIYKE  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P + GSG+ +E+      L +++Q  V   
+ 
Sbjct  400  TIANTVEGVGHFE--
PLRHYAEVHLMLEPSAPGSGLSFEANCPTDILARNWQRLVLTHLE  457

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP   
Sbjct  458  
EKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMANSVLLEPVYK  517

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + L  P E + RA  D  +  AT+ + +++  + V  G IPA C+  Y  D+  YT
+G  
Sbjct  518  
YELIVPSENVGRAMTDLSQRNATVNSPEIENGKTVLRGTIPAACLGNYAEDVRSYTSGEG  577

Query  602  VCLTELKGY  610
                 LKGY
Sbjct  578  SISCVLKGY  586

>WP_059364073.1 elongation factor G [Veillonella tobetsuensis]
Length=691

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 196/667 (29%), Positives = 318/667 (48%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI L 
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKARLGANSVAIQVPIGSEDTFKGIIDLMTMKAEIYLS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEFEVTDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISVEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPAIKGVIPGSEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKSPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQ  478

Query  418  VIYMERPLKA--



ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGSQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>WP_011668502.1 elongation factor G [Lactobacillus brevis]
 Q03PV4.1 RecName: Full=Elongation factor G; Short=EF-G
 ABJ64768.1 translation elongation factor 2 (EF-2/EF-G) 
[Lactobacillus brevis 
ATCC 367]
 BAN07267.1 Elongation factor G [Lactobacillus brevis KB290]
 KLE30867.1 elongation factor G [Lactobacillus brevis]
 KWT46975.1 elongation factor G [Lactobacillus brevis]
 KWU40267.1 elongation factor G [Lactobacillus brevis]
 ARQ92377.1 elongation factor G [Lactobacillus brevis]
 ARW22679.1 Elongation factor [Lactobacillus brevis]
 PTV20592.1 elongation factor G [Lactobacillus brevis]
Length=699

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 186/672 (28%), Positives = 317/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      



++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQASDFDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G D    V S+ ++L A+ +  Q +++  E   E   D+         
Sbjct  131  PRIVFVNKMDKLGADFDFSVNSIHERLQANALALQ-
MAIGAEDEFEGVVDLVEMKAYVYD  189

Query  173  -----EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
                  +WD                 A+IE+    +D+++EKY+ GE I++++L    
+R
Sbjct  190  
KDDLGSSWDTVEIPADMKEEAEKRHEAMIESVADVDDEIMEKYLEGEEITKDELKAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG-------SA  247
                  LFPV+ GSA K  G+Q LMDAV                 P  ++         
A
Sbjct  250  
ATLKLDLFPVFAGSAFKDKGVQMLMDAVVDYLPSPLDVKPYNATDPDTDEAIQLRADDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+YSGTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYSGTLEAGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPLHLESMDFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E ++S +G + L+++   +  ++K+E  +  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLISGMGELHLDIIIDRMKREFKVEANIGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+ S       +      +  + +  TP   G G ++E  +  G + + F  
+V  G
Sbjct  487  
AFTKSTSVQGKFVRQSGGKGQYGDVWIEFTPNERGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539



            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A+K +G  
+LEP 
Sbjct  547  
LQEAMANGVLAGYPLVDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAVKSAGPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGKVDGMEARGNAQMIHSYVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>WP_027415326.1 elongation factor G [Aneurinibacillus terranovensis]
Length=693

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 194/679 (29%), Positives = 320/679 (47%), Gaps = 
80/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D    V++++++L A                   D++ ++T   
+ 
Sbjct  129  
PRIVFVNKMDKIGADFLYSVRTLKERLQANAHPIQLPIGAEDQYRGIIDLVEQKTYIYTN  188

Query  163  EIVLEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVRE  203
            ++     TDIE  D                   AV E +++L+ KY+ GE ++ E
+L + 
Sbjct  189  DL----
GTDIEITDGFPADYQSQAEELRGQLIEAVAEFDEELMMKYLEGEEVTNEELKKA  244

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------



TGLFQPIGEQ------  244
             ++       FPV  GSA K  G+QP++DAV              G+     E+      
Sbjct  245  
IRKATISVQFFPVTCGSAFKNKGVQPMLDAVIDYLPSPLDIPAIKGVVPDTNEEVTRESD  304

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AA     FK+       +  + R+YSGTL     V       RE++ +I +M    
+ 
Sbjct  305  
DEAAFAALAFKIMTDPYVGKLTFFRVYSGTLESGSYVLNSTKGKRERIGRILQMHANHRA  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTA  355
            EI    T Y G+I    +  V L D     T    K        E P P++R  I 
PKT 
Sbjct  365  EI---KTIYSGDI----
AAGVGLKDTTTGDTLCDEKNPVILESMEFPEPVIRIAIEPKTK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  +   D  T + I++ +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGMALAKLAEEDPTFKTYTDQETGQTIIAGMGELHLDIIVDRMKREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   + A        +      +  + +   P+  G+G  +E+++  G + 
+ +
Sbjct  478  
PQVAYKETFRQGAKVEGKFVRQSGGRGQYGHVVVEFEPVEPGTGFVFENKIVGGAVPREY  537

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
               V+ GI   ++ G L G+ + D K     G Y+   S+   F+    + L++A 
K+S 
Sbjct  538  
IAPVQAGIEEAMQNGVLAGYPILDLKATLVDGSYHDVDSSEMAFKIAGSMALKEAGKKSN  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EY+     D       IE  + + +  V    +P   +  
Y T+
Sbjct  598  
PAILEPIMKVEVVVPEEYMGDIMGDVSSRRGRIEGMEARGNAQVVHAFVPLSEMFGYATN  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>OIO06013.1 translation elongation factor G [Candidatus 
Falkowbacteria bacterium 



CG1_02_37_21]
 PIR95536.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_37_18]
Length=692

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 192/679 (28%), Positives = 319/679 (47%), Gaps = 
65/679 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T+
Sbjct  10   
IRNIGIMAHIDAGKTTFTERVLFYTGKKHKIGEVHEGAAEMDWMEQEKERGITITSAATT  69

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   K+NI+DTPGH+DF  EV RSL VLDGAI V   + GV+ Q+  ++    K  
+P
Sbjct  70   
CYWKHNKINIIDTPGHVDFTVEVERSLRVLDGAIAVFDGQAGVEPQSETVWRQADKYQVP  129

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS--  161
             + F+NK+D+ G D    + S+R +LSA                   D++ K+    
S  
Sbjct  130  
RLCFVNKMDKMGADFYMSLNSIRTRLSAKAVAAQLPIGAESNLKGVIDLLTKKAYQFSGS  189

Query  162  -----PEIVLEEN--TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                  EI + E+   D+E +     +  +E ++K +EKY+AG+ I  E+L    +
+ V 
Sbjct  190  
NGMNVEEIPVPEDMKADVEKYHNELVEKAVEGDEKTMEKYLAGQEIPLEELKAAIRKGVI  249

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-------------------
GEQGSAAL  249
              S++PV+ G+A + +G+Q ++DAV   L  PI                       
S   
Sbjct  250  
SNSVYPVFCGTALQNIGVQLVLDAVNDYLPSPIDVPVLEGSDIRDIEKKILVSPDDSKPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L     +  + ++      ++  M    + E
+   
Sbjct  310  
VGLAFKIATDPFVGKLCFVRVYQGVLTAGSYILNSSKDNKERVGRLVRMHANHREEV---  366

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



               Y G+I  I+   +    + L D            P P+++  + PKT A +E+
+  A
Sbjct  367  
KEVYAGDIAAIIGLKNTTTGNTLCDEEHPLLMESITFPEPVIKIAVEPKTKADQEKMGVA  426

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R E D+ T+++++S +G + LE++   +  ++ +E  V  P V Y 
E  
Sbjct  427  
LQRLAEEDPTFRVETDTETNQVLISGMGELHLEIIVDRMKREFGVEANVGNPQVSYRETI  486

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K   A H    +      +    L + P   G G ++   V  G + + F  A+  
G+R
Sbjct  487  
TKKAEAEHKYVKQSGGRGQYGHCSLRIEPQEQGKGFEFADEVKGGVIPKEFIPAIEKGVR  546

Query  483  YG-
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               L  GL G+ + D K    YG Y+   S+   F+  A     +A +++G  
LLEP + 
Sbjct  547  
EALLSGGLAGYPMVDVKAAVFYGSYHDVDSSEIAFKMAAIFAFREACQKAGPILLEPIMK  606

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    + +  V   ++P   +  Y T L   + 
GR+
Sbjct  607  
VEVTTPEEYMGNIIGDLSSKRGQIEEMSDRANIKVVQAKVPLAEMFGYSTSLRSMSQGRA  666

Query  602  VCLTELKGYQAAVGQPVIQ  620
              + E   Y A V + +++
Sbjct  667  NYVMEF-AYYAEVPKNILE  684

>WP_061776008.1 elongation factor G [Lactobacillus senmaizukei]
 KRN03142.1 elongation factor G [Lactobacillus senmaizukei DSM 21775 
= NBRC 
103853]
Length=699

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 187/671 (28%), Positives = 319/671 (48%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   



KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W + ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKKHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQAGVEPQTETVWRQASDFDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEE  168
            P ++F+NK+D+ G D    V S+ ++L A+ + ++ T+    +             
V ++
Sbjct  131  
PRIVFVNKMDKLGADFDFSVNSIHERLQANALALQMTIGAEDDFTGVVDLIEMKAYVYDK  190

Query  169  NTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
            +    +WD                 A+IE+    +D+++EKY+ GE I++ +L    
+R 
Sbjct  191  
DELGSSWDTVDIPDDMKEEAQKRHEAMIESVADVDDEIMEKYLEGEEITKAELKAAIRRA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQG-------SAA  248
                 LFPV+ GSA K  G+Q LMDAV                 P  E+         
A 
Sbjct  251  
TLKLELFPVFAGSAFKDKGVQMLMDAVVDYLPSPLDVKPYNATVPDTEEAVELRADDDAP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       R  Y+R+YSGTL     V  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAALAFKVATDPFVGRLTYIRVYSGTLEAGSYVLNATKDKRERVGRLLQMHSNHRQEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++  I PKT A + 
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPDHPLHLESMDFPEPVIQVAIEPKTKADQAKMNV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L++ DP L+ E +  T E +L+ +G + L+++   +  ++K+E  +  P V 
Y E 
Sbjct  428  
ALQKLSEEDPTLKAETNPETGETLLAGMGELALDIIIDRMKREFKVEANIGAPQVAYREA  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K+         +      +  + +  TP   G G ++E  +  G + + F  +V  



G+
Sbjct  488  
FTKSTKVQGKFVRQSGGKGQYGDVWIEFTPNERGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S+ A F+  A + L +A++ +G  
+LEP +
Sbjct  548  
KEAMANGVLAGYPLVDVKAKLYDGSYHEVDSSEAAFKVAASLALRKAVQSAGPVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ GR
Sbjct  608  
KVDIMVPEEYMGDIMGQVTARRGKVDGMEARGNAQMIHSFVPLSEMFGYATTLRSASQGR  667

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  668  GTFTMTFDHYE  678

>WP_074925007.1 GTP-binding protein [[Clostridium] clostridioforme]
 SFG29968.1 small GTP-binding protein domain-containing protein 
[[Clostridium] 
clostridioforme]
Length=938

 Score = 276 bits (707),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 191/627 (30%), Positives = 308/627 (49%), Gaps = 
47/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+ LY +G I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSIVLGILAHVDAGKTTLSEAFLYLAGTIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D +  ++ ++ +L    +    V              E  +    
Sbjct  134  IPVFLFVNKMDQPGTDREQRMRKLQKRLDDGCVDFAGVGTE-----------
EFMEHAAM  182



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++KLLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+D +    
L 
Sbjct  183  CDEKLLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLDGIRRWALM  238

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKIT  292
                ++  A     V+K+   D G R  +L++  G L+++ TV+    EK       
K+ 
Sbjct  239  PEYPQEFEA----
KVYKISRDDQGNRLTHLKVTGGRLKVKGTVSGGNTEKPSEAWQEKVN  294

Query  293  EMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            ++R+ S         A  G I  +       P   +      G+ + LP         
P+
Sbjct  295  QIRVYSGERYEAVPEAEAGTICAVSGLTRTYPGQGL----
GAGEDSMLPVLE------PV  344

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +          +L    QL + DPLLR   +    EI +  +G VQ+EV+ 
+L+ E
Sbjct  345  
LSYQVKLPEGCDGAVMLPKFRQLEEEDPLLRVVWNEELKEISMQLMGEVQIEVLKSLIEE  404

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ +       +++Y E    A     H E  P   +A + L + P   GSG+Q+E
+R S
Sbjct  405  RFGVRAEFGTGNIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFEARCS  462

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L++++Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      
L
Sbjct  463  
EDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQATYRAL  522

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + V TG+ 
P  
Sbjct  523  
RQGLMEAACILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLTGQAPVA  582

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++ Y++++  YT G+      LKGY+
Sbjct  583  SMRGYQSEVMSYTRGQGRLACTLKGYE  609



>OGL05271.1 translation elongation factor G [Candidatus Rokubacteria 
bacterium 
RIFCSPLOWO2_02_FULL_68_19]
Length=702

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 313/677 (46%), Gaps = 
75/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V++GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRSYKIGEVDEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDGAI ++ A  GV+ QT  ++    
K  +
Sbjct  69   
TSFWRDCRINIIDTPGHVDFTVEVERSLRVLDGAIAILDAVAGVEPQTETVWRQADKYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-----
DIIIKQTVSLSPEIVLEENTDIEAW-  175
            P ++++NK+D+ G D    V  +R++L A      I I Q  S    I L E   I  
W 
Sbjct  129  
PRIVYVNKMDRVGADFSRSVAMIRERLGAVPVPIQIPIGQAESFVGAIDLIEQVAI-VWG  187

Query  176  ------------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                                          +A+ E ++ L+EKY+  E IS +++    
+
Sbjct  188  
DDESLGQRFSRQEIPAEYAAQVREYREKMVEALAEVDETLMEKYLGDEKISPDEIRAAIR  247

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ----------------------
PIGE  243
                   L PV  G++ +  G+QPL+DAV                           
P  E
Sbjct  248  
AGTMAMKLVPVLCGASFRNKGVQPLLDAVVDFLPSPLDIPPMQGVNPETRENEVRVPGDE  307

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
            +  +AL   +    Y   GQ  V+LR+YSGTL     V  + +++     ++  M    
+
Sbjct  308  EPFSALAFKIMNDPY--VGQ-
LVFLRVYSGTLNSGSGVYNSTKDRKERVGRLLRMHANKR  364

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358



             EI   +    G+I  ++        D L DP R         P P++   I PKT 
A  
Sbjct  365  EEI---
EAVAAGDIAAVVGLKFTTTGDTLCDPDRPIVLEAMTFPAPVISVAIEPKTKADE  421

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  +L++LA  DP  +  VDS T++ +++ +G + LE++   L  ++K+E  V 
+P V
Sbjct  422  
EKLGLSLSRLALEDPTFKVTVDSETNQTLIAGMGELHLEIIVDRLLREFKVEANVGKPQV  481

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   R  +A    I  +      +    L V P + G G  +E+ +  G + + 
F  
Sbjct  482  AYRETIRRKAEARGRFIR-
QTGGRGQYGDASLEVEPAAPGEGFSFENEIVGGAIPREFLP  540

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+R   E G L G+ + D K+    G Y+   S+   F+    +  ++A + 
+G  
Sbjct  541  
AVEKGVREAAETGVLAGYPMVDVKVALTDGSYHEVDSSEMAFKIAGSMAFKEACRRAGPV  600

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+EY+     D       ++    +    +    +P   +  Y 
TDL 
Sbjct  601  
LLEPIMQVEVVVPEEYMGAVVGDLNSRRGRVQAMDTRAGSHIIRATVPLATMFGYATDLR  660

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+    +   Y+
Sbjct  661  SMTQGRATYTMQFARYE  677

>CDC81560.1 small GTP-binding protein domain [Clostridium sp. CAG:
964]
Length=867

 Score = 275 bits (704),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 193/616 (31%), Positives = 305/616 (50%), Gaps = 
29/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I++GILAHVD+GKTTL+E+ +YASGAI++PG V+ G +  DT  LER RGITI 
+  
Sbjct  1    
MKKISVGILAHVDSGKTTLSEAFMYASGAINKPGRVDHGNSFLDTFELERSRGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+++  +  ++DTPGH+DF AE  R+L VLD A+LVIS   GVQ  T  L+  L 
+ N
Sbjct  61   
AVFKYNNTQFTLLDTPGHIDFSAEAERTLQVLDYAVLVISGTSGVQGHTYTLWRLLSRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +++NK+D  G D  +V+  +++KLS  I     V  S +I +      + ++ 
+  
Sbjct  121  IPVFVYVNKMDLDGADKAAVLSQLKEKLSDSI-----VDFSSDIPVN-----
QLYENIAL  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +DKLLE Y   E +  E +       V++  LFP ++GSA K  G++ L+  +   
+  
Sbjct  171  CDDKLLEGYYENEILKTEDIAGA----VRERKLFPCFFGSALKFAGVKELLQGLD-
RYTV  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSK  299
            +   GS      V+K+       R  +L++  G+L +R+ + +    E  K+ +
+RI S 
Sbjct  226  MPSYGS-
EFGAKVYKIAEDSQKNRLTFLKITGGSLAVREVLKSKNNTEGEKVNQIRIYSG  284

Query  300  GEIVRTDTAYPGEIVILPSDS-VRLNDVLG-DP-
TRLPRKRWREDPLPMLRTTIAPKTAA  356
                  D    G I  +   S     D LG +P + LP         P+L  T+      
Sbjct  285  ERFTTADRVAAGTICAVTGISFAHTGDGLGTEPNSDLPMLE------
PVLTYTVQLLDGT  338

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 +     L + DP L    +    EI L  +G +QLE++ ++LSE++ L+      
Sbjct  339  
DAHTAMKYFKILQEEDPQLNVVWNEEAEEIQLQLMGDIQLEILKSILSERFNLQVGFGTG  398

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S+IY E          H E  P   +A + L + P   GSG+ + S      L+++
+Q  
Sbjct  399  SIIYKETIKNTVEGVGHFE--
PLRHYAEVHLLLRPGKRGSGLTFTSECREDVLDKNWQRL  456

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   ++     G L G  +TD +I    G  +   +   DFR      + Q L+ + 
+ L
Sbjct  457  
ILTHLQEKAHIGVLTGSPITDIEIVLASGKAHPKHTEGGDFRQATYRAVRQGLRSAESLL  516



Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP  +F L  P E   RA  D  +   +    +   + VV TG  PA  +  Y  
++A 
Sbjct  517  
LEPVYNFTLEVPSENAGRAMSDIQRMYGSFAPPENGSEAVVLTGTAPAVTMANYSKEVAQ  576

Query  596  YTNGRSVCLTELKGYQ  611
            YT+GR   +  LKGY+
Sbjct  577  YTHGRGSLVCVLKGYE  592

>WP_106626491.1 elongation factor G [Selenomonas massiliensis]
Length=692

 Score = 271 bits (694),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 320/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V+  +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMNMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D L+EKY+ GE I+ +++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYREKLIEACAEADDDLMEKYLGGEEITEDEIRRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE        
SA  
Sbjct  249  
IACEMTPVTCGTSYRNKGVQPLLDAIVAYMPAPTDIPPIAGVNPDTGEADSRPASDSAPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDSKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D ++       E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDESKPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-
QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
KQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674

>AMP55462.1 elongation factor Tu GTP binding domain protein 
[uncultured bacterium]
Length=169

 Score = 254 bits (650),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 121/156 (78%), Positives = 140/156 (90%), Gaps = 0/156 



(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ  156
            IPT+ FINKIDQ G+DL  V + ++ KLS++II+KQ
Sbjct  121  IPTIFFINKIDQEGIDLPMVYREMKAKLSSEIIVKQ  156

>SCI32144.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=926

 Score = 276 bits (706),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 188/617 (30%), Positives = 307/617 (50%), Gaps = 
27/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTT++E++LY +G + + G V+      DT  LER RGITI 
+  
Sbjct  11   
MKRLVIGILAHVDAGKTTMSEAILYETGKLKKMGRVDNRDAFLDTFALERARGITIFSKQ  70

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+L++S  DGVQ  T  L+  L
++  
Sbjct  71   
AVFPLGDTFVTLLDTPGHVDFSAEMERTLQVLDYAVLIVSGADGVQGHTETLWRLLKRYR  130

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D ++V+ S++++L   I+    VS + EI+    T  E  + 
+  
Sbjct  131  IPVFLFVNKMDQKGTDQEAVLASLKERLDHGIVDFSGVSGNCEIL---
GTSEETAEEIAT  187

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ++ LLE Y+A   +    +    +  +QD  LFP ++GSA K  G++  + ++ G 
F  
Sbjct  188  CDEALLEAYLADGSLKTADV----RNAIQDRKLFPCFFGSALKLTGVREFLTSL-
GEFAS  242

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +      VFK+   + G R  +L++  GTL++RD+++    EK+    +   
SK 
Sbjct  243  CPDY-
TKDFGAKVFKISRDETGVRMTHLKITGGTLKIRDSLSPDSEEKINQIRLYSGSKF  301

Query  301  EIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT----A  355
            E+++   A PG +V +   S  +   V G  +        +  LP+L   +  +      
Sbjct  302  EMLK--EAEPGMVVAVTGISDTKPGQVFGSAS--------
DSVLPLLEPVLTYRILLPFG  351

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L  +  L + DP L    +    EI    +G VQ+E++ + + E++ +E    
E
Sbjct  352  
TDSHTMLRHMRMLEEEDPQLHIVWNEALGEIQAQVMGDVQMEILKSQVQERFGVEIGFGE  411

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             +++Y E   K      H E  P   +A + L + P   GSG+ +E+  S   L++
++Q 
Sbjct  412  GNIVYKETIAKTVEGVGHFE--
PLRHYAEVHLLMEPGEPGSGLVFEADCSEDMLDRNWQR  469

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +     +G+  G  +TD KI    G  +   +   DFR      + Q L E
+G  
Sbjct  470  
LILTHLEEKRFRGILTGSEITDMKITLIAGRAHQKHTEGGDFRQATYRAVRQGLCEAGCV  529

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY +F L  P E L RA  D  +        +      + TG  P   ++ Y+ 
D+ 
Sbjct  530  
LLEPYYAFRLEVPSENLGRAMADLDRMQGEFSAPEQDGSIALLTGTTPVSTMRNYQRDVI  589

Query  595  FYTNGRSVCLTELKGYQ  611
             YT GR      L GY+
Sbjct  590  SYTKGRGRLTLSLSGYE  606

>WP_093042785.1 GTP-binding protein [Ruminococcaceae bacterium 
FB2012]
 SDB45067.1 small GTP-binding protein domain-containing protein 



[Ruminococcaceae 
bacterium FB2012]
Length=852

 Score = 275 bits (703),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 198/621 (32%), Positives = 305/621 (49%), Gaps = 
41/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVD+GKTTL+E++L+ SGAI + G V+      DT  +ER RGITI 
+  
Sbjct  1    
MKKAVIGILAHVDSGKTTLSEAMLFESGAIRKLGRVDHKDAFLDTDPIERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W      ++DTPGH+DF  E   +L+V+D A+LVIS  DGVQ+ T  L+  L
+K +
Sbjct  61   
AVFDWKDISYTLLDTPGHVDFSGETEGTLSVIDAAVLVISGTDGVQSHTETLWRLLKKYS  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IFINK D    D    +++ + KLS   +    +SLS +         E  
+A+  
Sbjct  121  VPTFIFINKTDMPNADKSFALRTAQAKLSPGCV---DMSLSAD---------
ELAEALSV  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ L+E+Y+    IS E +    +  V++  + P  +GSA +  G+  L+D +   
F  
Sbjct  169  TSEGLMEEYLETGTISDESI----KEAVREMEVIPCCFGSALRSKGVTELLDCLN-
RFIT  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE----MRI  296
            I  Q        V+K+   D G R  ++R+  G+L +R  +    RE  ++TE    
+RI
Sbjct  224  IPPQ-REKFAARVYKIA-
DDGGARLTFMRITGGSLSVRTPLTYTDREGNELTEKVSRIRI  281

Query  297  PSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
             S  +   T+TA  GE+  +L      +  VLG             PL  P+L   
+ P 
Sbjct  282  YSGAKYTNTETAVQGEVCAVLGLSGCYVGQVLG------
AGGGSFTPLLEPVLTWCVKPP  335

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L  L  L D DP L    +  T EI  S +G VQLEVV  +LSE++ +



+   
Sbjct  336  
EGTDDHIMLRVLRALEDEDPTLAVGYNEQTREITASLMGEVQLEVVKRILSERFGIDAEF  395

Query  414  KEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             E  + Y E    P++ A H       P   +A + L + PL  GSG+ + +  S   
L 
Sbjct  396  GEGRIAYRETIAAPVEGAGH-----
FEPLRHYAEVHLRLEPLPRGSGLDFTTECSEDVLA  450

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   ++  + +G L G  +TD +I    G  +   +   DFR      + 
Q L+
Sbjct  451  
RNWQRLILTHLKERVHRGVLTGSPITDMRITLTAGKAHIKHTEGGDFRQATYRAVRQGLR  510

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + + LLEPY +F L  P   + RA  D  K   T++      ++ + TG  P   
++ Y
Sbjct  511  
YAESVLLEPYYAFTLEIPAANVGRALTDLDKMGGTVDPPVTDGEKAIITGRAPVSALRFY  570

Query  590  RTDLAFYTNGRSVCLTELKGY  610
             T++A YT G     TE  GY
Sbjct  571  HTEVAAYTKGLGRLYTESDGY  591

>WP_034491140.1 GTP-binding protein [Butyrivibrio fibrisolvens]
Length=911

 Score = 276 bits (706),  Expect = 4e-78, Method: Compositional 
matrix adjust.
 Identities = 191/609 (31%), Positives = 298/609 (49%), Gaps = 
29/609 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTL+E+LLY +GA+   G V+ G    DT  LE++RGITI +     
Sbjct  5    
LNIGILAHVDAGKTTLSEALLYEAGAVRSIGRVDHGDAFLDTFDLEKERGITIFSKQARL  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    K+ ++DTPGH+DF  E  R+L VLD AILVISA DGV A  R L+  L   
N+PT
Sbjct  65   
EAFDRKITLMDTPGHIDFSPETERTLQVLDAAILVISAADGVGAHVRTLWSLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G D+  +   +   L +  ++  T  ++  IV E         ++   



+D
Sbjct  125  FIFVNKMDQPGSDMNEISALLSQSLGSS-VVNMTPGVNDPIVCE---------
SIAVCDD  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL  Y+ G PI    ++    +R+    LFP YYGSA KG G++  ++ +   + 
P   
Sbjct  175  NLLASYLNGTPIKESDIINLISKRL----LFPCYYGSALKGEGVRAFLENLC-
RYAPTPS  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                     V+K+     G R  +L++  G++ +RDT    G E  KI+++R+ S  
+  
Sbjct  230  Y-PDDFGARVYKISRDSDGTRLSFLKITGGSISIRDTF---GEE--
KISQIRLYSGSKYE  283

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  +A  G I  +   S  R  D LG           E   P+L   I         
++ 
Sbjct  284  QVQSAEAGTICAIAGLSGTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKVW  339

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  L + +P+L         +I +  +G+VQ+E++  L+ +++K+     +  
+IY E
Sbjct  340  
QNLLILQEEEPMLSVSRTEENGDIYVRVMGQVQMEIIKRLMMDRFKMSIDFGQGRIIYKE  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P + GSG+ +E+      L +++Q  V   
+ 
Sbjct  400  TIANTVEGVGHFE--
PLRHYAEVHLMLEPSAPGSGLSFEANCPTDILARNWQRLVLTHLE  457

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP   
Sbjct  458  
EKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMANSVLLEPVYR  517

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + L  P E + RA  D  +  AT+ + +++  + V  G IPA C+  Y  D+  YT
+G  
Sbjct  518  
YELIVPSENVGRAMTDLSQRNATVNSPEIENGKTVLRGTIPAACLGNYAEDVRSYTSGEG  577

Query  602  VCLTELKGY  610



                 LKGY
Sbjct  578  SISCVLKGY  586

>WP_108477457.1 elongation factor G [Lactobacillus brevis]
 PUD96705.1 elongation factor G [Lactobacillus brevis]
Length=699

 Score = 271 bits (694),  Expect = 5e-78, Method: Compositional 
matrix adjust.
 Identities = 186/672 (28%), Positives = 317/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQASDFDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G D    V S+ ++L A+ +  Q +++  E   E   D+         
Sbjct  131  PRIVFVNKMDKLGADFDFSVNSIHERLQANALALQ-
MAIGAEDEFEGVVDLVEMKAYVYD  189

Query  173  -----EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
                  +WD                 A+IE+    +D+++EKY+ GE I++++L    
+R
Sbjct  190  
KDDLGSSWDTVEIPADMKEEAEKRHEAMIESVADVDDEIMEKYLEGEEITKDELKAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG-------SA  247
                  LFPV+ GSA K  G+Q LMDAV                 P  ++         
A
Sbjct  250  
ATLKLDLFPVFAGSAFKDKGVQMLMDAVVDYLPSPLDVKPYNANDPDTDEAIQLRADDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+YSGTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYSGTLEAGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369



Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPLHLESMDFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E ++S +G + L+++   +  ++K+E  +  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLISGMGELHLDIIIDRMKREFKVEANIGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+ S       +      +  + +  TP   G G ++E  +  G + + F  
+V  G
Sbjct  487  
AFTKSTSVQGKFVRQSGGKGQYGDVWIEFTPNERGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A+K +G  
+LEP 
Sbjct  547  
LQEAMANGVLAGYPLVDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAVKSAGPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGKVDGMEARGNAQMIHSYVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>WP_067403399.1 GTP-binding protein [Sporosarcina sp. HYO08]
 KXH87391.1 elongation factor G [Sporosarcina sp. HYO08]
Length=647

 Score = 270 bits (691),  Expect = 5e-78, Method: Compositional 
matrix adjust.
 Identities = 182/607 (30%), Positives = 301/607 (50%), Gaps = 
17/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+      D+  +E++RGIT+ A    
F +
Sbjct  5    



IGILAHVDAGKTTFSEQLLYHTKSIRKRGRVDHQDAFLDSHSIEKERGITVFADQAHFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R++ V+D AIL+ISA DGVQ  T  ++H LRK  
+PT I
Sbjct  65   
NNSTYYLIDTPGHVDFSSEMERAIQVMDYAILLISAVDGVQGHTETVWHLLRKHRVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D++ V+Q VR  LS DI      S   E +++E   +  W A  E 
++ L
Sbjct  125  FINKVDREGTDIKGVLQDVRTALSEDIC--DITSSFDEGIMDE--PLVEWLA--
ERDETL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ Y+      +E  ++  ++ +++  +F V  GSA K  G+ P  + +  L        
Sbjct  179  LDTYMES-
GYDKELWLQTFKKMLKEQQVFAVACGSALKDEGVWPFFEKLDFLTNTT-YNS  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            S      V+K+ + D G R  +L+  SG LR+R+ V   G    KIT++R  +  +    
Sbjct  237  SDPFSAKVYKIRHDDNGNRIAFLKALSGKLRVREEVTY-
GDVAEKITQIRRYNGQKFQPV  295

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D    GE+  ++   + ++ D +G    +  ++   + +P L   +    +   + 
+L  
Sbjct  296  DQVEAGELFAVIGLSAAKIGDSIG----
VLNEKSTFELIPTLTAKVVFDPSIHVKEVLQC  351

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              QL   DP L+   +    EI +  +G +QLEV+  ++ +++  +    +P ++Y 
E  
Sbjct  352  
FKQLDAEDPSLQIVWNEQAKEIHVHIMGLIQLEVLEKIVRKRFSFDVTFGKPKILYKETI  411

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              A +   H E  P   +A + L + P    SG+ +ES      L+   QN +   
+   
Sbjct  412  GAAVNGYGHFE--
PLRHYAEVHLKIEPTQRNSGISFESICHANDLSIGHQNVIHTHVFER  469

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  +TD KI    G  ++  +   DFR      L Q L+++ + LLEPY 
+F 
Sbjct  470  



DHHGLLTGSALTDVKITLLTGRAHNEHTAGGDFREATFRALRQGLEKAESILLEPYYNFK  529

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  + + R   D  +   + E  +   D++V  G  P      Y    A YT G
+ V 
Sbjct  530  
IKADLDQIGRVLADIQQAHGSFEPPETIGDQIVVQGSAPVATFMNYGVTFASYTQGKGVL  589

Query  604  LTELKGY  610
              +  GY
Sbjct  590  SLQFGGY  596

>WP_035913850.1 GTP-binding protein, partial [Lechevalieria 
aerocolonigenes]
Length=526

 Score = 267 bits (682),  Expect = 5e-78, Method: Compositional 
matrix adjust.
 Identities = 197/612 (32%), Positives = 288/612 (47%), Gaps = 
92/612 (15%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTAGVIDALGSVDAGNTQTDSLALERQRGITIKSAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFAVGDVVVNLIDTPGHPDFIAEVERVLDVLDGAVLVVSAVEGVQAQTRVLMRTLRRLEI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PTV+F+NK+D+ G D + V + V +KL+ ++ I    +++ + V E    + +  
AV + 
Sbjct  123  
PTVVFVNKMDRRGADGERVAREVAEKLATEVPIYFGSAITGDGVRELVAGVTSSFAVADA  182

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
             +          P+S               ++F V  G A + +    L           
Sbjct  183  PEG---------PLS--------------
GTVFKVERGHAGEKVAFVRL-----------  208

Query  242  GEQGSAALCGSVFKVEYTDCGQRR---
VYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                     G+V   +    G+R      + ++ G    R T A AG             
Sbjct  209  -------



FSGTVRVRDRVKIGEREGKVTSIAVFEGGTAPRRTTARAG-------------  248

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                         +I  L    VR+ D +G      R R      P L T +  +    
R
Sbjct  249  -------------QIAKLGGLDVRIGDTIGAAR---
RHRVHHFAPPTLETVVESQ---NR  289

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L  AL QLA+ DPL+   +D    +I++S  G VQ EV+ A L+ ++ +    
+E   
Sbjct  290  VALHAALQQLAEQDPLINLRLDG--
DDIVVSLYGEVQKEVIEATLALEHGIAVTFRETRT  347

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            + +ERP +     +   +  NP+ A+IG  V P       ++   V LG L  +F  
A  
Sbjct  348  VRVERP-RGVGEAVRF-LGQNPYAATIGFRVEP----
GPEEFRLEVELGSLPLAFFRATE  401

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            D +R  L  G     + DC +   +  Y SPV+   DFR LAPIVL +AL+ +GT   
EP
Sbjct  402  DAVRDTLRAG----
RIHDCTVTMTHSGYSSPVTVAGDFRGLAPIVLREALRRAGTVTCEP  457

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
               F L  P + L+       K      T        V  G +PA  +   +  L   
T 
Sbjct  458  VHRFRLEIPPDALTAVLTALGKVGGVPLTTTA----
TVLEGHVPAARVHELQRRLPSLTR  513

Query  599  GRSVCLTELKGY  610
            G  V  +E   Y
Sbjct  514  GEGVLESEFDHY  525

>CUM79245.1 Tetracycline resistance protein tetM [[Ruminococcus] 
torques]
Length=923

 Score = 276 bits (706),  Expect = 5e-78, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 313/627 (50%), Gaps = 
30/627 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + INIGI+AHVDAGKTTL+ES+LY +GAI + G V+      DT  +ER+RGITI 



+   
Sbjct  17   
RYINIGIVAHVDAGKTTLSESMLYHAGAIRKLGRVDHKDAFLDTDQMERERGITIFSKQA  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    + ++DTPGH+DF AE+ R L VLD A+LV+S  DGVQ  T+ L+  L+
+ +I
Sbjct  77   
VFRWKDRTITLLDTPGHVDFSAEMERVLQVLDCAVLVVSGADGVQGHTQTLWKLLKRYHI  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI---
IIKQTVSLSPEIVLEENTDIEAWDAV  178
            PT +F+NK+DQ G D + +++ +R +   ++   +   T S  P   +  +T   A 
+ V
Sbjct  137  
PTFLFVNKMDQEGTDGEKLLKELRKRFGENVVPFVDIMTESDCPGGKVYLHTKESAVEEV  196

Query  179  IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            +E      D ++E+Y+    IS +K+    Q+ V D  +FP Y+GSA    G++ L
+D  
Sbjct  197  LEELAVCEDDMMEEYLEEGRISLDKV----
QKAVADRQVFPCYFGSALHSQGVEELLD--  250

Query  235  TGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
             GL   I ++   A  G+ V+K+   + G R  YL++  G L+++D V        
KI +
Sbjct  251  -GLDLYIKDKTYPAEFGAKVYKIARDNQGNRLTYLKVTGGRLKVKDVVEGLNE---
KINQ  306

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +RI S  +         G +  +   ++ R    +G  + + LP         P+L   
I
Sbjct  307  IRIYSGEKFEAVQEVEAGRVCAVTGLENTRPGQGIGAEEESDLPVLE------
PVLTYQI  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     ++L  L  L + +P L    +  T EI +  +G VQ+E++  ++ E+
+ + 
Sbjct  361  
LLPDDCDVHKMLLNLKILEEEEPELHIVWEEQTSEIHVQLMGDVQIEILQRMIKERFGVL  420

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E S++Y E          H E  P   +A + L + P   GSG+Q+ +  S   
L+
Sbjct  421  VEFGEGSIVYKETITAPVEGVGHFE--
PLRHYAEVHLRLEPGERGSGMQFAAECSEDILD  478

Query  471  QSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +     +G L G  +TD KI    G  +   +   DFR      + 
Q LK
Sbjct  479  
RNWQRLVLTHLEEKEHKGVLTGSPITDMKITLTSGRAHQKHTEGGDFRQATYRAVRQGLK  538

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEPY  F +  P E + RA  D         T  ++++  V TG  P   
++ Y
Sbjct  539  
KADSILLEPYYEFRMELPSENVGRAMTDIQNMSGKFGTPMIEEEITVLTGSAPVSLMRGY  598

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            + +   YT G       LKGY     Q
Sbjct  599  QKEFTAYTGGCGRMAVSLKGYDICHNQ  625

>OGE25985.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_01_FULL_41_45]
 OGE35370.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_02_FULL_41_14]
 OGE65613.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_01_FULL_40_24]
 OGE67054.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_02_FULL_40_8]
Length=716

 Score = 272 bits (695),  Expect = 5e-78, Method: Compositional 
matrix adjust.
 Identities = 206/684 (30%), Positives = 336/684 (49%), Gaps = 
79/684 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT TD M  E++RGITI  
AA+
Sbjct  15   
RIRNIGIIAHIDAGKTTTTERILFYTGVTYKIGDIDEGTTTTDWMEQEKERGITIVSAAI  74

Query  61   TSFQWH-----------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            T+F W              ++N++DTPGH+DF AEV RSL VLDG ++V+ +  
GVQ+QT
Sbjct  75   TTF-
WTVKPDGGLFKDLDTRINLIDTPGHVDFTAEVERSLRVLDGGVIVLDSASGVQSQT  133

Query  110  RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTV  158
              ++    K  +P V F NK+D  G +    +QS RD+L A+ +            



K  V
Sbjct  134  
ETVWRQANKYKVPLVAFSNKMDVVGANFLGTIQSARDRLGANALPYNLPIGSENDFKGVV  193

Query  159  SLSPE--IVLE--------ENTDI--EAWDAVIEN-----------
NDKLLEKYIAGEPI  195
             L  E  IV E           D+  E  DAV E+           +D+L+EKY+ 
GE I
Sbjct  194  
DLLTEKAIVWEGDETGAKFHEVDMPPEMVDAVKEHREKLVEEIAGTDDQLMEKYLNGENI  253

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------
TGLFQPIGEQGSAA  248
            S E+L +  ++ V ++ + PV  GS+ +  G+Q ++DAV       + + + IGE   
+ 
Sbjct  254  
SVEELKKALRQAVIESKIVPVLAGSSLRNKGVQMMLDAVVEYLPSPSDIKEIIGENPKSG  313

Query  249  ------------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMR  295
                        L    FK++      +  Y+R+YSGTL+    V  +    + ++  
+ 
Sbjct  314  
EQEARKLIPSDPLSALAFKIQVDPHVGKLTYIRIYSGTLKSGSYVYNITKNTRERVGRLL  373

Query  296  IPSKGEIVRTDTAYPGEIV--ILPSDSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIA  351
            +    E    D A+ GEIV  +   +++  N +  +  P  L    +   P P++   
I 
Sbjct  374  LMHANEREEIDEAFSGEIVAAVGLKETITGNTLCDENAPIILESISF---
PEPVISLAIE  430

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PKT + +E+L  AL++L++ DP  R + D  T + I++ +G +QLEV+   +  +
+K+E 
Sbjct  431  
PKTKSDQEKLGLALSRLSEEDPTFRVKTDVDTGQTIIAGMGELQLEVLVDRMKREFKVEA  490

Query  412  VVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
             V EP V Y E   RP K     I  +      +    L + PL  GSG ++ S V  
G 
Sbjct  491  NVGEPQVAYKETITRPAKGEGKYIR-
QTGGRGQYGHCLLKIEPLPRGSGREFVSEVVGGR  549

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + F + +  G+    + G+  G+ VTD K+    G ++   S+   F+    + 
L  A
Sbjct  550  
IPREFISPIEKGVIEKEDTGILAGYPVTDIKVIVYDGSFHDVDSSEMSFKIAGSLGLTDA  609

Query  528  



LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
               +G  LLEP +   +  P+E+L     D     A I + +++ +  V    +P   
+ 
Sbjct  610  
ANNAGLVLLEPIMKVEVTTPEEFLGDIIADLSSKRAQISSTEMRGNARVVVALVPLAEMG  669

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y T +   + GR+    E   Y+
Sbjct  670  GYATAIRSMSQGRATYYMEADHYE  693

>WP_076153330.1 GTP-binding protein [Paenibacillus glucanolyticus]
 OMF66170.1 elongation factor G [Paenibacillus glucanolyticus]
Length=651

 Score = 270 bits (691),  Expect = 5e-78, Method: Compositional 
matrix adjust.
 Identities = 190/635 (30%), Positives = 309/635 (49%), Gaps = 
41/635 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I E G V+  +   D+  +E++RGIT+ A   
+ Q+
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYMTDTIQERGRVDHQSAFLDSHDIEKERGITVFADQATMQF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI+VISA +GV+  T  ++H LRK  
+PT  
Sbjct  65   
NGSTYYLIDTPGHVDFSPEMERAIGVMDAAIVVISAVEGVEGHTETVWHLLRKHGVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENNDK  184
            FINKID+ G D+  V++ +R +L+ D  +     ++ E VL E     +  +A+ E 
++K
Sbjct  125  FINKIDRVGADVPRVLEEIRHELTEDACM-----
ITEEDVLHEGVMQSSLIEAIAERDEK  179

Query  185  LLEKYIA-GEPISR-----
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            LLE Y+  G  +S+       ++RE Q       LFP + GSA + +G+   +  +  
L 
Sbjct  180  LLELYMEQGYEVSQWLDTMTAMIREGQ-------
LFPCFSGSALQNMGVTHFLHQLD-LL  231

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMR  295
                    A   G V+K+ + + G R  Y++   GTL++RD +  ++G E +  K
+T +R
Sbjct  232  
TVTDYDPGADFAGRVYKIRHDEQGTRLTYIKAMGGTLQVRDEIVYVSGAEMIREKVTFIR  291



Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------TT  349
            + + G ++ TD  + G++ ++   S                R   + +P L+      
++
Sbjct  292  LINGGRVMNTDRVHAGDLFLVTGISAAAAGDG---
LGALSGRTAYELVPTLKSKVLFESS  348

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PK   +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E
++  
Sbjct  349  IHPKDMLRGFRLLDA------
EDPSLSVQWDEPAQAIHIHVMGIIQLEVLERIVFERFGY  402

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 EP ++Y E   +      H E  P   +A + L + P    SG+ + +      
L
Sbjct  403  RISFGEPEILYKETITEDVVGCGHFE--
PLKHYAEVHLRLEPGERNSGIVFANACHPDVL  460

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
              ++Q+ V   +      GL  G  VTD KI    G  ++  +   DFR      L 
Q L
Sbjct  461  
PVNYQHLVAQHVGERDHHGLLTGSPVTDIKITLLKGRAHNKHTHGGDFREATYRALRQGL  520

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++  +LLEPY  F      E++ R   D  +  A  E  +   D+V  TG  P   
+  
Sbjct  521  
EKASNRLLEPYYHFKAKVAAEHIGRLMSDLTQAKANFEPPETSGDKVTVTGSAPVSTMMN  580

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            Y  +LA YT GR        GY     +  +  R+
Sbjct  581  YSMELAAYTKGRGAISLVYGGYDRCHNEADVIARK  615

>WP_034489465.1 GTP-binding protein [Butyrivibrio fibrisolvens]
Length=911

 Score = 276 bits (705),  Expect = 5e-78, Method: Compositional 
matrix adjust.
 Identities = 191/609 (31%), Positives = 298/609 (49%), Gaps = 
29/609 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTL+E+LLY +GA+   G V+ G    DT  LE++RGITI +     
Sbjct  5    
LNIGILAHVDAGKTTLSEALLYEAGAVRSIGRVDHGDAFLDTFDLEKERGITIFSKQARL  64



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    K+ ++DTPGH+DF  E  R+L VLD AILVISA DGV A  R L+  L   
N+PT
Sbjct  65   
EAFDRKITLMDTPGHIDFSPETERTLQVLDAAILVISAADGVGAHVRTLWSLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G D+  +   +   L +  ++  T  ++  IV E         ++   
+D
Sbjct  125  FIFVNKMDQPGSDMDEISALLSQSLGSS-VVNMTPGVNDPIVCE---------
SIAVCDD  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL  Y+ G PI    ++    +R+    LFP YYGSA KG G++  ++ +   + 
P   
Sbjct  175  NLLGSYLNGTPIKESDIINLISKRL----LFPCYYGSALKGEGVRAFLENLC-
RYSPTPS  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                     V+K+     G R  +L++  G++ +RDT    G E  KI+++R+ S  
+  
Sbjct  230  Y-PDDFGARVYKISRDSDGTRLSFLKITGGSISIRDTF---GEE--
KISQIRLYSGSKYE  283

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  +A  G I  +   S  R  D LG           E   P+L   I         
++ 
Sbjct  284  QVQSAEAGTICAIAGLSGTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKVW  339

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  L + +P+L         +I +  +G+VQ+E++  L+ +++K+     +  
+IY E
Sbjct  340  
QNLLILQEEEPMLSVSRTEENGDIYVRVMGQVQMEIIKRLMMDRFKMSIDFGQGRIIYKE  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P + GSG+ +E+      L +++Q  V   
+ 
Sbjct  400  TIANTVEGVGHFE--
PLRHYAEVHLMLEPSAPGSGLSFEANCPTDILARNWQRLVLTHLE  457

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP   



Sbjct  458  
EKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMANSVLLEPVYK  517

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + L  P E + RA  D  +  AT+ + +++  + V  G IPA C+  Y  D+  YT
+G  
Sbjct  518  
YELIVPSENVGRAMTDLSQRNATVNSPEIENGKTVLRGTIPAACLGNYAEDVRSYTSGEG  577

Query  602  VCLTELKGY  610
                 LKGY
Sbjct  578  SISCVLKGY  586

>WP_106459859.1 elongation factor G [Anaerococcus sp. Marseille-
P3915]
Length=690

 Score = 271 bits (693),  Expect = 6e-78, Method: Compositional 
matrix adjust.
 Identities = 199/662 (30%), Positives = 310/662 (47%), Gaps = 
71/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTCTERILYYTGKIYKIGDTHDGTAVMDSMEQEKERGITIGSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLD A+ +  AK GV+ Q+  ++    K 
NIP +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDSAVALFDAKSGVEPQSETVWRQADKYNIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
             FINK+D  G D    V +++DKL A                   D++  Q V+ S    
Sbjct  132  
CFINKMDATGADFFMAVDTIKDKLKANAVPLEIPIGSEQSFEGAVDLVTMQAVTYSSEDL  191

Query  162  ------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   EI  E     E +     + + E +D ++ KY+ GE ++ +++    ++    
Sbjct  192  
GAHPKYSEIPAELKDQAEEYRNNLLEELSEVDDTIMMKYLEGEEVTEDEIKSAIRKATIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQGSA  247
              +FP   GSA K  G+QPL+DA+                            P  +
+ +A



Sbjct  252  
QKIFPCLLGSAYKNKGVQPLLDAIIDYMPSPVDVPSIEGVDPKDPEKVLERHPGDDEPTA  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
            AL    FKV       + +Y+R+YSGT+     +  A  G RE++ +I +M    + 
EI 
Sbjct  312  ALA---
FKVVTDPYVGKLIYVRIYSGTIESGSYIYNATKGKRERVGRIMQMHSNKQEEI-  367

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              +  Y G+IV +L        D L D          E P P++   I PKT A +
++++
Sbjct  368  --
EKGYAGDIVALLGLKDTTTGDSLCDQDNQIILEQMEFPDPVISVAIEPKTRASQDKMI  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +LA+ DP  + + D  T + I+S +G + LE++   L  ++K+E  +  P V 
Y E
Sbjct  426  
IGLQKLAEEDPTFQTKSDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVAYRE  485

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +   +  +  + L V P   GSG+ +ES++  G + + +   
V +G
Sbjct  486  
SITKEAEAQGKFVRQSGGSGQYGDVMLRVEPGEEGSGITFESKIVGGAVPKEYIRPVEEG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G L G+ + D  +    G Y+   S+   F     I  + A++++G  
LLEP 
Sbjct  546  
VREAAAAGVLGGYPMVDVHVTLFDGSYHEVDSSEVAFHVAGSIGFKNAVQKAGPVLLEPI  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +  P EYL     D       I+    K    V    IP   +  Y TDL   
T G
Sbjct  606  
EKVEITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHVLDAFIPLSEMFGYATDLRSKTQG  665

Query  600  RS  601
            R+
Sbjct  666  RA  667

>WP_009729158.1 elongation factor G [Selenomonas sp. F0473]
 EKU70515.1 elongation factor G [Selenomonas sp. F0473]
Length=692



 Score = 271 bits (693),  Expect = 6e-78, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 320/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V+  +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMDMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D+L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKVTDEVEIPAEYKEQAEEYREKLLEACAEADDELMEKYLGGEEVTEEEIRRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAAL  249
             +  + PV  G++ +  G+QPL+DA             + G+    GE        
SA  
Sbjct  249  
INCEMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDEAHPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDPETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K+    +  +   +  +    L + P   G+G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKSEGKFVR-
QSGGHGQYGHCWLELFPQEAGAGFTFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
RQAMESGVVAGYPMVDIKVVVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEDYMGDVIGDLNARRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674

>WP_074758725.1 GTP-binding protein [Butyrivibrio fibrisolvens]
 SES38969.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 
fibrisolvens]
Length=913

 Score = 276 bits (705),  Expect = 6e-78, Method: Compositional 
matrix adjust.
 Identities = 191/609 (31%), Positives = 299/609 (49%), Gaps = 
29/609 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTL+E+LLY +GA+   G V+ G    DT  LE++RGITI +     
Sbjct  5    
LNIGILAHVDAGKTTLSEALLYEAGAVRSIGRVDHGDAFLDTFDLEKERGITIFSKQARL  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    K+ ++DTPGH+DF  E  R+L VLD AILVISA DGV A  R L+  L   
N+PT
Sbjct  65   



ETFDRKITLMDTPGHIDFSPETERTLQVLDAAILVISAADGVGAHVRTLWSLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G D   +   +   L + +     V+++P I      D    +++   
+D
Sbjct  125  FIFVNKMDQPGSDTDEISALLSQSLGSSV-----VNMTPGI-----
NDPMVCESIAVCDD  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL+ Y+ G PI    ++    +R+    LFP YYGSA KG G++  ++ +   + 
P   
Sbjct  175  NLLDSYLNGTPIKESDIINLISKRL----LFPCYYGSALKGEGVRAFLENLC-
RYAPTPS  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                     V+K+     G R  +L++  G++ +RDT    G E  KI+++R+ S  
+  
Sbjct  230  Y-PDDFGARVYKISRDSDGTRLSFLKITGGSISIRDTF---GEE--
KISQIRLYSGSKYE  283

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  +A  G I  +   S  R  D LG           E   P+L   I         
++ 
Sbjct  284  QVQSAEAGTICAIAGLSGTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKVW  339

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  L + +P+L         +I +  +G+VQ+E++  L+ +++K+     +  
+IY E
Sbjct  340  
QNLLILQEEEPMLSVSRTEENGDIYVRVMGQVQMEIIKRLMMDRFKMSIDFGQGRIIYKE  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P + GSG+ +E+      L +++Q  V   
+ 
Sbjct  400  TIANTVEGVGHFE--
PLRHYAEVHLMLEPSAPGSGLSFEANCPTDILARNWQRLVLTHLD  457

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP   
Sbjct  458  
EKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMANSVLLEPVYR  517

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + L  P E + RA  D  +  AT+ + +++  + V  G IPA C+  Y  D+  YT



+G  
Sbjct  518  
YELIVPSENVGRAMTDLSQRNATVNSPEIENGKTVLRGTIPAACLGNYAEDVRSYTSGEG  577

Query  602  VCLTELKGY  610
                 LKGY
Sbjct  578  SISCVLKGY  586

>WP_079413367.1 elongation factor G [[Clostridium] 
thermoalcaliphilum]
 OPJ54898.1 elongation factor G [[Clostridium] thermoalcaliphilum]
Length=688

 Score = 271 bits (693),  Expect = 6e-78, Method: Compositional 
matrix adjust.
 Identities = 190/657 (29%), Positives = 313/657 (48%), Gaps = 
64/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVSHKIGETHEGGATMDWMEQEKERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WNNNRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSENVWRQADKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV---LE  167
             F+NK+D  G D  +VVQ ++D+L A+ +              I   + ++  +    
L 
Sbjct  132  
AFVNKMDILGADFYNVVQMMKDRLGANAVPVQLPIGKEETFEGIIDLIEMNARMYRDDLG  191

Query  168  ENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +N +I           + W     +A  E +++L+ +Y+ GE +++E++    ++ 
V   
Sbjct  192  
QNIEIVDIPEDMMDLAQEWREKLVEAAAETDEELMMRYLDGEELTKEEIKAAIRKAVIAC  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQGSAALCGS------  252
             + PV+ GSA K  G+Q ++D             A+ G+  P GE+     C        
Sbjct  252  EMNPVFCGSAYKNKGVQLMLDGVVDYMPAPTDIPAIKGIL-
PNGEEAERHSCDEEPFSAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V  A + K     +I +M   S+ EI      
Sbjct  311  
AFKIMADPFVGKLAFFRVYSGVLNSGSYVLNATKNKKERIGRILQMHANSREEI---GEV  367

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L DP         E P P++   I PK+ A +E++  
AL +
Sbjct  368  
YAGDIAAAVGLKDTTTGDTLCDPAHPIILESMEFPEPVISVAIEPKSKAAQEKMGIALQR  427

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V  P V Y E   
KA
Sbjct  428  
LAEEDPTFRVRTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETITKA  487

Query  428  AS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                H    +      +  + + V P   G+G ++ ++V  G + + +   V  GI
+  +
Sbjct  488  
VDVEHKYSKQSGGRGQYGHVKIRVMPQEPGAGYEFVNKVVGGAIPKEYIGPVDAGIQGAM  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G+  G+ V D K+    G Y+   S+   F+  A +  + A+K++   LLEPY    
+
Sbjct  548  
EAGIVAGYPVVDVKVELYDGSYHEVDSSEMAFKVAASMAFKDAMKKADACLLEPYFKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P++Y+     D       IE  + +    V    +P   +  Y T L   + GR
+
Sbjct  608  
VTPEDYMGDVMGDLNSRRGRIEGMEARMGAQVIRAFVPLSEMFGYATTLRSMSQGRA  664

>WP_063477964.1 GTP-binding protein [Paenibacillus glucanolyticus]
 KZS45764.1 elongation factor G [Paenibacillus glucanolyticus]
Length=651

 Score = 270 bits (690),  Expect = 6e-78, Method: Compositional 
matrix adjust.
 Identities = 189/622 (30%), Positives = 305/622 (49%), Gaps = 
41/622 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I E G V+  +   D+  +E++RGIT+ A   
+ Q+



Sbjct  5    
IGMFAHVDAGKTTLAEQLLYMTDTIQERGRVDHQSAFLDSHDIEKERGITVFADQATMQF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI+VISA +GV+  T  ++H LRK  
+PT  
Sbjct  65   
NGSTYYLIDTPGHVDFSPEMERAIGVMDAAIVVISAVEGVEGHTETVWHLLRKHGVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENNDK  184
            FINKID+ G D+  V++ +R +L+ D  +     ++ E VL E     +  +A+ E 
++K
Sbjct  125  FINKIDRVGADVPRVLEEIRHELTEDACM-----
ITEEDVLHEGVMQSSLIEAIAERDEK  179

Query  185  LLEKYIA-GEPISR-----
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            LLE Y+  G  +S+       ++RE Q       LFP + GSA + +G+   +  +  
L 
Sbjct  180  LLELYMEQGYEVSQWLDTMTAMIREGQ-------
LFPCFSGSALQNMGVTHFLHQLD-LL  231

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMR  295
                    A   G V+K+ + + G R  Y++   GTL++RD +  ++G E +  K
+T +R
Sbjct  232  
TVTDYDPGADFAGRVYKIRHDEQGTRLTYIKAMGGTLQVRDEIVYVSGAEMIREKVTFIR  291

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------TT  349
            + + G +  TD  + G++ ++   S                R   + +P L+      
++
Sbjct  292  LINGGRVTNTDRVHAGDLFVVTGISAAAAGDG---
LGALSGRTAYELVPTLKSKVLFESS  348

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PK   +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E
++  
Sbjct  349  IHPKDMLRGFRLLDA------
EDPSLSVQWDEPAQAIHIHVMGIIQLEVLERIVFERFGY  402

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 EP ++Y E   +      H E  P   +A + L + P    SG+ + +      
L
Sbjct  403  RISFGEPEILYKETITEDVVGCGHFE--
PLKHYAEVHLRLEPGERNSGIVFANACHPDVL  460

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528



              ++Q+ V   +      GL  G  VTD KI    G  ++  +   DFR      L 
Q L
Sbjct  461  
PVNYQHLVAQHVGERDHHGLLTGSPVTDIKITLLKGRAHNKHTHGGDFREATYRALRQGL  520

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++  +LLEPY  F +    E++ R   D  +  A  E  +   D+V  TG  P   
+  
Sbjct  521  
EKASNRLLEPYYHFKVKVDVEHIGRLMSDLTQAKANFEPPETSGDKVTVTGSAPVSTMMN  580

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y  +LA YT GR        GY
Sbjct  581  YSMELAAYTKGRGAISLVYGGY  602

>OLA04425.1 translation elongation factor G [Clostridiales bacterium 
42_27]
Length=923

 Score = 276 bits (705),  Expect = 6e-78, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 313/627 (50%), Gaps = 
30/627 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + INIGI+AHVDAGKTTL+ES+LY +GAI + G V+      DT  +ER+RGITI 
+   
Sbjct  17   
RYINIGIVAHVDAGKTTLSESMLYHAGAIRKLGRVDHKDAFLDTDQMERERGITIFSKQA  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    + ++DTPGH+DF AE+ R L VLD A+LV+S  DGVQ  T+ L+  L+
+ +I
Sbjct  77   
VFRWKDRTITLLDTPGHVDFSAEMERVLQVLDCAVLVVSGADGVQGHTQTLWKLLKRYHI  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI---
IIKQTVSLSPEIVLEENTDIEAWDAV  178
            PT +F+NK+DQ G D + +++ +R +   ++   +   T S  P   +  +T   A 
+ V
Sbjct  137  
PTFLFVNKMDQEGTDGEKLLKELRKRFGENVVPFVDIMTESDCPGGKVYLHTKEGAVEEV  196

Query  179  IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            +E      D ++E+Y+    IS +K+    Q+ V D  +FP Y+GSA    G++ L
+D  
Sbjct  197  LEELAVCEDDMMEEYLEEGRISLDKV----
QKAVADRQVFPCYFGSALHSQGVEELLD--  250



Query  235  TGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
             GL   I ++   A  G+ V+K+   + G R  YL++  G L+++D V        
KI +
Sbjct  251  -GLDLYIKDKTYPAEFGAKVYKIARDNQGNRLTYLKVTGGRLKVKDVVEGLNE---
KINQ  306

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +RI S  +         G +  +   ++ R    +G  + + LP         P+L   
I
Sbjct  307  IRIYSGEKFEAVQEVEAGRVCAVTGLENTRPGQGIGAEEESDLPVLE------
PVLTYQI  360

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     ++L  L  L + +P L    +  T EI +  +G VQ+E++  ++ E+
+ + 
Sbjct  361  
LLPDDCDVHKMLLNLKILEEEEPELHIVWEEQTSEIHVQLMGDVQIEILQRMIKERFGVL  420

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E S++Y E          H E  P   +A + L + P   GSG+Q+ +  S   
L+
Sbjct  421  VEFGEGSIVYKETITAPVEGVGHFE--
PLRHYAEVHLRLEPGERGSGMQFAAECSEDILD  478

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +     +G L G  +TD KI    G  +   +   DFR      + 
Q LK
Sbjct  479  
RNWQRLVLTHLEEKEHKGVLTGSPITDMKITLTSGRAHQKHTEGGDFRQATYRAVRQGLK  538

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEPY  F +  P E + RA  D         T  ++++  V TG  P   
++ Y
Sbjct  539  
KADSILLEPYYEFRMELPSENVGRAMTDIQNMSGKFGTPMIEEEITVLTGSAPVSLMRGY  598

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            + +   YT G       LKGY     Q
Sbjct  599  QKEFTAYTGGCGRMAVSLKGYDICHNQ  625

>EJX57124.1 elongation factor G, partial [Enterococcus faecium R497]
 EJX61517.1 elongation factor G, partial [Enterococcus faecium 
P1190]
 EJX70252.1 elongation factor G, partial [Enterococcus faecium 
P1137]
 EJX75513.1 elongation factor G, partial [Enterococcus faecium 
P1139]



 EJX80998.1 elongation factor G, partial [Enterococcus faecium 
P1123]
 EJY18043.1 elongation factor G, partial [Enterococcus faecium C497]
 EJY18979.1 elongation factor G, partial [Enterococcus faecium 
C1904]
 EJY44782.1 elongation factor G, partial [Enterococcus faecium 506]
Length=147

 Score = 253 bits (647),  Expect = 6e-78, Method: Compositional 
matrix adjust.
 Identities = 113/146 (77%), Positives = 129/146 (88%), Gaps = 0/146 
(0%)

Query  493  
NVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS  552
            NVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLS
Sbjct  1    
NVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLS  60

Query  553  
RAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
            RAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVCLTELKGY  
Sbjct  61   
RAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHV  120

Query  613  AVGQPVIQPRRPNSRLDKVRHMFQKV  638
              G+PV QPRRPNSR+DKVR+MF K+
Sbjct  121  TTGEPVCQPRRPNSRIDKVRYMFNKI  146

>OGG07316.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RIFCSPHIGHO2_01_FULL_42_12]
Length=703

 Score = 271 bits (693),  Expect = 6e-78, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 327/670 (49%), Gaps = 
62/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G +++G T+ D M  ER+RGITI 
+A T
Sbjct  14   
KVRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGNTQMDWMSQERERGITIVSAAT  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ ++ A++ VQ+QT  ++    
K  +
Sbjct  74   



TTFWKEFRINIIDTPGHVDFTAEVERSLRVLDGAVTILDAEETVQSQTETVWRQADKYKV  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P +IF+NKID+ G +    V++V+D+L                     D++ ++ +    
Sbjct  134  
PRIIFVNKIDKLGANFYKTVEAVKDRLGVKPAIMVLPIGVENTFKGVYDLLNEEAIIWGG  193

Query  159  -------SLSPEIVLEENT-DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                    +  EI  E +T D++ +     +++ E +D+L+EK++ GE    E+L    
+
Sbjct  194  
DELGAKFEIKKEIPSELSTEDVKKYRDLLIESISETDDRLMEKFLNGEVPGVEELKAALR  253

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVT---------GLFQPIG----------
EQGS  246
              V    L P+Y G++ +  G+QPL+DAV          G+ + +            
+  
Sbjct  254  
AAVISYKLVPMYTGTSLRNKGVQPLLDAVVDYLPSPLDRGVVKGVNPKTNEEVERKSENE  313

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
                G  FK++      +  Y+R+YSGTL+    +  A +  + +I+ + +    +    
Sbjct  314  
EPFSGLAFKIQLDPHVGKLYYVRVYSGTLKAGSYIYNASKVNQERISRLLLMHANQREEI  373

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY GEIV ++    VR  D L D            P P++   I PKT + 
+ERL  A
Sbjct  374  
DEAYAGEIVAVVGLKDVRTGDTLCDQNNPILLEGITFPEPVISLAIEPKTKSDQERLSYA  433

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L ++ + DP ++ + +  T + I+S +G +QLEV    + E+  ++T V  P V Y 
E  
Sbjct  434  
LQRVMEEDPTIKVKSNQETGQTIISGVGELQLEVWVRRMKEEMNVDTNVGAPQVAYKETI  493

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P +     I        +  ++ + V P + G G ++ +++  G +   +  +V  
G 
Sbjct  494  KKPAEGEGKYIRQTGGRGQYGHAV-
IKVEPKNRGEGWEFINQIKGGTVPAEYIPSVEKGS  552

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G L G+ +TD KI F  G Y+   S+   F+    + L+ A+K++   
LLEP +
Sbjct  553  



HEACNNGVLAGYPLTDIKITFFDGSYHDVDSSDVAFQIAGSMALQDAVKKADLVLLEPVM  612

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P E++     D     A I     + +  +    +P   +  Y T L   
+ GR
Sbjct  613  
KVEVTTPDEFMGDIIGDLSSKRAQILGTSQRGNATIIVALVPLAELSGYATKLRSMSQGR  672

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  673  ASYYMEPSHY  682

>WP_055109419.1 GTP-binding protein [Paenibacillus ihumii]
Length=651

 Score = 270 bits (690),  Expect = 7e-78, Method: Compositional 
matrix adjust.
 Identities = 179/612 (29%), Positives = 302/612 (49%), Gaps = 
22/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+      D+  +ERQRGIT+      
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYYTKSIKQRGRVDHKDAFLDSHQIERQRGITVFTDQGMFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF  E+ R +  +D A+++ISA +G++ QT I++  LRK  
+P   
Sbjct  65   
RGSHYYLIDTPGHADFSPEMERGIQAMDYAVIIISAVEGIEGQTEIVWELLRKHGVPCFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+Q VV+ +R   + D+       ++  +  +   + E  + + E 
++ L
Sbjct  125  FINKIDRVGADVQQVVRDIRSTFAVDV-----
CDITEALAEDGEMNEELAEFLAERDEAL  179

Query  186  LEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LE+Y+ AG    RE  +   QR ++D ++FP   GSA +G GI+  +  +  L   
+ + 
Sbjct  180  LEQYMDAG--YDREAWLAAMQRLIRDNTIFPYACGSALQGTGIESFLQKLDQL--
TVTDY  235

Query  245  GSAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKLKITEMRIPSKG  300
             S     G V+++ + + G R  +++  SGTL++RD +   A   R   K+T++R+ 
+  



Sbjct  236  
SSEGPFAGRVYRIRHDEQGTRITFVKALSGTLKVRDILHYGAAENRISEKVTQIRVYNGR  295

Query  301  EIVRTDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E    +    GE+  +   S+  + D LG+ T         + +P L++ +  + A  
++
Sbjct  296  EFKAVERVEAGELFAVTGLSMAAVGDGLGELTEGAVY----
EMVPTLKSKVILEPAVNKK  351

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L     L   DP L    +    EI +  +GR+QLEV+  L+ E++ +     
+P ++
Sbjct  352  
EALQYFKILNAEDPSLNVIWEESLQEIHIHVMGRIQLEVLEQLVKERFDINVSFDKPEIL  411

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + L + P    SG+++E+      L+   QN 
VR 
Sbjct  412  YKETIGTETVGYGHFE--
PLKHYAEVHLRLQPAERNSGIRFENACHADDLSVGNQNLVRH  469

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      GL  G  +TD  +    G  ++  ++  DFR      L Q L+++   
LLEP
Sbjct  470  
HLYEREHHGLLTGSPLTDVVVTLLTGRAHNKHTSGGDFREATYRALRQGLEKAKNLLLEP  529

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +    + L R   D  +   T +  + + D+ + TG +P      Y ++LA 
+T 
Sbjct  530  
YYQFKIKVELDQLGRVISDVQQAHGTCDAPRTEGDKAILTGTVPVATFMDYGSELASFTQ  589

Query  599  GRSVCLTELKGY  610
            GR        GY
Sbjct  590  GRGTLSLAFAGY  601

>WP_084113261.1 GTP-binding protein [Clostridium acidisoli]
 SMC16218.1 small GTP-binding protein domain-containing protein 
[Clostridium 
acidisoli DSM 12555]
Length=650

 Score = 270 bits (690),  Expect = 7e-78, Method: Compositional 
matrix adjust.
 Identities = 173/612 (28%), Positives = 300/612 (49%), Gaps = 
23/612 (4%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D+  +E++RGIT+ +    
F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDSHDIEKERGITVFSDQAVFHY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ RS+ V+D AIL+IS  +G+Q QT +++  LRK  
+P   
Sbjct  65   
NDSTYYLIDTPGHVDFSSEMERSIKVMDYAILIISGVEGIQGQTELVWELLRKYKVPIFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G ++++VV+ ++   + D      V    +   +E  D+E  + + E 
+D L
Sbjct  125  FINKTDRVGANIEAVVEEIKSNFTRD------
VCFITDSFKDEEMDLELTEFIAEKDDML  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL---
MDAVTGLFQPIG  242
             +KY+  E   ++  +   ++ + +  +FP   GSA + +GI+     +D +T      
G
Sbjct  179  FQKYLE-
EGYEKDVWLYNMKKMIIENKIFPCLSGSALQDVGIENFLEKLDMLTTTNYYAG  237

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSK  299
            E+      G V+K+ + D G R  Y++  +GTL+++D + +   E     KI +
+RI + 
Sbjct  238  EE----
FSGIVYKIRHDDGGNRLTYIKALTGTLKVKDEIHIGNEENNVYEKINQIRIYNG  293

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +    D    GEI    + S   N ++GD     +++   + + +L++ +    + 
+ +
Sbjct  294  DKFKNVDGISAGEIF---
AASGLKNALIGDGVGSLKQKTYNNMVTLLKSKVIFDDSLKVQ  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    EI ++ +G VQLEV+  L+ +++ L        
+ 
Sbjct  351  
DVLKYFKILELEDPALNVTWEEENQEIQINVMGTVQLEVLKQLVEDRFNLRINFGPCEIA  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L+  +   H E  P   +A + L + P    SG+ ++S      L    QN 
V+ 
Sbjct  411  YKETILQGTAGYGHFE--



PLRHYAEVHLKLEPGERDSGIVFKSLCHSDNLTIGNQNLVKT  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+ +   
LLEP
Sbjct  469  
HIYEKEHHGILTGSPITDLKITLLTGRDHNKHTSGGDFREATLRALRQGLESTENALLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y +F + A  +Y+ R   D  K     E  Q   ++V+ TG+ P      Y  +   
+T 
Sbjct  529  
YYNFKMEADLDYMGRILSDIQKLNGFFEPMQTINNKVIITGKGPVATFMDYSKEFTAFTK  588

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  589  GKGKLSFSFSGY  600

>WP_015009809.1 GTP-binding protein [Amphibacillus xylanus]
 BAM47204.1 putative tetracycline resistant protein [Amphibacillus 
xylanus 
NBRC 15112]
Length=654

 Score = 270 bits (690),  Expect = 7e-78, Method: Compositional 
matrix adjust.
 Identities = 175/610 (29%), Positives = 299/610 (49%), Gaps = 
19/610 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I E G V+      D   +ER+RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSIKERGRVDHQNAFLDNHEIERERGITVFSDQARFKF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ VLD AI++ISA +G++  T  ++  L+K 
NIPT  
Sbjct  65   
GNSVYYLIDTPGHIDFSPEMERAIQVLDYAIILISAIEGIEGHTETVWKLLKKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D++ V+  ++   + D        ++     EE T+    + + E 
++ L
Sbjct  125  FINKTDRQGADIERVLSDIKSHFTTD-----ACDITSSFQQEEMTE-
SLIEFLAERDETL  178

Query  186  



LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+      ++  +   +  + +  +FPV  GSA + +GI+        L +      
Sbjct  179  LETYL-NNGYDKQLWLDSFKNMINENKVFPVGSGSALQDIGIKEFFTKFDQLTET-
NYDN  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
             A   G V+K+ Y     R  Y+++ SG+LR+RD +       L   KIT+MRI      
Sbjct  237  
HAPFSGYVYKIRYDQNNTRITYIKILSGSLRVRDQLNFGDSNHLIQEKITQMRIYHGETF  296

Query  303  VRTDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             + D A  G+IV L   S  ++ D +G+     ++    + +P+L++ +   ++   
+ +
Sbjct  297  EQIDEAEAGQIVALIGLSTPKIGDCVGE----
LKQTSTFEMVPILKSKVNFDSSIPTKDM  352

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L+   +    +I +  +G++QLEV+  ++ E++  +   ++P 
+IY 
Sbjct  353  
LACFRILEAEDPSLQVVWEEKFQQINIHVMGKIQLEVLEKIVEERFNYQISFEKPEIIYQ  412

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E      +   H E  P   +A + L + P   GSG+ +E+      L+   QN 
+R  I
Sbjct  413  ETINTTVTGYGHFE--
PWKHYAEVHLKIEPAKRGSGITFENLCHPNDLSIGNQNLIRKHI  470

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G  +TD KI    G  ++  +   DFR      L Q L+++   
LLEPY 
Sbjct  471  
FERHHHGILTGSTLTDVKISLLTGRAHNQHTKGGDFREATFRALRQGLEQAENVLLEPYY  530

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    + + R   D  +   T   A+   D+ + TG +P      Y+     
YT+G+
Sbjct  531  
DFTIKVDLDKIGRVMADIQQAHGTFSPAETVGDKAILTGSVPVATFIDYQQIFMSYTHGK  590

Query  601  SVCLTELKGY  610
             + + +  GY
Sbjct  591  GILILKYGGY  600

>WP_057815988.1 GTP-binding protein [Lactobacillus futsaii]
 KRK90542.1 translation elongation factor (GTPase) [Lactobacillus 
futsaii 



JCM 17355]
Length=650

 Score = 270 bits (690),  Expect = 7e-78, Method: Compositional 
matrix adjust.
 Identities = 200/643 (31%), Positives = 316/643 (49%), Gaps = 
66/643 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+KG    D   LE++RGITI 
+  
Sbjct  1    
MKQIVTGIVAHVDAGKTTLSEALLYQTGALRKLGRVDKGNAFLDPDALEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+   K+ ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  TR L+H L    
Sbjct  61   
ANLQYQDLKLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTRTLWHLLEHYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEA  174
            +P  IF+NK+D  GVD Q V+  ++  L+   +       ++ VS+  + VLE+  
D   
Sbjct  121  
VPIFIFVNKMDAVGVDRQKVLADLQKNLANGCVDFESDNFQEDVSMVDDDVLEQFLD---  177

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
                   N +L++  I              QR ++   +FPV++GSA K  GI+  
+  +
Sbjct  178  -------NGELVDSTI--------------
QRLIKHRQVFPVFFGSALKMEGIEEFLQGI  216

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
                    E         VFK+ + D  +R  ++++  G L  +  +        K  
++
Sbjct  217  QRF--STKEDYPTEFGAKVFKISHDD-NERLTWVKVTGGVLENKAVL----
YHDQKANQL  269

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV---LGDPTRLPRKRWREDPL--
PMLRTT  349
            RI    +         GE+  +      L D    LG    L ++   E P   P
+L   
Sbjct  270  RIYDGSKFALNQNLSAGEVCAITG----LTDTYPGLG----
LGKQADSEKPTIQPVLNFA  321

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PK      + L+AL QL D DP L  +  S   EI +  +G+VQLE++  LL +
++ L
Sbjct  322  LDPK-



KNDIHQCLEALRQLEDEDPQLHVQWLSHLQEIRIQVMGQVQLEIIQQLLLDRFSL  380

Query  410  ETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +    E +++Y E   +P++A  H       P   ++ + L + P  +GSG+Q+ S  
SL
Sbjct  381  DVNFGEGNILYKETITKPIEAVGH-----
FEPLRHYSEVHLLLEPGPVGSGLQFASNCSL  435

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L  ++Q+ V   ++     G L G  +TD KI    G   +  S   DF+      
+ 
Sbjct  436  
DVLASNWQHQVLSNLQSKEHLGVLIGAPITDMKITLIGGKASNVHSVGGDFKEATWRAVR  495

Query  526  QALKE---SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV--
KKDEVVFTGE  580
            Q L E   +G+QLLEP+  F L  PQ+ +  A +D  +   T ET ++    D  + 
+G 
Sbjct  496  
QGLMELRNNGSQLLEPWYQFRLEVPQDQVGHAMNDIQQMNGTFETPEMIDGSDLTIISGT  555

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA-VGQPVIQPR  622
             P + +Q Y   +  YT+G       + GYQA    + VI+ R
Sbjct  556  APVKTMQGYSQSVNSYTHGLGNLECVVMGYQACHNAKEVIESR  598

>WP_075759551.1 GTP-binding protein [Anaerostipes sp. 494a]
 OLR59356.1 translation elongation factor G [Anaerostipes sp. 494a]
Length=883

 Score = 275 bits (703),  Expect = 7e-78, Method: Compositional 
matrix adjust.
 Identities = 192/620 (31%), Positives = 308/620 (50%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E +LY SG I + G V+ G    DT  LER RGITI 
+  
Sbjct  1    
MKKLTVGILAHVDAGKTTLSEGILYTSGNIRKMGRVDNGDAFLDTYDLERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  TR L+  L
+K  
Sbjct  61   
AVVPLKEVEITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTRTLWSLLKKYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D ++++  ++++L    I         +    EN D     



A+  
Sbjct  121  IPVFLFVNKMDQQGTDKEALLYELKNRLDDGCI---------
DFTNTENEDFMENAAM--  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++++LE+++    +  E++    +  + D  +FP Y+GSA K  G++  +  +    
Q 
Sbjct  170  TDEEVLERFLENGIVETEEI----
KSLIADRKIFPCYFGSALKLQGVEEFLQGIECYVQM  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   Q   A    VFK+   + G R  +L++  GTL+++  +A    E+ KI +
+RI S 
Sbjct  226  PEYPQEFGA---KVFKISRDEQGNRLTHLKVTGGTLKVKSLIANGDTEE-
KINQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +      A  G I  +       P + + L     +P          +P+   +  
+ P
Sbjct  282  EKFEMAAEACAGTICAVTGLSRTKPGEGLGLEHTGYEPVL--------
EPVLTYQMILPP  333

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  A    +L  L QL + +P L         EI +  +G VQ+E++ +L+S+++ 
+E  
Sbjct  334  E--
ASPATMLPKLRQLEEEEPELHIVWKEDLQEIQVQMMGEVQIEILRSLISDRFGVEVE  391

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +++Y E          H E  P   +A + L + P   GSGV  +++ S   
L+++
Sbjct  392  FGKGNIVYRETIANTVEGVGHFE--
PLRHYAEVHLLMEPGERGSGVVIDTQCSEDDLDRN  449

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   +     QG L G  +TD KI    G  +   +   DFR      + Q 
L ++
Sbjct  450  
WQRLIITHLMEKEYQGVLTGAAITDIKITLAAGRAHQKHTEGGDFRQATYRAVRQGLMQA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F L  PQ  + RA  D  K     ET + + +  V TG  P  C+Q 
Y+ 
Sbjct  510  
ESVLLEPYYEFRLEIPQAMVGRAMTDIEKMHGAFETPETEGEMSVLTGTAPVACMQDYQK  569

Query  592  DLAFYTNGRSVCLTELKGYQ  611



            ++  YT G      +LKGY+
Sbjct  570  EVIAYTKGTGRLFCDLKGYE  589

>OGG12299.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RIFCSPHIGHO2_01_FULL_42_27]
 OGG21582.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RIFCSPHIGHO2_12_FULL_43_26]
 OGG36126.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RIFCSPLOWO2_01_FULL_42_22]
Length=706

 Score = 271 bits (693),  Expect = 7e-78, Method: Compositional 
matrix adjust.
 Identities = 198/678 (29%), Positives = 323/678 (48%), Gaps = 
79/678 (12%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T+
Sbjct  18   
IRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMPQEKERGITIMSAATT  77

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   +VNI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   K  
+P
Sbjct  78   
TFWKEVRVNIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYKVP  137

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----  158
             V FINK+D+ G D    +Q +RD+L A                   D++ K+++     
Sbjct  138  
RVCFINKMDKLGADYMRTIQMIRDRLGANTAIMNLPIGKEQTFKGVVDLLTKKSLVWGSD  197

Query  159  ------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   +S EI  E   D++ +     + + E +D LLE+Y+ G+  S + L +  
+  
Sbjct  198  
VLGAKYDISDEIPSEMKEDVKKYRHKLIEQICEQDDSLLERYLNGDEPSVDDLKKALRSA  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG------------------SAA  248
                 L P+Y GS+ +  G+QPL+DA+   L  P+   G                     
Sbjct  258  
TIAYKLVPIYAGSSLRNKGVQPLLDAIVDYLPSPVDVGGIRGINPKTNQEEFRKTNNEEP  317

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR--------



LRDTVALAGREKLKITEMRIPSKG  300
                 FK++      +  Y+R+YSG L+        ++D     GR  L    M   
++ 
Sbjct  318  FSALAFKIQLDPHVGKLTYIRIYSGKLKSGSYAWNSIKDKQERVGRLLL----
MHANNRE  373

Query  301  EIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            EI   + AY GEIV  +        D L D   P  L +  +   P P++   I P
+T A
Sbjct  374  EI---EEAYAGEIVAAVGLKETGTGDTLSDHAHPIVLEKITF---
PEPVISLAIEPRTKA  427

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP    + +  T + I+  +G + LEV+   +  ++K++  
V  P
Sbjct  428  
DQEKMGTALQKLAEEDPTFLVKSNLETGQTIIWGMGELHLEVLVDRMKREFKVDANVGAP  487

Query  417  SVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E    KA     +I +      +    L V P + G G ++   +  G +   
F 
Sbjct  488  
QVAYKETVKSKAEGEGKYIRQTGGRGQYGHCFLRVEPKARGEGYEFVDAIRGGAIPNEFI  547

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V+ G++  L++G+  G+ V D K+    G ++   S+   F+    + L+ A K 
+G 
Sbjct  548  
PSVQKGVKEALDKGILAGYPVVDMKVTLYDGTFHEVDSSDIAFKIAGSMALQNAAKLAGL  607

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P E++     D     A I   + +    +    +P   +  Y 
T L
Sbjct  608  
ILLEPIMKVEVTTPDEFMGTVIGDISSKRAQILGTEKRGKVSIIVAMVPLAELSGYATTL  667

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+    E   Y+
Sbjct  668  RSVSQGRATYYMEPSHYE  685

>WP_107925658.1 GTP-binding protein [Lysinibacillus 
parviboronicapiens]
Length=646

 Score = 270 bits (689),  Expect = 7e-78, Method: Compositional 
matrix adjust.
 Identities = 181/608 (30%), Positives = 299/608 (49%), Gaps = 
18/608 (3%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+LAHVDAGKTT +E LLY + +I   G V+   T  D   +ER RGITI A     
Q
Sbjct  4    
TIGVLAHVDAGKTTFSEQLLYHTNSIQARGRVDHQDTFLDNHAIERARGITIFAEQARMQ  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
              +    ++DTPGH+DF  E+ R++ V+D AI+V+SA +GVQ  T  ++  LR+ +
+PT+
Sbjct  64   
IGQDTYTLIDTPGHVDFSPEMERAIRVMDYAIIVVSAVEGVQGHTETVWQLLRQYHVPTM  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
             FINKID+ G D+++V+  ++ + S D+++ +     P  +   +T ++ W A  E 
+++
Sbjct  124  FFINKIDRDGADVEAVMAQLQKECSTDVLLIE----QPLHIDTISTPVKEWLA--
ERDEQ  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LL+ ++A E +     +   Q  +Q+   FP + GSA K +GI+  +  ++ L +   
++
Sbjct  178  LLDAFLA-
ETLENHTCLTRLQTMIQEELAFPCFSGSALKDIGIKEFLMQLSLLTETYYKK  236

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
               A  G VFK+ + D  QR  +++   GTL +RD     G    K+TE+R+ +      
Sbjct  237  -EEAFQGEVFKIRH-DGQQRLTFMKAIQGTLHVRDEFTF-
GEASEKVTEIRLYNGHRFET  293

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                  GEI  +   +   + D+LG   R P+     + +P L+  +        + 
+L 
Sbjct  294  VQVVSAGEIFAVKGLNQANVGDILGSSLR-PQPY---
ELIPTLQAKVQYVGQQHIKEVLK  349

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
                L   +P LR        EI +  +G +QLEV+S +L +++ L     EP +
+YME 
Sbjct  350  
IFRLLEAEEPSLRVVWHEKFQEIHVHIMGVIQLEVLSEVLKDRFSLTITFGEPQILYMET  409

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                 +   H E  P   +A + L + P + G G  + +      L+   Q  +   
+  
Sbjct  410  IASTVTGYGHFE--



PLKHYAEVHLRMAPTTRGVGNTFVNACHADDLSVGHQRLIEKHLFE  467

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                GL  G+ VTD +     G  +   +   DFR      L Q L+++   
LLEPY  F
Sbjct  468  
REHHGLLTGFPVTDIQFTLLTGRAHIKHTDGGDFREATFRALRQGLEQAENLLLEPYYRF  527

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             L AP +++ R   D  +   T +   + + +V+ TG  P      Y T  A 
YTNG+  
Sbjct  528  
KLKAPNDFIGRMMTDIQQAAGTFDAPILTEQQVILTGRAPVATFMGYSTVFAAYTNGKGS  587

Query  603  CLTELKGY  610
               +  GY
Sbjct  588  LSLQFDGY  595

>WP_034484646.1 GTP-binding protein [Butyrivibrio fibrisolvens]
Length=913

 Score = 275 bits (704),  Expect = 7e-78, Method: Compositional 
matrix adjust.
 Identities = 190/609 (31%), Positives = 299/609 (49%), Gaps = 
29/609 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTL+E+LLY +GA+   G V+ G    DT  LE++RGITI +     
Sbjct  5    
LNIGILAHVDAGKTTLSEALLYEAGAVRSIGRVDHGDAFLDTFDLEKERGITIFSKQARL  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    K+ ++DTPGH+DF  E  R+L VLD AILVISA DGV A  R L+  L   
N+PT
Sbjct  65   
EAFDRKITLMDTPGHIDFSPETERTLQVLDAAILVISAADGVGAHVRTLWSLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G D+  +   +   L + +     V+++P +      D    +++   
+D
Sbjct  125  FIFVNKMDQPGSDMDEISALLSQSLGSSV-----VNMTPGV-----
NDPMVCESIAVCDD  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL  Y+ G PI    ++    +R+    LFP YYGSA KG G++  ++ +   + 
P   
Sbjct  175  NLLGSYLNGTPIKESDIINLISKRL----LFPCYYGSALKGEGVKAFLENLC-



RYAPTPS  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                     V+K+     G R  +L++  G++ +RDT    G E  KI+++R+ S  
+  
Sbjct  230  Y-PDDFGARVYKISRDSDGTRLSFLKITGGSISVRDTF---GEE--
KISQIRLYSGSKYE  283

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  +A  G I  +   S  R  D LG           E   P+L   I         
++ 
Sbjct  284  QVQSAEAGTICAIAGLSGTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKVW  339

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  L + +P+L         +I +  +G+VQ+E++  L+ +++K+     +  
+IY E
Sbjct  340  
QNLLILQEEEPMLSVSRTEENGDIYVRVMGQVQMEIIKRLMMDRFKMSIDFGQGRIIYKE  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P + GSG+ +E+      L +++Q  V   
+ 
Sbjct  400  TIANTVEGVGHFE--
PLRHYAEVHLMLEPSAPGSGLSFEANCPTDILARNWQRLVLTHLE  457

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP   
Sbjct  458  
EKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMANSVLLEPVYR  517

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + L  P E + RA  D  +  AT+ + +++  + V  G IPA C+  Y  D+  YT
+G  
Sbjct  518  
YELIVPSENVGRAMTDLSQRNATVNSPEIENGKTVLRGTIPAACLGNYAEDVRSYTSGEG  577

Query  602  VCLTELKGY  610
                 LKGY
Sbjct  578  SISCVLKGY  586

>OGK23396.1 translation elongation factor G [Candidatus 
Roizmanbacteria bacterium 
RIFCSPHIGHO2_02_FULL_38_11]
 OGK43108.1 translation elongation factor G [Candidatus 
Roizmanbacteria bacterium 



RIFCSPLOWO2_01_FULL_37_13]
Length=698

 Score = 271 bits (692),  Expect = 8e-78, Method: Compositional 
matrix adjust.
 Identities = 194/678 (29%), Positives = 327/678 (48%), Gaps = 
77/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI N+GI+AH+D+GKTT TE +L+ +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  17   
KIRNVGIIAHIDSGKTTTTERILFYTGRTYKIGDIDEGTTQMDWMPQERERGITIVSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG +++  A++GVQ+Q+  ++    
K  +
Sbjct  77   
TTFWKGMRINIIDTPGHVDFTAEVERSLRVLDGGVVIFDAEEGVQSQSETVWRQADKYKV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + FINK+D+ G D ++ V+ + ++L A                   D++  +++    
Sbjct  137  
PRICFINKMDKLGADFEATVKEIEERLGAKPAVMVYPIGKEQEFKGVIDLLTLKSLIWDK  196

Query  159  -------SLSPEI-------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREE  204
                   S+S EI       VL+    +   + + E +D LL KY+  E I  ++L 
+  
Sbjct  197  DSQGSQYSISDEIPSDIKEKVLKAKASL--
IEKIAETDDSLLNKYLNNEEIPLDELKKVL  254

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQP---IG  242
            ++ V    L PVY GS+ +  G+QP++DA+                   TG  +    
I 
Sbjct  255  
RKSVISYKLIPVYAGSSLRNKGVQPVLDAIVDYLPSPTDLKEIKAINPKTGKVEKRRLIN  314

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGE  301
            E+   AL    FK++      +  Y R+YSG L     V    R K  +++ + I    
+
Sbjct  315  EEKFTALA---
FKIQLDPHVGKLTYTRIYSGVLESGSYVYNVNRNKQERVSRVLIMHANQ  371

Query  302  IVRTDTAYPGEIVIL--PSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                D A+ GEIV L  P D+ +  D L D   P  L +  +   P P++   I 
PKT A
Sbjct  372  REEIDKAFAGEIVALVGPKDT-KTGDTLADQNNPILLEKISF---



PEPVISLAIEPKTKA  427

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E+L   L +LAD DP  + +++  T + I+S +G + LE++   +  +  ++  
V +P
Sbjct  428  
DQEKLSYTLQRLADEDPTFKVKINHETGQTIMSGMGELHLEILVDRMKREMGMQVNVGKP  487

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E    L         +   +  +    + + PL  GSG ++ +++  G +   
F 
Sbjct  488  
QVAYKETITKLTEGEGKYIKQTGGHGQYGHCLIKIEPLPRGSGFKFVNKIKGGAIPSEFI  547

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            + V  GI    E+G L G+ +TD +     G Y+   S+   F+    + L+ A K 
+G 
Sbjct  548  
SPVEKGIIEAKEKGVLVGYPLTDFQATLYDGSYHDVDSSDIAFKIAGSMALQDAAKRAGL  607

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             L+EP +   +  P+ ++     D       I   + +   V+    +P   +  Y 
T +
Sbjct  608  
TLIEPIMKLEVTVPENFMGVVIGDISSKRGKILGTEKRSRAVIIKAYVPLAEMSGYATVI  667

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR +   E   Y+
Sbjct  668  RSLTEGRGLFYMEPSHYE  685

>SCH85645.1 Vegetative protein 19 [uncultured Eubacterium sp.]
Length=887

 Score = 275 bits (703),  Expect = 8e-78, Method: Compositional 
matrix adjust.
 Identities = 186/609 (31%), Positives = 303/609 (50%), Gaps = 
29/609 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E +LY SG + + G V+      DT FLER RGITI +    
F  
Sbjct  1    
MGILAHVDAGKTTLSEGMLYLSGTVRKLGRVDHKDAFLDTYFLERDRGITIFSKQAVFSL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               ++N++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L+   
IPT I



Sbjct  61   
GNRRINLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWKLLKLYEIPTFI  120

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+DQ G D +S++  ++++L               IV  +  ++E+ + +   
++ +
Sbjct  121  FINKMDQPGTDRESLLAELKERLDEGC-----------
IVFGKGKNVESLEEIAMTDEAV  169

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E +     R +++  +FP Y+GSA K  G+Q L+       +P    
G
Sbjct  170  LDYFMEHETVRNEDIC----
RLIRERKIFPCYFGSALKLDGVQELLAGFEEYMKPF--DG  223

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   VFK+   D G+R  +L++  G L ++  +  A     KI ++RI S  +    
Sbjct  224  KKEFGARVFKISRDDKGERLTFLKVTGGKLVVKMPINKAE----
KINQIRIYSGAKYEAV  279

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +    G +  +   S   +  +G    + +        P+L   +     A   +
+L  L
Sbjct  280  NEVEAGGVCAVTGLS---
SSYIGQGLGVEKGTAAPFLEPVLTYQMILPEGADTTKVLREL  336

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       ++Y 
E   
Sbjct  337  
KQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVYKETIK  396

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                   H E  P   +A + L + PL  GSG+ +++  S   L++++Q  +   +
+   
Sbjct  397  SPVVGVGHYE--
PLRHYAEVHLKMEPLEAGSGLVFDTDCSEDVLDRNWQRLILTHLQERE  454

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G  +TD KI    G  +   +   DFR      + Q LK + + LLEP+ 
SF+L
Sbjct  455  
HPGVLTGAPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESVLLEPWYSFVL  514

Query  545  YAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
              P E + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ ++  YT 



GR  
Sbjct  515  
EVPSEQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVWAYTKGRGR  574

Query  603  CLTELKGYQ  611
                LKGY+
Sbjct  575  ITLTLKGYE  583

>WP_056831315.1 GTP-binding protein [Psychrobacillus sp. FJAT-21963]
 KQL34657.1 elongation factor G [Psychrobacillus sp. FJAT-21963]
Length=641

 Score = 269 bits (688),  Expect = 8e-78, Method: Compositional 
matrix adjust.
 Identities = 177/610 (29%), Positives = 300/610 (49%), Gaps = 
28/610 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I + G V+   +  D+  +E+ RGITI A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTKTIRQRGRVDHQDSFLDSHSIEKNRGITIFADQGIFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ R++ V+D AI++ISA DGV+  T  ++  LRK  
+PT  
Sbjct  65   
NDSTYYIIDTPGHVDFSPEMERAIQVMDYAIILISAVDGVEGHTETVWQLLRKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D  G D  SV++ +R  LS D+    T+            D E  + + E 
+++L
Sbjct  125  FVNKTDYEGTDSASVLEEIRANLSGDVCNLTTL-----------
FDEELIEFIAERDEEL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+KY+      +E  + + +  +++  +F    GSA K +G+   +D +  L +      
Sbjct  174  LDKYM-DTGFEQELWLNKMKTMIKENKIFACASGSALKDIGVFEFLDKLDVLTET-
SYNS  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   V+K+ + + G R  +L+L SG L++RD V   G++  KIT++R+ S  +    
Sbjct  232  LKNFEAKVYKIRHDESGNRVTFLKLLSGKLKVRDEVKY-
GQKTEKITQIRVYSGNKFQTV  290

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  GE+V +    +  + D +GD     +++   D +P L++ +   ++   + 



+L +
Sbjct  291  DQATAGELVAVTGLTTASIGDGIGD----
NQEKVTFDMVPTLKSKVLFDSSIHVKEVLRS  346

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
               L   DP LR   D    EI +  +G +QLEV+  ++ E++  +    EP ++Y 
E  
Sbjct  347  
FKLLDTEDPSLRVYWDEHFQEIHVHVMGVIQLEVLEQIVQERFHFQVSFGEPRILYKETI  406

Query  424  --
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P++   H       P   +A + L + P +   GV +++      L+   QN V
+  +
Sbjct  407  NAPVRGYGH-----
FEPLKHYAEVHLLIEPTTRNRGVSFDNVCHANDLSIGNQNLVKHHL  461

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD KI    G  ++  +   DFR      L Q L+++   
LLEP+ 
Sbjct  462  
LERHHHGLLTGSALTDVKITLLTGRGHNEHTHGGDFREATYRALRQGLEKAENVLLEPFY  521

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             + +    + + R   D  +   T E+ +   D+V+  G +P      Y T  A 
+T+G+
Sbjct  522  
DYKIKVDMDLIGRVLSDIQQAHGTFESPENTGDKVIIKGRVPVATFMNYSTTFASFTHGK  581

Query  601  SVCLTELKGY  610
                    GY
Sbjct  582  GTLSLLFGGY  591

>OON97347.1 hypothetical protein ATN31_08270 [Epulopiscium sp. AS2M-
Bin001]
Length=861

 Score = 274 bits (701),  Expect = 8e-78, Method: Compositional 
matrix adjust.
 Identities = 179/622 (29%), Positives = 305/622 (49%), Gaps = 
32/622 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG++AHVD+GKTTL E+ LY SG + E G V+K     D+  LER RGITI 
+  
Sbjct  1    
MKKITIGLVAHVDSGKTTLAEAFLYESGRLREAGRVDKKNAFFDSHDLERSRGITIFSKQ  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++      ++DTPGH+DF +E+ R+L VLD A+L+ISA DG++  TR L   L 
K N
Sbjct  61   
AQFEYKDVSFIMLDTPGHVDFTSEMERTLFVLDYAVLIISASDGIKGHTRTLAKLLAKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IFINKIDQ  +  + V++ + + ++ + +   +      I +              
Sbjct  121  
VPTFIFINKIDQIEIAREDVIELLTENITENAVDFNSADFLEHIAI--------------  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
             ++ +LEKY+    I++ ++    +  + +  +FPVY+GSA K +GI+  +D +      
Sbjct  167  CDEAILEKYLDTSEITKAEI----
KVLISERKVFPVYFGSALKLIGIREFLDCIVEYAIA  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            PI  +        VFK+ +   G R  +L++  G L++RD +A     + KITE
+RI   
Sbjct  223  PIYAED---FVAKVFKITFDPQGNRLTHLKITGGILKIRDVLAYKDLVE-
KITEIRIYES  278

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            G        + G+I  +L     ++ D  G       K       P+L   I        
Sbjct  279  GGYKNVSEVFSGDICSVLGLSDTKVGDSFGQNLEYHAKIE-----
PILNYKIVATDGTNI  333

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + L + L +L   +P+L         EI    +G VQ+E++ +++ +++ ++    
E +V
Sbjct  334  
KTLYEYLQKLNQEEPMLNIVWREDIKEIEAKIMGEVQIEILISIVKDRFNVDIEFLEGTV  393

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + P   G+G+   +  +   L +++Q  
V 
Sbjct  394  VYKETIQDTVIGVGHYE--
PLRHYAEVMLKLEPQPAGTGIIIHNASTASNLEKNYQQQVI  451

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              ++    +G L G+++ D KI    G+ +   ++  DFR      + QALK++ + 
LLE
Sbjct  452  
SYLKNFQHRGVLAGYSLADIKITLLAGISHKKHTSSNDFREATKRAIRQALKQTNSYLLE  511

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597



            PY +F +  P+  L RA  D  K+    +   +  ++   +G+ P   +  Y+ 
+LA YT
Sbjct  512  
PYYNFTITLPEINLGRALMDIEKFHGIAKVTSINNNQATISGKAPVSLMAGYQKELAAYT  571

Query  598  NGRSVCLTELKGYQAAVGQPVI  619
             G      E+  +  A  +  I
Sbjct  572  RGLGSISFEIGSFDKAHNEEEI  593

>WP_027216775.1 GTP-binding protein [Butyrivibrio fibrisolvens]
Length=913

 Score = 275 bits (704),  Expect = 8e-78, Method: Compositional 
matrix adjust.
 Identities = 190/609 (31%), Positives = 299/609 (49%), Gaps = 
29/609 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTL+E+LLY +GA+   G V+ G    DT  LE++RGITI +     
Sbjct  5    
LNIGILAHVDAGKTTLSEALLYEAGAVRSIGRVDHGDAFLDTFDLEKERGITIFSKQARL  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    K+ ++DTPGH+DF  E  R+L VLD AILVISA DGV A  R L+  L   
N+PT
Sbjct  65   
EAFDRKITLMDTPGHIDFSPETERTLQVLDAAILVISAADGVGAHVRTLWSLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G D+  +   +   L + +     V+++P +      D    +++   
+D
Sbjct  125  FIFVNKMDQPGSDMDEISALLSQSLGSSV-----VNMTPGV-----
NDPMVCESIAVCDD  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL  Y+ G PI    ++    +R+    LFP YYGSA KG G++  ++ +   + 
P   
Sbjct  175  NLLGSYLNGTPIKESDIINLISKRL----LFPCYYGSALKGEGVRAFLENLC-
RYAPTPS  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                     V+K+     G R  +L++  G++ +RDT    G E  KI+++R+ S  
+  
Sbjct  230  Y-PDDFGARVYKISRDSDGTRLSFLKVTGGSISIRDTF---GEE--
KISQIRLYSGSKYE  283

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362



            +  +A  G I  +   S  R  D LG           E   P+L   I         
++ 
Sbjct  284  QVQSAEAGTICAIAGLSDTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKVW  339

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  L + +P+L         +I +  +G+VQ+E++  L+ +++K+     +  
+IY E
Sbjct  340  
QNLLILQEEEPMLSVSRTEENGDIYVRVMGQVQMEIIKRLMMDRFKMSIDFGQGRIIYKE  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P + GSG+ +E+      L +++Q  V   
+ 
Sbjct  400  TIANTVEGVGHFE--
PLRHYAEVHLMLEPSAPGSGLSFEANCPTDILARNWQRLVLTHLE  457

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP   
Sbjct  458  
EKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMANSVLLEPVYR  517

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + L  P E + RA  D  +  AT+ + +++  + V  G IPA C+  Y  D+  YT
+G  
Sbjct  518  
YELIVPSENVGRAMTDLSQRNATVNSPEIENGKTVLRGTIPAACLGNYAEDVRSYTSGEG  577

Query  602  VCLTELKGY  610
                 LKGY
Sbjct  578  SISCVLKGY  586

>WP_035792592.1 GTP-binding protein [Clostridium botulinum]
 KFX54980.1 elongation factor G [Clostridium botulinum]
Length=652

 Score = 270 bits (689),  Expect = 8e-78, Method: Compositional 
matrix adjust.
 Identities = 171/611 (28%), Positives = 303/611 (50%), Gaps = 
20/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I + G V+   +  D   +E+QRGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRKLGRVDHKNSFLDKHDIEKQRGITVFSEQALFKY  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHIDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKNDIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   ++++V+  ++ KL++++ +I +T+S        +  + E  + + E 
++K
Sbjct  125  FINKIDREIANIENVINDIKVKLTSNLCLIDRTLS-------
NKKMETELIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+          +   +R+++   +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEVYLDS-
GYDEALWINYMKRQIKAGKVFPCLSGSALLDMNIDDFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  SG L+++D++     E     KI ++RI 
+  +
Sbjct  237  
NDEKFKGKVYKIRYDEKGSKVTYIKALSGCLKVKDSLLYTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                DTAY G++  +      ++   +G+ T L   +   + +P L++ +        
+ 
Sbjct  297  FTLEDTAYAGDVFGVTGLTKFKIGHGIGE-TNL---
KTNYNIVPTLKSKVIFNELVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    EI +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
MLSYFKILEEEDPGLNVLWDENLQEINIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  



IFEKEHKGILTGSKICDLKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY  610
            + V      GY
Sbjct  591  KGVITLSFDGY  601

>WP_024526561.1 elongation factor G [Lactobacillus brevis]
 AFR11455.1 translation elongation factor G [Lactobacillus brevis]
 AJA79923.1 elongation factor P [Lactobacillus brevis BSO 464]
 KID41459.1 Translation elongation factor G [Lactobacillus brevis]
 KIO95320.1 Translation elongation factor G [Lactobacillus brevis]
 KIP00397.1 Translation elongation factor G [Lactobacillus brevis]
 ANN49600.1 elongation factor G [Lactobacillus brevis]
 ODP93474.1 translation elongation factor G [Lactobacillus brevis]
 OLF67083.1 elongation factor G [Lactobacillus brevis]
 ORJ56801.1 elongation factor G [Lactobacillus brevis]
 ARN93097.1 elongation factor G [Lactobacillus brevis]
 ARN95728.1 elongation factor G [Lactobacillus brevis]
 PBQ24308.1 elongation factor G [Lactobacillus brevis]
 ATU71168.1 elongation factor G [Lactobacillus brevis]
Length=699

 Score = 271 bits (692),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 185/672 (28%), Positives = 317/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQASDFDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G D    V S+ ++L A+ +  Q +++  E   E   D+         
Sbjct  131  PRIVFVNKMDKLGADFDFSVNSIHERLQANALALQ-
MAIGAEDEFEGVVDLVEMKAYVYD  189



Query  173  -----EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
                  +WD                 A+IE+    +D+++EKY+ GE I++++L    
+R
Sbjct  190  
KDDLGSSWDTVEIPADMKEEAEKRHEAMIESVADVDDEIMEKYLEGEEITKDELKAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG-------SA  247
                  LFPV+ GSA K  G+Q LMDAV                 P  ++         
A
Sbjct  250  
ATLKLDLFPVFAGSAFKDKGVQMLMDAVVDYLPSPLDVKPYNATDPDTDEAIQLRADDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+YSGTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYSGTLEAGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPMHLESMDFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+E  +  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFKVEANIGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+ S       +      +  + +  TP   G G ++E  +  G + + F  
+V  G
Sbjct  487  
AFTKSTSVQGKFVRQSGGKGQYGDVWIEFTPNERGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A+K +G  
+LEP 
Sbjct  547  
LQEAMANGVLAGYPLVDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAVKSAGPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G



Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGKVDGMEARGNAQMIHSYVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>WP_021742678.1 elongation factor G [Lactobacillus brevis]
 ERK43964.1 translation elongation factor G [Lactobacillus brevis 
ATCC 14869 
= DSM 20054]
 KIO99494.1 Translation elongation factor G [Lactobacillus brevis]
 KRK20986.1 elongation factor G [Lactobacillus brevis ATCC 14869 = 
DSM 20054]
Length=699

 Score = 271 bits (692),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 185/672 (28%), Positives = 317/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQASDFDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G D    V S+ ++L A+ +  Q +++  E   E   D+         
Sbjct  131  PRIVFVNKMDKLGADFDFSVNSIHERLQANALALQ-
MAIGAEDEFEGVVDLVEMKAYVYD  189

Query  173  -----EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
                  +WD                 A+IE+    +D+++EKY+ GE I++++L    
+R
Sbjct  190  
KDDLGSSWDTVEIPADMKEEAEKRHEAMIESVADVDDEIMEKYLEGEEITKDELKAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG-------SA  247
                  LFPV+ GSA K  G+Q LMDAV                 P  ++         
A
Sbjct  250  



ATLKLDLFPVFAGSAFKDKGVQMLMDAVVDYLPSPLDVKPYNATDPDTDEAIQLRADDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+YSGTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYSGTLEAGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPMHLESMDFPDPVIQVAVEPKTNADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+E  +  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFKVEANIGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+ S       +      +  + +  TP   G G ++E  +  G + + F  
+V  G
Sbjct  487  
AFTKSTSVQGKFVRQSGGKGQYGDVWIEFTPNERGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A+K +G  
+LEP 
Sbjct  547  
LQEAMANGVLAGYPLVDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAVKSAGPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGKVDGMEARGNAQMIHSYVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>ABB70063.1 TetS, partial [Lactococcus lactis]
Length=204

 Score = 255 bits (651),  Expect = 1e-77, Method: Compositional 
matrix adjust.



 Identities = 125/196 (64%), Positives = 155/196 (79%), Gaps = 1/196 
(1%)

Query  46   
MFLERQRGITIQAAVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGV  105
            MFLERQRGITIQ A+TSFQ    KVNIVDTPGHMDFLA+VYRSL+VLDGAIL
+ISAKDGV
Sbjct  1    
MFLERQRGITIQTAITSFQRENVKVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGV  60

Query  106  
QAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV  165
            Q+QTRILFHALRKMNIP + FINKIDQ G++L  V Q ++DKLS DIIIKQTV+L+ 
+  
Sbjct  61   
QSQTRILFHALRKMNIPIIFFINKIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPY  120

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            + + T+ E W+ VI  ND LLEKY  G+ ++  +L +EE  R+Q  SL+PVY
+GSAK  +
Sbjct  121  
VIDYTEPEQWETVIVGNDYLLEKYTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNI  180

Query  226  GIQPLMDAVTG-LFQP  240
            GI+ L++ +T  LF P
Sbjct  181  GIKQLIEVITSKLFSP  196

>OGG33099.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RIFCSPLOWO2_12_FULL_42_10]
Length=706

 Score = 271 bits (692),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 323/678 (48%), Gaps = 
79/678 (12%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T+
Sbjct  18   
IRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMPQEKERGITIMSAATT  77

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   K  
+P
Sbjct  78   
TFWKEVRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYKVP  137

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTV-----  158
             V FINK+D+ G D    +Q +RD+L A                   D++ K+++     
Sbjct  138  
RVCFINKMDKLGADYMRTIQMIRDRLGANTAIMNLPIGKEQTFKGVVDLLTKKSLVWGSD  197

Query  159  ------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   +S EI  E   D++ +     + + E +D LLE+Y+ G+  S + L +  
+  
Sbjct  198  
VLGAKYDISDEIPSEMKEDVKKYRHKLIEQICEQDDSLLERYLNGDEPSVDDLKKALRSA  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG------------------SAA  248
                 L P+Y GS+ +  G+QPL+DA+   L  P+   G                     
Sbjct  258  
TIAYKLVPIYAGSSLRNKGVQPLLDAIVDYLPSPVDVGGIRGINPKTNQEEFRKTNNEEP  317

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKG  300
                 FK++      +  Y+R+YSG L+        ++D     GR  L    M   
++ 
Sbjct  318  FSALAFKIQLDPHVGKLTYIRIYSGKLKSGSYAWNSIKDKQERVGRLLL----
MHANNRE  373

Query  301  EIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            EI   + AY GEIV  +        D L D   P  L +  +   P P++   I P
+T A
Sbjct  374  EI---EEAYAGEIVAAVGLKETGTGDTLSDHAHPIVLEKITF---
PEPVISLAIEPRTKA  427

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP    + +  T + I+  +G + LEV+   +  ++K++  
V  P
Sbjct  428  
DQEKMGTALQKLAEEDPTFLVKSNLETGQTIIWGMGELHLEVLVDRMKREFKVDANVGAP  487

Query  417  SVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E    KA     +I +      +    L V P + G G ++   +  G +   
F 
Sbjct  488  
QVAYKETVKSKAEGEGKYIRQTGGRGQYGHCFLRVEPKARGEGYEFVDAIRGGAIPNEFI  547

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V+ G++  L++G+  G+ V D K+    G ++   S+   F+    + L+ A K 
+G 
Sbjct  548  
PSVQKGVKEALDKGILAGYPVVDMKVTLYDGTFHEVDSSDIAFKIAGSMALQNAAKLAGL  607

Query  534  



QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P E++     D     A I   + +    +    +P   +  Y 
T L
Sbjct  608  
ILLEPIMKVEVTTPDEFMGTVIGDISSKRAQILGTEKRGKVSIIVAMVPLAELSGYATTL  667

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+    E   Y+
Sbjct  668  RSVSQGRATYYMEPSHYE  685

>SLL32007.1 translation elongation factor 2 (EF-2/EF-G) 
[Mycobacterium abscessus 
subsp. abscessus]
Length=646

 Score = 269 bits (688),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 171/606 (28%), Positives = 295/606 (49%), Gaps = 
15/606 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+  +   D+  +E+QRGIT+ A     
++
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSIKKRGRVDHQSAFLDSHLIEKQRGITVFADQGIIEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+VISA +G++  T  ++  L+K  
IPT  
Sbjct  65   
GNSTYYLIDTPGHVDFSPEMERAIQVMDFAIVVISAVEGIEGHTETVWGLLKKHRIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D++ V+  +  + + D+      ++S     + +   EA    I   
D+ 
Sbjct  125  FINKTDRTGADVERVLAEIHSQFTVDV-----CNISS---
FDSSNMSEALMEFIAERDEA  176

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y   +       + + Q+ V    LFP  YGSA + +G++   D    L   + 
++ 
Sbjct  177  
LLDYYMDKGYQPALWLEKMQQMVGSCRLFPCAYGSALQDIGVKEFFDCFDQLTTTMYKK-  235

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +    G V+K+ Y + G R  +++  SGTLR+R+ +     +  KIT++R  S  +  
+ 
Sbjct  236  



TEPFSGRVYKIHYDESGTRITFIKAKSGTLRVREELIYGNGDMEKITQIRKYSGTQFQQV  295

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
               Y GE+  +   +   N V+GD      ++   + +P LR+ +  +    ++  
L   
Sbjct  296  KEGYAGELFAVTGLT---
NAVVGDGVGALLEKAEYEMVPTLRSKVVFEPGINKKEALKYF  352

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L+   +    +I L  +G++QLEV+  ++ E++ L+     P ++Y 
E   
Sbjct  353  
RILEAEDPSLQVTWEEKLQDIHLHVMGKIQLEVLQEIVCERFALQVQFDRPEILYKETIE  412

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                   H E  P   +A + L + P     G+ +ES     +L+ + QN +R  +    
Sbjct  413  TDTIGYGHFE--
PLRHYAEVHLQLEPGKRNQGIVFESTCHTDHLSIAIQNLIRQHLFERE  470

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G+  G  +TD ++    G  ++  +   DFR      L Q L+++  +LLEPY 
SF +
Sbjct  471  
HHGILTGAPLTDIRVTLLTGRAHNKHTHGGDFREATYRALRQGLEKAHNRLLEPYYSFKI  530

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                + + R   D        +  +  +D+VV TG++P      Y T LA +T G+    
Sbjct  531  
KVDMDQMGRVLSDIQTVYGEFDAPETIEDKVVLTGKVPVATFMEYSTTLAAFTQGKGQLS  590

Query  605  TELKGY  610
                GY
Sbjct  591  FTFAGY  596

>WP_087094260.1 elongation factor G [Lactobacillus brevis]
Length=699

 Score = 270 bits (691),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 185/672 (28%), Positives = 317/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQASDFDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G D    V S+ ++L A+ +  Q +++  E   E   D+         
Sbjct  131  PRIVFVNKMDKLGADFDFSVNSIHERLQANALALQ-
MAIGAEDEFEGVVDLVEMKAYVYD  189

Query  173  -----EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
                  +WD                 A+IE+    +D+++EKY+ GE I++++L    
+R
Sbjct  190  
KDDLGSSWDTVEIPADMKEEAEKRHEAMIESVADVDDEIMEKYLEGEEITKDELKAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG-------SA  247
                  LFPV+ GSA K  G+Q LMDAV                 P  ++         
A
Sbjct  250  
ATLKLDLFPVFAGSAFKDKGVQMLMDAVVDCLPSPLDVKPYNATDPDTDEAIQLRADDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+YSGTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYSGTLEAGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPMHLESMDFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+E  +  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFKVEANIGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+ S       +      +  + +  TP   G G ++E  +  G + + F  
+V  G
Sbjct  487  



AFTKSTSVQGKFVRQSGGKGQYGDVWIEFTPNERGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A+K +G  
+LEP 
Sbjct  547  
LQEAMANGVLAGYPLVDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAVKSAGPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGKVDGMEARGNAQMIHSYVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>WP_043022653.1 elongation factor G [Lactobacillus brevis]
 KIR08851.1 elongation factor G [Lactobacillus brevis]
 OOV23404.1 elongation factor G [Lactobacillus brevis]
 ARN97222.1 elongation factor G [Lactobacillus brevis]
Length=699

 Score = 270 bits (691),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 185/672 (28%), Positives = 317/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQASDFDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G D    V S+ ++L A+ +  Q +++  E   E   D+         
Sbjct  131  PRIVFVNKMDKLGADFDFSVNSIHERLQANALALQ-
MAIGAEDEFEGVVDLVEMKAYVYD  189

Query  173  -----EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206



                  +WD                 A+IE+    +D+++EKY+ GE I++++L    
+R
Sbjct  190  
KDDLGSSWDTVEIPADMKEEAEKRHEAMIESVADVDDEIMEKYLEGEEITKDELKAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG-------SA  247
                  LFPV+ GSA K  G+Q LMDAV                 P  ++         
A
Sbjct  250  
ATLKLDLFPVFAGSAFKDKGVQMLMDAVVDYLPSPLDVKPYNATDPDTDEAIQLRADDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+YSGTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYSGTLEAGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPLHLESMDFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+E  +  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFKVEANIGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+ S       +      +  + +  TP   G G ++E  +  G + + F  
+V  G
Sbjct  487  
AFTKSTSVQGKFVRQSGGKGQYGDVWIEFTPNERGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A+K +G  
+LEP 
Sbjct  547  
LQEAMANGVLAGYPLVDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAVKSAGPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGKVDGMEARGNAQMIHSYVPLSEMFGYATTLRSASQG  666



Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>PIQ72936.1 elongation factor G [Candidatus Roizmanbacteria 
bacterium CG11_big_fil_rev_8_21_14_0_20_35_14]
Length=699

 Score = 270 bits (691),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 317/677 (47%), Gaps = 
74/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI N+GI+AH+D+GKTT TE  L+ +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  17   
KIRNVGIIAHIDSGKTTTTERFLFYTGRTYKIGDIDEGTTQMDWMPQERERGITIVSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG +++  A++GVQ+Q+  ++    
K  +
Sbjct  77   
TTFWKGVRINIIDTPGHVDFTAEVERSLRVLDGGVVIFDAEEGVQSQSETVWRQADKYIV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
            P + FINK+D+ G D ++ V  ++D+L A   +           K  V L          
Sbjct  137  
PRICFINKMDKLGADFEATVGEIKDRLGAHPAVMTYPIGKEQEFKGVVDLLTMKAKYWGE  196

Query  161  SPEIVLEENTDI---EAWDAVI-----------
ENNDKLLEKYIAGEPISREKLVREEQR  206
             P+ +    TDI   E  + V+           E +D LL+KY+ G  I+ ++L    
++
Sbjct  197  
DPQGIEFRETDIIPEEIKNKVVKARALLVEKISETDDNLLDKYLNGVEITADELKSALRK  256

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                  L PVY G++ +   +QP++DA+                          Q   
E+
Sbjct  257  
ATIAYKLIPVYCGTSLRNKAVQPILDAIVDYLPSPFDLKEVKGINPTTNAEERRQLTPEE  316

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              +AL    FK++      +  Y R+YSG L     V    R K     ++  M   
++ 
Sbjct  317  KFSALA---
FKIQLDPHVGKLTYARIYSGILESGSYVYNINRNKQERVSRVLLMHANNRE  373



Query  301  EIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            EI   D AY GEIV L  P D+ +  D L DP +         P P++   I PKT 
A +
Sbjct  374  EI---DKAYAGEIVALVGPKDT-
KTGDTLADPDKPIILEKIIFPEPVISLAIEPKTKADQ  429

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L   L +LA+ DP  + +V+  T + I+S +G + LE++   +  +  +   V 
+P V
Sbjct  430  
EKLSYTLQRLAEEDPTFKVKVNHETGQTIMSGMGELHLEILVDRMKREMNMNVNVGKPQV  489

Query  419  IYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   K         +         G   + + PL  G G ++ +++  G +   
F  
Sbjct  490  
AYKETVTKIVPEVEGKYIKQTGGHGQYGHCVIKLEPLGRGEGFKFVNKIRGGTIPSEFIA  549

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V  G+   +E+G L G+ +TD ++    G Y+   S+   F+    I L+   K 
+G  
Sbjct  550  
PVEKGVIEAMEKGVLLGYPMTDLQVTLFDGSYHDVDSSDIAFKIAGSIALQDGAKHAGLT  609

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+ ++     D       I   + +   V+  G +P   +  Y 
T L 
Sbjct  610  
LLEPIMKLEVTVPENFMGVVIGDISSKRGKILGTEKRVRAVIIKGTVPLAEMSGYATILR  669

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR +   E   Y+
Sbjct  670  SLTEGRGIFYMEPSHYE  686

>WP_044505176.1 elongation factor G [Megasphaera massiliensis]
Length=690

 Score = 270 bits (690),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D  G D  +VV+ ++D+L A+ +  Q               +++  
EI  +
Sbjct  129  
PRIAFVNKMDTTGADFLNVVEMMKDRLQANAVAIQLPIGAESTFSGIIDLITMKAEIYDD  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +IE  D                  AV + +++L+ KY+ GE IS ++L    
++ V
Sbjct  189  
ALGKEIEVVDIPEDELEEAKKYHDIMVEAVCDTDEELMMKYLEGEEISIDELKTAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                +FPV  GSA K  GIQ L+DAV              G      E+ +      
A L
Sbjct  249  
CTNKIFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPAVKGTNPDTDEEETRAVDDKAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKMAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEVQEA  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T   G IV L   +    D L D          E P P++   + PKT A +E++  
AL
Sbjct  369  YTGDIGGIVGLKDTTT--
GDTLCDEKNPIILEKMEFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E   
Sbjct  427  
ARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE---  483

Query  426  KAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 TI  E+    F          +    L + P   G G ++E++V  G + + 



+  
Sbjct  484  -----
TIRKEIKSRGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYIG  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  ++
+   
Sbjct  539  
SVEAGVKEAMETGVLAGFPMVDIKVAVYDGSYHEVDSSEMAFKIAGSMGFKEGARKADPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL 
Sbjct  599  
LLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR V       Y+
Sbjct  659  SRTQGRGVYTMTFDHYE  675

>PUU86428.1 elongation factor G [Halanaerobium sp.]
 PUU93686.1 elongation factor G [Halanaerobium sp.]
Length=688

 Score = 270 bits (690),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 191/676 (28%), Positives = 314/676 (46%), Gaps = 
71/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G    G +  D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKMGETHDGASVMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI +  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCQWRENRINIIDTPGHVDFTVEVERSLRVLDGAIALFCSVGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + F+NK+D+ G D    V  ++D+L A+ +  Q + +  E   +   D+   DA
++  
Sbjct  129  PRIAFVNKMDRTGADFFRAVDMMKDRLGANAVPIQ-
LPIGSEDSFDGVVDLVEMDAIVYE  187

Query  180  --------------------------------



ENNDKLLEKYIAGEPISREKLVREEQRR  207
                                            E +D+ + KY+ GE +S + +    
++ 
Sbjct  188  DELGVNFERVEIPEDMKEQAAEYREILMEVLAEEDDEFMMKYLEGE-
VSTDDIKDLLRQA  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAA  248
            V + ++ PV  GSA K  G+Q L+DAV               F P  E+         
A 
Sbjct  247  
VLNVNVIPVLCGSAFKNKGVQMLLDAVLDYLPSPTDVPPIEGFNPETEETEVREADDDAP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REK----
LKITEMRIPSKGE  301
              G  FK+       +  + R YSGTL     V  A    RE+    L++   R   
+ E
Sbjct  307  
FSGLAFKIMSDPYVGKLAFFRSYSGTLEAGSYVYNATADIRERVGRILQMHANRREERDE  366

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            I   D    G +V L + S    D + D          E P P++   I PK+ A 
+++L
Sbjct  367  IFAGDL---GALVGLKNTST--
GDTICDQDHPIILEAMEFPEPVIGVAIEPKSKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             +AL +LA+ DP  R   D  T + I+  +G + LEV+   L  ++K++  + +P 
V Y 
Sbjct  422  
GEALQRLAEEDPTFRVHTDEETGQTIIEGMGELHLEVIVDRLLREFKVDANIGKPKVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   + +         +      +  + + + P   G G ++E +++ G + + +  
+V 
Sbjct  482  
ETITKKVTGVEGKFIRQSGGRGQYGHVVIDIEPQDAGEGFEFEDKITGGAIPREYIPSVE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            DGIR  +E G+  G+ V D K+    G Y+   S+   F+    +   Q  K++G  
+LE
Sbjct  542  
DGIREAMENGIIAGYPVVDVKVTLNDGSYHDVDSSEMAFKIAGSMGFRQGAKKAGPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +S  +  P+EY+     D       +E  + + +  V +  +P   +  Y TDL   
T
Sbjct  602  
PVMSVEVVTPEEYMGDVMGDLNGRRGKVEGMEPRGNAQVVSAHVPLSEMFGYSTDLRSKT  661



Query  598  NGRSVCLTELKGYQAA  613
             GR+    +   Y+ A
Sbjct  662  QGRATYTMQFSHYEQA  677

>WP_066721154.1 GTP-binding protein [Clostridium sp. Marseille-P299]
Length=884

 Score = 274 bits (701),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 188/618 (30%), Positives = 309/618 (50%), Gaps = 
36/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + IGILAHVDAGKTTL+ESLLY SG I + G V+K     DT  LER+RGITI 
+  
Sbjct  1    
MRNLVIGILAHVDAGKTTLSESLLYLSGKIGKLGRVDKRDAYLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+++  ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L 
K N
Sbjct  61   
AIFEYNDTRITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLHKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D + ++  ++ +L    I             ++ TD   +D 
+  
Sbjct  121  IPVFLFVNKMDQFGTDKEKLMNELKKQLEDACI----------DFGQDATD-
GFYDEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
             +++L+E Y+    I  E++    +  ++   +FP Y+GSA K  G++  M  +      
Sbjct  170  CDEELMEVYLENGQIDTEQI----
KNAIKGRKVFPCYFGSALKLEGVEQFMQGIINYSIT  225

Query  240  PI--
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            P   GE G+      +FK+   + G R  +++L  G++++RDT+     E+ KIT+
+RI 
Sbjct  226  PTYPGEFGA-----KIFKISRDEQGNRLTHMKLTGGSIKVRDTLTNGNWEE-
KITQIRIY  279

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
            S  +    +    G +  +    S +  + LG       +   + P+  P+L   +    
Sbjct  280  SGQKFEAVNEVSAGFVCAVTGLSSAKPGEGLG------
VEEASDTPVLEPVLSYQVILPD  333



Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                + ++  L Q+ + +P L    +    EI    +G VQ+E++  L+  ++ +E    
Sbjct  334  
GCDPKMMIPKLRQIEEEEPELHIVWNEELQEIQAQIMGEVQIEILQNLIQTRFGVEVTFD  393

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               ++Y E          H E  P   +A + L + P   GSG+++    S   L 
+S+Q
Sbjct  394  AGKIVYKETIGNVVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLEFRVDCSEDVLGKSWQ  451

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +   + +G L G  +TD  I    G  ++  +   DFR      + Q 
LKE+ +
Sbjct  452  
RLILTHLEEKVHKGVLTGAPITDMIITLVSGRAHNKHTEGGDFREATYRAVRQGLKEAKS  511

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY +F L  P+  + RA  D  K C T E +Q   +  +  G  P   ++ Y
+ ++
Sbjct  512  
ILLEPYYAFTLELPETMVGRAMIDVEKMCGTCEISQTDGNTAILVGSAPVITMRNYQKEV  571

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G       LKGY+
Sbjct  572  IAYTKGLGRLFCSLKGYE  589

>PIR20472.1 elongation factor G [Deltaproteobacteria bacterium 
CG11_big_fil_rev_8_21_14_0_20_47_16]
Length=698

 Score = 270 bits (691),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 316/674 (47%), Gaps = 
71/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G I + G V +G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIIAHIDAGKTTVTERILFYTGRIHKLGEVHEGEATMDWMAQEQERGITITSAATTCS  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSLRVLDGAVGVFCAVAGVEPQSETVWRQADKYGVPRI  133



Query  125  
IFINKIDQAGVDLQSVVQSVRDK------------------------------------L  148
             F+NK+D+ G D   VV+ ++D+                                    
L
Sbjct  134  
AFVNKMDRVGADFFRVVEMMKDRLHTRAIPFVIPIGSEDEFKGIVDLLELKALTFDEQSL  193

Query  149  
SADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             A II  Q  +   EI    +   E  +AV E +D+LL +Y+ G+ I+R+ L+R  
++  
Sbjct  194  GATIIENQIPAELQEIAKRYHD--
ELVEAVAETDDELLHQYLEGKSIARDVLLRAARKAT  251

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------
QPIGEQGS-------------AA  248
             +  + PV+ G+A K  G+Q L+DAV  L          +G   S               
Sbjct  252  
IERKITPVFCGAAFKNKGVQQLLDAVVELLPSPLDIPNIVGHDVSDPEKLIERHPDPEGP  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L   VFK+       +  YLR+YSG +     V  A ++K     ++  M    + 
EI  
Sbjct  312  
LAALVFKIMSDPFVGQLAYLRIYSGQIEAGKHVFNASKKKKERASRLLRMHANKREEI--  369

Query  305  TDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              +A  G+IV+       +  D L +  +       E P P++   I PKT A ++
+L  
Sbjct  370  -
RSAVAGDIVVAVGLKFAVTGDTLCNEGQSVLLESMEFPEPVMSIAIEPKTNADQDKLTQ  428

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY---  420
            AL +LA  DP  R   DS T + ++S +G + LE++   +  ++ +E  V +P V 
Y   
Sbjct  429  
ALQKLALEDPSFRMHTDSETGQALISGMGELHLEIIVDRMKREFGVEANVGKPQVAYRET  488

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            +E   K  +  I  +V     +  + +++ P   G G+++      G + Q F  
AV+ G
Sbjct  489  VEGNAKVENKYIK-
QVGGKGLYGHVVINLEPQERGKGIEFVDATKGGVIPQEFIPAVKKG  547

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I    + G L G+ V D K+    G Y+   S+   ++  A +  + A+K++G  
LLEP 
Sbjct  548  



IEEAADNGVLAGYPVVDVKVTLLDGSYHDVDSSEIAYKIAASMAFKDAMKQAGPVLLEPM  607

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P E++     D       I     +K   V   ++P   +  Y TDL   
+ G
Sbjct  608  
MDVEVVVPDEFVGSVTGDLTSRRGRIMRTDTRKGAQVIDAQVPLASMFGYSTDLRSASQG  667

Query  600  RSVCLTELKGYQAA  613
            R+    +   Y AA
Sbjct  668  RASYTMQFAHYDAA  681

>WP_035586554.1 elongation factor G [Hippea jasoniae]
Length=691

 Score = 270 bits (690),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 195/676 (29%), Positives = 316/676 (47%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KLRNIGIIAHIDAGKTTTTERILYYTGVSHKIGEVHEGTATMDWMEQEKERGITITSAST  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV R+L VLDGA+ V  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCFWKEHMINIIDTPGHVDFTVEVERALRVLDGAVGVFCAVGGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D  +VVQ + +KL+ + ++ Q                         
Sbjct  129  
PRIAFVNKMDRIGADFFNVVQEIDEKLNGNPLVIQLPIGSESNFVGVIDLIRMKAIIWDS  188

Query  157  ---TVSLSPEIVLEENTD--IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                   S + + EE  D  +E  + +IE     +D+++EKY+ GE IS +K+V   
++ 
Sbjct  189  
DVLGAKFSIKDIPEELADQALEYRNKLIEKLADFDDEIMEKYLEGEDISEDKIVSAIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
                 + PV  GSA K  G+QPL+DAV              G+    GE+       
+  
Sbjct  249  



TIKTQVTPVLCGSAFKNKGVQPLLDAVVDFLPSPLDIPPVKGIDPKTGEEIERKADENEP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR----  304
            L    FK+       +  Y R+YSGTL+       AG      T+ +    G ++R    
Sbjct  309  LSLLAFKIMSDPYVGKLTYFRVYSGTLK-------
AGSYAYNSTKGKTERVGRLLRMHAN  361

Query  305  ----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 D  Y G+I   +        D L D          E P P++   + PKT 
A R+
Sbjct  362  
KREDVDVVYAGDIAAAIGLKYTTTGDTLCDEKNPIVLESMEFPEPVISVAVEPKTKADRD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L +AL +LA+ DP  R   D  T++ I+S +G + LE++   L  ++K+   V 
+P V 
Sbjct  422  
KLSNALQKLAEEDPTFRIRYDEETNQTIISGMGELHLEIIVDRLKREFKVGVNVGKPQVA  481

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E     +K     +  +   +  +  + + + PL  G G ++  ++  G + + 
F  A
Sbjct  482  YKESIKGKVKQEGKFVR-
QTGGHGQYGHVWIEIEPLERGKGFEFVDKIVGGVIPKEFIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++  +E G+  G+ V D ++    G Y+   S+   F+    +   +A K++   
L
Sbjct  541  
VEAGVKEAMESGIVAGYPVVDVRVTLFDGSYHEVDSSDMAFKIAGSMAFREAAKKAKPYL  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P++YL     D       I++   K +  +    IP   +  Y T 
L  
Sbjct  601  
LEPVMDVEVTTPEQYLGDVMGDINSRRGKIKSMGEKGNLKIIKAHIPLGEMFGYATVLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     +   Y+
Sbjct  661  ITQGRGTYTMQFSHYE  676

>WP_091481990.1 elongation factor G [Alkalibacterium pelagium]
 SEL09606.1 elongation factor G [Alkalibacterium pelagium]
Length=695

 Score = 270 bits (690),  Expect = 1e-77, Method: Compositional 
matrix adjust.



 Identities = 199/672 (30%), Positives = 322/672 (48%), Gaps = 
72/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  73   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----SLS  161
            +F+NK+D+ G D     +++ D+L A+                   ++K         
L 
Sbjct  133  
VFVNKMDKLGADFLHANETLHDRLQANAHPIQLPIGAEDDFKGIIDLVKMKAFMYGNDLG  192

Query  162  PEIVLEE-NTDI----EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI  E+   D+    E W     +AV + +++++ +Y+ GE IS E+L    ++     
Sbjct  193  
TEITEEDIPADMVELAEEWRTKLVEAVADLDEEMMMQYLEGEEISEEQLKEGIRKATLSV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI----------------------
GEQGSAA  248
              +PV  GSA K  G+Q L+DAV   L  P+                       +Q  
+A
Sbjct  253  
EFYPVLVGSAFKNKGVQLLLDAVVDYLPSPLDVRAIVGHEQRDETAEVKVEAGDDQPFSA  312

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
            L    FKV       R  + R+YSGTL     +  A    RE++ +I +M   S+ 
EI  
Sbjct  313  LA---
FKVMTDPYVGRLTFFRVYSGTLESGSYILNATKDSRERVGRILQMHANSREEISE  369

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L D          E P P+++  I PK+ A ++
++  
Sbjct  370  V---
FSGDIAAAVGLKDTTTGDTLCDLEHPVILESMEFPEPVIQVAIEPKSKADQDKMGL  426

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R E D  T E I+S +G + L+V+   +  ++K+E  V  P V 



Y E 
Sbjct  427  
ALQKLAEEDPTFRAETDHETGETIISGMGELHLDVIVDRMKREFKVEANVGAPQVSYRET  486

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +++    +        F   + +  TP   G+G ++E  +  G + + +  
AV+ G
Sbjct  487  FTKQVQSEGKFVRQSGGKGQF-
GHVWVEFTPNEEGAGFEFEDAIVGGVVPREYIPAVKAG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   LE G L G+ + D K     G Y+   S    F+  A + L+ A +++G  
+LEP 
Sbjct  546  
LEASLENGVLAGYPLVDVKAKLYDGSYHDVDSNETAFKVAASLALKNAAQKAGAVILEPM  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P++Y+             IE ++ + +  V  G IP   +  Y T L   
T G
Sbjct  606  
MAVEITVPEDYMGDIMGHISARRGNIEGSEQRGNATVVKGHIPLAEMFGYATTLRSATQG  665

Query  600  RSVCLTELKGYQ  611
            R     +   Y+
Sbjct  666  RGTFTMQFDHYE  677

>WP_073297585.1 elongation factor G [Atopostipes suicloacalis]
 SHE76827.1 elongation factor G [Atopostipes suicloacalis DSM 15692]
Length=697

 Score = 270 bits (690),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 211/674 (31%), Positives = 324/674 (48%), Gaps = 
74/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGETHDGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DII----------IK  155
            +FINK+D+ G D      ++ D++ A                   D++          
+ 
Sbjct  133  
VFINKMDKIGADFLYAAGTLNDRMQANAHPIQLPIGAEDQFEGIIDLVNMNAIIYHDEMG  192

Query  156  QTVSLS--PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            Q V++   PE  L++ T+      ++V E +D+L+ KY+ GE I+ E+L    ++   
D 
Sbjct  193  
QEVTIEEIPEEYLDQATEYRENLVESVAELDDELMMKYLEGEEITLEELKNGIRQATLDV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA----------------LCG  251
              +PV  GSA K  G+QPL+DAV   L  P+     QG +A                   
Sbjct  253  
EFYPVLVGSAFKNKGVQPLLDAVVDYLPSPVEVHAIQGHSADNPEETIERPADDSGPFSA  312

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       R  + R+YSGTL     V  A    RE++ +I +M    + EI     
Sbjct  313  
LAFKVMTDPFVGRLTFFRVYSGTLEAGSYVLNATKDNRERVGRILQMHANHRQEIPE---  369

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLL  362
             + G+I      +V L D     T             E P P+++  I PKT A +
+++ 
Sbjct  370  VFSGDIAA----
AVGLKDTATGDTLCAEDSPVILESMEFPEPVIQVAIEPKTKADQDKMG  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R E D  T E ++S +G + LEV+   L  ++K+E  V  P V 
Y E
Sbjct  426  
TALQKLAEEDPTFRAETDRETGETLISGMGELHLEVIVDRLKREFKVEANVGAPQVSYRE  485

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               + ++A    I  +      +  + +  +PL  G G ++E  +  G + + +  
AV D
Sbjct  486  TFTKTVEAEGKFIR-
QSGGKGQYGHVWIEFSPLEEGEGFEFEDAIVGGVVPREYIPAVED  544

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +E G L G+ + D K     G Y+   S+   F+  A + L  A K++G  
+LEP
Sbjct  545  
GLESSMEGGVLAGYPLIDVKAKLYDGSYHDVDSSETAFKVAASMALRAAAKKAGAVILEP  604

Query  539  



YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +S  + AP+EYL            TIE  +   + +  TG IP   +  Y T L   
T 
Sbjct  605  
MMSVDITAPEEYLGDLMGHISSRRGTIEGQEQHGNAMTVTGTIPLSEMFGYATTLRSATQ  664

Query  599  GRSVCLTELKGYQA  612
            GR     +   Y+A
Sbjct  665  GRGTFTMQFDHYEA  678

>WP_033159693.1 elongation factor G [Mycoplasma alvi]
Length=693

 Score = 270 bits (690),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 323/672 (48%), Gaps = 
70/672 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT +E +L+ SG   + G V +G    D M  E++RGITI +A 
TS  
Sbjct  12   
NFGIMAHIDAGKTTTSERILFHSGKTHKIGEVHEGAATMDWMEQEKERGITITSAATSVT  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C +N++DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    +  
+P +
Sbjct  72   
WKDCNLNLIDTPGHVDFTVEVERSLRVLDGAVAVLDAQMGVEPQTETVWRQASRYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
            +FINK+D+ G + +  V S+  +L                     D++  +T++      
Sbjct  132  
VFINKMDKTGANFERAVASIHSRLGVKAVPIQLPIGSENDFNAIIDLVEMKTLNFDGGPN  191

Query  162  --------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    P  + E+  ++  +  + V+  +D  +EKY+ GE +S E++ +  ++ 
V +A
Sbjct  192  
ENYKVTEIPAELKEQANEMRNQMIEEVVNFDDACMEKYLGGEELSVEEIKKCIRKGVINA  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCGS  252
            +LFPV  G+A +  G++PL+DAV   L  PI                       A   
G 
Sbjct  252  
TLFPVICGTAYRNKGVKPLLDAVVDYLPSPIDVPPAKGIDDRTDQEVEVLSSDDAPFVGL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEIVRTDTA  308
             FKV       R  ++R+YSG L     V   G++K     ++ +M    + EI   
D  
Sbjct  312  
AFKVATDPFVGRLTFVRVYSGVLTSGSYVVNVGKDKKERVSRLVKMHASQRNEI---DEV  368

Query  309  YPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+I  I+        D L   G    L   ++ E   P++   + PKT A +E+
+  A
Sbjct  369  YAGDICAIVGLKDTTTGDTLAKEGLGIHLESMQFAE---
PVISLAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L++LA+ DP  +   D  T ++I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLAEEDPTFKTYTDEETGQVIISGMGELHLDILVDRMRREFKVEVNVGAPQVSYRETF  485

Query  425  LKAAS-HTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K A     +I+       +  + ++  P +   G ++E ++  G + + +   V+ 
G+ 
Sbjct  486  TKEADVEGKYIKQSGGRGQYGHVVITFQP-
NHDKGFEFEDKIVGGRIPKEYIKPVKAGLE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L  G L G+ + D K     G Y+   S    F+  A + L++A K+    
LLEP ++
Sbjct  545  
DALNNGPLAGYPMIDIKAILHDGSYHEVDSNEMAFKIAASMALKEAGKKCAPVLLEPIMA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++    A  D      +IE  + + +  V   ++P R +  Y TDL  +T 
GR 
Sbjct  605  
IEVTVPEQNFGDAMGDISSRRGSIEGTEQRDNIQVIKAKVPLREMFGYATDLRSFTQGRG  664

Query  602  VCLTELKGYQAA  613
              + +   Y  A
Sbjct  665  NYIMQFSHYAEA  676

>WP_010619587.1 elongation factor G [Lactobacillus malefermentans]
 KRM60146.1 elongation factor G [Lactobacillus malefermentans DSM 
5705 = 
KCTC 3548]
Length=699

 Score = 270 bits (691),  Expect = 1e-77, Method: Compositional 
matrix adjust.



 Identities = 190/673 (28%), Positives = 311/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAEWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V+S+ D+L A+    Q               + +  +
+  E
Sbjct  131  
PRIVFVNKMDKIGADFDFSVRSIGDRLQANAHAVQMPIGAEDNFEGVIDLIEMKADLYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                     AV + +D ++EKY+ G  I+ ++L    
++
Sbjct  191  DELGTE-
WDTVDVPDDYKEEAQKRRDSLVEAVADVDDDIMEKYLEGTEITNDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG-------SA  247
               D   FPV  GSA K  G+Q +MDAV                 P  ++         
A
Sbjct  250  
ATLDLEFFPVLAGSAFKNKGVQMMMDAVIDYLPSPLDVRPYNATDPATDEAIELRADDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            +     FKV       R  Y+R+Y G+L     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
SFAALAFKVATDPFVGRLTYIRVYQGSLESGSYVLNATKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L    R       E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTSVDRPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422



            +AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  427  
NALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFKVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               KAAS       +      +  + +  TP   G G ++E  +  G + + F  
+V  G
Sbjct  487  
AFTKAASAQGKFVRQSGGKGQYGDVWIEFTPNEAGKGFEFEDAIVGGVVPREFIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ V D K     G Y+   S+ A F+  A + L  A K++   
+LEP 
Sbjct  547  
LKESLANGVLAGYPVVDVKAKLYDGSYHDVDSSEAAFKVAASMSLRNASKKAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  + + +       +P   +  Y T L   
+ G
Sbjct  607  
MKVDIVVPEEYMGDIMGQVTARRGRVEGMEDRGNAKQIHSYVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMAFDHYEA  679

>WP_081834113.1 GTP-binding protein [Lachnospiraceae bacterium 
MC2017]
Length=900

 Score = 274 bits (701),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 193/612 (32%), Positives = 308/612 (50%), Gaps = 
29/612 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E+LL+ +GAI + G V+ G    DT  LE++RGITI +    
F+ 
Sbjct  3    
LGILAHVDAGKTTLSEALLFETGAIRKAGRVDHGDAHLDTFDLEKERGITIFSKEARFET  62

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                ++++DTPGH DF  E+ R+L VLD A+LVISA D V  Q R L+  LR  N
+PT I
Sbjct  63   
AHRSISLLDTPGHADFSPEMERTLRVLDCAVLVISAPDRVTGQVRTLWRLLRHYNVPTYI  122



Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII--
IKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            F+NK+DQ G++  S++++++ +LS   I      V++  +     N +++   AV+
+ N 
Sbjct  123  FVNKMDQPGMEADSILETLKSELSGGCIEFSGDDVTIPADF---
SNDNVQEEIAVLDEN-  178

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             L+  Y+ G PI  + L       ++D  LFPV++GSA +  GI+PL++A+  L   
+  
Sbjct  179  -LMTDYLEGNPIKSDVL----PSLIRDQKLFPVFFGSALRMEGIRPLLNALDTL--
TLIP  231

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
               A     V+K+   D   R  ++++  GTL++RD +        K+ ++R+ S     
Sbjct  232  DYPAEFGARVYKIS-RDENTRLSWMKITGGTLKIRDMI-----
NDEKVNQIRLSSGARSE  285

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G I  +    +  +   LG  T    +  +  P+   R  I P+ A   
+   
Sbjct  286  LIQEASAGMICAVAGLTTTHIGSGLGTETDDTTELLQ--PIESCR-
IILPEGADPVKSFA  342

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            D L QL + +P+L    +  T +I    +G VQ E++  L  +++        P +
+Y E
Sbjct  343  D-
LRQLEEEEPMLHLSYNEETRDITAEIMGEVQTEILRRLTLDRFGYPIDFGTPEIVYKE  401

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              L       H E  P   +A + + +TP   GSG+ +E++    YL  +FQ  +   
+ 
Sbjct  402  TILNEVEGVGHFE--
PLRHYAEVHIMLTPSDPGSGITFENKCPRDYLTVNFQRLIMTNLE  459

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR  +   + Q L  + + 
LLEP LS
Sbjct  460  
EKAHRGVLTGSEITDIKITLIAGKSHEKHTEGGDFRQASYRAVRQGLMMAESVLLEPVLS  519

Query  542  FILYAPQEYLSRAYHDAPKYCATIETAQVKKD--
EVVFTGEIPARCIQAYRTDLAFYTNG  599
            F L  P   + RA  D  +   +    ++  D    V TG IPA  ++ Y   +A 
YT G
Sbjct  520  
FTLEVPSGNVGRAMTDISEMHGSTGAPEISADGNRAVLTGTIPASELKDYSRTVAAYTAG  579



Query  600  RSVCLTELKGYQ  611
                  +LKGY+
Sbjct  580  EGHLSVQLKGYE  591

>WP_056966148.1 elongation factor G [Lactobacillus ozensis]
 KRM68267.1 elongation factor G [Lactobacillus ozensis DSM 23829 = 
JCM 17196]
Length=696

 Score = 270 bits (690),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 189/660 (29%), Positives = 310/660 (47%), Gaps = 
62/660 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGITAHIDAGKTTATERILYYTGRIHKIGETHDGASQMDWMVQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF AEV RSL VLDG+I ++ A  GV+ QT  ++    
+  +
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTAEVERSLRVLDGSITILDAAAGVEPQTETVWRQASEYEV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPE  163
            P ++F NK+D+ G D  + V+S+ ++L A+                   +I+    
L  E
Sbjct  131  
PRIVFANKMDKLGADFDASVKSLHERLDANAHAVQMPIGAEDSFRGIIDLIEMKADLYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L    DI            +  DA++E     +D ++EKY+ GE IS+++L    
++ 
Sbjct  191  
DELGTKWDIVDIPDEFKEEAQKRHDALVEAVADVDDDIMEKYLEGEEISKDELKAGIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   +PV  GSA K  GIQ LMDAV                   TG    +    
+  
Sbjct  251  
TLNLEFYPVLAGSAFKNKGIQMLMDAVLEYLPSPLDVRPYKANDPKTGEDIELKADDNKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       R  Y+R+Y GTL     V  A + K     ++ +M   ++ 



EI  
Sbjct  311  
FAALAFKVATDPFVGRLTYIRVYQGTLESGSYVLNATKNKRERVGRLLQMHSNNRVEIPE  370

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              +   G  + L + +    D L D          E P P++  ++ PKT A +++
+  A
Sbjct  371  VFSGDIGAAIGLKNTTT--
GDSLTDQDHPLHLESMEFPDPVISVSVEPKTKADQDKMNTA  428

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  + E +  T E I++ +G + L ++   +  ++K+E  + +P V Y 
E  
Sbjct  429  
LQKLSEEDPTFKAETNPETGETIIAGMGELHLNIIVDRMKREFKVEATIGQPQVAYREAF  488

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA  A      +      +  + +  TP   G G ++E+ +  G + + F  +V  
G++
Sbjct  489  
TKATKAQGKFVRQSGGKGQYGDVWIEFTPNETGKGFEFENAIVGGVVPREFIPSVEQGLK  548

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S+ A F+  A I L  A K +G  
+LEP + 
Sbjct  549  
ESMENGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASIALRNAAKSAGPVILEPIMK  608

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             ++  +++    +    +P   +  Y T L   + 
GR 
Sbjct  609  
VDIVVPEEYMGDVMGQVTSRRGNVDGMELRNKAQLIHAFVPLSEMFGYATTLRSASQGRG  668

>OKY72037.1 translation elongation factor G [Limnothrix sp. CACIAM 
69d]
Length=691

 Score = 270 bits (690),  Expect = 1e-77, Method: Compositional 
matrix adjust.
 Identities = 194/700 (28%), Positives = 322/700 (46%), Gaps = 
92/700 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    



RVRNIGIAAHIDAGKTTTTERILYYSGVVHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWNDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V   VRD+L A+ +  Q + +  E  L               
Sbjct  129  PRIVFVNKMDRTGANFYKVYGQVRDRLKANAVPVQ-
IPIGAESELRGIVDLVKMRAYLYT  187

Query  167  -EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             +  TDI+  D                  AV E +D L EKY+ GE +++E++    
++ 
Sbjct  188  
NDLGTDIQETDIPEDLVDLADEYRLKLVEAVAETDDVLTEKYLEGEELTQEEIKGALRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
              D ++ P+  GSA K  G+Q L+DAV              GL  P G +       
+A 
Sbjct  248  TIDGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPIDVPPIKGLL-
PDGSEVTRPADDNAP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITE  293
                 FK+   D   R  ++R+YSG +               R+   + L   E++
++ E
Sbjct  307  PAALAFKI-
MADPYGRLTFIRVYSGVITKGSYVYNATKGKKERISRLIVLKADERIEVDE  365

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            MR    G  +       G+ +   SD V L  +               P P++   
+ PK
Sbjct  366  MRAGDLGAALGLKDTITGDTICSESDPVILESLF-------------
IPEPVISVAVEPK  412

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T    E+L  AL  L++ DP  R  +DS T++ +++ +G + LE++   +  +++
+E  V
Sbjct  413  
TKQDMEKLSKALQSLSEEDPTFRVSIDSETNQTVIAGMGELHLEILVDRMMREFRVEANV  472

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
              P V Y E   +P KA    +  +      +  + + + P   G+G ++ S++  
G + 



Sbjct  473  GAPQVAYRETIGKPAKAEGKFVR-
QSGGKGQYGHVVVEIEPGEPGTGFEFVSKIVGGVVP  531

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +      G+R   E G+  G+ + D K+    G Y+   S+   F+    + + 
+A+ 
Sbjct  532  
KEYIGPAEQGMREACESGILAGYPLIDVKVTMVDGSYHDVDSSEMAFKIAGSMAVREAVM  591

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP +   + AP+E+L     +       IE    +        ++P   
+  Y
Sbjct  592  
KAAPVLLEPLMKVEVEAPEEFLGDVMGNLNSRRGQIEGMGSESGTAKVAAKVPLAEMFGY  651

Query  590  RTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             TD+   T GR +   E   Y      V + +I   + N+
Sbjct  652  ATDIRSMTQGRGIFSMEFSQYSEVPRNVAEAIIAKSKGNA  691

>WP_015797864.1 elongation factor G [Acidimicrobium ferrooxidans]
 ACU53363.1 translation elongation factor G [Acidimicrobium 
ferrooxidans 
DSM 10331]
Length=695

 Score = 270 bits (690),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 199/669 (30%), Positives = 315/669 (47%), Gaps = 
60/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  11   
RLRNIGIMAHIDAGKTTTTERILYYTGKNYKIGEVHEGAATMDWMPQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ QT  ++    
K  +
Sbjct  71   
TAFWRDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAVAGVEPQTETVWRQGNKYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G +    VQ +RD+L A                   D++ K+ +    
Sbjct  131  
PRICFVNKMDRVGANFDRCVQMIRDRLDAVPAVIQLPLGVESSFRGVIDVVGKRAIVWDE  190

Query  163  ---EIVLEENTDIEAWDA----------VIENND-



KLLEKYIAGEPISREKLVREEQRRV  208
               E   +E    E  DA          V+ N+D +L+E+Y++ E IS E L    
+   
Sbjct  191  
GLGETFHDEPIPAELVDAAEQAHHDLIDVLANHDEELMERYLSDEEISEEMLRASIREAT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIG-------
EQGSAAL  249
             +  + PV  GSA K  G+QPL+DAV                 P G           
A  
Sbjct  251  
INNHVVPVLCGSAFKNKGVQPLLDAVVDYLPSPLDIPAATGTSPNGMDIITREPSDDAPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
                FK+       +  Y R+YSG L    TV  + ++K  +I  + +         
+ A
Sbjct  311  
AALAFKIMTDPYVGKLTYFRIYSGVLEKGSTVLNSTKDKRERIGRLLLMHANHREDIEVA  370

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+IV  +   S    D L DP         E P P++   + PKT + +E++  
AL  
Sbjct  371  
HAGDIVAAVGLKSTSTGDTLCDPQAPVVLESLEFPDPVIHVAVEPKTKSDQEKMSRALYA  430

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  R   D  T + ++S +G + LEV+   L  ++K+E  V +P V Y E   
+P
Sbjct  431  
LAEEDPTFRVRSDQETGQTVISGMGELHLEVIVDRLLREFKVEANVGKPQVAYREAIRKP  490

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +         +      +  + + V PL  G G ++  +++ G + + +  AV  
GI+  
Sbjct  491  
VSKVEERYVRQTGGRGQYGHVVIDVEPLGRGEGYEFVDKITGGVIPKEYIPAVDAGIQDA  550

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L  G+  G+ V D ++   +G Y+   S+   FR    + +++A++ +   LLEP 
++  
Sbjct  551  
LSSGILAGFPVVDLRVTLVFGSYHEVDSSEMAFRIAGSLAIKKAVRMASPCLLEPIMAVE  610

Query  544  LYAPQEYLSRAYHDAPKYCATIE-
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
            +  P+EYL     D       +E   QV  ++VV    +P   +  Y TDL   T 
GR+ 
Sbjct  611  VVTPEEYLGDVIGDLSARRGKVEGMEQVGVNQVV-
RALVPLAEMFGYATDLRSRTQGRAS  669



Query  603  CLTELKGYQ  611
                 + YQ
Sbjct  670  YSMVFRAYQ  678

>WP_072621274.1 elongation factor G [Spirulina major]
Length=696

 Score = 270 bits (690),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 199/660 (30%), Positives = 312/660 (47%), Gaps = 
68/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
T+  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATTCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  70   
WKEHQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKVSRI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW------  175
            I++NK+D+ G D  SVV+ V+D L A  ++  T+ +  E       D+   +AW      
Sbjct  130  IYVNKLDRTGADFYSVVKQVKDILGAQPLV-
MTLPIGIENAFVGVVDLLTEKAWVWDDSG  188

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E +D+++EKY+ GE I  + +    +
+  +
Sbjct  189  
DPLNYTIQDIPADMADDVATYREALIELAVEQDDEVMEKYLEGEEIDIDTIKTCIRKGTR  248

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----GEQG-------
SAAL  249
            D + FP Y GS+ K  G+Q ++DAV            QPI      E G        
A L
Sbjct  249  
DLAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPLEVNPQPIVDLEGNETGEYAKADFDAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+     G    + R+YSG L   DT+   A    E++ ++ EM   ++ 
EI   
Sbjct  309  RALAFKIMDDRFGA-
LTFTRIYSGMLAKGDTILNTATGKSERISRMVEMHADTREEI---  364



Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            ++A+ G+IV L    S +    L DP           P P++   + PK     E+
+  A
Sbjct  365  
ESAHAGDIVALVGMKSTQTGHTLCDPKNPATLEPMVFPEPVISIAVKPKKKGADEKMGMA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L+++   DP    E D  + E IL  +G + L++   +L   + +E  V +P V Y 
E  
Sbjct  425  
LSKMVQEDPSFHVETDQESGETILKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I   + P  +GSG Q+ES+V+ G + + F  AV+ 
G  
Sbjct  485  
TKRLEDSYTHKKQSGGSGQYGKIDYILEPGEVGSGFQFESKVTGGNVPREFWPAVQKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +EQG L G+   D K+    G Y++  S+   F   A     Q+L ++G 
QLLEP ++
Sbjct  545  
SSIEQGPLAGFPCVDLKVTLTDGAYHAVDSSAIAFEIAARAAYRQSLPKAGPQLLEPIMA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +Y+     D  +    I++       V    ++P   +  Y  DL   T
+GR 
Sbjct  605  
VDVFTPDDYMGDVIGDLNRRRGLIKSQDAGTIGVRIKADVPLSEMFGYIGDLRTMTSGRG  664

>WP_062413030.1 elongation factor G [Megasphaera sp. MJR8396C]
Length=690

 Score = 270 bits (690),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D  G D  +VV+ ++D+L A+ +  Q               +++  
EI  +
Sbjct  129  
PRIAFVNKMDTTGADFLNVVEMMKDRLQANSVAIQLPIGAESTFSGIIDLITMKAEIYDD  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +IE  D                  AV + +++L+ KY+ GE IS ++L    
++ V
Sbjct  189  
ALGKEIEIVDIPEDELEEAKKYHDIMVEAVCDTDEELMMKYLEGEEISVDELKVAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                LFPV  GSA K  GIQ L+DAV              G      E+ +      
A L
Sbjct  249  
CTNKLFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPAVKGTNPDTDEEETRAVDDKAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKMAFFRVYSGTLQSGTYVYNSTKGKKERVGRILRMHANHREEVQEA  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T   G IV L   +    D L D          E P P++   + PKT A +E++  
AL
Sbjct  369  YTGDIGGIVGLKDTTT--
GDTLCDEKNPIILEKMEFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E   
Sbjct  427  
ARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE---  483

Query  426  KAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 TI  E+    F          +    L + P   G G ++E++V  G + + 
+  
Sbjct  484  -----
TIRKEIKSRGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYIG  538



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  ++
+   
Sbjct  539  
SVEAGVKEAMETGVLAGFPMVDIKVAVYDGSYHEVDSSEMAFKIAGSMGFKEGARKADPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL 
Sbjct  599  
LLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR V       Y+
Sbjct  659  SRTQGRGVYTMTFDHYE  675

>WP_036639869.1 MULTISPECIES: GTP-binding protein [Paenibacillus]
 ETT38940.1 small GTP-binding protein [Paenibacillus sp. FSL R5-808]
 ANA79742.1 elongation factor G [Paenibacillus glucanolyticus]
 AVV56236.1 GTP-binding protein [Paenibacillus glucanolyticus]
Length=651

 Score = 269 bits (687),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 189/622 (30%), Positives = 306/622 (49%), Gaps = 
41/622 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I E G V+  +   D+  +E++RGIT+ A   
+ Q+
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYMTDTIQERGRVDHQSAFLDSHDIEKERGITVFADQATMQF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI+VISA +GV+  T  ++H LRK  
+PT  
Sbjct  65   
NGSIYYLIDTPGHVDFSPEMERAIGVMDAAIVVISAVEGVEGHTETVWHLLRKHGVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENNDK  184
            FINKID+ G D+  V++ +R +L+ D  +     ++ E VL E     +  +A+ E 
++K
Sbjct  125  FINKIDRVGADVPRVLEEIRHELTEDACM-----
ITEEDVLHEGVMQSSLIEAIAERDEK  179

Query  185  LLEKYIA-GEPISR-----
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            LLE Y+  G  +S+       ++RE Q       LFP + GSA + +G+   +  +  



L 
Sbjct  180  LLELYMEQGYEVSQWLDTMTAMIREGQ-------
LFPCFSGSALQNMGVTHFLHQLD-LL  231

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMR  295
                    A   G V+K+ + + G R  Y++   GTL++RD +  ++G E +  K
+T +R
Sbjct  232  
TVTDYDPGADFAGRVYKIRHDEQGTRLTYIKAMGGTLQVRDEIVYVSGAEMIREKVTFIR  291

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------TT  349
            + + G ++ TD  + G++ ++   S                R   + +P L+      
++
Sbjct  292  LINGGRVMNTDRVHAGDLFVVTGISAAAAGDG---
LGALSGRTAYELVPTLKSKVLFESS  348

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PK   +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E
++  
Sbjct  349  IHPKDMLRGFRLLDA------
EDPSLSGQWDEPAQAIHIHVMGIIQLEVLERIVFERFGY  402

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 EP ++Y E   +      H E  P   +A + L + P    SG+ + +      
L
Sbjct  403  RISFGEPEILYKETITEDVVGCGHFE--
PLKHYAEVHLRLEPGERNSGIVFANACHPDVL  460

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
              ++Q+ V   +      GL  G  VTD KI    G  ++  +   DFR      L 
Q L
Sbjct  461  
PVNYQHLVAQHVGERDHHGLLTGSPVTDIKITLLKGRAHNKHTHGGDFREATYRALRQGL  520

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++  +LLEPY  F +    E++ R   D  +  A  E  +   D+V  TG  P   
+  
Sbjct  521  
EKASNRLLEPYYHFKVKVDVEHIGRLMSDLTQAKANFEPPETSGDKVTVTGSAPVSTMMN  580

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y  +LA YT GR        GY
Sbjct  581  YSMELAAYTKGRGSISLVYGGY  602

>WP_066678229.1 GTP-binding protein [Clostridium septicum]
Length=651



 Score = 269 bits (687),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 174/611 (28%), Positives = 303/611 (50%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL E +LY + +I   G V+   +  D+  +ER+RGIT+ +    
FQ+
Sbjct  5    
IGILAHVDAGKTTLAEQILYHTKSIRSRGRVDHKNSFLDSHNIERERGITVFSDQGIFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  K  ++DTPGH DF +E+ R + ++D AIL++SA DG+Q  +  ++  L+K  
IPT I
Sbjct  65   
NNSKYYLIDTPGHADFSSEMERGIQIMDYAILILSAVDGIQGHSETVWSLLKKHKIPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENNDK  184
            FINK+D+ GV+L  V++ ++DK + DI I +         L+EN   E + D ++E 
+D+
Sbjct  125  FINKMDRVGVNLNEVIEEIKDKFTKDICIIKN-------
YLKENLMDETFIDFIVEKDDE  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLEKY+ G     E L+   ++ +++   +PV+ GSA + +GI+  ++ +  L       
Sbjct  178  LLEKYLEGN-YKEEDLINCFKKIIKENKAYPVFLGSALQDVGIEEFINNLD-
LLTYTNYN  235

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKLKITEMRIPSKGE  301
                  G V+K+++ + G +  Y++  SG+L++++ +       R+  KI ++RI 
+  +
Sbjct  236  
EDEKFSGKVYKIKHDNDGTKLTYIKALSGSLKIKEEIEYGKAENRKLDKINQIRIYNGNK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D    G+I  +    V L + + GD     ++    + +P L++ +        
+ 
Sbjct  296  YKNVDKISAGDIFAV----
VGLTEAISGDGVGEFKETSMYNMVPTLKSKVIYSKDLNPKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    D +  E+ ++ +G +QLE++  L+ E++K++       
++Y
Sbjct  352  
ILKIFKILEAEDPALNVVWDEVLKELQINIMGVIQLEILKELVKERFKVDISFGPCEILY  411

Query  421  



MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + L +      SG+ ++++     L    QN 
V+  
Sbjct  412  KETIEGETIGYGHFE--
PLKHYAEVHLKIEEGKRNSGIIFKNKCHTDNLTVGQQNLVKTH  469

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G L G  +TD +I    G  +   ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IYEKDHNGILIGSPITDLEITLLTGKAHDKHTSGGDFREATFRALRQGLEKAKNILLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +    +Y+ R   D  K     E  + K +++   G  P      Y  +    
T G
Sbjct  530  
YSFNINMEVDYMGRVLSDIQKLNGVFEIKENKCEKINIVGRGPVSTFMDYSKEFIALTKG  589

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKISFVFDGY  600

>WP_090164669.1 elongation factor G [Eubacterium pyruvativorans]
 SDF64277.1 translation elongation factor 2 (EF-2/EF-G) [Eubacterium 
pyruvativorans]
 SFU68926.1 translation elongation factor 2 (EF-2/EF-G) [Eubacterium 
pyruvativorans]
 SFO12821.1 translation elongation factor 2 (EF-2/EF-G) [Eubacterium 
pyruvativorans]
Length=689

 Score = 270 bits (690),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 193/672 (29%), Positives = 323/672 (48%), Gaps = 
69/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTVTERILFYTGKTHKIGETHDGASQMDWMEEEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++AK GV+ Q+  ++    
K  +
Sbjct  70   
TAHWKGNRINIIDTPGHVDFTVEVERSLRVLDGAVTVLAAKGGVEPQSETVWRQAEKYQV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIII--------  154
            P ++F+NK+D  G D   V+  ++D+L A                   D+I         
Sbjct  130  
PRMVFVNKMDVLGADFYKVIDQIKDRLGANPVAVQLPIGKEDSFRGIIDLITMKAEIYED  189

Query  155  KQTVSLSPEIVLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            K    +  E + E+  D+ + W     +AV E++++L+ KY+ GE I+ +++    
+++ 
Sbjct  190  
KLGTEIDEEAIPEDMMDLAQEWREKMIEAVAESDEELMMKYLDGEEITEQEIRATIRKQT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQGS---------  246
                + P   GSA K  G+QPL+D             A+TG+     E+ +         
Sbjct  250  
IANEMVPCMCGSAYKNRGVQPLLDGIIDYMPSPVDVPAITGVNPDTEEEETRPSSDKEPF  309

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEI  302
            AAL    FK+       +  + R+YSGTL     V  ++ G RE++ +I +M    
+ EI
Sbjct  310  AALA---
FKIMTDPYVGKLAFFRVYSGTLDSGSYVYNSVKGDRERIGRILQMHANKRNEI  366

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D  Y G+I   +   +    D L D          E P P++   I PKT A 
+E++
Sbjct  367  ---
DKVYSGDIAAAVGLKNTTTGDTLCDENHPIILESMEFPDPVIEIAIEPKTKAGQEKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P 
V Y 
Sbjct  424  
GIALSKLAEEDPTFKTYTNEDTGQTIIAGMGELHLEIIVDRLMREFKVEANVGKPQVSYK  483

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K A   H    +   +  +  + + V P   G G ++ + +  G + + F   
+  
Sbjct  484  
ETITKEADVDHKYAKQSGGHGQYGHVKIRVYPRKPGEGFEFVNAIVGGAIPKEFIGPIEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  +E G + G+ V D  +    G Y+   S+   F+  A +   +A +++   
LLEP
Sbjct  544  
GIKEAMETGPIAGYQVVDVGVELYDGSYHEVDSSEMAFKLAASMAFREAAQKAAPVLLEP  603

Query  539  



YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
                 +  P EY+     D       IE +++ K  V     +P   +  Y TDL   
T 
Sbjct  604  
IFKVEVTVPDEYMGDVIGDLSGRRGRIEGSEMDKGAVEIRAMVPLSEMFGYATDLRSRTQ  663

Query  599  GRSVCLTELKGY  610
            GR   + +   +
Sbjct  664  GRGTYVMQFDHF  675

>OGJ88160.1 translation elongation factor G [Candidatus 
Raymondbacteria bacterium 
RifOxyA12_full_50_37]
 OGJ94117.1 translation elongation factor G [Candidatus 
Raymondbacteria bacterium 
RIFOXYA2_FULL_49_16]
 OGJ96962.1 translation elongation factor G [Candidatus 
Raymondbacteria bacterium 
RIFOXYC2_FULL_50_21]
 OGK04686.1 translation elongation factor G [Candidatus 
Raymondbacteria bacterium 
RIFOXYD12_FULL_49_13]
 OGP41884.1 translation elongation factor G [Candidatus 
Raymondbacteria bacterium 
RIFOXYB2_FULL_49_35]
Length=688

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 202/668 (30%), Positives = 317/668 (47%), Gaps = 
65/668 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +L  +G I  PG V  G T  D M  ER+RGITI 
AA T
Sbjct  4    
RIRNIGIIAHIDAGKTTTTERILLYTGKIHRPGEVHDGNTIMDWMDQERERGITITAAAT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W    +NI+DTPGH+DF  EV RSL VLDGA++V  A  GVQ Q+  ++H   
K  I
Sbjct  64   
TCRWKEHTINIIDTPGHVDFTVEVERSLRVLDGAVVVFCAVGGVQPQSETVWHQADKYRI  123

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE------------------  163
            P + FINK+D+ G D    V+++R KL+A  +I Q    S E                  
Sbjct  124  
PRLTFINKMDRVGADFLGTVEAMRKKLNARPLILQMPIGSEEAFIGIVDLVEFKAAYFSE  183

Query  164  ---------------IVLEENT-



DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                           +V E  T  +E  + +  ++D +LEK +  + I   ++ +  
+  
Sbjct  184  
DDYGSHVRYEEIPEGLVAEARTRRMEMLEELSHDSDVILEKLLEDKEIEAVEIQQALRTA  243

Query  208  
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA-------------------  248
            +  + +FPV  GSA K  G+Q L+DAV        ++G+ +                   
Sbjct  244  
IVQSRMFPVLCGSAFKNKGVQQLLDAVVAYLPSPLDRGTVSGHSLRTPEDIETRFPSEKE  303

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIV  303
             L    FK++      R V+ R+YSG LR+ D V  A    RE++ +I +M    + 
EI 
Sbjct  304  
PLSALAFKIQSDQFVGRLVFTRVYSGILRVGDAVFNANTGKRERVQRIFQMHADKRIEI-  362

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D A  G+IV L         + L D  R         P P++   I PK+ A 
+E+L 
Sbjct  363  --
DRARCGDIVALTGLRQTVTGNTLCDDKRPLLFEAISFPTPVIEIAIEPKSKADQEKLG  420

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             +L +L++ DP  +   D  T + ++S +G + LEV++  L  ++ +E  V +P V 
Y E
Sbjct  421  
MSLAKLSEDDPTFKVRSDENTGQTLISGMGELHLEVITTRLMREFHVEANVGKPYVSYSE  480

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++         +      +A I  SV P    SG  + + +  G + + F  A
+  G
Sbjct  481  
TITRSIDRDFRYQKQTGGKGHYAHIIFSVGPGKPNSGFIFRNDIVGGQVPREFIPAIEHG  540

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G   G+ VTD ++    G  +S  S+   FR    + +++AL ++   
+LEP 
Sbjct  541  
MKDALNFGPRAGYPVTDVQVVLTGGSSHSVDSSDLAFRIAGSLGIKEALAQAAPIILEPI  600

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P+EY  +   D  K  A I   + K +  + T E+P   +  Y T     
+ G
Sbjct  601  
MKVNVFVPEEYTGQVTGDINKRNAQILGIENKGNFQIITAEVPLAEMFGYATTARSLSQG  660



Query  600  RSVCLTEL  607
            R+    E 
Sbjct  661  RASFAMEF  668

>WP_019228643.1 GTP-binding protein [Sedimentibacter sp. B4]
Length=655

 Score = 269 bits (687),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 184/616 (30%), Positives = 297/616 (48%), Gaps = 
21/616 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT TE LLY +G+I   G V+  T+  DT  +E+ RGITI A    
FQ+
Sbjct  5    
IGIFAHVDAGKTTFTEQLLYNTGSIRNLGRVDHKTSSMDTNEIEQNRGITIFADQGIFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGHMDF AE  RS++ LD AIL+IS   GVQA T  LF  L   
NIP  I
Sbjct  65   
NNDTYYIIDTPGHMDFSAETERSMSALDYAILIISGSSGVQAHTTTLFKLLSSYNIPVFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D    +LQ +   +++KL+ DI+    ++ + +I+ +   D  A     + 
++  
Sbjct  125  FINKCDIDSFNLQVITDDIKNKLTGDILY---LNSADDIINQNIADFSA-----
DRDEAF  176

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP-
IGEQ  244
            LE Y+  +  S   L+    + ++    FP+  GSA KG+GI   ++  + L +    
E+
Sbjct  177  LESYLQ-
DDYSTNDLLETVIKIIKMRLCFPLMTGSALKGIGINDFLEVFSSLSKTEYEEK  235

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGE  301
                  G V+K+ + + G R  +++  SG LR++D       E +   K+ E+R+ 
+  +
Sbjct  236  
EHNYFVGKVYKIRHDEKGIRLTFIKALSGKLRIKDEFTFIKGEVISSEKVNEIRVYNGKK  295

Query  302  IVRTDTAYPGEI---
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                +    G+I   V L S         G+ T      +  +     +  I   T    
Sbjct  296  
FENKNEILAGDIFAVVGLKSPVCGTVIATGETTIDEINNFHLNAALKSKVNILDNTDVT-  354



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              L++ L  L   DP+L       T  I++S +G++QLE++  L+  ++ +    +
+P V
Sbjct  355  -
ILMEKLHILESEDPMLSVAFIKETENILISVMGKIQLEILEQLIKSRFGISVNFEKPQV  413

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             Y E    A +   H E  P   +A + L++ P S GSG+ +ES+  +  L  ++Q
+ + 
Sbjct  414  EYKETIKSAVTGYGHFE--
PLRHYAEVKLTLEPTSRGSGITFESQCHVDNLILNYQHTIE  471

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            + +   + +G+  G  +TD K+  + G  +   +   DFR      + Q L+++ + 
LLE
Sbjct  472  
NHVFEKVHKGILTGSPITDIKVILKDGRAHIKHTVGGDFREATYRAIRQGLEKAESILLE  531

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P+ SF +YA + Y+ R   D  K     E   +    V   G  P      Y  +L  
+T
Sbjct  532  
PFYSFEIYAEETYMGRIMSDIQKLRGICEAPVLNCGNVYIKGRGPVESFMDYSVELISFT  591

Query  598  NGRSVCLTELKGYQAA  613
             G         GY   
Sbjct  592  KGTGSISLMYDGYDVC  607

>WP_092055083.1 GTP-binding protein [Bhargavaea ginsengi]
 SEJ71991.1 small GTP-binding protein domain-containing protein 
[Bhargavaea 
ginsengi]
Length=642

 Score = 268 bits (686),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 177/608 (29%), Positives = 292/608 (48%), Gaps = 
19/608 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IGILAHVDAGKTT +E LLY + AI   G V+      D+  +E+ RGIT+ A    
F+
Sbjct  4    
TIGILAHVDAGKTTFSEQLLYHTEAIRSRGRVDHKDAFLDSHAIEKNRGITVFADQAVFR  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
             +  +  ++DTPGH+DF  E+ R++ V+D AILV+SA DGV+  T  ++  LRK  



+PT 
Sbjct  64   
HNGTEYTLIDTPGHVDFSPEMERAIRVMDAAILVVSAADGVEGHTETVWDLLRKHRVPTY  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            IFINK D+ G D ++ +  +R  LS ++++     L+P+++         W A  E 
++ 
Sbjct  124  IFINKTDREGADRETALTEIRKSLSENVVLLDD-GLTPDVI--------EWMA--
ERDET  172

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+  E    E  +R+ +R      ++P   GSA K +G+    + +  L       
Sbjct  173  LLEHYLE-
EGFDEEVWIRDMRRMTDSGRIYPAGSGSALKDIGVTEFFEWLDRLSGGTLPD  231

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                    V+K+ + + GQR  +L+L  G L +RD + +AG E  K+T++R  S  
+   
Sbjct  232  ADGPFAARVYKIRHDEGGQRVTFLKLTGGRLSVRDEIRIAG-
EPQKVTQIRKYSGHKYTV  290

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             DTA PGE+V +   S     V G+P      +      P L   +    +   + 
+L  
Sbjct  291  QDTAGPGELVAVMGLS---
GIVAGEPLGAETGQTAFSLTPSLSAAVRFGDSIHPKDMLAH  347

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              QL   DP L    D    EI +  +G +QL+V+  ++S+++       +PS++Y 
E  
Sbjct  348  
FMQLDTEDPSLSVTWDEHASEIRVHVMGLIQLDVLKEIMSDRFGQLVTFGDPSILYKETV  407

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              A +   H E  P   +A + L + P   G+G+ ++S      L   FQN V   
+   
Sbjct  408  RTAVTGYGHFE--
PLRHYAEVHLDIAPSERGAGITFKSNCHPNELAPGFQNLVGQVLTEK  465

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
              +GL  G  +TD +I    G  ++  ++  DFR  +   L Q L+++   LLEP     
Sbjct  466  
PHRGLLTGSPLTDLQIALSTGRAHNEHTSGGDFREASLRALRQGLEKADNVLLEPVYDVK  525

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +      + R  +D  K        + + D +  +  +P      Y  + + +T+G



+   
Sbjct  526  
IKVATGLMGRVLNDIQKAHGQFGEPETEGDAIRISARVPVSTFMGYPAEFSSFTSGKGSI  585

Query  604  LTELKGYQ  611
                 GY+
Sbjct  586  SLRPGGYE  593

>WP_011375452.1 elongation factor G [Lactobacillus sakei]
 Q38UQ9.1 RecName: Full=Elongation factor G; Short=EF-G
 CAI56076.1 Elongation factor G (EF-G) [Lactobacillus sakei subsp. 
sakei 
23K]
 BAX67508.1 elongation factor G [Lactobacillus sakei]
 AUX12670.1 elongation factor G [Lactobacillus sakei]
Length=695

 Score = 270 bits (690),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 317/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAEWKGNRVNIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G +    + ++ D+L A                   D+I  Q      
Sbjct  131  
PRIVFVNKMDKLGANFDYSMTTLEDRLQANAHAVQMPIGAEDEFQGVIDLIEMQADIYDE  190

Query  157  --------TVSLSPEIVLEENTD--
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    TV + P   LEE T    E  +AV + ND +++KY+ GE IS+E+L    
++
Sbjct  191  DELGAKWDTVDV-
PADYLEEATKRRAELVEAVADVNDDIMDKYLEGEEISKEELKAAIRQ  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------
QPIGEQG-------------SA  247
               D   FPV+ GSA K  G+Q LMD V          +P   +                
Sbjct  250  



ATIDLKFFPVFAGSAFKNKGVQMLMDGVVDYLPSPLDVRPYNAKNPEDDSEVELMAGDDK  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL+    +  A ++K     ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYTGTLQSGSYILNATKDKRERVGRLLQMHSNHRNEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++ ++ P++   R
++L 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLILESMEFPDPVIQVSVEPESKEDRDKLD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E ++ T E ++S +G + L+++   +  ++K+   + EP V 
Y E
Sbjct  427  
LALQKLAEEDPTFKAETNNETGETLISGMGELHLDIMVDRMRREFKVVAKIGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
TFTKQASAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S  + F+  A + L+ A K++G +
+LEP 
Sbjct  547  
LKESMANGVLAGYPLIDVKAKLYDGSYHDVDSNESAFKIAASMALKNAAKQAGAEILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP+EYL             +E  + + +  +    +P   +  Y T L   
T G
Sbjct  607  
MKVEVIAPEEYLGDIMGQVTARRGAVEGMEARGNAQIVNAMVPLSEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y A
Sbjct  667  RGTFTMVFDHYSA  679

>OGE62981.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_01_FULL_40_27]
Length=712



 Score = 270 bits (691),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 205/680 (30%), Positives = 336/680 (49%), Gaps = 
73/680 (11%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  ER+RGITI  
AA+
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILFYTGRTYKIGNIDEGTTVTDWMEQERERGITIVSAAI  73

Query  61   TSF--------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            T+F        +    ++N++DTPGH+DF AEV RSL VLDGA++V+ +  GVQ
+QT  +
Sbjct  74   
TAFWTVKKGLFEGQEMRINLIDTPGHVDFTAEVERSLRVLDGAVIVLDSSSGVQSQTETV  133

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS  161
            +    K N+P + F NK+D  G D  + +QS RD+L A+ I               
V L 
Sbjct  134  
WRQANKYNVPLIAFANKMDVVGADFMATIQSARDRLGANAIAYNLPIGKENDFAGVVDLL  193

Query  162  PE--IVLEEN------TDI-----------EAWDAVIE----
NNDKLLEKYIAGEPISRE  198
             E  I+ E +      T++           EA + ++E     +D L+EKY++GE 
I  E
Sbjct  194  
TEKAIIWEGDETGAKFTEVEIPADMVGQVKEAREKLVEEISGTDDVLMEKYLSGEKIGVE  253

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQ  239
            +L    +  V    + PV  GS+ +  G+QP++D+V                   
TG  +
Sbjct  254  
ELKLALRSAVIANKIVPVMAGSSLRNKGVQPMLDSVVEYLPSPQDIAIVSGHNPKTGENE  313

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPS  298
                   AAL    FK++      +  Y+R+YSGTL+    V  + ++   ++  + 
+  
Sbjct  314  
ERKANPGAALSALAFKIQVDPHVGKLTYIRVYSGTLKSGSYVYNSTKQINERVGRLLLMH  373

Query  299  KGEIVRTDTAYPGEIV--ILPSDSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKT  354
              +    D A+ GEIV  +   D++  N +  +  P  L    +   P P++   I 
PKT
Sbjct  374  ANDREEIDEAFAGEIVAAVGLKDTITGNTLCDEAAPIILESISF---
PDPVISLAIEPKT  430



Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             + +E+L  AL +LA+ DP  R + D  T + I++ +G +QLE++   +  ++KLE  
V 
Sbjct  431  
KSDQEKLGYALQRLAEEDPTFRVKSDLETGQTIIAGMGELQLEILVDRMKREFKLEANVG  490

Query  415  EPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +P V Y E   K A     +I +      +    L + PL  G G ++ S V  G 
+ + 
Sbjct  491  
QPQVAYKETITKLAEGEGKYIRQTGGRGQYGHCLLKIEPLPRGQGREFVSEVVGGAIPRE  550

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F   +  G+    + G+  G+ VTD K+    G Y+   S+   F+  A + L +A 
K++
Sbjct  551  
FIPPIEKGVIEKEDTGILAGYPVTDIKVTVYDGSYHDVDSSEIAFKIAASLGLSEAAKKA  610

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+E+L     D     A I +++ + +  V    +P   +  
Y T
Sbjct  611  
DLILLEPIMKVEVTTPEEFLGEIIGDLSSKRAQILSSETRGNARVVIALVPLAEMHGYAT  670

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             +   + GR+    E   Y+
Sbjct  671  AIRSMSQGRATYYMEADHYE  690

>EEL50311.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus cereus 
Rock3-44]
Length=292

 Score = 258 bits (658),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 129/286 (45%), Positives = 195/286 (68%), Gaps = 8/286 
(3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGI+AHVDAGKT+LTE +LY +G I E G V++G+T+TD+M LE+QRGITI
+A+V
Sbjct  1    
MKTINIGIVAHVDAGKTSLTERILYETGVIQEIGQVDQGSTQTDSMELEKQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  KVN++DTPGH DF+AEV RS  VLDGAILVISA +G+QAQT+IL + L
+K+ 



Sbjct  61   
VSFFINDLKVNVIDTPGHADFIAEVERSFGVLDGAILVISAVEGIQAQTKILMNTLQKLR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G     V+Q +RD L+     +   +        +L+   D + 
+D 
Sbjct  121  
IPTILFVNKIDRSGAQTTKVIQQIRDMLTNQAFPLYKVKNEGTKKAYILQNKVDADVYDE  180

Query  178  VIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA  233
             I+    +N+ LLE Y+ GE +    L +E   ++Q A+++P+++GSA  G+GI  
L++ 
Sbjct  181  
YIDLLATHNESLLESYVNGEALHGNTLRKELCDQIQHANIYPIFFGSAMTGIGITELLEG  240

Query  234  VTGLFQPIG-EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR  278
            ++ +  P   +  + AL G VFK+E    G++  Y+R++SG L++R
Sbjct  241  ISVMIPPNDCDDINTALSGIVFKIEREPSGEKIAYVRIFSGCLQVR  286

>EFM70282.1 GTP-binding domain protein, partial [Enterococcus 
faecalis TX0109]
Length=154

 Score = 252 bits (644),  Expect = 2e-77, Method: Composition-based 
stats.
 Identities = 120/149 (81%), Positives = 133/149 (89%), Gaps = 0/149 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  6    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  66   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  125

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
            IPT+ FINKIDQ G+DL +V Q +++KLS
Sbjct  126  IPTIFFINKIDQNGIDLSTVYQDIKEKLS  154

>KXA66863.1 translation elongation factor G [Megasphaera sp. 
MJR8396C]
Length=694



 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  13   
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK GV+ Q+  ++      
++
Sbjct  73   
TAHWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAKGGVEPQSETVWRQAEHYHV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D  G D  +VV+ ++D+L A+ +  Q               +++  
EI  +
Sbjct  133  
PRIAFVNKMDTTGADFLNVVEMMKDRLQANSVAIQLPIGAESTFSGIIDLITMKAEIYDD  192

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +IE  D                  AV + +++L+ KY+ GE IS ++L    
++ V
Sbjct  193  
ALGKEIEIVDIPEDELEEAKKYHDIMVEAVCDTDEELMMKYLEGEEISVDELKVAIRKGV  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                LFPV  GSA K  GIQ L+DAV              G      E+ +      
A L
Sbjct  253  
CTNKLFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPAVKGTNPDTDEEETRAVDDKAPL  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  313  
SALAFKIMADPFVGKMAFFRVYSGTLQSGTYVYNSTKGKKERVGRILRMHANHREEVQEA  372

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T   G IV L   +    D L D          E P P++   + PKT A +E++  
AL
Sbjct  373  YTGDIGGIVGLKDTTT--
GDTLCDEKNPIILEKMEFPDPVISVAVEPKTKADQEKMGIAL  430



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E   
Sbjct  431  
ARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE---  487

Query  426  KAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 TI  E+    F          +    L + P   G G ++E++V  G + + 
+  
Sbjct  488  -----
TIRKEIKSRGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYIG  542

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  ++
+   
Sbjct  543  
SVEAGVKEAMETGVLAGFPMVDIKVAVYDGSYHEVDSSEMAFKIAGSMGFKEGARKADPV  602

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL 
Sbjct  603  
LLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDLR  662

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR V       Y+
Sbjct  663  SRTQGRGVYTMTFDHYE  679

>WP_099320988.1 elongation factor G [Anaerococcus sp. Marseille-
P3625]
Length=690

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 199/668 (30%), Positives = 310/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERILYYTGKIYKIGDTHDGTAVMDSMEQEKERGITIGSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    K 
+IP +
Sbjct  72   



WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADKYHIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE--  163
             FINK+D  G D    V++++DKL A                   D++  + V+ + 
E  
Sbjct  132  
CFINKMDATGADFFMSVETIKDKLKANALPLEIPIGSEQQFQGAVDLVTMEAVTYNTEDL  191

Query  164  ----IVLEENTDIEAWDAVIENN---------
DKLLEKYIAGEPISREKLVREEQRRVQD  210
                +  E   D++A      NN         D ++ KY+ GE +S E++    ++   
+
Sbjct  192  
GAHPLYSEIPDDLKAQAEEYRNNMLEELSEIDDNIMMKYLEGEEVSVEEIKAAIRKGTIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE--------
QGSAALC  250
              +FP   GSA K  G+QPL+DA+                 P  E             
L 
Sbjct  252  
QKIFPCLLGSAYKNKGVQPLLDAIIDFMPSPLDVPNIKGTDPKDETIELERKATDDGPLA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTD  306
               FKV       + +Y R+YSGT+     +  A  G RE++ +I +M    + EI   
+
Sbjct  312  
ALAFKVVTDPYVGKLIYTRIYSGTIESGSYIFNATKGKRERVGRIMQMHSNKQQEI---E  368

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            T Y G+IV +L        D L D          E P P++   I PKT A ++++
+  L
Sbjct  369  
TGYAGDIVALLGLKDTTTGDSLCDQDNQIILEKMEFPDPVISVAIEPKTRASQDKMIIGL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP      D  T + I+S +G + LE++   L  ++K+E  +  P V Y 
E   
Sbjct  429  
QKLAEEDPTFVTRSDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVAYREGIT  488

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            + A        +   +  +  + L VTP   GSG+ +ES++  G + + +   V 
+G+R 
Sbjct  489  
QEAEAQGKFVRQSGGSGQYGDVHLRVTPGKEGSGITFESKIVGGSVPKEYIRPVEEGVRE  548

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G+  G+ + D  +    G Y+   S+   F     + L+ A+ ++   LLEP    



Sbjct  549  
AATSGILGGYPMVDMHVVLFDGSYHEVDSSEVAFHVAGSMGLKNAVAKAKPVLLEPIEKV  608

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P EYL     D       I+    K    V    IP   +  Y TDL   T 
GR+ 
Sbjct  609  
EITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHVLDAFIPLSEMFGYATDLRSKTQGRAT  668

Query  603  CLTELKGY  610
               +   Y
Sbjct  669  YSMQFDHY  676

>WP_065360576.1 elongation factor G [Megasphaera sp. DISK 18]
 OBZ32689.1 elongation factor G [Megasphaera sp. DISK 18]
Length=690

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D  G D  +VV+ ++D+L A+ +  Q               +++  
EI  +
Sbjct  129  
PRIAFVNKMDTTGADFLNVVEMMKDRLQANAVAIQLPIGAESTFSGIIDLITMKAEIYDD  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +IE  D                  AV + +++L+ KY+ GE IS ++L    
++ V
Sbjct  189  
ALGKEIEIVDIPEDELEEAKKYHDIMVEAVCDTDEELMMKYLEGEEISIDELKTAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249



                +FPV  GSA K  GIQ L+DAV              G      E+ +      
A L
Sbjct  249  
CTNKIFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPAVKGTNPDTDEEETRAVDDKAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKMAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEVQEA  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T   G IV L   +    D L D          E P P++   + PKT A +E++  
AL
Sbjct  369  YTGDIGGIVGLKDTTT--
GDTLCDEKNPIILEKMEFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E   
Sbjct  427  
ARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE---  483

Query  426  KAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 TI  E+    F          +    L + P   G G ++E++V  G + + 
+  
Sbjct  484  -----
TIRKEIKSRGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYIG  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  ++
+   
Sbjct  539  
SVEAGVKEAMETGVLAGFPMVDIKVAVYDGSYHEVDSSEMAFKIAGSMGFKEGARKADPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL 
Sbjct  599  
LLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR V       Y+
Sbjct  659  SRTQGRGVYTMTFDHYE  675

>WP_105092679.1 elongation factor G [Veillonella tobetsuensis]
 PQL25205.1 elongation factor G [Veillonella tobetsuensis]



Length=691

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 195/667 (29%), Positives = 318/667 (48%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI L 
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKARLGANSVAIQVPIGSEDTFKGIIDLMTMKAEIYLS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      T+I A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEFEITEIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISVEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPAIKGVIPGSEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----



AAAVGLKDTTTGDTLCDEKSPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGSQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>WP_044922697.1 GTP-binding protein [Lachnospiraceae bacterium 
MA2020]
Length=872

 Score = 273 bits (699),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 187/628 (30%), Positives = 309/628 (49%), Gaps = 
29/628 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKT+L+E++LY  G I + G V+   T  DT  LE++RGITI +    
F+ 
Sbjct  7    
LGILAHVDAGKTSLSEAILYMQGVIRKVGRVDHKDTFLDTYHLEKERGITIFSKQAKFET  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                V ++DTPGH DF +E+ R+L +LD AILVISA DG+  Q +IL   L   



+IPT+I
Sbjct  67   
ENFNVTLIDTPGHADFSSEMERTLNILDAAILVISAADGITGQVKILIRLLSYYHIPTII  126

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+DQ G D + ++  +R +    I+  +    S     EE  +I   D      
+KL
Sbjct  127  FVNKMDQDGADREKILSEIRAEFKPGILDVENGFNSA----
EEQENIAVLD------EKL  176

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQ  244
            +EK++ GE I++E +    +  +    L PV +GSA K   I  L++ +   + +P
+ + 
Sbjct  177  MEKFLEGERITQEDI----
KTLISKQLLMPVCFGSALKHTNISQLVETIDNYISEPVYKD  232

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              +A    +FK+   D  +R  ++++  G+L+ +  + +   ++ KI E+RI S  
+   
Sbjct  233  NFSA---RIFKIT-RDNNKRLTWMKITGGSLKAKSVINIHDTDE-
KIDEVRIYSGEKFTT  287

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                  GEI  +      R+ DVLG+      K  +    P+LR ++          
+  
Sbjct  288  VKEVMAGEICAVTGLTESRIGDVLGEDDYNYSKMLQ----
PVLRCSVEIPDEIDSMIVFK  343

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L QL + +P LR   +S T ++ +  +G VQ E++  L+SE++        P +
+Y E 
Sbjct  344  
DLKQLEEEEPTLRTVYNSQTGKLSVEIMGEVQEEILKNLVSERFSYHIEFGTPEIVYKET  403

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     H E  P   +A + L + P   GSG+  +++     L++++Q  +   
++ 
Sbjct  404  IKNTVEGVGHFE--
PLRHYAEVHLLLEPAPPGSGIVLDNKCPNDMLSRNYQKLILSHLQE  461

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G L    +TD KI    G  +   +   DFR      L Q L  +   LLEP 
+ F
Sbjct  462  
KRFTGVLTNSEITDIKITLIAGRSHEKHTEGGDFREATYRALRQGLMMAENILLEPIMKF  521

Query  543  



ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             L  P++ + RA +D   +        +K      TG++PA  +  Y  +L  YT 
G   
Sbjct  522  
SLTVPEQNIGRAMNDISNFGGEFSAPDIKNGSATLTGKVPAEKVSEYPRELNSYTKGEGQ  581

Query  603  CLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             + E  GY+  A  + VI+ +   + LD
Sbjct  582  IILEFDGYEPCANAEEVIESKGYIAELD  609

>WP_078766419.1 GTP-binding protein [Eubacterium uniforme]
 SKA68269.1 small GTP-binding protein domain-containing protein 
[Eubacterium 
uniforme]
Length=911

 Score = 274 bits (701),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 190/630 (30%), Positives = 306/630 (49%), Gaps = 
65/630 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILA VD+GKTTL+ES+L+ SGAI   G ++   T  D   +ER RGITI 
+ V
Sbjct  1    
MKKINIGILASVDSGKTTLSESMLFVSGAIKNQGKIDNKDTVLDNNAIERNRGITIFSKV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +    + +VDTPGH+DF  E    L VLD  IL+IS  D V   T+ L+  L 
+  
Sbjct  61   
ARFSYGDANITLVDTPGHVDFSYETESVLNVLDVCILLISGTDMVTGHTKTLWDMLDRYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IFINK+DQAG D +  ++ +  KLS + I     S+  +         E ++
++  
Sbjct  121  VPTFIFINKLDQAGADKEKTIEDIALKLSKNAI---DFSIDSD---------
ELFESLAT  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG--LF  238
             ++ LL+KY+    +    +    +  +    +FPV+ G A K  G++ L+DA+TG  
L 
Sbjct  169  LDEDLLDKYLESGSLDDSDI----
KMLISKRKVFPVFGGVATKAEGVKELLDAITGFTLE  224

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +  G++  A     V+K+       R  ++++ SG+L ++D V      + K+ E
+R+ +



Sbjct  225  KKYGDEFGAF----VYKINRDKNDNRLTHVKITSGSLSVKDVVL-----
EDKVNEIRLLN  275

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPM----
LRTTIAPKT  354
                   D A+ G+IV L                      RE  + M     +T I 
P T
Sbjct  276  GESYETVDKAFSGDIVALTG-------------------
LRETKIGMGVGADKTVIEPIT  316

Query  355  AAQRERLLDALTQ------------
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             A     +++L              L + +P L+ +  + T E+ +S LG VQ+EV
+ ++
Sbjct  317  
NAVLNYSINSLNNDNYNEVYNIFKILEEENPTLKTKYQNDTKELTVSLLGEVQMEVLKSV  376

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            + E++ L     E  V+Y E     +    H E  P   +A +GL++ PL  GSG+ 
+ES
Sbjct  377  VEERFGLLIEYGEGKVLYKETVNDLSYGVGHYE--
PLRHYAEVGLAIEPLERGSGLIFES  434

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            ++S   L  ++Q  +   +      G+  G  +TD KI    G  +   +   DFR    
Sbjct  435  
KISKDQLAINWQRLILTHLEEKEHVGILTGSPITDMKISIVAGRAHPKHTEGGDFRQSTY  494

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              +   L  +  +LLEPY SF +  P+E++ R   D  K   T   ++   D V+ 
TG  
Sbjct  495  
RAIRHGLMNNDCKLLEPYYSFTIMIPREHIGRCMMDVEKMSGTCTVSEDNSDSVMITGRG  554

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P    + Y+ +L  YT+G++  +    GY 
Sbjct  555  PVYTFKNYQKELTSYTHGQASIVCVFDGYD  584

>CDB18463.1 putative translation elongation factor G [Eubacterium 
hallii 
CAG:12]
Length=892

 Score = 274 bits (700),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 187/614 (30%), Positives = 305/614 (50%), Gaps = 
29/614 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M+ I +GILAHVDAGKTTL+E +LY SG + + G V+      DT  LER RGITI 
+  
Sbjct  1    
MENIVMGILAHVDAGKTTLSEGMLYLSGTVRKLGRVDHKDAFLDTYSLERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     ++N++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L
+   
Sbjct  61   
AVFSLGNRRINLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWKLLKLYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D +S++  ++++L               IV  +  ++E+ + 
+  
Sbjct  121  IPTFIFINKMDQPGTDRESLLTELKERLDEGC-----------
IVFGKGKNVESLEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +L+ ++  E +  E +     R +++  +FP Y+GSA K  G+Q L+       
+P
Sbjct  170  TDEAVLDYFMEHETVRNEDIC----
RLIRERKIFPCYFGSALKLDGVQELLAGFEEYMKP  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                G       VFK+   D G+R  +L++  G L     V +   ++ KI ++RI 
S  
Sbjct  226  F--DGKKEFGARVFKISRDDKGERLTFLKVTGGKL----
VVKMPINKEEKINQIRIYSGA  279

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    +    G +  +   S   +  +G    + +        P+L   +     A   
+
Sbjct  280  KYEAVNEVEAGGVCAVTGLS---
SSYIGQGLGVEKGTAAPFLEPVLTYQMILPEGADTTK  336

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L  L QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       
++Y
Sbjct  337  
VLRELKQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVY  396

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + L + PL  GSG+ +++  S   L++++Q  
+   
Sbjct  397  KETIKSPVVGVGHYE--
PLRHYAEVHLKMEPLEAGSGLVFDTDCSEDVLDRNWQRLILTH  454



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++     G L G  +TD KI    G  +   +   DFR      + Q LK + + 
LLEP+
Sbjct  455  
LQEREHPGVLTGAPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESVLLEPW  514

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
             SF+L  P E + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ ++  
YT
Sbjct  515  
YSFVLEVPSEQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVWAYT  574

Query  598  NGRSVCLTELKGYQ  611
             GR      LKGY+
Sbjct  575  KGRGRITLTLKGYE  588

>WP_036487778.1 elongation factor G [Myxosarcina sp. GI1]
Length=696

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 205/668 (31%), Positives = 314/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVSRI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G D  +VV+ + + L A  ++           K  V L             
Sbjct  130  
IYVNKLDRIGADFFNVVKQIDEILVAKPLVMVLPIGRESDFKGVVDLLTRKAWIWDESGD  189

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      ++  +   D+EA+     +  IE +D L+EKY+ GE IS ++L    ++   
D
Sbjct  190  
PMNYEIQDVPADMVDDVEAYREELVETAIEQDDNLMEKYLEGEEISIDELKHCIRKGTID  249



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGS---------------  252
             S FP Y GS+ K  G+Q ++DAV       Q +  Q    L G+               
Sbjct  250  
LSFFPTYCGSSFKNKGVQLVLDAVVDYLPNPQEVKPQPEIDLEGNESGKYAIVDPDKPLR  309

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSGT+   DTV     G+ +   ++ EM   S+ EI   
D
Sbjct  310  ALAFKI-
MDDRYGALTFTRIYSGTINKGDTVLNTFTGKTERVGRMVEMHANSREEI---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            TA  G+IV I+   +V+    L DP           P P++   + PK  A  E++  
AL
Sbjct  366  
TAQAGDIVAIVGMKNVQTGHTLCDPKDPATLEPMVFPDPVISIAVKPKNKAMAEKMGMAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++ + +L   + +E  + +P V Y 
E   
Sbjct  426  
SKMVQEDPSFYVETDQDSGETIIKGMGELHLDIKADILKRTHGVEVELGKPQVAYRESIT  485

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   V P   G+G Q+ES+V+ G + + F  AV+ 
G   
Sbjct  486  
KRIEDSYTHKKQSGGSGQFGKIDYVVEPGEPGTGFQFESKVTGGNVPREFWPAVQKGFEN  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D KI    G Y+   S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  546  
SIENGVLAGFPCVDLKITLADGAYHPVDSSAIAFEIAARAAYRQSIPKAGPQLLEPIMNI  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+        V    E P   +  Y  DL   T
+GR  
Sbjct  606  
DVFTPEDHMGDVIGDLNRRRGMIKAQNTTPMGVRVKAEAPLSEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_014256908.1 GTP-binding protein [[Clostridium] clariflavum]



 AEV70408.1 small GTP-binding protein domain protein [[Clostridium] 
clariflavum 
DSM 19732]
Length=882

 Score = 273 bits (699),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 196/617 (32%), Positives = 313/617 (51%), Gaps = 
34/617 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + IGILAHVD+GKTTL+ES+LY SG I + G V+      D   LER RGITI 
+  
Sbjct  1    
MRKLVIGILAHVDSGKTTLSESILYLSGKIRKLGRVDNKDAYLDNYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T+ L+  L   
N
Sbjct  61   
AVFEMGDLQITLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTKTLWRLLELYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G D   +++ ++ +L    I       + E +         +D 
+  
Sbjct  121  IPVFIFVNKMDQNGTDRDKLMEELQKQLDEGCI---DFGQADENIF--------
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++KL+E Y+    I   ++    +  V++  +FP ++GSA K +GI+  M  +  
L   
Sbjct  170  CDEKLMESYLETGSIENGQI----RSAVRERKVFPCFFGSALKLIGIEQFMQGI--
LEYT  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS--  298
            I           +FK+   + G R  +++L  G LR +D V   G  + K+ ++RI 
S  
Sbjct  224  IISSYPEEFGARIFKISRDEQGNRLTHMKLTGGKLRAKD-
VLTNGIWEEKVNQIRIYSGQ  282

Query  299  KGEIVRTDTAYPGEIVILPSDS-VRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTA  355
            K E+V    A  G +V +   S  R  +VLG    T  P      +P+ + R  I 
P+  
Sbjct  283  KYEVVSEIEA--GSVVAVTGLSKARPGEVLGVEKETIAPVL----EPVLLYR-
IILPEGC  335

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



              R  +L  L Q+ + +P LR   D    EI +  +G VQLE++ +L+  ++ +E    
+
Sbjct  336  DAR-
LMLPKLRQIEEEEPELRIAWDEQLQEIQVQVMGEVQLEILKSLIQSRFGVEVEFDD  394

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
              ++Y E          H E  P   +A + L + P   GSG+++E+  S   L+
+S+Q 
Sbjct  395  GRIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLKFETNCSEDILSKSWQR  452

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   ++  + +G L G  +TD KI    G  ++  +   DFR      + Q LKE
+ + 
Sbjct  453  
LILTHLQEKVHKGVLTGSEITDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLKEAQSV  512

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY SF L  P++ + RA  D  K     + +++  +  V  G  P   ++ Y+ 
++A
Sbjct  513  
LLEPYYSFELELPEKMVGRAMTDIEKMHGVCKISKINGETAVLVGSAPVVTMRNYQKEVA  572

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G       LKGY+
Sbjct  573  AYTKGFGRLFCTLKGYE  589

>WP_044149654.1 GTP-binding protein [Epulopiscium sp. 'N.t. 
morphotype B']
Length=851

 Score = 273 bits (698),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 188/616 (31%), Positives = 307/616 (50%), Gaps = 
30/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG++AHVD+GKTTL E LL+ SG I   G V+K     D+  LE+ RGITI 
+  
Sbjct  1    
MKKITIGLVAHVDSGKTTLAEGLLFESGKIKTAGRVDKKDAFFDSHDLEKSRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++      ++DTPGH+DF +E+ R+L VLD AIL+ISA DG++  TR L   L 
K N
Sbjct  61   
AQFEYQNLSFILLDTPGHVDFASEMERTLFVLDYAILIISATDGIKGHTRTLAKLLSKYN  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IFINK+DQA  D  ++++ + + +S +      VS       E  TD     
AV +
Sbjct  121  VPTFIFINKMDQADTDKAAILELLHNDISDN-----CVSFD-----
ETATDFLENVAVCD  170

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-
AVTGLFQ  239
              D  LEKY+    ++  +++      +    +FPV +GSA K  GI+  +D  V  
+  
Sbjct  171  --DLTLEKYLETTKLTTAQII----
NLIATRKVFPVCFGSALKLSGIREFLDLMVKYMIT  224

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI-PS  298
            P   +  AA    VFK+ +   G R  +L++  G L++R+ ++     + KITE
+RI  S
Sbjct  225  PTYAECFAA---KVFKITFDPQGNRLTHLKVIGGHLKVREIISYRDLVE-
KITEIRIYES  280

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             G    T+ A      +L     +  D  G+      K       P+L   I        
Sbjct  281  GGYKTATEVAAGDVCSVLGLSKTKAGDTFGESLEYSTK-----
IEPVLNYKIVATDETNI  335

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + L + L QL   +P+L         EI    +G VQ+EV+++++ E++ +     
E +V
Sbjct  336  
KVLYEYLQQLNQEEPMLNIIWREDIKEIEAKIMGEVQIEVLTSIIKERFNVSVTFLEGTV  395

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E     A    H E  P   +A + L + P   G+G+   +  +   L +++Q  
+ 
Sbjct  396  VYKETIQNEAVGVGHYE--
PLRHYAEVMLKLEPQPTGTGIVIHNACASENLEKNYQQQII  453

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              ++    +G+  G+++TD KI    G+ +   ++P DF+      L QALK+  + 
+LE
Sbjct  454  
SYLKNNEHRGMLAGYSLTDIKITLLAGISHKKHTSPNDFKEATRRALRQALKQVDSLILE  513

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY +F+++ P+  L RA +D  ++      + ++    + TG+ P   I  Y+ +L  
YT
Sbjct  514  
PYYNFVIHLPEANLGRALNDIERFYGAGSVSNIENQTAIITGQAPISTIAGYQKELIAYT  573



Query  598  NGRSVCLTELKGYQAA  613
             G      E+  +  A
Sbjct  574  RGLGSISFEIGTFNKA  589

>WP_106056138.1 elongation factor G [Mogibacterium diversum]
 AVM47401.1 elongation factor G [Mogibacterium diversum]
Length=689

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
83/677 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKTHKIGETHDGAATMDYMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA++V+SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WNGTRINIIDTPGHVDFTVEVERSLRVLDGAVMVLSAKEGVEPQSETVWRQAEKYNVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----------------  167
            IF+NK+D  G +   V+ ++ D+L A+ +  Q + +  E + E                 
Sbjct  132  IFVNKMDILGANFFHVIDTIHDRLRANAVPVQ-
IPIGSENMFEGIIDLLTMKAEVYDKND  190

Query  168  ------------ENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                        EN   EA  W     +AV E ++ L  KY+ GE IS E+L    
+R  
Sbjct  191  
ATGKEFEIVDIPENMKAEAQAWHDKMIEAVAELDEDLTMKYLEGEEISVEELKTVIRRET  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT------------GLFQPIGEQ-------
GSAAL  249
               ++FPV+ GSA K  G+Q ++D V             G   P  E+            
Sbjct  251  
IAGNIFPVFCGSAYKNKGVQMMLDGVVDYMPAPTDIPSIGGVNPDTEEEDVRHASDKEPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A  G RE++ +I +M    + 
EI   
Sbjct  311  
SALAFKIVADPYVGKLAFFRVYSGTLETGSYVYNATKGKRERIGRILQMHANHREEI---  367



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D  +       E P P++   I PKT A +E+
+  A
Sbjct  368  
EKVYSGDIAAAVGLKQTTTGDTLCDEKKPIILESMEFPDPVIEIAIEPKTKAGQEKMGIA  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   +  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  428  
LAKLAEEDPTFRTYTNPDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPMVSYKE--  485

Query  425  LKAASHTIHIEVPPN----------
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI +EV  +            +  +   + P   GSG ++++ ++ G + 
+ + 
Sbjct  486  ------
TITVEVDEDYKHKKQSGGSGQYGHVKFRLYPREAGSGFEFKNSITGGAIPKEYI  539

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +++G+   ++ G + G+ + D  +    G Y+   S+   F+  A +  ++A K
++  
Sbjct  540  
PKIQEGMEAAMQNGPVAGYQLVDVGVDLYDGSYHEVDSSEMAFKIAATMGFKEACKKAKP  599

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP     +  P+  +     D      +IE + +     V  G +P   +  Y 
TDL
Sbjct  600  
VLLEPIFKVEVTVPENNMGDIIGDISSRRGSIEGSDINNGAAVIRGFVPLSEMFGYATDL  659

Query  594  AFYTNGRSVCLTELKGY  610
               T GR V + +   +
Sbjct  660  RSKTQGRGVYVMQFDHF  676

>WP_013537013.1 elongation factor G [Thermovibrio ammonificans]
 ADU96227.1 translation elongation factor G [Thermovibrio 
ammonificans HB-1]
Length=700

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 201/683 (29%), Positives = 317/683 (46%), Gaps = 
88/683 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V +G    D M  E++RGITI 



+A T
Sbjct  17   
KVRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVHEGAAEMDWMEQEKERGITITSATT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NIVDTPGH+DF  EV RSL VLDGA+ ++ +  GVQ QT  ++    
K  +
Sbjct  77   
TCFWRDHRINIVDTPGHVDFTIEVERSLRVLDGAVTILCSVGGVQPQTETVWRQADKYRV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEE  168
            P +IF+NK+D+ G D   VV  V +KL A  +            K  V L     
IV EE
Sbjct  137  
PRIIFVNKMDRIGADFFRVVGEVEEKLGAKPVPVQIPIGAEDEFKGVVDLITMKAIVWEE  196

Query  169  NT------------DI----EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T            D+    E W     +A+ + +++++ KY+ GE I+ +++    
++ 
Sbjct  197  
ETLGAKYHYEEIPDDLKDLAEEWREKMLEAIADIDEEIMMKYLEGEEITEDEIKAALRKG  256

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQG------SAA  248
              +   FP+  GSA K  G+QPL+DA+              G+    GE+        
A 
Sbjct  257  
TIELKFFPMLCGSAFKNKGVQPLLDAIVDYLPSPLDIPPIKGINPKTGEEEERPASYDAP  316

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
                 FK+       +  ++R+YSG +     V  A R+K +    R+     I+R    
Sbjct  317  FAALAFKILTDPYVGQLTFVRVYSGLMESGSYVYNATRDKKE----RL---
ARILRMHAN  369

Query  309  YPGEIVILPSDSVR---------
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
               EI +L +  +            D L DP         E P P++   + PKT 
A +E
Sbjct  370  
KREEIPVLGAGDIAAAVGLRETFTGDTLCDPEHPILLEAMEFPEPVISIAVEPKTKADQE  429

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL +LA  DP  R   D  T + I+S +G + LE++   L  ++ +E  V 
+P V 
Sbjct  430  
KLSIALQKLAKEDPSFRVSTDHETGQTIISGMGELHLEIIVDRLKREFGVEVNVGKPQVA  489

Query  420  YMERPLKAASHTIHIEVP-PNPF---------
WASIGLSVTPLSLGSGVQYESRVSLGYL  469



            Y E        TI  EV     F         +  + L + PL  G G ++   +  
G +
Sbjct  490  YRE--------
TIKSEVTQEGKFIKQTGGRGQYGHVWLKIEPLERGKGFEFHETIKGGVV  541

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  AV  G+R  +E G+  G+ +TD K+    G Y+   S+   F+    I  
++  
Sbjct  542  
PKEYIPAVEAGVREAMETGVVAGYPMTDIKVTLFDGSYHEVDSSEMAFKIAGSIAFKEGA  601

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++   LLEP +   +  P+E++     D  K    ++  + + +  V    +P   
+  
Sbjct  602  
KKANPVLLEPIMEVEVTTPEEFMGDVIGDLNKRRGRVQGMEARGNAQVIKALVPLAEMFG  661

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y TDL   T GR+  +     Y+
Sbjct  662  YATDLRSMTQGRANYIMRFSHYE  684

>OGU19087.1 translation elongation factor G [Ignavibacteria 
bacterium GWA2_55_25]
Length=700

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 196/679 (29%), Positives = 318/679 (47%), Gaps = 
74/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVLHRMGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  +VNI+DTPGH+DF  EV RSL VLDGA+ +  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWNEHRVNIIDTPGHVDFTIEVERSLRVLDGAVALFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+AG D   VV+ ++ +L A+ +              I   +++   
+  E
Sbjct  129  
PRIAFVNKMDRAGADFLGVVEMMKRRLKANAVPVQLPVGEGDMFAGIIDLITMKARMYRE  188



Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+    AWD                     AV + +D LLEKY+ G+PIS E++    
+R
Sbjct  189  ESQGA-
AWDDIEIPESLAPKANEYRIKMLEAVADEDDSLLEKYLEGKPISPEEIKVVLRR  247

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGS--------------  252
                 S+ PV  GS+ K  G+Q L+D V        +  S  L G               
Sbjct  248  
AALKVSIVPVLCGSSFKNKGVQLLLDGVIDFLPSPLDINSGVLHGHHPHRADDVIRKISD  307

Query  253  -------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGE  301
                    FK+       R  Y R+Y+GTL     V   ++ R++   +I  M    
+ E
Sbjct  308  
NEKFTALAFKIMTDPFVGRLTYFRIYAGTLSSGSYVYNVISDRKERIARILRMHANHREE  367

Query  302  IVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +     AY G+IV  +   + R  D L    DP  L R  +   P P++   I 
PKT A 
Sbjct  368  V---SEAYAGDIVAAIGMKNTRTGDTLTNEDDPIILERMVF---
PEPVIDVAIEPKTKAD  421

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L +AL +LA+ DP  R   +  T + I+S +G + LE++   +  ++++E  V 
+P 
Sbjct  422  
QEKLGEALQKLAEEDPTFRIASNEETGQTIISGMGELHLEIIVDRMKREFRVEANVGKPQ  481

Query  418  VIYMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K   A      +      +  + + + P   G G ++E+ +  G + + 
+  
Sbjct  482  
VAYKETITKKVTAEGKFVRQSGGRGQYGHVVIEMEPNGKGKGFEFENEIIGGVVPKEYVK  541

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
                GI   +  G L G+ V D K+    G +++  S+   F+    +  ++A ++
+G  
Sbjct  542  
PTEQGIVEAMRNGVLAGYPVEDIKVRLIDGSFHAVDSSEMAFKVAGSMAFKEAARKAGPI  601

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP ++  +  P+EYL     D       IE    +KD  V    +P   +  Y 
T + 
Sbjct  602  
ILEPIMAVEVVTPEEYLGDVMGDLNSRRGKIEGMNPRKDAQVVKAMVPLSEMFGYATVVR  661



Query  595  FYTNGRSVCLTELKGYQAA  613
              T GR++   +   Y+ A
Sbjct  662  SMTQGRALYTMQFSHYEQA  680

>WP_049660171.1 GTP-binding protein [Bacillus sp. FJAT-27231]
 KMY52968.1 elongation factor G [Bacillus sp. FJAT-27231]
Length=647

 Score = 268 bits (686),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 174/610 (29%), Positives = 297/610 (49%), Gaps = 
22/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+      D+  +ERQRGIT+ A      
+
Sbjct  5    
IGIFAHVDAGKTTFSEQLLYHTNSIKQRGRVDHQDAFLDSHEIERQRGITVFADQGRMSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF +E+ RS+ VLD AI++ISA +GV+  T  ++  L K 
+IP   
Sbjct  65   
GESTYYLIDNPGHVDFSSEMERSIQVLDYAIIIISAVEGVEGHTETVWQLLSKHHIPVFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVS---
LSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D++ V++ +R  L+ D   I +  +   +S ++V          + 
V E 
Sbjct  125  FINKIDRTGADVERVLEEIRTDLAEDAFDITEAFNEGEMSEDLV----------
EFVAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ LLE+Y+      +E  +    + + +  +FP   GSA + +G+Q  +D +  L    
Sbjct  175  DEALLEQYLES-
GYEKELWLDTMIQLIMERKIFPCASGSALQDIGVQAFLDKLDQL-TVT  232

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                     G ++KV++   G R  +++  SGTLR+R+ +        K+T++R  
+  +
Sbjct  233  
DYSKDEPFSGRIYKVQHDQNGTRIAFIKAISGTLRVREEIKYGDDLTEKVTQIRHYNGSK  292

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               TD A  GE+  +   S       GD   L +++   + +P L++ +   ++   
+ +
Sbjct  293  FKTTDHAEAGELFAVTGLS---



KACAGDGVGLLKQKTAYEMVPTLKSKVMADSSVHIKEV  349

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    EI +  +G +QLE++  ++ E+++ +    +P 
+IY 
Sbjct  350  
LRCFHMLDIEDPSLNVIWEESLQEIHIHVMGAIQLEILKQVVQERFRFDVCFGDPEIIYK  409

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   K  +   H E  P   +A + L + P    SG+ +ES   +  L    QN 
VR  +
Sbjct  410  ETIQKTVTGYGHFE--
PLGHYAEVHLKLDPAERNSGISFESDCHVNDLTIGNQNLVRHHL  467

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD  I    G  ++  ++  DFR  A   L Q L+++   
LLEPY 
Sbjct  468  
FEKEHNGLLTGSALTDVNITLLTGRAHNKHTSGGDFREAAYRALRQGLEKAENMLLEPYY  527

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    + + +   D        +  + + D+ + TG++P      Y T+LA 
+T GR
Sbjct  528  
QFKIKVELDQMGKVLADIQTAYGHFDPPKTEGDKAIITGKVPVATFMNYSTELAAFTQGR  587

Query  601  SVCLTELKGY  610
             +      GY
Sbjct  588  GMINLVFGGY  597

>WP_050638909.1 GTP-binding protein [Eubacterium sp. SB2]
Length=901

 Score = 274 bits (700),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 194/629 (31%), Positives = 312/629 (50%), Gaps = 
41/629 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+ES+LY +G+I + G V+      DT  LER RGITI 
+   
Sbjct  11   
KHICLGILAHVDAGKTTLSESMLYTAGSIRKLGRVDHQDAFLDTFELERARGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W   ++ ++DTPGH+DF AE+ R+L V+D A+LVIS  DGVQ  T  L+  L+
+  I



Sbjct  71   
EFVWKDMEITLLDTPGHVDFSAEMERALQVMDFAVLVISGADGVQGHTVTLWRLLKQYQI  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE-
AWDAVIE  180
            P  +FINK+DQ G D + +++ ++ +LS              +   E +++E A D
+ +E
Sbjct  131  PVFLFINKMDQEGTDRELILKELKKRLSDGC-----------
VCFHELSNLENAEDSCLE  179

Query  181  N----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-T  235
            N     + +LE+Y+    +  + +V    R V++  +FP Y+GSA +  G++ LM+ 
+ T
Sbjct  180  NLAVCEEGMLEEYLETGKLGLDSVV----
RAVRERKVFPCYFGSALRLEGVEELMEGLRT  235

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             +  P     S      V+K+   + G R  YL++  GTL ++D   L G E+ KI 
++R
Sbjct  236  YMASPA---YSHEFGAKVYKIARDEQGNRLTYLKVTGGTLHVKDV--LPGTEE-
KINQIR  289

Query  296  IPSKGEIVRTDTAYPGEIVILPSD-
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            I S  +     +A  G +  +    S      LG    L          P+L   I    
Sbjct  290  IYSGAKYEAVQSAAAGRVCAVTGPVSTYPGQGLGAEKELDMFILE----
PVLTYQIQLPE  345

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                 ++L  L QL + +P L    +    EI    +G VQ EV+ +++ E++K+     
Sbjct  346  
DCDVHQMLLNLKQLEEEEPQLHIVWEEQLGEIHAQLMGEVQTEVLKSMIWERFKVRVEFG  405

Query  415  EPSVIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            E +++Y   +E P++   H       P   +A + L + P   GSG+Q+ S  S   
L++
Sbjct  406  EGNIVYKETIEEPVEGVGH-----
FEPLRHYAEVHLLLEPGERGSGLQFTSACSEDVLDR  460

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +     +G L G  VTD KI    G  +   +   DFR      + Q 
LK+
Sbjct  461  
NWQRLILTHLEEKEHKGVLTGAAVTDMKITLTAGRAHLKHTEGGDFRQATYRAVRQGLKK  520

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEPY  F L  P +++ RA  D  K     +   +     V TG +P   +
+ Y+



Sbjct  521  
AKSILLEPYYEFRLEMPSDHIGRAMSDIQKMYGRFDHPGMDGGTAVLTGIVPVATMRGYQ  580

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
             +   YT G+      L+GY+    Q  +
Sbjct  581  REFISYTGGQGRMFCSLRGYEPCHDQEAV  609

>WP_107950795.1 GTP-binding protein [Lysinibacillus 
parviboronicapiens]
Length=646

 Score = 268 bits (686),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 180/608 (30%), Positives = 299/608 (49%), Gaps = 
18/608 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+LAHVDAGKTT +E LLY + +I   G V+   T  D   +ER RGITI A     
Q
Sbjct  4    
TIGVLAHVDAGKTTFSEQLLYHTNSIQARGRVDHQDTFLDNHAIERARGITIFAEQARMQ  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
              +    ++DTPGH+DF  E+ R++ V+D AI+V+SA +GVQ  T  ++  LR+ +
+PT+
Sbjct  64   
IGQDTYTLIDTPGHVDFSPEMERAIRVMDYAIIVVSAVEGVQGHTETVWQLLRQYHVPTM  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
             FINKID+ G D+++V+  ++ + S D+++ +     P  +   +T ++ W A  E 
+++
Sbjct  124  FFINKIDRDGADIEAVMAQLQKECSTDVLLIE----QPLHIDTISTPVKEWLA--
ERDEQ  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LL+ ++A E +     +   Q  +Q+   FP + GSA K +GI+  +  ++ L +   
++
Sbjct  178  LLDAFLA-
ETLENHTCLTRLQTMIQEELAFPCFSGSALKDIGIKEFLMQLSLLTETYYKK  236

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
               A  G VFK+ + D  QR  +++   GTL +RD     G    K+TE+R+ +      
Sbjct  237  -EEAFQGEVFKIRH-DGQQRLTFMKAIQGTLHVRDEFTF-
GEASEKVTEIRLYNGHRFET  293

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                  GEI  +   +   + D+LG   R P+     + +P L+  +        + 



+L 
Sbjct  294  VQVVSAGEIFAVKGLNQANVGDILGSSLR-PQPY---
ELIPTLQAKVQYVGQQHIKEVLK  349

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
                L   +P LR        +I +  +G +QLEV+S +L +++ L     EP +
+YME 
Sbjct  350  
IFRLLEAEEPSLRVVWHEKFQKIHVHIMGVIQLEVLSEVLKDRFSLTITFGEPQILYMET  409

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                 +   H E  P   +A + L + P + G G  + +      L+   Q  +   
+  
Sbjct  410  IASTVTGYGHFE--
PLKHYAEVHLRMAPTTRGVGNTFVNACHADDLSVGHQRLIEKHLFE  467

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                GL  G+ VTD +     G  +   +   DFR      L Q L+++   
LLEPY  F
Sbjct  468  
REHHGLLTGFPVTDIQFTLLTGRAHIKHTDGGDFREATFRALRQGLEQAENLLLEPYYRF  527

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             L AP +++ R   D  +   T +   + + +V+ TG  P      Y T  A 
YTNG+  
Sbjct  528  
KLKAPNDFIGRMMTDIQQAAGTFDAPILTEQQVILTGRAPVATFMGYSTVFAAYTNGKGS  587

Query  603  CLTELKGY  610
               +  GY
Sbjct  588  LSLQFDGY  595

>WP_093537945.1 GTP-binding protein [Psychrobacillus 
psychrotolerans]
 SFQ66507.1 small GTP-binding protein domain-containing protein 
[Psychrobacillus 
psychrotolerans]
Length=641

 Score = 268 bits (685),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 179/606 (30%), Positives = 290/606 (48%), Gaps = 
20/606 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I   G V+   +  D+  +E+ RGITI A    
F +
Sbjct  5    



IGILAHVDAGKTTFSEQLLYHTNTIRHRGRVDHQDSFLDSHTIEKNRGITIFADQGIFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ R++ V+D AI++ISA DG++  T  ++  LRK +
+PT  
Sbjct  65   
NNSTYYIIDTPGHVDFSPEMERAIQVMDYAIIIISAVDGIEGHTETVWQLLRKHHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D  G D  SV+  +R  LS + +   T S   E++          + + E 
++ L
Sbjct  125  FINKTDYEGTDPTSVLAEIRSTLSEN-VCDITTSFDEELI----------
EFLAERDEVL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+      ++   +  Q+ V++  +FP   GSA K +GI   ++ +  L      
+ 
Sbjct  174  LETYM-DSGFDKDLWTQTLQQMVKENKIFPCASGSALKDIGIVEFLEKLDSL-
TTTSYKS  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   V+K+ + + G R  YL+L +GTL++RD+V     +  KIT++R  S  +   
T
Sbjct  232  DDVFAAQVYKIRHDESGNRVTYLKLVNGTLKVRDSVTY-
NEQTEKITQIRQYSGNKFKTT  290

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            D A  GE+V +   +   N  +GD   +  ++   D +P L++ +    +   + 
+L   
Sbjct  291  DQAIAGELVAVTGLT---
NASIGDGLGVFAQKTEFDMIPTLKSKVLFDASIHVKEVLRCF  347

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP LR   D    EI +  +G +QLEV+  ++ E++       EP ++Y 
E   
Sbjct  348  
KLLDAEDPSLRIFWDEYFQEIHVHVMGVIQLEVLEQIVLERFGFHVSFGEPKILYKETIG  407

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             +     H E  P   +A + L +   +  SG+ + +      L+   QN V+  +    
Sbjct  408  NSVHGYGHFE--
PLRHYAEVHLLIESAARNSGITFSNICHANDLSTGNQNLVKHHLFERD  465

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G  +TD KI    G  ++  +   DFR      L Q L+++   LLEP+  
F +



Sbjct  466  
HHGLLTGSTLTDVKITLLTGRGHNEHTHGGDFREATYRALRQGLEKAENILLEPFYDFTI  525

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                + + R   D  +   T E  +   D V   G +P      Y T  A +T+G+    
Sbjct  526  
KVNMDLIGRILSDIQQAAGTFEPPENSGDNVFIKGRVPVATFMNYSTTFASFTHGKGSLS  585

Query  605  TELKGY  610
                GY
Sbjct  586  LVYGGY  591

>WP_055155184.1 GTP-binding protein [Faecalicatena contorta]
 CUP29637.1 Tetracycline resistance protein tetM from transposon 
Tn916 [[Eubacterium] 
contortum]
Length=901

 Score = 274 bits (700),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 194/629 (31%), Positives = 312/629 (50%), Gaps = 
41/629 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+ES+LY +G+I + G V+      DT  LER RGITI 
+   
Sbjct  11   
KHICLGILAHVDAGKTTLSESMLYTAGSIRKLGRVDHQDAFLDTFELERARGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W   ++ ++DTPGH+DF AE+ R+L V+D A+LVIS  DGVQ  T  L+  L+
+  I
Sbjct  71   
EFVWKDMEITLLDTPGHVDFSAEMERALQVMDFAVLVISGADGVQGHTVTLWRLLKQYQI  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE-
AWDAVIE  180
            P  +FINK+DQ G D + +++ ++ +LS              +   E +++E A D
+ +E
Sbjct  131  PVFLFINKMDQEGTDRELILKELKKRLSDGC-----------
VCFHELSNLENAEDSCLE  179

Query  181  N----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-T  235
            N     + +LE+Y+    +  + +V    R V++  +FP Y+GSA +  G++ LM+ 
+ T
Sbjct  180  NLAVCEEGMLEEYLETGKLGLDSVV----
RAVRERKVFPCYFGSALRLEGVEELMEGLRT  235

Query  236  



GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             +  P     S      V+K+   + G R  YL++  GTL ++D   L G E+ KI 
++R
Sbjct  236  YMASPA---YSHEFGAKVYKIARDEQGNRLTYLKVTGGTLHVKDV--LPGTEE-
KINQIR  289

Query  296  IPSKGEIVRTDTAYPGEIVILPSD-
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            I S  +     +A  G +  +    S      LG    L          P+L   I    
Sbjct  290  IYSGAKYEAVQSAAAGRVCAVTGPVSTYPGQGLGAEKELDMFILE----
PVLTYQIQLPE  345

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                 ++L  L QL + +P L    +    EI    +G VQ EV+ +++ E++K+     
Sbjct  346  
DCDVHQMLLNLKQLEEEEPQLHIVWEEQLGEIHAQLMGEVQTEVLKSMIWERFKVRVEFG  405

Query  415  EPSVIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            E +++Y   +E P++   H       P   +A + L + P   GSG+Q+ S  S   
L++
Sbjct  406  EGNIVYKETIEEPVEGVGH-----
FEPLRHYAEVHLLLEPGERGSGLQFTSACSEDVLDR  460

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +     +G L G  VTD KI    G  +   +   DFR      + Q 
LK+
Sbjct  461  
NWQRLILTHLEEKEHKGVLTGAAVTDMKITLTAGRAHLKHTEGGDFRQATYRAVRQGLKK  520

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEPY  F L  P +++ RA  D  K     +   +     V TG +P   +
+ Y+
Sbjct  521  
AKSILLEPYYEFRLEMPSDHIGRAMSDIQKMYGRFDHPGMDGGTAVLTGIVPVATMRGYQ  580

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
             +   YT G+      L+GY+    Q  +
Sbjct  581  REFISYTGGQGRMFCSLRGYEPCHDQEAV  609

>WP_057829630.1 elongation factor G [Lactobacillus cacaonum]
Length=697

 Score = 270 bits (689),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 317/671 (47%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYAV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F NK+D+ G +    V +++D+L A+ + I+  +    E      ++E   
DI   
Sbjct  131  
PRIVFANKMDKIGANFDYSVSTIKDRLQANAVAIQMPIGAEDEFEGVIDLIEMKADIYDE  190

Query  173  ----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  WD                     A+ + ++ ++EKY+ GE IS+E+L    
+R 
Sbjct  191  
DELGSKWDTVDIPDDYKEEAQNRRDAMIEAIADVDEDVMEKYLEGEEISKEELKAAIRRA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
              +  LFPV  GSA K  G+Q ++DAV   L  P+  +   A                  
Sbjct  251  
TLNLELFPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATDPETDEEIELVAGDDKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYAGTLEAGSYVLNATKDKRERVGRLLQMHSNHRTEIAE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L D          E P P+++ +I P T A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKDTTTGDSLTDIKHPLILESMEFPDPVIQVSIEPNTKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFKVEAKVGAPQVAYRET  487

Query  424  PLKAASHTIHI--



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G G ++E+ +  G + + +  +V  
G+
Sbjct  488  
FTKQVSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  
+LEP +
Sbjct  548  
RESMQNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLALRNASKNAGAAILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++YL             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  608  
RVEIVAPEDYLGDVMGHVNARRGRVEGMEARGNAQVVKAFVPLAEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQ  611
                  +  Y+
Sbjct  668  GTFTMTMDHYE  678

>WP_098548384.1 GTP-binding protein [Bacillus megaterium]
 PFI89461.1 elongation factor G [Bacillus megaterium]
 PGR07985.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 268 bits (686),  Expect = 2e-77, Method: Compositional 
matrix adjust.
 Identities = 184/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-



LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     KL   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGKLYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLRTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623



>WP_092613280.1 elongation factor G [Raineyella antarctica]
 SDB98550.1 translation elongation factor 2 (EF-2/EF-G) [Raineyella 
antarctica]
Length=699

 Score = 270 bits (689),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 196/689 (28%), Positives = 326/689 (47%), Gaps = 
70/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHEGGATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
K  +
Sbjct  71   
TCHWHDIQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSMTVWRQADKYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G   +  VQ++R +L A                   D++  + +    
Sbjct  131  
PRICFVNKLDRTGASFEHAVQTIRTRLGATAAVMQLPLGSEGGFYGVIDLVYMRALVWRG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  + E+ +IE   A                + EN+D+ +EKY+ GE  + E+L    
+R
Sbjct  191  
ETTVGEDYEIEEIPADMKEAAEAARTELLEVIAENDDEFMEKYLGGEDFTPEELKAAVRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE--------QGS  246
             V  +S+  V+ GSA K  G+QPL+DAV               F+P  E          
S
Sbjct  251  
AVLSSSITAVFTGSAFKNKGVQPLLDAVVDYLPSPLDVPAIEGFKPGDESVVIERHPSDS  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
              L    FK+       R  Y+R+YSG L    TV  ++ G+++   KI +M    
+ EI
Sbjct  311  
EPLSMLAFKIAADPHLGRLTYIRVYSGRLETGSTVLNSVKGKKERIGKIYQMHANKREEI  370

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                    G+IV ++        D L DP +         P P++   I PK+ A 



+E+L
Sbjct  371  ASIGA---
GQIVAVMGLKDTGTGDTLCDPAKPVVLESMTFPAPVIEQAIEPKSKADQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  +   D  T + I++ +G + L+V+   +  ++ +E  + +P 
V Y 
Sbjct  428  
GVAIQRLAEEDPTFQVHTDEETGQTIIAGMGELHLDVLIDRMKREFHVEANIGKPQVAYR  487

Query  422  ERPLKAA---
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   K      +T   +   +  +  + + V P   G+G ++ + V+ G + + +  
+V 
Sbjct  488  
ESLKKKVVKFEYTHKKQSGGSGQYGRVIIDVEPGEPGTGYEFVNAVTGGRIPKEYIPSVD  547

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  ++ G L G+ V D K+    G Y+   S+   F+    +  ++A K++   
LLE
Sbjct  548  
AGIQDAMQFGVLAGYPVEDVKVTLTDGAYHDVDSSELAFKIAGSMAFKEAAKKANPVLLE  607

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +S  +  P++YL     D       +++ + +    V    +P   +  Y  DL   
T
Sbjct  608  
PIMSVDVTTPEDYLGTVIGDLNARRGQVQSMEDQHGNKVVHALVPLSEMFGYVGDLRSKT  667

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            +G++    E   Y      V   +IQ  R
Sbjct  668  SGQASYSMEFNSYAETPKTVSDEIIQKAR  696

>EEX77972.1 translation elongation factor G [Selenomonas sputigena 
ATCC 35185]
Length=677

 Score = 269 bits (687),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 183/663 (28%), Positives = 315/663 (48%), Gaps = 
65/663 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGITHKIGEVHDGAATMDWMAQEQERGITITSAATTCHWKNH  60

Query  69   



KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++    K N+P + 
++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGAVAVLTARGGVEPQTETVWRQAEKYNVPRMAYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSA-------------------DIIIKQTV-------
SLSP  162
            K+D  G D  +V++ ++++L A                   D+I  + +        
++ 
Sbjct  121  
KMDITGADFFNVIKMMQERLQANPVAIQLPIGSEDTFSGIVDLIKMEAIIYEDDLGKVAD  180

Query  163  EIVLEEN-TDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            E+ + ++  DI      +  +AV E +D L+EKY+ GE IS +++ +  ++      
+ P
Sbjct  181  
EVAIPDDMKDIADEYRDKLLEAVAEEDDDLVEKYLGGEEISEDEIRKAIRKATIACKMTP  240

Query  216  VYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGSVFKV  256
            V  GS+ +  G+QP++DA+              G+    GE+               
FK+
Sbjct  241  
VTCGSSYRNRGVQPMLDAIVDFMPAPIDIPAIKGVNPDTGEEDHRDSTDDGPFAALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSGTL     V  + + K     +I +M    + E+   DT 
Y G+
Sbjct  301  MADPYVGKLAFFRVYSGTLSSGSYVFNSTKGKKERIGRILQMHANHRAEL---
DTVYSGD  357

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +        D L D ++       E P P++   + PKT   +E++  AL 
+LA+ 
Sbjct  358  
IAAAVGLKDTTTGDTLCDDSKPIILESMEFPDPVISVAVEPKTKNDQEKMGIALQKLAEE  417

Query  372  DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKAA  428
            DP  R   D  T + I+S +G + LE++   +  ++K++  V  P V Y E   +P 
KA 
Sbjct  418  
DPTFRVRTDQETGQTIISGMGELHLEIIVDRMLREFKVDCNVGNPQVAYRETIRKPAKAE  477

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
               +  +   +  +    L +TP   G G  +E+++  G + + F N + +G+R  
++ G
Sbjct  478  GKFVR-
QSGGHGQYGHCWLELTPQEPGEGFTFENKIVGGVIPKEFINPIENGVREAMDNG  536



Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G Y+   S+   F+    +      +++   LLEPY+   
+  P
Sbjct  537  
VIAGYPMVDVKVTVYDGSYHEVDSSEMAFKIAGSMAFRNGAEKANPVLLEPYVKVEVIVP  596

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            +EY+     D       IE  + +    V    +P   +  Y TDL   T GR     
E+
Sbjct  597  
EEYMGDVMGDINSRRGRIEGMEARNGAQVINAFVPLSEMFGYSTDLRSKTQGRGNYSMEV  656

Query  608  KGY  610
              Y
Sbjct  657  SYY  659

>WP_037346671.1 elongation factor G [Selenomonas sp. oral taxon 138]
Length=692

 Score = 269 bits (688),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 320/670 (48%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMKMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D+L+EKY+ GE ++  ++ R  
++  
Sbjct  189  
DLGKVTDEVEIPEEYKAQAEEYHEKLVEACAEADDELMEKYLGGEDVTEAEIRRAIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE        
SA  
Sbjct  249  
IACQMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +   +    D L D  +       E P P++   + P T   +E+
+  A
Sbjct  366  
EVVYSGDIAAAVGLKNTTTGDTLCDENKPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKAEGKFVR-
QSGGHGQYGHCWLELIPQDAGEGFSFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
RQAMEGGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674



>WP_068658173.1 GTP-binding protein [Paenibacillus crassostreae]
 OAB74656.1 elongation factor G [Paenibacillus crassostreae]
 AOZ91185.1 elongation factor G [Paenibacillus crassostreae]
Length=651

 Score = 268 bits (686),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 170/609 (28%), Positives = 301/609 (49%), Gaps = 
16/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+  ++  D+  +E+QRGIT+ +    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYNTKSIKQRGRVDHKSSFLDSHQIEQQRGITVFSDQGMFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++  +D AI++ISA +G++ QT I++  LRK  
+P   
Sbjct  65   
GASNYYLIDTPGHIDFSPEMERAIQAMDVAIIIISAVEGIEGQTEIVWELLRKYQVPCFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D+  V+Q ++   + D +   T SL  +  + E    E  D + E 
++ L
Sbjct  125  FINKTDRVGADVHQVLQDIQTNFTKD-VCNMTDSLFEDGGMSE----
ELVDFIAERDEVL  179

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+     S++  +   +R +Q+  +FP   GSA +G+G+   +  +  L        
Sbjct  180  LEHYME-NGYSKDLWLNTMKRLIQEQIIFPYACGSALQGIGVDEFLQKLD-
LLTVTDYSS  237

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+++ + D G R  Y++  SGTL++RD++     E +   KIT++R+ +  
E 
Sbjct  238  
EGAFAGRVYRIRHDDHGARITYIKALSGTLKVRDSINYGDEENVVTEKITQIRVYNGREY  297

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +    GE+  +   S+     +GD   + ++R   + +P L++ I  +     
+  L
Sbjct  298  KAVNQVEAGELFAVIGLSMT---
TVGDDVGILKERMVYEMVPTLKSKIIFEPTVHVKEAL  354

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422



                 L   DP L    +    EI L  +G++QLEV+  ++ E++ L    ++P +
+Y E
Sbjct  355  
TYFKMLNAEDPSLNVIWEESLQEIQLHVMGKIQLEVLEQIVKERFSLNVKFEQPEILYKE  414

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + + + P    SG+++++      L+   QN +R  
+ 
Sbjct  415  TIGTEVVGYGHFE--
PLGHYAEVHIQLRPGERNSGIRFKNACHADDLSVGNQNLIRHHLF  472

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G  +TD  +    G  ++  ++  DFR      L Q L+++  
+LLEPY  
Sbjct  473  
EREHHGLLTGSPLTDVIVTLLTGRAHNKHTSGGDFREATYRALRQGLEQADNRLLEPYYY  532

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    + + R   D  +   + +  Q   ++ + TG +P      Y + L+ +T 
G+ 
Sbjct  533  
FKIKVELDQMGRVLSDIQQAHGSFDPPQTDGNKTILTGTVPVATFMDYNSKLSSFTQGKG  592

Query  602  VCLTELKGY  610
                   GY
Sbjct  593  SLSLTFAGY  601

>WP_077391271.1 elongation factor G [Mobilibacterium timonense]
Length=687

 Score = 269 bits (688),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 191/677 (28%), Positives = 319/677 (47%), Gaps = 
85/677 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGETHDGAATMDYMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+SAK+GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDTRINIIDTPGHVDFTVEVERSLRVLDGAVMVLSAKEGVEPQSETVWRQAEKYEVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------



TVSLS  161
            IF+NK+D  G D   VV+ V+D+L A+ +  Q                          
L 
Sbjct  132  
IFVNKMDIIGADFFHVVEMVQDRLRANAVAVQIPIGAENEFAGIIDLMTMKAEVYKDQLG  191

Query  162  PEIVLEEN-----TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EIV+E+       + +AW     +AV + ++ L+ KY+ GE I+ E+L +  ++     
Sbjct  192  
KEIVIEDIPANMLDEAKAWREKMVEAVADKDEDLMMKYLEGEEITVEELKKVIRKATIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
             +FPV+ GSA +  G+Q ++D +                           P  ++  
+AL
Sbjct  252  
EMFPVFCGSAYRNKGVQMMLDGIVDYMPSPLDIPAIKGVNPDTEEPDERHPSDKEPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + ++K     +I +M    + 
EI   
Sbjct  312  A---
FKIVTDPYVGKLAFFRVYSGTLDTGSYVYNSVKDKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++   I PKT A +E+
+  A
Sbjct  366  
DKVYAGDIAAAVGLKNTTTGDTLCDEDHPIVLESMEFPDPVIEIAIEPKTKAGQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTYTNPDTGQTIIAGMGELHLEIIVDRLMREFKVEANVGKPQVSYKE--  483

Query  425  LKAASHTIHIEVPPN----------
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI  EV  +            +  +   + P   GSG ++++ V+ G + 
+ + 
Sbjct  484  ------
TITQEVDEDYKHKKQSGGSGQYGHVKFRMYPREAGSGFEFKNSVTGGNIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              + +G R  +E G + G+ + D  I    G Y+   S+   F+  A +  ++A +
++  
Sbjct  538  
PKIEEGFREAMENGPVAGYQMVDIGIDLYDGSYHEVDSSEMAFKIAATMGFKEACRKAAP  597



Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP     +  P+ Y+     D       IE + +     +  G +P   +  Y 
T+L
Sbjct  598  
VLLEPIFKVEVTVPENYMGDIIGDISSKRGKIEGSDINNGAAIVRGFVPLSEMFGYATNL  657

Query  594  AFYTNGRSVCLTELKGY  610
               T GR V + +   +
Sbjct  658  RSKTQGRGVYVMQFDHF  674

>KKS45459.1 Elongation factor G [Candidatus Gottesmanbacteria 
bacterium GW2011_GWA2_42_18]
Length=734

 Score = 270 bits (691),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 198/678 (29%), Positives = 323/678 (48%), Gaps = 
79/678 (12%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T+
Sbjct  46   
IRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMPQEKERGITIMSAATT  105

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   +VNI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   K  
+P
Sbjct  106  
TFWKEVRVNIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYKVP  165

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----  158
             V FINK+D+ G D    +Q +RD+L A                   D++ K+++     
Sbjct  166  
RVCFINKMDKLGADYMRTIQMIRDRLGANTAIMNLPIGKEQTFKGVVDLLTKKSLVWGSD  225

Query  159  ------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   +S EI  E   D++ +     + + E +D LLE+Y+ G+  S + L +  
+  
Sbjct  226  
VLGAKYDISDEIPSEMKEDVKKYRHKLIEQICEQDDSLLERYLNGDEPSVDDLKKALRSA  285

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG------------------SAA  248
                 L P+Y GS+ +  G+QPL+DA+   L  P+   G                     
Sbjct  286  
TIAYKLVPIYAGSSLRNKGVQPLLDAIVDYLPSPVDVGGIRGINPKTNQEEFRKTNNEEP  345



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKG  300
                 FK++      +  Y+R+YSG L+        ++D     GR  L    M   
++ 
Sbjct  346  FSALAFKIQLDPHVGKLTYIRIYSGKLKSGSYAWNSIKDKQERVGRLLL----
MHANNRE  401

Query  301  EIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            EI   + AY GEIV  +        D L D   P  L +  +   P P++   I P
+T A
Sbjct  402  EI---EEAYAGEIVAAVGLKETGTGDTLSDHAHPIVLEKITF---
PEPVISLAIEPRTKA  455

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP    + +  T + I+  +G + LEV+   +  ++K++  
V  P
Sbjct  456  
DQEKMGTALQKLAEEDPTFLVKSNLETGQTIIWGMGELHLEVLVDRMKREFKVDANVGAP  515

Query  417  SVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E    KA     +I +      +    L V P + G G ++   +  G +   
F 
Sbjct  516  
QVAYKETVKSKAEGEGKYIRQTGGRGQYGHCFLRVEPKARGEGYEFVDAIRGGAIPNEFI  575

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V+ G++  L++G+  G+ V D K+    G ++   S+   F+    + L+ A K 
+G 
Sbjct  576  
PSVQKGVKEALDKGILAGYPVVDMKVTLYDGTFHEVDSSDIAFKIAGSMALQNAAKLAGL  635

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P E++     D     A I   + +    +    +P   +  Y 
T L
Sbjct  636  
ILLEPIMKVEVTTPDEFMGTVIGDISSKRAQILGTEKRGKVSIIVAMVPLAELSGYATTL  695

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+    E   Y+
Sbjct  696  RSVSQGRATYYMEPSHYE  713

>WP_060929288.1 elongation factor G [Anaerococcus tetradius]
 KWZ78236.1 translation elongation factor G [Anaerococcus tetradius]
Length=690

 Score = 269 bits (688),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 197/671 (29%), Positives = 312/671 (46%), Gaps = 



71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERMLYYTGKIYKIGDTHDGTAVMDSMEQEKERGITIGSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    K 
+IP +
Sbjct  72   
WNNNRINIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADKYDIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE--  163
             FINK+D  G D    V +++DKL A                   D++  ++V+ + 
E  
Sbjct  132  
CFINKMDATGADFFMAVDTIKDKLKANAVPIEIPIGAEQQFEGVVDLVTMESVTYNTEDL  191

Query  164  -------------
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                         + L E       + + E +D ++ KY+ GE +S E++    ++   
+
Sbjct  192  
GAHPIKGEIPANLVDLAEEYRANLLEELSEIDDNIMMKYLEGEEVSVEEINAAIRKGTIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQGSA  247
              +FP   GSA K  G+Q L+DA+                            P  
EQ  +
Sbjct  252  
KKIFPCLCGSAYKNKGVQALLDAIVEFMPSPLDIPAIQGTDPKDDSVILERHPGDEQPLS  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
            AL    FKV       + +Y+R+YSGT+     +  A  G RE++ +I +M    + 
EI 
Sbjct  312  ALA---
FKVVTDPYVGKLIYVRIYSGTIESGSYIYNATKGKRERVGRIMQMHSNKQQEI-  367

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              +T + G+IV +L        D L D          E P P++   I PKT A +
++++
Sbjct  368  --
ETGFSGDIVALLGLKDTTTGDSLCDQDNPIILENMEFPDPVISVAIEPKTRASQDKMI  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +LA+ DP  + + D  T + I+S +G + LEV+   L  ++K+E  +  P V 



Y E
Sbjct  426  
VGLQKLAEEDPTFQTKSDEETGQTIISGMGELHLEVIVDRLLREFKVEANIGNPQVAYRE  485

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +   +  +  + L V P   G G+ +ES++  G + + +   
V  G
Sbjct  486  
SITKEAEAQGKFVRQSGGSGQYGDVILQVMPGKEGEGITFESKIVGGAVPKEYIKPVEAG  545

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G+  G+ + D  +    G Y+   S+   F     +  + A+ ++G  
LLEP 
Sbjct  546  
VREAALSGILGGYPMVDIHVILVDGSYHEVDSSEVAFHVAGSMGFKNAVAKAGPILLEPL  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +  P EYL     D       I+    K    V    IP   +  Y TDL   
T G
Sbjct  606  
EKVEITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHVLDAFIPLSEMFGYATDLRSKTQG  665

Query  600  RSVCLTELKGY  610
            R+    +   Y
Sbjct  666  RATYSMQFDHY  676

>WP_004837180.1 elongation factor G [Anaerococcus tetradius]
 EEI82879.1 translation elongation factor G [Anaerococcus tetradius 
ATCC 
35098]
Length=690

 Score = 269 bits (688),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 197/671 (29%), Positives = 312/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERMLYYTGKIYKIGDTHDGTAVMDSMEQEKERGITIGSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    K 
+IP +
Sbjct  72   
WNNNRINIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADKYDIPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE--  163
             FINK+D  G D    V +++DKL A                   D++  ++V+ + 
E  
Sbjct  132  
CFINKMDATGADFFMAVDTIKDKLKANAVPIEIPIGAEQQFEGVIDLVTMESVTYNTEDL  191

Query  164  -------------
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                         + L E       + + E +D ++ KY+ GE +S E++    ++   
+
Sbjct  192  
GAHPIKGEIPANLVDLAEEYRANLLEELSEIDDNIMMKYLEGEEVSVEEINAAIRKGTIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQGSA  247
              +FP   GSA K  G+Q L+DA+                            P  
EQ  +
Sbjct  252  
KKIFPCLCGSAYKNKGVQALLDAIVEFMPSPLDIPAIQGTDPKDDSVILERHPGDEQPLS  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
            AL    FKV       + +Y+R+YSGT+     +  A  G RE++ +I +M    + 
EI 
Sbjct  312  ALA---
FKVVTDPYVGKLIYVRIYSGTIESGSYIYNATKGKRERVGRIMQMHSNKQQEI-  367

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              +T + G+IV +L        D L D          E P P++   I PKT A +
++++
Sbjct  368  --
ETGFSGDIVALLGLKDTTTGDSLCDQDNPIILENMEFPDPVISVAIEPKTRASQDKMI  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +LA+ DP  + + D  T + I+S +G + LEV+   L  ++K+E  +  P V 
Y E
Sbjct  426  
VGLQKLAEEDPTFQTKSDEETGQTIISGMGELHLEVIVDRLLREFKVEANIGNPQVAYRE  485

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +   +  +  + L V P   G G+ +ES++  G + + +   
V  G
Sbjct  486  
SITKEAEAQGKFVRQSGGSGQYGDVILQVMPGKEGEGITFESKIVGGAVPKEYIKPVEAG  545

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G+  G+ + D  +    G Y+   S+   F     +  + A+ ++G  
LLEP 



Sbjct  546  
VREAALSGILGGYPMVDIHVILVDGSYHEVDSSEVAFHVAGSMGFKNAVAKAGPILLEPL  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +  P EYL     D       I+    K    V    IP   +  Y TDL   
T G
Sbjct  606  
EKVEITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHVLDAFIPLSEMFGYATDLRSKTQG  665

Query  600  RSVCLTELKGY  610
            R+    +   Y
Sbjct  666  RATYSMQFDHY  676

>WP_035779163.1 GTP-binding protein [Butyrivibrio sp. MC2013]
Length=925

 Score = 274 bits (700),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 194/619 (31%), Positives = 308/619 (50%), Gaps = 
34/619 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I+N+GILAHVDAGKTTL+ESLLY +G I + G V+ G    DT  +E++RGITI 
+   
Sbjct  5    
NILNLGILAHVDAGKTTLSESLLYTTGTIRKAGRVDHGDAFLDTFDIEKKRGITIFSKQA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              +    ++ ++DTPGH+DF  E+ R+L VLD AILVISA DGV AQ R L+  L    
+
Sbjct  65   
RMEAFGREITLLDTPGHVDFSPEMERTLGVLDAAILVISAADGVGAQVRTLWKLLEHYGV  124

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  IF+NK+DQ G D++ +   +RD+  ++++  Q  +  PE+   EN  +         
Sbjct  125  PAFIFVNKMDQPGADMERLEAELRDEFGSNLVNVQKGTDDPEVA--
ENIAV--------C  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D+L+E+Y+  E ++ E +     R V    LFP+ +GSA K  G++ L+  V   
+ P 
Sbjct  175  DDELMERYLETEELTDEDI----SRLVAARRLFPMLFGSALKMEGVEELLSMVC-
RYIPA  229

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMRIP  297
            G          V+K+   + G+R   L++  G+L +RD++  A  E    + KI E
+R+ 



Sbjct  230  GRY-
PDEFGARVYKIMRGEEGERLALLKVTGGSLNVRDSITTADNEGNPFESKIAEIRLY  288

Query  298  SKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            S G+     TA  G +  +L    VR  + LG        +  E   P+L   I     
A
Sbjct  289  SGGKYKLVTTAPAGTVCAVLGLPYVRAGEGLGGDL----
GKVTELIEPILNCRIILTDDA  344

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               ++   LT L + +P L       + +I +  +G VQ E++  L++E+Y +     
E 
Sbjct  345  
DPYKVWQYLTLLQEEEPGLSVSRMEDSGDIYVRVMGTVQKEIIKNLMNERYGVAIDFGEG  404

Query  417  SVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             ++Y E    P++   H       P   +A + L + P   GSG+ +        L  
++
Sbjct  405  QIVYKETIDAPVEGVGH-----
FEPLRHYAEVHLMLEPTGPGSGLSFAMDCPRDLLALNW  459

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G  +TD +I    G  +   +   DFR      + Q L  
+G
Sbjct  460  
QRLIMTHLAEKKHRGVLTGAEITDMRITVIGGKAHLKHTEGGDFRQATYRAVRQGLMMAG  519

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  + +  P+  L RA  D  +  ATI +  ++ D    TG +PA C+  
Y   
Sbjct  520  
SILLEPYYRYEIDLPRNNLGRAMSDLQQMYATISSPVIEGDRASITGSLPAACLGDYAET  579

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L  YT+G      +L GY+
Sbjct  580  LRGYTSGEGRMECQLSGYE  598

>WP_035781202.1 GTP-binding protein [Butyrivibrio sp. LB2008]
Length=904

 Score = 274 bits (700),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 192/615 (31%), Positives = 298/615 (48%), Gaps = 
32/615 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IGILAHVDAGKTTL+ESLLY SG I + G V+   T  DT  LER RGITI +    



F
Sbjct  5    
ITIGILAHVDAGKTTLSESLLYLSGKIKKLGRVDHKDTFLDTYELERSRGITIFSKQAIF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++   +N++DTPGH DF  E+ R+L VLD AIL+ISA DGV +Q ++LF  L   
N+PT
Sbjct  65   
DYNDISINLLDTPGHTDFSPEMERTLQVLDIAILIISAPDGVTSQAKMLFKLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            VIF+NK DQ G D+ S   S+RD LS+          S     E+  + E  + +   
++
Sbjct  125  VIFVNKTDQPGTDISSTTSSIRDNLSS----------
SCTSFNEDLPEDEFHEELAMCDE  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LL  Y+ G  I+ E ++R  ++R      FP+ +GSA K  G+Q L++ +      
+  
Sbjct  175  ELLSSYLEGNKITSEDIIRLIRKR----
KCFPILFGSALKNNGVQKLLNLICLAAPSLSS  230

Query  244  QGSAA------
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            +   +          ++K+   + G R  ++++ SG L +RD++        KI +
+R+ 
Sbjct  231  EAKNSDGTPKEFGARIYKISRDNAGNRLTHIKITSGVLNVRDSI-----
RGEKIDQIRLY  285

Query  298  SKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            S  +     +AY G +  +   S  R  + LG    L      E   P+L  T+      
Sbjct  286  SGDKFEPVPSAYAGMVCAVTGLSKTRAGEGLG---
ILEGSNVSEILQPILSCTLLLPEDI  342

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +   L  L + +P+LR      T +I +  +G VQ E++  +L  ++ ++      
Sbjct  343  
NPIPVYKQLKLLEEEEPMLRVTSLEETGQIEIQIMGEVQKEILRHMLKTRFDIDAEFGPG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
              +Y E          H E  P   +A + L + P   GSG+ + S      L  +
+Q  
Sbjct  403  HTVYKETIANTVEGVGHFE--
PLRHYAEVHLLMEPGEPGSGLVFSSDCPTDDLALNWQRL  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +     +G L G  +TD KI    G  +   +   DFR      + Q L ++ 



+ L
Sbjct  461  
ILTHLGEKKHRGVLTGSEITDMKITLIAGKAHEKHTEGGDFRQATYRAIRQGLMQADSVL  520

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP L + +  PQ+ + RA  D      T+    ++ D  V TG +PA C+  Y  
+L+ 
Sbjct  521  
LEPILDYRIELPQDCVGRALTDIQMMNGTVGLPDIEGDRSVLTGTVPAACLGEYAHELSA  580

Query  596  YTNGRSVCLTELKGY  610
            YT G     T L GY
Sbjct  581  YTRGEGHIFTTLHGY  595

>WP_009353908.1 MULTISPECIES: elongation factor G [Veillonella]
 EGS33635.1 translation elongation factor G [Veillonella sp. oral 
taxon 780 
str. F0422]
 KXB89815.1 translation elongation factor G [Veillonella sp. 
DNF00869]
Length=691

 Score = 269 bits (688),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 195/664 (29%), Positives = 319/664 (48%), Gaps = 
71/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++    
K  +
Sbjct  69   
TTQWKGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVL-  166
            P + ++NK+D  G D   VV  ++ +L A+ +  Q               V++  
EI + 
Sbjct  129  
PRIAYVNKMDTVGADFFRVVDMMKARLGANSVAIQVPIGAEDTFKGIIDLVTMKAEIYIS  188

Query  167  ------------EENTDIEAW------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                        EE  D+ A       DAV E +D+L+EKY+ GE IS E++    
++ V



Sbjct  189  
DDGKEYEITEIPEEYADVAAERREMLVDAVAETDDELMEKYLEGEEISEEQIKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
             + +LFPV  GS+ K  G+Q L+DAV              G+    GE+ +         
Sbjct  249  
CENTLFPVLCGSSYKNKGVQMLLDAVVDYMPAPTDVPAIKGIDPNTGEETTRPSTDDGPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I      +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  366  DRVYAGDIAA----
AVGLKDTTTGDTLCDDKAQVILESMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V +P 
V Y
Sbjct  422  
MGMALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA         +      +    L + P   G+G ++E++V  G + + +   
V 
Sbjct  482  
RETIRKAVKSEGKFVRQSGGKGQYGHCWLEIIPQEPGAGFEFENKVVGGSIPREYIGPVE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +G++  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  +++   
LLE
Sbjct  542  
NGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSSEMAFKIAGSMGFKEGARKADPALLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY++  +  P+EY+     D       ++  + +         +P   +  Y TDL   
T
Sbjct  602  
PYMAVEVEVPEEYMGDVIGDLNSRRGRMDGMEARNGSQHIKAYVPLSEMFGYATDLRSKT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665



>WP_016265721.1 elongation factor G [Lactobacillus sakei]
 EOR84133.1 translation elongation factor G [Lactobacillus sakei 
subsp. sakei 
LS25]
 KGB14103.1 elongation factor G [Lactobacillus sakei]
 KRK70807.1 fusA protein [Lactobacillus sakei subsp. sakei DSM 20017 
= JCM 
1157]
 KRL70206.1 fusA protein [Lactobacillus sakei subsp. carnosus DSM 
15831]
 ARJ71938.1 elongation factor G [Lactobacillus sakei]
 BAX66134.1 elongation factor G [Lactobacillus sakei subsp. sakei 
DSM 20017 
= JCM 1157]
 ASN13367.1 elongation factor G [Lactobacillus sakei]
 AST84303.1 elongation factor G [Lactobacillus sakei]
 SON66000.1 elongation factor G [Lactobacillus sakei]
 SON70145.1 elongation factor G [Lactobacillus sakei]
 SON72111.1 elongation factor G [Lactobacillus sakei]
 SON74077.1 elongation factor G [Lactobacillus sakei]
 SOB40509.1 elongation factor G [Lactobacillus sakei]
 SOB40493.1 elongation factor G [Lactobacillus sakei]
 SOB40612.1 elongation factor G [Lactobacillus sakei]
 SOB44570.1 elongation factor G [Lactobacillus sakei]
 SON69181.1 elongation factor G [Lactobacillus sakei]
 PKX61070.1 elongation factor G [Lactobacillus sakei]
 PKX62330.1 elongation factor G [Lactobacillus sakei]
 PKX69067.1 elongation factor G [Lactobacillus sakei]
 PKX69924.1 elongation factor G [Lactobacillus sakei]
 PKX72426.1 elongation factor G [Lactobacillus sakei]
 PKX77578.1 elongation factor G [Lactobacillus sakei]
 SPE20735.1 Elongation factor G [Lactobacillus sakei]
Length=695

 Score = 269 bits (688),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 315/672 (47%), Gaps = 
64/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAEWKGNRVNIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQATTYGV  130



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI-IIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    + ++ D+L A+   ++  +    E      ++E   
DI   
Sbjct  131  
PRIVFVNKMDKLGANFDYSMTTLEDRLQANAHAVQMPIGAEDEFQGVIDLIEMQADIYDE  190

Query  173  ----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  WD                     AV + ND +++KY+ GE IS+E+L    
++ 
Sbjct  191  
DELGAKWDTVDVPADYLEQATKRRAELVEAVADVNDDIMDKYLEGEEISKEELKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------
QPIGEQG-------------SAA  248
              D   FPV+ GSA K  G+Q LMD V          +P   +                 
Sbjct  251  
TIDLKFFPVFAGSAFKNKGVQMLMDGVVDYLPSPLDVRPYNAKNPEDDSEVELMAGDDKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL+    +  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYTGTLQSGSYILNATKDKRERVGRLLQMHSNHRNEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          E P P+++ ++ P++   R+
+L  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDVDHPLILESMEFPDPVIQVSVEPESKEDRDKLDL  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E ++ T E ++S +G + L+++   +  ++K+   + EP V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKAETNNETGETLISGMGELHLDIMVDRMRREFKVVAKIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K AS       +      +  + +  TP   G G ++E  +  G + + +  +V  
G+
Sbjct  488  
FTKQASAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S  + F+  A + L+ A K++G +
+LEP +
Sbjct  548  



KESMANGVLAGYPLIDVKAKLYDGSYHDVDSNESAFKIAASMALKNAAKQAGAEILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP+EYL             +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  608  
KVEVIAPEEYLGDIMGQVTARRGAVEGMEARGNAQIVNAMVPLSEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQA  612
                     Y A
Sbjct  668  GTFTMVFDHYSA  679

>WP_096212298.1 tetracycline resistance ribosomal protection protein 
Otr(A) [Streptomyces 
sp. 2323.1]
 SOE10406.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2323.1]
Length=646

 Score = 268 bits (685),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 218/643 (34%), Positives = 321/643 (50%), Gaps = 
50/643 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ SGAI   GSV+ G T TDT  LER RGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDSGAIGRLGSVDAGDTCTDTGALERLRGITIRSAVASF  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGEVRINLIDTPGHADFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--
VSLSPEIVLEENTDIE-------A  174
            ++F+NKID+ G   ++++  +R +L A + +  T    L          D+E        
Sbjct  127  LLFVNKIDRTGARDEALLADIR-
RLLAPVPVPMTSVTGLGTARAGSVPYDLEDPLIRARI  185

Query  175  WDAVIENNDKLLEKYIAGE---------
PISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
             + V E ++ +L + +            P++ ++L      R  D SL PVY+GSA  
G 
Sbjct  186  
AETVAEADESVLAQLVGAAPGGQAQEDGPLTADRLRAALAARTADGSLHPVYFGSALGGQ  245



Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--  283
            G+  L++ +  L  P          G+VF V     G+R  ++RLY G LR R  + 
L  
Sbjct  246  
GVGALVEGIVRLLPPAPAGTGTEPRGTVFAVHQPPHGERTAHVRLYDGELRPRQQITLHR  305

Query  284  ------AGREKLKITEMRIPSK--GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLP  334
                  A     +IT + +  +  G+   T     G I +L     +R  D LG     
P
Sbjct  306  TGADGAAASVTGRITSLEVIGRPPGD---
TGPLTAGNIAVLRGLPGIRTGDRLG-----P  357

Query  335  RKRWREDPL----PMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEIIL  388
                   P     P L T +  +  A+   L  AL  LAD DPLL  R   D  T  
++ 
Sbjct  358  
ADDTAAGPALFGSPTLETLVRARRPARAAALRGALLTLADQDPLLQARPAPDGATSVLL-  416

Query  389  SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASIG  446
               G VQ E+++A L ++Y +E       V+ +ERP  +  A   I       P 
WA++G
Sbjct  417  --HGEVQKEILAATLHQEYGIEAEFTPSRVVCVERPSGVGEACQEIARFGHTGP-
WATVG  473

Query  447  
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLY  506
            L V P + GSG  +     LG L   F  A+ +     L+ G  G  VTDC++      
+
Sbjct  474  
LRVEPGARGSGPVFTYETELGALPHGFHQAIEETALATLQCGPQGLAVTDCRVVLTRSGF  533

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
              PVST  DFR++   VL +AL+ +GT++ EPY +F    P   L+          
A + 
Sbjct  534  
IGPVSTAGDFRTVTGPVLRRALERAGTRVYEPYHAFEAEVPLTALAAVTARLAALGAELA  593

Query  567  TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
                     + +G +PAR +Q  +  L   T+G  V ++   G
Sbjct  594  ETSGGVHSWLVSGAVPARHVQEIQRRLPGLTHGEGVWMSYPSG  636

>WP_049458103.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 269 bits (687),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 206/670 (31%), Positives = 311/670 (46%), Gaps = 
70/670 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGMPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            + +      + AWD                AV ++++ L + ++ G  I  E+L    
+R
Sbjct  189  
QWHDGAAATVTAWDDAARTRWQAQRDALVEAVADHDEALADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVVAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSGRARQLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            LT LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P V Y 
E P



Sbjct  425  
LTSLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            L+A +  +     +      +A + L V P   G  V +  R+  G + +SF  AV  
G+
Sbjct  485  LRAMTGVVGRLVKQTGGQGQFAQVVLDVAPREDGE-
VVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_026905861.1 GTP-binding protein [Paucisalibacillus globulus]
Length=650

 Score = 268 bits (685),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 181/619 (29%), Positives = 300/619 (48%), Gaps = 
37/619 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + AI   G V+  +   D   +E++RGIT+ A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKAIKSRGRVDHQSAFLDNHDIEKKRGITVFADQAIFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                 +++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  L+K 
+IPT  
Sbjct  65   
KDSTYHLIDTPGHVDFSPEMERAIQVMDAAIIIISAVEGIEGHTETVWKLLKKHHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII------
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            FINK D+ G ++ +V+  +R    +D++      IK   SLS EIV          



D + 
Sbjct  125  FINKTDRDGGNVGTVLSDIRANFKSDVLDINCCSIKD--SLSEEIV----------
DFIA  172

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL--  237
            E +D+LLE Y++   ++R   +++ Q  V+   LFP  YGSA + +GI+  ++    
L  
Sbjct  173  ERDDELLEYYMSN-
GVNRGLWLQKMQEMVKKCKLFPCSYGSALQDIGIEEFLENFDYLTR  231

Query  238  --FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKLKIT  292
              +   GE       G V+K+ Y + G R  +++   GTL +RD +A      RE  
KIT
Sbjct  232  THYNVEGE-----
FAGRVYKIRYDETGTRMTFIKALHGTLNVRDEIAYGDSDNREMEKIT  286

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            ++R  +  +         GE+  +   +   N V+GD      ++   + +P LR+ 
+  
Sbjct  287  QIRKYNGNQFDTVQKVCAGELFAVLGLT---
NAVIGDGVGALSEKLTYEMIPTLRSKVVF  343

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +     +  L     L   DP L+   +    ++ +  +G +QLEV+  ++ E++ 
L   
Sbjct  344  
EPKVNVKEALTYFKVLDSEDPSLKVTWEEQLQQVHIHVMGTIQLEVLKQVVLERFNLVVE  403

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             ++P +IY E    + +   H E  P   +A + L +   S  SGVQ++S     
+L+  
Sbjct  404  FEKPEIIYKETVESSVTGYGHFE--
PLKHYAEVHLQIESASRNSGVQFKSICHTDHLSVG  461

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             QN VR  +      GL  G  +TD KI    G  ++  +   DFR      + Q 
L+++
Sbjct  462  
LQNLVRQHVFEREHHGLLTGSGLTDVKITLLRGRGHNKHTHGGDFREATFRAIRQGLEKA  521

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
              +LLEP+ SF +      + R   D        +      D+ + TG  P      
Y  
Sbjct  522  
NNRLLEPFYSFKIKVNISQMGRVLADIQTAHGKFDPPITDGDKAIITGMAPVSTFMEYPM  581

Query  592  DLAFYTNGRSVCLTELKGY  610



             LA +T G+        GY
Sbjct  582  ILASFTKGKGSISLNFIGY  600

>WP_057886466.1 elongation factor G [Lactobacillus nagelii]
 KRL40347.1 elongation factor G [Lactobacillus nagelii DSM 13675]
Length=696

 Score = 269 bits (688),  Expect = 3e-77, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 318/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGDSQMDWMDQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    V ++ D+L A+ + I+  +    E      ++E   
DI   
Sbjct  131  
PRIVFVNKMDKIGANFDYSVSTIHDRLQANAVAIQMPIGAEDEFEGVIDLVEMKADIYDE  190

Query  173  ----EAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  WD V                 IE     +D L+EKY+ GE IS  ++    
++ 
Sbjct  191  
DELGSKWDTVDIPEEYKADAQKRREEMIEKLADVDDNLMEKYLGGEEISIAEIKSAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAAL  249
              +  L+PV  GSA K  G+Q ++DAV                 P GE+           
Sbjct  251  
TLNLELYPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATDPDGEEVELVAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       R  + R+YSGTL     V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AGLAFKIATDPFVGRLTFFRVYSGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIPEV  370



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L D          E P P+++ +I PKT A +++
+  A
Sbjct  371  ---
FAGDIAAAIGLKATTTGDSLTDVNHPLILESMEFPDPVIQVSIEPKTKADQDKMDVA  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFKVDAKVGEPQVAYRETF  487

Query  425  LKAAS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             K  S     +H +      +  + +  TP   G G ++E+ +  G + + +  AV  
G+
Sbjct  488  TKQVSVQGKFVH-
QSGGKGQYGDVWIEFTPNDEGKGFEFENAIVGGVVPREYIPAVEQGL  546

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S+ A F+  A + L+   K +G  
+LEP +
Sbjct  547  
KESMANGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKIAASLALKNGAKVAGAVILEPIM  606

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++YL             +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  607  
RVEIVAPEDYLGDVMGHVTARRGRVEGMENRGNAQMVKAFVPLAEMFGYATTLRSATQGR  666

Query  601  SVCLTELKGYQ  611
                  +  Y+
Sbjct  667  GTFTMTMDHYE  677

>WP_105083569.1 MULTISPECIES: elongation factor G [Veillonella]
 PQL09910.1 elongation factor G [Veillonella sp. T11011-6]
 PQL23612.1 elongation factor G [Veillonella sp. T14073-2]
 PQL24184.1 elongation factor G [Veillonella sp. T34266-5]
 PQL58040.1 elongation factor G [Veillonella infantium]
Length=691

 Score = 269 bits (687),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 316/667 (47%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEYEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISIEELKTALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVVDYMPAPIDIPAIKGVVPGTEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   +
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ---DMVYAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQ  478



Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>OIO97028.1 translation elongation factor G [Anaerolineae bacterium 
CG2_30_64_16]
Length=702

 Score = 269 bits (688),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 191/683 (28%), Positives = 323/683 (47%), Gaps = 
86/683 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G     G+V++GTT TD M  ER+RGITIQ
+A  
Sbjct  20   
RLRNIGIIAHIDAGKTTTTERILYYTGKTYRMGNVDEGTTVTDWMAQERERGITIQSAAI  79

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    
+  +
Sbjct  80   
TSEWRGHQINLIDTPGHIDFTAEVQRSLRVLDGGVVVFDAVAGVEPQSETVWRQANRYGV  139

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAWD--  176
            P + F+NK+D+ G D    +Q +RD+L A+ +  Q + +  E + +   D+   
+AW+  
Sbjct  140  PRICFVNKMDRTGADFWRTIQMIRDRLKANPVAIQ-



IPIGSENLFQGMVDLIGRKAWNFT  198

Query  177  -----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                                          + E +++L  +++ GEPIS   LV   
+R 
Sbjct  199  
EALGANPEEAPIPEALLEQVEKHREILVEKIAETDEELTLQFLEGEPISEGALVSALRRA  258

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPI-
GEQGSAALCGS--  252
                +L PV  G+A +  G+Q L+DAV                 PI GE+ +     
+  
Sbjct  259  
TITGALVPVLCGTALRTKGVQALLDAVVDYLPSPLDVPAVRGINPISGEEEARPADPNAP  318

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITE  293
                VFK++      R  YLR+YSG L               R+   V +   +++
++TE
Sbjct  319  
AAALVFKIQADPYIGRLAYLRVYSGVLQTGQMMHNANKDRKERIGRLVQVYADKRVELTE  378

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +R    G IV    ++ GE +  P+  + L  +             E P P++   
+ PK
Sbjct  379  LRAGDIGAIVGVKQSFTGETLCDPAAPIILEAI-------------
EFPKPVISVAVEPK  425

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +++L +AL +LA+ DP  R +VD  T + ++S +G + LEV+   +  ++ +
+  V
Sbjct  426  
TKADQDKLANALQRLAEEDPTFRVKVDEETGQTLISGMGELHLEVLVDRMQREFAVQAHV  485

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                V Y E   +  +       +      +A + +   PL  G G ++  +V+ G 
+ +
Sbjct  486  
GRHQVAYRETITRRTTVETRFVRQTGGRGQFAHVIVEFAPLESGKGFEFVDKVTGGAVPR  545

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F  AV  G+R  +E G L G+ + D +     G ++   S+   F+    + L + 
+++
Sbjct  546  
EFIPAVAQGMRESMENGVLGGYPLVDIQATLLGGSFHEVDSSDMAFKIAGSMALREGVQK  605

Query  531  SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAY  589
            +   LLEP +   + AP++       D       I   ++    + V  G +P   



+  Y
Sbjct  606  
AAPVLLEPVMGVEVVAPEQSTGDVIGDLVARRGQISGLELHSVGMQVVKGTVPLAEMVGY  665

Query  590  RTDLAFYTNGRSVCLTELKGYQA  612
             T L   T GR     E   Y A
Sbjct  666  ATSLRSGTQGRGTFTMEFDHYDA  688

>WP_004828288.1 elongation factor G [Anaerococcus lactolyticus]
 EEI85787.1 translation elongation factor G [Anaerococcus 
lactolyticus ATCC 
51172]
 KGF03243.1 elongation factor G [Anaerococcus lactolyticus S7-1-13]
Length=690

 Score = 269 bits (687),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 197/671 (29%), Positives = 310/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTCTERILYYTGKIYKIGDTHDGTAVMDSMEQEKERGITIGSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLD A+ +  AK GV+ Q+  ++    K 
NIP +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDSAVALFDAKSGVEPQSETVWRQADKYNIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             FINK+D  G D    V +++DKL A                   D++  Q V+ S 
E +
Sbjct  132  
CFINKMDATGADFFMAVDTIKDKLKANAVPLEIPIGAEQTFEGAVDLVTMQAVTYSSEDL  191

Query  166  ---------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                           L E       + + E +D ++ KY+ GE ++ +++    ++   
+
Sbjct  192  
GAHPKYSEIPADLKDLAEEYRNNLLEELSEVDDTIMMKYLEGEAVTEDEIKTAIRKATIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQGSA  247
              +FP   GSA K  G+QPL+DA+                            P  +
+ +A
Sbjct  252  



QKIFPCLLGSAYKNKGVQPLLDAIVDYMPSPVDVPAIEGVDPKDPDVVIERHPGDDEPTA  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
            AL    FKV       + +Y+R+YSGT+     +  A  G RE++ +I +M    + 
EI 
Sbjct  312  ALA---
FKVVTDPYVGKLIYVRIYSGTIESGSYIYNATKGKRERVGRIMQMHSNKQEEIP  368

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +    Y G+IV +L        D L +          E P P++   I PKT A +
++++
Sbjct  369  K---
GYAGDIVALLGLKDTTTGDSLCEQDNQIILEQMEFPDPVISVAIEPKTRASQDKMI  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +LA+ DP  +   D  T + I+S +G + LE++   L  ++K+E  +  P V 
Y E
Sbjct  426  
IGLQKLAEEDPTFQTRSDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVAYRE  485

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +   +  +  + L V P   GSG+ +ES++  G + + +   
V +G
Sbjct  486  
SITKEAEAQGKFVRQSGGSGQYGDVMLRVEPGEEGSGITFESKIVGGAVPKEYIRPVEEG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++     G L G+ + D  +    G Y+   S+   F     I  + A++++G  
LLEP 
Sbjct  546  
VKEAAAAGVLGGYPMVDVHVTLFDGSYHEVDSSEVAFHVAGSIGFKNAVQKAGPVLLEPI  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +  P EYL     D       I+    K    V    IP   +  Y TDL   
T G
Sbjct  606  
EKVEITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHVLDAFIPLSEMFGYATDLRSKTQG  665

Query  600  RSVCLTELKGY  610
            R+        Y
Sbjct  666  RATYSMSFDHY  676

>OQY07155.1 elongation factor G [Desulfobacteraceae bacterium 
4572_123]
Length=676

 Score = 268 bits (686),  Expect = 4e-77, Method: Compositional 



matrix adjust.
 Identities = 198/671 (30%), Positives = 315/671 (47%), Gaps = 
65/671 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT+
Sbjct  9    
IRNIGIIAHIDAGKTTVTERILYYTGRSHKIGEVHDGEAVMDWMADEQERGITITSAVTT  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             QW   K+ I+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++H   K 
N+P
Sbjct  69   
CQWRSNKIQIIDTPGHVDFTIEVERSLRVLDGAVGVFCAVGGVEPQSETVWHQADKYNVP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE  163
             + FINK+D+ G D    ++ +RD+L A                   D+I  Q +   
P+
Sbjct  129  
KIAFINKMDRIGADFFRTLEMMRDRLDASPLIMQLPVGAEDNFAGVIDLIDMQQIVWDPD  188

Query  164  IVLE--ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             + E  +  DI             +  + + E +D L+E Y+A EPI R+ L+   
++  
Sbjct  189  
SLGENYQTADIPRDYQEKAVAYREKLIEKLAEIDDDLMEVYLAEEPIDRQMLMNAVRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
                L PV+ GSA K  GIQPL+DA+              GL    G       + 
+A L
Sbjct  249  
IALELVPVFCGSALKNKGIQPLIDAIVDFLPAPTDIPSMEGLHPETGSVIECPVRDNAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
               +FKV   + G++  ++R+YSGT++    +    R +K K++ + +    +  R  
TA
Sbjct  309  AALIFKVSMME-
GRKLSFVRIYSGTMKAGSEIFNPARNKKEKLSRILLMHADKRERVSTA  367

Query  309  YPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              G IV I+        + L D   P  L    + E   P++   + PKT A +E
+L   
Sbjct  368  GAGSIVGIVGLKESSTGETLCDEKHPLLLETMEFYE---
PVISMAVEPKTHADQEKLDQV  424

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +    DP L+  +D  T + ILS +G + LE++ + +  ++K    V +P V+Y 
E  
Sbjct  425  
LAKFIAEDPTLKVHLDEDTGQTILSGMGELHLEIIISRMLREFKTSVNVGKPQVVYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S     EV     +  + L + P   G+G  + SR++   + + F  A++ 
G+ 
Sbjct  485  
AKKIEVSSVFDREVAGKHHFGEVKLRLAPKPRGTGNTFTSRITEEIIPEQFIPAIKKGVF  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L  G L G+ V D       G Y   + T   +   A +  ++AL      LL
+P ++
Sbjct  545  
ESLASGALMGYPVVDVDAVLIGGSYKDSLGTELAYTVSASMACKEALAAGEPFLLDPIMA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+ ++     D       IE+   ++        +P   +  Y T L   T 
GR 
Sbjct  605  
VEILVPESFMGEVIGDLNSRNGKIESINPQRGIQSIKAVVPLARMFGYSTSLRSATQGRG  664

Query  602  VCLTELKGYQA  612
                +   + +
Sbjct  665  TFTMQFSHFDS  675

>KRM90069.1 elongation factor G [Lactobacillus cacaonum DSM 21116]
Length=704

 Score = 269 bits (688),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 317/671 (47%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  18   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  78   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYAV  137



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F NK+D+ G +    V +++D+L A+ + I+  +    E      ++E   
DI   
Sbjct  138  
PRIVFANKMDKIGANFDYSVSTIKDRLQANAVAIQMPIGAEDEFEGVIDLIEMKADIYDE  197

Query  173  ----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  WD                     A+ + ++ ++EKY+ GE IS+E+L    
+R 
Sbjct  198  
DELGSKWDTVDIPDDYKEEAQNRRDAMIEAIADVDEDVMEKYLEGEEISKEELKAAIRRA  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
              +  LFPV  GSA K  G+Q ++DAV   L  P+  +   A                  
Sbjct  258  
TLNLELFPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATDPETDEEIELVAGDDKP  317

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI  
Sbjct  318  
FAGLAFKIATDPFVGRLTFFRVYAGTLEAGSYVLNATKDKRERVGRLLQMHSNHRTEIAE  377

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L D          E P P+++ +I P T A ++
++  
Sbjct  378  V---
FSGDIAAAIGLKDTTTGDSLTDIKHPLILESMEFPDPVIQVSIEPNTKADQDKMDV  434

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  435  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFKVEAKVGAPQVAYRET  494

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G G ++E+ +  G + + +  +V  
G+
Sbjct  495  
FTKQVSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGL  554

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  
+LEP +
Sbjct  555  
RESMQNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLALRNASKNAGAAILEPIM  614



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++YL             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  615  
RVEIVAPEDYLGDVMGHVNARRGRVEGMEARGNAQVVKAFVPLAEMFGYATTLRSATQGR  674

Query  601  SVCLTELKGYQ  611
                  +  Y+
Sbjct  675  GTFTMTMDHYE  685

>WP_013559426.1 elongation factor G [Anaerolinea thermophila]
 BAJ63035.1 elongation factor G [Anaerolinea thermophila UNI-1]
Length=690

 Score = 269 bits (687),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 199/680 (29%), Positives = 320/680 (47%), Gaps = 
66/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     GSV++GTT TD M  ER+RGITI +A  
+ +
Sbjct  12   
NIGIIAHIDAGKTTTTERILFYTGKTYRLGSVDEGTTVTDWMVQERERGITIVSAAVTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    + N
+P +
Sbjct  72   
WKDYQINLIDTPGHIDFTAEVQRSLRVLDGGVVVFDATQGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
             FINK+D+ G   +  ++S+R +L A                   D++  Q ++      
Sbjct  132  
CFINKMDRVGASYEYSIESIRTRLGANPIPMQIPIGAESNFSGVVDLLTMQAITWRDELG  191

Query  160  ---LSPEIVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  E   + E   A++     E +D L  K++ GE I+ E+L    +R     
Sbjct  192  
REPVYGEIPAELRDEAEERRAILVERIAELDDDLTVKFLEGEEITVEELKAALRRATLAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GEQ------
GSAALCGS  252
               PV+ GS+ K  G+QP++DA+   L  P+            GE+        A 
L   
Sbjct  252  
KATPVFCGSSLKNKGVQPVLDAIIDYLPSPLDIPPVRGTDPNSGEEITRPASDDAPLSAL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
            VFK+       R  Y R+YSG +     V   G   +E++ ++  M    + ++      
Sbjct  312  
VFKIVTDPYVGRLAYFRVYSGKVTSNTMVYNPGKGRKERIGRLLRMYADRREDVEEIPAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G ++ L        D L DP         + P P++   I PKT A ++++ 
DAL +L
Sbjct  372  DIGAVLGLKESFT--
GDTLCDPQAPILLESIQFPEPVISVAIEPKTTADQDKMADALRKL  429

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RPL  425
            ++ DP  R   D  T + I+S +G + L+V+   +  +++++  V  P V Y E   
R +
Sbjct  430  
SEEDPTFRVRTDENTGQTIISGMGELHLDVLVDRMLREFRVQANVGRPRVSYRETITREV  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                +    +      +  +  S+ P+  G+GVQ+ES+V  G + Q F  AV+ G+    
Sbjct  490  
PKVEYRYVKQTGGKGMYGHVVFSIEPVERGNGVQFESKVVGGAVPQEFVPAVQKGVMEAA  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ VTD K+    G Y+   S    F+  A    ++ ++     LLEP +   
+
Sbjct  550  
ESGVLAGYPVTDVKVTLIDGSYHEVDSNEMSFKMAAIFAFKEGIQRGSPVLLEPIMKVEV  609

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P+EYL             I+  +V+          +P   +  Y T+L   T 
GR V 
Sbjct  610  
VVPEEYLGDVLGQLNARRGEIQGMEVRPGNAQAVRAMVPLAEMFGYATELRSATQGRGVF  669

Query  604  LTELKGY---QAAVGQPVIQ  620
              E   Y    A V Q ++ 
Sbjct  670  SMEFDHYAPVSATVAQKILN  689

>WP_067978349.1 elongation factor G [Aerococcus urinaehominis]
 AMB99156.1 elongation factor G [Aerococcus urinaehominis]
 SDM05642.1 elongation factor G [Aerococcus urinaehominis]
Length=697

 Score = 269 bits (688),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 198/687 (29%), Positives = 318/687 (46%), Gaps = 



75/687 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGGAQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  70   
TAQWQGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYNV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G D      +++D+L A+ +              I   V +  E
+ L+
Sbjct  130  
PRIVFVNKMDKLGADFLYSTNTIKDRLQANAVPIQLPIGAEDNFTGIIDLVKMKAEMYLD  189

Query  168  ------ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI        E W     +AV E++++L+  Y+ GE +S +++    
++  
Sbjct  190  
DMGQEIEETDIPEDYQELAEEWRTNLLEAVAESDEELMMAYLEGEELSEDQIKAAIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-----------------
GEQG  245
             +  +FPV  GSA K  G+Q ++DAV           PI                  
E  
Sbjct  250  
CNVEMFPVLCGSAFKNKGVQLMLDAVIDYLPAPTDVPPIEGHDPKHPDEVIEVRADDEGD  309

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
             AAL    FKV       R  + R+Y GTL     V    ++K     +I  M    
+ E
Sbjct  310  FAALA---
FKVMTDPFVGRLTFFRVYRGTLESGSYVQNVSKDKRERVGRILLMHANHREE  366

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I      + G+I   +        D L DP         E P P++   I P T A 
+++
Sbjct  367  ISEV---
FSGDIAAAVGLKDTGTGDTLADPKAPVILESMEFPEPVIEVAIEPNTKADQDK  423

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++ +E  V  P 



V Y
Sbjct  424  
MSIALGKLAEEDPTFRASTDHETGQTIIAGMGELHLDIIVDRLKREFNVEATVGAPQVSY  483

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P +A    +  +      +  + +  +P   G+G ++E  +  G + + +  
AV
Sbjct  484  RETFTKPTQAEGKFVR-
QSGGKGQYGHVWVEFSPNEEGAGFEFEDAIVGGVVPREYIPAV  542

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   LE G L G+ + D K     G Y+   S+   F+  A + L  A K +   
+L
Sbjct  543  
EAGLEDALENGVLAGFPLVDIKAKLYDGSYHDVDSSETAFKVAASMALRNAAKTAEPVIL  602

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL             IE  + + + ++    +P   +  Y T 
L   
Sbjct  603  
EPMMKVDILVPEEYLGDVMGHVSSRRGRIEGQEARGNALMVNSLVPLSEMFGYATTLRSA  662

Query  597  TNGRSVCLTELKGYQA---AVGQPVIQ  620
            T GR         Y+A   ++G+ +I+
Sbjct  663  TQGRGTFTMTFDHYEAVPKSIGEEIIK  689

>WP_009753871.1 MULTISPECIES: elongation factor G [Selenomonas]
 EFM22409.1 translation elongation factor G [Selenomonas sp. oral 
taxon 149 
str. 67H29BP]
Length=692

 Score = 269 bits (687),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 184/671 (27%), Positives = 321/671 (48%), Gaps = 
67/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + ++NK+D  G D  +V++ +R++L+A+ +  Q + +  E   +   D+   DA
++  
Sbjct  129  PRMAYVNKMDITGADFFNVMKMMRERLNANPVAIQ-
LPIGAEDEFKGIIDLVKMDAIVYE  187

Query  180  --------------------------------
ENNDKLLEKYIAGEPISREKLVREEQRR  207
                                            E +D+L+EKY+ GE ++ +++    
++ 
Sbjct  188  
DDLGKVTDEVEIPAEYKEQAAEYRDKLLEACAETDDELMEKYLGGEELTEDEIRGAIRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAA  248
                 + PV  G++ +  G+QPL+DA             + G+    GE+       
SA 
Sbjct  248  
TIACEMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEEDHRPASDSAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI  
Sbjct  308  
FSALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVYNATKDSKERIGRILQMHANNRKEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G+I   +   +    D L D          E P P++   + P T   +E
++  
Sbjct  366  -
DIVYSGDIAAAVGLKNTTTGDTLCDENNPIILESMEFPDPVISVAVEPATKNDQEKMGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V 
Y E 
Sbjct  425  
ALQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N 
+  G
Sbjct  485  IRKQVKAEGKFVR-
QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAG  543

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY



Sbjct  544  
VRQAMESGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPY  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T G
Sbjct  604  
VKVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAYVPLSEMFGYSTDLRSKTQG  663

Query  600  RSVCLTELKGY  610
            R     E+  Y
Sbjct  664  RGNYSMEVSFY  674

>WP_029739039.1 MULTISPECIES: GTP-binding protein, partial 
[Enterococcus]
 KII54985.1 tetracycline resistance protein tetM, partial 
[Enterococcus faecalis]
 PQC18838.1 GTP-binding protein, partial [Enterococcus faecalis]
Length=149

 Score = 251 bits (642),  Expect = 4e-77, Method: Composition-based 
stats.
 Identities = 120/149 (81%), Positives = 133/149 (89%), Gaps = 0/149 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS  149
            IPT+ FINKIDQ G+DL +V Q +++KLS
Sbjct  121  IPTIFFINKIDQNGIDLSTVYQDIKEKLS  149

>WP_092041823.1 GTP-binding protein [Butyrivibrio sp. TB]
 SEP75828.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 
sp. TB]
Length=911

 Score = 273 bits (699),  Expect = 4e-77, Method: Compositional 
matrix adjust.



 Identities = 190/609 (31%), Positives = 298/609 (49%), Gaps = 
29/609 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKTTL+E+LLY +GA+   G V+ G    DT  LE++RGITI +     
Sbjct  5    
LNIGILAHVDAGKTTLSEALLYEAGAVRSIGRVDHGDAFLDTFDLEKERGITIFSKQARL  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    K+ ++DTPGH+DF  E  R+L VLD AILVISA DGV A  R L+  L   
N+PT
Sbjct  65   
EAFDRKITLMDTPGHIDFSPETERTLQVLDAAILVISAADGVGAHIRTLWSLLEHYNVPT  124

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G D+  +   +   L   +     V+++P +      D    +++   
+D
Sbjct  125  FIFVNKMDQPGSDMDEISALLSQSLGNSV-----VNMTPGV-----
NDPMVCESIAVCDD  174

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL  Y+ G PI    ++    +R+    LFP YYGSA KG G++  ++ +   + 
P   
Sbjct  175  NLLGSYLNGTPIKESDIINLISKRL----LFPCYYGSALKGEGVRAFLENLC-
RYTPTPS  229

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                     V+K+     G R  +L++  G++ +RDT    G E  KI+++R+ S  
+  
Sbjct  230  Y-PDDFGARVYKISRDSDGTRLSFLKITGGSISIRDTF---GEE--
KISQIRLYSGSKYE  283

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  +A  G I  +   S  R  D LG           E   P+L   I         
++ 
Sbjct  284  QVQSAEAGTICAIAGLSGTRAGDGLG----
FEASNHEELLEPILNCRILLPDDEDPYKVW  339

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  L + +P+L         +I +  +G+VQ+E++  L+ +++K+     +  
+IY E
Sbjct  340  
QNLLILQEEEPMLSVSRTEENGDIYVRVMGQVQMEIIKRLMLDRFKMSIDFGQGRIIYKE  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P + GSG+ +E+      L +++Q  V   



+ 
Sbjct  400  TIANTVEGVGHFE--
PLRHYAEVHLMLEPSAPGSGLSFEANCPTDILARNWQRLVLTHLE  457

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD KI    G  +   +   DFR      + Q L  + + 
LLEP   
Sbjct  458  
EKKHKGVLTGSEITDMKITLISGKAHLKHTEGGDFRKATYRAVRQGLMMANSVLLEPVYR  517

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + L  P E + RA  D  +  AT+ + +++  + V  G IPA C+  Y  D+  YT
+G  
Sbjct  518  
YELIVPSENVGRAMTDLSQRNATVNSPEIENGKTVLRGTIPAACLGNYAEDVRSYTSGEG  577

Query  602  VCLTELKGY  610
                 LKGY
Sbjct  578  SISCVLKGY  586

>WP_057769089.1 GTP-binding protein [Lactobacillus selangorensis]
 KRN28740.1 elongation factor G [Lactobacillus selangorensis]
 KRN32850.1 elongation factor G [Lactobacillus selangorensis]
Length=652

 Score = 268 bits (685),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 195/619 (32%), Positives = 307/619 (50%), Gaps = 
36/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E LLY +G + + G V+ G    D   LE+QRGITI 
+  
Sbjct  1    
MKQIVAGIVAHVDAGKTTLSEGLLYQAGTLRKLGRVDNGDAFLDPDALEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    + ++DTPGH+DF ++  + L+VLD AILV++A DG+Q  TR L+  L 
+  
Sbjct  61   
AHLQYQDLDLTLLDTPGHVDFASQTEQVLSVLDYAILVVAAPDGIQGYTRTLWQLLERYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G +   V+  ++   +   +             E  +D    
+A+  
Sbjct  121  VPTFIFVNKMDAVGANQAQVLTQLQAHFAEGCL---------PFANEMTSD--
TLEAIAL  169



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LL+ Y+A   +   K+    ++ +Q   +FPVY+G+A K  GI  L+D +    
QP
Sbjct  170  QDDQLLDTYLATGKVVPAKI----
RQLIQGRHVFPVYFGAALKLDGITALLDGLNEWTQP  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +Q  +     VFK+ YT+  +R  ++RL  GTL  +D   L G +  K  ++R+ 
+  
Sbjct  226  --KQYDSDFGARVFKISYTEKQERLTWIRLTGGTLHPKDV--LLGEQ--
KANQLRVYNGT  279

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +         GE+  +P+         LG     P+   +    P+L   + PK A 
+ +
Sbjct  280  KFTVQPELTAGEVGAIPNLTGTHPGQGLGAAEEAPQPVLQ----PVLNYMLNPK-
ANELD  334

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L AL QL D DP L     S   EI +  +G VQLE++  LL E++ L+    E 
SV+
Sbjct  335  
SCLAALRQLEDEDPQLHVFWSSRKQEIHVQLMGEVQLEILKQLLQERFDLDVDFDEGSVL  394

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +AA    H E  P   +A + L + P   GSG+ + +  SL  L +++Q+ 
V  
Sbjct  395  YKETVTQAAEGVGHFE--
PLRHYAEVHLLLQPAPAGSGLTFATDCSLEVLAKNWQHQVLA  452

Query  480  GIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESGTQ  534
             ++   + G L G  +TD KI    G   +  +   DFR      L Q L    +  
G Q
Sbjct  453  
NLQAKEQLGVLIGAPLTDVKITLVSGRASNVHTVGGDFREATWRALRQGLMMLMQRDGCQ  512

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV--
KKDEVVFTGEIPARCIQAYRTD  592
            LLEP+  F L    + + RA +D  +     +      ++D  V TG  P   +Q
+Y   
Sbjct  513  
LLEPWYRFRLEVGADQVGRAMNDIQRMNGRFDMPDPADQRDVTVLTGTAPVSEMQSYSKA  572

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT+G+      + GY+
Sbjct  573  VNAYTHGKGRLECIVDGYR  591



>WP_099798388.1 elongation factor G [Synechococcus lividus]
 ATS18033.1 translation elongation factor G [Synechococcus lividus 
PCC 6715]
Length=691

 Score = 269 bits (687),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 193/698 (28%), Positives = 322/698 (46%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY SG + + G V +G T TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILYYSGVVHKIGEVHEGNTVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G +   V   + D+L A+ +              I   V +  
+I  +
Sbjct  129  
PRIVFVNKMDRTGANFYKVYSQILDRLRANAVPIQLPIGAEDQFLGIVDLVRMRAKIYKD  188

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+TDI             +  +AV E +D L+EKY+ GE ++ E++    
++  
Sbjct  189  
DLGKEIEDTDIPEDMAEQVEEFRTKLVEAVAETDDVLMEKYLEGEDLTEEEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQGSAA------LC  250
               ++ P+  GSA K  G+Q L+DAV                 P G +   A      
L 
Sbjct  249  
ISGAIVPMLCGSAFKNKGVQLLLDAVVDYLPAPIDVPAIKGHLPDGTEVERAADDDQPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   + L   E++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKGKKERISRLIILKADERIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355



                G  +     + G+ +   S  V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTFTGDTLCDESAPVILESLYV-------------
PEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  LA+ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
+ +
Sbjct  415  
QDMEKLSKALQSLAEEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMQREFKVEANIGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P ++    I  +      +  + + V P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPTRSEGKFIR-
QSGGKGQYGHVVIEVEPAEPGTGFEFVSKIVGGVVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G+R   E G+  G+ V D K+    G Y+   S+   F+    + +++A
+ ++
Sbjct  534  
YIPPAEQGMREACESGILAGYPVIDLKVTLVDGSYHDVDSSEMAFKIAGSMAIKEAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+E+L     D       IE   V       T ++P   +  
Y T
Sbjct  594  
NPVLLEPMMKVEVEVPEEFLGTVMGDLISRRGQIEGQTVDGGIAKVTAKVPLERMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  654  DIRSNTQGRGIFSMEFSHYEEVPRNVAEAIIAKNKGNA  691

>WP_038153000.1 elongation factor G [Veillonella montpellierensis]
 KGF46766.1 elongation factor G [Veillonella montpellierensis 
DNF00314]
Length=691

 Score = 269 bits (687),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 188/665 (28%), Positives = 316/665 (48%), Gaps = 
73/665 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKTRLGANSVAIQVPIGAEDTFSGIVDLMTMKAEIYTS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+      TDI A              DA+ E +D ++EKY+ GE ++ ++L    
++ V
Sbjct  189  
EDGKEYEITDIPAEYVDVANERREMMVDAIAETDDTIMEKYLEGEELTVDELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
                +FPV  GS+ K  G+Q +MDAV                 P  E+            
Sbjct  249  
CQNLIFPVLCGSSYKNKGVQMMMDAVVDYMPSPLDVPAIKGVNPDTEEEEVRESSDEGPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMADPFVGKLAFFRVYSGTLQSGSYVFNSTKGKKERIGRILQMHANTRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  366  DIVYAGDI----
AAAVGLKDTTTGDTLCDEKAPIILESMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V +P 
V Y
Sbjct  422  
MGMALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + LK+    +  +      +    L + P   G+G ++E++V  G + + +   
V
Sbjct  482  RETIRKQLKSEGKFVR-



QSGGKGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIGPV  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  +++   
LL
Sbjct  541  
EAGVKEAMESGVIAGYPMVDIKVIVYDGSYHDVDSSEMAFKIAGSMGFKEGARKADPCLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY++  +  P+EY+     D       +E  + +         +P   +  Y 
TDL   
Sbjct  601  
EPYMAVEVDVPEEYMGDVIGDLNSRRGRMEGMEARNGSQHIKAYVPLSEMFGYATDLRSK  660

Query  597  TNGRS  601
            T GR 
Sbjct  661  TQGRG  665

>WP_086043510.1 elongation factor G [Macrococcus canis]
 ARQ07987.1 Elongation factor G [Macrococcus canis]
Length=693

 Score = 269 bits (687),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 193/662 (29%), Positives = 318/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +FINK+D+ G D    V ++ D+L A+     + I      +  + L E           
Sbjct  132  
VFINKMDKTGADFNYSVGTLHDRLQANAHPIQMPIGAEDQFNAIVDLVEMKLHTYTNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  AV + N++L++KY+ GE IS E+L    ++   
D 



Sbjct  192  
TDIEVTDVPEEYLADAEAMREQLIEAVADVNEELMDKYLGGEEISVEELKSAIRQATCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-AVTGLFQP------IGEQ-------------
GSAALCG  251
              +PV  G+A K  G+Q ++D A+  L  P      IG +              SA    
Sbjct  252  
EFYPVLAGTAFKNKGVQLMLDAAIEYLPSPLDVKPIIGHEVDDKDAEIIAKPDDSAPFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  A    RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPFVGKLTFFRVYSGTLNSGSYVQNATKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I    + +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYAGDI----
AAAVGLKDTTTGDTLCDEKTQVILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L + DP      D  T ++I+  +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  425  
NALVKLQEEDPTFHAHTDPETGQVIIGGMGELHLDILVDRMKREFKVEATVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  +P  +G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKTAAAVQGKFSRQSGGRGQYGDVHIEFSPNEVGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +E  + + +  V    +P   +  Y T+L   
T G
Sbjct  605  
MKVEIVMPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAFVPLAEMFGYATNLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666



>WP_015393117.1 GTP-binding protein [Clostridium 
saccharoperbutylacetonicum]
 AGF56798.1 small GTP-binding protein [Clostridium 
saccharoperbutylacetonicum 
N1-4(HMT)]
Length=667

 Score = 268 bits (685),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 186/629 (30%), Positives = 304/629 (48%), Gaps = 
41/629 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I   G V+   +  D   +ERQRGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSIKSRGRVDHKDSFLDNHDIERQRGITIFSDQGVFKF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     +VDTPGH+DF +E+ RS+A++D AI+++S+ +GVQ  T+ +++ LRK N
+P++ 
Sbjct  65   
NSSTYYLVDTPGHIDFSSEMERSIAIMDYAIIIVSSVEGVQGHTKTVWNLLRKYNVPSIF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D   V+  +R  L+ D+     V+   + + + N   E  + + E 
+D L
Sbjct  125  FINKLDRVGADKNRVINEIRRDLTKDVCFVDNVN---
DFIDKINLSEELIEFISEYDDVL  181

Query  186  LEKYIAGEPISR------
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-F  238
            LEKY+ G   +       +KL++E +       +FP + GSA    G+   ++ +  
L +
Sbjct  182  LEKYLKGNYDANIWGSTLKKLIKENR-------
VFPCFGGSALMDEGVIEFLNTLDNLTY  234

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--------------ALA  284
                E+      G V+K+ Y + G R  +++  SGTLR+RD +               
+A
Sbjct  235  TDYNEKN--
GFSGRVYKIRYDENGNRITFIKALSGTLRVRDEIRYNEEYIENSNVGDTIA  292

Query  285  
GREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLP  344
                 KIT +RI +  +    +    G++  +   S     V GD   L + + + 
+ +P
Sbjct  293  SGITEKITAIRIYNGSKFKTVNCVEAGDLFAVQGLS---



KAVAGDGLGLLKDKTKFEMIP  349

Query  345  -
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
             ++ T I  KT   RE +L     L   DP L    +    EI +  +G++QLEV+  
++
Sbjct  350  TLMSTVIFDKTLNIRE-
VLRYFKILEAEDPSLNIIWNEALQEINVHIMGKIQLEVIKEVV  408

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             E++ L+       ++Y E          H E  P   +A + L + PL   SG+ 
+E++
Sbjct  409  KERFNLKVEFGPCQILYKETIADVTIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIIFENK  466

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
                 L    QN V+  I      GL  G  +TD KI    G  ++  +   DFR     
Sbjct  467  
CHSDNLTFGNQNLVKTHIFERDHHGLLTGSPITDIKITLLTGRAHNKHTCGGDFREATFR  526

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L Q L++  + LLEPY  F +    EY+ R   D  +   T E A++  D  +  
G  P
Sbjct  527  
ALRQGLEKVESILLEPYYKFNIQVSSEYMGRVISDIQRLYGTFEPAEIYLDTTIINGRGP  586

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                  Y  ++  +T G+        GY 
Sbjct  587  VATFMDYSMEVIAFTKGKGSISLMYDGYD  615

>WP_053591227.1 GTP-binding protein [Bacillus sp. FJAT-22090]
 ALC87234.1 elongation factor G [Bacillus sp. FJAT-22090]
Length=641

 Score = 267 bits (683),  Expect = 4e-77, Method: Compositional 
matrix adjust.
 Identities = 178/611 (29%), Positives = 300/611 (49%), Gaps = 
30/611 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I + G V+   +  D+  +E+ RGITI A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTKTIRQRGRVDHQDSFLDSHSIEKNRGITIFADQGIFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ R++ V+D AI++ISA DGV+  T  ++  LRK  
+PT  



Sbjct  65   
NDSTYYIIDTPGHVDFSPEMERAIQVMDYAIILISAVDGVEGHTETVWQLLRKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D  G D  SV++ +R  LS D+    T+            D E  + + E 
+++L
Sbjct  125  FVNKTDYEGTDSASVLEEIRANLSGDVCNLTTL-----------
FDEELIEFIAERDEEL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+KY+      +E  + + +  +++  +F    GSA K +G+   +D +  L +      
Sbjct  174  LDKYM-DTGFEQELWLNKMKTMIKENKIFACASGSALKDIGVFEFLDKLDVLTET-
SYNS  231

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVR  304
                   V+K+ + + G R  +L+L SG L++RD V    R+K  KIT++R+ S  
+   
Sbjct  232  LKNFEAKVYKIRHDESGNRVTFLKLLSGKLKVRDEVKY--
RQKTEKITQIRVYSGNKFQT  289

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A  GE+V +    +  + D +GD     +++   D +P L++ +   ++   + 
+L 
Sbjct  290  VDQATAGELVAVTGLTTASIGDGIGD----
NQEKVTFDMVPTLKSKVLFDSSIHVKEVLR  345

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            +   L   DP LR   D    EI +  +G +QLEV+  ++ E++  +    EP +
+Y E 
Sbjct  346  
SFKLLDTEDPSLRVYWDEHFQEIHVHVMGVIQLEVLEQIVQERFHFQVSFGEPRILYKET  405

Query  424  ---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               P++   H       P   +A + L + P +   GV +++      L+   QN 
V+  
Sbjct  406  INAPVRGYGH-----
FEPLKHYAEVHLLIEPTTRNRGVSFDNICHANDLSIGNQNLVKHH  460

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      GL  G  +TD KI    G  ++  +   DFR      L Q L+++   
LLEP+
Sbjct  461  
LLERHHHGLLTGSALTDVKITLLTGRGHNEHTHGGDFREATYRALRQGLEKAENVLLEPF  520

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              + +    + + R   D  +   T E+ +   D+V+  G +P      Y T  A 



+T+G
Sbjct  521  
YDYKIKVDMDLIGRVLSDIQQAHGTFESPENTGDKVIIKGRVPVATFMNYSTTFASFTHG  580

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  581  KGTLSLLFGGY  591

>OGC60812.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFOXYB1_FULL_40_22]
 OGC61871.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFOXYA1_FULL_40_11]
 OGC62238.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFOXYA2_FULL_46_9]
 OGC64344.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFOXYB2_FULL_41_6]
 OGC66254.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFOXYC1_FULL_40_10]
 OGC67860.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFOXYC2_FULL_40_11]
 OGC70524.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFOXYD1_FULL_40_11]
Length=697

 Score = 269 bits (687),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 198/676 (29%), Positives = 321/676 (47%), Gaps = 
76/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  13   
KIRNIGIIAHIDAGKTTTTERVLYYTGKSHKIGEVHEGAATMDWMAQEQERGITITSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA++++    GV+ Q+  +F   
+K N+
Sbjct  73   
TCFWKDHRINIIDTPGHVDFTAEVERSLRVLDGAVILLDGSQGVEPQSETVFRQAQKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQSV +KL+                    D+I ++      



Sbjct  133  
PLLFFVNKLDKIGGDFYMSVQSVSEKLTNKGVAVQLPIGLENTFEAVIDLIERKAYKFEG  192

Query  163  EIVLE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  +   T+I A              D + E++D LLEKY+ G+ +S E+L    
++  
Sbjct  193  
ELGHDVTETEIPADMLPKVEEFRAKLVDIIAESDDTLLEKYLGGKELSIEELKAGLRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGE------
QGSAAL  249
              ASL+P+Y GSA    G+Q ++D             AV G+    GE            
Sbjct  253  
VTASLYPIYCGSALGNKGVQKVLDGVVDFLPSPKDKPAVHGIKGADGEPIELSADQEGPF  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI-------
PSKGEI  302
                FKV+      R  Y R+YSG    + T     R   K T+ R+        
+K E 
Sbjct  313  VALAFKVQTDPYVGRLTYFRVYSG----
KATAGSYIRNSTKDTKERLGRILLMHANKREE  368

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRE  359
            ++   A  GEI           D L D T    L    + E   P++   + PKT 
+ R+
Sbjct  369  IKDIRA--GEIAAAVGIQATTGDTLCDETNNVILESISFAE---
PVIGVVVEPKTKSDRD  423

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++ ++L +  + DP L+ + D  T + IL  +G + L+++   +  ++K+E    
+P V 
Sbjct  424  
KMGESLKKFLEEDPTLKVKTDEETGQTILYGMGELHLDIIVDRMRREFKVEANTGKPQVA  483

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P+      I  +      +  + + + PL  GSG ++E+++  G + + 
F  A
Sbjct  484  YRETVRNPVGVEGKYIR-
QSGGRGQYGHVVIKMEPLPRGSGFEFENKIVGGSIPREFIPA  542

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++   E G+  G+  TD K+    G Y+   S+   F+  A   + +A KE+   
L
Sbjct  543  
VEKGVKEAAECGIVAGYPFTDFKVMLVDGSYHEVDSSEQSFKMAAIDAMRKAQKEADPYL  602

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            +EP +   +  P++Y+     +       IE++  + +  V   E+P   +  Y T



+L  
Sbjct  603  
IEPIMKVEIVTPEDYMGDVIGNISSKRGKIESSDSRGNARVIKTEVPLSEMFGYATELRG  662

Query  596  YTNGRSVCLTELKGYQ  611
             T GR+    E   Y+
Sbjct  663  LTQGRASFTMEPSHYE  678

>OUW95936.1 elongation factor G [Chloroflexi bacterium TMED230]
Length=693

 Score = 269 bits (687),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 317/677 (47%), Gaps = 
78/677 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIG +AH+DAGKTT+TE +LY +G   + G ++ GTT  D M LER+RGITI 
+A T
Sbjct  8    
KTRNIGFIAHIDAGKTTVTERVLYFTGETYKIGDIDDGTTVMDFMSLERERGITIGSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF AEV RSL VLDG ++V+ +  GVQ Q+  ++       
+
Sbjct  68   
NASWKNHQVNIIDTPGHVDFTAEVQRSLRVLDGGVVVLESVSGVQPQSETVWRQANDYKV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------------------
KQTVSLS  161
            P +IF+NK+D+ G D  + VQ+V D+L A+ +                     K  
+  +
Sbjct  128  
PRMIFVNKMDRLGADYYNAVQTVHDRLGANAVPLQIPIGAESSFTGMIDLIERKAFIYET  187

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             + V  + TDI             E  + + E ++ L++K+   + ++ E+L +  
++ V
Sbjct  188  
EDAVQHKETDIPDEFKEDVEKYRNELIEKIAETDEDLMDKFFDDQELTVEELKKALRKAV  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGSAA  248
             +  +FPV  GSA +  G+ PL+DAV   L  PI                       
S  
Sbjct  248  
LNLEIFPVLCGSALRHRGVHPLLDAVIDYLPSPIDVPSIKGTDVSDDSVDIERKPDSSEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304



            L   VFKV       R VYLR+YSG L     V  A    RE+  ++ +M   S+ 
EI +
Sbjct  308  
LSALVFKVVTDQHVGRLVYLRIYSGILESGANVYNASTRSRERAGRLMKMHADSREEIKQ  367

Query  305  TDTAYPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               A  GEIV     ++ L D +         +P  L    +   P P+L   + 
PKT +
Sbjct  368  ---AKAGEIVA----AIGLKDAITGHTLCDQSNPLLLESIDF---
PDPVLSVAVEPKTRS  417

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             ++++ ++L +LA  DP L+   D  + + +L+ +G + L+V+   L  ++ ++ +   
P
Sbjct  418  
DQDKMGESLARLAGEDPTLQTWTDEESGQTVLAGMGELHLDVIVERLRREFDVDAIQGAP  477

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K++        +      +    L V PL  GSG+Q+ES ++   L   
F 
Sbjct  478  
KVAYRETITKSSEKQGKFIRQSGGKGQYGDCTLRVEPLEPGSGIQFESEITGATLPTEFY  537

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +  G R     G+  G+ V D K     G ++   S+   F+    +  + A+     
Sbjct  538  
KPIESGFREAATSGVIAGYPVVDVKAVLTDGSHHDVDSSEMAFKIAGSMAFKAAMTSGSP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+E+L     D     A I + + + +    T  +P      Y 
T L
Sbjct  598  
SLLEPIMKIDIVTPEEFLGDCLGDLNSRRAQILSMEQQSNSQNVTAYVPLGETFQYATTL  657

Query  594  AFYTNGRSVCLTELKGY  610
               T GR+    EL  Y
Sbjct  658  RSLTTGRASFSMELDHY  674

>WP_084139632.1 GTP-binding protein [Lachnospiraceae bacterium 
NK4A144]
Length=900

 Score = 273 bits (698),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 196/610 (32%), Positives = 311/610 (51%), Gaps = 
25/610 (4%)

Query  6    



IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E+LL+ +GAI + G V+ G    DT  LE++RGITI +    
F+ 
Sbjct  3    
LGILAHVDAGKTTLSEALLFETGAIRKAGRVDHGDAHLDTFDLEKERGITIFSKEARFET  62

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                ++++DTPGH DF  E+ R+L VLD A+LVISA D V  Q R L+  LR  N
+PT I
Sbjct  63   
THRSISLLDTPGHADFSPEMERTLRVLDCAVLVISAPDRVTGQVRTLWRLLRHYNVPTYI  122

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+DQ G++  S++++++ +LS    I+ T    P      N +++   AV++ 
N  L
Sbjct  123  FVNKMDQPGMEADSILETLKTELSGG-
CIEFTGDDVPIPADFSNENVQEEIAVLDEN--L  179

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +  Y+ G PI  + L       + D  LFPV++GSA +  GI+PL++A+  L   I 
+  
Sbjct  180  MTDYLEGNPIKSDVL----PSLIHDQKLFPVFFGSALRMEGIRPLLNALDSL-
TTIPDYP  234

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            S      V+K+   D   R  ++++  G+L++RD +     EK+    +   ++ E
+++ 
Sbjct  235  S-DFGARVYKIS-RDGNTRLSWMKITGGSLKIRDMI---
NDEKVNQIRLNSGARSELIQE  289

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G I  +    +  +   LG  T    +  +  P+   R  I P+ A   +   
D 
Sbjct  290  ASA--GMICAVAGLTTTHIGSGLGTETDDTTELLQ--PIESCR-
IILPEGADPVKSFAD-  343

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L QL + +P+L    +  T EI    +G VQ E++  L  +++        P ++Y 
E  
Sbjct  344  
LRQLEEEEPMLHLSYNEETREITAEIMGEVQTEILRRLTLDRFGYPIDFGTPEIVYKETI  403

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            L       H E  P   +A + + +TP   GSGV +E++    YL  +FQ  +   
+   
Sbjct  404  LNEVEGVGHFE--
PLRHYAEVHIMLTPSEPGSGVTFENKCPRDYLTVNFQRLIMTNLEEK  461



Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
              +G L G  +TD KI    G  +   +   DFR  +   + Q L  + + LLEP 
LSF 
Sbjct  462  
AHRGVLTGSEITDIKITLIAGKSHEKHTEGGDFRQASYRAVRQGLMMAESVLLEPVLSFT  521

Query  544  LYAPQEYLSRAYHDAPKYCATIETAQVKKD--
EVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            L  P   + RA  D  +   +    ++  D    V TG IPA  ++ Y   +A YT 
G  
Sbjct  522  
LEVPSGNVGRAMTDISEMHGSTGAPEMSADGNRAVLTGTIPASELKDYSRTVAAYTAGEG  581

Query  602  VCLTELKGYQ  611
                +LKGY+
Sbjct  582  HLSVQLKGYE  591

>KKS76370.1 Elongation factor G [Candidatus Gottesmanbacteria 
bacterium GW2011_GWC2_42_8]
Length=734

 Score = 270 bits (689),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 323/678 (48%), Gaps = 
79/678 (12%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T+
Sbjct  46   
IRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMPQEKERGITIMSAATT  105

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   K  
+P
Sbjct  106  
TFWKEVRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYKVP  165

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----  158
             V FINK+D+ G D    +Q +RD+L A                   D++ K+++     
Sbjct  166  
RVCFINKMDKLGADYMRTIQMIRDRLGANTAIMNLPIGKEQTFKGVVDLLTKKSLVWGSD  225

Query  159  ------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   +S EI  E   D++ +     + + E +D LLE+Y+ G+  S + L +  
+  
Sbjct  226  



VLGAKYDISDEIPSEMKEDVKKYRHKLIEQICEQDDSLLERYLNGDEPSVDDLKKALRSA  285

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG------------------SAA  248
                 L P+Y GS+ +  G+QPL+DA+   L  P+   G                     
Sbjct  286  
TIAYKLVPIYAGSSLRNKGVQPLLDAIVDYLPSPVDVGGIRGINPKTNQEEFRKTNNEEP  345

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKG  300
                 FK++      +  Y+R+YSG L+        ++D     GR  L    M   
++ 
Sbjct  346  FSALAFKIQLDPHVGKLTYIRIYSGKLKSGSYAWNSIKDKQERVGRLLL----
MHANNRE  401

Query  301  EIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            EI   + AY GEIV  +        D L D   P  L +  +   P P++   I P
+T A
Sbjct  402  EI---EEAYAGEIVAAVGLKETGTGDTLSDHAHPIVLEKITF---
PEPVISLAIEPRTKA  455

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP    + +  T + I+  +G + LEV+   +  ++K++  
V  P
Sbjct  456  
DQEKMGTALQKLAEEDPTFLVKSNLETGQTIIWGMGELHLEVLVDRMKREFKVDANVGAP  515

Query  417  SVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E    KA     +I +      +    L V P + G G ++   +  G +   
F 
Sbjct  516  
QVAYKETVKSKAEGEGKYIRQTGGRGQYGHCFLRVEPKARGEGYEFVDAIRGGAIPNEFI  575

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V+ G++  L++G+  G+ V D K+    G ++   S+   F+    + L+ A K 
+G 
Sbjct  576  
PSVQKGVKEALDKGILAGYPVVDMKVTLYDGTFHEVDSSDIAFKIAGSMALQNAAKLAGL  635

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P E++     D     A I   + +    +    +P   +  Y 
T L
Sbjct  636  
ILLEPIMKVEVTTPDEFMGTVIGDISSKRAQILGTEKRGKVSIIVAMVPLAELSGYATTL  695

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+    E   Y+
Sbjct  696  RSVSQGRATYYMEPSHYE  713



>WP_016476503.1 elongation factor G [Veillonella sp. HPA0037]
 EPD77595.1 elongation factor G [Veillonella sp. HPA0037]
Length=691

 Score = 268 bits (686),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 316/667 (47%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEYEITDIPAEYQEVAEARREMMVDAIAETDDDIMMKYLEGEEISIEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIGEQGSAALCGSV--------------  253
                LFPV  GS+ K  G+Q L+DAV      PI      A+ G+V              
Sbjct  249  IANQLFPVLCGSSYKNKGVQMLLDAVVDYMPAPID---
IPAIKGTVPGTEEETTRPSSDD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       +  + R+YSGTL     V  + + K     +I +M   +
+ EI
Sbjct  306  
EPFSALAFKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D     T    K        E P P++   + 



PKT A 
Sbjct  366  ---DMVYAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>WP_004270213.1 elongation factor G [Lactobacillus curvatus]
 EHE86151.1 translation elongation factor G [Lactobacillus curvatus 
CRL 705]
 KHO13390.1 translation elongation factor G [Lactobacillus curvatus]
 KRK92245.1 translation elongation factor G [Lactobacillus curvatus 
JCM 1096 
= DSM 20019]
 ANJ70089.1 translation elongation factor G [Lactobacillus curvatus]
 ANY13048.1 translation elongation factor G [Lactobacillus curvatus]
 AOO74747.1 translation elongation factor G [Lactobacillus curvatus]
 SMH69377.1 elongation factor G [Lactobacillus curvatus]
 ASN59310.1 elongation factor G [Lactobacillus curvatus]
 ASN61262.1 elongation factor G [Lactobacillus curvatus]
Length=695

 Score = 269 bits (687),  Expect = 5e-77, Method: Compositional 
matrix adjust.



 Identities = 191/673 (28%), Positives = 317/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAEWKGNRVNIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G +    + ++ D+L A                   D+I  Q      
Sbjct  131  
PRIVFVNKMDKLGANFDYSMTTLEDRLQANAHAVQMPIGAEDEFQGVIDLIEMQADIYDE  190

Query  157  --------TVSLSPEIVLEENTD--
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    TV + P   LEE T    E  +AV + ND +++KY+ GE IS+++L    
++
Sbjct  191  DELGAKWDTVDV-
PADYLEEATKRRAELVEAVADVNDDIMDKYLEGEEISKDELKAAIRQ  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------
QPIGEQG-------------SA  247
               D   FPV+ GSA K  G+Q LMD V          +P   +                
Sbjct  250  
ATIDLKFFPVFAGSAFKNKGVQMLMDGVVDYLPSPLDVRPYNAKNPEDDSEVELMAGDDK  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL+    +  A ++K     ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYTGTLQSGSYILNATKDKRERVGRLLQMHSNHRNEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++ ++ P++   R
++L 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLILESMEFPDPVIQVSVEPESKEDRDKLD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E ++ T E ++S +G + L+++   +  ++K+   + EP V 
Y E



Sbjct  427  
LALQKLAEEDPTFKAETNNETGETLISGMGELHLDIMVDRMRREFKVVAKIGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
TFTKQASAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S  + F+  A + L+ A K++G +
+LEP 
Sbjct  547  
LKESMANGVLAGYPLIDVKAKLYDGSYHDVDSNESAFKIAASMALKNAAKQAGAEILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP+EYL             +E  + + +  +    +P   +  Y T L   
T G
Sbjct  607  
MKVEVIAPEEYLGDIMGQVTARRGAVEGMEARGNAQIVNAMVPLSEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y A
Sbjct  667  RGTFTMVFDHYSA  679

>WP_093485991.1 MULTISPECIES: tetracycline resistance ribosomal 
protection protein 
Otr(A) [Streptomyces]
 SEE70440.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2314.4]
 SEE95725.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2112.2]
 PJJ05199.1 ribosomal protection tetracycline resistance protein 
[Streptomyces 
sp. 2333.5]
Length=647

 Score = 267 bits (683),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 218/644 (34%), Positives = 322/644 (50%), Gaps = 
51/644 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +NIGILAHVDAGKT+LTE LL+ SGAI   GSV+ G T TDT  LER RGITI+
+AV SF
Sbjct  7    
LNIGILAHVDAGKTSLTERLLFDSGAIGRLGSVDAGDTCTDTGALERLRGITIRSAVASF  66



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH DF+AEV R+L VLDGA+L++SA +GVQA+TR+L   LR++ 
+PT
Sbjct  67   
TVGEVRINLIDTPGHADFIAEVERALGVLDGAVLLLSAVEGVQARTRVLMKTLRRLRLPT  126

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--
VSLSPEIVLEENTDIE-------A  174
            ++F+NKID+ G   ++++  +R +L A + +  T    L          D+E        
Sbjct  127  LLFVNKIDRTGARDEALLADIR-
RLLAPVPVPMTSVTGLGTARAGSVPYDLEDPLIRARI  185

Query  175  WDAVIENNDKLLEKYIA----------
GEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
             + V E ++ +L + +           G P++ ++L      R  D SL PVY
+GSA  G
Sbjct  186  
AETVAEADESVLAQLVGAAPGGQAQEDGPPLTADRLRAALAARTADGSLHPVYFGSALGG  245

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-  283
             G+  L++ +  L  P          G+VF V     G+R  ++RLY G LR R  
+ L 
Sbjct  246  
QGVGALVEGIVRLLPPAPAGTGTEPRGTVFAVHQPPHGERTAHVRLYDGELRPRQQITLH  305

Query  284  -------AGREKLKITEMRIPSK--GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRL  333
                   A     +IT + +  +  G+   T     G I +L     +R  D LG     
Sbjct  306  RTGADGAAASVTGRITSLEVIGRPPGD---
TGPLTAGNIAVLRGLPGIRTGDRLG-----  357

Query  334  PRKRWREDPL----PMLRTTIAPKTAAQRERLLDALTQLADTDPLL--
RCEVDSITHEII  387
            P       P     P L T +  +  A+   L  AL  LAD DPLL  R   D  T  
++
Sbjct  358  
PADDTAAGPALFGSPTLETLVRARRPARAAALRGALLTLADQDPLLQARPAPDGATSVLL  417

Query  388  LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP--
LKAASHTIHIEVPPNPFWASI  445
                G VQ E+++A L ++Y +E       V+ +ERP  +  A   I       P 
WA++
Sbjct  418  ---HGEVQKEILAATLHQEYGIEAEFTPSRVVCVERPSGVGEACQEIARFGHTGP-
WATV  473

Query  446  
GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGL  505
            GL V P + GSG  +     LG L   F  A+ +     L+ G  G  VTDC++      
Sbjct  474  
GLRVEPGARGSGPVFTYETELGALPHGFHQAIEETALATLQCGPQGLAVTDCRVVLTRSG  533



Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
            +  PVST  DFR++   VL +AL+ +GT++ EPY +F    P   L+          
A +
Sbjct  534  
FIGPVSTAGDFRTVTGPVLRRALERAGTRVYEPYHAFEAEVPLTALAPVTARLAALGAEL  593

Query  566  ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKG  609
                      + +G +PAR ++  +  L   T+G  V ++   G
Sbjct  594  AETSGGVHSWLVSGAVPARHVREIQRRLPGLTHGEGVWMSYPSG  637

>WP_066390093.1 elongation factor G [Bacillus mesonae]
Length=693

 Score = 268 bits (686),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 316/670 (47%), Gaps = 
62/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSL---  160
            P V+F+NK+D+ G D    V+++ D+L A+                   +I+ T  
+   
Sbjct  129  
PRVVFVNKMDKIGADFLYSVKTLHDRLQANAHPIQLPIGAEDQFTGIIDLIEMTARIYGN  188

Query  161  -------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E W     +AV E +++L+EKY+ GE I++E+L    
++  
Sbjct  189  
DLGTDVQEVEIPEEYRAQAEEWREKLVEAVAELDEELMEKYLGGEEITKEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-----------------
GLFQPIGEQGSA---A  248
             +   +PV  GSA K  G+QP++DAV                  G  + I E+ S+    
Sbjct  249  
VNVEFYPVVCGSAFKNKGVQPMLDAVIDYLPSPLDVPAIKGHVPGSEEEIIERHSSDEEP  308



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANSRQEISI  368

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              +      V L   +    D L D   L      + P P+++ ++ PK+ A +++
+  A
Sbjct  369  VHSGDIAAAVGLKDTTT--
GDTLCDDKNLVILESMQFPEPVIQLSVEPKSKADQDKMTTA  426

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  427  
LQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV  
G++
Sbjct  487  
RASAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVEAGLK  546

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  547  
DSLERGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASLALKNAASKCQPVILEPVMR  606

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  607  
VEVVIPDEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  666

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  667  VFSMHFDHYE  676

>WP_094673072.1 elongation factor G [Hydrocoleum sp. CS-953]
 OZH54329.1 elongation factor G [Hydrocoleum sp. CS-953]
Length=697

 Score = 269 bits (687),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 199/671 (30%), Positives = 314/671 (47%), Gaps = 



66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N GI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ
+A T
Sbjct  7    
KYRNFGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAAT  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W  C++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+
Sbjct  67   
SCFWKDCQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKV  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +I++NK+D+ G D   VV+ V D L+A  +++   + +  E V               
Sbjct  127  
ARIIYVNKLDRTGADFYRVVKQVEDILAAKPLVMVLPIGIETEFVGVVDLLTRKAWVWDD  186

Query  166  -----------LEEN--TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                       + EN   D+E +     +  IE +D ++EKY+ GE    + L R  
++ 
Sbjct  187  
SGDPTKYEIKDIPENMTDDVEKYREMLVETAIEQDDDVMEKYLEGEEPDVDTLKRCIRKG  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAA------  248
             +D + FP Y GS+ K  G+Q ++DAV            QP       E G+ A      
Sbjct  247  
TKDLAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPTEIKPQPEIDLEGHETGNFAYVDPEK  306

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
             L    FK+     G    + R+YSGTL   DT+     G+ +   ++ EM   S+ 
EI 
Sbjct  307  PLRALAFKIMDDKYGA-
LTFTRIYSGTLSKGDTILNTFTGKTERVGRLVEMHADSREEI-  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              ++A  G+IV I+   +V+    L DP +         P P++   +A K     
E+L 
Sbjct  365  --
ESAQAGDIVAIVGMKNVQTGHTLCDPKQPATLEPMVFPDPVISIAVAAKDKGSVEKLG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL+++   DP  R E D+ ++E I+  +G + L++   +L   Y ++  V +P V 
Y E
Sbjct  423  



LALSKMVQEDPSFRVETDAESNETIIKGMGELHLDIKVDILKRTYGVDVEVGKPQVAYRE  482

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +A I   + P   G G Q+ES+V+ G + + F  
AV+ G
Sbjct  483  
SITKRLEDSYTHKKQSGGSGQFAKIDYVMEPSETGEGFQFESKVTGGNVPREFWPAVQKG  542

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
              +  E+G+  G+   D K     G ++   S+   F   A     Q+  ++  
QLLEP 
Sbjct  543  
FEFSFEKGMLAGYPCVDMKFTLTDGAFHPVDSSAIAFEIAAKAAYRQSFSKAAPQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P +++     D  +    I++            ++P   +  Y  DL   
T+G
Sbjct  603  
MKVDVFTPDDHVGDVIGDINRRRGMIKSQDSTATGSRIKADVPLSEMFGYIGDLRTMTSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_025086707.1 elongation factor G [Lactobacillus apodemi]
 KRL84803.1 elongation factor G [Lactobacillus apodemi DSM 16634 = 
JCM 16172]
Length=696

 Score = 268 bits (686),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 192/689 (28%), Positives = 327/689 (47%), Gaps = 
67/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDNRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156



            P ++FINK+D+ G +    V +++D+L A                   D++  Q      
Sbjct  131  
PRIVFINKMDKIGANFDYSVSTIKDRLQANPLPVQMPIGAEDQFEGVIDLVEMQADLYDE  190

Query  157  --------TVSLSPEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                    TV +  E + E  T  E   +A+ + N+ ++EKY+ GE IS+E++ +  
++ 
Sbjct  191  
DASGASWETVPVPDEYLEEAQTRREEMIEALADVNEDIMEKYLGGEEISKEEIKKAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
                 +FPV+ GSA K  G+Q ++D V   L  P+  +   A                  
Sbjct  251  
TLSLDVFPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYNATNPDTDEVVELVADDDKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRNEISE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L DP         E P P+++ ++ PK+ A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPEPVIQVSVEPKSKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPTFRAETNPETGETLIAGMGELHLDIIVDRMKREFHVEATVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K          +      +  + +  TP   G G ++E+ +  G + + +  +V  
G+
Sbjct  488  
FTKQVQSQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
KEAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLSLRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



               + AP++ L             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  608  
KVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLSEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQ---AAVGQPVIQPRRPNS  626
                  +  Y+    A+ + +I+    N+
Sbjct  668  GTFTMTMDHYEPVPKAIQEEIIKKNGGNA  696

>WP_075577029.1 GTP-binding protein [Olsenella sp. Marseille-P2300]
Length=668

 Score = 268 bits (685),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 196/625 (31%), Positives = 298/625 (48%), Gaps = 
37/625 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+   +G+LAHVDAGKTTL ES+L  +GAI  PG V+ G++  DT  +ER+RGITI 
+A 
Sbjct  1    
MRQAVVGLLAHVDAGKTTLAESMLATAGAIRSPGRVDSGSSHLDTDAMERERGITIFSAS  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  W    + ++D PGH+DF AE  R+LA LD AILV+ A DGVQ  T  L+  L 
+  
Sbjct  61   
ASLDWADAHIMLLDAPGHVDFSAEAERTLAALDYAILVVGANDGVQGHTETLWDLLSRHE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK D      + ++  +  +LS   +    +            D  A +    
Sbjct  121  VPTLVFVNKCDLENPGREGLLAELASRLSPGCVDASALFAG---------
DSGAAEDAAS  171

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++  LE+Y+    ++   L    +R V   ++FPV++G+A +  G++ L+D +  
L   
Sbjct  172  TDEAALEEYLETGALAAGTL----
RRLVAGRAVFPVFFGAALRDDGVRELLDGMCALLAE  227

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMRI  296
                G  A    V++V     G+R  ++++  GTLR +  V   GR       KI 
E+R+
Sbjct  228  RSWPG--
AFAARVYRVSRGTRGERLAWVKVTGGTLRAKTQVTGMGRRGEPWAEKINEVRL  285

Query  297  PSKGEIVRTDTAYP-GEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAP  352



              +G    T    P G I  +   S V     LG      R      PL  P+L   
+ P
Sbjct  286  -YQGASFETVAEVPAGRICAVTGLSHVVPGSALGAEPEGAR------
PLLAPVLSYRVIP  338

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  A    L+ AL +LAD DP+L         E  +  +G VQ +V++ LL E+Y     
Sbjct  339  
EPGADASALVRALRELADEDPMLGVTWQEQLQEAHVQLMGEVQQDVIAELLRERYGFAVT  398

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 ++Y E     A    H E  P   +A + L V PL  GSGV++ +R  +  
L+ +
Sbjct  399  FGPGGILYKETVTAPAEGVGHFE--
PLRHYAEVRLLVEPLPRGSGVEFGTRCPVDDLDLN  456

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q  +          G+  G  +TD +I    G  ++  +   DFR      + 
QAL   
Sbjct  457  
WQRLILTNAMERDHLGVIAGAPLTDVRITLLAGRAHAKHTEGGDFRQATYRAVRQALMGA  516

Query  529  KESG-
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            +E G  QLLEP+    L  P E + RA  D  +  A  +      D    TGE+PA  
+ 
Sbjct  517  
RERGECQLLEPWYRLRLVVPAERVGRALADLTRMAAVFDAPTASGDVASITGEVPASEVG  576

Query  588  AYRTDLAFYTNGRSVCLTELKGYQA  612
             Y  ++A YT GR     EL GY++
Sbjct  577  EYALEVARYTGGRGRLSLELAGYRS  601

>WP_098749161.1 GTP-binding protein [Paenibacillus sp. EZ-K15]
Length=651

 Score = 267 bits (683),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 183/630 (29%), Positives = 302/630 (48%), Gaps = 
29/630 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+  +   D   +E++RGIT+     
+ Q
Sbjct  4    
TIGMFAHVDAGKTTLAEQLLYMTDTIQERGRVDHQSAFLDRHDIEKERGITVFVDQATMQ  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            ++     ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+PT 
Sbjct  64   
FNGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKHGVPTF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENND  183
            +FINKID+ G D+  V   +R +L+ D+ +     ++ E VL E     +  +A+ 
E ++
Sbjct  124  LFINKIDREGADVARVFAEIRSELTEDVCM-----
ITGEDVLHEGVMQSSLIEAIAERDE  178

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            KLLE Y+  + +   + +      ++   LF  + GSA + +G+   +  +  L      
Sbjct  179  KLLELYME-QGVEVCQWLDTMTAMIRKGQLFACFSGSALQYVGVSHFLHQLD-
LLTVTDY  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKG  300
                   G V+K+ + + G R  Y++   GTLR+RD +   AG E +  K+T +R+ 
+ G
Sbjct  237  
DAGVDFAGRVYKIRHDEQGARLTYIKAMGGTLRVRDEMTYFAGTETITEKVTHIRLINGG  296

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIAPKT  354
             +   D  + G++ ++   S   +   GD       R   + +P L+      ++I 
PK 
Sbjct  297  RVTNVDQVHAGDLFVVTGIS---
SAAAGDGLGTLSGRTVYELVPTLKSKVQFESSIHPKD  353

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E++       
Sbjct  354  MLREFRLLDA------
EDPSLSVQWDEHAQAIHIHVMGIIQLEVLERIVFERFGYRITFG  407

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            EP ++Y E   +A     H E  P   +A + L + P    SG+ + +      L  
++Q
Sbjct  408  EPEILYKETITEAVVGCGHFE--
PLKHYAEVHLRLEPGERNSGIVFANTCHPDVLPVNYQ  465

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            + V   +      GL  G  +TD KI    G  ++  +   DFR      L Q L+
++  
Sbjct  466  
HLVAQHVGERDHHGLLTGSPITDIKITLLKGRAHNKHTHGGDFREATYRALRQGLEKAAN  525

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593



             LLEPY  F +    EY+ R   D  +  A  E  +   ++V  TG  P   +  Y  
+L
Sbjct  526  
MLLEPYYHFKVKVDAEYIGRLMSDLTQAKANFEPPETAGNKVTVTGSAPVSTMMNYSMEL  585

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            A YT GR        GY     +  +  R+
Sbjct  586  AAYTKGRGAISLVYGGYGGCHNEAEVIERK  615

>WP_023965562.1 GTP-binding protein [Paenibacillus sp. JCM 10914]
 GAE09149.1 ribosome protection-type tetracycline resistance related 
proteins, 
group 2 [Paenibacillus sp. JCM 10914]
Length=651

 Score = 267 bits (683),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 182/617 (29%), Positives = 303/617 (49%), Gaps = 
29/617 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  ISE G V+  +   D   +E++RGIT+ A   
+ Q
Sbjct  4    
TIGMFAHVDAGKTTLAEQLLYMTQTISERGRVDHQSAFLDNHDIEKERGITVFADQATMQ  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            ++     ++DTPGH+DF  E+ R++ V+D AILVISA +GV+  T  ++  L K  
+PT 
Sbjct  64   
YNGSTYYLIDTPGHVDFSPEMERAIQVMDAAILVISAVEGVEGHTETVWQLLHKFGVPTF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII---KQTVS---
LSPEIVLEENTDIEAWDAV  178
             FINKID+ G D   V+  +R +L+ D+ +   +  VS   + PE++          
+AV
Sbjct  124  
FFINKIDRVGADPARVLAEIRSELTEDVCLLNEQDDVSGGKMRPEVI----------EAV  173

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +++LLE Y+  +    E         +++  L P + GSA + +GI  +++ +  
L 
Sbjct  174  AERDERLLEMYME-
QGYEAELWHSSMITMIREGRLHPCFIGSALQNIGISHMLEQLDQLI  232

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGRE--
KLKITEMR  295
                + G A   G V+K+ + + G R  Y++   GTLR+RD V  + G E  + 
KIT++R
Sbjct  233  VTDYDHG-



AEFAGRVYKIRHDEDGARLTYIKSMGGTLRMRDEVRYMHGSEVVREKITQIR  291

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVR-
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            + S G +  TD    G++ ++   ++    D LG  +     R   + +P L++ +    
Sbjct  292  LLSGGRMTNTDKVEAGDLFVVTGLTLAGAGDGLGSLS----
GRTAYELVPTLQSRVQHDA  347

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                + +L     L   DP L  + D     I +  +G +QLEV+  ++ E++      
+
Sbjct  348  
GIHPKDMLRCFRWLDAEDPSLAVQWDEALQAIHIHVMGIIQLEVLERIVHERFGYRIHFE  407

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +P ++Y E   +    + H E  P   +A + + + P    SG+ + +      L  
++Q
Sbjct  408  QPEILYKETITEMTVGSGHFE--
PLRHYAEVHIRLEPAERNSGLVFVNACHPDVLPVNYQ  465

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            + V   +      GL  G  +TD +I    G  ++  +   DFR      L Q L+
++G 
Sbjct  466  
HLVAQHVMEREHHGLLTGSPITDMRITLLKGRAHNKHTHGGDFREATFRALRQGLEKTGN  525

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  F +    EY+ R   D  +  A  +  +   D+V+  G  P   +  Y  
+L
Sbjct  526  
MLLEPYYQFRVKVDVEYVGRLLSDLTQAKAHFDPPETTGDKVIVCGHAPVSTMMDYSMEL  585

Query  594  AFYTNGRSVCLTELKGY  610
            A YT GR        GY
Sbjct  586  AAYTKGRGTLSLIYGGY  602

>WP_014431694.1 elongation factor G [Caldilinea aerophila]
 BAL98452.1 elongation factor G [Caldilinea aerophila DSM 14535 = 
NBRC 104270]
Length=697

 Score = 268 bits (686),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 196/687 (29%), Positives = 319/687 (46%), Gaps = 
92/687 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ SG I   G V +GT  TD M  ER+RGITI 



AA  
Sbjct  9    
RMRNIGIIAHIDAGKTTTTERILFYSGRIHRMGEVHEGTAVTDWMVQERERGITITAAAI  68

Query  62   SFQW------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            +  W        C++NI+DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  
++  
Sbjct  69   
TTSWKDSVTGEECQINIIDTPGHIDFTAEVQRSLRVLDGGVVVFDAVAGVEPQSETVWRQ  128

Query  116  
LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------------  151
              + ++P + F+NK+D+ G + +  +Q + D+L A+                        
Sbjct  129  
ANRYHVPRICFVNKMDRVGANFERTIQMIIDRLGANPLPVQLPLGVEDSFKGVIDLIQMK  188

Query  152  -IIIKQTVSLSPEIV------LEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVR  202
              +    +  SPE+       LEE T       + + E +D+L  K++ GE I+   
L R
Sbjct  189  
AYVFTDELGASPEVTEVPAEYLEEATKARELLVERIAETDDELTMKFLEGEEITNADLYR  248

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGE  243
              ++ V ++ + PV  G+A +  GIQ L+DAV                   TG  +    
Sbjct  249  
ALRKAVINSEIVPVLCGTALRNKGIQLLLDAVIRYLPSPKDIPPVRGVHPDTGAEEVREA  308

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK-------------  290
              +A     VFK+       R  Y+R+YSG L   +TV  + R+K +             
Sbjct  309  
DPNAPFAALVFKIVTDPFVGRLAYVRVYSGVLHAGETVYNSSRKKRERVGRLVRMHADKR  368

Query  291  --
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
              I E+       IV    +Y GE +  P   + L  +             E P P
+++ 
Sbjct  369  EDIKEISAGDIAAIVGPKESYTGETLCDPKAPILLESI-------------
EFPEPVVKI  415

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PK+ A +++L DAL +LA+ DP  R + D  T + +++ +G + L+++   L  
+++
Sbjct  416  
AIEPKSKADQDKLTDALLKLAEEDPTFRVQYDEQTGQTVIAGMGELHLDIIVDRLKREFR  475

Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++  V  P V Y E   R +KA    +  +      +  + L + P + G+G  +E 
R+ 



Sbjct  476  VQCNVGRPQVAYRETITRAVKAEGRFVR-
QSGGRGQYGHVWLEIEPNAPGAGFVFEDRIV  534

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +   VR G+   +E G L G+ V D K+    G Y+   S+   F+    
I  
Sbjct  535  
GGVVPKEYIEPVRKGVLEAMESGVLAGYPVVDVKVALVDGSYHEVDSSEMAFKIAGSIAF  594

Query  525  EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPA  583
            ++  +++G  LLEP +      P+EY+     D       +E  + +   V      
+P 
Sbjct  595  
KEGAQKAGPILLEPVMRVETTVPEEYVGDVVGDFSARRGQVEGMESRPGNVQAIRALVPL  654

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
              +  Y TDL   T+GR     E + Y
Sbjct  655  AEMFGYATDLRSMTSGRGSFTMEFEKY  681

>WP_015739499.1 elongation factor G [Ammonifex degensii]
 ACX52622.1 translation elongation factor G [Ammonifex degensii KC4]
Length=690

 Score = 268 bits (686),  Expect = 5e-77, Method: Compositional 
matrix adjust.
 Identities = 205/675 (30%), Positives = 315/675 (47%), Gaps = 
75/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I   G V  GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGRIHRIGEVHDGTAVMDFMPQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI +  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCFWRGHRINIIDTPGHVDFTVEVERSLRVLDGAIAIFCAVGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVL----  166
            P + ++NK+D+ G D   V+Q +R++L A+ +  Q            V L  E  L    
Sbjct  129  
PRIAYVNKMDRVGADFFRVLQMMRERLGANPVPIQLPVGVEDSFVGVVDLIREKALIYVD  188

Query  167  EENTDIEAWDAVIENNDKL-------------------
LEKYIAGEPISREKLVREEQRR  207
            E  T IE  + + E+  +L                   + KY+ GE ++ E++ R  



+  
Sbjct  189  ELGTQIEERE-
IPEDLKELAAEYREKLLEAAAEADEELMLKYLEGEELTPEEIKRGLRIA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
                   PV  G++ +  G+QPL+DAV              G+    GE+        
A 
Sbjct  248  
TLTGKAVPVLCGASYRNKGVQPLLDAVVDFLPSPIDIPPVKGVNPETGEEEVRESRDDAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       R  + R+Y+G+L+    V  A R K     +I  M    + 
E+  
Sbjct  308  
FTALAFKIMADPYVGRLTFFRVYAGSLKAGSYVYNATRRKRERISRILRMHADHREEV--  365

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                Y GEI    + +V L +     T    K        E P P++   I PKT    
+
Sbjct  366  -GEIYAGEI----
AAAVGLKETFTGDTLCDEKHPILLESMEFPEPVISVAIEPKTRDDYD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL++LA+ DP  R  VD  T + I+S +G + LE++   L  ++K++  V 
+P V 
Sbjct  421  
KLGPALSRLAEEDPTFRTHVDHETGQTIISGMGELHLEIIVDRLRREFKVDVNVGKPQVA  480

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   RP KA    I  +      +  + L + PL  GSG Q+ +++  G + + 
F  A
Sbjct  481  YRETITRPAKAEGKYIR-
QTGGRGQYGHVWLEIEPLPRGSGFQFHNKIVGGVVPKEFVPA  539

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R  +E G L G+ V D  +    G Y+   S+   F+  A +  ++A ++
+G  L
Sbjct  540  
VEAGVREAMENGVLAGYPVIDVSVSLVDGSYHEVDSSEMAFKIAASLAFKEAARQAGLVL  599

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EYL     D     A IE  + +    V    +P   +  Y T 
L  
Sbjct  600  
LEPMMKIEVITPEEYLGEVIGDLNARRAQIEGLEARGPVRVIRAFVPLAEMFGYATTLRS  659

Query  596  YTNGRSVCLTELKGY  610



             T GR     +   Y
Sbjct  660  LTQGRGSYTMQFDHY  674

>WP_105176556.1 GTP-binding protein [Clostridium sp. Marseille-
P4344]
Length=652

 Score = 267 bits (683),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 170/634 (27%), Positives = 313/634 (49%), Gaps = 
28/634 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I + G V+   +  D   +E+QRGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRKLGRVDHKNSFLDKHDIEKQRGITVFSEQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHIDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKNDIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   ++++V+  ++ KL++++ +I +T+S        +  + E  + + E 
++K
Sbjct  125  FINKIDREIANIENVINDIKVKLTSNLCLIDRTLS-------
NKKMETELIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+          +   +R++++  +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEVYLDS-
GYDEALWINYMKRQIKEGKVFPCLSGSALLDMNIDDFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  SG L+++D++     E     KI ++RI 
+  +
Sbjct  237  
NDEKFKGKVYKIRYDEKGSKVTYIKALSGCLKVKDSLLYTENEIEFNEKINQIRIYNGDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                DTAY G++  +      ++   +G+ T L   +   + +P L++ +    +   
+ 
Sbjct  297  FTLEDTAYAGDVFGVTGLTKFKIGHGIGE-TNL---
KTNYNIVPTLKSKVIFNESVNTKE  352



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    EI +  +G++QLEV+  ++ E++KL     +  
V+Y
Sbjct  353  
MLSYFKILEEEDPGLNVLWDENLQEINIHIMGKIQLEVLKEVVKERFKLNIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SG+ +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVYLQLEPGERNSGITFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDLKIILLNGRSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  +L  
+T G
Sbjct  531  
YKLKITVENEYVGRVLSDIQRLSGSFNEQETLENKTIIFGRGPVATFMNYSMELISFTKG  590

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            + +      GY         +    N+ ++K+++
Sbjct  591  KGIIALSFDGYD--------ECHNSNAVIEKIKY  616

>PIS25265.1 elongation factor G [bacterium (Candidatus 
Stahlbacteria) CG08_land_8_20_14_0_20_40_26]
Length=686

 Score = 268 bits (686),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 195/678 (29%), Positives = 323/678 (48%), Gaps = 
66/678 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I N GI+AH+DAGKTT TE +L+ +      G V++GTT TD +  E++RGITI 
+A  S
Sbjct  6    
IRNTGIIAHIDAGKTTTTERILFYTHKTHRMGEVDEGTTVTDYLKEEKERGITITSACVS  65

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NIVDTPGH+DF  EV RSL VLDGA+++ SA +GV++Q+  ++H   K 
NIP



Sbjct  66   
CNWRNKRINIVDTPGHVDFTVEVERSLRVLDGAVVIFSAVEGVESQSETVWHQASKYNIP  125

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA------------------------
DIIIKQTV  158
             ++FINK+D+ G D       +++KL                          ++ I 
+  
Sbjct  126  
RIVFINKLDRVGADPSEACNMMKEKLGVIPLLVQIPYGVENSFQGAVDLIRWNLCIWKKD  185

Query  159  SLSPEIVLEENTDIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            + +  I+ +   DI+ W         + V   ND + E ++ G+  S ++LV   +    
Sbjct  186  
TGNEYILKDIPPDIKRWAREEREKLLEMVSLYNDHIAEIFLDGKEPSSQELVSAIREGTI  245

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAALCG  251
                +P ++G++ K +GIQPL+D +                 P G+Q       S     
Sbjct  246  
ANHYYPTFFGASLKNIGIQPLLDGIVDFLPSPLDPPPIKGQAPDGKQIERRPLSSEPFSA  305

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK--
ITEMRIPSKGEIVRTDTAY  309
             +FK+     G+   Y+R+YSG ++ + +VAL     +K  IT + +    +    
+ A 
Sbjct  306  LIFKIVQDPFGKLS-YIRIYSGKIK-
KGSVALNANTNIKERITRIFVMYANKREEVEEAS  363

Query  310  PGEIV-ILPSDSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I  I+    ++    L     P  L    + +   P++  +I PKT A   
+LL  L
Sbjct  364  VGDICSIVGPKEIKTGHTLCAKEHPILLESPTFAQ---
PVISVSIEPKTKADEGKLLSVL  420

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L + DP   C  +  T E I+S +G + LEV+   +   Y + + V +P V Y 
E   
Sbjct  421  
KMLEEEDPTFTCNFNEETGETIISGMGELHLEVLIKRIIRDYAVHSRVGKPRVSYRETIC  480

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            + A        +      +  + L+V+PL  G G+   + +  G + + F  A++
+G+  
Sbjct  481  
QEAEGEGRYIRQTGGRGHYGHVELTVSPLENGKGILINNSIKQGEVPKEFFPAIKEGVVE  540

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             LE G+F G+ V D +I    G Y+   S+P D++  A + +++A++++   LLEP 
+  



Sbjct  541  
SLEAGIFLGFPVVDIRINVTGGSYHEIDSSPIDYKISAGMAVKRAVEKAEPCLLEPIMDL  600

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P EYL     D       I +   K D        P R +  Y T +   T 
GR+V
Sbjct  601  
EIIVPGEYLGAVLDDISARDGKITSLHGKGDLQTVMAICPLRNLFGYATAIRSLTQGRAV  660

Query  603  CLTELKGYQAAVGQPVIQ  620
             + E  G+   V Q V +
Sbjct  661  YIMEF-GHYGKVPQGVAE  677

>WP_072968773.1 elongation factor G [Caminicella sporogenes]
 SHK57446.1 elongation factor G [Caminicella sporogenes DSM 14501]
Length=689

 Score = 268 bits (686),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 318/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWLGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D  + VQ ++D+L A+ +              I   V ++  
I  +
Sbjct  129  
PRIAFVNKMDIVGADFYNAVQMMKDRLKANAVPIQLPIGAEDTFVGIVDLVEMNARIYKD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E T+I A              +AV E +++L+ KY+ GE ++ +++    
++  
Sbjct  189  
DLGKEMETTEIPADMKEKAEEYRLALVEAVAETDEELMMKYLEGEELTVDEIKAGLRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAAL  249



             +  + PV  GSA K  G+Q L+DAV              G+     E+       
+   
Sbjct  249  
INNMIVPVLCGSAYKNKGVQLLLDAVVEYLPSPLDIPPVKGILVDTEEEAERKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I EM    + 
EI + 
Sbjct  309  
AALAFKIMADPYVGKLAFFRVYSGTLESGSYVYNSTKGKKERIGRILEMHANKRQEISKV  368

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D          E P P+++  I PKT A +E+
+  A
Sbjct  369  ---
YAGDIAAAVGLKYTTTGDTLCDEKNQIILESMEFPEPVIKVAIEPKTRAGQEKMGMA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T ++I++ +G + LE++   L  ++K+E  + +P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTYTDEETGQVIIAGMGELHLEIIVDRLLREFKVEANIGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+   +     +      +  + + VTP   G+G ++ + +  G + + +  AV  
GI
Sbjct  486  TKPVDVEAKFAR-
QSGGRGQYGHVKIKVTPKERGTGYEFVNSIVGGVIPKEYIPAVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ V D K+    G Y+   S+   F+    + ++ ALK+    
LLEPY+
Sbjct  545  
REAMENGVLAGYEVVDLKVELYDGSYHEVDSSEMAFKIAGSMAIKDALKKGDPILLEPYM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     D       +E  + +    V    +P   +  Y TDL   
+ GR
Sbjct  605  
KVEVVVPEEYLGDVMGDLNSRRGKLEGMEARAGAQVIRAYVPLAEMFGYATDLRSKSQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GNYTMQFSHYE  675

>WP_087238449.1 GTP-binding protein [Anaeromassilibacillus sp. 
An200]



 OUP13257.1 hypothetical protein B5F35_04395 [Anaeromassilibacillus 
sp. An200]
Length=661

 Score = 268 bits (684),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 193/621 (31%), Positives = 297/621 (48%), Gaps = 
32/621 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E LLY  GA+ E G V+ G    DT  +ER+RGIT+ 
+   
Sbjct  11   
KRICVGILAHVDAGKTTLSEQLLYLGGALRERGRVDHGDAFLDTEPIERERGITVFSGQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W      ++DTPGH DF AE+ R L  LD AILV+S  +GVQ  T  L+  L    
+
Sbjct  71   
DFRWGNSVYYLLDTPGHTDFSAEMERVLPALDFAILVVSCAEGVQGHTETLWRLLSHYGV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P ++F+NKID+ G D    +  +R K             SP  VL +    E  D 
+ E 
Sbjct  131  PVLLFLNKIDRPGADAGRTLSELRRK------------
CSPAAVLLDGFSGEVDDTLAEE  178

Query  182  ----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                +D LL +Y  G  I+ ++ + E +R V++  LFP + GSA +G G++  +D 
+  L
Sbjct  179  LAPLDDDLLSRYFDG-
TIAPDEWIPELRRLVRERRLFPCFSGSALRGEGVREFLDGMELL  237

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV----
ALAGREKLKITE  293
             +   ++   A  G++   +      R V+L++ SGTLR RD V    A   + + 
K+TE
Sbjct  238  TETHWQEKEDAPFGAM-
AYQVRRGASRLVWLKVTSGTLRCRDEVLCRAADGTQTREKVTE  296

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD-
PTRLPRKRWREDPLPMLRTTIA  351
            +     G +   ++A  GE+       SVR  D +GD P   PR+       P+L 
+   
Sbjct  297  LLRCRGGRLTPIESARAGELCCAAGLSSVRAGDSVGDQPPAGPREL-----
TPVLLSRAQ  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
               +     +L A   L D +P L  E +    E+ +  +G VQLE++  L+  ++    



Sbjct  352  
WDESYDLRAVLAAFRTLEDEEPALCVEWNEPLRELRVHVMGEVQLEILRELMETRFGFSV  411

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +  V+Y E          H E  P   +A +   ++P   GSG+ +ESR  L  
L +
Sbjct  412  TFGDCEVLYRETIEDTVHACGHFE--
PLRHYAEVHFLLSPGPRGSGITFESRCPLDVLER  469

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            S+QN +R  +     +G L G  +TD K+    G  +   +   DFR      + + 
L  
Sbjct  470  
SWQNLIRTHVFEKEHKGVLLGAPLTDVKVTLLIGRAHLKHTEGGDFREAVYRAIREGLMH  529

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +  ++LEP+ +F    PQEY  R   D  +   T     ++ +  V  G  P      
Y+
Sbjct  530  
AKNRVLEPWCAFSAAVPQEYAGRVMSDVQRLYGTFSPPSLEGETAVIEGRAPVSTFLNYQ  589

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             +L  +T GR        GY+
Sbjct  590  RELTAFTRGRGSVSIRFDGYE  610

>WP_029332256.1 MULTISPECIES: elongation factor G [Exiguobacterium]
 ASI34125.1 elongation factor G [Exiguobacterium sp. N4-1P]
 ASI37117.1 elongation factor G (plasmid) [Exiguobacterium sp. 
N4-1P]
Length=692

 Score = 268 bits (686),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 197/676 (29%), Positives = 312/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++RD+L A                   D++ K+T     
+I 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRDRLQANAHAIQIPIGAEDEFKGIIDLVEKKTYMYGNDI-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV +  ++++ KY+ GE IS E+L    
++
Sbjct  191  ---
GTDIEVTDGFPAEFADEAEELRASLIEAVADYEEEMMMKYLEGEEISIEELKAGIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             TG+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPVDVKAITGINMDTDEEIVRESTDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 + G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVFAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V +GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  



VENGIEEALQNGILAGYPVVDVKAALVFGSYHDVDSNEMAFKIAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_056945156.1 GTP-binding protein [Lactobacillus farciminis]
 KRK62963.1 translation elongation factor (GTPase) [Lactobacillus 
farciminis 
KCTC 3681 = DSM 20184]
Length=642

 Score = 267 bits (683),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 192/626 (31%), Positives = 314/626 (50%), Gaps = 
51/626 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+KG+   D   LE++RGITI 
+  
Sbjct  1    
MKQIVTGIVAHVDAGKTTLSEALLYQTGALRKLGRVDKGSAFLDPDALEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+   K+ ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  TR L+  L    
Sbjct  61   
ANLQYQDLKLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLGHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D Q V+  +++ L+   I  ++ + + E+ +              
Sbjct  121  
VPTFIFVNKMDAIGADRQKVLTDLQNNLANGCIDFESDNFNEEVAM--------------  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LE+++    +    +    Q+ +Q   +FP ++GSA K  GI+  +  V    
Q 
Sbjct  167  TDDDVLEQFLDNGELEDTTV----
QKLIQQRKVFPCFFGSALKMEGIEEFLQGV----QR  218

Query  241  IGEQGS--
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
               + +        VFK+ +    +R  ++++  G+L  +  +        K  +



+R+  
Sbjct  219  FSTENNYPEEFGAKVFKISHAG-NERLTWVKVTGGSLENKAVL----
YNDQKANQLRVYD  273

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDV---LGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
              +   T     GE+  +      L+D    LG    L ++   E P   P+L   
+ PK
Sbjct  274  GSKFDLTQNLVAGEVCAVTG----LSDTYPGLG----
LGKQINSEKPTIQPVLNFALDPK  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                  + L+AL QL D DP L  +  S   EI +  +G+VQLE++  LL +++ L
+   
Sbjct  326  D-
NDIHQCLEALRQLEDEDPQLHVQWSSHLQEIRIQVMGQVQLEIIQQLLLDRFNLDVSF  384

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E S++Y E   ++     H E  P   ++ + L + P S+GSG+++ S  SL  L  
++
Sbjct  385  GEGSILYKETITRSIEAVGHFE--
PLRHYSEVHLLLEPGSVGSGLKFTSNCSLDILASNW  442

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE--  530
            Q+ V   ++     G L G  +TD KI    G   +  S   DF+      + Q L 
E  
Sbjct  443  
QHQVLSNLQSKEHLGVLIGAPITDMKITLIGGKASNVHSVGGDFKEATWRAVRQGLMELR  502

Query  531  -SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV--
KKDEVVFTGEIPARCIQ  587
             +G+QLLEP+  F L  PQ+ + RA +D  +   T ET ++    D  + +G  P   
+Q
Sbjct  503  
NTGSQLLEPWYQFRLEVPQDQVGRAMNDIQQMNGTFETPEMVDGSDLTIISGTAPVATMQ  562

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA  613
             Y   +  YT+G       + GYQA 
Sbjct  563  GYSQTVNSYTHGLGNLECVVLGYQAC  588

>WP_005377031.1 MULTISPECIES: elongation factor G [Veillonella]
 EFL56085.1 translation elongation factor G [Veillonella atypica 
ACS-049-V-Sch6]
 EFL57189.1 translation elongation factor G [Veillonella atypica 
ACS-134-V-Col7a]
 EJO49452.1 translation elongation factor G [Veillonella sp. ACP1]
 EKY19273.1 translation elongation factor G [Veillonella atypica 
KON]
 EUB26764.1 translation elongation factor G [Veillonella sp. ICM51a]
 KXA64440.1 translation elongation factor G [Veillonella atypica]



 PQL18551.1 elongation factor G [Veillonella atypica KON]
Length=691

 Score = 268 bits (686),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 316/667 (47%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEYEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISIEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIGEQGSAALCGSV--------------  253
                LFPV  GS+ K  G+Q L+DAV      PI      A+ G+V              
Sbjct  249  IANQLFPVLCGSSYKNKGVQMLLDAVVDYMPAPID---
IPAIKGTVPGTEEETTRPSSDD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       +  + R+YSGTL     V  + + K     +I +M   +
+ EI
Sbjct  306  
EPFSALAFKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ---DMVYAGDI----



AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>SCI33380.1 Vegetative protein 19 [uncultured Eubacterium sp.]
Length=887

 Score = 272 bits (696),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 186/609 (31%), Positives = 302/609 (50%), Gaps = 
29/609 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E +LY SG + + G V+      DT  LER RGITI +    
F  
Sbjct  1    
MGILAHVDAGKTTLSEGMLYLSGTVRKLGRVDHKDAFLDTYSLERDRGITIFSKQAVFSL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               ++N++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L+   
IPT I



Sbjct  61   
GNRRINLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWKLLKLYEIPTFI  120

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+DQ G D +S++  ++++L               IV  +  ++E+ + +   
++ +
Sbjct  121  FINKMDQPGTDRESLLTELKERLDEGC-----------
IVFGKGKNVESLEEIAMTDEAV  169

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E + R  ++R     +FP Y+GSA K  G+Q L+       +P    
G
Sbjct  170  LDYFMEHETVRNEDICRLIRKR----
KIFPCYFGSALKLDGVQELLAGFEEYMKPF--DG  223

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   VFK+   D G+R  +L++  G L     V +   ++ KI ++RI S  +    
Sbjct  224  KKGFGARVFKISRDDKGERLTFLKVTGGKL----
VVKMPINKEEKINQIRIYSGAKYEAV  279

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +    G +  +   S   +  +G    + +        P+L   +     A   +
+L  L
Sbjct  280  NEVEAGGVCAVTGLS---
SSYIGQGLGVEKGTAAPFLEPVLTYQMILPEGADTTKVLREL  336

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       ++Y 
E   
Sbjct  337  
KQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVYKETIK  396

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                   H E  P   +A + L + PL  GSG+ +++  S   L++++Q  +   +
+   
Sbjct  397  SPVVGVGHYE--
PLRHYAEVHLKMEPLEAGSGLVFDTDCSEDVLDRNWQRLILTHLQERE  454

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G  +TD KI    G  +   +   DFR      + Q LK + + LLEP+ 
SF+L
Sbjct  455  
HPGVLTGAPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESVLLEPWYSFVL  514

Query  545  YAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
              P E + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ ++  YT 



GR  
Sbjct  515  
EVPSEQVGRAMSDIGQMNGSFEGPEAENKQGMVRLTGTAPASEMRDYQREVWAYTKGRGR  574

Query  603  CLTELKGYQ  611
                LKGY+
Sbjct  575  ITLTLKGYE  583

>WP_057810434.1 elongation factor G [Lactobacillus siliginis]
 KRN95715.1 elongation factor g (ef-g) [Lactobacillus siliginis]
Length=701

 Score = 268 bits (686),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 196/696 (28%), Positives = 323/696 (46%), Gaps = 
83/696 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTTLTE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTLTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKNNRINIIDTPGHVDFTIEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASTYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V S+ D+L A+    Q               + +  +
+  E
Sbjct  131  
PRIVFVNKMDKLGADFDFSVDSIGDRLQANAHAIQMPIGAEDDFEGVIDLIEMKADLYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                     AV E++D L+EKY+ GE IS+++L    
+R
Sbjct  191  DALGTE-
WDTVDVPEEYLAEAQKRRDALVEAVAESDDALMEKYLNGEEISKDELKAGIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
                   FPV  GSA K  G+Q LMDAV                   TG  + +      
Sbjct  250  
ATLTNDFFPVLAGSAYKNKGVQMLMDAVVDYLPSPVDVKPYTATDPETGEEEDLVAGDDK  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303



                  FKV       R  ++R+Y+GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
DFAALAFKVATDPYVGRLTFIRVYTGTLESGSYVLNATKDKRERVGRLLQMHSNQQNEIP  369

Query  304  RTDTAYPGEIVILPSDSVRL-NDVLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTA  355
                 + G+I      ++ L N   GD       P  L    +   P P+++  + 
PKT 
Sbjct  370  EV---FSGDIAA----AIGLKNTTTGDSLTAVDHPLHLESMVF---
PDPVIQVAVEPKTK  419

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++ +AL +L++ DP  R E +  T E ++S +G + L+++   +  ++K++  
V  
Sbjct  420  
ADQDKMNNALQKLSEEDPSFRAETNPETGETLISGMGELHLDIIVDRMRREFKVDATVGA  479

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   K+A        +      +  + +  TP   G G ++E  +  G + 
+ +
Sbjct  480  
PQVAYRETITKSAQVEGRFIRQSGGKGQYGDVWIEFTPNETGKGYEFEDAIVGGVVPREY  539

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G++  +  G+  G+ V D K     G Y+   S+ + F+  A + L +A 
K++ 
Sbjct  540  
IPSVDQGLQESMANGMVAGYPVVDVKAKLYDGSYHDVDSSESAFKIAASLALREAAKKTA  599

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   + AP++ L            T++  + + +       +P   +  
Y T 
Sbjct  600  
PVILEPIMKVDIVAPEDNLGDVMGHVTARRGTVDGMEARGNAQEVHSFVPLAEMFGYATT  659

Query  593  LAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPN  625
            L   T GR         Y A   AV + +I+    N
Sbjct  660  LRSSTQGRGTFTMTFDHYSAVPKAVQEEIIKKNGGN  695

>WP_010019535.1 GTP-binding protein [Lactobacillus farciminis]
 ATO46288.1 elongation factor G [Lactobacillus farciminis KCTC 3681 
= DSM 
20184]
Length=642

 Score = 267 bits (682),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 192/626 (31%), Positives = 314/626 (50%), Gaps = 



51/626 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+KG+   D   LE++RGITI 
+  
Sbjct  1    
MKQIVTGIVAHVDAGKTTLSEALLYQTGALRKLGRVDKGSAFLDPDALEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+   K+ ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  TR L+  L    
Sbjct  61   
ANLQYQDLKLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLGHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D Q V+  +++ L+   I  ++ + + E+ +              
Sbjct  121  
VPTFIFVNKMDAIGADRQKVLTDLQNNLANGCIDFESDNFNEEVAM--------------  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LE+++    +    +    Q+ +Q   +FP ++GSA K  GI+  +  V    
Q 
Sbjct  167  TDDDVLEQFLDNGELEDTTV----
QKLIQQRKVFPCFFGSALKMEGIEEFLQGV----QR  218

Query  241  IGEQGS--
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
               + +        VFK+ +    +R  ++++  G+L  +  +        K  +
+R+  
Sbjct  219  FSTENNYPEEFGAKVFKISHAG-NERLTWVKVTGGSLENKAVL----
YNDQKANQLRVYD  273

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDV---LGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
              +   T     GE+  +      L+D    LG    L ++   E P   P+L   
+ PK
Sbjct  274  GSKFDLTQNLVAGEVCAVTG----LSDTYPGLG----
LGKQINSEKPTIQPVLNFALDPK  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                  + L+AL QL D DP L  +  S   EI +  +G+VQLE++  LL +++ L
+   
Sbjct  326  D-
NDIHQCLEALRQLEDEDPQLHVQWSSHLQEIRIQVMGQVQLEIIQQLLLDRFNLDVSF  384

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E S++Y E   ++     H E  P   ++ + L + P S+GSG+++ S  SL  L  
++
Sbjct  385  GEGSILYKETITRSIEAVGHFE--



PLRHYSEVHLLLEPGSVGSGLKFTSNCSLDILASNW  442

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE--  530
            Q+ V   ++     G L G  +TD KI    G   +  S   DF+      + Q L 
E  
Sbjct  443  
QHQVLSNLQSKEHLGVLIGAPITDMKITLIGGKASNVHSVGGDFKEATWRAVRQGLMELR  502

Query  531  -SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV--
KKDEVVFTGEIPARCIQ  587
             +G+QLLEP+  F L  PQ+ + RA +D  +   T ET ++    D  + +G  P   
+Q
Sbjct  503  
NTGSQLLEPWYQFRLEVPQDQVGRAMNDIQQMNGTFETPEMVDGSDLTIISGTAPVATMQ  562

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA  613
             Y   +  YT+G       + GYQA 
Sbjct  563  GYSQTVNSYTHGLGNLECVVLGYQAC  588

>PJE63980.1 elongation factor G [Candidatus Roizmanbacteria 
bacterium CG10_big_fil_rev_8_21_14_0_10_45_7]
Length=706

 Score = 269 bits (687),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 324/672 (48%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +    + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  18   
KIRNIGIIAHIDAGKTTTTERILFYTNRSYKIGDIDEGTTQMDWMAQERERGITIVSAAT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W + ++N++DTPGH+DF AEV RSL VLDGA+++  A++GVQ+Q+  ++    
K  +
Sbjct  78   
TTFWRQVRINLIDTPGHVDFTAEVERSLRVLDGAVVIFDAEEGVQSQSETVWRQADKYKV  137

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENT  170
            P + FINK+D+ G D +  +Q +  +L    +            K  ++L+    L  
+ 
Sbjct  138  
PRLCFINKMDKLGADFEGTMQQIVTRLGVAAVPITIPIGKESDFKGVINLTTMKALYWDQ  197

Query  171  DIEAW-----------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            D E                         + V E++D LLEK++  + I++++L++  



+R 
Sbjct  198  
DPEGTKFTEKEIPEDYKDIAVKARAQLVEKVSEHDDALLEKFLHDQEITQDELMQGIRRA  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT---------
GLFQPIGEQGSA----------A  248
                 + P+Y G++ +  G+QP++D V          G  + +  Q +A           
Sbjct  258  
TIAYKIVPIYCGTSLRNKGVQPVLDGVVDFLPSPMDLGEVEGVNPQTNAIEKRKLVEEEK  317

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            LC   FK++         Y R+YSG L     V  A +  + +I+ + +    +    
+ 
Sbjct  318  
LCMLAFKIQLDTHVGTITYARIYSGVLTSGSYVYNARQNVRERISRLLLMHANQREEIEK  377

Query  308  AYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            AY GEIV L      +  D L D   P  L   ++   P P++   I PKT + +E
++  
Sbjct  378  AYAGEIVALVGPKKTKTGDTLSDENAPIVLESIKF---
PDPVISLAIEPKTKSDQEKMGT  434

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             + +  D DP L  + D  T + +LS +G + LE++   +  +YK++  V +P V 
Y E 
Sbjct  435  
TVQKFLDEDPTLHVKFDRETGQTVLSGMGELHLEIIVDRMMREYKMDVNVGQPQVAYRET  494

Query  424  PLK---
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             LK   A    IH       +   + + + PL  G G ++ + +    + Q F  
+V  G
Sbjct  495  VLKEAEAEGKYIHQSGGRGQYGHCL-
IRIKPLPRGEGYKFINGIRGASIPQEFIGSVDKG  553

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            IR  +++G L G+ + D ++    G Y+   S+   F+    + L+ A++++G  L
+EP 
Sbjct  554  
IREAMDKGVLAGYPLVDLEVTLYDGSYHDVDSSDIAFKIAGSMALKNAVRKAGLVLIEPI  613

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+  +     D     A I  +  + D V+     P   +  Y T +   
T G
Sbjct  614  
MKMEVTVPEVNMGTVIGDLSSKRAKILGSAKRGDSVIVDSYAPLAELSGYATRIRSLTQG  673

Query  600  RSVCLTELKGYQ  611
            R +   E   Y+



Sbjct  674  RGIAYVEPSHYE  685

>WP_099532980.1 elongation factor G [Limnothrix sp. PR1529]
 OCQ93604.1 translation elongation factor G [Limnothrix sp. P13C2]
 PIB13855.1 elongation factor G [Limnothrix sp. PR1529]
Length=691

 Score = 268 bits (686),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 193/698 (28%), Positives = 320/698 (46%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILYYSGVVHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWNDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEI--------------VL  166
            P ++F+NK+D+ G +   V   VRD+L A+ + I+  +    E+                
Sbjct  129  
PRIVFVNKMDRTGANFYKVYGQVRDRLKANAVPIQIPIGAESELRGIVDLVKMRAYLYTN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+  D                  AV E +D L EKY+ GE +++E++    
++  
Sbjct  189  
DLGTDIQETDIPEDLVDLADEYRLKLVEAVAETDDVLTEKYLEGEELTQEEIKGALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             D ++ P+  GSA K  G+Q L+DAV              GL  P G +       
+A  
Sbjct  249  IDGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPIDVPPIKGLL-
PDGSEVTRPADDNAPP  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FK+   D   R  ++R+YSG +               R+   + L   E+++
+ EM
Sbjct  308  AALAFKI-
MADPYGRLTFIRVYSGVITKGSYVYNATKGKKERISRLIVLKADERIEVDEM  366



Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G  +       G+ +   SD V L  +               P P++   + 
PKT
Sbjct  367  RAGDLGAALGLKDTITGDTICSESDPVILESLF-------------
IPEPVISVAVEPKT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E+L  AL  L++ DP  R  +DS T++ +++ +G + LE++   +  ++++E  
V 
Sbjct  414  
KQDMEKLSKALQSLSEEDPTFRVSIDSETNQTVIAGMGELHLEILVDRMMREFRVEANVG  473

Query  415  EPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E   KAA        +      +  + + + P   G+G ++ S++  G 
+ + 
Sbjct  474  
APQVAYRETIGKAAKAEGKFVRQSGGKGQYGHVVVEIEPGEPGTGFEFVSKIVGGVVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G+R   E G+  G+ + D K+    G Y+   S+   F+    + + +A
+ ++
Sbjct  534  
YIGPAEQGMREACESGILAGYPLIDVKVTMVDGSYHDVDSSEMAFKIAGSMAVREAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   + AP+E+L     +       IE    +        ++P   +  
Y T
Sbjct  594  
APVLLEPLMKVEVEAPEEFLGDVMGNLNSRRGQIEGMGSESGTAKVAAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y      V + +I   + N+
Sbjct  654  DIRSMTQGRGIFSMEFSQYSEVPRNVAEAIIAKSKGNA  691

>WP_010580238.1 elongation factor G [Lactobacillus vini]
 KRM89414.1 elongation factor G [Lactobacillus vini DSM 20605]
Length=697

 Score = 268 bits (686),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 319/673 (47%), Gaps = 
68/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   



KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGDSQMDWMAQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWHDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V ++ D+L A+ +  Q               V +  + 
V +
Sbjct  131  
PRIVFVNKMDKIGADFDYSVNTIHDRLQANAVAVQMPIGAEDNFEGVIDLVEMKAD-VYD  189

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            E+     WD +                 IE     +D ++EKY+ GE IS E+L    
++
Sbjct  190  
EDKLGSKWDTIDVPDEYKAEAQKRREKMIEEIADVDDDIMEKYLGGEEISVEELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
               +  L+PV+ GSA K  G+Q ++D V   L  P+  +   A                 
Sbjct  250  
ATLNLELYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATDPDTNEEVELTAGDDK  309

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       R  + R+YSGTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYSGTLESGSYVLNATKDKRERVGRLLQMHSNHRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          + P P+++ +I PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKATTTGDSLTDVDHPLILESMDFPDPVIQVSIEPKTKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++K++  V EP V 
Y E
Sbjct  427  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFKVDARVGEPQVAYRE  486

Query  423  RPLKAAS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               K  S     +H +      +  + +  TP   G G ++E  +  G + + +  
AV  



Sbjct  487  TFTKQVSVQGKFVH-
QSGGKGQYGDVWIEFTPNDEGKGFEFEDAIVGGVVPREYIPAVEA  545

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  
+LEP
Sbjct  546  
GLKEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKIAASLALRNAAKVAGAVILEP  605

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++YL             +E  + + +  +    +P   +  Y T L   
T 
Sbjct  606  
IMRVEIVTPEDYLGDVMGHVTARRGRVEGMENRGNAQMVKAFVPLAEMFGYATTLRSATQ  665

Query  599  GRSVCLTELKGYQ  611
            GR      +  Y+
Sbjct  666  GRGTFTMTMDHYE  678

>WP_098277897.1 GTP-binding protein [Bacillus megaterium]
 PES40554.1 elongation factor G [Bacillus megaterium]
Length=652

 Score = 267 bits (683),  Expect = 6e-77, Method: Compositional 
matrix adjust.
 Identities = 183/636 (29%), Positives = 312/636 (49%), Gaps = 
33/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+  +       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPHVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  LEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244



            L+ ++ G+  + +   R   Q+ +Q   LFP   GSA + +GI+  ++ V  L       
Sbjct  182  LDAFMEGK--NDQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYS  238

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGE  301
               A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  
+   
Sbjct  239  
KEEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGST  298

Query  302  IVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKT  354
                +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK 
Sbjct  299  FKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKE  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+
Sbjct  355  GIKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFE  408

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            EP ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+Q
Sbjct  409  EPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQ  466

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L+
++  
Sbjct  467  
NLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKN  526

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ L
Sbjct  527  
IVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTL  586

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            A +T+G+        GY+    + VI+  R N   D
Sbjct  587  ASFTHGKGAMSLLFGGYERCHNEEVIERIRYNKEAD  622

>WP_011916517.1 elongation factor G [Caldicellulosiruptor 
saccharolyticus]
 A4XI36.1 RecName: Full=Elongation factor G; Short=EF-G



 ABP66571.1 translation elongation factor G [Caldicellulosiruptor 
saccharolyticus 
DSM 8903]
Length=691

 Score = 268 bits (685),  Expect = 7e-77, Method: Compositional 
matrix adjust.
 Identities = 193/697 (28%), Positives = 327/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVYKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWRGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT------------------------  157
            P + ++NK+D  G +  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFKGVVDLLTMKAIIYVD  188

Query  158  ----VSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS   EI  E     E   I+  +AV E +++++ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKVSQETEIPDEVKDIAEEYRIKLLEAVAETDEEIMMKYLEGEEITVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L+    V  + + K     ++ +M    + 
+I   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLQAGSYVYNSTKNKKERVGRLLQMHANHREDI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A



Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIILESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKISTNHETGQTLIAGMGELHLEIIVDRMKREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGGGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKAEPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINARRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>WP_086662059.1 elongation factor G [Lentzea kentuckyensis]
Length=661

 Score = 268 bits (684),  Expect = 7e-77, Method: Compositional 
matrix adjust.
 Identities = 211/658 (32%), Positives = 307/658 (47%), Gaps = 
56/658 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTE +L+A+G   + G V  GTT TD    ER RGITI AA  
S  
Sbjct  11   
NLGILAHVDAGKTTLTERVLFATGTTYKRGEVHDGTTVTDFDPQERDRGITIFAAAVSCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV R+L VLDGA+ V     GV+ Q+  ++    +  



+P +
Sbjct  71   
WDGHRINLIDTPGHVDFSDEVERALRVLDGAVAVFDGVAGVEPQSESVWRQADRHGVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------
TVSLSPEIVLE  167
             F+NK+D+AG DL + V+S+R +L+   ++ Q                   +L+ E  
LE
Sbjct  131  
AFVNKLDRAGADLDTAVESIRTRLNTVPLVVQLPIGAEDSFVGVVDLIRMRALTWEDALE  190

Query  168  ENTDIEAWDAVIENNDKLLEKYIA-----------
GEPISREKLVREEQRRVQDASLFPV  216
            E    E   A  +   +LLE+ +A              +S E L +  +   +  +   
V
Sbjct  191  
EGPVPETLMAQAQRRRRLLEETVAELHPEALEEFFAGGLSDETLRKALRELTRQGAGTVV  250

Query  217  YYGSAKKGLGIQPLMDAVTG-LFQPI---------GEQ----
GSAALCGSVFKVEYTDCG  262
              GSA +  G++PL+DAV   L  P+         GE+            VFKV  
T  G
Sbjct  251  
LCGSAYRNRGVEPLLDAVIAYLPSPVDVPPVRGVDGEERHPDPEGPFAALVFKVNATPNG  310

Query  263  
QRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSV  321
             R  Y+R+YSGTL   +TV++AGR +     +R+ +       D A  G+IV L    
S 
Sbjct  311  -RLTYVRVYSGTLHKGETVSVAGRTERIGRILRVQAD-
RHTPVDQATAGDIVALVGLKSA  368

Query  322  RLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCE  378
            R    L  PT        E P+   P++   +  KT+A   RL +AL  L D DP 
L+  
Sbjct  369  RTGTTLCAPT---
APLLLEPPVSADPVVSVAVETKTSADNARLTEALAHLVDEDPSLQVR  425

Query  379  
VDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPP  438
             D  T + +LS LG + LEV        +++E  +  P V Y E      +  ++  
V  
Sbjct  426  
TDPETGQTVLSGLGELHLEVAVEKARTNHRIEITMGRPRVSYRETLAAGVTGFVYRHVKQ  485

Query  439  NPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVT  495
            +     +A I +S  PL   +G ++ S V+ G + Q F  AV  G R  L +G  G  
VT
Sbjct  486  DGGSGQFAHIVISTEPLE--
TGFEFRSAVTGGRVPQEFVRAVEQGCRDALAEGPLGHPVT  543

Query  496  



DCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAY  555
              ++    G  +   S+   FR+   + L +ALK     LLEP     +  P +YL    
Sbjct  544  
GLRVTLTDGSTHVKDSSEMAFRTAGRLGLREALKAGAMTLLEPIAEVTVTVPDDYLGGVL  603

Query  556  
HDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
             D       I  +  +    V T  +P   +  Y T L   T GR    +   GY 
AA
Sbjct  604  
GDLAARRGRILGSVARTGTTVVTASVPLAEMFGYVTRLRSRTQGRGSFTSRPTGYAAA  661

>WP_013433112.1 MULTISPECIES: elongation factor G 
[Caldicellulosiruptor]
 ADQ41381.1 translation elongation factor G [Caldicellulosiruptor 
kristjanssonii 
I77R1B]
 AEM73925.1 translation elongation factor G [Caldicellulosiruptor 
lactoaceticus 
6A]
Length=691

 Score = 268 bits (685),  Expect = 7e-77, Method: Compositional 
matrix adjust.
 Identities = 192/697 (28%), Positives = 326/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT------------------------  157
            P + ++NK+D  G +  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFRGIVDLLTMKAIIYVD  188

Query  158  ----VSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS   EI  E     E   I+  +AV E +++++ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKVSQETEIPDEVKDIAEEYRIKLLEAVAETDEEIMMKYLEGEEITVEELKAAIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMRREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINSRRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691



>WP_009016333.1 MULTISPECIES: elongation factor G [Acidaminococcus]
 EEH91514.1 translation elongation factor G [Acidaminococcus sp. 
D21]
 AEQ23533.1 translation elongation factor G [Acidaminococcus 
intestini RyC-MR95]
 EPD70737.1 elongation factor G [Acidaminococcus sp. HPA0509]
 CDB97355.1 elongation factor G [Acidaminococcus intestini CAG:325]
 ERL16388.1 translation elongation factor G [Acidaminococcus sp. 
BV3L6]
Length=694

 Score = 268 bits (685),  Expect = 7e-77, Method: Compositional 
matrix adjust.
 Identities = 189/673 (28%), Positives = 313/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++    
+ N+
Sbjct  69   
TCTWKGHSINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEEYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  + VQ ++D+L A                   D++  Q +    
Sbjct  129  
PRIAYMNKMDTTGADFFNAVQMMKDRLGANAVPIQIPMGAEDQFVGLIDLVKMQAIVYGD  188

Query  163  EIVLEEN---------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  +E           + + W     +AV E +D L+EKY+ GE ++ +++    
++  
Sbjct  189  
DLGKDEEFEPIPEEYVEEAQKWRQNLLEAVAEGDDDLMEKYLEGEDLTEDEINATIRKMT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                +FPV  GS+ K  G+QPL+DA             + G+    GE+ +      
A  
Sbjct  249  
CACKMFPVTCGSSYKNKGVQPLLDAIIAYMPAPTDVADIKGVDPETGEETTRPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I  M    + 
EI   



Sbjct  309  
AALAFKIATDPYVGRLAFFRVYSGKLTAGSYVYNSSKGKRERIGRILRMHSNHRTEI---  365

Query  306  DTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            +  Y G+I   +        D L D   P  L    +   P P++   I PKT A 
+E++
Sbjct  366  EEVYAGDIAAAVGLKDTGTGDTLCDEKAPVILESMVF---
PEPVISVAIEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  + + I+S +G + L+++   L  ++ ++  V  P 
V Y 
Sbjct  423  
GIALGKLAEEDPTFRVRTDPESSQTIISGMGELHLDIIVDRLKREFHVDCTVGNPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA         +      +    L +TPL  G G ++E+++  G + + +   
V+ 
Sbjct  483  
ETIRKAVKSEGKFVRQSGGKGQYGHCWLELTPLKPGEGFKFENKIVGGAIPKEYIAPVQA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +E G+  G+ + D  +    G Y+   S+   F+    +  +    ++   
LLEP
Sbjct  543  
GVEEAMENGVVAGYPMVDIGVTVYDGSYHEVDSSEMAFKIAGSMGFKSGAAKADPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y+   +  P+EY+     D       IE  + +    + +  +P   +  Y TDL   
T 
Sbjct  603  
YMKVEVTVPEEYMGDVIGDLNSRRGRIEGMEARNGAQIISAFVPLSEMFGYATDLRSKTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR     E+  Y+
Sbjct  663  GRGNYSMEVDHYE  675

>EEU99562.1 putative translation elongation factor G [Roseburia 
intestinalis 
L1-82]
Length=827

 Score = 271 bits (693),  Expect = 7e-77, Method: Compositional 
matrix adjust.
 Identities = 198/624 (32%), Positives = 305/624 (49%), Gaps = 
44/624 (7%)

Query  4    



INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INI +LAHVDAGKTTL+E+LLY SG+I + G V+      DT  +ER RGITI +    
F
Sbjct  17   
INIAMLAHVDAGKTTLSEALLYKSGSIRKAGRVDNKDAFLDTNEMERNRGITIFSKQAVF  76

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +  C+  ++DTPGH+DF AE+ R+L VLD A+L+IS  DGVQ  TR L+  L + 
+IPT
Sbjct  77   
SYGGCEFTLLDTPGHVDFSAEMERTLQVLDYAVLIISGADGVQGHTRTLWRLLARYDIPT  136

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT--
DIEAWDAVIEN  181
             IF+NK+DQ G D + ++  ++D LS+       V  S     E+ T  D + ++ 
V   
Sbjct  137  FIFVNKMDQLGTDHEKLLDQIKDTLSS-----ACVDFSKN---
EDGTYQDKDFYENVAVC  188

Query  182  NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV---
TGLF  238
            N+K+LE Y+ G  I  E  VRE    +Q   LFP ++GSA K  GI+ L+ A+   
T + 
Sbjct  189  NEKVLEAYLEGGSIEDES-VRE---
MIQKRELFPCFFGSALKMEGIEELLFALSEYTKMP  244

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL------KIT  292
            +  GE G+     +VFK+     G R  +L++  G L+ R+ ++   + K       
K+ 
Sbjct  245  EYPGEFGA-----
TVFKITRDAQGSRLTHLKVTGGVLKARNLLSGHKQNKAEDIWEEKVN  299

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++RI S  +    D    G I  +   S     + LG           E  LP+L   
+ 
Sbjct  300  QIRIYSGEKYETKDEVEAGTICAVTGLSYTYPGEGLGSQ--------
EESELPILEPVLT  351

Query  352  PK----
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             +       Q + ++  L  L + +P L    +    EI +  +G VQ+E++ AL
+S+++
Sbjct  352  
YELILPDGVQPQAMMPKLAMLEEEEPELHIVWNEELQEIRIQIMGEVQIEILKALISDRF  411

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +E       ++Y E          H E  P   +A + L + P   GSG+ + + 
VS  
Sbjct  412  GVEVEFGTGKILYRETIADTVEGVGHFE--
PLRHYAEVHLLLEPGETGSGLTFAADVSED  469



Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
              ++++Q  V   +      G L G  VTD K+    G  +   +   DFR        
Q
Sbjct  470  
MFSRNWQRLVLTHLEEKEHVGVLTGSPVTDMKVTLVAGRAHIKHTEGGDFRQATYRAFRQ  529

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             LK++ + LLEP+  F L  P E + RA +D        +      +  V TG +P   
+
Sbjct  530  
GLKQAQSVLLEPWYDFRLEIPNECIGRAMNDIEGMSGKFDAPDRNGEMAVLTGIVPVASM  589

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            + Y  D+  YT G       L GY
Sbjct  590  RDYAKDVTAYTKGHGSLTCTLHGY  613

>WP_045165672.1 elongation factor G [Caldicellulosiruptor 
naganoensis]
Length=691

 Score = 268 bits (685),  Expect = 7e-77, Method: Compositional 
matrix adjust.
 Identities = 190/697 (27%), Positives = 328/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI +  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWRGHRINIIDTPGHVDFTVEVERSLRVLDGAIAIFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + ++NK+D  G +  +V++ ++++L A+ +                            
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFKGVVDLLTMKAIIYVD  188

Query  154  ----IKQTVSLSPEIV-
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                + Q   +  EI  + E   I+  +AV E +++++ KY+ GE I+ ++L    
++  
Sbjct  189  



DLGKVAQETEIPDEIKDIAEEYRIKLLEAVAETDEEIMIKYLEGEEITVDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G+    GE+           
Sbjct  249  
INLQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGISPETGEEIERRTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++ +M    + 
+I   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERIGRLLQMHANHREDI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            DT Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DTIYAGDICAAIGLSNTTTGDTLCDENHPIILESMEFPEPVIQVAIEPKTKADQEKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   +  T + +++ +G + LE++   +  ++K++  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFRVSTNHETGQTLIAGMGELHLEIIVDRMRREFKVDVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G G ++ +++  G + + F  AV  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGKGYEFVNKIVGGVIPKEFIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKAEPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINARRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691



>WP_013411632.1 elongation factor G [Caldicellulosiruptor 
owensensis]
 ADQ04231.1 translation elongation factor G [Caldicellulosiruptor 
owensensis 
OL]
Length=691

 Score = 268 bits (685),  Expect = 7e-77, Method: Compositional 
matrix adjust.
 Identities = 188/697 (27%), Positives = 327/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------------
IIIK  155
            P + ++NK+D  G +  +V++ ++++L A+                          
I + 
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQIPIGKEDTFRGIVDLLTMKAIIYVD  188

Query  156  QTVSLSPEIVLEENTD-------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +S E  + ++T        I+  +AV E ++ ++ KY+ GE I+ E+L +  
++  
Sbjct  189  
DLGKVSQETEIPDDTKDIAEEYRIKLLEAVAETDEDIMMKYLEGEEITVEELKKAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLSEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMKREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINSRRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>WP_096077876.1 elongation factor G [Macrococcus sp. IME1552]
 ATD31749.1 translation elongation factor G [Macrococcus sp. 
IME1552]
Length=693

 Score = 268 bits (685),  Expect = 7e-77, Method: Compositional 
matrix adjust.
 Identities = 192/662 (29%), Positives = 315/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGTRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +FINK+D+ G D    V ++ D+L A+     + I      +  + L E           
Sbjct  132  
VFINKMDKTGADFNYSVGTLHDRLQANAHPIQMPIGAEDQFNAIVDLVEMKLHTYTNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  AV + N+ L++KY+ GE IS E+L    ++   
D 
Sbjct  192  
TDIEVTDVPEEYLADAEAMREQLIEAVADVNEDLMDKYLGGEEISVEELKAAIRQATCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQ-------------
GSAALCG  251
              FPV  G+A K  G+Q ++DA           +PI G +              S     
Sbjct  252  
EFFPVLAGTAFKNKGVQLMLDAAIAYLPSPLDVKPIVGHEVDDKDAEIIAKPDDSEPFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  A    RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPFVGKLTFFRVYSGTLNSGSYVQNATKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I    + +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYAGDI----
AAAVGLKDTTTGDTLCDEKVQVILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L + DP      D  T ++I+  +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  425  
NALVKLQEEDPTFHAHTDPETGQVIIGGMGELHLDILVDRMKREFKVECTVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  +P  +G+G ++E+ +  G + + +  
+V  G



Sbjct  485  
TFKTTAAVQGKFSRQSGGRGQYGDVHIEFSPNEVGAGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +E  + + +  V    +P   +  Y T+L   
T G
Sbjct  605  
MKVEIVMPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAFVPLAEMFGYATNLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_098600495.1 GTP-binding protein [Bacillus megaterium]
 PFR93342.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 267 bits (683),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 180/636 (28%), Positives = 315/636 (50%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E++   ++D E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSELIDGSSSD-
ELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245



            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L        
Sbjct  182  LDAFMEGKN-DQAYWKAAMQKLIQTNQLFPCACGSALQDIGIESFLEKLD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ ++   
+E
Sbjct  356  IKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNIKVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  +      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHVFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++ Q  +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPQTTENKAIITGKVPVATFMNYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGSMSLLFGGYEHCHNEEEVIERIRYNKDAD  623

>WP_065713057.1 elongation factor G [Synechococcus sp. PCC 7003]
 ANV83219.1 translation elongation factor G [Synechococcus sp. PCC 
7003]
Length=694



 Score = 268 bits (685),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 199/669 (30%), Positives = 318/669 (48%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGAATTDFMEQEQERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW------  175
            I++NK+D+ G +  +VV+ V + L+A  ++  T+ +  E   +   D+   +AW      
Sbjct  129  IYVNKLDRIGANFYNVVKQVENILAATPLV-
MTLPIGTESEFKGVVDLLTEKAWIWDESG  187

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E +D+++EKY+ GE +S +++    +
+  +
Sbjct  188  
DPMNYEITDVPEDMKEQVAEYREALVELAVEQDDEIMEKYLEGEEVSIDEIKACIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQGSAALCGS----  252
            + + FP Y GS+ K  G+Q ++DAV   L  P+             E GS A+       
Sbjct  248  
ELAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPMEVNPQPETDIEGNETGSFAIVDPEKPL  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      + R+YSGTL+  DTV   A    E++ ++ EM   S+ 
EI   
Sbjct  308  RALAFKI-
MDDRFGALTFTRIYSGTLKKGDTVLNTATGKTERIGRMVEMHANSREEI---  363

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+I+ I+   +V+    L D            P P++   IAPKT    E+
+  A
Sbjct  364  
DEAQAGDIIAIVGMKNVQTGHTLCDKDNPATLEPMVFPDPVISIAIAPKTKGGNEKMGVA  423

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L+++   DP  + E D  + E I+  +G + L++   +L   Y +E  V +P V Y 
E  
Sbjct  424  
LSKMVQEDPSFQVETDQESGETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAYRESI  483

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I  ++ P   GSG Q+ES+V+ G + + F  AV+ 
G  
Sbjct  484  
TKVINDSYTHKKQSGGSGQFGKIDYTIEPGEAGSGFQFESKVTGGNVPREFWPAVQKGFE  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+   D K+    G ++   S+   F   A     Q L ++G Q
+LEP + 
Sbjct  544  
QSIEKGVLAGFPCVDLKVTLTDGSFHPVDSSAIAFEIAAKSGYRQTLPKAGPQILEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +Y+     D  +    IE  +     +    ++P   +  Y  DL   T
+GR 
Sbjct  604  
VDVFTPDDYVGDVIGDLNRRRGMIEGQESGATGIRIKAKVPLSEMFGYIGDLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSHY  672

>WP_006567674.1 MULTISPECIES: GTP-binding protein [Anaerostipes]
 EDR96970.1 putative translation elongation factor G [Anaerostipes 
caccae 
DSM 14662]
 EFV23263.1 elongation factor Tu GTP binding domain-containing 
protein [Anaerostipes 
sp. 3_2_56FAA]
 CDC34134.1 elongation factor Tu GTP binding domain-containing 
protein [Anaerostipes 
sp. CAG:276]
Length=888

 Score = 272 bits (696),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 192/615 (31%), Positives = 301/615 (49%), Gaps = 
40/615 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+E LLY SG+I   G V+      DT  +ER RGITI +    
F++
Sbjct  15   



IGILAHVDAGKTTLSEGLLYESGSIRSMGRVDNKDAFLDTHEIERNRGITIFSKQAVFRF  74

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               ++ ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L K  
IPT +
Sbjct  75   
GEMEITLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTQTLWSLLEKYKIPTFL  134

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+DQ G D Q ++  ++++L      +  V  S E   +   DI   D      
+ L
Sbjct  135  FINKMDQPGTDKQWILTELKNRLD-----
EGCVDFSRECGEDFYEDIAVCD------EGL  183

Query  186  LEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L  Y+ +G   SR+      +RRV     FP Y+GSA K  G++  +  +    +P
+   
Sbjct  184  LNTYLDSGRIGSRDIAEIIAERRV-----
FPCYFGSALKADGVREFLQGIGSYTRPV--D  236

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                    VFK+   + G R  +L++  G L++R  +    +E+ K++++RI S  
+   
Sbjct  237  YPEEFGAKVFKISRDEQGSRLTHLKVTGGVLKVRSALIQKPKEE-
KVSQIRIYSGEKYQT  295

Query  305  TDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             + A  G I  +       P D   + D   +P   P          +    I P+  
+ 
Sbjct  296  AEEAQAGMICAVTGLADTRPGDGFGIEDTGYEPALEP---------
VLTYQVILPEGVSA  346

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +L  L QL + +P L    +    EI +  +G VQLE++ +L++E++  E      
+
Sbjct  347  G-
VMLPKLRQLQEEEPELHIVWNEQLQEIQVQIMGEVQLEILKSLIAERFDTEVEFGTGN  405

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L + PL  GSG+Q++++ S   L+++
+Q  +
Sbjct  406  IVYKETIKNTVEGVGHFE--
PLRHYAEVHLFMEPLEPGSGLQFDTQCSEDMLDKNWQRLI  463

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++     G L G  +TD KI    G  +   +   DFR      + Q LK++ 



+ LL
Sbjct  464  
LTHLQEREHSGVLTGSAITDMKITLAAGRAHLKHTEGGDFRQATYRAVRQGLKQAESVLL  523

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F L  PQ+ + RA  D  +     E  Q + +  V TG  P   +  Y+ +
+  Y
Sbjct  524  
EPYYEFRLEVPQQMVGRAMSDIERMYGEFENPQTEGEMSVLTGSAPVSEMNGYQREVIAY  583

Query  597  TNGRSVCLTELKGYQ  611
              GR      L GY+
Sbjct  584  AKGRGRLFCALNGYR  598

>WP_023859682.1 elongation factor G [Lactobacillus equi]
 ETA74087.1 elongation factor G [Lactobacillus equi DPC 6820]
 KRL82035.1 elongation factor G [Lactobacillus equi DSM 15833 = JCM 
10991]
Length=697

 Score = 268 bits (685),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 319/670 (48%), Gaps = 
68/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  14   
NIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAATTAQ  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      +
+P +
Sbjct  74   
WKENRINIIDTPGHVDFTIEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYDVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEENT  170
            +F+NK+D+ G +    V +++D+L A+ +  Q               + +  ++  
E+  
Sbjct  134  
VFVNKMDKIGANFDYSVDTIKDRLQANAVAMQMPIGAEDNFQGVIDLIEMKADLYDEDEL  193

Query  171  DIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              E WD                     AV + ++ L+EKY+ GE I++E+L    
+R   
Sbjct  194  GAE-
WDVVDIPAEYLEEAESRREALIEAVADVDEALMEKYLEGEEITKEELKAAIRRATL  252



Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIGEQG-------------
SAALC  250
            +  ++PV+ GSA K  G+Q ++D V          +P   +                   
Sbjct  253  
NLDMYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYNAKNPETDEEVELIADDDKPFA  312

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTD  306
            G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + EI    
Sbjct  313  
GLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRNEIPEV-  371

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              + G+I   +        D L DP         E P P+++ ++ PK+ A ++++  
AL
Sbjct  372  --
FSGDIAAAIGLKDTTTGDSLTDPKNPLLLESMEFPEPVIQVSVEPKSKADQDKMDVAL  429

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R E +  T E +++ +G + L+++   +  ++K+E  V  P V Y 
E   
Sbjct  430  
QKLAEEDPSFRAETNPETGETLIAGMGELHLDIIVDRMKREFKVEATVGAPQVAYRETFT  489

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + ++A    +  +      +  + +  TP   G G ++E+ +  G + + +  +V  
G++
Sbjct  490  KQVQAQGKFVR-
QSGGKGQYGDVWVEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGLQ  548

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  549  
EAMQNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  608

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L             IE  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  609  
VEIVAPEDNLGDVMGHVTARRGRIEGMEARGNTQVVNAFVPLSEMFGYATTLRSATQGRG  668

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  669  TFTMTMDHYE  678

>WP_005345641.1 GTP-binding protein [[Eubacterium] hallii]



 EEG37057.1 putative translation elongation factor G 
[ [[Eubacterium] hallii 
DSM 3353]
Length=904

 Score = 272 bits (696),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 186/611 (30%), Positives = 303/611 (50%), Gaps = 
29/611 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +GILAHVDAGKTTL+E +LY SG + + G V+      DT  LER RGITI +    
F
Sbjct  16   
IVMGILAHVDAGKTTLSEGMLYLSGTVRKLGRVDHKDAFLDTYSLERDRGITIFSKQAVF  75

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L+   
IPT
Sbjct  76   
SLGNRRINLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWKLLKLYEIPT  135

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D +S++  ++++L               IV  +  ++E+ + +   
++
Sbjct  136  FIFINKMDQPGTDRESLLTELKERLDEGC-----------
IVFGKGKNVESLEEIAMTDE  184

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             +L+ ++  E +  E +     R +++  +FP Y+GSA K  G+Q L+       
+P   
Sbjct  185  VVLDYFMEHETVRNEDIC----
RLIRERKIFPCYFGSALKLDGVQELLAGFEEYMKPF--  238

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
             G       VFK+   D G+R  +L++  G L     V +   ++ KI ++RI S  
+  
Sbjct  239  DGKKGFGARVFKISRDDKGERLTFLKVTGGKL----
VVKMPINKEEKINQIRIYSGAKYE  294

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              +    G +  +   S   +  +G    + +        P+L   +     A   
++L 
Sbjct  295  AVNEVEAGGVCAVTGLS---
SSYIGQGLGVEKGTAAPFLEPVLTYQMILPEGADTTKVLR  351

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423



             L QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       +
+Y E 
Sbjct  352  
ELKQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVYKET  411

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     H E  P   +A + L + PL  GSG+ +++  S   L++++Q  +   
++ 
Sbjct  412  IKSPVVGVGHYE--
PLRHYAEVHLKMEPLEAGSGLVFDTDCSEDVLDRNWQRLILTHLQE  469

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G L G  +TD KI    G  +   +   DFR      + Q LK + + LLEP
+ SF
Sbjct  470  
REHPGVLTGAPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESVLLEPWYSF  529

Query  543  ILYAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +L  P E + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ ++  
YT GR
Sbjct  530  
VLEVPSEQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVWAYTKGR  589

Query  601  SVCLTELKGYQ  611
                  LKGY+
Sbjct  590  GRITLTLKGYE  600

>WP_038038870.1 elongation factor G [Thermorudis peleae]
Length=706

 Score = 268 bits (686),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 188/664 (28%), Positives = 308/664 (46%), Gaps = 
59/664 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I  PG V +G+   D M  ER+RGITI AA 
T+  
Sbjct  21   
NIGIIAHIDAGKTTTTERILFYTGRIHRPGEVHEGSATMDWMIQERERGITITAAATTCF  80

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    K +
+P +
Sbjct  81   
WRNHRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVHGVEPQSETVWRQADKYHVPRI  140

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-



IIIKQTVSLSPEI-------------------  164
             FINK+D+ G + +  V  +R++L A   +I+  + L  +                    
Sbjct  141  
CFINKLDRVGANFERAVDMIRERLGARPAVIQWPIGLESDFRGIIDLIGFRALIYHDDLG  200

Query  165  -------VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                   V E+  ++ E W     + + E N++L+ KY+ GE ++ ++L    +      
Sbjct  201  
QQIEETAVPEDEREVAEQWRQRLIEQIAETNEELMLKYLEGEELTPDELRAALRAATIRG  260

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCGS  252
             L PV  GSA K  G+QPL+DA             V G     GE+              
Sbjct  261  
ELVPVLCGSALKNKGVQPLLDAIVDYLPSPLDIPPVRGTHPATGEEITRTADPDGPFAAL  320

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAYPG  311
             FK++      R  Y+R+YSG +     V  + + E+ +++ +           D    
G
Sbjct  321  
AFKIQADPHVGRLTYVRVYSGKITSGSYVYNSTKNERERVSRLLRMHANHREEVDEVAAG  380

Query  312  EI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +I  ++        D L DP +       + P P++   + PKT A +++L  AL 
+LA+
Sbjct  381  
DICAVIGLKKTFTGDTLCDPEQPILLEAIQFPEPVISVAVEPKTRADQDKLSLALQRLAE  440

Query  371  TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKA  427
             DP  R  +D  + + I+S +G + LEV+   +  ++++   +  P V Y E   
RP++ 
Sbjct  441  
EDPTFRVRIDPESGQTIISGMGELHLEVIVDRMLREFRVGANIGRPQVAYKETITRPVRV  500

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
                +  +      +  + L + PL  GSG  +E R+  G + + F  AV  GIR  
+E 
Sbjct  501  EGRFVR-
QTGGRGQYGHVWLELEPLPRGSGFVFEDRIVGGVVPKEFIPAVEAGIREAMET  559

Query  488  -
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
             G+ G+ V D K     G Y+   S+   F+  A + L + ++     +LEP +   
+  
Sbjct  560  
GGVAGFPVIDIKAVLVDGSYHEVDSSEMAFKIAAAMALREGVRRGNPVILEPIMRVEVVT  619

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606



            P E+      D       IE  +++    V    +P   +  Y TDL   T GR+    
+
Sbjct  620  
PDEFTGDVIGDLNARRGRIEGMEMRAGSQVIRALVPLATMFGYATDLRSMTQGRATYTMQ  679

Query  607  LKGY  610
               Y
Sbjct  680  FDHY  683

>AMJ37807.1 elongation factor Tu GTP binding domain protein, partial 
[uncultured 
bacterium]
Length=133

 Score = 250 bits (638),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 121/133 (91%), Positives = 126/133 (95%), Gaps = 0/133 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI
+DTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120

Query  121  IPTVIFINKIDQA  133
            IPTVIFINKIDQA
Sbjct  121  IPTVIFINKIDQA  133

>WP_097010996.1 elongation factor G [Pseudodesulfovibrio profundus]
 SOB57808.1 Elongation factor G 2 [Pseudodesulfovibrio profundus]
Length=683

 Score = 268 bits (684),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 199/670 (30%), Positives = 314/670 (47%), Gaps = 
71/670 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTTLTE +LY SG I   G V +GT   D M  E+ RGITI 
+AVTS +
Sbjct  17   
NIGIIAHIDAGKTTLTERILYYSGKIHRLGEVHEGTATMDYMPEEQDRGITIMSAVTSCE  76



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++      +
+P +
Sbjct  77   
WSPCMINIIDTPGHVDFTIEVERSLRVLDGAVGVFCGVSGVEPQSETVWRQSESYHVPKL  136

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------------
IVLEENTD  171
             F+NK+D+ G D ++VV+S+R KL A+ I  Q      +             +V +
+++D
Sbjct  137  
AFVNKMDRLGADFENVVESIRGKLKANAIPIQYPDGQGDEFKGVFDLVEMKCLVFDQDSD  196

Query  172  IEAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             E +D V                      +N++++LE Y++GE I  +K+    +     
Sbjct  197  
GEQFDVVDLTEEQKGMLEPWREKLIETASDNDEEILELYLSGEEIPADKIRAALREATLA  256

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAALCG  251
              + PV  GSA K +G+QP++DAV                   TG     G      
L  
Sbjct  257  
QKIVPVLVGSALKNIGVQPVLDAVCHYLPSPLEVPQTKGINPKTGDTVSFGVSHKEPLSA  316

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTDTAYP  310
             VFKV   D G++   +R+YSG L     V  +   +K +   +     G   + 
DTAY 
Sbjct  317  LVFKV-
AMDSGRKMAMMRIYSGKLEAGQAVYNITQDKKERAARLFRLHAGRREKIDTAYA  375

Query  311  GEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            G+++           D++ L D    P  L +     D  P++   I P+ + + +
+L +
Sbjct  376  GDMIGAAGMKFARTGDTLCLEDA---PILLEQI---
ADYKPVISLAIEPRNSDESDKLDE  429

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
             L +    DP L  + D  T +IILS +G + L+V+   L  +YKLE     P V
+Y E 
Sbjct  430  
VLEKYLMEDPTLELKHDENTDQIILSGMGELHLDVILKRLKREYKLEPRSGNPQVVYQET  489

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      E+     + ++ L+V P    SG +    V L      +  A+ 
+GI
Sbjct  490  



IRSKGKAEGEFDRELGEEVHYGNVQLTVEPKERDSGRKVSFEVDLEEWPAQWLEAIEEGI  549

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
              GL+ G+  G+ V D  +        +  ST   +R  + I L++AL +   +L
+EP +
Sbjct  550  
SDGLQSGVVRGYPVQDVHVRVTGLKRRANDSTAVGYRMASAIALKEALNDGDPKLMEPIM  609

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E++           A IE    +  + +  G  P   +  + TDL   
T GR
Sbjct  610  
WVEVSVPEEFVGDVVGLLGSKGAKIENMIDRSGQKIVQGFAPLASLFGFTTDLRSATQGR  669

Query  601  SVCLTELKGY  610
            +  + +   +
Sbjct  670  AAFIMKFNRF  679

>AMP55644.1 elongation factor G C-terminus, partial [uncultured 
bacterium]
Length=123

 Score = 249 bits (637),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 118/122 (97%), Positives = 120/122 (98%), Gaps = 0/122 
(0%)

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV
Sbjct  1    
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  60

Query  577  
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA VG
+PVIQPRRPNSRLDKVRHMF 
Sbjct  61   
FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQATVGEPVIQPRRPNSRLDKVRHMFS  120

Query  637  KV  638
            K+
Sbjct  121  KI  122

>OPX33626.1 translation elongation factor G [Desulfobacteraceae 
bacterium 
4484_190.2]
Length=676



 Score = 268 bits (684),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 197/679 (29%), Positives = 322/679 (47%), Gaps = 
76/679 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K  NIGI+AH+DAGKTT+TE +L+ SG + + G V  G    D M  ER+RGITI 
+AV
Sbjct  8    
IKTRNIGIIAHIDAGKTTVTERILFYSGRVHKMGEVHNGEATMDWMLEERERGITITSAV  67

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W    +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++H   
+  
Sbjct  68   
TSCNWQGHAINIIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGGVEPQSETVWHQADRYK  127

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS  161
            +P + FINK+D+ G D    +  +RD+L A                   D+I  + 
+   
Sbjct  128  
VPKIAFINKLDRVGADFFKAILMIRDRLGAVPLVLQIPWGIEDDFNGVIDLIKMKGILWE  187

Query  162  PEIVLEENTDI---------------EAWDAVIENNDKLLEKYIAGEPISREKL-
VREEQ  205
             E    E +++               +  + + + +D ++EKY     +S EKL +
+E +
Sbjct  188  DETFGAEFSEVPIPADMLEEALKHREQLLETLADKDDLIMEKY-----
LSEEKLEIKEIK  242

Query  206  RRVQDAS----LFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGS  246
            + +++A+    L P++ G+A +  GIQPL+D +   L  P+               
E   
Sbjct  243  
QAIRNATINLELVPIFCGAALRNKGIQPLLDGIVDYLPSPLDIPPIVGHIPSSEKEESRP  302

Query  247  AALCGS----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGE  301
            A + G     VFKV   D G++  YLR+YSG  ++ D+V   G++   K++ +      
+
Sbjct  303  AEIKGPFAALVFKV-
IMDQGRKMTYLRVYSGIAKMGDSVYNPGKDINEKLSRLLKMHSNK  361

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL----
PMLRTTIAPKTAAQ  357
              R ++A  G+IV   +  ++L    GD      K    +P+    P++   + PK    
Sbjct  362  RERINSASAGDIV--AAMGLKLA-
TTGDTLCSQEKPILLEPIQFNEPVISVAVEPKKVGD  418

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +RLLD+L++L+D DP  + ++D  T + ++S +G + LE+++  L  ++ +ET   
+P 
Sbjct  419  
NDRLLDSLSKLSDEDPTFKFKIDEETGQTVISGMGELHLEIIAGRLKREFFVETNQGKPQ  478

Query  418  VIYMERPLKAASHT--
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V+Y E   K   H      E+     +A + +  +PL  GSG ++  R     L +    
Sbjct  479  
VVYRETVTKTVEHEEFFDREIAGQQHYAGVKIETSPLPRGSGNRFVDRCENPDLAEDCLQ  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            A++ GI  G   G L G+ V D + C    +     S    F+  A +  + A + 
+   
Sbjct  539  AIKQGIAEGEASGVLAGYPVLDVQTCL-
LDVRIKEASDVMAFKVAATMAFKNACQGAAPL  597

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+E+      D       I          V TG +P   +  Y 
T L 
Sbjct  598  
LLEPIMKTEVRIPEEFTGDVISDFNSRHGKITQITSTGTVQVLTGSVPLSKMFGYSTALR  657

Query  595  FYTNGRSVCLTELKGYQAA  613
              + GR     +   Y  A
Sbjct  658  SASQGRGTFTMQFSHYDKA  676

>KUK84206.1 translation elongation factor G [Microgenomates 
bacterium 39_6]
Length=703

 Score = 268 bits (685),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 327/671 (49%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +LY +G   + G +++G T+ D M  E++RGITIQ
+A T
Sbjct  16   
RIRNIGIIAHIDAGKTTTTERILYYTGKTYKIGDIDEGDTQMDWMDQEKERGITIQSAAT  75

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA++V  A++GVQAQ+  ++    
+  +
Sbjct  76   
TTFWKDHRINIIDTPGHVDFTAEVERSLRVLDGAVMVFDAEEGVQAQSETVWRQADRYLV  135



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-------KQTVS-----
LSPEIVLEEN  169
            P + F+NK+D+ G D    V  + ++L+A + I       +QT       L  +  
+ E+
Sbjct  136  
PRICFLNKMDKLGADFDGSVAMIEERLAAKLAIIALPIGKEQTYKGIVHVLDQKAYVWED  195

Query  170  TDIEAW----------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             ++ A                       + V   ++ L+EKY+A E IS + L+   
+R 
Sbjct  196  
DELGAKVKEIPVPDDLKEKLAKTRADLVELVAGEDEILMEKYLADEEISTKDLMAGIRRA  255

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAA  248
                 L P+Y G++ +  G+QP++D              VTG     G++          
Sbjct  256  
TIANRLVPLYCGTSLRNKGVQPVIDGVVDFLPSPLDVPPVTGKDPVTGKEITRKPDNKEP  315

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEMRIPSKGEIVRTDT  307
             C   FK++      +  YLR+YSGTL    +V  A  R   +I  + +    +    
D 
Sbjct  316  
FCALAFKIQTDPHVGKLTYLRIYSGTLLAGSSVYNANTRNSERIGRLLLMHANKREEIDQ  375

Query  308  AYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            AY GEIV ++  D+V+  D L     P  L    +   P P++   I P+  A +E
+L  
Sbjct  376  AYTGEIVAVIGLDNVKTGDALCAKDKPILLEAISF---
PEPVISLAIEPEARADQEKLAK  432

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            +L +L+D DP  R + +  T + ++S +G + LE++   L  ++ L+     P + 
Y E 
Sbjct  433  
SLGRLSDEDPTFRVKTNQETGQTLISGMGELHLEILVERLRREFGLKVRTGSPQIAYRET  492

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
               ++ A      +      +    L V P   G G ++ S +  G + Q F  A+  
G+
Sbjct  493  
ISKIEEAEGKYIRQSGGRGQYGHCLLRVEPKGRGEGFEFVSEIKGGRIPQEFIPAIEKGV  552

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +++G+  G+ + D K+    G ++   S+   F+    I L+ A K++  +
+LEP +
Sbjct  553  
IEAMDKGVVAGYPLVDMKVAVFDGSFHDVDSSEMAFKIAGSIALQAAAKKAAPKILEPIM  612



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E++ +   D       I +++V+ +  V T E P   +  Y T +   
T GR
Sbjct  613  
KLEVTCPEEFMGQVIGDISSRRGQIGSSKVRGNTRVITAEAPLAELSGYATAVRNITGGR  672

Query  601  SVCLTELKGYQ  611
            +    E   YQ
Sbjct  673  ASFYMEPSHYQ  683

>WP_066547691.1 GTP-binding protein [Caryophanon tenue]
 OCS82937.1 elongation factor G [Caryophanon tenue]
Length=642

 Score = 267 bits (682),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 182/612 (30%), Positives = 293/612 (48%), Gaps = 
32/612 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I  IG+LAHVDAGKTT +E LLY + AI   G V+   T  D   LER RGITI A    
Sbjct  2    
ITTIGVLAHVDAGKTTFSEQLLYETAAIKARGRVDHQDTFLDNHALERARGITIFAEQGR  61

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F ++    +++DTPGH+DF  E+ RS+ V+D A+++ISA +GVQ  T  ++  LR+  
+P
Sbjct  62   
FTYNDRTYHLIDTPGHVDFSPEMERSVRVMDVAVVIISAVEGVQGHTETVWQLLRQHRVP  121

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            TVIF+NK D+ G ++++VV  ++  L  D ++     +               DAV 
E +
Sbjct  122  TVIFLNKTDREGANIEAVVTQIQQLLCEDAVLYHHNFI---------------
DAVAERD  166

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            +++L+ ++ G  ++ + +       ++   L P+  G+A +G G+  ++  +    
QP  
Sbjct  167  EQMLDAFLEG-
TVNDDLVTNVATTLIKQQQLIPIITGAALRGEGVTDVLACIHRFIQPTA  225

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
                      VFK+ + +  QR  + +  SG L +RD V + G E  KITE+R+ +    
Sbjct  226  TT-EGPFTADVFKIRH-EHDQRLTFAKARSGILHVRDDVTVNG-
ESYKITELRLYNGTRF  282



Query  303  VRTDTAYPGEIVI---
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                    GEI     LP+       ++GD      KR     +P L+ T   K++   
+
Sbjct  283  ESVQQVACGEIFAMKGLPT------AIVGDMINGQAKR-
DFTLVPTLQATCHVKSSLHIK  335

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  L QL   +P LR        EI L  +G +QLEV++ +L E+Y+L+    
+P+++
Sbjct  336  
EILKMLRQLEAEEPTLRVFWQERHQEIQLHVMGVIQLEVLTHILQERYQLDVTFGDPTIL  395

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E     A    H E  P   +A + L + P   G+G+ + ++    +L+      
+  
Sbjct  396  YQETCATFAYGYGHFE--
PLKHYAEVHLHIEPNPRGTGITFSNQCHADHLSVGHMRLIEQ  453

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      GL  G  +TD  I    G  +   +   DFR      L QAL++    
LLEP
Sbjct  454  
HIFEREHHGLLTGAPLTDMHITLLTGAAHHQHTDGGDFREATIRALRQALEQVDNVLLEP  513

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            +  F L A  ++L R   D  +   T +   + +   + TG +P      Y    A 
YTN
Sbjct  514  
FYRFRLRADIDHLGRMMSDIQQAHGTFDAPILTETHALLTGRVPVATFMQYPITFAAYTN  573

Query  599  GRSVCLTELKGY  610
            G+     +  GY
Sbjct  574  GKGAISLQFDGY  585

>WP_095299362.1 GTP-binding protein [Bacillus sp. 7586-K]
 PAD69977.1 elongation factor G [Bacillus sp. 7586-K]
Length=647

 Score = 267 bits (682),  Expect = 8e-77, Method: Compositional 
matrix adjust.
 Identities = 174/607 (29%), Positives = 301/607 (50%), Gaps = 
14/607 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I   G V+      D+  +E+QRGIT+ A    
FQ+



Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTKSIKTRGRVDHQNAYLDSHEIEKQRGITVFADQGMFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
              C   ++DTPGH+DF  E+ R++ V+D AI+++SA +G++  T  +++ L+K 
NIPT  
Sbjct  65   
EDCTYYLIDTPGHVDFSPEMERAIQVMDFAIVIVSAVEGIEGHTETVWNLLKKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G +++ V+  +R +L+ ++I      LS     E+ T+ E  + + E 
+++L
Sbjct  125  FINKTDRTGANVEMVLDEIRSQLTENMI-----DLSEGFSDEKMTE-
ELIEFIAERDEEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  YI     S+  L++ ++  ++ + ++P   G+A + +G++  ++    L        
Sbjct  179  LSYYIENGYDSKLWLLKMKE-MIKSSKIYPCSRGAALQDIGVKEFLEKFH-
LLTVTNYST  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            S    G V+K+ Y + G R  Y++   GTL++RD +     +  K+T++R  +  +  
+ 
Sbjct  237  
SEPFGGRVYKIRYDEAGTRVTYIKALCGTLKVRDDLVYGNGDIEKVTQIRKYNGKQFQQV  296

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            + A  GE++ +   S   N V+GD   + ++    + +P L++ +  +     +  
L   
Sbjct  297  NQATAGELIAVVGLS---
NAVVGDGVGVLKEASMYEMVPALKSKVVFEPGVNAKEALRYF  353

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L         EI L  +G +QLEV+  ++ E++ L+   ++P ++Y 
E   
Sbjct  354  
RILEAEDPSLNVTWVERLQEIQLHVMGTIQLEVLEQMVLERFSLKIHFEQPEILYKETIE  413

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                   H E  P   +A + L +TP    SG+ +ES      L+   QN V   +    
Sbjct  414  NEVVGYGHFE--
PLRHYAEVHLKLTPGERNSGIVFESTCHTDNLSVGLQNLVGQHVLERE  471

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G  VTD K+    G  ++  +   DFR      L Q L+++   LLEP+  
F +



Sbjct  472  
HHGLLTGSQVTDIKVTLLTGRDHNKHTHGGDFREATYRALRQGLEKASNILLEPFYKFKI  531

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                + + R   D        E  + + D+ + TG  P      Y T LA +T+G+    
Sbjct  532  
KVDLDQMGRVLSDIQAANGRFEAPETEGDKAIITGFAPVATFMDYSTVLASFTHGKGRIS  591

Query  605  TELKGYQ  611
                GY 
Sbjct  592  LTFGGYH  598

>WP_091363128.1 elongation factor G [Allisonella histaminiformans]
 SDA39905.1 elongation factor G [Allisonella histaminiformans]
Length=692

 Score = 268 bits (685),  Expect = 9e-77, Method: Compositional 
matrix adjust.
 Identities = 202/679 (30%), Positives = 315/679 (46%), Gaps = 
79/679 (12%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K  NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A 
Sbjct  8    
VKTRNIGIMAHIDAGKTTTTERILYYTGVNHKIGEVHDGAATMDWMEQEQERGITITSAA  67

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++      
+
Sbjct  68   
TTCHWKGYRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYH  127

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------------------------  154
            +P + FINK+D  G +    VQ++ D+L A  I                           
Sbjct  128  
VPRIAFINKMDTVGANFLHAVQTIDDRLHAKAIAMQLPIGAESTFKGIIDLLEREAEIYD  187

Query  155  --------
KQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    K+ VS   + ++EE  D +  +A  E +D L+ KY+ GE IS +++    
++
Sbjct  188  SDDGKQFHKEPVSDDMKDMVEEYRD-
KIVEAAAEGDDDLMMKYLEGEEISIDEIKAALRK  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------A  247
            +V    LFPV+ GSA K  GIQ L+DA             V G     GE+ S       
Sbjct  247  



QVLACKLFPVFCGSAYKNKGIQMLLDAVIDYLPSPLDVLPVKGTDPKTGEEISRKASDKE  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
             L    FK+       +  Y R+YSG +     V  + + K     ++ +M    + 
EI 
Sbjct  307  
PLAALAFKIMADPFVGKLAYFRVYSGIMEQGTYVLNSTKGKKERVGRLLQMHANHRKEI-  365

Query  304  RTDTAYPGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTA  355
              D AY G+I    + +V   DV  GD       P  L +  +   P P++   + 
PKT 
Sbjct  366  --DVAYTGDI----AAAVGFKDVTTGDTLCSEDQPIILEKMEF---
PDPVISVAVEPKTK  416

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E++  AL +LA+ DP  R   D  + + I+S +G + LE++   +  ++ +E  
V +
Sbjct  417  
ADQEKMGIALQRLAEEDPTFRVHTDPESSQTIISGMGELHLEIIVDRMKREFHVECNVGK  476

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +   +  +    L + P+  G G ++ + V  G + 
+ F
Sbjct  477  
PQVAYRETIRKTVEAEGKFIRQTGGHGQYGHCWLRLEPMEAGKGFEFVNEVVGGVIPKEF  536

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
               V+ G+   +E G+  G+ + D K+    G Y+   S+ A F+    +  + A 
K++ 
Sbjct  537  
IKPVQQGVESAMEDGVVAGYPMVDIKVAVYDGSYHDVDSSEAAFKIAGSMAFKAAAKKAN  596

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEPY+   +  P++Y+             IE  + +  E    G +P   +  
Y T 
Sbjct  597  
PVLLEPYMKVEVDVPEQYMGDVIGSLNSRRGRIEGMETENGESRINGFVPLSEMFGYATT  656

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  657  LRSSTQGRGTFTMTFDHYE  675

>WP_025306585.1 elongation factor G [Thermocrinis ruber]
 AHE96511.1 elongation factor P [Thermocrinis ruber]
Length=695

 Score = 268 bits (685),  Expect = 9e-77, Method: Compositional 



matrix adjust.
 Identities = 196/664 (30%), Positives = 301/664 (45%), Gaps = 
57/664 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI AA 
T+  
Sbjct  12   
NIGIVAHIDAGKTTTTERILYYTGKTYKIGEVHEGAAVMDWMPQEKERGITITAATTACY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDG I + SA +GVQ Q+   +    +  
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFSVEVVRSMKVLDGIIFIFSAVEGVQPQSEANWRWADRFGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS--------------------------
ADIIIKQTV  158
             FINK+D+ G D   V++ + +KLS                          A I +
++T+
Sbjct  132  
AFINKLDRLGADFYRVLKEIENKLSIKPVAIQIPIGAEDQFKGVVDLMEMKAIIWLEETL  191

Query  159  SLSPEIV---LEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                EIV    E     E W     +A++E++D+L+ +Y+ GE I    L R  ++   
+
Sbjct  192  
GAKYEIVDIPEEYREKAEEWRAKMVEAIVEHDDELMMRYLEGEEIPVSDLKRVLRKATIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCG  251
              L PV  GSA K  GIQPL+DA             V G     GE+           
CG
Sbjct  252  
RKLVPVLCGSAFKNKGIQPLLDAVIDYLPSPLDVPPVKGTNPKTGEEEERKPLDDEPFCG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
             VFKV       +  Y R++SG +     V  A ++K  +I  + +           
A  
Sbjct  312  
YVFKVMSDPYAGQLTYFRVFSGKVFAGSYVYNATKDKKERIGRLLLMHANSREDVQEAAA  371

Query  311  
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            GEIV          D + D          E P P++   I PKT   +E+L   L 
+   
Sbjct  372  
GEIVAAVGLDATTGDTICDEKAPIVLEKLEFPEPVISMAIEPKTKKDQEKLSHVLNKFMK  431

Query  371  TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--



RPLKAA  428
             DP  R  VD  T ++++  +G + LE++   +  +Y +E  V +P V Y E  R    
A
Sbjct  432  
EDPTFRATVDPETGQVLIHGMGELHLEIIVDRMKREYGVEVNVGKPQVAYKETIRKKAVA  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
                  +      +  + + V P+  G G  +E+ +  G + + F  +V  G+R  
++ G
Sbjct  492  
EGKFIRQTGGRGQYGHVVIEVEPIERGQGFVFENAIVGGVIPKEFIPSVEKGVREAMQSG  551

Query  489  -
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
             L G+ V D K+    G Y+   S+   F+    I  ++A+K++   LLEP +   
+  P
Sbjct  552  
VLAGYPVVDVKVRLFDGSYHEVDSSDIAFQIAGSIAFKEAMKKADPVLLEPIMEVEVETP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
             EY+     D       I   + K    V    +P   +  Y T L   T GR   
+ + 
Sbjct  612  
DEYVGDVIGDLNSRRGKIMGMENKGVITVVKAYVPLAEMFGYATTLRSLTQGRGTFIMKF  671

Query  608  KGYQ  611
              Y+
Sbjct  672  SHYE  675

>CUN86194.1 Vegetative protein 19 [[Eubacterium] hallii]
Length=887

 Score = 272 bits (695),  Expect = 9e-77, Method: Compositional 
matrix adjust.
 Identities = 185/609 (30%), Positives = 302/609 (50%), Gaps = 
29/609 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E +LY SG + + G V+      DT  LER RGITI +    
F  
Sbjct  1    
MGILAHVDAGKTTLSEGMLYLSGTVRKLGRVDHKDAFLDTYSLERDRGITIFSKQAVFSL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               ++N++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L+   
IPT I
Sbjct  61   
GNRRINLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWKLLKLYEIPTFI  120



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+DQ G D +S++  ++++L               IV  +  ++E+ + +   
++ +
Sbjct  121  FINKMDQPGTDRESLLTELKERLDEGC-----------
IVFGKGKNVESLEEIAMTDEVV  169

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E +     R +++  +FP Y+GSA K  G+Q L+       +P    
G
Sbjct  170  LDYFMEHETVRNEDIC----
RLIRERKIFPCYFGSALKLDGVQELLAGFEEYMKPF--DG  223

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   VFK+   D G+R  +L++  G L     V +   ++ KI ++RI S  +    
Sbjct  224  KKGFGARVFKISRDDKGERLTFLKVTGGKL----
VVKMPINKEEKINQIRIYSGAKYEAV  279

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +    G +  +   S   +  +G    + +        P+L   +     A   +
+L  L
Sbjct  280  NEVEAGGVCAVTGLS---
SSYIGQGLGVEKGTAAPFLEPVLTYQMILPEGADTTKVLREL  336

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       ++Y 
E   
Sbjct  337  
KQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVYKETIK  396

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                   H E  P   +A + L + PL  GSG+ +++  S   L++++Q  +   +
+   
Sbjct  397  SPVVGVGHYE--
PLRHYAEVHLKMEPLEAGSGLVFDTDCSEDVLDRNWQRLILTHLQERE  454

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G  +TD KI    G  +   +   DFR      + Q LK + + LLEP+ 
SF+L
Sbjct  455  
HPGVLTGAPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESVLLEPWYSFVL  514

Query  545  YAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
              P E + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ ++  YT 
GR  
Sbjct  515  
EVPSEQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVWAYTKGRGR  574



Query  603  CLTELKGYQ  611
                LKGY+
Sbjct  575  ITLTLKGYE  583

>PKN81822.1 elongation factor G [Chloroflexi bacterium HGW-
Chloroflexi-9]
Length=692

 Score = 268 bits (685),  Expect = 9e-77, Method: Compositional 
matrix adjust.
 Identities = 190/672 (28%), Positives = 311/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT++E +L+ +G   + G   +GT   D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTVSERILFYTGRTHKIGETHEGTAVMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +N++DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    
K  +
Sbjct  69   
TASWRDHTINLIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQSETVWRQADKYLV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G + +  VQ ++D+L A                   DI+ K+ V
+   
Sbjct  129  
PRMCFVNKMDRTGANFERCVQMIKDRLGAIPAVLQMPWGTEDQMKGIIDILNKKAVAFEG  188

Query  163  E---IVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +   IV +     E  D            V EN+D+L++ Y+ G  IS ++LV+  
+R  
Sbjct  189  
DRGLIVKDYPLPAEYVDVVDAAHTLLIETVSENDDELMQAYLEGRQISLDELVKGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQGS---------AA  248
                + PV  GSA K  G+Q L+DAV                 +GE G+           
Sbjct  249  
IGNKIAPVLCGSALKDKGVQTLLDAVIAYLPSPLDIPPVIGHELGEDGAEIQRPPSDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FKV       R V+ R+YSG +   D +    R K     +I +M   ++ 
E+  
Sbjct  309  



LTAIAFKVVADPFVGRLVFFRVYSGVVHSGDQIVNTTRGKRERFGRIVKMHANAREEVAE  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +        D L D   L R      P P++   + PKT   + 
++ +
Sbjct  369  V---
YTGDIAAAIGFKDTFTGDTLSDKDHLIRLESINFPEPVISIAVEPKTRDDQAKMGE  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D  T + ++  +G + LEV+   +  +YK+E    +P V 
Y E 
Sbjct  426  
ALQKLAEEDPTFRVRNDEETGQTVIHGMGELHLEVLVDRMRREYKVEANTGKPQVSYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R  KA    +  +      +    L ++P   GSG  +E +   G + + +  
AVR G
Sbjct  486  VTRKAKAEGRFVR-
QTGGRGQYGHCVLEISPREPGSGYLFEDKTVGGSIPREYIGAVRRG  544

Query  481  IRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   +  G+  G+ V D  +    G Y+   S+   F +   I + +A+  +G  L
+EP 
Sbjct  545  
VEMAMTSGVKAGYPVVDVGVAVIDGSYHEVDSSEMAFETAGSIGMREAMAAAGPALMEPV  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P++Y      D       ++ ++++ +  V +  +P   +  Y TDL   
+ G
Sbjct  605  
MKVEITTPEDYFGDVLGDISGRRGLVQGSEMRANARVVSAMVPLAELFGYSTDLRSMSQG  664

Query  600  RSVCLTELKGYQ  611
            R+V   E   Y+
Sbjct  665  RAVYSMEFDHYE  676

>WP_057908165.1 elongation factor G [Lactobacillus graminis]
 KRM23339.1 fusA protein [Lactobacillus graminis DSM 20719]
Length=695

 Score = 268 bits (685),  Expect = 9e-77, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 313/672 (47%), Gaps = 
64/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 



+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAEWKGNRVNIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI-IIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G D    + ++ D+L A+   ++  +    E      ++E   
DI   
Sbjct  131  
PRIVFVNKMDKLGADFDYSMTTLEDRLQANAHAVQMPIGAEDEFEGVIDLIEMQADIYDE  190

Query  173  ----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  WD                     AV + +D ++ KY+ GE I++E+L    
++ 
Sbjct  191  
DELGAKWDTVDVPADYLEQATKRRADLVEAVADVDDDIMNKYLEGEEITKEELKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------
QPIGEQGSA-------------A  248
              D   FPV+ GSA K  G+Q LMD V          +P   +  A              
Sbjct  251  
TIDLKFFPVFAGSAFKNKGVQMLMDGVVDYLPSPLDVRPYNAKNPADDSEVELMAGDDKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL+    +  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYTGTLQSGSYILNATKDKRERVGRLLQMHSNHRNEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          E P P+++ +I P +   R+
+L  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDVDHPLILESMEFPDPVIQVSIEPDSKEDRDKLDL  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E ++S +G + L+++   +  ++K+   V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKAETNPETGETLISGMGELHLDIMVDRMKREFKVVAKVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481



              K AS       +      +  + +  TP   G G ++E  +  G + + +  +V  
G+
Sbjct  488  
FTKQASAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S  + F+  A + L+ A K++G +
+LEP +
Sbjct  548  
KESMANGVLAGYPLIDVKAKLYDGSYHDVDSNESAFKIAASMALKNAAKQAGAEILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP+EYL             +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  608  
KVEVIAPEEYLGDIMGQVTARRGRVEGMEARGNAQLVNAMVPLSEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQA  612
                     Y A
Sbjct  668  GTFTMTFDHYSA  679

>WP_015225447.1 elongation factor G [Halothece sp. PCC 7418]
 AFZ43571.1 translation elongation factor 2 (EF-2/EF-G) [Halothece 
sp. PCC 
7418]
Length=691

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 189/679 (28%), Positives = 314/679 (46%), Gaps = 
85/679 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY SG   + G V  G    D M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILYYSGVAHKLGEVHDGNAVMDWMSQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+ ++
Sbjct  69   
STSWLDNKINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQAERYSV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G +   V + +RD+L  + +  Q                         
Sbjct  129  
PRIVFVNKMDRTGANFYKVYEQLRDRLRCNAVPIQLPIGAESDFLGLVDLVGMKAYIYNN  188



Query  157  ------TVSLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   ++  PE ++E  +    E  +AV E +++LLEKY+A E +S E++    
++  
Sbjct  189  
DLGTDIEITEIPEEMMELAQKYRAELIEAVAETDEELLEKYLAEETLSEEEIRSGLRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------LC  250
             +  + P+  GSA K  G+Q L++AV             + I   G+ A         
L 
Sbjct  249  
LNREIVPMLCGSAFKNKGVQLLLNAVVDYLPAPTEVPPIEGILPDGTEATRPSSDDEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FKV     G R  ++R+YSG L               RL   + +   +++++ 
E+R
Sbjct  309  ALAFKVAADPYG-
RLTFVRIYSGVLEKGSYIYNATKDKKERLSRLIVMKSNDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G IV       G+ +   ++ + L  +               P P++   + 
PKT 
Sbjct  368  AGELGAIVGLKNTTTGDTLCDENNPIILESIF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A  E+L  AL  LAD DP  R   D+ T++ +++ +G + LE++   +  +YK+E  
+ +
Sbjct  415  
ADMEKLSKALQALADEDPTFRVTTDAETNQTVIAGMGELHLEILVDRMLREYKVEANIGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P  A    I  +      +  + L V P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRQPGNAEGKFIR-
QSGGKGQYGHVVLEVEPGEAGTGFEFTSKIVGGVIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +GI+   E G+  G+ + D K+    G Y+   S+   F+    + + +A
+K++
Sbjct  534  
YIPSVEEGIKETCESGILAGYPMIDLKVTLVDGSYHDVDSSEMAFKIAGSMGIREAVKKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       I            + E+P   +  
Y T



Sbjct  594  
SPALLEPMMKVEVEVPEDFLGDVMGDLNSRRGQIGNMNTDDGIAKISAEVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGY  610
            D+   T GR +   E   Y
Sbjct  654  DIRSKTQGRGIFTMEFSHY  672

>WP_095132221.1 GTP-binding protein [Anaeromicrobium sediminis]
 PAB60039.1 elongation factor G [Anaeromicrobium sediminis]
Length=646

 Score = 266 bits (681),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 163/616 (26%), Positives = 307/616 (50%), Gaps = 
17/616 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I + G V+   +  D+  +ER+RGIT+ +     
++
Sbjct  5    
IGILAHVDAGKTTFSEGLLYHTNTIRQRGRVDHKDSHLDSHEIERERGITVFSDQAVMKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ RS+ V+D  I++ISA +GVQ  T  ++  L+K 
NIPT  
Sbjct  65   
KDSTYYLIDTPGHVDFSPEMERSIKVMDYGIIIISAVEGVQGHTETVWQLLKKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++ +V+  ++  L+ D+     ++ S      ++ D E  + + E 
+++L
Sbjct  125  FINKIDRVGANVDNVLNEIKLNLTEDLC---DITDS----
FNDDMDEELIEFIAERDEEL  177

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LEKY+  +  +++  ++  ++ +++  ++P   GSA + +G+   +D    L     
+  
Sbjct  178  LEKYME-
DGYNKDTWLKYMKKMIKENRIYPCVSGSALQDVGVIDFLDKFHTLTYTEYDN-  235

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   V+K+ + + G +  Y++L SG L++RD +  +  +  KIT++R+    +    
Sbjct  236  
EETFSARVYKIGHENNGTKITYMKLLSGKLKVRDEITYSNGQSEKITQIRVYDGNKFKTI  295

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A+PGE++ ++          LG+      +    + +P L++ +   ++   + 



++ A
Sbjct  296  NEAHPGELIGVIGLSQTWAGQGLGNLG----
EEATYNMIPTLKSKVIFDSSLNIKEVVRA  351

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L+   +    EI +  +G +QLE++  ++ +++       EP+++Y 
E  
Sbjct  352  
FNILDSEDPSLKVTWEEELQEIHIHVMGPIQLEILEQIVKDRFGFSVEFGEPNILYKETI  411

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                    H E  P   ++ + L +      SG++YE+     +L    QN V+  
+   
Sbjct  412  NGEVIGYGHFE--
PLGHYSEVHLKIESGERNSGIKYENLCHADHLTIGNQNLVKHHVYER  469

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
              +G+  G  +TD K+    G  ++  ++  DFR      L Q L+++   LLEPY  
F 
Sbjct  470  
EHRGILTGSPITDIKVTLLRGRAHNKHTSGGDFRQATYRALRQGLEKAENILLEPYYDFK  529

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    +++ R   D  K   T    +   D+ + TG +P      Y  +L  YT+G
+ V 
Sbjct  530  
IKVDLDHMGRVLSDVQKASGTFNPPETVGDKTIVTGRVPVATFMNYPMELVVYTHGKGVI  589

Query  604  LTELKGYQAAVGQPVI  619
                 GY     Q ++
Sbjct  590  SLAFSGYDICHNQDMV  605

>KXB86033.1 translation elongation factor G [Veillonella dispar]
Length=694

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 190/664 (29%), Positives = 313/664 (47%), Gaps = 
71/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  12   
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMAQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  72   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  132  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  191

Query  168  EN------TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  192  
DDGKEYEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISIEELKTALRKAV  251

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                LFPV  GS+ K  G+Q L+DAV              G+     E+ +         
Sbjct  252  
IANQLFPVLCGSSYKNKGVQMLLDAVVDYMPAPIDIPAIKGVVPGTEEETTRPSSDDEPF  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M   ++ 
EI   
Sbjct  312  
SALAFKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANTRKEI---  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  369  DMVYAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKADQEK  424

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V +P 
V Y
Sbjct  425  
MGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQVAY  484

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA         +      +    L + P   G+G ++E++V  G + + +   
V 
Sbjct  485  
RETIRKAVKSEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIGPVE  544

Query  479  DGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  +++   
LLE
Sbjct  545  
NGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPALLE  604

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+S  +  P+EY+     D       ++  + +         +P   +  Y TDL   
T
Sbjct  605  
PYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLRSKT  664

Query  598  NGRS  601
             GR 
Sbjct  665  QGRG  668

>WP_013430774.1 elongation factor G [Caldicellulosiruptor 
kronotskyensis]
 ADQ46690.1 translation elongation factor G [Caldicellulosiruptor 
kronotskyensis 
2002]
Length=691

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 183/671 (27%), Positives = 319/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + ++NK+D  G +  +V++ ++++L A+ +                            
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFRGIVDLLTMKAIIYVD  188

Query  154  ----IKQTVSLSPEIV-
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                + Q   +  E+  + E   I+  +AV E +++++ KY+ GE I+ E+L    
++  



Sbjct  189  
DLGKVSQETDIPEEVKDIAEEYRIKLLEAVAETDEEIMVKYLEGEEITVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMRREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSIKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINSRRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFDHYE  675



>WP_005385490.1 elongation factor G [Veillonella dispar]
 EEP66381.1 translation elongation factor G [Veillonella dispar ATCC 
17748]
Length=691

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 190/664 (29%), Positives = 313/664 (47%), Gaps = 
71/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEYEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISIEELKTALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                LFPV  GS+ K  G+Q L+DAV              G+     E+ +         
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVVDYMPAPIDIPAIKGVVPGTEEETTRPSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANTRKEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----



WREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  366  DMVYAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V +P 
V Y
Sbjct  422  
MGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA         +      +    L + P   G+G ++E++V  G + + +   
V 
Sbjct  482  
RETIRKAVKSEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIGPVE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  +++   
LLE
Sbjct  542  
NGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPALLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+S  +  P+EY+     D       ++  + +         +P   +  Y TDL   
T
Sbjct  602  
PYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLRSKT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_098901042.1 GTP-binding protein [Bacillus megaterium]
 PEB63714.1 elongation factor G [Bacillus megaterium]
 PEE77029.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 267 bits (682),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 183/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    



IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  



LVRQHIFEKPHHGLLTGSPITDIKVTLRTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_092246829.1 GTP-binding protein [Butyrivibrio sp. INlla21]
 SFU78966.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 
sp. INlla21]
Length=909

 Score = 272 bits (696),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 198/642 (31%), Positives = 309/642 (48%), Gaps = 
73/642 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  + +GILAHVDAGKTTL+E++LY SGAI + G V+   T  DT  LER RGITI 
+  
Sbjct  1    
MNNLTMGILAHVDAGKTTLSEAMLYLSGAIRKAGRVDHKDTFLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+++  + +++DTPGH DF  E+ R+L VLD A+L+ISA DGV  Q ++L+  L    
Sbjct  61   
AVFEYNETRFDLLDTPGHTDFSPEMERTLQVLDLAVLMISASDGVTGQVKLLYKLLDHYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIF+NK+DQA  D    +  +R+ LS+  I       +PEI  E          
+  
Sbjct  121  
IPTVIFVNKMDQALADKDRCLNDIRNSLSSSCIDLSEGYDAPEIQEE----------LAM  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LL  ++ G+ I +E +    ++R    + FP+ +GSA K  G++ L+D V+ 
L   
Sbjct  171  CDEALLSDFLNGKKIEKEDIYSLVRKR----
NCFPILFGSALKMEGVKELLDLVSDLAPT  226

Query  241  I-------------
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE  287



            I             G  G++A    VFK+     G R  +L++  GTL +RD +   
G E
Sbjct  227  
ICSSEILDSSADAKGTAGTSAFGARVFKISRDPSGNRLTHLKITGGTLNVRDVI---GDE  283

Query  288  KLKITEMRIPSKGEIVRTDTA------------YPGE-IVILPSDSVR--
LNDVLGDPTR  332
            K+    +    K E V++ TA             PG+ +  L  D+V   L  +L     
Sbjct  284  
KVDQIRIYAGDKYEAVQSATAGMICSVTGLKNTSPGQGLGYLEGDTVSEVLQPILSCALL  343

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP     ED        I P T      + + L  L + +P+LR      T  I +  
+G
Sbjct  344  LP-----ED--------INPVT------
VYNDLKNLEEEEPMLRVSYSEETKSIEVRVMG  384

Query  393  RVQLEVVSALLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSV  449
             VQ E++  +L  ++ +E       ++Y E    P++   H       P   +A + 
L +
Sbjct  385  EVQKEILKHILKTRFNIEAQFGPAHIVYKETIAGPVEGVGH-----
FEPLRHYAEVHLLI  439

Query  450  TPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYS  508
             P   GSG+ ++S  S   L  ++Q  +   +      G L G  +TD KI    G  
+ 
Sbjct  440  
EPTEPGSGISFDSNCSTDELALNWQRLILTHLAEKKHLGVLTGSELTDVKITLIAGRAHE  499

Query  509  
PVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA  568
              +   DFR      + Q L ++ + LLEP L + L  P + + RA +D  +   T
+   
Sbjct  500  
KHTEGGDFRQATYRAVRQGLMQADSVLLEPILEYRLEVPVDCVGRALNDMQRMNGTVSAP  559

Query  569  QVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             ++ +  + TG +P  C+  Y  +L+ YT+G     T L GY
Sbjct  560  DIEGNFSIITGTVPVECLGNYAQELSAYTHGEGRLFTTLSGY  601

>WP_040773669.1 elongation factor G [Megasphaera micronuciformis]
Length=690

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 315/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TAHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P + FINK+D  G D  + V  ++D+L A+ +              I   V++  
EI   
Sbjct  129  
PRIAFINKMDTTGADFLNCVDMMKDRLQANAVAIQLPIGAENDFTGIVDLVTMKAEIYGD  188

Query  166  -LEENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L +  DI           E +     +A+ E +D L+EKY+ GE +S ++L +  
++ V
Sbjct  189  
DLGKQIDIVEIPDDMKDQAEEYHQIMVEAICETDDALMEKYLEGEELSVDELKKAIRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-----------------
GLFQPIGEQGS--AAL  249
               ++FPV  GSA K  G+Q L+DAV                  G  +P   +       
Sbjct  249  
VTNAMFPVLCGSAYKNKGVQMLLDAVVDYMPSPLDIPPVAGIIPGSEEPAERKADDKEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-----  304
                FK+       +  + R+YSGTL        AG      T+ +    G I+R     
Sbjct  309  SALAFKIMADPFVGKLAFFRVYSGTLD-------
AGTYVFNSTKGKKERVGRILRMHANH  361

Query  305  ---TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                 TAY G+I  I+        D L D          E P P++   + PKT A 
+E+
Sbjct  362  
REEVQTAYTGDIGAIVGLKDTTTGDTLCDEKNPIILEKMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  + + D+ T + I+S +G + L+++   ++ ++K+E  V +P 
V Y
Sbjct  422  
MGVALARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMAREFKVEANVGKPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478



             E   K          +      +    L + P   G+G ++E+++  G + + +  
+V 
Sbjct  482  
RETIRKTVKQEGRFVRQSGGRGQYGDCWLELIPQEPGAGFEFENKIVGGAIPREYIGSVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  +++   
LLE
Sbjct  542  
AGVKEAMETGVLAGFPMVDIKVVVFDGSYHDVDSSEMAFKIAGSMGFKEGARKADPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+   +  P++Y+     D       ++  +++         +P   +  Y TDL   
T
Sbjct  602  
PYVKVEVVVPEDYMGDVIGDLNSRRGRVDGMEMRSGAEHINAFVPLAEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGYQ  611
             GR V       Y+
Sbjct  662  QGRGVYTMTFDHYE  675

>WP_091761011.1 elongation factor G [Marinilactibacillus 
psychrotolerans]
 SDC45040.1 elongation factor G [Marinilactibacillus 
psychrotolerans]
Length=697

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 201/677 (30%), Positives = 318/677 (47%), Gaps = 
78/677 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  70   
TAQWNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----  158
            P ++F+NK D+ G +      S+ D+L A+                   ++K        
Sbjct  130  
PRIVFVNKQDKLGANFLDANHSLHDRLQANAHPIQLPIGSEDDFSGIIDLVKMKAFMYGN  189



Query  159  SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI  EE         E W     +AV E ++ L+ +Y+ GE IS+E+L    
++  
Sbjct  190  
DLGTEISEEEIPADHQELAEEWHDKLVEAVAEMDEDLMMQYLEGEEISQEQLKEGIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA----------------  248
                 +PV  GSA K  G+Q L+DAV   L  P+     QG A                 
Sbjct  250  
LSVEFYPVLVGSAFKNKGVQLLLDAVVDYLPSPLDVPAIQGHAQRDPEEIIERTAGDDKP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGTL     +  A    RE++ +I +M   S+ 
EI  
Sbjct  310  
FSALAFKVMTDPYVGRLTFFRVYSGTLESGSYILNATKDSRERVGRILQMHANSRQEIPE  369

Query  305  TDTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                + G+I      +V L D         L +P  L    +   P P+++  I 
PK+ A
Sbjct  370  V---FSGDIAA----AVGLKDTTTGDTLCDLDEPVILESMDF---
PEPVIQVAIEPKSKA  419

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             ++++  AL +LA+ DP  R E D  T E ++S +G + L+++   +  ++K+E  
V  P
Sbjct  420  
DQDKMGIALQKLAEEDPTFRAETDQETGETLISGMGELHLDIIVDRMKREFKVEANVGAP  479

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K          +      +  + +  TP   G+G ++E  +  G + 
+ + 
Sbjct  480  
QVSYRETFTKQVESEGKFVRQSGGKGQYGHVWVEFTPNEEGAGFEFEDAIVGGVVPREYI  539

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV+ G+   LE G L G+ + D K     G Y+   S    F+  A + L+ A K
++G 
Sbjct  540  
PAVKAGLEASLENGVLAGYPLVDVKAKLYDGSYHDVDSNETAFKVAASLALKNAAKKAGA  599

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP ++  +  P++Y+             IE ++ + + ++  G IP   +  Y 
T L
Sbjct  600  



VILEPIMAVDVTVPEDYMGDIMGHISARRGNIEGSEQRGNTMIVRGMIPLAEMFGYATTL  659

Query  594  AFYTNGRSVCLTELKGY  610
               T GR     +   Y
Sbjct  660  RSATQGRGTFSMQFDHY  676

>WP_068781520.1 GTP-binding protein [Paenibacillus sp. GM2]
Length=652

 Score = 267 bits (682),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 184/612 (30%), Positives = 301/612 (49%), Gaps = 
20/612 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LLY + +I   G V+   +  DT  LE+ RGITI A      
+
Sbjct  5    
IGLLAHVDAGKTTFAEQLLYHTSSIQSKGRVDHQDSFLDTHELEKARGITIFADQAMMNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF AE+ RSL V+D AI+++SA +GVQ  T  ++  LRK  
IPT+ 
Sbjct  65   
EGSGYCLIDTPGHVDFSAEMERSLQVMDYAIVILSAVEGVQGHTETVWQLLRKQGIPTLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            F+NK+D+ G DL++VV+ +  +L+ DI+ +   +S +    LEE    E   AV E
++++
Sbjct  125  FVNKLDRTGADLEAVVEQIHRQLTPDIVRVNGQLSAAH---LEE----
ELVAAVAEHDEQ  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+ G+      +V    R +Q + LFPV  GSA    GI   +  +  L       
Sbjct  178  LLEDYLEGD-YDDHAVVAVMARLIQKSELFPVMSGSALMDRGIDDFLHNLE-
LLTGTAYN  235

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGR-EKL--
KITEMRIPSKG  300
              A     V+K+ +   G R  +L++ +G LR+RD V  ++G  EKL  K+T +RI 
+  
Sbjct  236  
RQAPFAARVYKIRHELQGTRLTFLKITAGNLRVRDEVNYMSGSGEKLQEKVTSLRIYNGE  295

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    + A  G+++     S      +G      ++R R + +P L++ +          
Sbjct  296  KFTLVEEAEAGQLIAATGLSAA---
AVGAGLGELQQRARYELVPALKSKVLFDPELSARE  352



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L D DP L    D    E+ +  +G +QLEV+  ++ +++KL+     P 
++Y
Sbjct  353  
VLRYFQMLGDEDPSLNVIWDEALQELHIHVMGAIQLEVLEQVVMDRFKLKVAFGTPEILY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + L + P     GV ++++     L+  +QN 
V   
Sbjct  413  KETIAGEVYGCGHFE--
PLGHYAEVHLKLEPGPRDCGVVFQNKCHPDQLSTGYQNLVGQH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      GL  G  +TD  +    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  471  
VLEREHHGLLTGSPLTDVIVTLLNGRAHNKHTSGGDFREATHRALRQGLEQAENILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +F +    + + R   D  +   ++E  +   D+   +G  P      Y  +LA 
++ G
Sbjct  531  
YAFKIKVDLDLIGRVMSDIRQAHGSLEPPETHGDQAYISGTAPVATFMNYSAELASFSKG  590

Query  600  RSVCLTELKGYQ  611
            +     +  GYQ
Sbjct  591  KGALSMQFGGYQ  602

>WP_021876179.1 GTP-binding protein [Clostridium chauvoei]
 CDG02236.1 Putative tetracycline resistance protein [Clostridium 
chauvoei 
JF4335]
 SLK20333.1 Putative tetracycline resistance protein [Clostridium 
chauvoei 
JF4335]
 ATD55530.1 elongation factor G [Clostridium chauvoei]
Length=652

 Score = 266 bits (681),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 180/612 (29%), Positives = 305/612 (50%), Gaps = 
23/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL E +LY + +I   G V+  T+  D   +E++RGITI +    
F++
Sbjct  5    



IGILAHVDAGKTTLAEQILYHTKSIRNRGRVDHKTSFLDNHNIEKERGITIFSDQGIFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R+L ++D AIL++SA +G+Q  T  ++  LRK N
+PT I
Sbjct  65   
NNSTYYLIDTPGHIDFSSEMERALQIMDYAILILSAAEGIQGHTETVWSLLRKHNVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G  L+ +++ +++K + +I       +S ++  +E+ + E  + V 
ENN++L
Sbjct  125  FINKIDREGTSLEKILEEIKNKFTKNI-----CYISKDLT-
KEDMEEEVIECVAENNEEL  178

Query  186  LEKYIAGEPISR--EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIG  242
            LEKY+ G+      EK ++E    +++  +F V  GSA +  G++  ++ +  L F    
Sbjct  179  LEKYLEGDYDKNLWEKTLKE---
SIKENKIFVVSSGSALQDNGVEEFINNLDKLTFTDYK  235

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---
LAGREKLKITEMRIPSK  299
            E       G V+KV +   G R  Y++  +GTL++RD V    L  R+  K+++
+RI + 
Sbjct  236  E--
DKEFSGRVYKVRHDSEGARITYIKALTGTLKVRDEVEYGDLKNRKSNKVSQIRIYNG  293

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +    D    GE+  +      ++ V GD     +     D +P L++ +        
+
Sbjct  294  IKYKTVDKVSAGELFAVVG---
LIDAVPGDGVGNIKGNINYDMIPTLKSKVIYDEKLNPK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    D    E+ ++ +G +QLE++  L++E++K++       
++
Sbjct  351  
DILKVFKILEAEDPALNILWDESLKELQVNIMGVIQLEILKELVNERFKIDISFGPCEIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + LS+      SG+ + S+     L    QN 
V  
Sbjct  411  YKETIKGETLGYGHFE--
PLKHYAEVHLSIKEGKRDSGIIFTSKCHTDNLTVGQQNLVAT  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I     +G+  G  +TD +I    G  +   ++  DFR      L Q L+++   
LLEP



Sbjct  469  
HIYEKDHKGILTGSPITDLEIILITGRNHDKHTSGGDFREATLRALRQGLEKANNILLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y +F +    +Y+ R   D  K   + E  + K D V+  G  P      Y  +    
T 
Sbjct  529  
YYNFNIDIEIDYMGRVLSDIQKLNGSFEIKENKGDRVIIIGRGPVATFMDYSKEFIALTK  588

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  589  GKGKINFIFDGY  600

>PIY93887.1 elongation factor G [Candidatus Levybacteria bacterium 
CG_4_10_14_0_8_um_filter_35_23]
Length=701

 Score = 268 bits (685),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 196/681 (29%), Positives = 321/681 (47%), Gaps = 
65/681 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G ++ G T+ D M  E++RGITI 
+A T
Sbjct  12   
KIRNIGIIAHIDAGKTTTTERILFYTGKTYKIGDIDDGNTQMDWMDQEKERGITIVSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++    
K N+
Sbjct  72   
TAFWKNYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWRQADKYNV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + F+NK+D+ G D  + V+S+ D+L A                   D++ K+ +    
Sbjct  132  
PRICFVNKMDKLGADFLATVKSIEDRLGANPAIMVLPIGVESSFIGTVDLLTKKAIIWGS  191

Query  159  -------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    +S EI  E    +E +     + + EN+D L+EKY+ GE +S E+L    
+R
Sbjct  192  
DQLGAEFKVSDEIPAEMKDQVEEYRHKLVEKIAENDDVLMEKYLNGEEMSIEELKAGLRR  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGE------
QGSA  247
             V    L P+Y GS+ +  G+QPL+D             AV G+    GE        



S 
Sbjct  252  
AVIAYRLVPIYAGSSLRNKGVQPLLDAVIDYLPSPLDVGAVKGINPKTGEVEERKPDPSE  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK++      +  Y R+YSG +     +    +       +I  M    + 
E+ 
Sbjct  312  
PFAGLAFKIQIDPHVGKLTYFRVYSGKVAAGSYIFNGNKNNQERVGRILLMHANHREEV-  370

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                AY GEIV L    +    D L +  +         P P++   I PKT A 
+E+L 
Sbjct  371  --
KEAYSGEIVALVGFKNTGTGDTLTEDKKPIILEQITFPEPVISLAIEPKTKADQEKLG  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             +L +L++ DP    + +  T + I+S +G +QLE++   +  ++ +   V  P V 
Y E
Sbjct  429  
FSLKRLSEEDPTFSIKTNHETGQTIISGMGELQLEIMVDRMKREFGVMANVGAPQVAYKE  488

Query  423  R-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++A     +I +      +    L V P   G G ++ + +  G +   F  +
++ G
Sbjct  489  
TVKIQAEGEGKYIRQSGGRGQYGHCFLRVEPKPRGEGYEFINAIKGGAIPAEFITSIQKG  548

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D  +    G ++   S+   F+  A   L+ A +++   
LLEP 
Sbjct  549  
VKETMENGILLGYPMVDMNVTVYDGSFHEVDSSDVAFKIAASQALQAACRKAQLTLLEPI  608

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P E++     D     A I   + K    V    +P   +  Y T L   
+ G
Sbjct  609  
MKVEVTTPGEFMGDIIGDLSSKRAQIMGTEEKGKATVILAMVPLAELSGYATILRSMSQG  668

Query  600  RSVCLTELKGYQAAVGQPVIQ  620
            R+    E   Y+      V+Q
Sbjct  669  RASYYMEPSHYEDVPQNIVVQ  689

>WP_035354112.1 elongation factor G [Bacillus ginsengihumi]
 KHD85742.1 elongation factor G [Bacillus ginsengihumi]
Length=693



 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 200/688 (29%), Positives = 325/688 (47%), Gaps = 
72/688 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V ++ D+L A+     + I    +    I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVNTIHDRLQANAHAIQLPIGAEDNFEGIIDLIEMKATFYGNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  AV E +++L+EKY+ GE IS+E+L    ++   
+ 
Sbjct  192  
TDIEVRDIPEEYKDQADEYREKLIEAVAELDEELMEKYLGGEEISKEELKAAIRKSTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSV-----------------  253
              FPV  GSA K  G+Q ++DAV   L  P+      A+ G++                 
Sbjct  252  EFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLD---
VPAIKGTIPGSDEEVTRPSSDDEPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANHRNEISEV  368

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P+++ ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  425  LKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  TP   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RKSAQVQGKFARQSGGRGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DALQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKIAASLALKNAASKCDPVLLEPVMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAFVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNS  626
            V       Y+    A+ + +I+  + N+
Sbjct  666  VFTMHFDHYEEVPKAISEEIIKKIKANN  693

>WP_012422849.1 GTP-binding protein [Clostridium botulinum]
 ACD21961.1 GTP-binding elongation factor, TetM/TetO family 
[Clostridium 
botulinum B str. Eklund 17B (NRP)]
 CDH90647.1 putative tetracycline resistance protein [Clostridium 
botulinum 
B str. Eklund 17B (NRP)]
Length=652

 Score = 266 bits (681),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 168/611 (27%), Positives = 304/611 (50%), Gaps = 
20/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I + G V+   +  D   +E+QRGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRKLGRVDHKNSFLDKHDIEKQRGITVFSEQALFKY  64

Query  66   



HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHIDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKNDIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   ++++V+  ++ KL++++ +I +T+S        +  + E  + + E 
++K
Sbjct  125  FINKIDREIANIENVINDIKVKLTSNLCLIDRTLS-------
NKKMETELIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+          +   +R++++  +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEVYLDS-
GYDEVLWINYMKRQIKEGKVFPCLSGSALLDMNIDDFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  SG L+++D++     E     KI ++RI 
+  +
Sbjct  237  
NDEKFKGKVYKIRYDEKGSKVTYIKALSGCLKVKDSLLYTENEIEFNEKINQIRIYNGDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                DTAY G++  +      ++   +G+ T L   +   + +P L++ +    +   
+ 
Sbjct  297  FTLEDTAYAGDVFGVTGLTKFKIGHGIGE-TNL---
KTNYNIVPTLKSKVIFNESVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    EI +  +G++QLEV+  ++ E++KL     +  
V+Y
Sbjct  353  
MLSYFKILEEEDPGLNVLWDENLQEINIHIMGKIQLEVLKEVVKERFKLNIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SG+ +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVYLQLEPGERNSGITFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDLKIILLNGRSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  +L  
+T G
Sbjct  531  
YKLKITVENEYVGRVLSDIQRLSGSFNEQETLENKTIIFGRGPVATFMNYSMELISFTKG  590

Query  600  RSVCLTELKGY  610
            + +      GY
Sbjct  591  KGIIALSFDGY  601

>WP_039235715.1 GTP-binding protein [Quasibacillus thermotolerans]
 KKB34917.1 Ribosome protection-type tetracycline resistance 
[Quasibacillus 
thermotolerans]
 KKB39994.1 Ribosome protection-type tetracycline resistance related 
protein, 
group 2 [Quasibacillus thermotolerans]
 KKB43104.1 Ribosome protection-type tetracycline resistance related 
protein 
[Bacillaceae bacterium MTCC 10057]
Length=647

 Score = 266 bits (681),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 182/607 (30%), Positives = 295/607 (49%), Gaps = 
16/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+  +   D+  +E++RGIT+ A    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSIKKRGRVDHQSAFLDSHEIEKRRGITVFADQGMFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D A+++ISA +GV+  T  +++ L+K  
+P   
Sbjct  65   
EGSVYYLIDTPGHVDFSPEMERAIQVMDFAVIIISAVEGVEGHTETVWNLLKKHQVPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+AG D   V++ +R  L+ D+       +S  ++    TD E  + + E 
++++
Sbjct  125  FINKTDRAGADASRVLEEIRSHLTEDV-----CDISSSLIDGGMTD-
ELIEFIAERDEEV  178

Query  186  LEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LE Y+  +      L  E  RR +  A +FP   GSA + +G++  ++ +  L       



Sbjct  179  LEHYM--DKGYESSLWLESLRRLIGSAHIFPCASGSALQDVGVKSFLEKLD-
LLTATHFD  235

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
               A  G V+KV Y + G R  +++  SGTLR+RD V        KIT++R  +  
+  +
Sbjct  236  
KDQAFAGRVYKVRYDEEGTRVTFIKALSGTLRVRDEVTYGEGNSEKITQIRRYNGKQYGQ  295

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            TD A  GE+  +   +   N  +GD     ++R   D +P LR+ +  +     +  
L  
Sbjct  296  TDQACAGELFAVTGLT---
NTRIGDGVGALKERTVYDMVPALRSKVVFEAGVNTKDALRH  352

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L + DP L    +    EI L  +G++QLEV+  ++ E++ L    ++P ++Y 
E  
Sbjct  353  
FRLLEEEDPSLHVIWEERFQEIHLHVMGKIQLEVLEQMVLERFGLNVHFEQPEILYKETI  412

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                    H E  P   +A + L V P    SGV +ES      L    QN V   
I   
Sbjct  413  ETEVVGYGHFE--
PLRHYAEVHLKVEPAERNSGVNFESECHTDDLPVGLQNLVGQHIYER  470

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  +TD KI    G  ++  +   DFR      L Q L+++   LLEPY  
F 
Sbjct  471  
DHHGLLTGSPLTDVKITLLTGRAHNQHTHGGDFREATYRALRQGLEKAKNILLEPYYHFK  530

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    +++ R   D        +    + ++ V TG +P      Y   LA +T G
+   
Sbjct  531  
IKVDIDHMGRVLSDIQAAYGRFDPPVTEGEKAVLTGLVPVATFMDYSAVLASFTQGKGRM  590

Query  604  LTELKGY  610
                 GY
Sbjct  591  NLTFAGY  597

>PIV11069.1 elongation factor G [Candidatus Roizmanbacteria 
bacterium CG03_land_8_20_14_0_80_35_26]
 PIZ67900.1 elongation factor G [Candidatus Roizmanbacteria 
bacterium CG_4_10_14_0_2_um_filter_36_35]



 PJC32794.1 elongation factor G [Candidatus Roizmanbacteria 
bacterium CG_4_9_14_0_2_um_filter_36_12]
 PJC80992.1 elongation factor G [Candidatus Roizmanbacteria 
bacterium CG_4_8_14_3_um_filter_36_12]
Length=699

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 316/677 (47%), Gaps = 
74/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI N+GI+AH+D+GKTT TE  L+ +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  17   
KIRNVGIIAHIDSGKTTTTERFLFYTGRTYKIGDIDEGTTQMDWMPQERERGITIVSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG +++  A++GVQ+Q+  ++    
K  +
Sbjct  77   
TTFWKGVRINIIDTPGHVDFTAEVERSLRVLDGGVVIFDAEEGVQSQSETVWRQADKYIV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
            P + FINK+D+ G D ++ V  ++D+L A   +           K  V L          
Sbjct  137  
PRICFINKMDKLGADFEATVGEIKDRLGAHPAVMTYPIGKEQEFKGVVDLLTMKAKYWGE  196

Query  161  SPEIVLEENTDI---EAWDAVI-----------
ENNDKLLEKYIAGEPISREKLVREEQR  206
             P+ +    TDI   E  + V+           E +D LL+KY+ G  I+ ++L    
++
Sbjct  197  
DPQGIEFRETDIIPEEIKNKVVKARALLVEKISETDDNLLDKYLNGVEITADELKSALRK  256

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                  L PVY G++ +   +QP++DA+                          Q   
E+
Sbjct  257  
ATIAYKLIPVYCGTSLRNKAVQPILDAIVDYLPSPFDLKEVKGINPTTNAEERRQLTPEE  316

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              +AL    FK++      +  Y R+YSG L     V    R K     ++  M   
++ 
Sbjct  317  KFSALA---
FKIQLDPHVGKLTYARIYSGILESGSYVYNINRNKQERVSRVLLMHANNRE  373

Query  301  EIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358



            EI   D AY GEIV L  P D+ +  D L DP +         P P++   I PKT 
A +
Sbjct  374  EI---DKAYAGEIVALVGPKDT-
KTGDTLADPDKPIILEKIIFPEPVISLAIEPKTKADQ  429

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L   L +LA+ DP  + +V+  T + I+S +G + LE++   +  +  +   V 
+P V
Sbjct  430  
EKLSYTLQRLAEEDPTFKVKVNHETGQTIMSGMGELHLEILVDRMKREMNMNVNVGKPQV  489

Query  419  IYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   K         +         G   + + PL  G G ++ +++  G +   
F  
Sbjct  490  
AYKETVTKIVPEVEGKYIKQTGGHGQYGHCVIKLEPLGRGEGFKFVNKIRGGTIPSEFIA  549

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V  G+   +E+G L G+ +TD ++    G Y+   S+   F+    I L+   K 
+G  
Sbjct  550  
PVEKGVIEAMEKGVLLGYPMTDLQVTLFDGSYHDVDSSDIAFKIAGSIALQDGAKHAGLT  609

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+ ++     D       I   + +   V+    +P   +  Y 
T L 
Sbjct  610  
LLEPIMKLEVTVPENFMGVVIGDISSKRGKILGTEKRVRAVIIKSTVPLAEMSGYATILR  669

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR +   E   Y+
Sbjct  670  SLTEGRGIFYMEPSHYE  686

>WP_096145335.1 GTP-binding protein [Clostridium chauvoei]
 ATD56794.1 elongation factor G [Clostridium chauvoei]
Length=652

 Score = 266 bits (681),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 180/612 (29%), Positives = 305/612 (50%), Gaps = 
23/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL E +LY + +I   G V+  T+  D   +E++RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTLAEQILYHTKSIRNRGRVDHKTSFLDNHNIEKERGITIFSDQGIFEY  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R+L ++D AIL++SA +G+Q  T  ++  LRK N
+PT I
Sbjct  65   
NNSTYYLIDTPGHIDFSSEMERALQIMDYAILILSAAEGIQGHTETVWSLLRKHNVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G  L+ +++ +++K + +I       +S ++  +E+ + E  + V 
ENN++L
Sbjct  125  FINKIDREGTSLEKILEEIKNKFTKNI-----CYISKDLT-
KEDMEEEVIECVAENNEEL  178

Query  186  LEKYIAGEPISR--EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIG  242
            LEKY+ G+      EK ++E    +++  +F V  GSA +  G++  ++ +  L F    
Sbjct  179  LEKYLEGDYDKNLWEKTLKE---
SIKENKIFVVSSGSALQDNGVEEFINNLDKLTFTDYK  235

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---
LAGREKLKITEMRIPSK  299
            E       G V+KV +   G R  Y++  +GTL++RD V    L  R+  K+++
+RI + 
Sbjct  236  E--
DKEFSGRVYKVRHDSEGARITYIKALTGTLKVRDEVEYGDLKNRKSNKVSQIRIYNG  293

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +    D    GE+  +      ++ V GD     +     D +P L++ +        
+
Sbjct  294  IKYKTEDKVSAGELFAVVG---
LIDAVPGDGVGNIKGNINYDMIPTLKSKVIYDEKLNPK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    D    E+ ++ +G +QLE++  L++E++K++       
++
Sbjct  351  
DILKVFKILEAEDPALNILWDESLKELQVNIMGVIQLEILKELVNERFKIDISFGPCEIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + LS+      SG+ + S+     L    QN 
V  
Sbjct  411  YKETIKGETLGYGHFE--
PLKHYAEVHLSIKEGKRDSGIIFTSKCHTDNLTVGQQNLVAT  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I     +G+  G  +TD +I    G  +   ++  DFR      L Q L+++   
LLEP
Sbjct  469  
HIYEKDHKGILTGSPITDLEIILITGRNHDKHTSGGDFREATLRALRQGLEKANNILLEP  528



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y +F +    +Y+ R   D  K   + E  + K D V+  G  P      Y  +    
T 
Sbjct  529  
YYNFNIDIEIDYMGRVLSDIQKLNGSFEIKENKGDRVIIIGRGPVATFMDYSKEFIALTK  588

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  589  GKGKINFIFDGY  600

>CCX55647.1 elongation factor G [Veillonella sp. CAG:933]
Length=691

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 188/665 (28%), Positives = 320/665 (48%), Gaps = 
73/665 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++++L A+ +  Q               +++  
EI + 
Sbjct  129  
PRIAYVNKMDTVGADYFNVVNMMKERLGANSVALQVPIGAEDTFKGIIDLMTMKAEIYIS  188

Query  168  EN------TDI-EAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI E +            DA+ E +D+++ KY+ GE IS ++L    
++ V
Sbjct  189  
DDGKEFEITDIPEDYVQVAQERREMLVDAIAETDDEIMMKYLEGEEISIDELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAAL  249
             +  LFPV  GS+ K  G+Q L+DAV                   TG  +          
Sbjct  249  
CENKLFPVLCGSSYKNKGVQMLLDAVIDYMPSPLDIPAIKGVNPDTGAEETRPASDEEPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG+L     V  + + K     +I +M   S+ 
EI R 
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGSLESGSYVFNSTKGKKERIGRILQMHANSRQEIERV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  369  ---YSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V +P 
V Y
Sbjct  422  
MGIALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + +KA    +  +      +    L + P   G+G ++E+++  G + + +   
V
Sbjct  482  RETIRKSVKAQGKFVR-
QSGGRGQYGDCWLELIPQEPGAGFEFENKIVGGAIPREYIGPV  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             +G++  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  +++   
LL
Sbjct  541  
ENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSSEMAFKIAGSMGFKEGARKADPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY++  +  P+EY+     D       +E  + +         +P   +  Y 
TDL   
Sbjct  601  
EPYMAVEVDVPEEYMGDVIGDLNSRRGRMEGMEARNGSQHIKAFVPLSEMFGYATDLRSK  660

Query  597  TNGRS  601
            T GR 
Sbjct  661  TQGRG  665

>SCH92033.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=980

 Score = 273 bits (698),  Expect = 1e-76, Method: Compositional 



matrix adjust.
 Identities = 189/628 (30%), Positives = 307/628 (49%), Gaps = 
36/628 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTT++E++LY +G + + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKRFVIGILAHVDAGKTTMSEAILYETGKLKKMGRVDNRDAFLDTFALERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+L++S  DGVQ  T  L+  
LR+  
Sbjct  61   
AVFPLGDASVTLLDTPGHVDFSAEMERTLQVLDYAVLIVSGADGVQGHTETLWRLLRRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G D  +V+ S++++L   ++    V +  E VL  +   E + 
AV  
Sbjct  121  IPVFIFVNKMDQKGTDRDAVLASLKERLDHGVVDFSGV-
IGNEDVLTFSASAEPFAAVCR  179

Query  181  N-----------
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
            +           ++ LLE Y+A   +  + +    ++ + D  LFP ++GSA K  
G++ 
Sbjct  180  DPEEAAEEIATCDEVLLEAYLADGTLKTDDV----
RKVIHDRKLFPCFFGSALKLSGVRE  235

Query  230  
LMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL  289
             + A+ G F    +  +      VFK+   + G R  +L++  G+L++RD+++    
E  
Sbjct  236  FLTAL-GEFASCPDY-
TKDFGAKVFKISRDEAGVRMTHLKVTGGSLKIRDSLSPDSEE--  291

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI ++R+ S  +      A PG +V +   S  R   V G  +        E  LP
+L  
Sbjct  292  KINQIRLYSGSKFEALKEAEPGMVVAVTGISDTRPGQVFGTAS--------
ESALPLLEP  343

Query  349  TIAPKT----
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             +  +           +L  +  L + DP L    +    EI    +G VQ+E++ 
+ + 
Sbjct  344  
VLTYRILLPFGTDSHTMLKNMRMLEEEDPQLHIVWNEALGEIQAQVMGDVQMEILKSQVQ  403

Query  405  



EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +E    E +++Y E   K      H E  P   +A + L + P   G+G+ +
++  
Sbjct  404  ERFGVEIEFGEGNIVYKETIAKTVEGVGHFE--
PLRHYAEVHLLMEPGEPGTGLVFDTNC  461

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            S   L++++Q  +   +     +G+  G  +TD KI    G  +   +   DFR      
Sbjct  462  
SEDMLDKNWQRLILTHLEEKRFRGILTGSEITDIKITLIAGRAHQKHTEGGDFRQATYRA  521

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            + Q L E+G  LLEPY +F L  P E L RA  D  +      + +      + TG  
P 
Sbjct  522  
VRQGLCEAGCVLLEPYYAFRLEVPSENLGRAMADLDRMQGEFSSPEQDGSMALLTGTAPV  581

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              ++ Y+ D+  YT GR      L GY+
Sbjct  582  STMRNYQRDVISYTKGRGRLTLSLSGYE  609

>KXB84505.1 translation elongation factor G [Veillonella parvula]
Length=694

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 318/668 (48%), Gaps = 
79/668 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  12   
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  72   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  132  
PRIAYVNKMDTVGADFFNVVDMMKARLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  191

Query  168  EN------TDIEAW-------------



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  192  
DDGKEYEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISVEELKAALRKAV  251

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  252  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPPIKGVVPGTEEETTRPSSDEEPF  311

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  312  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  368

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  369  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKSPVILESMEFPEPVISVAVEPKTKAD  421

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V 
+P 
Sbjct  422  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQ  481

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   + +KA    +  +      +    L + P   G+G ++E++V  G + 
+ + 
Sbjct  482  VAYRETIRKAVKAEGKFVR-
QSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYI  540

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V  G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  +
++  
Sbjct  541  
GPVESGVKEAMESGVIAGYPMVDVKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADP  600

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY++  +  P+EY+     D       ++  + +         +P   +  Y 
TDL
Sbjct  601  
ALLEPYMAVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGSQHIKAYVPLSEMFGYATDL  660



Query  594  AFYTNGRS  601
               T GR 
Sbjct  661  RSKTQGRG  668

>WP_099577392.1 elongation factor G [Macrococcus goetzii]
 PIB69684.1 translation elongation factor G [Macrococcus goetzii]
Length=693

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 191/662 (29%), Positives = 317/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGTRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +FINK+D+ G D +  V ++ D+L A+     + I      +  + L E           
Sbjct  132  
VFINKMDKTGADFKYSVGTLHDRLQANAHPIQMPIGAEDQFNAIVDLVEMKLHTYTNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  AV + N+ L++KY+ GE IS E+L    ++   
D 
Sbjct  192  
TDIEVSDVPEEYLADAEAMREQLIEAVADVNEDLMDKYLGGEEISVEELKAAIRQATCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQ-------------
GSAALCG  251
              FPV  G+A K  G+Q ++DA           +PI G +              S     
Sbjct  252  
EFFPVLAGTAFKNKGVQLMLDAAIAYLPSPLDVKPIVGHEVDDKDAEIIAKPDDSEPFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL+    V  A    RE++ +I +M   S+ EI     
Sbjct  312  
LAFKVMTDPFVGKLTFFRVYSGTLQSGSYVQNATKGKRERVGRILQMHANSREEISEV--  369



Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I    + +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  370  -YAGDI----
AAAVGLKDTTTGDTLCDEKNQVILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L + DP      D  T ++I+  +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  425  
NALVKLQEEDPTFHAHTDPETGQVIIGGMGELHLDILVDRMKREFKVEATVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  +P  +G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKTSAAVQGKFSRQSGGRGQYGDVHIEFSPNEVGAGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +E  + + +  V    +P   +  Y T+L   
T G
Sbjct  605  
MKVEIVMPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAFVPLAEMFGYATNLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>SCI31423.1 Tetracycline resistance protein tetM [uncultured 
Clostridium 
sp.]
Length=900

 Score = 272 bits (695),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 186/618 (30%), Positives = 307/618 (50%), Gaps = 
22/618 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LL+ +GAI + G V+K     D   LER+RGITI 
+  



Sbjct  1    
MKQLTLGILAHVDAGKTTLSEALLFTAGAIRKAGRVDKKDAFLDNYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   ++ ++DTPGH+DF  E+ R+L VLD A+L+ISA DGVQ+ TR L+  L    
Sbjct  61   
AVFSYEDLRITLLDTPGHVDFSTEMERTLQVLDAAVLLISAADGVQSHTRTLWKLLESYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEENTDIEAW  175
            +P  +F+NK+DQ G D + ++  ++++LS + +     +    + S    LE +   
EA 
Sbjct  121  
VPVFLFVNKMDQPGADQEKILAGIQNQLSGNCVDFTPLVGTAATESKGAALEADMQ-EAM  179

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            +AV   +++LL  ++    IS+ +L    + ++ +  +FP  +GSA +  GI+ L+ 
A+ 
Sbjct  180  EAVAICDEELLNSFLTDGRISQGQL----
REKIAERKVFPCLFGSALRLQGIEALLSAIE  235

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
              + P  +    A    VFKV     G R  ++++  GTL+ +  +  A  +  K+ 
++R
Sbjct  236  A-YAP-
EKTYPEAFGARVFKVTRDSQGSRLTHMKITGGTLKAKMELTCAEDKTEKVNQIR  293

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
            + S       + A  G +  +      L  + G    L  ++  E P   P+L   
+   
Sbjct  294  VYSGERFEAVNEAVAGSVCAVTG---LLGTMAGQG--
LGMEKNLESPFLTPVLSYCLLLP  348

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   ++  L +L + DP L    +    EI +  +G VQ+E++  L+ E++ 
LE   
Sbjct  349  
EGTDPMAVMPKLKELEEEDPALSFTWEEELKEIHVHVMGEVQMEILKVLIRERFGLEIAF  408

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  ++Y E          H E  P   +A + L + P   GSG+Q+E+  S   L 
+++
Sbjct  409  GKGRIVYKETIADTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLQFEADCSEDILARNW  466

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q L 



E+ 
Sbjct  467  
QRLILTHLEEKQHRGVLTGSAITDMKITLVSGRAHQKHTEGGDFRKATYRAVRQGLMEAM  526

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P+E   RA  D  K  A     +  +   V TG  P   ++ 
Y+ +
Sbjct  527  
SVLLEPYYEFRLEIPEEMTGRAMTDMEKLFADFTLTERAEGRCVLTGCAPVETMRDYQKE  586

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT G+      LKGY
Sbjct  587  VYAYTRGQGNLTVRLKGY  604

>WP_077363227.1 GTP-binding protein [Clostridium 
saccharoperbutylacetonicum]
 AQR95458.1 tetracycline resistance protein TetM [Clostridium 
saccharoperbutylacetonicum]
Length=667

 Score = 267 bits (682),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 186/643 (29%), Positives = 310/643 (48%), Gaps = 
32/643 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  D   +E+QRGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTNSIKSRGRVDHKDSFLDNHDIEKQRGITIFSDQGVFKF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     +VDTPGH+DF +E+ RS+A++D AI+++S+ +GVQ  T+ +++ LRK N
+P++ 
Sbjct  65   
NSSTYYLVDTPGHIDFSSEMERSIAIMDYAIIIVSSVEGVQGHTKTVWNLLRKYNVPSLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D   V+  +R  L+ D+     V+   + + + N   E  + + E 
+D+L
Sbjct  125  FINKLDRVGADKNRVINEIRRDLTKDVCFVDNVN---
DFIDKINLSEELIEFISEYDDEL  181

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+ G        V   ++ +++  +FP + GSA    GI   ++ +  L +    
E+
Sbjct  182  LEKYLEGN-
YDANIWVNTLKKLIKENRVFPCFGGSALMDEGIMEFLNTLDNLTYTDYNEK  240



Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---------------
ALAGREKL  289
                  G V+K+ Y + G R  +++  SG L++RD +               + +G  
+ 
Sbjct  241  N--
GFSGKVYKIRYDENGNRITFIKALSGVLKVRDEIRYNEEYIENSNIVDTSTSGITE-  297

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLP-
MLRT  348
            KIT +RI +  +    D    G++  +   S     V GD   L + + + + +P 
++ T
Sbjct  298  KITGIRIYNGSKFKTVDCVEAGDLFAVQGLS---
KAVAGDGLGLLKDKTKFEMVPTLMST  354

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I  KT   RE +L     L   DP L    +    EI +  +G++QLEV+  ++ 
E++ 
Sbjct  355  VIFDKTLNIRE-
VLRYFKILEAEDPSLNIIWNEALQEINVHIMGKIQLEVIKEVVKERFN  413

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L+       ++Y E          H E  P   +A + L + PL   SG+ +E++     
Sbjct  414  LKVEFGPCQILYKETITDVTIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIIFENKCHSDN  471

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L    QN V+  I      GL  G  +TD KI    G  ++  +   DFR      
L Q 
Sbjct  472  
LTFGNQNLVKTHIFERDHHGLLTGSPITDIKITLLTGRAHNKHTCGGDFREATFRALRQG  531

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L++    LLEPY  F +    EY+ R   D  +   T E A++  D  +  G  P     
Sbjct  532  
LEKVENILLEPYYKFNIQVSSEYIGRVISDIQRLYGTFEPAEIYLDTTIINGRGPVATFM  591

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             Y  ++  +T G+        GY     G+ +I+    N   D
Sbjct  592  DYSMEVIAFTKGKGNISLMYDGYDICHNGEEIIESIGYNKNAD  634

>WP_015907356.1 elongation factor G [Caldicellulosiruptor bescii]
 B9MQH0.1 RecName: Full=Elongation factor G; Short=EF-G
 ACM59924.1 translation elongation factor G [Caldicellulosiruptor 
bescii 
DSM 6725]
 SKC65259.1 elongation factor G [Caldicellulosiruptor bescii]
 SKC46637.1 elongation factor G [Caldicellulosiruptor bescii]
 SKC35969.1 elongation factor G [Caldicellulosiruptor bescii]



 SLL37628.1 elongation factor G [Caldicellulosiruptor bescii]
 SMR94829.1 elongation factor G [Caldicellulosiruptor bescii]
 SMR92865.1 elongation factor G [Caldicellulosiruptor bescii]
 SMR96967.1 elongation factor G [Caldicellulosiruptor bescii]
 OYD62390.1 elongation factor G [Caldicellulosiruptor bescii]
 PBC87335.1 elongation factor G [Caldicellulosiruptor bescii]
 PBC90275.1 elongation factor G [Caldicellulosiruptor bescii]
 PBD04297.1 elongation factor G [Caldicellulosiruptor bescii]
 PBD06072.1 elongation factor G [Caldicellulosiruptor bescii]
 PBD08928.1 elongation factor G [Caldicellulosiruptor bescii]
 PFH15414.1 elongation factor G [Caldicellulosiruptor bescii]
 PFH17915.1 elongation factor G [Caldicellulosiruptor bescii]
 PFH22424.1 elongation factor G [Caldicellulosiruptor bescii]
 PFH25512.1 elongation factor G [Caldicellulosiruptor bescii]
 PIF42258.1 elongation factor G [Caldicellulosiruptor bescii]
 PIF53758.1 elongation factor G [Caldicellulosiruptor bescii]
 PIF57908.1 elongation factor G [Caldicellulosiruptor bescii]
 PRX94113.1 elongation factor G [Caldicellulosiruptor bescii]
Length=691

 Score = 267 bits (683),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 188/697 (27%), Positives = 326/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + ++NK+D  G +  +V++ ++++L A+ +                            
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFRGIVDLLTMKAIIYVD  188

Query  154  ----IKQTVSLSPEIV-
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                + Q   +  E+  + E   I+  +AV E +++++ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKVSQETDIPEEVKDIAEEYRIKLLEAVAETDEEIMVKYLEGEEITVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249



             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMRREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINSRRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>WP_068623488.1 MULTISPECIES: elongation factor G [Trichococcus]
 CZR03449.1 elongation factor g c-terminus [Trichococcus ilyis]
 SEJ43343.1 elongation factor G [Trichococcus sp. DSM 22150]



Length=695

 Score = 268 bits (684),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 200/689 (29%), Positives = 324/689 (47%), Gaps = 
75/689 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
            +F NK+D+ G D    V ++ D+L A+                    + +K  +  
+ E 
Sbjct  133  
VFANKMDKIGADFLYSVNTIHDRLQANAHPIQLPIGAEDSFRGIIDLVEMKAEIYDNDEG  192

Query  165  VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  DI        E W     +AV E ++ L+EKY+ GE I++E+L    ++   
+ 
Sbjct  193  
TEYHEEDIPADYLEAAEEWHTKLVEAVAETDEALMEKYLEGEEITKEELKAGIRKATCNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAALCGSV  253
              +PV  GSA K  GIQ L+DAV   L  P+           GE+        A      
Sbjct  253  
EFYPVLCGSAFKNKGIQLLLDAVIDYLPSPLDVPAIKGVDDDGEEVKVEASDDAPFAALA  312

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FKV       R  + R+Y+GTL+    V  A    RE++ +I +M    + EI      
+
Sbjct  313  
FKVMTDPFVGRLTFFRVYAGTLQSGSYVQNATKGKRERVGRILQMHANHRNEIPEV---F  369

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I      +V L D     T    K        E P P++   I PK+ A +++
+  A
Sbjct  370  AGDIAA----
AVGLKDTTTGDTLCDEKVHVILESMEFPEPVIEVAIEPKSKADQDKMGIA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R   +  T + +++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLSEEDPTFRASTNPETGQTVIAGMGELHLDIIVDRMRREFKVEATVGAPQVSYRETF  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + ++A    +        F   + +  TP   G G ++E+ +  G + + +  AV  
G+
Sbjct  486  RQSVQAEGKFVRQSGGKGQF-
GHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVEAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP +
Sbjct  545  
KDAMENGVLAGFPLVDVKTKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P+EYL             IE  + + +  +    IP   +  Y T L   
T GR
Sbjct  605  
AVEVTVPEEYLGDVMGHVSSRRGRIEGTETRGNAQIVKSMIPLSEMFGYATTLRSSTQGR  664

Query  601  SVCLTELKGYQA---AVGQPVIQPRRPNS  626
                     Y+A   AV + +I+    NS
Sbjct  665  GTFSMTFDHYEAVPKAVQEEIIKKSGKNS  693

>WP_069176737.1 elongation factor G [Dialister pneumosintes]
 AOH38655.1 translation elongation factor G [Dialister pneumosintes]
Length=692

 Score = 267 bits (683),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 199/672 (30%), Positives = 317/672 (47%), Gaps = 
68/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGGATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V SAKDGVQ Q+  ++       
+



Sbjct  69   
TCHWKGFRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKDGVQTQSETVWRQADHYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + FINK+D  G +    VQ++ D+L A                   D++  + V    
Sbjct  129  
PRIAFINKMDTVGANFLRAVQTIEDRLHAKALPMQLPIGAEAELKGIIDLLEMKAVVYMD  188

Query  159  SLSPEIVLEENTDIEAWDAVI----------
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I +EE  +    D V+          E +D+L+ KY+ GE +S E++    
+++V
Sbjct  189  
DLGKDIRIEEIPEDMKDDVVLYHDKICEVAAEGDDELMMKYLEGEELSVEEIKASIRKQV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQGS------
AALC  250
             D  LFPV+ GSA K  GIQ L+DAV   L  P+           GE+ +        
L 
Sbjct  249  
LDCKLFPVFCGSAYKNKGIQMLLDAVLDYLPSPLDVPAVKGTLDSGEEDTRKASDEEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG +     V  + + K     ++ +M   ++ EI   
D
Sbjct  309  
ALAFKIMADPFVGKLAYFRVYSGKMEQGTYVLNSTKGKKERVGRLLQMHANTRKEI---D  365

Query  307  TAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             AY G+I   +    V   D L D   P  L +  +   P P++   + PKT A 
+E++ 
Sbjct  366  IAYTGDIAAAVGFKDVTTGDTLCDVDHPIILEKMEF---
PEPVISVAVEPKTKADQEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R   D  + + I+S +G + LE++   +  +++++  V +P V 
Y E
Sbjct  423  
VALQRLAEEDPTFRVHTDQESSQTIISGMGELHLEIIVDRMKREFRVDCNVGKPQVAYRE  482

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R    A      +   +  +    L + P+  G G ++ S V  G + + F   
++ G
Sbjct  483  
TIRSTVEAEGKFIRQTGGHGQYGHCWLRLEPMEPGKGFEFASEVVGGVVPKEFIKPIQQG  542

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   +  G+  G+ + D K+    G Y+   S+ A F+    +  + A K++   



LLEPY
Sbjct  543  
VESAMVDGVVAGYPMVDIKVVVYDGSYHDVDSSEAAFKIAGSMAFKAAAKKAKPVLLEPY  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P++Y+             IE    +  E   +G +P   +  Y T L   
T G
Sbjct  603  
MKVEVDVPEQYMGDVIGSLNSRRGRIEGMNTENSESRISGFVPLSEMFGYATTLRSSTQG  662

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  663  RGTFTMTFDHYE  674

>WP_004693557.1 MULTISPECIES: elongation factor G [Veillonella]
 ACZ25173.1 translation elongation factor G [Veillonella parvula DSM 
2008]
 EFB86604.1 translation elongation factor G [Veillonella parvula 
ATCC 17745]
 EFG25052.1 translation elongation factor G [Veillonella sp. 6_1_27]
 EGL78359.1 translation elongation factor G [Veillonella parvula 
ACS-068-V-Sch12]
 ETJ02246.1 Elongation factor G [Veillonella dispar DORA_11]
 KUH50232.1 elongation factor G [Veillonella parvula]
 SNV00791.1 Vegetative protein 19 [Veillonella parvula]
 PKZ92945.1 elongation factor G [Veillonella parvula]
 PQL13644.1 elongation factor G [Veillonella sp. S13054-11]
Length=691

 Score = 267 bits (683),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 316/667 (47%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   



Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKARLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEYEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISVEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPPIKGVVPGTEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKSPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V  G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVESGVKEAMESGVIAGYPMVDVKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            LLEPY++  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMAVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGSQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>WP_077839457.1 GTP-binding protein [Clostridium beijerinckii]
 OOM60193.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
Length=678

 Score = 267 bits (682),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 187/654 (29%), Positives = 317/654 (48%), Gaps = 
43/654 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSITNRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSTEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---
EENTDIEAWDA-----  177
            FINK+D+ G D   V+  ++  LS+D     T  +    +    EE  DI  +D      
Sbjct  125  FINKLDRTGADKDRVIGEIKRDLSSD-----
TCYIDNNFIYDSKEEIDDINKFDEFNLNE  179

Query  178  -----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
                 + E+ND+LLEKYI G+    +  ++     ++++ +FP + GSA +  GI   
++
Sbjct  180  YLVEFISEHNDELLEKYIEGK-
YDYDLWIKAFISLIKESKVFPCFGGSALQDDGIIEFLN  238

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-------  285
             +  L      + +    G V+K+ + + G R  +++   G LR+R+ V+  G       
Sbjct  239  IIDRL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLRIREEVSYGGEFVKEID  297

Query  286  -------REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-



NDVLGDPTRLPRKR  337
                   +   KI+ +RI +  +    D    G++  +   S  +  D +GD   L  
K 
Sbjct  298  HVQNNSNQITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKT  354

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
              E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLE
Sbjct  355  QYEMTPTLMSKVIFDKNCNARE-
VLRYFKVLESEDPSLNVTWNEIFQEIHVHVMGKIQLE  413

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            V+  L+ E++ L     +  +IY E   +A+    H E  P   +A + L + PL   
SG
Sbjct  414  VLKELVKERFSLIVDFGKCQIIYKETIAEASIGRGHFE--
PLRHYAEVHLKLEPLPRNSG  471

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADF  516
            + +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DF
Sbjct  472  
IVFENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDF  531

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ +
++V+
Sbjct  532  
REATFRALRQGLEKAYNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLENKVI  591

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
              G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  592  INGRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIEDKAYNKNAD  
645

>CDA57645.1 small GTP-binding protein domain [Roseburia intestinalis 
CAG:13]
Length=902

 Score = 272 bits (695),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 195/621 (31%), Positives = 303/621 (49%), Gaps = 
38/621 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INI +LAHVDAGKTTL+E+LLY SG+I + G V+      DT  +ER RGITI +    
F



Sbjct  6    
INIAMLAHVDAGKTTLSEALLYKSGSIRKAGRVDNKDAFLDTNEMERNRGITIFSKQAVF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +  C+  ++DTPGH+DF AE+ R+L VLD A+L+IS  DGVQ  TR L+  L + 
+IPT
Sbjct  66   
SYGGCEFTLLDTPGHVDFSAEMERTLQVLDYAVLIISGADGVQGHTRTLWRLLARYDIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT--
DIEAWDAVIEN  181
             IF+NK+DQ G D + ++  ++D LS+       V  S     E+ T  D++ ++ 
V   
Sbjct  126  FIFVNKMDQLGTDHEKLLDQIKDTLSS-----ACVDFSKN---
EDGTYRDMDFYENVAVC  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            N+K+LE Y+ G  I  E  VRE    +Q   LFP ++GSA K  GI+ L+ A++   
+  
Sbjct  178  NEKVLEAYLEGGSIEEES-VRE---
MIQKRELFPCFFGSALKMEGIEELLFALSEYTKMP  233

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL------
KITEMR  295
              Q       +VFK+     G R  +L++  G L+ R+ ++   + K       K+ 
++R
Sbjct  234  EYQ--
EKFGATVFKITRDAQGSRLTHLKVTGGVLKARNLLSGHKQNKAEDIWEEKVNQIR  291

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPK-  353
            I S  +    D    G I  +   S     + LG           E  LP+L   +  
+ 
Sbjct  292  IYSGEKYETKDEVEAGTICAVTGLSYTYPGEGLGSQ--------
EESELPILEPVLTYEL  343

Query  354  ---
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  Q + ++  L  L + +P L    +    EI +  +G VQ+E++ AL+S++
+ +E
Sbjct  344  
ILPDGVQPQAMMPKLAMLEEEEPELHIVWNEELQEIKIQIMGEVQIEILKALISDRFGVE  403

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   ++Y E          H E  P   +A + L + P  +GSG+ + + VS    
+
Sbjct  404  VEFGTGKILYRETIADTVEGVGHFE--
PLRHYAEVHLLLEPGEIGSGLTFAADVSEDMFS  461

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



            +++Q  V   +      G L G  VTD K+    G  +   +   DFR        
Q LK
Sbjct  462  
RNWQRLVLTHLEEKEHVGVLTGSPVTDMKVTLVAGRAHIKHTEGGDFRQATYRAFRQGLK  521

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEP+  F L  P E + RA +D        +      +  V TG +P   
++ Y
Sbjct  522  
QAQSVLLEPWYDFRLEIPNECIGRAMNDIEGMSGKFDAPDRNGEMAVLTGIVPVASMRDY  581

Query  590  RTDLAFYTNGRSVCLTELKGY  610
              D+  YT G       L GY
Sbjct  582  VKDVTAYTKGHGSLTCTLHGY  602

>WP_009657363.1 MULTISPECIES: elongation factor G [Selenomonas]
 EFR41514.1 translation elongation factor G [Selenomonas sp. oral 
taxon 137 
str. F0430]
 EJP33947.1 translation elongation factor G [Selenomonas sp. FOBRC9]
Length=692

 Score = 267 bits (683),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 318/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ +R++L+A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFFNVMKMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V+   EI  E     E +     +A  E +D+L+EKY+ GE ++  ++    
++  
Sbjct  189  



DLGKVTDEVEIPAEYKEQAEEYREKLLEACAEADDELMEKYLGGEEVTEAEIRHAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE        
SA  
Sbjct  249  
IACEMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++   + P T   +E+
+  A
Sbjct  366  
DVVYSGDIAAAVGLKNTTTGDTLCDEAHPIILESMEFPDPVISVAVEPATKNDQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K+    +  +   +  +    L + P   G G  +E++V  G + + F N +  
G+
Sbjct  486  RKSVKSEGKFVR-
QSGGHGQYGHCWLELFPQEAGEGFTFENKVVGGVIPKEFINPIEAGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY+
Sbjct  545  
RQAMESGVVAGYPMVDIKVVVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAYVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSFY  674



>WP_015737677.1 GTP-binding protein [Paenibacillus sp. Y412MC10]
 ACX68029.1 small GTP-binding protein [Paenibacillus sp. Y412MC10]
Length=651

 Score = 266 bits (680),  Expect = 1e-76, Method: Compositional 
matrix adjust.
 Identities = 180/612 (29%), Positives = 301/612 (49%), Gaps = 
19/612 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+  +   D   +E++RGIT+ A   
+  
Sbjct  4    
TIGMFAHVDAGKTTLAEQLLYTTHTIQERGRVDHQSAYLDRHDIEKERGITVFADQATMH  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            ++     ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+P+ 
Sbjct  64   
FNGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKHGVPSF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVIENND  183
            +FINKID+ G D+  V+  +R +L+ D+       ++ E VL+E        + + 
E N+
Sbjct  124  LFINKIDRVGADVPRVLAEIRSELAEDVCW-----
ITEEDVLQEGLMQSSLIEFIAERNE  178

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            KLLE Y+ GE     + +      V+   LFP + GSA + +G+   M  +  L      
Sbjct  179  KLLELYM-GEGYEASRWLDAMTAMVRKGELFPCFSGSALQNVGVTHFMHQLD-
LLTVTDY  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKG  300
               AA  G  +K+ + + G R  Y++   GTL++RD +  ++G E +  K+T +R+ 
+ G
Sbjct  237  
DPEAAFAGRAYKIRHDEQGARLTYIKATGGTLQVRDEITYVSGTETITEKVTHIRLINGG  296

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 D  + G++  +   S     V +GD +     R   + +P L++ +  +++   
+
Sbjct  297  RATPVDRVHAGDLFAVTGISAAAAGVGMGDLS----
GRTVYELVPTLKSKVQFESSIHPK  352

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419



             +L     L   DP L  + D     I +  +G +QLEV+  ++ E++       
EP ++
Sbjct  353  
DMLRCFRLLDAEDPSLSVQWDEPAQAIHIHVMGIIQLEVLERIVFERFGYRIAFGEPEIL  412

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +A   + H E  P   +A + L + P    SG+ + +      L  ++Q+ 
V  
Sbjct  413  YKETITEAVVGSGHFE--
PLKHYAEVHLRLEPGERNSGILFANACHPDMLPVNYQHLVAQ  470

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      GL  G  VTD KI    G  ++  +   DFR      L Q L+++ + 
LLEP
Sbjct  471  
HVGERDHHGLLTGSPVTDMKITLLKGRAHNKHTHGGDFREATYRALRQGLEKTTSLLLEP  530

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +    E++ R   D  +  A+ +  +   D+V  TG  P   +  Y  +LA 
YT 
Sbjct  531  
YYHFKVKVDAEFIGRLMSDLTQAKASFDPPETVGDKVTVTGSAPVSTMMKYGMELAAYTK  590

Query  599  GRSVCLTELKGY  610
            GR        GY
Sbjct  591  GRGTISLVYGGY  602

>CED94179.1 Tetracycline resistance protein TetP [Romboutsia 
ilealis]
Length=664

 Score = 266 bits (681),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 168/632 (27%), Positives = 308/632 (49%), Gaps = 
25/632 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT  E LLY + AI + G V+   T  D   +E+QRGITI +   
+F++
Sbjct  5    
IGILAHVDCGKTTFCEQLLYHTNAIRKRGRVDNKDTFLDNHDIEKQRGITIFSEQATFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  ++ RS+ ++D A+++ISA + VQ+ T+ +F  LRK N
+PT+ 
Sbjct  65   
NESNYYLIDTPGHIDFSPDMERSIGIMDYAVIIISAIEKVQSHTKTVFRLLRKYNVPTIF  124



Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            F+NKID+ G +L  V+  +++ L++D+I I   ++L  + +L E    +  + + E 
+D 
Sbjct  125  FVNKIDREGANLDEVISDIKNSLTSDVINISDNLNLDLDNILNE----
DIIEFIAERDDY  180

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L E+Y+  E   ++  +   ++ +++++++P+ YGSA + +GI   +  +  L       
Sbjct  181  LFERYLE-EDYDKDLWIDTMKKMIKESNIYPLMYGSAIQDIGINEFIKRLDYL-
TYTNYN  238

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIPSKGEI  302
                  G V+K++Y D   R  Y++   G+++++D V  +    +  KI E+RI +  
+ 
Sbjct  239  
KEYEFIGKVYKIKYDDNKNRITYIKALQGSIKVKDEVNYSQGNNVNEKINEIRIYNSNKY  298

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGD--------PTRLPRKRWRED--
PLPMLRTTIAP  352
               + AY GE+  +   S      +GD          +L + + + +   +P L++ 
+  
Sbjct  299  TSINEAYAGEVFAVCGLSKA---
SIGDLVLSHNISEVKLSKFKVKNNLEMVPTLKSKVIF  355

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              +     +L     L + +P L    D    EI +  +G++QLE++ A++  ++ 
++  
Sbjct  356  
DNSLNIREVLGYFNILNNEEPALNVVWDETLKEIHIHAMGKIQLEILKAIVKNRFNIDVE  415

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 ++Y E          H E  P   +A + L +TP    SGV ++S   +  
L   
Sbjct  416  FGPCEILYKETIESEIIGYGHFE--
PLGHYAEVHLRITPNDRNSGVSFDSIAHVDDLILG  473

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             QN V+  I     +G+  G+ +TD  I    G  ++  ++  DFR      L Q 
L+ +
Sbjct  474  
HQNLVKTHIFEKDHKGILGGYPLTDVNITLLTGRAHNKHTSGGDFREATFRALRQGLENT  533

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEPY  F +    +Y+ R   D  K     E   + ++  +  G  P      
Y  
Sbjct  534  
KNILLEPYYKFSIEIAIDYVGRVMSDISKMSGEFEPPIINENLAIVNGRGPVATFMDYSL  593



Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            ++  ++ G         GY        +  +R
Sbjct  594  EIVSFSKGTGSISYIFDGYDICHNTEEVLEKR  625

>WP_008714945.1 elongation factor G [Veillonella sp. 3_1_44]
 EFG23247.1 translation elongation factor G [Veillonella sp. 3_1_44]
Length=691

 Score = 267 bits (683),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 316/667 (47%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKARLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEYEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISVEELKTALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPPIKGVVPGTEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI



Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKSPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V  G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVESGVKEAMESGVIAGYPMVDVKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY++  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMAVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGSQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>WP_083624950.1 GTP-binding protein [Roseburia sp. 831b]
Length=900

 Score = 271 bits (694),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 190/624 (30%), Positives = 301/624 (48%), Gaps = 
43/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+ LY SG I + G V+      DT  LER RGITI 



+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSENFLYLSGCIRKMGRVDNQDAFFDTDRLERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +  ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  LF  L 
+  
Sbjct  61   
AGFTWKDTQFTLLDTPGHIDFSAEMERTLQVLDYAILVISGADGVQGHTMTLFRLLERYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP   F+NK+DQ G D  + +  ++++L ++ I             EEN D    + 
V  
Sbjct  121  IPVFFFVNKMDQPGTDRNTRLMELKERLDSNCIW---------FNQEENPDF--
LEEVAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++++LE++++   I +E++    Q  +    +FPV++GSA K  G++ L+DA+    
+ 
Sbjct  170  GDEEVLEQFLSTGEIPKEQI----
QDMIAARKIFPVFFGSALKAEGVEELLDALDCYMKE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--------
KLKIT  292
               +        V+K+   + G R  + ++  G L+++    L+G+E        + 
KI 
Sbjct  226  --REYPKEFGAKVYKIARDEQGNRLTFCKITGGALKVK--
ALLSGKENGAKKEDWEEKIN  281

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++RI S  +    D    GE+  L         + +GD          E  LP+L   
+ 
Sbjct  282  QIRIYSGEKYETVDEVLAGEVCALTGLTHTYPGEGIGDE--------
EETGLPVLEPVLT  333

Query  352  PKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             +     E     +L  L  L + DP L    D    EI +  +G VQ+EV+ +++
+E++
Sbjct  334  
YRVLLPEEVDAAVMLPKLRVLEEEDPTLHVIWDENLQEIQIQLMGEVQIEVLKSVIAERF  393

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++      S++Y E          H E  P   +A + L + P   GSG+   +  
S  
Sbjct  394  DVDVSFDAGSIVYKETITNTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGISIATNCSED  451

Query  468  YLNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L++++Q  +   +     +G L G  +TD KI    G  +   +   DFR      
+ Q
Sbjct  452  
ILDKNWQRLISTHLEEKEFKGVLTGSVLTDVKITVVGGRAHQKHTEGGDFRQATYRAVRQ  511

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L ++ + LLEP+  F L  P + + RA  D  K     +T     ++ V TG IP   
+
Sbjct  512  
GLMQAESVLLEPFYRFRLEVPMDCVGRAMTDIEKRNGIFQTPDTNGEQSVLTGRIPVSTM  571

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            + Y+ +L  YT GR     EL GY
Sbjct  572  RDYQKELLAYTKGRGKLFCELDGY  595

>WP_067846524.1 elongation factor G [Alicyclobacillus mali]
Length=691

 Score = 267 bits (683),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 315/668 (47%), Gaps = 
62/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKMGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  + V  ++++L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYVNKMDIVGADFLACVDQMKNRLGAKAVPIQLPIGAEDTFKGMVDLIEMKAIIYTD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++    ENTDI             E  +AV E N++L+ KY+ GE ++ E++    
+   
Sbjct  189  
DLGTRAENTDIPPEMQSLAEEKRAEMIEAVAEVNEELMMKYLEGEELTIEEIKAGLREGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ------
GSAALC  250
                LFPV  GS+ +  G+QP++DAV               F P G++       +    
Sbjct  249  
CKGVLFPVLCGSSYRNKGVQPMLDAVVEYLPAPNDIPAIKGFTPEGQEVERHSSDTEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL+    V       RE++ +I +M    + EI   
+
Sbjct  309  
ALAFKIMSDPFVGKLAFFRVYSGTLQSGSYVLNSTKGKRERIGRILQMHANHREEI---E  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      + P P++  +I PKT A ++++  
AL
Sbjct  366  
EVYAGDIAAAVGLKDTTTGDTLCDEKNVVVLESMDFPDPVISVSIEPKTKADQDKMALAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I+  +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRTYTDQETGQTIIQGMGELHLEIIVDRMQREFKVECNVGKPQVAYRETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + + + PL  G G  +E+++  G + + +  AV 
+GI+ 
Sbjct  486  
KRVDQEGRFVRQSGGRGQYGHVKIILEPLERGQGFVFENKIVGGVVPKEYIPAVEEGIQE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F+    + L+   +++   LLEP 
+  
Sbjct  546  
AMRNGVLAGYPLVDIKATLYDGSYHEVDSSEMAFKIAGSMALKAGAEKANPTLLEPVMRV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEYMGDILGDVNARRGRVEGMETRGNASVIKAYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGY  610
               EL  Y
Sbjct  666  YSMELAYY  673

>WP_077842625.1 GTP-binding protein [Clostridium beijerinckii]



 OOM63792.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
 OOM70432.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
 CUU47150.1 Small GTP-binding protein [Clostridium beijerinckii]
Length=678

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 188/652 (29%), Positives = 314/652 (48%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSIANRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF AE+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSAEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   VV+ ++  LS+D   I        +   EE  DI  +D        
Sbjct  125  FINKLDRTGADKDRVVREIKRDLSSDACYIDNNFIYDSK---
EEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND+LLEKYI G     + L++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDELLEKYIEG-
NYDYDLLIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------  287
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G         
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKIREEVSYGGEFVKEFDHV  299

Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWR  339
                     KI+ +RI +  +    D    G++  +   S   + D +GD   L  
K   
Sbjct  300  QNNSNEITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVVGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399



            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSNVIFDKNCNARE-
ILRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   + +    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFGLVVDFGKCQIIYKETIAEESIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ + 
+V+  
Sbjct  534  
ATFRALRQGLEKAYNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLESKVIVN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>PIP74576.1 elongation factor G [Candidatus Levybacteria bacterium 
CG22_combo_CG10-13_8_21_14_all_35_11]
 PJA91473.1 elongation factor G [Candidatus Levybacteria bacterium 
CG_4_9_14_3_um_filter_35_16]
 PJC54692.1 elongation factor G [Candidatus Levybacteria bacterium 
CG_4_9_14_0_2_um_filter_35_21]
Length=701

 Score = 267 bits (683),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 196/681 (29%), Positives = 321/681 (47%), Gaps = 
65/681 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G ++ G T+ D M  E++RGITI 
+A T
Sbjct  12   
KIRNIGIIAHIDAGKTTTTERILFYTGKTYKIGDIDDGNTQMDWMDQEKERGITIVSAAT  71

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++    
K N+
Sbjct  72   
TAFWKNYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWRQADKYNV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + F+NK+D+ G D  + V+S+ D+L A                   D++ K+ +    
Sbjct  132  
PRICFVNKMDKLGADFLATVKSIEDRLGANPAIMVLPIGVESSFIGTVDLLTKKAIIWGS  191

Query  159  -------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    +S EI  E    +E +     + + EN+D L+EKY+ GE +S E+L    
+R
Sbjct  192  
DQLGAEFKVSDEIPAEMKDQVEEYRHKLVEKIAENDDVLMEKYLNGEEMSIEELKAGLRR  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGE------
QGSA  247
             V    L P+Y GS+ +  G+QPL+D             AV G+    GE        
S 
Sbjct  252  
AVIAYRLVPIYAGSSLRNKGVQPLLDAVIDYLPSPLDVGAVKGINPKTGEVEERKPDPSE  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK++      +  Y R+YSG +     +    +       +I  M    + 
E+ 
Sbjct  312  
PFAGLAFKIQIDPHVGKLTYFRVYSGKVAAGSYIFNGNKNNQERVGRILLMHANHREEV-  370

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                AY GEIV L    +    D L +  +         P P++   I PKT A 
+E+L 
Sbjct  371  --
KEAYSGEIVALVGFKNTGTGDTLTEDKKPIILEQITFPEPVISLAIEPKTKADQEKLG  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             +L +L++ DP    + +  T + I+S +G +QLE++   +  ++ +   V  P V 
Y E
Sbjct  429  
FSLKRLSEEDPTFSIKTNHETGQTIISGMGELQLEIMVDRMKREFGVMANVGAPQVAYKE  488

Query  423  R-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++A     +I +      +    L V P   G G ++ + +  G +   F  +
++ G
Sbjct  489  
TVKIQAEGEGKYIRQSGGRGQYGHCFLRVEPKPRGEGYEFINAIKGGAIPAEFITSIQKG  548



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D  +    G ++   S+   F+  A   L+ A +++   
LLEP 
Sbjct  549  
VKETMENGILLGYPMVDMNVTVYDGSFHEVDSSDVAFKIAASQALQAACRKAQLTLLEPI  608

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P E++     D     A I   + K    V    +P   +  Y T L   
+ G
Sbjct  609  
MKVEVTTPGEFMGDIIGDLSSKRAQIMGTEEKGRATVILAMVPLAELSGYATILRSMSQG  668

Query  600  RSVCLTELKGYQAAVGQPVIQ  620
            R+    E   Y+      V+Q
Sbjct  669  RASYYMEPSHYEDVPQNIVVQ  689

>WP_071274296.1 GTP-binding protein [Bacillus aryabhattai]
 OHY76301.1 elongation factor G [Bacillus aryabhattai]
 OUT31374.1 elongation factor G [Bacillus aryabhattai]
 OVE37883.1 elongation factor G [Bacillus aryabhattai]
Length=653

 Score = 266 bits (680),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 192/649 (30%), Positives = 316/649 (49%), Gaps = 
46/649 (7%)

Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
L+K
Sbjct  61   
DQGTFVYNDSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--SLSPEIV-
LEENTDIE  173
              +P   FINKID+ G D + V+  ++  L+ D+  I  + V  SLS E++      
D E
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTPDVFDITSELVDGSLSEELIEFTAEKDEE  180

Query  174  AWDAVIE-
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              DA +E  ND+   K                Q+ +Q   +FP   GSA + +GI+  



++
Sbjct  181  FLDAFMEGKNDQAYWKAAM-------------
QKLIQANQIFPCACGSALQDIGIESFLE  227

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             +  L +    Q   A  G V+K+ + + G R  +++  SGTL++RD V+    
EKL   
Sbjct  228  NLDLLTETHYSQ-
EEAFSGRVYKIRHDENGMRLTFIKALSGTLQVRDEVSYEKNEKLYEE  286

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +       +    GE+  +    S  + D LG    L   R  E  LP 
L++
Sbjct  287  KITQIRAYNGNTFKNVNEGSAGELFAVTGLSSPSIGDGLG---TLKESRSYE-
LLPTLKS  342

Query  349  ------
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  ++ PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV
+  L
Sbjct  343  KVVFEPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKL  396

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            + E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+
Sbjct  397  IKERFNINVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEEAERNSGITFEN  454

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
                  L+  +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR    
Sbjct  455  
ACHADDLSVGYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCTGRAHNKHTSGGDFREATY  514

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              L Q L+++   +LEPY  F +    + + R   D        ++    +++ + 
TG++
Sbjct  515  
RALRQGLEKAKNIVLEPYYDFKIKVDIDQMGRVLADVQSSHGRFDSPVTTENKAIITGKV  574

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            P      Y + LA +T+G+       +GY+     + VI+  R N   D
Sbjct  575  PVATFMNYGSTLASFTHGKGAMSLLFRGYERCHNEEEVIERIRYNKEAD  623

>WP_098325311.1 GTP-binding protein [Bacillus megaterium]
 PEW20745.1 elongation factor G [Bacillus megaterium]
 PEZ47703.1 elongation factor G [Bacillus megaterium]
Length=653



 Score = 266 bits (680),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 183/636 (29%), Positives = 312/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+AG D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRAGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDMGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  



PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>ARF99847.1 elongation factor G [Veillonella atypica]
Length=691

 Score = 267 bits (683),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 193/667 (29%), Positives = 316/667 (47%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGAEDTFEGIIDLMTMKAEIYKS  188



Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE I+ E+L    
++ V
Sbjct  189  
DDGKEYEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEITIEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIGEQGSAALCGSV--------------  253
                LFPV  GS+ K  G+Q L+DAV      PI      A+ G+V              
Sbjct  249  IANQLFPVLCGSSYKNKGVQMLLDAVVDYMPAPID---
IPAIKGTVPGTEEETTRPSSDD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       +  + R+YSGTL     V  + + K     +I +M   +
+ EI
Sbjct  306  
EPFSALAFKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ---DMVYAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLR  658



Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>WP_045574719.1 GTP-binding protein [Desulfosporosinus sp. I2]
 KJR47168.1 hypothetical protein UF75_2465 [Desulfosporosinus sp. 
I2]
Length=881

 Score = 271 bits (693),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 194/617 (31%), Positives = 300/617 (49%), Gaps = 
36/617 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + +GILAHVDAGKTTL+E LLY SG I   G V+K     DT  LER RGITI 
+  
Sbjct  1    
MQKLVLGILAHVDAGKTTLSEGLLYLSGKIGRLGRVDKKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
ALFEIGETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLDMYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ+G D        +DKL  + + KQ    S E    E  D   +D 
+  
Sbjct  121  IPVFLFVNKMDQSGTD--------KDKLMKE-LKKQLDDGSIEFGQVETDDF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + ++E ++    I   ++    +R V +  +FP ++GSA K  G++PLM  +      
Sbjct  170  REEIMMETFLETGDIETSQI----
KRAVTERRVFPCFFGSALKLEGVEPLMQGIVKY--A  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +     A     +FK+   + G R  Y++L  G L+++D +  +  E+ K+ ++RI 
S  
Sbjct  224  LIPAYPAEFGAKLFKIARDEQGNRLTYMKLTGGKLKVKDVLTNSIWEE-
KVNQIRIYSGQ  282

Query  301  EIVRTDTAYPGEIVILPSDS-VRLNDVLG-----
DPTRLPRKRWREDPLPMLRTTIAPKT  354
            +    +    G +  +   S  R  D LG     DP  L          P+L   I    
Sbjct  283  KFEAVNEIGAGSVCAVTGLSQTRPGDGLGLEQASDPPVLE---------
PVLSYQIILPE  333



Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +L  L Q+ + +P L    D    EI    +G VQ+E++ +L+  ++ +E    
Sbjct  334  
GCDPRVMLPKLRQIEEEEPELHIAWDEQLQEIQAQIMGEVQIEILQSLIQSRFGVEVAFD  393

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               ++Y E  +       H E  P   +A + L +TP   GSG+Q+E+  S   L 
+S+Q
Sbjct  394  AGRIVYKETIVNVVEGVGHFE--
PLRHYAEVHLLLTPGEPGSGLQFEAECSEDVLGKSWQ  451

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  ++  +   DFR  A   + Q 
LKE+ +
Sbjct  452  
RLILSHLEEKAHKGVLTGSGITDLKITLVSGRAHNKHTEGGDFREAAYRAVRQGLKEAKS  511

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+ +F L  P + + RA  D  K   T E +Q   +  V  G  P   ++ Y
+ ++
Sbjct  512  
ILLEPFYAFQLELPVKMVGRAMTDIEKMQGTCELSQTNGEMAVLVGSAPVITLRNYQKEV  571

Query  594  AFYTNGRSVCLTELKGY  610
              Y+ G       LKGY
Sbjct  572  VAYSKGLGRLFCSLKGY  588

>WP_087058384.1 elongation factor G [Marinilactibacillus 
psychrotolerans]
 SJN33602.1 Translation elongation factor G [Marinilactibacillus 
psychrotolerans 
42ea]
Length=697

 Score = 267 bits (683),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 201/677 (30%), Positives = 317/677 (47%), Gaps = 
78/677 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  70   
TAQWNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----  158
            P ++F+NK D+ G +      S+ D+L A+                   ++K        
Sbjct  130  
PRIVFVNKQDKLGANFLDANHSLHDRLQANAHPIQLPIGAEDDFSGIIDLVKMKAFMYGN  189

Query  159  SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI  EE         E W     +AV E ++ L+ +Y+ GE IS+E+L    
++  
Sbjct  190  
DLGTEISEEEIPADYQELAEEWHDKLVEAVAEMDEDLMMQYLEGEEISQEQLKEGIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA----------------  248
                 +PV  GSA K  G+Q L+DAV   L  P+     QG A                 
Sbjct  250  
LSVEFYPVLVGSAFKNKGVQLLLDAVVDYLPSPLDVPAIQGHAQRDPEEIIERTAGDDKP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGTL     +  A    RE++ +I +M   S+ 
EI  
Sbjct  310  
FSALAFKVMTDPYVGRLTFFRVYSGTLESGSYILNATKDSRERVGRILQMHANSRQEIPE  369

Query  305  TDTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                + G+I      +V L D         L  P  L    +   P P+++  I 
PK+ A
Sbjct  370  V---FSGDIAA----AVGLKDTTTGDTLCDLDSPVILESMEF---
PEPVIQVAIEPKSKA  419

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             ++++  AL +LA+ DP  R E D  T E ++S +G + L+++   +  ++K+E  
V  P
Sbjct  420  
DQDKMGIALQKLAEEDPTFRAETDQETGETLISGMGELHLDIIVDRMKREFKVEANVGAP  479

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K          +      +  + +  TP   G+G ++E  +  G + 
+ + 
Sbjct  480  
QVSYRETFTKQVQSEGKFVRQSGGKGQYGHVWVEFTPNEEGAGFEFEDAIVGGVVPREYI  539

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533



             AV+ G+   LE G L G+ + D K     G Y+   S    F+  A + L+ A K
++G 
Sbjct  540  
PAVKAGLEASLENGVLAGYPLVDVKAKLYDGSYHDVDSNETAFKVAASLALKNAAKKAGA  599

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP ++  +  P++Y+             IE ++ + + ++  G IP   +  Y 
T L
Sbjct  600  
VILEPIMAVDVTVPEDYMGDIMGHISARRGNIEGSEQRGNTMIVRGMIPLAEMFGYATTL  659

Query  594  AFYTNGRSVCLTELKGY  610
               T GR     +   Y
Sbjct  660  RSATQGRGTFSMQFDHY  676

>CBL14198.1 small GTP-binding protein domain [Roseburia intestinalis 
XB6B4]
Length=902

 Score = 271 bits (694),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 197/621 (32%), Positives = 301/621 (48%), Gaps = 
38/621 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INI +LAHVDAGKTTL+E+LLY SG+I + G V+      DT  +ER RGITI +    
F
Sbjct  6    
INIAMLAHVDAGKTTLSEALLYKSGSIRKAGRVDNKDAFLDTNEMERNRGITIFSKQAVF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +  C+  ++DTPGH+DF AE+ R+L VLD A+L+IS  DGVQ  TR L+  L + 
+IPT
Sbjct  66   
SYGGCEFTLLDTPGHVDFSAEMERTLQVLDYAVLIISGADGVQGHTRTLWRLLARYDIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT--
DIEAWDAVIEN  181
             IF+NK+DQ G D + ++  ++D LS+       V  S     E+ T  D++ ++ 
V   
Sbjct  126  FIFVNKMDQLGTDHEKLLDQIKDTLSS-----ACVDFSKN---
EDGTYRDMDFYENVAVC  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            N+K+LE Y+ G  I  E  VRE    +Q   LFP ++GSA K  GI+ L+ A++   
+  
Sbjct  178  NEKVLEAYLEGGSIEEES-VRE---
MIQKRELFPCFFGSALKMEGIEELLFALSEYTKMP  233



Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKITEMR  295
              Q       +VFK+     G R  +L++  G L+ R+ +    + K       K+ 
++R
Sbjct  234  EYQ--
EKFGATVFKITRDAQGSRLTHLKVTGGVLKARNLLTGHKQNKPEDIWEEKVNQIR  291

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPK-  353
            I S  +    D    G I  +   S     + LG           E  LP+L   +  
+ 
Sbjct  292  IYSGEKYETKDEVEAGTICAVTGLSYTYPGEGLGSQ--------
EESELPILEPVLTYEL  343

Query  354  ---
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  Q + ++  L  L + +P L    +    EI +  +G VQ+E++ AL+S++
+  E
Sbjct  344  
ILPDGVQPQAMMPKLAMLEEEEPELHIVWNEELQEIKIQIMGEVQIEILKALISDRFGAE  403

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   ++Y E          H E  P   +A + L + P   GSG+ + + VS   
L+
Sbjct  404  VEFGTGKILYRETIADTVEGVGHFE--
PLRHYAEVHLLLEPGETGSGLTFAADVSEDMLS  461

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +      G L G  VTD K+    G  +   +   DFR        
Q LK
Sbjct  462  
RNWQRLVLTHLEEKEHVGVLTGSPVTDMKVTLVAGRAHIKHTEGGDFRQATYRAFRQGLK  521

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEP+  F L  P E + RA +D        +      +  V TG +P   
I+ Y
Sbjct  522  
QAQSVLLEPWYDFRLEIPNECIGRAMNDIEGMSGKFDAPDRNGEMAVLTGIVPVASIRDY  581

Query  590  RTDLAFYTNGRSVCLTELKGY  610
              D+  YT G       L GY
Sbjct  582  AKDVMAYTKGHGSLTCTLHGY  602

>OLR40953.1 translation elongation factor G [Roseburia sp. 831b]
Length=908

 Score = 271 bits (694),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 190/624 (30%), Positives = 301/624 (48%), Gaps = 
43/624 (7%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+ LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  9    
MKKITTGIVAHVDAGKTTLSENFLYLSGCIRKMGRVDNQDAFFDTDRLERARGITIFSKQ  68

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +  ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  LF  L 
+  
Sbjct  69   
AGFTWKDTQFTLLDTPGHIDFSAEMERTLQVLDYAILVISGADGVQGHTMTLFRLLERYQ  128

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP   F+NK+DQ G D  + +  ++++L ++ I             EEN D    + 
V  
Sbjct  129  IPVFFFVNKMDQPGTDRNTRLMELKERLDSNCIW---------FNQEENPDF--
LEEVAM  177

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++++LE++++   I +E++    Q  +    +FPV++GSA K  G++ L+DA+    
+ 
Sbjct  178  GDEEVLEQFLSTGEIPKEQI----
QDMIAARKIFPVFFGSALKAEGVEELLDALDCYMKE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--------
KLKIT  292
               +        V+K+   + G R  + ++  G L+++    L+G+E        + 
KI 
Sbjct  234  --REYPKEFGAKVYKIARDEQGNRLTFCKITGGALKVK--
ALLSGKENGAKKEDWEEKIN  289

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++RI S  +    D    GE+  L         + +GD          E  LP+L   
+ 
Sbjct  290  QIRIYSGEKYETVDEVLAGEVCALTGLTHTYPGEGIGDE--------
EETGLPVLEPVLT  341

Query  352  PKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             +     E     +L  L  L + DP L    D    EI +  +G VQ+EV+ +++
+E++
Sbjct  342  
YRVLLPEEVDAAVMLPKLRVLEEEDPTLHVIWDENLQEIQIQLMGEVQIEVLKSVIAERF  401

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++      S++Y E          H E  P   +A + L + P   GSG+   +  
S  



Sbjct  402  DVDVSFDAGSIVYKETITNTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGISIATNCSED  459

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L++++Q  +   +     +G L G  +TD KI    G  +   +   DFR      
+ Q
Sbjct  460  
ILDKNWQRLISTHLEEKEFKGVLTGSVLTDVKITVVGGRAHQKHTEGGDFRQATYRAVRQ  519

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L ++ + LLEP+  F L  P + + RA  D  K     +T     ++ V TG IP   
+
Sbjct  520  
GLMQAESVLLEPFYRFRLEVPMDCVGRAMTDIEKRNGIFQTPDTNGEQSVLTGRIPVSTM  579

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            + Y+ +L  YT GR     EL GY
Sbjct  580  RDYQKELLAYTKGRGKLFCELDGY  603

>CUN04340.1 Vegetative protein 19 [[Eubacterium] hallii]
Length=887

 Score = 271 bits (693),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 185/609 (30%), Positives = 301/609 (49%), Gaps = 
29/609 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E +LY SG + + G V+      DT  LER RGITI +    
F  
Sbjct  1    
MGILAHVDAGKTTLSEGMLYLSGTVRKLGRVDHKDAFLDTYSLERDRGITIFSKQAVFSL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               ++N++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L+   
IPT I
Sbjct  61   
GNRRINLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWKLLKLYEIPTFI  120

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+DQ G D +S++  ++++L               IV  +  ++E+ + +   
++ +
Sbjct  121  FINKMDQPGTDRESLLAELKERLDEGC-----------
IVFGKGKNVESLEEIAMTDEAV  169

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E +     R +++  +FP Y+GSA K  G+Q L+       +P    



G
Sbjct  170  LDYFMEHETVRNEDIC----
RLIRERKIFPCYFGSALKLDGVQELLAGFEEYMKPF--DG  223

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   VFK+   D G+R  +L++  G L     V +   +  KI ++RI S  +    
Sbjct  224  KKEFGARVFKISRDDKGERLTFLKVTGGKL----
VVKMPINKAEKINQIRIYSGAKYEAV  279

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +    G +  +   S   +  +G    + +        P+L   +     A   +
+L  L
Sbjct  280  NEVEAGGVCAVTGLS---
SSYIGQGLGVEKGTAAPFLEPVLTYQMILPEGADTTKVLREL  336

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       ++Y 
E   
Sbjct  337  
KQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVYKETIK  396

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                   H E  P   +A + L + PL  GSG+ +++  S   L++++Q  +   +
+   
Sbjct  397  SPVVGVGHYE--
PLRHYAEVHLKMEPLEAGSGLVFDTDCSEDVLDRNWQRLILTHLQERE  454

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G  +TD KI    G  +   +   DFR      + Q LK + + LLEP+ 
SF+L
Sbjct  455  
HPGVLTGAPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESVLLEPWYSFVL  514

Query  545  YAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
              P E + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ ++  YT 
GR  
Sbjct  515  
EVPSEQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVWAYTKGRGR  574

Query  603  CLTELKGYQ  611
                LKGY+
Sbjct  575  ITLTLKGYE  583

>WP_070430142.1 MULTISPECIES: elongation factor G [Aerococcus]
 OFK13471.1 elongation factor G [Aerococcus sp. HMSC072A12]
 OFR35609.1 elongation factor G [Aerococcus sp. HMSC061A03]
 OFT43544.1 elongation factor G [Aerococcus sp. HMSC06H08]



Length=696

 Score = 267 bits (683),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 199/672 (30%), Positives = 315/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  70   
TAQWQGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQADTYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++RD+L A+                I   V++  
EI  +
Sbjct  130  
PRIVFANKMDKLGADFLYAVSTIRDRLGANAHPIQLPIGAEDNFTGIIDLVTMKAEIYKD  189

Query  168  ------ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI        E W     +A+ + +++L+  Y+ GE IS ++L    
++  
Sbjct  190  
DLGTEIEETDIPEEYQEQAEEWRTDLVEAIADTDEELMMAYLEGEEISEDQLKAAIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIGEQ--------------
GSAA  248
                 FPV  GSA K  G+Q ++DAV           PI  +                
A 
Sbjct  250  
LALDFFPVMCGSAFKNKGVQMMLDAVIDYLPAPTDVPPIEAEMANDPEHTFEVRANDDAP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGTL     V  A    RE++ +I  M   S+ 
E+  
Sbjct  310  
FSALAFKVMTDPYVGRLTFFRVYSGTLEAGSYVLNATSDTRERVGRILFMHANSRSEV--  367

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTAAQRERLL  362
             +  + G+I   +   +    D L D T+ P    R E P P++   I P T A +
+++ 
Sbjct  368  -EEVFSGDIAAAVGLKNTTTGDTLCD-



TKTPIILERMEFPEPVIEVAIEPNTKADQDKMQ  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++ +E  V  P V 
Y E
Sbjct  426  
LALAKLAEEDPTFRATTDQETGQTIIAGMGELHLDIIVDRLKREFNVEASVGAPQVSYRE  485

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               KA  A      +      +  + +  TP   G+G ++E  +  G + + +  
+V  G
Sbjct  486  
TFTKATQAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFEDAIVGGVVPREYIPSVEAG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ + F+  A + L  A K++G  
+LEP 
Sbjct  546  
LKDAMENGVLAGFPLVDVKAKLYDGSYHDVDSSESAFKVAASLALRNAAKDAGAVILEPM  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P EYL             IE  + + + +     +P   +  Y T L   
T G
Sbjct  606  
MKVDVVVPDEYLGDVMGHVSARRGRIEGQEPRGNAIQIHSMVPLSEMFGYATTLRSATQG  665

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  666  RGTFTMAFDHYE  677

>OGL66124.1 translation elongation factor G [Candidatus Uhrbacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_47_11]
 OGL68792.1 translation elongation factor G [Candidatus Uhrbacteria 
bacterium 
RIFCSPHIGHO2_02_FULL_46_47]
 OGL75254.1 translation elongation factor G [Candidatus Uhrbacteria 
bacterium 
RIFCSPHIGHO2_12_FULL_47_11]
 OGL81597.1 translation elongation factor G [Candidatus Uhrbacteria 
bacterium 
RIFCSPLOWO2_01_FULL_47_24]
 OGL83979.1 translation elongation factor G [Candidatus Uhrbacteria 
bacterium 
RIFCSPLOWO2_02_FULL_46_25]
 OGL91564.1 translation elongation factor G [Candidatus Uhrbacteria 
bacterium 
RIFCSPLOWO2_12_FULL_47_10]
Length=694



 Score = 267 bits (683),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 200/690 (29%), Positives = 318/690 (46%), Gaps = 
77/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +L+ +G   + G V +G T  D M  ER+RGITI 
AA T
Sbjct  9    
KTRNIGIIAHIDAGKTTVTERVLFYTGKKHKIGEVHEGDTTMDWMEQERERGITITAAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA++V     GV+ Q+   +H   
+  +
Sbjct  69   
TCFWKTHRINIIDTPGHIDFTVEVKRSLRVLDGAVVVFDGVAGVEPQSETNWHYADEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P V FINK+D+ G D  + ++S+ D+L+                    D++ ++      
Sbjct  129  
PRVCFINKLDRMGADFFADLKSIHDRLTTKAHPLQLPIGAEENFVGIVDLLTRKAYIYKD  188

Query  163  EI--VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            ++  V+EE T+I A              +A+ EN++ LL KY+AGE I  E L R  
+  
Sbjct  189  DLGKVIEE-
TEIPADLKEKSEEYRHKLVEAIAENDEALLNKYLAGEDIPVEDLKRVLREA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--------------------
PIGEQGSA  247
            V D ++ PV  GSA K  G+Q ++DAV                         P+      
Sbjct  248  
VIDFNIVPVLCGSALKNKGVQFMLDAVVDYLPNPLDIPPPKAVDPDDKTKEIPVRVADDE  307

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR---  304
                  FK+       +  + R+YSGTL+       AG   L  T       G 
IVR   
Sbjct  308  HFTALAFKIAADPFIGKLCFFRIYSGTLK-------
AGSYVLNATTGETERIGRIVRMHA  360

Query  305  -----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  D  Y GEI   +   +      L +P           P P++   I PKT 
A +
Sbjct  361  
NTREDVDEVYAGEIAAAVGLKNTFTGHTLCEPDYPVLLESITFPEPVIAVAIEPKTKADQ  420

Query  359  



ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  A+ +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+E  V  
P V
Sbjct  421  
EKMGIAMQKLAEEDPTFRVRTDEETLQTIIAGMGELHLEIIVDRMKREFKVEANVGRPQV  480

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E  R +  A      +      +    L V P + G G ++E  +  G + + 
F  A
Sbjct  481  
AYKETIRKVAEAEGKYIRQSGGKGQYGHCYLRVEPRARGEGYEFEDELKGGAIPREFVPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            ++ GI+  +E+G+  G+ + D K+    G Y+   S+ A F+    + L+  +K +   
L
Sbjct  541  
IQKGIKEAMEKGVVAGYPLIDMKVAVYDGSYHDVDSSEAAFKIAGSMALQSGVKRASPVL  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+ ++     D       I+  + +++  V   ++P   +  Y T 
L  
Sbjct  601  
LEPIMKIEVLTPENFMGTVIGDLNSKRGVIKEMRDRQNIKVIDADVPLAEMFGYATALRS  660

Query  596  YTNGRSVCLTELKGYQ---AAVGQPVIQPR  622
             T GR     E   Y    + V Q +I+ +
Sbjct  661  MTQGRGSYTMEFSHYAEVPSNVAQSIIEKK  690

>WP_039307741.1 GTP-binding protein [Clostridium botulinum]
 AIY81101.1 small GTP-binding domain protein [Clostridium botulinum 
202F]
 KON12181.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 266 bits (680),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 170/634 (27%), Positives = 311/634 (49%), Gaps = 
28/634 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I + G V+   +  D   +E+QRGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRKLGRVDHKNSFLDKHDIEKQRGITVFSEQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  



Sbjct  65   
NDNEYYLIDTPGHIDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKNDIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   ++++V+  ++ KL++++ +I +T+S        +  + E  + + E 
++K
Sbjct  125  FINKIDREIANIENVINDIKVKLTSNLCLIDRTLS-------
NKKMETELIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+          +   +R+++   +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEVYLDS-
GYDEALWINYMKRQIKAGKVFPCLSGSALLDMNIDDFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  SG L+++D++     E     KI ++RI 
+  +
Sbjct  237  
NDEKFKGKVYKIRYDEKGSKVTYIKALSGCLKVKDSLLYTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                DTAY G++  +      ++   +G+ T L   +   + +P L++ +        
+ 
Sbjct  297  FTLEDTAYAGDVFGVTGLTKFKIGHGIGE-TNL---
KTNYNIVPTLKSKVIFNELVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    EI +  +G++QLEV+  ++ E++KL     +  
V+Y
Sbjct  353  
MLSYFKILEEEDPGLNVLWDENLQEINIHIMGKIQLEVLKEVVKERFKLNIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SG+ +ES+  +  LN  +Q  
++  
Sbjct  413  KETIENKVNGYGHFE--
PLRHYAEVYLQLEPGERNSGITFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDLKIILLNGRSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599



                +    EY+ R   D  +   +    +  +++ +  G  P      Y  +L  
+T G
Sbjct  531  
YKLKITVENEYVGRVLSDIQRLSGSFNEQETLENKTIIFGRGPVATFMNYSMELISFTKG  590

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            + +      GY         +    N+ ++K+++
Sbjct  591  KGIIALSFDGYD--------ECHNSNAVIEKIKY  616

>WP_055182960.1 GTP-binding protein [[Eubacterium] hallii]
Length=904

 Score = 271 bits (694),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 186/611 (30%), Positives = 303/611 (50%), Gaps = 
29/611 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +GILAHVDAGKTTL+E +LY SG + + G V+      DT  LER RGITI +    
F
Sbjct  16   
IVMGILAHVDAGKTTLSEGMLYLSGTVRKLGRVDHKDAFLDTYSLERDRGITIFSKQAVF  75

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++N++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L+   
IPT
Sbjct  76   
SLGNRRINLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWKLLKLYEIPT  135

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D +S++  ++++L               IV  +  ++E+ + +   
++
Sbjct  136  FIFINKMDQPGTDRESLLAELKERLDEGC-----------
IVFGKGKNVESLEEIAMTDE  184

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             +L+ ++  E +  E +     R +++  +FP Y+GSA K  G+Q L+       
+P   
Sbjct  185  AVLDYFMEHETVRNEDIC----
RLIRERKIFPCYFGSALKLDGVQELLAGFEEYMKPF--  238

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
             G       VFK+   D G+R  +L++  G L ++  +  A     KI ++RI S  
+  
Sbjct  239  DGKKEFGARVFKISRDDKGERLTFLKVTGGKLVVKMPINKAE----
KINQIRIYSGAKYE  294

Query  304  



RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              +    G +  +   S   +  +G    + +        P+L   +     A   
++L 
Sbjct  295  AVNEVEAGGVCAVTGLS---
SSYIGQGLGVEKGTAAPFLEPVLTYQMILPEGADTTKVLR  351

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       +
+Y E 
Sbjct  352  
ELKQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVYKET  411

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     H E  P   +A + L + PL  GSG+ +++  S   L++++Q  +   
++ 
Sbjct  412  IKSPVVGVGHYE--
PLRHYAEVHLKMEPLEAGSGLVFDTDCSEDVLDRNWQRLILTHLQE  469

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G L G  +TD KI    G  +   +   DFR      + Q LK + + LLEP
+ SF
Sbjct  470  
REHPGVLTGAPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESVLLEPWYSF  529

Query  543  ILYAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +L  P E + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ ++  
YT GR
Sbjct  530  
VLEVPSEQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVWAYTKGR  589

Query  601  SVCLTELKGYQ  611
                  LKGY+
Sbjct  590  GRITLTLKGYE  600

>CNJ03978.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
Length=146

 Score = 249 bits (637),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 111/145 (77%), Positives = 128/145 (88%), Gaps = 0/145 
(0%)

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            +TDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSR
Sbjct  1    
MTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSR  60



Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            AY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F
+TNGRSVCLTELKGY   
Sbjct  61   
AYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVT  120

Query  614  VGQPVIQPRRPNSRLDKVRHMFQKV  638
             G+PV QPRRPNSR+DKVR+MF K+
Sbjct  121  TGEPVCQPRRPNSRIDKVRYMFNKI  145

>WP_028257523.1 elongation factor G [Veillonella montpellierensis]
Length=691

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 188/665 (28%), Positives = 317/665 (48%), Gaps = 
73/665 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKTRLGANSVAIQVPIGAEDTFSGIIDLMTMKAEIYTS  188

Query  168  EN------TDI-EAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+      TDI E +            DA+ E +D ++EKY+ GE ++ ++L    
++ V
Sbjct  189  
EDGKEYEITDIPEEYVDVANERREMMVDAIAETDDTIMEKYLEGEELTVDELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
                +FPV  GS+ K  G+Q +MDAV                 P  E+            
Sbjct  249  
CQNLIFPVLCGSSYKNKGVQMMMDAVVDYMPSPLDVPAIKGVNPDTEEEEVRESSDEGPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMADPFVGKLAFFRVYSGTLQSGSYVFNSTKGKKERIGRILQMHANTRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  366  DIVYAGDI----
AAAVGLKDTTTGDTLCDEKAPIILESMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V +P 
V Y
Sbjct  422  
MGMALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + LK+    +  +      +    L + P   G+G ++E++V  G + + +   
V
Sbjct  482  RETIRKQLKSEGKFVR-
QSGGKGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIGPV  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  +++   
LL
Sbjct  541  
EAGVKEAMESGVIAGYPMVDIKVIVYDGSYHDVDSSEMAFKIAGSMGFKEGARKADPCLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY++  +  P+EY+     D       +E  + +         +P   +  Y 
TDL   
Sbjct  601  
EPYMAVEVDVPEEYMGDVIGDLNSRRGRMEGMEARNGSQHIKAYVPLSEMFGYATDLRSK  660

Query  597  TNGRS  601
            T GR 
Sbjct  661  TQGRG  665

>WP_038092251.1 elongation factor G [Tumebacillus flagellatus]
 KEO81732.1 elongation factor G [Tumebacillus flagellatus]
Length=691

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.



 Identities = 190/672 (28%), Positives = 316/672 (47%), Gaps = 
64/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TAQWNGHRINIIDTPGHVDFTVEVERSLRVLDGSVGVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + ++NK+D  G D +  V  +RD+L A                   D++  + +    
Sbjct  129  
PRIAYVNKMDIIGADFERCVSMMRDRLKANAVPIQLPIGAEDQFLGMIDLVTMEAIIYTD  188

Query  159  -----SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 S   EI  E     E W     +AV E +++L+ KY+ GE  + E++    
++ V
Sbjct  189  
DLGKTSEKTEIPAEYKEKAEQWRNNLVEAVAELDEELMMKYLEGEEFTVEEIKAALRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------LC  250
             +  + PV  GS+ K  G+QP++DAV             + + E G              
Sbjct  249  
INVQIIPVICGSSYKNKGVQPMLDAVVDYMPAPIDIPAIKGVTEDGEETERPSSDEEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGT+     V  + + K     +I +M    + EI    
Sbjct  309  
ALAFKIMTDPFVGKLSFFRVYSGTINAGSYVLNSTKNKRERIGRIVQMHANHREEI---Q  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            T Y G+I   +        D L D   +        P P++  ++ PKT A +++L  
AL
Sbjct  366  
TVYSGDIAAAVGLKDTTTGDTLCDEKNIVILESMVFPEPVIDLSLEPKTKADQDKLGIAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
            ++LA+ DP  R   +  T + I+S +G + LE++   L  ++K+ET V +P V Y 
E   
Sbjct  426  



SKLAEEDPTFRTYTNHETGQTIISGMGELHLEIIVDRLQREFKVETNVGKPQVAYKETIK  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +  K     +        F   + L + PL  G G  +E++V  G + + +  AV 
+G++
Sbjct  486  KHTKIEGKFVRQSGGKGQF-
GHVWLELEPLERGQGYIFENKVVGGVVPREYIPAVDNGVQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K+    G Y+   S+   F+    + L+   +++   
+LEP + 
Sbjct  545  
EAMQNGILAGFPLIDMKVTIVDGSYHDVDSSEMAFKIAGSMALKAGAQKADPVILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + +    V  G +P   +  Y T L   T 
GR 
Sbjct  605  
VEVIVPEEYMGDIMGDINSRRGRIEGMEARAGAQVVRGFVPLSEMFGYATSLRSRTQGRG  664

Query  602  VCLTELKGYQAA  613
                E   ++ A
Sbjct  665  QYSMEFFAFEEA  676

>WP_031434859.1 elongation factor G [Methylomarinum vadi]
Length=694

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 206/668 (31%), Positives = 313/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ+A 
TS Q
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGEATTDFMEQEAERGITIQSAATSCQ  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  V
Sbjct  69   
WNGHRLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVSRV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL-------
SPEIVL  166
            IF+NK+D+ G D   VV+ + D L A  ++           K  V L         
+  L



Sbjct  129  
IFVNKLDRIGADFYRVVKQIEDVLGAHPLVMVLPIGIEDQFKGVVDLLSRKAYVWDDSGL  188

Query  167  EENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I           E W     +  +E +D L+E Y+ G+  S E + R  ++   
D
Sbjct  189  
PENYEIQDVPADMADQVEEWREKLLETAVEQDDDLMEAYLEGQEPSVEDIKRCIRKGTID  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-
IGEQGSAA-----------LC  250
             + FP Y GSA K  GIQ ++DAVT           QP   E+G+             
L 
Sbjct  249  
LAFFPTYCGSAFKNKGIQLVLDAVTDFLPNPTEVKPQPETDEEGNETGNFAIVDPNKPLR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG +   DTV     G+ E++ +I EM    + E+   
+
Sbjct  309  ALAFKIMDDRFGA-
LTFIRIYSGRMNKGDTVLNTFTGKTERIGRIVEMHANDRIEL---E  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV ++   +V+    L DP           P P++   +APK     E+L  
A+
Sbjct  365  
GAQAGDIVAVIGMKNVQTGHTLCDPKSPATLEPMVFPDPVISIAVAPKDKGGSEKLGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R E D  + E IL  +G + L++   +L   Y ++  V +P V Y 
E   
Sbjct  425  
GKMVQEDPSFRVETDEDSGETILKGMGELHLDIKIDILKRTYGIDVEVGKPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +A I   + P   GSG Q+ES V+ G + + +  AV  
G   
Sbjct  485  
QRIEDSYTHKKQSGGSGQYAKIDYIIEPGEPGSGFQFESTVTGGNVPREYWPAVEKGFEL  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L++G L G+   D K+    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
SLDKGVLAGFPCLDFKVNLFDGAFHAVDSSAIAFEIAAKAAYRQSIPKAGPQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602



             ++ P++++     D  +    I++ +     V    + P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKSQEAGPTGVRIKADAPLSEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>PKM75866.1 elongation factor G [Firmicutes bacterium HGW-
Firmicutes-15]
Length=696

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 316/672 (47%), Gaps = 
71/672 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +L+ +G +   G V+KGT   D M  E++RGITI 
+A T+
Sbjct  10   
IRNIGIMAHIDAGKTTTTERMLFYTGRVHRMGEVDKGTATMDWMTQEQERGITITSAATT  69

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W  C VNI+DTPGH+DF  EV RSL +LDGAI +  A  GVQ Q+  ++    +  
+P
Sbjct  70   
CYWRNCTVNIIDTPGHVDFTIEVERSLRILDGAIGIFCAVAGVQPQSETVWRQADRYRVP  129

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEEN  169
             + +INK+D+ G D    +  +   L ++ I  Q    S E              V 
E+ 
Sbjct  130  
RIAYINKMDRIGADFLRAINMINKNLGSNAIPVQIPLGSEEAFAGVIDIIKMKAYVFEDG  189

Query  170  T----------DIEA----------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                       DIE            D +  ++D ++EKY+ G PIS  ++    +
++  
Sbjct  190  
AGDQYLTRELDDIERIEAEGYRERLLDKLALHDDSIMEKYLEGNPISAAEIKCSLRKQTI  249

Query  210  DASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAALC  250
            D  L PV  GS+ K  G+Q L+DAV             TG+    G +        
A LC
Sbjct  250  
DNLLVPVLCGSSFKNKGVQMLLDAVVDYLPSPQDIPPITGIEVETGRETIIPVDVDAPLC  309



Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSKGEIVRTD  306
               FK+       +  Y R+Y+G +++   +  + ++K     KI +M    + EI   
+
Sbjct  310  
ALAFKIAIDPYVGKLTYFRIYAGKIKVGAQINNSVKDKKERITKILKMHANHREEI---E  366

Query  307  TAYPGEIVILPSDSVRLNDVLGDPT--RLPRKRWRED---
PLPMLRTTIAPKTAAQRERL  361
             A  G+IV      V   + +   T   + R+   E    P P++   I PKT A 
++++
Sbjct  367  EAGAGDIVA----
GVGFKETVTGETLCSMERRIILESMNFPEPVIDVVIEPKTKADQDKI  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             ++L +LA+ DP  +   D  T + I+S +G + LE++   L  ++K+   V  P 
V Y 
Sbjct  423  
GESLRRLAEEDPSFKAGYDEETGQTIISGMGELHLEIIIDRLLREFKVNANVGRPQVAYK  482

Query  422  ERPLKAASHTIHIE--
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   ++A      E     +  +A + L V PL+ G G  +  +   G + + F  
A+  
Sbjct  483  
ETISRSARAEARFERQTGGHGQYAHVILEVNPLTEGQGKVFLDQAPPGIIPKEFIVAIEI  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  L+ G+  G+ V D +I    G Y+   S+   F+  A +  + AL ++   
LLEP
Sbjct  543  
GVREALQAGILAGYPVDDIEIKLRGGSYHEIDSSEQAFKVAANMAFKDALNKAQAVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + +P+EYL     D       +   +  +D  +  G +P      Y T L   
+ 
Sbjct  603  
IMDLEIISPEEYLGDVISDLNARRGRVMGFEENRDNRIIKGTVPLAETFGYATHLRSASQ  662

Query  599  GRSVCLTELKGY  610
            GR+    E+K Y
Sbjct  663  GRATFSMEIKNY  674

>WP_086439865.1 elongation factor G [Lactobacillus fermentum]
 SJM59012.1 Translation elongation factor G [Lactobacillus 
fermentum]
 SJM57510.1 Translation elongation factor G [Lactobacillus 
fermentum]
 PTV36070.1 elongation factor G [Lactobacillus fermentum]
Length=694



 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTIEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G D    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGADFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDNIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E ++S +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLISGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLIHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_012065444.1 elongation factor G [Alkaliphilus metalliredigens]
 A6TWI5.1 RecName: Full=Elongation factor G; Short=EF-G
 ABR50553.1 translation elongation factor G [Alkaliphilus 
metalliredigens 
QYMF]
Length=689

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 317/670 (47%), Gaps = 
71/670 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ SG   + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYSGTTRKLGETHEGASQMDWMDQEKERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WLNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQGDKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSPEIVL  166
             F+NK+D+ G D  +V+Q + D+L+A+ +                  +K   ++  
+ V 
Sbjct  132  
AFVNKMDRQGADFFNVMQMMIDRLAANPVAVQLPIGSEEEFTGIIDLVKMEATIYLDDVG  191

Query  167  EENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +E   +E                 +AV E +++L+ KY+ GE ++ E+LV+  ++   
+ 
Sbjct  192  
QETKIVEIPEELKELAVEYREKLVEAVSETSEELMMKYLEGEALTEEELVKGIRQGTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
             + PVY GSA K  G+Q L+D             A++G+     E+       S      
Sbjct  252  
QITPVYCGSAYKNKGVQLLLDGVVAYMPSPLDIPAISGIDADTQEEIERHADDSEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGTL     V  + + K     +I +M   ++ EI    
T 
Sbjct  312  
AFKIMADPYVGKLAFFRVYSGTLDAGSYVLNSTKGKKERIGRILQMHANTRAEI---PTV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L DPT          P P++   I PKT A +E++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDPTDAVILESMVFPEPVISVAIEPKTKAGQEKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I++ +G + LE++   +  ++K+E  V +P V Y E   
KA
Sbjct  429  
LAEEDPTFKTYTDEETSQTIIAGMGELHLEIIVDRMMREFKVEATVGKPQVAYKETITKA  488

Query  428  ASHTIHIEVP------
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                + +E            +  + + + P   G G ++ +    G + + +  AV  
GI
Sbjct  489  ----
VEVEAKYAKQSGGRGQYGHVKIRMIPQEPGIGYEFTNSTVGGSIPREYVPAVDQGI  544

Query  482  RYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G+  G+ V D K+    G Y+   S+   F+    +  ++ ++++   
LLEPY+
Sbjct  545  
QGAMVNGILAGYEVVDFKVELYDGSYHDVDSSEMAFKIAGSMAFKEGMRKASPALLEPYM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D       IE  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVTPEDYMGDVIGDLNSRRGQIEGMESRSGAQVIKAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
            +        Y
Sbjct  665  ATYSMHFNHY  674

>WP_020310057.1 MULTISPECIES: elongation factor G [Megasphaera]
 EPP17495.1 elongation factor G [Megasphaera sp. BL7]
 EPP18630.1 elongation factor G [Megasphaera sp. NM10]
Length=690

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 314/678 (46%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKGYRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D  G D  +VV  ++D+L A+ +  Q                         
Sbjct  129  
PRIAFVNKMDTTGADFLNVVDMMKDRLQANAVAIQLPIGAETTFRGIIDLITMKAEVYDD  188

Query  157  ------TVSLSPEIVLEENT---
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   V   PE  LEE     DI   +AV + ++ L+ KY+ GE I+ ++L    
++ 
Sbjct  189  ALGKEIEVVDIPEDELEEAKKYHDIMV-
EAVCDTDEDLMMKYLEGEEITIDELKAAIRKG  247



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
            V    LFPV  GSA K  GIQ L+DAV                 P  E+        
+A 
Sbjct  248  
VCTNKLFPVLCGSAYKNKGIQMLLDAVVDYMPNPLDIPPVKGTNPDTEEEETREADDNAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FK+       +  + R+YSGTL+    V  + + K     +I  M    + 
E+  
Sbjct  308  
LSALAFKIMADPFVGKLAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEVRE  367

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              T   G IV L   +    D L D          E P P++   + PKT A +E+
+  A
Sbjct  368  AYTGDIGGIVGLKDTTT--
GDTLCDEKHPIILEKMEFPDPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE--  483

Query  425  LKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI  +V    F          +    L + P   G G ++E++V  G + 
+ + 
Sbjct  484  ------
TIRKDVKSRGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  +
++  
Sbjct  538  
GSVEAGVKEAMETGVLAGFPMVDIKVVVYDGSYHEVDSSEMAFKIAGSMGFKEGARKADP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL
Sbjct  598  
VLLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDL  657

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR V       Y+
Sbjct  658  RSRTQGRGVYTMTFDHYE  675



>WP_008976776.1 GTP-binding protein [Lachnospiraceae bacterium 
6_1_37FAA]
 EGC74244.1 hypothetical protein HMPREF0490_02015 [Lachnospiraceae 
bacterium 
6_1_37FAA]
Length=912

 Score = 271 bits (694),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 192/618 (31%), Positives = 302/618 (49%), Gaps = 
43/618 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTTL+ES+LY SG I + G V+ G    DT  LER+RGITI +     
Sbjct  20   
ICIGLLAHVDAGKTTLSESMLYLSGRIRQQGRVDHGNAYLDTYELERERGITIFSKQAEL  79

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++ ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  T  L+  L++  
IP 
Sbjct  80   
VSGELQITLLDTPGHVDFSAEMERTLRVLDYAILVINGADGVQGHTETLWKLLKQYRIPV  139

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ G D + +++ +R KLS   I       S E +          + V    
+
Sbjct  140  FLFVNKMDQNGTDAKKLLKELRAKLSGSCIRFGEAEDSEEFL----------
ENVAMAEE  189

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            ++LE Y+    I RE++     R + +  LFP Y+GSA K  G++ L+    GL +   
E
Sbjct  190  QVLESYLEHGTIDREEI----SRLIGERKLFPCYFGSALKNAGVEELL---
GGLERYTEE  242

Query  244  QGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            +    + G+ V+K+     G R  YL++  G L++RD +     E+ K++++RI      
Sbjct  243  KTYPDVFGAKVYKIARDPQGNRLTYLKVTGGVLKVRDLIRYQDVEE-
KVSQIRI------  295

Query  303  VRTDTAYPGEI--VILPSDSVRLNDVLGDPTRLPRKRWREDP-------
LPMLRTTIAPK  353
                  Y GE    +    + R+  V G     P +    +P        P+L   
+   
Sbjct  296  ------
YSGEKYDAVQEVSAGRVCAVTGLTKTYPGEGLGAEPPSEGPVLTPVLNYQLILP  349

Query  354  



TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L  L QL + DP L    +    EI    +G+VQ E++ +++ E+++ 
E   
Sbjct  350  
EGCDTHGMLLKLRQLEEEDPELHIVWNEELGEIHAQLMGKVQTEILQSMIRERFQTEVTF  409

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               +++Y E   + A    H E  P   +A + L + P   GSG+ + +  S   L
++++
Sbjct  410  GPGNIVYKETIKRPAEGVGHFE--
PLRHYAEVHLLLEPGESGSGLVFAADCSEDILDRNW  467

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q 
LK + 
Sbjct  468  
QRLILTHLAEKEHRGVLTGSAITDMKITLVAGRAHLKHTEGGDFRQATYRAVRQGLKSTE  527

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F +  P E++ RA  D  +     +T   + D  V TG  P   ++ 
Y+ +
Sbjct  528  
SVLLEPYYEFRMEIPAEFVGRALTDIQRMAGEFQTPDTEGDFAVITGSAPVSEMRDYQLE  587

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT GR      LKGY
Sbjct  588  VTSYTKGRGRLFCTLKGY  605

>WP_026573398.1 GTP-binding protein [Bacillus sp. UNC438CL73TsuS30]
Length=648

 Score = 266 bits (679),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 171/609 (28%), Positives = 297/609 (49%), Gaps = 
17/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I + G V+      D+  +E+QRGIT+ A    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKSIKKLGRVDHQDAFLDSHEIEKQRGITVFADQGMFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++ L+K +
+PT  
Sbjct  65   
GNSTYYLIDTPGHVDFSPEMERAIQVMDFAIILISAVEGIEGHTETVWNLLKKHHVPTFF  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G +++ V++ +R   + D +   + SLS   + E     E  + + E 
++++
Sbjct  125  FINKIDRTGANVEEVLKEIRSNFTKD-LCDISASLSDRTMSE-----
ELMEFIAERDEEV  178

Query  186  LEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             E Y+    EP   E  + + Q  +  A ++P   GSA + +G++  ++    L     
+
Sbjct  179  FEYYMENGYEP---
ELWLEKMQSMIHSAEIYPCASGSALQDIGVKNFLEKFDLLTVTDFD  235

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
              +    G V+KV Y + G R  +++  SGTL++RD +A    E  K+T++R+ +     
Sbjct  236  
SNTPPFAGRVYKVRYDETGTRVTFIKALSGTLKVRDGIACGNGELEKVTQIRMYNGSLYR  295

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            + D    GE+  +   +   N  +GD      ++   + +P LR+ +  +     +  
L 
Sbjct  296  QIDQVSAGELFAVTGIT---
NASVGDGIGALEEKAVYEMVPTLRSKVVFEPGVNPKEALK  352

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
                L   DP L    +    EI L  +G +QLEV+  ++ E++ L+   ++P +
+Y E 
Sbjct  353  
YFLMLDAEDPSLYVTWEERLQEIHLQVMGAIQLEVLEQIIFERFHLKIAFEQPEILYKET  412

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     H E  P   +A + L + P +  SG+ YES      L+   QN V   
+  
Sbjct  413  IENEVIGYGHFE--
PLKHYAEVHLKIEPGNRNSGILYESSCHTDDLSIGLQNLVGQHLVE  470

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                GL  G  +TD K+    G  ++  +   DFR      L Q L+++   LLEP
+  F
Sbjct  471  
REHHGLLTGSPITDLKVTLLTGRAHNKHTHGGDFREAVFRALRQGLEKANNILLEPFYHF  530

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +      + R   D       I++     D+ + TG +P      Y  +LA +T 
G+  
Sbjct  531  
KIIVTSNQMGRILSDVQAAHGRIDSPMTHGDKAILTGIVPVATFMNYSMELASFTQGKGR  590



Query  603  CLTELKGYQ  611
                  GY 
Sbjct  591  MSLTFAGYH  599

>WP_090096306.1 elongation factor G [Lentzea jiangxiensis]
 SDO36053.1 elongation factor G [Lentzea jiangxiensis]
Length=662

 Score = 266 bits (680),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 212/660 (32%), Positives = 306/660 (46%), Gaps = 
59/660 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILAHVDAGKTTLTE +LYA+G+  + G V  GTT TD    ER RGITI AA  
+  
Sbjct  11   
NIGILAHVDAGKTTLTERVLYATGSTYKRGEVHDGTTVTDFDPQERDRGITIFAAAVTCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VN++DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    +  
+P +
Sbjct  71   
WDGHRVNLIDTPGHVDFSDEVERSLRVLDGAVAVFDGVAGVEPQSESVWRQADRHGVPRI  130

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             F+NK+D+AG DL + V+S+R +L    ++ Q                            
Sbjct  131  
AFVNKLDRAGADLDNAVESIRTRLHTVPLVVQLPIGAEDGFRGVVDLVRLRALVWDDDGM  190

Query  157  TVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
            T    PE +L E         +AV E +   +E++  G  +S E L    +      
S  
Sbjct  191  TEGPVPEALLAEAQRRRRLLEEAVAELHADAVEEFFTGG-
LSEETLRNALRELTGQGSGT  249

Query  215  PVYYGSAKKGLGIQPLMDAVTG-LFQPI---------GEQG----
SAALCGSVFKVEYTD  260
             V  GSA +  G++PL+DAV   L  P+         GE+      A     VFKV  
T 
Sbjct  250  
VVLCGSAYRNRGVEPLLDAVIAYLPSPVDVPPVRGVDGEEREADPDAPFAALVFKVNSTA  309

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-D  319
             G R  Y+R+YSGTL   +TV +AGR +     +R+ +       D A  G+IV L    
Sbjct  310  TG-RLAYVRVYSGTLHKGETVLVAGRGERIGRVLRVQAD-
RHTPVDRAVAGDIVALVGLR  367



Query  320  SVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            S R+   L  P         E P+   P++   +  +T+A   RL +AL  L D 
DP L+
Sbjct  368  SARIGATLCAPDA---
PLLLEPPVSADPVVSVAVEARTSADNARLAEALAHLVDEDPSLQ  424

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
               D  T + +LS LG +QLEV        +++E  +  P V Y E      +  +
+  V
Sbjct  425  
VRTDPETGQTVLSGLGELQLEVAVQKARTSHRVEIGMGRPRVSYRETVASGVTGFVYRHV  484

Query  437  PPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWN  493
              +     +A + +   PL   +G ++   V+ G + + F  AV  G R  L +G  
G  
Sbjct  485  KQDGGAGQFAHVVIDTEPLE--
AGFEFRCAVTGGRVPREFVRAVEQGCRDALAEGPLGHP  542

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            VT  ++    G  +   S+   FR+   + L +ALK   T LLEP     +  P
+EYL  
Sbjct  543  
VTGLRVTLTDGSTHVKDSSEMAFRTAGRLGLREALKAGATTLLEPIAEVTVTVPEEYLGG  602

Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
               D       I  ++ +  E V T  +P   +  Y T L   T GR    +   
GY  A
Sbjct  603  
VLGDLASRRGRILGSRARAGETVVTASVPLAEMFGYVTRLRSRTQGRGTFTSTPTGYAPA  662

>WP_069998086.1 GTP-binding protein [Cellulosilyticum sp. I15G10I2]
Length=883

 Score = 271 bits (692),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 181/612 (30%), Positives = 305/612 (50%), Gaps = 
26/612 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESMLYQSGKIRKLGRVDNKDAYLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L 
+  
Sbjct  61   
AMFEVDEIQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLDRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ+G + + +++ ++ +L               +V E++   + +D 
+  
Sbjct  121  IPVFLFVNKMDQSGTNKEKIMRELKKQLDDGC-----------
VVFEQSKTEDFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ L+E Y+  E I   ++ +   +R     +FP ++GSA K  G++  ++ +   
+  
Sbjct  170  CDEILMEAYLEAEHIETFQIKKAIMKR----
KVFPCFFGSALKLEGVEAFIEGIVK-YAS  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I      A    +FK+   D G R  Y++L  G L+++D +   G  + K+ ++R+ 
S  
Sbjct  225  IPSYPD-AFGAKIFKITRDDQGNRLTYMKLTGGRLKVKDILT-
NGIWEEKVNQIRLYSGQ  282

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +    +    G +  ++     R  + LG    + +        P+L   I         
Sbjct  283  KYEAVNEVQAGSVCAVIGLSQTRSGEGLG----
IEKASDTPSLEPVLSYQIILPDDCDPR  338

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  L Q+ + +P L    D +  EI    +G VQ+E++ +L+  ++ ++ +  E  
++
Sbjct  339  
VILPKLRQIEEEEPELHIVWDEVLQEIQAQIMGEVQIEILQSLIERRFGIKVIFNEGKIV  398

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + L + P   GSG+Q+ S  S   L +S+Q  
V  
Sbjct  399  YKETIASIVEGVGHFE--
PLRHYAEVHLLLEPGVPGSGLQFGSDCSEDVLAKSWQRLVLS  456

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +     +G L G  +TD KI    G  ++  +   DFR      + Q LKE+ + 
+LEP
Sbjct  457  
HLEEKAHKGVLTGSAITDIKITLISGRAHNKHTEGGDFREATYRAVRQGLKEAESIVLEP  516

Query  539  



YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y +F L  P++ + RA  D  K   T E +++  +  +  G  P   ++ Y+ ++  
YT 
Sbjct  517  
YYAFWLELPEKMVGRAMTDIEKMQGTCEVSEINGETAILVGSAPVVTMRNYQQEVIAYTK  576

Query  599  GRSVCLTELKGY  610
            G       LKGY
Sbjct  577  GHGRLFCSLKGY  588

>WP_086335294.1 elongation factor G [Enterococcus mundtii]
 OTP25252.1 elongation factor G [Enterococcus mundtii]
 PQF20842.1 elongation factor G [Enterococcus mundtii]
Length=694

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 315/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+S+ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVKSLHDRLQANAHPIQLPIGSEDNFTGIIDLVTMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E +++L+ KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTDIQETEIPEEYAEQAQEWREKLVEAVAETDEELMMKYLEGEEITQEELIAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  



INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDSKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKGKKERIGRILQMHANTRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFREATKAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K 
+   
Sbjct  539  
AVEKGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMSLRAAAKHARPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_025270584.1 elongation factor G [Hippea sp. KM1]
Length=691

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.



 Identities = 197/676 (29%), Positives = 314/676 (46%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KLRNIGIIAHIDAGKTTTTERILYYTGVSHKIGEVHEGTATMDWMEQEKERGITITSAST  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV R+L VLDGA+ V  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCFWREHMINIIDTPGHVDFTVEVERALRVLDGAVGVFCAVGGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D  +VV  + +KL+ + ++ Q                         
Sbjct  129  
PRIAFVNKMDRIGADFFNVVNEIDEKLNGNPLVIQLPIGAESSFVGVVDLIRMKAIVWDS  188

Query  157  ---TVSLSPEIVLEENTD--IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                   S + + +E  D  +E  + +IE     ND+++EKY+ GE IS E++V+  
++ 
Sbjct  189  
DVLGAKFSVKDIPDELADQALEYRNKLIEKLADFNDEIMEKYLEGEDISEEEIVKAIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------GEQ------
GSAA  248
              +  + PV  GSA K  G+QPL+DAV      PI            GE+          
Sbjct  249  
TIETKITPVLCGSAFKNKGVQPLLDAVVDFLPSPIDIPPVKGIDPKSGEEIERKSDEKEP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR----  304
            L    FK+       R  Y R+YSGTL+       AG      T+ +    G ++R    
Sbjct  309  LSLLAFKIMSDPYVGRLTYFRVYSGTLK-------
AGSYAYNSTKGKTERIGRLLRMHAN  361

Query  305  ----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 D  Y G+I   +        D L D          E P P++   + PKT 
A R+
Sbjct  362  
KREDVDVVYAGDIAAAIGLKYTTTGDTLCDEKAPIVLESMEFPEPVISVAVEPKTKADRD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L +AL +LA+ DP  R   D  T++ I+S +G + LE++   L  ++K+   V 
+P V 
Sbjct  422  



KLSNALQKLAEEDPTFRIRYDEETNQTIISGMGELHLEIIVDRLKREFKVGVNVGKPQVA  481

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E     +K     +  +   +  +  + + + PL  G G ++  ++  G + + 
F  A
Sbjct  482  YKESIKGKVKQEGKFVR-
QTGGHGQYGHVWIEIEPLERGKGFEFVDKIVGGVIPKEFIPA  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+   E G L G+ + D ++    G Y+   S+   F+  A +  ++  K++   
L
Sbjct  541  
VEAGIKEAAESGVLAGYPMVDFRVTLFDGSYHEVDSSDMAFKIAASMAFKEGAKKAKPYL  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P++YL     D       I     K +  +    IP   +  Y T 
L  
Sbjct  601  
LEPVMDVEVTTPEQYLGDVMGDINSRRGKIREMGEKGNLKIIKAYIPLGEMFGYATVLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     +   Y+
Sbjct  661  ITQGRGTYTMQFSHYE  676

>WP_010859228.1 GTP-binding protein [Lysinibacillus sphaericus]
 EON72744.1 tetracycline resistance protein tetP [Lysinibacillus 
sphaericus 
OT4b.31]
Length=646

 Score = 266 bits (679),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 178/607 (29%), Positives = 298/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + +I   G V+   T  D   +ER RGITI A     
Q 
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTNSIQARGRVDHQDTFLDNHEIERARGITIFAEQARMQV  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D A+LV+SA +GVQ  T  ++  LR+ +
+PT+ 
Sbjct  65   
GNETYTLIDTPGHVDFSPEMERAIRVMDYAVLVVSAVEGVQGHTETVWQLLRQYHVPTLF  124

Query  126  



FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+++V + ++ + SAD+++      +  I    ++ ++ W A  E 
+++L
Sbjct  125  FINKIDREGADVEAVKKQLQKEFSADVLLINEPLRTDSI----SSQMKEWLA--
ERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++A E +     +   Q  +++   FP ++GSA K +GI+  +  ++ L      
+ 
Sbjct  179  LDAFLA-ETLENHTCLTRLQTMIKEELAFPCFFGSALKDIGIKEFLMQLS-
LLTETKYKK  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                 G VFK+ + D  QR  +++   GTL +RD     G    K+TE+R+ +       
Sbjct  237  DEPFQGEVFKIRH-DGQQRLTFIKALQGTLHVRDDFTF-
GEISEKVTEIRLYNGNRFETV  294

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GE+  +   S   + D+LG     P+     + +P L+  +        + 
+L  
Sbjct  295  QEVSAGEVFAVKGLSQANIGDILGSAM-CPQPF---
ELVPTLQAKVQYVGQQHIKEILKI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV+S +L +++ L     EP +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWHEKFQEIHVHIMGVIQLEVLSDVLKDRFALTVTFGEPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P + G+G  + +      L+   Q  +   
+   
Sbjct  411  ATVVTGYGHFE--
PLKHYAEVHLRMEPTTRGAGNTFVNSCHADDLSVGHQRLIEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  
EHHGLLTGFPVTDIRFTLLTGSAHIKHTDGGDFREATFRALRQGLEQAENLLLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            L AP +++ R   D  +   T +   + +++V+ TG  P     +Y T  A YTNG
+   
Sbjct  529  
LKAPNDFIGRMMTDIQQAAGTFDAPIMTEEQVILTGRAPVATFMSYSTVFAAYTNGKGSL  588



Query  604  LTELKGY  610
              +  GY
Sbjct  589  SLQFDGY  595

>WP_107933357.1 GTP-binding protein [Lysinibacillus chungkukjangi]
Length=648

 Score = 266 bits (679),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 176/616 (29%), Positives = 302/616 (49%), Gaps = 
22/616 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + +I E G V+      D   +ERQRGITI A      
+
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTESIKERGRVDHKDAYLDNHSIERQRGITIFAEQGRIHY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R+++V+D AIL+ISA DG++  T  +++ LR+ +
+PT I
Sbjct  65   
KGDTYTLIDTPGHVDFSPEMERAISVMDYAILIISAVDGIEGHTETVWNLLRQYHVPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQ---
TVSLSPEIVLEENTDIEAWDAVIENN  182
            FINKID+ G D+  V+ S++ +LS D ++ Q   T+   PE ++E       W  + 
E +
Sbjct  125  FINKIDREGADIDGVMASIQKELSEDAVLLQEKITLENMPESIIE-------W--
IAERD  175

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            + LLE+Y+ G  +            ++    F    GSA K +GI    + ++ +     
Sbjct  176  EDLLEQYMEG-ALDVSAYFSAFLSMLKKEQAFVCMTGSALKDIGIMEFFEQLS-
ILTTTN  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
               S    G VFK+ + +  QR  +++   GTL++R+       E  K+TE+R+ +    
Sbjct  234  FDNSKTFKGQVFKIRHDEKNQRITFIKALQGTLKVREEFTFG-
EETEKVTEIRLYNGTRY  292

Query  303  VRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                    GE+  +    + ++ D++G     P+  +  + +P L+  +    +   
+ +
Sbjct  293  ESVQEVEAGELFAVKGFTNPQIGDIIGCENS-PQGEF--
ELVPTLQAKVVYNCSEHIKEI  349

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +P L+   +    EI +  +G +QLEV+  +  E++ ++   +EP 
++YM
Sbjct  350  
LRYFRILEAEEPTLKVVWNEKFQEINVHVMGIIQLEVLLEVTKERFGIDVRFEEPKILYM  409

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E    +     H E  P   +A + L + P   GSG+Q+++      L+   Q  +   
+
Sbjct  410  ETIQSSCVGYGHFE--
PLKHYAEVHLKMEPAPRGSGIQFKNECHADNLSFGHQRLIEKHL  467

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G+ +TD  I    G  ++  +   DFR      L Q L+++   
+LEPY 
Sbjct  468  
FEQDHHGLLTGYPITDISITLLTGRAHNKHTEGGDFREATFRALRQGLEQAENVVLEPYY  527

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             + + A  E++ R   D  +   T ET  + +++V   G+ P      Y T  A 
YTNG+
Sbjct  528  
RYKIKASTEFMGRILTDIQQASGTFETPTMTEEQVTIIGKAPVSTFMNYSTTFAAYTNGK  587

Query  601  SVCLTELKGYQAAVGQ  616
             V   +  G++    Q
Sbjct  588  GVLSLQFNGFEICHNQ  603

>WP_045317523.1 elongation factor G [Lechevalieria aerocolonigenes]
 KJK35713.1 elongation factor G [Lechevalieria aerocolonigenes]
Length=661

 Score = 266 bits (680),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 209/659 (32%), Positives = 305/659 (46%), Gaps = 
58/659 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTE +L+A+G   + G V  GTT TD    ER RGITI AA  
S  
Sbjct  11   
NLGILAHVDAGKTTLTERVLFATGTTYKRGEVHDGTTVTDFDPQERDRGITIFAAAVSCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    +  
+P +
Sbjct  71   
WDGHRINLIDTPGHVDFSDEVERSLRVLDGAVAVFDGVAGVEPQSESVWRQADRHGVPRI  130



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             F+NK+D+AG DL   V S+R +L                     D++  + ++  
P +V
Sbjct  131  
AFVNKLDRAGADLDQAVTSIRTRLHTVPLVVQMPIGVEDGFVGVVDLVTMRALTWDPALV  190

Query  166  ---LEENTDIEAW-------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
               + E    EA        +AV E +   LE++  G  +S E L +  +   +  
+   
Sbjct  191  EGPVPETLLAEAQRRRRRLEEAVAELHPDALEEFFEGG-
LSEETLRKALRELTRQGAGTV  249

Query  216  VYYGSAKKGLGIQPLMDAVTG-LFQPI---------GEQ----
GSAALCGSVFKVEYTDC  261
            V  GSA +  GI+PL+DAV   L  P+         GE+      A     VFKV  
T  
Sbjct  250  
VLCGSAYRNRGIEPLLDAVIAYLPSPVDVPPVRGVDGEERPADPDAPFAALVFKVNATAT  309

Query  262  
GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DS  320
            G R  Y+R+YSGTL   ++V + GR +     +R+ +       D A  G+IV L    
S
Sbjct  310  G-RLTYVRVYSGTLHKGESVLVGGRTERIGRILRVQAD-
RHTPVDFAVAGDIVALVGLKS  367

Query  321  VRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
             R    L  PT        E P+   P++  ++  + +A   RL +AL  L D DP 
L  
Sbjct  368  ARTGTTLCAPT---
APLLLEPPVSAEPVVSVSVEARASADNGRLAEALAHLMDEDPSLHV  424

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
              DS T + +LS LG + LEV        +++E  +  P V Y E         ++  
V 
Sbjct  425  
RTDSETGQTVLSGLGELHLEVAVEKARTSHRIEITMGRPRVAYRETLASGVKGFVYRHVK  484

Query  438  PNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  494
             +     +A + +   PL   +G ++ S V+ G + Q F  AV  G R  L +G  
G  V
Sbjct  485  QDGGAGQFAHVVIDTEPLE--
TGFEFRSAVTGGRVPQEFVRAVEQGCRDALAEGPLGHPV  542

Query  495  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554
            T  ++    G  +   S+   FR+   + L +ALK     LLEP     +  P+EY
+   



Sbjct  543  
TGLRVTLTDGSTHVKDSSEMAFRTAGRMGLREALKAGAMTLLEPIAEVTVTVPEEYIGGV  602

Query  555  
YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
              D       I  ++ +  E V T  +P   +  Y T L   T GR        GY  
A
Sbjct  603  
LGDLGARRGRILGSEARSGETVVTASVPLAEMFGYVTRLRSRTQGRGTFTARPTGYAPA  661

>WP_015639813.1 GTP-binding protein [Lactobacillus plantarum]
 AGL62809.2 Elongation factor G [Lactobacillus plantarum subsp. 
plantarum 
P-8]
 KZT96799.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZT99306.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 AQY70949.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 266 bits (680),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDKLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P



Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>SCG94959.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=906



 Score = 271 bits (693),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 193/646 (30%), Positives = 315/646 (49%), Gaps = 
70/646 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+ES+LY SG+I + G V+KG    DT  LER+RGITI 
+   
Sbjct  3    
KKLVIGILAHVDAGKTTLSESMLYQSGSIRKLGRVDKGDAFLDTYELERERGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                   ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L 
+ +I
Sbjct  63   
QLSIDDLQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTETLWKLLERYHI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIE  180
            P  +FINK+DQ G D  +++  ++ +L  + +   QT           +TD E  +
++  
Sbjct  123  PIFLFINKMDQNGTDEAALMNELKKRLDENCVDFSQT-----------DTD-
ELNESIAM  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE+Y+    I   ++    +  ++  +LFP Y+GSA K  G+   M  +    
+ 
Sbjct  171  CSEALLEQYLESGEIEDTQI----
RNLIRKRNLFPCYFGSALKVTGVDEFMRGIMNYTEV  226

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------
KITE  293
              E   A     V+K+   + G R  Y+++ SG L+++D   L+GR++        
KI +
Sbjct  227  ATESEEAKFGAKVYKISRDNQGNRLTYIKVTSGCLKVKDL--
LSGRDRRKEKDWEEKINQ  284

Query  294  MRIPSKGEIVRTDTA--------------
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWR  339
            +RI S  +    + A              YPGE + +  DS    D+             
Sbjct  285  IRIYSGAKFETVNQAERGMICAVTGLSQTYPGEGLGIERDS----
DI-------------  327

Query  340  EDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
              P+  P+L   I      +   +L+ L QL + +PLL    +    EI    +G 
VQ+E
Sbjct  328  --
PILEPILTYQIQLPEDCEVHSMLEKLRQLEEEEPLLHIIWNEKLGEIYAQIMGEVQIE  385

Query  398  VVSALLSEKYKLETVVKEPSVIYME---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            V+ +L+ E++ +     + +++Y E   +P++   H       P   +A + L + 
P   
Sbjct  386  VLKSLIWERFHVRIEFGKGNIVYKETIRQPVEGVGH-----
FEPLRHYAEVHLLLEPAEA  440

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            G+G+ + S  S   L+ ++Q  +   +      G L G  +TD  I    G  +   
+  
Sbjct  441  
GTGLHFFSNCSQDTLDLNWQRLILTHLEEKEHCGVLTGSAITDMHITLTTGKAHQKHTEG  500

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR      + Q LK++ + LLEPY S+ L  P + + RA  D  +   + +T     
+
Sbjct  501  
GDFRQATYRAVRQGLKKAESILLEPYYSYRLEVPADMVGRAMTDIQRMNGSFDTPLQDGE  560

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
              + TG  P   ++ Y+T++  YT GR      L+GY+    Q  +
Sbjct  561  SAILTGSAPVVTMRDYQTEVISYTKGRGRLSCTLEGYKPCHNQEEV  606

>WP_017352507.1 GTP-binding protein [Clostridium botulinum]
Length=652

 Score = 266 bits (679),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 169/634 (27%), Positives = 312/634 (49%), Gaps = 
28/634 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I + G V+   +  D   +E+QRGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRKLGRVDHKNSFLDKHDIEKQRGITVFSEQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHIDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKNDIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   ++++V+  ++ KL++++ +I +T+S        +  + E  + + E 
++K
Sbjct  125  FINKIDREIANIENVINDIKVKLTSNLCLIDRTLS-------
NKKMETELIEFIAERDEK  177



Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+          +   +R++++  +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEVYLDS-
GYDEALWINYMKRQIKEGKVFPCLSGSALLDMNIDDFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  SG L+++D++     E     KI ++RI 
+  +
Sbjct  237  
NDEKFKGKVYKIRYDEKGSKVTYIKALSGCLKVKDSLLYTENEIEFNEKINQIRIYNGDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                DT Y G++  +      ++   +G+ T L   +   + +P L++ +    +   
+ 
Sbjct  297  FTLEDTTYAGDVFGVTGLTKFKIGHGIGE-TNL---
KTNYNIVPTLKSKVIFNESVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    EI +  +G++QLEV+  ++ E++KL     +  
V+Y
Sbjct  353  
MLSYFKILEEEDPGLNVLWDENLQEINIHIMGKIQLEVLKEVVKERFKLNIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SG+ +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVYLQLEPGERNSGITFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDLKIILLNGRSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  +L  
+T G
Sbjct  531  
YKLKITVENEYVGRVLSDIQRLSGSFNEQETLENKTIIFGRGPVATFMNYSMELISFTKG  590

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            + +      GY         +    N+ ++K+++
Sbjct  591  KGIIALSFDGYD--------ECHNSNAVIEKIKY  616



>OGK57427.1 translation elongation factor G [Candidatus 
Roizmanbacteria bacterium 
RIFCSPLOWO2_02_FULL_39_8]
Length=698

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 204/684 (30%), Positives = 320/684 (47%), Gaps = 
89/684 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+D+GKTT TE +L+ +G   + G ++ G T+ D M  ER+RGITI 
+A T
Sbjct  15   
KIRNIGIIAHIDSGKTTTTERILFYTGRSYKIGDIDDGDTQMDWMDQERERGITIVSAAT  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG +++  A++GVQ+Q+  ++    
K  +
Sbjct  75   
TTFWKDMRINIIDTPGHVDFTAEVERSLRVLDGGVMIFDAEEGVQSQSETVWRQADKYKV  134

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT-----  157
            P + FINK+D+ G D    V  +R +L A                   D+I  Q+     
Sbjct  135  
PRICFINKMDKIGADFFRTVDDIRTRLGAKPAVMVYPIGADSSFVGVVDLITLQSYVWGE  194

Query  158  ------VSLSPEIVLEENTDI-----
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    +S EI      D+     E  + + E++D LLEK++AGE IS+E+L +   
R
Sbjct  195  DETGVKYKISDEIPENIKDDVMKKRAELVELIAESDDALLEKFLAGEEISQEEL-
KAALR  253

Query  207  RVQDA-SLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQ------GS  246
            RV  A  L P+Y G++ +  G+QP++DA             V G+     E         
Sbjct  254  
RVTIAYKLVPIYAGTSLRNKGVQPILDAIVDYLPSPEDLIEVHGINPDTKEDEVRKLTNE  313

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTL-----------
RLRDTVALAGREKLKITEMR  295
              L    FK++      +  Y R+YSGTL           RLR+ V        +I  
M 
Sbjct  314  EDLTALAFKIQLDPHVGKLTYARIYSGTLQSGSYVYNVNKRLRERVG-------
RILLMH  366

Query  296  IPSKGEIVRTDTAYPGEIV--ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTI  350
               + EI   D AY GEIV  I P D+ R  D L     P  L +  +   P P++   
I



Sbjct  367  ANQREEI---DKAYAGEIVGLIGPKDT-RTGDTLSVENKPIILEQITF---
PDPVISLAI  419

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A +E+L   L +L++ DP    +VD  T + I+S +G + LE++   +  +  
+ 
Sbjct  420  
EPKTKADQEKLSYTLQRLSEEDPTFHVKVDQETGQTIISGMGELHLEILVDRMKREMGMN  479

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V +P V Y E   K A        +   +  +    + + PL  G G ++ + V  
G 
Sbjct  480  
ANVGKPQVAYRETISKNAEGEGKYIKQSGGHGQYGHCLIRIEPLGRGEGFKFVNAVKGGS  539

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +   F  +V  G+   LE+G L G+ ++D ++    G Y+   S+   F+    + 
+++ 
Sbjct  540  
IPSEFIPSVEKGVIEALEKGILLGFPLSDIQVTLYDGTYHDVDSSDMAFKIAGSMAIQET  599

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             K +G  LLEP +   +  P E++     D       +     + +  V     P   
+ 
Sbjct  600  
AKRAGLVLLEPIMKMEIVVPDEFMGTTIGDLSSRRGKVLGTDKRGNVTVIKAYAPLAEMS  659

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y T +   T GR     E   Y+
Sbjct  660  GYATTIRSLTQGRGFFYMEPSHYE  683

>WP_073152663.1 elongation factor G [Paramaledivibacter 
caminithermalis]
 SHK44888.1 translation elongation factor 2 (EF-2/EF-G) 
[Paramaledivibacter 
caminithermalis DSM 15212]
Length=689

 Score = 266 bits (681),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 318/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G   +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGAATMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWLGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + F+NK+D  G D  + V+ +RD+L A+ +                            
Sbjct  129  
PRIAFVNKMDITGADYYNAVEMMRDRLKANAVPIQLPIGAESEFVGIVDLVDMKARIYKD  188

Query  154  -IKQTVSLS--PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             + Q + ++  PE ++E  E   I   +AV EN+++L+ KY+ GE ++ E++    
++  
Sbjct  189  
DLGQEIEVADIPEELVEKAEEYRIAMVEAVAENDEELMMKYLEGEELTEEEIRNGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAAL  249
             +  + PV  GSA K  G+Q L+DA+              G+    GE+       
+   
Sbjct  249  
IENKIVPVLCGSAYKNKGVQLLLDAIVAYMPSPLDIPPIKGVLADTGEEAVRKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI + 
Sbjct  309  
SALAFKIMVDPYVGKLAFFRVYSGTLDAGSYVYNSTKGKKERIGRILQMHANKREEISKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D          E P P++R  I PKT A +E+
+  A
Sbjct  369  ---
YAGDIAAAVGLKFTTTGDTLCDQDNQILLESMEFPEPVIRVAIEPKTRAGQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   D  T ++I++ +G + LE++   L  ++K+E  + +P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTYTDEETGQVIIAGMGELHLEIIVDRLLREFKVEANIGKPQVAYRETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + VTP   G+G ++ + +  G + + +  AV 
+GIR
Sbjct  486  



TKATDVEAKFARQSGGRGQYGHVKIRVTPQEPGAGYEFVNSIVGGVVPREYIPAVDNGIR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+ V D K+    G Y+   S+   F+    +  + A+K+    
LLEPY+ 
Sbjct  546  
EAMENGILAGYEVVDVKVELYDGSYHEVDSSEMAFKIAGSMAFKDAMKKGDAVLLEPYMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       +E  + +    V    +P   +  Y TDL   + 
GR 
Sbjct  606  
VEVVVPEEYLGDVMGDLNSRRGKLEGMEARAGAQVIRAHVPLAEMFGYATDLRSKSQGRG  665

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  666  NYTMQFSHYE  675

>OGD26070.1 translation elongation factor G [Candidatus 
Aminicenantes bacterium 
RBG_19FT_COMBO_65_30]
Length=699

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 197/676 (29%), Positives = 315/676 (47%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ +G   + G V+ GT   D M  E++RGITI 
+A T
Sbjct  8    
RVRNIGIMAHIDAGKTTTTERILFYTGMTYKMGEVDDGTAVMDWMVQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGAI ++    GV+ Q+  ++    
K  +
Sbjct  68   
TCAWRDHRINIIDTPGHVDFTAEVERSLRVLDGAIAILCGVGGVEPQSETVWRQADKYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++FINK+D+ G D +  V  +R +++A                   D+I ++      
Sbjct  128  
PRIVFINKMDRIGADPERAVLQLRTRVAAKPLPIQIPLGREDGFRGVVDLIDRKVYDWGQ  187

Query  163  EI---------VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +I         V EEN +       +  + + E++D L++KY+ G  +S  +L    



+R 
Sbjct  188  
DILGTDYVVREVAEENREEVEKKRQDMLEMLSEHDDGLMQKYLDGVEVSAPELRSAVRRA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLF--------
QPIGEQGS  246
                 + PV YG++ +  G+ PL+DA             VTG          +P  
++  
Sbjct  248  
TLALEVVPVLYGASFRNKGVHPLLDAIIDYLPSPADVRPVTGHHPRTQAEETRPASDE--  305

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEI  302
            A   G VFK+          Y R+YSG  ++   V  + +   EKL ++ EM    
+ E+
Sbjct  306  
APFSGLVFKIANDPFLGNLAYFRVYSGKAKVGQAVYNSTKGEEEKLSRLLEMHSNKRKEV  365

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  Y G+I  + S  ++   D L     P  L   R+   P P++  TI PKT 
A  
Sbjct  366  ---KEIYAGDIAAMGSTKAISTGDTLCLKSHPIVLESIRF---
PEPVIAATIEPKTKADH  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             +L   L +L   DP L+   D +T + +L  +G + LE++   +  ++ +   + 
+P V
Sbjct  420  
PKLATTLAKLTREDPTLKVTQDPMTGQTLLRGMGELHLEIIMDRMEREFGVRANLGKPQV  479

Query  419  IYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E    AA        +      +    L + PL  G G ++      G + + 
F   
Sbjct  480  
AYKETIQNAAEGEGKYLRQAGGKGLYGHCVLFLEPLDRGRGFEFVDATRGGVIPREFIGD  539

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V +G+R  LE G+  G+ VTD +  F  G Y+   STP  ++  A +   +A K+    
L
Sbjct  540  
VENGVREALEAGVVAGYPVTDLRAAFIGGSYHEVDSTPVAYKIAASLAFREAAKKGSPAL  599

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   + AP +YL     D       IE  +++    V T  +P   +  Y T 
L  
Sbjct  600  
LEPLMKLEIVAPDDYLGDIVGDINARRGKIEGMEMRSGSRVITIHVPLAEMFGYATTLRT  659

Query  596  YTNGRSVCLTELKGYQ  611



             T GR V   E   Y+
Sbjct  660  LTQGRGVFAMEFSRYE  675

>OGK19650.1 translation elongation factor G [Candidatus 
Roizmanbacteria bacterium 
RIFCSPHIGHO2_01_FULL_39_24]
 OGK26890.1 translation elongation factor G [Candidatus 
Roizmanbacteria bacterium 
RIFCSPHIGHO2_02_FULL_40_13b]
 OGK49369.1 translation elongation factor G [Candidatus 
Roizmanbacteria bacterium 
RIFCSPLOWO2_01_FULL_40_32]
Length=698

 Score = 267 bits (682),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 204/684 (30%), Positives = 320/684 (47%), Gaps = 
89/684 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+D+GKTT TE +L+ +G   + G ++ G T+ D M  ER+RGITI 
+A T
Sbjct  15   
KIRNIGIIAHIDSGKTTTTERILFYTGRSYKIGDIDDGDTQMDWMDQERERGITIVSAAT  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG +++  A++GVQ+Q+  ++    
K  +
Sbjct  75   
TTFWKDMRINIIDTPGHVDFTAEVERSLRVLDGGVMIFDAEEGVQSQSETVWRQADKYKV  134

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT-----  157
            P + FINK+D+ G D    V  +R +L A                   D+I  Q+     
Sbjct  135  
PRICFINKMDKIGADFFRTVDDIRTRLGAKPAVMVYPIGAESSFVGVVDLITLQSYVWGE  194

Query  158  ------VSLSPEIVLEENTDI-----
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    +S EI      D+     E  + + E++D LLEK++AGE IS+E+L +   
R
Sbjct  195  DETGVKYKISDEIPENIKDDVMKKRAELVELIAESDDALLEKFLAGEEISQEEL-
KAALR  253

Query  207  RVQDA-SLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQ------GS  246
            RV  A  L P+Y G++ +  G+QP++DA             V G+     E         
Sbjct  254  
RVTIAYKLVPIYAGTSLRNKGVQPILDAIVDYLPSPEDLIEVHGINPDTKEDEVRKLTNE  313

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTL-----------



RLRDTVALAGREKLKITEMR  295
              L    FK++      +  Y R+YSGTL           RLR+ V        +I  
M 
Sbjct  314  EDLTALAFKIQLDPHVGKLTYARIYSGTLQSGSYVYNVNKRLRERVG-------
RILLMH  366

Query  296  IPSKGEIVRTDTAYPGEIV--ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTI  350
               + EI   D AY GEIV  I P D+ R  D L     P  L +  +   P P++   
I
Sbjct  367  ANQREEI---DKAYAGEIVGLIGPKDT-RTGDTLSVENKPIILEQITF---
PDPVISLAI  419

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A +E+L   L +L++ DP    +VD  T + I+S +G + LE++   +  +  
+ 
Sbjct  420  
EPKTKADQEKLSYTLQRLSEEDPTFHVKVDQETGQTIISGMGELHLEILVDRMKREMGMN  479

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V +P V Y E   K A        +   +  +    + + PL  G G ++ + V  
G 
Sbjct  480  
ANVGKPQVAYRETISKNAEGEGKYIKQSGGHGQYGHCLIRIEPLGRGEGFKFVNAVKGGS  539

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +   F  +V  G+   LE+G L G+ ++D ++    G Y+   S+   F+    + 
+++ 
Sbjct  540  
IPSEFIPSVEKGVIEALEKGILLGFPLSDIQVTLYDGTYHDVDSSDMAFKIAGSMAIQET  599

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             K +G  LLEP +   +  P E++     D       +     + +  V     P   
+ 
Sbjct  600  
AKRAGLVLLEPIMKMEIVVPDEFMGTTIGDLSSRRGKVLGTDKRGNVTVIKAYAPLAEMS  659

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y T +   T GR     E   Y+
Sbjct  660  GYATTIRSLTQGRGFFYMEPSHYE  683

>WP_095066420.1 elongation factor G [Veillonella rodentium]
 SNV73118.1 Vegetative protein 19 [Veillonella rodentium]
Length=691

 Score = 266 bits (681),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 318/668 (48%), Gaps = 
79/668 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTIGADFFNVVDMMKTRLGANSVAIQVPIGAEDTFQGIIDLMTMKAEIYKS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEFEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISIEELKAAMRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPPIKGVVPGTEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   +  ++K++  V 
+P 



Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMHREFKVDCNVGKPQ  478

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   + +KA    +  +      +    L + P   G+G ++E++V  G + 
+ + 
Sbjct  479  VAYRETIRKSVKAEGKFVR-
QSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYI  537

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  +
++  
Sbjct  538  
GPVENGVKEAMETGVIAGYPMVDVKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY++  +  P+EY+     D       ++  + +         +P   +  Y 
TDL
Sbjct  598  
ALLEPYMAVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDL  657

Query  594  AFYTNGRS  601
               T GR 
Sbjct  658  RSKTQGRG  665

>WP_057243523.1 GTP-binding protein [Bacillus sp. Root239]
 KRE01472.1 elongation factor G [Bacillus sp. Root239]
Length=653

 Score = 266 bits (679),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 178/636 (28%), Positives = 314/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185



            FINKID+ G D + V+  ++  L+ D+       ++ E++ + ++  E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSELI-
DGSSSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L        
Sbjct  182  LDAFMEGKN-DQAYWKAAMQKLIQTNQLFPCACGSALQDIGIESFLEKLN-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  +      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHVFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAENI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++ +  +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSANGRFDSPETTENKAIITGKVPVSTFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D



Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>GBD22370.1 Elongation factor G [bacterium HR28]
Length=722

 Score = 267 bits (683),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 192/667 (29%), Positives = 315/667 (47%), Gaps = 
65/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G +  PG V +GT   D M  ER+RGITI AA 
T+  
Sbjct  41   
NIGIIAHIDAGKTTTTERILFYTGKVHRPGEVHEGTATMDWMIQERERGITITAAATTCF  100

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    K +
+P +
Sbjct  101  
WRDHRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVHGVEPQSETVWRQADKYHVPRI  160

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLE-----------  167
             FINK+D+ G +    ++ +R++L A+ + I+  + L  E      ++E           
Sbjct  161  
CFINKLDRVGANYVRSIEMIRERLRANPVAIQWPIGLESEFRGIIDLIEFRAKIYHDDLG  220

Query  168  ---ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E+T++ A        W     + ++E +++L+ +Y+ GE  + E+L R  +      
Sbjct  221  
QHIEDTEVPADYVEVAREWRHKLIEQIVETDEELMLRYLEGEEPTPEELRRALRAATIRG  280

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCGS  252
             L PV  GSA K  G+Q L+DA             V G     GE+        A     
Sbjct  281  
QLVPVLCGSALKNKGVQLLLDAIVDYLPSPLDIPPVKGTHPVTGEEITREADDEAPFAAL  340

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK++      R  Y+R+YSG L     V       RE++ ++  M    + E+   
+  
Sbjct  341  
AFKIQSDPHVGRLTYVRVYSGRLHSSSYVYNSTKGERERISRLLRMHANHREEV---EWI  397

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+I  ++        D L DP         + P P++   + PKT A +++L  
AL +



Sbjct  398  
GAGDICAVIGLKKTFTGDTLCDPEHPILLEPIQFPEPVISVAVEPKTRADQDKLALALQR  457

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  +  +D  + + I+S +G + LEV+   +  ++K+   +  P V Y E   
RP
Sbjct  458  
LAEEDPTFQVRIDPESGQTIISGMGELHLEVIVDRMQREFKVAANIGRPQVAYKETITRP  517

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            ++     +  +      +  + L + PL  GSG  +E R+  G + + F  AV  
GIR  
Sbjct  518  VRVEGRFVR-
QTGGRGQYGHVWLELEPLPRGSGFVFEDRIVGGVIPKEFIPAVEAGIREA  576

Query  485  LEQ-
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++  G+ G+ V D K     G Y+   S+   F+  A + L++ ++     +LEP 
+   
Sbjct  577  
MQSGGVAGYPVIDIKAVLVDGSYHEVDSSEMAFKIAASMALKEGVRRGQPVILEPIMRVE  636

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+E+      D       IE  +++    V    +P   +  Y TDL   T 
GR   
Sbjct  637  
VVTPEEFTGDVIGDLNARRGRIEGMEMRAGAQVIRAMVPLATMFGYATDLRSMTQGRGTY  696

Query  604  LTELKGY  610
              E   Y
Sbjct  697  TMEFDHY  703

>ABO87316.1 TetO, partial [Streptococcus pyogenes]
Length=216

 Score = 252 bits (643),  Expect = 2e-76, Method: Compositional 
matrix adjust.
 Identities = 119/216 (55%), Positives = 165/216 (76%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  LGI+ L++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL 
LRD +
Sbjct  1    
KNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVI  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP+++



+ E+
Sbjct  61   
RISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLPML+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ
+EV+ A
Sbjct  121  
PLPMLQTTIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            +L EKY LE  +KEP+VIYMERPL+ A +TIHIEVP
Sbjct  181  ILEEKYHLEAEIKEPTVIYMERPLRKAEYTIHIEVP  216

>WP_003870266.1 MULTISPECIES: elongation factor G 
[Thermoanaerobacter]
 EGD51779.1 translation elongation factor G [Thermoanaerobacter 
ethanolicus 
JW 200]
 EIV99772.1 translation elongation factor EF-G [Thermoanaerobacter 
siderophilus 
SR4]
Length=689

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 319/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E ++ +LEKY+ GE I+ E++ +  



++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALGTGEEIERKADDSEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FK+       +  + R+YSGTL        AG   L  T+ +    G I+R     
Sbjct  309  SALAFKIMADPYVGKLAFFRVYSGTLN-------
AGSYVLNSTKGKKERVGRILRMHANH  361

Query  306  ----DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D  Y G+IV  +        D L D          + P P++   I PKT A 
+E+
Sbjct  362  
REEIDAVYTGDIVAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P 
V Y
Sbjct  422  
MTMALLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  
AV
Sbjct  482  KETITKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LL
Sbjct  541  
DAGVQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPIMKVEVVVPEEYMGDIIGDINSRRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     +   Y+



Sbjct  661  TQGRGTYTMQFHHYE  675

>SDZ76817.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium NK3A20]
Length=934

 Score = 271 bits (694),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 197/643 (31%), Positives = 312/643 (49%), Gaps = 
58/643 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVDAGKTTL+ES+LYA+GAI   G V+ G    DT  LER+RGITI + 
+  F
Sbjct  1    
MTIGILAHVDAGKTTLSESILYATGAIRRHGRVDHGDAFLDTDALERKRGITIFSKLARF  60

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++ ++DTPGH+DF  E+ R+L VLD AILVISA +GV  Q R+L+  L+   
+PT
Sbjct  61   
SLDGRQMTLLDTPGHVDFSPEMERTLRVLDAAILVISAAEGVNPQVRVLWKLLQHYAVPT  120

Query  124  VIFINKIDQAGV--------
DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
             IF+NK+DQ           + +++V +++ +L + ++      LSP      NT     
Sbjct  121  FIFVNKMDQIETGNPEHDQYEKETLVSNIQRELGSGVVEFGRAQLSP-----
ANT-----  170

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            ++V   +++L+E+ + G  ++RE +       V+   LFP+Y G+A    G + L+
+ + 
Sbjct  171  ESVAVCDERLMERMLEGGEVTREDVT----
SLVESRRLFPLYTGAALTDRGTRDLLEGIA  226

Query  236  GL--FQPIGEQGSAALCGSVFKV--
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
                 +P  +   A     V+KV  E    G R V+++L  G + +RD +     
EK   
Sbjct  227  RYTRMRPAPDTFGAI----
VYKVTREQGGAGARLVWMKLTGGEIAVRDGITEINHEKAVA  282

Query  290  ------------------KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDP  330
                              KI+ +R+ S         A  GEIV +    + R  D 
LG  
Sbjct  283  
PPDADAPQAEMESDTVEEKISGIRLYSGERYEAVTRAQAGEIVAVTGLSAARTGDGLG--  340



Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
                     E   P++   + P        L+ AL  + + +P+L   +D  T ++ 
+  
Sbjct  341  --
FEESHTEELLSPIMAVRVIPDPGTDNFTLMRALRGIEEEEPMLHVLLDEDTKDVTVEI  398

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
            +G+VQ++++  LL E+Y L       +++Y E   K      H E  P   +A + 
L + 
Sbjct  399  MGQVQIQILQNLLQERYGLSVTFGPATIVYKETIRKPVEGVGHFE--
PLRHYAEVHLLLE  456

Query  451  PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSP  509
            P   GSG+ +E+R   G L++++QN +   ++    +G L G ++TD KI    G     
Sbjct  457  
PTGTGSGLTFENRCPPGTLDRNWQNLIMTHLQERTHKGVLTGSDITDMKISLIGGRASKK  516

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             +   DFR      + Q L  +   LLEP LSF +  P+E L RA +D        
E A 
Sbjct  517  
HTVGGDFRKATYSAVRQGLMMAQNILLEPVLSFRMELPKENLGRALNDISAMNGKAEPAV  576

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
               +  +  G +PA  +  Y   LA YT GR      LK Y++
Sbjct  577  FADEMTILEGTVPASELSDYAQTLAGYTGGRGSLSVNLKDYES  619

>WP_022792003.1 elongation factor G [Weissella halotolerans]
 KRN30833.1 translation elongation factor G [Weissella halotolerans 
DSM 20190]
Length=706

 Score = 267 bits (682),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 319/677 (47%), Gaps = 
72/677 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ+A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAATTAV  73

Query  65   WHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH           +VNI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  
++  
Sbjct  74   



WHGFHDQYEKTPYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDGAAGVEPQTETVWRQ  133

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
                 +P ++F+NK+D+ G D    V+S++D+L A                   D
+I K+
Sbjct  134  
AETYQVPRIVFVNKMDKMGADFAMSVESIKDRLGANAKAIQWPIGAEDDFAGVIDLITKE  193

Query  157  ----TVSLSPEI----VLEENTDI--EAWDAVIEN----
NDKLLEKYIAGEPISREKLVR  202
                T  L  E     + EE  D+  E +D ++E     +D++++KY+ GE IS+E 
L  
Sbjct  194  
AWYPTTELGEEWEAREIPEEYVDLVNEKYDELVEAVADVDDEIMDKYLEGEEISQEDLKA  253

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQ-----  244
              +R       +PV  GSA K  G+Q ++DAV   L  P+            GE+     
Sbjct  254  
GIRRATLALKFYPVLAGSAYKDKGVQQMLDAVVDYLPSPLDVRPYVANDPETGEEVDLIA  313

Query  245  -GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
                      FKV       R  +LR+Y+GTL     V    R+K     ++ +M    
+
Sbjct  314  
NDEDPFAALAFKVMTDPFVGRLTFLRVYTGTLMAGSYVMNTTRDKRERVGRLLQMHATQR  373

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             EI   D  + G+I   +   S    D L    R       E P P+++  I P+T 
A +
Sbjct  374  KEI---
DEVFSGDIAAAIGLKSTTTGDSLTAIDRPLILESMEFPDPVIQLAIEPQTKADQ  430

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++ +AL +LA+ DP  R E +  T + ++S +G + L+++   L  ++ +E  V  
P V
Sbjct  431  
DKMSNALQKLAEEDPSFRAETNQETGDTLISGMGELHLDIIVDRLKREFGVEANVGAPQV  490

Query  419  IYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   K   A      +      +  + +  +P   G+G ++E  +  G + + 
+  +
Sbjct  491  
AYREAFTKTVQARGFFKRQSGGKGQYGDVWIEFSPNEEGAGFEFEDAIVGGVVPREYIPS  550

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R  +  G L G+ + D K     G Y+   S+ A F+  A + L +A K 
+G  +



Sbjct  551  
VEAGLRESMNNGPLAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALREAAKTAGAVI  610

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P++ L  A          +E  + +   V+   ++P   +  Y T 
L  
Sbjct  611  
LEPIMKVDIVVPEDNLGDAMGHVSARRGLLEGQEQRGKSVLVHAKVPLSEMFGYATTLRS  670

Query  596  YTNGRSVCLTELKGYQA  612
             T GR     +   Y+A
Sbjct  671  ATQGRGTFQMQFDHYEA  687

>WP_055193477.1 GTP-binding protein [Roseburia intestinalis]
 CUM88116.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Roseburia 
intestinalis]
Length=902

 Score = 271 bits (693),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 195/621 (31%), Positives = 302/621 (49%), Gaps = 
38/621 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INI +LAHVDAGKTTL+E+LLY SG+I + G V+      DT  +ER RGITI +    
F
Sbjct  6    
INIAMLAHVDAGKTTLSEALLYKSGSIRKAGRVDNKDAFLDTNEMERNRGITIFSKQAVF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +  C+  ++DTPGH+DF AE+ R+L VLD A+L+IS  DGVQ  TR L+  L + 
+IPT
Sbjct  66   
SYGGCEFTLLDTPGHVDFSAEMERTLQVLDYAVLIISGADGVQGHTRTLWRLLARYDIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT--
DIEAWDAVIEN  181
             IF+NK+DQ G D + +   ++D LS+       V  S     E+ T  D++ ++ 
V   
Sbjct  126  FIFVNKMDQLGTDHEKLSDQIKDTLSS-----ACVDFSKN---
EDGTYRDMDFYENVAVC  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            N+K+LE Y+ G  I  E  VRE    +Q   LFP ++GSA K  GI+ L+ A++   
+  
Sbjct  178  NEKVLEAYLEGGSIEEES-VRE---
MIQKRELFPCFFGSALKMEGIEELLFALSEYTKMP  233



Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL------
KITEMR  295
              Q       +VFK+     G R  +L++  G L+ R+ ++   + K       K+ 
++R
Sbjct  234  EYQ--
EKFGATVFKITRDAQGSRLTHLKVTGGVLKARNLLSGHKQNKAEDIWEEKVNQIR  291

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPK-  353
            I S  +    D    G I  +   S     + LG           E  LP+L   +  
+ 
Sbjct  292  IYSGEKYETKDEVEAGTICAVTGLSYTYPGEGLGSQ--------
EESELPILEPVLTYEL  343

Query  354  ---
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  Q + ++  L  L + +P L    +    EI +  +G VQ+E++ AL+S++
+ +E
Sbjct  344  
ILPDGVQPQAMMPKLAMLEEEEPELHIVWNEELQEIKIQIMGEVQIEILKALISDRFGVE  403

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   ++Y E          H E  P   +A + L + P  +GSG+ + + VS    
+
Sbjct  404  VEFGTGKILYRETIADTVEGVGHFE--
PLRHYAEVHLLLEPGEIGSGLTFAADVSEDMFS  461

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +      G L G  VTD K+    G  +   +   DFR        
Q LK
Sbjct  462  
RNWQRLVLTHLEEKEHVGVLTGSPVTDMKVTLVAGRAHIKHTEGGDFRQATYRAFRQGLK  521

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEP+  F L  P E + RA +D        +      +  V TG +P   
++ Y
Sbjct  522  
QAQSVLLEPWYDFRLEIPNECIGRAMNDIEGMSGKFDAPDRNGEMAVLTGIVPVASMRDY  581

Query  590  RTDLAFYTNGRSVCLTELKGY  610
              D+  YT G       L GY
Sbjct  582  VKDVTAYTKGHGSLTCTLHGY  602

>WP_007122710.1 elongation factor G [Lactobacillus gastricus]
 EHS84830.1 Elongation factor G (EF-G) [Lactobacillus gastricus PS3]
Length=695

 Score = 267 bits (682),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 197/681 (29%), Positives = 322/681 (47%), Gaps = 



83/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA------------
DIIIKQTVSLSPEIVLEEN  169
            P ++F NK+D+ G +    V +++D+L+             D  I     ++ E  
L +N
Sbjct  131  
PRIVFANKMDKMGANFDYTVSTIKDRLNVTPLPIQLPIGAEDDFIGLVDLVTMEAYLYDN  190

Query  170  TDIEA-WDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
             D  A WD V                 IE     ND ++ KY+ GE IS E++    
++ 
Sbjct  191  
DDQGATWDTVEIPADLKDKAEQQHEELIETLADVNDDIMAKYLEGEEISVEEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGS------------  246
              D  LFPV  GSA K  GIQ ++DAV            F    E G+            
Sbjct  251  
TLDQELFPVLAGSAYKDKGIQMMLDAVLDYLPSPLDVKPFVATDEDGNEIELTAGDDKPF  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    
+ EI
Sbjct  311  AALA---
FKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERVGRLLQMHSNQQNEI  367

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                  + G+I   +   +    D L DP +  +    E P P+++ ++ PK+ A 
++++
Sbjct  368  PEV---
FSGDIAAAIGLKNTTTGDSLTDPDKPLQLESMEFPEPVIQVSVEPKSKADQDKM  424

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P 
V Y 



Sbjct  425  
DKGLQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYR  484

Query  422  ERPLKAASHTIHIEVPPNPF---------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            E    A ++T+  +     F         +  + +  TPL  G+G ++E  +  G 
+ + 
Sbjct  485  E----AFTNTVEAQ---
GKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPRE  537

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AV  G++  +E G L G+ + D K     G Y+   S+ A F+  A + L  A  
+ 
Sbjct  538  
YIPAVEQGLKEAMENGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKG  597

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  +LEP +   +  P++ L            +I+  + + +  +    +P   +  
Y T
Sbjct  598  
GATILEPIMKVDIVTPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHAFVPLSEMFGYAT  657

Query  592  DLAFYTNGRSVCLTELKGYQA  612
             L   T GR         Y A
Sbjct  658  TLRSATQGRGTFSMTFDHYSA  678

>OPX30908.1 translation elongation factor G [Candidatus Omnitrophica 
bacterium 
4484_171]
Length=686

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 204/659 (31%), Positives = 320/659 (49%), Gaps = 
68/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIG +AH+DAGKTT TE +L+ SG + + G V++GT  TD M  ER+RGITI +A 
T  +
Sbjct  11   
NIGFVAHIDAGKTTTTERILFYSGRVYKIGEVDEGTATTDWMPQERERGITITSAATYCK  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF  EV R+L VLDGA+++  A  GV+ Q+  ++    K +
+  +
Sbjct  71   
WKDYNINIIDTPGHIDFTVEVERALKVLDGAVVIFCAVGGVEPQSETVWRQADKYHVSRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSPEI-  164
             F+NK+D+AG D  +VV  +RDKL A                   D+I  + V    
E+ 
Sbjct  131  
AFVNKMDRAGADFMNVVAEMRDKLGANAAAVQLPIYENDDFVGIVDLINNEAVYYEDELG  190

Query  165  ----------VLEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                       LE+       E  + + E +D+ + K+I  + +S + ++   +R 
V   
Sbjct  191  
EKVSRREIPSYLEKEAQSARDELLEKMAEIDDEFMNKFITQDKLSTQDIISAIRRFVITN  250

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------
QPIGEQGSAALCGS  252
               PV  GSA K  GIQ L+DAV                       + I     + 
LC  
Sbjct  251  
RFHPVLCGSALKNKGIQLLLDAVCNFLPSPLDLKIVKGMKPSKNEIEEIEVDCKSPLCAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KLKITEM-RI-
PSKGEIVRTDTAY  309
             FKV       +  Y R+YSG+++   +V  A ++ K KIT++ R+  +K EIV  
++A 
Sbjct  311  CFKVFTDPFVGKLFYTRIYSGSVKTASSVYNATKKMKEKITKIVRMHANKQEIV--
NSAK  368

Query  310  PGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+IV L    +    D L D   P  L   ++   P P++   I PKT A +++L  
AL
Sbjct  369  AGDIVCLVGFKNTATGDTLCDEKFPLLLEEIKF---
PEPVVSLAIEPKTKADQDKLFTAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L   DP  R   +S T + ++S +G++ LEV+   L   +K++  V +P V Y 
E   
Sbjct  426  
KKLEAEDPSFRVSYNSDTGQNVISGMGQLHLEVMVERLLSDFKVQARVGKPQVAYKETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    T     +   +  +  + L + P   G GV +E+++  G + + F   V+
+G   
Sbjct  486  KRVESTGKFVQQTGGHGQYGHVVLLIEPNKKG-
GVIFENKIKGGIIPREFIPFVKEGTLD  544

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G+  G+ VTD K     G ++   S+   F+  A I  +  LK++G  LLEP 
+  
Sbjct  545  
AANSGVLGGYPVTDIKATLIDGSFHEVDSSELSFKIAAEIAFKDGLKKAGPVLLEPIMDL  604



Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P EYLS+   D     A I +   +K+      E+P R +  Y   L   T 
GR+
Sbjct  605  
EVVTPIEYLSQVIADLNTRRAKITSIAERKNVKTVRSEVPLREVFDYADTLRNLTQGRA  663

>OGE25349.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_02_FULL_39_12]
 OGE72586.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_02_FULL_38_15]
Length=720

 Score = 267 bits (683),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 201/688 (29%), Positives = 332/688 (48%), Gaps = 
81/688 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  ER+RGITI  
AA+
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILFYTGRTYKIGNIDEGTTVTDWMEQERERGITIVSAAI  73

Query  61   TSFQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++N++DTPGH+DF AEV RSL VLDG ++V+ +  GVQ
+QT  
Sbjct  74   TTF-
WTAKGGPYKDIETRINLIDTPGHVDFTAEVERSLRVLDGGVIVLDSSSGVQSQTET  132

Query  112  LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL  160
            ++    K  +P + F NK+D  G D    +QS RD+L A+ +            K  
V L
Sbjct  133  
VWRQANKYKVPLIAFANKMDVVGADFLGTIQSARDRLGANALAYNLPIGRENDFKGVVDL  192

Query  161  --------------------------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKY  189
                                        EI  +  +++E +     + +   +D L
+EKY
Sbjct  193  
LTKKAYVWEGDPSTGSGQSETGAKFAEVEIPQDMVSEVEKYREKLVEEISGTDDVLMEKY  252

Query  190  
IAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------VTG  236
            + GE IS E+L +  ++ V    + PV  GS+ +  G+QP++D              
VTG



Sbjct  253  
LGGEEISVEELKKALRKAVIGNKIVPVLAGSSLRNKGVQPMLDCVVEYLSSPQDIAQVTG  312

Query  237  LFQPIGEQ------
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-KL  289
                 GE+       SA L    FK++      +  Y+R+YSGTL+    +  + +
+ K 
Sbjct  313  
QNAATGEEETRLADASAPLSALAFKIQVDPHVGKLTYVRIYSGTLKSGSYIYNSTKQIKE  372

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV--
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            ++  + +    +    + AY GEIV  +   D++   D L D T          P 
P++ 
Sbjct  373  RVGRLLLMHANDREEIEEAYAGEIVAAVGLKDTI-
TGDTLCDETAPIILESISFPDPVIS  431

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I PKT + +E+L  AL +L++ DP  R + D  T + I++ +G +QLEV+   +  
++
Sbjct  432  
LAIEPKTKSDQEKLGYALQRLSEEDPTFRVKSDPETGQTIIAGMGELQLEVLVDRMKREF  491

Query  408  KLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            K+E  V +P V Y E   +P +     I  +      +    L + PL  G G ++ 
S V
Sbjct  492  KVEANVGQPQVAYKETITKPAEGEGKYIR-
QTGGRGQYGHCLLKIEPLPRGQGREFVSEV  550

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              G + + F   +  G+    + G+  G+ VTD K+    G Y+   S+   F+  
A + 
Sbjct  551  
VGGAIPREFIPPIEKGVIEKEDTGILAGYPVTDIKVTVYDGSYHEVDSSEIAFKIAASLG  610

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L +A K++   L+EP +   +  P+E+L     D     A I +++ + +  V    
+P 
Sbjct  611  
LSEAAKKADMILIEPIMKVEVTTPEEFLGEIIGDLSAKRAQILSSESRGNARVIITLVPL  670

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +  Y T +   + GR+    E   Y+
Sbjct  671  AEMHGYATAIRSMSQGRATYYMEADHYE  698

>WP_004402356.1 elongation factor G, partial [Thermoanaerobacter 
thermohydrosulfuricus]
 EMT38387.1 translation elongation factor EF-G, partial 
[Thermoanaerobacter 



thermohydrosulfuricus WC1]
Length=687

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 319/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E ++ +LEKY+ GE I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALGTGEEIERKADDSEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FK+       +  + R+YSGTL        AG   L  T+ +    G I+R     
Sbjct  309  SALAFKIMADPYVGKLAFFRVYSGTLN-------
AGSYVLNSTKGKKERVGRILRMHANH  361

Query  306  ----DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D  Y G+IV  +        D L D          + P P++   I PKT A 
+E+
Sbjct  362  
REEIDAVYTGDIVAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEK  421



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P 
V Y
Sbjct  422  
MTMALLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  
AV
Sbjct  482  KETITKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LL
Sbjct  541  
DAGVQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPIMKVEVVVPEEYMGDIIGDINARRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     +   Y+
Sbjct  661  TQGRGTYTMQFHHYE  675

>WP_055739678.1 GTP-binding protein [Bacillus shackletonii]
 KQL53936.1 elongation factor G [Bacillus shackletonii]
Length=652

 Score = 266 bits (679),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 174/615 (28%), Positives = 300/615 (49%), Gaps = 
19/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTT  E LL+ + +I + G V+      D+  +E+ RGIT+ 
A  
Sbjct  1    
MKHKTIGILAHVDAGKTTFAEQLLFHTKSIPQRGRVDHRDAFLDSHEIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++H     ++DTPGH+DF  E+ R++ V+D AI++ISA +GV+  T  +++ L
+K  



Sbjct  61   
AIFRYHESHYTLIDTPGHVDFSPEMERAIQVMDYAIVIISAVEGVEGHTETVWNLLKKHC  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT  FINK D+ G D+  V++ +R  L+ D      V       ++   D    + 
+ E
Sbjct  121  IPTFFFINKTDRVGADIHRVIEEIRINLTED------
VCHIDNSFIDGKMDEPLIEFLAE  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ LL+ Y+AG    ++  + E Q+ +++ ++FP+  GSA + +GI   ++ +  
+   
Sbjct  175  RNECLLDDYMAG-GYEKKTWLTEMQQMIKNNAIFPLASGSALQDVGITDFLEKLD-
ILTI  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
                      G V+K+ Y + G R  +++  SGTL++RD +     E+    K+T+
+R  
Sbjct  233  
TDYVAETPFSGRVYKIRYDESGARTTFIKALSGTLKVRDEITYDHNEQEISEKVTQIRKY  292

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +    D    GE+  L    +V   D LG      +++   + +P L++ +      
Sbjct  293  NGRKFQIVDKVEAGEVFALTGLSAVAAGDGLGS----
IQEKAHYEMIPTLKSKVIFDPTL  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +L     L D DP L    +    EI +  +G +QLEV+  ++ +++  + + 
++P
Sbjct  349  
NVKEVLKCFRMLDDEDPSLMVAWEEKFQEIHIHVMGTIQLEVLEQIVHDRFGFKVLFEKP  408

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E          H E  P   +A + L + P    SGV++ S      L  S
+QN 
Sbjct  409  EILYKETITSEVVGYGHFE--
PLKHYAEVHLRLEPGERQSGVRFVSDCHPDDLQVSYQNL  466

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +R  +     +G+  G  +TD KI    G  +   ++  DFR      L Q L+++  
QL
Sbjct  467  
IRHHLFEKEHRGILTGSALTDIKITLLTGRAHIKHTSGGDFREATLRALRQGLEKAENQL  526

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +    E + R   D        +  +   ++ + +G++P      Y T 



LA 
Sbjct  527  
LEPYYDFKIKVDIEQMGRVLSDVQSAYGNFQNPETAGNKAIISGKVPVATFMDYGTILAS  586

Query  596  YTNGRSVCLTELKGY  610
            +T GR        GY
Sbjct  587  FTQGRGTMSLVFGGY  601

>PIE26444.1 elongation factor G [Micrococcales bacterium]
Length=700

 Score = 267 bits (682),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 196/695 (28%), Positives = 329/695 (47%), Gaps = 
80/695 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCFWEGAQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTISERLGAKPLPLQIPIGAESDFVGVVDLVYNRALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  ++E                  +AV E+++ LL+KY+AGE ++ E++    
+ 
Sbjct  191  
ETGLGEAYEVEEIPADLAETAEEYRSALLEAVAESDEDLLDKYVAGEELTIEEIKGAIRG  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------
GEQGSAALCGSV-  253
             V ++  +PV  GSA K  G+QP++DAV   L  P+            E    A    
V 
Sbjct  251  
MVINSEAYPVLCGSAFKNKGVQPMLDAVLDYLPSPVDVPAVHGHEVNNEDVHHARHADVT  310

Query  254  -------
FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR--  304



                   FKV       +  Y R+YSG L        AG + +  T+ R    G++ 
+  
Sbjct  311  EPFAALAFKVAVHPFFGKLTYARVYSGKL-------
AAGAQVMNSTKGRKERIGKLFQMH  363

Query  305  ------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                   + A  G I  ++        D L DP           P P++   I 
PKT   
Sbjct  364  
ANKENPVEEAQAGHIYAMIGLKETTTGDTLCDPANQIVLESMTFPEPVISVAIEPKTKGD  423

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +LAD DP  + E+D  T + I+  +G + L+++   +  ++K+E  V 
+P 
Sbjct  424  
QEKLSTAIQKLADEDPTFQVELDDETGQTIIKGMGELHLDILVDRMKREFKVEANVGKPQ  483

Query  418  VIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQS  472
            V Y E   RP++   +T   +   +  +A + +S+ PL  G G  YE  + ++ G 
+ + 
Sbjct  484  
VAYRETIRRPVEKVDYTHKKQTGGSGQFAKVQVSIEPLDTGEGELYEFGNTITGGRVPRE  543

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI+  ++ G L G+ +   K     G Y+   S+   F+    +VL++A
+K +
Sbjct  544  
YIPSVDAGIQDAMQTGVLAGYPLVGIKATLVDGAYHDVDSSEMAFKIAGSMVLKEAVKRA  603

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  +  PQ+Y+     D       +++ +           +P   +  
Y  
Sbjct  604  
DPALLEPMMAVEVRTPQDYMGDVIGDLNSRRGQVQSMEDASGAKAIRALVPLSEMFGYVG  663

Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRR  623
            DL   T GR++   +   Y     AV + +I+  R
Sbjct  664  DLRSKTQGRAMYSMQFDSYAEVPRAVAEEIIKKTR  698

>WP_088460070.1 elongation factor G [Lactobacillus fermentum]
 OWP36362.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTIEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G D    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGADFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E ++S +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLISGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487



Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_025729841.1 elongation factor G [Bacillus ginsengihumi]
Length=692

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 199/685 (29%), Positives = 323/685 (47%), Gaps = 
72/685 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V ++ D+L A+     + I    +    I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVNTIHDRLQANAHAIQLPIGAEDNFEGIIDLIEMKATFYGNDLG  191



Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  AV E +++L+EKY+ GE IS+E+L    ++   
+ 
Sbjct  192  
TDIEVRDIPEEYKDQADEYREKLIEAVAELDEELMEKYLGGEEISKEELKAAIRKSTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSV-----------------  253
              FPV  GSA K  G+Q ++DAV   L  P+      A+ G++                 
Sbjct  252  EFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLD---
VPAIKGTIPGSDEEVTRPSSDDEPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANHRNEISEV  368

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P+++ ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  425  LKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  TP   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RKSAQVQGKFARQSGGRGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DALQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKIAASLALKNAASKCDPVLLEPVMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  



VEVVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAFVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRR  623
            V       Y+    A+ + +I+  +
Sbjct  666  VFTMHFDHYEEVPKAISEEIIKKNK  690

>ABO87322.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 251 bits (642),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 121/216 (56%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGQSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>WP_078081863.1 GTP-binding protein [Bacillus megaterium]
 AQU74036.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 265 bits (678),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 183/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +



Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   



Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_070618524.1 MULTISPECIES: elongation factor G [Aerococcus]
 OFN03765.1 elongation factor G [Aerococcus sp. HMSC062A02]
 OHO43639.1 elongation factor G [Aerococcus sp. HMSC035B07]
Length=696

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 312/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  70   
TAQWQGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQADTYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++RD+L A+                I   V++  
EI  +
Sbjct  130  
PRIVFANKMDKLGADFLYAVSTIRDRLGANAHPIQLPIGAEDNFTGIIDLVTMKAEIYKD  189

Query  168  E--------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +                  E W     +A+ + +++L+  Y+ GE IS ++L    
++  
Sbjct  190  
DLGTEIEETEIPEEYQEQAEEWRTDLVEAIADTDEELMMAYLEGEEISEDQLKAAIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIGEQ--------------



GSAA  248
                 FPV  GSA K  G+Q ++DAV           PI  +                
A 
Sbjct  250  
LALDFFPVMCGSAFKNKGVQMMLDAVIDYLPAPTDVPPIEAEMANDPEHTFEVRANDDAP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGTL     V  A    RE++ +I  M   S+ 
E+  
Sbjct  310  
FSALAFKVMTDPYVGRLTFFRVYSGTLEAGSYVLNATSDTRERVGRILFMHANSRSEV--  367

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTAAQRERLL  362
             D  + G+I   +   +    D L D T+ P    R E P P++   I P T A +
+++ 
Sbjct  368  -DEVFSGDIAAAVGLKNTTTGDTLCD-
TKTPIILERMEFPEPVIEVAIEPNTKADQDKMQ  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++ +E  V  P V 
Y E
Sbjct  426  
LALAKLAEEDPTFRATTDQETGQTIIAGMGELHLDIIVDRLKREFNVEASVGAPQVSYRE  485

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               KA  A      +      +  + +  TP   G+G ++E  +  G + + +  
+V  G
Sbjct  486  
TFTKATQAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFEDAIVGGVVPREYIPSVEAG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ + F+  A + L  A KE+G  
+LEP 
Sbjct  546  
LKDAMENGVLAGFPLVDVKAKLYDGSYHDVDSSESAFKVAASLALRNAAKEAGAVILEPM  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P EYL             IE  + + + +     +P   +  Y T L   
T G
Sbjct  606  
MKVDVVVPDEYLGDVMGHVSARRGRIEGQEPRGNAIQIHSMVPLSEMFGYATTLRSATQG  665

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  666  RGTFTMAFDHYE  677

>WP_013403742.1 elongation factor G [Caldicellulosiruptor 



hydrothermalis]
 ADQ07588.1 translation elongation factor G [Caldicellulosiruptor 
hydrothermalis 
108]
Length=691

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 190/697 (27%), Positives = 326/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT------------------------  157
            P + ++NK+D  G +  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFRGIVDLLTMKAIIYVD  188

Query  158  ----VSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS   EI      + E   I+  +AV E +++++ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKVSQETEIPEDVKDIAEEYRIKLLEAVAETDEEIMMKYLEGEEITVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+



+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLSEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMRREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINSRRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>WP_082141799.1 GTP-binding protein [Clostridium cylindrosporum]
 KMT20790.1 tetracycline resistance protein TetP [Clostridium 
cylindrosporum 
DSM 605]
Length=811

 Score = 269 bits (688),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 186/619 (30%), Positives = 300/619 (48%), Gaps = 
38/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVD+GKTTL+E +LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKIVIGILAHVDSGKTTLSEGMLYMSGKIRKLGRVDNKDAYLDTYELERARGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+ +  ++ ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L    
Sbjct  61   
AIFETNGYQITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWRLLELYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ+G D   +++ ++ KL+   +  + V                +D 
+  
Sbjct  121  IPTFIFVNKMDQSGTDKDRLIEELKKKLNDGCVEFEQVKTEG-----------
FYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ ++E ++  E I   ++    +  ++   +FP  +GSA +  GI+ L+  +      
Sbjct  170  CDESMMETFLETEHIETVQI----
REAIKGRKVFPCIFGSALRLEGIEQLIQVIVDY--T  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I           +FKV   D G R  +L++  G L+++D ++  G E+ KI ++RI 
S  
Sbjct  224  IIPSYPDEFGAKIFKVTRDDQGNRLTHLKVTGGKLKVKDVLSNHGWEE-
KINQIRIYSGN  282

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +         G I  +       P + + + +    P   P   ++          
I P+
Sbjct  283  KFEAISEIEAGSICAVTGLSQARPGEGLGVEEASNAPVLEPVLSYQ---------
MILPE  333

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  ++  L Q+ + DP L    D    EI +  +G VQ+E++  ++  ++ +
+   
Sbjct  334  GCDPR-
AMIPKLRQIEEEDPELNIVWDEQLQEIQVRIMGEVQIEILQNMIQSRFDVDVSF  392

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                ++Y E          H E  P   +A + L + P  +GSG+ +E++ S   L 
+S+
Sbjct  393  DAGGIVYKETIANIVEGVGHFE--
PLRHYAEVHLLLEPGEIGSGLVFETKCSEDILGKSW  450

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q L 
E+ 
Sbjct  451  
QNLVIHHLEEKVHKGVLTGSEITDMKITLVSGRAHNKHTEGGDFREATWRAVRQGLMEAK  510



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY SF L  P++ L RA  D  K   T E A    +  V  G  P   ++ 
Y+ +
Sbjct  511  
SVLLEPYYSFQLELPEKMLGRAMTDVDKIHGTCEIAHSDGETAVLVGSAPVSGMRNYQKE  570

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT G       LKGY+
Sbjct  571  VIAYTKGTGRLFCSLKGYE  589

>WP_076149115.1 elongation factor G [Lactobacillus murinus]
Length=696

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 190/689 (28%), Positives = 327/689 (47%), Gaps = 
67/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDNRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G +    V +++D+L A                   D++  Q      
Sbjct  131  
PRIVFINKMDKIGANFDYSVSTIKDRLQANPLPVQMPIGAEDQFEGVIDLVEMQADLYDE  190

Query  157  --------TVSLSPEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                    TV +  E + E  T  E   +A+ + N+ ++EKY+ GE IS+E++ +  
++ 
Sbjct  191  
DASGASWETVPVPEEYLEEAQTRREEMIEALADVNEDIMEKYLGGEEISKEEIKKAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
                 +FPV+ GSA K  G+Q ++D V   L  P+  +   A                  
Sbjct  251  
TLSLDVFPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYNATNPDTDEVVELVADDDKP  310



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRNEIAE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L DP         E P P+++ ++ PK+ A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPEPVIQVSVEPKSKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEATVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K          +      +  + +  TP   G G ++E+ +  G + + +  +V  
G+
Sbjct  488  
FTKQVQSQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
KEAMQNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLSLRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++ L             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  608  
KVEVVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLSEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQ---AAVGQPVIQPRRPNS  626
                  +  Y+    A+ + +I+    N+
Sbjct  668  GTFTMTMDHYEPVPKAIQEEIIKKNGGNA  696

>WP_014063493.1 MULTISPECIES: elongation factor G 
[Thermoanaerobacter]
 AEM79606.1 translation elongation factor G [Thermoanaerobacter 
wiegelii 
Rt8.B1]
 SFE65424.1 translation elongation factor 2 (EF-2/EF-G) 
[Thermoanaerobacter 



thermohydrosulfuricus]
Length=689

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 319/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E ++ +LEKY+ GE I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALGTGEEIERKADDSEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FK+       +  + R+YSGTL        AG   L  T+ +    G I+R     
Sbjct  309  SALAFKIMADPYVGKLAFFRVYSGTLN-------
AGSYVLNSTKGKKERVGRILRMHANH  361

Query  306  ----DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D  Y G+IV  +        D L D          + P P++   I PKT A 
+E+
Sbjct  362  
REEIDAVYTGDIVAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEK  421



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P 
V Y
Sbjct  422  
MTMALLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  
AV
Sbjct  482  KETITKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LL
Sbjct  541  
DAGVQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPIMKVEVVVPEEYMGDIIGDINARRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     +   Y+
Sbjct  661  TQGRGTYTMQFHHYE  675

>SCJ86555.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Eubacterium sp.]
Length=858

 Score = 270 bits (690),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 206/639 (32%), Positives = 312/639 (49%), Gaps = 
65/639 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E+LLY +G     G V+KG    DT  LE+QRGITI 
+  
Sbjct  1    MKTV-
IGILAHVDAGKTTLSEALLYNAGITKALGRVDKGNAYLDTDELEKQRGITIFSKQ  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +V +VDTPGH+DF AE+ R+L +LD AILVISA +GVQ+ TR L+  L



+   
Sbjct  60   
AEFIWKDLEVTLVDTPGHVDFSAEMERTLQILDYAILVISASNGVQSHTRTLWELLKMYK  119

Query  121  IPTVIFINKIDQAGVD---
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NK+D    D   L S ++S  D    D    Q V  + E+ +           
Sbjct  120  
VPTIIFVNKMDMPDTDKALLLSELKSKLDDSCIDFTDIQEVMSNEEVAM-----------  168

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                N+ L+E++++   I  E +    +R + D  +FP ++GSA K   I  L+D   
GL
Sbjct  169  ---TNESLMEEFLSCGKIDIEDI----
KRGISDRGIFPCHFGSALKNDKIIDLLD---GL  218

Query  238  FQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
               I E+         V+K+     G R  Y+++  G LR++D +  +   + KI 
++RI
Sbjct  219  NTYIDEKKYPDKFSAKVYKINRDSQGNRLTYIKVTGGVLRVKDIIDDS---
EEKINQIRI  275

Query  297  PSKGEIVRTDT---------------
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             S G+  RT                  Y GE + + +D+   NDV+             
+
Sbjct  276  YS-GDKYRTANEIYSGEVCAVTGLTKTYSGENLGIENDN---
NDVI------------LE  319

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P+ M R  +  +  A    +L  L QL + DP L  + +    EI +  +G VQ+E
++  
Sbjct  320  PVLMYRVVLPQEIDAA--
MMLPKLKQLEEEDPTLAIKWNEDLKEIQVCLMGEVQIEILKK  377

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            L+ +++K+     + +V+Y E          H E  P   +A + L + P  +GSG
+ +E
Sbjct  378  LVLDRFKVAIEFDQGNVVYKETISNTVEGVGHFE--
PLRHYAEVHLRLEPGEIGSGLTFE  435

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L +++Q  +   ++    +G L G  +TD KI    G  +   +   
DFR   
Sbjct  436  
TECSEEILAKNWQRLILTHLQEREHKGVLTGSGITDMKITLVSGRAHLKHTEGGDFRQAT  495

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580



               + Q LK + + LLEPY  F L  P E L RA  D  +    I   +   +  V 
TG 
Sbjct  496  
YRAVRQGLKMAQSVLLEPYYDFRLEIPTEMLGRAMTDIERIYGKINPPENYGEYSVITGY  555

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
             P   ++ YR D+A YT G+      LKGY     Q  I
Sbjct  556  APVVTMRKYREDIAAYTKGQGKITCTLKGYLPCHNQEEI  594

>WP_073598145.1 elongation factor G [Hydrococcus rivularis]
 OKH26034.1 translation elongation factor G [Hydrococcus rivularis 
NIES-593]
Length=691

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 197/700 (28%), Positives = 322/700 (46%), Gaps = 
92/700 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ +G   + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGVAHKLGEVHEGTAITDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   +VNI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHRVNIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + +RD+L A+ +              I   V ++  
I  +
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQMRDRLRANAVPIQIPIGAESDFQGIVDLVQMNARIYKD  188

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+T+I             +  +AV E ++ L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKNYEDTEIPENMKELAEEYRTKLIEAVAETDEALIEKYLEGEELTVEEIKRGLRQGT  248

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSV---------------  253
               S+ P+  GSA K  G+Q L+DAV        E   AA+ G V               
Sbjct  249  IAGSIVPMLCGSAFKNKGVQLLLDAVVDYLPSPTE--
VAAIKGVVPDGTEAVRKADDNEP  306



Query  254  -----FKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITE  293
                 FK+     G R  +LR+YSG L               R+   V L   E++
++ E
Sbjct  307  FSALAFKIAADPFG-
RLTFLRVYSGVLQKGSYVYNSTKQQKERISRLVVLKSNERIEVEE  365

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +R    G  +       G+ +   ++ + L  +               P P++   
+ PK
Sbjct  366  LRAGDLGAAIGLKNTTTGDTLCDEANPIILESLF-------------
IPEPVISVAVEPK  412

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T    ++L  AL  LAD DP  R  VD  T++ I++ +G + LE++   +  +YK
+E  V
Sbjct  413  
TKQDMDKLSKALQALADEDPTFRVSVDRETNQTIIAGMGELHLEILVDRMLREYKVEANV  472

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             +P V Y E   +P KA    I        +  ++ + V P    SG ++ S++  
G + 
Sbjct  473  GQPQVAYRETIRKPAKAEGKYIKQSGGKGQYGHAV-
IEVEPGEPASGFEFVSKIVGGAIP  531

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV +G+R   E G+  G+ + D K+    G Y+   S    F+    + +  
A+ 
Sbjct  532  
KEYIPAVENGVREACESGIVAGYPLIDIKVTLVDGSYHEVDSNEMAFKIAGSMAIRDAVM  591

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +S   +LEP +   +  P+++L     D       IE    +      T ++P   
+  Y
Sbjct  592  
KSSPVILEPMMKVEVEVPEDFLGDVMGDLNSRRGNIEGMNSEAGLAKVTAKVPLAEMFGY  651

Query  590  RTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             TD+   T GR +   E   Y+     V + +I   + N+
Sbjct  652  ATDIRSKTQGRGIFSMEFSHYEEVPRNVAETIIAKNKGNA  691

>WP_103434485.1 elongation factor G [Lactobacillus sanfranciscensis]
 POH11948.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH16570.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
Length=696



 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 187/673 (28%), Positives = 318/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERVLYYTGKVHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQSSDFDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------
IVLE  167
            P ++FINK+D+ G +    V+S+ D+L A+ +  Q + +  E               
+ +
Sbjct  131  PRIVFINKMDKLGANFDFSVKSMHDRLGANAVPVQ-
IPVGAENDFIGVIDLIEMKAYIYD  189

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            E+ +   WD V                 IE+    ND +++KY++GE I++++L    
++
Sbjct  190  
EDKEGSNWDTVDVPDDYKEKAQEARDNLIESVADLNDGIMDKYLSGEEITKDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +  +FPV+ GSA K  G+Q LMD V                   TG   P+     
A
Sbjct  250  
ATINLEMFPVFAGSAFKNKGVQMLMDGVVDYLPSPLDVRPYEAIDPETGEQVPVKPDAKA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  ++R+Y G+L     +  A ++K     ++ +M   ++ 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTFIRVYRGSLESGSYILNATKDKRERVGRLVQMHSNTRQEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P++   + PKT A + 
++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDVDHPLHLESMEFPEPVIEVAVEPKTKADQNKMN  426



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  R + +  T + I++ +G + L+++   +  ++ ++  + EP V 
Y E
Sbjct  427  
TALQKLSEEDPTFRAQTNPETGQTIMAGMGELHLDILIERMRREFSVDATIGEPQVAYRE  486

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K   A      +      +  + +  TP   GSG Q+E+ +  G + + F  
+V  G
Sbjct  487  
AFTKQVEAQGKFVRQSGGKGQYGDVWIEFTPGEEGSGFQFENAIVGGVVPREFIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ A F+  A I L+ A K++   
+LEP 
Sbjct  547  
LKESMENGVLAGFPLIDIKAKLYDGSYHDVDSSEAAFKIAASIALKNAAKKAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  + + +       +P   +  Y TDL   
T G
Sbjct  607  
MKVDIRVPEEYMGDVMGQVTARRGNVEGMEAQDNAQNIHAMVPLSEMFGYATDLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R   +     Y A
Sbjct  667  RGTFVMSFDHYTA  679

>WP_015359647.1 GTP-binding protein [[Clostridium] stercorarium]
 AGC68968.1 tetracycline resistance protein TetP [[Clostridium] 
stercorarium 
subsp. stercorarium DSM 8532]
 AGI39949.1 GTP-binding domain-containing protein [[Clostridium] 
stercorarium 
subsp. stercorarium DSM 8532]
Length=884

 Score = 270 bits (691),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 193/624 (31%), Positives = 306/624 (49%), Gaps = 
50/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+   T  DT  LER RGITI 
+  
Sbjct  1    
MKNLVIGILAHVDAGKTTLSESMLYLSGRIRKLGRVDNKDTFLDTYELERARGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF  E+ R+L VLD AILVIS  DG+Q+ T+ L+  L    
Sbjct  61   
AVFKIGDIQITLLDTPGHVDFSTEMERTLQVLDYAILVISGSDGIQSHTKTLWRLLDIYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------
IKQTVSLSPEIVLEENTD  171
            IP  IF+NK+DQ   D  +++  ++ +LS   +           + +++  E+++     
Sbjct  121  
IPVFIFVNKMDQRRNDKDTLMTELKRRLSDRCVDFTHIGSNDFYEQLAMCGEVLM-----  175

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                DA IE    +    I G    RE              +FP Y+GSA K  G+
+  M
Sbjct  176  ----DAFIETG-SIDNNIIRGAIKKRE--------------
VFPCYFGSALKLDGVEEFM  216

Query  232  DAVTGLFQ-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + +    + P+  +  +A    VFK+   + G R  Y+++  G L +RD V  +G  
+ K
Sbjct  217  NGIVEYSEMPVYPKRFSA---RVFKIGRDEKGNRLTYMKITGGKLNVRDVVK-
SGEWEEK  272

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLR  347
            +T++RI S  +    + A  G +  +      R  + LG+            P+  
P+L 
Sbjct  273  VTQIRIYSGQKFEAVNEAEAGTVCAVTGLTHTRAGEGLGEEKDFFV------
PVLEPVLS  326

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I          +L  L +L + +P LR   +    EI +  +G VQLE++ +++ 
++Y
Sbjct  327  
YRIVLPEGCDPRMMLPKLRELEEEEPALRIVWNEQLKEIQVQIMGEVQLEILQSMIKDRY  386

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++       V+Y E          H E  P   +A + L + P   GSG+++    
S  
Sbjct  387  GVDVSFDSGRVVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPAERGSGLEFAVDCSDD  444

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L+++++N +   +R  + +G L G  +TD KI    G  ++  +   DFR      
+ Q
Sbjct  445  
VLSRNWKNLIMTHLREKVHKGVLTGSPITDMKITLVSGKAHNKHTDGGDFREATYRAVRQ  504



Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             LKE+ + LLEPY SF L  P++ + RA  D  +   T + +QV+ D  + TG  P    
Sbjct  505  
GLKEAQSVLLEPYYSFQLEIPEKMVGRAMADIERMHGTCQISQVRDDMAIITGSAPVSTF  564

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            Q Y+ D+  YT G       LKGY
Sbjct  565  QNYQKDVTAYTKGLGKLFCTLKGY  588

>WP_065715831.1 elongation factor G [Synechococcus sp. PCC 8807]
 ANV89470.1 translation elongation factor G [Synechococcus sp. PCC 
8807]
Length=695

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 198/669 (30%), Positives = 318/669 (48%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGAATTDFMEQEQERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW------  175
            I++NK+D+ G +  +VV+ V + L+A  ++  T+ +  E   +   D+   +AW      
Sbjct  129  IYVNKLDRIGANFYNVVKQVENILAATPLV-
MTLPIGTESEFKGVVDLLTEKAWIWDESG  187

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E +D+++EKY+ GE ++ +++    +
+  +
Sbjct  188  
DPMNYEITDVPEDMKDQVAEYREALVELAVEQDDEIMEKYLEGEEVTIDEIKACIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQGSAALCGS----  252
            + + FP Y GS+ K  G+Q ++DAV   L  P+             E GS A+       
Sbjct  248  
ELAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPMEVNPQPETDIEGNETGSFAIVDPEKPL  307



Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      + R+YSGTL+  DTV   A    E++ ++ EM   S+ 
EI   
Sbjct  308  RALAFKI-
MDDRFGALTFTRIYSGTLKKGDTVLNTATGKTERIGRMVEMHANSREEI---  363

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+I+ I+   +V+    L D            P P++   IAPKT    E+
+  A
Sbjct  364  
DEAQAGDIIAIVGMKNVQTGHTLCDKDNPATLEPMVFPDPVISIAIAPKTKGGNEKMGVA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L+++   DP  + E D  + E I+  +G + L++   +L   Y +E  V +P V Y 
E  
Sbjct  424  
LSKMVQEDPSFQVETDQESGETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAYRESI  483

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I  ++ P   GSG Q+ES+V+ G + + F  AV+ 
G  
Sbjct  484  
TKVINDSYTHKKQSGGSGQFGKIDYTIEPGESGSGFQFESKVTGGNVPREFWPAVQKGFE  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+   D K+    G ++   S+   F   A     Q L ++G Q
+LEP + 
Sbjct  544  
QSIEKGVLAGFPCVDLKVTLTDGGFHPVDSSAIAFEIAAKSGYRQTLPKAGPQILEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +Y+     D  +    IE  +     +    ++P   +  Y  DL   T
+GR 
Sbjct  604  
VDVFTPDDYVGDVIGDLNRRRGMIEGQESGATGIRIKAKVPLSEMFGYIGDLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSHY  672

>WP_038116211.1 MULTISPECIES: elongation factor G [Veillonella]
 ETS92946.1 translation elongation factor G [Veillonella sp. AS16]
 PQL20056.1 elongation factor G [Veillonella denticariosi JCM 15641]
Length=691

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.



 Identities = 193/668 (29%), Positives = 318/668 (48%), Gaps = 
79/668 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTIGADFFNVVDMMKTRLGANSVAIQVPIGAEDTFQGIIDLMTMKAEIYKS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE IS E+L    
++ V
Sbjct  189  
DDGKEFEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEISIEELKAAMRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPPIKGVVPGTEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   +  ++K++  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMHREFKVDCNVGKPQ  478

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   + +KA    +  +      +    L + P   G+G ++E++V  G + 
+ + 
Sbjct  479  VAYRETIRKSVKAEGKFVR-
QSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYI  537

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  +
++  
Sbjct  538  
GPVENGVKEAMETGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY++  +  P+EY+     D       ++  + +         +P   +  Y 
TDL
Sbjct  598  
ALLEPYMAVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDL  657

Query  594  AFYTNGRS  601
               T GR 
Sbjct  658  RSKTQGRG  665

>WP_066128796.1 elongation factor G [Gemella asaccharolytica]
 KXB58812.1 translation elongation factor G [Gemella 
asaccharolytica]
Length=691

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 186/667 (28%), Positives = 313/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131



Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT---------------------------  157
            +F+NK+D+ G D    V ++ ++L A+    Q                            
Sbjct  132  
VFVNKMDKTGADFFYSVGTIHERLQANAHAIQIPIGAEDNFEAVIDLLQMKAIYNEGEKG  191

Query  158  ----VSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                V+  PE  +E+  +   +  +AV E +D+L+EKY+ GE +S E++    +R     
Sbjct  192  
EIVRVADIPEEYMEKAEEYREKLLEAVAETDDELMEKYLGGEELSVEEIKAAIRRATCKV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+QP++DA+              G     GE+              
Sbjct  252  
EFFPVVCGSAFKDKGVQPMLDAIVDFLPSPLDVPAIKGTDPETGEEVERHSSDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     +       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGVLSSGSYIKNSTKGKRERVGRILQMHANSRNEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P+++ ++ PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKATSTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E   
K+
Sbjct  429  
LQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSYRETFKKS  488

Query  428  A--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A        +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
AQVQGKFTRQSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYVPAVEAGLKDSM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S+   F+  A + L +A K+    +LEP +   
+
Sbjct  549  
ANGVLAGYELIDVKAKLYDGSYHDVDSSEMAFKVAASLALREAAKKCNPVILEPIMKVEV  608

Query  545  



YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL     D       +   + + +  V + ++P   +  Y T L   T GR    
Sbjct  609  
VMPEEYLGDIMGDITSRRGRVNGMEARGNAQVVSADVPLAEMFGYATSLRSSTQGRGTYS  668

Query  605  TELKGYQ  611
             +   Y+
Sbjct  669  MKFDHYE  675

>WP_054025331.1 elongation factor G [Bacillus sp. FJAT-28004]
Length=691

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 199/670 (30%), Positives = 319/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFFTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WHGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-------------------------
IIKQTVS  159
             ++NK+D  G D  +V++ +R++L A+                          I K    
Sbjct  132  
AYVNKMDIIGADYLNVIKDMRERLGANAVAIQIPIGAESDFKGIIDIVERVAYIYKDDTG  191

Query  160  LSPEIVLEENTDIEAWDA--------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE V      +E  DA        V E +++L  KY+ GE I+  ++    ++ 
V + 
Sbjct  192  
KDPEKVEIPAEYVEQVDALRTELIEKVAELDEELTMKYLEGEEITIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------
GEQGSAALCGS------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+           GE+GS     S       
Sbjct  252  
KIFPVVAGSSYRNKGVQPMLDAVVDYLPSPLDVPAIKGTLEDGEEGSRPSSDSEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L+    V       RE++ +I +M   S+ EI      



Y
Sbjct  312  FKIMTDPYVGRLTFFRVYSGVLKSGSYVLNSTKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++   I PKT A ++
+L  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCEEKHIIVLESMNFPEPVISVAIEPKTKADQDKLGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            +++LA+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
ISKLAEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMFREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +    +  +PL  GSG  +E++   G + + F   ++ 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGKGQFGHCWVEFSPLEPGSGFIFENKTVGGSIPREFIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVVAGFPLVDVKAVVVDGSYHDVDSSEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRSKVPLSEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>WP_025083315.1 elongation factor G [Lactobacillus fuchuensis]
 KRL58978.1 translation elongation factor G [Lactobacillus 
fuchuensis DSM 
14340 = JCM 11249]
 SPC39412.1 elongation factor G [Lactobacillus fuchuensis]
Length=696

 Score = 266 bits (681),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 317/674 (47%), Gaps = 



67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAEWKGNRVNIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G D    + ++ D+L A                   D+I  Q      
Sbjct  131  
PRIVFVNKMDKLGADFDYSMTTLEDRLQANAHAVQMPIGAEDDFLGVIDLIEMQADIYDE  190

Query  157  --------TVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    TV + P   LEE T   A   +AV + ND ++EKY+ GE I++++L +  
++
Sbjct  191  DELGAKWDTVEV-
PADYLEEATKRRASLVEAVADVNDDIMEKYLEGEEITKDELKKAIRQ  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
               D   FPV+ GSA K  G+Q LMD V   L  P+  +   A                 
Sbjct  250  
ATIDLKFFPVFAGSAFKNKGVQMLMDGVVDYLPSPLEVRPYKATDPEDPDTEVELMAGDD  309

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                G  FK+       R  + R+Y+GTL+    V  A ++K     ++ +M    
+ EI
Sbjct  310  
KPFAGLAFKIATDPFVGRLTFFRVYTGTLQSGSYVLNATKDKRERVGRLLQMHSNHRNEI  369

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                  + G+I   +   +    D L D          E P P+++ +I P++   
R++L
Sbjct  370  PEV---
FSGDIAAAIGLKNTTTGDSLTDIDHPLILESMEFPDPVIQVSIEPESKEDRDKL  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  + E +  T E +++ +G + L+++   +  ++K+   V EP 
V Y 
Sbjct  427  



DLALQKLGEEDPTFKAETNPETGETLIAGMGELHLDIMVDRMKREFKVVAKVGEPQVAYR  486

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K AS       +      +  + +  TP   G G ++E  +  G + + +  
+V  
Sbjct  487  
ETFTKQASAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQ  546

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +  G L G+ + D K     G Y+   S  + F+  A + L  A K++G +
+LEP
Sbjct  547  
GLKESMANGVLAGYPLIDVKAKLYDGSYHDVDSNESAFKVAASMALRNAAKKAGAEILEP  606

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP+EYL             +E  + + +  +    +P   +  Y T L   
T 
Sbjct  607  
IMKVEVIAPEEYLGDIMGQITARRGRVEGMEARGNAQLVNAMVPLSEMFGYATTLRSATQ  666

Query  599  GRSVCLTELKGYQA  612
            GR         Y A
Sbjct  667  GRGTFTMTFDHYSA  680

>WP_066162473.1 GTP-binding protein [[Bacillus] sp. KCTC 13219]
 KYG91662.1 elongation factor G [[Bacillus] sp. KCTC 13219]
Length=643

 Score = 265 bits (677),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 182/608 (30%), Positives = 289/608 (48%), Gaps = 
23/608 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY    I E G V+      D   LER RGITI A    
FQ+
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHMEGIKEKGRVDNKNAHLDFHALERARGITIFAEQGRFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +G+Q  T  ++  L+K N
+PT +
Sbjct  65   
EGDTYTLIDTPGHVDFSPEMERAIRVMDYAIVIVSAVEGIQGHTETVWQLLQKYNVPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + + V+ ++  +LS +I+  +    S E V E       W A  E 



++++
Sbjct  125  FINKIDREGANKEQVLAALHQELSEEILFIEN-DTSEESVKE-------WLA--
ERDEQM  174

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++ G+ +    ++ + Q+++    LF    G+A K  G+ P    +  L     
+  
Sbjct  175  LELFLEGK-
LENTIVMTQLQKQIAARKLFVCMAGAALKDEGVLPFFQQLAKLTIACFDT-  232

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +A     VFK+ +   GQR  +++   G L++RD     G    K+TE+R  +  +   
T
Sbjct  233  TAPFQAEVFKIRHDSTGQRLTFMKALQGRLQVRDAFTF-
GDTTEKVTEIRYYNGAKFETT  291

Query  306  DTAYPGEIVILPS-DSVRLNDVLGD-
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              A  GEI  +   + V +  V+G  P     K      +P L+  +        + 
+  
Sbjct  292  TVAEAGEIFAVKGLNQVAIGSVIGGIPNESTLKL-----
VPTLQAKVVYHGDLHMKEVWQ  346

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
                L + +P LR        EI +  +G +QLEV++ +  E++ L      P 
+IY E 
Sbjct  347  
QFRLLNEEEPSLRAIWQEELQEIHVHVMGVIQLEVLTEIARERFHLAITFANPQIIYKET  406

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                 +   H E  P   +A + L + P++ G+G+ + S      L+      V   
+  
Sbjct  407  IATTVTGYGHFE--
PLKHYAEVHLLMEPVARGTGILFHSVCHADDLSVGHVRLVEQHLFE  464

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                GL  G  +TD K     G  +   ++  DFR      L Q L+++   
LLEPY  F
Sbjct  465  
RAHNGLLTGAALTDIKFTLLTGRAHVEYTSGGDFREATLRALRQGLEQAENVLLEPYYHF  524

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             + A  ++L R  HD  +   T E   + +  V   G++P      Y T  A 
YTNGR V
Sbjct  525  
KMKAANDFLGRMMHDVQQAHGTFEAPTMTETSVTLIGKVPVATFMNYSTTFAAYTNGRGV  584

Query  603  CLTELKGY  610



               +  GY
Sbjct  585  LSLQFAGY  592

>WP_017763331.1 tetracycline resistance protein, partial [Bacillus 
thuringiensis]
Length=546

 Score = 263 bits (671),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 167/552 (30%), Positives = 286/552 (52%), Gaps = 
27/552 (5%)

Query  103  
DGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----  158
            +GVQAQT+IL   L+K+NIPT++F+NKID  G + + V++ +++ LS +     +V    
Sbjct  2    
EGVQAQTKILMRTLQKLNIPTILFVNKIDSNGANTEKVMKQIKEILSNEAFPFYSVLNVG  61

Query  159  SLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVY  217
            +    I+  ++ D +  + +   N+ LL  Y+  E I  + L+REE ++++Q AS+
+P++
Sbjct  62   TKGARIIAYKSYD-DCTELLAPYNESLLASYVNDE-
IVPDVLLREELEKQIQQASVYPIF  119

Query  218  
YGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL  277
            +GSA  G+G+  L++ ++ LF       +  L G VFK+E    G++  Y+R++SG 
L +
Sbjct  120  
FGSAMTGIGVTELLENISTLFPANKSAENETLSGVVFKIEREPSGEKVAYVRVFSGRLHV  179

Query  278  RDTV------ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDP  330
            R  V       L  +EK+K  ++ +   G +V+      GE   +   + +++ D+
+G+ 
Sbjct  180  RKYVDIQRGDVLGHKEKVK--
KICLFHNGNVVQASIVPSGEFCKVWGLNDIKIGDIIGER  237

Query  331  TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD---
ALTQLADTDPLLRCEVDSITHEII  387
            TR  +     +P        A   A  +ER+ D   AL +L + DPL++   D +  
E+ 
Sbjct  238  TRYIKDIHFAEP-----
QMEAAIDAVSKERIHDLYAALMELCEEDPLIKVWKDDVHKELY  292

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGL  447
            +   G VQ EV+   L EKY L+       V+ +E+P+   +    +    NPF+A
+IG 
Sbjct  293  
IRLFGEVQKEVIETTLFEKYNLQVTFSNTRVVCIEKPIGIGNSVEVMGEKANPFYATIGF  352



Query  448  
SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYY  507
             V    L SG+ Y   V LG L  +F  A+ D +   L+QGL+GW VTD  +   +  
Y 
Sbjct  353  
EVERGELNSGITYNLGVELGSLPLAFHKAIEDTVFQTLKQGLYGWEVTDIIVTLTHTGYA  412

Query  508  
SPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET  567
            SPV+T +DFR+L P+VL  ALK++ T + EP   F L  P+  +S A +      
AT   
Sbjct  413  
SPVTTASDFRNLTPLVLMNALKQAETHVYEPINEFELTVPEHAISTAMYKLAAVPATFAE  472

Query  568  
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RP  624
              +  D    TG +P    + ++  L  +T G  +  T+  G+   +     + R    
P
Sbjct  473  
PILYNDSYQLTGSLPVAKTENFKRMLHSFTEGDGIFTTKPAGFTKLMAPFPTRKRVDYNP  532

Query  625  NSRLDKVRHMFQ  636
             +R D + H+ +
Sbjct  533  LNRKDYLLHVLK  544

>WP_077368848.1 elongation factor G [Anaerosalibacter sp. Marseille-
P3206]
Length=689

 Score = 266 bits (680),  Expect = 3e-76, Method: Compositional 
matrix adjust.
 Identities = 194/690 (28%), Positives = 325/690 (47%), Gaps = 
73/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I   G   +G+ + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHRIGETHEGSAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
K N+
Sbjct  69   
TCQWLNHRVNIIDTPGHVDFTVEVERSLRVLDGAVALFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + FINK+D  G D    V  ++++L A+ +              +   ++++  
+  +
Sbjct  129  



PRMAFINKMDILGADFFGAVDMIKERLKANPVPVQLPIGKEDDFLGVVDLINMNARVYHD  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E  +++E  D                  ++ E+++ L+ KY+ GE IS E++ R  
++  
Sbjct  189  
ELGSNVEIVDIPEDMKELAVEYREKMLESIAEHDEDLMMKYLEGEDISIEEIKRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI----------------
GEQGS  246
             +  + PV  GS+ K  G+QPL+DA+           PI                 
E+  
Sbjct  249  
INVEITPVLCGSSYKNKGVQPLLDAIIDYMPSPLDIPPIKGIDLNTDEEVERKSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
            +AL    FK+       +  + R+YSGTL+    V  A + +K +I  + +    +    
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLKSGSYVYNATKGKKERIGRILLMHANKREEV  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  + G+I   +        D L D          E P P++   I PKT A +E+
+L A
Sbjct  366  
DEVHAGDIAAAVGLKDTGTGDTLCDAEHPVMLESMEFPEPVIDVAIEPKTKASQEKMLIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            LT+LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LTKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGSPQVAYKEGI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               A        +      +  + + + P   G+G ++ +++  G + + +  +V 
+GI+
Sbjct  486  
TTGAETDTKYARQSGGRGQYGHVKIRIEPNETGAGYEFVNKIVGGAIPKEYIPSVDNGIQ  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+  G+ V D K+    G Y+   S+   F+    +  + A+ ++   
LLEP + 
Sbjct  546  
EAMNSGILGGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKDAMAKAKPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   T 
GR 



Sbjct  606  
VEVIVPEEYMGDVIGDINSRRGRIEGMESRSGAQVIRGFVPLGEMFGYATDLRSNTQGRG  665

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
                +   Y     +PV     PNS  +KV
Sbjct  666  TYTMQFDHY-----EPV-----PNSIAEKV  685

>WP_034993732.1 elongation factor G [Lactobacillus vini]
Length=697

 Score = 266 bits (681),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 189/673 (28%), Positives = 319/673 (47%), Gaps = 
68/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGDSQMDWMAQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWHDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +    V ++ D+L A+ +  Q               V +  + 
V +
Sbjct  131  
PRIVFVNKMDKIGANFDYSVNTIHDRLQANAVAVQMPIGAEDNFEGVIDLVEMKAD-VYD  189

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            E+     WD +                 IE     +D ++EKY+ GE IS E+L    
++
Sbjct  190  
EDKLGSKWDTIDVPDEYKAEAQKRREKMIEEIADVDDDIMEKYLGGEEISVEELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
               +  L+PV+ GSA K  G+Q ++D V   L  P+  +   A                 
Sbjct  250  
ATLNLELYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATDPDTNEEVELTAGDDK  309

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       R  + R+YSGTL     V  A ++K     ++ +M    + 
EI 



Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYSGTLESGSYVLNATKDKRERVGRLLQMHSNHRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          + P P+++ +I PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKATTTGDSLTDVDHPLILESMDFPDPVIQVSIEPKTKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++K++  V EP V 
Y E
Sbjct  427  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFKVDARVGEPQVAYRE  486

Query  423  RPLKAAS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               K  S     +H +      +  + +  TP   G G ++E  +  G + + +  
AV  
Sbjct  487  TFTKQVSVQGKFVH-
QSGGKGQYGDVWIEFTPNDEGKGFEFEDAIVGGVVPREYIPAVEA  545

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  
+LEP
Sbjct  546  
GLKEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKIAASLALRNAAKVAGAVILEP  605

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++YL             +E  + + +  +    +P   +  Y T L   
T 
Sbjct  606  
IMRVEIVTPEDYLGDVMGHVTARRGRVEGMENRGNAQMVKAFVPLAEMFGYATTLRSATQ  665

Query  599  GRSVCLTELKGYQ  611
            GR      +  Y+
Sbjct  666  GRGTFTMTMDHYE  678

>WP_045174337.1 elongation factor G [Caldicellulosiruptor danielii]
Length=691

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 187/697 (27%), Positives = 326/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + ++NK+D  G +  +V++ ++++L A+ +                            
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFRGVVDLLTMKAIIYVD  188

Query  154  ----IKQTVSLSPEIV-
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                + Q   +  E+  + E   ++  +AV E +++++ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKVSQETDIPDEVKDIAEEYRVKLLEAVAETDEEIMMKYLEGEEITVEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGILHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMRREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  



G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINSRRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>WP_029321921.1 MULTISPECIES: GTP-binding protein [Bacillus]
 ANF46323.1 elongation factor G [Bacillus sp. IHB B 7164]
Length=653

 Score = 265 bits (678),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 184/637 (29%), Positives = 313/637 (49%), Gaps = 
34/637 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  LEKYIAGEPISREKLVREE-



QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L+ ++ G+  + +   R   Q+ +Q   LFP   GSA + +GI+  ++ V  L       
Sbjct  182  LDAFMEGK--NDQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYS  238

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGE  301
               A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  
+   
Sbjct  239  
KEEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGST  298

Query  302  IVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKT  354
                +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK 
Sbjct  299  FKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKE  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+
Sbjct  355  GIKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFE  408

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            EP ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+Q
Sbjct  409  EPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQ  466

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L+
++  
Sbjct  467  
NLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKN  526

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ L
Sbjct  527  
IVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTL  586

Query  594  AFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            A +T+G+        GY+     + VI+  R N   D
Sbjct  587  ASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>EXY76255.1 small GTP-binding domain protein, partial [Bacteroides 
fragilis 



str. 3988T(B)14]
Length=303

 Score = 254 bits (650),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 133/304 (44%), Positives = 201/304 (66%), Gaps = 6/304 
(2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF  L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFSTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  QTV   S+ P +  +     E  
+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYMDIKTNLSQDVLFMQTVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
++  
Sbjct  180  
VCNHDDDILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAISSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
              P     S  L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  
++ 
Sbjct  240  ILPPASV-
SNRLSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKT  298

Query  297  PSKG  300
              +G
Sbjct  299  IYQG  302

>WP_008406632.1 MULTISPECIES: GTP-binding protein [Solibacillus]
 EKB44809.1 Tetracycline resistance protein [Solibacillus isronensis 
B3W22]
 AMO85232.1 elongation factor G [Solibacillus silvestris]
Length=646



 Score = 265 bits (677),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 173/607 (29%), Positives = 293/607 (48%), Gaps = 
22/607 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG++AHVD+GKTT  E LLY + +I + G V+      D   +ERQRGITI A      
+
Sbjct  5    
IGVVAHVDSGKTTFCEQLLYHTNSIKKRGRVDHQDAFLDNHAIERQRGITIFAEQGRIDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA DG++  T  ++H LR+ +
+PT I
Sbjct  65   
NGQAYTLIDTPGHIDFAPEMERAIHVMDAAIVIISAVDGIEGHTETVWHLLREHHVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D+ SV+ +++  LS + ++              NT ++ W A  E 
++KL
Sbjct  125  FINKVDREGADVASVMSAIKKDLSPNALLFNDGF---------NTTVKEWLA--
ERDEKL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +EKY A + +     +   ++ +     F    GSA K  G+    + +  L +   
+  
Sbjct  174  MEKYFA-
DNLEENDCLESLKQAINHEQAFVCMSGSALKDEGVLAFFETIAQLMETKFDV-  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +    G V+K+ + D  QR  +++  SG L++RD     G    K+TE+R+ +       
Sbjct  232  NGPFEGKVYKIRH-DHQQRLTFMKALSGVLKVRDEFTF-
GESTEKVTEIRLYNGNGFTTV  289

Query  306  DTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   +  L  DV+G     P +    D +P L+  +  + A   + 
L   
Sbjct  290  PQVQAGDIFAVKGLATPLIGDVIGATETNPAQF---
DMIPTLQAKVIYEGALHIKELHRV  346

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              ++   +P LR   +    EI +  +G +QLEV++ L+ E++ +E    +P ++Y 
E  
Sbjct  347  
FHEIEAEEPSLRVVWNEKFQEISVHVMGTIQLEVLTELVKERFGIEVQFGKPQILYKETI  406

Query  425  



LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               A    H E  P   +A + L + P + G+G+ + +R     L+   Q  +   
+   
Sbjct  407  AAPAIGYGHFE--
PLKHYAEVHLKMEPNNRGAGITFSNRCHADDLSVGHQRLIEKHLFER  464

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD  +    G  ++  +   DFR  +   L Q L++    LLEPY  
F 
Sbjct  465  
DHHGLLTGFPVTDIHLTLLTGRAHNKHTDGGDFREASFRALRQGLEQVENVLLEPYYRFK  524

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   + E   + +D V   G  P      Y T  A YTNG
+   
Sbjct  525  
MKASSDHIGRMMSDIQQASGSFEAPNLTEDTVTLYGRAPVATFMDYSTQFAAYTNGKGAL  584

Query  604  LTELKGY  610
              +  GY
Sbjct  585  TLQFDGY  591

>WP_089940407.1 GTP-binding protein [Lachnospiraceae bacterium 
NK3A20]
Length=939

 Score = 271 bits (693),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 197/643 (31%), Positives = 312/643 (49%), Gaps = 
58/643 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVDAGKTTL+ES+LYA+GAI   G V+ G    DT  LER+RGITI + 
+  F
Sbjct  6    
MTIGILAHVDAGKTTLSESILYATGAIRRHGRVDHGDAFLDTDALERKRGITIFSKLARF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 ++ ++DTPGH+DF  E+ R+L VLD AILVISA +GV  Q R+L+  L+   
+PT
Sbjct  66   
SLDGRQMTLLDTPGHVDFSPEMERTLRVLDAAILVISAAEGVNPQVRVLWKLLQHYAVPT  125

Query  124  VIFINKIDQAGV--------
DLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW  175
             IF+NK+DQ           + +++V +++ +L + ++      LSP      NT     
Sbjct  126  FIFVNKMDQIETGNPEHDQYEKETLVSNIQRELGSGVVEFGRAQLSP-----
ANT-----  175



Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            ++V   +++L+E+ + G  ++RE +       V+   LFP+Y G+A    G + L+
+ + 
Sbjct  176  ESVAVCDERLMERMLEGGEVTREDVT----
SLVESRRLFPLYTGAALTDRGTRDLLEGIA  231

Query  236  GL--FQPIGEQGSAALCGSVFKV--
EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
                 +P  +   A     V+KV  E    G R V+++L  G + +RD +     
EK   
Sbjct  232  RYTRMRPAPDTFGAI----
VYKVTREQGGAGARLVWMKLTGGEIAVRDGITEINHEKAVA  287

Query  290  ------------------KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDP  330
                              KI+ +R+ S         A  GEIV +    + R  D 
LG  
Sbjct  288  
PPDADAPQAEMESDTVEEKISGIRLYSGERYEAVTRAQAGEIVAVTGLSAARTGDGLG--  345

Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
                     E   P++   + P        L+ AL  + + +P+L   +D  T ++ 
+  
Sbjct  346  --
FEESHTEELLSPIMAVRVIPDPGTDNFTLMRALRGIEEEEPMLHVLLDEDTKDVTVEI  403

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
            +G+VQ++++  LL E+Y L       +++Y E   K      H E  P   +A + 
L + 
Sbjct  404  MGQVQIQILQNLLQERYGLSVTFGPATIVYKETIRKPVEGVGHFE--
PLRHYAEVHLLLE  461

Query  451  PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSP  509
            P   GSG+ +E+R   G L++++QN +   ++    +G L G ++TD KI    G     
Sbjct  462  
PTGTGSGLTFENRCPPGTLDRNWQNLIMTHLQERTHKGVLTGSDITDMKISLIGGRASKK  521

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ  569
             +   DFR      + Q L  +   LLEP LSF +  P+E L RA +D        
E A 
Sbjct  522  
HTVGGDFRKATYSAVRQGLMMAQNILLEPVLSFRMELPKENLGRALNDISAMNGKAEPAV  581

Query  570  VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
               +  +  G +PA  +  Y   LA YT GR      LK Y++
Sbjct  582  FADEMTILEGTVPASELSDYAQTLAGYTGGRGSLSVNLKDYES  624

>WP_022670822.1 elongation factor G [Hippea alviniae]



Length=691

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 313/677 (46%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KLRNIGIIAHIDAGKTTTTERILYYTGVSHKIGEVHEGTATMDWMEQEKERGITITSAST  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV R+L VLDGA+ V  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCFWREHMINIIDTPGHVDFTVEVERALRVLDGAVGVFCAVGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------------
IIIKQT  157
            P + F+NK+D+ G D  +VV+ + +KL+ +                         
II  +
Sbjct  129  
PRIAFVNKMDRIGADFFNVVKEIEEKLNGNPVPIQLPVGAESNFVGVVDLVKMKAIIWDS  188

Query  158  VSLSPEIVLEENTDIEAWDAVIENNDKLL-----------
EKYIAGEPISREKLVREEQR  206
              L  +  +++  D E  D  +E  DK+L           EKY+ GE IS +++ R  
++
Sbjct  189  DVLGAKFSIKDIPD-
ELADMALEYRDKMLEKLADIDDEFAEKYLEGEDISEDEIKRVIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ------GSA  247
               D  + PV  GSA K  G+QPL+DAV              G+    GE+         
Sbjct  248  
GTIDTKITPVLCGSAFKNKGVQPLLDAVVDFLPSPVDIAAVKGIDPRTGEEIERKASEDE  307

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR---  304
             L    FK+       +  Y R+YSGTL+       AG      T+ +    G +
+R   
Sbjct  308  PLALLAFKIMSDPYVGKLTYFRVYSGTLK-------
AGSYAYNSTKGKTERIGRLLRMHA  360

Query  305  -----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  D  Y G+I   +        D L D          E P P++   + PKT 
A R
Sbjct  361  
NKREDVDVVYAGDIAAAIGLKYTTTGDTLCDEKNPILLESMEFPEPVISVAVEPKTKADR  420



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++L +AL +LA+ DP  R   D  T++ I+S +G + LE++   L  ++K+   V 
+P V
Sbjct  421  
DKLSNALQKLAEEDPTFRVRYDEETNQTIISGMGELHLEIIVDRLKREFKVGVNVGKPQV  480

Query  419  IYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E     +K     I  +   +  +  + + + PL  G G ++  ++  G + + 
F  
Sbjct  481  AYKESIKGKVKQEGKFIR-
QTGGHGQYGHVWIELEPLERGKGFEFVDKIVGGIIPKEFIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++   E G L G+ + D ++    G Y+   S+   F+  A +   +A K+
+   
Sbjct  540  
AVEAGVKEAAESGVLAGYPMVDFRVTLYDGSYHEVDSSDMAFKIAASMAFREAAKKAKPY  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P++YL     D       I++   K +  +    IP   +  Y 
T L 
Sbjct  600  
LLEPIMDVEVTTPEQYLGDVMGDINSRRGKIKSMGEKGNLKIIRAHIPLGEMFGYATALR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR     +   Y+
Sbjct  660  SITQGRGTYTMQFSHYE  676

>WP_076546208.1 elongation factor G [Halanaerobium kushneri]
 SIR58541.1 elongation factor G [Halanaerobium kushneri]
Length=688

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 188/674 (28%), Positives = 312/674 (46%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G    G +  D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKMGETHDGASVMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI +  +  GV+ Q+  ++    
K  +



Sbjct  69   
TCQWRENRINIIDTPGHVDFTVEVERSLRVLDGAIALFCSVGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + F+NK+D+ G D    V  ++D+L A+ +  Q + +  E   +   D+   DA
++  
Sbjct  129  PRIAFVNKMDRTGADFFRAVDMMKDRLGANAVPIQ-
LPIGSEDSFDGVVDLVEMDAIVYE  187

Query  180  --------------------------------
ENNDKLLEKYIAGEPISREKLVREEQRR  207
                                            E +D+ + KY+ GE +S + +    
++ 
Sbjct  188  DELGVNFERVEIPEDMKDQAAEYREILMEVLAEEDDEFMMKYLEGE-
VSTDDIKDLLRQA  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-----PIGE--------------
QGSAA  248
            V + ++ PV  GSA K  G+Q L+DAV          P  E                 
A 
Sbjct  247  
VLNVNVIPVLCGSAFKNKGVQMLLDAVLDYLPSPTDVPAIEGINPETEETETREASDDAP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVR  304
              G  FK+       +  + R YSGTL     V  A    RE++ +I +M    + 
E   
Sbjct  307  
FSGLAFKIMSDPYVGKLAFFRSYSGTLEAGSYVYNATADIRERVGRILQMHANRREE---  363

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G++  L    +    D + D          E P P++   I PK+ A ++
+L +
Sbjct  364  
RDQIYAGDLGALVGLKNTSTGDTICDQDNPIILESMEFPEPVIGVAIEPKSKADQDKLGE  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D  T + I+  +G + LEV+   L  ++K++  + +P V 
Y E 
Sbjct  424  
ALQRLAEEDPTFRVHTDEETGQTIIEGMGELHLEVIVDRLLREFKVDANIGKPKVAYRET  483

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +         +      +  + + + P   G G ++E +++ G + + +  
+V DG
Sbjct  484  
ITKKVTGVEGKFIRQSGGRGQYGHVVIDIEPQDAGEGFEFEDKITGGAIPREYIPSVEDG  543

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539



            IR  +E G+  G+ V D K+    G Y+   S+   F+    +   Q  K++G  
+LEP 
Sbjct  544  
IREAMENGIIAGYPVVDVKVTLNDGSYHDVDSSEMAFKIAGSMGFRQGAKKAGPAILEPV  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +S  +  P+EY+     D       +E  + + +  V +  +P   +  Y TDL   
T G
Sbjct  604  
MSVEVVTPEEYMGDVMGDLNGRRGKVEGMEPRGNAQVVSAHVPLSEMFGYSTDLRSKTQG  663

Query  600  RSVCLTELKGYQAA  613
            R+    +   Y+ A
Sbjct  664  RATYTMQFSHYEQA  677

>WP_066354480.1 elongation factor G [Fervidicola ferrireducens]
 KXG75254.1 Elongation factor G [Fervidicola ferrireducens]
Length=688

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 325/674 (48%), Gaps = 
79/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSASTTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K +
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYHVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D  +VV+ +++KL A+ +  Q                            
Sbjct  132  
AYVNKMDIIGADFYNVVKQIKEKLGANPVPIQIPIGCENEFRGIVDLIGMRAYIYTNDLG  191

Query  157  ---TVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                V+  PE V E+  +   +  +++ + ++ ++EK++ G+ I+ E++    ++   
+ 
Sbjct  192  
TDIQVTEIPEEVKEKAEEYREKLLESMSDLDEAIMEKFLEGKEITEEEIKAALRKACIEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------



GSAALCGS  252
               PV  GS+ +  G+Q L+DA             V G+    GE+         A    
Sbjct  252  
RAVPVLCGSSYRNKGVQLLLDAIIDYLPSPLDIPPVKGVDPATGEEIERIASDDEAFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  Y R+YSGTL+    V  + + K     +I  M    + E+   
+ A
Sbjct  312  
AFKIMSDPYVGKLTYFRIYSGTLKAGSYVYNSTKNKKERIGRILRMHANHRQEM---EEA  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              GEIV     +V L D   GD       P  L   ++   P P++   I PKT A 
+E+
Sbjct  369  MTGEIVA----TVGLKDTTTGDTLCAEDKPIVLESMQF---
PEPVISVAIEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I+S +G + LE++   +  ++K++  V +P 
V Y
Sbjct  422  
MSIALQRLAEEDPTFRTYTDPETGQTIISGMGELHLEIIVDRMFREFKVQANVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + +KA    I  +      +  + L + PL  G G ++ +++  G + + +  
AV
Sbjct  482  KETIRKAVKAEGKYIR-
QTGGRGQYGHVWLEIEPLEPGKGYEFVNKIVGGVIPKEYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R  ++ G L G+ V D K+    G Y+   S+   F+    +  ++A+K++   
LL
Sbjct  541  
DAGVREAMQNGVLAGYPVVDVKVTLFDGSYHEVDSSEMAFKIAGSVAFKEAMKKADPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       IE  +++ +  V  G +P   +  Y 
TDL   
Sbjct  601  
EPIMKVEVVVPEEYMGDVIGDLNSRRGHIEGVEMRGNVQVIRGYVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGY  610
            T GR     +   Y
Sbjct  661  TQGRGTYTMQFSHY  674

>WP_057864746.1 elongation factor G [Lactobacillus diolivorans]
 KRL65325.1 elongation factor EF2 [Lactobacillus diolivorans DSM 



14421]
Length=698

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMPQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +    VQS+ D+L+A  +  Q               + +  +
+  E
Sbjct  131  
PRIVFVNKMDKVGANFDFSVQSIADRLNAKPLPIQMPIGAEDDFEGVIDLIEMKADLYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D +++KY+ GE IS+ +L    
++
Sbjct  191  DQLGTE-
WDTVDVPDKYKEEANKRREQLIETVADVDDDIMDKYLEGEEISKAELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +  LFPV  GSA K  G+Q LMDA                    TG    +     
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATIDYLPSPLDVKPYNATDPDTGDKIELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            +     FKV       R  Y+R+YSGTL     +  A ++K     ++ +M    + 
EI 
Sbjct  310  
SFAALAFKVATDPFVGRLTYIRVYSGTLESGSYILNATKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D  R       E P P+++  + PKT A +
+++ 



Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVNRPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVSYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
AV  G
Sbjct  487  
AFTKKTSAQGKFIRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP 
Sbjct  547  
LKESLSNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALRNAAKTADPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  + +    V    +P   +  Y T L   
+ G
Sbjct  607  
MKVDINVPEEYMGDIMGQVTARRGRVEGMESRSGAEVIHSFVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_099448720.1 GTP-binding protein [Lachnospiraceae bacterium]
 PHV71534.1 translation elongation factor G [Lachnospiraceae 
bacterium]
Length=879

 Score = 270 bits (690),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 190/627 (30%), Positives = 305/627 (49%), Gaps = 
54/627 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESILYLSGKIRKLGRVDNKDAYLDTYDLERARGITIFSKQ  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  T+ L+  L 
+  
Sbjct  61   
AILEVAGMQITLLDTPGHIDFAAEMERTLQVLDYAILVINGADGVQGHTQTLWRLLARYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +FINK+DQ G   + +++ +++ L    I    + T   S ++ +           
Sbjct  121  
IPVFVFINKMDQQGTHKEKLMKELKESLDDRCIEFEQEDTAVFSEQLAM-----------  169

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                +++L+E Y+A E + R  +V+  +RR     +FP Y+GSA K       ++ 
V   
Sbjct  170  ---CDEELMEAYLATEHMDRLHIVKAIKRR----QVFPCYFGSALK-------
LEGVENF  215

Query  238  FQPIGEQGSA-----
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT  292
             Q I +  S+     A    VFK+   + G R  Y++L  G L++RD ++ +  E+ 
K+T
Sbjct  216  
IQGIEKYTSSPSYPEAFGAKVFKIARDEQGNRLTYMKLIGGKLKVRDILSHSNWEE-KVT  274

Query  293  EMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPM  345
            ++R+ S  +         G I  +       P +S+ +     +P   P   ++      
Sbjct  275  
QIRLYSGQKFETVSEVEAGSICAVTGLTQTRPGESLGIESACFEPLLEPVLSYQ------  328

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
                I P+    R  +L  L QL + DP LR   D    EI    +G VQ+E++  
L+  
Sbjct  329  ---IILPEGHDPR-
LMLPKLRQLEEEDPQLRIVWDEQLQEIQAQIMGEVQIEILQNLIES  384

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++       E  ++Y E          H E  P   +A + L + P  LGSG+Q+    
S
Sbjct  385  RFSTCVTFGEGKIVYKETIAHTVEGVGHFE--
PLRHYAEVHLLLEPGELGSGLQFALECS  442

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L +++Q  ++  +   + +G L G  +TD +I    G  +   +   DFR      
+
Sbjct  443  
EDLLEKNWQRLIQTHLEEKVHKGVLTGSPITDMRITLVSGRAHKKHTEGGDFREATYRAV  502

Query  525  



EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q LK++ + LLEPY  F L  P++ + RA  D  K   T E  + + + +   G  
P  
Sbjct  503  
RQGLKQAESILLEPYYGFQLEVPEKMVGRAMTDIEKMHGTCEILKTEGEFITLVGSAPVV  562

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++ Y+ ++  YT G+      LKGY+
Sbjct  563  TMRNYQKEVVAYTKGQGRLFCTLKGYE  589

>WP_012963495.1 elongation factor G [Hydrogenobacter thermophilus]
 BAI69314.1 elongation factor EF-G [Hydrogenobacter thermophilus 
TK-6]
 ADO45251.1 translation elongation factor G [Hydrogenobacter 
thermophilus 
TK-6]
Length=695

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 200/670 (30%), Positives = 300/670 (45%), Gaps = 
71/670 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI AA 
T+  
Sbjct  12   
NIGIVAHIDAGKTTTTERILYYTGKTYKIGEVHEGAATMDWMPQEKERGITITAATTACY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDG I + SA +GVQ Q+   +    +  
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFSVEVVRSMKVLDGIIFIFSAVEGVQPQSEANWRWADRFGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEEN-  169
             FINK+D+ G D   V   +  KLS   +  Q               +S+   I 
LEE  
Sbjct  132  
AFINKLDRLGADFYRVFNEIEKKLSIKPVAIQIPIGAEDQFKGVVDLMSMKAIIWLEETL  191

Query  170  ------TDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI        + W     +A++E +D L+ +Y+ GE IS E L R  ++   
+
Sbjct  192  
GAKYEVVDIPQEYLDKAQEWRAKMVEAIVEKDDDLMMRYLEGEEISAEDLKRVLRKATIN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248



             +L PV  GSA K  G+QPL+DAV                          +P  E+    
Sbjct  252  
RNLVPVLCGSAFKNKGVQPLLDAVIDYLPSPLDVPPAKGINPKTSEEEERKPFDEE---P  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
             C  VFKV       +  Y R++SG +     V  A R+K  +I  + +           
Sbjct  309  
FCAYVFKVMSDPYAGQLTYFRVFSGKVTAGSYVYNATRDKKERIGRLLLMHANSREDVQE  368

Query  308  AYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            A  GEIV          D L D   P  L +    E P P++   I PKT   +E
+L   
Sbjct  369  ASAGEIVAAVGLDAATGDTLSDEKFPILLEK---
LEFPEPVISMAIEPKTKKDQEKLSQV  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +    DP  +   D  T + ++  +G + LE++   +  +Y +E  V +P V Y 
E  
Sbjct  426  
LNKYMKEDPTFKASADPETGQTLIHGMGELHLEIMVDRMKREYGIEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P +A    I  +      +  + + V PL  G G  +E+ +  G + + F  AV  
GI
Sbjct  486  KKPAQAEGKFIR-
QTGGRGQYGHVVIDVEPLERGQGFIFENAIVGGVIPKEFIPAVEQGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ V D K+    G Y+   S+   F+    I  ++A K++   
LLEP +
Sbjct  545  
REAMQSGVLAGYPVVDVKVRLFDGSYHEVDSSEMAFKIAGSIAFKEAAKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P +Y+     D       I   + K    V    +P   +  Y T L   
T GR
Sbjct  605  
EVEVETPDDYVGDVIGDLNSRRGKIMGMENKGVITVVKALVPLAEMFGYATTLRSLTQGR  664

Query  601  SVCLTELKGY  610
               + +   Y
Sbjct  665  GTFIMKFSHY  674

>WP_028255445.1 elongation factor G [Veillonella magna]
Length=691

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 



matrix adjust.
 Identities = 188/665 (28%), Positives = 320/665 (48%), Gaps = 
73/665 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++++L A+ +  Q               +++  
EI   
Sbjct  129  
PRIAYVNKMDTVGADFFNVVNMMKERLGANSVAIQVPIGAEDTFKGIIDLMTMKAEIYTS  188

Query  168  EN------TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D+++ KY+ GE I+ ++L    
++ V
Sbjct  189  
DDGKEYEITDIPAEYQEIAEARREMMVDAIAETDDEIMMKYLEGEEITIDELKVALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
             +  LFPV  GS+ K  G+Q L+DAV              G+    GE+ +         
Sbjct  249  
CENKLFPVLCGSSYKNKGVQMLLDAVVDYMPAPTDIPPIKGVNPETGEEETRPSSDEQPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLESGSYVYNSTKGKKERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
            +  Y G+I    + +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  366  EKVYSGDI----
AAAVGLKDTTTGDTLCDDKAPVILESMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            +  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K+E  V +P 
V Y
Sbjct  422  
MGIALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + +KA    +  +      +    L + P   G+G ++E+++  G + + +   
V
Sbjct  482  RETIRKSVKAQGKFVR-
QSGGRGQYGDCWLELIPQEPGAGFEFENKIVGGAIPREYIGPV  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  +++   
LL
Sbjct  541  
EAGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSSEMAFKIAGSMGFKEGARKADPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY++  +  P+EY+     D       +E  + +         +P   +  Y 
TDL   
Sbjct  601  
EPYMAVEVDVPEEYMGDVIGDLNSRRGRMEGMEARNGTQHIKAFVPLSEMFGYATDLRSK  660

Query  597  TNGRS  601
            T GR 
Sbjct  661  TQGRG  665

>KRT71003.1 elongation factor G, elongation factor G [candidate 
division 
NC10 bacterium CSP1-5]
Length=697

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 207/674 (31%), Positives = 320/674 (47%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +LY +G     G V+ G+   D M  E++RGITI 
+A T
Sbjct  9    
RIRNIGIMAHIDAGKTTTTERVLYYTGRTHRMGEVDTGSAEMDWMEQEKERGITITSAST  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL +LDGA++V  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCFWREHQINIIDTPGHVDFTVEVERSLRILDGAVIVFDAVSGVEPQSETVWRQADKYHV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------
IVLE  167
            P V FINK+D+ G D    ++S+ ++L A+ +  Q + L  E              
IV E
Sbjct  129  PRVAFINKMDRVGADFFMSLRSIAERLGANPVPLQ-
LPLGEEANFAGVIDLIRMQAIVWE  187

Query  168  ENT--------DIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E T        +I A              +AV E ++ LL KY+ G  IS E  +R   
R
Sbjct  188  EETLGASFEVREIPAAHADQALQYREKLLEAVAEQDESLLRKYVEGAEIS-
EAEIRAAIR  246

Query  207  RVQDA-SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQG--
SAA--  248
            +   A  + PV  G++ K  G+QPL+DA             VTG+    GE+   
SAA  
Sbjct  247  
KATLALKITPVLCGASFKNKGVQPLLDAVVDCLPSPADLPPVTGVNPRTGEEEKRSAADT  306

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
              +   VFK+       +  Y R+YSGT+     V       RE++ ++  M    
+ E+
Sbjct  307  
EPVAALVFKLMADPYVGQLCYFRVYSGTVESGAHVYNSTRGTRERIGRLLRMHANKREEV  366

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                T   G I   +   S +  D L D TR       E P P+L   I P+T    
+RL
Sbjct  367  ---
KTVQAGNIAAAVGLKSAKTGDTLCDETRPILLEAIEFPAPVLAVAIEPRTKEGADRL  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL  LA+ DP  +  VD  T + I+S +G + LE++   L  ++++E  V  P 
V Y 
Sbjct  424  
SMALQALANEDPTFQTRVDDETGQTIISGMGELHLEIIVDRLLREFRVEANVGRPQVAYR  483

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   RP++     +  +      +  + L V P   G G+ +ES+++ G + + +  
AV 
Sbjct  484  ETISRPVEVEKKFVR-
QTGGRGQYGHVVLEVEPQQAGGGLTFESKIAGGVIPREYIPAVE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R     G L G+ V D K+    G Y+   S+   F+    +  + A+K+    
LLE



Sbjct  543  
KGVREAAGSGVLAGYPVVDVKVRLTDGSYHEVDSSDMAFKIAGSMAFKDAVKQGHPVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E++     D       + +   +    V   E+P   +  Y TDL   
T
Sbjct  603  
PIMQVDVVVPEEFMGEVIGDLNARRGRVVSVDTRPAARVVRAEVPLATMFGYATDLRSAT  662

Query  598  NGRSVCLTELKGYQ  611
             GR+    +   Y+
Sbjct  663  QGRATYTMQFARYE  676

>WP_014082380.1 elongation factor G [Lactobacillus sanfranciscensis]
 AEN99523.1 Elongation factor G [Lactobacillus sanfranciscensis TMW 
1.1304]
 KRM80592.1 elongation factor G [Lactobacillus sanfranciscensis DSM 
20451]
 POH10045.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH10878.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH12619.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH13219.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH14520.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH16839.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH17685.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH20138.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH20832.1 translation elongation factor G [Lactobacillus 
sanfranciscensis]
 POH21669.1 translation elongation factor G [Lactobacillus 
sanfranciscensis 
DSM 20451]
Length=696

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 187/673 (28%), Positives = 318/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERVLYYTGKVHKIGETHDGASQMDWMDEEKERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQSSDFDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------
IVLE  167
            P ++FINK+D+ G +    V+S+ D+L A+ +  Q + +  E               
+ +
Sbjct  131  PRIVFINKMDKLGANFDFSVKSMHDRLGANAVPVQ-
IPVGAENDFIGVIDLIEMKAYIYD  189

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            E+ +   WD V                 IE+    ND +++KY++GE I++++L    
++
Sbjct  190  
EDKEGSNWDTVDVPDDYKEKAQEARDNLIESVADLNDGIMDKYLSGEEITKDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +  +FPV+ GSA K  G+Q LMD V                   TG   P+     
A
Sbjct  250  
ATINLEMFPVFAGSAFKNKGVQMLMDGVVDYLPSPLDVRPYEAIDPETGEQVPVKPDDKA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  ++R+Y G+L     +  A ++K     ++ +M   ++ 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTFIRVYRGSLESGSYILNATKDKRERVGRLVQMHSNTRQEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P++   + PKT A + 
++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDVDHPLHLESMEFPEPVIEVAVEPKTKADQNKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  R + +  T + I++ +G + L+++   +  ++ ++  + EP V 
Y E
Sbjct  427  
TALQKLSEEDPTFRAQTNPETGQTIMAGMGELHLDILIERMRREFSVDATIGEPQVAYRE  486

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K   A      +      +  + +  TP   GSG Q+E+ +  G + + F  
+V  G



Sbjct  487  
AFTKQVEAQGKFVRQSGGKGQYGDVWIEFTPGEEGSGFQFENAIVGGVVPREFIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ A F+  A I L+ A K++   
+LEP 
Sbjct  547  
LKESMENGVLAGFPLIDIKAKLYDGSYHDVDSSEAAFKIAASIALKNAAKKAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  + + +       +P   +  Y TDL   
T G
Sbjct  607  
MKVDIRVPEEYMGDVMGQVTARRGNVEGMEAQDNAQNIHAMVPLSEMFGYATDLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R   +     Y A
Sbjct  667  RGTFVMSFDHYTA  679

>WP_098563177.1 GTP-binding protein [Bacillus megaterium]
 PFL67758.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 265 bits (677),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+AG D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRAGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245



            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDMGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E   P L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LFPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>ABO87314.1 TetO, partial [Streptococcus pyogenes]
 ABO87315.1 TetO, partial [Streptococcus pyogenes]
Length=216



 Score = 251 bits (641),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 118/216 (55%), Positives = 165/216 (76%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  LGI+ L++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL 
LRD +
Sbjct  1    
KNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVI  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP+++
+ E+
Sbjct  61   
KISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRKFIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLPML+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ
+EV+ A
Sbjct  121  
PLPMLQTTIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            +L EKY +E  +KEP+VIYMERPL+ A +TIHIEVP
Sbjct  181  ILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVP  216

>WP_057273225.1 GTP-binding protein [Bacillus sp. Soil531]
 KRF55938.1 elongation factor G [Bacillus sp. Soil531]
Length=653

 Score = 265 bits (677),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 183/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587



Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEKVIERIRYNKEAD  623

>WP_034819253.1 elongation factor G [[Eubacterium] nodatum]
 ETJ99947.1 translation elongation factor G [Eubacterium nodatum 
ATCC 33099]
Length=688

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 191/692 (28%), Positives = 327/692 (47%), Gaps = 
75/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E +RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGKTHKIGETHDGASQMDWMDQEAERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++       
+
Sbjct  70   
TAHWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEGYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   +++  E
+   
Sbjct  130  
PRMIFVNKMDILGADFYRVVGMVKDRLKANAVPVQLPIGKEETFRGIIDLITMKAEVYYD  189

Query  165  ----------VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                      + E+ T++ + W     ++V E++++L+ K++ GE ++ +++    
++  
Sbjct  190  
DLGRDYREEEIPEDMTELAQEWRDKMLESVAESDEELMMKFLEGEELTEKEIKTAIRKMT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             D  + PV+ GSA K  G+Q ++D             A+ G+    GE+        
A  
Sbjct  250  
IDNEMVPVFCGSAYKNKGVQLMLDGVVDYMPAPIDIPAIKGIDPETGEECERPSDDKAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLR-----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
                FK+       +  + R+YSGTL         T    GR   +I +M    + 
EI  



Sbjct  310  SALAFKIMTDPYVGKLAFFRVYSGTLDAGSYVYNSTKGQKGRIG-
RILQMHANKREEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G+I   +   +V   D L D          E P P++   I PKT A +E
++  
Sbjct  367  -
DKVYSGDIAAAVGLKNVTTGDTLCDEKAEVILESMEFPDPVIEIAIEPKTKAGQEKMGV  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  +   ++ T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  426  
ALAKLAEEDPTFKTYTNADTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKET  485

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                A   H    +   +  +  + + V P   G G ++++ +  G + + +   + 
DGI
Sbjct  486  
ITTNAEIDHKYAKQSGGHGQYGHVKIRVFPKEPGEGFEFKNSIVGGAIPKEYIGPIEDGI  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G + G+ V D  +    G Y+   S+   F+  A +   +A K++   
LLEP  
Sbjct  546  
KSAMEVGPVAGYQVVDVGVELYDGSYHEVDSSEMAFKVAASMAFREAAKKAKPVLLEPIF  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE + +    V     +P   +  Y TDL   
T GR
Sbjct  606  
KVEVNVPEEYMGDVIGDISGRRGRIEGSDMNNGAVAVRAMVPLSEMFGYATDLRSKTQGR  665

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
             + + ++  ++          + P+S L+K+ 
Sbjct  666  GIYVMQMDHFE----------KLPDSLLEKIN  687

>WP_053984608.1 GTP-binding protein [Niameybacter massiliensis]
Length=879

 Score = 270 bits (690),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 188/615 (31%), Positives = 299/615 (49%), Gaps = 
32/615 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  + IGILAHVDAGKTTL+E +LY SG + + G V+K     DT  LERQRGITI 



+  
Sbjct  1    
MNKLVIGILAHVDAGKTTLSEGMLYLSGKLRKLGRVDKKDAFLDTYELERQRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF  E+ R+L VLD AILVIS  DGVQ  T  L+  L 
K  
Sbjct  61   
AVMDLEDIQITLLDTPGHVDFSTEMERTLQVLDYAILVISGADGVQGHTETLWRLLSKYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D   +++ ++ +L      +     S E       D + ++
+V  
Sbjct  121  IPVFLFINKMDQDGTDKDKLLEELKKRLD-----EGCTDFSDE------
QDEDFYESVAV  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE Y+    +  E +     +R     LFP Y+GSA K  G++  M  ++   
+ 
Sbjct  170  CDEGLLEAYLETGKVEDEAISELIAKR----
QLFPCYFGSALKLEGVKEFMAGISKHAKV  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +   +    VFK+   + G R  Y+++  G+L++R  +    +E+ K+ ++RI 
S  
Sbjct  226  --PEYPESFGAKVFKIARDEQGNRLTYMKIIGGSLKVRSVLT---
KEEEKVNQIRIYSGN  280

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
            +    + A PG +  +         + LG+     +      PL  P+L   I       
Sbjct  281  KFDAINEALPGTVCAVTGLTKTYPGEGLGNAEATNQ------
PLLEPVLTYQIILPDQYD  334

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +L  L QL++ DP L    D    EI    +G VQ+E++  ++ E++ ++      
+
Sbjct  335  
PAAVLPKLLQLSEEDPQLHIVWDEALQEIQAQIMGEVQIEILKHMILERFGIDVSFGAGN  394

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E    A     H E  P   +A + L + PL  GSGVQ+ +  S   L ++
+Q  V
Sbjct  395  IVYKETITNAVEGVGHFE--
PLRHYAEVHLLMEPLPQGSGVQFATDCSEDNLGKNWQRLV  452

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536



               ++    +G L G  +TD KI    G  ++  +   DFR      + Q LK++ 
+ LL
Sbjct  453  
LTHLQEKEHKGVLTGSVITDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLKQAQSILL  512

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP+  F L  P+  + RA  D  K C       ++K   + TG  P   ++ Y+ +
+  Y
Sbjct  513  
EPFYEFRLEIPENMVGRAMMDVEKMCGKSNPPDIEKGMAILTGTAPVVTMRDYQKEVIAY  572

Query  597  TNGRSVCLTELKGYQ  611
            T G       LKGY+
Sbjct  573  TKGHGRLFCSLKGYE  587

>OGH39059.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_01_FULL_38_21]
Length=715

 Score = 266 bits (681),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 202/686 (29%), Positives = 323/686 (47%), Gaps = 
82/686 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G ++KGTT+ D M  E++RGITI 
+A T
Sbjct  13   
KIRNIGIIAHIDAGKTTTTERILFYTGKTYKIGDIDKGTTQMDWMVQEKERGITIVSAAT  72

Query  62   SFQWHRC-----------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W              ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ
+Q+ 
Sbjct  73   
TAYWTHTLQSSAGQEDSYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSE  132

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++    K  +P + FINK+D+ G D  S V+S+ D+L A                   
D
Sbjct  133  
TVWRQADKYKVPRICFINKMDKLGADFLSTVKSIEDRLGANPLVMVLPIGVEQSFKGVID  192

Query  152  IIIKQTV-----------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
            ++ ++++            +  EI  E  T +E +     + + E +DKLLEKY+
+GE  
Sbjct  193  
LLTRKSLIWGGDELGAKYEVKDEIPDEMKTQVEKYRHKLIEKIAETDDKLLEKYLSGEEP  252



Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGE  243
            + E+L    ++ V    L P+Y GS+ +  G+QPL+DAV                 
P   
Sbjct  253  
TVEELKEALRKAVIAYKLVPIYAGSSLRNKGVQPLLDAVVDYLPSPLDLRQVKGINPKTN  312

Query  244  QGSA-------
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            Q          +  G  FK++      +  Y R+YSG +        + + K+    
+I 
Sbjct  313  
QEEVRKLAPEESFAGLAFKIQIDPHVGKLTYFRVYSGKITSGSYTYNSTKNKMERVGRIL  372

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRT  348
             M   ++ EI     A  GEIV L         D L D   P  L R  +   P P
++  
Sbjct  373  LMHANTREEI---KEAISGEIVALVGLKDTTTGDTLCDEKNPIVLERILF---
PEPVISL  426

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT   +E+L  AL +L++ DP    +V+  T + I+S +G +QLE++   +  
++ 
Sbjct  427  
AIEPKTKVDQEKLGFALKRLSEEDPTFVIKVNHETGQTIISGIGELQLEIMVDRMRREFS  486

Query  409  LETVVKEPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +   V  P V Y E   K A +   +I +      +    L V+P   G G ++   
+  
Sbjct  487  
VLANVGAPQVAYKETITKIAEAEGKYIRQSGGRGQYGHCFLRVSPKPRGEGYEFVDAIRG  546

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + F  +V  G++  +E G L G+ + D K+    G Y+   S+   F+  A   
L+
Sbjct  547  
GAIPKEFIASVEKGVKESMENGVLLGYPMVDIKVAVYDGSYHEVDSSDIAFKIAASQALQ  606

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A K++   LLEP +   +  P E++     D     A I   + +    +    
+P   
Sbjct  607  
AATKKANLTLLEPIMKVEVTTPAEFMGDIIGDLSSKRAQILGTEERARATIILAMVPLAE  666

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y T L   + GR+    E   Y+
Sbjct  667  LSGYATTLRSMSQGRASYYMEPSHYE  692



>WP_015144239.1 elongation factor G [Pleurocapsa minor]
 AFY77937.1 translation elongation factor EF-G [Pleurocapsa sp. PCC 
7327]
Length=691

 Score = 266 bits (680),  Expect = 4e-76, Method: Compositional 
matrix adjust.
 Identities = 194/698 (28%), Positives = 320/698 (46%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ +G   + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGVAHKLGEVHEGTAITDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   +VNI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHRVNIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + +RD+L A+ +              I   V ++  
I  +
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQMRDRLRANAVPIQIPIGAESDFQGIVDLVQMNARIYKD  188

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+T+I             +  +AV E ++ L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKNYEDTEIPENMKELAEEYRTKLIEAVAETDEALIEKYLEGEELTVEEIKRGLRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
               S+ P+  GSA K  G+Q L+DAV                 P G +       +    
Sbjct  249  
IAGSIVPMLCGSAFKNKGVQLLLDAVVDYLPSPTEVAAIKGVLPDGTEAVRKADDNEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+     G R  +LR+YSG L               R+   V L   E++++ 
E+R
Sbjct  309  ALAFKIAADPFG-
RLTFLRVYSGVLQKGSYVYNSTKQQKERISRLVVLKSNERIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355



                G  +       G+ +   ++ + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAIGLKNTTTGDTLCDEANPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  LAD DP  R  VD  T++ I++ +G + LE++   +  +YK+E  
V +
Sbjct  415  
QDMDKLSKALQALADEDPTFRVSVDRETNQTIIAGMGELHLEILVDRMLREYKVEANVGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P KA    I        +  ++ + V P    SG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPAKAEGKYIKQSGGKGQYGHAV-
IEVEPGEPASGFEFVSKIVGGAIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AV +G+R   E G+  G+ + D K+    G Y+   S    F+    + +  A
+ +S
Sbjct  534  
YIPAVENGVREACESGIVAGYPLIDIKVTLVDGSYHEVDSNEMAFKIAGSMAIRDAVMKS  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               +LEP +   +  P+++L     D       IE    +      T ++P   +  
Y T
Sbjct  594  
SPVILEPMMKVEVEVPEDFLGDVMGDLNSRRGNIEGMNSEAGLAKVTAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  654  DIRSKTQGRGIFSMEFSHYEEVPRNVAETIIAKNKGNA  691

>WP_087975039.1 elongation factor G [Oceanobacillus rekensis]
Length=692

 Score = 266 bits (680),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 314/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKEHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++FINK+D+ G D     +++R++L A+    Q                         
Sbjct  129  
PRIVFINKMDKTGADFLYSTKTLRERLGANAHPVQMPIGAEDEFEGIIDLTTMEAHFYTD  188

Query  157  ---TVSLSPEI---VLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV  + EI   +LE+  ++ A   + V E ++ L+ KY+ GE IS E+L    
+   
Sbjct  189  
DLGTVDEAREIPAELLEQAEELRANLVEGVSETDEDLMMKYLEGEEISNEELKAAIRNAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIG-------------
EQGSAAL  249
             +   +PV+ GSA K  G+Q ++D V           PI                 
+A  
Sbjct  249  
LNVDFYPVFCGSAFKNKGVQLILDGVIDYLPAPTDVPPIEGIVPGTEDKVTRPSSDNAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL+    V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLQSGSYVKNSVKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              AY GEI   +        D L D   L      E P P++   I PKT A +++
+  A
Sbjct  366  
SVAYSGEIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVISVAIEPKTKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R E +  T + I+S +G + L+++   L  ++K++  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTETNVETGQTIISGMGELHLDIIVDRLRREFKVDANVGAPQVSYRE-T  484

Query  425  LKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +A++      V  +      G   +   P   G+G ++E+++  G + + +  AV  
G+
Sbjct  485  
FRASAEVEGKFVRQSGGRGQFGHVWIKFEPNEEGAGFEFENKIVGGVVPREYIPAVEQGV  544



Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  LE G+  G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP +
Sbjct  545  
RESLENGVIAGYPLIDIKATLYDGSYHDVDSNEMAFKVAASMALKSAKNKCKPVLLEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + + +  +  G +P   +  Y T L   
T GR
Sbjct  605  
RVEIVIPEEYMGDIMGDVTSRRGRIEGMEARGNAQLVKGFVPLAEMFGYATALRSNTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTYTMSFDHYE  675

>OEU50646.1 translation elongation factor G [Desulfobacterales 
bacterium 
S3730MH5]
 OEU82003.1 translation elongation factor G [Desulfobacterales 
bacterium 
S5133MH4]
Length=684

 Score = 266 bits (679),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 316/671 (47%), Gaps = 
61/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
KVRNIGIIAHIDAGKTTITERILYYTGRSYKMGEVHDGEAIMDWMPDEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +++I+DTPGH+DF  EV RSL VLDGAI V  A  GVQ Q+  ++H   
K  +
Sbjct  69   
TCYWRDAEIHIIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGGVQPQSETVWHQADKHRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-------------
VSLSPEIVLEE  168
            P + F+NK+D+AG D    VQ + D+L A+ +I Q              +    +
+V ++
Sbjct  129  
PKIAFVNKLDRAGADFFGTVQMMCDRLGANPLIMQIPVGIEESFQGVIDLVHMKQLVWDD  188

Query  169  NT---DIEAWD------------------



AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T   D+ A D                  ++ E +D+++E Y+A  P++ E +V   
++ 
Sbjct  189  
ETLGADLGATDIPEDLMETALKYREKLVESIAEVDDQIMEAYVAETPVTPEMIVPSIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
                 L PV+ G+A K +GIQPL+D +                   TG  +       
+ 
Sbjct  249  
TNSLKLVPVFCGAALKNMGIQPLLDGIIDFLPSPLDLPPMKGVDPDTGEVKTAHPSNRSP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            L   VFKV   D G+R  ++R+YSG L   D V    ++ K K+  +      +  
R + 
Sbjct  309  LAALVFKV-
MMDQGRRLNFVRVYSGRLHTGDEVLNPAKQTKEKVARILAMHSNKRERINE  367

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A+ G IV ++   +    D L DP+        E   P++   + P+T   +E++  
AL 
Sbjct  368  
AHVGNIVGVVGLKASVTGDTLCDPSEPIVLEPIEAYEPVISVAVEPRTHTDQEKIELALG  427

Query  367  QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI---
YMER  423
            +L   DP  R + D  T +I++S +G + LE++ + L  ++  +  V +P V+    
+ER
Sbjct  428  
KLEAEDPTFRVKHDEDTGQIVISGMGELHLEILVSRLKREFHTQVNVGKPHVVCKETIER  487

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
              + A+     E+     +  + L ++P+  G G ++ + +    L   F  A+  
G+  
Sbjct  488  VARGAA-
IFEKEIGGIRHFGEVLLELSPMERGRGNRFVNSLPDESLPPEFVPAIEQGVTE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             LE G L G+ V D  +    G Y    S+   F+  A +     L+++   LLEP 
+  
Sbjct  547  
SLESGMLLGYPVVDVAVALVGGTYKESSSSHLAFKVAASMAFRDGLQKASPLLLEPIMDV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P  ++     D       IE  + K +  +    IP   +  Y T L   T 
GR+ 
Sbjct  607  
EIRVPSLFMGDVIGDINARGGKIEHLEQKGEIQIINATIPLSNMFGYSTVLRSATQGRAT  666



Query  603  CLTELKGYQAA  613
                   Y  A
Sbjct  667  FTMHFSHYDHA  677

>WP_013787147.1 elongation factor G [Thermoanaerobacterium 
xylanolyticum]
 AEF16387.1 translation elongation factor G [Thermoanaerobacterium 
xylanolyticum 
LX-11]
Length=689

 Score = 266 bits (679),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 317/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCYWKDHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L+A+ +  Q                         
Sbjct  129  
PRLAYVNKMDIMGADFFNVIKMMKERLNANPVAIQLPIGKEDTFVGIIDLIKMRAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TVS   EI      L E    +  +AV E ++ L+EKY+ G+ I+ E++    
++  
Sbjct  189  
DLGTVSDEVEIPADLKDLAEEYREKLLEAVSEQDEVLMEKYLEGQEITEEEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  L  V  GS+ K  G+QP++DAV   L  PI                      
+   
Sbjct  249  
INNELVCVTCGSSYKNKGVQPMLDAVVRYLPSPIDIPAVKGMKLNSDEEIERKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305



                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLEAGSYVLNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D  +       E P P++R  I PKT A +++
+  A
Sbjct  366  
DKVYTGDIAAAVGLKDTTTGDTLCDENQPILLESMEFPEPVIRVAIEPKTKAAQDKMAVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   +  ++ +E  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRMKREFNVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P++     I  +      +  + L + PL  G G Q+E+++  G + + +  +V  
G+
Sbjct  486  TKPVRVEGKFIR-
QSGGRGQYGHVWLEMEPLERGQGYQFENKIVGGVIPKEYIPSVDAGV  544

Query  482  RYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+ G + V D K+    G Y+   S+   F+    +  ++ +K+ G  
LLEP +
Sbjct  545  
QEAMENGILGGYEVVDVKVSLVDGSYHEVDSSDMAFKIAGSMAFKEGMKKGGAVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
EVEVVVPEEYMGDVMGDINSRRGRIEGMMDRAGAKVIRGMVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFSHYE  675

>WP_072745447.1 elongation factor G [Sporanaerobacter acetigenes]
 SHI20512.1 elongation factor G [Sporanaerobacter acetigenes DSM 
13106]
Length=689

 Score = 266 bits (679),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 193/688 (28%), Positives = 317/688 (46%), Gaps = 
69/688 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHKLGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
K N+
Sbjct  69   
TCHWRDHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA--------------
DIIIKQTVSLSPEIVLE  167
            P + FINK+D  G D    V  +RD+L+A               I I   + ++  
+  +
Sbjct  129  
PRMAFINKMDILGADFFRAVDMIRDRLNACPVPLQLPIGKEDSFIGIVDLIEMNARVYND  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E  ++IE  D                  A+ E++D+L+ KY+ GE I+ E + +  
+   
Sbjct  189  
ELGSNIEVVDIPEDMKALALEYREKMLEALSEHDDELMVKYLEGEEITSEDIKKAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------PIG-------------
EQGSAAL  249
             +  + PV  GS+ K  G+QPL+DA+           PI                     
Sbjct  249  
INVEITPVLCGSSYKNKGVQPLLDAIIDYMPAPTDIPPIKGLDLTSDTEEERLSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+       +  Y R+YSGTL+    V  + + +K +I  + +    +    
D  
Sbjct  309  
SALAFKIVSDPYVGKLAYFRVYSGTLKSGSYVLNSSKGKKERIGRILLMHANKREEVDEV  368

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y GEI   +        D L D +        E P P++   I PKT A +E++  
AL +
Sbjct  369  
YAGEIAAAVGLKDTSTGDTLCDESNPIVLESMEFPEPVIHVAIEPKTKASQEKMSVALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER---P  424
            LA+ DP  R   D  T + I++ +G + LE++   L  ++++E  V  P V Y E    
P
Sbjct  429  



LAEEDPTFRTYTDEETGQTIIAGMGELHLEIIVDRLLREFRVEANVGSPQVAYKESITIP  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +     +  +      +  + L + P   G G ++ + +  G + + +  AV 
+GI+  
Sbjct  489  AEGEGKYVR-
QSGGRGQYGHVKLKIEPNEPGKGYEFINAIVGGAIPKEYIPAVDNGIQEA  547

Query  485  LEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G+ G + + D K+    G Y+   S+   F+    +  ++ +K++   LLEP 
+   
Sbjct  548  
MQSGILGGYPMLDVKVTLYDGSYHEVDSSEMAFKIAGSMGFKETVKKAKPVLLEPIMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   T 
GR   
Sbjct  608  
VIVPEEYMGDVMGDINGRRGRIEGMETRSGAQVIRGFVPLAGMFGYATDLRSKTQGRGTY  667

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKV  631
              +   Y+A           PNS  +K+
Sbjct  668  TMQFDHYEAV----------PNSIAEKI  685

>WP_005214458.1 GTP-binding protein [Clostridium celatum]
 EKY25417.1 putative translation elongation factor G [Clostridium 
celatum 
DSM 1785]
Length=650

 Score = 265 bits (677),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 172/630 (27%), Positives = 312/630 (50%), Gaps = 
22/630 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +LY + +I   G V+   +  D   +E++RGIT+ +    
F+ 
Sbjct  5    
IGVLAHVDAGKTTFSEQILYHTKSIRSRGRVDHKNSFLDNHNIEKERGITVFSDQGVFEM  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ ++D AIL+ISA +GVQ  T  +++ L+K N
+PT+ 
Sbjct  65   
GDSTYYLIDTPGHIDFSCEMERAIGIMDYAILIISAVEGVQGHTETVWNLLKKYNVPTLF  124

Query  126  



FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D+ G DL+ V++ ++  L+ DI     ++         N + +A + + E 
+++L
Sbjct  125  FVNKLDRTGADLERVIKEIQINLTNDICYIDNLN---------
NLNEDAIEFISERDEEL  175

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y  GE   +E  + + ++ ++++ LFP + GSA + +GI   ++A+  L     
++ 
Sbjct  176  LERYFNGE-
YQQEIWINKLKKLIKESKLFPCFGGSALQDVGIVEFLEALDRLTYTEYDE-  233

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMRIPSKGE  301
            +    G V+K+ + D G R  +++  SG L++RD + +   +    K K++ +R  
+  +
Sbjct  234  
NTEFSGKVYKIRHDDNGTRITFIKALSGILKVRDEINVLNDDENIVKEKVSSIRTYNGNK  293

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             V  D    G+I  +   S ++N   GD     +++     +P L +++    +   
+ +
Sbjct  294  FVTVDKVVAGDIFAVTGIS-KINS--
GDGIGNLKEKTNFQMVPTLMSSVLFDRSYNIKEV  350

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    EI +  +GR+QLEV+  ++ E++ L+       
++Y 
Sbjct  351  
LGYFKILEAEDPSLNVLWNEAYQEIHVHIMGRIQLEVLKEVVFERFNLKVDFGPCEIMYK  410

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L +     G+G+ ++++    +L    QN 
+R  I
Sbjct  411  ETINNNVKGYGHFE--
PLRHYAEVHLMIEKAKRGAGIVFKNKCHTDHLTTGNQNLIRSHI  468

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G  +TD KI    G  ++  +   DFR      L Q L+++   
LLEPY 
Sbjct  469  
FEREHHGILTGSPLTDVKITLLTGRAHNKHTEGGDFREATFRALRQGLEKAENILLEPYY  528

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +Y+ R   D  K   T ++     ++V  +G  P      Y  +L  
+T G+
Sbjct  529  
KFKIDVELDYMGRVLSDIQKLNGTFDSPNTSLNKVSISGRGPVATFMDYSMELIAFTKGK  588



Query  601  SVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                    GY      + VI+ R  N   D
Sbjct  589  GSISLIFDGYDICHNTEYVIEKRGYNKDAD  618

>PIR57075.1 elongation factor G, partial [Parcubacteria group 
bacterium CG10_big_fil_rev_8_21_14_0_10_41_35]
Length=695

 Score = 266 bits (680),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 197/673 (29%), Positives = 313/673 (47%), Gaps = 
68/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  6    
KIRNIGIIAHIDAGKTTVTERILFYTGKKHKIGEVHQGEATMDWMEQEQERGITITSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG + V     GV++Q+  ++H   
K  +
Sbjct  66   
TCFWQDCRINIIDTPGHVDFTAEVERSLRVLDGGVTVFDGVAGVESQSETVWHQADKYKV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + FINK+D+ G D  + + S+  +L+                    D++  +      
Sbjct  126  
PRICFINKLDRTGADFFADIDSIHKRLTKKAYPIQLPIGTEENFVGIVDLLKMKAFIYKD  185

Query  163  EIVLE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E T+I A              +A+ EN++ ++EKY+ GE +S E+     
++ V
Sbjct  186  
DLGKEIEETEIPADMKEKADEYRSKLLEAIAENDEVVMEKYLNGEEVSMEEWNAAMRKAV  245

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------
IGEQ-------------GSA  247
              A  FPV  GSA K  G+Q L+DAV  L+ P        +G                
S 
Sbjct  246  ITADFFPVMCGSALKNKGVQKLLDAVC-
LYLPSPLDVPDIVGHDPKDMEKEIIRKASDSE  304

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       + ++ R+YSGTL+    V     +K     +I  M   ++ 
E+ 
Sbjct  305  



PFSALAFKVAIDPFVGKLIFFRVYSGTLKSGSYVFNTSTDKKERIGRILRMHANAREEV-  363

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              +  Y GEI   I   D+V  N +  DP           P P++   I PKT A 
+E++
Sbjct  364  --EEVYAGEIAAAIGLKDTVTGNTIC-
DPDHEVILESIVFPEPVISVAIEPKTKADQEKM  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++LA+ DP  R + D  T + I+S +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  421  
GIALSRLAEEDPTFRVKGDEETGQTIISGMGELHLDIIVDRMKREFKVEANVGRPQVAYR  480

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R +  A      +      +    + + P   G G ++   +  G +   F  
AV  
Sbjct  481  
ETIRKIAQAEGRYIKQSGGRGQYGHCWIRLEPQESGKGFEFVDEIKGGSIPNEFIPAVGK  540

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  L+ G+  G+ V D K     G Y+   S+   F+    +  + A +++   
LLEP
Sbjct  541  
GVKEALDSGVVAGYPVVDVKAALYDGSYHDVDSSEIAFKIAGNMAFKSAARQANPVLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +      P+E++     D     A I     + +  V   E+P   +  Y T L   
T 
Sbjct  601  
IMKVEAVTPEEFMGDVVGDLNSKRAKILEMIDRGNMKVILAEVPLSEMFGYATSLRSMTQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+    E   YQ
Sbjct  661  GRASYSMEFLNYQ  673

>PIU28529.1 elongation factor G [Actinobacteria bacterium 
CG08_land_8_20_14_0_20_35_9]
Length=696

 Score = 266 bits (680),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 194/672 (29%), Positives = 314/672 (47%), Gaps = 
63/672 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 



T+  
Sbjct  12   
DIGITAHIDAGKTTTTERILYYTGKTYKMGEVHDGAAVMDWMIQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   K+NI+DTPGH+DF  EV RSL VLDG I++  A  GV+ Q+  ++    K N
+P +
Sbjct  72   
WKDNKINIIDTPGHVDFTVEVERSLRVLDGMIIIFCAVGGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             F+NK+D++G D   V+  ++ +L A                   D+I  + +    
E+ 
Sbjct  132  
AFVNKMDRSGADFFYVLDMIKTRLGANPLPIQIPIGKEEDFLGIIDLISMRAIIYKDEMG  191

Query  166  LE----------ENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            ++          E+T  +    +IEN    ND +L KY+    IS  +L +  +    
+ 
Sbjct  192  
IKFEYEDVPSELESTAEKYRQQLIENIANYNDDILNKYVENIEISEGELKKAIREITINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALCGS  252
            +  PV  G+A K  G+QPL+DAV       G+  S                   A   
G 
Sbjct  252  
NGVPVLCGAAFKNKGVQPLLDAVVDFLPSPGDISSPKGINPDNGKEIEREVNDDAPFSGL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLR--LRDTVALAGREKL--
KITEMRIPSKGEIVRTDTA  308
            +FK+       +  YLR+YSGT++  ++   A +G +    K+ EM   S+ E+     
A
Sbjct  312  
IFKITTDPFVGKLSYLRIYSGTMKSGMQVLNANSGNKNRVSKLLEMHANSREEL---KEA  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I  ++   +V   D + DP +  +      P P+L   I PKT   +E+L+ 
AL++
Sbjct  369  
YSGDIGAVVGLKNVNTGDTICDPNKPIKYESISFPEPVLSIAIEPKTKIDQEKLVIALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L + DP  R E+DS T + I+S +G + LE++   L  ++ +   V +P V Y E   
K 
Sbjct  429  
LEEEDPTFRMEIDSETGQTIISGMGELHLEIIVDRLLREFGVGANVGKPQVSYRETITKG  488

Query  428  AS-HTIHI-



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                  +I +      +  + +   P   G G ++E +   G + + F   +  GI   
+
Sbjct  489  
TQVEGKYIRQSGGRGQYGHVVVRFEPNEYGKGFEFEDKTKGGVIPKEFIKPIEKGIVDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G + G+ V D K     G Y+   S+   FR        + +K+    LLEP +   
+
Sbjct  549  
QSGEVAGYPVVDVKAILLDGSYHEVDSSEMAFRIAGSKAFREGMKKCLPILLEPVMDVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             AP +Y+     D       I +  ++    +   E+P   +  Y TDL   T GR
+   
Sbjct  609  
VAPDKYMGEVIGDLNSRRGKILSVLLRSKNRIIKAEVPLAEMFGYATDLRSKTQGRATFT  668

Query  605  TELKGYQAAVGQ  616
             + K Y+   G+
Sbjct  669  MQFKKYEPTPGR  680

>WP_098196519.1 GTP-binding protein [Bacillus megaterium]
 PEU65638.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 265 bits (677),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQGNQLFPCASGSALQDMGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_013057167.1 MULTISPECIES: GTP-binding protein [Bacillus]



 ADE69492.1 Translation elongation factor G [Bacillus megaterium QM 
B1551]
 KQU24153.1 elongation factor G [Bacillus sp. Leaf75]
Length=653

 Score = 265 bits (677),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIELIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQSNQLFPCASGSALQDMGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSGGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E



Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEKVIERIRYNKEAD  623

>WP_061858888.1 MULTISPECIES: GTP-binding protein [Clostridium]
Length=647

 Score = 265 bits (677),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 170/607 (28%), Positives = 298/607 (49%), Gaps = 
17/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E LLY + +I   G V+  T+  D+  +E+ RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQLLYHTKSIKNRGRVDHKTSFLDSHNIEKSRGITVFSDQAVFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH DF +E+ R+L V+D AI++IS  +G+Q  T  ++  L K  
IPT  
Sbjct  65   
NSSTYYLIDTPGHADFSSEMERALIVMDYAIVIISGVEGIQGHTETVWELLAKHKIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V++ ++  L+      + V      + +E  D +  + + E 



++ L
Sbjct  125  FINKIDRVGANIDRVLEEIKTDLT------
KNVCFIAGSLNKEEMDSDLIEFLAERDNIL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  E   +E  +   ++ +++  +FP + GSA + +GI   ++ +  L +    
++
Sbjct  179  LEKYLE-
EDYEKELWLNCMKKMIKENKIFPCFSGSALQDIGIDEFLENLDTLTYTEYNDK  237

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
            G     G ++K+ + +   R  Y++  SG+L+++D ++L G    KI ++RI +  
+   
Sbjct  238  GD--FSGEIYKIRHDENNNRITYIKALSGSLKVKDELSL-
GENSEKINQIRIYNGTKFTT  294

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                  G++  +   S   +  +GD     RK+ + D +P L++ +   T+   + 
+L+ 
Sbjct  295  VSKVCAGQLFAVTGLS---
SASIGDGVGTLRKKSKYDMVPTLKSKVIFDTSLNTKEVLNY  351

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    D    EI +  +G +QLEV+  L+ E++ L        ++Y 
E  
Sbjct  352  
FKILEAEDPTLNVIWDEALQEIQVHIMGIIQLEVLKELVKERFNLSVDFGPCEILYKETI  411

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            LK      H E  P   +A + L + P    SG+ +ES      L    QN ++  
I   
Sbjct  412  LKETIGYGHFE--
PLKHYAEVHLKLEPGERNSGITFESICHTDDLPIGTQNLIKTHIFER  469

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G+  G  +TD KI    G Y++  ++  DFR      L Q L+ +   LLEPY  
F 
Sbjct  470  
EHHGILTGSPITDLKIILLTGRYHNKHTSGGDFREATFRALRQGLESTKNILLEPYYRFK  529

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    + + R   D  +   + +  +   ++V+ TG  P      Y  +  ++T G
+   
Sbjct  530  
IEVDLDSMGRVLSDIQRLNGSFDPPETIDNKVIITGRGPVATFMNYSMEFVYFTKGKGKL  589

Query  604  LTELKGY  610



                 GY
Sbjct  590  NFVFDGY  596

>KYH28346.1 tetracycline resistance protein TetO [Clostridium 
colicanis DSM 
13634]
 PRR68788.1 Tetracycline resistance protein TetO [Clostridium 
thermopalmarium 
DSM 5974]
Length=648

 Score = 265 bits (677),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 170/607 (28%), Positives = 298/607 (49%), Gaps = 
17/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E LLY + +I   G V+  T+  D+  +E+ RGIT+ +    
F++
Sbjct  6    
IGILAHVDAGKTTFAEQLLYHTKSIKNRGRVDHKTSFLDSHNIEKSRGITVFSDQAVFEY  65

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH DF +E+ R+L V+D AI++IS  +G+Q  T  ++  L K  
IPT  
Sbjct  66   
NSSTYYLIDTPGHADFSSEMERALIVMDYAIVIISGVEGIQGHTETVWELLAKHKIPTFF  125

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V++ ++  L+      + V      + +E  D +  + + E 
++ L
Sbjct  126  FINKIDRVGANIDRVLEEIKTDLT------
KNVCFIAGSLNKEEMDSDLIEFLAERDNIL  179

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  E   +E  +   ++ +++  +FP + GSA + +GI   ++ +  L +    
++
Sbjct  180  LEKYLE-
EDYEKELWLNCMKKMIKENKIFPCFSGSALQDIGIDEFLENLDTLTYTEYNDK  238

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
            G     G ++K+ + +   R  Y++  SG+L+++D ++L G    KI ++RI +  
+   
Sbjct  239  GD--FSGEIYKIRHDENNNRITYIKALSGSLKVKDELSL-
GENSEKINQIRIYNGTKFTT  295

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



                  G++  +   S   +  +GD     RK+ + D +P L++ +   T+   + 
+L+ 
Sbjct  296  VSKVCAGQLFAVTGLS---
SASIGDGVGTLRKKSKYDMVPTLKSKVIFDTSLNTKEVLNY  352

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    D    EI +  +G +QLEV+  L+ E++ L        ++Y 
E  
Sbjct  353  
FKILEAEDPTLNVIWDEALQEIQVHIMGIIQLEVLKELVKERFNLSVDFGPCEILYKETI  412

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            LK      H E  P   +A + L + P    SG+ +ES      L    QN ++  
I   
Sbjct  413  LKETIGYGHFE--
PLKHYAEVHLKLEPGERNSGITFESICHTDDLPIGTQNLIKTHIFER  470

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G+  G  +TD KI    G Y++  ++  DFR      L Q L+ +   LLEPY  
F 
Sbjct  471  
EHHGILTGSPITDLKIILLTGRYHNKHTSGGDFREATFRALRQGLESTKNILLEPYYRFK  530

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    + + R   D  +   + +  +   ++V+ TG  P      Y  +  ++T G
+   
Sbjct  531  
IEVDLDSMGRVLSDIQRLNGSFDPPETIDNKVIITGRGPVATFMNYSMEFVYFTKGKGKL  590

Query  604  LTELKGY  610
                 GY
Sbjct  591  NFVFDGY  597

>WP_076712804.1 elongation factor G [Desulfurobacterium indicum]
 OMH40727.1 translation elongation factor G [Desulfurobacterium 
indicum]
Length=701

 Score = 266 bits (680),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 197/689 (29%), Positives = 318/689 (46%), Gaps = 
75/689 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V +G    D M  E++RGITI 
+A T
Sbjct  18   
KVRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVHEGAAEMDWMEQEKERGITITSATT  77



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NIVDTPGH+DF  EV RSL VLDGA+ ++ +  GVQ QT  ++    
K ++
Sbjct  78   
TCFWRNHRINIVDTPGHVDFTIEVERSLRVLDGAVTILCSVGGVQPQTETVWRQADKYHV  137

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEE  168
            P +IF+NK+D+ G D   VV+ V +KL A  +            K  V L     I
+ EE
Sbjct  138  
PRIIFVNKMDRIGADFFQVVKDVEEKLGAKPVPLQIPVGAEENFKGVVDLVTMKAIIWEE  197

Query  169  NT---------------DI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T               DI      +  +A+ + +++++ KY+ GE I+ E++    
++ 
Sbjct  198  
ETLGAKYHEEEIPEDLIDIAEEYREKLIEALADVDEEIMMKYLEGEEITPEEMKAAIRKG  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQG------SAA  248
              +   FP+  GSA K  G+QPL+DAV              G+    GE+          
Sbjct  258  
TLEIKFFPMLCGSAFKNKGVQPLLDAVVDYLPSPLDVPPIKGINPNTGEEEERHASYDEP  317

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
                 FK+       +  ++R+YSG +     V  A R K +    R+     I+R    
Sbjct  318  FSALAFKILTDPYVGQLTFIRVYSGLMESGSYVYNATRGKKE----RL---
ARILRMHAN  370

Query  309  YPGEIVILPSDSVR---------
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
               EI +L +  +            D L DP         E P P++   + PKT 
A +E
Sbjct  371  
KREEIPVLGAGDIAAAVGLRETFTGDTLCDPDHPIILEAMEFPEPVISVAVEPKTKADQE  430

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL +LA  DP  R   D  T + I+S +G + LE++   L  ++ ++  V  
P V 
Sbjct  431  
KLSIALQKLAKEDPSFRVSTDHETGQTIISGMGELHLEIIVDRLKREFNVDVNVGRPQVA  490

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K  +       +      +  + L + PL  G G ++   +  G + + +  
AV
Sbjct  491  
YRETIRKEVTQEGKFIKQTGGRGQYGHVWLKIEPLEPGKGFEFHETIKGGVVPKEYIPAV  550



Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  K++   
LL
Sbjct  551  
EAGVREAMETGVVAGYPMVDIKVTLFDGSYHEVDSSEMAFKIAGSMAFKEGAKKANPVLL  610

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+E++     D  K    ++  + + +  V    +P   +  Y 
TDL   
Sbjct  611  
EPIMEVEVTTPEEFMGDVIGDLNKRRGRVQGMEARGNAQVIKAMVPLAEMFGYATDLRSM  670

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPR  622
            T GR+  +     Y+   A V + +I  R
Sbjct  671  TQGRATYIMRFSHYEEVPANVAEQIIGER  699

>WP_062305129.1 elongation factor G [Alicyclobacillus sendaiensis]
Length=691

 Score = 266 bits (679),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 191/668 (29%), Positives = 312/668 (47%), Gaps = 
62/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKMGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D    V+ +R +L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYVNKMDIVGADFLGCVEQMRKRLGAKAVPIQLPIGAEDTFKGMVDLIEMKAIIYTD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++    ENTDI             E  +AV E N++L+ KY+ GE ++ E++    
+   
Sbjct  189  



DLGTRAENTDIPPELQALAEEKRTEMIEAVAEVNEELMMKYLEGEELTVEEIKTGLREGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ------
GSAALC  250
                LFPV  GS+ +  G+QP++DAV               F P G++            
Sbjct  249  
CKGILFPVLCGSSYRNKGVQPMLDAVVEYLPAPNDIPAIRGFTPDGQEVERHSSDDEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL+    V       RE++ +I +M    + EI   
D
Sbjct  309  
ALAFKIMSDPFVGKLAFFRVYSGTLQSGSYVLNSTKGKRERIGRILQMHANHREEI---D  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      + P P++  +I PKT A ++++  
AL
Sbjct  366  
EVYAGDIAAAVGLKDTTTGDTLCDEKNVVILESMDFPDPVISVSIEPKTKADQDKMALAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I+  +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRTYTDQETGQTIIQGMGELHLEIIVDRMQREFKVECNVGKPQVAYRETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + + + PL  G G  +E+++  G + + +  AV 
+GI+ 
Sbjct  486  
KRVDQEGRFVRQSGGRGQYGHVKIILEPLERGQGFVFENKIVGGVVPKEYIPAVEEGIQE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F+    + L+   +++   LLEP 
+  
Sbjct  546  
AMRNGVLAGYPLVDIKATLYDGSYHEVDSSEMAFKIAGSMALKAGAEKADPILLEPVMRV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEYMGDILGDINARRGRVEGMETRGNASVIRAYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGY  610
               EL  Y
Sbjct  666  YSMELAYY  673



>WP_008265364.1 elongation factor G [Stenotrophomonas sp. SKA14]
 EED37977.1 translation elongation factor G [Stenotrophomonas sp. 
SKA14]
Length=678

 Score = 265 bits (678),  Expect = 5e-76, Method: Compositional 
matrix adjust.
 Identities = 207/673 (31%), Positives = 315/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPSHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDK-----------
LSADIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DK           L ++      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLLARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            + +      I AWD                AV ++++ L + ++ G  I  E+L    
+R
Sbjct  189  
QWHDGAAATITAWDDAARTQWQAQRDALVEAVADHDELLADAWLEGRVIDAEQLRAGIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVVAESEDGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--



DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D++    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAISGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P   G GV +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAVAGVVGRLVKQTGGQGQFAQVVLDVAPREDG-
GVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGVEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_088217580.1 elongation factor G [Caldicellulosiruptor bescii]
 SMR89235.1 elongation factor G [Caldicellulosiruptor bescii]
Length=691

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 187/697 (27%), Positives = 326/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHEGTATMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VL+GAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLNGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + ++NK+D  G +  +V++ ++++L A+ +                            
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFRGIVDLLTMKAIIYVD  188

Query  154  ----IKQTVSLSPEIV-
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                + Q   +  E+  + E   I+  +AV E +++++ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKVSQETDIPEEVKDIAEEYRIKLLEAVAETDEEIMVKYLEGEEITVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMRREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544



Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINSRRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>WP_027895363.1 elongation factor G [Megasphaera elsdenii]
 ALG41838.1 elongation factor G [Megasphaera elsdenii 14-14]
 SHK07543.1 elongation factor G [Megasphaera elsdenii]
 PAK20283.1 elongation factor G [Megasphaera elsdenii]
 AVO27250.1 elongation factor G [Megasphaera elsdenii]
Length=690

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 196/678 (29%), Positives = 314/678 (46%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKGYRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D  G D  +VV  ++D+L A+ +  Q                         
Sbjct  129  
PRIAFVNKMDTTGADFLNVVDMMKDRLQANAVAIQLPIGAETTFRGIIDLITMKAEVYDD  188

Query  157  ------TVSLSPEIVLEENT---
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207



                   V   PE  LEE     DI   +AV + ++ L+ KY+ GE I+ ++L    
++ 
Sbjct  189  ALGKEIEVVDIPEDELEEAKKYHDIMV-
EAVCDTDEDLMMKYLEGEEITIDELKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
            V    LFPV  GSA K  GIQ L+DAV                 P  ++        
+A 
Sbjct  248  
VCTNKLFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVKGTNPDTDEEETREADDNAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FK+       +  + R+YSGTL+    V  + + K     +I  M    + 
E+  
Sbjct  308  
LSALAFKIMADPFVGKLAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEVQE  367

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              T   G IV L   +    D L D          E P P++   + PKT A +E+
+  A
Sbjct  368  AYTGDIGGIVGLKDTTT--
GDTLCDEKHPIILEKMEFPDPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE--  483

Query  425  LKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI  +V    F          +    L + P   G G ++E++V  G + 
+ + 
Sbjct  484  ------
TIRKDVKSRGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  +
++  
Sbjct  538  
GSVEAGVKEAMETGVLAGFPMVDIKVVVYDGSYHEVDSSEMAFKIAGSMGFKEGARKADP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL
Sbjct  598  
VLLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDL  657



Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR V       Y+
Sbjct  658  RSRTQGRGVYTMTFDHYE  675

>WP_047242126.1 elongation factor G [Enterococcus cecorum]
 KLN91761.1 elongation factor G [Enterococcus cecorum]
 KLN93505.1 elongation factor G [Enterococcus cecorum]
 KLO66213.1 elongation factor G [Enterococcus cecorum]
 KLO66761.1 elongation factor G [Enterococcus cecorum]
 KLO73425.1 elongation factor G [Enterococcus cecorum]
 OUQ10149.1 elongation factor G [Enterococcus cecorum]
Length=694

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 200/667 (30%), Positives = 312/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE---  167
            +F NK+D+ G D    V ++ D+L A+                I   V +  EI      
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDSFTGIIDLVKMKAEIYTNDLG  191

Query  168  ---ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI        E W     +AV E +++L  KY+ GE I+ ++L    +R     
Sbjct  192  
TEIEETDIPEEYRELAEEWREKLVEAVAETDEELTMKYLEGEEITEQELKEGIRRATTAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
EFYPVLCGSAFKNKGVQLLLDAVIDYLPSPLDIPAIKGIDPKTDEEVTRPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A    RE++ +I +M   S+ EI      



Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVQNATKGKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQVAIEPKSKADQDKMSIALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNQETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRSA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEVGLKDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S+   FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPMVDIKAKLYDGSYHDVDSSETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL             +E  + + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
VVPEEYLGDVMGHVTARRGRVEGMEARNNSQVVRAMVPLAEMFGYATTLRSATQGRGVFT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_053509024.1 elongation factor G [Stenotrophomonas maltophilia]
 KOQ76604.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 265 bits (678),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 207/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WSPRDLPSHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            + +      I  WD                AV ++++ L + ++ G  I  E+L    
+R
Sbjct  189  
QWHEGAAATITPWDDAARTQWQAQRDALVEAVADHDEALADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVVAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGAPRVAYQ  481



Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L VTP   G  V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAVAGVVGRLVKQTGGQGQFAQVVLDVTPREDGE-
VVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_036203202.1 elongation factor G [Megasphaera elsdenii]
 KGI89598.1 elongation factor G [Megasphaera elsdenii]
Length=690

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 196/678 (29%), Positives = 314/678 (46%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKGYRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D  G D  +VV  ++D+L A+ +  Q                         
Sbjct  129  



PRIAFVNKMDTTGADFLNVVDMMKDRLQANAVAIQLPIGSEATFRGIIDLITMKAEVYDD  188

Query  157  ------TVSLSPEIVLEENT---
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   V   PE  LEE     DI   +AV + ++ L+ KY+ GE I+ ++L    
++ 
Sbjct  189  ALGKEIEVVDIPEDELEEAKKYHDIMV-
EAVCDTDEDLMMKYLEGEEITIDELKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
            V    LFPV  GSA K  GIQ L+DAV                 P  ++        
+A 
Sbjct  248  
VCTNKLFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVKGTNPDTDEEETREADDNAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FK+       +  + R+YSGTL+    V  + + K     +I  M    + 
E+  
Sbjct  308  
LSALAFKIMADPFVGKLAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEVQE  367

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              T   G IV L   +    D L D          E P P++   + PKT A +E+
+  A
Sbjct  368  AYTGDIGGIVGLKDTTT--
GDTLCDEKHPIILEKMEFPDPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE--  483

Query  425  LKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI  +V    F          +    L + P   G G ++E++V  G + 
+ + 
Sbjct  484  ------
TIRKDVKSRGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  +
++  
Sbjct  538  
GSVEAGVKEAMETGVLAGFPMVDIKVVVYDGSYHEVDSSEMAFKIAGSMGFKEGARKADP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 



TDL
Sbjct  598  
VLLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDL  657

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR V       Y+
Sbjct  658  RSRTQGRGVYTMTFDHYE  675

>WP_014015732.1 elongation factor G [Megasphaera elsdenii]
 CCC72991.1 elongation factor G [Megasphaera elsdenii DSM 20460]
 CDF04186.1 elongation factor G [Megasphaera elsdenii CAG:570]
 SFI15183.1 elongation factor G [Megasphaera elsdenii]
 AVO74417.1 elongation factor G [Megasphaera elsdenii DSM 20460]
Length=690

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 196/678 (29%), Positives = 314/678 (46%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKGYRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D  G D  +VV  ++D+L A+ +  Q                         
Sbjct  129  
PRIAFVNKMDTTGADFLNVVDMMKDRLQANAVAIQLPIGAEATFRGIIDLITMKAEVYDD  188

Query  157  ------TVSLSPEIVLEENT---
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   V   PE  LEE     DI   +AV + ++ L+ KY+ GE I+ ++L    
++ 
Sbjct  189  ALGKEIEVVDIPEDELEEAKKYHDIMV-
EAVCDTDEDLMMKYLEGEEITIDELKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
            V    LFPV  GSA K  GIQ L+DAV                 P  ++        
+A 
Sbjct  248  
VCTNKLFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVKGTNPDTDEEETREADDNAP  307



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FK+       +  + R+YSGTL+    V  + + K     +I  M    + 
E+  
Sbjct  308  
LSALAFKIMADPFVGKLAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEVQE  367

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              T   G IV L   +    D L D          E P P++   + PKT A +E+
+  A
Sbjct  368  AYTGDIGGIVGLKDTTT--
GDTLCDEKHPIILEKMEFPDPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRE--  483

Query  425  LKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
                  TI  +V    F          +    L + P   G G ++E++V  G + 
+ + 
Sbjct  484  ------
TIRKDVKSRGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G++  +E G L G+ + D K+    G Y+   S+   F+    +  ++  +
++  
Sbjct  538  
GSVEAGVKEAMETGVLAGFPMVDIKVVVYDGSYHEVDSSEMAFKIAGSMGFKEGARKADP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL
Sbjct  598  
VLLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDL  657

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR V       Y+
Sbjct  658  RSRTQGRGVYTMTFDHYE  675

>WP_024867029.1 GTP-binding protein [Butyrivibrio sp. FCS014]
Length=900

 Score = 270 bits (690),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 191/615 (31%), Positives = 305/615 (50%), Gaps = 



30/615 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + +GILAHVDAGKTTL+E LLY SGAI   G V+   T  DT  LER RGITI 
+   
Sbjct  3    
KHLTLGILAHVDAGKTTLSEGLLYLSGAIRNIGRVDHKDTFLDTYELERARGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      ++DTPGH DF  E+ R+L VLD A+L+ISA DGV +Q ++L+  L    
+
Sbjct  63   
LFEYEDSSFTLLDTPGHADFSPEMERTLQVLDMAVLLISAPDGVTSQVKLLWKLLDHYRV  122

Query  122  PTVIFINKIDQAGVD----
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            P +IF+NK+DQ         ++++ S+++ LS+ +     VS   E    +++D +   
A
Sbjct  123  PVMIFVNKMDQVEDSPEHTKEAILASLKENLSSHV-----VSFDKEF---
DDSDFQEELA  174

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   ND+LLE Y+ G+ IS+E      +  +++   FP  +GSA K  G++ L+D 
++  
Sbjct  175  VC--NDELLEGYLEGKEISKETA----
RMLIKERECFPCLFGSALKMEGVKELLDTISEY  228

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             +      +    G VFK+     G R  +L++ SG+L++RD V     +  KI +
+R+ 
Sbjct  229  SEGYRADENEGFGGRVFKISRDASGTRLTHLKITSGSLKIRDIV-----
QDEKIDQIRLY  283

Query  298  SKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            S  +      A  G I  +   S  R  + LG    L      E   P+L +T+     
A
Sbjct  284  SGDKFTPVQEATAGMICAVTGLSGTRAGEGLG---
VLKGSSVSEVLQPILSSTLILPEEA  340

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +   L  L + +P+L    +  T E+ +  +G VQ E++  L+  ++ L+      
Sbjct  341  
DITVVFRQLQLLQEEEPMLLVSKNEATGELEVQVMGEVQKEILKHLIKSRFDLDVKFGPG  400

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E     A    H E  P   +A + L + P   GSG+  E+  S   L  +
+Q  



Sbjct  401  RIVYKETIASPAEGVGHYE--
PLRHYAEVHLLLEPAEPGSGITVETSCSTDELALNWQRL  458

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      G L G  +TD KI    G  +   +   DFR      + Q L  + 
+ L
Sbjct  459  
IMTHVMEKKHLGVLTGSEITDIKITLLTGRAHEKHTEGGDFRQATYRAIRQGLMMADSVL  518

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP     + APQE++ RA  D  +    ++  +++ ++ V TG +PA C+  Y  
+L+ 
Sbjct  519  
LEPMYDLRIEAPQEFVGRALTDLQRMNGKVDPPEIEGNKSVITGSVPAACLGDYAVELSG  578

Query  596  YTNGRSVCLTELKGY  610
            YT+G       L GY
Sbjct  579  YTHGEGKLFVTLSGY  593

>WP_034989692.1 elongation factor G [Lactobacillus sucicola]
 GAJ27214.1 translation elongation factor G [Lactobacillus sucicola 
DSM 21376 
= JCM 15457]
 KRN05743.1 elongation factor G [Lactobacillus sucicola DSM 21376 = 
JCM 15457]
Length=697

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 185/671 (28%), Positives = 320/671 (48%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    V +++D+L A+ + I+  +           ++E   
DI   
Sbjct  131  



PRIVFVNKMDKIGANFDYSVSTIKDRLQANAVAIQMPIGAEDNFEGVIDLIEMKADIYDE  190

Query  173  ----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 +WD                     A+ + ++ L+EKY+ GE IS +++    
++ 
Sbjct  191  
DELGSSWDTVDIPDEYKEEAQKRREAMIEAIADVDEDLMEKYLEGEEISNDEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
              +  L+PV  GSA K  G+Q ++DAV   L  P+  +   A                  
Sbjct  251  
TLNLDLYPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATNPDTDEEVELIAGDDKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYAGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L D          E P P+++ +I P T A ++
++  
Sbjct  371  V---
FAGDIAAAIGLKDTTTGDSLTDLKHPLILESMEFPDPVIQVSIEPNTKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFKVEAKVGAPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G+G ++E+ +  G + + +  +V  
G+
Sbjct  488  
FTKQVSSQGKFVRQSGGKGQYGDVWVEFTPNDEGAGFEFENAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  
+LEP +
Sbjct  548  
KESMKNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAAKKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++YL             +E  + + +  V    +P   +  Y T L   
T GR



Sbjct  608  
KVEIVAPEDYLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLAEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQ  611
                  +  Y+
Sbjct  668  GTFTMTMDHYE  678

>WP_029594429.1 elongation factor G [Exiguobacterium chiriqhucha]
Length=692

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 196/679 (29%), Positives = 317/679 (47%), Gaps = 
86/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++ K+T   + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLHANAHPIQLPIGAEDEFKGIIDLVEKKTYMYTNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV + N++L+ KY+ GE IS E+L    
++
Sbjct  191  ---
GTDIEVTDGYPADMADEAEELRGQLIEAVADYNEELMMKYLEGEEISIEELKAGIRQ  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                   +PV  GSA K  G+Q ++DAV                          +P  
E 
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLDAVVDYLPSPVDVESIKGVNLDTEEEITREPSDEA  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              +AL    FKV       +  + R+YSGT +    V       RE+L +I +M   



S+ 
Sbjct  308  PFSALA---
FKVMTDPYVGKLTFFRVYSGTAQAGSYVKNSTKGKRERLGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTA  355
            EI      + G+I    + +V L D     T    K          P P++   I 
PK+ 
Sbjct  365  EI---PMVFAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKSK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGQALAKLAEEDPTFRTETNQETGQTIISGMGELHLDILVDRMRREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E    AA        +      +  + +   P   G+G  +E+++  G + 
+ +
Sbjct  478  
PQVAYRETIRGAAKIDSKFVRQSGGRGQYGHVVVEFEPNEEGAGFAFENKIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV++GI   LE G+  G+ V D K    +G Y+   S    F+  A + ++Q  
+++ 
Sbjct  538  
VPAVQNGIEEALENGILAGYPVVDVKAALVFGSYHDVDSNEMAFKVAASMAVKQLKEQAK  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EYL     D       +E  + + +  V    +P   +  
Y T 
Sbjct  598  
AVILEPMMRVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAMVPLSEMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>WP_071219757.1 GTP-binding protein [Paenibacillus sp. LC231]
 OIB03093.1 elongation factor G [Paenibacillus sp. LC231]
Length=652

 Score = 265 bits (676),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 179/616 (29%), Positives = 296/616 (48%), Gaps = 
26/616 (4%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+  +   D   +E++RGIT+ A   
+  
Sbjct  4    
TIGMFAHVDAGKTTLAEQLLYMTDTIQERGRVDHQSAFLDRHDIEKERGITVFADQATMD  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            ++     ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+PT 
Sbjct  64   
FNGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKHGVPTF  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            +FINKID+ G D+  V   +R +L+ D+ +     +  E V++ +      +A+ E 
++K
Sbjct  124  LFINKIDREGADVARVFAEIRSELTEDVCMITEEDMLHEGVMQSS----
VIEAIAERDEK  179

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+  +     + +      ++   LFP + GSA + +G+   +  +  L       
Sbjct  180  LLELYME-QVYEVSRWLDTMTTMIRKGQLFPCFSGSALQNVGVSHFLHQLD-
LLTVTDYD  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKGE  301
                  G V+K+ + + G R  Y++   GTLR+RD +    G E +  K+T +R+ 
+ G 
Sbjct  238  
PGVDFAGRVYKIRHDEQGARLTYIKATGGTLRVRDEMTYFIGTETITEKVTHIRLINGGR  297

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIAPKTA  355
            +   D  + G++ ++   S              R  +  + +P L+      ++I 
PK  
Sbjct  298  VTNVDQVHAGDLFVVTGISSAAAGDGLGTLGGGRTVY--
ELVPTLKSKVQFDSSIHPKDM  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L  + D     I +  +G +QLEV+  ++ E++       
E
Sbjct  356  LREFRLLDA------
EDPSLSVQWDEHAQAIHIHVMGIIQLEVLERIVLERFGYRITFGE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E  ++A     H E  P   +A + L + P    SG+ + +      L  
++Q+
Sbjct  410  PEILYKETIMEAVVGCGHFE--
PLKHYAEVHLRLEPGERNSGIVFANACHPDVLPVNYQH  467



Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +      GL  G  VTD KI    G  ++  +   DFR      L Q L++
+   
Sbjct  468  
LVAQHVGERDHHGLLTGSPVTDIKITLLKGRAHNKHTHGGDFREATYRALRQGLEKAVNM  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +    EY+ R   D  +  A+ E  +   ++V  TG  P   +  Y  
+LA
Sbjct  528  
LLEPYYHFKVKVDAEYIGRLMSDLTQAKASFEPPETAGNKVTVTGSAPVSTMMNYSMELA  587

Query  595  FYTNGRSVCLTELKGY  610
             YT GR        GY
Sbjct  588  AYTKGRGAISLVYGGY  603

>WP_019502051.1 elongation factor G [Pseudanabaena sp. PCC 6802]
Length=691

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 186/681 (27%), Positives = 317/681 (47%), Gaps = 
87/681 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTATERILFYSGVVHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG + V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHKINIIDTPGHVDFTIEVERSMRVLDGVVAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS---------  161
            P ++F+NK+D+ G +   V   +RD+L A+ +           ++  V L          
Sbjct  129  
PRIVFVNKMDRTGANFFKVYGQIRDRLRANAVPIQIPIGSEDKLRGIVDLVKMRAFIYTN  188

Query  162  -----------PEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       PE VLEE  +  A   ++V E +D L EKY+ GE ++ E++    
+   
Sbjct  189  
DLGTDIQETDIPEDVLEEANEYRAKLVESVAETDDVLTEKYLEGEDLTEEEIRNGLRTGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
             + ++ P+  GSA K  G+Q L+DAV              GL  P G   +      
A +
Sbjct  249  INGTIVPITCGSAFKNKGVQLLLDAVIDYLPSPIDVPSIQGLL-
PDGSTDARPANDEAPM  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FK+   D   R  ++R+YSG L               R+   + L   ++++
+ EM
Sbjct  308  SALAFKI-
MADPYGRLTFIRVYSGVLKKGSYVLNSTKDKKERISRLIILKADDRIEVDEM  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G ++     + G+ +   +  + L  +               P P++   + 
PKT
Sbjct  367  RAGDLGAVLGMKDTFTGDTLCDDAAPIVLESLF-------------
IPEPVISVAVEPKT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E+L  AL  L++ DP  R  VD  T++ ++S +G + LE++   +  ++K+E  
V 
Sbjct  414  
KQDMEKLSKALQSLSEEDPTFRVMVDPETNQTVISGMGELHLEILVDRMLREFKVEANVG  473

Query  415  EPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E   +P++A    +  +      +  + + + P   G+G ++ S++  G 
+ +
Sbjct  474  APQVAYRETIRKPVRAEGKFVR-
QSGGKGQYGHVVIELEPAEPGTGFEFASKIVGGSVPK  532

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             + N    G++   E G+  G+ V D +     G Y+   S+   F+    + ++
+A+ +
Sbjct  533  
EYINPAEQGMKEACESGIVAGYPVIDLRATLVDGSYHDVDSSEMAFKIAGSMAIKEAVMK  592

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+++L     D       IE    ++       ++P   +  
Y 
Sbjct  593  
ASPVLLEPMMKVEVEVPEDFLGSVIGDLNSRRGQIEGQSTEQGIAKIASKVPLAQMFGYA  652

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TD+   T GR +   E   Y+
Sbjct  653  TDIRSKTQGRGIFSMEFSHYE  673



>WP_013083280.1 GTP-binding protein [Bacillus megaterium]
 ADF39293.1 Translation elongation factor G [Bacillus megaterium DSM 
319]
Length=653

 Score = 265 bits (676),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 182/635 (29%), Positives = 314/635 (49%), Gaps = 
30/635 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G ++   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRIDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + VV  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGSDPERVVNDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPCACGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYSKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRTYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                   +    GE+  +    S  + D LG    L   R  E  LP L++ +  + 
+  
Sbjct  296  GSTFKNANEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  358  RERLLDALTQLADT-
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +  +  L QL DT DP L    +  THE+ +  +G +QLEV+  L+ E++ ++   



+EP
Sbjct  352  PKEGI-
KLFQLLDTEDPSLHVTWEERTHELHIHVMGAIQLEVLEKLIKERFNIKVQFEEP  410

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN 
Sbjct  411  EILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQNL  468

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L+++   
+
Sbjct  469  
VRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAENIV  528

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +    + + R   D        ++    +++ + TG++P      Y + 
LA 
Sbjct  529  
LEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLAS  588

Query  596  YTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            +T+G+        GY+    +  VI+  R N   D
Sbjct  589  FTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>WP_097643724.1 elongation factor G [Chloroflexi bacterium Kir15-3F]
 PDW03480.1 elongation factor G [Chloroflexi bacterium Kir15-3F]
Length=702

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 207/698 (30%), Positives = 331/698 (47%), Gaps = 
84/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIIAHIDAGKTTTTERILFYTGRTYKIGEVHEGTATMDWMPQEQERGITITSAAT  68

Query  62   SFQWHRC----
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            + QW       ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    
Sbjct  69   
TAQWKLGDTLYRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQSETVWRQAD  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSL------  160



            K ++P + F+NK+D+ G   +  V+ +  +L A           +   K TV L      
Sbjct  129  
KYSVPRICFVNKLDRTGASFERCVEMIVSRLGAKPAVIQLPIGAEDTFKGTVDLLTMRAT  188

Query  161  --------------SPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREE  204
                           PE VL +     A   +A+ E +D+L   Y+ GE +S ++L 
R  
Sbjct  189  
IYNDDLGKDVQEIDVPEQVLAQAQKQRADLIEAIAETDDELTLLYLEGEELSLDELKRGL  248

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAV-----TGLFQP----------
IGEQGS---  246
            ++   +  L PV  GSA K  G+Q L+DAV     + L +P          +GE+G
+   
Sbjct  249  
RKATIEGKLVPVLCGSALKNKGVQKLLDAVAEYLPSPLDRPGVAGTLPGHVMGEEGAEVI  308

Query  247  -------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMR  295
                   A   G VFK+       +  Y R+YSGT+     V       RE+L +I 
+M 
Sbjct  309  
TRETSDAAPFAGLVFKIVADPYVGKLAYFRVYSGTIEKGSYVLNTTRGQRERLGRILQMH  368

Query  296  IPSKGEIVRTDTAYPGEIVIL--PSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTI  350
               + +I   DT Y G+I  +  P  S    D + DP +   L   R+   P P++   
I
Sbjct  369  ANHREDI---DTVYAGDIAAMVGPKQSF-TGDTICDPDKPIVLESIRF---
PEPVVELAI  421

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A ++++  AL +L++ DP  R   D  T + I+  +G + LEV+   +  
+YK+E
Sbjct  422  
EPKTKADQDKMAIALNRLSEEDPTFRVYTDQETGQTIIKGMGELHLEVIVDRMRREYKVE  481

Query  411  TVVKEPSVIYMERPLKAAS-HTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
                +P V Y E   + A  HT  I +      +A + L   P   GSG ++ + +  
G 
Sbjct  482  
ANQGKPQVSYRETITQGAEIHTRFIRQTGGKGQFAEVKLRFEPQEAGSGFEFVNGIVGGA  541

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  AV  GI+  ++ G+  G+ V D K     G ++   S+   F+  A + 
L+  
Sbjct  542  
IPREYIPAVEQGIKEAMQTGVMAGYPVVDLKATLYDGSFHEVDSSEMAFKIAASMSLKDG  601

Query  528  



LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            +++   QLLEP +      P+++L     D       +E  + + +  V    +P   
+ 
Sbjct  602  
VRKGRPQLLEPIMKVETTTPEDFLGTVLGDLNSRRGQVEGMEARGNAQVVRAFVPLASMF  661

Query  588  AYRTDLAFYTNGRSVCLTELKGYQA---AVGQPVIQPR  622
             Y TDL   T GR+    E   Y     A+ + +I+ R
Sbjct  662  GYTTDLRSATQGRATSSMEFAHYAPLPDALAKEIIEKR  699

>WP_039041593.1 GTP-binding protein [Sporosarcina sp. ZBG7A]
Length=650

 Score = 265 bits (676),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 175/611 (29%), Positives = 292/611 (48%), Gaps = 
23/611 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ +  I E G V+   T  D   +ER RGIT+ A     
++
Sbjct  5    
IGILAHVDAGKTTFSEQLLFLTKQIRERGRVDHQDTFLDNHSIERARGITVFAEQAEIEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF  E+ R++ V+D AI+++SA DGVQ  T  ++  LR   
+PT +
Sbjct  65   
EGSSFTLIDTPGHADFSPEMERAVQVMDAAIVLVSAVDGVQGHTERVWQLLRDAKVPTFL  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINK D+   +  +V+  +++ LSAD      I    ++S E+          W  
+ E 
Sbjct  125  FINKTDRETANAAAVMVDLQESLSADCFDLGQIDNDGTMSEELA--------EW--
LAER  174

Query  182  NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-
VTGLFQP  240
            +D LL++Y+       +  ++  +  VQ+  +FP   GSA K +GI       VT 
+ +P
Sbjct  175  DDSLLDRYLE-
SGYDADYWMKTLKLLVQNGKVFPSGQGSALKDIGIDSFFSTFVTLIDRP  233

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S     SV+K+ + + GQR  +L++ SGTL +RD + + G  + K+T++RI 
S  
Sbjct  234  ETDNDSKPFTASVYKIRHDENGQRITFLKISSGTLHVRDELMVGGLIE-
KVTQIRIYSGT  292



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            + +    A  G++V +   +   N   GD   L  +R      P L+  +    +   
+ 
Sbjct  293  KFIPIPEATGGDLVAVTGLT---
NASAGDTIGLEDERNPYSSKPALKAAVQYDPSYSSKD  349

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +    L   DP L    +  + EI +  +G +QLEV+  ++ E++ ++     P
+++Y
Sbjct  350  
VWNVFNMLDAEDPTLHAVWNEHSQEIEIRVMGVIQLEVLQHIVQERFNMKVTFGTPTILY  409

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + + + P   GSG+ + S      L    Q  
+   
Sbjct  410  KETIASTVTGYGHFE--
PLKHYAEVHVKMEPAERGSGIHFRSLCHTDALTPGHQRVIEKH  467

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      G+  G  +TD  +    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  468  
LFERDHHGILTGSPLTDISVTLLTGRSHNEHTSGGDFRESLFRALRQGLEQAENLLLEPY  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +    +Y+ RA  D      +    +   +    TG +P      Y  + A 
YT G
Sbjct  528  
YSFKMKIDSDYIGRALTDIQTAHGSFHAPETSGNHTTVTGRVPVATFMNYSKEFASYTGG  587

Query  600  RSVCLTELKGY  610
            + V +  L GY
Sbjct  588  KGVLILTLDGY  598

>WP_066394237.1 GTP-binding protein [Bacillus horneckiae]
Length=648

 Score = 265 bits (676),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 180/620 (29%), Positives = 290/620 (47%), Gaps = 
31/620 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I   G V+      D+  +ERQRGIT+ A      
+
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNRIKHRGRVDHHNAFLDSHEIERQRGITVFADQAMLNY  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            H     ++DTPGH+DF  E+ RS+ V+D AI++ISA +G+QA T  ++  LRK  
IPT  
Sbjct  65   
HNSTFYLIDTPGHIDFSPEMERSMQVMDYAIVLISAVEGIQAHTETVWELLRKYQIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G +++ +++S+RD L+ D +++ T S      +E        + V E 
N++L
Sbjct  125  FINKTDRVGANIEKIIESIRDNLT-DAVVEITDSF-----
IEGEMGESLIEFVAERNEEL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDA--------
SLFPVYYGSAKKGLGIQPLMDAVTGL  237
            L++Y+             E++R Q+A         +FP  +GSA + +GI   +DA   
L
Sbjct  179  LDRYVES---------
GYEKKRWQEAFIEMIKQNQVFPCAWGSALQDIGIVNFLDAFNKL  229

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                      A  G V+KV + + G R  Y++  SGTL++RD +   G    KIT
+MRI 
Sbjct  230  -TTTNYSIKEAFTGRVYKVRHDENGTRITYIKAISGTLKVRDEITY-
GEITEKITQMRIY  287

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  +         GE+  +   S+     +G            + +P L++ +  K
+A  
Sbjct  288  NGNKYTSVSKVEAGELFAVTGLSMA---
TVGTGIGCSLDAEFGEMIPTLKSKVLIKSAIN  344

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +  L     L   DP L    D    +I +  +G +QLEV+  ++ E+++LE    
+P 
Sbjct  345  
MKEALRYFNILNAEDPSLNVIWDESLQQIHIHVMGTIQLEVLQQMILERFQLEVAFNDPE  404

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L + P    +G+ + +      L+   
Q+ +
Sbjct  405  ILYKETIESKVIGYGHFE--
PLGHYAEVHLRIEPGERNTGITFNNACHADDLSIGHQHLI  462

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  +      GL  G  +TD KI    G  ++  ++  DFR      L Q L+++   
+L



Sbjct  463  
QQHLLEQDHHGLLTGSPLTDVKITLLTGQAHNKHTSGGDFREATYRALRQGLEKAANLVL  522

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP   F +    E + R   D        +      +  + TG +P      Y T 
LA +
Sbjct  523  
EPIYEFKIIVDLELIGRVMSDIQASFGKFDPPNTVGERAIITGTVPVATFMNYSTQLAAF  582

Query  597  TNGRSVCLTELKGYQAAVGQ  616
            T G+        GY     Q
Sbjct  583  TKGKGSIRLAFAGYNHCHNQ  602

>WP_017751846.1 GTP-binding protein [Clostridium tyrobutyricum]
Length=645

 Score = 265 bits (676),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 172/630 (27%), Positives = 312/630 (50%), Gaps = 
26/630 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT  E +LY + +I   G V+   +  D+  +E++RGIT+ +    
FQ+
Sbjct  5    
IGLFAHVDAGKTTFAEQILYNTKSIRTIGRVDHKDSFLDSNSIEKERGITVFSDQAVFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGHMDF +E+ R++ +LD AIL+ISA DG+Q+QT I++  LR  
NIPT  
Sbjct  65   
NFSTYYLIDTPGHMDFSSEMERAIEILDYAILIISAADGIQSQTEIVWQLLRSHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G ++Q+V++ ++  L+ DI          + + ++  D +  + + E 
ND L
Sbjct  125  FINKMDREGANIQTVIKDIKSNLTEDI------
CFISKPIKKKKFDRKIAEFIAERNDAL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            +EKYI  E    +  +    + + D  +FP   GSA + +GI   ++ +  L F    
++
Sbjct  179  VEKYIE-
EDYEDDIWLNSFMKMIVDNKVFPCMSGSALQNIGIDSFLENLDQLTFTRYNDE  237

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                L G V+K+ + +   +  Y+++ SGTL++R+ +A +     KI+EMRI +  



+   
Sbjct  238  DK--LSGFVYKIRHDEQRNKLAYIKILSGTLKIREEIAPSTE---
KISEMRIYNGMKFKN  292

Query  305  TDTAYPGEIVI---
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             D A  G+++    +PS  +      G      +   R   +P LR+ +    +     
+
Sbjct  293  VDRAAAGQLIAVKGMPSAYI------
GCGIGNFKGNIRYKMIPTLRSKVLFDESLNSRDV  346

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L + DP L+   +    EI ++ +G +Q++V+   + E++ ++       
++Y 
Sbjct  347  
LKYFNILEEEDPSLKVIWNEKLQEIQITIMGIIQIQVLKEFVYERFNIDVDFGPCEILYK  406

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E  + ++    H E  P   +A + L + P    +G+ ++S+ ++  L  ++Q  +
+  I
Sbjct  407  ETIMSSSYGCGHFE--
PLRHYAEVYLKLEPGQRNAGITFKSQCNVDTLGINYQKLIQKHI  464

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G  VTD  I    G  +   +   DFR      + Q L+ +   
LLEP+ 
Sbjct  465  
YEREHHGILTGSPVTDLNITLVDGRSHIKHTCGGDFREATFRAIRQGLENAQNILLEPFY  524

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A  +Y+ R   D  +     ET ++  + V+  G  P   +  Y  +L  
+T G+
Sbjct  525  
RFNIKANVDYMGRILSDIQRLNGVFETPEISGNTVIIEGRGPVAALMNYSLELTSFTKGK  584

Query  601  SVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
                    GY     G+ +++    N   D
Sbjct  585  GKISMVFDGYDICHNGEEIVKKIGYNKNSD  614

>WP_076271434.1 elongation factor G [Paenibacillus sp. FSL A5-0031]
 OME75669.1 translation elongation factor G [Paenibacillus sp. FSL 
A5-0031]
Length=691

 Score = 266 bits (679),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 194/666 (29%), Positives = 316/666 (47%), Gaps = 
62/666 (9%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFFTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WHGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-------------------------
IIKQTVS  159
             ++NK+D  G D  +V++ +R++L A+                          I K    
Sbjct  132  
AYVNKMDIIGADYLNVIKDMRERLGANAVAIQIPIGAESDFKGIIDIVERVAYIYKDDTG  191

Query  160  LSPEIVLEENTDIEAWDA--------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE V      +E  DA        V E +++L  KY+ GE I+  ++    ++ 
V + 
Sbjct  192  
KDPEKVEVPAEYVEQVDALRTELIEKVAELDEELTMKYLEGEEITIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQG------
SAALCGSV  253
             +FPV  GS+ +  G+QP++DAV   L  P+           GE+G      +       
Sbjct  252  
KIFPVVAGSSYRNKGVQPMLDAVVDYLPSPLDVPAIKGTLEDGEEGERPSSDTEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L+    V       RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGRLTFFRVYSGVLKSGSYVLNSTKGKRERIGRILQMHANSRQEITEV---Y  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D   +        P P++   I PKT A +++L  A
+++L
Sbjct  369  
SGDIAAAVGLKDTTTGDTLCDEKHIIVLESMNFPEPVISVAIEPKTKADQDKLGIAISKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V Y E   
+AA
Sbjct  429  
AEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMFREFKVETNVGKPQVAYRETFRQAA  488



Query  429  SHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +    +  +PL  G+G  +E++   G + + F   ++ GI   
++
Sbjct  489  
KVEGKFVRQSGGKGQFGHCWVEFSPLEPGTGFIFENKTVGGSIPREFIAPIQAGIEESMK  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K     G Y+   S+   F+    + L+ A ++    LLEP +   
+ 
Sbjct  549  
NGVVAGFPLVDVKAVVVDGSYHDVDSSEMAFKIAGSMALKAAKEKCKPVLLEPIMKVEVT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+             IE    +    +   ++P   +  Y T L   T GR 
V   
Sbjct  609  
VPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRSKVPLSEMFGYSTTLRSGTQGRGVFSM  668

Query  606  ELKGYQ  611
            EL  Y+
Sbjct  669  ELSHYE  674

>WP_101646634.1 GTP-binding protein [Bacillus cucumis]
 PLS08617.1 elongation factor G [Bacillus cucumis]
Length=648

 Score = 265 bits (676),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 172/627 (27%), Positives = 309/627 (49%), Gaps = 
16/627 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I   G V+   T  DT  +E+QRGIT+ A   
+F +
Sbjct  5    
IGLFAHVDAGKTTLAEQLLYHTKTIRYRGRVDHKDTFLDTHEIEKQRGITVFADQVTFLY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R+L V+D AI+++SA +G++  T  ++  L+K N
+PT+ 
Sbjct  65   
NGSTYYLIDTPGHVDFSPEMERALQVMDFAIIIVSAVEGIEGHTETVWRLLQKHNVPTIF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D  SV+  +R +LS D      ++ S    +  N   E  + + E 
+++L
Sbjct  125  FINKIDRVGADAVSVMNEIRTQLSKDAC---DITHSS---



IRNNMSEELIEFIAERDEEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L++Y+  +    +      +   ++  +FP  YGSA + +G+  L++ +  L + +  
+ 
Sbjct  179  LDRYME-
DGYDSDLWFETMKNLFRNNQIFPCTYGSALQAIGLDSLLEKMDLLTETVYNK-  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVR  304
                 G V+K+ Y + G R  +++ YSGTL++RD +   G+    KIT++R+ +  
+   
Sbjct  237  
EEPFAGIVYKIRYDEKGTRITFIKAYSGTLKVRDEIYCGGKSHNEKITQIRLYNGSKFQS  296

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             D    G++  +   S+      G+     +K+   +    L++ +  ++    +  
L  
Sbjct  297  VDHVSAGDLFAVTGLSLA---
SAGEGLGTLKKKVNYEMTSALKSKVTLESNINVKEALRY  353

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    +  + EI +  +G +QL+V+  ++ E++ L+    EP ++Y 
E  
Sbjct  354  
FKILNAEDPALNVTWEERSQEIHIHVMGTIQLQVLQQVIKERFNLDVTFNEPEILYKESI  413

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                    H E  P   +A + L + P    SG+ +ES     +L    QN ++  
+   
Sbjct  414  ASEVLGFGHFE--
PLGHYAEVHLKLEPAVRNSGISFESVCHTDHLTIGTQNTIQSHLFER  471

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G+  G  +TD KI    G  ++  ++  DFR  A   L Q L+++   LLEP+  
F 
Sbjct  472  
EHHGILTGSPLTDLKITLVTGRAHNKHTSGGDFREAAYRALRQGLEKAENILLEPFYDFK  531

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +     ++ +   D  +   + ++   + ++V  TG++P      Y  + A +T G
+   
Sbjct  532  
IKVDLTHMGKILTDLQQAHGSFDSPITEGNKVFLTGKVPVATFMNYGPEFASFTQGKGTM  591

Query  604  LTELKGYQAAVGQ-PVIQPRRPNSRLD  629
               + GY     Q  VI+  + N   D
Sbjct  592  NLVVGGYDLCHNQNQVIERLKYNKDAD  618



>ABO87317.1 TetO, partial [Streptococcus pyogenes]
Length=216

 Score = 251 bits (640),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 118/216 (55%), Positives = 166/216 (77%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  LGI+ L++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL 
LRD +
Sbjct  1    
KNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVI  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP+++
+ E+
Sbjct  61   
RISEKEKIKITEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNGILLPQRKFIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLPML+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ
+EV+ A
Sbjct  121  
PLPMLQTTIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            +L EKY +E  +KEP+VIYMERPL+ A +TIHIEVP
Sbjct  181  ILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVP  216

>WP_049685823.1 elongation factor G [Thermoanaerobacter kivui]
 AIS53194.1 elongation factor G [Thermoanaerobacter kivui]
Length=689

 Score = 265 bits (678),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 192/676 (28%), Positives = 318/676 (47%), Gaps = 
75/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + ++NK+D  G D  +V++ ++++L A+ +  Q + +  E       D+   +A
+I  
Sbjct  129  PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQ-
IPIGKEDTFRGIVDLIKMEAIIYE  187

Query  180  --------------------------------
ENNDKLLEKYIAGEPISREKLVREEQRR  207
                                            E ++ +LEKY+ GE I+ E++ +  
++ 
Sbjct  188  
DDLGTVMDEAEIPDDLKDLAQEYREKLLEAISEQDEIILEKYLEGEEITEEEIHKALRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAA  248
              +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S  
Sbjct  248  
TINGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPVDIPPVKGMALGTGEEIERKADDSEP  307

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT---  305
                 FK+       +  + R+YSGTL        AG   L  T+ +    G I+R    
Sbjct  308  FSALAFKIMADPYVGKLAFFRVYSGTLN-------
AGSYVLNSTKGKKERVGRILRMHAN  360

Query  306  -----DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 D  Y G+IV  +        D L D          + P P++   I PKT 
A +E
Sbjct  361  
HREEIDAVYTGDIVAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQE  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V 
+P V 
Sbjct  421  
KMTMALLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVA  480

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   +P+K     I  +      +  + L + P   G G  +E+R+  G + + 
+  A
Sbjct  481  YKETITKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPA  539

Query  477  VRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
L
Sbjct  540  
VDAGVQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVL  599

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       +E  + +    V    +P   +  Y 
TDL  
Sbjct  600  
LEPIMKVEVVVPEEYMGDIIGDINSRRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRS  659

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     +   Y+
Sbjct  660  KTQGRGTYTMQFHHYE  675

>WP_010694173.1 elongation factor G [Treponema denticola]
 EMB25639.1 elongation factor G 1 [Treponema denticola SP33]
 EPF37101.1 elongation factor G 1 [Treponema denticola SP32]
Length=683

 Score = 265 bits (678),  Expect = 6e-76, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 319/669 (48%), Gaps = 
71/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G ++ G    D M  E+ RGITIQ
+A T
Sbjct  4    
KMRNIGIMAHIDAGKTTTTERILFYTGKIHKIGEIDDGQATMDWMAQEQDRGITIQSAAT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V+ A  GVQ QT  ++H   
+  +
Sbjct  64   
TTYWKNFQINIIDTPGHVDFTAEVERSLRVLDGAVAVLCAVGGVQPQTETVWHQADRYKV  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----IKQTVSLS--------
PEIVLEE  168
            P + F+NK+D+ G D  +V++ V +K   +++     I  + S           EI  
+ 
Sbjct  124  
PRICFVNKMDRIGADFFAVLKDVHEKFGVEVMPVQIPIGASESFEGVIDLIAMKEIHWDA  183

Query  169  NTD----------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             TD                 E W     D +   +D++ E  + G+ +  E + +E 
++ 
Sbjct  184  



ATDGEKYEYTAIAPDRLALAEEWREKMLDTISSASDEITELILEGKDVPEELIKKEIRKA  243

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSAALC-----  250
            V + S  P   GSA+K +G+QPL+DAV               F P  E+  +  C     
Sbjct  244  
VLNQSYIPFLCGSARKNIGVQPLIDAVVDFLPAPDEVLPAEAFNPKKEEKLSVPCKAEGA  303

Query  251  --GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE--MRIPS-
KGEIVRT  305
              G VFK++Y        Y+R+YSG ++  D V   G++K +     +R+ S K E  
+ 
Sbjct  304  
PLGLVFKIQYDKDAGSLCYVRMYSGKIKSGDQVFNTGKKKRERVNRILRMHSNKSE--QM  361

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D+   G+I +     V +  D LG   +       + P P++  ++ PK+ ++ 
+RL + 
Sbjct  362  
DSVQAGDIAVFIGLKVSQTGDTLGSEGQPLLLESMQFPEPVISVSVEPKSLSESDRLKEV  421

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  L+  DP      DS T ++I+S +G + ++V++  + + +K+E  V  P V Y 
E  
Sbjct  422  
LEILSKEDPTFTSREDSETGQLIISGMGELHIDVLTRRMLDDFKVEARVGNPQVTYRESV  481

Query  425  L--KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV---------
SLGYLNQSF  473
               K  +     ++      A + L+V PL  GSG ++ S+V             L 
+  
Sbjct  482  
TTEKTQTEKYSKQLGGKDNEAELTLTVRPLERGSGNRFISKVKTFQKSGSGGTNALPEEL  541

Query  474  QNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV+  I      G+  G+  TD ++      Y    +TP  + + A    + A   
+ 
Sbjct  542  
LEAVKRSIEGCFSSGIKVGYPCTDIEVELVSVKYNELTATPFAYEAAAAKCFDDACSAAD  601

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP ++  + +P+E++  A     +    I +   K +  +   + P   +  
+ TD
Sbjct  602  
PVLLEPVMAVDIMSPKEFVGDAMSQITQRGGLISSMDSKANTDIVHAQAPMAKMFGFSTD  661

Query  593  LAFYTNGRS  601
            L   T GR+
Sbjct  662  LRSATQGRA  670



>WP_087227048.1 GTP-binding protein [Olsenella sp. An270]
 OUO59830.1 GTP-binding protein [Olsenella sp. An270]
Length=668

 Score = 265 bits (677),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 200/631 (32%), Positives = 302/631 (48%), Gaps = 
49/631 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+   +G+LAHVDAGKTTL E++L A+GAI  PG V+ GTT  DT  +ER RGITI 
++ 
Sbjct  1    
MRQAVVGLLAHVDAGKTTLAEAMLAAAGAIRNPGRVDSGTTHLDTDAMERDRGITIFSSS  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  W    + +VD PGH+DF AE  R+LA LD AILV+ A DGVQ  T  L+  L 
+  
Sbjct  61   
ASLDWAGAHLMLVDAPGHVDFSAEAERTLAALDYAILVVGANDGVQGHTETLWDLLARHE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK D      + ++  +  +LS   +    +       LE+            
Sbjct  121  
VPTFVFVNKCDLENPGREELLAELASRLSPGCVDVSALLAGDAGALEDTA---------A  171

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++  LE+Y+    +S   L    QR V + +LFPV++G+A +G G++ L+D +  
L   
Sbjct  172  TDEAALEEYLETGSLSSGTL----
QRLVAERALFPVFFGAALRGDGVRELLDGMCDLLAE  227

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRI  296
                 S  L   VF+V     G+R  ++++  GTLR +D +    R       KI 
E+R+
Sbjct  228  --
RSWSDELAARVFRVSRGARGERLAWVKVTGGTLRAKDQLTGVDRRGEPWVEKINEVRL  285

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP-------
LPMLRTT  349
              +GE   T         +    + R+  V G    +P      +P        P
+L   
Sbjct  286  -YQGESFET---------
VAEVGAGRICAVTGLSHVVPGSALGAEPEGARPVLAPVLSYQ  335

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P+  A    L+ AL +LAD DP+L         E  +  +G VQ +V++ LL E



+Y  
Sbjct  336  
VVPEPGADVSALVRALRELADEDPMLGVTWQEQLQEAHVQLMGEVQQDVIAELLRERYGF  395

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                    ++Y E     A    H E  P   +A   L V PL  G+GV++ +R S   
L
Sbjct  396  AVTFGPGGILYKETVTAPAEGVGHFE--
PLRHYAEARLLVEPLPRGAGVEFGTRSSTDDL  453

Query  470  NQSFQNAVRDGIRYGLEQG----
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            + ++Q  +   +   +E+     L G  +TD +I    G  ++  +   DFR      
+ 
Sbjct  454  DLNWQRLI---
LTNAMERDHLGVLTGAPLTDVRITLLAGRAHAKHTEGGDFRQATYRAVR  510

Query  526  QAL---KESG-
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            QAL   +E G  QLLEP+  F L  P + + RA  D  +  A  +      D    
TGE+
Sbjct  511  
QALMGARERGECQLLEPWYRFRLTVPADRVGRALTDLTRMAAEFDAPATSGDAATVTGEV  570

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
            PA  +  Y  ++A YT GR     EL GY+A
Sbjct  571  PASEVGEYALEVARYTGGRGRMSLELAGYRA  601

>WP_096368910.1 elongation factor G [Lactococcus garvieae]
 BAV02736.1 Elongation factor G [Lactococcus garvieae]
Length=696

 Score = 266 bits (679),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 317/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------



IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGSEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E +D L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDDDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEIVILPSDSVRL-NDVLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I      +V L N   GD     + R      E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDIAA----
AVGLKNTTTGDSLTDEKSRIILESIEVPEPVIQLSVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            ALT+LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALTKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  
G+
Sbjct  485  
FRASTQARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S+   F+  A + +++A K +   
+LEP +
Sbjct  545  
VETMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMM  604



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
              ++  P+E L             + + +      +    +P   +  Y T L   
+ GR
Sbjct  605  
KVVITVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSASQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMTFDHYE  675

>ERJ95606.1 translation elongation factor G [Selenomonas sp. oral 
taxon 892 
str. F0426]
Length=677

 Score = 265 bits (678),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 183/663 (28%), Positives = 314/663 (47%), Gaps = 
65/663 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAATTCHWKDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    + N+P + 
++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNVPRMAYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------
TVSL  160
            K+D  G D  +V+  +R++L+A+ +  Q                             
V+ 
Sbjct  121  
KMDITGADFFNVINMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYEDDLGKVTD  180

Query  161  SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
              EI  E     E +     +A  E +D L+EKY+ GE ++ E++ R  ++      
+ P
Sbjct  181  
EVEIPAEYKEQAEEYREKLIEACAEADDDLMEKYLGGEEVTEEEIRRAIRKATIACQMTP  240

Query  216  VYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQGS------
AALCGSVFKV  256
            V  G++ +  G+QPL+DA             + G+    GE  S      A      
FK+



Sbjct  241  
VTCGTSYRNKGVQPLLDAIVAYMPAPTDIPPIAGVNPDTGEADSRPASDEAPFSALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSG L     V  A   G+E++ +I +M   ++ EI   D  
Y G+
Sbjct  301  MTDPYVGKLAFFRVYSGVLNSGSYVYNATKDGKERIGRILQMHANNRKEI---
DVVYSGD  357

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +   +    D L D ++       E P P++   + P T   +E++  AL 
+LA+ 
Sbjct  358  
IAAAVGLKNTTTGDTLCDESKPIILESMEFPDPVISVAVEPATKNDQEKMGVALQKLAEE  417

Query  372  DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKAA  428
            DP  R   D  T ++I+S +G + L+++   +  ++K++  V EP V Y E   + 
+KA 
Sbjct  418  
DPTFRVHTDGETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETIRKSVKAE  477

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
               +  +   +  +    L + P   G G  +E++V  G + + F N +  G+R  
+E G
Sbjct  478  GKFVR-
QSGGHGQYGHCWLELVPQDAGEGFSFENKVVGGVIPKEFINPIEAGVRQAMEGG  536

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G ++   S+ A F+    +  +   +++   LLEPY+   
+  P
Sbjct  537  
VVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYVKVEVTVP  596

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            +EY+     D       I+  + +    V    +P   +  Y TDL   T GR     
E+
Sbjct  597  
EEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGRGNYSMEV  656

Query  608  KGY  610
              Y
Sbjct  657  SFY  659

>OGE41585.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPLOWO2_01_FULL_36_8]
Length=714



 Score = 266 bits (680),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 201/681 (30%), Positives = 328/681 (48%), Gaps = 
73/681 (11%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT TD M  ER+RGITI  
AA+
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILFYTGRTYKIGDIDEGTTTTDWMDQERERGITIVSAAI  73

Query  61   TSFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            T+F W              ++N++DTPGH+DF AEV RSL VLDG ++V+ +  
GVQ+QT
Sbjct  74   TTF-
WISQKEQSLFKDAEIRINLIDTPGHVDFTAEVERSLRVLDGGVIVLDSSSGVQSQT  132

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------  150
              ++    K  +P + F NK+D  G D    +QS RD+L A                   
Sbjct  133  
ETVWRQANKYKVPLIAFSNKMDVIGADFLGTIQSARDRLGANALPYNLPIGKENDFKGVV  192

Query  151  DIIIK--------------QTVSLSPEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPI  195
            D++ K                  +  ++V E     E   + +   +D L+EKY+ 
GE I
Sbjct  193  
DLLTKTAYIWEGDETGAKFHATDMPADMVSEVEKHREKLVEEIAGTDDVLMEKYLGGEEI  252

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGE---------  243
            S E+L +  ++ V    + PV  GS+ +  G+Q ++D+V       Q IGE         
Sbjct  253  
SVEELKQALRKAVIANKIVPVLAGSSLRNKGVQLMLDSVVEYLPSPQDIGEVIGLKPGSE  312

Query  244  -------QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMR  295
                   + +  L    FK++      +  Y+R+YSGTL+    V    ++ K +I  
+ 
Sbjct  313  
DQEIRKTEPTQPLAALAFKIQVDPHVGKLTYIRVYSGTLKSGTYVYNVTKQIKERIGRLL  372

Query  296  IPSKGEIVRTDTAYPGEIV--
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    +    D A+ GEIV  +   D++   D L D T+         P P++   
I PK
Sbjct  373  LMHANDREEIDEAFAGEIVAAVGLKDTI-
TGDTLCDETQPIILENISFPEPVISLAIEPK  431

Query  354  



TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T + +E+L  AL +L++ DP  R + D  T + I++ +G +QLE++   +  ++K
+E  V
Sbjct  432  
TKSDQEKLGYALQRLSEEDPTFRVKSDQETGQTIIAGMGELQLEILVDRMKREFKVEANV  491

Query  414  KEPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   K A     +I +      +    L + PL  GSG ++ES V  G 
+ +
Sbjct  492  
GQPQVAYKETIQKYAEGEGKYIRQTGGKGQYGHCLLKIEPLPRGSGREFESAVVGGAIPR  551

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F   +  G+    + G+  G+ VTD K+    G ++   S+   F+    + L  
A K+
Sbjct  552  
EFIGPIEKGVVEKEDTGILAGYPVTDIKVTVYDGSFHDVDSSEMAFKIAGSLGLSDAAKK  611

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+E+L     D     A IE+++ + +  V    +P   +  
Y 
Sbjct  612  
ADMILLEPIMKVEVTTPEEFLGEIIGDLSSKRAQIESSESRGNARVILALVPLAEMHGYA  671

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            T +   + GR+    E   Y+
Sbjct  672  TAIRSMSQGRATYYMEADHYE  692

>WP_061859810.1 GTP-binding protein [Bacillus megaterium]
Length=653

 Score = 265 bits (676),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIELIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQGNQLFPCASGSALQDMGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSGGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587



Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEKVIERIRYNKEAD  623

>WP_025028109.1 elongation factor G [Bacillus mannanilyticus]
Length=692

 Score = 265 bits (678),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 198/673 (29%), Positives = 315/673 (47%), Gaps = 
71/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V+++ D+L A+                    + +K T     
L 
Sbjct  132  
VFVNKMDKLGADFLYSVKTIHDRLQANAHPIQLPIGAEDQFHGIIDLVEMKATFYGNDLG  191

Query  162  PEI----VLEENTDIEAW------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI    + EE  D+         +AV E ++ L+EKY+ GE ++ E++    ++   
+ 
Sbjct  192  
TEIEQREIPEEYMDLATEYREKLVEAVAELDEDLMEKYLGGEELTVEEIKAGIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCGS  252
              FPV  GSA K  G+Q ++DAV   L  PI                             
Sbjct  252  
EFFPVLVGSAFKNKGVQLMLDAVIDYLPSPIDVPAIKGTLPDSDDEVVRESSDEGPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGT+     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGTISSGSYVLNSTKGKRERVGRILQMHANSREEI---SIV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----



WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    +  V L D     T    K+       + P P+++  I PKT A +E
++  
Sbjct  369  YAGDI----
AAGVGLKDTTTGDTLCDEKQPVILESMQFPEPVIKLAIEPKTKADQEKMGT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R E D  T +  ++ +G + L+++   L  ++K+E  V +P V 
Y E 
Sbjct  425  
ALAKLAEEDPTFRTETDQETGQTTIAGMGELHLDIIVDRLRREFKVEANVGKPQVAYKET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +  +PL  G+G  +E+++  G + + +  AV
++GI
Sbjct  485  
IRQAAKVEGKFVRQSGGRGQYGHVWVEFSPLEPGTGFIFENKIVGGVVPREYVPAVQNGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L+ G+  G+ V D K     G Y+   S    F+    + L+ A  +    
LLEP +
Sbjct  545  
EESLQNGMLAGFPVLDIKATLVDGSYHDVDSNEMAFKIAGSMALKAAKGKCNPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDVSSRRGRIEGMDARGNAQVIRAMVPLSEMFGYATSLRSRTQGR  664

Query  601  SVCLTELKGYQAA  613
                     Y+ A
Sbjct  665  GNYSMHFDHYEEA  677

>WP_066894529.1 GTP-binding protein [Clostridium nigeriense]
Length=649

 Score = 265 bits (676),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 172/613 (28%), Positives = 297/613 (48%), Gaps = 
29/613 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  D   LE++RGITI +    
F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSIRNRGRVDHKNSFLDINRLEKERGITIFSDQAIFEI  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               K  ++DTPGH+DF +E+ R+L++LD AIL+ISA +G+Q  T  +++ LRK 
NIPT  
Sbjct  65   
DESKYYLIDTPGHIDFSSEMERALSILDYAILIISAVEGIQGHTETIWNLLRKYNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G  L+ V+  +++ L++DI     +         EN + E  + + E 
+D L
Sbjct  125  FINKIDRTGASLEKVINEIKEDLTSDICYINKL---------
ENLNEEVIELISERDDLL  175

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+ G   + E+ +   +  +++  +FP   GSA +  GI   +  +  +        
Sbjct  176  LERYLNG-GYNEEEWILSLKNLIKENKIFPCLSGSALQDEGIDNFL-
RIFNMLTVSSYDE  233

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIPSKGEIV  303
            + +  G V+K+ + D G R  +++  SG+L++RD ++      +  KI+ +R+ +  
+  
Sbjct  234  
NRSFSGRVYKIRHDDNGTRLTFIKALSGSLKVRDEISYGKNNDITEKISSIRLYNGNKFT  293

Query  304  RTDTAYPGEIVILPSDS-----
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              D    G++  +   S       + ++ GD           + +P L + +    
+   
Sbjct  294  TVDKVSAGDVFAVTGLSGLGAGEAIGNLEGDINF--------
NMVPTLMSKVIFDKSYNV  345

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L + DP L    + +  EI +S +G++QLEV+  ++ E++ L+       
+
Sbjct  346  
KDVLKYFRILENEDPALNVIWNEVLQEIQVSIMGKIQLEVLKEVVEERFNLKIEFGPCEI  405

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E    A     H E  P   +A + L + P + G G+ +E+R     L    
QN ++
Sbjct  406  MYKETIKNATYGYGHFE--
PLKHYAEVHLKLEPNNRGEGITFENRCHADDLTTGNQNLIK  463

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              I      G+  G  +TD KI    G  ++  +   DFR      + Q L++    
LLE
Sbjct  464  
THIFERNHHGILTGSPITDIKITLLTGRAHNKHTEGGDFREATFRAIRQGLEKVENILLE  523



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +    +Y+ R   D  +   T  T   K ++V  TG         Y  ++  
+T
Sbjct  524  
PYYKFKIDVELDYMGRVISDIQRLNGTFNTPDAKLNKVTITGRGSVATFMDYSAEILTFT  583

Query  598  NGRSVCLTELKGY  610
             G+        GY
Sbjct  584  KGKGSINLIFDGY  596

>WP_098314956.1 GTP-binding protein [Bacillus megaterium]
 PER74333.1 elongation factor G [Bacillus megaterium]
 PFP37160.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 265 bits (676),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIELIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQGNQLFPCASGSALQDMGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  



EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_017370008.1 elongation factor G [Lactococcus garvieae]
Length=696

 Score = 266 bits (679),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 317/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGSEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E +D L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDDDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEIVILPSDSVRL-NDVLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I      +V L N   GD     + R      E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDIAA----
AVGLKNTTTGDSLTDEKSRIILESIEVPEPVIQLSVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            ALT+LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALTKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  



G+
Sbjct  485  
FRASTQARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S+   F+  A + +++A K +   
+LEP +
Sbjct  545  
VETMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
              ++  P+E L             + + +      +    +P   +  Y T L   
+ GR
Sbjct  605  
KVVITVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMTFDHYE  675

>WP_056942092.1 elongation factor G [Lactobacillus kimchicus]
Length=699

 Score = 266 bits (679),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 188/672 (28%), Positives = 315/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTIEVERSLRVLDGAVAVLDAQAGVEPQTETVWRQASDYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D  + V+S++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFANKMDKLGADFDASVESLKDRLQANALAIQMPIGAEDDFEGIIDLIEMKADIYDE  190

Query  168  ENTDIEAW-----------------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206



            +    E W                 DA+IE     +D ++EKY+ GE I   ++    
++
Sbjct  191  DELGTE-
WDVVDVPEAYREEAQKRRDAMIEQIADVDDSIMEKYLDGEEIPIPEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------
GEQ------GSA  247
               +  +FPV  GSA K  G+Q ++DAV      P+            GEQ        
A
Sbjct  250  
ATLNLEMFPVLAGSAFKNKGVQMMLDAVVDFLPSPLDVKPYPATDPDTGEQVDLIANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y GTL     V  A ++K     ++ +M   S+ 
EI 
Sbjct  310  
PFAALAFKIATDPFVGRLTFIRVYQGTLESGSYVLNATKDKRERVGRLLQMHSNSRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAATIGLKNTVTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  R E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  427  
NALQKLSEEDPSFRAETNPETGETLIAGMGELHLDIIIDRMKREFKVEATVGAPQVAYRE  486

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               KA  A      +      +  + +   P   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKATKAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ A F+  A I L  A K +G  
+LEP 
Sbjct  547  
LKESMENGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASIALRNAAKSAGPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDIVVPEEYMGDIMGQVTARRGRVDGMEARGNAQLIHSFVPLSEMFGYATTLRSASQG  666



Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMVFDHYE  678

>OGH04541.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RBG_16_35_11]
Length=702

 Score = 266 bits (679),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 200/675 (30%), Positives = 322/675 (48%), Gaps = 
71/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  13   
KIRNIGIIAHIDAGKTTTTERILFYTGKTYKIGDIDEGTTQMDWMAQERERGITIVSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++    
K  +
Sbjct  73   
TAFWKDHRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWRQADKYKV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLS---------  161
            P + FINK+D+ G D  + V+S+ D+L A+  I           K  V L          
Sbjct  133  
PRICFINKMDKLGADFLATVKSIEDRLGANSAIMTLPIGSEQTFKGVVDLLNMKSLVWGS  192

Query  162  ----------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                       EI  E    +E +     + + EN+D L+EKY+  + IS E+L    
++
Sbjct  193  
DQLGAKFEVLDEIPKEMAKQVEEYRHKLVEKIAENDDHLMEKYLNNQEISVEELKTGLRK  252

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV---------TGLFQPI-----
GEQ-----GSA  247
             V    L P+Y GS+ +  G+QPL+DAV          G  + I     GE+      
+ 
Sbjct  253  
AVIAYKLVPIYAGSSLRNKGVQPLLDAVVDYLPSPLDVGAVKGINPKTQGEEERKPDNNE  312

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIV  303
               G  FK++      +  Y R+YSG +     + +++  +     +I  M    + 
EI 
Sbjct  313  



PFSGLAFKIQIDPHVGKLTYFRVYSGKVASGSYIHNSIKNSTERVGRILLMHANHREEI-  371

Query  304  RTDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                A+ GEIV L         D L D   P  L +  +   P P++   I PKT 
A +E
Sbjct  372  --KEAFAGEIVALVGLKDTGTGDTLCDDKTPIVLEQITF---
PEPVISLAIEPKTKADQE  426

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL +L++ DP    +++  T + I+S +G +QLE++   +  ++ +   +  
P V 
Sbjct  427  
KLGLALRRLSEEDPTFSIKINHETGQTIISGMGELQLEIMVDRMKREFGVLANIGAPQVA  486

Query  420  YMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E    KA     +I +      +    L V P   G G ++   +  G +   F 
+++
Sbjct  487  
YKETIKEKAEGEGKYIRQSGGRGQYGHCFLRVEPKPRGEGFEFIDAIKGGAIPSEFISSI  546

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            + G++  +E G L G+ + D  +    G ++   S+   F+  A   L+ A K++   
LL
Sbjct  547  
QKGVKETMENGILMGYPMVDMDVTVYDGSFHEVDSSDIAFKIAASQALQAATKKAKLTLL  606

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P EY+     D     A I   Q +    +    +P   +  Y T 
L   
Sbjct  607  
EPIMKVEVTTPSEYMGDVIGDLSSKRAQIMGTQERGKATIILAMVPLAELSGYATTLRSM  666

Query  597  TNGRSVCLTELKGYQ  611
            + GR+    E   Y+
Sbjct  667  SQGRASYYMEPSHYE  681

>WP_052168199.1 elongation factor G [Desulfurobacterium sp. TC5-1]
Length=701

 Score = 266 bits (679),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 194/675 (29%), Positives = 306/675 (45%), Gaps = 
72/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V +G    D M  E++RGITI 
+A T



Sbjct  18   
KVRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVHEGAAEMDWMEQEKERGITITSATT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NIVDTPGH+DF  EV RSL VLDGA+ ++ +  GVQ QT  ++    
K  +
Sbjct  78   
TCFWRNHRINIVDTPGHVDFTIEVERSLRVLDGAVTILCSVGGVQPQTETVWRQADKYKV  137

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P +IF+NK+D+ G D   VV  V +KL A                   D++  + +    
Sbjct  138  
PRIIFVNKMDRIGADFFQVVNDVEEKLGAKPVPLQIPVGAEENFKGVVDLVTMKAIIWEE  197

Query  163  EIV----LEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRR  207
            E +     EE    +  D   E  +KLLE           KY+ GE IS E++    
++ 
Sbjct  198  
ETLGAKYHEEEIPEDLVDIAEEYREKLLEALADVDEEIMMKYLEGEEISPEEIKAAIRKG  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQG------SAA  248
              +   FP+  GSA K  G+QPL+DAV              G+    GE+          
Sbjct  258  
TLEIKFFPMLCGSAFKNKGVQPLLDAVVDYLPSPLDVPPIKGINPNTGEEEERHASYDEP  317

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
                 FK+       +  ++R+YSG +     V  A R K +    R+     I+R    
Sbjct  318  FSALAFKILTDPYVGQLTFIRVYSGLMESGSYVYNATRGKKE----RL---
ARILRMHAN  370

Query  309  YPGEIVILPSDSVR---------
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
               EI +L +  +            D L DP         E P P++   + PKT 
A +E
Sbjct  371  
KREEIPVLGAGDIAAAVGLRETYTGDTLCDPDHPIILEAMEFPEPVISVAVEPKTKADQE  430

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL +LA  DP  R   D  T + I+S +G + LE++   L  ++ ++  V  
P V 
Sbjct  431  
KLSIALQKLAKEDPSFRVSTDHETGQTIISGMGELHLEIIVDRLKREFNVDVNVGRPQVA  490

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K  +       +      +  + L + PL  G G ++   +  G + + +  
AV
Sbjct  491  



YRETIRKEVTQEGKFIKQTGGRGQYGHVWLKIEPLEPGKGFEFHETIKGGVVPKEYIPAV  550

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  K++   
LL
Sbjct  551  
EAGVREAMETGVVAGYPMVDIKVTLFDGSYHEVDSSEMAFKIAGSMAFKEGAKKANPVLL  610

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+E++     D  K    ++  + + +  V    +P   +  Y 
TDL   
Sbjct  611  
EPIMEVEVTTPEEFMGDVIGDLNKRRGRVQGMEARGNAQVIKAMVPLAEMFGYATDLRSM  670

Query  597  TNGRSVCLTELKGYQ  611
            T GR+  +     Y+
Sbjct  671  TQGRATYIMRFSHYE  685

>WP_033934656.1 elongation factor G [Lactobacillus mucosae]
 KGL67317.1 elongation factor G [Lactobacillus mucosae]
 AJT49898.1 elongation factor G [Lactobacillus mucosae LM1]
 SDN63087.1 elongation factor G [Lactobacillus mucosae]
 SEK98013.1 elongation factor G [Lactobacillus mucosae]
 SFK29524.1 elongation factor G [Lactobacillus mucosae]
Length=694

 Score = 265 bits (678),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 186/671 (28%), Positives = 317/671 (47%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAVWKDYRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEE  168
            P ++F NK+D+ G D    VQ+++D+L+   + I+  +    +             
V +E
Sbjct  131  
PRIVFANKMDKMGADFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGVIDLVKMVAYVYDE  190



Query  169  NTDIEAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRR  207
            + + + WD V                      + +D ++EKY+ GE +S E++    
++ 
Sbjct  191  
DAEGKNWDTVEIPADLKDEAESRHDALLETLADVDDNIMEKYLGGEELSVEEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSAA---------L  249
                 LFPV  GSA K  GIQ ++DAV            F+   E G             
Sbjct  251  
TLSEELFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFEATDENGEKVELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERVGRLLQMHSNQQHEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              AAS       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TTAASAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKANPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +       +P   +  Y T L   T 
GR 
Sbjct  608  



VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQEIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_018125648.1 elongation factor G [Desulfovibrio oxyclinae]
Length=682

 Score = 265 bits (678),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 198/662 (30%), Positives = 323/662 (49%), Gaps = 
68/662 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIG++AH+DAGKTTLTE +LY SG I   G V +GT   D M  E++RGITI 
+AVT
Sbjct  14   
KLRNIGVIAHIDAGKTTLTERILYYSGKIHRIGEVHEGTATMDYMPEEQERGITITSAVT  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    VNI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
+  +
Sbjct  74   
TCLWKDSTVNIIDTPGHVDFTIEVERSLRVLDGAVGVFCAVSGVEPQSETVWRQSERYRV  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQTVSLSP-
EIVL  166
            P + F+NK+D+ G D  +V+ S+ +KL A+ +              +   + L   
E   
Sbjct  134  
PKIAFVNKMDRLGADFTAVLDSMVNKLKANPVPVTVPDGEGQDFRGVFDLIELKRLEFTG  193

Query  167  EENTDIEAWDAVIEN------------------
NDKLLEKYIAGEPISREKLVREEQRRV  208
            E+ + +E +D   E                   +++LL+ Y+ GE +  +++ +  
+   
Sbjct  194  
EQGSVVEKYDLTDEEVGRFSEWRERLVETASEVDEELLDLYLGGEEVPADRIRKALRELT  253

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA--------------------  248
                + PV+ GSA K  G+QP++D V G + P   +   A                    
Sbjct  254  LRREIVPVFAGSALKNCGVQPVVDGV-
GYYLPSPLETPPALATDEETHNTVSYECDTKGP  312

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTD  306
            L G VFKV   D G++  ++R+YSG++   DTV  A  G+++ ++  +     G   
+ +
Sbjct  313  LAGLVFKV-AMDSGRKLAFIRVYSGSIDAGDTVYNATQGKQE-



RVARLFHLHAGRKEKLE  370

Query  307  TAYPGEIVILPS-DSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            TA+ G+IV        R  D L     P  L R    ++  P++   I P+ + + 
++L 
Sbjct  371  TAFAGDIVAAAGMKFARTGDTLSLEESPALLERI---
DEYKPVISVAIEPRNSEEGDKLE  427

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            + L +    DP L  E +  T ++ILS +G + LEVV   L  +Y LE    +P V
+Y+E
Sbjct  428  
EVLQKFLLEDPTLVVEEEEETGQVILSGMGELHLEVVLERLRREYSLEPRTGKPQVVYLE  487

Query  423  RP-LKA-
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             P  KA A      E+     +  + LSV PL  G G +    V     + ++  
AV +G
Sbjct  488  
TPGAKAEAEEEFDRELGEVVHYGCVRLSVEPLERGKGREVSFEVDPDLWSDAWLAAVSEG  547

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   L+ G+  G+ V D ++           S+PA +R  A + +  AL++SG +
+LEP 
Sbjct  548  
VDDALQSGVVKGYPVQDVRVRVLGLRKKEGDSSPAGYRMAASMAVRSALRDSGPKMLEPI  607

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+E++           A +     +  + + TG+ P   +  + TDL   
T G
Sbjct  608  
MGVEISVPEEFVGEVISLMGSKGARVGNMVDRAGQKLVTGDAPLASLFGFSTDLRSATQG  667

Query  600  RS  601
            R+
Sbjct  668  RA  669

>WP_025751824.1 MULTISPECIES: GTP-binding protein [Bacillus]
 PFB02298.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 265 bits (676),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 179/636 (28%), Positives = 314/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   



+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E++   ++D E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSELIDGSSSD-
ELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L        
Sbjct  182  LDAFMEGKN-DQAYWKAAMQKLIQTNQLFPCACGSALQDIGIESFLEKLD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++   GT+++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALIGTMQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ ++   
+E
Sbjct  356  IKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNIKVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  +      GL  G  +TD K+    G  ++  ++  DFR      L Q L++



+   
Sbjct  468  
LVRQHVFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++ Q  +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPQTTENKAIITGKVPVATFMNYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGSMSLLFGGYEHCHNEEEVIERIRYNKDAD  623

>WP_026964707.1 elongation factor G [Alicyclobacillus pomorum]
Length=691

 Score = 265 bits (678),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 192/669 (29%), Positives = 311/669 (46%), Gaps = 
62/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA  V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAAAVFDAKGGVEPQSETVWRQADKYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D    VQ ++D+L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFLGTVQQMKDRLGANAVPIQLPIGAEDTFVGMVDLVEMKAIIYTD  188

Query  157  ---TVSLSPEI-----
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI      L E    +  +AV E ++ L+ KY+ GE I+  ++    
++  
Sbjct  189  
DLGTTSEAREIPDDMKELAEEYRAKLLEAVAEVDEDLMMKYLEGEEITVPEIKAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GE------
QGSAALC  250
             +  LFPV  GS+ +  G+QP++DAV   L  P+           GE         



A   
Sbjct  249  
CNVQLFPVLCGSSYRNKGVQPMLDAVVDYLPSPLDVPAIKGVTADGETIESPSSDDAPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL     V  + + K     +I +M    + EI   
D
Sbjct  309  
ALAFKIMTDPFVGKLSFFRVYSGTLSSGSYVLNSNKGKRERVGRIVQMHANHREEI---D  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            T Y G+I   +        D L D   +      E P P++  ++ PKT A +++L  
AL
Sbjct  366  
TVYAGDIAAAVGLKDTTTGDTLCDEKHVIVLESMEFPDPVISISVEPKTKADQDKLGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L + DP  +   D  T + I+S +G + LE++   L  ++K+E     P V Y 
E   
Sbjct  426  
GKLTEEDPTFKTFTDPETGQTIISGMGELHLEIIIDRLKREFKVECNTGAPQVAYKETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + + + PL  G+G  +E+++  G + + +  AV 
+GI+ 
Sbjct  486  
KRVEQEGKFVRQSGGRGQYGHVKIILEPLERGAGYVFENKIVGGAIPKEYIPAVDEGIQE  545

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G+  G+ + D K+    G Y+   S+   F+    + L+Q   ++   LLEP 
+  
Sbjct  546  
AMQNGVVAGYPMLDVKVTLFDGSYHDVDSSEMAFKIAGSMALKQGAAKADPVLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E  + + +  V  G +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEYMGDIMGDINSRRGRVEGMEARGNAQVIRGYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  666  FSMEFHSYE  674

>WP_013290054.1 elongation factor G [Caldicellulosiruptor 
obsidiansis]
 ADL42051.1 translation elongation factor G [Caldicellulosiruptor 



obsidiansis 
OB47]
Length=691

 Score = 265 bits (678),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 191/697 (27%), Positives = 324/697 (46%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT------------------------  157
            P + ++NK+D  G +  +V+  ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIMGANFFNVIDMMKERLGANPVAIQVPIGKEDTFKGIVDLLTMKAIIYVD  188

Query  158  ----VSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS   EI  E     E   I+  +AV E ++ ++ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKVSQETEIPDEVKGIAEEYRIKLLEAVAETDEDIMMKYLEGEEITVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  



DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLSEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMKREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINSRRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>WP_017295627.1 elongation factor G [Geminocystis herdmanii]
Length=697

 Score = 266 bits (679),  Expect = 7e-76, Method: Compositional 
matrix adjust.
 Identities = 199/668 (30%), Positives = 313/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +



Sbjct  70   
WKDHQFNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G D   VV+ V++ L+A+ ++           K  V L             
Sbjct  130  
IYVNKLDRTGADFYRVVKQVKEILAAEPLVMVLPIGVETEFKGVVDLLTRKAWIWDDSGD  189

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      E+  +   D+E +     +  ++ ND L+EKY+ GE I+ + + R  ++  
+D
Sbjct  190  
PFAYTIEEVPADMKDDVEVYREQLIETAVQQNDDLMEKYLEGEEIAIDDIKRCIRKGTRD  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GS+ K  G+Q ++DAV            QPI      E G  A+  +     
Sbjct  250  
LAFFPTYCGSSFKNKGVQLVLDAVIDYLPDPTEVNPQPITDIEGNETGEFAIVDANEPLR  309

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSG L    T+      K     ++ EM    + EI   
D
Sbjct  310  ALAFKIMDDRYGA-
LTFTRIYSGVLSKGMTILNTATGKTDRVGRLVEMHANDRIEI---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            TA  G+IV I+   +V+    L DP           P P++   I PK     E++  
AL
Sbjct  366  
TAQAGDIVAIVGMKNVQTGHTLCDPNNPATLEPMVFPDPVISIAIKPKNKGGNEKMGLAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  426  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILRRTHGVEVEVGKPQVAYRESIT  485

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  +V P   G+G Q+ES+V+ G + + F  AV+ 
G + 
Sbjct  486  
KVVNDSYTHKKQSGGSGQFGRIDYTVQPGEPGTGFQFESKVTGGNVPREFWPAVQKGFQA  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+   D K+    G +++  S+   F   A     Q++ ++G QLLEP 
++ 



Sbjct  546  
SIVKGVLAGFPCVDLKVTLTDGAFHAVDSSAIAFEIAARAGYRQSIPKAGPQLLEPIMNI  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V    E P   +  Y  DL   T
+GR  
Sbjct  606  
DVFTPEDHMGDVIGDLNRRRGMIKSQSTTPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_066505595.1 GTP-binding protein [Clostridiales bacterium MCWD3]
Length=650

 Score = 264 bits (675),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 187/631 (30%), Positives = 299/631 (47%), Gaps = 
22/631 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LLY + +I + G V+   T  DT  +E++RGIT+ +       
Sbjct  5    
IGVLAHVDAGKTTFCEQLLYHTNSIKQRGRVDHQNTFLDTHDIEKKRGITVFSDQAIISN  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               K  +VDTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  L K 
NIPT  
Sbjct  65   
KDSKYYLVDTPGHVDFSPEMERAIKVMDYAIIIVSAVEGVQGHTETVWQLLEKHNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK D+ G D++ V+  + + L+ D+  IK  +          N   +  + + E 
++K
Sbjct  125  FINKTDRVGADVEGVIDEIAENLTGDVCYIKDNLK-------
NGNIKEDLIEFMAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L EKY+  E  + E  +   +  ++D  ++P   GSA    GI    + +  L       
Sbjct  178  LFEKYLE-EDYNFEIWLISLRTMIKDNKVYPCMSGSALHDEGIIDFFENLD-
LLSYTKYL  235

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKGE  301
                L G V+K++Y + G R  +L++ SG L +RD +  + G  K+  KIT++R  
+ G+
Sbjct  236  



EKEKLAGRVYKIKYDEEGVRITFLKIISGQLNVRDEINYIDGEIKICEKITQIRAYNGGK  295

Query  302  IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  + A  GE++ +   S V+  D LG+   L  K   E+ +  LR  +        
+ 
Sbjct  296  YINVNNAKAGELIAVTGLSQVKAGDGLGN---LKEKEQYEN-
MTTLRAKVIFDPKLNLKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L         EI +  +G +QLEV+  L+  ++        P 
++Y
Sbjct  352  
VLKVFKILNIEDPSLNVTWQEKLEEIHIHVMGVIQLEVLEQLIKNRFGYNVTFGTPEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + + + P   G G+ +E+      L    QN 
++  
Sbjct  412  KETVDSTTIGYGHFE--
PLRHYAEVHIKIEPNKRGKGIVFENVCHPDMLTVGNQNLIKRH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      GL  G ++TD KI    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IYEREHHGLLTGSSLTDLKITLLTGRSHNKHTSGGDFRQATYRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +   Q+Y+ R   D  K C T ++ +   + VV TG +P      Y   L  
+T G
Sbjct  530  
YDFKIKVEQDYMGRVLSDIQKNCGTFDSPKTVGNNVVITGRVPVATFMDYSKQLTSFTKG  589

Query  600  RSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            +     +  GY      Q VI+    N   D
Sbjct  590  KGKINLKFSGYDCCHNEQDVIERIGYNKSAD  620

>OGW93077.1 translation elongation factor G [Omnitrophica bacterium 
RIFCSPLOWO2_01_FULL_45_24]
Length=693

 Score = 265 bits (678),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 204/675 (30%), Positives = 320/675 (47%), Gaps = 
82/675 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V++GTT  D M  E++RGITI 



+A T
Sbjct  11   
KLRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVDEGTTSMDFMVQEQERGITIMSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDGA++V  A  GVQ Q+  ++    
K N+
Sbjct  71   
ASFWKDKNINIIDTPGHVDFTVEVERSLKVLDGAVVVFCAVGGVQPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +  +VV+ +  +L A                   D+I  + V    
Sbjct  131  
PRIAFINKMDRTGANFLAVVEQISSRLGARPLILQIPIGLEANFSGMIDLITMKAVVYKG  190

Query  163  EIVLEENTDIEAWD-------AVIENNDKLLEKYIAGEPISREKLVREE-------
QRRV  208
            E   +ENT  E  D          E   KL+EK    + I  EK + EE       
+  +
Sbjct  191  E---
DENTTFEVLDIPADLKAIASEYRHKLIEKLGEADEIVMEKYINEEGIYPHEIKEHI  247

Query  209  QDASL----FPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-------G  245
            + A++     PV  G++ K  G+QPL+DA+                 P  E+        
Sbjct  248  
RHATITGKVVPVLCGASAKNRGVQPLLDAIVDYMPSPIDISPVKGKNPETEEEVERKPLD  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLR-----LRDTVALAGREKL-
KITEMRIPSK  299
                CG VFK++      +  YLR+YSG L+        T  L  RE++ K+ +M   
+K
Sbjct  308  DEKFCGLVFKIKADPFVGKLAYLRVYSGILKSGEYTYNSTKGL--
RERVGKLVKMH-ANK  364

Query  300  GEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTA  355
             EIV  + A  G+IV  +   + +  D + D   P  L    +   P P++  +I 
PKT 
Sbjct  365  QEIV--EKACAGDIVAAVGLKNTKTGDTICDEDSPVILEAIHF---
PEPVISMSIEPKTK  419

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A  E+L  AL +L + DP  +   +  T + I+S +G + LEV+   +  ++ +   
V +
Sbjct  420  
ADEEKLGMALNRLEEEDPTFKVTYNKETGQTIISGMGELHLEVIVDRMLREFNVAANVDK  479

Query  416  PSVIYMERPLK---
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   K   A    I  +      +  +   V P   G+G+ + +++  G 



+ + 
Sbjct  480  PQVAYKETITKINRAVGKFIQ-
QSGGRGQYGHVVFDVAPAPKGAGIIFNNKIIGGAIPRE  538

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +G++ G   G L G+ VTD ++    G ++   S+   FR  A I  ++ 
LK  
Sbjct  539  
YIKSVEEGVQEGARNGALAGYPVTDVEVTLVDGSFHEVDSSDIAFRMAAKIGFDEGLKNG  598

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G+ LLEP +   +  P++Y+     D       I     + +  V  G  P   +  
Y T
Sbjct  599  
GSILLEPIMDLEVEVPEKYMGDVIGDLNSRRVRISAINDRHNLKVIRGFAPLNEMFGYST  658

Query  592  DLAFYTNGRSVCLTE  606
             +   T GR+    E
Sbjct  659  TVRSLTQGRATHTME  673

>WP_019637176.1 GTP-binding protein [Paenibacillus fonticola]
Length=651

 Score = 265 bits (676),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 176/610 (29%), Positives = 300/610 (49%), Gaps = 
18/610 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+      D+  +ERQRGIT+      
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYYTKSIKQRGRVDHQDAFLDSHQIERQRGITVFTDQGMFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R +  +D A+++ISA +G++ QT I++  LRK  
IP   
Sbjct  65   
RGSSYYLIDTPGHIDFSPEMERGIQAMDYAVIIISAVEGIEGQTEIVWELLRKHRIPCFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D+Q VV+ ++   +AD+       L+  +  +     E  + V E 
+++L
Sbjct  125  FINKMDRIGADVQRVVRDIQSAFTADV-----
CDLTDALTEDGAMSGELIEFVAERDEEL  179

Query  186  LEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244



            LE Y+  E    + L  ++ RR ++D  ++P   GSA +G GI+  +  +  L    
G  
Sbjct  180  LEYYM--EHGYDQYLWLDKIRRLIRDNLIYPYACGSALQGAGIESFLQQLD-
LLTVTGYS  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+++ + + G R  Y+++  GTL++RD++     E     KIT++R+ 
+  E
Sbjct  237  
SEKPFSGRVYRIRHDEHGTRMTYIKILGGTLKVRDSINYGDAENPLSEKITQIRVYNGRE  296

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                + A  G++V +   S+     +GD     +++   + +P L++ +  + A   
+  
Sbjct  297  FKAVERAEAGQLVAVCGLSMA---
AVGDGLGTLKEQAVYEMVPTLKSKVIFEPAVNVKEA  353

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    EI +  +GR+QLEV+  L+ E++ L     +P 
++Y 
Sbjct  354  
LRYFKILNAEDPSLNVVWEESLQEIHIHVMGRIQLEVLEQLVKERFNLNISFDQPKILYK  413

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + + + P    SG+ + S     +L+   QN 
VR  +
Sbjct  414  ETIETVVIGYGHFE--
PLKHYAEVHIQMQPGERNSGLIFRSACHADHLSAGNQNLVRHHL  471

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD  +    G  ++  ++  DFR      L Q L+++   
LLEPY 
Sbjct  472  
FERDHHGLLTGSPLTDVTVTLLTGRAHNKHTSGGDFREATCRALRQGLEKAQNLLLEPYY  531

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    E L R   D  +   + +  + + ++ V TG++P      Y + LA 
+T G+
Sbjct  532  
QFKIKVEPEQLGRVISDVQQAHGSYDAPRTEGNKAVLTGKVPVATFMDYNSQLASFTQGK  591

Query  601  SVCLTELKGY  610
                    GY
Sbjct  592  GALTLTSAGY  601

>WP_039767328.1 elongation factor G [Caldicellulosiruptor sp. F32]
Length=691



 Score = 265 bits (678),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 188/697 (27%), Positives = 325/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKAHKMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWRGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + ++NK+D  G +  +V++ ++++L A+ +                            
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFRGIVDLLTMKAIIYVD  188

Query  154  ----IKQTVSLSPEIV-
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                + Q   +  E+  + E   I+  +AV E +++++ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKVAQETEIPDEVKDIAEEYRIKLLEAVAETDEEIMMKYLEGEEITVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERKTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++  M    + +
+   
Sbjct  309  
CALAFKIMSDPYVGKLTFLRVYSGVLHAGSYVYNSTKNKKERVGRLLHMHANHREDV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIVLESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVSTNHETGQTLIAGMGELHLEIIVDRMRREFKVEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G+G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGAGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQSGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKAEPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINARRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>SCH62478.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=912

 Score = 270 bits (690),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 189/620 (30%), Positives = 301/620 (49%), Gaps = 
30/620 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTT+ ES+LY SG I +PG V+      DT  +ER RGITI +      
W
Sbjct  18   
LGILAHVDAGKTTMAESMLYHSGTIKKPGRVDHKNAFLDTFEMERSRGITIFSKQARMNW  77

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF AE+ R+L +LD AILVISA DGVQ     L+  LR+  
IP  +
Sbjct  78   



KGRQYTLLDTPGHVDFSAEMERTLQILDYAILVISAPDGVQGHDMTLWKLLRRYQIPVFL  137

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D  G+D   +++ ++  L +  I         E + EE         +   
+++L
Sbjct  138  FINKMDMPGMDRTKILKELQKYLDSGCIDFSDAVKRKEEIEEE---------
LAMCSEEL  188

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-
PIGEQ  244
            + +Y+  + I R+++V+   R ++   +FP Y+GSA K LG++  +D +  + + P
+  Q
Sbjct  189  MLEYLERQEI-RQEIVK---
RAIRKREVFPCYFGSALKLLGVEKFLDGIHNMAELPMYPQ  244

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEMRIPSKGEIV  303
               A    VFK+     G R  ++++  G LR++  +  +   EK K+ ++R+ S     
Sbjct  245  QFGA---
RVFKISRDAQGNRLTHMKITGGRLRVKQILESSSLEEKEKLDQIRLYSGAACQ  301

Query  304  RTDTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRER  360
             TD    GE+  +      L  +  G  T        E P+  P+L   I     +    
Sbjct  302  MTDEVQAGEVCAVTGLQKSLAGMGYGFETEA------
EAPVLEPVLSYQILLPEGSDVHG  355

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
                L QL + +P L    D  T EI    +G VQ+EV+  L+ E++++E      
S+ Y
Sbjct  356  
TFLKLCQLEEEEPQLHMVWDERTQEISAKVMGEVQIEVLKNLIYERFQMEVEFGAGSITY  415

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + L + PL  GSG+Q+++  S   L++++Q  
+   
Sbjct  416  KETIAAPVEGVGHFE--
PLRHYAEVHLLLEPLERGSGLQFDTDCSEDLLDKNWQRLIMTH  473

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      G L G  +TD +I    G  +   +   DFR      + Q LK + + 
LLEP 
Sbjct  474  
LEERKHPGVLTGSEITDMRITLIAGKAHLKHTEGGDFRQATYRAIRQGLKMADSLLLEPV  533

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F L  P E + RA  D  K     ++ ++  +  V  G  P  C++ Y  ++  
Y+ G
Sbjct  534  



YQFRLEIPMENVGRAMTDLNKMNGVFQSPELDGEMAVLNGSAPVACMRDYHKEVTAYSRG  593

Query  600  RSVCLTELKGYQAAVGQPVI  619
            R      LKGY+    Q  +
Sbjct  594  RGHLFCTLKGYEVCHNQEEV  613

>KXK09097.1 Elongation factor G [Microgenomates bacterium OLB22]
Length=700

 Score = 266 bits (679),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 320/669 (48%), Gaps = 
59/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +L+ +G+  + G ++ G T  D M  ER+RGITI 
+A T
Sbjct  17   
RIRNIGIIAHIDAGKTTTTERILFYTGSSYKLGDIDDGNTVMDWMEQERERGITIVSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + NI+DTPGH+DF AEV RSL VLDGA+ V  A++GVQ+Q+  ++    
K  +
Sbjct  77   
TTFWKDVRFNIIDTPGHVDFTAEVERSLRVLDGAVSVFDAEEGVQSQSETVWRQADKYKV  136

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------------------IK  155
            P ++FINK+D+ G + ++ V  +R +L  D +                           
K
Sbjct  137  
PRIVFINKMDKLGANFENCVNDIRTRLDVDTLPMVYPIGQESSFKGVVDLLTRKTMLWDK  196

Query  156  QTVSLSPEIVLEENTD----IEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQR  206
                L+ E + E   D    +E + A +     EN++ L+EK+ AGE +S E+L    
++
Sbjct  197  
DETGLTYETLDEVPADLVDKVEEYRAALIEKIAENDEALMEKFFAGEELSVEELKATLRK  256

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAALCGS-  252
             V    + P+Y G+A +   +QP++DAV              G+    GE+    L    
Sbjct  257  
MVIGYKVVPIYCGTALRNKAVQPVLDAVVDFLPSPADLKEIVGVDPATGEEKIRKLVQDE  316

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTD  306
                  FK++      +  Y R+YSG L+   ++  +  RE+ +++ + +    +    
D
Sbjct  317  



KLTVLAFKIQLDPHVGKITYARVYSGVLKSGASLYNVQSRERERVSRILLMHANQREEID  376

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY GEIV L      R  D L +            P P++   I PKT + +E+L   
L
Sbjct  377  
AAYAGEIVALVGPKGTRTGDTLCEENDQITLEQISFPDPVISLAIEPKTKSDQEKLSYTL  436

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L D DP  + +VD  T + I+S +G + LE++   +  +  L   V +P V Y 
E   
Sbjct  437  
QRLGDEDPTFQAKVDHDTGQTIISGMGELHLEILVDRMQREMGLNVTVGKPQVAYRETIK  496

Query  426  KAA-SHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K+A +   +I+       +    + V PL  G G ++ + +  G +   F  ++  
G+  
Sbjct  497  
KSAQAEGKYIKQSGGRGQYGHCMIRVEPLGRGEGFKFINEIKGGTIPSEFIPSIEKGVIE  556

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G  +TD ++    G ++   S+   F+    + L++A K++   LLEP 
+  
Sbjct  557  
AMDKGVLLGSPMTDLQVAVYDGSFHDVDSSDIAFKIAGTMALQEAAKKADLVLLEPIMKV  616

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+E++     D       +  +  + + +V     P   +  Y T +   T 
GR V
Sbjct  617  
EVTVPEEFMGTIIGDISSRRGRVLGSDKRGNSIVIQALAPLAEMSGYVTTIRSLTQGRGV  676

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  677  PYMEPAHYE  685

>OJV64300.1 translation elongation factor G [Clostridiales bacterium 
38-18]
Length=895

 Score = 270 bits (689),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 187/613 (31%), Positives = 304/613 (50%), Gaps = 
36/613 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD+GKTTL+E+LLY SG   + G V+      DT  LE+ RGITI +    



F++
Sbjct  6    
IGILAHVDSGKTTLSEALLYKSGKTRKLGRVDNQDAYLDTYDLEKARGITIFSKQAVFEY  65

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                 N++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T+ ++  L    
+PT I
Sbjct  66   
GGISYNLLDTPGHVDFSAEMERTLQVLDYAILVVSGTDGVQGHTKTVWRLLESYKVPTFI  125

Query  126  FINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            F+NK+DQ G   + V+  ++ +LS    D     T S S EI L               
+
Sbjct  126  
FVNKMDQEGATKEMVLSQIKRQLSDHCIDFTDTLTASFSEEIAL--------------TS  171

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            + L+ +Y+    IS E ++     ++ +  +FPV++GSA K  GI   ++ V+   
Q   
Sbjct  172  EALMHQYLTEGNISHEAII----
DKIAERCIFPVFFGSALKMQGIDAFIEGVSYFTQ--N  225

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI--
PSKG  300
            ++  +A    +FK+   + G R  Y+++  G+L ++D + +  +   K+ ++RI   
SK 
Sbjct  226  KKYVSAFGARIFKIARDEQGNRLTYMKITGGSLSVKDQL-
ITSQWSEKVNQIRIYSGSKY  284

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQR  358
            EIV +  A  G +  +   S       G+   +   +    PL  P+L   +    
++  
Sbjct  285  EIVTSVDA--GTVCAVTGLS---
QSKAGEGLGIEADKDGHKPLLEPVLNYQLVFPESSDA  339

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              +L  L Q+ D +P L  E D  T  I ++  G VQ E++ +++ E++ +        
+
Sbjct  340  
RMMLPKLKQIEDEEPELSFEWDEETSNIQVNLFGEVQTEILQSIVLERFDVLINYGHSRI  399

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E  L       H E  P   ++ + L + PL  GSG+Q+E+  S   L +++Q  
V 
Sbjct  400  VYKETILDTVEGVGHFE--
PLRHYSEVHLLLEPLPRGSGLQFETNCSEDELAKNWQRLVL  457

Query  479  DGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +G L G  +TD KI    G  ++  +   DFR      + Q L E+ 
+Q+LE
Sbjct  458  
THLGERAHRGVLIGAELTDVKITLVAGRAHNKHTEGGDFREATFRAVRQGLMEAESQILE  517

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY SF L+ P  Y+ RA  D  +     E +  +    + TG  P   ++ Y  ++  
YT
Sbjct  518  
PYYSFQLHIPDVYVGRAMTDIDQRFGRCEVSLQEGGWTLLTGTGPVSTLRNYYKEVVAYT  577

Query  598  NGRSVCLTELKGY  610
             G  +    + GY
Sbjct  578  KGEGLLFMSVDGY  590

>WP_093587804.1 GTP-binding protein [Lentzea waywayandensis]
 SFQ95935.1 ribosomal protection tetracycline resistance protein 
[Lentzea 
waywayandensis]
Length=526

 Score = 261 bits (667),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 196/609 (32%), Positives = 285/609 (47%), Gaps = 
86/609 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + +N+GILAHVDAGKT+LTE LL+ +G I   GSV+ G T+TD++ LERQRGITI+
+AV 
Sbjct  3    
RTLNLGILAHVDAGKTSLTERLLHTAGVIDALGSVDAGNTQTDSLALERQRGITIKSAVA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF      VN++DTPGH DF+AEV R L VLDGA+LV+SA +GVQAQTR+L   LR
++ I
Sbjct  63   
SFVVGDVVVNLIDTPGHPDFIAEVERVLGVLDGAVLVVSAVEGVQAQTRVLMRTLRRLEI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PTV+F+NK+D+ G D   V + V +KL+    I    +++ + V E    + +   
V + 
Sbjct  123  
PTVVFVNKMDRRGADGPRVARDVVEKLATGAPIYFGSAITGDGVRELLAGVTSLLPVTDV  182

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
             D          P+S               ++F V  G A + + +  L      + 
+  



Sbjct  183  VDG---------PLS--------------
GTVFKVERGRAGEKVALVRLFSGTVRVRE--  217

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                         +V+  DC  +   + ++ G                          
G 
Sbjct  218  -------------
RVKIGDCEGKVTAIAVFEG--------------------------GS  238

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              R  TA  G+I  L    VR+ D +G        R R    P L T +    +  
R  L
Sbjct  239  APRRATARAGQIAKLWGLDVRIGDTIGVAR---HDRVRHFAPPTLETVV---
ESHDRVTL  292

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL QLA+ DPL+   +D    +I++S  G VQ EV+ A L+ +Y +    +E   
+ +
Sbjct  293  HAALKQLAEQDPLIDLRLDG--
DDIVVSLYGEVQKEVLEATLALEYGVAVTFRETRTVRV  350

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ER L+     +   +  +P+ A IG  V P       ++   V LG L  +F  A  
D +
Sbjct  351  ER-LRGVGEAVRF-LGESPYAAGIGFRVEP----
GPEEFRLEVELGSLPLAFFRATEDAV  404

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R    + L    + DC +   +  Y SPVS   DFR LAPIVL +AL+ +GT   
EP   
Sbjct  405  R----
ETLRADRIHDCTVTMTHSGYCSPVSVAGDFRGLAPIVLREALRGAGTVTCEPMHR  460

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F L  P + L+       K      T        V  G +PA  +   +  L   T 
G  
Sbjct  461  FRLEIPADVLTAVLAALGKAGGVPLTTTA----
TVLEGHVPAARVHELQRRLPSLTRGEG  516

Query  602  VCLTELKGY  610
            V  +E   Y
Sbjct  517  VLESEFDHY  525

>WP_024372179.1 MULTISPECIES: elongation factor G [Exiguobacterium]
Length=692

 Score = 265 bits (678),  Expect = 8e-76, Method: Compositional 



matrix adjust.
 Identities = 196/676 (29%), Positives = 314/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++  +T   S 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLHANAHPIQLPIGAEDEFKGIVDLVEMKTYMYSNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV + N++L+ KY+ GE IS E+L    
++
Sbjct  191  ---
GTDIEVIDGFPADMADEAEELRGQLIEAVADYNEELMMKYLEGEEISIEELKAGIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG------------------SA  247
                   +PV  GSA K  G+Q ++DAV   L  P+  +                    
A
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLDAVVDYLPSPVDVESIKGVNLDTEEEITREPSDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y G+I    + +V L D     T    K          P P++   I PK+ 
A +
Sbjct  367  --PMVYAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKSKADQ  420

Query  359  



ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNQETGQTIISGMGELHLDILVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E    AA        +      +  + +   P   G+G  +E+++  G + + 
+  A
Sbjct  481  
AYRETIRGAAKIDSKFVRQSGGRGQYGHVVVEFEPNEEGAGFAFENKIVGGVVPREYVPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V++GI   LE G+  G+ V D K    +G Y+   S    F+  A + ++Q  +++   
+
Sbjct  541  
VQNGIEEALENGILAGYPVVDVKAALVFGSYHDVDSNEMAFKVAASMAVKQLKEQAKAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EYL     D       +E  + + +  V    +P   +  Y T 
L  
Sbjct  601  
LEPMMRVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAMVPLSEMFGYATSLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_027643561.1 GTP-binding protein [[Clostridium] clostridioforme]
Length=946

 Score = 270 bits (691),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 191/634 (30%), Positives = 306/634 (48%), Gaps = 
61/634 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSMVLGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNKDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD AILVIS  DG+Q+ T  L+  L 
K  
Sbjct  74   
AALTWEGQPLTLLDTPGHVDFSAEMERTLQVLDYAILVISGADGIQSHTITLWRLLAKYR  133



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D    ++ ++ +L  D  +    + + E +          + 
V  
Sbjct  134  IPVFLFVNKMDQPGTDRDQRMKELQKRLD-DGCVDFAGAGTEEFM----------
EHVAM  182

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE Y+    +  + +    +R +++  LFP ++GSA K  G++ L++ +      
Sbjct  183  CDENLLEHYLETGDVEEDDI----
RRLIRERKLFPCFFGSALKLTGVEELLNGIRRWAS-  237

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKITEM  294
               +        V+K+   D G R  +L++  G+L+++  ++    EK       K
+ ++
Sbjct  238  -
APEYPEEFEARVYKISRDDQGNRLTHLKITGGSLKVKGIISNGNTEKPSEVWQEKVNQI  296

Query  295  RIPS-----------KGEIVRTDT---AYPGEIVILPSDSVR--
LNDVLGDPTRLPRKRW  338
            R+ S            G I         YPG+ +    DS+   L  VL    +LP    
Sbjct  297  
RVYSGDRYEAVPEAEAGTICAVSGLTRTYPGQGLGAGQDSMFPVLEPVLNYQVKLPEGCD  356

Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
                LP  R                   QL + DP+LR   +    EI +  +G 
VQ+EV
Sbjct  357  GAVMLPKFR-------------------
QLEEEDPMLRVVWNEELKEISMQLMGEVQIEV  397

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            + +L+ E+Y ++      +++Y E          H E  P   +A + L + P   
GSG+
Sbjct  398  LKSLIEERYGIQVEFGTGNIVYKETIAGPVEGVGHFE--
PLRHYAEVHLLMEPGERGSGL  455

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            Q E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  +   
DFR
Sbjct  456  
QLETRCSEDDLDRNWQRLVLTHLEEKVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFR  515

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
                  L Q L E+   LLEP+ SF L  P+ Y+ RA  D  K C T    + ++ 
+ V 
Sbjct  516  
QATYRALRQGLMEASCILLEPWYSFRLEVPEAYIGRAMTDIEKRCGTCAIEENRQGQAVL  575



Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             G+ P   +Q Y+ ++  YT G       +KGY+
Sbjct  576  VGKAPVAAMQGYQAEVMSYTRGHGRLACTIKGYE  609

>WP_015136214.1 elongation factor G [Leptolyngbya sp. PCC 7376]
 AFY40502.1 translation elongation factor 2 (EF-2/EF-G) 
[Leptolyngbya sp. 
PCC 7376]
Length=696

 Score = 265 bits (678),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 200/671 (30%), Positives = 312/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMDQEQERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWKEHQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESKV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT-----  157
              +I++NK+D+ G D   VV  V   L A                   D++ ++      
Sbjct  126  
ARIIYVNKLDRLGADFYKVVGQVDKILDARPLVMVLPIGTEEEFVGVVDLLTEKAWIWDD  185

Query  158  --------VSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                    +   PE + E+  +      +  +E ND L+EKY+ GE +S ++L    
++ 
Sbjct  186  
SMDPMNYEIKDVPEDMAEKVAEYREMLIETAVEQNDDLMEKYLEGEEVSIDELKECIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS--  252
             ++   FP Y GS+ K  G+Q ++DAV            QP  ++     G+ AL     
Sbjct  246  
TRNLDFFPTYCGSSFKNKGVQLVLDAVVDYLPNPKEVNPQPETDEEGNPTGNYALVDPEQ  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+   D      + R+YSGTL   DT+   A    E++ ++ EM   S+ 
EI 
Sbjct  306  PFRALAFKI-



MDDRFGALTFTRIYSGTLNKGDTILNTATGKTERIGRMVEMHADSREEI-  363

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              DTA  G+I+ I+   +V+    L D            P P++   I PK     
E++ 
Sbjct  364  --
DTAQAGDIIAIVGMKNVQTGHTLCDKDNPATLEAMVFPDPVISIAITPKNKGGNEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL ++   DP  + E DS + E I+  +G + L++   +L   Y +E  V +P V 
Y E
Sbjct  422  
VALGKMMKEDPSFQVETDSESGETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAYRE  481

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I  ++ P   G+G Q+ES+V+ G + + F  
AV+ G
Sbjct  482  
SITKLLNDSYTHKKQSGGSGQFGKIDYTIEPGEAGTGFQFESKVTGGNVPREFWPAVQKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E+G L G+   D K+    G ++   S+   F   A     Q+L ++G Q
+LEP 
Sbjct  542  
FEQSIEKGVLAGFPCVDLKVTLTDGGFHPVDSSAIAFEIAARSGYRQSLPKAGPQILEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P +Y+     D  +    I+             E+P   +  Y  DL   
T+G
Sbjct  602  
MKVDVFTPDDYVGDVIGDLNRRRGMIQGQDAASTGARIKAEVPLSEMFGYIGDLRTMTSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFDHY  672

>WP_044665946.1 elongation factor G [Syntrophaceticus schinkii]
 CEO90146.1 elongation factor G [Syntrophaceticus schinkii]
Length=695

 Score = 265 bits (678),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 196/685 (29%), Positives = 325/685 (47%), Gaps = 
75/685 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ SG +   G V+ G    D M  E++RGITI 



+A T
Sbjct  9    
KIRNIGIMAHIDAGKTTTTERILFYSGRVFRIGEVDDGAATMDWMVQEQERGITIMSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    +NI+DTPGH+DF AEV RSL VLDGA+ V  A  GV+ Q+  ++      
+I
Sbjct  69   
TCQWRDFIINIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVEPQSETVWRQADTYHI  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQT------  157
            P + ++NK+D+ G D    V  +R +L A+ +                  +K T      
Sbjct  129  
PRMAYLNKMDRVGADFHRAVAMIRKRLQANAVPVQLPIGSEDSFRGIIDLVKDTAIIYQD  188

Query  158  --------VSLSPEIVLEENTDIEA-
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                    V +  E V E+    E   +++ E +D+LL  Y+ GE I+  +++   
++  
Sbjct  189  
ELGMDFIEVPVPEEFVSEKRLYREHLLESLAEFDDQLLTDYLEGEKITDCQIMAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG---------------------
LFQPIGEQGSA  247
                  PV  G++    G+QPL+DA+T                      +++ + +    
Sbjct  249  
LACRFIPVLCGTSFHNKGVQPLLDAITNYMPSPLEVPPVEGKDPETDDLIYRKVDDH--E  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
             L    FKV+      + V+LR+YSG+L+  D V  A + K     ++ +M    + 
+I 
Sbjct  307  
PLAALAFKVQTDSYVGKLVFLRIYSGSLKTGDIVYNATKGKKERIGRLLKMHANHRQDI-  365

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                A+ GEIV  +        D L   G P  L    +   P P++   I PKT 
A ++
Sbjct  366  --QEAFAGEIVAAVGLKETATGDSLCAEGHPIILESISF---
PEPVITVAIEPKTKADQD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            R+  AL +LA+ DP  R   +  T + +++ +G + LE++   L  ++ +E  V 
+P V 
Sbjct  421  
RIGTALHRLAEEDPTFRTFTNHETGQTLIAGMGELHLEIIIDRLLREFHVEANVGKPQVA  480

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   R  +     I  +   +  +  + L V PL  G G ++E R + G + + 



F  A
Sbjct  481  YKETISRNARGEGKYIK-
QTGGHGQYGHVLLEVEPLPTGKGFEFEDRTTGGIIPKEFMPA  539

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            + +GI+  ++ G+  G+ + D +     G Y+   S+   ++    + L  A+++    
L
Sbjct  540  
ISNGIQEAMDSGILAGYPMVDMRAILVGGSYHEVDSSELAYKIAGALALRDAVEKGKVVL  599

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       IET +++ +  V  G+ P   +  Y 
TDL  
Sbjct  600  
LEPIMKIEITVPEEYMGDVIGDFGSRRGRIETTELQGNYQVVKGKGPLAEMFGYATDLRS  659

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQ  620
             T GR   + +   Y+ A  + V Q
Sbjct  660  LTQGRGNYVMQYNHYERASAEVVEQ  684

>WP_063671653.1 MULTISPECIES: GTP-binding protein [Bacillus]
 OAD48397.1 elongation factor G [Bacillus megaterium]
 PFI66038.1 elongation factor G [Bacillus megaterium]
 PFP07644.1 elongation factor G [Bacillus megaterium]
 PFP17862.1 elongation factor G [Bacillus megaterium]
 PFU56151.1 elongation factor G [Bacillus megaterium]
 PGK58990.1 elongation factor G [Bacillus megaterium]
 PGN04719.1 elongation factor G [Bacillus megaterium]
 PGQ80060.1 elongation factor G [Bacillus megaterium]
 PGR30447.1 elongation factor G [Bacillus megaterium]
 PGX41489.1 elongation factor G [Bacillus megaterium]
 PGZ81154.1 elongation factor G [Bacillus megaterium]
 AVX08494.1 elongation factor G [Bacillus sp. Y-01]
Length=653

 Score = 264 bits (675),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   



Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA



Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_057756444.1 GTP-binding protein [Lactobacillus dextrinicus]
 KRM78972.1 translation elongation factor (GTPase) [Lactobacillus 
dextrinicus 
DSM 20335]
Length=659

 Score = 265 bits (676),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 195/628 (31%), Positives = 317/628 (50%), Gaps = 
41/628 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY SGA+ + G V+ G    D   LE++RGITI 
+  
Sbjct  1    
MKEIVAGIVAHVDAGKTTLSEAMLYQSGALRKLGRVDNGDAFLDPNDLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q++  K+ ++DTPGH+DF A+  + L+VLD AILVISA DG+Q  TR L+  L    
Sbjct  61   
ASMQFNELKLTLLDTPGHVDFAAQTEQVLSVLDYAILVISATDGIQGYTRTLWELLAHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D Q V+  ++++LS + +    + L  ++   E T  E ++ 
+  
Sbjct  121  VPTFIFVNKLDALGADQQQVLTELQNELSTNCVALD-LDLQNDVTTGELT-
AETYEEIAL  178

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++  L++ +    IS EK+    Q+ +    LFPVY+G+A K  G+  L+  +    
+ 
Sbjct  179  CDESALDELMNTGKISDEKI----
QQLIAQRQLFPVYFGAALKLTGVSNLLAGLEHWSKD  234

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +A     VFK+ +TD G+R  +LR+  GTLR   TV L   ++ K+ E+RI 
+  
Sbjct  235  --KAANADFAARVFKISHTDKGERLTWLRVMGGTLR-NKTVLL---
DEQKVNEIRIYNGV  288

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWR---



EDPLPMLRTTIAPKTAAQ  357
            +         GE+            V G     P +      ++  P+++  +      
Q
Sbjct  289  KFTSVPEIRAGEVAA----------
VTGLTATYPGQGLGALVDNSHPVIQPVLNYALEPQ  338

Query  358  RERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             E +   L+AL QL D DP L         E+ +  +G+VQLE++  LL ++Y+L     
Sbjct  339  
EEDIQACLEALQQLEDEDPQLHVTWSKNLQEVHVQIMGQVQLEILRQLLLDRYQLNVSFG  398

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +  V+Y E          H E  P   ++ + L +TP    SG+Q+ +  SL  L+
+++Q
Sbjct  399  KGHVLYKETITAQVEGVGHFE--
PLRHYSEVHLLMTPAPANSGLQFATECSLEMLSKNWQ  456

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----K  529
            + +   ++     G L G  +TD KI    G   +  +   DFR      + Q L     
Sbjct  457  
HQILTSLQAKEHLGVLIGAPITDMKITLISGRASNVHTVGGDFREATWRAVRQGLMMLKA  516

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE--TAQVKKDE----
VVFTGEIPA  583
             +  QLLEP+  F L   Q  + RA +D  +    ++  T++++  +       TG  
P 
Sbjct  517  
TNQCQLLEPWYRFRLTIDQSQVGRAMNDIQRMHGELDLSTSEMRTKQASTMTTLTGTAPV  576

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +QAY  D+  YT+G       ++GY+
Sbjct  577  EQMQAYAQDVQAYTHGLGQLECFVEGYR  604

>WP_056959057.1 elongation factor G [Lactobacillus murinus]
 KRM74947.1 elongation factor G [Lactobacillus murinus DSM 20452 = 
NBRC 14221]
Length=696

 Score = 265 bits (678),  Expect = 8e-76, Method: Compositional 
matrix adjust.
 Identities = 189/689 (27%), Positives = 327/689 (47%), Gaps = 
67/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDNRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G +    V +++D+L A                   D++  Q      
Sbjct  131  
PRIVFINKMDKIGANFDYSVSTIKDRLQANPLPVQMPIGAEDQFEGVIDLVEMQADLYDE  190

Query  157  --------TVSLSPEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                    TV +  E + E  T  E   +A+ + N+ ++EKY+ GE IS+E++ +  
++ 
Sbjct  191  
DASGASWETVPVPEEYLEEAQTRREEMIEALADVNEDIMEKYLGGEEISKEEIKKAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
                 ++PV+ GSA K  G+Q ++D V   L  P+  +   A                  
Sbjct  251  
TLSLDVYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYNATNPDTDEVVELVADDDKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRNEIAE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L DP         E P P+++ ++ PK+ A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPEPVIQVSVEPKSKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEATVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K          +      +  + +  TP   G G ++E+ +  G + + +  +V  
G+
Sbjct  488  
FTKQVQSQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGL  547



Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
KEAMQNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLSLRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++ L             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  608  
KVEVVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLSEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQ---AAVGQPVIQPRRPNS  626
                  +  Y+    A+ + +I+    N+
Sbjct  668  GTFTMTMDHYEPVPKAIQEEIIKKNGGNA  696

>GBD15522.1 Elongation factor G [bacterium HR26]
Length=700

 Score = 265 bits (678),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 313/667 (47%), Gaps = 
65/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G +  PG V +G+   D M  ER+RGITI AA 
T+  
Sbjct  21   
NIGIIAHIDAGKTTTTERILFYTGRVHRPGEVHEGSATMDWMVQERERGITITAAATTCF  80

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    K +
+P +
Sbjct  81   
WRDHRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVHGVEPQSETVWRQADKYHVPRI  140

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEI-------------------  164
             FINK+D+ G + +  +  +R++L A   +I+  + L  +                    
Sbjct  141  
CFINKLDRVGANYERAIDMIRERLKARPAVIQWPIGLEADFRGIIDLIDFRARLYHDELG  200

Query  165  -------VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                   + EE  ++ E W     + + E+N++L+ KY+ GE ++ ++L    +      
Sbjct  201  
QHIEDAEIPEEYREVAETWRHALVEQIAESNEELMLKYLEGEELTPQELRTALRAATISG  260

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------------



VTGLFQPIGEQGSAALCGS  252
             L P+  GSA K  GIQ L+DA                   VTG  +       A 
L   
Sbjct  261  
QLVPILCGSALKNKGIQLLLDAIVDYLPSPLDIPPVRGTNPVTGEEEIREADEEAPLAAL  320

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
             FK++      R  Y+R+YSG L     V  +    RE++ ++  M    + EI   
+  
Sbjct  321  
AFKIQSDPHVGRLTYVRVYSGRLTSGTYVYNSTKNERERVSRLLRMHANHREEI---EYV  377

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+I  ++        D L DP R       + P P++   + PKT A +++L  
AL +
Sbjct  378  
GAGDICAVIGLKKTFTGDTLSDPDRPILLEAIQFPEPVISVAVEPKTRADQDKLALALQR  437

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  +  +D  + + I+S +G + LEV+   +  ++++   +  P V Y E   
RP
Sbjct  438  
LAEEDPTFQVRIDPESGQTIVSGMGELHLEVIVDRMLREFRVGANIGRPQVAYKETITRP  497

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            ++     +  +      +  + L + PL  G G  +E R+  G + + F  AV  
GIR  
Sbjct  498  VRVEGRFVR-
QTGGRGQYGHVWLELEPLPRGGGFIFEDRIVGGVVPKEFIPAVEAGIREA  556

Query  485  LEQ-
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E  G+ G+ V D K     G Y+   S+   F+  A + L++ ++     +LEP 
+   
Sbjct  557  
METGGVAGYPVVDIKAVLVDGSYHEVDSSEMAFKIAASMALKEGVRRGQPVILEPIMRVE  616

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+E+      D       IE  +++    V    +P   +  Y TDL   T 
GR+  
Sbjct  617  
VVTPEEFTGDVIGDLNARRGRIEGMEIRAGSQVVRALVPLATMFGYATDLRSMTQGRATY  676

Query  604  LTELKGY  610
              E   Y
Sbjct  677  TMEFDHY  683

>WP_083429811.1 GTP-binding protein [Blautia sp. Marseille-P3201T]



Length=884

 Score = 269 bits (688),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 183/611 (30%), Positives = 301/611 (49%), Gaps = 
26/611 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + +GILAHVDAGKTTL E +LY +G+I + G V+      DT  LE++RGITI +    
F
Sbjct  6    
LAVGILAHVDAGKTTLAEGILYHTGSIRKVGRVDHQDAFLDTYALEKERGITIFSKQAGF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
              +  ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ   + L+  L++  
IP 
Sbjct  66   
TLNDKEIALLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHVQTLWKLLKEYKIPV  125

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D + ++  ++++L    +       S    LEE        AV 
+ N 
Sbjct  126  FIFINKMDQEGTDKEKLLWELQNRLDKGCVDFTFAKESSSEFLEEL-------
AVCDEN-  177

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             +LEKY+    +S E +    Q+ +    +FP Y+GSA K  GIQ  ++ +      
+  
Sbjct  178  -ILEKYLEQGEVSAEDI----QKMIGKRQVFPCYFGSALKLQGIQEFLEGLD--
LYTVCP  230

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +        VFK+   + G R  +L++  GTL+++  +     E+ K  ++R+       
Sbjct  231  KYKEEFAAKVFKISRDEKGNRLTHLKVTGGTLKVKQMIKGKDWEE-
KADQIRVYDGAGFS  289

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRERL  361
              + A  G +  +   S            L  ++  ++P+  P+L   I        
+ +
Sbjct  290  SVNEALAGSVCAVTGLSHTFAGAC-----
LGAEQMGKEPVLTPVLTYEIQLPEGCDVQNM  344

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L  L +L + DPLL    +    EI    +G VQ+E++ +++ E++ +       S
++Y 
Sbjct  345  
LKKLRELEEEDPLLHILWNEQLGEIHAQVMGEVQIEILKSMIQERFGISVEFGSGSIVYK  404



Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + PL  GSG+++ S  S   L++++Q  V   
+
Sbjct  405  ETITDKVEGIGHFE--
PLRHYAEVHLLLEPLERGSGLEFASDCSEDMLDRNWQRLVLTHL  462

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G L G  +TD KI    G  ++  +   DFR      + Q LK++ + 
LLEP  
Sbjct  463  
EEKAHRGVLTGSEITDMKITLIAGKAHTKHTEGGDFRQATYRAVRQGLKKAKSILLEPVY  522

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             + L  PQE + RA  D  K   + ++ + + +  V TGE P   ++ Y+ ++  
YT G 
Sbjct  523  
EYRLEVPQEMIGRAMTDIQKMYGSFDSPKTEGEMCVLTGEAPVVTMRGYQREVISYTRGM  582

Query  601  SVCLTELKGYQ  611
                  LKGY+
Sbjct  583  GRLFCSLKGYE  593

>WP_066444786.1 GTP-binding protein [Candidatus Stoquefichus sp. 
KLE1796]
 KXU51890.1 putative translation elongation factor G [Candidatus 
Stoquefichus 
sp. KLE1796]
Length=853

 Score = 269 bits (687),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 187/625 (30%), Positives = 312/625 (50%), Gaps = 
45/625 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+ES+LY SG I + G V+      D    ER RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDAGKTTLSESMLYLSGRIRQLGRVDHQNAFLDYDMQERNRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                W   ++ ++DTPGH DF AE+ R+L +LD AI+VI+  DGVQ  +  +++ L   
+
Sbjct  61   
AIINWKDVEITLIDTPGHADFSAEMERTLQILDYAIVVINGLDGVQTHSETIWNLLSHYH  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +FINK+D      + ++ +++ +L      +     +       N D   ++
++  
Sbjct  121  IPTFLFINKMDITSYSQEHLLGNIQSRLD-----EHCFDFT-------
NQDEIFFESIAL  168

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQ  239
             +D LL++Y+  + I  + L+   Q+R     +FPVY+GSA K  G+   MDA+ T   
+
Sbjct  169  VDDDLLDEYMEHQTIQTQSLIPYIQQR----
KIFPVYFGSALKTDGVTVFMDALDTYTKE  224

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P       A    V+KV + + G R  ++++  G+L+ ++ +    ++  K+ ++R  
S 
Sbjct  225  PCYPDEFGA---QVYKVTH-EGGHRLTHVKIVGGSLKTKEKI----
KDDEKVDQIRRYSG  276

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL-PMLRT-----
TIAP  352
             +    + A PG +V L    S++  + LG         +++  L P+L +      
+ P
Sbjct  277  HKYEMLEIATPGMVVALKGLSSIQPGEGLG---------
YKQTSLSPLLSSYMNYRIVLP  327

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                Q + +L  L QL+  DP L         EI +  +G +Q+E++  ++ E++ 
++  
Sbjct  328  DDCDQHQ-
MLKNLQQLSQEDPTLHVTYHQELDEIHIQLMGEIQIEILKNIIQERFHVDVS  386

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              +  ++Y E  L       H E  P   +A + L + PL +GSG+Q+E+  S   
L++S
Sbjct  387  FDQGQILYKETILNPVEGVGHFE--
PLRHYAEVHLLLEPLEVGSGLQFETDCSEDVLSRS  444

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   ++     G L G  +TD KI    G  +   +   DFR      + Q 
LK +
Sbjct  445  
YQRLILTHLQEKEHLGVLTGSPITDMKITLLCGKAHQKHTEGGDFREATYRAVRQGLKMA  504

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F L  P   LSRA +D  +   T E      + ++  GE P  C+Q 
Y  
Sbjct  505  
QSILLEPYYQFRLEIPSTCLSRALYDIEQMHGTFEMPDTSLETIIIEGEAPVACMQNYHQ  564



Query  592  DLAFYTNGRSVCLTELKGYQAAVGQ  616
            ++  Y+ G+      LKGYQ    Q
Sbjct  565  EVIAYSKGKGKLSCSLKGYQPCHNQ  589

>ABO87326.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 250 bits (639),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RVSEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>WP_007048812.1 elongation factor G [Anaerofustis stercorihominis]
 EDS73666.1 translation elongation factor G [Anaerofustis 
stercorihominis 
DSM 17244]
Length=688

 Score = 265 bits (677),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 198/695 (28%), Positives = 321/695 (46%), Gaps = 
79/695 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 



+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGGAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TCHWKGHEINIIDTPGHVDFTVEVQRSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + FINK+D  G D  +VV  + ++L A+                    + +K  
+   
Sbjct  129  
PRIAFINKMDIMGADFYNVVNMISERLGANPVPIQLPIGAEEDFVGIIDLVKMKAFIYHD  188

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             E V  E T+I A              + +  N+++++EKY+ GE IS ++++   
+  V
Sbjct  189  
DEGVDIEETEIPADMVDKAEEYREKLLEEISVNSEEIMEKYLEGEEISEKEIIAALRAGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGS  246
                  PV  G+A K  G+Q L+DAV  L                        P  
++  
Sbjct  249  
IGLDFIPVLCGTAFKNKGVQMLIDAVVNLMPSPLDVPAMVGHNPKTGEEMERHPSDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL+    V  +  GR++   +I  M    
+ +I
Sbjct  309  SALA---
FKIMADPFVGKLAFTRVYSGTLKSGSYVYNSTKGRKERVGRILRMHANDRKQI  365

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D    G+IV I+        D L            E P P++   I PKT A 
+E++
Sbjct  366  ---
DEIRTGDIVAIVGLKDTTTGDTLCAENSQVLLESIEFPDPVISVAIEPKTKAGQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + AL +LA+ DP  R + D  T + I+  +G + LE++   L  ++K+E  V +P 
V + 
Sbjct  423  
ITALVKLAEEDPTFRFKTDDETGQTIIEGMGELHLEIIVDRLLREFKVEANVGKPQVAFK  482

Query  422  ERPLKAA--



SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K A   +    +      +  + + + P   G G ++ S +  G + + +   
V  
Sbjct  483  
EAITKPARSDYKYAKQSGGRGQYGHVVIEIEPNEEGKGYEFVSEIVGGAIPKEYIEPVSK  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  +E G+  G+ V D K+    G Y+   S+   F+    +  + A+ ++G  
L+EP
Sbjct  543  
GIQGAMESGIVAGYEVLDVKVRLVDGSYHDVDSSEMAFKLAGSMAFKDAMAKAGPVLVEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
                 +  P+EYL     D       IE  ++        G +P   +  Y TDL   
T 
Sbjct  603  
IFKIEVVVPEEYLGDVMGDLTSRRGKIEGMELNNGVQTLRGFVPLSEMFQYTTDLRSKTQ  662

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
            GR         Y+ A          P S LDK+++
Sbjct  663  GRGTHTLTFSHYEPA----------PQSMLDKLKN  687

>OGW77013.1 translation elongation factor G [Omnitrophica bacterium 
RIFCSPHIGHO2_02_FULL_46_20]
Length=693

 Score = 265 bits (678),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 204/675 (30%), Positives = 319/675 (47%), Gaps = 
82/675 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V++GTT  D M  E++RGITI 
+A T
Sbjct  11   
KLRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVDEGTTSMDFMVQEQERGITIMSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDGA++V  A  GVQ Q+  ++    
K N+
Sbjct  71   
ASFWKDKNINIIDTPGHVDFTVEVERSLKVLDGAVVVFCAVGGVQPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +  +VV+ +  +L A                   D+I  + V    
Sbjct  131  
PRIAFINKMDRTGANFLAVVEQISSRLGARPLILQIPIGLEANFSGMIDLITMKAVVYKG  190



Query  163  EIVLEENTDIEAWD-------AVIENNDKLLEKYIAGEPISREKLVREE-------
QRRV  208
            E   +ENT  E  D          E   KL+EK    + I  EK + EE       
+  +
Sbjct  191  E---
DENTTFEVLDIPADLKAIASEYRHKLIEKLGEADEIVMEKYINEEGIYPHEIKEHI  247

Query  209  QDASL----FPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-------G  245
            + A++     PV  G++ K  G+QPL+DA+                 P  E+        
Sbjct  248  
RHATITGKVVPVLCGASAKNRGVQPLLDAIVDYMPSPIDISPVKGKNPETEEEVERKPLD  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLR-----LRDTVALAGREKL-
KITEMRIPSK  299
                CG VFK++      +  YLR+YSG L+        T  L  RE++ K+ +M   
+K
Sbjct  308  DEKFCGLVFKIKADPFVGKLAYLRVYSGILKSGEYTYNSTKGL--
RERVGKLVKMH-ANK  364

Query  300  GEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTA  355
             EIV  + A  G+IV  +   + +  D + D   P  L    +   P P++  +I 
PKT 
Sbjct  365  QEIV--EKACAGDIVAAVGLKNTKTGDTICDEDSPVILEAIHF---
PEPVISMSIEPKTK  419

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A  E+L  AL +L + DP  +   +  T + I+S +G + LEV+   +  ++ +   
V +
Sbjct  420  
ADEEKLGMALNRLEEEDPTFKVTYNKETGQTIISGMGELHLEVIVDRMLREFNVAANVDK  479

Query  416  PSVIYMERPLK---
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   K   A    I  +      +  +   V P   G+G+ + +++  G 
+ + 
Sbjct  480  PQVAYKETITKINRAVGKFIQ-
QSGGRGQYGHVVFDVAPAPKGAGIIFNNKIIGGAIPRE  538

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +G+  G   G L G+ VTD ++    G ++   S+   FR  A I  ++ 
LK  
Sbjct  539  
YIKSVEEGVHEGARNGALAGYPVTDVEVTLVDGSFHEVDSSDIAFRMAAKIGFDEGLKNG  598

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G+ LLEP +   +  P++Y+     D       I     + +  V  G  P   +  
Y T
Sbjct  599  
GSILLEPIMDLEVEVPEKYMGDVIGDLNSRRVRISAINDRHNLKVIRGFAPLNEMFGYST  658



Query  592  DLAFYTNGRSVCLTE  606
             +   T GR+    E
Sbjct  659  TVRSLTQGRATHTME  673

>WP_098238777.1 GTP-binding protein [Bacillus megaterium]
 PET72493.1 elongation factor G [Bacillus megaterium]
 PFK88612.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 264 bits (675),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-



LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEKVIERIRYNKEAD  623

>WP_091526921.1 elongation factor G [Microlunatus soli]
 SDS97374.1 translation elongation factor 2 (EF-2/EF-G) 
[Microlunatus soli]
Length=698

 Score = 265 bits (678),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 186/677 (27%), Positives = 324/677 (48%), Gaps = 
75/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
QVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   K+N++DTPGH+DF  EV R+L VLDGA+ V     GV+ Q+  ++    
+ N+
Sbjct  71   
TCYWKDHKINLIDTPGHVDFTVEVERNLRVLDGAVAVFDGVAGVEPQSMTVWRQADRYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G      V+++R+KL++                   D++  + +
+   
Sbjct  131  
PRICFVNKLDRTGASFDYCVKTIREKLNSVAAVLQVPIGAEADFIGVVDLVRMKALTWRG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  + E+ D+E   A                V E++D+L+E Y+ GE  + E+L    
+R
Sbjct  191  
ETKIGEDYDVEDIPADLQDKADTARAELIETVAEHDDELMEIYLEGEEPTEEQLRGAIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQG--------S  246
             V  +SL  V  G+A K  G+QPL+DAV               F+P  E          
+
Sbjct  251  
AVLSSSLTAVLCGTAFKNKGVQPLLDAVLAYLPSPLDVPAIEGFKPGDESQQIERHPDEN  310

Query  247  
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT-  305
              L    FK+       +  Y+R+YSG L        AG + L  T+ R    G++ 
R  
Sbjct  311  EPLSALAFKIAADPHLGKLTYVRVYSGVL-------
AAGTQVLNSTKQRKERIGKVYRMH  363

Query  306  -------DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                   D+   G+IV ++        + L DP         + P P++   I 
PKT + 
Sbjct  364  
SNKREEIDSVSAGDIVAVMGLKDTTTGETLSDPNSPVVLESMDFPAPVIEQAIEPKTKSD  423

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L +A+ +LA+ DP  R   D  T + I++ +G + L+V+   +  ++K+E  + 
+P 
Sbjct  424  
QEKLSNAIQRLAEEDPTFRVHTDEETGQTIIAGMGELHLDVLIDRMKREFKVEANIGKPQ  483

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   RP++   +T   +   +  +A + +++ P   G+G ++ + V+ G + 
+ + 
Sbjct  484  
VSYRETLRRPVEKVEYTHKKQSGGSGQYARVIINLEPQEAGTGYEFVNAVTGGRIPKEYI  543



Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  GI+  ++ G L G+ V D K+    G Y+   S+   F+    ++ ++A + 
+  
Sbjct  544  
PSVDAGIQEAMQFGVLAGFPVEDIKVTLTDGAYHDVDSSELAFKIAGSMIFKEAARRADP  603

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++YL     D       +++   +    V    +P   +  Y  
DL
Sbjct  604  
AILEPMMRVEVTTPEDYLGTVIGDLNARRGQVQSMDDEHGNKVVVALVPLSEMFGYVGDL  663

Query  594  AFYTNGRSVCLTELKGY  610
               T+G++    E   Y
Sbjct  664  RSKTSGQASYSMEFDSY  680

>WP_075727553.1 elongation factor G [Tissierella creatinophila]
 OLS02146.1 elongation factor G [Tissierella creatinophila DSM 6911]
Length=689

 Score = 265 bits (677),  Expect = 9e-76, Method: Compositional 
matrix adjust.
 Identities = 187/671 (28%), Positives = 317/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGGAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TCMWDDHRINVIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P + FINK+D  G D    V  + D+L A+ +              I   V+++  
+   
Sbjct  129  
PRLAFINKMDINGADFFRGVGMIEDRLKANPVPIQLPIGAEDDFKGIIDLVNMNARVYND  188

Query  166  -LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L EN ++                +  +A+ E+++KL+EKY+ GE  + E+++   
+   
Sbjct  189  



DLGENIEVIDIPEDLKELAAEYREKLIEAISEHDEKLMEKYLEGEEFTTEEIMEGIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
                + PV  G+A K  G+QPL+DA+   L  PI                       
A+ 
Sbjct  249  
LKVEITPVLCGTAYKNKGVQPLLDAIISYLPSPIDIPAVVGTSIDLEEELTREADDDASF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
                FK+       +  Y R+YSG+++    +  + + K  ++  + +    +    
+  
Sbjct  309  
SSLAFKIATDPYVGKLAYFRVYSGSIKSGSYILNSTKGKRERVGRLLLMHANKREEVEEV  368

Query  309  YPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+I  I+   +    D L    DP  L    +   P P++   I PKT A ++
+L  A
Sbjct  369  YAGDIAAIVGLKNTGTGDTLCDEDDPIILENMVF---
PEPVIHVAIEPKTKASQDKLGAA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGNPQVAYKESI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + ++A    +  +      +  + L + P   G G ++ +    G + + + N++  
GI
Sbjct  486  SKNVEAEGKYVK-
QSGGRGQYGHVKLKLDPQEAGKGYEFVNATVGGSVPKEYINSINTGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G+  G+ V D K+    G Y+   S    F+  A +  +Q + ++G  
LLEP +
Sbjct  545  
QEAMQSGIIGGFPVLDVKVTLYDGSYHDVDSNEMSFKIAASMGFKQGMAKAGPVLLEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVIIPEEYMGDVMGDVSSRRGRIEGMELRSGAQVVNAYVPLAEMFGYATDLRSNTQGR  664

Query  601  SVCLTELKGYQ  611
             V   +   Y+
Sbjct  665  GVYSMQFDHYE  675



>WP_012511014.1 elongation factor G [Stenotrophomonas maltophilia]
 ACF51649.1 translation elongation factor G [Stenotrophomonas 
maltophilia 
R551-3]
Length=678

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 204/670 (30%), Positives = 312/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
QWQDGAATTVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRVIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESEGGDVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364



Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L D  +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSDRAQPLRLESIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++A +  +     +      +A + L V+P   G  V +  R+  G + +SF NAV  
G+
Sbjct  485  MRAMAGVVGRLVKQTGGQGQFAHVVLDVSPREDGQ-
VVFNDRIVGGVVPRSFINAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + ++     +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQEGRAEVSGFAPLAQLVGYTTALRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>KPK87120.1 elongation factor G [bacterium SM23_31]
Length=682

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 198/667 (30%), Positives = 316/667 (47%), Gaps = 
72/667 (11%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ SG +   G V +G    D M  E++RGITI +A T+ 
QW   
Sbjct  1    



MAHIDAGKTTTTERILFYSGKVHRMGEVHEGLATMDWMEQEKERGITITSAATTVQWRDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
             +NI+DTPGH+DF  EV RSL VLDGA+++  A  GV+ Q+  ++       +P + 
FIN
Sbjct  61   
IINIIDTPGHVDFTVEVERSLRVLDGAVIIFDAVAGVEPQSETVWRQADNYKVPRIAFIN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS--------  161
            K+D+ G D    + ++R +L A                   D++I + +  +        
Sbjct  121  
KMDRTGADFFKAMDTIRTRLGAHPVPLQIPFGSAELFTGLIDLVIMKAIVYNERSFGTLY  180

Query  162  -----PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
                 P+ +++  + T  +  + + E +D+L+EKYI GE I+ E + R  +     
+ + 
Sbjct  181  
DEMDIPDDLIDQAQQTRKQMLETLSEYDDELMEKYIEGEEINTESIRRAARTATIKSKVI  240

Query  215  PVYYGSAKKGLGIQPLMDAVTGLFQP--------IGEQ--------
GSAALCGS----VF  254
            PV+ GSA +  G+Q L+DA+  L+ P        +G+            AL G      
F
Sbjct  241  PVFCGSAFRNKGVQRLLDAIV-
LYLPSPLDRTELVGKHPKTGQEIVKKMALDGDFMALAF  299

Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-
REKLKITEMRIPSKGEIVRTDTAYPG  311
            K+       R  Y R+YSG ++L   V   ++G RE++        +K E +    
A  G
Sbjct  300  KITTDPYVGRLAYFRVYSGVVKLGSNVYNPVSGKRERIGRLLRMFANKREDI--
SEARMG  357

Query  312  EIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            +IV  +     +  D L   G P  L   R+   P P++   I PKT A  E+L  
+L +
Sbjct  358  DIVAAVGLKHTKTGDTLCNEGHPIMLEGMRF---
PNPVINIAIEPKTKADEEKLAMSLNK  414

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L+D DP  + +VDS T + I+S +G + LE++   L  ++ +   V  P V Y E  
R  
Sbjct  415  
LSDEDPSFKVDVDSETGQTIISGMGELHLEIIVDRLLREFSVAASVGAPQVSYKETIRSS  474

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +S+ PL  G G ++E+++  G + + F   V+ GI   
+



Sbjct  475  
AIAEGKFIKQSGGKGQYGHVKISLEPLPTGKGFEFENKIVSGAIPKEFILPVKKGIENAM  534

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ + D K     G Y++  S+   FR    +  + A K++G  LLEP +   
+
Sbjct  535  
KNGIVAGYPIVDVKATLLDGTYHAVDSSELAFRVAGSMAFQAAAKKAGAILLEPIMKLDV  594

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI-
PARCIQAYRTDLAFYTNGRSVC  603
              P+ YL     D       IE     KD V F   I P   +  Y T L   T 
GR+V 
Sbjct  595  IVPENYLGDVISDITARRGKIEGID-
DKDNVKFVRSIVPLNEVFGYSTALRSITQGRAVF  653

Query  604  LTELKGY  610
              E   Y
Sbjct  654  SMEFYQY  660

>WP_016764228.1 GTP-binding protein [Bacillus megaterium]
Length=653

 Score = 264 bits (675),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 184/640 (29%), Positives = 314/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+  ++       Q+ +Q   LFP   GSA +  GI+  ++ V  L 



+  
Sbjct  178  DEELLDAFMEGKN-
AQAYWRAAMQKLIQTNQLFPCASGSALQDFGIKEFLEKVDLLTETR  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
              Q   A  G V+K+ + + G R  +++  SG L++RD VA   +  L   K T+
+R  +
Sbjct  237  YSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGKLQVRDEVAYEKKGDLYEEKTTQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+E 
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNIEV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGIIFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++ +  + + + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSANGRFDSPETTESKAIITGKVPVATFMTYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>ABO87360.1 TetM, partial [Streptococcus pyogenes]
Length=216



 Score = 250 bits (639),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KSNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>WP_063724116.1 GTP-binding protein [Lactobacillus plantarum]
 KZT82483.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L   
+
Sbjct  61   



ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLAHYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDRLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  



Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSIATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_068453776.1 GTP-binding protein [Kurthia sp. 11kri321]
 AMA62102.1 small GTP-binding domain protein [Kurthia sp. 11kri321]
Length=641

 Score = 264 bits (674),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 178/611 (29%), Positives = 285/611 (47%), Gaps = 
33/611 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I   G V+      D   +E+QRGIT+ A   
+F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKSIRTIGRVDHQNAHLDLHEIEQQRGITVFAEQATFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF AE+ RS+  LDGAIL+++  DGVQ  T  ++  LRK  
IPT+ 
Sbjct  65   
RENDYTVIDTPGHVDFAAEMERSIMALDGAILLLNGTDGVQGHTETVYRLLRKYRIPTLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN----  181
            F+NK+D    +  +V + ++ +L                 +E       W   IE     
Sbjct  125  FVNKMDLISANAATVTEEIQQEL-----------------
MEYALPFHDWATGIEEFAGR  167

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++ LE Y+  E +S  +  +   +      L P+ YGSA K  GI   ++ +  L 
QP 
Sbjct  168  DEQYLEDYLE-
ESLSESEWQKRLSKAFMVQELSPILYGSALKDEGIDFALEVLDTLLQP-  225

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             +  S  L G ++K+ + +  QR  +++++ G+L++RD V   G    KIT++R     
+
Sbjct  226  -QHKSGELQGMIYKIRHIEQNQRMAFIKIHQGSLKVRDDVRCGGN-
WFKITQIRKYHGKK  283

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                  A  G+ V ++      +   +G+ T      +  D  P +RT I  + A   



+ 
Sbjct  284  FEELQRAEAGDTVAVIGLKEATVGMGVGEFT----
PSYEIDLRPTMRTQIVYEGALHPKE  339

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL     L   DP L         +I L  +G +QLEV+  +  E++  +    EP
++IY
Sbjct  340  
LLAYCRLLEAEDPALSVTWQEEIQKITLHIMGEIQLEVLQQIFEERFSEQIAFTEPTIIY  399

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E   +      H E  P   +A + L + P   G+G++  S+     L    QN 
++  
Sbjct  400  KETIQQTVRGYGHFE--
PLKHYAEVHLQIEPNERGAGIEVTSKCHPNDLAIGLQNMIQQS  457

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +     +G+  G  +TD ++    G  +   +   DFR      L Q L+++  
QLLEPY
Sbjct  458  
LIEKKHRGILTGSEITDLRVTILTGRSHPKHTEGGDFREATLRALRQGLEQAENQLLEPY  517

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF L    E   R   D     A ++  Q   ++V  TG  P   ++ Y    A  
TNG
Sbjct  518  
YSFSLKVHHELFGRIVTDVTNRHAQVDEPQFMGEQVYMTGRAPVATMRDYPIQFAASTNG  577

Query  600  RSVCLTELKGY  610
            R      + GY
Sbjct  578  RGSLQLRVDGY  588

>WP_090871934.1 GTP-binding protein [Oceanobacillus limi]
 SET67753.1 small GTP-binding protein domain-containing protein 
[Oceanobacillus 
limi]
Length=651

 Score = 264 bits (675),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 172/612 (28%), Positives = 299/612 (49%), Gaps = 
23/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY +  I   G V+      D+  +E+QRGITI A    
F +
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTKTIHNRGRVDHKDIFLDSHEIEKQRGITIFADQAIFTY  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GV+  T  ++  L++ N
+PT  
Sbjct  65   
QGSTYYLLDTPGHVDFSPEMERAIQVMDYAIVILSAVEGVEGHTETIWQLLQQHNVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+ G D+  V+  +R  LS +      V L+ +   +EN +    + + E 
+++L
Sbjct  125  FLNKTDREGADINRVMSEIRSNLSDN-----AVELTSDF-
RKENMNEMLVEFIAERDEQL  178

Query  186  LEKYI--
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            L+ Y+    EP   EK     ++ ++   +FP + GSA K  G++  +D V  L      
Sbjct  179  LDTYMETGYEP---EKWYHALKKLIKRNRIFPCFRGSALKDEGVREFLDIVDHL-
SDTSY  234

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKG  300
                   G V+K+ +   G R  +++ + G+LR+RD V+  G       KIT +R+ 
+  
Sbjct  235  
SSKEKFAGQVYKIRHDTNGNRVTFIKAFRGSLRVRDEVSYGGEANQVTEKITHVRVYNGV  294

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              V  D    G++  +L      + D +G+     +K+   + +P LRT +    +   
+
Sbjct  295  NHVNVDEVTAGDLFAVLGITKAEIGDSIGE----
TKKKANFEMVPTLRTKVVFDPSISTK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             ++D   +L   DP L+   D    EI +  +G +QLEV+  ++ +++  +   +
+P ++
Sbjct  351  
EMIDCFQRLDAEDPSLQVIWDEYFQEIHIHVMGVIQLEVLKQIVKKRFNYDVTFQQPEIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E    +     H E  P    A + L + P    SGV + +      ++   QN 
VR 
Sbjct  411  YKESLTTSVEGYGHFE--
PLRHHAEVHLRLEPAPRNSGVLFANNCHANDMSIGTQNLVRR  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      GL  G  +TD KI    G  +   ++  DFR      L Q L+++   
LLEP
Sbjct  469  



HLFERNHNGLLTGSALTDVKITLLTGRAHPKHTSGGDFREATYRALRQGLEKAENILLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +    + + +   D  +     ET + ++++ +  G++P      Y+ +LA  
T+
Sbjct  529  
YYDFKIKVDLDDMGKVLTDIQQANGFFETPKTEEEKAIIVGKVPVATFMNYQAELASSTH  588

Query  599  GRSVCLTELKGY  610
            G+ V      GY
Sbjct  589  GKGVISLRFGGY  600

>OGW99723.1 translation elongation factor G [Omnitrophica bacterium 
RIFCSPLOWO2_02_FULL_45_16]
Length=693

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 204/675 (30%), Positives = 320/675 (47%), Gaps = 
82/675 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V++GTT  D M  E++RGITI 
+A T
Sbjct  11   
KLRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVDEGTTSMDFMVQEQERGITIMSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDGA++V  A  GVQ Q+  ++    
K N+
Sbjct  71   
ASFWKDKNINIIDTPGHVDFTVEVERSLKVLDGAVVVFCAVGGVQPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +  +VV+ +  +L A                   D+I  + V    
Sbjct  131  
PRIAFINKMDRTGANFLAVVEQISSRLGARPLILQIPIGLEANFSGMIDLITMKAVVYKG  190

Query  163  EIVLEENTDIEAWD-------AVIENNDKLLEKYIAGEPISREKLVREE-------
QRRV  208
            E   +ENT  E  D          E   KL+EK    + I  EK + EE       
+  +
Sbjct  191  E---
DENTTFEVLDIPPDLKAIASEYRHKLIEKLGEADEIVMEKYINEEGIYPHEIKEHI  247

Query  209  QDASL----FPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-------G  245
            + A++     PV  G++ K  G+QPL+DA+                 P  E+        
Sbjct  248  



RHATITGKVVPVLCGASAKNRGVQPLLDAIVDYMPSPIDISPVKGKNPETEEEVERKPLD  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLR-----LRDTVALAGREKL-
KITEMRIPSK  299
                CG VFK++      +  YLR+YSG L+        T  L  RE++ K+ +M   
+K
Sbjct  308  DEKFCGLVFKIKADPFVGKLAYLRVYSGILKSGEYTYNSTKGL--
RERVGKLVKMH-ANK  364

Query  300  GEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTA  355
             EIV  + A  G+IV  +   + +  D + D   P  L    +   P P++  +I 
PKT 
Sbjct  365  QEIV--EKACAGDIVAAVGLKNTKTGDTICDEDSPVILEAIHF---
PEPVISMSIEPKTK  419

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A  E+L  AL +L + DP  +   +  T + I+S +G + LEV+   +  ++ +   
V +
Sbjct  420  
ADEEKLGMALNRLEEEDPTFKVTYNKETGQTIISGMGELHLEVIVDRMLREFNVAANVDK  479

Query  416  PSVIYMERPLK---
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   K   A    I  +      +  +   V P   G+G+ + +++  G 
+ + 
Sbjct  480  PQVAYKETITKINRAVGKFIQ-
QSGGRGQYGHVVFDVAPAPKGAGIIFNNKIIGGAIPRE  538

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +G++ G   G L G+ VTD ++    G ++   S+   FR  A I  ++ 
LK  
Sbjct  539  
YIKSVEEGVQEGARNGALAGYPVTDVEVTLVDGSFHEVDSSDIAFRMAAKIGFDEGLKNG  598

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G+ LLEP +   +  P++Y+     D       I     + +  V  G  P   +  
Y T
Sbjct  599  
GSILLEPIMDLEVEVPEKYMGDVIGDLNSRRVRISAINDRHNLKVIRGFAPLNEMFGYST  658

Query  592  DLAFYTNGRSVCLTE  606
             +   T GR+    E
Sbjct  659  TVRSLTQGRATHTME  673

>AMP47122.1 elongation factor Tu GTP binding domain protein 
[uncultured bacterium]
Length=166

 Score = 248 bits (634),  Expect = 1e-75, Method: Compositional 



matrix adjust.
 Identities = 117/145 (81%), Positives = 131/145 (90%), Gaps = 0/145 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+EPGSV+KGTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAEPGSVDKGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQTMK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVR  145
            IPT+ FINKIDQ G+DL  V Q ++
Sbjct  121  IPTIFFINKIDQEGIDLPMVYQEMK  145

>CBL09694.1 small GTP-binding protein domain [Roseburia intestinalis 
M50/1]
Length=902

 Score = 269 bits (688),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 193/624 (31%), Positives = 299/624 (48%), Gaps = 
44/624 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INI +LAHVDAGKTTL+E+LLY SG+I + G V+      DT  +ER RGITI +    
F
Sbjct  6    
INIAMLAHVDAGKTTLSEALLYKSGSIRKAGRVDNKDAFLDTNEMERNRGITIFSKQAVF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +  C+  ++DTPGH+DF AE+ R+L VLD A+L+IS  DGVQ  TR L+  L + 
NIP 
Sbjct  66   
SYGGCEFTLLDTPGHVDFSAEMERTLQVLDYAVLIISGADGVQGHTRTLWRLLARYNIPA  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-----
DIEAWDAV  178
             IF+NK+DQ G D   ++  ++D L            S  +   +NT     D + 
++ V
Sbjct  126  FIFVNKMDQQGTDHDKLLAQIKDTLG-----------
SACVDFSKNTDGTYLDEDFYENV  174

Query  179  



IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               N+K+LE Y+ G  I  E +    ++ +Q   LFP ++GSA K  GI+ L+ A+
+   
Sbjct  175  AVCNEKVLETYLEGGSIGEEDI----
RQMIQKRELFPCFFGSALKMEGIEELLFALSEYT  230

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKIT  292
            +    Q       +VFK+     G R  +L++  G L+ R+ +    + K       
K+ 
Sbjct  231  KMPEYQ--
EKFGATVFKITRDAQGSRLTHLKVTGGVLKARNLLTGHKQNKPEDIWEEKVN  288

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++RI S  +    D    G I  +   S     + LG  T        E  LP+L   
+ 
Sbjct  289  QIRIYSGEKYETKDEVEAGTICAVTGLSYTYPGEGLGIQT--------
ESELPILEPVLT  340

Query  352  PK----
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
             +       Q + ++  LT L + +P L    +    EI +  +G VQ+E++ AL
+S+++
Sbjct  341  
YELILPEGVQPQAMMPKLTMLEEEEPELHIVWNEQLQEIKIQIMGEVQIEILKALISDRF  400

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             +E       ++Y E          H E  P   +A + L + P   GSG+ + + 
VS  
Sbjct  401  GVEVEFGTGKILYRETIADTVEGVGHFE--
PLRHYAEVHLLLEPGETGSGLTFAADVSED  458

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L++++Q  V   +      G L G  VTD K+    G  +   +   DFR        
Q
Sbjct  459  
MLSRNWQRLVLTHLEEKEHVGVLTGSPVTDMKVTLVAGRAHIKHTEGGDFRQATYRAFRQ  518

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             LK++ + LLEP+  F L  P E + RA +D        +      +  V TG +P   
+
Sbjct  519  
GLKQAQSVLLEPWYDFRLEIPNECIGRAMNDIEGMSGKFDAPDRNGEMAVLTGIVPVASM  578

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            + Y  D+  YT G       L GY
Sbjct  579  RDYAKDVTAYTKGHGSLTCTLHGY  602

>WP_040467015.1 elongation factor G [[Eubacterium] brachy]



Length=687

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 319/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHDGGATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW  C++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++    
K  +
Sbjct  69   
TAQWRDCRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKSGVEPQTETVWRQAEKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G +   V+ +V+D+L A+++              I   +++  
EI  +
Sbjct  129  
PRMIFVNKMDVLGANYYKVIDNVKDRLRANVVPIQLPIGAEDTFVGIVDLIAMKAEIYKD  188

Query  168  ------ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E  DI A        W     ++V E +++L+ K++ GE ++R++++   
+++ 
Sbjct  189  
DLGKEFEVVDIPADMAETAQEWREKLIESVAETDEELMMKFLEGEELTRDEIIATIRKQT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGS-  246
                + P+  GSA K  G+Q ++DA+                         +P  +
+G  
Sbjct  249  
IKGEMIPMTCGSAYKNKGVQMMLDAIVDFMPSPLDIPAIKGVIPSTEEEAERPADDKGPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       +  + R+YSG++     V       +E++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMADPYVGKLAFFRVYSGSIEAGSYVYNSTKGHKERIGRILQMHANDRKEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             R    Y G+I   +   +    D L D          + P P++   I PKT A 
+E++
Sbjct  366  ERV---



YAGDIAAAVGLKNTTTGDTLCDEKNEIILESMDFPEPVIEIAIEPKTKAGQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              +L +LA+ DP  R   +  T + I++ +G + LE++   L  ++K+E  V +P 
V Y 
Sbjct  423  
GMSLAKLAEEDPTFRTYTNEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYK  482

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E     A   +    +      +  + + + P   GSG ++++ +  G + + +   
+ +
Sbjct  483  
ETITGEADVDNKYAKQSGGRGQYGHVKIKIYPREAGSGFEFKNSIVGGAIPKEYIPKIEE  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  +E G L G+ V D  +    G Y+   S+   F+    +   +A K++   
LLEP
Sbjct  543  
GIKESMETGPLAGYQVVDVGVELYDGSYHEVDSSEMAFKIAGSMAFREAAKKASPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
                 +  P+EY+     D       IE + +    V     +P   +  Y TDL   
T 
Sbjct  603  
IFKVEVIVPEEYMGDVIGDISGRRGRIEGSDMDNGAVTVRAMVPLSEMFGYATDLRSRTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR     +   Y+
Sbjct  663  GRGNYSMQFSHYE  675

>OGP77075.1 translation elongation factor G [Deltaproteobacteria 
bacterium 
RBG_16_64_85]
 OGQ00607.1 translation elongation factor G [Deltaproteobacteria 
bacterium 
RBG_19FT_COMBO_60_16]
Length=686

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 201/675 (30%), Positives = 306/675 (45%), Gaps = 
70/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     G V +G  + D +  ER+RGITI 
AAVT
Sbjct  19   
KVRNIGIIAHIDAGKTTFTERVLFYAGVTHRMGEVHEGDAQMDYLPQERERGITITAAVT  78



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W   +V+++DTPGH+DF  EV RSL VLD A+++     GV+AQ+ +++    
+  +
Sbjct  79   
QFSWLGAEVHLIDTPGHVDFTIEVERSLRVLDAAVVIFEGVAGVEAQSEVVWRQADRHRV  138

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINKID+ G D   V+  ++  L A                   D++  + +  
S 
Sbjct  139  
PRLAFINKIDRPGADFDRVIAEMKKNLGARGVPVTVPLFLDGAFRSVADLLTMERLEFS-  197

Query  163  EIVLEENTDIEAWDAVIENNDK--------------------
LLEKYIAGEPISREKLVR  202
                E     E   A + + +K                    + EK++AGE I    
L  
Sbjct  198  ----
ENGEGSEVRRAPLSDEEKTGVARYREALLEAAADADDAVAEKFLAGEEIPLPLLRG  253

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGE  243
              ++    A  FPVY G+A +  GIQP+MD +                   TG+      
Sbjct  254  
AVRKGTIAARFFPVYAGAALRNKGIQPVMDGIVHFLPSPVEAPPMRGDNPRTGVPAKREP  313

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGE  301
               A     VFKV   + G+R VYLR+YSG +   D V  A  G E+ KI  +      
+
Sbjct  314  SPQAPFSALVFKV-LIEEGRRTVYLRVYSGKVSEGDVVYNATTGGEE-
KIARLFRIHAAK  371

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              R + A  G+IV  +   S R  D L DP         E   P++   + P+T    
+R
Sbjct  372  
KERIEEARAGDIVGAMGVKSARTGDTLSDPKVPIVYESIEIRKPVVSIAVEPRTLRDMDR  431

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L D L  + D DP L C  D+ T +I+LS +G + LEV+   L+  + L     +P 
V+Y
Sbjct  432  
LRDTLDNIIDEDPTLSCREDADTGQILLSGMGELHLEVLVERLARDFGLAVRTGKPQVVY  491

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +A  A      E+        I LSV P   GSGV+   R+ L  L Q   
+AV 
Sbjct  492  



RETVSEAGEAETVFEREIAERLVSVKIALSVRPAPRGSGVKISDRLRLLSLPQEAADAVE  551

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R G   G+ G+ V D  +   +  + S  ++P   +  A      A ++    
LLEP
Sbjct  552  
QGVREGTFTGILGYPVDDVTVEVSHVEFLSGTASPLVAKVAAVRAFLIACEKGRPYLLEP  611

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P E+L     D       +     +++  + + ++P + +  Y T L   
+ 
Sbjct  612  
IMEVEIHVPDEFLGGVIGDINSRRGRVTLVDRRQEASLLSAQVPLKEMFGYVTALRSLSQ  671

Query  599  GRSVCLTELKGYQAA  613
            GR   L +   Y  A
Sbjct  672  GRGTYLMKFSHYDRA  686

>WP_002681223.1 elongation factor G [Treponema denticola]
 NP_970899.1 elongation factor G [Treponema denticola ATCC 35405]
 Q73R08.1 RecName: Full=Elongation factor G 1; Short=EF-G 1
 AAS10780.1 translation elongation factor G [Treponema denticola 
ATCC 35405]
 EMB36296.1 elongation factor G 1 [Treponema denticola ATCC 35404]
 EMB41118.1 elongation factor G 1 [Treponema denticola ATCC 33521]
Length=683

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 317/670 (47%), Gaps = 
73/670 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G ++ G    D M  E+ RGITIQ
+A T
Sbjct  4    
KMRNIGIMAHIDAGKTTTTERILFYTGKIHKIGEIDDGQATMDWMAQEQDRGITIQSAAT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V+ A  GVQ QT  ++H   
+  +
Sbjct  64   
TTYWKNFQINIIDTPGHVDFTAEVERSLRVLDGAVAVLCAVGGVQPQTETVWHQADRYKV  123

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----WD  176
            P + F+NK+D+ G D  +V++ V +K   +++  Q + +      E   D+ A     
WD
Sbjct  124  PRICFVNKMDRIGADFFAVLKDVHEKFGVEVMPVQ-



IPIGASDSFEGVIDLIAMKEIHWD  182

Query  177  AVIEN------------------------------
NDKLLEKYIAGEPISREKLVREEQR  206
            A  E                               +D++ E  + G+ +  E + 
+E ++
Sbjct  183  
AATEGEKYEYTAIAQERLALAEEWREKMLDTISSASDEITELILEGKDVPEELIKKEIRK  242

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSAALC----  250
             V + S  P   GSA+K +G+QPL+DAV               F P  E+  +  C    
Sbjct  243  
AVLNQSYIPFLCGSARKNIGVQPLIDAVVDFLPAPNEVLPAEAFNPKKEEKLSVPCKAEG  302

Query  251  ---GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE--MRIPS-
KGEIVR  304
               G VFK++Y        Y+R+YSG ++  D V   G++K +     +R+ S K 
E  +
Sbjct  303  
APLGLVFKIQYDKDAGSLCYVRMYSGKIKSGDQVFNTGKKKRERVNRILRMHSNKSE--Q  360

Query  305  TDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D+   G+I +     + +  D LG   +       + P P++  ++ PK+ ++ 
+RL +
Sbjct  361  
MDSVQAGDIAVFIGLKISQTGDTLGSEGQPLLLESMQFPEPVISVSVEPKSLSESDRLKE  420

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L  L+  DP      DS T ++I+S +G + ++V++  + + +K+E  V  P V 
Y E 
Sbjct  421  
VLEILSKEDPTFTSREDSETGQLIISGMGELHIDVLTRRMLDDFKVEARVGNPQVTYRES  480

Query  424  --PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV---------
SLGYLNQS  472
                K  +     ++      A + L+V PL  GSG ++ S+V             
L + 
Sbjct  481  
ITTEKTQTEKYSKQLGGKDNEAELTLTVRPLERGSGNRFVSKVKTFQKSGSGGTNALPED  540

Query  473  FQNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
               AV+  I      G+  G+  TD ++      Y    +TP  + + A    + A   
+
Sbjct  541  
LLEAVKRSIEGCFSSGIKVGYPCTDIEVELVSVKYNELTATPFAYEAAAAKCFDDACSAA  600

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  + +P+E++  A     +    I +   K    +   + P   +  
+ T



Sbjct  601  
APVLLEPVMAVDIMSPKEFVGDAMSQITQRGGLISSMDSKASTDIVHAQAPMAKMFGFST  660

Query  592  DLAFYTNGRS  601
            DL   T GR+
Sbjct  661  DLRSATQGRA  670

>ABO87319.1 TetM, partial [Streptococcus pyogenes]
 ABO87332.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 250 bits (638),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>APO27240.1 Elongation factor G C-terminus [uncultured bacterium]
Length=146

 Score = 247 bits (631),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 110/145 (76%), Positives = 128/145 (88%), Gaps = 0/145 
(0%)

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            +TDCKICFEYGLYYSPVSTPADFR L+PIVLEQALK++GT+LLEPYL F 



+YAPQEYLSR
Sbjct  1    
MTDCKICFEYGLYYSPVSTPADFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSR  60

Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            AYHDAP+YCA I + Q+K DEV+  GEIPARCIQ YR DL ++TNG+ 
VCLTELKGYQ A
Sbjct  61   
AYHDAPRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQGVCLTELKGYQPA  120

Query  614  VGQPVIQPRRPNSRLDKVRHMFQKV  638
            +G+ + QPRRPNSR+DKVRHMF K+
Sbjct  121  IGKFICQPRRPNSRIDKVRHMFHKL  145

>WP_014562616.1 elongation factor G [Lactobacillus fermentum]
 ADJ41530.1 Elongation factor G (EF-G) [Lactobacillus fermentum CECT 
5716]
 PLT15406.1 elongation factor G [Lactobacillus fermentum]
 PNV58759.1 elongation factor G [Lactobacillus fermentum]
 SPE14127.1 Elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 321/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 



Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP +  +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDQPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678



>WP_074592834.1 elongation factor G [Thermoanaerobacter 
thermohydrosulfuricus]
 SDG39870.1 translation elongation factor 2 (EF-2/EF-G) 
[Thermoanaerobacter 
thermohydrosulfuricus]
Length=689

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 319/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIG++AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGLMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E ++ +LEKY+ GE I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALGTGEEIERKADDSEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FK+       +  + R+YSGTL        AG   L  T+ +    G I+R     
Sbjct  309  SALAFKIMADPYVGKLAFFRVYSGTLN-------
AGSYVLNSTKGKKERVGRILRMHANH  361



Query  306  ----DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D  Y G+IV  +        D L D          + P P++   I PKT A 
+E+
Sbjct  362  
REEIDAVYTGDIVAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P 
V Y
Sbjct  422  
MTMALLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  
AV
Sbjct  482  KETITKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LL
Sbjct  541  
DAGVQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPIMKVEVVVPEEYMGDIIGDINARRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     +   Y+
Sbjct  661  TQGRGTYTMQFHHYE  675

>ABO87318.1 TetO, partial [Streptococcus pyogenes]
Length=216

 Score = 250 bits (638),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 118/216 (55%), Positives = 165/216 (76%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  LGI+ L++ +   F     +G + LCG VFK+EY++  +R VY+R+YSGTL 
LRD +
Sbjct  1    
KNNLGIRQLIEVIASKFYSSTPEGQSELCGQVFKIEYSEKRRRFVYVRIYSGTLHLRDVI  60



Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++ 
+ E+
Sbjct  61   
RISEKEKIKITEMCVPTNGELCSSDTACSGDIVILPNDVLQLNSILGNEMLLPQRAFIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLPML+TTIA K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG+VQ
+EV+ A
Sbjct  121  
PLPMLQTTIAVKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGKVQMEVICA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            +L EKY +E  +KEP+VIYMERPL+ A +TIHIEVP
Sbjct  181  ILEEKYHVEAEIKEPTVIYMERPLRKAEYTIHIEVP  216

>OLA53452.1 translation elongation factor G [Roseburia intestinalis]
Length=902

 Score = 269 bits (688),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 196/621 (32%), Positives = 301/621 (48%), Gaps = 
38/621 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            INI +LAHVDAGKTTL+E+LLY SG+I + G V+      DT  +ER RGITI +    
F
Sbjct  6    
INIAMLAHVDAGKTTLSEALLYKSGSIRKAGRVDNKDAFLDTNEMERNRGITIFSKQAVF  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +  C+  ++DTPGH+DF AE+ R+L VLD A+L+IS  DGVQ  TR L+  L + 
+IPT
Sbjct  66   
SYGGCEFTLLDTPGHVDFSAEMERTLQVLDYAVLIISGADGVQGHTRTLWRLLARYDIPT  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT--
DIEAWDAVIEN  181
             IF+NK+DQ G D + ++  ++D LS+       V  S     E+ T  D + ++ 
V   
Sbjct  126  FIFVNKMDQLGTDHEKLLDQIKDTLSS-----ACVDFSKN---
EDGTYQDKDFYENVAVC  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            N+K+LE Y+ G  I  E  VRE    +Q   LFP ++GSA K  GI+ L+ A++   
+  
Sbjct  178  NEKVLEAYLEGGSIEEES-VRE---



MIQKRELFPCFFGSALKMEGIEELLFALSEYTKMP  233

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKITEMR  295
              Q       +VFK+     G R  +L++  G L+ R+ +    + K       K+ 
++R
Sbjct  234  EYQ--
EKFGATVFKITRDAQGSRLTHLKVTGGVLKARNLLTGHKQNKPEDIWEEKVNQIR  291

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPK-  353
            I S  +    D    G I  +   S     + LG           E  LP+L   +  
+ 
Sbjct  292  IYSGEKYETKDEVEAGTICAVTGLSYTYPGEGLGSQ--------
EESELPILEPVLTYEL  343

Query  354  ---
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  Q + ++  L  L + +P L    +    EI +  +G VQ+E++ AL+S++
+ +E
Sbjct  344  
ILPDGVQPQAMMPKLAMLEEEEPELHIVWNEELQEIKIQIMGEVQIEILKALISDRFGVE  403

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   ++Y E          H E  P   +A + L + P   GSG+ + + VS   
L+
Sbjct  404  VEFGTGKILYRETIADTVEGVGHFE--
PLRHYAEVHLLLEPGETGSGLTFAADVSEDMLS  461

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +      G L G  VTD K+    G  +   +   DFR        
Q LK
Sbjct  462  
RNWQRLVLTHLEEKEHVGVLTGSPVTDMKVTLVAGRAHIKHTEGGDFRQATYRAFRQGLK  521

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEP+  F L  P E + RA +D        +      +  V TG +P   
++ Y
Sbjct  522  
QAQSVLLEPWYDFRLEIPNECIGRAMNDIEGMSGKFDAPDRNGEMAVLTGIVPVASMRDY  581

Query  590  RTDLAFYTNGRSVCLTELKGY  610
              D+  YT G       L GY
Sbjct  582  VKDVTAYTKGHGSLTCTLHGY  602

>WP_026962529.1 elongation factor G [Alicyclobacillus herbarius]
Length=691

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.



 Identities = 193/672 (29%), Positives = 313/672 (47%), Gaps = 
68/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERVLFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWRGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFDAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEENTDIEAWD  176
            P + ++NK+D  G +    V+ +R +L A+ +     I    S    + L EN  I   
D
Sbjct  129  
PRIAYVNKMDILGANFLDCVEQMRTRLGANAVPIQLPIGAEDSFVGLVDLVENRAIIYTD  188

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTTSEAREIPDDMKDLAAEYRTKLIEAVAELDEELMMKYLEGEEITVEELKAGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------
QPIGEQGS-----A  247
                LFPV  GS+ +  G+QP++DAV                    +P+    S     
A
Sbjct  249  
CAVQLFPVLCGSSYRNKGVQPMLDAVVDYLPSPIDVPAINGTTPEGEPVERHSSDDEPFA  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
            AL    FK+       +  + R+YSGTL     V       RE++ +I +M    + 
EI 
Sbjct  309  ALA---
FKIMSDPFVGKLAFFRVYSGTLSSGSYVLNSTKGKRERIGRILQMHANHREEI-  364

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D  Y G+I   +        D L D   +      E P P++   I PKT A +
+++ 
Sbjct  365  --
DMVYAGDIAAAVGLKDTTTGDTLCDEKNVVILESMEFPEPVINVAIEPKTKADQDKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422



             AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+   V +P V 
Y E
Sbjct  423  
LALAKLAEEDPTFRTWTDQETGQTIIAGMGELHLEIIVDRLQREFKVAANVGQPQVAYKE  482

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +          +      +  + + + PL  G+G  +E+++  G + + +  
AV +G
Sbjct  483  
TITQQVDQEGKFVRQSGGRGQYGHVKIILEPLERGAGYVFENKIVGGAIPKEYIPAVDEG  542

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            IR  ++ G+  G+ + D K+    G Y+   S+   F+    + L+   +++G  
LLEP 
Sbjct  543  
IREAMQNGVIAGYPMLDVKVTLYDGSYHEVDSSEMAFKIAGSMALKAGAQKAGPVLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +E  + +    V  G +P   +  Y T L   
T G
Sbjct  603  
MKVEVTVPEEYMGDIMGDINSRRGRVEGMEARAGAQVIRGYVPLSEMFGYSTSLRSRTQG  662

Query  600  RSVCLTELKGYQ  611
            R     E   Y+
Sbjct  663  RGTYTMEFSRYE  674

>WP_079439476.1 GTP-binding protein [Clostridium chromiireducens]
 OPJ62621.1 elongation factor G [Clostridium chromiireducens]
Length=679

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 182/650 (28%), Positives = 313/650 (48%), Gaps = 
34/650 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +LY + +I   G V+   +  D+  +E+QRGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFSEQVLYHTNSIRNRGRVDHKDSFLDSHNIEKQRGITVFSDQGVFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  +VDTPGH+DF  E+ R +A++D AI++IS+ +GVQ  T+ +++ LRK N
+PT+ 
Sbjct  65   
NNSRYYLVDTPGHIDFSTEMERVIAIMDYAIIIISSVEGVQGHTKTVWNLLRKYNVPTIF  124



Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTDI-----
EAWDAVI  179
            FINK+D+ G D   V++ ++  L+ D+      ++ + E  L  NTD      E  
+ V 
Sbjct  125  FINKLDRVGADKDRVIKEIKKDLTHDVFYFDSNLNDNNEKSL-
INTDKFNFGEELVEFVS  183

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E +D LLEKY+ G     E      +  +++  ++P + GSA +  GI+  +  +  
L  
Sbjct  184  EYDDLLLEKYLEGN-
YDYELWYTTLKNLIKECKVYPCFVGSALQDKGIKEFLMDLDKL-T  241

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG--
REKL--------  289
                + +    G V+K+ Y D G R  +++  +GTL+++D V   G  +E+L        
Sbjct  242  
VTNYKENEKFSGRVYKIRYDDSGNRITFIKALTGTLKVKDEVTYGGEIQEELSSDGETKF  301

Query  290  --------
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
                    KI  +RI +  +    D+   G++  +   S     + GD     ++R    
Sbjct  302  NYINEINEKINSIRIYNGSKFKTVDSVNAGDLFAVSGIS---
KAIAGDGIGELKERINYK  358

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
             +P L + +    +     +L     L   DP L    + +  EI +  +G+
+QLEV+  
Sbjct  359  
MVPTLMSKVIFDKSCNVREVLGYFRILEAEDPALNIIWNEVLQEIHVHVMGKIQLEVLKE  418

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ E++ L+       ++Y E   +      H E  P   ++ + L + PL  G+G
+ +E
Sbjct  419  VVDERFDLKIEFGPCQILYKETISEETIGRGHFE--
PLRHYSEVHLKLEPLPRGAGIVFE  476

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            ++     L    QN VR  I      GL  G  +TD KI    G  ++  +   
DFR   
Sbjct  477  
NKCHSDDLTFGNQNLVRTHIFERDHHGLLTGSPITDLKITLLTGRAHNKHTCGGDFREAT  536

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
               L Q L++    LLEPY  F +    E++ R   D  K   T + A++ +D+V+  
G 
Sbjct  537  
FRALRQGLEKVENILLEPYYKFTIEVSSEFIGRVLSDIQKLYGTFDPAEIHEDKVIINGR  596



Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLD  629
             P      Y  ++  +T G+        GY +    + VI+    N   D
Sbjct  597  GPVATFMDYSMEVIAFTKGKGSISLIFDGYDRCHNSKEVIEGTGYNKNAD  646

>WP_098980117.1 GTP-binding protein [Bacillus megaterium]
 PGX76391.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 264 bits (674),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 181/636 (28%), Positives = 310/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQGNQLFPCASGSALQDMGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  R LDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRFLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>KPK98538.1 elongation factor G [Omnitrophica WOR_2 bacterium 
SM23_72]
Length=690

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 199/686 (29%), Positives = 333/686 (49%), Gaps = 
71/686 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTTLTE +L+ +G   + G V +G ++ D M  ER+RGITI AA 
T+  
Sbjct  4    
NIGIMAHIDAGKTTLTERILFYTGKSHKIGEVHEGASQMDWMKQERERGITITAAATTCF  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RSL VLD AI V  A  GV+ Q+  ++H   K N
+P +
Sbjct  64   



WKEHRINLIDTPGHVDFTVEVERSLRVLDAAIAVFCAVGGVEPQSETVWHQSNKYNVPKI  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------------
IKQTVSL  160
            +F+NK+D+ G +   V++ + + L A+++                        I Q  
SL
Sbjct  124  
VFVNKMDRTGANFFDVLKGIEENLDANVVPLVIPIGSEDNFRGVVDLMEMKACIFQEESL  183

Query  161  SPEIVLEE-----NTDIEAW-----DAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQ  209
              E+++E+       D   +     + V   ++ L +KY+ A   I++E+L+R  +
+   
Sbjct  184  
GKEVLIEDIPAELKEDAAKYRHLLLEKVSALDETLTKKYLEAPTSITQEELIRVLRQGTI  243

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG------------
EQGSA---------A  248
               + P+  G+A K  GIQ L+DA+T L+ P              + G A          
Sbjct  244  ANKIVPLLCGAAFKNKGIQKLLDAIT-
LYLPSPMDIPEIKGHNPMDSGKALTRYPDYQEP  302

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSKGEIVR  304
            L    FKV+      + VY+R+YSG L+   +V  A R K     +I +M    +  
I  
Sbjct  303  
LSALAFKVQADPHMGKLVYVRVYSGVLQTGSSVLNATRNKKERIARIVQMHANQRENI--  360

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             + A+ G+IV ++        D L            E P+P++  +IAPK+   ++
+L  
Sbjct  361  -
ECAFAGDIVAVVGLTHTTTGDTLCSKEGPIVLETIEFPIPVVSLSIAPKSRPDQDKLGK  419

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L++L + DP    + D  T E IL+ +G + LE++   L E++ +E +V  P V 
Y E 
Sbjct  420  
GLSKLKEEDPTFLVQSDEETKETILTGMGELHLEIIVDRLKEEFGVEAIVGAPKVAYRET  479

Query  424  PLKAA-SHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K++ +   +I+       +  + + + P     G ++   +  G + +SF  AV  
G+
Sbjct  480  
ISKSSRAEGKYIKQSGGKGQYGHVLMEIAPTQAQEGFEFIDSIKGGAIPKSFIPAVEKGV  539

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +++G L G+ V D K+    G ++   S+   FR  A +  +QA  ++   
LLEPY+



Sbjct  540  
IEAMQKGVLAGFPVVDVKVNLVDGSFHEVDSSELAFRMAAILGFKQAFMQAEPVLLEPYM  599

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            S     P+EY++            I   + K  + + + E+P   +  Y T L   
T+GR
Sbjct  600  
SLEATTPEEYVNAVVGYLGSRRGKILNMESKGKQKIISAEVPLSEMFGYATALRSLTSGR  659

Query  601  SVCLTELKGYQ---AAVGQPVIQPRR  623
                 E   Y    A + Q VI+ ++
Sbjct  660  CNASMEFLKYAQVPAEIAQKVIEEKK  685

>WP_097004485.1 GTP-binding protein [[Clostridium] amygdalinum]
Length=883

 Score = 269 bits (687),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 195/618 (32%), Positives = 307/618 (50%), Gaps = 
36/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E +LY SG I++PG V+   T  DT  LE+ RGITI 
+  
Sbjct  1    
MKQLTIGILAHVDAGKTTLSEGILYISGKITKPGRVDNKNTFLDTYELEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     K  ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  TR L+  L    
Sbjct  61   
AVFDLGGMKATLLDTPGHVDFSAEMERTLRVLDYAILVISGADGVQGHTRTLWRLLSMYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ   D   ++  VR +L  + I     SL+        TD   +D 
+  
Sbjct  121  IPVFLFINKMDQPAADKDRLMSEVRKQLHDNCI---EFSLT-------GTD-
SFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + ++++Y+    +SR+ L+R+    ++  ++FP ++GSA K  GI+ L+  ++  
+  
Sbjct  170  CREDMMDEYLESGIVSRD-LIRQ---
GIRSRTVFPCFFGSALKLQGIEELLTGISE-YAL  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I E   A     +FK+   D G R  +L+L  G+L +++T+   G  + K+ ++RI 
S  



Sbjct  225  IPEY-PAQFGAKIFKITRDDQGNRLTHLKLTGGSLTVKNTLT-
NGTWQEKVNQIRIYSGE  282

Query  301  EIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
                 +   PG I  +   S  +  + LG       +   E P+  P+L   I       
Sbjct  283  RYEAVNEITPGCICAVTGLSQTKPGEGLG------
IEEAYESPVLEPVLSYQITLPDCCD  336

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
              ++L  L QL + +P L    D    EI    +G +Q+E++ +L+ E++ +        
Sbjct  337  
PRQILPKLRQLEEEEPELHIIWDENLQEIQAQIMGEIQIEILKSLILERFGVSVSFDTGR  396

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            ++Y E    P++   H       P   +A + L + P   GSG+++    S   L 
+++Q
Sbjct  397  IVYKETIDNPVEGVGH-----
FEPLRHYAEVHLLLEPGESGSGLEFCLACSEDLLGKNYQ  451

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V + +     +G L G  +TD +I    G  +   +   DFR      + Q 
LKE+ +
Sbjct  452  
RLVLNHLEEKDHKGVLTGSAITDMRITLVSGRAHQKHTEGGDFREATYRAVRQGLKEAHS  511

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY SF L  P+  + RA  D  K   T E      +  V TG  P   ++ Y
+ ++
Sbjct  512  
ILLEPYYSFTLELPESLVGRAMTDIEKMHGTCEITHTDGETSVLTGSAPVATMRNYQKEV  571

Query  594  AFYTNGRSVCLTELKGYQ  611
            + Y+ G       LKGY+
Sbjct  572  SAYSRGMGRLFCTLKGYE  589

>WP_075718252.1 GTP-binding protein [Roseburia sp. 499]
 OLR61100.1 translation elongation factor G [Roseburia sp. 499]
Length=872

 Score = 269 bits (687),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 189/615 (31%), Positives = 306/615 (50%), Gaps = 
34/615 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I I +LAHVDAGKTTL+E++LY SG+I + G V+      D   LER+RGITI 
+  



Sbjct  1    
MGKICIAVLAHVDAGKTTLSEAMLYHSGSIRKMGRVDNQDAFLDNYALERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  TR L+  L
++  
Sbjct  61   
AELKLGEQEITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTRTLWQLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +FINK+DQ G D Q +++ +RD LS +  I  +V  S E           +D 
+  
Sbjct  121  VPVFLFINKMDQPGTDEQVLMEQLRDGLSEN-CIDFSVGESEEF----------
YDNIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
              ++ +E+++    I  E++    ++ +Q+  +FP ++GSA K  G++  ++ +    
Q 
Sbjct  170  CGEEAMEQFLEDGSIKIEQV----
RKMIQERMIFPCFFGSALKEQGVEEFLEGLVAYSQV  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   +   A    VFK+   + G R  YL++  G+LR++    L G+++ KI +
+RI S 
Sbjct  226  PSYPKEFGA---RVFKIARDEQGNRLTYLKVTGGSLRVK--TILPGQQE-
KINQIRIYSG  279

Query  300  GEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
             + +  + A  G I  +   S  R  +  G  + +        PL  P+L   I      
Sbjct  280  EKYITVEEAEAGTICAVTGLSQTRPGEGFGMESEVSV------
PLLEPVLTYQILLPEGM  333

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L  L QL + +P L    +    EI +  +G VQ+E++  L+ E++ +E      
Sbjct  334  
DAAVALPKLRQLEEEEPELHIVWEEQLQEIRVQVMGEVQIEILKYLVKERFGIEIEFGAG  393

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +++Y E          H E  P   +A + L + P   GSG+Q+ +  S   L+++
+Q  
Sbjct  394  NIVYKETIRNVVEGVGHFE--
PLRHYAEVHLRMEPGEPGSGLQFATECSEDVLSRNWQRL  451

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +     +G L G  +TD KI    G  +   +   DFR      + Q LK++ 
+ L



Sbjct  452  
ILTHLEEKEHKGVLTGAPITDIKITLTTGRAHQKHTEGGDFRQATYRAVRQGLKQAESVL  511

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY SF L  P+  + RA  D  +     ET +++    V TG  P   +Q Y  
++  
Sbjct  512  
LEPYYSFRLEVPESSIGRAMTDLERMHGVFETPEIQNGRAVLTGSAPVALLQDYPKEVTA  571

Query  596  YTNGRSVCLTELKGY  610
            YT G       + GY
Sbjct  572  YTRGEGKLFCTILGY  586

>KPJ81771.1 elongation factor G [Gemmatimonas sp. SG8_23]
Length=699

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 192/677 (28%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLFYTGRVHRVGEVHDGAATMDWMEQEQERGITITSAATTAH  71

Query  65   WHRC----
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            W R     ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GV+ Q+  ++    
+  
Sbjct  72   
WTRFGTEHRINIIDTPGHVDFTAEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQADRYG  131

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS  161
            +P + F+NK+D+ G D  +VV  +RD+L A                   DII +++
+   
Sbjct  132  
VPRIAFVNKMDRIGADFMNVVDMMRDRLGANAHPVQYPLGEGELFTGMVDIIERKSIIFE  191

Query  162  ------------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                        P+ + ++  ++ A   +A IE++D+L+EKY AGE ++ ++     
+  
Sbjct  192  
DEMGSKITEGGVPDGLKDKIEELRATLLEAAIEHDDELIEKYFAGEELTDDEFRHAIRAA  251

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQG----------------SA  247
                 +FPV+ GSA K  G+Q L+D V   L  P+     QG                 



A
Sbjct  252  
TNKGVIFPVFCGSAFKNKGVQALLDGVIDYLPSPVDVPAIQGHLPQHDETYDTREASDDA  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
                  FK+       +  + R+YSG+L     +  A  G RE++ +I +M    + 
E+ 
Sbjct  312  
PFAALAFKIATDPYVGKLTFFRVYSGSLPSGSYIYNATKGKRERVGRILQMHANKRDEL-  370

Query  304  RTDTAYPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              D  + G+I   +    V+  D L    DP  L   ++   P P++   I PKT 
A ++
Sbjct  371  --DEVFAGDIAAAIGLKDVKTGDTLCIETDPIILEAMKF---
PEPVIAVAIEPKTKADQD  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L + L +LAD DP  R   D  T+++I+S +G + LE++   L  ++ +E  +  
P V 
Sbjct  426  
KLTNGLVKLADEDPTFRVHTDPETNQVIISGMGELHLEIIVDRLKREFGVEANIGRPQVA  485

Query  420  YME----
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            Y E    R  K  +  +  +      +  + +++ P   GSG  +E  +  G + + 
+ +
Sbjct  486  YRETIRNRAEKVEAKFVR-
QTGGRGQYGHVVINIEPSEPGSGFVFEDMIVGGVIPREYIS  544

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  L+ G+  G+ V D KI    G Y+   S+   F+    + +++ L++
+   
Sbjct  545  
SVEAGLKEALDSGILAGFPVIDVKIELVDGSYHDVDSSEMAFKIAGSMAMKEGLRKAKAV  604

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P EY+     D       +     +    V    +P   +  Y 
T L 
Sbjct  605  
LLEPIMDVEVVTPAEYMGDIIGDLSSRRGKVGGMTDRAGARVIGASVPLGEMFGYSTTLR  664

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR+V   +   Y+
Sbjct  665  SLSQGRAVYTMQFAHYE  681

>WP_047932425.1 GTP-binding protein [Bacillus megaterium]
 KLV30598.1 elongation factor G [Bacillus megaterium]
Length=653



 Score = 264 bits (674),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 180/634 (28%), Positives = 311/634 (49%), Gaps = 
28/634 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFLY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+  ++       Q+ +Q   LFP   GSA +  GI+  ++ V  L 
+  
Sbjct  178  DEELLDAFMEGKN-
AQAYWRAAMQKLIQTNQLFPCASGSALQDFGIKEFLEKVDLLTETR  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
              Q   A  G V+K+ + + G R  +++  SG L++RD VA   +  L   KIT+
+R  +
Sbjct  237  YSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGKLQVRDEVAYEKKGDLYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                   +    GE+  +    S  + D LG    L   R  E  LP L++ +  + 
+  
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R+  +     L   DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+EP 
Sbjct  352  
RKEGIKLFQLLDAEDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEEPE  411



Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN V
Sbjct  412  ILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGIIFENACHADDLSVGYQNLV  469

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            R  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L+++   
+L
Sbjct  470  
RQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAENIVL  529

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F +    + + R   D        ++    +++ + TG++P      Y + 
LA +
Sbjct  530  
EPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLASF  589

Query  597  TNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            T+G+        GY+    +  VI+  R N   D
Sbjct  590  THGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>EGC78697.1 elongation factor G 1 [Treponema denticola F0402]
Length=683

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 317/670 (47%), Gaps = 
73/670 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G ++ G    D M  E+ RGITIQ
+A T
Sbjct  4    
KMRNIGIMAHIDAGKTTTTERILFYTGKIHKIGEIDDGQATMDWMAQEQDRGITIQSAAT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V+ A  GVQ QT  ++H   
+  +
Sbjct  64   
TTYWKNFQINIIDTPGHVDFTAEVERSLRVLDGAVAVLCAVGGVQPQTETVWHQADRYKV  123

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----WD  176
            P + F+NK+D+ G D  +V++ V +K   +++  Q + +      E   D+ A     
WD
Sbjct  124  PRICFVNKMDRIGADFFAVLKDVHEKFGVEVMPVQ-



IPIGASDSFEGVIDLIAMKEIHWD  182

Query  177  AVIEN------------------------------
NDKLLEKYIAGEPISREKLVREEQR  206
            A  E                               +D++ E  + G+ +  E + 
+E ++
Sbjct  183  
AATEGEKYEYTAIAQERLALAEEWREKMLDTISSASDEITELILEGKDVPEELIKKEIRK  242

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSAALC----  250
             V + S  P   GSA+K +G+QPL+DAV               F P  E+  +  C    
Sbjct  243  
AVLNQSYIPFLCGSARKNIGVQPLIDAVVDFLPAPDEVLPAEAFNPKKEEKLSVPCKAEG  302

Query  251  ---GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE--MRIPS-
KGEIVR  304
               G VFK++Y        Y+R+YSG ++  D V   G++K +     +R+ S K 
E  +
Sbjct  303  
APLGLVFKIQYDKDAGSLCYVRMYSGKIKSGDQVFNTGKKKRERVNRILRMHSNKSE--Q  360

Query  305  TDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D+   G+I +     V +  D LG   +       + P P++  ++ PK+ ++ 
+RL +
Sbjct  361  
MDSVQAGDIAVFIGLKVSQTGDTLGSEGQPLLLESMQFPEPVISVSVEPKSLSESDRLKE  420

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L  L+  DP      DS T ++I+S +G + ++V++  + + +K+E  V  P V 
Y E 
Sbjct  421  
VLEILSKEDPTFTSREDSETGQLIISGMGELHIDVLTRRMLDDFKVEARVGNPQVTYRES  480

Query  424  PL--KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV---------
SLGYLNQS  472
                K  +     ++      A + L+V PL  GSG ++ S+V             
L + 
Sbjct  481  
ITIEKTQTEKYSKQLGGKDNEAELTLTVRPLERGSGNRFVSKVKTFQKSGSGGTNALPEE  540

Query  473  FQNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
               AV+  I      G+  G+  TD ++      Y    +TP  + + A    + A   
+
Sbjct  541  
LLEAVKRSIEGCFSSGIKVGYPCTDIEVELVSVKYNELTATPFAYEAAAAKCFDDACSTA  600

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  + +P+E++  A     +    I +   K    +   + P   +  
+ T



Sbjct  601  
DPVLLEPVMAVDIMSPKEFVGDAMSQITQRGGLISSMDSKASTDIVHAQAPMAKMFGFST  660

Query  592  DLAFYTNGRS  601
            DL   T GR+
Sbjct  661  DLRSATQGRA  670

>WP_087374817.1 GTP-binding protein [Butyricicoccus pullicaecorum]
 OUP50482.1 translation elongation factor G [Butyricicoccus 
pullicaecorum]
Length=854

 Score = 268 bits (686),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 199/624 (32%), Positives = 303/624 (49%), Gaps = 
44/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SGA+   G V+      DT  +ER+RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGLLYLSGALRRRGRVDHKDAFLDTDAIERERGITIFSKQ  60

Query  61   TSFQW-
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
              F      +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T  L+  
L + 
Sbjct  61   
AVFPLGDDVQVTLLDTPGHVDFSAEMERTLQVLDCAILVVSGTDGVQGHTLTLWQLLERR  120

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             IPT +F+NK+D  G D  +++  ++ +LS   I     S +P+ + E         
A+ 
Sbjct  121  GIPTFLFVNKMDLPGADRTALLADLQTQLSDGCI---
DFSDTPDALYE---------ALA  168

Query  180  ENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              +++LL++Y+AGE P   +       RRV     FP ++G+A    G+Q  +D +
+  F
Sbjct  169  TTDEELLDRYLAGEMPTDAQIAGLIASRRV-----
FPCFFGAALPLDGVQEFLDGLS-RF  222

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMR  295
              I +  S      VFK+   + G R  +L++  G+L +R  ++   R +    K+
+++R
Sbjct  223  ARIPDY-
SDDFAARVFKITRDEQGARLTHLKITGGSLTVRSAISGETRGESWQEKVSQIR  281

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP-------



LPMLRT  348
            I S      TD A  G +            V G     P +    DP        P
+L  
Sbjct  282  IYSGTRFQTTDRADAGTVCA----------
VTGLTQTYPGQALGADPGGEAAVLEPVLTY  331

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P        LL  L  + + DPLLR        EI +  +G+VQLEV++ LL 
E++ 
Sbjct  332  
RVLPPDGCDSHTLLQKLRLIEEEDPLLRVLWSEALEEIHIQLMGQVQLEVLTRLLDERFG  391

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L     + +++Y E    A     H E  P   +A + L + P   GSG+  ++R     
Sbjct  392  LAVTFDQGNIVYKETIQNAVIGIGHFE--
PLRHYAEVHLLIEPAERGSGITLDTRCPADQ  449

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L+ S+Q  +   +      G L G  +TD  I    G  +   +   DFR      
+ Q 
Sbjct  450  
LDPSYQRLILTHLAEREHPGVLTGAPLTDVNITVLAGRSHVKHTEGGDFRQATYRAVRQG  509

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ + LLEP+ +F L  PQ  + RA  D  +   T E+   + +  V TGEIP    
+
Sbjct  510  
LMQADSVLLEPWYAFTLRVPQGNVGRAMTDIQRMSGTFESPTQQGEFAVLTGEIPVASAR  569

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  ++  YT+GR      L GY+
Sbjct  570  GYAAEVTAYTSGRGQLSCTLLGYR  593

>WP_106172571.1 elongation factor G [filamentous cyanobacterium 
CCP2]
 PSB16592.1 elongation factor G [filamentous cyanobacterium CCP2]
Length=706

 Score = 265 bits (678),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 194/713 (27%), Positives = 325/713 (46%), Gaps = 
103/713 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHEGTAVTDWMEQERERGITITAAAI  68



Query  62   SFQW-HR--------------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQ  106
            S  W HR               ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  
GVQ
Sbjct  69   
STSWTHRDPGNPNQALAGALEHRINIIDTPGHVDFTIEVERSMRVLDGVITVLDSVGGVQ  128

Query  107  
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-------------  153
             QT  ++    +  +P +IF+NK+D+ G +   V   VRD+L  + +             
Sbjct  129  
PQTETVWRQADRYKVPRIIFVNKMDRTGANFLKVYDQVRDRLRTNAVPIQLPIGSEAQFG  188

Query  154  -IKQTVSLSPEIVLEE-NTDIEAWD------------------
AVIENNDKLLEKYIAGE  193
             I   V +   +   +  TDI+A D                  AV E ND+L+EKY
++GE
Sbjct  189  
GIVDLVRMQAYLYTNDLGTDIQAADIPDEIKETAEEYRTVLLEAVAETNDELIEKYLSGE  248

Query  194  
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE---------Q  244
             +S ++++   ++   + ++ P+  GSA K  G+Q L+DAV        E          
Sbjct  249  
ELSEQEIITALRKGTLEGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPPIQGTLPD  308

Query  245  GSAA---------LCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDT  280
            GS+A         L    FK+   D   R  ++R+YSG L               R
+   
Sbjct  309  GSSAVRHASDEEPLSALAFKI-
MADPYGRLTFVRVYSGILTKGSYVYNATKDKKERISRL  367

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            + L   E+ ++ E+R    G  +     + G+ +     ++ L  +              
Sbjct  368  
IVLKADERQEVDELRAGDLGAALGLKDTFTGDTLCDEDSAIILESLF-------------  414

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P++   + PKT    E+L  AL  L++ DP  R  VDS T++ I++ +G + L
+++ 
Sbjct  415  
IPEPVISVAVEPKTKQDMEKLSKALQSLSEEDPTFRVSVDSETNQTIIAGMGELHLDILV  474

Query  401  ALLSEKYKLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
              +  +YK+E  +  P V Y E   +P +A    +  +      +  + + V P   
G+G
Sbjct  475  DRMKREYKVEANIGAPQVAYRETIRKPTRAEGKFVR-
QSGGKGQYGHVVIEVEPGDPGTG  533



Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADF  516
             ++ S+V  G + + +      G++   E G+  G+ V D K+    G Y+   S+   
F
Sbjct  534  
FEFVSKVVGGTVPKEYIAPAEQGMKEACESGIVAGYPVIDLKVTLVDGSYHDVDSSEMAF  593

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            +    + +++A+ ++   LLEP +   +  P++++     D       IE    ++    
Sbjct  594  
KIAGSMAIKEAVMKASPVLLEPTMKIEVEVPEDFIGNVIGDLNSRRGQIEGQDTEQGTAK  653

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  
626
             T ++P   +  Y TD+   T GR     E   Y      V + +I   + N+
Sbjct  654  VTAKVPLAEMFGYATDIRSKTQGRGTFTMEFSHYDEVPRNVAETIIAKSKGNA  
706

>WP_086874619.1 elongation factor G [Lactobacillus johnsonii]
 OUL55079.1 translation elongation factor G [Lactobacillus 
johnsonii]
Length=698

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 185/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S E              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSAETFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    



++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDGIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNSRERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPAHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             



Sbjct  668  G  668

>ESE29699.1 translation elongation factor G [Eubacterium brachy ATCC 
33089]
Length=698

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 319/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI 
+A T
Sbjct  20   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHDGGATMDWMEQEQERGITITSAAT  79

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW  C++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++    
K  +
Sbjct  80   
TAQWRDCRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKSGVEPQTETVWRQAEKYGV  139

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G +   V+ +V+D+L A+++              I   +++  
EI  +
Sbjct  140  
PRMIFVNKMDVLGANYYKVIDNVKDRLRANVVPIQLPIGAEDTFVGIVDLIAMKAEIYKD  199

Query  168  ------ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E  DI A        W     ++V E +++L+ K++ GE ++R++++   
+++ 
Sbjct  200  
DLGKEFEVVDIPADMAETAQEWREKLIESVAETDEELMMKFLEGEELTRDEIIATIRKQT  259

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGS-  246
                + P+  GSA K  G+Q ++DA+                         +P  +
+G  
Sbjct  260  
IKGEMIPMTCGSAYKNKGVQMMLDAIVDFMPSPLDIPAIKGVIPSTEEEAERPADDKGPF  319

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       +  + R+YSG++     V       +E++ +I +M    
+ EI
Sbjct  320  AALA---
FKIMADPYVGKLAFFRVYSGSIEAGSYVYNSTKGHKERIGRILQMHANDRKEI  376



Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             R    Y G+I   +   +    D L D          + P P++   I PKT A 
+E++
Sbjct  377  ERV---
YAGDIAAAVGLKNTTTGDTLCDEKNEIILESMDFPEPVIEIAIEPKTKAGQEKM  433

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              +L +LA+ DP  R   +  T + I++ +G + LE++   L  ++K+E  V +P 
V Y 
Sbjct  434  
GMSLAKLAEEDPTFRTYTNEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYK  493

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E     A   +    +      +  + + + P   GSG ++++ +  G + + +   
+ +
Sbjct  494  
ETITGEADVDNKYAKQSGGRGQYGHVKIKIYPREAGSGFEFKNSIVGGAIPKEYIPKIEE  553

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  +E G L G+ V D  +    G Y+   S+   F+    +   +A K++   
LLEP
Sbjct  554  
GIKESMETGPLAGYQVVDVGVELYDGSYHEVDSSEMAFKIAGSMAFREAAKKASPVLLEP  613

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
                 +  P+EY+     D       IE + +    V     +P   +  Y TDL   
T 
Sbjct  614  
IFKVEVIVPEEYMGDVIGDISGRRGRIEGSDMDNGAVTVRAMVPLSEMFGYATDLRSRTQ  673

Query  599  GRSVCLTELKGYQ  611
            GR     +   Y+
Sbjct  674  GRGNYSMQFSHYE  686

>WP_087284777.1 elongation factor G [Lactobacillus johnsonii]
 OUP16157.1 elongation factor G [Lactobacillus johnsonii]
Length=698

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 312/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   



KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDSIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNSRERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPAHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E ++ T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNTETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+



Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_072693480.1 MULTISPECIES: elongation factor G 
[Marinilactibacillus]
 SFK06766.1 elongation factor G [Marinilactibacillus piezotolerans]
 API88146.1 translation elongation factor G [Marinilactibacillus sp. 
15R]
Length=697

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 316/677 (47%), Gaps = 
78/677 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  70   
TAQWNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----  158
            P ++F+NK D+ G +      S+ D+L A+                   ++K        
Sbjct  130  
PRIVFVNKQDKLGANFLDANHSLHDRLQANAHPIQLPIGAEDDFSGIIDLVKMKAFMYGN  189



Query  159  SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI  EE         E W     +AV E ++ L+ +Y+ GE IS+E+L    
++  
Sbjct  190  
DLGTEISEEEIPADYQELAEEWHDKLVEAVAEMDEDLMMQYLEGEEISQEQLKEGIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA----------------  248
                 +PV  GSA K  G+Q L+DAV   L  P+     QG A                 
Sbjct  250  
LSVEFYPVLVGSAFKNKGVQLLLDAVVDYLPSPLDVPAIQGHAQRDPEEIIERTAGDDKP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGTL     +  A    RE++ +I +M   S+ 
EI  
Sbjct  310  
FSALAFKVMTDPYVGRLTFFRVYSGTLESGSYILNATKDSRERVGRILQMHANSRQEIPE  369

Query  305  TDTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                + G+I      +V L D         L  P  L    +   P P+++  I 
PK+ A
Sbjct  370  V---FSGDIAA----AVGLKDTTTGDTLCDLDSPVILESMEF---
PEPVIQVAIEPKSKA  419

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             ++++  AL +LA+ DP  R E D  T E ++S +G + L+++   +  ++K+E  
V  P
Sbjct  420  
DQDKMGIALQKLAEEDPTFRAETDQETGETLISGMGELHLDIIVDRMKREFKVEANVGAP  479

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K          +      +  + +  TP   G+G ++E  +  G + 
+ + 
Sbjct  480  
QVSYRETFTKQVQSEGKFVRQSGGKGQYGHVWVEFTPNEEGAGFEFEDAIVGGVVPREYI  539

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV+ G+   L  G L G+ + D K     G Y+   S    F+  A + L+ A K
++G 
Sbjct  540  
PAVKAGLEASLANGVLAGYPLVDVKAKLYDGSYHDVDSNETAFKVAASLALKNAAKKAGA  599

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP ++  +  P++Y+             IE ++ + + ++  G IP   +  Y 
T L
Sbjct  600  
VILEPIMAVDVTVPEDYMGDIMGHISARRGNIEGSEQRGNTMIVRGMIPLAEMFGYATTL  659



Query  594  AFYTNGRSVCLTELKGY  610
               T GR     +   Y
Sbjct  660  RSATQGRGTFSMQFDHY  676

>WP_034813846.1 elongation factor G [[Eubacterium] sulci]
 EUC77293.1 translation elongation factor G [Eubacterium sulci ATCC 
35585]
 AKT47471.1 elongation factor G [Eubacterium sulci ATCC 35585]
Length=690

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 318/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKSHKIGETHDGAAVMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    K  
+P +
Sbjct  73   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE---  167
            IFINK+D  G +   VV  V+D+L A+ +              I   V++  EI  
+   
Sbjct  133  
IFINKMDILGANFYRVVDMVKDRLKANAVPVQLPIGVEETFVGIIDLVTMKAEIYKDDLG  192

Query  168  ---ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI        + W     ++V E +++L+ K++ GE ++ E++    +++  
D 
Sbjct  193  
KEFEITDIPEDMMEIAQEWREKMIESVAECDEELMMKFLDGEELTIEEVKTTIRKQTIDC  252

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQG------
SAALCGS  252
             + PV+ GSA +  G+Q ++D             A+ G+    GE+        A     
Sbjct  253  
QMVPVFCGSAYRNKGVQMMLDGVIDYMPSPVDIPAIKGVDPVTGEEAERPSSDEAPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGT+     V  + + K     +I +M    + EI   



+  
Sbjct  313  
AFKIMADPFVGKLAFFRVYSGTIESGSYVYNSTKGKKGRLGRILQMHANKREEI---EKV  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L DV    T    K        E P P++   I PKT A +E
++  
Sbjct  370  YSGDI----
AAAVGLKDVTTGDTLCDEKDEIVLESMEFPDPVIEIAIEPKTKAGQEKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  426  
ALAKLAEEDPTFKTYTNEDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKET  485

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              + A   H    +   +  +  + + V P   G+G ++ + +  G + + +   +  
GI
Sbjct  486  
ITETADVDHKYAKQSGGHGQYGHVKIKVFPREPGAGFEFINSIVGGAVPKEYIGPIEAGI  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G + G+ V D  +    G Y+   S+   F+  A +   +A K+    
LLEP  
Sbjct  546  
KEAMETGPVAGYQVVDVGVELYDGSYHEVDSSEMAFKVAASMAFREAAKKGKPVLLEPIF  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       IE + +    V   G +P   +  Y TDL   
T GR
Sbjct  606  
KVEVTVPDEYMGDVIGDISSRRGRIEGSDMNNGAVAVRGMVPLSEMFGYATDLRSKTQGR  665

Query  601  SVCLTELKGYQ  611
             V + +   ++
Sbjct  666  GVYVMQFDHFE  676

>WP_098804724.1 GTP-binding protein [Bacillus megaterium]
 PGN63332.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 264 bits (674),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 310/636 (49%), Gaps = 
32/636 (5%)

Query  6    



IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  R LDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRFLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_003681566.1 MULTISPECIES: elongation factor G [Lactobacillus]
 B2GDX1.1 RecName: Full=Elongation factor G; Short=EF-G
 BAG27853.1 elongation factor G [Lactobacillus fermentum IFO 3956]
 EEI21410.1 translation elongation factor G [Lactobacillus fermentum 
ATCC 
14931]
 EEX25830.1 translation elongation factor G [Lactobacillus fermentum 
28-3-CHN]
 AGL89561.1 Elongation factor G [Lactobacillus fermentum F-6]
 ESS01314.1 elongation factor P [Lactobacillus fermentum NB-22]
 CDI69381.1 Elongation factor G (EF-G) [Lactobacillus fermentum 
L930BB]
 KLD54843.1 elongation factor G [Lactobacillus fermentum]
 KLD56014.1 elongation factor G [Lactobacillus fermentum]
 AKM51890.1 elongation factor G [Lactobacillus fermentum 3872]
 KPH22742.1 elongation factor G [Lactobacillus fermentum]
 OFT09518.1 elongation factor G [Lactobacillus sp. HMSC24D01]
 AOY86336.1 translation elongation factor G [Lactobacillus 
fermentum]
 APU46204.1 elongation factor G [Lactobacillus fermentum]
 ARB01294.1 elongation factor G [Lactobacillus fermentum]
 PJE91188.1 elongation factor G [Lactobacillus fermentum]
 PJE93400.1 elongation factor G [Lactobacillus fermentum]
 PJF07282.1 elongation factor G [Lactobacillus fermentum]
 AUO28255.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T



Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  



G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_084067091.1 elongation factor G [Desulfobacterium vacuolatum]
 SMC51021.1 translation elongation factor 2 (EF-2/EF-G) 
[Desulfobacterium 
vacuolatum DSM 3385]
Length=677

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 197/669 (29%), Positives = 323/669 (48%), Gaps = 
83/669 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT
Sbjct  9    
QIRNIGIMAHIDAGKTTVTERILYYTGKSHKIGEVHDGEAVMDWMEDEQNRGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+R  + I+DTPGH+DF  EV R+L VLDGA+ V  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCQWNRSLIQIIDTPGHVDFTIEVERALRVLDGAVGVFCAVGGVEPQSETVWRQADKYDV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D  +V+  +R++L A                   D+I  + +
+   
Sbjct  129  
PRIAFINKMDRTGADFFNVIDMIRERLRATPLMIQIPVGSEDRFSGVIDLISMEQITWDD  188



Query  163  EIVLEENT------DIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +  E +      D+E           + + E +D ++EKY+  E IS    ++E 
Q  
Sbjct  189  ETLGAEFSKGPIEPDMETKAREYRETLLETLSEVDDTIMEKYLGEEEIS----
IKELQSA  244

Query  208  VQDAS----LFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-------  244
            ++ A+    L PV  G+A K  GIQPL++A+                 P  E+       
Sbjct  245  
IRSATIARELVPVMCGTALKNKGIQPLLNAIENFLPSPKDIPPVQGIHPHTEKPMEFPPH  304

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
             +A L   +FKV   + G++  + R+YSGTL+  + V    L  +EK+ +I +M    
+ 
Sbjct  305  KTAPLSALIFKVSMIE-
GRKLSFARIYSGTLKAGEDVFNPTLKKKEKISRILKMHANKRE  363

Query  301  EIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               R + AY G+IV IL        + L    D   L +  + +   P++   I P
+T A
Sbjct  364  ---RVEEAYAGDIVGILGLKKSSTGETLCSSKDQVLLEKMEFDK---
PVISIAIEPRTHA  417

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E+L + L +    DP L+ ++D  T + ILS +G + LE++ + +  ++K +  
V  P
Sbjct  418  
DQEKLEEVLEKFTIEDPTLKVKIDEDTGQTILSGMGELHLEIIISRMKREFKTDVNVGSP  477

Query  417  SVIYMERPLKAASHTIHI----
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             V+Y E     A  T H     E+     +A I L ++PL  G G+++  +     
+ ++
Sbjct  478  QVVYRES--
MDAPSTGHALFDREIAGKQHFAEISLELSPLERGKGIEFSFQAPEESIPEN  535

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AV  G R  LE G   G+ + D +I  +        S+   F   A +    A
+++ 
Sbjct  536  
YIPAVEKGAREALESGFIKGYPMVDTRITVKEASCRESQSSELGFSVCASMACRNAMEQG  595

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LL+P +   +  P  Y+  A  D       +E+ + + D  V +  +P   +  
Y T
Sbjct  596  



AVYLLQPIMDVEVLVPDNYMGEAIGDLNTRGGKVESIEPRNDIQVISATVPLAKMFGYST  655

Query  592  DLAFYTNGR  600
             L   T GR
Sbjct  656  ALRSATQGR  664

>WP_091651387.1 elongation factor G [Megasphaera paucivorans]
 SDN06216.1 elongation factor G [Megasphaera paucivorans]
Length=690

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 185/664 (28%), Positives = 312/664 (47%), Gaps = 
71/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TAHWKGYRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + FINK+D  G D  + V+ ++D+L A+ +  Q               +++  E
+  +
Sbjct  129  
PRIAFINKMDTTGADFLNCVEMMKDRLQANAVAIQLPIGAETEFKGIIDLITMQAEVYGD  188

Query  168  E-NTDIE------------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +   DIE                    +AV E +D+L+ KY+ GE ++ +++    
++ V
Sbjct  189  
DLGKDIEIVEIPDDMKEEAEKYHQVMIEAVAETDDELMMKYLEGEELTVDEIKGAIRKSV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAAL  249
                +FPV  GSA K  G+Q L+DA+              G     GE+       
S   
Sbjct  249  
VTNKMFPVLCGSAYKNKGVQMLLDAIVDYMPSPLDIPAIKGTNPDTGEEDHRESDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT+     V  + + K     +I  M    + E



+   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGTMAAGSYVYNSTKGKKERIGRILRMHANHREEV---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
            D AY G+I      +V L D     T    K        E P P++   + PKT A 
+E+
Sbjct  366  DMAYSGDI----
GAAVGLKDTTTGDTLCDEKHPIILEKMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA+ DP  R + D+ T + I+S +G + L+++   +S ++K++  V +P 
V Y
Sbjct  422  
MGVALSRLAEEDPTFRVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K          +      +    L + P   G+G ++E+++  G + + +   
+ 
Sbjct  482  
RETIRKTVKQEGRFVRQSGGRGQYGDCWLELVPQEPGAGFEFENKIVGGAIPKEYIGPIE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +E G L G+ + D K+    G Y+   S+   F+    I  ++  +++   
LLE
Sbjct  542  
SGVKEAMETGVLAGFPMVDIKVIVYDGSYHDVDSSEMAFKIAGSIGFKEGARKANPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+   +  P++Y+     D       +E  + +         +P   +  Y TDL   
T
Sbjct  602  
PYVKVEVVVPEDYMGDVIGDLNSRRGRVEGMEARSGAQHINAFVPLAEMFGYATDLRSKT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_059075693.1 MULTISPECIES: elongation factor G [Veillonellaceae]
 KUH57240.1 elongation factor G [Megasphaera sp. DJF_B143]
Length=690

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 197/691 (29%), Positives = 316/691 (46%), Gaps = 
80/691 (12%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKGYRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D  G D  +VVQ ++++L A+ +  Q               +++  E
+  +
Sbjct  129  
PRIAFVNKMDTTGADFLNVVQMMKERLQANAVAVQLPIGSETTFRGIIDLITMKAEVYDD  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +IE  D                  AV + ++ L+ KY+ GE I+ ++L    
++ V
Sbjct  189  
ALGKEIEVVDIPEDELDEAKKYHDIMVEAVCDTDEDLMMKYLEGEEITIDELKAAIRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQG-------
SAAL  249
                LFPV  GSA K  GIQ L+DAV                 P  ++         
A  
Sbjct  249  
CTNKLFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVKGTNPDTDEDETREASDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGTLEAGTYVYNSTKGKKERVGRILRMHANHREEVSIA  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T   G IV L   +    D L D          E P P++   + PKT A +E++  
AL
Sbjct  369  YTGDIGGIVGLKDTTT--
GDTLCDEKHPIILEKMEFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  + + D+ T + I+S +G + L+++   +S ++K+   V +P V Y 
E   
Sbjct  427  
ARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVACNVGKPQVAYRE---  483



Query  426  KAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 TI  +V    F          +    L + P   G G ++E++V  G + + 
+  
Sbjct  484  -----
TIRKDVKARGFFKRQSGGRGQYGDCWLELIPQEQGKGYEFENKVVGGAIPKEYIG  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G+R  +E G L G+ + D K+    G Y+   S+   F+    +  +   K+
+   
Sbjct  539  
SVEAGVREAMETGVLAGFPMVDIKVVVYDGSYHEVDSSEMAFKIAGSMGFKDGAKKADPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY    +  P+EY+     D       +E  +++         +P   +  Y 
TDL 
Sbjct  599  
LLEPYTKVEVVVPEEYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDLR  658

Query  595  FYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
              T GR V       Y+     V + VI  R
Sbjct  659  SKTQGRGVYTMTFDHYEEVPKNVAEKVISER  689

>WP_067532962.1 elongation factor G [Emergencia timonensis]
Length=689

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 318/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKLGETHEGAATMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    
K  +
Sbjct  70   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   V +  
EI  +
Sbjct  130  



PRMIFVNKMDIMGADFFRVVGMVKDRLKANAVPVQLPIGAEDNFVGIIDLVEMKAEIYKD  189

Query  168  ------ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI        + W     ++V E +++L+ K++ GE I+ E++    
+++ 
Sbjct  190  
ELGKEYEVTDIPEDMMDMAQEWREKLVESVAECDEELMMKFLEGEEITIEEMKDTIRKQT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                + P+  GSA +  G+Q ++DAV              G+    GE+       
S   
Sbjct  250  
IACQMVPMLCGSAYRNKGVQMMLDAVIDYMPAPIDIPPIKGVDPDTGEEDVRKSSDSEPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  310  
SALAFKIMADPFVGKLAFFRVYSGTLESGSYVYNSTKGKKERIGRILQMHANKREEI---  366

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
            +  Y G+I    + +V L D     T    K        E P P++   I PKT A 
+++
Sbjct  367  EKVYSGDI----
AAAVGLKDTTTGDTLCDDKNEIILESMEFPDPVIEIAIEPKTKAGQQK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P 
V Y
Sbjct  423  
MGIALAKLAEEDPTFKTYTNEDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSY  482

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     A   H    +   +  +  + + + P   GSG ++ + +  G + + +   
+ 
Sbjct  483  
KETISTTADVDHKYAKQSGGHGQYGHVKIKIYPREPGSGFEFVNSIVGGAIPREYIPKIE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            DGI+  +E G L G+ V D  +    G Y+   S+   F+  A +   +A K++   
LLE
Sbjct  543  
DGIKEAMENGPLAGYQVVDLGVELYDGSYHEVDSSEMAFKVAASMAFREAAKKAKPVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +  P+EY+     D       IE + +    V   G +P   +  Y TDL   



T
Sbjct  603  
PIFKVEVNVPEEYMGDVIGDISSRRGRIEGSDMNNGAVAVRGMVPLSEMFGYATDLRSKT  662

Query  598  NGRSVCLTELKGYQ  611
             GR V + +   ++
Sbjct  663  QGRGVYVMQFDHFE  676

>OPX41791.1 translation elongation factor G [Desulfobacteraceae 
bacterium 
4484_190.3]
Length=679

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 198/679 (29%), Positives = 324/679 (48%), Gaps = 
77/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +LY +G + + G V  G    D M  E++RGITI 
+AVT
Sbjct  11   
KTRNIGIIAHIDAGKTTVTERILYYTGRVHKMGEVHNGEATMDWMLEEKERGITITSAVT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W    +NI+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++H   
+ ++
Sbjct  71   
SCEWKAHTINIIDTPGHVDFTIEVERALRVLDGAIGVFCAVGGVEPQSETVWHQADRYHV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------------
IVLEE  168
            P + F+NK+D+ G D   V++S+R+KL A  ++ Q    + +             
IV E+
Sbjct  131  
PKIAFVNKLDRVGADFFKVIESLREKLGAVPLVMQIPWGAEDQFQGVIDLIRMKAIVWED  190

Query  169  NT------------DI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T            D+         E  + + E ND ++EKY+A E I     + E 
+  
Sbjct  191  ETLGASYEEVPIPDDLLQTASQYREEILETLAEKNDLIMEKYLAEEEIG----
IAELKAA  246

Query  208  VQDAS----LFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGE------Q  244
            ++DA+    L PV+ GSA +  GIQPL+D             A+TG     G+       
Sbjct  247  
IRDATVNLELTPVFCGSALRNKGIQPLLDAITDYLPAPPDIPAITGHVPDTGKAETRPPD  306

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---



EKLKITEMRIPSKGE  301
             +A      FKV   D G++  YLR+YSG + +   V  + +   EKL        
+K E
Sbjct  307  PTAPFSALAFKV-
MMDQGRKMTYLRIYSGAIDVGKPVYNSTKGITEKLSRLLRMHSNKRE  365

Query  302  IVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              R ++A  G+++  +        D L     P  L   ++RE   P++   + PK    
Sbjct  366  --RVNSASAGDLIAAMGLKQTATGDTLCAEDSPILLEPIQFRE---
PVITMAVEPKRVQD  420

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +++L++ L +L+D DP  R ++D  T + ++S +G + LE++   +  ++ ++T   
+P 
Sbjct  421  
QDKLVEVLKKLSDEDPTFRYKIDEETGQTVISGMGELHLEILVGRMKREFSVDTNQGKPQ  480

Query  418  VIYMERPLKAASH--
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V+Y E   K  SH    + E+     +A + + V P   G G ++ ++ +   L + 
F  
Sbjct  481  
VVYRETISKTVSHEEVFNRELGGQQHFAGVVIEVAPQPRGGGNRFLNQCNNPDLPEEFLA  540

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            A+R+G+      G L G+ V D +           +S    F+  A +  ++A  E
+   
Sbjct  541  
AIREGVLESENSGVLMGYPVIDIQTTLLDAQIKESLSDVMAFKVAAAMAFKKACSEANPL  600

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+E++     D       IE    K    + T  +P   +  Y 
T L 
Sbjct  601  
LLEPIMRAEVIVPEEFMGEVIGDLNARKGKIEQIASKGPIQLITASVPLSKMFGYSTALR  660

Query  595  FYTNGRSVCLTELKGYQAA  613
              + GR     +   Y  A
Sbjct  661  SVSQGRGTFTMQFSHYDEA  679

>OGW94332.1 translation elongation factor G [Omnitrophica bacterium 
RIFCSPLOWO2_12_FULL_45_13]
Length=693

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 203/675 (30%), Positives = 320/675 (47%), Gaps = 
82/675 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V++GTT  D M  E++RGITI 
+A T
Sbjct  11   
KLRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVDEGTTSMDFMVQEQERGITIMSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDGA++V  A  GVQ Q+  ++    
K N+
Sbjct  71   
ASFWKDKNINIIDTPGHVDFTVEVERSLKVLDGAVVVFCAVGGVQPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +  +VV+ +  +L A                   D+I  + V    
Sbjct  131  
PRIAFINKMDRTGANFLAVVEQISSRLGARPLILQIPIGLEANFSGMIDLITMKAVVYKG  190

Query  163  EIVLEENTDIEAWD-------AVIENNDKLLEKYIAGEPISREKLVREE-------
QRRV  208
            E   +ENT  E  D          E   KL+EK    + I  EK + EE       
+  +
Sbjct  191  E---
DENTTFEVLDIPADLKAIASEYRHKLIEKLGEADEIVMEKYINEEGIYPHEIKEHI  247

Query  209  QDASL----FPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-------G  245
            + A++     PV  G++ K  G+QPL+DA+                 P  E+        
Sbjct  248  
RHATITGKVVPVLCGASAKNRGVQPLLDAIVDYMPSPIDISPVKGKNPETEEEVERKPLD  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLR-----LRDTVALAGREKL-
KITEMRIPSK  299
                CG VFK++      +  YLR+YSG L+        T  L  RE++ K+ +M   
+K
Sbjct  308  DEKFCGLVFKIKADPFVGKLAYLRVYSGILKSGEYTYNSTKGL--
RERVGKLVKMH-ANK  364

Query  300  GEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTA  355
             EIV  + A  G+IV  +   + +  D + D   P  L    +   P P++  +I 
PKT 
Sbjct  365  QEIV--EKACAGDIVAAVGLKNTKTGDTICDEDSPVILEAIHF---
PEPVISMSIEPKTK  419

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A  E+L  AL +L + DP  +   +  T + I+S +G + LE++   +  ++ +   
V +
Sbjct  420  
ADEEKLGMALNRLEEEDPTFKVTYNKETGQTIISGMGELHLEIIVDRMLREFNVAANVDK  479



Query  416  PSVIYMERPLK---
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   K   A    I  +      +  +   V P   G+G+ + +++  G 
+ + 
Sbjct  480  PQVAYKETITKINRAVGKFIQ-
QSGGRGQYGHVVFDVAPAPKGAGIIFNNKIIGGAIPRE  538

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +G++ G   G L G+ VTD ++    G ++   S+   FR  A I  ++ 
LK  
Sbjct  539  
YIKSVEEGVQEGARNGALAGYPVTDVEVTLVDGSFHEVDSSDIAFRMAAKIGFDEGLKNG  598

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G+ LLEP +   +  P++Y+     D       I     + +  V  G  P   +  
Y T
Sbjct  599  
GSILLEPIMDLEVEVPEKYMGDVIGDLNSRRVRISAINDRHNLKVIRGFAPLNEMFGYST  658

Query  592  DLAFYTNGRSVCLTE  606
             +   T GR+    E
Sbjct  659  TVRSLTQGRATHTME  673

>WP_051654590.1 GTP-binding protein [Lachnospiraceae bacterium 
FD2005]
Length=870

 Score = 268 bits (686),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 191/623 (31%), Positives = 312/623 (50%), Gaps = 
42/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+ES+LY +G I   G V+   T  DT  +ER+RGIT+ 
+ +
Sbjct  1    
MKKIIAGILAHVDAGKTTLSESMLYLTGEIRSLGRVDHRDTFLDTDDIERERGITVLSKM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  +   ++  VDTPGH+DF AE+ R+L VLD AILVIS  DGVQ+ TR L+  L
++ +
Sbjct  61   
ASLSYKDLEITFVDTPGHVDFSAEMERTLPVLDYAILVISGLDGVQSHTRTLWKLLKRYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D        +    +D++ ADI+ K + S    +   +  D E  + 
+  
Sbjct  121  IPTFIFVNKMD--------ITHMSKDEIQADIMDKLSDSC---



VDFSDVQDDEFVEHLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-Q  239
             +D LLE++ +   I  E +       +++  +FPV YGSA K  G++  +D +      
Sbjct  170  CSDALLEEFDSIGCIQDETIC----
TAIKNREVFPVLYGSALKMEGVEAFLDILEKYVDN  225

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRI  296
            P+      A  G V+K+       R+ +L++  GTL+ +D V   G    E  K+ 
E+R 
Sbjct  226  PV---
FGDAFGGKVYKINRDKNHARQTFLKVTGGTLKAKDLVLPYGAYPDEAEKVNEIR-  281

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW---
REDPLPMLRTTIAPK  353
                 I + D   P ++V    ++  L  V G     P +      +  +P L   
++ +
Sbjct  282  -----IYKGDKYEPAQVV----
NAGELCAVTGLENTYPGQGLGAEEDSDVPSLEPVLSYQ  332

Query  354  TAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                 ++    +L+ L +L D DP+L  E +    EI +  +G+VQ+EV+   +  
+++ 
Sbjct  333  
VLLSEDQNPHLILEDLRELEDEDPMLHIEWNEKLQEIHVHLMGKVQIEVLKERMRTRFQE  392

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E      +++Y E   +      H E  P   +A + L++ PL   SG+  E++  
+  L
Sbjct  393  EVDFGTGNIMYKETIAEPTMGHGHYE--
PLKHFADVVLTMEPLPENSGIVVETKCPVDNL  450

Query  470  NQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            N+++Q+ V + +    + G+   + +TD KI    G  +   +   DFR    I +   
L
Sbjct  451  
NKNYQHQVMNQLMRREQAGVLTCSPLTDVKITLVDGKSHKKHTEGGDFRKATGIAVRDGL  510

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +   LLEPY    L  PQ  + RA  D  K   T+ + ++  +  V  G++P  
C   
Sbjct  511  
LRTDCVLLEPYYHVTLEIPQSSVGRAMMDIEKMHGTMASPEIHGEHCVLEGDVPVVCAMD  570

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y +++A YT G      EL GY+
Sbjct  571  YASEVAAYTGGVGEIRMELSGYK  593



>WP_056937303.1 elongation factor G [Lactobacillus gastricus]
 KRM02396.1 Elongation factor G (EF-G) [Lactobacillus gastricus DSM 
16045]
Length=695

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 196/681 (29%), Positives = 322/681 (47%), Gaps = 
83/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA------------
DIIIKQTVSLSPEIVLEEN  169
            P ++F NK+D+ G +    V +++D+L+             D  I     ++ E  
L +N
Sbjct  131  
PRIVFANKMDKMGANFDYTVSTIKDRLNVTPLPIQLPIGAEDDFIGLVDLVTMEAYLYDN  190

Query  170  TDIEA-WDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
             D  A WD V                 IE     ND ++ KY+ GE IS E++    
++ 
Sbjct  191  
DDQGATWDTVEIPADLKDKAEQQHEELIETLADVNDDIMAKYLEGEEISVEEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGS------------  246
              +  LFPV  GSA K  GIQ ++DAV            F    E G+            
Sbjct  251  
TLNQELFPVLAGSAYKDKGIQMMLDAVLDYLPSPLDVKPFVATDEDGNEIELTAGDDKPF  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    
+ EI
Sbjct  311  AALA---
FKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERVGRLLQMHSNQQNEI  367

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



                  + G+I   +   +    D L DP +  +    E P P+++ ++ PK+ A 
++++
Sbjct  368  PEV---
FSGDIAAAIGLKNTTTGDSLTDPDKPLQLESMEFPEPVIQVSVEPKSKADQDKM  424

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P 
V Y 
Sbjct  425  
DKGLQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYR  484

Query  422  ERPLKAASHTIHIEVPPNPF---------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            E    A ++T+  +     F         +  + +  TPL  G+G ++E  +  G 
+ + 
Sbjct  485  E----AFTNTVEAQ---
GKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPRE  537

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AV  G++  +E G L G+ + D K     G Y+   S+ A F+  A + L  A  
+ 
Sbjct  538  
YIPAVEQGLKEAMENGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKG  597

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  +LEP +   +  P++ L            +I+  + + +  +    +P   +  
Y T
Sbjct  598  
GATILEPIMKVDIVTPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHAFVPLSEMFGYAT  657

Query  592  DLAFYTNGRSVCLTELKGYQA  612
             L   T GR         Y A
Sbjct  658  TLRSATQGRGTFSMTFDHYSA  678

>OGB64916.1 translation elongation factor G [Caldithrix sp. 
RBG_13_44_9]
Length=697

 Score = 265 bits (677),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 321/673 (48%), Gaps = 
70/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V +G+T  D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRLHRMGEVHEGSTTMDWMDQERERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ +  A  GV+ Q+  ++    
+  +
Sbjct  69   
TCSWDNHRINIIDTPGHVDFTAEVERSLRVLDGAVALFCAVGGVEPQSETVWRQANRYMV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----------VSL--
SPEIVLEE  168
            P + F+NK+D+ G D  +V++ ++ +LSA  +  Q            V L     +
+ +E
Sbjct  129  
PRIAFVNKMDRIGADFYNVLEMIKIRLSAHPVAMQIPLGQGDLFTGLVDLVKMKAVIYDE  188

Query  169  NTDIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            ++    W                     +A  E +D L+E Y+ G+ IS  +L    
++ 
Sbjct  189  
SSLGSTWIEQEIPRDLQAQVNEYRTHLIEAASEYDDHLMESYLEGKEISEAQLKAAIRKG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE-------
QGSAA  248
               + + PV  GSA K  G+Q L+DAV                 P  E       + 
+  
Sbjct  249  
TIQSHIVPVMLGSAFKNKGVQRLLDAVVDYLPSPRDVPPVKGVDPRSEKEVQRKAEDNDP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVR  304
                 FK+       +  Y R+YSG  +    +  A    +E+L +I +M    + 
+I  
Sbjct  309  
FTALAFKIMTDPYVGKLTYFRVYSGMAKSGSYILNANNGKKERLGRILQMHANRREDI--  366

Query  305  TDTAYPGEIVI-LPSDSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D  + G+I   +     R  + L     P  L   ++   P P++  +I PK+ A 
+E+
Sbjct  367  -DNVWTGDIAAAVGFKFTRTGETLSAVDKPIILESMKF---
PEPVIAVSIEPKSKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L D+L +L+D DP  R   D  T E ++S +G + LE+++  L  ++K+   + +P 
V Y
Sbjct  423  
LGDSLGKLSDEDPTFRVSFDHETGETLISGMGELHLEIITDRLLREFKVGARIGKPQVAY  482

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +A S       +      +  + +   P S G G ++E+++  G + + +  
+V+
Sbjct  483  



KETITRAVSTEGKFIRQSGGRGQYGHVVIEAEPNSKGGGFEFENKIVGGTIPREYIPSVK  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI   L+ G+  G+ V D K+    G ++   S+   F+    I ++ A++++G+ 
LLE
Sbjct  543  
NGIEDALKNGVMAGYPVVDVKVRLIDGSFHEVDSSEMAFKIAGSIAIKNAMEKAGSILLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       I     +KD  V  G +P   +  Y T L   
T
Sbjct  603  
PVMEVEVIVPEEYLGDVIGDLNSRRGKITGILPRKDAQVVEGFVPLSEMFGYATALRSVT  662

Query  598  NGRSVCLTELKGY  610
             GR++   E   Y
Sbjct  663  QGRAIYTMEFNHY  675

>WP_034804017.1 MULTISPECIES: elongation factor G [Exiguobacterium]
 KDN59528.1 elongation factor G [Exiguobacterium sp. AB2]
Length=692

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 196/679 (29%), Positives = 316/679 (47%), Gaps = 
86/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++  +T   S 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLQANAHPIQLPIGAEDEFKGIVDLVEMKTYMYSNDL-  190

Query  166  LEENTDIEA-------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE                     +AV + N++L+ KY+ GE IS E+L    



++
Sbjct  191  ---
GTDIEVIEGFPADMADQAEELRGQLIEAVADYNEELMMKYLEGEEISIEELKAGIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                   +PV  GSA K  G+Q ++DAV                          +P  
E 
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLDAVVDYLPSPVDVESIKGVNLDTEEEITREPSDEA  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              +AL    FKV       +  + R+YSGT +    V       RE+L +I +M   
S+ 
Sbjct  308  PFSALA---
FKVMTDPYVGKLTFFRVYSGTAQAGSYVKNSTKGKRERLGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTA  355
            EI      Y G+I    + +V L D     T    K          P P++   I 
PK+ 
Sbjct  365  EI---PMVYAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKSK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGQALAKLAEEDPTFRTETNQETGQTIISGMGELHLDILVDRMRREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E    AA        +      +  + +   P   G+G  +E+++  G + 
+ +
Sbjct  478  
PQVAYRETIRGAAKIDSKFVRQSGGRGQYGHVVVEFEPNEEGAGFAFENKIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV++GI   LE G+  G+ V D K    +G Y+   S    F+  A + ++Q  
+++ 
Sbjct  538  
VPAVQNGIEEALENGILAGYPVVDVKAALVFGSYHDVDSNEMAFKVAASMAVKQLKEQAK  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EYL     D       +E  + + +  V    +P   +  
Y T 
Sbjct  598  
AVILEPMMRVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAMVPLSEMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQ  611



            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>PDO11306.1 translation elongation factor G [Paenibacillaceae 
bacterium JTherm]
Length=691

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 203/670 (30%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G+   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKLGEVHEGSATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI + SAK+GV+ Q+  ++    K  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAIFSAKEGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV------------------  165
             ++NK+D  G D  SV+  +RD+L A+ + I+  +    + V                  
Sbjct  132  
AYVNKMDIVGADFPSVIAQMRDRLRANAVAIQLPIGAEADFVGIIDLIEQCAYIYKDDLG  191

Query  166  -LEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E T+I             E  + V E +++L+ KY+ GE I+ E+L R  ++ 
V + 
Sbjct  192  
KVIERTEIPAEYAERVEQYRTELLEKVAELDEELMMKYLEGESITVEELKRVLRKGVCEG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ K  G+Q L+DAV   L  P          E GS A              
Sbjct  252  
KIFPVLCGSSYKNKGVQLLLDAVVDYLPAPTDIPDVRGHLEDGSEATRKSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL     V       RE++ ++ +M    + EI   
D  +
Sbjct  312  FKIMSDPFVGKLTFFRVYSGTLSSGTYVLNSTKGKRERIGRLLQMHANHREEI---
DQVF  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----



WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K        + P P++   + PKT A +ER
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKHPIVLESMQFPDPVISVAVEPKTKADQERMSQA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++LA+ DP  R   D  T + I+  +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LSRLAEEDPTFRYYTDEETGQTIIQGMGELHLEIIVDRMYREFKVETNVGKPQVAYRETF  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   PL  GSG Q+E+R+  G + + +  AV+ 
GI 
Sbjct  485  
RNSAKVEGKFIRQTGGRGQYGHVWIEFEPLPPGSGFQFENRIVGGVVPKEYVPAVQAGIE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  545  
EAMRNGVLAGYPLVDIKAILFDGSYHDVDSSEMAFKIAASLALKAAKDKCNPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVVVPEEYMGDVMGDLNSRRGRIEGMDTRAGAQVIRAKVPLAEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
                EL  Y+
Sbjct  665  TYSMELSHYE  674

>KPU26423.1 elongation factor G [Caloranaerobacter sp. TR13]
Length=689

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 196/690 (28%), Positives = 319/690 (46%), Gaps = 
73/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I   G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHRIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TCFWRDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D    V+ ++D+L A+ +              I   V+++  
I  +
Sbjct  129  
PRIAFVNKMDIMGADFYRAVEMMKDRLGANAVPIQLPIGKEDTFVGIVDLVNMNARIYKD  188

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI             +  +A+ E +++L+ KY+ GE ++ ++++   
++  
Sbjct  189  
DLGKEIEVTDIPDEIRDLAEEYREKLLEAIAEQDEELMMKYLEGEELTTQEIIDAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  + PV  GSA K  G+Q L+DAV   L  PI                          
Sbjct  249  
INVDIVPVLCGSAYKNKGVQMLLDAVVDYLPSPIDLPAVRGMKPNSDEEIERKASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG LR    V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGVLRSGSYVLNSTKGKKERIGRILQMHANKREEITEV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   S    D L D          E P P++   I PKT A +E+
+  A
Sbjct  369  ---
YAGDIAAAVGLKSTITGDTLCDENAPIVLESMEFPEPVISVAIEPKTKAGQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTYTDQETGQTIISGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + + P   G+G ++ +++  G + + +  AV  
GI+
Sbjct  486  
TKAVDVEGKFVRQSGGRGQYGHVKIKMEPKERGTGYEFVNQIVGGAIPKEYIPAVDAGIQ  545



Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+  G+ V D K+    G Y+   S+   F+    +  ++ +K+    
LLEP + 
Sbjct  546  
EAMLNGILGGYPVLDIKVTLYDGSYHEVDSSEMAFKIAGSMAFKEGMKKGNPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVMGDINSRRGRVEGMESRSGAQVIRGYVPLAEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
              + +   Y+ A          PNS  +KV
Sbjct  666  TYVMQFSHYEPA----------PNSVAEKV  685

>WP_036223427.1 elongation factor G [Mesoaciditoga lauensis]
Length=688

 Score = 265 bits (676),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 314/674 (47%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     G+V++G T TD M  E++RGITI 
+A  
Sbjct  10   
KLRNIGIMAHIDAGKTTTTERILFYAGKKHAIGNVDEGNTTTDWMVQEKERGITITSASI  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W  C+VN++DTPGH+DF  EV R+L VLDGA+ V  A  GV+ Q+  ++    
K N+
Sbjct  70   
SFDWKDCRVNLIDTPGHVDFTVEVERALRVLDGAVAVFDAAAGVEPQSETVWRQANKYNV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D +  V+S+ DKL+A                   D+I  + +    
Sbjct  130  
PRLAFMNKMDKMGADFEMSVKSMVDKLAAKPLVVQYPIGAESEFEGVIDLIEMKAIKWKD  189

Query  163  EIVLE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ +E E  DI             E    + + +D++L+ Y+ GE +   K+    
+R  
Sbjct  190  
DLGIEMEYEDIPENLREKVEELRDEMLTQLADIDDEILQLYLDGEDVPINKIKEVIRRGT  249



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALC  250
             ++   PV+ GSA K  G+QPLMDA+                 P GE            
C
Sbjct  250  
IESKFVPVFCGSAFKNKGVQPLMDAIVDYLPSPLDMPPIKGKTPDGEVVERHPSPDEPFC  309

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY-  309
               FK+       +  Y R+YSG L  + +      + +K    R+       R D  
Y 
Sbjct  310  ALAFKIMSDPYVGKLTYFRVYSGKL-
TKGSYVYNSSKNIKERVARLMFMFADKRQDVDYV  368

Query  310  -PGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              G+IV           +++   D   DP  L    +   P P++   + P++  +  
+L
Sbjct  369  TAGDIVAGIGLRATTTGNTLSSED---DPIILESIEF---
PEPVISIAVEPESKNEESKL  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              ALT+L D DP  R   D  + + ILS +G + LE++   L  ++ ++T V  P 
V Y 
Sbjct  423  
EAALTKLMDEDPTFRVSTDKESGDTILSGMGELHLEIIIDRLKREFNVQTRVGRPQVAYR  482

Query  422  ER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P+ A    I  +      +  + +   PL  G G+ +E+++  G + + +  
AV 
Sbjct  483  ETISVPVDAEGKYIR-
QSGGRGQYGHVRIRFEPLERGKGIVFENKIIGGVIPREYIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R  L  G L G+ V D K     G Y+   S+   F+  A + +++AL +   
+L+E
Sbjct  542  
AGVREALMVGTLGGYPVVDVKATLYDGSYHEVDSSEMAFKIAASMAVKEALSKGKPKLME  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D     A I     + +  +     P   +  + T L   
+
Sbjct  602  
PIMELEITTPEEYMGDIVADLNSKRAQILGFDTRGNARIIKAYAPLGMLFGFATVLRSLS  661

Query  598  NGRSVCLTELKGYQ  611
             GR++ + +   Y 
Sbjct  662  QGRAIYMMKFSHYD  675



>WP_002608208.1 GTP-binding protein [[Clostridium] innocuum]
 EGX68223.1 hypothetical protein HMPREF9022_00616 
[Erysipelotrichaceae bacterium 
2_2_44A]
 ENY86069.1 small GTP-binding protein domain protein 
[ [[Clostridium] innocuum 
2959]
Length=867

 Score = 268 bits (686),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 185/618 (30%), Positives = 297/618 (48%), Gaps = 
30/618 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIG+LAHVDAGKTTL+ESLLY SG+I + G V+ G    D    E+ RGITI 
A  
Sbjct  2    
MNNINIGMLAHVDAGKTTLSESLLYVSGSIRQLGRVDHGNAFLDYDAQEKDRGITIYAKQ  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   ++ ++DTPGH+DF AE+ R L VLD A+++I+A DG+Q+ T  ++  L
+  +
Sbjct  62   
AIFDWKDTRITLLDTPGHVDFSAEMERVLQVLDYAVVIINALDGIQSHTETIWKLLQHYH  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D +  +   +++ ++  L    +    V+L  E   E+         
+  
Sbjct  122  VPALVFVNKMDVSHTERTQIMEDLKRHLDEHCV---
DVTLQDEACQEQ---------LAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE Y+    I+ E+L     +R    ++FP  +GSA K  GIQ  +D +    
+ 
Sbjct  170  CSDELLESYMETGGITDEQLADAVAQR----
TIFPCCFGSALKMEGIQEFLDMLNSCTKA  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                   A    +FK+   + G R  ++++  G+L+++  +A    E  K+ ++R+ 
S  
Sbjct  226  PAY--PEAFGARIFKISRDENGNRLTHMKITGGSLKVKTKLA----
EDEKVDQIRLYSGT  279

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 + A  G +  +      L D   GD     R R        +   +   T     
Sbjct  280  RYQLCEEACSGCVCAVKG----



LTDFHAGDGLGFERSRQEVQLTSFMNYRVQLPTGCDPF  335

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  L QLA+ DP L    D+   E+ +  +G +Q EV+   + E+Y       E 
SV+
Sbjct  336  
VMLKQLRQLAEEDPQLHVSYDTHLKELHVRLMGDIQTEVLKHTIQERYHTAVDFDEGSVV  395

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   +A + L + PL  GSG+ +ES      L++ +Q  
+  
Sbjct  396  YKETILNTVEGIGHYE--
PLRHYAEVHLLLEPLPRGSGLLFESDCKDEVLDRHWQRLILS  453

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             ++     G L G  +TD KI    G  +   +   DFR      L   L+ + + 
LLEP
Sbjct  454  
HLQETEHVGVLSGSPITDMKITLLCGRAHQKHTEGGDFRQATYRALRHGLRSAESILLEP  513

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F L  P   +SRA  D  ++  T    +   +  V +G  P R +Q+Y  ++  
YT 
Sbjct  514  
YYEFTLRIPPSCVSRAVFDIERFHGTFTLQEDSGEMSVISGSAPVRKLQSYPQEVYAYTK  573

Query  599  GRSVCLTELKGYQAAVGQ  616
            G+      LKGY+A   +
Sbjct  574  GKGRLFCTLKGYEACADE  591

>WP_105412275.1 MULTISPECIES: GTP-binding protein [Clostridium]
 AVK50712.1 elongation factor G [Clostridium sp. MF28]
 PSM58959.1 elongation factor G [Clostridium diolis]
Length=678

 Score = 264 bits (675),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 187/652 (29%), Positives = 318/652 (49%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSIANRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125



            +     ++DTPGH+DF AE+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSAEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   V++ ++  LS+D   I        +   +E  DI  +D        
Sbjct  125  FINKLDRTGADKDRVIREIKRDLSSDACYIDNNFIYDSK---
KEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDGLLEKYIEGN-
YDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKL---  289
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G+  +
+L   
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKVREEVSYGGQFVKELDHV  299

Query  290  ---------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +  +    D    G++  +   S  +  D +GD   L  
K   
Sbjct  300  QNNSNEITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSKVIFDKNCNARE-
VLRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   +A+    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFSLIVDFGKCQIIYKETIAEASIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  



LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ ++
+V+  
Sbjct  534  
ATFRALRQGLEKAYNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLENKVIIN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>WP_016147750.1 GTP-binding protein [Butyricicoccus pullicaecorum]
 EOQ38551.1 small GTP-binding protein domain protein [Butyricicoccus 
pullicaecorum 
1.2]
 SKA53362.1 small GTP-binding protein domain-containing protein 
[Butyricicoccus 
pullicaecorum DSM 23266]
Length=854

 Score = 268 bits (685),  Expect = 1e-75, Method: Compositional 
matrix adjust.
 Identities = 199/624 (32%), Positives = 303/624 (49%), Gaps = 
44/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SGA+   G V+      DT  +ER+RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGLLYLSGALRRRGRVDHKDAFLDTDAIERERGITIFSKQ  60

Query  61   TSFQW-
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
              F      +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T  L+  
L + 
Sbjct  61   
AVFPLGDDVQVTLLDTPGHVDFSAEMERTLQVLDCAILVVSGTDGVQGHTLTLWQLLERR  120

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             IPT +F+NK+D  G D  +++  ++ +LS   I     S +P+ + E         
A+ 
Sbjct  121  GIPTFLFVNKMDLPGADRTALLADLQTQLSDGCI---
DFSDTPDALYE---------ALA  168

Query  180  ENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              +++LL++Y+AGE P   +       RRV     FP ++G+A    G+Q  +D +
+  F
Sbjct  169  TTDEELLDRYLAGEMPTDAQIAGLIASRRV-----
FPCFFGAALPLDGVQEFLDGLS-RF  222



Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMR  295
              I +  S      VFK+   + G R  +L++  G+L +R  ++   R +    K+
+++R
Sbjct  223  ARIPDY-
SGDFAARVFKITRDEQGARLTHLKVTGGSLTVRSAISGETRGESWQEKVSQIR  281

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP-------
LPMLRT  348
            I S      TD A  G +            V G     P +    DP        P
+L  
Sbjct  282  IYSGTRFQTTDRADAGTVCA----------
VTGLTQTYPGQALGADPGGEAAVLEPVLTY  331

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P        LL  L  + + DPLLR        EI +  +G+VQLEV++ LL 
E++ 
Sbjct  332  
RVLPPDGCDSHTLLQKLRLIEEEDPLLRVLWSEALEEIHIQLMGQVQLEVLTRLLDERFG  391

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L     + +++Y E    A     H E  P   +A + L + P   GSG+  ++R     
Sbjct  392  LAVTFDQGNIVYKETIQNAVIGIGHFE--
PLRHYAEVHLLIEPAERGSGITLDTRCPADQ  449

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L+ S+Q  +   +      G L G  +TD  I    G  +   +   DFR      
+ Q 
Sbjct  450  
LDPSYQRLILTHLAEREHPGVLTGAPLTDVNITVLAGRSHVKHTEGGDFRQATYRAVRQG  509

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ + LLEP+ +F L  PQ  + RA  D  +   T E+   + +  V TGEIP    
+
Sbjct  510  
LMQADSVLLEPWYAFTLRVPQGNVGRAMTDIQRMSGTFESPIQQGEFAVLTGEIPVASAR  569

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  ++  YT+GR      L GY+
Sbjct  570  GYAAEVTAYTSGRGQLSCTLLGYR  593

>WP_072978060.1 elongation factor G [Tissierella praeacuta]
 SHF20797.1 elongation factor G [Tissierella praeacuta DSM 18095]
Length=689

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 190/691 (27%), Positives = 330/691 (48%), Gaps = 



75/691 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHKVGETHEGGAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL +LDGA+ +  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCMWREHRINVIDTPGHVDFTVEVERSLRILDGAVALFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D    V  ++D+L A+ +              +   V+++  
I  +
Sbjct  129  
PRLAFVNKMDIFGADFFRAVGMIKDRLKANPVPIQLPIGKEDSFLGVVDLVNMNARIYHD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E T+I +              +++ E++++L+ KY+ GE I+ E+L++  
+   
Sbjct  189  
DLGEKYEITEIPSDMLDLAKEYRENLLESIAEHDEELMMKYLEGEEITTEELMKGIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV---------------
TGLFQPIGEQGSAA----L  249
               ++ PV  GS+ +  G+QPL+DA+                GL     E+  A+     
Sbjct  249  
NKVAITPVLCGSSYRNRGVQPLLDAIIDYLPSPLDIPPVKGMGLNSDEEEERLASDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  Y R+YSG+L+    V   +   RE++ +I  M    + E
+   
Sbjct  309  
SALAFKIVSDPFIGKLAYFRVYSGSLKSGSYVQNTSKGKRERIGRILLMHANKREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  + G+I   +        D L D +        E P P++   I PKT A +++
+  A
Sbjct  366  
DEVFAGDIAAAVGLKDTSTGDTLSDDSNPIILETMEFPEPVIHVAIEPKTKASQDKMATA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  P V Y 
E  



Sbjct  426  
LAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGSPQVAYKESI  485

Query  424  --
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P +A    +  +      +  + L V P   G+G ++ + +  G + + +  A+ 
+GI
Sbjct  486  QAPAEAEGKYVR-
QSGGRGQYGHVKLKVEPQEPGAGYEFVNAIVGGVIPKEYIGAIDNGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  LE G+  G+ V D K+    G Y+   S+   F+    + + +A+ ++   
LLEP +
Sbjct  545  
QEALESGVIGGYPVLDIKVTLYDGSYHDVDSSEMAFKIAGSMGVREAISKAKPTLLEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++    V  G +P   +  Y TDL   
T GR
Sbjct  605  
KVEVIVPEEYMGDVIGDINSRRGRIEGMELRSGAQVIRGFVPLSEMFGYATDLRSNTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
             V   +   Y++           PNS  +K+
Sbjct  665  GVYSMQFDHYESV----------PNSIAEKI  685

>GBD24541.1 Elongation factor G [bacterium HR29]
Length=694

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 202/677 (30%), Positives = 315/677 (47%), Gaps = 
83/677 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G   + G   +GT   D M  ER+RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVTERILFYTGVTYKIGETHEGTATMDWMEQERERGITITSAATTAW  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    K  
+P +
Sbjct  72   
WRDHMINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAVAGVEPQSETVWRQADKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-VSLSPEI-----
VLE-----------  167
             F+NK+D+ G DL   +Q + D+L A+ I  Q  V +  +      ++E           



Sbjct  132  
CFVNKMDRVGADLPRTMQMMVDRLGANPIALQIPVGVESDFTGVIDLIEMCYWYFGGEKG  191

Query  168  ---ENTDI---------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E  +I         EA + +IE     +D+++  Y+ G PI+  +L    +R     
Sbjct  192  
EKPERREIPGEYIEPAREAREKLIEAIASIDDQVMISYVEGHPINEHELKSAIRRACLAG  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
            +  PV  G+A +  GIQPL+D             AV G+    GE+        A 
L   
Sbjct  252  
TATPVLCGAALRNRGIQPLLDAIVDYLPSPVDIPAVKGIDPRTGEEITREASDDAPLAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-EKLKIT---
EMRIPSKGEI------  302
             FK+       R  Y+R+YSG LR  DTV  A + EK +I     M    + EI      
Sbjct  312  
AFKIVADPYVGRLAYIRVYSGVLRNGDTVYNATKGEKERIGRLLRMHANERHEIDAIYAG  371

Query  303  -----
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                 V     + G+ +  P   + L  +               P P++   I 
PKT   
Sbjct  372  GIAAAVGLKRTFTGDTLCAPDAPILLESI-------------
SFPEPVISVAIEPKTKDD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             ++L D L ++++ DP  R + D  T + I+S +G + LEV+   +  +YK+ T +  
P 
Sbjct  419  
ADKLADVLQKMSEEDPTFRWKFDEETGQTIISGMGELHLEVIVDRMFREYKVATTMGRPQ  478

Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  +  A        +      +  + + V PL  GSG Q+E++V  G + + 
F  
Sbjct  479  
VSYREAIVGTAQAEGRFIRQTGGRGQYGVVVVQVEPLPRGSGFQFENKVVGGAVPKEFIP  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV+ G +  L+ G+  G+ V D K+    G Y+   S+   FR+ A I + +A ++
+G  
Sbjct  539  
AVQQGAKEALDSGILAGYPVIDVKVTLLDGQYHPVDSSEMAFRNAAAIGVREAARKAGLV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+EY      D       I  ++   +  +    +P      Y 
TDL 



Sbjct  599  
LLEPIMRVEIRCPEEYFGAVVGDINSRRGVILGSESLGNTRIIQAHVPLAETFGYSTDLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+    E   Y+
Sbjct  659  SLTQGRATYSMEFDHYE  675

>WP_068335040.1 elongation factor G [Photobacterium jeanii]
 OAN11041.1 elongation factor G [Photobacterium jeanii]
 PST90554.1 elongation factor G [Photobacterium jeanii]
Length=696

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 198/685 (29%), Positives = 322/685 (47%), Gaps = 
72/685 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
TCFWNDHRLNIIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
              +IF+NK+D+ G D  +VV  V++ L A                   D++ +Q   
+  
Sbjct  126  
ARLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMTLPIGREDDFVGVVDVLSRQAF-VWD  184

Query  163  EIVLEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +  L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  
++
Sbjct  185  
DTGLPENYEIQDIPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA-  248
              +D + FP Y GSA K  G+Q ++DAV                     +P GE  
+ + 
Sbjct  245  
GTRDLAFFPTYCGSAYKNKGVQLVLDAVVDYLPSPTEVDAQPLTNPEDGEPTGEVATVSA  304

Query  249  ---LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGE  301
               L    FK+     G    ++R+YSG ++  DT+   A    E++ ++ EM    
+ E
Sbjct  305  EEPLRALAFKIMDDRFGA-
LTFIRIYSGVMKKGDTILNSATGKTERIGRMVEMHADQRNE  363

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I   D+A  G+I+ ++   +V+    L DP           P P++   +APK     
E+
Sbjct  364  I---
DSAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVAPKDKGGSEK  420

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P 
V Y
Sbjct  421  
MGIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAY  480

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +A   S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  
AV 
Sbjct  481  
RETITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFKFTSTVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  541  
KGFEGMMDNGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++++     D  +    I+        V    ++P   +  Y   L   
T
Sbjct  601  
PIMHVDVFTPEDHVGDVIGDLNRRRGMIKDQMAGATGVRIKADVPLSEMFGYIGTLRTMT  660

Query  598  NGRSVCLTELKGYQ---AAVGQPVI  619
            +GR     E   Y    A V + VI
Sbjct  661  SGRGQFSMEFSHYAPCPANVAEAVI  685

>WP_104878538.1 elongation factor G [Lactobacillus fermentum]
 SNX32243.1 elongation factor G [Lactobacillus fermentum]
 PTS38364.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 



63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  



Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_097812491.1 GTP-binding protein [Bacillus megaterium]
 PEA38534.1 elongation factor G [Bacillus megaterium]
 PED64871.1 elongation factor G [Bacillus megaterium]
 PEE47191.1 elongation factor G [Bacillus megaterium]
 PFK54185.1 elongation factor G [Bacillus megaterium]
 PGO59410.1 elongation factor G [Bacillus megaterium]
 PGR87273.1 elongation factor G [Bacillus megaterium]
 PGR91122.1 elongation factor G [Bacillus megaterium]
 PGT53149.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 263 bits (673),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 311/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125



            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEVAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_066713831.1 elongation factor G [Clostridiales bacterium 
KA00274]
 KXB41579.1 translation elongation factor G [Clostridiales bacterium 
KA00274]
Length=688

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 186/668 (28%), Positives = 311/668 (47%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I +      G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIYKMVETHDGGATMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+P V
Sbjct  72   
WRHCRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKSGVEPQTETVWRQADHYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTVSLSPEI  164
            ++INK+D  G D    VQS+ D+L A+ +                    +K  +S   
+ 
Sbjct  132  
VYINKMDVTGADFYKSVQSIYDRLHANAVPIQIPIGTEDTFIGEIDLMTMKAYISHGEDG  191

Query  165  VLEENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI A        W     + + E++D L+EKY+ G+ ++ +++    ++     
Sbjct  192  
KEVEETDIPAEYVDLANEWHDKMVEKIAESDDTLIEKYLDGQTLTIDEMKDAMRKATCRC  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG------------------
EQGSAALCGS  252
             + PV  GS+ +  G+Q ++DAV      P+                      +A   
G 
Sbjct  252  
EMIPVVCGSSYRNKGVQKVLDAVVDFLPSPLDVPHIKGVNPETEEEEERPSDDNAPFAGL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V  A + K     +I +M    + EI  
TD  
Sbjct  312  AFKIAVDPFVGKLCFFRVYSGHLEAGSYVLNATKNKRERVGRIVQMHANHRKEI--
TDV-  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I  I+        D + DP         E P P++   I PK+ A +++++ 
AL +
Sbjct  369  
YAGDIAAIVGFKETTTGDTICDPDHPIVLESMEFPEPVISVAIEPKSKASQDKMMIALGK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  R   D+ T + I+S +G + L+++   L  ++K+E  V  P V Y E   
+P
Sbjct  429  
LAEEDPTFRTYTDAETGQTIISGMGELHLDIIVDRLFREFKVEANVGAPQVAYKETVRKP  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +A    +        +  ++ + + P   G+G  +E+    G + + F   +  G
++  
Sbjct  489  ARAQGKFVRQSGGHGQYGDAV-
IEIEPNEPGAGYSFENVTVGGVVPKEFIAPIDAGVQEA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G+  G+ V D K+    G Y+   S+   F+    +  ++A++++   LLEP 
+   
Sbjct  548  
MKAGILGGYPVVDVKVRLVDGSYHEVDSSEMAFKVAGSMAFKEAMRKADPILLEPVMRVD  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       IE  +           +P   +  Y T L   T 
GR   
Sbjct  608  
ITVPEEYMGDVMGDISSRRGRIEGMEALTGAQKIKAMVPLAEMFGYATALRSKTQGRGTF  667

Query  604  LTELKGYQ  611
              ++  ++
Sbjct  668  QMQIDHFE  675

>WP_076345527.1 elongation factor G [Alicyclobacillus vulcanalis]
 SIS71684.1 translation elongation factor 2 (EF-2/EF-G) 
[Alicyclobacillus 
vulcanalis]
Length=691



 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 313/668 (47%), Gaps = 
62/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKMGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  + V  ++ +L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYVNKMDIVGADFLACVDQMKKRLGAKAVPIQLPIGAEDTFKGMVDLIEMKAIIYTD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++    ENTDI             E  +AV E N++L+ KY+ GE ++ E++    
+   
Sbjct  189  
DLGTRAENTDIPPELQQLAEEKRAEMIEAVAEVNEELMMKYLEGEELTVEEIKAGLREGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ------
GSAALC  250
                LFPV  GS+ +  G+QP++DAV               F P G++            
Sbjct  249  
CKGVLFPVLCGSSYRNKGVQPMLDAVVEYLPAPNDIPAIKGFTPDGQEVERHSSDDEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL+    V       RE++ +I +M    + EI   
+
Sbjct  309  
ALAFKIMSDPFVGKLAFFRVYSGTLQSGSYVLNSTKGKRERIGRILQMHANHREEI---E  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      + P P++  +I PKT A ++++  
AL
Sbjct  366  
QVYAGDIAAAVGLKDTTTGDTLCDEKSVVVLESMDFPDPVISVSIEPKTKADQDKMAIAL  425

Query  366  



TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I+  +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRTYTDQETGQTIIQGMGELHLEIIVDRMQREFKVECNVGKPQVAYRETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + + + PL  G G  +E+++  G + + +  AV 
+GI+ 
Sbjct  486  
KRVDQEGRFVRQSGGRGQYGHVKIILEPLERGQGFVFENKIVGGVVPKEYIPAVEEGIQE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F+    + L+   +++   LLEP 
+  
Sbjct  546  
AMRNGVLAGYPLVDIKATLYDGSYHEVDSSEMAFKIAGSMALKAGAEKAAPILLEPVMRV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEYMGDILGDINARRGRVEGMETRGNASVIKAYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGY  610
               EL  Y
Sbjct  666  YSMELAYY  673

>WP_005998591.1 elongation factor G [[Eubacterium] infirmum]
 EHO87008.1 elongation factor G [Eubacterium infirmum F0142]
Length=690

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 318/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKSHKIGETHDGAAVMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    K  
+P +
Sbjct  73   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGVPRM  132



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE---  167
            IFINK+D  G +   VV  V+D+L A+ +              I   V++  EI  
+   
Sbjct  133  
IFINKMDILGANFYRVVDMVKDRLKANAVPVQLPIGVEDTFVGIIDLVTMKAEIYKDDLG  192

Query  168  ---ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI        + W     ++V E +++L+ K++ GE ++ E++    +++  
D 
Sbjct  193  
TQFEITDIPEDMMETAQEWREKMIESVAECDEELMMKFLEGEELTIEEIKATIRKQTIDC  252

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
             + PV+ GSA +  G+Q ++D             A+ G+    GE+        A     
Sbjct  253  
QMVPVFCGSAYRNKGVQMMLDGVIDYMPSPVDIPAIKGVDPVTGEETERPSSDEAPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGT+     V  + + K     +I +M    + EI   
+  
Sbjct  313  
AFKIMADPFVGKLAFFRVYSGTIESGSYVYNSTKGKKGRLGRILQMHANKREEI---EKV  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L DV    T    K        E P P++   I PKT A +E
++  
Sbjct  370  YSGDI----
AAAVGLKDVTTGDTLCDEKNEIILESMEFPDPVIEIAIEPKTKAGQEKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  426  
ALAKLAEEDPTFKTYTNEDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKET  485

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              + A   H    +   +  +  + + V P   G+G ++ + +  G + + +   +  
GI
Sbjct  486  
ITEPADVDHKYAKQSGGHGQYGHVKIKVFPREPGAGFEFINSIVGGAVPKEYIGPIEAGI  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G + G+ V D  +    G Y+   S+   F+  A +   +A K+    
LLEP  
Sbjct  546  



KEAMETGPVAGYQVVDVGVELYDGSYHEVDSSEMAFKVAASMAFREAAKKGKPVLLEPIF  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       IE + +    V   G +P   +  Y TDL   
T GR
Sbjct  606  
KVEVTVPDEYMGDVIGDISSRRGRIEGSDMNNGAVAVRGMVPLSEMFGYATDLRSKTQGR  665

Query  601  SVCLTELKGYQ  611
             V + +   ++
Sbjct  666  GVYVMQFDHFE  676

>WP_039658496.1 GTP-binding protein [Clostridium tyrobutyricum]
Length=645

 Score = 263 bits (673),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 174/629 (28%), Positives = 307/629 (49%), Gaps = 
24/629 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT  E +LY + +I   G V+   +  D+  +E++RGIT+ +    
FQ+
Sbjct  5    
IGLFAHVDAGKTTFAEQILYNTKSIRTIGRVDHKDSFLDSNSIEKERGITVFSDQAVFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGHMDF +E+ R++ +LD AIL+ISA DG+Q+QT I++  LR  
NIPT  
Sbjct  65   
NFSTYYLIDTPGHMDFSSEMERAIEILDYAILIISAADGIQSQTEIVWQLLRSHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D+Q+V++ ++  L+ DI          + +  +  D E  + + E 
ND L
Sbjct  125  FINKMDREGADIQTVIKDIKSNLTEDI------
CFISKPIKSKKFDREIAEFIAERNDVL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +EKYI  E    +  +    + + D  +FP   GSA + +GI   ++ +  L        
Sbjct  179  VEKYIE-EDYEDDIWLSSFMKMIADNKVFPCMSGSALQNIGIDSFLENLDQL-
TFTRYNA  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
               L G V+K+ + +   +  Y+++ SGTL++R+ +A  G E  KI+EMRI +  +    
Sbjct  237  KDKLSGFVYKIRHDEQRNKLAYIKILSGTLKIREEIA-PGTE--
KISEMRIYNGMKFKNV  293



Query  306  DTAYPGEIVI---
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            D A  G+++    +PS  +      G      +       +P L++ +    +     
+L
Sbjct  294  DRAAAGQLIAVKGMPSAYI------
GCGIGNFKGNISYKMIPTLKSKVLFDESLNSRDVL  347

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L + DP L+   +    EI ++ +G +Q+EV+   + E++ ++       +
+Y E
Sbjct  348  
KYFNILEEEDPSLKVIWNEKLQEIQITIMGIIQIEVLKEFVHERFDMDVDFGPCEILYKE  407

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              + ++    H E  P   +A + L + P     G+ ++S+ ++  L  ++Q  ++  
I 
Sbjct  408  TIMSSSYGCGHFE--
PLRHYAEVYLKLEPGQRNVGITFKSQCNVDTLGINYQKLIQKHIY  465

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G  VTD  I    G  +   +   DFR      + Q L+ +   
LLEP+  
Sbjct  466  
AREHHGILTGSPVTDLNITLVDGRSHIKHTCGGDFREATFRAIRQGLENAQNILLEPFYR  525

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F + A  +Y+ R   D  +     ET ++  + V+  G  P   +  Y  +L  +T 
G+ 
Sbjct  526  
FNIKANVDYMGRILSDIQRLNGVFETPEISGNTVIIEGRGPVAALMNYSLELTSFTKGKG  585

Query  602  VCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
                   GY     G+ +++    N   D
Sbjct  586  KISMVFDGYDICHNGEEIVKKIGYNKNSD  614

>WP_009269507.1 GTP-binding protein [Erysipelotrichaceae bacterium 
21_3]
 EHO28943.1 small GTP-binding protein domain protein 
[Erysipelotrichaceae 
bacterium 21_3]
Length=867

 Score = 268 bits (685),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 185/618 (30%), Positives = 297/618 (48%), Gaps = 
30/618 (5%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIG+LAHVDAGKTTL+ESLLY SG+I + G V+ G    D    E+ RGITI 
A  
Sbjct  2    
MNNINIGMLAHVDAGKTTLSESLLYVSGSIRQLGRVDHGNAFLDYDAQEKDRGITIYAKQ  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   ++ ++DTPGH+DF AE+ R L VLD A+++I+A DG+Q+ T  ++  L
+  +
Sbjct  62   
AIFDWKDTRITLLDTPGHVDFSAEMERVLQVLDYAVVIINALDGIQSHTETIWKLLQHYH  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D +  +   +++ ++  L    +    V+L  E   E+         
+  
Sbjct  122  VPALVFVNKMDVSHTERTQIMEDLKRHLDEHCV---
DVTLQDEACQEQ---------LAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE Y+    I+ E+L     +R    ++FP  +GSA K  GIQ  +D +    
+ 
Sbjct  170  CSDELLESYMETGGITDEQLADAVAQR----
TIFPCCFGSALKMEGIQEFLDMLNSCTKA  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                   A    +FK+   + G R  ++++  G+L+++  +A    E  K+ ++R+ 
S  
Sbjct  226  PAY--PEAFGARIFKISRDENGNRLTHMKITGGSLKVKTKLA----
EDEKVDQIRLYSGT  279

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 + A  G +  +      L D   GD     R R        +   +   T     
Sbjct  280  RYQLCEEACSGCVCAVKG----
LTDFHAGDGLGFERSRQEVQLTSFMNYRVQLPTGCDPF  335

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  L QLA+ DP L    D+   E+ +  +G +Q EV+   + E+Y       E 
SV+
Sbjct  336  
VMLKQLRQLAEEDPQLHVSYDTHLKELHVRLMGDIQTEVLKHTIQERYHTAVDFDEGSVV  395

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   +A + L + PL  GSG+ +ES      L++ +Q  
+  
Sbjct  396  YKETILNTVEGIGHYE--
PLRHYAEVHLLLEPLPRGSGLLFESDCKDEVLDRHWQRLILS  453



Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             ++     G L G  +TD KI    G  +   +   DFR      L   L+ + + 
LLEP
Sbjct  454  
HLQETEHVGVLSGSPITDMKITLLCGRAHQKHTEGGDFRQATYRALRHGLRSAESILLEP  513

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F L  P   +SRA  D  ++  T    +   +  V +G  P R +Q+Y  ++  
YT 
Sbjct  514  
YYEFTLRIPPSCVSRAVFDIERFHGTFTLQEDSGEMSVISGSAPVRKLQSYPQEVYAYTK  573

Query  599  GRSVCLTELKGYQAAVGQ  616
            G+      LKGY+A   +
Sbjct  574  GKGRLFCTLKGYEACADE  591

>WP_008755239.1 GTP-binding protein [Lachnoanaerobaculum saburreum]
 EIC94374.1 miro-like / elongation factor G, domain IV / elongation 
factor 
G, C-terminal domain / YacP-like NYN domain multi-domain protein 
[Lachnoanaerobaculum saburreum F0468]
Length=869

 Score = 268 bits (685),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 188/614 (31%), Positives = 315/614 (51%), Gaps = 
41/614 (7%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            +INIG+L+HVDAGKTTLTE++LY +G + + G V+ G +  DT   ER+RGITI + 
+  
Sbjct  1    
MINIGVLSHVDAGKTTLTEAMLYKTGKLRKVGRVDFGDSFLDTDEYERKRGITIFSKIAR  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +     +NI+DTPGH+DF AE+ R ++VLD AILVIS  +GVQ+ +  LF  L++ 
NIP
Sbjct  61   
TKIGDMNINIIDTPGHIDFGAEMERCISVLDMAILVISGSEGVQSHSHTLFKLLKEANIP  120

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
             +IF+NK D    D   V++ ++  LS +++   T     + +LEE  ++ A D      
Sbjct  121  VLIFVNKTDSDKFDKDKVMEGLKKSLSNNVVDFST----DKKMLEE--
EVAACD------  168

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            + L+EK+I GE I++E +       +Q A +FPV +GSA K + I+ ++D +    



Q   
Sbjct  169  EGLIEKFIKGEKITKEDIT----
ECIQSAKVFPVIFGSALKLINIEGILDFIKEYIQE--  222

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            +     L G ++K++Y + G R  +++L  G+L ++D +        KI ++R+    
+ 
Sbjct  223  KTYPDELAGIIYKIKYDETGNRLSFIKLTGGSLHVKDIL-----
NNEKINQIRVYDSEKY  277

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR-
TTIAPKTAAQRER  360
               D A PG+IV +         D  G+  + P  +     LP+L    I P T    
+ 
Sbjct  278  AAIDVANPGDIVAVTGLTKSHAGDTFGNIKK-PVSKL----
LPVLSYNMIFPDTVGINQ-  331

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +   L Q+ D  P +R E D +   I ++ +G VQ++++  L++E+  +   + + 
++IY
Sbjct  332  
IYPKLIQIFDEVPEIRMEYDEVLSRIKVNLMGEVQIDLIKNLVNERLHVSCELVDGAIIY  391

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  + +     H E  P   +A + + ++    GSG+ Y++ VS   L +++Q+ 
+R+ 
Sbjct  392  KESIIGSVEGVGHFE--
PMKHYAEVHILISQGESGSGIVYKNDVSDDELPKNYQSQIRNI  449

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +     +G L G  +TD  +    G  +   +   DF       +   L  + + 
LLEPY
Sbjct  450  
VENSKFKGVLTGSELTDVVLTLVAGKAHEKHTEGGDFLEAVHRAIRHGLMYAKSILLEPY  509

Query  540  LSFILYAPQEYLSRAYHDAPKYCA---
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
              F +  P E L R  +D     A   + E   V    +  TG  P   IQ Y + 
L  Y
Sbjct  510  YDFEINIPIENLGRLLNDLNNMNAEKISYEGTNV----
LSVTGFAPTVNIQNYGSVLLSY  565

Query  597  TNGRSVCLTELKGY  610
            T G       L+G+
Sbjct  566  TKGLGRIAFSLRGF  579

>KKR86526.1 Elongation factor G [Candidatus Curtissbacteria 
bacterium GW2011_GWA1_41_11]
Length=712



 Score = 265 bits (677),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 200/683 (29%), Positives = 328/683 (48%), Gaps = 
77/683 (11%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  E++RGITI  
AAV
Sbjct  13   
RIRNIGIIAHIDAGKTTTTERILFYTGKTYKLGNIDEGTTITDWMAQEKERGITIVSAAV  72

Query  61   TSFQWHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ
+Q+  
Sbjct  73   TTF-
WKNSSGPFKDMDTRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSET  131

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++    K  +P + FINK+D+ G D  + ++S+ +KL+A                   
D+
Sbjct  132  
VWRQADKYKVPRICFINKMDKLGADYFATIKSIHEKLNAPAVPYNLPIGRENDFKGVVDL  191

Query  153  IIKQTVSLSPEI-----------VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPI  195
            + ++      E+           V +E  D       E  + + E +D L+EKY+ 
GE +
Sbjct  192  
LTQKAFIWETEVDGTGREFKEIDVPQEMKDDVAKYRSELVEKIAETDDTLIEKYLRGETL  251

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------
GLFQPIGEQ----  244
              ++L +  +R V    + PV  GS+ +  G+Q L+DAV         + +  GE     
Sbjct  252  
ETDELKKALRRAVISYKIVPVMAGSSLRNKGVQQLLDAVVEYLPSPKDIEKVEGENPKTK  311

Query  245  --------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKL-KIT  292
                       A C   FK++      +  Y+R+YSGTL+   +V     + RE++ 
+I 
Sbjct  312  
EKEERKLVTEEAFCALAFKIQVDPHVGKLTYVRIYSGTLKSGSSVINTTKSERERIGRIL  371

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             M   ++ E+     AY GEIV I+   S    D L D  R         P P++   
I 
Sbjct  372  LMHANTREEV---
QEAYAGEIVAIVGLKSTVTGDTLCDDQRPLILESITFPDPVISLAIE  428



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+T + +E+L  AL +LA+ DP  + + D  T + I+S +G + LE++   +  ++ 
+  
Sbjct  429  
PETKSDQEKLGYALGRLAEEDPTFKIKGDQETGQTIISGMGELHLEILVDRMKREFSVNA  488

Query  412  VVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             V  P V Y E  +K A+       +      +    L V P   G G ++ S++  
G +
Sbjct  489  
KVGSPQVAYRETIVKEATGEGKYIRQSGGRGQYGHCFLRVEPKPRGEGYEFISKIKGGAI  548

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             Q F  ++  G+   ++QG+  G+ + D K+    G Y+   S+   F+    + 
+E A 
Sbjct  549  
PQEFIPSIEKGVVEKMDQGILAGYPMVDMKVTVYDGTYHDVDSSDIAFKIAGSMAVEAAA  608

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K +   LLEP +   +  P++Y+     D     A I       + V+    +P   
+  
Sbjct  609  
KNANIVLLEPIMKCEVTVPEDYMGDVIGDLSAKRAQIHGTDHHGNSVIVNAFVPLAEMSG  668

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y T L   T GR     E   Y+
Sbjct  669  YVTTLRSMTQGRGSVYLEPSHYE  691

>WP_072338030.1 MULTISPECIES: elongation factor G [Paenibacillus]
 SDE58438.1 elongation factor G [Paenibacillus sp. cl123]
 SFW68607.1 elongation factor G [Paenibacillus sp. UNCCL117]
Length=691

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 327/670 (49%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRLHKIGEVHEGGATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +



Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D   V++S+R KL A                   D++ +++     
++ 
Sbjct  132  
AYVNKMDIIGADFLQVIESMRAKLGANAVAIQLPIGAENDFVGVVDLVERKSYVYKDDLG  191

Query  166  LE--------------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E              E   +E  + V E ++ L+EKY+ GE ++ E++    ++ 
V   
Sbjct  192  
KEPIEGPVPDDLKDQVEALRLELVEKVAELDEALMEKYLEGEELTIEEIKAGLRKGVCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGSV---------  253
            ++FPV  GS+ +  G+Q ++DAV   L  PI         + G+  +  S          
Sbjct  252  
NIFPVICGSSYRNKGVQQMLDAVIDYLPSPIDVPDIKGTLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L     V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGVLSSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIV--ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I   +   D+V   D L D   P  L    +   P P+++  + PKT A +++
+  A
Sbjct  369  SGDIAAAVGLKDTV-TGDTLSDEKNPVILESMNF---
PEPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L++LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LSKLAEEDPTFRAHTDEETGQTIIAGMGELHLEIIVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +    +  +PL  G+G Q+ES++  G + + F   ++ 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQYGHCWVEFSPLEPGTGFQFESKIVGGSIPKEFVAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G++ G+ + D K     G Y+   S+   F+    + L+ A  +    



LLEP + 
Sbjct  545  
ESMKNGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAADKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDARFGAQIIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E+  Y+
Sbjct  665  VYSMEISHYE  674

>WP_066546913.1 GTP-binding protein [Clostridium sp. AT4]
Length=909

 Score = 269 bits (687),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/609 (32%), Positives = 304/609 (50%), Gaps = 
29/609 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   +G+LAHVDAGKTTL+E++LY +GAI   G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKTVVGLLAHVDAGKTTLSEAILYGAGAIRRLGRVDDRDAFLDTFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     +V ++DTPGH+DF AE+ R+L +LD A+LVI+  DG+Q  T  L+  L
++  
Sbjct  61   
AVFSMGDTEVTLMDTPGHVDFSAEMERTLQILDYAVLVINGADGIQGHTETLWRLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP V+F+NK+DQAG D + ++  ++D+L    +             E N   +  +
+  E
Sbjct  121  IPAVLFVNKMDQAGTDKERLMAELKDRLDEGCVDFGGWQADGG---
EWNPGTDERESFAE  177

Query  181  N----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            N    ++ +LE Y+    I RE+++R    R     LFPV++GSA K  GI+  +    
G
Sbjct  178  NLAVCDEAVLETYLETGEIGREEIIRMTAGR----
KLFPVFFGSALKMKGIESFL---RG  230

Query  237  LFQPI-
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295



            LF+ +   +GS++    ++K+     G R  +L++  G L ++D  AL G E  K+ 
++R
Sbjct  231  LFEIVRAPKGSSSFGAKIYKISRDSQGNRLTHLKVTGGVLCVKD--ALIGEE--
KVNQIR  286

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
            I S  +      A  G +  +      L+   G    L  +   E P+  P+L   
I   
Sbjct  287  IYSGSKYETVQEAQTGTVCAVTG---LLSSAPGQG--
LGAEAASELPVLEPVLTYRILLP  341

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                  + L  L QL + +P L    +  T EI    +G VQ+E++  L+ E+Y 
LE   
Sbjct  342  
EGTDVHKSLRDLRQLEEEEPELHILWEEATGEIKAQVMGEVQIEILKTLIRERYGLEAEF  401

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               +++Y E  L+      H E  P   +A + L + P   GSG+Q+++  S   L
++++
Sbjct  402  GTGNIVYKETILEPIEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLQFDTVCSEDVLDRNW  459

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   +     +G L G  +TD +I    G  +   +   DFR      L Q L
+   
Sbjct  460  
QRLVLTHLEEKRHRGVLTGAEITDMRITLLTGRAHIKHTEGGDFRQATYRALRQGLRAGK  519

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             +LLEPY  F +  P E L RA  D  +     +  + + D  V TG+ P   ++ 
Y+ +
Sbjct  520  
CRLLEPYYGFRMEIPAENLGRAMADIERKNGVFDPPETEGDMAVLTGKGPVVNLRDYQRE  579

Query  593  LAFYTNGRS  601
            +  YT GR 
Sbjct  580  VTAYTKGRG  588

>SNR92387.1 translation elongation factor 2 (EF-2/EF-G) 
[Desulfurobacterium 
atlanticum]
Length=698

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 200/689 (29%), Positives = 317/689 (46%), Gaps = 
75/689 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V +G    D M  E++RGITI 
+A T
Sbjct  15   
KVRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVHEGAAEMDWMEQEKERGITITSATT  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NIVDTPGH+DF  EV RSL VLDGA+ V+ +  GVQ QT  ++    
K  +
Sbjct  75   
TCFWRNHRINIVDTPGHVDFTIEVERSLRVLDGAVTVLCSVGGVQPQTETVWRQADKYKV  134

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEE  168
            P +IF+NK+D+ G +   VV  V +KL A  +            K  V L     I
+ EE
Sbjct  135  
PRIIFVNKMDRIGANFFQVVNDVEEKLGAKPVPIQIPIGAEDNFKGVVDLVRMKAIIWEE  194

Query  169  NT------DIEAWDAVIEN----NDKLLE-----------
KYIAGEPISREKLVREEQRR  207
             T      + E  + +IE      +KL+E           KY+ GE I+ +++    
++ 
Sbjct  195  
ETLGAKFHEEEIPEDLIETAEEYREKLIEALADVDEEIMMKYLEGEEITEDEIKAAIRKG  254

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQG------SAA  248
              +   FP+  GSA K  G+QPL+DAV              G+    GE+        
A 
Sbjct  255  
TLEIKFFPMICGSAFKNKGVQPLLDAVVDYLPSPLDVPPIKGINPKTGEEEERPASYDAP  314

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
                 FK+       +  ++R+YSG L     V  A R K +    R+     I+R    
Sbjct  315  FSALAFKILTDPYVGQLTFIRVYSGLLESGSYVFNATRGKKE----RL---
ARILRMHAN  367

Query  309  YPGEIVILPSDSVR---------
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
               EI +L +  +            D L DP         E P P++   + PKT 
A +E
Sbjct  368  
KREEIPVLGAGDIAAAVGLRDTYTGDTLCDPDHPIILEAMEFPEPVISVAVEPKTKADQE  427

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL +LA  DP  R   D  T + I+S +G + LE++   L  ++ ++  V 
+P V 
Sbjct  428  



KLSLALQKLAKEDPSFRVSTDHETGQTIISGMGELHLEIIVDRLKREFNVDVNVGKPQVA  487

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K  +       +      +  + L + PL  G G ++   +  G + + +  
AV
Sbjct  488  
YRETIRKEVTQEGKFIKQTGGRGQYGHVWLKIEPLEPGKGFEFHETIKGGVVPKEYIPAV  547

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  K++   
LL
Sbjct  548  
EAGVKEAMETGVVAGYPMVDIKVTLFDGSYHEVDSSEMAFKIAGSMAFKEGAKKANPVLL  607

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+E++     D  K    ++  + + +  V    +P   +  Y 
TDL   
Sbjct  608  
EPIMEVEVTTPEEFMGDVIGDLNKRRGRVQGMEARGNAQVIKAYVPLAEMFGYATDLRSM  667

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPR  622
            T GR+  +     Y+   A V + +I  R
Sbjct  668  TQGRATYIMRFSHYEEVPANVAEQIIGER  696

>WP_056995813.1 GTP-binding protein [Lactobacillus equigenerosi]
Length=641

 Score = 263 bits (673),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 193/630 (31%), Positives = 298/630 (47%), Gaps = 
63/630 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GI+AHVDAGKTTL+E+LLY  G     G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKHIVMGIVAHVDAGKTTLSEALLYRGGTQRTLGRVDNGNAFLDTAKLEKQRGITIYSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    + ++DTPGH+DF A+  + L VLD A+LV+SA DG+Q  TR+ +  L
+  N
Sbjct  61   
AVAQFDELSLTLLDTPGHVDFAAQTEQVLPVLDYALLVVSATDGIQGSTRLWWRLLQAAN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK D  G ++  V++ ++ +  A  +   +               + +
+A+  



Sbjct  121  IPTFIFINKTDSLGANVTGVIEQLQTEFDAGCLPLTS---------------
DNYEAIAM  165

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++  L++ ++ E ++   +    QR +    +FPVY G+A K  G+  L+  +T    
P
Sbjct  166  TDEAALDELLSTETLADPTI----
QRLIDHRHVFPVYTGAALKLAGVDELIAGLTHWTSP  221

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    S AL G VFK+ +   G+R  +LR+  GTL+ + T  L G    KI ++R  
+  
Sbjct  222  L-TPASNALAGRVFKISHAPTGERLTWLRVTGGTLQAK-TELLPGE---
KINQIRCYNGA  276

Query  301  EIVRTD--------------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
            +    +                +PG+ + L  D V LN +                 
P+L
Sbjct  277  KFTIANQVPAGQVCAVTGLTQTFPGQGIGLSPD-VSLNQI----------------
QPVL  319

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              T+  +      R+L AL +LAD D  L  +       I L  +G VQLE++ 
ALL E+
Sbjct  320  NYTVELQ-
GNDPHRVLAALRELADEDQHLNVQWSEELQTISLQIMGAVQLEIIQALLQER  378

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y+L     +  +IY E   K      H E  P   +A + L + P   GSG+ +    
S+
Sbjct  379  YQLTVAFTDGQIIYQETITKPVEGVGHFE--
PLRHYAEVHLLIEPAPRGSGITFAQDCSV  436

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L  ++Q  +   +     +G L G  +TD KI    G  +   S   DF       
+ 
Sbjct  437  
DVLKHNWQERIMTSLHAKQHRGVLIGAPLTDVKITLINGRGHLKHSEGGDFNEATWRAVR  496

Query  526  QAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            Q L     +   QLLEP+ +F L  P E + RA +D  +   T   A+      + 
TG  
Sbjct  497  
QGLMMLKTKQACQLLEPWYAFRLLVPNEQVGRALNDIQQMNGTFALAEPTDTMQLITGTA  556

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   ++ Y T +  YT+G+      L GYQ



Sbjct  557  PVATLRDYATTVRSYTHGQGSIELTLAGYQ  586

>WP_069775732.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVMPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>OQX65653.1 elongation factor G [Desulfococcus sp. 4484_242]
Length=677

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 200/676 (30%), Positives = 323/676 (48%), Gaps = 
77/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +L+ SG + + G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
KTRNIGIIAHIDAGKTTVTERILFYSGRVHKMGEVHNGEATMDWMVEEKERGITITSAVT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W    +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++H   
+  +
Sbjct  69   
SCEWLGHTINIIDTPGHVDFTVEVERSLRVLDGAIGVFCAVGGVEPQSETVWHQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSL-------  160
            P + F+NK+D+ G D   VV+ +RD+L+A  ++ Q               VS+       
Sbjct  129  
PKIAFVNKLDRVGADFHRVVRMIRDRLAAVPLVLQLPWGVEDGFKGVIDLVSMKAVVWED  188

Query  161  -----------SPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                       +PE + +E +       + + + +D+++E+++A E I   ++    
++ 
Sbjct  189  
DSLGARFSSVPAPEDMADEVSHYRELLIETLADKDDRVMERFLADEDIPVREIKAAIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAA  248
              D  + PV  G+A +  GIQPL+DA+              G     GE      + 
+  
Sbjct  249  
GIDLKVVPVLCGAALRNKGIQPLLDAIVDYLPSPLEVPPIIGTNPATGEAETRPPKTNGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV   D G++  YLR+YSGT++  D VA  GR  +    ++ +M   +K 
E  R
Sbjct  309  FAALAFKV-MMDQGRKMTYLRVYSGTVKAGDPVANPGRGLIERPARLLKMH-
SNKRE--R  364

Query  305  TDTAYPGEIVILPSDSVRL---NDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               A  G+IV   +  ++L    D L D   P  L    + E   P++   + PK+    
Sbjct  365  IPEASAGDIV--AAMGLKLAGTGDTLCDEAHPILLEPMEFNE---
PVISVAVEPKSVQDN  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++LLDAL +LAD DP  R ++D  T + I+S +G + +E++   L  ++ +     
+P V
Sbjct  420  
DKLLDALQKLADEDPTFRFKIDEETGQTIISGMGELHIEIIMGRLKREFLVPVNQGKPQV  479

Query  419  IYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            +Y E    P++  S     E+     +A++ + ++PL+ GSG  + S      L   
F +
Sbjct  480  VYRETITVPVEEES-
VFKRELAGQEHFAAVRIKLSPLTRGSGNAFVSHCDDPMLTDLFLD  538

Query  476  AVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            A+R GI      G L G+ V D +           ++     ++ A +    A ++
+G  
Sbjct  539  
AIRSGISEAQAGGTLLGYPVCDVETTLLGVQIKENLTDVMALKAAANMGFRSAFQKAGPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   + AP+E+      D       IE         V T  +P   +  Y 
T L 
Sbjct  599  
LLEPIMKTEVLAPEEFTGEVIGDLNARQGKIEQIASSGAVQVVTARVPLSKMFGYSTALR  658

Query  595  FYTNGRSVCLTELKGY  610
              T+GR     +   Y
Sbjct  659  SVTHGRGTFTMQFSQY  674

>WP_004050332.1 MULTISPECIES: elongation factor G [Lactobacillus]
 EMZ16528.1 elongation factor G [Lactobacillus murinus ASF361]
 KDA46225.1 translation elongation factor G, fusA [Lactobacillus 
animalis]
 KRM59696.1 elongation factor G [Lactobacillus animalis KCTC 3501 = 
DSM 20602]
 OCX49462.1 translation elongation factor G [Lactobacillus animalis]
 PNQ52264.1 elongation factor G [Lactobacillus animalis]
Length=696

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 189/689 (27%), Positives = 327/689 (47%), Gaps = 
67/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDNRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G +    V +++D+L A                   D++  Q      
Sbjct  131  
PRIVFINKMDKIGANFDYSVSTIKDRLQANPLPVQMPIGAEDQFEGVIDLVEMQADLYDE  190

Query  157  --------TVSLSPEIVLEENTDIEAW-



DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                    TV +  E + E  T  E   +A+ + N+ ++EKY+ GE IS+E++ +  
++ 
Sbjct  191  
DASGASWETVPVPEEYLEEAQTRREEMIEALADVNEDIMEKYLGGEEISKEEIKKAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
                 ++PV+ GSA K  G+Q ++D V   L  P+  +   A                  
Sbjct  251  
TLSLDVYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYNATNPDTDEVVELVADDDKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRNEISE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L DP         E P P+++ ++ PK+ A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPEPVIQVSVEPKSKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEATVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K          +      +  + +  TP   G G ++E+ +  G + + +  +V  
G+
Sbjct  488  
FTKQVQSQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
KEAMQNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLSLRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++ L             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  608  
KVEVVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLSEMFGYATTLRSATQGR  667



Query  601  SVCLTELKGYQ---AAVGQPVIQPRRPNS  626
                  +  Y+    A+ + +I+    N+
Sbjct  668  GTFTMTMDHYEPVPKAIQEEIIKKNGGNA  696

>ABO87345.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 249 bits (637),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KSNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>EQC59548.1 elongation factor P [Lactobacillus fermentum MTCC 8711]
Length=694

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKLGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>OGH47673.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_01_FULL_39_10]
Length=711

 Score = 265 bits (677),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 202/682 (30%), Positives = 315/682 (46%), Gaps = 
78/682 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  13   
KVRNIGIIAHIDAGKTTTTERILYYTGRTHKIGDIDEGTTVMDWMKEERERGITIVSAAT  72

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W           HR  +NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ
+Q+ 
Sbjct  73   TTFWTPTEGLLKGIEHR--
INIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSE  130

Query  111  ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-------
KQT------  157
             ++    K  +P + F+NK+D+ G D  + V+S+ D+L A+  I       +QT      
Sbjct  131  
TVWRQADKYKVPRICFVNKMDKLGADFFATVKSIEDRLGANPAIMVLPIGSEQTYIGNVD  190

Query  158  -----------------VSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
                               ++ +I  E    +E +     + + E +D L+EKY+  
E  



Sbjct  191  
LLTRKAYRWGSDELGAKFDVADDIPAEMRDQVEEFRHKLVEKISETDDSLIEKYLKSEEP  250

Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA--------  247
            + E+L R  +R V    L P+Y GS+ +  G+QPL+DAV        + G          
Sbjct  251  
TVEELRRALRRAVISYKLVPIYAGSSLRNKGVQPLLDAVVEYLPSPADLGEVHGHHPKTE  310

Query  248  -----------ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMR  295
                       AL G  FK++      +  Y R+YSG L     V  A ++ K ++  
+ 
Sbjct  311  
AQEVRKLKEDEALSGLAFKIQNDPHVGKLTYFRVYSGKLESGSYVYNATKDIKERVGRLL  370

Query  296  IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIA  351
            +    +      AY GEI+ ++        D L D   P  L +  +   P P++   
I 
Sbjct  371  LMHSNQREEIKEAYAGEIIAVVGLKDTGTGDTLSDEAHPIVLEKITF---
PEPVISLAIE  427

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PKT + +E+L  AL +L D DP  + + +  T + I+S +G +QLEV    + E + 
+E 
Sbjct  428  
PKTKSDQEKLGMALKRLMDEDPTFQVKANHETGQTIISGVGELQLEVKVHTMKEDFGVEA  487

Query  412  VVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             V  P V Y E   + AS       +      +    L VTP   G G +++  +  
G +
Sbjct  488  
NVGAPQVAYKETIKRQASGEGKYIRQSGGRGQYGHCFLRVTPKPRGEGYEFKDEIKGGAI  547

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
               F  ++R GI   +E G++ G+ + D  +    G ++   S+   F+  A   L
+ A 
Sbjct  548  
PSEFIISIRKGIAETMENGIYLGYPMVDMDVAVYDGSFHEVDSSDIAFKIAASKALQVAC  607

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K +   LLEP +   +  P E++     D     A I   Q      +     P   
+  
Sbjct  608  
KAADLTLLEPIMKVEVTTPSEFMGDVIGDLSAKRAQIIGTQEHGKATIILAMAPLAELSD  667

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T L   T GR+    E   Y
Sbjct  668  YATTLRSMTQGRASYYMEPSHY  689



>OGH24286.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_40_16]
 OGH45916.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_01_FULL_39_24]
Length=703

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 193/669 (29%), Positives = 314/669 (47%), Gaps = 
61/669 (9%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER RGITI 
+A T+
Sbjct  13   
IRNIGIIAHIDAGKTTTTERILYYTGKTYKIGDIDEGTTVMDWMAEERARGITIVSAATT  72

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++    K  
+P
Sbjct  73   
AYWKGYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWRQADKYKVP  132

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----  158
             + F+NK+D+ G D  + V+S+ D+L A                   D++ K+++     
Sbjct  133  
RLCFVNKMDKLGADFLATVKSIEDRLGANPAIMVLPIGAEATFKGVYDLLHKKSIIWTGE  192

Query  159  ------SLSPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  +++ EI      +IE + A     + E +D L++KY+  E I  E+L    
+R 
Sbjct  193  
ELGAKFTITDEIPQGMGPEIEKYRAKLVEKISETDDILMDKYLKNEEIKPEELKAALRRA  252

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------
TGLFQPIGEQGSA------------A  248
            V    L P++ GS+ +  G+QPL+D V         L Q  G                 
+
Sbjct  253  
VIAYKLVPIFAGSSLRNKGVQPLLDGVIDYLPSPVDLGQVKGTNSQTGTEEIRKLVPEES  312

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            L G  FK++      +  Y R+YSG +     +  + +  + ++  + +    E      
Sbjct  313  
LSGLAFKIQNDPHVGKLTYFRVYSGKVMAGTYIYNSTKNSQERVGRLLLMHSNERTEIKE  372



Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A+ GEIV I+        D L DP +         P P++   I PKT + +E+L  
AL 
Sbjct  373  
AFAGEIVAIVGLKDTTTGDTLCDPQKPIILEKIVFPEPVISLAIEPKTKSDQEKLGYALK  432

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
            +L D DP  + + +  T + I+S +G +QLEV    +   + +E  V  P V Y E   
R
Sbjct  433  
RLMDEDPTFQVKTNHETGQTIISGVGELQLEVKVNTMKADFGVEANVGAPQVAYKETIAR  492

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
              +     I        +   + L V P   G G ++ + +  G +   F +++  
G++ 
Sbjct  493  IAEGEGKYIKQSGGKGQYGHCL-
LRVEPAPRGEGFEFINEIKGGTIPAVFISSIEKGVKE  551

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+ + D  +    G ++   S+   F+  A   L+ A K++G  LLEP 
+  
Sbjct  552  
TMENGILLGYPMVDMNVAVYDGSFHEVDSSDIAFKIAASQALQAATKKAGLTLLEPIMKV  611

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P E++     D     A I   + +    +    +P   +  Y T L   T 
GR+ 
Sbjct  612  
EVTTPSEFMGDVIGDLSSKRAQISGTEERSRATIILSLVPLSELSGYATTLRSMTKGRAS  671

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  672  YYMEPSHYE  680

>WP_057313455.1 elongation factor G [Paenibacillus sp. Soil766]
 KRE93845.1 elongation factor G [Paenibacillus sp. Soil766]
Length=691

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 199/670 (30%), Positives = 319/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  E       
D  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRLKLGANAVAIQLPIGAENDFKGIIDLVEETAYMYKDDLG  191

Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L  KY+ GE IS +++    ++ 
V D 
Sbjct  192  
KDIEKIEIPAEFKDQVAELRLELIEKVAELDEELTMKYLEGEEISVDEIKAALRKGVCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVINYLPSPLDVPDIKGVLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V+ A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVSNATKGKRERVGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L R  +   P P+++  + PKT A ++++  
AL
Sbjct  369  AGDIAAAVGLKDTTTGDTLCDEKNPVILERMVF---
PEPVIQLAVEPKTKADQDKMGIAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRE-TF  484

Query  426  KAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +AA+      V  +      G   +   P   G+G  +E++V  G + + +   ++ 



GI 
Sbjct  485  
RAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGTGFIFENKVVGGSIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDSRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VYSMELSHYE  674

>WP_011697909.1 elongation factor G [Syntrophobacter fumaroxidans]
 ABK16738.1 translation elongation factor 2 (EF-2/EF-G) 
[Syntrophobacter 
fumaroxidans MPOB]
Length=706

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 199/672 (30%), Positives = 315/672 (47%), Gaps = 
69/672 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G     G V  GT   D M  E++RGITI 
+AVT+ Q
Sbjct  38   
NIGIIAHIDAGKTTVTERILFYTGRSHRMGEVHDGTAVMDWMEQEQERGITITSAVTTCQ  97

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+R +++++DTPGH+DF  EV RSL VLDGAI V     GV+ Q+  ++H   + +
+P +
Sbjct  98   
WNRHELHLIDTPGHVDFTIEVERSLRVLDGAIAVFCGVGGVEPQSETVWHQADRYHVPKI  157

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             F+NK+D+ G DL  VV+ +  K                      D+I  + +    
E +
Sbjct  158  
AFVNKLDRLGADLDQVVEQIERKFKTIPLVLQLPAGRESDFRGVVDLIGMRQIVFHDETL  217



Query  166  LE--ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             E  E  DIEA                V E +D L+E+Y+ G  IS   LV   ++   
D
Sbjct  218  
GERYEYVDIEASLRDRALEARDRLVAKVAEFDDHLMERYLEGMEISAADLVPAIRKLTLD  277

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------
QPIGEQGSAALCGSV-----------  253
                PV  GSA K  GIQPL+DA+           PI  +G A +  +V           
Sbjct  278  LKAVPVLCGSALKNKGIQPLLDAIVDFLPSPLDVPPI--
EGRAPVTHAVERRSSSETEPF  335

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRT  305
                FK++  D G++  Y R+YSG L++ D    V+   REK+ +I +M    +  
+ +T
Sbjct  336  AALAFKIQM-
DQGRKLTYARIYSGRLQVGDDVLNVSKGTREKVSRIFQMHANKRDRLEKT  394

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G IV+L    S    D L DP             P++   +  ++ A +E
+LLD+
Sbjct  395  GA---
GNIVVLMGLKSAGTGDSLCDPAHPVLLEPVNVYEPVISIAVEAQSRADQEKLLDS  451

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R + +  T + I+S +G + LE+V   L   + +E    +P V+Y 
E  
Sbjct  452  
LAKLSEEDPTFRFQENPDTGQTIISGMGELHLEIVLTRLDRDFNVEVNAGKPQVVYRETI  511

Query  425  LKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             + A        E+     +  + + + P   G G     +V    + + F  A+  
G++
Sbjct  512  
SREAEAQAVFDREIGGVRHYGVVDIHLAPRRRGQGNTTLVKVRDASIPEVFFPAMEQGVQ  571

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L  G   G+ V D +     G +   VS+   FR  A +  ++A +++   
LLEP+++
Sbjct  572  
DALSSGPQLGYPVVDVEAVIFGGAFQDGVSSELAFRVAASMAFKKACEQASPTLLEPFMA  631

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E+L     D       +E   ++K   V    +P   +  Y T L   T 
GR+
Sbjct  632  



VEILVPEEFLGEVLGDINLRRGRVENISIRKAIQVVQAVVPLSRMFGYSTALRSATQGRA  691

Query  602  VCLTELKGYQAA  613
                    Y  A
Sbjct  692  TFTMHFSHYDVA  703

>WP_050636613.1 GTP-binding protein [Candidatus Stoquefichus sp. 
SB1]
Length=850

 Score = 268 bits (684),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 190/635 (30%), Positives = 325/635 (51%), Gaps = 
39/635 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IG LAHVDAGKTTLTESLLY +G+I + G V+ G    D    ER+RGITI 
+  
Sbjct  1    
MKKCVIGTLAHVDAGKTTLTESLLYLTGSIRKLGRVDHGDAFLDYDHQERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            +  Q+   ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQA T+ +++ L
+  +
Sbjct  61   
SLLQYQDVEITLIDTPGHVDFSAEMERTLQVLDYAILVISGLDGVQAHTQTIWNLLKTYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +FINK+D +      +++ +++KL      ++ V L+ +         + ++ 
+  
Sbjct  121  IPTFLFINKMDISHYQKSDLMKELKEKLD-----ERCVDLTSQ--------
NDFYEEIAL  167

Query  181  NNDKLLEKYIAGEPISREKLVREE--
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             ++ LL+ Y+  + ++ E ++++   QR+V     FP ++GSA K   +   ++++
+ L+
Sbjct  168  CDETLLDYYLEHQSLT-EIMIQDAIIQRQV-----
FPCFFGSALKMQEVDSFLESLS-LY  220

Query  239  QPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                E+   A  G+ V+K+   + GQR  +L++  G+L ++      G E  K+ +
+R  
Sbjct  221  TK--EKNYPADFGAKVYKITRDEQGQRLTHLKIMGGSLHVKTQF---GDE--
KVDQIRKY  273

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            S  +    +  Y G+I  +    +++    LG         ++    P +   I   



+  
Sbjct  274  SGHKYTVVNEVYAGDICAVKGLKAIQAGSGLG----
FEEHAFQPHLTPYMNYRIVLPSDC  329

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R + +  L QL++ DP L       T ++ +  +G +Q++V+  +++E++ L+    
+ 
Sbjct  330  
DRFQAMSQLRQLSEEDPELHMTYHEETQDMTVQLMGEIQIDVLKKMIAERFHLDVDFDQG  389

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             +IY E  L+      H E  P   +A + L + P  LGSG+Q+ +  S   L++ 
+Q  
Sbjct  390  QIIYKETILETVEGVGHFE--
PLRHYAEVHLLLEPAPLGSGLQFSTNCSENMLDKHWQRL  447

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      G L G+ +TD KI    G  +   +   DFR      L Q LK +  
QL
Sbjct  448  
ILTHLEEKEHIGVLAGFPITDMKITILAGKAHQKHTEGGDFRQATYRALRQGLKSTQCQL  507

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F L  P EYLS+A +D           +     VV  G+ P   ++ Y+ 
++  
Sbjct  508  
LEPYYQFYLDIPAEYLSKAIYDIESMDGEFILPETMDQNVVIEGKAPVAKMRHYQLEVTH  567

Query  596  YTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
            YT G+      LKGY+  + Q  VIQ  + +S  D
Sbjct  568  YTKGKGRMYCSLKGYEPCLHQDDVIQSIQYDSEKD  602

>WP_079653813.1 elongation factor G [Thermocrinis minervae]
 SHK32167.1 elongation factor G [Thermocrinis minervae]
Length=695

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 304/670 (45%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
AA T
Sbjct  9    
KLRNIGIVAHIDAGKTTTTERILYYTGKTYKIGEVHEGAATMDWMPQEKERGITITAATT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDG I + SA +GVQ Q+   +    
+ N+
Sbjct  69   
ACYWKDHQINIIDTPGHVDFSVEVVRSMKVLDGIIFIFSAVEGVQPQSEANWRWADRFNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS--------------------------
ADIIIK  155
            P + FINK+D+ G D   V++ + +KLS                          A 
I ++
Sbjct  129  
PRIAFINKLDRLGADFYRVLKEIENKLSIKPVAVQIPIGAEDQFKGVIDLMNMKAIIWLE  188

Query  156  QTVSLSPEIV---LEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +T+    EIV    E     + W A     ++E +D+L+ +Y+ GE I  E L R  
++ 
Sbjct  189  
ETLGAKYEIVDIPPEYVEKAQEWRAKMVETIVEKDDELMMRYLEGEDIPVEDLKRVLRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              +  L PV  GSA K  GIQPL+DAV                 P  EQ           
Sbjct  249  
TINRELVPVLCGSAFKNKGIQPLLDAVIDYLPSPLDLPPVKGINPKTEQEEIRRPLDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
             C   FKV       +  Y+R++SG +     V  A ++K     ++  M   S+ 
++  
Sbjct  309  
FCAYAFKVMSDPYAGQLTYIRVFSGKITAGSYVYNATKDKKERVGRLLLMHANSREDV--  366

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               A  GEIV +        D + D          E P P++   I PKT   +E
+L   
Sbjct  367  -
QEAAAGEIVAVVGMDATTGDTICDERHPIVLEKLEFPEPVISMAIEPKTKKDQEKLSQV  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +    DP  R   D  T +I++  +G + LE++   +  +Y +E  V +P V Y 
E  
Sbjct  426  
LNKYMKEDPTFRATTDPETGQILIHGMGELHLEIMVDRMRREYNIEVNVGKPQVAYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    +      +      +    + + PL  G G  +E+ +  G + + F  AV  
GI+
Sbjct  486  
RKKVVSEGKFIRQTGGRGQYGHCVIEIEPLERGQGFVFENAIVGGVIPKEFIPAVEAGIK  545



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D K+    G Y+   S+   F+  A I  ++ +K++   
LLEP + 
Sbjct  546  
EAMQSGVLAGYPVVDVKVKLFDGSYHEVDSSELAFKIAASIAFKEGMKKADPVLLEPIME  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       I   + K    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVETPEEYVGDVIGDLNSRRGKIVGMENKGVITVIKAYVPLAEMFGYATTLRSLTQGRG  665

Query  602  VCLTELKGYQ  611
              + +   Y+
Sbjct  666  TFIMKYSHYE  675

>WP_025786283.1 GTP-binding protein [Sporosarcina sp. D27]
Length=650

 Score = 263 bits (673),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 171/607 (28%), Positives = 286/607 (47%), Gaps = 
15/607 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ +  I E G V+      D   +ER RGIT+ A     
++
Sbjct  5    
IGILAHVDAGKTTFSEQLLFLTKQIRERGRVDHQDAFLDNHSIERARGITVFAEQAEIEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF  E+ R++ V+D AI+++SA DGVQ  T  ++  LR   
+PT +
Sbjct  65   
EGSSFTLIDTPGHADFSPEMERAVQVMDAAIVLVSAVDGVQGHTERVWQLLRDAKVPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+   D  S +  +++ LS D      +     +  E    +  W  + E 
+D L
Sbjct  125  FINKMDRETADAASSMSELQESLSVDCFDLSQIGTDGTMSEE----LAEW--
LAERDDTL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI-GEQ  244
            L +Y+      ++  +   +  VQD  +FP  +GSA K +GI+    +   L +    
+ 
Sbjct  179  LNRYLE-
SGYDKDFWMETLKLLVQDGKVFPSGHGSALKDIGIESFFASFVHLIERTETDN  237



Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
             S     SV+K+ + + GQR  +L++ SGTL +RD + + G+++ K+T++RI S  
+   
Sbjct  238  DSRPFTASVYKIRHDENGQRITFLKILSGTLHVRDELTVGGQDE-
KVTQIRIYSGTKFNP  296

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               A  G++V +       N   GD   L   R      P L+  +   +    + 
+ + 
Sbjct  297  IPEATVGDLVAVTG---
LTNASAGDTIGLADDRNPYSSKPALKAAVQYDSTYSSKDVWNV  353

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    +  + EI +  +G +QLEV+  ++ E++ +      P+++Y 
E  
Sbjct  354  
FNMLDAEDPTLHAVWNEHSQEIEIRVMGVIQLEVLHHIVYERFNMNVTFGTPTILYKETI  413

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + + + P   GSG+ + S      L+   Q  +   
+   
Sbjct  414  ASTVTGYGHFE--
PLKHYAEVHVKMEPAERGSGIHFTSSCHTDALSPGHQRVIEKHLFER  471

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G+  G  +TD  +    G  ++  ++  DFR      L Q L+++   LLEPY 
+F 
Sbjct  472  
DHHGILTGSPLTDVSVTLLTGRSHNEHTSGGDFRESLFRALRQGLEQAENLLLEPYYAFK  531

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    +++ RA  D           +      V TG +P      Y T+ A YT G
+ V 
Sbjct  532  
MKIDSDHIGRALTDIQTAHGIFHAPETSGHYTVVTGRVPVASFMNYSTEFASYTGGKGVL  591

Query  604  LTELKGY  610
            +  L GY
Sbjct  592  ILTLDGY  598

>WP_012991662.1 elongation factor G [Thermocrinis albus]
 ADC89255.1 translation elongation factor G [Thermocrinis albus DSM 
14484]
Length=695

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 



matrix adjust.
 Identities = 201/677 (30%), Positives = 304/677 (45%), Gaps = 
83/677 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  ER+RGITI AA 
T+  
Sbjct  12   
NIGIVAHIDAGKTTTTERILYYTGKTYKIGEVHEGTATMDWMPQERERGITITAATTACY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDG I + SA +GVQ Q+   +    +  
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFSVEVVRSMKVLDGIIFIFSAVEGVQPQSEANWRWADRFGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS--------------------------
ADIIIKQTV  158
             FINK+D+ G D   V + +  KLS                          A I +
++T+
Sbjct  132  
AFINKLDRLGADFYRVFKEIEQKLSIKPVAIQIPVGAEDQFKGVIDLMEMRAIIWLEETL  191

Query  159  SLSPEIV---LEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                EIV    E       W     +A++E++D+L+ KY+ GE I    L R  ++   
+
Sbjct  192  
GAKYEIVDIPAEYMDKATEWRNRMVEAIVEHDDELMMKYLEGEEIPVSDLKRVLRKATIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCG  251
              L PV  GSA K  GIQPL+DA             V G+    G++           
C 
Sbjct  252  
RKLVPVLCGSAFKNKGIQPLLDAVIDYLPSPLDVPPVKGINPKTGQEEIRKPLDDEPFCA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
             VFKV       +  Y R++SG +     V  A ++K     ++  M   S+ ++     
Sbjct  312  
YVFKVMSDPYAGQLTYFRVFSGKVTAGSYVYNATKDKKERVGRLLLMHANSREDV---QE  368

Query  308  AYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            A  GEIV          D L D   P  L +    E P P++   I PKT   +E
+L   
Sbjct  369  AAAGEIVAAVGLDATTGDTLTDERYPILLEK---
LEFPEPVISMAIEPKTKKDQEKLSQV  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424



            L +    DP  R  VD  T + ++  +G + LE++   +  +Y +E  V +P V Y 
E  
Sbjct  426  
LNKFMKEDPTFRATVDPETGQTLIHGMGELHLEIIVDRMKREYGIEVNVGKPQVAYKETI  485

Query  425  LKAASHTIHIEVPPNPFWASIG---------
LSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             K A       V    F    G         + + PL  G G  +E+ +  G + + 
F  
Sbjct  486  RKKA-------
VGEGKFIRQTGGRGQYGHAVIEIEPLERGQGFVFENAIVGGVIPKEFIP  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV +GI+  ++ G+  G+ V D K+    G Y+   S+   F+    +  + A K+
+   
Sbjct  539  
AVEEGIKEAMQNGILAGYPVVDVKVRLFDGSYHEVDSSEMAFKIAGSLAFKDAAKKADPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P++Y+     D       I   + K    V    +P   +  Y 
T L 
Sbjct  599  
LLEPIMEVEVETPEDYVGDVIGDLNSRRGKIVGMENKGVITVIKAYVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   + +   Y+
Sbjct  659  SLTQGRGTFIMKFSHYE  675

>AOR74003.1 Elongation factor G [Lactobacillus fermentum]
Length=698

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  15   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  75   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  134

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--



IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  135  
PRLVFANKMDKMGANFDYSVKTIKERLNVMPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  194

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  195  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  254

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  255  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  314

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  315  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  374

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  375  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  431

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  432  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  491

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  492  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  551

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  552  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  611



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  612  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  671

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  672  TFTMTFDHYSA  682

>WP_004831805.1 elongation factor G [Parvimonas micra]
 EDP24643.1 translation elongation factor G [Parvimonas micra ATCC 
33270]
 AIZ36095.1 elongation factor G [Parvimonas micra]
Length=691

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 313/677 (46%), Gaps = 
59/677 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G   +G  + D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERMLYYTGKIHKIGDTHEGAAQMDWMEQEKERGITICSAATTCV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ +  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDTRINIIDTPGHVDFTVEVERSLRVLDGSVALFDAKSGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE-N  169
             FINK+D  G +    +++++DKL A+ +  Q               VS+   I   
+  
Sbjct  132  
CFINKMDATGANYYDSIETIKDKLKANPVPVQIPIGAESEFVGVIDLVSMHAIIYKNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  A+ E ++ ++EKY+ GE IS  +L    +R   
+ 
Sbjct  192  
TDIEETDIPDAYKDKAEEYRQNLLEALAETDEFIMEKYLEGEAISPSELREAIRRATINL  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGS--
AALCGSV  253
            S+ PV  GSA K  G+QPL++A+                    +P+    S         



Sbjct  252  
SINPVLCGSAYKNKGVQPLLNAIVAYMPSPLDIPAIEGVDDNEEPVERHASDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAYPGE  312
            FK+       +  Y R+YSGTL     V  + + +K +I  + +    +    D+   
G+
Sbjct  312  
FKIVADPYVGKLAYFRVYSGTLSAGSYVYNSTKGKKERIGRILMMHANKREEVDSVSAGD  371

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +        D L D          E P P++   I PKT A +E++  AL 
+LA+ 
Sbjct  372  
IAAAVGLKDTTTGDTLCDMNSHVILEKMEFPEPVISVAIEPKTKASQEKMSIALHKLAEE  431

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-SH  430
            DP  R   D  T + I+S +G + LE++   L  ++K+E  +  P V Y E   + 
A + 
Sbjct  432  
DPTFRTYTDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVSYRESISQGAEAE  491

Query  431  TIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-  488
              +I +   +  +    + + P   G G ++ + +  G + + +   V+ GI    
+ G 
Sbjct  492  
GKYIRQSGGSGQYGHCKIKIEPQEAGKGFEFVNNIVGGAIPKEYIGPVQKGIEEATQAGV  551

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L G+ V D K+    G Y+   S+   F+    +   QA+ ++   LLEP +   +  
P 
Sbjct  552  
LAGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFRQAVAKAAPVLLEPMMKVEITTPD  611

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            EYL     D       I+    K    V    IP   +  Y TDL   T GR+    
+  
Sbjct  612  
EYLGDVMGDVSSRRGRIQGMNPKNGVHVLDAYIPLAEMFGYATDLRSNTQGRATYSMQFD  671

Query  609  GYQA---AVGQPVIQPR  622
             Y+    A+ + VI  R
Sbjct  672  HYEKVPQAISEKVIGER  688

>KKS04740.1 Elongation factor G [Candidatus Curtissbacteria 
bacterium GW2011_GWA2_41_24]
 OGD98690.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 



RIFCSPHIGHO2_12_41_11]
 OGE06639.1 translation elongation factor G [Candidatus 
Curtissbacteria bacterium 
RIFCSPLOWO2_02_41_11]
Length=709

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 204/683 (30%), Positives = 339/683 (50%), Gaps = 
80/683 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G++++G+T TD M  E++RGITI  
AAV
Sbjct  13   
RIRNIGIIAHIDAGKTTTTERILFYTGKTYKLGNIDEGSTVTDWMAQEKERGITIVSAAV  72

Query  61   TSFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ
+Q+  
Sbjct  73   TTF-
WIPKEGPFAGTETRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSET  131

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++    K  +P + FINK+D+ G D  + ++S+R++L A                   
D+
Sbjct  132  
VWRQADKYKVPRICFINKMDKMGADYFATLKSIRERLGAPACPYNLPLGRENEFQGIIDL  191

Query  153  IIKQTVSLSPEIVLE---------ENTDIEAW-----
DAVIENNDKLLEKYIAGEPISRE  198
            + ++      E  ++         E  ++E +     + + EN+D LLEKY+ GE 
I  +
Sbjct  192  
LTQKAYVWKDETGMKFEEIPIPEEEKANVEKYRHELVEKIAENDDTLLEKYLKGEQIETD  251

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQ  239
            +L +  ++ V    + PV  GS+ +  G+QPL+DAV                   
TG  +
Sbjct  252  
ELKKALRKAVITYKIVPVLAGSSLRNKGVQPLLDAVVDYLPSPPDIVEIQGINPKTGGKE  311

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMR  295
               +   A  CG  FK++      +  Y+R+YSGTL+   +V  A    RE++ +I  
M 
Sbjct  312  
VRKQTIDAPFCGLAFKIQIDPHVGKLTYVRIYSGTLKSGTSVLNATRHDRERIGRILLMH  371

Query  296  IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---



PTRLPRKRWREDPLPMLRTTIA  351
              ++ EI  +   Y GEI+ I+   +    D L +   P  L    +   P P++   
I 
Sbjct  372  ANTREEIAES---YAGEIIAIVGLKNTATGDTLCNEAAPIILETISF---
PEPVISMAIE  425

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P T A +E+L  AL +L++ DP  + + D  T + I+S +G + LE++   +  ++ 
++ 
Sbjct  426  
PNTKADQEKLGYALGRLSEEDPTFKIKSDFETGQTIISGMGELHLEILVDRMKREFAVDA  485

Query  412  VVKEPSVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             V  P V Y E    +A     +I +      +    L V P   G G +++S +  
G +
Sbjct  486  
KVGRPQVAYKETIAGQATGEGKYIRQSGGRGQYGHCFLRVEPKPRGEGYEFKSEIKGGAI  545

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             Q F  +V  G+R  ++ G L G+ + D K+    G Y+   S+   F+    + 
LE A 
Sbjct  546  
PQEFIPSVEKGVREKMDMGVLAGFPMVDMKVAVYDGTYHDVDSSDIAFKIAGSLALEAAA  605

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++G  LLEP +   +  P++++     D     A I +++     V+ T  +P   
+  
Sbjct  606  
KKAGLTLLEPIMKVEVTIPEQFMGDVIGDLSAKRAQILSSEHHGKSVIITALVPLSEMSG  665

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y T L   T GR     E   Y+
Sbjct  666  YVTTLRSMTQGRGSVYMEPSHYE  688

>WP_048735482.1 elongation factor G [Lactobacillus koreensis]
 AKP65276.1 elongation factor G [Lactobacillus koreensis]
 KRK86141.1 elongation factor G [Lactobacillus koreensis JCM 16448]
Length=699

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 183/672 (27%), Positives = 315/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   



KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W + ++NI+DTPGH+DF  EV RSL VLDGA+ V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKKHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDGQAGVEPQTETVWRQASDFDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------
IVLE  167
            P ++F+NK+D+ G D    V S+ ++L A+ +  Q +++  E               
V +
Sbjct  131  PRIVFVNKMDKLGADFDFSVNSIHERLQANAVALQ-
MAIGAEDDFTGVVDLIEMKAYVYD  189

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            ++    +WD V                 IE+    +D+++EKY+ GE I++ +L    
+R
Sbjct  190  
KDELGSSWDTVDIPADMLEEAKKRHEGIIESVADVDDEIMEKYLEGEEITKAELKAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSA  247
                  +FPV+ GSA K  G+Q LMDAV   L  P+                       
A
Sbjct  250  
ATLKLEMFPVFAGSAFKDKGVQMLMDAVVDYLPSPLDVKPYNATVPDTDEAVELRADDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+YSGTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYSGTLEAGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP           P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPLHLESMNFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+E  +  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFKVEANIGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+         +      +  + +  TP   G G ++E  +  G + + F  



+V  G
Sbjct  487  
AFTKSTKVQGKFVRQSGGKGQYGDVWIEFTPNERGKGYEFEDGIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A+K +G  
+LEP 
Sbjct  547  
LQEAMANGVLAGYPLVDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAVKTAGPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGKVDGMEARGNAQMIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>WP_003373544.1 GTP-binding protein [Clostridium botulinum]
 EES50320.1 GTP-binding elongation factor, TetM/TetO family 
[Clostridium 
botulinum E1 str. 'BoNT E Beluga']
Length=652

 Score = 263 bits (673),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 169/632 (27%), Positives = 309/632 (49%), Gaps = 
21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKNHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+  V++ +V+  ++ K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREIVNIANVLNDIKTKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177



Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKGMIFPCLSGSALLDVNIDNFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYYIENEIEFNEKINQIRIYNGDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DTAY G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTAYAGDVFGVTGLTKFKVGQGIGEADL----
NTHYNIVPTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    EI +  +G +QLEV+  ++ +++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDEDLQEINIHIMGNIQLEVLKEVVKKRFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  K   + +  +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQKLFGSFDEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622



>WP_095183405.1 elongation factor G [Lactobacillus johnsonii]
 PAB56267.1 elongation factor G [Lactobacillus johnsonii]
 PEG69774.1 elongation factor G [Lactobacillus johnsonii]
Length=698

 Score = 265 bits (676),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDSIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGDEVELMADDKKT  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNSRERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363



                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPAHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_044351937.1 elongation factor G [Dethiosulfatarculus 
sandiegensis]
 KIX11359.1 elongation factor P [Dethiosulfatarculus sandiegensis]
Length=681

 Score = 264 bits (674),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 315/674 (47%), Gaps = 
73/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+G++AH+DAGKTT TE +LY +    + G V +GT   D M  E+QRGITI +A 
T+ Q
Sbjct  12   
NMGVVAHIDAGKTTFTERVLYYTKRTHKIGEVHEGTAVMDWMEEEQQRGITITSAATTCQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+   +N++DTPGH+DF  EV RSL VLDG ++V  A  GV+ Q+  ++H   + +
+P +
Sbjct  72   
WNNYDINLIDTPGHVDFTMEVERSLRVLDGCVMVFCAVGGVEPQSETVWHQADRYHVPKI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
             FINK+D+ G D   V+  +R+KL A                   DI+  + +S      
Sbjct  132  
AFINKMDRIGADFNGVLNQIREKLGANPLPLTIPWGSESDFKGVIDILTMELLSFDESDQ  191

Query  162  ------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   EI  E   + +A      + + EN+D+++E Y+  E IS + L    +R    
Sbjct  192  
GGTVARSEIPAEMQEEAQAARESMIETLAENDDEIMEAYLGEEEISLKNLKAAVRRACLS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCG  251
              L PV+ GSA +  G+QP++D +                 P  EQ         A 
L  
Sbjct  252  
LKLIPVFAGSALRNKGVQPVLDGICDYLPSPLDIPSVEGVNPTNEQKELRQADKKAPLAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
             VFKV+  + G++ V+ R+YSG +     V    ++K  K+  +      +  R   
A  
Sbjct  312  LVFKVQM-
EQGRKLVFARIYSGVIESGAEVYNVTKDKTEKVARLLRMHANKRERLKEASA  370

Query  311  GEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            G+IV L         D++ L D    P  L   R  E   P++   + PKT   +E
+L  
Sbjct  371  GDIVGLMGMKLATTGDTLALKD---RPLLLDNIRSYE---
PVISVAVEPKTVGDQEKLES  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
             L +LAD DP  R  +D  T + I+  +G + L+V+   L  ++ L   V +P V
+Y E 
Sbjct  425  
CLNRLADEDPTFRMHIDEDTGQTIIRGMGELHLDVLVQRLKREFSLTVNVGQPQVVYRET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R +K  + +   ++  +     + L +TP   G G      +S   L   F + 
++  
Sbjct  485  VTREVK-
LTESFDRDLGGDRQVGEVTLKLTPNPRGGGNTVRIDISDQDLPAEFTDVIKQS  543



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +  GL  G + G+ V D K+      Y    +T    R      L +AL+ + + 
LLEP 
Sbjct  544  
VNEGLSSGVVLGYPVVDTKVEVTGVGYTQGTTTELGMRLACSTGLRKALESAESILLEPV  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + +P+E++     D      ++E+ + K +  V T  +  + +  Y T L   
T G
Sbjct  604  
MKVEVVSPEEFMGEVIGDLNARGGSVESVEPKGNTQVITATVALKRMFGYSTILRSATQG  663

Query  600  RSVCLTELKGYQAA  613
            R++   +   Y A+
Sbjct  664  RAIFSMQFSHYDAS  677

>WP_092337349.1 GTP-binding protein [Butyrivibrio sp. M55]
 SFU68935.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 
sp. M55]
Length=904

 Score = 268 bits (686),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 193/642 (30%), Positives = 310/642 (48%), Gaps = 
44/642 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + +GILAHVDAGKTTL+ESLLY +G I +PG V+   T  DT  LER RGITI +    
F
Sbjct  5    
VTLGILAHVDAGKTTLSESLLYLAGRIKKPGRVDHKDTFLDTYELERSRGITIFSKQAIF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++  + N++DTPGH DF  E+ R+L VLD A L+ISA DGV +Q R+LF  L    
+PT
Sbjct  65   
DYNDIRFNLLDTPGHADFSPEMERTLQVLDIATLIISAPDGVTSQARMLFKLLEHYRVPT  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVIENN  182
            VIF+NK+DQ G D+ +V   +R+ LS+             I  ++N  + E  + +   
+
Sbjct  125  VIFVNKMDQPGTDVDAVTSEIRETLSSSC-----------
ISFDKNVPEDEFLEELAMCD  173

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-----
AVTGL  237



            ++LL  ++ G+ I++E +       +     FP+ +GSA K  G+Q L+D     A 
+  
Sbjct  174  EELLSSFLDGKKITQENI----
NNLIHKRKCFPILFGSALKADGVQQLLDLICKAAPSMT  229

Query  238  FQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             +     G+    G+ ++K+   + G R  ++++ SG L +RD++        K+ 
++R+
Sbjct  230  CEAENPDGTPKEFGARIYKISRDNSGNRLTHIKITSGVLNVRDSI-----
RGEKVDQIRL  284

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             S  +   T +AY G I ++      R  + LG    L      E   P+L  T+     
Sbjct  285  YSGEKFEPTKSAYAGMICVVTGLTGTRAGEGLG---
ILEGSNVSEILQPILSCTLLLPED  341

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +   L  L + +P+L+      T +I +  +G VQ E++  +L  ++ ++     
Sbjct  342  
VNPVPVFKQLKVLEEEEPMLQVTSLEETGQIEIQIMGEVQKEILRHMLKTRFDIDAEFGP  401

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               +Y E          H E  P   +A + L + P   GSG+ + S      L  
++Q 
Sbjct  402  GHTVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLVFSSDCPTDDLALNWQR  459

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +     +G L G  +TD KI    G  +   +   DFR      + Q L +
+ + 
Sbjct  460  
LVLTHLGEKKHRGVLTGSEITDMKITLIAGKAHEKHTEGGDFRQATYRAIRQGLMQADSV  519

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP L + +  PQE + RA  D      T+    ++  + + TG +PA C+  Y  
+L+
Sbjct  520  
LLEPILDYRMELPQETVGRALTDIQMMNGTVGLPDIEDGKSILTGTVPAACLGNYAQELS  579

Query  595  FYTNGRSVCLTELKGYQ---------AAVG-QPVIQPRRPNS  626
             YT G     T L GY          A+ G  P + P  P+S
Sbjct  580  AYTKGEGHIFTTLSGYGPCHNAEEVIASSGYDPDLDPDNPSS  621

>WP_053487289.1 GTP-binding protein [Bacillus sp. FJAT-21351]
 KOP74643.1 elongation factor G [Bacillus sp. FJAT-21351]
Length=653



 Score = 263 bits (673),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 181/636 (28%), Positives = 312/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIELIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L +    
+ 
Sbjct  182  LDAFMEGKN-
DQAYWRAAMQKLIQSNQLFPCASGSALQDMGIKEFLEKVDLLTETCYSK-  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSGGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLD        DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDT------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  



PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEKVIERIRYNKEAD  623

>WP_055260322.1 GTP-binding protein [Coprococcus comes]
 CUN38792.1 Elongation factor G [Coprococcus comes]
Length=927

 Score = 269 bits (687),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 187/615 (30%), Positives = 304/615 (49%), Gaps = 
31/615 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I++GILAHVDAGKTTL+E +LY +G I + G V+ G    DT  LER RGITI +   
+F
Sbjct  13   
ISVGILAHVDAGKTTLSEGILYLTGQIRKLGRVDHGDAFLDTYTLERSRGITIFSKQANF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  TR L++ L +  
+PT
Sbjct  73   
VLGDKQVTLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTRTLWNLLARYQVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D Q  +  ++ KLS + +     + + E  LEE +           
++
Sbjct  133  FIFINKMDQDGTDRQDRLTELKRKLSGECV---
DFTEAGEEFLEELSMC---------DE  180



Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI-  241
             ++E Y+    I+  ++    Q  +++  +FP Y+GSA K  G+Q L+D +      
P+ 
Sbjct  181  TVMESYLENGEITASQI----
QTLIRERKVFPCYFGSALKLEGVQELLDGLEKYMDGPVS  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPS  298
            G     A    V+K+     G R  ++++ +G L++++ +     E   + K+ +
+RI S
Sbjct  237  
GTHAEEAFGAKVYKISRDSQGSRLTHVKITNGVLKVKEILEYMAEEEPMQEKVNQIRIYS  296

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
              +      A  G I  + +   R     G    L  ++    P+  P+L   +      
Sbjct  297  GDKYEMVQEAEKGCICAV-TGLTRTYPGQG----
LGMQQGSSAPILEPVLNYRVELPEGC  351

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               R+L    QL + DP+LR   +    EI +  +G VQ E++ +L+ E++ ++      
Sbjct  352  
DVHRMLQNFRQLEEEDPMLRVVWNEEAGEIQVQLMGEVQTEILQSLVKERFDVDISFGSG  411

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +++Y E          H E  P   +A + L + P   GSG+  ++  S   L+++
+Q  
Sbjct  412  NIVYKETIKNTVEGVGHFE--
PLRHYAEVHLILEPGEPGSGISIDTICSEDVLDKNWQRL  469

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +     +G L G  +TD KI    G  +   +   DFR      + Q L ++   
L
Sbjct  470  
ILTHVLEREHRGVLTGSVLTDVKITLASGRAHLKHTEGGDFRQAVYRAIRQGLMQAENVL  529

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F L  P E   RA+ D  +     +  + + D  V TG  P   +Q Y+ 
++  
Sbjct  530  
LEPYYAFRLEIPSEMTGRAFTDIQRMNGEFDGPETEDDMAVVTGSAPVSEMQDYQREVTT  589

Query  596  YTNGRSVCLTELKGY  610
            Y+ GR      LKGY
Sbjct  590  YSRGRGKLFCTLKGY  604

>WP_077568371.1 GTP-binding protein [Paenibacillus ihbetae]



 OOC63710.1 elongation factor G [Paenibacillus ihbetae]
Length=651

 Score = 263 bits (672),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 187/619 (30%), Positives = 295/619 (48%), Gaps = 
33/619 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+      D   +E++RGIT+ A      
Sbjct  4    
TIGLFAHVDAGKTTLAEQLLYLTHTIQERGRVDHRNAYMDNHDIEKERGITVFADQAIMP  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            +      ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+PT 
Sbjct  64   
FQGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKYGVPTF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE-
NTDIEAWDAVIENND  183
             F+NKID+ G D + V++ +R +L+ D+ +     +S E  L E        +AV 
E ++
Sbjct  124  FFLNKIDRTGADPERVLEEIRRELTEDVCL-----
VSEEDKLHEGGMSPSLAEAVAERDE  178

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LLE+YI  +       +   +  +QD  +FP + GSA + +G+   +  +  L     
+
Sbjct  179  GLLEQYID-
QGFDAGTWLSAMREMIQDGRIFPCFSGSALQSIGVSHFLLQLDSLLHTDYD  237

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-----
REKLKITEMRIPS  298
            +  A   G V+K+ + D G R  Y++  SG LR+RD V   G     RE  KIT 
+R+  
Sbjct  238  R-EAEFSGRVYKIRHDDQGTRLTYIKALSGKLRVRDEVTYHGGPAAMRE--
KITGIRLVH  294

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIAP  352
              +    D    G++ ++   S   +   GD       R   + +P L+      +
++ P
Sbjct  295  GKKFTMVDEVGAGDLFVVTGLS---
SAAAGDGMGALGGRTVYELVPTLKSKVQFDSSVHP  351

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K   +  RLLDA       DP L  + D  +  I L  +G +QLEV+  ++ E++     
Sbjct  352  KDMLRIFRLLDA------
EDPSLSVQWDEASQGIHLHVMGTIQLEVLQRIVDERFGHRIG  405



Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              EP ++Y E     +  + H E  P   +A + L + P     G+ + +      
L  +
Sbjct  406  FAEPEILYKETIAHPSIGSGHFE--
PLKHYAEVHLKLEPGERNGGIVFANACHPDMLPVN  463

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q+ V   I      GL  G  +TD KI    G  ++  +   DFR      L Q 
L+++
Sbjct  464  
YQHLVAQHIGEREHHGLLTGSPLTDMKITLLKGRAHNKHTHGGDFREATFRALRQGLEKT  523

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F +    E++ R   D  +  AT E      D+V  TG  P   +  
Y  
Sbjct  524  
TSLLLEPYYQFKIKVELEHIGRLLSDLTQAKATFEPPDTTGDKVTVTGTAPVSTLMNYAM  583

Query  592  DLAFYTNGRSVCLTELKGY  610
            +LA YT GR        GY
Sbjct  584  ELAAYTKGRGAITLTYGGY  602

>WP_014465736.1 elongation factor G [Alicyclobacillus 
acidocaldarius]
 AEJ44929.1 translation elongation factor G [Alicyclobacillus 
acidocaldarius 
subsp. acidocaldarius Tc-4-1]
Length=691

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 312/668 (47%), Gaps = 
62/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKMGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSP  162
            P + ++NK+D  G D    V+ ++ +L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYVNKMDIVGADFLGCVEQMKKRLGAKAVPIQLPIGAEDTFKGMVDLIEMKAIIYTD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++    ENTDI             E  +AV E N++L+ KY+ GE ++ E++    
+   
Sbjct  189  
DLGTRAENTDIPPELQALAEEKRAEMIEAVAEVNEELMMKYLEGEELTVEEIKAGLREGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ------
GSAALC  250
                LFPV  GS+ +  G+QP++DAV               F P G++            
Sbjct  249  
CKGLLFPVLCGSSYRNKGVQPMLDAVVEYLPAPNDIPAIKGFTPDGQEVERHSSDDEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL+    V       RE++ +I +M    + EI   
+
Sbjct  309  
ALAFKIMSDPFVGKLAFFRVYSGTLQSGSYVLNSTKGKRERIGRILQMHANHREEI---E  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      + P P++  +I PKT A ++++  
AL
Sbjct  366  
EVYAGDIAAAVGLKDTTTGDTLCDEKNVVILESMDFPDPVISVSIEPKTKADQDKMAIAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I+  +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRTYTDQETGQTIIQGMGELHLEIIVDRMQREFKVECNVGKPQVAYRETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  G G  +E+++  G + + +  AV 
+GI+ 
Sbjct  486  
KRVDQEGRFVRQSGGRGQYGHVKLILEPLERGQGFVFENKIVGGVVPKEYIPAVEEGIQE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F+    + L+   +++   LLEP 
+  
Sbjct  546  
AMRNGVLAGYPLVDIKATLYDGSYHEVDSSEMAFKIAGSMALKAGAEKADPILLEPVMRV  605



Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEYMGDILGDINARRGRVEGMETRGNASVIKAYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGY  610
               EL  Y
Sbjct  666  YSMELAYY  673

>WP_012081649.1 elongation factor G [Nitratiruptor sp. SB155-2]
 A6Q1M7.1 RecName: Full=Elongation factor G; Short=EF-G
 BAF69386.1 translation elongation factor G [Nitratiruptor sp. 
SB155-2]
Length=692

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 315/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILYYTGISHKIGEVHEGAATMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    
K ++
Sbjct  69   
TCFWKDHQINIIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEENTDIEAWD  176
            P ++F+NK+D+ G D  +V   +R++L A+     I I    +    + L E   I  
WD
Sbjct  129  
PRIVFVNKMDRIGADFYNVENQIRERLKANPVPIQIPIGAEDNFRGVVDLVEMKGI-VWD  187

Query  177  ------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                          AV E +++LL+KY+ GE ++ E++ +  
++
Sbjct  188  
DETMGAKYEVIDIPEELREKAEEYREKLVEAVAETDEELLDKYLGGEELTTEEIKKGIKK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAALCGSVFKVEYTDCG  262
               D ++ P+  GSA K  G+Q L+DAV        E    +G     G    VE 



TD G
Sbjct  248  
GTLDMTITPMLCGSAFKNKGVQTLLDAVVDYLPAPTEVSWIKGIDPKTGEEVSVESTDNG  307

Query  263  ---------------QRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                            +  ++R+Y G +     V  + +EK     ++ +M    + 
EI 
Sbjct  308  
PFAALAFKIMTDPFVGQLSFIRVYRGQIASGSYVLNSTKEKKERVGRLLKMHANKREEIK  367

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                   G +V L        D L D +        E P P++   + PKT A +E
++  
Sbjct  368  ELPAGEIGAVVGL--
KYTLTGDTLCDESHPVILEKMEFPEPVISVAVEPKTKADQEKMAT  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R   D  T + I+S +G + LE++   +  ++K++  V +P V 
Y E 
Sbjct  426  
ALAKLAEEDPSFRVHTDEETGQTIISGMGELHLEIIVDRMKREFKVDAEVGQPQVAYRET  485

Query  424  PLKA---
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             +KA     +    +      +  + + + P   G G ++ + ++ G + + +  
AV  G
Sbjct  486  -
IKAPVDQEYKYAKQSGGRGQYGHVFIKLEPQEPGKGYEFVNNITGGVIPKEYIPAVDKG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  ++ G L G+ V D K     G Y+   S+   F+    +  ++A K++   
LLEP 
Sbjct  545  
IQEAMQNGVLAGYPVVDIKATLYDGSYHDVDSSEMAFKIAGSMAFKEAAKKANPILLEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D  +    +++ + +    + T  +P   +  Y TDL  
+T G
Sbjct  605  
MKVEVEVPEEYMGDVIGDINRRRGQVQSMEDRAGNKIVTAMVPLAEMFGYSTDLRSFTQG  664

Query  600  RSVCLTELKGYQ  611
            R     E   Y+
Sbjct  665  RGTYSMEFDHYE  676

>WP_013682368.1 elongation factor G [Hippea maritima]
 AEA34336.1 translation elongation factor G [Hippea maritima DSM 
10411]



Length=691

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 194/676 (29%), Positives = 312/676 (46%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KLRNIGIIAHIDAGKTTTTERILYYTGVSHKIGEVHEGTATMDWMEQEKERGITITSAST  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV R+L VLDGA+ V  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCFWREHMINIIDTPGHVDFTVEVERALRVLDGAVGVFCAVGGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D  +VV  + +KL+ + ++ Q                         
Sbjct  129  
PRIAFVNKMDRIGADFYNVVNEIDEKLNGNPLVIQLPIGAESNFVGVIDLIRMKAIVWDS  188

Query  157  ---TVSLSPEIVLEENTD--IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                 + S + +  E  D  +E  +A+IE     ND+++EKY+ GE I  E++++  
++ 
Sbjct  189  
DVLGATFSMKDIPNELADKALEYRNALIEKLADFNDEIMEKYLEGENIKEEEIIKAIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
              +  + PV  G+A K  G+QPL+DAV              G+    GE+          
Sbjct  249  
TIETKITPVLCGTAFKNKGVQPLLDAVVDFLPSPLDIPPVKGIDPKTGEEIQRKADEKEP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR----  304
            L    FK+       R  Y R+YSGTL+       AG      T+ +    G ++R    
Sbjct  309  LSLLAFKIMSDPYVGRLTYFRVYSGTLK-------
AGSYAYNSTKGKTERIGRLLRMHAN  361

Query  305  ----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 D  Y G+I   +        D L D          E P P++   + PKT 
A R+
Sbjct  362  
KREDVDVVYAGDIAAAIGLKYTATGDTLCDEKEPIILESMEFPEPVISVAVEPKTKADRD  421

Query  360  



RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L +AL +LA+ DP  R   D  T++ I+S +G + LE++   L  ++K+   V 
+P V 
Sbjct  422  
KLSNALQKLAEEDPTFRIRYDEETNQTIISGMGELHLEIIVDRLKREFKVGVNVGKPQVA  481

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E     +K     +  +   +  +  + + + PL  G G ++  ++  G + + 
F  A
Sbjct  482  YKESIKAKVKQEGKFVR-
QTGGHGQYGHVWIEIEPLERGKGFEFVDKIVGGVIPKEFIPA  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+   E G L G+ + D +     G Y+   S+   F+  A +  +   K++   
L
Sbjct  541  
VEAGIKEAAESGVLAGYPMVDFRATLFDGSYHEVDSSDMAFKIAASMAFKDGAKKAKPYL  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P++YL     D       I     K +  +    IP   +  Y T 
L  
Sbjct  601  
LEPVMDVEVTTPEQYLGDVMGDINSRRGKIREMGEKGNLKIIKAYIPLGEMFGYATVLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     +   Y+
Sbjct  661  ITQGRGTYTMQFSHYE  676

>WP_058953796.1 GTP-binding protein, partial [Clostridium 
tyrobutyricum]
Length=620

 Score = 262 bits (670),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 171/630 (27%), Positives = 311/630 (49%), Gaps = 
26/630 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT  E +LY + +I   G V+   +  D+  +E++RGIT+ +    
FQ+
Sbjct  5    
IGLFAHVDAGKTTFAEQILYNTKSIRTIGRVDHKDSFLDSNSIEKERGITVFSDQAVFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGHMDF +E+ R++ +LD AIL+ISA DG+Q+QT I++  LR  
NIPT  
Sbjct  65   
NFSTYYLIDTPGHMDFSSEMERAIEILDYAILIISAADGIQSQTEIVWQLLRSHNIPTFF  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G ++Q+V++ ++  L+ DI          + + ++  D +  + + E 
ND L
Sbjct  125  FINKMDREGANIQTVIKDIKSNLTEDI------
CFISKPIKKKKFDRKIAEFIAERNDAL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            +EKYI  E    +  +    + + D  +FP   GSA + +GI   ++ +  L F    
++
Sbjct  179  VEKYIE-
EDYEDDIWLNSFMKMIVDNKVFPCMSGSALQNIGIDSFLENLDQLTFTRYNDE  237

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                L G V+K+ + +   +  Y+++ SGTL++R+ +A +     KI+EMRI +  
+   
Sbjct  238  DK--LSGFVYKIRHDEQRNKLAYIKILSGTLKIREEIAPSTE---
KISEMRIYNGMKFKN  292

Query  305  TDTAYPGEIVI---
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             D A  G+++    +PS  +      G      +   R   +P LR+ +    +     
+
Sbjct  293  VDRAAAGQLIAVKGMPSAYI------
GCGIGNFKGNIRYKMIPTLRSKVLFDESLNSRDV  346

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L + DP L+   +    E+ ++ +G +Q++V+   + E++ ++       
++Y 
Sbjct  347  
LKYFNILEEEDPSLKVIWNEKLQEMQITIMGIIQIQVLKEFVHERFDMDVDFGPCEILYK  406

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E  + ++    H E  P   +A + L + P    +G+ ++S+ ++  L  ++Q  +
+  I
Sbjct  407  ETIMSSSYGCGHFE--
PLRHYAEVYLKLEPGQRNAGITFKSQCNVDTLGINYQKLIQKHI  464

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G  VTD  I    G  +   +   DFR      + Q L+ +   
LLEP+ 
Sbjct  465  
YEREHHGILTGSPVTDLNITLVDGRSHIKHTCGGDFREATFRAIRQGLENAQNILLEPFY  524

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A  +Y+ R   D  +     ET  +  + V+  G  P   +  Y  +L  
+T G+



Sbjct  525  
RFNIKANVDYMGRILSDIQRLNGVFETPGISGNTVIIEGRGPVAALMNYSLELTSFTKGK  584

Query  601  SVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
                    GY     G+ +++    N   D
Sbjct  585  GKISMVFDGYDICHNGEEIVKKIGYNKNSD  614

>EHG20589.1 elongation factor G [Selenomonas infelix ATCC 43532]
Length=677

 Score = 264 bits (674),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 182/663 (27%), Positives = 315/663 (48%), Gaps = 
65/663 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAATTCHWKNH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    + N+P + 
++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNVPRMAYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------
TVSL  160
            K+D  G D  +V+  +R++L+A+ +  Q                             
V+ 
Sbjct  121  
KMDITGADFFNVMNMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYEDDLGKVTD  180

Query  161  SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
              EI  E     E +     +A  E +D+L+EKY+ GE ++ E++ R  ++      
+ P
Sbjct  181  
EVEIPAEYKEQAEEYREKLIEACAEADDELMEKYLGGEEVTEEEIRRAIRKATIACQMTP  240

Query  216  VYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQGS------
AALCGSVFKV  256
            V  G++ +  G+QPL+DA             + G+    GE  S      A      
FK+
Sbjct  241  
VTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPSSDDAPFSALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSGTL     V  A    +E++ +I +M   ++ EI   D  



Y G+
Sbjct  301  MTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---
DVVYSGD  357

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +   +    D L D  +       E P P++   + P T   +E++  AL 
+LA+ 
Sbjct  358  
IAAAVGLKNTTTGDTLCDENKPIILESMEFPDPVISVAVEPATKNDQEKMGIALQKLAEE  417

Query  372  DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKAA  428
            DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y E   + 
+KA 
Sbjct  418  
DPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETIRKSVKAE  477

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
               +  +   +  +    L + P   G G  +E++V  G + + F N +  G++  
+E G
Sbjct  478  GKFVR-
QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAGVKQAMEGG  536

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G ++   S+ A F+    +  +   +++   LLEPY+   
+  P
Sbjct  537  
VVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYVKVEVTVP  596

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            +EY+     D       I+  + +    V    +P   +  Y TDL   T GR     
E+
Sbjct  597  
EEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGRGNYSMEV  656

Query  608  KGY  610
              Y
Sbjct  657  SFY  659

>XP_001513499.2 PREDICTED: ribosome-releasing factor 2, 
mitochondrial [Ornithorhynchus 
anatinus]
Length=767

 Score = 266 bits (679),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 215/699 (31%), Positives = 331/699 (47%), Gaps = 
91/699 (13%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY SG     G V++G T TD M  ER+RGITIQ
+A  
Sbjct  55   
KIRNIGIMAHIDAGKTTTTERILYYSGYTRSLGDVDEGDTVTDFMAQERERGITIQSAAV  114

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F W   +VN++DTPGH+DF  EV RSL VLDGA+ V  A  GV+AQT  ++    
K +I
Sbjct  115  
TFDWKGYRVNLIDTPGHVDFTLEVERSLRVLDGAVAVFDASAGVEAQTLTVWKQADKHHI  174

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G      ++S+R+KL A                   D++ K+ V   
P
Sbjct  175  
PRICFLNKMDKTGASFTYAIESIREKLKAKPLLLQLPIGEAKSFVGLVDVVTKEKVIWKP  234

Query  163  EI-----------VLEENTDIE-------AWDAVIENNDKLLEKY---
IAGE------PI  195
                         +L E  D E       A +A+IE    L +++   + GE       
+
Sbjct  235  
TTDSDDGKHFKRELLSETNDPELLKEASDARNALIEQIADLDDEFAELVLGEFSENFDLL  294

Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA-------  248
            S EKL    +R     +  PV  GS+ +  G+QPL+DAVT ++ P  ++ S         
Sbjct  295  SAEKLQAAVRRVTLARTAVPVLCGSSLRNKGVQPLLDAVT-
MYLPSPDERSHEFLQWYED  353

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTD  306
             LC   FKV +       V+LR+YSGT++ +  +    R    +I+ + +P   + 
+   
Sbjct  354  
DLCALAFKVLHDKQRGPLVFLRIYSGTIKPQSAIHNVNRNCTERISRLLLPFADQQIEIP  413

Query  307  TAYPGEI-------------VILPSDSVRLNDVL---
GDPTRLPRKRWR---------ED  341
            +   G I              I+ S +  L  V     D  + PR+            
E 
Sbjct  414  
SLPAGNIALTVGLKQTATGDTIVSSKASALAAVRRAGRDLRKSPRQSGEAESLLLAGVEV  473

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+   T+ P + A++  L  AL  L   DP L+  +D  + + IL  +G + +E
++  
Sbjct  474  
PDPVFFCTVEPPSMAKQPDLDHALNCLQREDPSLKVRLDPDSGQTILCGMGELHIEIIID  533



Query  402  LLSEKYKLETVVKEPSVIYMERPLKA--ASHTIHIEVPPNPFWASIGLSVTPL-
SLGSG-  457
             +  +Y LET V    + Y E  L +  AS T+   +       ++ L V PL S  
SG 
Sbjct  534  
RIKREYGLETYVGPLQIAYRETILNSVRASDTLDRTLGDKKHLVTVELEVRPLASEESGL  593

Query  458  ---VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
               ++Y   +S   LN   Q  V  GI     QG L G+ + D  +   + +   P 
++ 
Sbjct  594  IPVIEYAKIISEELLND-LQEPVESGIHSACLQGPLLGFPIQDVAVTV-
HSVTLHPGTSS  651

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                + A   L +ALK++  Q+LEP ++  +  P +YLS    D  +   T++  Q 
++D
Sbjct  652  
TMISACASRCLHKALKKADKQVLEPLMNLEVTVPGDYLSSVLADLAQRRGTVQEIQSRQD  711

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
              V +G +P   ++ Y T L   T+G +    EL  YQA
Sbjct  712  NKVVSGSVPLAEMRGYSTALRSLTSGSATFALELSNYQA  750

>WP_009052835.1 MULTISPECIES: elongation factor G 
[Thermoanaerobacter]
 B0K5P0.1 RecName: Full=Elongation factor G; Short=EF-G
 B0KCJ7.1 RecName: Full=Elongation factor G; Short=EF-G
 ABY92166.1 translation elongation factor G [Thermoanaerobacter sp. 
X514]
 ABY94040.1 translation elongation factor G [Thermoanaerobacter 
pseudethanolicus 
ATCC 33223]
 EFK84103.1 translation elongation factor G [Thermoanaerobacter sp. 
X561]
 ADN55616.1 translation elongation factor G [Thermoanaerobacter sp. 
X513]
 ADV78996.1 translation elongation factor G [Thermoanaerobacter 
brockii subsp. 
finnii Ako-1]
Length=689

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 319/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T



Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E ++ +LEKY+ GE I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALATGEEIERKADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + E
+   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLNAGSYVLNSTKGKKERISRILQMHANHRQEM---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          + P P++   I PKT A +E+
+  A
Sbjct  366  
EAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P V Y 
E  
Sbjct  426  
LLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  AV  



G+
Sbjct  486  TKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LLEP +
Sbjct  545  
QEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDIIGDINARRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFHHYE  675

>WP_038269301.1 GTP-binding protein [[Clostridium] clostridioforme]
Length=923

 Score = 269 bits (687),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 195/638 (31%), Positives = 311/638 (49%), Gaps = 
69/638 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSMVLGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +F+NK+DQ G D +  ++ ++ +L    AD     T        + + T       
Sbjct  134  
IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCADFAGAGTEEFREHAAMCDET-------  186

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                   LLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+  



+   
Sbjct  187  -------LLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLGGIRRW  235

Query  238  -
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------LK  290
               P   Q   A    V+K+   D G R  +L++  G+L+++  ++    EK       
K
Sbjct  236  AMVPDYPQEFEA---
KVYKISRDDQGNRLTHLKITGGSLKVKGIISGGNTEKPSEAWQEK  292

Query  291  ITEMRIPS--KGEIVRTDTA------------YPGEIVILPSDSV--
RLNDVLGDPTRLP  334
            + ++R+ S  + E V    A            YPG+ +    DS+   L  VL    
+LP
Sbjct  293  
VNQIRVYSGDRYETVAEAEAGTICAVSGLTRTYPGQGLGAGQDSMVPVLEPVLNYQVKLP  352

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                    LP  R                   QL + DPLLR   +    EI +  
+G V
Sbjct  353  EGCDGAVMLPKFR-------------------
QLEEEDPLLRVVWNEELKEISMQLMGEV  393

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+EV+ +L+ E++ ++      +++Y E          H E  P   +A + L + 
P   
Sbjct  394  QIEVLKSLIEERFGIQVEFGTGNIVYKETISGTVEGVGHFE--
PLRHYAEVHLLMEPGER  451

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            GSG+Q+E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  
+  
Sbjct  452  
GSGLQFETRCSEDNLDRNWQRLVLTHLEERVHRGVLTGAAITDMKITLVAGRAHNKHTEG  511

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR      L Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + 
++ 
Sbjct  512  
GDFRQATYRALRQGLMEASCILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQG  571

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            + V TG+ P   ++ Y++++  YT G+      LKGY+
Sbjct  572  QAVLTGQAPVAAMRGYQSEVISYTRGQGRLACTLKGYE  609

>WP_070329247.1 elongation factor G [Exiguobacterium aurantiacum]
Length=692



 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 195/679 (29%), Positives = 317/679 (47%), Gaps = 
86/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++ ++T   S 
++ 
Sbjct  132  
VFVNKMDKIGADFMYSVKTLHERLHANAHPIQLPIGAEDEFKGIIDLVERKTYMYSNDL-  190

Query  166  LEENTDIEAW-------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE                     + V + N+ L+ KY+ GE IS E+L    
++
Sbjct  191  ---
GTDIEVTEGFPADMADQAEELRGRLIEGVADYNEDLMMKYLEGEEISIEELKAGIRQ  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                   +PV  GSA K  G+Q ++DAV                          +P  
E 
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLDAVVDYLPSPVDVESIKGINLDTEEEITREPSDEA  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              +AL    FKV       +  + R+YSGT +    V       RE+L +I +M   
S+ 
Sbjct  308  PFSALA---
FKVMTDPYVGKLTFFRVYSGTAQAGSYVKNSTKGKRERLGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTA  355
            EI      + G+I    + +V L D     T    K          P P++   I 
PK+ 
Sbjct  365  EI---PMVFSGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKSK  417



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGQALAKLAEEDPTFRTETNQETGQTIISGMGELHLDILVDRMRREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E    AA        +      +  + +   P   G+G ++E+++  G + 
+ +
Sbjct  478  
PQVAYRETIRSAAKIDSKFVRQSGGRGQYGHVVVEFEPNVEGAGFEFENKIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV++GI+  LE G+  G+ V D K    +G Y+   S    F+  A + ++Q  
+++ 
Sbjct  538  
VPAVQNGIQEALENGILAGYPVVDVKAALVFGSYHDVDSNEMAFKVAASMAVKQLKEQAK  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EYL     D       +E  + + +  V    IP   +  
Y T 
Sbjct  598  
AVILEPMMRVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAMIPLSEMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>GBC90903.1 Elongation factor G [bacterium HR14]
Length=697

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 212/685 (31%), Positives = 322/685 (47%), Gaps = 
71/685 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I   G V +GT   D M  E++RGITI +A 
T   
Sbjct  12   
NIGIAAHIDAGKTTTTERILYYTGRIHRVGEVHEGTATMDWMEQEQERGITITSAATVCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI +  A  GVQ Q+  ++    +  
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAIFCAVGGVQPQSETVWRQANRYRVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSP--  162
             FINK+D+ G D   VV  +R++L+ +                    I +K    L    
Sbjct  132  
AFINKMDRVGADFFRVVDRIRERLNTNAVPIQIPLGQEENFQGVIDLIAMKAVYWLDEKG  191

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E W     +A +E +D+L+E+Y+ G  IS E++ R  ++   
+ 
Sbjct  192  
NQYEYREIPAELRAQAEEWREKMIEAAVEMDDELMERYLEGGEISEEEIKRALRKGTLEF  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQGS------
AALCGS  252
             L PV  GSA K  GIQ L+DAV              G+     E+ S      A 
+CG 
Sbjct  252  
KLVPVLCGSAYKNKGIQLLLDAVVDYLPSPLDIGPVKGIHPETHEEISREPSDDAPVCGL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
             FK++      +  Y+RLYSG +     +  A    RE++ +I +M    + +I   
+ A
Sbjct  312  
AFKIQNDPFVGKLTYVRLYSGKITKGSYIYNATKDVRERIGRILQMHANRREDI---EEA  368

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+IV I+        D L DP         + P P++   I PKT A +++L  
AL +
Sbjct  369  
FAGDIVGIIGFQQTTTGDTLCDPNHPILLEPPQFPEPVISIAIEPKTKADQDKLATALQR  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA  DP LR   D  T + ILS +G + LE++   L  ++K+E     P V Y E    
P
Sbjct  429  
LAAEDPTLRISTDPETGQTILSGMGELHLEIILDRLQREFKVEANQGRPQVAYKETIRTP  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             KA    +        +   + + + P     G+ +E+++  G + + F  AV  G
+R  
Sbjct  489  AKAEGRFVRQSGGRGQYGHCV-
IEIEPAEANGGIIFENKIVGGVIPREFIPAVEAGVREA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             E G L G+ V D K+    G ++   S+   F+    I   +A++ +   LLEPY
+   
Sbjct  548  



AESGVLAGYPVVDVKVRLVDGSFHEVDSSEMAFKIAGSIAFREAVQRAKPVLLEPYMELE  607

Query  544  LYAPQEYLSRAYHDAPKYCATIETAQ--
VKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            +  P+ Y      D     A IE  +  V   +++    +P   +  Y T L   T 
GR+
Sbjct  608  VTTPEAYTGDVIGDLNSRRARIEMIEPGVGGTQII-
RALVPLAEMFGYATTLRSLTQGRA  666

Query  602  VCLTELKGYQAA---VGQPVIQPRR  623
                    Y+ A   V Q VI+ ++
Sbjct  667  TYTMHPSHYEEAPPQVAQSVIERKK  691

>WP_006308033.1 elongation factor G [Caldisalinibacter 
kiritimatiensis]
 EOD01477.1 Translation elongation factor G [Caldisalinibacter 
kiritimatiensis]
Length=688

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 319/670 (48%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ +  AK+GV+ Q+  ++    
K N+
Sbjct  69   
TCFWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAIFDAKNGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +    V ++ ++L A++               I   V ++  
I  +
Sbjct  129  
PRICFVNKMDKMGANFYHAVDTMVERLKANVAPLQLPIGAEDDFVGIVDLVEMNARIYKD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI A              +AV E++++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKEIEVTDIPAELQDEAEEYREKLLEAVSESDEELMMKYLEGEEITAEELKDAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------



GSAAL  249
             D  + PV  GSA K  G+Q L+DA+                 P  E+            
Sbjct  249  
IDNVIVPVLCGSAYKNKGVQMLIDAIVDYLPSPVDVPAIKGMTPDSEEEVERPSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG +     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKIMTDPYVGKLTFFRVYSGIMESGSYVLNSTKNKRERVGRILQMHANSREEISEV  368

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L DP         E P P++   I PKT A +E+
+  A
Sbjct  369  ---
YAGDIAAAVGFKQTTTGDTLCDPDNPVILESMEFPEPVIEVAIEPKTKAGQEKMAVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   +  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRTYTNEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               A   +    +      +  + +++ PL  G G ++ ++++ G + + +  +V  
G++
Sbjct  486  
TGTADVDVKYARQSGGRGQYGHVKITMEPLERGKGYEFVNKITGGVIPKEYIPSVDAGVQ  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               + G+  G+   D K+    G Y+   S+   F+  A +  ++A++++   
+LEPY+ 
Sbjct  546  
EASQNGIVAGYPTVDFKVTLYDGSYHEVDSSEMAFKIAASMAFKEAVQKANPVILEPYMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE+ + +    V  G +P + +  Y T+L   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVMGDINSRRGRIESFEDRNGAKVINGYVPLKEMFGYATELRSMTQGRG  665

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  666  NYTMQFDHYE  675

>WP_085098709.1 elongation factor G [Desulfovibrio sp. K3S]
 SME95816.1 elongation factor G [Desulfovibrio sp. K3S]



Length=683

 Score = 264 bits (674),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 201/669 (30%), Positives = 319/669 (48%), Gaps = 
64/669 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY SG I   G V +GT   D M  E++RGITI 
+AVT
Sbjct  14   
KIRNIGIIAHIDAGKTTVTERILYFSGKIHRLGEVHEGTATMDYMPEEQERGITITSAVT  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W++  +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++       
+
Sbjct  74   
TCLWNKNTINIIDTPGHVDFTIEVQRSLRVLDGAIGVFCAVGGVEPQSETVWRQSESYKV  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------------
IVLEE  168
            P +IFINK+D+ G D ++V++S+ DKL A+I+  Q    + E             
+V ++
Sbjct  134  
PKLIFINKMDRLGADFEAVLESITDKLKANILPVQIPDGAGEEFAGVFDLIRLKKLVYDD  193

Query  169  NTDIEAWDAV---------------------IENNDKLLEKYIAGE--
PISREKLVREEQ  205
            + + E ++AV                      E +D+ LE+Y++ E  P   E +
+R+  
Sbjct  194  
DQNGEEFEAVDLSEEELERVSPWRGKMCDTLSEFDDEFLERYLSDEIDPKYIESVIRKAT  253

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGS  246
             ++   +L PV+ GSA K +G+QPLMDA+                   TG+ + +    
S
Sbjct  254  LQL---
ALVPVFAGSALKNIGVQPLMDAIGKYLPSPHEVAQIKGVDPLTGVEKVVEPSVS  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRT  305
            A     VFK+   D G++ V +R+YSG +   DTV    +  + +I  +     G   
+ 
Sbjct  311  ADFQALVFKI-
VMDSGRKIVLMRIYSGKIATGDTVKNVTQGTVERIDRLFRMHAGRREKL  369

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+IV +    + R  D L    +       E   P++   I P+ A + E
+L D 
Sbjct  370  



DVAGVGDIVAVDGLKNSRTGDTLSTSEKPIMLEQIELYKPVISLAIEPRNAEESEKLEDV  429

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +    DP L  + D  T +IILS +G + LEVV   +  +Y L     +P V+Y 
E P
Sbjct  430  
LDKYLQEDPTLNLKTDEDTGQIILSGMGELHLEVVLERMRREYGLAPRAGKPQVVYQEVP  489

Query  425  --
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              L  A      ++    ++  + LSV P   G G      +        + +AV 
+GI 
Sbjct  490  
SILAEAEEEFDRQIGDEKYYGYVKLSVEPSKRGEGRNVSFEIDTAVWPSVWLDAVAEGID  549

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ V D ++           +T   +   A   L++AL  S  +L
+EP + 
Sbjct  550  
DSLQVGVLKGFPVQDVRVRVLELKKKETEATTQGYHFAAGRALKKALTASSPKLMEPIMD  609

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P +++           A IE    +  + V     P   +  + T+L   T 
GR+
Sbjct  610  
IEISVPDDFIGDVIGLLGAKGARIENMLDRHGQKVVQALAPLSRMFGFSTELRSSTQGRA  669

Query  602  VCLTELKGY  610
              + +   +
Sbjct  670  GFVMKFHSF  678

>WP_012305975.1 MULTISPECIES: elongation factor G [Synechococcus]
 ACA98351.1 translation elongation factor G [Synechococcus sp. PCC 
7002]
 AMA08160.1 elongation factor G [Synechococcus sp. PCC 73109]
 ANV86304.1 translation elongation factor G [Synechococcus sp. PCC 
7117]
 SMH46117.1 translation elongation factor 2 (EF-2/EF-G) 
[Synechococcus sp. 
OG1]
 SMQ80589.1 translation elongation factor 2 (EF-2/EF-G) 
[Synechococcus sp. 
7002]
Length=695

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 197/669 (29%), Positives = 317/669 (47%), Gaps = 
68/669 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGAATTDFMEQEQERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW------  175
            I++NK+D+ G +  +VV+ V + L+A  ++  T+ +  E   +   D+   +AW      
Sbjct  129  IYVNKLDRIGANFYNVVKQVENILAATPLV-
MTLPIGTESEFKGVVDLLTEKAWIWDESG  187

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E +D+++EKY+ GE +S +++    +
+  +
Sbjct  188  
DPMNYEITDVPEDMKDQVAEYREALVELAVEQDDEIMEKYLEGEEVSIDEIKACIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQGSAALCGS----  252
            + + FP Y GS+ K  G+Q ++DAV   L  P+             E G+ A+       
Sbjct  248  
ELAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPMEVNPQPETDIEGNETGNFAIVDPEKPL  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      + R+YSG L+  DTV   A    E++ ++ EM   S+ 
EI   
Sbjct  308  RALAFKI-
MDDRFGALTFTRIYSGMLKKGDTVLNTATGKTERIGRMVEMHANSREEI---  363

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+I+ I+   +V+    L D            P P++   IAPKT    E+
+  A
Sbjct  364  
DEAQAGDIIAIVGMKNVQTGHTLCDKDNPATLEPMVFPDPVISIAIAPKTKGGNEKMGVA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L+++   DP  + E D  + E I+  +G + L++   +L   Y +E  V +P V Y 
E  
Sbjct  424  
LSKMVQEDPSFQVETDQESGETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAYRESI  483



Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I  ++ P   GSG Q+ES+V+ G + + F  AV+ 
G  
Sbjct  484  
TKVINDSYTHKKQSGGSGQFGKIDYTIEPGESGSGFQFESKVTGGNVPREFWPAVQKGFE  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+   D K+    G ++   S+   F   A     Q L ++G Q
+LEP + 
Sbjct  544  
QSIEKGVLAGFPCVDLKVTLTDGGFHPVDSSAIAFEIAAKSGYRQTLPKAGPQILEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +Y+     D  +    IE  +     +    ++P   +  Y  DL   T
+GR 
Sbjct  604  
VDVFTPDDYVGDVIGDLNRRRGMIEGQESGATGIRIKAKVPLSEMFGYIGDLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSHY  672

>WP_057194486.1 elongation factor G [Lactobacillus fermentum]
 CDN25426.1 K02355 elongation factor EF-G [Lactobacillus fermentum]
 PHI33423.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E



Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 



GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_091064689.1 GTP-binding protein [Paenibacillus sp. NFR01]
 SET19273.1 small GTP-binding protein domain-containing protein 
[Paenibacillus 
sp. NFR01]
Length=661

 Score = 263 bits (673),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 192/616 (31%), Positives = 293/616 (48%), Gaps = 
26/616 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+LAHVDAGKTT  E LLY + AI   G V+   T  DT  LE+ RGITI A    
F
Sbjct  3    
ITLGLLAHVDAGKTTFAEQLLYHTSAIRSRGRVDHRDTHLDTHELEKARGITIFADQAEF  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +   +  ++DTPGH+DF +E+ R+L VLD A+L++SA +GV++ T  ++  LR+  
IPT
Sbjct  63   
VYGGNRYFLLDTPGHIDFSSEMERALLVLDVAVLIVSAAEGVESHTETVWQLLRRYRIPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            +IFINK+D+ G D + V+  +R KLSAD ++   ++ S +  L E    E    + 
E +D
Sbjct  123  MIFINKMDRTGADAERVLTEIRAKLSADAVL---LARSLDDPLPE----
ELKQFMAERDD  175

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LLE Y+ G  +S E+     ++      +FP   GSA +  GI   +D V  L      
Sbjct  176  ALLEDYLEGS-VSDERWQAALKQGFGQGRIFPCLTGSALQDDGIAAFLDVVN-
LLTHTDY  233

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKG  300
              S    G V+K+ + D G R  +++   G+LR R+ +     E   + KIT +R  
S  
Sbjct  234  
TTSGPFAGRVYKIRHDDNGTRITFIKALQGSLRTREELNYGDAESQLEEKITSIRKYSGS  293



Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                      GE+  +   SV    V G+       R      P L + +  +     
+ 
Sbjct  294  RFSEVGEVTAGELFAVTGLSVA---
VPGEGVGALSGRVGGGLAPALLSKVEFEPPVHLKE  350

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L A   L   DP LR   D    E+ L  +GR+QLEV+  ++ E++ L      P 
++Y
Sbjct  351  
VLRAFQLLGAEDPSLRVNWDESLQELHLRIMGRIQLEVLEQVVKERFGLAVTFGAPEILY  410

Query  421  MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR-----
VSLGYLNQSFQN  475
            ME     A    H E  P   +A + + + P   GSGV +++      ++ GY NQ  
Q 
Sbjct  411  METIAAPAIGCGHFE--
PLKHYAEVHVLLEPGERGSGVVFKNECHADDLATGYQNQIGQY  468

Query  476  
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
             + DG  +GL   L G  +TD +I    G  ++  +   DFR  A   L Q L+ +   
L
Sbjct  469  LLEDG-HHGL---
LTGSPLTDLQITLLTGRAHNKHTHGGDFREAALRALRQGLERTENIL  524

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP   F +    + L +   D  +        ++     V  G+ P      Y   
LA 
Sbjct  525  
LEPVYDFTIRIDSDLLGKVMTDVQQAYGRFGPPEIHGSTAVLYGQAPVATFMDYPVRLAA  584

Query  596  YTNGRSVCLTELKGYQ  611
             + G+ V    + GY+
Sbjct  585  ISQGKGVLTLRMAGYE  600

>WP_057872464.1 elongation factor G [Lactobacillus ghanensis]
 KRM04921.1 elongation factor G [Lactobacillus ghanensis DSM 18630]
Length=696

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 188/672 (28%), Positives = 318/672 (47%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   



KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGDSQMDWMDQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +    V ++ D+L A+ I  Q               V +  
+I  +
Sbjct  131  
PRIVFVNKMDKIGANFDYSVSTIHDRLQANAIAIQMPIGAEDKFEGVIDLVEMKADI-YD  189

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            E+     WD V                 IE     +D L+EKY+ G+ IS +++    
++
Sbjct  190  
EDALGSKWDTVDIPDKYKEEAQKRREEMIEKLADVDDNLMEKYLDGKEISIDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAA  248
               +  ++PV  GSA K  G+Q ++DAV                 P GE+          
Sbjct  250  
ATLNLEVYPVLAGSAFKNKGVQMMLDAVNDYLPSPIDVKPYKATDPDGEEVELVAGDDKP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+YSGTL     V  A ++K     ++ +M    + 
EI  
Sbjct  310  
FAGLAFKIATDPFVGRLTFFRVYSGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIPE  369

Query  305  TDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          + P P+++ +I PKT A ++
++  
Sbjct  370  V---
FSGDIAAAIGLKATTTGDSLTDVDHPLILESMDFPDPVIQVSIEPKTKADQDKMDV  426

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++K++  V EP V 
Y E 
Sbjct  427  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFKVDAKVGEPQVAYRET  486

Query  424  PLKAAS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              K  S     +H +      +  + +  TP   G G ++E+ +  G + + +  
AV  G



Sbjct  487  FTKQVSVQGKFVH-
QSGGKGQYGDVWIEFTPNDEGKGFEFENAIVGGVVPREYIPAVEQG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L+   K +G  
+LEP 
Sbjct  546  
LKEAMANGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKIAASLALKNGAKVAGAVILEPI  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++YL             +E  + + +  +    +P   +  Y T L   
T G
Sbjct  606  
MRVEIVAPEDYLGDVMGHVTARRGRVEGMENRGNAQMVKAFVPLAEMFGYATTLRSATQG  665

Query  600  RSVCLTELKGYQ  611
            R      +  Y+
Sbjct  666  RGTFTMTMDHYE  677

>WP_049164662.1 GTP-binding protein [Bacillus megaterium]
 AKP77449.1 Elongation factor G [Bacillus megaterium Q3]
Length=653

 Score = 263 bits (672),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 186/647 (29%), Positives = 318/647 (49%), Gaps = 
42/647 (6%)

Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
L+K
Sbjct  61   
DQGTFSYNGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQMLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEA  174
              +P   FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++         
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI---------  171

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + E +++LL+ ++ G+   +       Q+ +Q   +FP   GSA + +GI+  



++ +
Sbjct  172  -EFIAEKDEELLDAFMEGKN-
DQAYWKAAMQKLIQANQIFPCACGSALQDIGIESFLEKL  229

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---KI  291
              L +    Q   A  G V+K+ + + G R  +++  SGTL++RD VA     +L   
KI
Sbjct  230  DLLSETHYSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKI  288

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT--  348
            T++R  +       +    GE+  +    S  + D LG    L   R  E  LP L
++  
Sbjct  289  TQIRAYNGSTFKNVNEGSAGELFAVTGLTSASVGDGLG---TLKESRSYE-
LLPTLKSKV  344

Query  349  ----
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                ++ PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  
L+ 
Sbjct  345  VFEPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIK  398

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+  
Sbjct  399  ERFNINVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENAC  456

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
                L+  +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      
Sbjct  457  
HADDLSVGYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCIGRAHNKHTSGGDFREATYRA  516

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L Q L+++ + +LEPY  F +    + + R   D        ++    +++ + TG
++P 
Sbjct  517  
LRQGLEKAKSIVLEPYYDFKIKVDIDQMGRILADVQSAHGRFDSPVTTENKAIITGKVPV  576

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                 Y + LA +T+G+        GY+     + VI+  R N   D
Sbjct  577  ATFMNYGSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>PIQ80104.1 elongation factor G [Parcubacteria group bacterium 
CG11_big_fil_rev_8_21_14_0_20_41_14]
Length=689



 Score = 264 bits (674),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 311/670 (46%), Gaps = 
68/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  3    
NIGIIAHIDAGKTTVTERILFYTGKKHKIGEVHQGEATMDWMEQEQERGITITSAATTCF  62

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF AEV RSL VLDG + V     GV++Q+  ++H   K  
+P +
Sbjct  63   
WQDCRINIIDTPGHVDFTAEVERSLRVLDGGVTVFDGVAGVESQSETVWHQADKYKVPRI  122

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSPEIV  165
             FINK+D+ G D  + + S+  +L+                    D++  +      
++ 
Sbjct  123  
CFINKLDRTGADFFADIDSIHKRLTKKAYPIQLPIGTEENFVGIVDLLKMKAFIYKDDLG  182

Query  166  LE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E E T+I A              +A+ EN++ ++EKY+ GE +S E+     ++ 
V  A
Sbjct  183  
KEIEETEIPADMKEKADEYRSKLLEAIAENDEVVMEKYLNGEEVSMEEWNAAMRKAVITA  242

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------IGEQ-------------
GSAALC  250
              FPV  GSA K  G+Q L+DAV  L+ P        +G                S    
Sbjct  243  DFFPVMCGSALKNKGVQKLLDAVC-
LYLPSPLDVPDIVGHDPKDMEKEIIRKASDSEPFS  301

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FKV       + ++ R+YSGTL+    V     +K     +I  M   ++ E+   
+
Sbjct  302  
ALAFKVAIDPFVGKLIFFRVYSGTLKSGSYVFNTSTDKKERIGRILRMHANAREEV---E  358

Query  307  TAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              Y GEI   I   D+V  N +  DP           P P++   I PKT A +E+
+  A
Sbjct  359  EVYAGEIAAAIGLKDTVTGNTIC-
DPDHEVILESIVFPEPVISVAIEPKTKADQEKMGIA  417

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++LA+ DP  R + D  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  418  
LSRLAEEDPTFRVKGDEETGQTIISGMGELHLDIIVDRMKREFKVEANVGRPQVAYRETI  477

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R +  A      +      +    + + P   G G ++   +  G +   F  AV  
G++
Sbjct  478  
RKIAQAEGRYIKQSGGRGQYGHCWIRLEPQESGKGFEFVDEIKGGSIPNEFIPAVGKGVK  537

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ V D K     G Y+   S+   F+    +  + A +++   
LLEP + 
Sbjct  538  
EALDSGVVAGYPVVDVKAALYDGSYHDVDSSEIAFKIAGNMAFKSAARQANPVLLEPIMK  597

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
                 P+E++     D     A I     + +  V   E+P   +  Y T L   T 
GR+
Sbjct  598  
VEAVTPEEFMGDVVGDLNSKRAKILEMIDRGNMKVILAEVPLSEMFGYATSLRSMTQGRA  657

Query  602  VCLTELKGYQ  611
                E   YQ
Sbjct  658  SYSMEFLNYQ  667

>WP_002684885.1 elongation factor G [Treponema denticola]
 EMB32487.1 elongation factor G 1 [Treponema denticola H-22]
Length=683

 Score = 264 bits (674),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 190/669 (28%), Positives = 318/669 (48%), Gaps = 
71/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G ++ G    D M  E+ RGITIQ
+A T
Sbjct  4    
KMRNIGIMAHIDAGKTTTTERILFYTGKIHKIGEIDDGQATMDWMAQEQDRGITIQSAAT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V+ A  GVQ QT  ++H   
+  +
Sbjct  64   
TTYWKNFQINIIDTPGHVDFTAEVERSLRVLDGAVAVLCAVGGVQPQTETVWHQADRYKV  123



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----IKQTVSLS--------
PEIVLEE  168
            P + F+NK+D+ G D  +V++ V +K   +++     I  + S           EI  
+ 
Sbjct  124  
PRICFVNKMDRIGADFFAVLKDVHEKFGVEVMPVQIPIGASESFEGVIDLITMKEIHWDA  183

Query  169  NTD----------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             TD                 E W     D +   +D++ E  + G+ +  E + +E 
++ 
Sbjct  184  
ATDGEKYEYTAIAQDRLALAEEWREKMLDTISSASDEITELILEGKDVPEELIKKEIRKA  243

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSAALC-----  250
            V + S  P   GSA+K +G+QPL+DAV               F P  E+  +  C     
Sbjct  244  
VLNQSYIPFLCGSARKNIGVQPLIDAVVDFLPAPDEVLPAEAFNPKKEEKLSVPCKVEGA  303

Query  251  --GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE--MRIPS-
KGEIVRT  305
              G VFK++Y        Y+R+YSG ++  D V   G++K +     +R+ S K E  
+ 
Sbjct  304  
PLGLVFKIQYDKDAGSLCYVRMYSGKIKSGDQVFNTGKKKRERVNRILRMHSNKSE--QM  361

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D+   G+I +     + +  D LG   +       + P P++  ++ PK+ ++ 
+RL + 
Sbjct  362  
DSVQAGDIAVFIGLKISQTGDTLGSEGQPLLLESMQFPEPVISVSVEPKSLSESDRLKEV  421

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L  L+  DP      DS T ++I+S +G + ++V++  + + +K+E  V  P V Y 
E  
Sbjct  422  
LEILSKEDPTFTSREDSETGQLIISGMGELHIDVLTRRMLDDFKVEARVGNPQVTYRESI  481

Query  424  -PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV---------
SLGYLNQSF  473
               K  +     ++      A + L+V PL  GSG ++ S+V             L 
+  
Sbjct  482  
TTEKTQTEKYSKQLGGKDNEAELTLTVRPLERGSGNRFISKVKTFQKSGSGGTNALPEEL  541

Query  474  QNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV+  I      G+  G+  TD ++      Y    +TP  + + A    + A   
+ 
Sbjct  542  



LEAVKRSIEGCFSSGIKVGYPCTDIEVELVSVKYNELTATPFAYEAAAAKCFDDACSAAD  601

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP ++  + +P+E++  A     +    I +   K    +   + P   +  
+ TD
Sbjct  602  
PVLLEPVMAVDIMSPKEFVGDAMSQITQRGGLISSMDSKASTDIVHAQAPMAKMFGFSTD  661

Query  593  LAFYTNGRS  601
            L   T GR+
Sbjct  662  LRSATQGRA  670

>WP_049150646.1 elongation factor G [Lactobacillus gasseri]
Length=698

 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 185/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P V+F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRVVFVNKMDKIGADFDKSVKSLHERLNANAHAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDGIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  



TLNLEFFPVYAGSAFKNKGVQMMLDGVIDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNARERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIDFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAAKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_103328834.1 elongation factor G [Staphylococcus petrasii]
 PNZ69800.1 elongation factor G [Staphylococcus petrasii subsp. 
croceilyticus]
Length=693



 Score = 264 bits (675),  Expect = 2e-75, Method: Compositional 
matrix adjust.
 Identities = 188/662 (28%), Positives = 316/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WQGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTVSLS  161
            +F+NK+D+ G +    V ++ D+L A                   D++     K T  
L 
Sbjct  132  
VFVNKMDKLGANFDYSVSTIHDRLQANAAPIQLPIGAEDEFEAIIDLVEMKCFKYTNDLG  191

Query  162  PEI----VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI    + +++ D          +AV E+ND+L+EKY+  E IS E+L    ++   
D 
Sbjct  192  
TEIDEIEIPDDHKDRAEEARANLIEAVAESNDELMEKYLGDEEISVEELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              SA    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRAENPEEEVIAKPDDSAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     +  + ++K     ++ +M   S+ EI   
DT
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYIKNSTKDKRERVGRLLQMHANSRQEI---DT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  



DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++A        +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKQSAQVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_011161520.1 elongation factor G [Lactobacillus johnsonii]
 Q74L90.1 RecName: Full=Elongation factor G; Short=EF-G
 AAS08323.1 elongation factor G [Lactobacillus johnsonii NCC 533]
Length=698

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   



TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDGIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNSRERVGRLLQMHANSRTEISE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPAHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +



Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_003549022.1 elongation factor G [Lactobacillus acidophilus]
 YP_193213.1 elongation factor G [Lactobacillus acidophilus NCFM]
 Q5FM92.1 RecName: Full=Elongation factor G; Short=EF-G
 AAV42182.1 translational elongation factor ef-G [Lactobacillus 
acidophilus 
NCFM]
 EEJ76411.1 translation elongation factor G [Lactobacillus 
acidophilus ATCC 
4796]
 AGK93508.1 Translation elongation factor G [Lactobacillus 
acidophilus La-14]
 CDF74336.1 Elongation factor G [Lactobacillus acidophilus DSM 9126]
 CDF68765.1 Elongation factor G [Lactobacillus acidophilus CIRM-BIA 
442]
 CDF76348.1 Elongation factor G [Lactobacillus acidophilus DSM 
20242]
 CDF70523.1 Elongation factor G [Lactobacillus acidophilus CIRM-BIA 
445]
 CDF67081.1 Elongation factor G [Lactobacillus acidophilus CIP 
76.13]
 KHE30707.1 elongation factor G [Lactobacillus acidophilus]
 AJP45751.1 elongation factor G [Lactobacillus acidophilus]
 KRK28885.1 elongation factor G [Lactobacillus acidophilus DSM 20079 
= JCM 
1132 = NBRC 13951]
 KZX19436.1 elongation factor G [Lactobacillus acidophilus]
 ASN46218.1 elongation factor G [Lactobacillus acidophilus]
 ASX14296.1 translation elongation factor G [Lactobacillus 
acidophilus]
 PCL31623.1 elongation factor G [Lactobacillus acidophilus]
 POO10775.1 Elongation factor G [Lactobacillus acidophilus]
 AVW87933.1 elongation factor G [Lactobacillus acidophilus]
 PTS22452.1 elongation factor G [Lactobacillus acidophilus]
 PTS30309.1 elongation factor G [Lactobacillus acidophilus]
 PTS32858.1 elongation factor G [Lactobacillus acidophilus]
 PTS44221.1 elongation factor G [Lactobacillus acidophilus]
 PTS54352.1 elongation factor G [Lactobacillus acidophilus]
 PTS59221.1 elongation factor G [Lactobacillus acidophilus]
 PTS64122.1 elongation factor G [Lactobacillus acidophilus]



 PTS65949.1 elongation factor G [Lactobacillus acidophilus]
 PTS68176.1 elongation factor G [Lactobacillus acidophilus]
 PTV17936.1 elongation factor G [Lactobacillus acidophilus]
 PTV30158.1 elongation factor G [Lactobacillus acidophilus]
Length=697

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 310/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
+ +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSADTFEGVIDLINMVADIYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D ++EKY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTVPVPDEYKEEAEKRRAALIEAVADVDDNIMEKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVIDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L     V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLESGSYVLNASKNSRERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363



                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMRREFNVEAKIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIDFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            T+E  + +    +    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGTMEGMEDRAGAKIINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_096239236.1 GTP-binding protein [[Eubacterium] hallii]
 SOB71323.1 Ribosomal protein S5 domain 2-type fold, subgroup 
[[Eubacterium] 
hallii]
Length=899

 Score = 268 bits (685),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 185/612 (30%), Positives = 303/612 (50%), Gaps = 
32/612 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+ES+LY SG + + G V+      DT  LER RGITI +    
F  
Sbjct  1    



MGILAHVDAGKTTLSESMLYLSGTVRKLGRVDHKDAFLDTYALERDRGITIFSKQAVFSL  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KVN++DTPGH+DF AE+ R+L VLD A+LVIS  DG+Q  T  L+  L+  
+IPT I
Sbjct  61   
GNKKVNLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGIQGHTETLWKLLKLYDIPTFI  120

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+DQ G D  +++  ++++L    I       +  +     TD           
+K+
Sbjct  121  
FINKMDQQGTDKAALLSELKERLDEGCIAFDQEESTETLEELAMTD-----------EKV  169

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E + +E +     R +++  +FP Y+GSA K  G+Q L+       +P    
G
Sbjct  170  LDYFMEHESVRKEDIC----
RLIKERRVFPCYFGSALKLEGVQELLYGFERYMEPY--TG  223

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +      VFK+   D G+R  +L++  G L ++  V L  +E+ K+ ++RI S  +    
Sbjct  224  TEEFGAKVFKISRDDKGERLTFLKVTGGKLVVKMPVNLVDKEE-
KVNQIRIYSGAKYETV  282

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 G +  +      ++  +G    + +        P+L   +     A   +
+L  L
Sbjct  283  SEVESGGVCAVTG---
LVSSYIGQGFGVEKGTAAPFLEPVLTYQMILPDGADTTKVLREL  339

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             QL + +PLL    +    EI +  +G VQ E++  +++E++ L+       ++Y 
E   
Sbjct  340  
KQLEEEEPLLNIVWNPALEEIHVQLMGEVQTEILKTMIAERFHLDVEFGTGKIVYKETIK  399

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    H       P   +A + L + PL  G G+ +++  S   L++++Q  +   
++
Sbjct  400  NPVVGVGH-----
YEPLRHYAEVHLKMEPLEAGGGLVFDADCSEDVLDRNWQRLILTHLQ  454

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G L G  +TD KI    G  +   +   DFR      + Q LK + + 
LLEP+ S



Sbjct  455  
EREHPGVLTGSPITDMKITIVAGRAHLKHTEGGDFRQATYRAVRQGLKSAESILLEPWYS  514

Query  542  FILYAPQEYLSRAYHDAPKYCATIE--
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            F+L  P + + RA  D  +   + E   A+ K+  V  TG  PA  ++ Y+ ++  
YT G
Sbjct  515  
FVLEVPSDQVGRAMSDIGQMNGSFEGPEAEDKQGMVRLTGTAPASEMRDYQREVWTYTKG  574

Query  600  RSVCLTELKGYQ  611
            R      LKGY+
Sbjct  575  RGRITFTLKGYE  586

>WP_046401283.1 elongation factor G [Lactococcus garvieae]
 KKF90367.1 elongation factor G [Lactococcus garvieae]
Length=696

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 318/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGSEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E ++ L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDEDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252



              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGINPDTDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEIVILPSDSVRL-NDVLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L N   GD     + R      E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKNTTTGDSLTDEKARIILESIEVPEPVIQLSVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            ALT+LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALTKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  
G+
Sbjct  485  
FRAATQARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S+   F+  A + +++A K +   
+LEP +
Sbjct  545  
VETMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
              ++  P+E L             + + +      +    +P   +  Y T L   
+ GR
Sbjct  605  
KVVITVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMTFDHYE  675

>WP_065198605.1 elongation factor G [Stenotrophomonas maltophilia]
 OBU68485.1 translation elongation factor G [Stenotrophomonas 
maltophilia]



Length=678

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 208/673 (31%), Positives = 315/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ+Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQSQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ +RDKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLRDKLQARPWALGVPLGSESAFNGWVDLVDERVL  188

Query  167  EENTD----IEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                D    I AWD                AV +++++L + ++ G  I  E L    
+R
Sbjct  189  
HWQDDGVATITAWDDAMRAAWQSQREALVEAVADHDERLADAWLEGRVIDAEALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+        GE G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAEGESGDVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ + +A +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGEAIASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLESI---



QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRETAETLVWGMGELHLEVMVERLRSEWKVDVAVGAPRVAYQ  481

Query  422  ERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +   V  +     +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAVAGVVGRVVKQSGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAVKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    +     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRVARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_056987470.1 elongation factor G [Lactobacillus paracollinoides]
 KRL77442.1 elongation factor EF2 [Lactobacillus paracollinoides DSM 
15502 
= JCM 11969]
 ANZ64151.1 elongation factor G [Lactobacillus paracollinoides]
Length=699

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 317/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W + ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKKHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    VQ+++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKIGADFDYSVQTIKDRLQANALAIQMPIGAEDNFQGVIDLLEMKADIYDE  190

Query  168  ENTDIEAW-----------------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E W                 DA+IE     +D ++EKY+ GE I  ++L    
++
Sbjct  191  DKLGAE-
WDTVDVPEEYKEEAQKRRDAMIEEIADVDDDIMEKYLEGEEIPVDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-VTGLFQPI------------
GEQ------GSA  247
               +  LFPV  GSA K  G+Q LMDA V  L  P+            GE+        
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATVDYLPSPLDVKPYNATDPDTGEKIELRANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y GTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
NFAALAFKIATDPFVGRLTFIRVYQGTLESGSYVLNATKGKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  



AFTKQTSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  LE G L G+ + D K     G Y+   S+ A F+  A I L  A K +   
+LEP 
Sbjct  547  
LKESLENGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASIALRNAAKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVEIVVPEEYMGDIMGQVTARRGRVDGMEARGNAQLIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_012845640.1 MULTISPECIES: elongation factor G [Lactobacillus]
 CAX66238.1 elongation factor EF-G [Lactobacillus johnsonii FI9785]
 ARW75534.1 elongation factor G [Lactobacillus johnsonii]
 ARW76506.1 elongation factor G [Lactobacillus johnsonii]
 PAB48685.1 elongation factor G [Lactobacillus johnsonii]
 PAB52649.1 elongation factor G [Lactobacillus johnsonii]
 PAB55065.1 elongation factor G [Lactobacillus johnsonii]
 PEG77998.1 elongation factor G [Lactobacillus sp. UMNPBX19]
Length=698

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E



Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDSIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNSRERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPAHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   



T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_014727708.1 elongation factor G [Streptococcus thermophilus]
 AFJ84126.1 elongation factor G [Streptococcus thermophilus MN-
ZLW-002]
 ALD17582.1 elongation factor G [Streptococcus thermophilus]
 OIK35416.1 translation elongation factor G [Streptococcus 
thermophilus]
 OIK37040.1 translation elongation factor G [Streptococcus 
thermophilus]
Length=693

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 314/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249



             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP+E L             ++  +   +  +    +P   +  Y T L   T 
GR 
Sbjct  606  
VTITAPEENLGDVMGHVTARRGRVDGMEAHGNTQIVRAYVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_012480150.1 elongation factor G [Stenotrophomonas maltophilia]
 CAQ45852.1 putative elongation factor G [Stenotrophomonas 



maltophilia K279a]
 PJL19597.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL40190.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 207/673 (31%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPSHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+   V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVGVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P   G  V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPREDGQ-
VVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_013907996.1 elongation factor G [Thermodesulfatator indicus]
 AEH45254.1 translation elongation factor G [Thermodesulfatator 
indicus DSM 
15286]
Length=682

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 208/672 (31%), Positives = 317/672 (47%), Gaps = 
87/672 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTTLTE +LY +G I + G V +G    D +  E++RGITI 
AA T
Sbjct  9    



KIRNIGIIAHIDAGKTTLTERILYYTGRIYKIGEVHEGQATMDYLPEEQERGITITAACT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +++++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++H   
+  +
Sbjct  69   
TCYWRDHEIHLIDTPGHVDFTIEVERSLRVLDGAVGVFCAVGGVEPQSETVWHQAERFKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDK------------------------
LSADIIIKQT  157
            P + FINK+D+ G +   VV+ +R+K                        LS  
+II   
Sbjct  129  
PKIAFINKMDRIGANFWKVVRQIREKFRVKPVILTLPYGEGEYFKGVIDILSQKLIIWDE  188

Query  158  VSLS--------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             SL         PE   EE + +  E  + V+E ++KL+EKY+A EP+S +++ R  
++ 
Sbjct  189  
ESLGEKYDLLPVPEDKREEVSRLKEELIETVVEFDEKLMEKYLADEPLSLQEIKRLIRQG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
            V    + P++ GSA K  GIQPL+DA+                   TG  +      
+A 
Sbjct  249  
VLSREIVPIFAGSALKNKGIQPLLDAIVDYLPSPLDIPPVKGINPFTGKEEVRAPDEAAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDT  307
                 FKV+  + G++ VYLRLYSG L +  TV  A + +K K+  + +    +  
R D 
Sbjct  309  FSALAFKVQMFE-
GRKMVYLRLYSGILEVGKTVLNATQNKKEKVARLFLMHAAKRTRLDR  367

Query  308  AYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKTAAQ  357
            A  G+IV  +        D L DP         E P+         P++   + 
PKT A+
Sbjct  368  AGAGDIVAAMGLKHTVTGDTLCDP---------
EHPIVFEPIGAYEPVISIAVEPKTRAE  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E++ +AL ++A  DP  R +++  T + I+S +G + LEV+   L   + LE  V  
P 
Sbjct  419  
EEKVEEALAKIAQEDPTFRVKINEDTGQRIISGMGELHLEVILERLKRDFGLELKVGRPQ  478

Query  418  VIYMERPLKAASHTIHIEVP--
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            VIY E   +      H + P       A + L V P   G G    S V    L++    



Sbjct  479  
VIYRETIAQEIEVKEHFDEPIGDERLSAEVSLIVRPRKRGEGNLIGSLVPQDKLSEEQLK  538

Query  476  AVRDGIRYGLE-QGLFGWNVTDCKIC-----
FEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             +   I   L   G   + V D ++      F  G +    +  A F++L      
+ALK
Sbjct  539  LLLKTIEDTLSASGPLAYPVIDVEVLMLDVNFPGGSFNEMAARAAVFKALM-----
RALK  593

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+   LLEP +   +  P E+L     D  +    +   + K    +   E+P   
+  Y
Sbjct  594  
EAHPVLLEPVMEVEVTVPSEHLGEVISDLNQRQGHVINIETKDPVQIVKAEVPLAELFGY  653

Query  590  RTDLAFYTNGRS  601
             T L   T GR+
Sbjct  654  STALRSATQGRA  665

>OGY18853.1 translation elongation factor G [Candidatus 
Chisholmbacteria 
bacterium RIFCSPHIGHO2_01_FULL_52_32]
 OGY19776.1 translation elongation factor G [Candidatus 
Chisholmbacteria 
bacterium RIFCSPLOWO2_01_FULL_50_28]
Length=717

 Score = 265 bits (676),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 204/681 (30%), Positives = 324/681 (48%), Gaps = 
74/681 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T
Sbjct  16   
RIRNIGIIAHIDAGKTTTTERVLYYTGKTYKLGDIDEGTTQMDWMEQEKERGITIVSAAT  75

Query  62   SFQW------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            +  W            HR  +NI+DTPGH+DF AEV RSL VLDG I V+ A+
+GVQ+Q+
Sbjct  76   TTMWTPKLPEALFSGPHR--
INIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQS  133

Query  110  RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------
IIIKQTVS---  159
              ++H   K ++P + FINK+D+ G +    V  + +KL          I ++Q+     
Sbjct  134  
ETVWHQADKYSVPRICFINKMDKLGANFDRTVGDIEEKLGVKTAVLAIPIGVEQSFKGIV  193



Query  160  --LSPEIVLEENTDI------------------EAWDAVI----
ENNDKLLEKYIAGEPI  195
              L  + ++ E  +                   EA   VI    E ++KL EKYI+ 
E  
Sbjct  194  
LLLERQAIIWEGDETGAEYSIQEVPPELKAKVEEARHRVIERIAETDEKLTEKYISDEEP  253

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---
EQGSAALCG  251
            S ++L +  +R      L PV+ GS+ +  G+QPL+DAV      P+    E+G     
G
Sbjct  254  
SVQELKQALRRATIKNELVPVFCGSSLRNKGVQPLLDAVVDFLPSPLDLEPEKGVNPKTG  313

Query  252  S---------------VFKVEYTDCGQRRVYLRLYSGTLRLRD-
TVALAGREKLKITEMR  295
            +                FKV+      R  Y+R+YSG L        +  RE+ +I  
+ 
Sbjct  314  
AEEERKPDPNEPFSALAFKVQTDPHVGRLTYIRIYSGHLAAGSYATNITKREQERIGRLL  373

Query  296  IPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +    +    + A  GEIV ++ +      D L D          E   P++   I 
PKT
Sbjct  374  
LMHANQREEIEDAEAGEIVAVVGAGKTTTGDTLSDSAHPILFEGIEFTEPVIALAIEPKT  433

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               +ER+  AL +LA+ DP  + +V   T + I+S +G + LE++   L  ++K
+ET   
Sbjct  434  
RQDQERMGTALAKLAEEDPTFKIKVHPETGQTIVSGMGELHLEIIVDRLKREFKVETNTG  493

Query  415  EPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E  R    A      +      +    L V P + G G ++E++V  G 
+ + 
Sbjct  494  
NPQVAYKETIRQTTEAEGKYIRQSGGRGQYGHCFLRVEPKNRGEGYEFENKVVGGKIPRE  553

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F  AV  G++  +E G+  G+ + D K+    G Y+   S+   F+    + L+ A
+K++
Sbjct  554  
FIPAVEKGVKEAMENGVIGGYPLVDMKVTLYDGTYHEVDSSEIAFKIAGSMALQTAVKQA  613

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHD-
APKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
               LLEP +   +  P+E++     D + K    + T Q  K  ++     P   +  
Y 



Sbjct  614  SPVLLEPIMKVEVTVPEEFMGDVIGDLSSKRAHIVGTTQRGKVRIIH-
ALAPLAELSRYA  672

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            T L   T GR+    E   Y+
Sbjct  673  TILRSMTQGRASYYMEPSHYE  693

>WP_065937620.1 elongation factor G [Lactobacillus paracollinoides]
 ANZ67381.1 elongation factor G [Lactobacillus paracollinoides]
Length=699

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 317/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W + ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKKHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    VQ+++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKIGADFDYSVQTIKDRLQANALAIQMPIGAEDNFQGVIDLLEMKADIYDE  190

Query  168  ENTDIEAW-----------------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E W                 DA+IE     +D ++EKY+ GE I  ++L    
++
Sbjct  191  DKLGAE-
WDTVDVPEEYKEEAQKRRDAMIEEIADVDDDIMEKYLEGEEIPVDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-VTGLFQPI------------
GEQ------GSA  247
               +  LFPV  GSA K  G+Q LMDA V  L  P+            GE+        
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATVDYLPSPLDVKPYNATDPDTGEKIELRANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303



                  FK+       R  ++R+Y GTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
NFAALAFKIATDPFVGRLTFIRVYQGTLESGSYVLNATKGKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKQTSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  LE G L G+ + D K     G Y+   S+ A F+  A I L  A K +   
+LEP 
Sbjct  547  
LKESLENGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASIALRNAAKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVEIVVPEEYMGDIMGQVTARRGRVDGMEARGNAQLIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGAFTMTFDHYEA  679

>EFF66634.1 translation elongation factor G [Selenomonas noxia ATCC 
43541]
Length=677

 Score = 263 bits (673),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 183/663 (28%), Positives = 314/663 (47%), Gaps = 
65/663 (10%)



Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAATTCHWKDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    + N+P + 
++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNVPRMAYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------
TVSL  160
            K+D  G D  +V+  +R++L+A+ +  Q                             
V+ 
Sbjct  121  
KMDITGADFFNVMDMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYEDDLGKVTD  180

Query  161  SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
              EI  E     E +     +A  E +D+L+EKY+ GE ++ E++ R  ++      
+ P
Sbjct  181  
EVEIPAEYKEQAEEYRDKLLEACAEVDDELMEKYLGGEEVTEEEIRRAIRKATIACEMTP  240

Query  216  VYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQGS------
AALCGSVFKV  256
            V  G++ +  G+QPL+DA             + G+    GE  S      A      
FK+
Sbjct  241  
VTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDTAPFSALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSGTL     V  A    +E++ +I +M   ++ EI   D  
Y G+
Sbjct  301  MTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---
DVVYSGD  357

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +   +    D L D          E P P++   + P T   +E++  AL 
+LA+ 
Sbjct  358  
IAAAVGLKNTTTGDTLCDENNPIILESMEFPDPVISVAVEPATKNDQEKMGIALQKLAEE  417

Query  372  DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKAA  428
            DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y E   + 
+KA 
Sbjct  418  



DPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETIRKSVKAE  477

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
               +  +   +  +    L + P   G G  +E++V  G + + F N +  G+R  
+E G
Sbjct  478  GKFVR-
QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAGVRQAMEGG  536

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G ++   S+ A F+    +  +   +++   LLEPY+   
+  P
Sbjct  537  
VVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPYVKVEVTVP  596

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            +EY+     D       I+  + +    V    +P   +  Y TDL   T GR     
E+
Sbjct  597  
EEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAYVPLSEMFGYSTDLRSKTQGRGNYSMEV  656

Query  608  KGY  610
              Y
Sbjct  657  SFY  659

>WP_065183791.1 elongation factor G [Stenotrophomonas maltophilia]
 OBU71980.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 263 bits (673),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 207/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166



            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+   V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVGVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P   G  V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPREDGQ-
VVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_096494589.1 elongation factor G [Lactobacillus fermentum]
 BAW87346.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQTEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_040347119.1 elongation factor G [Anaeroglobus geminatus]
Length=690

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 187/674 (28%), Positives = 313/674 (46%), Gaps = 



71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TAHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + FINK+D  G +  + V  ++++L A+ +  Q               V++  E
+  +
Sbjct  129  
PRIAFINKMDTTGANFLNCVDMMKERLQANAVAIQLPIGAENDFTGIIDLVTMKAEVYGD  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +I   D                  AV E +D L+EKY+ GE +S E+L +  
++ V
Sbjct  189  
NLGKEINIVDIPDDMKDRAEEYRQIMVEAVCETDDALMEKYLEGEELSAEELKKAIRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-----------------GLFQPIGEQG--
SAAL  249
               ++  V  GSA K  G+Q L+DAV                  G  +P   +   
+   
Sbjct  249  
VTNAMVYVLCGSAYKNKGVQMLLDAVVDYMPSPLDIPPVSGIVPGTEEPAERKADDNEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-----  304
                FK+       +  + R+YSGTL        AG      T+ +    G I+R     
Sbjct  309  SALAFKIMADPFVGKLAFFRVYSGTLE-------
AGTYVFNSTKGKKERVGRILRMHANH  361

Query  305  ---TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                 TAY G+I  I+        D L D  +       E P P++   + PKT A 
+E+
Sbjct  362  
REEVQTAYTGDIGAIVGLKDTTTGDTLCDEKKPIILEKMEFPEPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA+ DP  + + D+ T + I+S +G + L+++   ++ ++K+E  V +P 
V Y



Sbjct  422  
MGVALSRLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMAREFKVEANVGKPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K          +      +    L + P   G+G ++E+++  G + + +  
+V 
Sbjct  482  
RETIRKTVKQEGRFVRQSGGRGQYGDCWLELVPQEPGAGFEFENKIVGGAIPREYIGSVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +E G L G+ + D K+    G Y+   S+   F+    I  ++  +++   
LLE
Sbjct  542  
AGVKEAMETGVLAGFTMVDIKVIVFDGSYHDVDSSEMAFKIAGSIGFKEGARKADPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+   +  P++Y+     D       +E  +++         +P   +  Y TDL   
T
Sbjct  602  
PYVKVEVVVPEDYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGYQ  611
             GR V       Y+
Sbjct  662  QGRGVYTMTFDHYE  675

>KPH03387.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    



+  E
Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHITARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_054464837.1 elongation factor G [Planktothricoides sp. SR001]
 KOR37976.1 elongation factor G [Planktothricoides sp. SR001]
Length=697

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 201/671 (30%), Positives = 317/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQLNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ---------  156
            I++NK+D+ G D  +VV+ V+D L A                   D++ ++         
Sbjct  130  
IYVNKLDRTGADFFNVVKQVKDILKATPLVMVLPIGVETEFKGVVDLLTRKAWIWDDSGD  189

Query  157  ----TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                T+   P  +++   D+EA+     +  +E +D L+EKY+ GE +S E++    
++ 
Sbjct  190  PMNYTIEDVPADMVD---
DVEAYREQLIEKAVEQDDALMEKYLEGEELSIEEIKSCIRKG  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-----
IGEQGSAALCGS--  252
              D + FP Y GS+ K  G+Q ++DAV            QP       E G  A+     
Sbjct  247  
THDMAFFPTYCGSSFKNKGVQLVLDAVVDYLPAPNEVKPQPEMDLEGHETGKFAIVDPDK  306

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303



                  FK+     G    + R+YSGTL    TV   A    E++ ++ EM    + 
EI 
Sbjct  307  PLRALAFKIMDDRYGA-
LTFTRIYSGTLSKGMTVLNTATGKTERIGRLVEMHANDREEI-  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              ++A  G+IV I+   +V+    L DP           P P++   + PK     
E+++
Sbjct  365  --
ESAQAGDIVAIVGMKNVQTGHTLCDPKDPATLEPMVFPDPVISIAVKPKQKGGDEKMI  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             ALT+L   DP    E D  + E I+  +G + L++   +L   Y +E  V +P V 
Y E
Sbjct  423  
AALTRLVQEDPSFHVETDQDSGETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAYRE  482

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P   GSG Q+ES+V+ G + + +  
AV  G
Sbjct  483  
SITKMIQDSYTHKKQSGGSGQFGRIDYVIEPGEPGSGFQFESKVTGGSVPREYWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +++G L G+   D K+    G Y+   S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKQSIDKGVLAGFPCVDLKVSLTDGGYHPVDSSAIAFEIAAKAGYRQSIPKAGPQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P++ +     D  +    I++       V    +IP   +  Y  DL   
T+G
Sbjct  603  
MNVDVFTPEDNMGDVIGDLNRRRGIIKSQTKSLMGVRVKADIPLSEMFGYIGDLRTMTSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_098287531.1 GTP-binding protein [Bacillus megaterium]
 PES98836.1 elongation factor G [Bacillus megaterium]
 PFK74275.1 elongation factor G [Bacillus megaterium]
 PGH73968.1 elongation factor G [Bacillus megaterium]
 PGO38284.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 263 bits (672),  Expect = 3e-75, Method: Compositional 
matrix adjust.



 Identities = 181/636 (28%), Positives = 310/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  R LDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRFLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN



Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_054871841.1 elongation factor G [Caloranaerobacter sp. TR13]
Length=702

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 196/690 (28%), Positives = 319/690 (46%), Gaps = 
73/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I   G   +G ++ D M  E++RGITI 
+A T
Sbjct  22   
KTRNIGIMAHIDAGKTTTTERILFYTGRIHRIGETHEGASQMDWMEQEQERGITITSAAT  81

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  82   
TCFWRDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYNV  141

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D    V+ ++D+L A+ +              I   V+++  
I  +
Sbjct  142  
PRIAFVNKMDIMGADFYRAVEMMKDRLGANAVPIQLPIGKEDTFVGIVDLVNMNARIYKD  201

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI             +  +A+ E +++L+ KY+ GE ++ ++++   



++  
Sbjct  202  
DLGKEIEVTDIPDEIRDLAEEYREKLLEAIAEQDEELMMKYLEGEELTTQEIIDAIRKAT  261

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  + PV  GSA K  G+Q L+DAV   L  PI                          
Sbjct  262  
INVDIVPVLCGSAYKNKGVQMLLDAVVDYLPSPIDLPAVRGMKPNSDEEIERKASDDEPF  321

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG LR    V  + + K     +I +M    + 
EI   
Sbjct  322  
SALAFKIMADPYVGKLAFFRVYSGVLRSGSYVLNSTKGKKERIGRILQMHANKREEITEV  381

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   S    D L D          E P P++   I PKT A +E+
+  A
Sbjct  382  ---
YAGDIAAAVGLKSTITGDTLCDENAPIVLESMEFPEPVISVAIEPKTKAGQEKMGIA  438

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  439  
LAKLAEEDPTFRTYTDQETGQTIISGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETI  498

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + + P   G+G ++ +++  G + + +  AV  
GI+
Sbjct  499  
TKAVDVEGKFVRQSGGRGQYGHVKIKMEPKERGTGYEFVNQIVGGAIPKEYIPAVDAGIQ  558

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+  G+ V D K+    G Y+   S+   F+    +  ++ +K+    
LLEP + 
Sbjct  559  
EAMLNGILGGYPVLDIKVTLYDGSYHEVDSSEMAFKIAGSMAFKEGMKKGNPVLLEPIMK  618

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  619  
VEVVVPEEYMGDVMGDINSRRGRVEGMESRSGAQVIRGYVPLAEMFGYATDLRSKTQGRG  678

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
              + +   Y+ A          PNS  +KV



Sbjct  679  TYVMQFSHYEPA----------PNSVAEKV  698

>WP_060931721.1 GTP-binding protein [Lachnoanaerobaculum saburreum]
 KXB55533.1 putative translation elongation factor G 
[Lachnoanaerobaculum 
saburreum]
Length=869

 Score = 268 bits (684),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 188/612 (31%), Positives = 312/612 (51%), Gaps = 
37/612 (6%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            +IN+G+LAHVDAGKTTL E++LY +G + + G V+ G +  D    ER+RGITI +    
Sbjct  1    
MINVGVLAHVDAGKTTLIEAILYKTGKLRKVGRVDFGDSFLDNDEYERKRGITIFSKTAR  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +     +NI+DTPGH+DF AE+ R ++VLD AILVIS  +GVQ+ +  LF  L++ 
NIP
Sbjct  61   
TKIGDKDINIIDTPGHIDFSAEMERCISVLDMAILVISGSEGVQSHSHTLFKLLKEANIP  120

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSP-
EIVLEENTDIEAWDAVIEN  181
             +IF+NKID    D   V+  ++  LS +I     V  S  E VLEE         
V   
Sbjct  121  VLIFVNKIDSDKFDKDKVMDGLKKSLSKNI-----VDFSEDEKVLEE--------
EVASC  167

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++L+EK++ GE I++E +    +  +Q A +FPV +GSA K + I+ + D +    
+ I
Sbjct  168  DERLIEKFVEGEKITKEDI----
KECIQKAKVFPVIFGSALKLINIEEISDFID---EYI  220

Query  242  GEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
             E+     L G ++K++Y + G R  +++L  G+L ++DT+        KI ++R     
Sbjct  221  DEKDYPDELSGIIYKIKYDESGNRLSFIKLMGGSLHVKDTLNAE-----
KINQIRAYDGE  275

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            + V  D A PG+I+ +         D  GD  R P ++     LP+L   +         
Sbjct  276  KYVAIDMANPGDIIAVTGLTKSHAGDTFGDVKR-PLQKL----
LPVLSYNMIFPEDISIN  330

Query  360  



RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++   L Q+ D  P ++ E D    ++ ++ +G VQ++++  +++E+  +   + +  
+I
Sbjct  331  
QIYPKLIQIFDEVPEIKMEYDEELSKVKVNLMGEVQIDLIKNIINERLNISCELVDGGII  390

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  + +     H E  P   +A + + ++    GSG+ Y++ VS   L +++Q+ 
VR+
Sbjct  391  YKESIVGSVEGVGHFE--
PMKHYAEVHILISQGERGSGIVYKNDVSDDELLKNYQSQVRN  448

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +     +G L G  +TD  +    G  +   +   DF       +   L  + + 
LLEP
Sbjct  449  
TVENSKFRGVLTGSELTDVVLTLVAGRAHEKHTEGGDFFEAVHRAVRHGLMYTKSILLEP  508

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +  P E L R  +D     A  E +    D +  TG  P   IQ Y + L  
YT 
Sbjct  509  YYDFEIDLPIENLGRLLNDLNNMNAE-
EISYEGTDVLRVTGFAPTINIQNYGSTLLSYTK  567

Query  599  GRSVCLTELKGY  610
            G       L+G+
Sbjct  568  GLGRISFSLRGF  579

>CDA53410.1 putative translation elongation factor G [Clostridium 
sp. CAG:138]
Length=895

 Score = 268 bits (685),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 205/646 (32%), Positives = 308/646 (48%), Gaps = 
48/646 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL E+LLY SGAI + G V++G    DT  LE+ RGITI 
+  
Sbjct  1    
MKKLAIGILAHVDAGKTTLCEALLYLSGAIRKRGRVDRGDAYLDTHTLEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F ++  +  +VDTPGH+DF AE  R+L+VLD A+LV+S  DGVQ+ T  L+  
LR+ +
Sbjct  61   
AKFNYNNTEFTVVDTPGHVDFSAEAERALSVLDYAVLVVSGTDGVQSHTETLWRLLRRYS  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE--
AWDAV  178
            IPT IFINK D    +   +++ ++ +LS     ++ ++  P     E TD E    
+A 
Sbjct  121  IPTFIFINKTDIMPRNRSELIEEIQRRLS-----ERCIAFEP----
CEGTDSEFCKSEAF  171

Query  179  IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             EN    +D+L EK+ A   +  +      +RR+     FP ++GSA K  G+   
+ A 
Sbjct  172  FENLALADDELFEKHSAKRIVDADIAAAISERRI-----
FPCFFGSALKTDGVSDFI-AC  225

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE-  293
              L+     +        V+K+ Y   G R  ++RL  G+L  R  VA   R   +
+TE 
Sbjct  226  LSLYSR-
ERKFKKDFAARVYKITYDPQGTRLTHIRLTGGSLSPRTAVAYTARNGERLTEK  284

Query  294  ---MRIPSKGEIVRTDTAYPGEIVILPSDSVRL-NDVLGDP-
TRLPRKRWREDPL--PML  346
               +   S  +  +T+ A  G++  +   S       LGD  + LP       PL  
P+L
Sbjct  285  VARIVFCSGAKFTQTERAECGDLAAVSGLSATYPGQGLGDEDSALP-------
PLLEPVL  337

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               I   +       L  L +L D DP L+ +     HE+    +G +Q+E++  L
+SE+
Sbjct  338  
SYRILLPSDCDARTFLPKLKRLEDEDPTLKLDKTDNVHELQARLMGEMQIEILKKLISER  397

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +E  V +  ++Y E  L       H E  P   +A + L + PL  GSG+ + S  
+ 
Sbjct  398  FGVEISVDDGRILYRETILAPVEGVGHFE--
PLRHYAEVHLLLEPLPAGSGLVFASACAP  455

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L+   Q  V   +R  +  G L G  +TD K+    G      +   DFR      
+ 
Sbjct  456  
NSLDSDIQRLVLAHLREKIHLGVLTGSPITDMKLTLVAGRASLHHTEGGDFRQATYRAVR  515

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD--
EVVFTGEIPA  583
            Q L  +   LLEP+ SF L  P+E L RA +D      +    +   D     F G  
P 



Sbjct  516  
QGLMCAQNILLEPFYSFRLELPRENLGRAINDIRGMGGSFSAPEEGADCESCAFCGTAPV  575

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY------QAAVGQPVIQPRR  623
              ++ Y  +LA YT GR     E   Y      ++ + Q    P R
Sbjct  576  SAMRGYTRELAAYTRGRGRLGCEFSHYGQCRNAESVIAQFAYDPER  621

>WP_003868704.1 elongation factor G, partial [Thermoanaerobacter 
ethanolicus]
 EEU61404.1 translation elongation factor G, partial 
[Thermoanaerobacter 
ethanolicus CCSD1]
Length=688

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 319/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E ++ +LEKY+ GE I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALATGEEIERKADDSEPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + E
+   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLNAGSYVLNSTKGKKERISRILQMHANHRQEM---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          + P P++   I PKT A +E+
+  A
Sbjct  366  
EAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P V Y 
E  
Sbjct  426  
LLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  AV  
G+
Sbjct  486  TKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LLEP +
Sbjct  545  
QEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDIIGDINARRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFHHYE  675

>PIR71184.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG10_big_fil_rev_8_21_14_0_10_40_24]
 PIU43605.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG07_land_8_20_14_0_80_40_10]
Length=700

 Score = 264 bits (675),  Expect = 3e-75, Method: Compositional 



matrix adjust.
 Identities = 190/679 (28%), Positives = 310/679 (46%), Gaps = 
76/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +LY +G   + G V +GT   D M  ER+RGITI 
AA T
Sbjct  9    
QIRNIGIIAHIDAGKTTVTERVLYYTGKTYKIGEVHEGTAVMDWMAQERERGITITAAAT  68

Query  62   SFQWH------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            +  W       + ++NI+DTPGH+DF AEV RSL VLDGA++V     GV+ Q+  
++H 
Sbjct  69   
TSFWSTKLQPAKYQINIIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSETVWHQ  128

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
              K N+P + FINK+D+ G D +  + S+ ++L+A                   D+
+  +
Sbjct  129  
ADKFNVPRICFINKLDRIGADFEKSLNSILERLTARAVAMQIPIGLEERFEGIIDLLKNK  188

Query  157  TVSLS---------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
             +  +          EI  E   ++  W     + ++E +D+LL KY++GE I  E 
L++
Sbjct  189  
EIRWTNEDGSKYDEKEISAERKAEVAKWRSKSIEKIVEQDDQLLHKYLSGENIEYEDLIK  248

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIG-------------------  242
              +       + PV+ GSA K  G+Q L+DAV      PI                    
Sbjct  249  
ILRTATISGKIVPVFCGSALKNKGVQLLLDAVVHFLPSPIDIPPVKGYAPDNSETELERK  308

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPS  298
               +  LC   FK+          + R+YSG L+    LR++         +I  M    
Sbjct  309  
ADHNEPLCALAFKIASDPFVGTLTFFRVYSGVLKTGTALRNSTRAESERIGRIVRMHAQH  368

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            + E+           V L + S    D L DP           P P++   I PKT 
A  
Sbjct  369  REELTEVCAGDIAAAVGLKNTST--
GDTLCDPMHQIVLEALSFPDPVISVAIEPKTKADL  426

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA  DP  + + D  T + I+S +G + LE++   +  ++ ++  V 



+P V
Sbjct  427  
EKMGIALNKLAQEDPTFKTKTDIQTSQTIISGMGELHLEIIVDRMKREFNVQVAVGKPEV  486

Query  419  IYMERPLKAASHTIHIE------
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             Y E      + T  +E            +  + L + PL  G+G ++ +++  G 
+   
Sbjct  487  AYKE----
TINKTCEVEGKYIRQTGGRGQYGHVRLKLEPLEKGAGFEFVNKIKGGKIPAE  542

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +   V  G++  +E+G L G+ + D +     G Y+   S+   F++   I L+   
+++
Sbjct  543  
YIPWVEKGVKNAMEKGVLAGYPMVDIRSTLFDGSYHEVDSSNIAFQNAGRIALQDGARKA  602

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +   +E++     D     A I     +    V   E+P   +  
Y T
Sbjct  603  
DPTLLEPIMKLEVIVWEEFMGDVLGDLNSKRAKILNMTDRGKNKVIDSEVPLAEMFDYAT  662

Query  592  DLAFYTNGRSVCLTELKGY  610
             L   T+GR+    E   Y
Sbjct  663  ILRSLTSGRASFTMEFSHY  681

>WP_087253572.1 GTP-binding protein [Pseudoflavonifractor sp. An85]
 OUN25759.1 translation elongation factor G [Pseudoflavonifractor 
sp. An85]
Length=848

 Score = 267 bits (683),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 194/638 (30%), Positives = 311/638 (49%), Gaps = 
37/638 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +  GILAHVDAGKTTLTE++LY +G+I   G V+ G    DT  LER+RGITI 
A  
Sbjct  1    
MKRLTTGILAHVDAGKTTLTEAMLYVTGSIRHLGRVDHGDAFLDTQELERERGITIYAKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ +VDTPGH+DF AE  R L VLD AILV+SA DGVQ  T  L+  L 
+  
Sbjct  61   
AILRRGDLELTLVDTPGHVDFSAETERVLQVLDCAILVLSAADGVQGHTETLWQLLTQAG  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDAVI  179
            +PT +F+NK+DQ      +++Q +  +L    +              +  D +A  
+   
Sbjct  121  VPTFVFVNKMDQPNGGKTAILQQLEGRLGHGFV--------------
DMADPQARGEGAA  166

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-F  238
              +++L+E+Y+AGE  ++E+L     +R     LFPVY+GSA +  G++ L+D V     
Sbjct  167  MCSEELMERYLAGEEFTQEELAALVTQR----
QLFPVYFGSALQVDGVEALLDGVERYTL  222

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIP  297
            +P   +   A    VFK+   + G+R  +L++  G L++R+   L G++ + K+ +
+R+ 
Sbjct  223  EP---EWPEAFGARVFKITRDEKGERLTWLKVTGGRLQVREV--
LRGKQWEEKVNQIRLY  277

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL-
PMLRTTIAPKTAA  356
            S  +    D A  G +  +      L            + W    L P+L   + P    
Sbjct  278  SGAKFTAVDVATAGTVCAVTG----
LTHTAAGEGLGCEENWNGPQLEPVLSYQVIPPQGV  333

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                LL+ L +L + DP L+ E +    ++ +  +G+V  EV+   L  ++ L+      
Sbjct  334  
DATTLLERLRRLEEEDPQLQVEWEPHGEQVRVKLMGQVHREVLERELCRRFDLDVTFGPG  393

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y+E   K      H E  P   +A + L + PL  G+G+Q ++      L+ +
+Q  
Sbjct  394  SIVYLETLAKPVEGVGHFE--
PLRHYAEVHLLLEPLERGAGIQIDTVCPEDVLDGNWQRL  451

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      G L G  +TD K+    G+ +   +   DFR      + Q L    
+ L
Sbjct  452  
ILTHLVERQHLGVLTGSPITDVKLTLLTGMGHLKHTEGGDFRQATYRAIRQGLMMGESIL  511

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ +F L  P E + RA  D  + C   E  Q++ D  V TG +P   +  Y + 
+A 
Sbjct  512  
LEPWYTFRLEVPGESVGRAMTDVQRMCGEFEGPQMQGDRAVLTGSLPVSEVGDYWSQVAA  571

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPRR---PNSRLDK  630



            YT GR      L GY+     P +   R   P+  +D 
Sbjct  572  YTQGRGRFSCRLDGYRPCHNTPQVVEERGYDPDRDVDN  609

>WP_056991606.1 elongation factor G [Lactobacillus mali]
Length=697

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 315/671 (47%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYAV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F NK+D+ G +    V +++D+L A+ + I+  +    E      +LE   
DI   
Sbjct  131  
PRIVFANKMDKIGANFDYSVSTIKDRLQANAVAIQMPIGAEDEFQGVIDLLEMKADIYDE  190

Query  173  ----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  WD                     A+ + ++ ++EKY+ GE IS  +L    
++ 
Sbjct  191  
DELGSKWDTVDIPDDYKEEAQKRRDAMIEAIADVDEGIMEKYLEGEEISVAELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
              +  LFPV  GSA K  G+Q ++DAV   L  P+  +   A                  
Sbjct  251  
TLNLELFPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATDPETDEEVELVAGDDKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYAGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIAE  370

Query  305  TDTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L D          E P P+++ +I P T A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKDTTTGDSLTDIKHPLILESMEFPDPVIQVSIEPNTKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFKVEAKVGAPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G G ++E+ +  G + + +  +V  
G+
Sbjct  488  
FTKQVSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  
+LEP +
Sbjct  548  
RESMKNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLALRNASKSAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++YL             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  608  
RVEIVAPEDYLGDVMGHVNARRGRVEGMEARGNAQVVKAFVPLAEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQ  611
                  +  Y+
Sbjct  668  GTFTMTMDHYE  678

>WP_038283151.1 GTP-binding protein [[Clostridium] bolteae]
Length=923

 Score = 268 bits (686),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 195/638 (31%), Positives = 311/638 (49%), Gaps = 
69/638 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSMVLGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +F+NK+DQ G D +  ++ ++ +L    AD     T        + + T       
Sbjct  134  
IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCADFAGAGTEEFREHAAMCDET-------  186

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                   LLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+  
+   
Sbjct  187  -------LLERYMETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLGGIRRW  235

Query  238  -
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------LK  290
               P   Q   A    V+K+   D G R  +L++  G+L+++  ++    EK       
K
Sbjct  236  AMVPNYPQEFEA---
KVYKISRDDQGNRLTHLKITGGSLKVKGIISGGNTEKPSETWQEK  292

Query  291  ITEMRIPS--KGEIVRTDTA------------YPGEIVILPSDSV--
RLNDVLGDPTRLP  334
            + ++R+ S  + E V    A            YPG+ +    DS+   L  VL    
+LP
Sbjct  293  
VNQIRVYSGDRYETVAEAEAGTICAVSGLTRTYPGQGLGAGQDSMVPVLEPVLNYQVKLP  352

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                    LP  R                   QL + DPLLR   +    EI +  
+G V
Sbjct  353  EGCDGAVMLPKFR-------------------
QLEEEDPLLRVVWNEELKEISMQLMGEV  393

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+EV+ +L+ E++ ++      +++Y E          H E  P   +A + L + 
P   
Sbjct  394  QIEVLKSLIEERFGIQVEFGTGNIVYKETISGTVEGVGHFE--
PLRHYAEVHLLMEPGER  451

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            GSG+Q+E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  
+  
Sbjct  452  
GSGLQFETRCSEDDLDRNWQRLVLTHLEERVHRGVLTGAAITDMKITLVAGRAHNKHTEG  511



Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR      L Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + 
++ 
Sbjct  512  
GDFRQATYRALRQGLMEASCILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQG  571

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            + V TG+ P   ++ Y++++  YT G+      LKGY+
Sbjct  572  QAVLTGQAPVAAMRGYQSEVISYTRGQGRLACTLKGYE  609

>WP_035992322.1 elongation factor G [Leptolyngbya sp. KIOST-1]
Length=691

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 185/679 (27%), Positives = 312/679 (46%), Gaps = 
85/679 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D+ G +   V   +RD+L A+ +  Q               V++   
I  +
Sbjct  129  
PRIAFVNKMDRTGANFFKVYNQLRDRLGANAVAVQIPIGAEADFQGVVDLVAMRARIYGD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+T+I A              +AV E +D L+EKY  G+ ++ E++V   
+R  
Sbjct  189  
DLGQNFEDTEIPADVLEVAEEYRAKLVEAVAETDDALMEKYFEGQSLTSEEIVTALRRGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQGSAA------LC  250
             + ++ PV  GSA K  G+Q L+DAV                 P GE    A      
L 
Sbjct  249  



VEGTIVPVLCGSAFKNKGVQLLLDAVVDYLPSPLEVPPIQGHLPNGEVAERAADDDVPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLQKGSYIYNATKDKKERISRLIVLKADDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +     + G+ +  P++ + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAIGLKDTFTGDTICDPAEPIVLESLY-------------
VPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R   D  T++ +++ +G + L+++   +  ++K+E  
+  
Sbjct  415  
QDMDKLAKALQSLSEEDPTFRVSTDPETNQTVIAGMGELHLDILVDRMLREFKVEANIGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P  A    I  +      +  + + V P   GSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPTNAEGKFIR-
QSGGKGQYGHVVVEVEPTDEGSGFEFVSKIVGGTIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ V D K+    G Y+   S+   F+    + +++A
+ ++
Sbjct  534  
YIAPAEQGMKEACESGILAGYPVIDLKVTLVDGSYHDVDSSEMAFKIAGSMAMKEAVLKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       IE    +      T  +P   +  
Y T
Sbjct  594  
SPVLLEPIMKVEVEVPEDFLGDVMGDLNSRRGQIEGMGTEVGVAKVTAHVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGY  610
            D+   T GR +   E   Y
Sbjct  654  DIRSKTQGRGIFSMEFSHY  672

>WP_070508652.1 MULTISPECIES: elongation factor G [Streptococcus]
 OFK38513.1 elongation factor G [Streptococcus sp. HMSC076H09]
 OFL26491.1 elongation factor G [Streptococcus sp. HMSC076H08]
 OFO73815.1 elongation factor G [Streptococcus sp. HMSC076H10]
 OFQ13806.1 elongation factor G [Streptococcus sp. HMSC076H07]



Length=692

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 202/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGHMDF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHMDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----



AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>CDF13081.1 elongation factor G [Eubacterium sp. CAG:581]
Length=694

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 189/698 (27%), Positives = 323/698 (46%), Gaps = 
93/698 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RG+TI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVNHKIGETHDGAATMDWMVQEQERGVTITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + ++NI+DTPGH+DF AEV RSL VLDG++ V+ AK GV+ Q+  ++      +
+P +



Sbjct  72   
WKKHRINIIDTPGHVDFTAEVERSLRVLDGSVTVLCAKGGVEPQSETVWRQADNYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-EEN  169
             ++NK+D  G D   VVQ ++D+LS + +              I   V++  E+   
++ 
Sbjct  132  
AYVNKMDIMGADFYRVVQMMKDRLSCNAVPIQLPIGAEDTFRGIVDLVTMKAEVYYNDDG  191

Query  170  TDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI                  +  D+V E +D L+EKY  GE ++ +++ +  ++     
Sbjct  192  
TDIREEEIPEDMKEIAQKYHEQLIDSVAELDDALMEKYFEGEELTIDEIKKTIRKATIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
             + PV  G++ +  G+Q L++A+              G+    GE+              
Sbjct  252  
EMVPVTCGTSYRNKGVQLLLNAIVDYMPAPVDIPSIKGVNPDTGEEDVRHSSDEEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG +    TV  A ++K     +I +M    + +I   
DT 
Sbjct  312  
AFKIATDPFVGKLCFFRVYSGVVNAGQTVYNASKDKNERLGRILQMHANHRKDI---DTV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P++R  I PKT A +E++  
AL +
Sbjct  369  
YAGDIAAAVGLKNTTTGDTLCDEKHPIILESMEFPEPVIRVAIEPKTKAGQEKMGIALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER----  423
            LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  +  P V Y E     
Sbjct  429  
LAEEDPTFKAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANIGAPQVAYKETIRSE  488

Query  424  ---PLKAASHT--------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                +K A  +        + I V PNP              G G ++ + +  G 
+ + 
Sbjct  489  ADVDMKYARQSGGKGQYGHVKIRVSPNP--------------
GKGYEFVNSIVGGAIPKE  534

Query  473  FQNAVRDGIRYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AV  GI+  ++ G+   +NV DCK+    G Y+   S+   F+    +  ++A
+K++
Sbjct  535  



YIPAVDQGIQGAMQSGILANYNVVDCKVELYDGSYHEVDSSEMAFKIAGSMAFKEAMKKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+EY+     D       I+  +   +       +P   +  
Y T
Sbjct  595  
DPVLLEPLMKVTVIVPEEYMGDVIGDLNSRRGQIQGMEAVGNAQRINAHVPLSEMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            D+   T GR   + E   YQ    ++ + ++  R   S
Sbjct  655  DMRSKTQGRGQYVMEPDTYQEVPKSIAEDIMSKRNKKS  692

>OGC93730.1 translation elongation factor G [candidate division 
Zixibacteria 
bacterium RBG_16_48_11]
Length=689

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 314/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     G V++G    D M  ER+RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERVLFYTGKTHRMGEVDEGAATMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRNHEINLIDTPGHVDFTIEVERSLRVLDGAVALFCAVGGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------
IVLEENT-DI  172
            P + FINK+D+ G D    V+ ++++L A+ +  Q    S E        I L+  
T   
Sbjct  129  
PRIAFINKMDRTGADFFGTVEMIKERLGANAVPIQIPMGSGEMFTGIVDLIDLKARTYHE  188

Query  173  EAW-------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E+W                         +AV + +D+LLEK+I  +PI   +++   
++ 
Sbjct  189  
ESWGATYEEFPVPVGLLEQAKQQREKMLEAVSDYDDQLLEKFIHDQPIQPAEILAALRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGS--AA  248



            V D  + PV  G++ +  G+Q L+DA+  L                  Q +  Q S    
Sbjct  249  
VIDVKIIPVLCGASFRNKGVQKLLDAIVDLLPSPSDLPPVTGTSIASGQAVSRQASDLEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
              G  FKV       +  Y+R+Y+G L+    + +T         +I EM    + 
EI  
Sbjct  309  
FTGLAFKVVTDPYVGKLTYIRVYAGILKSGSYILNTTTGEKERVARILEMHADEREEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y GEI  I+          + DP           P P++   I P+T A ++
+L +
Sbjct  367  -
KELYAGEIAAIVGFKKTFTGHTICDPQNPILLEKMHFPEPVISVAIEPRTKADQDKLSE  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  +   +  T + ++S +G + LE++   +  ++ ++  V  P V 
Y E 
Sbjct  426  
ALYRLAEEDPTFKVHTEEETGQTLISGMGELHLEILVERMKREFNVKANVGNPQVAYKET  485

Query  424  ---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               P++A    I  +      +  + L + PLS GSG  +ES+V  G + + +  
AV  G
Sbjct  486  ISVPVEAEGKFIR-
QSGGRGQYGHVVLKLEPLSPGSGFAFESKVVGGSIPREYIPAVEKG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G+  G+ + D K     G Y+   S+   F+    I  ++  K++  +
+LEP 
Sbjct  545  
VKEAMENGVMAGYPMVDIKTTLTDGSYHEVDSSEVAFKIAGSIAFQEGAKKARPKILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +     + D  V   ++P   +  Y T L   
+ G
Sbjct  605  
MDVEVVVPEEYMGDVIADLNSRRGRVHGIIPRADAQVVAAQVPLAEMFGYATALRSLSQG  664

Query  600  RSVCLTELKGY  610
            R+V   +   Y
Sbjct  665  RAVYTMQFAHY  675

>WP_098399462.1 GTP-binding protein [Bacillus megaterium]
 PEX12703.1 elongation factor G [Bacillus megaterium]
 PFO11899.1 elongation factor G [Bacillus megaterium]



 PFP47956.1 elongation factor G [Bacillus megaterium]
 PFT55274.1 elongation factor G [Bacillus megaterium]
 PFV96731.1 elongation factor G [Bacillus megaterium]
 PGT70942.1 elongation factor G [Bacillus megaterium]
 PGX18122.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 263 bits (672),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 182/636 (29%), Positives = 310/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+  +       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPHVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>EXZ30955.1 elongation factor G, domain IV family protein, partial 
[Bacteroides 
fragilis str. S36L11]
Length=375

 Score = 254 bits (650),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 144/375 (38%), Positives = 206/375 (55%), Gaps = 6/375 
(2%)

Query  267  YLRLYSGTLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLN  324
            +L++  G+LRLRD V +   EK +KI  ++   +G  +  D     +I I+      
R+ 
Sbjct  2    
FLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVEDIADFRIG  61

Query  325  
DVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITH  384
            D LG    L +    + P   L++++ P    +R +++ AL  L   DP L   +
+S + 
Sbjct  62   DYLGAKPCLIQGLSHQHP--
ALKSSVRPDKPEERSKVISALNTLWIEDPSLSFSINSYSD  119



Query  385  
EIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWAS  444
            E+ +S  G  Q E++  LL E++ ++    E   IY ERP+K  +  I IEVPPNP
+WA+
Sbjct  120  
ELEISLYGLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPIKKVNKIIQIEVPPNPYWAT  179

Query  445  
IGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYG  504
            IGL++ PL LG+G+Q ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ 
F   
Sbjct  180  
IGLTLEPLPLGTGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTQA  239

Query  505  
LYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
             YYSPVSTPADFR L P V   AL++SG  +LEP L F L  PQ   S+A  D  K  
+ 
Sbjct  240  
EYYSPVSTPADFRQLTPYVFRLALQQSGVDILEPMLYFELQIPQVASSKAITDLQKMMSE  299

Query  565  
IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRP  624
            IE      D     G++P    + Y ++++ YT G  V + +  GYQ   G      
R  
Sbjct  300  
IEDISCNNDWCHIKGKVPLNTSKDYVSEVSSYTKGLGVFMVKPCGYQITKGDYSDNIRM-  358

Query  625  NSRLDKVRHMFQKVM  639
             +  DK+  MFQK M
Sbjct  359  -NEKDKLLFMFQKSM  372

>WP_075526621.1 elongation factor G [Lysinibacillus sphaericus]
 AOV06514.1 translation elongation factor G [Lysinibacillus 
sphaericus]
Length=692

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 308/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      N



+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATNYNVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V +VR++L A++      I      S  I L E           
Sbjct  132  
VFVNKMDKTGADFHYAVGTVRERLGANVHPIQLPIGAEDEFSAIIDLVEMKATFYGDDFG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             D+E  D                  A++E ++ L+EKY+ GE ++ E+L    ++   
D 
Sbjct  192  
NDVEVKDIPEEYLAEAEEYRESLIEAIVEFDEDLMEKYLGGEELTVEELKAAIRKATLDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAALCGS  252
              +P   G+A K  G+Q ++DAV               F P   +        +      
Sbjct  252  
EFYPAVCGTAFKNKGVQLVLDAVIDYLPAPTDIEAIAGFNPEDNEETTRPADDNGPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL+    +R+T         +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLKSGSYVRNTTKDKRERVGRILQMHADSREEIAEV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I      +V L D     T    K        E P P++   I PKT A + 
++ +
Sbjct  369  HAGDIAA----
AVGLRDTGTGDTLCDEKAPVILESMEFPEPVISVAIEPKTKADQSKMGE  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R   D  T E+I++ +G + L+V+   L  ++ +E  V  P V 
Y E 
Sbjct  425  
ALAKLQEEDPTFRAHTDEETGEVIIAGMGELHLDVLVDRLRREFGVEANVGAPQVSYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +  +P   G+G ++   +  G + + +  +V 
+GI
Sbjct  485  
FRQAAEVEGKFVRQSGGRGQYGHVWVEFSPNEEGAGFEFIDNIVGGTVPREYIGSVEEGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  L+ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP +



Sbjct  545  
RDSLDNGVIAGYPLIDIKARLYDGSYHDVDSNEMAFKIAGSMALKNAASKVNPVLLEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     D       +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  605  
KVEIQIPEEYLGDIMGDVTSRRGRVEGMEARGNSQMVNAMVPLAEMFGYATSLRSNTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVFSMVFDHYE  675

>WP_027627768.1 GTP-binding protein [[Clostridium] cellobioparum]
Length=670

 Score = 263 bits (672),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 179/624 (29%), Positives = 297/624 (48%), Gaps = 
27/624 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+      D   +ER RGITI      
F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRSRGRVDHKNAFLDNHEIERDRGITIFTDQAVFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF +E+ R+L ++D A+++ISA +G+Q  T  ++  LR 
+NIPT  
Sbjct  65   
RESTCYLIDTPGHADFSSEMERALQIMDYAVVIISAVEGIQGHTETVWQLLRNLNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE---------
ENTDIEAWD  176
            FINKID+ G ++++V+  ++ KL+ +I+   T  L P+ V           +NT     
+
Sbjct  125  FINKIDRVGANIENVIAEIKVKLTGEILF--
TAGLVPQAVKNTGCLSISELKNTSPGLME  182

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E ++ LLE Y+ G  + +   + E ++ ++   +FP   GSA + +GI   ++ 
+  
Sbjct  183  FVAERDENLLELYLQGR-
VEKVDWLLELKQLIKQGRVFPCMAGSALQDVGITEFVEVLDL  241

Query  237  L-FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT--------
VALAGRE  287
            L +    E+ S    G V+K+ + + G R  YL+  SG L ++D         V  



+GR 
Sbjct  242  
LSYSDYEEKSSEKFSGRVYKIRHDEQGNRVTYLKALSGKLSVKDALEYGRQDEVTGSGRP  301

Query  288  
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
              KI ++RI +       +    GEI  +   S       GD      +R     
+P L+
Sbjct  302  SEKINQIRIYNGTRFSTREFVSAGEIFAVTGLS---
KACAGDGAGTLEERAVYRVIPALK  358

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            + +    +   + +L+ +  L   DP L    +    E+  S +G +QLEV+  ++ 
+++
Sbjct  359  
SRLVFDKSLNNKEVLNKMKLLEAEDPALNVSWNEALQELHFSIMGVIQLEVLKQVIEQRF  418

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
              +       V+Y E   + A+   H E  P   +A + L + P    SG+ +ES   
+ 
Sbjct  419  SYKVDFGPCQVLYREPVSRLATGYGHFE--
PLRHYAEVHLRLEPAPRNSGISFESACHID  476

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L  S+QN +R  +      G L G +VTD KI    G  +   ++  DFR      
L Q
Sbjct  477  
DLLPSYQNLIRTHLFEKEHNGVLTGSSVTDVKITLLTGRAHLKHTSGGDFREATLRALRQ  536

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L+++G  LLEP+  F +    + + R   D  K     E  + ++++V   G  P    
Sbjct  537  
GLEKAGCILLEPFYRFRIEVDTDSMGRVLSDIQKMHGDFEPPETRENKVTIRGRGPVATF  596

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
              Y  +L  +T G+        GY
Sbjct  597  MNYSMELVSFTKGKGSINLFFDGY  620

>OGG38429.1 translation elongation factor G, partial [Candidatus 
Gottesmanbacteria 
bacterium RIFCSPLOWO2_02_FULL_42_29]
Length=626

 Score = 262 bits (670),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 187/619 (30%), Positives = 304/619 (49%), Gaps = 
79/619 (13%)

Query  3    



IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T+
Sbjct  18   
IRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMPQEKERGITIMSAATT  77

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   +VNI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   K  
+P
Sbjct  78   
TFWKEVRVNIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYKVP  137

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----  158
             V FINK+D+ G D    +Q +RD+L A                   D++ K+++     
Sbjct  138  
RVCFINKMDKLGADYMRTIQMIRDRLGANTAIMNLPIGKEQTFKGVVDLLTKKSLVWGSD  197

Query  159  ------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   +S EI  E   D++ +     + + E +D LLE+Y+ G+  S + L +  
+  
Sbjct  198  
VLGAKYDISDEIPSEMKEDVKKYRHKLIEQICEQDDSLLERYLNGDEPSVDDLKKALRSA  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG------------------SAA  248
                 L P+Y GS+ +  G+QPL+DA+   L  P+   G                     
Sbjct  258  
TIAYKLVPIYAGSSLRNKGVQPLLDAIVDYLPSPVDVGGIRGINPKTNQEEFRKTNNEEP  317

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKG  300
                 FK++      +  Y+R+YSG L+        ++D     GR  L    M   
++ 
Sbjct  318  FSALAFKIQLDPHVGKLTYIRIYSGKLKSGSYAWNSIKDKQERVGRLLL----
MHANNRE  373

Query  301  EIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            EI   + AY GEIV  +        D L D   P  L +  +   P P++   I P
+T A
Sbjct  374  EI---EEAYAGEIVAAVGLKETGTGDTLSDHAHPIVLEKITF---
PEPVISLAIEPRTKA  427

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP    + +  T + I+  +G + LEV+   +  ++K++  
V  P
Sbjct  428  
DQEKMGTALQKLAEEDPTFLVKSNLETGQTIIWGMGELHLEVLVDRMKREFKVDANVGAP  487

Query  417  SVIYMER-PLKAASHTIHI-



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E    KA     +I +      +    L V P + G G ++   +  G +   
F 
Sbjct  488  
QVAYKETVKSKAEGEGKYIRQTGGRGQYGHCFLRVEPKARGEGYEFVDAIRGGAIPNEFI  547

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V+ G++  L++G+  G+ V D K+    G ++   S+   F+    + L+ A K 
+G 
Sbjct  548  
PSVQKGVKEALDKGILAGYPVVDMKVTLYDGTFHEVDSSDIAFKIAGSMALQNAAKLAGL  607

Query  534  QLLEPYLSFILYAPQEYLS  552
             LLEP +   +  P E++ 
Sbjct  608  ILLEPIMKVEVTTPDEFMG  626

>WP_077303338.1 elongation factor G [Virgibacillus pantothenticus]
Length=692

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW + ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKKHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G D     ++++D+L A                   D+I  Q      
Sbjct  129  
PRIVFINKMDKIGADFLYATKTLKDRLGANAHPVQLPIGAEDKFEGIIDLIDMQAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + + EI  E     E W     +AV E ++ L+ KY+ GE I++++L    
++  
Sbjct  189  
DLGTHAETREIPAELKDKAEEWRNSLIEAVAELDEDLMMKYLEGEEITKDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------



GSAAL  249
             D   +PV+ GSA K  G+Q ++D V              G+     E+        
A  
Sbjct  249  
LDVEFYPVFCGSAFKNKGVQLMLDGVIDYLPAPTDVADIEGIIPGTEEKVTRPSTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSVKDKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y GEI   +        D L D   L      + P P++   I PKT A +++
+  A
Sbjct  366  
STVYSGEIAAAVGLKDTTTGDTLCDEKNLVILESMDFPEPVIGVAIEPKTKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T + I+S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LGKLAEEDPTFKTETNEETGQTIISGMGELHLDVIVDRLKREFKVEANVGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              AA        +      +  + +   P   G+G ++ + +  G + + +  +++ 
GI 
Sbjct  486  
RSAAEVEGKFVRQSGGRGQYGHVWIKFEPNEEGAGFEFVNNIVGGVVPREYIPSIQAGIE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP   
Sbjct  546  
EAMENGVLAGYPLIDIKATLYDGSYHDVDSNEMAFKVAASMALKAAKNKCNPVLLEPIAK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E    +    V  G +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDITSRRGRVEGMDARGPAQVVKGFVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFTMYFDHYE  675

>WP_029196464.1 elongation factor G [Paenibacillus alginolyticus]



Length=691

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 319/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  E+      
D  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRQKLGANAVAIQLPIGAENEFKGIIDLVDEVAYMYKDDLG  191

Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L  KY+ GE IS +++    ++ 
V + 
Sbjct  192  
KDIEKIEIPAEFKDQVAELRLELIEKVAELDEELTMKYLEGEEISVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVINYLPSPLDVPDIKGVLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVVNATKGKRERVGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L +  +   P P+++  + PKT A ++++  
AL
Sbjct  369  AGDIAAAVGLKDTTTGDTLCDEKNPVILEKMVF---
PEPVIQLAVEPKTKADQDKMGIAL  425



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRE-TF  484

Query  426  KAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +AA+      V  +      G   +   P   G+G  +ES+V  G + + +   ++ 
GI 
Sbjct  485  
RAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGTGFIFESKVVGGSIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDNRHGAQIIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VYSMELSHYE  674

>ABO87344.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 249 bits (635),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   



RVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKKAEYTIHIEVP  216

>ABO87333.1 TetM, partial [Streptococcus pyogenes]
 ABO87338.1 TetM, partial [Streptococcus pyogenes]
 ABO87339.1 TetM, partial [Streptococcus pyogenes]
 ABO87346.1 TetM, partial [Streptococcus pyogenes]
 ABO87357.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 249 bits (635),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>WP_028937642.1 elongation factor G [Pseudonocardia spinosispora]
Length=699



 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 187/669 (28%), Positives = 319/669 (48%), Gaps = 
76/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGAATMDWMEEEQKRGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKDHQINIIDTPGHVDFTVEVERNLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKIGADFYYTVRTISERLGAKPLPLQLPIGSEGGFTGVVDLVQMRALTWRG  190

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+ + E+  +E                  +AV E +D+L+E+Y+ GE I+ E++    
++
Sbjct  191  
EVQIGEDYTVEEIPADLAEKAAEYREKLVEAVAETDDELMERYLGGEEITTEEIKLGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE-------
QGSA  247
             V D S +PV  GSA K  G+QP++DAV                 P GE       
+   
Sbjct  251  
IVNDRSAYPVLCGSAFKNKGVQPMLDAVIDYLPSPYDLPPVEGTLPDGETPAFRAPKKDE  310

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR---  304
                  FK+       +  Y+R+YSG +        AG + +  T+ R    G++ 
+   
Sbjct  311  PFAALAFKISVHPFFGKLTYIRVYSGRV-------
AAGSQVINSTKDRKERIGKVFQMHA  363

Query  305  -----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  D A  G I  ++        D L DP +         P P++   I PKT 
A +
Sbjct  364  
NKENPVDEALVGHIYAVIGLKETTTGDTLCDPQQQIVLESMTFPEPVISVAIEPKTKADQ  423



Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP  R  +D  T + I+  +G + LEV+   +   +K+E  + 
+P V
Sbjct  424  
EKLSTAIQKLAEEDPTFRVNLDDETGQTIIQGMGELHLEVLVNRMKSDFKVEANIGKPQV  483

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLNQSF  473
             Y E   R ++   +T   +   +  +A + + + PLS G G   ++ES+V+ G + 
+ +
Sbjct  484  
AYRETVTRTVEKYDYTHKKQTGGSGQFAKVIVKLEPLSTGDGALYEFESKVTGGRVPREY  543

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  ++ G L G+ +   K     G Y+   S+   F+    + L++A 
+++ 
Sbjct  544  
IPSVDAGAQDAMQYGVLAGYPLVGLKFSLLDGAYHEVDSSEMAFKIAGSMALKEAARQAK  603

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP ++  +  P++Y+     D       I+  + +    V    +P   +  
Y  D
Sbjct  604  
PVLLEPMMAVEVTTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKAAVPLSEMFGYVGD  663

Query  593  LAFYTNGRS  601
            L   T GR+
Sbjct  664  LRSKTQGRA  672

>WP_026693319.1 elongation factor G [Bacillus kribbensis]
Length=692

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 309/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   



WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ D+L A                   D++    V  S 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLQANAHPIQLPIGAEDEFEAIIDLVEMNAVFYSNDL-  190

Query  166  LEENTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E +++L+EKY+ GE IS+E+L    
++ 
Sbjct  191  ---
GTDIEVREIPAEHMDLALEYREKLIEAVAELDEELMEKYLGGEEISKEELKAAIRQG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAA  248
              +   +PV  GSA K  G+Q ++DAV              G      E+       
S  
Sbjct  248  
TVNVEFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTEEEVTRPSSDSEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI  
Sbjct  308  
FSALAFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSRQEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +        D L D   L      E P P++  +I PK+ A ++
++  
Sbjct  366  -
SEVYAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSIEPKSKADQDKMTT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T +II++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAHTDQETGQIIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +  AV
+ G+
Sbjct  485  
FRQSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               LE+G L G+ + D K     G Y+   S+   F+  A + L  A  +    



+LEP +
Sbjct  545  
EDALERGVLAGFPLVDVKAKLYDGSYHDVDSSEMAFKVAASLALRNAASKCKPVILEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EYL     D       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTFSMHFDHYE  675

>WP_019292792.1 elongation factor G [Lactococcus garvieae]
 CEF52397.1 Elongation factor G [Lactococcus garvieae]
Length=696

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 318/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGSEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E ++ L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDEDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------



GSAALCGS  252
              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEIVILPSDSVRL-NDVLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L N   GD     + R      E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKNTTTGDSLTDEKARIILESIEVPEPVIQLSVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            ALT+LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALTKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  
G+
Sbjct  485  
FRAATQARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S+   F+  A + +++A K +   
+LEP +
Sbjct  545  
VETMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
              ++  P+E L             + + +      +    +P   +  Y T L   
+ GR
Sbjct  605  
KVVITVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMTFDHYE  675

>WP_043982583.1 GTP-binding protein [Bacillus aryabhattai]
Length=653



 Score = 263 bits (671),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 181/640 (28%), Positives = 313/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGANPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPCACGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT 
+R  +
Sbjct  236  
RYSKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDKVAYEKNGELYEEKITRIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 
Sbjct  296  GSTFENVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405



Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++ +  +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSANGRFDSPETTENKAIITGKVPVATFMTYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>WP_035630030.1 GTP-binding protein [Lachnospiraceae bacterium 
MD2004]
Length=870

 Score = 267 bits (683),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 195/630 (31%), Positives = 309/630 (49%), Gaps = 
56/630 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+ES+LY +G I   G V+   T  DT  +ER+RGIT+ 
+ +
Sbjct  1    
MKKIVAGILAHVDAGKTTLSESMLYLTGEIRSLGRVDHRDTFLDTDDIERERGITVLSKM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  +   ++  VDTPGH+DF AE+ R+L VLD AILVIS  DGVQ+ TR L+  L
++ +
Sbjct  61   
ASLSYKDLEITFVDTPGHVDFSAEMERTLPVLDYAILVISGLDGVQSHTRTLWKLLKRYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D        +    +D++ ADI+ K + S    +   +  D E  + 
+  
Sbjct  121  IPTFIFVNKMD--------ITHMSKDEIQADIMDKLSDSC---



VDFSDVQDDEFVEHLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-Q  239
             +D LLE++ +   I  E +       +++  +FPV YGSA K  G++  +D +      
Sbjct  170  CSDALLEEFDSIGCIQDETIC----
TAIKNREVFPVMYGSALKMDGVESFLDILEAYVDN  225

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRI  296
            P+      A  G V+K+       R+ +L++  GTL+ +D V   G    E  K+ 
E+RI
Sbjct  226  PV---
FGDAFGGKVYKINRDKNHARQTFLKVTGGTLKAKDLVLPYGAYPDEAEKVNEIRI  282

Query  297  -------PSK----GEIVRT---
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP  342
                   PS+    GE+      +  YPG+ +    DS        D   L         
Sbjct  283  YKGDKYEPSQFVKAGELCAVTGLENTYPGQGLGAEEDS--------
DVPSLE--------  326

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P+L   +          +L+ L +L D DP+L  E +    EI +  +G+VQ+EV
+   
Sbjct  327  -
PVLSYQVLLSENQNPHLILEDLRELEDEDPMLHIEWNEKLQEIHVHLMGKVQIEVLKER  385

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            +  +++ E      +++Y E   +      H E  P   +A + L++ PL   SG+  
E+
Sbjct  386  MRTRFQEEVDFGTGNIMYKETIAEPTMGHGHYE--
PLKHFADVVLTMEPLPENSGIVVET  443

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAP  521
               +  LN+++Q+ V + +    + G+   + +TD KI    G  +   +   DFR    
Sbjct  444  
ECPVDNLNKNYQHQVMNQLMRREQAGVLTCSPLTDVKITLVDGKSHKKHTEGGDFRKATG  503

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            I +   L  +   LLEPY    L  PQ  + RA  D  K   T+ + ++  +  V  
G++
Sbjct  504  
IAVRDGLLRTDCVLLEPYYHVTLEIPQSSVGRAMMDIEKMYGTMASPEIHGEHCVLEGDV  563

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P  C   Y +++A YT G      EL GY+
Sbjct  564  PVVCAMDYASEVAAYTGGVGEIRMELSGYK  593

>WP_090246804.1 elongation factor G [Eubacterium barkeri]



 SDY32084.1 translation elongation factor 2 (EF-2/EF-G) [Eubacterium 
barkeri]
Length=691

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 315/674 (47%), Gaps = 
69/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ SG I + G    G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYSGKIHKIGETHDGGAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
+ N+
Sbjct  69   
TCHWKGNRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADQYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIV--  165
            P +++INK+D  G D    V  +RD+L A               I I   V++  
EI   
Sbjct  129  
PRMVYINKMDITGADFYHAVDMIRDRLGAHPVCIQLPIGKEADFIGIIDLVTMKAEIYKD  188

Query  166  ----------LEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                      + EN   EA        +A+ E ++ ++EKY+ GE ++ E++    
++  
Sbjct  189  
DLGEDFEITDIPENMQEEAEEYRDKMLEALSEVDETIMEKYLEGEAVTEEEIKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +  +  V  GS+ K  G+Q ++DAV                 P  E+         
A  
Sbjct  249  
CNVEMVAVTCGSSYKNKGVQMMLDAVVDYMPSPLDVAAIKGTNPKTEEEDERIASDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRT  305
                FK+       +  ++R+YSGT      V+ +    RE+L +I +M    + 
EI + 
Sbjct  309  
SALAFKIMTDPYVGKLAFMRVYSGTAEAGSYVSNSSKGKRERLGRILQMHANHREEITKV  368

Query  306  DTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+IV  +        D L D   P  L    +   P P++   I PKT A 



+E++
Sbjct  369  ---YTGDIVAAVGLKDTTTGDTLCDMDHPIVLESMVF---
PEPVIDVAIEPKTKAGQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  + +P 
V Y 
Sbjct  423  
TVALQKLAEEDPTFRTHTDEETGQTIISGMGELHLDIIIDRMLREFKVEANIGQPQVAYK  482

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K   A      +      +    +++ PL  GSG  +E++   G + + + N 
++ 
Sbjct  483  
ETITKTVDAEGKFARQSGGRGQYGHCLITLEPLEAGSGFVFENKTVGGSIPKEYINPIQQ  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  ++ G L G+ V D K     G Y+   S+   F+    +  +  ++++   
++EP
Sbjct  543  
GIQEAMQNGVLAGYPVLDIKASVYDGSYHEVDSSEMAFKVAGSMAFKNGMRKADPVIMEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
                 +  P+EY+     D       +E  +++    V  G +P   +  Y T L   
T 
Sbjct  603  
VFKLEVVIPEEYMGDVMGDINSRRGRVEGMEMRAGAQVINGMVPLSEMFGYATSLRSKTQ  662

Query  599  GRSVCLTELKGYQA  612
            GR V   +   Y+A
Sbjct  663  GRGVYTMQFSHYEA  676

>ABO87324.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 249 bits (635),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 157/216 (73%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341



             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV  A
Sbjct  121  
PLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVP  216

>WP_015943930.1 GTP-binding protein [Desulfitobacterium hafniense]
 ACL20253.1 small GTP-binding protein [Desulfitobacterium hafniense 
DCB-2]
Length=882

 Score = 268 bits (684),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 189/616 (31%), Positives = 310/616 (50%), Gaps = 
32/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTTL+ES+LY SGAI + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVIGLCAHVDAGKTTLSESMLYLSGAIRKMGRVDNKDAHLDTFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+ R+L VLD A+LVI+  DGVQ  TR L+H L    
Sbjct  61   
ALLEVAHTQITLLDTPGHVDFSLEMERTLQVLDYAVLVINGADGVQGHTRTLWHLLDIYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
             P  +FINK+DQ G D + ++  ++ +LS   I         +    E+TD   +D 
+  
Sbjct  121  TPVFLFINKMDQVGTDREKLINELKSQLSDGCI---------DFGQPESTDF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ LL+ Y+    I    L+RE  R+ +   ++P ++GSA K  G++ L+  +      
Sbjct  170  CDEMLLDAYVDTGHIEL-PLIREGIRKRK---
VYPCFFGSALKLEGVEELLQGIVDYAHL  225

Query  240  



PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   +   A    VFK+   + G R  YL++  G L++R++++  G  + K+ +
+RI S 
Sbjct  226  PAYPESFGA---KVFKIGRDEQGNRLTYLKITGGRLKVRESLS-
NGVWEEKVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVILPSDSV-RLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
             +    +    G +  +   ++ +  + LG  T          PL  P+L   +      
Sbjct  282  KKFEAVNEVEAGSVCAVTGLTLTKPGEGLGTETAA------
HSPLLEPVLAYQMILPEGC  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                ++  L QL + DP L+   D    EI +  +G VQLE++ +L+  ++ LE      
Sbjct  336  
DPRVMMPKLRQLEEEDPGLQVVWDEELREIQVQMMGEVQLEILQSLIRSRFGLEVSFGSG  395

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A     H E  P   +A + L + P   GSG+Q+ ++ S   L++S
+Q  
Sbjct  396  RIVYKETIGNAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFGAQCSEDSLSKSWQRL  453

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q L E+ 
+ L
Sbjct  454  
VLSHLEEKVHKGVLTGSPITDLKITLVSGRAHTKHTDGGDFREATYRAVRQGLMEAESIL  513

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F L  P++ + RA +D  K   T + A+++ +    TG  P   ++ Y+ 
++  
Sbjct  514  
LEPYYAFQLELPEKMVGRAMNDVEKMHGTCQLARIEGERATLTGSAPVATMRNYQQEVMA  573

Query  596  YTNGRSVCLTELKGYQ  611
            Y+ G       LKGY+
Sbjct  574  YSKGLGRLFCSLKGYE  589

>WP_089323718.1 elongation factor G [Desulfurobacterium atlanticum]
Length=702

 Score = 264 bits (674),  Expect = 3e-75, Method: Compositional 
matrix adjust.
 Identities = 200/689 (29%), Positives = 317/689 (46%), Gaps = 
75/689 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K+ NIGI+AH+DAGKTT TE +LY +G I + G V +G    D M  E++RGITI 
+A T
Sbjct  19   
KVRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVHEGAAEMDWMEQEKERGITITSATT  78

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NIVDTPGH+DF  EV RSL VLDGA+ V+ +  GVQ QT  ++    
K  +
Sbjct  79   
TCFWRNHRINIVDTPGHVDFTIEVERSLRVLDGAVTVLCSVGGVQPQTETVWRQADKYKV  138

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEE  168
            P +IF+NK+D+ G +   VV  V +KL A  +            K  V L     I
+ EE
Sbjct  139  
PRIIFVNKMDRIGANFFQVVNDVEEKLGAKPVPIQIPIGAEDNFKGVVDLVRMKAIIWEE  198

Query  169  NT------DIEAWDAVIEN----NDKLLE-----------
KYIAGEPISREKLVREEQRR  207
             T      + E  + +IE      +KL+E           KY+ GE I+ +++    
++ 
Sbjct  199  
ETLGAKFHEEEIPEDLIETAEEYREKLIEALADVDEEIMMKYLEGEEITEDEIKAAIRKG  258

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQG------SAA  248
              +   FP+  GSA K  G+QPL+DAV              G+    GE+        
A 
Sbjct  259  
TLEIKFFPMICGSAFKNKGVQPLLDAVVDYLPSPLDVPPIKGINPKTGEEEERPASYDAP  318

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
                 FK+       +  ++R+YSG L     V  A R K +    R+     I+R    
Sbjct  319  FSALAFKILTDPYVGQLTFIRVYSGLLESGSYVFNATRGKKE----RL---
ARILRMHAN  371

Query  309  YPGEIVILPSDSVR---------
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
               EI +L +  +            D L DP         E P P++   + PKT 
A +E
Sbjct  372  
KREEIPVLGAGDIAAAVGLRDTYTGDTLCDPDHPIILEAMEFPEPVISVAVEPKTKADQE  431

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL +LA  DP  R   D  T + I+S +G + LE++   L  ++ ++  V 
+P V 
Sbjct  432  
KLSLALQKLAKEDPSFRVSTDHETGQTIISGMGELHLEIIVDRLKREFNVDVNVGKPQVA  491

Query  420  YMERPLKAASHTIHI--



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K  +       +      +  + L + PL  G G ++   +  G + + +  
AV
Sbjct  492  
YRETIRKEVTQEGKFIKQTGGRGQYGHVWLKIEPLEPGKGFEFHETIKGGVVPKEYIPAV  551

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G+  G+ + D K+    G Y+   S+   F+    +  ++  K++   
LL
Sbjct  552  
EAGVKEAMETGVVAGYPMVDIKVTLFDGSYHEVDSSEMAFKIAGSMAFKEGAKKANPVLL  611

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+E++     D  K    ++  + + +  V    +P   +  Y 
TDL   
Sbjct  612  
EPIMEVEVTTPEEFMGDVIGDLNKRRGRVQGMEARGNAQVIKAYVPLAEMFGYATDLRSM  671

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPR  622
            T GR+  +     Y+   A V + +I  R
Sbjct  672  TQGRATYIMRFSHYEEVPANVAEQIIGER  700

>WP_004895883.1 elongation factor G [Lactobacillus johnsonii]
 EEJ60778.1 translation elongation factor G [Lactobacillus johnsonii 
ATCC 
33200]
 KRK54997.1 elongation factor EF2 [Lactobacillus johnsonii ATCC 
33200]
Length=698

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168



            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSADTFEGVIDLIDMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDGIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNSRERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPAHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_102116081.1 elongation factor G [Lactobacillus fermentum]
 PLY18429.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLKSGSYVLNATKGKRERIGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESIDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_014567086.1 elongation factor G [Lactobacillus johnsonii]
 AEB92638.1 elongation factor G [Lactobacillus johnsonii DPC 6026]
 AHA96791.1 elongation factor P [Lactobacillus johnsonii N6.2]
 KOH03045.1 elongation factor G [Lactobacillus johnsonii 16]
 KXN75174.1 elongation factor G [Lactobacillus johnsonii]
 AOG26699.1 translation elongation factor G [Lactobacillus 
johnsonii]



 OYS03527.1 elongation factor G [Lactobacillus johnsonii]
 OYS06808.1 elongation factor G [Lactobacillus johnsonii]
 OYS07853.1 elongation factor G [Lactobacillus johnsonii]
 OYS08747.1 elongation factor G [Lactobacillus johnsonii]
 OYS12568.1 elongation factor G [Lactobacillus johnsonii]
 OYS13347.1 elongation factor G [Lactobacillus johnsonii]
 PEG67653.1 elongation factor G [Lactobacillus johnsonii]
 PJN79431.1 elongation factor G [Lactobacillus johnsonii]
Length=698

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDGIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  



FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNSRERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPAHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_031497869.1 elongation factor G [Bryobacter aggregatus]
Length=696

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 311/673 (46%), Gaps = 
73/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRSYKIGEVHEGTATMDWMAQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ QT  ++    K  
+P +
Sbjct  72   
WGNIQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVQPQTETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEEN-  169
             F+NK+D+ G D    V+++ D+L    +              +   V++   I L
+E+ 
Sbjct  132  
CFVNKMDRIGADFFHAVKTMVDRLGCRPVPIQIPVGGEDQFKGVVNLVTMKARIWLDESL  191

Query  170  ----TDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DIE                 +A  E +D L+EKY+ GE  +  +L +  ++   
+
Sbjct  192  
GAKFEDIEIPEHLLDQANEYRENLIEAASEVDDVLMEKYLNGEAPTEAELKKAIRKGTLE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGSAALC  250
             S FPV  GS+ K  G+Q ++DAV   L  P+                       +    
Sbjct  252  
QSFFPVICGSSFKNKGVQNMLDAVVDYLPSPVDVPPMKGIDFDNRELEVIRKADDNEPFS  311

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYP  310
              VFK+       +  ++R+YSG L   D V       L +++ R    G +V+      
Sbjct  312  ALVFKIMTDPFVGQLSFIRVYSGKLNTGDQV-------
LNVSKNRSERLGRLVKMHANKR  364

Query  311  GEIV-ILPSD--------
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             EI  IL  D        SV   D + DP +       + P P+++  I PKT + 
+E++
Sbjct  365  
EEIQEILAGDICAAVGLKSVITGDTICDPNKPVILESIDFPAPVIQLAIEPKTKSDQEKM  424

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +L   DP LR   D  T++ IL+ +G + LE++   +  ++ +E  V +P 
V Y 
Sbjct  425  
GMAIAKLVAEDPTLRVNTDPETNQTILAGMGELHLEIIVDRMRREFGVEANVGKPQVAYR  484

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +    L + PL  G G ++ S V+ G + + +  
A++ 



Sbjct  485  
ESIRQTALGEEKYSKQTGGRGQYGHCKLRIEPLDTGGGYEFVSEVTGGSIPKEYIPAIQK  544

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   LE G+  G+ ++D K+    G Y+   S+   F+    + L+ A+K++   
L+EP
Sbjct  545  
GVAERLEMGIIAGFPMSDIKVIVYEGSYHEVDSSEMAFKIAGSLALQDAVKKARPVLMEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P EY+     D       ++  + +    +    +P   +  Y TDL   
T 
Sbjct  605  
VMKVEVVVPDEYMGPVNGDLISRRGQLQGTERQGSTTIINAMVPLSEMFGYATDLRSKTQ  664

Query  599  GRSVCLTELKGYQ  611
            GR         Y+
Sbjct  665  GRGAFTMHFGKYE  677

>WP_005358645.1 GTP-binding protein [Eubacterium ventriosum]
 EDM52146.1 putative translation elongation factor G [Eubacterium 
ventriosum 
ATCC 27560]
Length=861

 Score = 267 bits (683),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 189/616 (31%), Positives = 301/616 (49%), Gaps = 
33/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVD+GKTTL+E+ LYA+G I + G V+      D   LE+QRGITI 
+  
Sbjct  1    
MKKITLGILAHVDSGKTTLSEAFLYATGKIRKLGRVDHKDAFLDNFDLEKQRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++   K+ ++DTPGH+DF AE+ R+L VLD A+LV+S  +GVQ  T  L+  L 
K N
Sbjct  61   
AELEYADTKITLLDTPGHVDFSAEMERTLQVLDYAVLVVSGSEGVQGHTETLWKLLNKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  G + +  + ++R+K   D +I  +V         E  D+EA     
E
Sbjct  121  IPTFIFVNKMDMPGTNKEFALTNIRNKF-GDGVIDLSV---------
EEKDMEAIAVCDE  170



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
            +   +LE Y+    IS E +       V +  LFP Y+GSA K  GI  L+D +    
F+
Sbjct  171  D---VLEMYMESGEISDETIA----
DLVYERKLFPCYFGSALKNEGIDKLLDGINRYSFE  223

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDT---
VALAGREKLKITEMRI  296
            P+  +   A    VFK+   + G R  Y+++  G ++++D    +    +   KI 
++R+
Sbjct  224  PVYHEEFGA---KVFKI-
VKENGIRLTYMKITGGFIKVKDILSGITDGNQWSEKINDIRV  279

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             S  +      A  G I  +      LN+   G       +    +  P+L   I     
Sbjct  280  YSGEKFKSISEADAGCICAISG----
LNNTYPGQGLGFEMQSESPNLQPVLSYQIIIPEN  335

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                +    L +L + DP L  + +  T EII + +G +Q++V+  ++ E++ ++     
Sbjct  336  
VNINQAYKMLKELEEEDPTLSLKWNEETKEIIANVMGPIQIQVLKHIIKERFNMDVEFGT  395

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S++Y E          H E  P   +A + L + P  LGSG+ +ES ++   L++
++Q 
Sbjct  396  GSILYKETINNIVEGVGHFE--
PLKHYAEVHLLMEPGQLGSGITFESNLNESLLSRNWQR  453

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +     +G L G  +TD       G  +   +   DFR      + Q LK+
+ + 
Sbjct  454  
LIMTHLAEKEHKGVLTGSPITDIHFTLVAGKAHLKHTEGGDFREATYRAIRQGLKKAESV  513

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY +F L  P E + RA  D  +    I   + + +  V TG  PA  I  Y   
+ 
Sbjct  514  
LLEPYYNFTLKIPSENIGRAMTDIDQMSGNINQPETEGEMSVITGFAPAATIGDYINTVN  573

Query  595  FYTNGRSVCLTELKGY  610
             YT+G      + KGY
Sbjct  574  EYTHGTGTLSLDYKGY  589

>KRN27818.1 elongation factor G [Lactobacillus mali]
Length=704



 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 315/671 (47%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  18   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  78   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYAV  137

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F NK+D+ G +    V +++D+L A+ + I+  +    E      +LE   
DI   
Sbjct  138  
PRIVFANKMDKIGANFDYSVSTIKDRLQANAVAIQMPIGAEDEFQGVIDLLEMKADIYDE  197

Query  173  ----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  WD                     A+ + ++ ++EKY+ GE IS  +L    
++ 
Sbjct  198  
DELGSKWDTVDIPDDYKEEAQKRRDAMIEAIADVDEGIMEKYLEGEEISVAELKAAIRKA  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------  248
              +  LFPV  GSA K  G+Q ++DAV   L  P+  +   A                  
Sbjct  258  
TLNLELFPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATDPETDEEVELVAGDDKP  317

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI  
Sbjct  318  
FAGLAFKIATDPFVGRLTFFRVYAGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIAE  377

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L D          E P P+++ +I P T A ++
++  
Sbjct  378  V---
FSGDIAAAIGLKDTTTGDSLTDIKHPLILESMEFPDPVIQVSIEPNTKADQDKMDV  434



Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  435  
ALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFKVEAKVGAPQVAYRET  494

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G G ++E+ +  G + + +  +V  
G+
Sbjct  495  
FTKQVSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGL  554

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  
+LEP +
Sbjct  555  
RESMKNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLALRNASKSAGAVILEPIM  614

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++YL             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  615  
RVEIVAPEDYLGDVMGHVNARRGRVEGMEARGNAQVVKAFVPLAEMFGYATTLRSATQGR  674

Query  601  SVCLTELKGYQ  611
                  +  Y+
Sbjct  675  GTFTMTMDHYE  685

>WP_028125025.1 elongation factor G [Eremococcus coleocola]
Length=693

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 194/680 (29%), Positives = 313/680 (46%), Gaps = 
87/680 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P V
Sbjct  73   
WKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYHVPRV  132



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIEAWD-  176
            +F+NK+D+ G +    V S+ D+L A+      V L   I  E+N         
+EAW+ 
Sbjct  133  VFVNKMDKLGANFLDAVDSIHDRLQAN---AHAVQLP--
IGAEDNFTGIIDLVTMEAWNY  187

Query  177  ------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                          AV + +++L+  Y+ GE IS ++L +  
++
Sbjct  188  
ADDLGTQIDKIEIPADLKDKAEELHDSLIEAVADYDEELMMMYLDGEEISVDRLKQAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQ-----------------
PLMDAVTGLFQPIGEQG--SA  247
                   +PV+ GSA K  G+Q                 P++  V G  + +      
S 
Sbjct  248  
ATLSVEFYPVFCGSAFKNKGVQLMLDGVIDYLPAPTDVPPIIGTVPGTEEEVAHHADDSE  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            A     FKV       R  + R+YSGTL     V  A ++K     +I +M    + 
EI 
Sbjct  308  
AFAALAFKVMTDPFVGRLTFFRVYSGTLEAGSYVLNASKDKRERVGRILQMHANHRQEIP  367

Query  304  RTDTAYPGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTA  355
                 + G+I      +V L D   GD       P  L    +   P P++   I 
P + 
Sbjct  368  EV---FSGDIAA----AVGLKDTGTGDTLCAEDTPVILESMEF---
PEPVINVAIEPDSK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++K+   
V  
Sbjct  418  
ADQDKMSQALAKLAEEDPTFRATTDHETGQTIIAGMGELHLDIIVDRLKREFKVNATVGA  477

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + 
+ +
Sbjct  478  
PQVSYRETFRQACQAEGKFVRQSGGKGQYGHVWVEFTPNEEGGGFEFENAIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G++  +E G L G+ + D K     G Y+   S+   F+  A + L +A 
K++ 



Sbjct  538  
IPAVEAGLKDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALREAAKKAQ  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P+EYL             +E   ++ +  +  G IP   +  
Y T 
Sbjct  598  
PTILEPMMAVEITVPEEYLGDVMGHVNSRRGRVEGTTMRGNAQIVKGFIPLSEMFGYATT  657

Query  593  LAFYTNGRSVCLTELKGYQA  612
            L   T GR     +   Y+A
Sbjct  658  LRSSTQGRGTFSMQFDHYEA  677

>WP_006417914.1 elongation factor G [Eremococcus coleocola]
 EFR31782.1 translation elongation factor G [Eremococcus coleocola 
ACS-139-V-Col8]
Length=693

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 195/680 (29%), Positives = 313/680 (46%), Gaps = 
87/680 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P V
Sbjct  73   
WKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYHVPRV  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-------
TDIEAW--  175
            +F+NK+D+ G +    V S+ D+L A+      V L   I  E+N         
+EAW  
Sbjct  133  VFVNKMDKLGANFLDAVDSIHDRLQAN---AHAVQLP--
IGAEDNFTGIIDLVTMEAWQY  187

Query  176  -----------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                         +AV + +++L+  Y+ GE IS ++L +  
++
Sbjct  188  
ADDLGTQIDKIEIPADLKDKAEELHDSLIEAVADYDEELMMMYLDGEEISVDRLKQAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQ-----------------



PLMDAVTGLFQPIGEQG--SA  247
                   +PV+ GSA K  G+Q                 P++  V G  + I      
S 
Sbjct  248  
ATLSVEFYPVFCGSAFKNKGVQLMLDGVIDYLPAPTDVPPIIGTVPGTEEEIAHHADDSE  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            A     FKV       R  + R+YSGTL     V  A ++K     +I +M    + 
EI 
Sbjct  308  
AFAALAFKVMTDPFVGRLTFFRVYSGTLEAGSYVLNASKDKRERVGRILQMHANHRQEIP  367

Query  304  RTDTAYPGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTA  355
                 + G+I      +V L D   GD       P  L    +   P P++   I 
P + 
Sbjct  368  EV---FSGDIAA----AVGLKDTGTGDTLCAEDTPVILESMEF---
PEPVINVAIEPDSK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++K+   
V  
Sbjct  418  
ADQDKMSQALAKLAEEDPTFRATTDHETGQTIIAGMGELHLDIIVDRLKREFKVNASVGA  477

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + 
+ +
Sbjct  478  
PQVSYRETFRQACQAEGKFVRQSGGKGQYGHVWVEFTPNEEGGGFEFENAIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G++  +E G L G+ + D K     G Y+   S+   F+  A + L +A 
K++ 
Sbjct  538  
IPAVEAGLKDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALREAAKKAQ  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P+EYL             +E   ++ +  +  G IP   +  
Y T 
Sbjct  598  
PTILEPMMAVEITVPEEYLGDVMGHVNSRRGRVEGTTMRGNAQIVKGFIPLSEMFGYATT  657

Query  593  LAFYTNGRSVCLTELKGYQA  612
            L   T GR     +   Y+A
Sbjct  658  LRSSTQGRGTFSMQFDHYEA  677

>EFM71690.1 elongation factor Tu domain 2, partial [Enterococcus 



faecalis 
TX0109]
Length=249

 Score = 250 bits (638),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 125/249 (50%), Positives = 174/249 (70%), Gaps = 0/249 
(0%)

Query  140  
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK  199
            V Q +++KLSA+I+IKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   
+
Sbjct  1    
VYQDIKEKLSAEIVIKQKVELYPNVCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALE  60

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  259
            L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  F     +G + LCG+VFK
+EYT
Sbjct  61   
LEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYT  120

Query  260  
DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSD  319
               QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     GE+ + D AY 
GEIVIL ++
Sbjct  121  
KKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNE  180

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379
             ++LN VLGD   LP+++  E+P P+L+TT+ P    QRE LLDAL +++D
+DPLLR  V
Sbjct  181  
FLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYV  240

Query  380  DSITHEIIL  388
            DS THEIIL
Sbjct  241  DSTTHEIIL  249

>WP_003647836.1 elongation factor G [Lactobacillus gasseri]
 Q046C7.1 RecName: Full=Elongation factor G; Short=EF-G
 ABJ59695.1 translation elongation factor 2 (EF-2/EF-G) 
[Lactobacillus gasseri 
ATCC 33323 = JCM 1131]
 EEQ26184.1 translation elongation factor G [Lactobacillus gasseri 
202-4]
 EFB62009.1 translation elongation factor G [Lactobacillus gasseri 
224-1]
 EFJ69254.1 translation elongation factor G [Lactobacillus gasseri 
JV-V03]
 EFQ46732.1 translation elongation factor G [Lactobacillus gasseri 



MV-22]
 EQB84658.1 elongation factor P [Lactobacillus gasseri 2016]
 KDB00038.1 elongation factor G [Lactobacillus gasseri K7]
 KFL94995.1 translation elongation factor G [Lactobacillus gasseri 
SJ-9E-US]
 KFL96766.1 translation elongation factor G [Lactobacillus gasseri 
SV-16A-US]
 KXA26664.1 translation elongation factor G [Lactobacillus gasseri]
 OOK88483.1 elongation factor G [Lactobacillus gasseri]
 OOK96776.1 elongation factor G [Lactobacillus gasseri]
 ART97966.1 elongation factor G [Lactobacillus gasseri]
 ASY54267.1 Elongation factor G [Lactobacillus gasseri DSM 14869]
 PKZ70428.1 elongation factor G [Lactobacillus gasseri]
 PKZ73106.1 elongation factor G [Lactobacillus gasseri]
 PKZ90753.1 elongation factor G [Lactobacillus gasseri]
 PMB88280.1 elongation factor G [Lactobacillus gasseri]
 PMC32482.1 elongation factor G [Lactobacillus gasseri]
Length=698

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAHAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDGIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248



              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVIDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNARERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIDFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAAKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_017895410.1 GTP-binding protein [Clostridium tyrobutyricum]
 CDL90819.1 Ribosome protection-type tetracycline resistance related 
proteins, 



group 2 [Clostridium tyrobutyricum DIVETGP]
 AND84949.1 tetracycline resistance protein-like protein 
[Clostridium tyrobutyricum]
 ANP69516.1 elongation factor G [Clostridium tyrobutyricum]
Length=645

 Score = 262 bits (670),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 171/630 (27%), Positives = 311/630 (49%), Gaps = 
26/630 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT  E +LY + +I   G V+   +  D+  +E++RGIT+ +    
FQ+
Sbjct  5    
IGLFAHVDAGKTTFAEQILYNTKSIRTIGRVDHKDSFLDSNSIEKERGITVFSDQAVFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGHMDF +E+ R++ +LD AIL+ISA DG+Q+QT I++  LR  
NIPT  
Sbjct  65   
NFSTYYLIDTPGHMDFSSEMERAIEILDYAILIISAADGIQSQTEIVWQLLRSHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G ++Q+V++ ++  L+ DI          + + ++  D +  + + E 
ND L
Sbjct  125  FINKMDREGANIQTVIKDIKSNLTEDI------
CFISKPIKKKKFDRKIAEFIAERNDAL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            +EKYI  E    +  +    + + D  +FP   GSA + +GI   ++ +  L F    
++
Sbjct  179  VEKYIE-
EDYEDDIWLNSFMKMIVDNKVFPCMSGSALQNIGIDSFLENLDQLTFTRYNDE  237

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                L G V+K+ + +   +  Y+++ SGTL++R+ +A +     KI+EMRI +  
+   
Sbjct  238  DK--LSGFVYKIRHDEQRNKLAYIKILSGTLKIREEIAPSTE---
KISEMRIYNGMKFKN  292

Query  305  TDTAYPGEIVI---
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             D A  G+++    +PS  +      G      +   R   +P LR+ +    +     
+
Sbjct  293  VDRAAAGQLIAVKGMPSAYI------
GCGIGNFKGNIRYKMIPTLRSKVLFDESLNSRDV  346

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L + DP L+   +    E+ ++ +G +Q++V+   + E++ ++       
++Y 
Sbjct  347  
LKYFNILEEEDPSLKVIWNEKLQEMQITIMGIIQIQVLKEFVHERFDMDVDFGPCEILYK  406

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E  + ++    H E  P   +A + L + P    +G+ ++S+ ++  L  ++Q  +
+  I
Sbjct  407  ETIMSSSYGCGHFE--
PLRHYAEVYLKLEPGQRNAGITFKSQCNVDTLGINYQKLIQKHI  464

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G  VTD  I    G  +   +   DFR      + Q L+ +   
LLEP+ 
Sbjct  465  
YEREHHGILTGSPVTDLNITLVDGRSHIKHTCGGDFREATFRAIRQGLENAQNILLEPFY  524

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A  +Y+ R   D  +     ET  +  + V+  G  P   +  Y  +L  
+T G+
Sbjct  525  
RFNIKANVDYMGRILSDIQRLNGVFETPGISGNTVIIEGRGPVAALMNYSLELTSFTKGK  584

Query  601  SVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
                    GY     G+ +++    N   D
Sbjct  585  GKISMVFDGYDICHNGEEIVKKIGYNKNSD  614

>WP_069876426.1 elongation factor G [Fusibacter sp. 3D3]
 GAU79693.1 translation elongation factor G [Fusibacter sp. 3D3]
Length=688

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 189/666 (28%), Positives = 311/666 (47%), Gaps = 
62/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGINYKIGEVHEGAATMDWMEQEQERGITITSAATTCV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    K N
+P +
Sbjct  72   
WKGKRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYNVPRM  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEI-  164
             F+NK+D  G D   VV+ ++D+L A                   D+I ++ V    
++ 
Sbjct  132  
AFVNKMDITGADFFRVVRMMKDRLKANAVPIQLPIGAEDHYEGLIDLITREAVYYRDDLG  191

Query  165  -------VLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                   + EE  + +E +     +A+   ++ L+ KY+ GE +  ++L    +R   
+ 
Sbjct  192  
EKVERIAIPEEFAELVEEYREKMVEAIATTDEDLMMKYLEGEEMGIDELKAALRRATINN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQG---------
SAALCGSV  253
             + PV  GSA K  G+Q ++DAV             + + E G         S       
Sbjct  252  
EIVPVLCGSAYKNKGVQLMLDAVLDYMPAPTDVVAIKGVDEDGVEIERPADDSLPFSSLA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL     V  + ++K     +I +M    + EI +    
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGTLDAGSYVQNSTKDKKERVGRILQMHANKREEISKV---Y  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L DP  L      E P P++   I PKT A +E++  
AL++L
Sbjct  369  
SGDIAAAVGLKFTTTGDTLCDPDHLIILERMEFPDPVIHVAIEPKTRAGQEKMGIALSKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  R   D  T ++I++ +G + LE++   L  ++K+E  V  P V Y E   
KA 
Sbjct  429  
AEEDPTFRTYTDEETGQVIIAGMGELHLEIIVDRLLREFKVEANVGAPQVAYKETITKAT  488

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +    +      +  + +   P+  G G  + S V+ G + + +  A+ +G+   
++
Sbjct  489  
DIDYKYAKQSGGKGQYGHVKIRFAPVEAGKGFSFVSTVTGGSVPREYFKAIEEGVAGAMK  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ V D       G Y+   S    F+  A +  ++A+++    LLEPY+   
+ 
Sbjct  549  



AGILGGYEVVDVSADLHDGSYHEVDSNEMAFKLAASMAFKEAMRKGDAILLEPYMKVEIT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EYL     D       +E  ++     +    +P   +  Y TDL   T GR     
Sbjct  609  
VPEEYLGDVMGDVNSRRGRLEGMEMVNGVQIIRSYVPLSQMFGYATDLRSNTQGRGTYSM  668

Query  606  ELKGYQ  611
                Y+
Sbjct  669  VFNHYE  674

>WP_085322635.1 GTP-binding protein [Clostridium botulinum]
 OSA92374.1 elongation factor G [Clostridium botulinum]
Length=652

 Score = 263 bits (671),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 168/632 (27%), Positives = 307/632 (49%), Gaps = 
21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKKHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   D+++V+  +  K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREISDIENVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKGMIFPCLSGSALLDVNIDKFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +



Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYCTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DT Y G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTVYAGDVFGVTGLTKFKIGQGIGEVDL----
NTYYNIVPTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    EI +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDDDLQEINIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622

>WP_094906133.1 elongation factor G [Salinicoccus roseus]
 OZT77392.1 elongation factor G [Salinicoccus roseus]
Length=693

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 312/671 (46%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENT  170
            P V+FINK+D+ G D +  V +++D+L A+    Q            + L        
N 
Sbjct  129  
PRVVFINKMDKVGADFEYSVSTLKDRLQANAHPIQLPIGAEDDFTGIIDLVEMKAFHYNN  188

Query  171  DI------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            D+                  E  + +IE     N+ ++EKY+ GE IS ++L    
++  
Sbjct  189  
DLGTEIEEIEIPAEYKDKADELREGLIEGLADVNEDIMEKYLGGEEISVDELKAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-----GEQ---------
GSAA  248
             D   +PV  G+A K  G+Q L++A           +PI     G++          
S  
Sbjct  249  
CDVEFYPVMCGTAFKNKGVQLLLNATIDYLPSPLDVKPIVGHKKGDEDAEIIAKPDDSEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     +R+T         +I +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPFVGKLTFFRVYSGTLDAGSYIRNTTKDKRERVGRILQMHANSRQEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T Y G+I   +        D L D          + P P++  ++ PK+ A ++
++ +
Sbjct  367  -
STVYSGDIAAAIGLKDTGTGDTLCDEKNQVILESMDFPEPVIHLSVEPKSKADQDKMTN  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP      D+ T ++I+  +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALVKLQEEDPTFTAHTDNETGQVIIGGMGELHLDILVDRMKREFKVECNVGAPMVSYRET  485



Query  424  PLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K AS       +      +  + +  TP  +G G ++E+ +  G + + +  +V  
GI
Sbjct  486  
FKKQASVQGKFTRQSGGRGQYGDVHVEFTPNEVGGGFEFENAIVGGVVPREYIPSVEAGI  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ + D K     G Y+   S+   F+  A + L++A K     
+LEP +
Sbjct  546  
RDSMENGVLAGYPMVDIKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKVCDPVILEPVM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E    + +  V    +P   +  Y T+L   
T GR
Sbjct  606  
KVEIVMPEEYMGDIMGDVTSRRGRVEGMAARGNAQVVNAFVPLSEMFGYATNLRSNTQGR  665

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  666  GTYTMTFDHYE  676

>WP_040106275.1 elongation factor G [Salinicoccus roseus]
 KIH70369.1 elongation factor G [Salinicoccus roseus]
Length=693

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 311/671 (46%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENT  170
            P V+FINK+D+ G D +  V +++D+L A+              K  + L        
N 
Sbjct  129  



PRVVFINKMDKVGADFEYSVSTLKDRLQANAHPIQLPIGAEDDFKGIIDLVEMKAFHYNN  188

Query  171  DI------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            D+                  E  + +IE     N+ ++EKY+ GE IS ++L    
++  
Sbjct  189  
DLGTEIEEIEIPAEYKDKADELREGLIEGLADVNEDIMEKYLGGEEISVDELKAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-----GEQ---------
GSAA  248
             D   +PV  G+A K  G+Q L++A           +PI     G++          
S  
Sbjct  249  
CDVEFYPVMCGTAFKNKGVQLLLNATIDYLPSPLDVKPIVGHKKGDEDTEIIAKPDDSEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     +R+T         +I +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPFVGKLTFFRVYSGTLDAGSYIRNTTKDKRERVGRILQMHANSRQEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T Y G+I   +        D L D          + P P++  ++ PK+ A ++
++  
Sbjct  367  -
STVYSGDIAAAIGLKDTGTGDTLCDEKNQVILESMDFPEPVIHLSVEPKSKADQDKMTS  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP      D+ T ++I+  +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALVKLQEEDPTFTAHTDNETGQVIIGGMGELHLDILVDRMKREFKVECNVGAPMVSYRET  485

Query  424  PLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A+       +      +  + +  TP  +G G ++E+ +  G + + +  +V  
GI
Sbjct  486  
FKKQAAVQGKFTRQSGGRGQYGDVHIEFTPNEVGGGFEFENAIVGGVVPREYIPSVEAGI  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ + D K     G Y+   S+   F+  A + L++A K     
+LEP +
Sbjct  546  
RDSMENGVLAGYPMVDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKVCEPVILEPVM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E    + +  V    +P   +  Y T+L   



T GR
Sbjct  606  
KVEIVMPEEYMGDIMGDVTSRRGRVEGMAARGNAQVVNAFVPLSEMFGYATNLRSNTQGR  665

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  666  GTYTMTFDHYE  676

>WP_034842828.1 GTP-binding protein [[Clostridium] stercorarium]
 ANW99270.1 translation elongation factor G [[Clostridium] 
stercorarium subsp. 
thermolacticum DSM 2910]
 ANX01898.1 translation elongation factor G [[Clostridium] 
stercorarium subsp. 
leptospartum DSM 9219]
Length=884

 Score = 268 bits (684),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 192/624 (31%), Positives = 305/624 (49%), Gaps = 
50/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+   T  DT  LER RGITI 
+  
Sbjct  1    
MKNLVIGILAHVDAGKTTLSESMLYLSGRIRKLGRVDNKDTFLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF  E+ R+L VLD AILVIS  D +Q+ T+ L+  L    
Sbjct  61   
AVFKIGDIQITLLDTPGHVDFSTEMERTLQVLDYAILVISGSDSIQSHTKTLWRLLDIYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------
IKQTVSLSPEIVLEENTD  171
            IP  IF+NK+DQ   D  +++  ++ +LS   +           + +++  E+++     
Sbjct  121  
IPVFIFVNKMDQRRNDKDTLMTELKRRLSDRCVDFTHIGSNDFYEQLAMCGEVLM-----  175

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                DA IE    +    I G    RE              +FP Y+GSA K  G+
+  M
Sbjct  176  ----DAFIETG-SIDNNIIRGAIKKRE--------------
VFPCYFGSALKLDGVEEFM  216

Query  232  DAVTGLFQ-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + +    + P+  +  +A    VFK+   + G R  Y+++  G L +RD V  +G  
+ K
Sbjct  217  NGIVEYSEMPVYPKRFSA---RVFKIGRDEKGNRLTYMKITGGKLNVRDVVK-



SGEWEEK  272

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLR  347
            +T++RI S  +    + A  G +  +      R  + LG+            P+  
P+L 
Sbjct  273  VTQIRIYSGQKFEAVNEAEAGTVCAVTGLTHTRAGEGLGEEKDFFV------
PVLEPVLS  326

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I          +L  L +L + +P LR   +    EI +  +G VQLE++ +++ 
++Y
Sbjct  327  
YRIVLPEGCDPRMMLPKLRELEEEEPALRIVWNEQLKEIQVQIMGEVQLEILQSMIKDRY  386

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++       V+Y E          H E  P   +A + L + P   GSG+++    
S  
Sbjct  387  GVDVSFDSGRVVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPAERGSGLEFAVDCSDD  444

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L+++++N +   +R  + +G L G  +TD KI    G  ++  +   DFR      
+ Q
Sbjct  445  
VLSRNWKNLIMTHLREKVHKGVLTGSPITDMKITLVSGKAHNKHTDGGDFREATYRAVRQ  504

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             LKE+ + LLEPY SF L  P++ + RA  D  +   T + +QV+ D  + TG  P    
Sbjct  505  
GLKEAQSVLLEPYYSFQLEIPEKMVGRAMADIERMHGTCQISQVRDDMAIITGSAPVSTF  564

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            Q Y+ D+  YT G       LKGY
Sbjct  565  QNYQKDVTAYTKGLGKLFCTLKGY  588

>OIP73706.1 translation elongation factor G [Candidatus Pacebacteria 
bacterium 
CG2_30_36_39]
 PIR64709.1 elongation factor G [Candidatus Pacebacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_36_11]
 PJC42332.1 elongation factor G [Candidatus Pacebacteria bacterium 
CG_4_9_14_0_2_um_filter_36_8]
Length=711

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 196/672 (29%), Positives = 322/672 (48%), Gaps = 
76/672 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  14   
RVRNIGIIAHIDAGKTTTTERILFYTGRNYKIGEVHEGAATMDWMEQEQERGITIVSAAT  73

Query  62   SFQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            +  W             + NI+DTPGH+DF AEV RSL VLDG + V+ A +GVQ
+Q+  
Sbjct  74   
TAFWKPYFETNLSSEEYRFNIIDTPGHVDFTAEVERSLRVLDGGVTVLDASEGVQSQSET  133

Query  112  LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDK-----------
LSADIIIKQTVSL  160
            ++    K N+P V F+NK+D+ G D  + VQ +RDK           + ++   K  
+ L
Sbjct  134  
VWRQADKYNVPRVCFVNKMDKLGADFLATVQDIRDKFGVVPAVMVLPMGSENDFKGVIQL  193

Query  161  ---------------SPEIVL---EENTDIEAW-----
DAVIENNDKLLEKYIAGEPISR  197
                            PEI+    E    +E       +++ E +D ++EK+ A E 
IS 
Sbjct  194  
LERKALFWKDHAAATEPEIMEVPEEYKAQMEEMRAALVESIAETDDVIMEKFFAEEEISV  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ  244
             +L    ++ V    L PV+ GS+ K  GIQ L+DAV             TGL +P  
E+
Sbjct  254  NELKSALRKAVISYKLVPVFAGSSLKNTGIQVLLDAVVEYLPSPNDIEHITGL-
KPNTEE  312

Query  245  -------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRI  296
                         G  FK++      +  + R+YSG L+    V  + R EK ++  
+ +
Sbjct  313  
EITRKLVSEEKFAGLAFKIQTDPHVGKLTFFRVYSGVLKSGSYVYNSTRDEKERVGRLLL  372

Query  297  PSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAP  352
                +    D A  GEIV I+     +  D L    DP  L    + E   P++   
I P
Sbjct  373  MHANKREEIDEARAGEIVAIVGLKETKTGDTLSDENDPIVLEGITFAE---
PVISLAIEP  429

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT + +E++  AL +L++ DP    +VD  T + ++  +G + LE++   +  ++K
++  



Sbjct  430  
KTKSDQEKMGLALNKLSEEDPTFSIKVDHETGQTVIGGMGELHLEIIVDRMKREFKVDAD  489

Query  413  VKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V  P V Y E   +AA+       +      +  + L V P   G+G ++ + ++ 
G + 
Sbjct  490  
VGAPQVAYRETITQAANGEGKYIKQTGGRGQYGHVLLKVEPQDRGTGYEFVNAITGGVVP  549

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +      GI+  LE+G L G+ +TD K+    G Y+   S+   F+    + + 
+A+K
Sbjct  550  
REYIEPTNKGIKESLERGFLAGYPMTDIKVTLYDGSYHDVDSSELSFKMAGSLGMREAMK  609

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +G  L+EP +   +  P+E++     D     A I+    +   V+ T  +P   
+Q Y
Sbjct  610  
TAGMVLIEPIMKLEVSTPEEFMGDVIGDLGSKRAQIQGTTNRGKAVIITALVPLAEMQGY  669

Query  590  RTDLAFYTNGRS  601
             T L   T GR+
Sbjct  670  VTILRSMTQGRA  681

>WP_057897069.1 MULTISPECIES: elongation factor G [Aneurinibacillus]
 AMA74454.1 elongation factor G [Aneurinibacillus sp. XH2]
 SDH49619.1 translation elongation factor 2 (EF-2/EF-G) 
[Aneurinibacillus 
thermoaerophilus]
Length=693

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 199/676 (29%), Positives = 319/676 (47%), Gaps = 
72/676 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K  NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI 
+A 
Sbjct  8    
VKTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGASQMDWMEQEQERGITITSAA  67

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+ QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
Sbjct  68   
TTAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYG  127



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV---  158
            +P ++F+NK+D+ G D    V+++ ++L A                   D++ K+T    
Sbjct  128  
VPRIVFVNKMDKIGADFLYSVRTLHERLQANAHPIQMPIGVEDAFRGIIDLVEKKTYIYT  187

Query  159  -SLSPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
              L  +I + E    E  D           AV E +++L+ KY+ GE I+ E+L    
++
Sbjct  188  
NDLGTDIEITEGFPAEFADQAEELRNQLIEAVAEFDEELMMKYLEGEEITVEELKAVIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAALCGSVFKVEYTDCG  262
                   FPV  GSA K  G+QP++DAV   L  PI     +G           E 
TD G
Sbjct  248  
ATISVQFFPVTCGSAFKNKGVQPMLDAVIDYLPSPIDIPAIKGVVPDSNEEVTRESTDDG  307

Query  263  ---------------QRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                            +  + R+YSGTL     V       RE++ +I +M    + 
EI 
Sbjct  308  
PFSALAFKIMTDPYVGKLTFFRVYSGTLDSGSYVLNSTKGKRERIGRILQMHANHREEIK  367

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
            +   AY G+I    + +V L D     T    K        E P P++   I PKT 
A +
Sbjct  368  K---AYAGDI----
AAAVGLKDTTTGDTLCDEKHPVILESMEFPEPVIEIAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  +   D  T + I++ +G + L+++   L  ++K+E  V  
P V
Sbjct  421  
DKMGMALAKLAEEDPTFKTWTDEETGQTIIAGMGELHLDIIVDRLKREFKVEANVGAPQV  480

Query  419  IYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E    AA        +      +  + +   P+  G+G  +E+++  G + + 
+  A
Sbjct  481  
AYKETFRSAAKVEGKFVRQSGGRGQYGHVIVEFEPVEAGTGFVFENKIVGGAIPKEYIPA  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V+ GI   ++ G L G+ V D K     G Y+   S+   F+    + L++A K+    
L
Sbjct  541  
VQAGIEEAMQNGVLAGYPVLDLKATLVDGSYHDVDSSEMAFKIAGSLALKEAAKKCNPVL  600



Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       IE  + + +  V  G +P   +  Y T 
L  
Sbjct  601  
LEPMMKVEVVVPEEYMGDIMGDINSRRGRIEGMEARGNAQVVRGFVPLSEMFGYATTLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYTMHFDHYE  676

>WP_089151025.1 GTP-binding protein [Lactobacillus crispatus]
 OXC13472.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 262 bits (670),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 188/624 (30%), Positives = 301/624 (48%), Gaps = 
53/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  K+ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++ N
Sbjct  61   
AKLTTNNSKITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVASYTRTLWHLLKRNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NKID  G D +  +  ++  LS + +    +            D + ++ 
V  
Sbjct  121  VPVFIFVNKIDTVGADKEKALADLQQNLSENCVDFSKI------------
DDDFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    IS   +    Q  + D   FPVY+GSA K  GI+  +    G  
Q 
Sbjct  169  CDDSLLEKYLDHGEISEHDI----QHEIIDRKTFPVYFGSALKLTGIKEFL---
AGFEQW  221

Query  241  IGEQ-
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              EQ  +       FK+ +   G+R  ++++  G L+ +  ++       KI ++R
+ + 



Sbjct  222  TLEQTHTEDFMARCFKISHDKNGERLTWVKILGGKLKAKTELS-----
DEKINQIRLYNG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW--
REDPLPMLRTTIAPKTAAQ  357
             +      A  G++V L           G     P + +   + P  +L+  +  K   
Q
Sbjct  277  EKFTTITEAEAGDVVALT----------
GLSKSYPGQGFGVGDAPAALLKPVLTYKVNPQ  326

Query  358  RERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               L   L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V +
Sbjct  327  
DNDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVFE  386

Query  415  EPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            + S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L +
Sbjct  387  QGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLTK  441

Query  472  SFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q+ +   ++     G+   + +TD KI    G      S   DFR      + Q 
L E
Sbjct  442  
NWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLME  501

Query  531  SG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
                  T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  P   
+
Sbjct  502  
EKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAEM  561

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            Q Y T++  YT+G       + GY
Sbjct  562  QDYATEVRNYTHGEGNLECVVSGY  585

>WP_065217061.1 GTP-binding protein [Solibacillus silvestris]
 OBW55805.1 elongation factor G [Solibacillus silvestris]
Length=646

 Score = 262 bits (670),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 172/607 (28%), Positives = 292/607 (48%), Gaps = 
22/607 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65



            IG++AHVD+GKTT  E LLY + +I + G V+      D   +ERQRGITI A      
+
Sbjct  5    
IGVVAHVDSGKTTFCEQLLYHTNSIKKRGRVDHQDAFLDNHAIERQRGITIFAEQGRIDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA DG++  T  ++H LR+ +
+PT I
Sbjct  65   
NGQAYTLIDTPGHIDFAPEMERAIHVMDAAIVIISAVDGIEGHTETVWHLLREHHVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D+ SV+ +++  LS + ++              NT ++ W A  E 
+++L
Sbjct  125  FINKVDREGADVASVMSAIKKDLSPNALLFNDGF---------NTTVKEWLA--
ERDEQL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +EKY A + +     +   ++ +     F    GSA K  G+    + +  L +   
+  
Sbjct  174  MEKYFA-
DNLEENDCLESLKQAINHEQAFVCMSGSALKDEGVLAFFETIAQLMETKFDV-  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +    G V+K+ + D  QR  +++  SG L++RD     G    K+TE+R+ +       
Sbjct  232  NGPFEGKVYKIRH-DHQQRLTFMKALSGVLKVRDEFTF-
GETTEKVTEIRLYNGNGFTTV  289

Query  306  DTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   +  L  DV+G     P +    D +P L+  +  + A   + 
L   
Sbjct  290  PQVQAGDIFAVKGLATPLIGDVIGATETNPAQF---
DMIPTLQAKVIYEGALHIKELHRV  346

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              ++   +P LR   +    EI +  +G +QLEV++ L+ E++ +E    +P ++Y 
E  
Sbjct  347  
FREIEAEEPSLRVVWNEKFQEISVHVMGTIQLEVLTELVKERFGIEVQFGKPQILYKETI  406

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               A    H E  P   +A + L + P + G+G+ +  R     L+   Q  +   
+   
Sbjct  407  AAPAIGYGHFE--
PLKHYAEVHLKMEPNNRGAGITFSYRCHADDLSVGHQRLIEKHLFER  464

Query  485  LEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD  +    G  ++  +   DFR  +   L Q L++    LLEPY  
F 
Sbjct  465  
DHHGLLTGFPVTDIHLTLLTGRAHNKHTDGGDFREASFRALRQGLEQVENVLLEPYYRFK  524

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   + E   + +D V   G  P      Y T  A YTNG
+   
Sbjct  525  
MKASSDHIGRMMSDIQQASGSFEAPNLTEDTVTIYGRAPVATFMDYSTQFAAYTNGKGAL  584

Query  604  LTELKGY  610
              +  GY
Sbjct  585  TLQFDGY  591

>WP_056948924.1 elongation factor G [Lactobacillus odoratitofui]
 KRK97102.1 elongation factor EF2 [Lactobacillus odoratitofui DSM 
19909 = 
JCM 15043]
Length=699

 Score = 264 bits (674),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V S++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKLGADFDFSVSSIKDRLQANALAIQMPIGAEDDFEGIIDLIEMKADIYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ GE IS  ++    
++



Sbjct  191  DELGAE-
WDTVEIPDEYKEEAQKRRDQMIEELADVDDSIMEKYLEGEEISIPEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-------------
IGEQGSA  247
               +  LFPV  GSA K  G+Q LMDA           +P             +     
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATVDFLPSPLDVKPYKATNPDTDEEVELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKIATDPFVGRLTFIRVYQGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPEPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  R E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  427  
NALQKLSEEDPTFRAETNPETGETLIAGMGELHLDIIIDRMKREFKVEATVGAPQVSYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKQTSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIASVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ A F+  A I L  A K +   
+LEP 
Sbjct  547  
VKESMENGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASIALRNASKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGRVDGMEARGNAQMIHSFVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A



Sbjct  667  RGTFTMTFDHYEA  679

>WP_075364416.1 elongation factor G [Desulfosporosinus sp. OL]
 OLN32419.1 Translation elongation factor G [Desulfosporosinus sp. 
OL]
Length=692

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K N
+P V
Sbjct  72   
WRNNRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYNVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
             FINK+D+ G D    V  + D+L A+                    + +  TV      
Sbjct  132  
AFINKMDRMGADFFRGVSMIADRLGANPVPIQLPIGIEDGFKGIVDLVTMTATVYTDDLG  191

Query  165  VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              EE+  I             +  +AV E +++L+ KY+ GE ++ +++    +R 
V   
Sbjct  192  
TTEEHNAIPEELVELANEYRDKLVEAVSETSEELMMKYLEGEELTEQEIRAGIRRGVIGN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
               PV  GSA K  G+QPL+DAV              G+    GE+       SAA    
Sbjct  252  
KFIPVLCGSAFKNKGVQPLLDAVVDYMPSPLDVPPIKGVHPDTGEEDHRPASDSAAFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M    + +I    
+ 
Sbjct  312  
AFKIMADPFVGKLAFFRVYSGVLGAGSYVYNSTKGKRERVGRILQMHANHREDIQEVRSG  371

Query  309  YPGEIVILPSDSVRLNDVLGD---



PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 V L   +    D L D   P  L +  +   P P++   I PKT A +E++  
AL
Sbjct  372  DIAAAVGLKDTTT--GDTLCDEKTPIILEKMVF---
PEPVIDVAIEPKTKADQEKMGGAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  +   D+ T + I++ +G + LE++   L  ++K++  V  P V Y 
E   
Sbjct  427  
ARLAEEDPTFKMHTDTETGQTIIAGMGELHLEIIVDRLQREFKVQCDVGRPQVAYKETIR  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R +KA    +  +      +    + + PL  GSG ++ ++V  G + + + N +  
GI 
Sbjct  487  RTVKAEGKFVR-
QSGGRGQYGHCWIELEPLEPGSGFEFVNKVVGGVIPREYINPIGAGIE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ V D +     G Y+   S+   F+    +  +    ++   +
+EP + 
Sbjct  546  
EALQNGILAGYPVLDIRATVYDGSYHDVDSSEMAFKIAGSMAFKAGALKADPAIIEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVTVPEEYMGDVIGDISSRRGRIEGMEARGNTQVVRGFVPLSEMFGYSTDLRSATQGRG  665

Query  602  VCLTELKGYQ  611
            V + +   Y+
Sbjct  666  VYVMQFDHYE  675

>WP_056834176.1 MULTISPECIES: elongation factor G [Paenibacillus]
 KQX56071.1 elongation factor G [Paenibacillus sp. Root444D2]
 KRE44430.1 elongation factor G [Paenibacillus sp. Soil724D2]
 KRF22016.1 elongation factor G [Paenibacillus sp. Soil787]
Length=691

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 319/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  E+      
D  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRQKLGANAVAIQLPIGAENEFKGIIDLVDEVAYMYKDDLG  191

Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L  KY+ GE IS +++    ++ 
V + 
Sbjct  192  
KDIEKIEIPAEFKDQVAELRLELIEKVAELDEELTMKYLEGEEISVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVISYLPSPLDVPDIKGVLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVVNATKGKRERVGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L +  +   P P+++  + PKT A ++++  
AL
Sbjct  369  AGDIAAAVGLKDTTTGDTLCDEKNPVILEKMVF---
PEPVIQLAVEPKTKADQDKMGIAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRE-TF  484

Query  426  KAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +AA+      V  +      G   +   P   G+G  +ES+V  G + + +   ++ 



GI 
Sbjct  485  
RAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGTGFIFESKVVGGSIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDNRHGAQIIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VYSMELSHYE  674

>EKE12321.1 hypothetical protein ACD_13C00245G0001, partial 
[uncultured bacterium]
Length=624

 Score = 262 bits (669),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 185/610 (30%), Positives = 309/610 (51%), Gaps = 
75/610 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +LY +G   + G++++GTT TD M  E++RGITI  
AAV
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILYYTGKTYKLGNIDEGTTVTDWMAQEKERGITIVSAAV  73

Query  61   TSFQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ
+Q+  
Sbjct  74   TTF-
WTPTTGPYKDIESRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSET  132

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++    K  +P + FINK+D+ G D  + ++S+R++L A                   
D+
Sbjct  133  
VWRQADKYKVPRLCFINKMDKLGADYFATLKSIRERLGAPAYPYNLPLGKENEFRGVIDL  192

Query  153  IIKQTVSLSPE----------IVLEENTDIEAW-----



DAVIENNDKLLEKYIAGEPISR  197
            + ++    + +          I  E+  +++ +     + + EN+D LLEKY+ GE 
+  
Sbjct  193  
LSEKAYEWADDATGMKFSQAPIPDEDKANVKKYRHELVEKIAENDDVLLEKYLKGEELKI  252

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            +++ +  ++ V D  + PV  GS+ +  G+QPL+DA+              G+     
E+
Sbjct  253  
DEVKKALRKAVIDYKIVPVLAGSSLRNKGVQPLLDAIVEYLPSPLDITQIEGVNPKNNEK  312

Query  245  G------SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL-
RDTVALAGREKLKITEMRIP  297
                    A  CG  FK++      +  Y+R+YSGTL+    T+    R++ +I  
+ + 
Sbjct  313  
EVRKQDIDAPFCGLAFKIQIDPHVGKLTYVRVYSGTLKSGMSTLNATKRDRERIGRILLM  372

Query  298  SKGEIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPK  353
                      AY GEI+ ++   + +  D L   G P  L    +   P P++   
I P 
Sbjct  373  YANTREEIPEAYAGEIIAVIGLKNTQTGDTLCSEGAPITLESISF---
PEPVIAMAIEPN  429

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E+L  AL +L++ DP  R + DS T + I+S +G + LE++   +  ++ +   
V
Sbjct  430  
TKADQEKLGYALNRLSEEDPTFRIKSDSETGQTIISGMGELHLEILVDRMKREFAVGAKV  489

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              P V Y E   K A+       +      +    L V PL  G G Q++S +  G 
+  
Sbjct  490  
GSPQVAYKETIAKEATGEGKYIKQSGGRGQYGHCFLRVEPLPRGEGFQFKSEIRGGAIPS  549

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F  ++  G++  +E G L G+ + D K+    G Y+   S+   F+    I  E
+A+K+
Sbjct  550  
EFIPSIEKGVKEKMEMGVLAGYPMVDMKVAVYDGTYHDVDSSDIAFKIAGSIGFEEAVKK  609

Query  531  SGTQLLEPYL  540
            +   LLEP +
Sbjct  610  ANLTLLEPIM  619

>WP_033610868.1 GTP-binding protein [Lactobacillus paraplantarum]



 KGE75551.1 elongation factor G [Lactobacillus paraplantarum]
 ALO03431.1 elongation factor G [Lactobacillus paraplantarum]
Length=672

 Score = 263 bits (672),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 302/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SG + + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGIIAHVDAGKTTLSEALLYRSGTLRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q++   + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYNDINLTLLDTPGHVDFATQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLDRYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D + +++ ++  LS   +   T+  +     +        + 
+  
Sbjct  121  
VPTMLFVNKMDAPGTDGEQLLKQIQQTLSPGCVAFNTLGATTARDSQPTLPAATVEEIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S E + +  QRR     +FP Y+G+A K  G+  LM  +    
+P
Sbjct  181  QNDEVLADYLETGALSDETVRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTKP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S      VFK+ + D G+R  ++R+  G L  +D V     +  K+ ++RI 
+  
Sbjct  237  --QSTSTDFGARVFKITHDDQGERLTWVRMTGGELHPKDIVL----
DDQKVNQLRIYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     GE+  I      R    LG               P ++  +     
+Q E
Sbjct  291  KYATTPVLTAGEVGTITGLTGTRPGQGLGSAA--------
SGLSPAMQPVLTYALDSQAE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       



Sbjct  343  
ELHACLTALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILKDRFQLSVQFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   KA     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITKAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD  +    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQLGVLIGAPLTDVTVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_061313343.1 GTP-binding protein [Clostridium botulinum]
Length=652

 Score = 263 bits (671),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 167/632 (26%), Positives = 307/632 (49%), Gaps = 
21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKKHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   D+++V+  +  K + ++ +I +T++ +       + D +  + + E 



++K
Sbjct  125  FINKIDREISDIENVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKGMIFPCLSGSALLDVNIDKFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYCTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DT Y G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTVYAGDVFGVTGLTKFKIGQGIGEADL----
NTYYNIVPTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    E+ +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDDDLQEMNIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFENEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630



            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622

>ABO87320.1 TetM, partial [Streptococcus pyogenes]
 ABO87321.1 TetM, partial [Streptococcus pyogenes]
 ABO87327.1 TetM, partial [Streptococcus pyogenes]
 ABO87329.1 TetM, partial [Streptococcus pyogenes]
 ABO87330.1 TetM, partial [Streptococcus pyogenes]
 ABO87331.1 TetM, partial [Streptococcus pyogenes]
 ABO87335.1 TetM, partial [Streptococcus pyogenes]
 ABO87336.1 TetM, partial [Streptococcus pyogenes]
 ABO87337.1 TetM, partial [Streptococcus pyogenes]
 ABO87340.1 TetM, partial [Streptococcus pyogenes]
 ABO87341.1 TetM, partial [Streptococcus pyogenes]
 ABO87342.1 TetM, partial [Streptococcus pyogenes]
 ABO87343.1 TetM, partial [Streptococcus pyogenes]
 ABO87347.1 TetM, partial [Streptococcus pyogenes]
 ABO87348.1 TetM, partial [Streptococcus pyogenes]
 ABO87350.1 TetM, partial [Streptococcus pyogenes]
 ABO87352.1 TetM, partial [Streptococcus pyogenes]
 ABO87353.1 TetM, partial [Streptococcus pyogenes]
 ABO87355.1 TetM, partial [Streptococcus pyogenes]
 ABO87356.1 TetM, partial [Streptococcus pyogenes SS1447]
 ABO87358.1 TetM, partial [Streptococcus pyogenes]
 ABO87359.1 TetM, partial [Streptococcus pyogenes]
 ABO87362.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 249 bits (635),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KSNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180



Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>WP_062050705.1 elongation factor G [Bacillus sp. JCM 19034]
Length=692

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 189/667 (28%), Positives = 312/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------DII  153
            +FINK+D+ G D    V ++RD+L A                               
D+ 
Sbjct  132  
VFINKMDKTGADFLYSVGTLRDRLQANAHPIQLPIGAEDEFDGIIDLVDMVAYFYEDDLG  191

Query  154  IKQTVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +      PE   E+  ++     +AV E +++L+ KY+ GE +++E+L    ++   
+ 
Sbjct  192  
TRTEAKEIPEEYKEKAQELHEQLVEAVAELDEELMMKYLEGEELTKEELKAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQGSAALCGS-------  252
              +PV  GSA K  G+Q ++DAV                 P  E+      G        
Sbjct  252  
EFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDVPAIKGTIPDSEEEVTRESGDDQPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ EI    
T 
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGTLDSGSYVRNSTKDKRERVGRILQMHANSREEI---STV  368



Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++  ++ PK+ A ++++  
AL +
Sbjct  369  
YSGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSVEPKSKADQDKMGVALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP    E +  T + I+S +G + L+++   +  ++K+E  V  P V Y E   
++
Sbjct  429  
LAEEDPTFHTETNEETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVSYRETIRQS  488

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A        +      +  + +  +P   G+G ++E+ V  G + + + N+V 
+GIR  L
Sbjct  489  
AQVEGKFVRQSGGRGQFGHVWVEFSPNEEGAGFEFENAVVGGAVPREYINSVEEGIREAL  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D K     G Y+   S+   F+  A + L  A  +    LLEP +   
+
Sbjct  549  
QNGMVAGYPVIDLKAKLFDGSYHDVDSSEMAFKIAASMALRNAKSKCNPVLLEPLMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VVPEEYMGDVMGDVTARRGRVEGMEARGNAQVVKAFVPLAEMFGYATSLRSRTQGRGTYT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MFFDHYE  675

>WP_009449112.1 elongation factor G [Parvimonas sp. oral taxon 393]
 EGV09252.1 translation elongation factor G [Parvimonas sp. oral 
taxon 393 
str. F0440]
Length=691

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 315/677 (47%), Gaps = 
59/677 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G   +G  + D M  E++RGITI +A 



T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERMLYYTGKIHKIGDTHEGAAQMDWMEQEKERGITICSAATTCV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ +  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDTRINIIDTPGHVDFTVEVERSLRVLDGSVALFDAKSGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEIV-----------
LEEN---  169
             FINK+D  G +    +++++DKL A+ + ++  +    E V           + 
+N   
Sbjct  132  
CFINKMDATGANYYDSIETIKDKLKANPVPVQIPIGAESEFVGVIDLVTMGAIIYKNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  A+ E ++ ++EKY+ GE IS  +L    +R   
+ 
Sbjct  192  
TDIEEIDIPDAYKDKAEEYRQNLLEALAETDEFIMEKYLEGEAISPTELREAIRRATINL  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGS--
AALCGSV  253
            S+ PV  GSA K  G+QPL++A+                    +P+    S         
Sbjct  252  
SINPVLCGSAYKNKGVQPLLNAIVAYMPSPLDIPAIEGVDDNEEPVERHASDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAYPGE  312
            FK+       +  Y R+YSGTL     V  + + +K +I  + +    +    D+   
G+
Sbjct  312  
FKIVADPFVGKLAYFRVYSGTLESGSYVYNSTKGKKERIGRILMMHANKREEVDSVSAGD  371

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +        D L D          E P P++   I PKT A +E++  AL 
+LA+ 
Sbjct  372  
IAAAVGLKDTTTGDTLCDMNSHVILEKMEFPEPVISVAIEPKTKASQEKMSIALHKLAEE  431

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-SH  430
            DP  R   D  T + I+S +G + LE++   L  ++K+E  +  P V Y E   + 
A + 
Sbjct  432  
DPTFRTYTDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVSYRESISQGAEAE  491

Query  431  TIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-  488



              +I +   +  +    + + P   G G ++ + +  G + + +   V+ GI    
+ G 
Sbjct  492  
GKYIRQSGGSGQYGHCKIKIEPQEAGKGFEFVNNIVGGAIPKEYIGPVQKGIEEATQAGV  551

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L G+ V D K+    G Y+   S+   F+    +   QA+ ++   LLEP +   +  
P 
Sbjct  552  
LAGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFRQAVSKAAPVLLEPMMKVEITTPD  611

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            EYL     D       I+    K    V    IP   +  Y TDL   T GR+    
+  
Sbjct  612  
EYLGDVMGDVSSRRGRIQGMNPKNGVHVLDAFIPLAEMFGYATDLRSNTQGRATYSMQFD  671

Query  609  GYQA---AVGQPVIQPR  622
             Y+    A+ + VI  R
Sbjct  672  HYEKVPQAIAEKVIGER  688

>CDB88539.1 yacP-like NYN domain protein [Firmicutes bacterium CAG:
170]
Length=852

 Score = 267 bits (682),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 314/627 (50%), Gaps = 
38/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E++LY SGAI   G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEAMLYRSGAIRSLGRVDHRDAFLDTDALERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +   C V ++DTPGH+DF AE+ R+L VLD A+LV+S   GVQ  T  L+  
LR+  
Sbjct  61   
AMLRLDDCSVTLLDTPGHVDFSAEMERTLQVLDYAVLVVSGTSGVQGHTHTLWQLLRRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--
KQTVSLSPEIVLEENTDIEAWDAV  178
            IPT +F+NK+D  G D ++++  ++ +LS   I     +  LS ++ L            
Sbjct  121  
IPTFLFVNKMDIDGTDREALLHQLKAELSEGCIDFGADSAELSEQLAL------------  168

Query  179  



IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-  237
               +D++ E+Y+    +S E   +   RR    ++FP ++GSA K  G+   +  +
+ L 
Sbjct  169  --LDDEVAERYLESGTVSTEDARQLIARR----
TVFPCWFGSALKLTGVDEFLHGLSELT  222

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             +P   +G  A    VFK+     G R  +L++  G+LR++  ++  G ++ K  +
+R+ 
Sbjct  223  AEPKRPEGFGA---RVFKIARDPQGARLTFLKVTGGSLRVKSLISGDGWQE-
KADQLRVY  278

Query  298  SKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDP--
LPMLRTTIAPKT  354
            S  +   T+TA  G +  +   S     D LG  T       +E P  LP+L   + 
P+ 
Sbjct  279  SGTKFALTETAEAGTVCAVTGLSHTEPGDGLGFETA------
QEAPVLLPVLEYRLVPED  332

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                +     L QLA+ DP L    D+   EI +  +G VQ+E+++ +++E+  ++    
Sbjct  333  
GVSPQEAFLRLRQLAEEDPQLHPVWDARHQEIRMQLMGEVQMEILARVIAERCAMQVTFD  392

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E S++Y E          H E  P   +A + L + P   GSG+++++  S   L 
+S+Q
Sbjct  393  EGSIVYKETIADTVEGVGHYE--
PLRHYAEVHLLLEPGEPGSGLRFDTVCSEDVLARSWQ  450

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +    + G L G  VTD +I    G  +   +   DFR      + Q LK
++ +
Sbjct  451  
RLILTHLMEKTQPGVLTGAPVTDLRITLLSGRAHLKHTEGGDFRQATYRAVRQGLKKARS  510

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTD  592
             LLEP+  F L  PQE   RA  D  +   T E  ++ ++ + +  G    R ++ 
Y  +
Sbjct  511  
ILLEPWYDFRLELPQENTGRAMTDIQRMGGTFEPPEIGENGLTILRGGAAVRLLRGYARE  570

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  YT GR      + GY+    Q  I
Sbjct  571  VTAYTRGRGRLHCTVSGYRPCTEQERI  597

>AAP88028.1 tetracycline resistance protein B, partial [Clostridium 
perfringens]



Length=460

 Score = 257 bits (657),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 151/463 (33%), Positives = 250/463 (54%), Gaps = 
15/463 (3%)

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV--
SLSPEIVLEENTDI-----EAW  175
            T+IF NK+D+ G +   V + ++  +S  ++  Q V    S  + +++  D      
+A 
Sbjct  2    
TIIFXNKLDRIGANFNKVFEEIKKNMSNKVVRLQEVYDVGSKAVYIKKLFDTCIINDDAI  61

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + + ++  LE+YI G    +E++  +     ++ SL+PV+ G+A  GLGI+ L
+D + 
Sbjct  62   
NVLSDLDEAFLERYIGGIEPDKEEIQEKLSLYAREGSLYPVFCGAAAIGLGIEDLLDGIC  121

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEM  294
              F        + L G VFK+E T   +++VY+RL+ G + +RD + +  +E   K
+ ++
Sbjct  122  
SYFPFASNDCESDLSGVVFKIERTSKNEKKVYVRLFGGKISVRDKIQVPNKEIAEKVKKI  181

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIA  351
                 G +V       G+I IL    S ++ DV+G    +   + +   +  P L+ 
TI+
Sbjct  182  NRLENGGVVEAQRIEAGDIGILYGLTSFQVGDVIG----
ISNDKIKNISIANPALKPTIS  237

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                 +   L  ALT  A+ DPLL  E++ I  EI ++  G VQ+E++S++L + Y 
++ 
Sbjct  238  
AIDKEKNPELFKALTLXAEEDPLLELEMNDIDKEIYVNLFGEVQMEILSSMLDDLYGIKV  297

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                   IY E P    +  +H++   NPFWA++GL + P   G G++Y S VS+G 
L +
Sbjct  298  
EFSNIETIYKETPKGFGASIMHMQEDLNPFWATVGLEIEPAGRGEGLRYISNVSVGSLPK  357

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SFQNA+ + +    +QGLFGW VTD K+    G ++SP STPADFR++ P+V  
+AL ++
Sbjct  358  



SFQNAIEEAVIKTSKQGLFGWEVTDVKVTLSCGEFFSPASTPADFRNVTPMVFMEALYKA  417

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
             T LLEP   F L  PQ  LS+A  D     AT +   V  DE
Sbjct  418  QTVLLEPLHEFELKIPQNALSKAVWDLETMRATFDNPIVIGDE  460

>WP_098044260.1 GTP-binding protein [Lactobacillus sp. UMNPBX4]
 PEH05760.1 elongation factor G [Lactobacillus sp. UMNPBX4]
Length=640

 Score = 262 bits (670),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 194/622 (31%), Positives = 307/622 (49%), Gaps = 
50/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI    
Sbjct  1    
MKKITIGILAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTNSLEKKRGITIFLHA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     V ++DTPGH+DF A+   +L VLD AILV+SA DGV + T+ L+  L
++ N
Sbjct  61   
AKLTTKDLDVTLLDTPGHVDFAAQTEETLGVLDYAILVVSATDGVVSYTKALWRLLQRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK D AG+DL+ V+  +++ L    I    +            D + ++ 
+  
Sbjct  121  VPTFIFVNKTDIAGIDLKQVLADIQENLDQGCIDFNKI------------
DDDFYENIAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+ G+ I     V + Q+ V    +FPV++GSA K  GI   +    
GL Q 
Sbjct  169  VDDDLLEKYLDGQAIE----VADIQKLVLQRQVFPVFFGSALKLTGIPEFL---
AGLDQW  221

Query  241  IGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+  S+      FK+ +   G+R  +LR+  G+L+ +   ++ G E  KI ++R  
+ 
Sbjct  222  TKEKAFSSDFKARCFKISHDQKGERLSWLRVLGGSLKAK---SMLGDE--
KINQLRNYNG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +      A  G++V     +  L D     G  T      ++    P+L   + P    
Sbjct  277  AKFNVVPEATTGDVVA----ATGLKDTYPGEGIGTADTHAFFK----



PVLTYRVNPGEHD  328

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E  L AL  L D +P L         EI +  +G +QLE++  LL E++ L    
++ 
Sbjct  329  IPE-
CLKALKVLEDENPQLHVTWSEHLQEIHVQVMGEIQLEILEQLLQERFSLAISFEQG  387

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +++Y E   +P++A  H       P   +A + L + P S  SG+ +E++  L  L 
+++
Sbjct  388  NILYKETITKPIEAVGH-----
FEPLRHYAEVHLLLEPGSENSGIIFENKCDLEVLTKNW  442

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE--  530
            Q+ +   ++     G L G  +TD KI    G      S   DFR      + Q L 
E  
Sbjct  443  
QHQIMTALKSKEHLGVLTGSPITDMKITLIGGKGSLVHSVGGDFREATYRAIRQGLMELK  502

Query  531  --
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +  QLLEP+  F L   Q+ + RA +D  +     +T +   +  +  G  P   
++ 
Sbjct  503  
VRNELQLLEPWYDFHLEVEQDQVGRALNDIQRMHGKFDTPENNGNRTIINGSAPVSEMRD  562

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G+ +    +KGY
Sbjct  563  YATEVRSYTHGQGIFECVVKGY  584

>WP_090003744.1 elongation factor G [Lentzea violacea]
 SDI98965.1 elongation factor G [Lentzea violacea]
Length=661

 Score = 263 bits (671),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 213/659 (32%), Positives = 306/659 (46%), Gaps = 
58/659 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTE +L+A+G+  + G V  GTT TD    ER RGITI AA  
+  
Sbjct  11   
NLGILAHVDAGKTTLTERVLFATGSTHKRGEVHDGTTVTDFDPQERDRGITIFAAAVTCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VN++DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    +  



+P +
Sbjct  71   
WDGHRVNLIDTPGHVDFADEVERSLRVLDGAVAVFDGVAGVEPQSESVWRQADRYGVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
             F+NK+D+AG DL +VV+S+R +L                     D++  + +S      
Sbjct  131  
AFVNKLDRAGADLDTVVESIRTRLHTVPLVVQLPIGVEDGFRGVVDLVRMRALSWDDGMT  190

Query  162  ----PEIVLEENTDIEAW--DAVIENNDKLLEKYIAGEPISRE---
KLVREEQRRVQDAS  212
                PE +L E         +AV E + + LE++ A + +S +   K +R+  RR 
Q   
Sbjct  191  EGPVPETLLAEAQRRRRLLEEAVAELHPEALEEFFA-
QGLSEQTLRKALRDLTRRGQATV  249

Query  213  LFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------GEQG-------
SAALCGSVFKVEY  258
               V  GSA +  G++PL+DAV   L  P+      G  G        A     
VFKV  
Sbjct  250  ---
VLCGSAYRNRGVEPLLDAVIAYLPSPVDVPPVRGVDGQERQPDPDAPFAALVFKVNA  306

Query  259  
TDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-ILP  317
            T  G R  Y+R+YSGTL   DTV + GR +     +R+ +       D A  G+IV 
++ 
Sbjct  307  TATG-RLAYVRVYSGTLHKGDTVLVGGRTERIGRILRVQAD-
RHTPVDQAVAGDIVAVVG  364

Query  318  
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
              S R    L  PT            P++   +  +T+A   RL +AL  L D DP 
LR 
Sbjct  365  
LKSARTGTTLCAPTAPLLLEPAVSADPVVSVAVETRTSADNARLTEALAHLVDEDPSLRF  424

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
              D  T + +LS  G + LEV        +++E  +  P V Y E      +  ++  
V 
Sbjct  425  
GTDPETGQTVLSGQGELHLEVSVEKARTLHRIELTMGRPRVSYRETVGTGVTGFVYRHVK  484

Query  438  PNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNV  494
             +     +A I L   PL   +G ++ S V+ G + Q F  AV  G R  L +G  
G  V
Sbjct  485  QDGGQGQFAHIVLDTEPLE--
TGFEFRSAVTGGRVPQEFVRAVEQGCRDALAEGPLGHPV  542

Query  495  
TDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRA  554



            T  ++    G  +   S+   FR+     L +ALK     LLEP     +  P
+EYL   
Sbjct  543  
TGVRVTLTDGSTHVKDSSEMAFRTAGRFGLREALKAGAMTLLEPIAEVTVTVPEEYLGGV  602

Query  555  
YHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
              D       I  ++ +    V T  +P   +  Y T L   T GR        GY  
A
Sbjct  603  
LGDLATRRGRILGSESRPGATVVTASVPLAEMFGYVTRLRSRTQGRGSFTATPTGYAPA  661

>WP_009263154.1 GTP-binding protein [Lachnospiraceae bacterium 
9_1_43BFAA]
 EGG85710.1 hypothetical protein HMPREF0987_01804 [Lachnospiraceae 
bacterium 
9_1_43BFAA]
Length=912

 Score = 268 bits (685),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 192/618 (31%), Positives = 300/618 (49%), Gaps = 
43/618 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTTL+ES+LY SG I + G V+ G    DT  LER RGITI +     
Sbjct  20   
ICIGLLAHVDAGKTTLSESMLYLSGRIRQQGRVDHGNAYLDTYELERARGITIFSKQAEL  79

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +   KV ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  T  L+  L++  
IP 
Sbjct  80   
VFGELKVTLLDTPGHVDFSAEMERTLRVLDYAILVINGADGVQGHTETLWKLLKQYRIPV  139

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +FINK+DQ G D + +++ +R KLS   I       S E +          + V    
+
Sbjct  140  FLFINKMDQNGTDAEKLLEELRVKLSGSCIRFGEAEDSEEFL----------
ENVAMAEE  189

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            ++LE Y+    I R ++     R +++  +FP Y+GSA K +G++  +    GL     
E
Sbjct  190  QVLETYLEHGTIERGEI----SRLIRERKVFPCYFGSALKNIGVKEFL---
AGLECYAKE  242

Query  244  QGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302



            +      G+ V+K+     G R  YL++  G L++RD +     E+ K++++RI      
Sbjct  243  RSYPEEFGAKVYKIARDPQGNRLTYLKVTGGVLKVRDLIRYQDVEE-
KVSQIRI------  295

Query  303  VRTDTAYPGEI--VILPSDSVRLNDVLGDPTRLPRKRWREDP-------
LPMLRTTIAPK  353
                  Y GE    +    + R+  V G     P +    +P        P+L   
+   
Sbjct  296  ------
YSGEKYDAVQEVRAGRVCAVTGLTKTYPGEGLGAEPPSEGPVLTPVLNYQLILP  349

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L  L QL + DP L    +    EI    +G VQ E++ +++ E+++ 
E   
Sbjct  350  
EGCDTHGMLLKLRQLEEEDPELHIVWNEELGEIHAQLMGEVQTEILQSMIRERFQTEVTF  409

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               +++Y E   + A    H E  P   +A + L + P   GSG+ + +  S   L
++++
Sbjct  410  GPGNIVYKETIKRPAEGVGHFE--
PLRHYAEVHLLLEPGESGSGLVFAADCSEDVLDRNW  467

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G ++TD KI    G  +   +   DFR      + Q 
LK + 
Sbjct  468  
QRLILTHLAEKEHRGVLTGSSITDMKITLVAGRAHLKHTEGGDFRQATYRAVRQGLKSTE  527

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F +  P E++ RA  D  +     +T   + D  V TG  P   ++ 
Y+ +
Sbjct  528  
SVLLEPYYEFRMEIPAEFVGRALTDIQRMAGEFQTPDTEGDFAVITGSAPVSEMRDYQLE  587

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT GR      LKGY
Sbjct  588  VTSYTKGRGRLFCTLKGY  605

>WP_106799300.1 GTP-binding protein [Desulfosporosinus sp. SbF1]
 SPF41355.1 Small GTP-binding domain protein [Desulfosporosinus sp. 
SbF1]
Length=887

 Score = 267 bits (683),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 188/617 (30%), Positives = 306/617 (50%), Gaps = 
34/617 (6%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LE+ RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESILYLSGKIGKLGRVDNKDAYLDTYELEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEIGETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLNMYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G D   ++++++ +L    +  + V           TD   +D 
+  
Sbjct  121  IPVFIFVNKMDQNGTDKDKLMKAMKKQLDEGCLEFEQV----------KTD-
SLYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++ +LE Y+    +   ++    ++ V++  +FP ++GSA K  G++  M  +    
L 
Sbjct  170  CDEMMLETYLETGQVETAQI----
KQAVKERKVFPCFFGSALKLKGVEQFMQGIVKYALI  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                ++  A L    FK+   + G R  +++L  G L+++D +  +  E+ K+ +
+RI S
Sbjct  226  PYYPDEFGAKL----FKITRDEQGNRLTHMKLTGGKLKVKDVLTNSIWEE-
KVNQIRIYS  280

Query  299  KGEIVRTDTAYPGEIVILPSDS-VRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +    +    G +  +   S  R  + LG  + ++ P         P+L   I     
Sbjct  281  GQKFEAVNEIEAGSVFAVTGLSQTRPGEGLGLEEASKTPVLE------
PVLFYQITLPEG  334

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 ++  L QL + +P L    D    EI +  +G VQ+E++ +L+  ++ +  
V   
Sbjct  335  
CDPRVMIPKLRQLEEEEPELHVAWDEQLQEIQVQIMGEVQIEILRSLIQSRFGVPVVFDT  394

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
              ++Y E          H E  P   +A + L +TP  LGSG+Q+E+  S   L+
+S+Q 
Sbjct  395  GRIVYKETITNVVEGVGHFE--
PLRHYAEVHLLLTPGELGSGLQFEAECSEDSLSKSWQR  452



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +     +G L G  +TD KI    G  ++  +   DFR      + Q LKE
+ T 
Sbjct  453  
LILTHLEEKAHKGVLTGSAITDLKITLVSGRAHNKHTEGGDFREATYRAVRQGLKEAKTI  512

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+ +F L  P + + RA  D  K   T E +Q   +  V  G  P   ++ Y+ 
++ 
Sbjct  513  
LLEPFYTFQLELPVKMVGRAMTDLEKMHGTCELSQTNDERAVLVGNAPVITMRNYQQEVV  572

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G       LKGY+
Sbjct  573  AYTKGLGRLFCSLKGYE  589

>WP_057756708.1 elongation factor G [Lactobacillus dextrinicus]
 KRM78765.1 elongation factor EF2 [Lactobacillus dextrinicus DSM 
20335]
Length=697

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 315/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITIQSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+ N+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTMEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASEYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G +    V S+ ++L+A+ +  Q               V +  
+I  E
Sbjct  131  
PRIVFANKMDKIGANFDFSVDSLGERLNANALAIQMPIGAEDDFEGVIDLVEMKADIYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D +++KY+ GE IS  ++    
++



Sbjct  191  DELGTE-
WDTVDVPEEYKEEAEKRRNIMIEKLADIDDDIMDKYLEGEEISIPEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
                  LFPV  GSA K  G+Q ++DAV                   TG    +     
A
Sbjct  250  
GTLALELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNATNPETGEEVELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y+GTL     V  + R+K     ++ +M    + 
EI 
Sbjct  310  
PFASLAFKITTDPFVGRLTFIRVYTGTLESGSYVLNSSRDKRERIGRLVQMHSNQRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         E P P+++ ++ P++ A + 
++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLILESMEVPEPVIQMSVEPQSKADQAKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  R E +  T E +++ +G +QL+V    +  ++ ++  V EP V 
Y E
Sbjct  427  
VAIQKLAEEDPSFRAETNQETGETLIAGMGELQLDVYIDRMKREFNVDAKVGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  +P   G G ++E+ +  G + + +  
+V  G
Sbjct  487  
TFTKTASAQGKFVRQSGGKGQYGDVWVEFSPNEEGKGFEFENAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  
+LEP 
Sbjct  547  
LKESMANGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASMSLRNAAKDAGAVILEPL  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  + +    V    +P   +  Y T L   
T G
Sbjct  607  
MKVDVTVPEEYMGDIIGQITARRGRMEGMEDRGGAKVIHSFVPLSEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R V       Y+A



Sbjct  667  RGVFTMTFDHYEA  679

>WP_003865303.1 GTP-binding protein [Holdemanella biformis]
 EEC89915.1 putative translation elongation factor G [Holdemanella 
biformis 
DSM 3989]
Length=832

 Score = 266 bits (681),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 193/643 (30%), Positives = 308/643 (48%), Gaps = 
55/643 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTT  ES+LY S  I + G V+      D    ER+RGITI 
+  
Sbjct  1    
MKHIVTGILAHVDAGKTTCIESMLYTSKTIRKLGRVDHQDAYLDYDSQERERGITIYSKE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+W   ++ ++DTPGH+DF +E+ RSL VLD AIL+I+ +DG+Q+ T  ++  L
+  N
Sbjct  61   
AHFRWKNSEIYLIDTPGHVDFSSEMERSLQVLDLAILLINGQDGIQSHTSTIWKCLKHYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IFINK+D +    + ++  ++   S++ I  ++     E+ +              
Sbjct  121  
IPTLIFINKMDISYKTKEELMNDLKTHFSSNCIDFKSTDAEDELSML-------------  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ ++  Y+  E I    L    Q+ +     FPV++GSA K  GI+ LMDA+  
L   
Sbjct  168  -NEDIMNHYLETETIDTSLL----
QQAIFKRECFPVFFGSALKIQGIEDLMDAIIDL--S  220

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++        V+K+   D G R  ++++  G L  +D + +      K+ ++R+ 
+  
Sbjct  221  FIKEYPKEFGARVYKISSDDQGNRLTHVKITGGVLNAKDKIGIDE----
KVDQIRLYNGK  276

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +     TAYPG I  L   ++  +   LG  + + +        P+L        A    
Sbjct  277  QFEMVQTAYPGMICALKGLNNYEVGQGLGFESDMTK--------PLL-------
NAYMNY  321



Query  360  RLL-----DALTQ------
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            +LL     DALT       LA  DP L+ E D  T +I L  +G +Q+E++   + 
++ K
Sbjct  322  
QLLLPEGVDALTMMRYCSVLAQEDPQLQIEYDEQTKQIFLRLMGSIQMEILQKEIEKRSK  381

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            ++       V++ E          H E  P   +A + L + PL  G G+ +ES  
S   
Sbjct  382  VKVGFTTGKVLFKETIQNTVIGVGHFE--
PLRHYAEVHLKLEPLPRGKGLVFESNCSNDD  439

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L  ++QN +   ++    +G L G  +TD KI    G  +   +   DFR      
+ Q 
Sbjct  440  
LALNWQNLILTHLKEKQHKGVLTGSPITDIKITLVAGKAHLKHTEGGDFRQATYRAIRQG  499

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LKE+ + LLEPY SF L    +Y+S+A  D      T +  +     V   G+ P 
R + 
Sbjct  500  
LKEAESILLEPYYSFELIIENQYVSKALFDLENKHCTFKIEEDMNSLVHIKGQGPVRELM  559

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
             Y+ D+  YT G+   + EL+ Y     Q  VI+    +S  D
Sbjct  560  DYQKDVIAYTKGKGQFICELEDYHECFDQDKVIEESNYDSEAD  602

>WP_065723259.1 elongation factor G [Stenotrophomonas maltophilia]
 OCK47607.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 263 bits (672),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R



Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGNESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
QWQDGAATTVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRVIDAELLRTAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESEGGDVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPMRLESI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P   G  V +  R+  G + +SF 
NAV 
Sbjct  482  ETPMRAMAGVVGRLVKQTGGQGQFAHVVLDVSPREDGQ-
VVFNDRIVGGVVPRSFINAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538



             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + ++     +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQEGRAEVSGFAPLAQLVGYTTALRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>PHR92397.1 elongation factor G [Robiginitomaculum sp.]
Length=694

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 308/670 (46%), Gaps = 
67/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   +   V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTCTERILYYTGKNHKIAEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K N
+P +
Sbjct  72   
WRGKRLNIIDTPGHVDFTIEVERSLRVLDGAVTLLDANAGVEPQTETVWRQADKYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-VSLSPEI------------
VLEENTD  171
            +FINK+D+ G D  + V+S+R +L A+ +  Q  +    E             V E
+N D
Sbjct  132  
VFINKMDKLGADFYASVESIRKRLGANALEMQLPIGAESEFTGMIDLVKMHAYVWEDNAD  191

Query  172  IEAW----------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            + A                       +AV+E +D L+E Y+ GE  S E+++   +
+   
Sbjct  192  
LGASFDTVDIPADMADKAAEYREKLVEAVVEYDDDLMEAYLEGEEPSNEQIMAIVRKATI  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------



GSAALC  250
               + P++ G+A K  G+QPL+DAV              G     GE+          
L 
Sbjct  252  
AGEIVPIFCGTAFKNKGVQPLLDAVVDYLPSPMDIPAIAGTDMKTGEEITRRAADDEPLS  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FK+          + R+YSG L    T+    +EK  ++  M I    +      
AY
Sbjct  312  
LLAFKIMNDPFVGTLTFCRIYSGVLETGTTLMNTVKEKRERVGRMLIMHSNDRDDIKVAY  371

Query  310  PGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+IV + S       D L D   P  L R  +   P P++  ++ PKT   +E+L   
L
Sbjct  372  AGDIVAIASLKQTTTGDTLADLNHPVILERMEF---
PEPVIEISVEPKTKVDQEKLGLGL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +LA  DP  R   D  + + I++ +G + L+++   L  ++ +E  + +P V Y 
E   
Sbjct  429  
QRLAAEDPSFRVTTDHESGQTIMAGMGELHLDILVDRLRREFGVEANIGQPQVAYRETLI  488

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    +T   +   +  +A + +   PL  GSG+++E+ +  G + + +   V  
GIR
Sbjct  489  GPID-
IDYTHKKQSGGSGQFARVKIRFEPLEAGSGIEFENTIVGGNVPREYIPGVEKGIR  547

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               E GL  G+ V D K     G Y+   S+   F   A     +  KE G 
+LLEP + 
Sbjct  548  
TMAESGLLAGFPVIDFKATLYDGAYHDVDSSVMAFEIAARAAFREVAKEGGAKLLEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       I   +V+         +P   +  Y ++L   + 
GR+
Sbjct  608  
VEVVTPEDYMGDVIGDLSSRRGQISGTEVRGVTTAINAMVPLANMFGYVSNLRSMSQGRA  667

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  668  QFTMTFDHYE  677

>WP_053451742.1 elongation factor G [Exiguobacterium sp. BMC-KP]



 KOP31622.1 elongation factor G [Exiguobacterium sp. BMC-KP]
Length=692

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 194/676 (29%), Positives = 311/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++RD+L A                   D++ ++T     
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRDRLQANAHAIQIPIGAEDEFKGIIDLVEQKTYMYGNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV +  ++L+ KY+ GE I+ ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADLADQAEELRGSLIEAVADYEEELMMKYLEGEEITIDELKAAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             +G+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPIDVKAISGINMDTDEEIVRESSDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y G+I    + +V L D     T    K          P P++   I PKT 
A +



Sbjct  367  --PMVYAGDI----
AAAVGLKDTTTGDTLCAEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VEHGIEEALQNGILAGYPVVDVKASLVFGSYHDVDSNEMAFKVAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_072726381.1 elongation factor G [Tepidibacter thalassicus]
 SHH51124.1 elongation factor G [Tepidibacter thalassicus DSM 15285]
Length=688

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 192/680 (28%), Positives = 314/680 (46%), Gaps = 
65/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVTRKIGETHEGASQMDWMEQEKERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++       
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSENVWRQADNYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE-N  169
             F+NK+D+ G D  +V++ ++D+L A+ +  Q               V ++  I  
++  
Sbjct  132  
AFVNKMDRTGADFFNVIEMMKDRLGANAVAIQIPIGNEDTFTGIVDLVEMNARIYKDDLG  191

Query  170  TDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             DIE                    +AV E +++L+ +Y+ GE IS E+L    ++     
Sbjct  192  
KDIEVTEIPDELKDQAEEYREKLVEAVAETDEELMMRYLEGEEISNEELKAAIRKATIAC  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ------
GSAALCGSV  253
             L PV  GSA K  G+Q L+DAV                 P GE+               
Sbjct  252  
ELNPVLCGSAYKNKGVQLLLDAVIDYMPAPVDIPAIKGVLPDGEEDERHASDDEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  + + K     +I +M   S+ EI      
Y
Sbjct  312  
FKIMADPFVGKLAFFRVYSGVLNGGSYVLNSTKNKKERIGRILQMHANSREEISEV---Y  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L DP         E P P++   I P++ A +E++  
AL +L
Sbjct  369  
AGDIAAAVGLKDTTTGDTLCDPNHPIILESMEFPEPVISVAIEPQSKAAQEKMGIALQKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V  P V Y E   
K  
Sbjct  429  
AEEDPTFRVRTDEETGQTIISGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETITKEV  488

Query  429  S--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +    +      +  + + V P   G+G ++ + +  G + + +   V  GI+  
+E
Sbjct  489  
DVEYKYAKQSGGRGQYGHVKIKVRPREAGAGYEFINSIVGGAIPKEYIGPVDAGIQGAME  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545



             G+  G+ V D ++    G Y+   S+   F+  A +  + A+K++   LLEPY    
+ 
Sbjct  549  
AGVVAGYPVVDVEVELYDGSYHEVDSSEMAFKVAASMAFKDAMKKANAVLLEPYFKVEVV  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P++Y+     D       IE  + +    V    +P   +  Y T L   T GR+    
Sbjct  609  
TPEDYMGDVIGDLNSRRGRIEGMEARAGAQVINAYVPLAEMFGYATTLRSITQGRATYTM  668

Query  606  ELKGYQ---AAVGQPVIQPR  622
                Y+   A V + +I+ +
Sbjct  669  IFDHYEQVPAGVAKKIIEGK  688

>WP_026826915.1 elongation factor G [Exiguobacterium sibiricum]
Length=692

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 194/676 (29%), Positives = 311/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++RD+L A                   D++ K+T     
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRDRLQANAHAIQIPIGAEDEFKGIIDLVEKKTYMYGNDL-  190

Query  166  LEENTDIEA-------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE                     +AV +  ++++ KY+ GE I+ E+L    
++
Sbjct  191  ---
GTDIEEIEGFPAEFAEEAEELRASLIEAVADYEEEMMMKYLEGEEITIEELKAGIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247



                   +PV  GSA K  G+Q ++DAV             TG+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPVDVKAITGINMDTDEEIIRESTDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTATAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 + G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVFAGDI----
AAAVGLKDTTTGDTLCAEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VEHGIEEALQNGILAGYPVVDVKAALVFGSYHDVDSNEMAFKIAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_013274959.1 elongation factor G [Thermosediminibacter oceani]
 ADL06907.1 translation elongation factor 2 (EF-2/EF-G) 



[Thermosediminibacter 
oceani DSM 16646]
Length=688

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 320/671 (48%), Gaps = 
73/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTAVMDWMEQEQERGITITSASTTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYMVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
             ++NK+D  G D  +V++ ++++L A+ +              I   V +   I   
+  
Sbjct  132  
AYVNKMDIMGADFYNVIKQIKERLGANPVPVQIPIGSEDTFRGIVDLVGMKAYIYTNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +++ + N++++EK++ G+ IS  +L    ++   
+ 
Sbjct  192  
TDIQVTEIPDEIRDKAEEYREKMLESLSDVNEEIMEKFLEGQEISEAELKAAIRKACVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
               PV  GS+ +  G+Q L+D             AV G+    GE+              
Sbjct  252  
KAVPVLCGSSYRNKGVQLLLDAIIDYLPSPLDIPAVKGIDPETGEEIERQPSDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  Y R+YSGTL+    V  + + K     +I  M    + E+   
+ A
Sbjct  312  
AFKIMSDPYVGKLTYFRIYSGTLKAGSYVYNSTKNKKERIGRILRMHANHRQEM---EEA  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
              GEIV     +V L D     T    ++       + P P++   I PKT A +E
++  



Sbjct  369  MTGEIVA----
AVGLKDTTTGDTLCAEEKPIVLESMQFPEPVISVAIEPKTKADQEKMGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D  T + I+S +G + LE++   +  ++K++  V +P V 
Y E 
Sbjct  425  
ALQRLAEEDPTFRTYTDQETGQTIISGMGELHLEIIVDRMFREFKVQANVGKPQVAYKET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +KA    I  +      +  + L + PL  G G ++ +++  G + + +  
AV  G
Sbjct  485  IRKAVKAEGKYIR-
QTGGRGQYGHVWLEIEPLEPGKGYEFVNKIVGGVIPKEYIPAVDAG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++A+K++   
LLEP 
Sbjct  544  
VREALQNGVLAGYPVVDVKVTLFDGSYHEVDSSEMAFKIAASMAFKEAMKKAEPVLLEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   
T G
Sbjct  604  
MKVEVTVPEEYMGDVIGDLNSRRGHIEGIEPRSGAQVVRGYVPLAEMFGYATDLRSKTQG  663

Query  600  RSVCLTELKGY  610
            R   + +   Y
Sbjct  664  RGTYVMQFSHY  674

>WP_033579056.1 GTP-binding protein [Bacillus aryabhattai]
Length=653

 Score = 262 bits (670),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 186/647 (29%), Positives = 317/647 (49%), Gaps = 
42/647 (6%)

Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  



L+K
Sbjct  61   
DQGTFSYNGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEA  174
              +P   FINKID+ G D + V+  ++  L+AD+  I    +  SLS E++         
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTADVFDITSDLIDGSLSEELI---------  171

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             + + E +++LL+ ++ G+   +       Q+ +Q   +FP   GSA + +GI+  
++ +
Sbjct  172  -EFIAEKDEELLDAFMEGKN-
DQAYWKAAMQKLIQANQIFPCACGSALQDIGIESFLEKL  229

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---KI  291
              L +    Q   A  G V+K+ + + G R  +++  SGTL++RD VA     +L   
KI
Sbjct  230  DLLSETHYSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKI  288

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT--  348
            T++R  +       +    GE+  +    S  + D LG    L   R  E  LP L
++  
Sbjct  289  TQIRAYNGSTFKNVNEGSAGELFAVTGLTSASVGDGLG---TLKESRSYE-
LLPTLKSKV  344

Query  349  ----
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                ++ PK   +  +LLDA       DP L    +    E+ +  +G +QLEV+  
L+ 
Sbjct  345  VFEPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERAQELHIHVMGAIQLEVLEKLIK  398

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+  
Sbjct  399  ERFNINVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENAC  456

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
                L+  +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      
Sbjct  457  
HADDLSVGYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCTGRAHNKHTSGGDFREATYRA  516

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L Q L+++ + +LEPY  F +    + + R   D        ++    +++ + TG



++P 
Sbjct  517  
LRQGLEKAKSIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPV  576

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                 Y + LA +T+G+        GY+     + VI+  R N   D
Sbjct  577  ATFMNYGSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>PIP21698.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG23_combo_of_CG06-09_8_20_14_all_40_13]
Length=700

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 190/679 (28%), Positives = 310/679 (46%), Gaps = 
76/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +LY +G   + G V +GT   D M  ER+RGITI 
AA T
Sbjct  9    
QIRNIGIIAHIDAGKTTVTERVLYYTGKTYKIGEVHEGTAVMDWMAQERERGITITAAAT  68

Query  62   SFQWH------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            +  W       + ++NI+DTPGH+DF AEV RSL VLDGA++V     GV+ Q+  
++H 
Sbjct  69   
TSFWSTKLQPAKYQINIIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSETVWHQ  128

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
              K N+P + FINK+D+ G D +  + S+ ++L+A                   D+
+  +
Sbjct  129  
ADKFNVPRICFINKLDRIGADFEKSLNSILERLTARAVAMQIPIGLEERFEGIIDLLKNK  188

Query  157  TVSLS---------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
             +  +          EI  E   ++  W     + ++E +D+LL KY++GE I  E 
L++
Sbjct  189  
EIRWTNEDGSKYDEKEISAERKAEVAKWRSKSIEKIVEQDDQLLHKYLSGENIEYEDLIK  248

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIG-------------------  242
              +       + PV+ GSA K  G+Q L+DAV      PI                    
Sbjct  249  
ILRTATISGKIVPVFCGSALKNKGVQLLLDAVVHFLPSPIDIPPVKGYAPDNSETELERK  308

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPS  298



               +  LC   FK+          + R+YSG L+    LR++         +I  M    
Sbjct  309  
ADHNEPLCALAFKIASDPFVGTLTFFRVYSGVLKTGTALRNSTRAESERIGRIVRMHAQH  368

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            + E+           V L + S    D L DP           P P++   I PKT 
A  
Sbjct  369  REELTEVCAGDIAAAVGLKNTST--
GDTLCDPMHQIVLEALSFPDPVISVAIEPKTKADL  426

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA  DP  + + D  T + I+S +G + LE++   +  ++ ++  V 
+P V
Sbjct  427  
EKMGIALNKLAQEDPTFKTKTDIQTSQTIISGMGELHLEIIVDRMKREFNVQVAVGKPEV  486

Query  419  IYMERPLKAASHTIHIE------
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             Y E      + T  +E            +  + L + PL  G+G ++ +++  G 
+   
Sbjct  487  AYKE----
TINKTCEVEGKYIRQTGGRGQYGHVRLKLEPLEKGAGFEFVNKIKGGKIPAE  542

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +   V  G++  +E+G L G+ + D +     G Y+   S+   F++   I L+   
+++
Sbjct  543  
YIPWVEKGVKNAMEKGVLAGYPMVDIRSTLFDGSYHEVDSSNIAFQNAGRIALQDGARKA  602

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +   +E++     D     A I     +    V   E+P   +  
Y T
Sbjct  603  
DPTLLEPIMRLEVIVWEEFMGDVLGDLNSKRAKILNMTDRGKNKVIDSEVPLAEMFDYAT  662

Query  592  DLAFYTNGRSVCLTELKGY  610
             L   T+GR+    E   Y
Sbjct  663  ILRSLTSGRASFTMEFSHY  681

>OQX75958.1 hypothetical protein B6D64_10735, partial [Bacteroidetes 
bacterium 
4484_276]
Length=581

 Score = 260 bits (665),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 179/577 (31%), Positives = 286/577 (50%), Gaps = 
28/577 (5%)



Query  80   
DFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQS  139
            DF +EV RSL VLDGAILV+SA + VQA T  L+ AL++M +PT+IFINK+D+ G 
D ++
Sbjct  1    
DFSSEVERSLRVLDGAILVVSAVEAVQAHTYTLWDALQEMKVPTLIFINKLDRHGADFEN  60

Query  140  VVQSVRDKLSADII-IKQTV-------SLSPEIVLEENTDIEAW-DAVIEN----
NDKLL  186
            V+    ++L A++  + Q V       +++P      N  + +  +  IEN    +
+++L
Sbjct  61   
VLSEFANELHANVFPLDQPVEEGSNNANINPLWGKNNNEALTSLQELAIENLAGLDEEVL  120

Query  187  
EKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS  246
            E+Y+ G+ ++ + +  + +        FPV  G AK G+G++ L+D V G + P  
+   
Sbjct  121  ERYLEGDSLTDDFIFEKLKSYTSKNKAFPVLCGVAKNGIGMETLLDVVVG-
YLPAAKASG  179

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-
LAGREKLKITEMRIPSKGEIVRT  305
              L   V+K+E      R  ++RL+ G LR RD V   + + + K+  +     G
+I   
Sbjct  180  
GELSALVYKIESHPKHGRLAHVRLFGGGLRNRDLVKNFSQKTEAKVARVMKHIAGKIKDI  239

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D    G+  IL    +V   D+LG P  +P     +  +P L T + P +  Q   
L +A
Sbjct  240  DVLRCGDTGILTGMQNVVAGDILGQPNDIPGPSALQ--
IPFLTTRVKPVSDDQYIALAEA  297

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L QL   DP L  +      E+ L  +G++Q+EV+ +++  ++ ++ V ++P VIY 
E P
Sbjct  298  
LAQLDLEDPNLDFKWYKSEKELHLKLMGKIQMEVLQSMIKSRFDVDVVFEKPIVIYKETP  357

Query  425  LK----
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                   AS+T+     P P WA +   + P   GSG+QY+S VS+  ++Q +QN 
+   
Sbjct  358  GGIADGHASYTM-----
PKPCWAVLRFKIEPGERGSGIQYKSEVSVDRIHQKYQNEIEQA  412

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            I   L+QG+ GW VTD KI    G  +   S P DF    P+ L  AL  SGT 
LLEP +
Sbjct  413  



IPKALQQGIKGWEVTDIKITLIDGEDHVVHSRPGDFIIAVPMALMDALTNSGTSLLEPMM  472

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A +E+      D     A     +         G +PA     Y   L   
T G+
Sbjct  473  
HFEIKAGEEHFGNISGDLHAMRAEFANPEFDIARFTLHGTVPASTSMDYSIRLNSLTGGK  532

Query  601  SVCLTELKGYQAAVG-QPVIQPRRPNSRLDKVRHMFQ  636
                    GY+     Q   +P R  + +D+ R +  
Sbjct  533  GKLRLSFAGYKPCPDEQGQTRPYRGVNPMDRSRWILH  569

>WP_024726337.1 GTP-binding protein [[Clostridium] bolteae]
Length=923

 Score = 268 bits (685),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 195/638 (31%), Positives = 311/638 (49%), Gaps = 
69/638 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI 
+  
Sbjct  14   
MKSMVLGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNRDAFLDTYALERARGITIFSKQ  73

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L 
K  
Sbjct  74   
AALTWEGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYR  133

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +F+NK+DQ G D +  ++ ++ +L    AD     T        + + T       
Sbjct  134  
IPVFLFVNKMDQPGTDREQRMRELQKRLDDGCADFAGAGTEEFREHAAMCDET-------  186

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                   LLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+  
+   
Sbjct  187  -------LLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLGGIRRW  235

Query  238  -
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------LK  290
               P   Q   A    V+K+   D G R  +L++  G+L+++  ++    EK       
K
Sbjct  236  AMVPNYPQEFEA---



KVYKISRDDQGNRLTHLKITGGSLKVKGIISGGNTEKPSETWQEK  292

Query  291  ITEMRIPS--KGEIVRTDTA------------YPGEIVILPSDSV--
RLNDVLGDPTRLP  334
            + ++R+ S  + E V    A            YPG+ +    DS+   L  VL    
+LP
Sbjct  293  
VNQIRVYSGDRYETVAEAEAGTICAVSGLTRTYPGQGLGAGQDSMVPVLEPVLNYQVKLP  352

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                    LP  R                   QL + DPLLR   +    EI +  
+G V
Sbjct  353  EGCDGAVMLPKFR-------------------
QLEEEDPLLRVVWNEELKEISMQLMGEV  393

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+EV+ +L+ E++ ++      +++Y E          H E  P   +A + L + 
P   
Sbjct  394  QIEVLKSLIEERFGIQVEFGTGNIVYKETISGTVEGVGHFE--
PLRHYAEVHLLMEPGER  451

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            GSG+Q+E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  
+  
Sbjct  452  
GSGLQFETRCSEDDLDRNWQRLVLTHLEERVHRGVLTGAAITDMKITLVAGRAHNKHTEG  511

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR      L Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + 
++ 
Sbjct  512  
GDFRQATYRALRQGLMEASCILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQG  571

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            + V TG+ P   ++ Y++++  YT G+      LKGY+
Sbjct  572  QAVLTGQAPVAAMRGYQSEVISYTRGQGRLACTLKGYE  609

>WP_057737822.1 elongation factor G [Lactobacillus uvarum]
 KRL36877.1 elongation factor G [Lactobacillus uvarum DSM 19971]
Length=697

 Score = 263 bits (673),  Expect = 4e-75, Method: Compositional 
matrix adjust.
 Identities = 186/668 (28%), Positives = 320/668 (48%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 



T+ Q
Sbjct  14   
NIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      +
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYSVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI------  172
            +F+NK+D+ G +    V +++D+L A+ + I+  +           ++E   DI      
Sbjct  134  
VFVNKMDKIGANFDYSVSTIKDRLQANAVAIQMPIGAEDNFEGVIDLIEMKADIYDEDEL  193

Query  173  -EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
               WD                 A+IE+    ++ L+EKY+ GE IS +++    ++   
+
Sbjct  194  
GSKWDTVDIPDEYKEEAQKRREAMIESIADVDEGLMEKYLEGEEISNDEIKAAIRKATLN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------LCG  251
              L+PV  GSA K  G+Q ++DAV   L  P+  +   A                    
G
Sbjct  254  
LDLYPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATDPDTDEEVELVAGDDKPFAG  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTFFRVYAGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIPEV--  371

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D          E P P+++ +I P T A ++++  
AL 
Sbjct  372  -
FAGDIAAAIGLKDTTTGDSLTDIKHPLILESMEFPDPVIQVSIEPNTKADQDKMDVALQ  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V Y E   
K
Sbjct  431  
KLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFKVEAKVGAPQVAYRETFTK  490

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              S       +      +  + +  TP   G+G ++E+ +  G + + +  +V  G



++  
Sbjct  491  
QVSAQGKFVRQSGGKGQYGDVWVEFTPNDEGAGFEFENAIVGGVVPREYIPSVEQGLKES  550

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  +LEP 
+   
Sbjct  551  
MKNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLSLRNASKKAGAVILEPIMKVE  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + AP++YL             +E  + + +  V    +P   +  Y T L   T 
GR   
Sbjct  611  
IVAPEDYLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLAEMFGYATTLRSATQGRGTF  670

Query  604  LTELKGYQ  611
               +  Y+
Sbjct  671  TMTMDHYE  678

>WP_072969619.1 elongation factor G [Thermoanaerobacter uzonensis]
 SHF37306.1 translation elongation factor 2 (EF-2/EF-G) 
[Thermoanaerobacter 
uzonensis DSM 18761]
Length=689

 Score = 263 bits (673),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 319/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188



Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E ++ +LEKY+ GE I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPVDLPPVKGMALGTGEEIERKADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + E
+   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLNAGSYVLNSTKGKKERIGRILQMHANHRQEM---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          + P P++   I PKT A +E+
+  A
Sbjct  366  
EAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P V Y 
E  
Sbjct  426  
LLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  AV  
G+
Sbjct  486  TKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LLEP +
Sbjct  545  
QEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  



KVEVVVPEEYMGDIIGDINSRRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFHHYE  675

>WP_102412536.1 GTP-binding protein [Clostridiales bacterium 
Marseille-P2846]
Length=663

 Score = 263 bits (671),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 187/612 (31%), Positives = 287/612 (47%), Gaps = 
19/612 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IGILAHVDAGKTTL+E +LY +G +  PG V+      D   LER+RGITI +    
F 
Sbjct  4    
TIGILAHVDAGKTTLSEQILYLAGVLRAPGRVDHQDAFMDADALERRRGITIFSGQAVFA  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +  ++DTPGH DF AE+ R+L VLD AILV+S  +GVQ+ T  ++   R+  
+P  
Sbjct  64   
LGENQYTLLDTPGHADFSAEMERALQVLDAAILVVSCVEGVQSHTETVWRLARQAGLPVF  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
             F+NK D+ G D++  +  +R +L+ D ++    +           +I A D      
+ 
Sbjct  124  
FFLNKTDREGADVRRTLDGIRARLTGDCVLLDAGAAEGSFAPAAKEEIAARD------EA  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+AG   S E  +R  +       LFP + G+A +G G++ L+  +  L +    
Q
Sbjct  178  LLEGYLAGT-
ASSEDFLRAARLETAQRQLFPAFAGAALRGEGVRELLYGLDALLKDAAPQ  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMRIPSKG  300
              A     VF+V     G R V++++ SG L ++D VA   R     + K+ E+R+ 
S  
Sbjct  237  
LDAPFAARVFRVRRDAQGARVVHMKVLSGALCVKDEVASLTRAGEAVREKVHELRVYSGD  296

Query  301  EIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +         G++V        L  D +G    L R     D  PMLR  +       



++
Sbjct  297  KYRVVQRTQAGDVVAATGLETPLPGDRIGGAPALSRF----
DTRPMLRARVLFSPPLSKD  352

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L AL  L   DP L    D  + ++ +S +G +QLEV++ LL  ++++     +  
++
Sbjct  353  
AVLSALRLLEQEDPALSVGADPDSGDLEVSVMGPIQLEVLTELLEARFRMRVGFGQSRIL  412

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YME     A  T H E  P   +A + L +TP   GSGV ++S   +  L  ++Q  
V  
Sbjct  413  YMETIADEAIGTGHYE--
PLRHYAEVRLRLTPGPRGSGVTFDSVCPVDLLALNWQRLVHT  470

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +     +G L G  +TD ++    G  +   +   DFR      + Q L  + + 
LLEP
Sbjct  471  
HVMERTHRGVLTGAPLTDVRVTLLTGRAHLKHTEGGDFREATYRAIRQGLMGARSVLLEP  530

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
               F L AP+E L R   D  +  A  +        V  +G  PA     Y  +    
T 
Sbjct  531  
VCRFTLTAPEESLGRILSDLTRLRADFDAPVSAGGLVALSGLCPAATFLQYPPEFTAATR  590

Query  599  GRSVCLTELKGY  610
            GR      L  Y
Sbjct  591  GRGAVSFALSHY  602

>WP_103107982.1 GTP-binding protein [Brevibacillus reuszeri]
Length=651

 Score = 262 bits (670),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 184/637 (29%), Positives = 306/637 (48%), Gaps = 
24/637 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHDIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



                +      ++DTPGH+DF +E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVMNYKGDVYYLIDTPGHVDFSSEMERAMGVMDYAIVIVSAVEGVQGHTETVWQLLRKHR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT  FINK D+ G D    ++ +R +L+ D +   T S +  I+ EE  ++ A     
E
Sbjct  121  IPTFFFINKTDRTGADANRTMEEIRRQLTGD-
VCSITESFAGGIIGEELREMLA-----E  174

Query  181  NNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             ++ LLE ++ G  +PI     ++E    +++  LFP  YGSA +  G+   +D +  
L 
Sbjct  175  RDESLLEAFLEGMDDPIFWLGALQE---
NIREGRLFPCAYGSALQDEGVAEFLDQLH-LL  230

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKLKITEMR  295
                 + +A   G ++K+ Y   G R+ +++  SGTL++RD +   +   R + 
KIT++ 
Sbjct  231  
TTASYEETAPFGGRIYKIRYAANGLRQTFIKALSGTLKVRDLLRYESGENRYEEKITQIL  290

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKT  354
              +  +    +    G++  +    V L++   G        ++  +  P L++ +   
+
Sbjct  291  SVNGSKTQSVEQVAAGDLFAV----
VGLSEAEAGQGVGQYADKFAYETEPTLQSKVQFDS  346

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            +   +++L A   L   DP L    +    EI +  +G +QLEV+  ++ E++       
Sbjct  347  
SLHVQQVLGAFRILNAEDPSLNLVWEENLQEIHIRVMGLIQLEVLEQIVQERFGFAVSFG  406

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +P ++Y E    A +   H E  P   +A + L + P   GSG+ + S      L+ 
++Q
Sbjct  407  QPEILYKETIRSAVTGYGHFE--
PLRHYAEVHLLLEPGDRGSGIHFASVCHPDDLSYNYQ  464

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N V   +      GL  G  +TD KI    G  +   +   DFR  A   L Q L+
++  
Sbjct  465  
NLVGSHLYEREHHGLLTGMPITDMKITLVKGAAHKEHTHGGDFREAAFRALRQGLEKADN  524

Query  534  



QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  F +    E + R   D  ++  T E  Q      V TG +P      Y 
T+ 
Sbjct  525  
ILLEPYYDFKIKVGIEQIGRVLSDIQRFAGTFEPPQTSDTHAVITGRVPVSTFMNYSTEF  584

Query  594  AFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
            A +T+GR        GY      + VI+ +  N   D
Sbjct  585  ASFTHGRGSIRCVFGGYDLCHNAEEVIERKGYNKDAD  621

>OQY51919.1 elongation factor G [Desulfobacteraceae bacterium 
4572_89]
Length=677

 Score = 263 bits (672),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 203/674 (30%), Positives = 318/674 (47%), Gaps = 
73/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT
Sbjct  9    
KIRNIGIMAHIDAGKTTVTERILYYTGKSYKIGEVHNGEAVMDWMQDEQDRGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W++  + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
+ ++
Sbjct  69   
TCEWNQSLIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYSV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    V S+ +KL A                   D+I  Q +    
Sbjct  129  
PRMAFINKMDRTGADFFWAVDSMIEKLGANPVMIQVPMGAEDNFTGVIDLIDMQQICWDD  188

Query  163  EIVLEENT----DIEAWDAVIENNDKLL-----------
EKYIAGEPISREKLVREEQRR  207
            E +  E T    D E  D  +E  +KLL           EKYI+ E I+R+ L++  
+  
Sbjct  189  
ESLGAEYTTRDIDPEFEDLALEYREKLLEDISEQDDGIMEKYISEEEITRQDLLKAIREA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------------------
IGEQGSA  247
                 + PV  GSA K  G+QPL++A+  LF P                    +  
+ + 
Sbjct  249  TIARKIVPVLCGSALKNKGVQPLLNAIE-
LFLPSPKDVPPVRGVHPDTEEELELLPEKNG  307



Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L   +FKV   + G++  + R+YSG +     V    L  +EKL +I +M    +    
Sbjct  308  PLAALIFKVSMIE-
GRKLSFARIYSGKIEAGSEVFNPILNKKEKLSRILKMHANKRE---  363

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            R + A  G+IV I+        + L     P  L +  + +   P++   I PKT 
A +E
Sbjct  364  RLNEASAGDIVGIVGLKDSGTGETLCSQDYPILLEKMEYED---
PVISIAIEPKTHADQE  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L + L +    DP L+   D  T + ILS +G + LE++ + + +++K    V  
P V+
Sbjct  421  
KLDNVLEKFTIEDPTLKVSKDDETGQTILSGMGELHLEIIISRMLKEFKTNVNVGNPQVV  480

Query  420  YMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  +  A        E+     +A++ +S+ PL  G GV + SR +   +   + 
+A+
Sbjct  481  
YREVVISPARGEAVFEKEIMGKEHYANVVISLLPLERGEGVTFISRATDDQIQDQYVDAI  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GIR  LE G   G+ + D  I  E G +    S+   F   A +  + ALK++   
LL
Sbjct  541  
EKGIRESLEGGFLKGYPLVDVGIVLEGGGHEEGKSSELAFSVCASMACKNALKDAKLALL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   ++ P  Y+  A  D       +E+   K +  V    +P   +  Y T 
L   
Sbjct  601  
EPIMDVEVFVPDTYMGDAISDLNSRGGKVESINPKANIQVIHAVVPLAKMFGYSTALRSA  660

Query  597  TNGRSVCLTELKGY  610
            T GR     +   +
Sbjct  661  TQGRGTFTMQFSSF  674

>AED99117.1 tetracycline resistance protein, partial [Streptococcus 
pyogenes]
Length=144

 Score = 246 bits (627),  Expect = 5e-75, Method: Composition-based 
stats.
 Identities = 117/144 (81%), Positives = 128/144 (89%), Gaps = 0/144 
(0%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSV  144
            IPT+ FINKIDQ G+DL +V Q +
Sbjct  121  IPTIFFINKIDQNGIDLSTVYQDI  144

>WP_057717990.1 elongation factor G [Lactobacillus taiwanensis]
 KRN00718.1 elongation factor G [Lactobacillus taiwanensis DSM 
21401]
 OYR87666.1 elongation factor G [Lactobacillus taiwanensis]
 OYR90161.1 elongation factor G [Lactobacillus taiwanensis]
 OYR94071.1 elongation factor G [Lactobacillus taiwanensis]
 OYR95994.1 elongation factor G [Lactobacillus taiwanensis]
 OYR97976.1 elongation factor G [Lactobacillus taiwanensis]
 OYR99689.1 elongation factor G [Lactobacillus taiwanensis]
 OYS02929.1 elongation factor G [Lactobacillus taiwanensis]
 OYS04560.1 elongation factor G [Lactobacillus taiwanensis]
 OYS15938.1 elongation factor G [Lactobacillus taiwanensis]
 OYS19647.1 elongation factor G [Lactobacillus taiwanensis]
 OYS19828.1 elongation factor G [Lactobacillus taiwanensis]
 OYS20222.1 elongation factor G [Lactobacillus taiwanensis]
 OYS23975.1 elongation factor G [Lactobacillus taiwanensis]
 OYS24530.1 elongation factor G [Lactobacillus taiwanensis]
 OYS25230.1 elongation factor G [Lactobacillus taiwanensis]
 OYS29049.1 elongation factor G [Lactobacillus taiwanensis]
 OYS29265.1 elongation factor G [Lactobacillus taiwanensis]
 OYS31239.1 elongation factor G [Lactobacillus taiwanensis]
 OYS35113.1 elongation factor G [Lactobacillus taiwanensis]
 OYS35365.1 elongation factor G [Lactobacillus taiwanensis]
 OYS35759.1 elongation factor G [Lactobacillus taiwanensis]
 OYS38176.1 elongation factor G [Lactobacillus taiwanensis]
 OYS40919.1 elongation factor G [Lactobacillus taiwanensis]
 OYS42106.1 elongation factor G [Lactobacillus taiwanensis]
 OYS44227.1 elongation factor G [Lactobacillus taiwanensis]
Length=698

 Score = 263 bits (673),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAQAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDGIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVIDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNARERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  



ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGYEFEDAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAASKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_026834302.1 elongation factor G [Exiguobacterium undae]
 OAN10057.1 elongation factor G [Exiguobacterium undae]
Length=692

 Score = 263 bits (673),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 194/676 (29%), Positives = 311/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++RD+L A                   D++ K+T     



++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRDRLQANAHAIQIPIGAEDEFKGIIDLVEKKTYMYGNDL-  190

Query  166  LEENTDIEAW-------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE                     +AV +  ++++ KY+ GE I+ E+L    
++
Sbjct  191  ---
GTDIEETEGFPAEFAEEAEELRASLIEAVADYEEEMMMKYLEGEEITIEELKAGIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             TG+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPVDVKAITGINMDTDEEIVRESTDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 + G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVFAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VEHGIEEALQNGILAGYPVVDVKAALVFGSYHDVDSNEMAFKIAASMAVKQLKDKSGAVI  600

Query  536  



LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_043662060.1 GTP-binding protein [Clostridium butyricum]
 KHD16564.1 elongation factor G [Clostridium butyricum]
 PPV14260.1 elongation factor G [Clostridium butyricum]
Length=658

 Score = 262 bits (670),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 179/634 (28%), Positives = 305/634 (48%), Gaps = 
21/634 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIIDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D + V+  ++ +L+ +I     +    +  ++ N   E  + + E 
+D+L
Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHVDFND--
ELIEFITEQDDEL  182

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM---
DAVTGLFQPIG  242
            LE+Y  G     E   R+ +  +++  +FP + G A +  GI   +   D +T       
Sbjct  183  LEQYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDCA  241

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPS  298
            E  +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ 
+RI +
Sbjct  242  E--
NEKFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYN  299



Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +    D    G+I  +L        D +G+     R++   + +P L + +    
+  
Sbjct  300  GSKFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYN  355

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
Sbjct  356  
IKDVLGYFRILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCE  415

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E   K      H E  P   +A + + + P    SG+ +E+R  +  L+ 
+FQ  +
Sbjct  416  ILYKETIKKETIGCGHFE--
PLRHYAEVIIKIEPTERNSGISFETRCHVDDLSINFQKLI  473

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LL
Sbjct  474  
KSHIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILL  533

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F +   QE++ R   D  +   T E     + +V+  G  P      Y  +
+A +
Sbjct  534  
EPYYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGRGPVSTFMDYTMEIAAF  593

Query  597  TNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            T G+ +      GY        VI+ R  N   D
Sbjct  594  TRGKGIVNLIYDGYDVCHNSDEVIKRRDYNKNAD  627

>KRN09665.1 elongation factor G [Lactobacillus mali KCTC 3596 = DSM 
20444]
Length=704

 Score = 263 bits (673),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 187/668 (28%), Positives = 314/668 (47%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  21   



NIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  80

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+P +
Sbjct  81   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYAVPRI  140

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI------  172
            +F NK+D+ G +    V +++D+L A+ + I+  +    E      +LE   DI      
Sbjct  141  
VFANKMDKIGANFDYSVSTIKDRLQANAVAIQMPIGAEDEFQGVIDLLEMKADIYDEDEL  200

Query  173  -EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
               WD                     A+ + ++ ++EKY+ GE IS  +L    ++   
+
Sbjct  201  
GSKWDTVDIPDDYKEEAQKRRDAMIEAIADVDEGIMEKYLEGEEISVAELKAAIRKATLN  260

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------LCG  251
              LFPV  GSA K  G+Q ++DAV   L  P+  +   A                    
G
Sbjct  261  
LELFPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATDPETDEEVELVAGDDKPFAG  320

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + EI     
Sbjct  321  
LAFKIATDPFVGRLTFFRVYAGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIAEV--  378

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D          E P P+++ +I P T A ++++  
AL 
Sbjct  379  -
FSGDIAAAIGLKDTTTGDSLTDIKHPLILESMEFPDPVIQVSIEPNTKADQDKMDVALQ  437

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V Y E   
K
Sbjct  438  
KLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFKVEAKVGAPQVAYRETFTK  497

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              S       +      +  + +  TP   G G ++E+ +  G + + +  +V  G
+R  
Sbjct  498  



QVSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGLRES  557

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  +LEP 
+   
Sbjct  558  
MKNGVLAGYQLIDVKAKLYDGSYHDVDSSEAAFKVAASLALRNASKSAGAVILEPIMRVE  617

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + AP++YL             +E  + + +  V    +P   +  Y T L   T 
GR   
Sbjct  618  
IVAPEDYLGDVMGHVNARRGRVEGMEARGNAQVVKAFVPLAEMFGYATTLRSATQGRGTF  677

Query  604  LTELKGYQ  611
               +  Y+
Sbjct  678  TMTMDHYE  685

>WP_108534903.1 elongation factor G [Paenibacillus elgii]
 PUA34998.1 elongation factor G [Paenibacillus elgii]
Length=691

 Score = 263 bits (672),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 320/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRLHKIGEVHEGGATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTV--------  158
             ++NK+D  G D    VQ +RDKL A+ +                  ++Q          
Sbjct  132  
AYVNKMDIIGADFLGAVQQMRDKLGANAVAIQLPIGAESDFRGIIDLVEQVAYIYKDDLG  191

Query  159  -----SLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 S  PE   E  E    E  + V E +++L  KY+ GE I+ E++    ++ 
V + 



Sbjct  192  
KDVEQSEIPEEYKERVEELRTELIEKVAELDEELTMKYLEGEEITVEEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+         E GS  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVVAYLPSPLDVPDIKGTLEDGSEVVRKSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGILNSGSYVVNATKGKRERIGRILQMHANSRQEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++   + PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIELAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R + +  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LAKLAEEDPTFRAKTNEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +    +   PL  G+G Q+ES++  G + + +   ++ 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQYGHCWVEFQPLEPGTGFQFESKIVGGAIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G++ G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAAEKCRPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDTRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E+  Y+
Sbjct  665  VYSMEISHYE  674



>WP_041895779.1 GTP-binding protein [Clostridium beijerinckii]
 AJG98482.1 elongation factor G [Clostridium beijerinckii]
 AQS04359.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
 OOM32454.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
 OOM39287.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
Length=678

 Score = 263 bits (671),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 187/652 (29%), Positives = 316/652 (48%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSIANRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF AE+ RS+ ++D AI++IS  +G+Q  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSAEMERSIEIMDYAIIIISGVEGLQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   VV+ ++  LS+D   I        +   EE  DI  +D        
Sbjct  125  FINKLDRTGADKDRVVREIKRDLSSDACYIDNNFIYDSK---
EEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND+LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDELLEKYIEG-
NYDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKL---  289
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G   +
+L   
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKIREEVSYGGEFVKELDHV  299

Query  290  ---------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +  +    D    G++  +   S  +  D +GD   L  



K   
Sbjct  300  QDNSNEITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSKVIFDKNCNARE-
ILRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   + +    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFGLVVDFGKCQIIYKETIAEESIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ + 
+V+  
Sbjct  534  
ATFRALRQGLEKAYNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLESKVIVN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>KUK96311.1 Elongation factor G [Anaerolineaceae bacterium 46_22]
Length=692

 Score = 263 bits (672),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 195/679 (29%), Positives = 321/679 (47%), Gaps = 
68/679 (10%)

Query  5    NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAVTSF  63
            NIGI+AH+DAGKTT TE +L+ +G     GSV+ GTT TD M  ER+RGITI  
AAVT+F
Sbjct  14   
NIGIIAHIDAGKTTTTERILFYTGKTYRLGSVDDGTTVTDWMEQERERGITIVSAAVTTF  73



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   K+N++DTPGH+DF AEV RSL VLDG ++V  +  GV+ Q+  ++    +  
+P 
Sbjct  74   -
WKDYKINLIDTPGHIDFTAEVQRSLRVLDGGVVVFDSVQGVEPQSETVWRQADRYTVPR  132

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEI  164
            + F NK+D+ G   +  + S+ D+L A                   D++ +Q +    
E+
Sbjct  133  
ICFANKMDRVGASYERTLASIEDRLGANPLGMQVPIGREEDFVGVVDLLTEQAIFFEDEL  192

Query  165  --------VLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                    + E   DI      E  + + E +D L  KY+ G+ ++ +++    ++ 
V +
Sbjct  193  
GSQPRYGEIPENLVDIVKERRVELVERIAELDDDLTMKYLEGKTLTLDEMKSVLRKAVLE  252

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE-------
QGSAALCG  251
              ++PVY GS+ K  G+QPL+DAV                QP  +       +  A 
+  
Sbjct  253  
NKVYPVYCGSSLKNKGVQPLLDAVIDYLPSPLDVPHVVGIQPSTDEEVSRPPEDDAPMSA  312

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
             VFK+       R  Y+R+YSG ++   T     ++K     ++  M    + ++   
D 
Sbjct  313  
LVFKIVTDPYVGRLAYIRVYSGKIKKGSTYQNTSQDKKERVGRLLRMYADHREDV---DE  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
              PG+I  IL        D L DP+          P P++   I PKT A ++++  
AL 
Sbjct  370  
LGPGDIGAILGLKQSYTGDTLSDPSNHIILETISFPEPVISVAIEPKTLADQDKMGIALQ  429

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
            +LA+ DP  +   D  T + I+S +G + L+++   +  ++K++  V  P V Y E   
R
Sbjct  430  
KLAEEDPTFKVRQDEDTGQTIISGMGELHLDILVDRMLREFKVQANVGNPRVAYHETITR  489

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +  A +    +   +  +  + L + PL  GSG  ++  +  G + Q F  AV  
G++ 
Sbjct  490  



TVPEAEYKFVKQTGGHGQYGHVVLRIEPLESGSGFVFDEEIRGGSIPQEFIPAVEKGVKE  549

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G+  G+ +TD K+    G Y+   S+   FR  A     + + +    LLEP 
+  
Sbjct  550  
AVESGVVSGYPMTDLKVTLLDGSYHEVDSSDMAFRMAAIFAFREGVPKGKPVLLEPIMKV  609

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P+E+              +    ++         E+P   +  Y T+L   T 
GR 
Sbjct  610  
EVVVPEEHTGDVLGQISSRHGNVLGMDLRPGNAQAVHAEVPLAEMFGYATELRSATKGRG  669

Query  602  VCLTELKGYQAAVGQPVIQ  620
            V   E K Y A V + V++
Sbjct  670  VFTMEFKHY-APVSEAVMK  687

>WP_050349641.1 MULTISPECIES: elongation factor G [Virgibacillus]
 KNE22686.1 elongation factor G [Virgibacillus pantothenticus]
 API92367.1 translation elongation factor G [Virgibacillus sp. 6R]
 SIT10197.1 translation elongation factor 2 (EF-2/EF-G) 
[Virgibacillus pantothenticus]
Length=692

 Score = 263 bits (672),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G D     ++++D+L A                   D+I  Q      
Sbjct  129  
PRIVFINKMDKVGADFLYATKTLKDRLGANAHPVQLPIGAEDKFEGIIDLIDMQAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + + EI  E     E W     +AV E ++ L+ KY+ GE I++++L    
++  
Sbjct  189  
DLGTHAETREIPAELKDKAEEWRNSLIEAVAELDEDLMMKYLEGEEITKDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             D   +PV+ GSA K  G+Q ++D V              G+     E+        
A  
Sbjct  249  
LDVEFYPVFCGSAFKNKGVQLMLDGVIDYLPAPTDVADIEGIIPGTEEKVTRPSTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSVKDKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y GEI   +        D L D   L      + P P++   I PKT A +++
+  A
Sbjct  366  
STVYSGEIAAAVGLKDTTTGDTLCDEKNLVILESMDFPEPVIGVAIEPKTKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T + I+S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LGKLAEEDPTFKTETNEETGQTIISGMGELHLDVIVDRLKREFKVEANVGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              AA        +      +  + +   P   G+G ++ + +  G + + +  +++ 
GI 
Sbjct  486  
RSAAEVEGKFVRQSGGRGQYGHVWIKFEPNEEGAGFEFVNNIVGGVVPREYIPSIQAGIE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP   
Sbjct  546  
EAMENGVLAGYPLIDIKATLYDGSYHDVDSNEMAFKVAASMALKAAKNKCNPVLLEPIAK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E    +    V  G +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDITSRRGRVEGMDARGPAQVVKGFVPLSEMFGYATALRSNTQGRG  665



Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFTMYFDHYE  675

>WP_003656622.1 elongation factor G [Lactobacillus gasseri]
 EJN54411.1 Elongation factor G (EF-G) [Lactobacillus gasseri CECT 
5714]
Length=698

 Score = 263 bits (673),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 311/661 (47%), Gaps = 
64/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDYRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S +              
V +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVKSLHERLNANAHAVQMPIGSADTFEGVIDLINMVADVYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D +++KY+ GE IS ++L    
++ 
Sbjct  191  
DKLGSKWDTIPVPDEYKEEALKRRNELIEAVADVDDGIMDKYLGGEEISNDELKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPVY GSA K  G+Q ++D V                   TG    +       
Sbjct  251  
TLNLEFFPVYAGSAFKNKGVQMMLDGVIDYLPSPLDVKPYVAHDPKTGDEVELMADDKKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M   S+ 
EI  



Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYTGSLQSGSYVLNASKNARERVGRLLQMHANSRTEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         + P P+++ ++ PK+ A R+
++  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLQVPDPVIQVSVEPKSKADRDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R E +  T + ++S +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFRAETNPETGQTLISGMGELHLDIMVERMKREFNVEATIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIDFTPNEEGKGYEFEEAIVGGVVPREFIPSVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAAKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            ++E  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVTTPEEYLGDVMGSITARRGSMEGMEDRAGAKVINSFVPLSEMFGYATTLRSSTQGR  667

Query  601  S  601
             
Sbjct  668  G  668

>WP_059034415.1 elongation factor G [Stenotrophomonas maltophilia]
 CRD50632.1 Elongation factor G 2 [Stenotrophomonas maltophilia]
Length=678

 Score = 263 bits (671),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSTIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAGTTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+   V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVGVGVGAPRVAYQ  481



Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_107230510.1 MULTISPECIES: elongation factor G [Stenotrophomonas]
 PTA72714.1 elongation factor G [Stenotrophomonas sp. Nf1]
 PTA82461.1 elongation factor G [Stenotrophomonas sp. Nf4]
Length=678

 Score = 263 bits (671),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 203/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL



Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESSFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV ++++ L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAATSVTRWDEATRAQWEPQRDALIEAVADHDEALADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESDHGDVSLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL+  D +A +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKAGDALASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L   ++  R    +  +P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRSQPLRLENIQAQVPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E +   +G + LEV+   L  ++K+E  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRDTGETLAWGMGELHLEVMVERLRSEWKVEVGVGSPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            L+A +  +     +      +A + L V P   G  V +  R+  G + + F  AV  
G+
Sbjct  485  LRAMTGVVGRLVKQTGGQGQFAQVVLDVAPREDGQ-
VVFNDRIVGGVVPRGFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



              +++P   +     D  +    I     ++D    +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIDDQEDRAEVSGFAPLAQMVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>OGY92350.1 translation elongation factor G [Candidatus 
Komeilibacteria bacterium 
RIFCSPLOWO2_02_FULL_48_11]
Length=699

 Score = 263 bits (673),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 194/675 (29%), Positives = 308/675 (46%), Gaps = 
71/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTFTERVLFYTGKKHKIGEVHEGEATMDWMDQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+ C++NI+DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++H   
K  +
Sbjct  69   
TCFWNDCRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVL----  166
            P V FINK+D+ G D    V ++  +L+                K  V L  E       
Sbjct  129  
PRVCFINKLDRTGADFYKDVAAIHKRLTKSAYPVQLPIGQEENFKGIVDLLKEKAYIYKS  188

Query  167  ------EENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   E T+I             +  +A+ EN + L+ +Y+ GE IS E   +  
+  
Sbjct  189  
DDLGKEAEETEIPVDLKTKAAEYRHKLLEAIAENEEGLMHRYLNGEQISIEDWKKGLRHA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQ  244
            V  + L P++ GSA K  GIQ ++D V                           QP  
++
Sbjct  249  
VVGSHLVPIFCGSALKNKGIQKVLDGVCDYLPSPLDVGAIEGFDPKNPETKIKRQPSDDE  308



Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FKV       + ++ R+YSGT++    +   +  G+E+L ++  +    
+ 
Sbjct  309  PFAALA---
FKVAVDPFVGKLIFFRVYSGTVQAGSYIMNASTGGKERLGRVVRLHANHRE  365

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            ++   +  Y GEI   +          L DP           P P++   I PKT 
A +E
Sbjct  366  DV---
EEVYAGEIAAAVGLKGTVTGHTLCDPEHPVMLESIIFPTPVIHVAIEPKTKADQE  422

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  + + D  T + I+S +G + LE++   +  ++K+E  V  
P V 
Sbjct  423  
KMGFALARLAEEDPTFKIKSDEETGQTIISGMGELHLEILVERMKREFKVEANVGRPQVA  482

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R +  A      +   +  +    L V P   G+G +Y   +  G + + F  
A+
Sbjct  483  
YRETIRAIAQAEGRYIKQSGGHGQYGHCWLRVEPNETGAGYEYIDEIKGGVIPREFIPAI  542

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI   L  G+  G+ + D K     G ++   S+   F+  A +   +A + +   
LL
Sbjct  543  
NKGIHEALGSGVVAGYPIVDIKAAVYDGSFHDVDSSEIAFKIAAGMAFREACRRAKPILL  602

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+E++     D     A I     + +  V   E+P   +  Y T 
L   
Sbjct  603  
EPIMKVEVVTPEEFMGDVIGDLNSKRAQIHEMSDRGNIKVVDAEVPLAEMFGYATALRSM  662

Query  597  TNGRSVCLTELKGYQ  611
            + GR+    E K YQ
Sbjct  663  SQGRASYSMEFKNYQ  677

>WP_107510334.1 elongation factor G [Staphylococcus equorum]
 PTE27849.1 elongation factor G [Staphylococcus equorum]
 PTE38785.1 elongation factor G [Staphylococcus equorum]
Length=696

 Score = 263 bits (672),  Expect = 5e-75, Method: Compositional 
matrix adjust.



 Identities = 190/690 (28%), Positives = 325/690 (47%), Gaps = 
75/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATNYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLE------------EN  169
            +F+NK+D+ G + +  V ++ D+L A+   I +        E +++            
E 
Sbjct  132  
VFVNKMDKMGANFEYAVSTIHDRLQANAQPIQLPIGAEDQFEAIIDLVEMKCFKYNNNEG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E+ND+L+EKY+A E I+  +L    ++   
D 
Sbjct  192  
TDIEEIEIPEDHKERADEARSALIEAVAESNDELMEKYLADEAITVAELKDAIRQATNDI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q L+DAV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLLLDAVIDYLPSPLDVKPIVGHRADDPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + ++K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKDKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTATGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 



Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++A        +      +  + +  +P   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKQSAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R         Y     +V + +I+    NS
Sbjct  665  RGTYTMYFDHYAEVPKSVAEEIIKKNSGNS  694

>WP_058295656.1 GTP-binding protein [Clostridium neonatale]
 PEG26892.1 elongation factor G [Clostridium neonatale]
 PEG31502.1 elongation factor G [Clostridium neonatale]
Length=666

 Score = 263 bits (671),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 170/616 (28%), Positives = 297/616 (48%), Gaps = 
17/616 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F  
Sbjct  5    
IGILAHVDAGKTTFCEQVLYLTKSIRNKGRVDHKNSFLDNHEIEKERGITVFSEQAIFNL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D A++++S  +G+Q  T+ +++ L K N
+PT I
Sbjct  65   
NDSTYYLIDTPGHIDFSCEMERSINVMDYAVIILSGVEGIQGHTKTVWNLLEKNNVPTFI  124



Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--
IIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            FINK+D+AG D + +++ +  +LS DI  I K+ + ++ +     N + E  + + 
E ++
Sbjct  125  
FINKMDRAGYDKERIIKDIHRELSKDIFFIAKEDIDITHDNGKYINFNEELIEFISEQDE  184

Query  184  KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIG  242
            +LLEKY+ GE        +E +  ++D  +F  + GSA    GI+  + A+  L      
Sbjct  185  ELLEKYLNGE-
YDNNIYEKELKELIKDRRVFLAFGGSALNNEGIEEFLYAIDKLSITNYD  243

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------
KLKITEMR  295
            E  +    G V+KV Y     R  +++   G+L+++D ++    +       + K+  
++
Sbjct  244  
EYENEKFSGVVYKVRYDSNNTRNTFIKCIKGSLKVKDEISYISNKSNDDEIIEEKVNNIK  303

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
            I +  +    D    G+I  L   S   N + GD     + +     +P L++ +     
Sbjct  304  IYNGNKFKPVDIIKAGDIFTLTGLS---
NAIPGDKIGEFKGKVNYLMVPTLKSKVLFDET  360

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               + +L     L   DP L  E   +  EI +  +G++QLEV+  L++ ++ ++     
Sbjct  361  
LNPKDVLKFFRILEGEDPALNVEYSELLKEIQVHIMGKIQLEVLKELMASRFNIDVEFGP  420

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
              ++Y E        + H E  P   +A +   + P    S + +ES+  +  LN   
QN
Sbjct  421  CKILYKETINTEVIGSGHFE--
PLRHYAEVHFKIQPAERNSKITFESKCHVDNLNIGHQN  478

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             ++  +     +G+  G  +TD KI    G  +   +   DFR      + Q L++
+   
Sbjct  479  
LIKTHVFERNHKGILTGSPITDIKITLINGRAHLKHTCGGDFREATYRAIRQGLEKAENI  538

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  FIL  P EY+ RA  D  K        +  +D+V+  G  P      Y  
++ 
Sbjct  539  
LLEPYYKFILEIPLEYMGRAIADIQKLSGEFYAPKTYEDKVIIEGRGPVSTFMDYYLEVI  598

Query  595  FYTNGRSVCLTELKGY  610



             YT G+        GY
Sbjct  599  AYTKGKGSINYIYDGY  614

>WP_098034917.1 GTP-binding protein [Lactobacillus sp. UMNPBX1]
 PEH11449.1 elongation factor G [Lactobacillus sp. UMNPBX1]
Length=641

 Score = 262 bits (669),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 188/626 (30%), Positives = 301/626 (48%), Gaps = 
57/626 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++ N
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVASYTRTLWHLLKRNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NKID  G D +  +  ++  LS + +    +            D + ++ 
V  
Sbjct  121  VPVFIFVNKIDTVGADKEKALADLQQNLSENCVDFSKI------------
DDDFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    IS   +    Q  + D   FPVY+GSA K  GI+  +    G  
Q 
Sbjct  169  CDDSLLEKYLDHGEISEHDV----QHEIIDRKTFPVYFGSALKLTGIKEFL---
AGFEQW  221

Query  241  IGEQ-
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              EQ  +       FK+ +   G+R  ++++  G L+ +  ++       KI ++R
+ + 
Sbjct  222  TLEQTHTEDFMARCFKISHDKNGERLTWVKILGGKLKAKTELS-----
DEKINQIRLYNG  276

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +      A  G++V L       P     + D    PT L +        P+L   
+ P
Sbjct  277  EKFTTITEAEAGDVVALTGLSKSYPGQGFGVGDA---PTALLK--------
PVLTYKVNP  325



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +        L AL  L D DP L         EI +  +G++QLE++  L+ E++ 
L  V
Sbjct  326  QD-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFDLNIV  384

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL  L
Sbjct  385  FEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVL  439

Query  470  NQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L
Sbjct  440  
TKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGL  499

Query  529  KESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P  
Sbjct  500  
MEEKLRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVA  559

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +Q Y T++  YT+G       + GY
Sbjct  560  EMQDYATEVRNYTHGEGNLECVVSGY  585

>WP_087617633.1 GTP-binding protein [Solibacillus kalamii]
 OUZ38741.1 elongation factor G [Solibacillus kalamii]
Length=646

 Score = 262 bits (669),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 169/607 (28%), Positives = 293/607 (48%), Gaps = 
22/607 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG++AHVD+GKTT  E LLY + AI + G V+      D   +ERQRGITI A      
+
Sbjct  5    
IGVVAHVDSGKTTFCEQLLYHTNAIKKRGRVDHQDAFLDNHAIERQRGITIFAEQGRIDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA DG++  T  ++H LR+ +
+PT I



Sbjct  65   
NGQAYTLIDTPGHIDFAPEMERAIHVMDAAIVIISAVDGIEGHTETVWHLLREHHVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D+ +V+ +++  LS + ++             +  D    + + E 
+++L
Sbjct  125  FINKVDREGADVAAVMSAIKKDLSPNALL-----------
FNDGFDTTVKEWLAERDEQL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +EKY A + ++    +   +  +     F    GSA K  G+    + +  L +   
+  
Sbjct  174  MEKYFA-
DNLAENDCLESLKHAINLEQAFVCMSGSALKDEGVLAFFETIAQLMETKFDV-  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +    G V+K+ + D  QR  +++  SG L++RD     G    K+TE+R+ +       
Sbjct  232  NGPFEGKVYKIRH-DHQQRLTFMKALSGVLKVRDEFTF-
GETTEKVTEIRLYNGNSFTTV  289

Query  306  DTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   ++ L  DV+G     P +    D +P L+  +  + A   + 
L   
Sbjct  290  PQVQAGDIFAVKGLAMPLIGDVIGATETNPAQF---
DMIPTLQAKVIYEGALHIKELHRV  346

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              ++   +P LR   +    EI +  +G +QLEV++ L+ E++ +E    +P ++Y 
E  
Sbjct  347  
FREIEAEEPSLRVVWNEKFQEISVHVMGTIQLEVLTELVKERFGIEVQFGKPQILYKETI  406

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               A    H E  P   +A + L + P + G+G+ + +R     L+   Q  +   
+   
Sbjct  407  AAPAIGYGHFE--
PLKHYAEVHLKMEPNNRGAGITFSNRCHADDLSVGHQRLIEKHLFER  464

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD  +    G  ++  +   DFR  +   L Q L++    LLEPY  
F 
Sbjct  465  
DHHGLLTGFPVTDIHLTLLKGRAHNKHTDGGDFREASFRALRQGLEQVENVLLEPYYRFK  524

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   + E   + +D V   G  P      Y T  A YTNG



+   
Sbjct  525  
MKASSDHIGRMMSDIQQASGSFEAPDLTEDTVTLYGRAPVATFMDYSTQFAAYTNGKGAL  584

Query  604  LTELKGY  610
              + +GY
Sbjct  585  TLQFEGY  591

>WP_017549967.1 elongation factor G [Salinicoccus carnicancri]
Length=693

 Score = 263 bits (672),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 314/671 (47%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N+GI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNLGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P V+F+NK+D+ G D +  V ++R++L A                   D+I  +  
+   
Sbjct  129  
PRVVFVNKMDKVGADFEYSVGTIRERLQANAHPIQFPIGAEDNFTGIIDLIEMKAYNYGN  188

Query  163  EIVLE-ENTDI---------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E  +I         E  +++IE     N+ ++EKY+ GE I++++L+   
++  
Sbjct  189  
DLGTEIEEMEIPDEYKDKAEELRESLIEGLADVNEDIMEKYLGGEEIAKDELMAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI--------------
GEQGSAA  248
             D   +PV  G+A K  G+Q L++AV          +PI                + 
SA 
Sbjct  249  
CDVEFYPVMCGTAFKNKGVQLLLNAVIDYLPSPLDVKPIVGHAKDDEDEEIIAKPEESAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304



                 FKV       +  + R+YSGTL     +R+T         +I +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTLDSGSYIRNTTKDKRERVGRILQMHANSREEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T Y G+I   +        D L D          E P P++  ++ PK+ A ++
++  
Sbjct  367  -
STVYAGDIAAAVGLKDTGTGDTLCDEKNQVILESMEFPEPVIHLSVEPKSKADQDKMTT  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP      DS T ++I+  +G + L+V+   +  ++++E  V  P V 
Y E 
Sbjct  426  
ALVKLQEEDPTFTARTDSETGQVIIGGMGELHLDVLVDRMKREFRVECNVGAPMVSYRET  485

Query  424  PLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              + AS       +      +  + +   P   G G ++E  +  G + + F  +V  
G+
Sbjct  486  
FKQGASVQGKFTRQSGGRGQYGDVHIEFMPNEQGGGFEFEDAIVGGVVPREFIPSVEQGL  545

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  L+ G+  G+ + D K     G Y+   S+   F+  A + L++A K     
LLEP +
Sbjct  546  
RDSLDNGVIAGYPLVDIKARLFDGSYHDVDSSEMAFKVAASLALKEAAKVCQPVLLEPMM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E    + +  V    +P   +  Y T L   
T GR
Sbjct  606  
KVEIVMPEEYMGDIMGDVTSRRGRVEGMAARGNAQVVNAFVPLSEMFGYATSLRSNTQGR  665

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  666  GTYTMSFDHYE  676

>WP_061915233.1 elongation factor G [Bellilinea caldifistulae]
 KPL73681.1 elongation factor G [Bellilinea caldifistulae]
 GAP10331.1 translation elongation factor 2 [Bellilinea 
caldifistulae]
Length=690

 Score = 263 bits (672),  Expect = 5e-75, Method: Compositional 
matrix adjust.
 Identities = 183/672 (27%), Positives = 318/672 (47%), Gaps = 



66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G     GSV++GTT TD M  ER+RGITI 
+A  
Sbjct  9    
KCRNIGIIAHIDAGKTTTTERILFYTGKTYRIGSVDEGTTVTDWMAQERERGITIVSAAV  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF AEV RSL VLDG +++  A  GV+ Q+  ++    
+ ++
Sbjct  69   
TAEWKGYQINVIDTPGHIDFTAEVQRSLRVLDGGVVIFDAVQGVEPQSETVWRQADRYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P + F+NK+D+ G   +  ++S+R +L A                   D++  Q +
+   
Sbjct  129  
PRICFVNKMDRVGASFERTIESIRQRLGANPIAMQIPIGEESAFEGVVDLLTMQAITWED  188

Query  162  -----------PEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       P+ +L +  ++ A   + + E  D+L+ K++ GE IS E+L +  
+R V
Sbjct  189  
ELGREPKYGKIPDHLLAQAQEMRAIMVEKIAEFEDELIIKFLEGEEISVEELKQVLRRAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIG--------------
EQGSAA  248
                  PV+ GS+ +  G+QP++DA+           P+                   
A 
Sbjct  249  
IANKATPVFCGSSLRNKGVQPILDAIIDYLPSPRDIPPVKGVDPENHDRVIERPADDDAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            +   VFK+       R  Y R+YSG +   +TV  + + +     ++  M    + 
+I  
Sbjct  309  
MSALVFKIVSDPYVGRLAYFRVYSGKVVQGETVLNSSKNRKERIGRMVRMYADRREDITE  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I  +L        D L DP           P P++   + PKT A +
+R+ +
Sbjct  369  V---
YAGDIGAVLGFKDTFTGDTLCDPKHPILLESITFPEPVIFVAVEPKTTADQDRMAE  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  +   D  T + I++ +G + L+++   +  +++++  V  P V 



Y E 
Sbjct  426  
ALRRLAEEDPTFKVRTDENTGQTIIAGMGELHLDIIVDRMMREFRVQANVGRPRVSYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              RP+   ++    +      +  + L++ PL  G+G+++  R+  G + + +  
AV  G
Sbjct  486  
ITRPVVGVNYKYVKQTGGRGQYGHVVLTLEPLERGNGIRFVDRIVGGVIPKEYIPAVEKG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +    E G L G+ VTD ++    G Y+   S+   F+  A    ++ ++     
LLEP 
Sbjct  546  
VMEAAESGVLAGYPVTDIQVTLTDGSYHEVDSSEMAFKMAAIFAFKEGMQRGAPVLLEPI  605

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTN  598
            +   +  P+EYL           A I+   ++          +P   +  Y T+L   
T 
Sbjct  606  
MKVEVVLPEEYLGDVLAQLNSRRAEIQGMDIRPGNAQAIRALVPLAEMFGYTTELRSATQ  665

Query  599  GRSVCLTELKGY  610
            GR V   E   Y
Sbjct  666  GRGVYSMEFHHY  677

>ABO87325.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 248 bits (634),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 119/216 (55%), Positives = 157/216 (73%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401



            PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV  A
Sbjct  121  
PLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP++IYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIEIKEPTIIYMERPLKKAEYTIHIEVP  216

>WP_048020793.1 GTP-binding protein [Bacillus aryabhattai]
 KML27017.1 elongation factor G [Bacillus aryabhattai]
 KMN99018.1 elongation factor G [Bacillus aryabhattai]
Length=653

 Score = 262 bits (670),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 183/640 (29%), Positives = 315/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          +   
E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFTAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   +FP   GSA + +GI+  ++ +  L 
+  
Sbjct  178  DEELLDAFMEGKN-
DQAYWKAAMQKLIQANRIFPCACGSALQDIGIESFLEKLDLLTETH  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
              Q   A  G V+K+ + + G R  +++  SGTL++RD VA    E+L   KIT+
+R  +
Sbjct  237  YSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNEELYEEKITQIRAYN  295



Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + + LG    L   R  E  LP L++      
++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLTSASVGNGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AKSIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            + LA +T+G+        GY+     + VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_010498882.1 elongation factor G [Paenibacillus elgii]
Length=691

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   



NIGIMAHIDAGKTTTTERILFYTGRLHKIGEVHEGGATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D    VQ +RDKL A+ +  Q                            
Sbjct  132  
AYVNKMDIIGADFLGAVQQMRDKLGANAVAIQLPIGAESDFRGIIDLVERVAYIYKDDLG  191

Query  157  ---TVSLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 S  PE   E  E    E  + V E +++L  KY+ GE I+ E++    ++ 
V + 
Sbjct  192  
KDVEQSEIPEEYKERVEELRTELIEKVAELDEELTMKYLEGEEITVEEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+         E GS  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVVAYLPSPLDVPDIKGTLEDGSEVVRKSSDDEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGILNSGSYVVNATKGKRERIGRILQMHANSRQEI---
SIVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++   + PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIELAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R + +  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LAKLAEEDPTFRAKTNEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +    +   PL  G+G Q+ES++  G + + +   ++ 
GI 
Sbjct  485  



RQAAKVEGKFVRQSGGRGQYGHCWVEFAPLEPGTGFQFESKIVGGAIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G++ G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAAEKCRPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDTRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E+  Y+
Sbjct  665  VYSMEISHYE  674

>WP_055296506.1 GTP-binding protein [Coprococcus comes]
 CUO95070.1 Elongation factor G [Coprococcus comes]
Length=927

 Score = 268 bits (684),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 187/620 (30%), Positives = 301/620 (49%), Gaps = 
41/620 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I++GILAHVDAGKTTL+E +LY +G I + G V+ G    DT  LER RGITI +   
+F
Sbjct  13   
ISVGILAHVDAGKTTLSEGILYLTGQIRKLGRVDHGDAFLDTYTLERSRGITIFSKQANF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  TR L++ L +  
+PT
Sbjct  73   
VLGDKQVTLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTRTLWNLLARYQVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D Q  +  ++ KLS + +     + + E  LEE +           
++
Sbjct  133  FIFINKMDQDGTDRQDRLTELKRKLSGECV---
DFTEAGEEFLEELSMC---------DE  180

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI-  241
             ++E Y+    I+  ++    Q  +++  +FP Y+GSA K  G+Q L+D +      



P+ 
Sbjct  181  TVMESYLENGEITASQI----
QTLIRERKVFPCYFGSALKLEGVQELLDGLEKYMDGPVS  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPS  298
            G     A    V+K+     G R  ++++ +G L++++ +     E   + K+ +
+RI S
Sbjct  237  
GTHAEEAFGAKVYKISRDSQGSRLTHVKITNGVLKVKEILEYMAEEEPMQEKVNQIRIYS  296

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +      A  G I  +       P   + +      P   P   +R + LP       
Sbjct  297  GDKYEMVQEAEKGCICAVTGLTRTYPGQGLGMQQGSSAPVLEPVLNYRVE-
LP-------  348

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                    R+L    QL + DP+LR   +    EI +  +G VQ E++ +L+ E++ 
++ 
Sbjct  349  --
EGCDVHRMLQNFRQLEEEDPMLRVVWNEEAGEIQVQLMGEVQTEILQSLIKERFDVDI  406

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 +++Y E          H E  P   +A + L + P   GSG+  ++  S   
L++
Sbjct  407  SFGSGNIVYKETIKNTVEGVGHFE--
PLRHYAEVHLILEPGEPGSGISIDTICSEDVLDK  464

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q 
L +
Sbjct  465  
NWQRLILTHVLEREHRGVLTGSMLTDVKITLASGRAHLKHTEGGDFRQAVYRAIRQGLMQ  524

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEPY +F L  P E   RA  D  +     +  + + D  V TG  P   
+Q Y+
Sbjct  525  
AENVLLEPYYAFRLEIPSEMTGRALTDIQRMNGEFDGPETEDDMAVVTGSAPVSEMQDYQ  584

Query  591  TDLAFYTNGRSVCLTELKGY  610
             ++  Y+ GR      LKGY
Sbjct  585  REVTTYSRGRGKLFCTLKGY  604

>WP_099531224.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 263 bits (671),  Expect = 6e-75, Method: Compositional 



matrix adjust.
 Identities = 206/673 (31%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E
+GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEAGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_017208934.1 GTP-binding protein [Clostridium beijerinckii]
Length=678

 Score = 263 bits (671),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 187/652 (29%), Positives = 316/652 (48%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSITNRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF AE+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSAEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124



Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   VV+ ++  LS+D   I        +   EE  DI  +D        
Sbjct  125  FINKLDRTGADKDRVVREIKRDLSSDACYIDNNFIYDSK---
EEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND+LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDELLEKYIEG-
NYDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKL---  289
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G   +
+L   
Sbjct  241  DKL-
TYTEYKSNEKFFGRVYKIRHDENGNRVTFIKALKGKLKIREEVSYGGEFVKELDHV  299

Query  290  ---------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +  +    D    G++  +   S  +  D +GD   L  
K   
Sbjct  300  QDNSNEITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSKVIFDKNCNARE-
ILRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   + +    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFGLVVDFGKCQIIYKETIAEESIGRGHFE--
PLRHYAEVHLKLEPLLRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   +LEPY  F++ A  E++ R   D  K   T E  ++ + 
+V+  
Sbjct  534  
ATFRALRQGLEKAYNIILEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLESKVIVN  593



Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>WP_015921950.1 elongation factor G [Thermomicrobium roseum]
 ACM04719.1 translation elongation factor G [Thermomicrobium roseum 
DSM 5159]
Length=702

 Score = 263 bits (673),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 312/667 (47%), Gaps = 
65/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G +  PG V +GT   D M  ER+RGITI AA 
T+  
Sbjct  21   
NIGIIAHIDAGKTTTTERILFYTGKVHRPGEVHEGTATMDWMVQERERGITITAAATTCF  80

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    K  
+P +
Sbjct  81   
WRDHRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVQGVEPQSETVWRQADKYRVPRI  140

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLE-----------  167
             FINK+D+ G +    ++ +R++L A    I+  + L  E      ++E           
Sbjct  141  
CFINKLDRIGANYVQAIEMIRERLRAQPAAIQWPIGLESEFRGIIDLIEFRAKIYHDDLG  200

Query  168  ---ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E+T++        + W     + ++E +++L+ +Y+ GE  + E+L R  +      
Sbjct  201  
QHIEDTEVPPEYVEVAQEWRHKLIEQIVETDEELMLRYLEGEEPTPEELRRALRAATIRG  260

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCGS  252
             L+PV  GSA K  G+Q L+DA             V G     GE+        A     
Sbjct  261  
QLYPVLCGSALKNKGVQLLLDAIVDYLPSPLDIPPVKGTHPVTGEELTREADDEAPFAAL  320

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK++      R  Y+R+YSG L     V       RE++ ++  M    + E+   
+  



Sbjct  321  
AFKIQSDPHVGRLTYVRVYSGRLHSSSYVYNSTKGERERISRLLRMHANHREEV---EWI  377

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+I  ++        D L DP         + P P++   + PKT A +++L  
AL +
Sbjct  378  
GAGDICAVIGLKKTFTGDTLCDPDHPILLEPIQFPEPVISVAVEPKTRADQDKLAIALQR  437

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  +   D  + + I+S +G + LEV+   +  ++K+   +  P V Y E   
RP
Sbjct  438  
LAEEDPTFQVRTDPESGQTIISGMGELHLEVIVDRMQREFKVAANIGRPQVAYKETITRP  497

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            ++     +  +      +  + L + PL  GSG  +E R+  G + + +  AV  
GIR  
Sbjct  498  VRVEGRFVR-
QTGGRGQYGHVWLELEPLPRGSGFVFEDRIVGGVVPKEYIPAVEAGIREA  556

Query  485  LEQ-
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++  G+ G+ V D K     G Y+   S+   F+  A + L++ ++     +LEP 
+   
Sbjct  557  
MQSGGVSGYPVIDLKAVLVDGSYHEVDSSEMAFKIAASMALKEGVRRGNPVILEPIMRVE  616

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+E+      D       IE  +++    V    +P   +  Y TDL   T 
GR   
Sbjct  617  
VVVPEEFTGDVIGDLNARRGRIEGMEMRAGAQVIRAMVPLATMFGYATDLRSMTQGRGTY  676

Query  604  LTELKGY  610
              E   Y
Sbjct  677  TMEFDHY  683

>WP_047683196.1 elongation factor G [Paenibacillus chondroitinus]
Length=691

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 199/674 (30%), Positives = 322/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 



T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  E+      
D  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRQKLGANAVAIQLPIGAENDFKGIIDLVDEVAYMYKDDLG  191

Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L  KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
KDIEKIEIPAEFKDQVAELRLELIEKVAELDEELTMKYLEGEEITVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVINYLPSPLDVPDIKGVLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V+ A    RE++ +I +M   ++ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVSNATKGKRERVGRILQMHANARQEI---
SIVY  368

Query  310  PGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L R  +   P P+++  + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTTTGDTLCDEKNPVILERMVF---
PEPVIQLAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GIALQKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478



            E   +AA+      V  +      G   +   P   G G  +E++V  G + + F   
++
Sbjct  482  E-
TFRAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGVGFIFENKVVGGSIPREFIAPIQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLE
Sbjct  541  
AGIEESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE    +    V   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGDLNSRRGRIEGMDSRHGAQVIRAKVPLSEMFGYSTTLRSRT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVYSMELSHYE  674

>WP_012995916.1 elongation factor G [Thermoanaerobacter italicus]
 ADD03213.1 translation elongation factor G [Thermoanaerobacter 
italicus 
Ab9]
Length=689

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 193/672 (29%), Positives = 323/672 (48%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  +V++ ++++L A                   D+I  + +    
Sbjct  129  
PKIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFKGIVDLIKMEAIIYED  188



Query  163  EI--VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E+  V++E T+I             +  +AV E ++ +LEKY+ GE I+ E++    
++ 
Sbjct  189  ELGTVMDE-
TEIPDELKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHTALRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAA  248
              +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S  
Sbjct  248  
TINGDLVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALGTGEEIERKADDSEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSGTL     V  + + K     +I +M    + 
E+  
Sbjct  308  
FSALAFKIMADPYVGKLAFFRVYSGTLSAGSYVLNSTKGKKERIGRILQMHANHRQEM--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +  Y G+I   +        D L D          + P P++   I PKT A +E
++  
Sbjct  366  -
EAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEKMTM  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P V 
Y E 
Sbjct  425  
ALLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAYKET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  
AV  G
Sbjct  485  ITKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAVDAG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LLEP 
Sbjct  544  
IQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLLEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +E  + +    V    +P   +  Y TDL   
T G



Sbjct  604  
MKVEVVVPEEYMGDIIGDINSRRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSKTQG  663

Query  600  RSVCLTELKGYQ  611
            R     +   Y+
Sbjct  664  RGTYTMQFHHYE  675

>WP_021730390.1 GTP-binding protein [Lactobacillus plantarum]
 ERL45384.1 elongation factor G [Lactobacillus plantarum AY01]
 AVW09098.1 GTP-binding protein [Lactobacillus paraplantarum]
Length=672

 Score = 263 bits (671),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 302/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SG + + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGIIAHVDAGKTTLSEALLYRSGTLRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q++   + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYNDINLTLLDTPGHVDFATQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLDRYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D + +++ ++  LS   +   T+  +     +        + 
+  
Sbjct  121  
VPTMLFVNKMDAPGTDGEQLLKQIQQTLSPGCVAFNTLGATTACDSQPILSAATVEEIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S E + +  QRR     +FP Y+G+A K  G+  LM  +    
+P
Sbjct  181  QNDEVLADYLETGALSDETVRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTKP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S      VFK+ + D G+R  ++R+  G L  +D V     +  K+ ++RI 
+  
Sbjct  237  --QSTSTDFGARVFKITHDDQGERLTWVRMTGGELHPKDIVL----
DDQKVNQLRIYNGT  290

Query  301  EIVRTDTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG               P ++  +     
+Q E
Sbjct  291  KYATTPVLTAGAVGTITGLTGTRPGQGLGSAA--------
SGLSPAMQPVLTYALDSQAE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHACLTALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILKDRFQLSVQFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   KA     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITKAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSTLQAKTQLGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_011969066.1 GTP-binding protein [Clostridium beijerinckii]
 ABR33914.1 small GTP-binding protein [Clostridium beijerinckii 
NCIMB 8052]
 AIU04665.1 small GTP-binding protein [Clostridium beijerinckii ATCC 
35702]
 ALB47059.1 elongation factor G [Clostridium beijerinckii NRRL 
B-598]
 OOM27049.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
 OOM44557.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
 OOM45542.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
 OOM54404.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
Length=678



 Score = 263 bits (671),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 186/652 (29%), Positives = 317/652 (49%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSITNRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSTEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   V++ ++  LS+D   I        +   +E  DI  +D        
Sbjct  125  FINKLDRTGADKDRVIREIKRDLSSDACYIDNNFIYDSK---
KEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDGLLEKYIEGN-
YDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKL---  289
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G+  +
+L   
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKVREEVSYGGQFVKELDHV  299

Query  290  ---------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +  +    D    G++  +   S  +  D +GD   L  
K   
Sbjct  300  QNNSNEITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSKVIFDKNCNARE-
VLRYFKVLESEDPSLNVTWNEIFQEIDVHVMGKIQLEVL  415



Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   +A+    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFSLIVDFGKCQIIYKETIAEASIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ ++
+V+  
Sbjct  534  
ATFRALRQGLEKAYNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLENKVIIN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>CDB21767.1 putative uncharacterized protein [Blautia sp. CAG:52]
Length=918

 Score = 268 bits (684),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 190/621 (31%), Positives = 310/621 (50%), Gaps = 
37/621 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E +LY   AI + G V+      DT  LER RGITI 
+   
Sbjct  11   
KQITMGILAHVDAGKTTLSEGILYTCKAIRKLGRVDHQDAFLDTNTLERNRGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                    +  +DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L 
+  I
Sbjct  71   
ECTLGEFGMTFLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTETLWRLLSRYQI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +FINK+DQ G D ++++  V++KL A+      V  S      + TD E  + 
V   



Sbjct  131  PVFLFINKMDQPGTDREALLAEVKEKLDANC-----VEFSA-----
DQTDEEWKEQVAVC  180

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++++E Y+ GE ISRE++    ++ +++  LFP Y+GSA K  G++  +D    L   
I
Sbjct  181  DEQVMEAYLEGEEISREQI----RQMIRERKLFPCYFGSALKMTGVEEFLDD---
LKLRI  233

Query  242  GEQGSAALCGS-VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-------
GREKLKITE  293
             E       G+ ++K+   + G+R  ++++  GTL+++  ++         G  + 
K+ +
Sbjct  234  
RETSYPETFGAKIYKITRDNQGERLTHMKITGGTLKVKSVLSNGRPGETGEGIWQEKVNQ  293

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTI  350
            +RI S  +         G +  +   +         P + L  ++  + P+  P+L   
I
Sbjct  294  IRIYSGEKYTMVSEVKAGTVCAVTGLTATY------
PGQGLGSEQASDMPVLEPVLSYRI  347

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               T     + L  L QL + +PLL    +    EI    +G VQ+E++ +L+ E+
+ + 
Sbjct  348  
GLPTEVNVHQALLQLRQLEEEEPLLHIVWNETLGEIYAQVMGEVQIEILKSLIKERFGMT  407

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E +++Y E  L+      H E  P   +A + L + P   GSG+ + +  S   
L+
Sbjct  408  VTFDEGNIVYKETILEPVEGVGHFE--
PLRHYAEVHLLLEPGETGSGLIFAADCSEDVLD  465

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   +     +G L G  +TD KI    G  +   +   DFR      + 
Q L+
Sbjct  466  
RNWQRLILTHLEEREHKGVLIGAPITDMKITLLTGRAHIKHTEGGDFRQATYRAVRQGLR  525

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ +QLLEPY  F L  P E + R+  D  K     +  + + +  V TG  P   
++ Y
Sbjct  526  
KAKSQLLEPYYEFRLEVPSEQVGRSMTDIQKMLGEFDPPKTEGEMTVLTGSAPVVTMRDY  585

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            + ++  YT+GR      LKGY



Sbjct  586  QKEVISYTSGRGRLSCTLKGY  606

>WP_003518959.1 GTP-binding protein [Ruminiclostridium thermocellum]
 EEU00569.1 small GTP-binding protein [Ruminiclostridium 
thermocellum DSM 
2360]
 ADU75241.1 small GTP-binding protein [Ruminiclostridium 
thermocellum DSM 
1313]
 EIC04791.1 small GTP-binding protein [Ruminiclostridium 
thermocellum YS]
 ALX09216.1 small GTP-binding protein [Ruminiclostridium 
thermocellum AD2]
 ANV76968.1 small GTP-binding protein [Ruminiclostridium 
thermocellum DSM 
2360]
 SOD23754.1 small GTP-binding protein domain-containing protein 
[Ruminiclostridium 
thermocellum]
 PFH03491.1 small GTP-binding protein [Ruminiclostridium 
thermocellum AD2]
Length=888

 Score = 267 bits (682),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 186/620 (30%), Positives = 303/620 (49%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LLY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDAGKTTLSEALLYVSGKIRKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T+ L+H L    
Sbjct  61   
AVFEVGDTRITLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTKTLWHLLEIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G +   V+  ++ +L       + +  S     EEN + E +D 
+  
Sbjct  121  IPVFIFVNKMDQNGTNKDKVINEIKKQLD-----DRCIEFS-----EENPE-
EFFDRLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ ++E Y+    +   ++       V++  +FP ++GSA K  G++     + 
GL + 
Sbjct  170  CDEMIMETYLEKGRVETSQI----SAAVKERKVFPCFFGSALKLEGVEEF---



IHGLMKY  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             +           +FK+   + G R  +++L  G L++RD V   G  + K+ +
+RI S 
Sbjct  223  TVVPSYPNEFGAKIFKITRDEQGNRLTHMKLTGGKLKVRD-
VLTNGVWEEKVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +         G +  +       P + + +    G P   P  +++          
I P
Sbjct  282  EKFEAVSEVDAGTVFAVTGLTQSRPGEGLGIEKSSGAPLLEPVLQYQ---------
IILP  332

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +    R  +L  L Q+ D +P L    D    EI +  +G VQ+E++ +L+  ++ 
++  
Sbjct  333  EGCDPR-
AMLPKLRQIEDEEPELNIVWDEQLQEIRVRVMGEVQIEILQSLIKSRFGVDVT  391

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + S++Y E          H E  P   +A + L + P   GSG++++   S   
L +S
Sbjct  392  FDDGSIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLKFDVNCSEDVLAKS  449

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q 
LKE+
Sbjct  450  
WQRLVLTHLEEKVHKGVLTGSAITDMKITLVSGRAHNKHTQGGDFREATYRAVRQGLKEA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F L  P++ + RA  D  K   T E +Q+  D  V  G  P   ++ 
Y+ 
Sbjct  510  
ESILLEPYYDFQLEVPEKMVGRAMMDIEKMHGTCEISQINGDMAVLVGSAPVVTMRNYQK  569

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            ++  YT G        KGY+
Sbjct  570  EVVAYTKGLGRLFCSFKGYE  589

>WP_107942884.1 GTP-binding protein [Lysinibacillus 
fluoroglycofenilyticus]
Length=643

 Score = 262 bits (669),  Expect = 6e-75, Method: Compositional 



matrix adjust.
 Identities = 178/607 (29%), Positives = 289/607 (48%), Gaps = 
21/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY    I E G V+      D   LER RGITI A    
FQ+
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHMEGIKEKGRVDNKNAHLDFHALERARGITIFAEQGRFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +G+Q  T  ++  L+K N
+PT +
Sbjct  65   
EGDTYTLIDTPGHVDFSPEMERAIRVMDYAIVIVSAVEGIQGHTETVWQLLKKYNVPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + + V+ ++  +LS +I+  +    S E V E       W A  E 
++++
Sbjct  125  FINKIDREGANKEQVLAALHQELSEEILFIEN-DTSEESVKE-------WLA--
ERDEQM  174

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++ G+ +    ++ + Q+++    LF    G+A K  G+ P    +  L     
+  
Sbjct  175  LELFLEGK-
LENTIVMTQLQKQIAARKLFVCMAGAALKDEGVLPFFQQLAKLTIACFDT-  232

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +A     VFK+ +   GQR  +++   G L++RD     G    K+TE+R  +  +   
T
Sbjct  233  TAPFQAEVFKIRHDSTGQRLTFMKALQGRLQVRDAFTF-
GDTTEKVTEIRYYNGAKFETT  291

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   + V +  V+G    +P +   +  +P L+  +        + 
+   
Sbjct  292  TVVEAGEIFAVKGLNQVAIGSVIGG---IPNESMLK-
LVPTLQAKVVYHGDLHMKEVWQQ  347

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L + +P LR        EI +  +G +QLEV++ +  E++ L      P +IY 
E  
Sbjct  348  
FRLLNEEEPSLRAIWQEELQEIHVHVMGVIQLEVLTEIARERFHLAITFANPQIIYKETI  407

Query  425  



LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P++ G+G+ + S      L+      V   
+   
Sbjct  408  ATTVTGYGHFE--
PLKHYAEVHLLMEPVARGTGILFHSVCHADDLSVGHVRLVEQHLFER  465

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  +TD K     G  +   ++  DFR      L Q L+++   LLEPY  
F 
Sbjct  466  
AHNGLLTGAALTDIKFTLLTGRAHVEYTSGGDFREATLRALRQGLEQAENVLLEPYYHFK  525

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  ++L R  HD  +     E   + +   +  G++P      Y T  A 
YTNGR V 
Sbjct  526  
MKAANDFLGRMMHDVQQAHGEFEAPTMTEKSAILIGKVPVATFMNYSTTFAAYTNGRGVL  585

Query  604  LTELKGY  610
              +  GY
Sbjct  586  SLQFAGY  592

>WP_019335264.1 MULTISPECIES: elongation factor G [Lactococcus]
 OUK02776.1 elongation factor G [Lactococcus petauri]
 PST72971.1 elongation factor G [Lactococcus garvieae]
Length=696

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 318/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  



VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGSEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E ++ L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDEDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEIVILPSDSVRL-NDVLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L N   GD     + R      E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKNTTTGDSLTDEKARIILESIEVPEPVIQLSVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            ALT+LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALTKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  
G+
Sbjct  485  
FRAPTQARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S+   F+  A + +++A K +   
+LEP +
Sbjct  545  
VETMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
              ++  P+E L             + + +      +    +P   +  Y T L   
+ GR



Sbjct  605  
KVVITVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMTFDHYE  675

>WP_002441110.1 MULTISPECIES: elongation factor G [Staphylococcus]
 EES41139.1 translation elongation factor G [Staphylococcus caprae 
M23864:W1]
 OHO68542.1 elongation factor G [Staphylococcus sp. HMSC036D05]
 OHS35514.1 elongation factor G [Staphylococcus sp. HMSC62A08]
 PAK63397.1 elongation factor G [Staphylococcus saccharolyticus]
 POA05861.1 elongation factor G [Staphylococcus caprae]
Length=693

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 189/662 (29%), Positives = 312/662 (47%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTVSLS  161
            +F+NK+D+ G +    V ++ D+L A                   D++     K T  
L 
Sbjct  132  
VFVNKMDKLGANFDYSVSTLHDRLQANAAPIQLPIGAEDEFEAIIDLVEMKCFKYTNDLG  191

Query  162  PEI----------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI             E    +  +AV ENND+L+EKY+  E IS ++L    ++   
D 
Sbjct  192  
TEIDEIEIPDDHKERAEEARAQLIEAVAENNDELMEKYLGDEEISIDELKAAIRKATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-IGEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +P IG +              SA    
Sbjct  252  



EFYPVLCGTAFKNKGVQLMLNAVIDYLPSPLDVKPIIGHRANDPEEEVIAKPDDSAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + ++K     ++ +M   S+ EI   
DT
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKDKRERVGRLLQMHANSRQEI---DT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L +     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +AA        +      +  + +  TP   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKQAAQVQGKFSRQSGGRGQYGDVHIEFTPNETGGGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_056618302.1 elongation factor G [Paenibacillus sp. Soil750]
 KRE67251.1 elongation factor G [Paenibacillus sp. Soil750]
Length=691

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 



matrix adjust.
 Identities = 196/670 (29%), Positives = 320/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  E+      
D  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRQKLGANAVAIQLPIGAESDFKGIIDLVDEVAYMYKDDLG  191

Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L  KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
KDIEKIEIPAEFKDQVAELRLELIEKVAELDEELTMKYLEGEEITVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVINYLPSPLDVPDIKGVLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V+ A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVSNATKGKRERVGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L +  +   P P+++  + PKT A ++++  
AL
Sbjct  369  AGDIAAAVGLKDTTTGDTLCDEKNPVILEKMVF---
PEPVIQLAVEPKTKADQDKMGIAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425



             +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRE-TF  484

Query  426  KAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +AA+      V  +      G   +   P   G+G  +ES+V  G + + +   ++ 
GI 
Sbjct  485  
RAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGTGFIFESKVVGGSIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDNRHGAQIIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VYSMELSHYE  674

>WP_066228088.1 GTP-binding protein [Bacillus fastidiosus]
Length=652

 Score = 262 bits (669),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 173/609 (28%), Positives = 295/609 (48%), Gaps = 
17/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+   T  D   +ERQRGIT+ A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTKSIKQRGRVDHQDTFLDNHEIERQRGITVFAEQGMFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  LRK  
+PT  
Sbjct  65   
KDSTYYLIDTPGHVDFSPEMERAVQVMDYAIIIISAVEGLEGHTETVWDLLRKYKVPTFF  124

Query  126  



FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D   V++ ++  L+ D +   T SL  EI+     D +  + + E 
++ L
Sbjct  125  FINKVDRTGADTDQVLKDIQMNLTED-VCHITNSLEGEIM-----
DEQLAEFIAERDESL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+       +  ++  Q  V++ ++FP   GSA + +GI+  ++ +  L        
Sbjct  179  LEYYME-HGYDEQMWLKTMQIMVKENNIFPCLSGSALQDIGIEDFLEKLN-
LLTVTEYSD  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGEI  302
            +    G V+K+ +   G R  +++  +G+L++RD V     +     K+T++R+ S  
+ 
Sbjct  237  
NEPFSGRVYKIRHEPNGTRVTFIKALTGSLKVRDEVKYESADNEIAEKVTQIRLYSGNKF  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    GE+  +   S      +GD   + +++   + +P L++ +  +     
+  L
Sbjct  297  QSADKVQAGELFAVTGLS---
KAAVGDGLGMLKEKSEFEMIPTLKSRVIFEPGVNMKEAL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    D    EI L  +G +QLEV++ ++ +++ L+   ++P +
+Y E
Sbjct  354  
QLFHILNAEDPSLNVTWDENLQEIHLHVMGTIQLEVLTQIVLDRFNLKIEFQDPEILYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                A     H E  P   +A + L + P     G+ +E+      L    QN VR  
I 
Sbjct  414  TIETATVGCGHFE--
PLGHYAEVHLKIEPNERNKGITFETVCHTDNLTVGLQNLVRQHIF  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G  +TD  I    G  ++  ++  DFR  +   + Q L+++   
LLEP+  
Sbjct  472  
EREHHGLLTGSPLTDLHITLLTGRAHNKHTSGGDFREASFRAIRQGLEKANNILLEPFYQ  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    E + R   D        +  + + D+ V TG  P      Y T LA +T
+G+ 
Sbjct  532  
FKIKVELEQMGRVLSDIQTAHGKFDPPKTEGDKAVITGFAPVSTFMNYSTQLASFTHGKG  591



Query  602  VCLTELKGY  610
                   GY
Sbjct  592  AISLVFSGY  600

>WP_100443335.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL39446.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 263 bits (671),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G     V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFARVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-



FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+   V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVGVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P   G  V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPREDGQ-
VVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_003511944.1 GTP-binding protein [Ruminiclostridium thermocellum]
 EFB38406.1 small GTP-binding protein [Ruminiclostridium 
thermocellum JW20]
Length=888

 Score = 267 bits (682),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 186/620 (30%), Positives = 303/620 (49%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK + +GILAHVDAGKTTL+E+LLY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDAGKTTLSEALLYVSGKIRKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T+ L+H L    
Sbjct  61   
AVFEVGDTRITLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTKTLWHLLEIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G +   V+  ++ +L       + +  S     EEN + E +D 
+  
Sbjct  121  IPVFIFVNKMDQNGTNKDKVINEIKKQLD-----DRCIEFS-----EENPE-
EFFDRLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ ++E Y+    +   ++       V++  +FP ++GSA K  G++     + 
GL + 
Sbjct  170  CDEMIMETYLEKGRVETSQI----SAAVKERKVFPCFFGSALKLEGVEEF---
IHGLMKY  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             +           +FK+   + G R  +++L  G L++RD V   G  + K+ +
+RI S 
Sbjct  223  TVVPSYPNEFGAKIFKITRDEQGNRLTHMKLTGGKLKVRD-
VLTNGVWEEKVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +         G +  +       P + + +    G P   P  +++          
I P
Sbjct  282  EKFEAVSEVDAGTVFAVTGLTQSRPGEGLGIEKSSGAPLLEPVLQYQ---------
IILP  332

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +    R  +L  L Q+ D +P L    D    EI +  +G VQ+E++ +L+  ++ 
++  
Sbjct  333  EGCDPR-
AMLPKLRQIEDEEPELNIVWDEQLQEIRVRVMGEVQIEILQSLIKSRFGVDVT  391

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + S++Y E          H E  P   +A + L + P   GSG++++   S   
L +S
Sbjct  392  FDDGSIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLKFDVNCSEDVLAKS  449

Query  473  FQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q 
LKE+
Sbjct  450  
WQRLVLTHLEEKVHKGVLTGSAITDMKITLVSGRAHNKHTQGGDFREATYRAVRQGLKEA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F L  P++ + RA  D  K   T E +Q+  D  V  G  P   ++ 
Y+ 
Sbjct  510  
ESILLEPYYDFQLEVPEKMVGRAMMDIEKMHGTCEISQINGDMAVLVGSAPVVTMRNYQK  569

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            ++  YT G        KGY+
Sbjct  570  EVVAYTKGLGRLFCSFKGYE  589

>CDA14281.1 putative tetracycline resistance protein TetP 
[Firmicutes bacterium 
CAG:212]
Length=906

 Score = 267 bits (683),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 193/646 (30%), Positives = 312/646 (48%), Gaps = 
70/646 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+ES+LY SG+I + G V+KG    D   LER+RGITI 
+   
Sbjct  3    
KKLVIGILAHVDAGKTTLSESMLYQSGSIRKLGRVDKGDAFLDIYELERERGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                   ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L 
+ +I
Sbjct  63   
QLSIDDLQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTETLWKLLERYHI  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIE  180
            P  +FINK+DQ G D  +++  ++ +L  + +   QT           +TD E  +
++  
Sbjct  123  PVFLFINKMDQNGTDEAALMNELKKRLDENCVDFSQT-----------DTD-
ELNESIAM  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE+Y+    I   ++    +  ++  +LFP Y+GSA K  G+   M  +    
+ 
Sbjct  171  CSEALLEQYLESGEIEDTQI----



RNLIRKRNLFPCYFGSALKVTGVDEFMRGIMNYTEV  226

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------
KITE  293
              E   A     V+K+   D G R  Y+++ SG L+++D   L GR++        
KI +
Sbjct  227  ATESEEAKFGAKVYKISRDDQGNRLTYIKVTSGCLKVKDL--
LLGRDRRKEKDWEEKINQ  284

Query  294  MRIPSKGEIVRTDTA--------------
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWR  339
            +RI S  +    + A              YPGE + +  DS    D+             
Sbjct  285  IRIYSGAKFDTVNQAERGMICAVTGLSQTYPGEGLGIERDS----
DI-------------  327

Query  340  EDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
              P+  P+L   I          +L+ L QL + +PLL    +    EI    +G 
VQ+E
Sbjct  328  --
PILEPVLTYQIQLPEDCDVHSMLEKLRQLEEEEPLLHIIWNEKLGEIYAQIMGEVQIE  385

Query  398  VVSALLSEKYKLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            V+ +L+ E++ +     + +++Y E   +P++   H       P   +A + L + 
P   
Sbjct  386  VLKSLIWERFHVRIEFGKGNIVYKETIRQPVEGVGH-----
FEPLRHYAEVHLLLEPAEA  440

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            G+G+ + S  S   L+ ++Q  +   +      G L G  +TD  I    G  +   
+  
Sbjct  441  
GTGLHFFSNCSQDTLDLNWQRLILTHLEEKEHCGVLTGSAITDMHITLTIGKAHQKHTEG  500

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR      + Q LK++ + LLEPY S+ L  P + + RA  D  +   + +T     
+
Sbjct  501  
GDFRQATYRAVRQGLKKAESILLEPYYSYRLEVPADMVGRAMTDIQRMSGSFDTPLQDGE  560

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
              + TG  P   ++ Y+T++  YT GR      L+GY+    Q  +
Sbjct  561  IAILTGSAPVVTMRDYQTEVISYTKGRGRLSCTLEGYKPCHNQEEV  606

>PIR96914.1 elongation factor G [Candidatus Doudnabacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_41_10]
Length=697

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.



 Identities = 206/684 (30%), Positives = 320/684 (47%), Gaps = 
91/684 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE++LY +G I + GSV +G T+ D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTEAILYTTGRIHKIGSVHEGDTQMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V   K GV+ Q+  ++H   
K N+
Sbjct  69   
TCFWKDHRINIIDTPGHVDFTVEVERSLRVLDGAITVFDGKMGVEPQSETVWHQATKYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + FINKI+Q G D    ++S+  +LS + +                            
Sbjct  129  
PRMCFINKINQTGGDFYKSLESIHKRLSKNALPVQLPIGHEKDINGVVDLVKMKAYTYTD  188

Query  154  IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             K    +  EI  +    ++ +     + V+E +D L+EKY+AGE +++E+LV   
++  
Sbjct  189  
FKDKKLIEGEIPADMKEIVQEYRDKLIEKVVEADDSLMEKYLAGEGLTKEELVEGIRKST  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG----------------------
LFQPIGEQGS  246
              A  FPV+ G   +G+ +Q L+DAVT                       L +P  
E   
Sbjct  249  LTADFFPVFGGDG-
RGVIVQTLLDAVTTYLPAPTDLPPVKANNAEDGSEMLLKPTDEGPL  307

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI----
PSKGEI  302
            AA+    FK+       +  + R+YSG  +    V L  R   K    RI      
K E 
Sbjct  308  AAIA---FKIATDPFVGKLAFFRVYSGVFKTGSYV-
LNTRNNKKERVGRIVRLHADKREE  363

Query  303  VRTDTAYPGEIVIL--PSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            V+    Y GEI  L  P D++   D L D   P  L +  +   P P++   I 
PKT A 
Sbjct  364  VK--EVYAGEIAALVGPKDTI-TGDTLCDEDAPLILEKIIF---
PEPVISIAIEPKTKAD  417

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + LE++   +  ++K+E     



P 
Sbjct  418  
QEKMGIALNKLAEEDPTFKIRGDEETGQTIISGMGELHLEILVDRMKREFKVEATTGAPQ  477

Query  418  VIYMERPLKAASHTIHIEVPPNPFWASIG--------LSVTPL-
SLGSGVQYESRVSLGY  468
            V Y E      + T  IEV       S G        L + P      G ++ + V  
G 
Sbjct  478  VAYKE------
TLTQKIEVENKYIRQSGGRGQYGHVYLRLEPQDDKEKGNEFINEVVGGT  531

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  AV+ G+    + G L G+ V D K+    G ++   S+   F+  A       
Sbjct  532  
IPKEYIPAVQKGVLETAQSGVLAGYPVVDVKVTLYDGSFHEVDSSEIAFKIAASKAFADG  591

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++  G  LLEP +   +  P+E++     D     A IE+ + +    V   ++P   
+ 
Sbjct  592  
IRRGGPVLLEPIMKLEVIMPEEFMGTVTGDLNSKRARIESMEDQNGRKVVDAKVPLAEMF  651

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y T +   T G+++   E   Y+
Sbjct  652  GYSTQVRSMTQGQAIFTMEFDHYE  675

>WP_014621968.1 elongation factor G [Streptococcus thermophilus]
 CCC20707.1 elongation factor G [Streptococcus thermophilus JIM 
8232]
Length=693

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 314/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
EQVYAGDIAAAIGLRDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP+E L             ++  +   +  +    +P   +  Y T L   T 
GR 
Sbjct  606  
VTITAPEENLGDVMGHVTARRGRVDGMEAHGNTQIVRAYVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_026518150.1 GTP-binding protein [Butyrivibrio sp. MC2021]
Length=899

 Score = 267 bits (683),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 187/615 (30%), Positives = 297/615 (48%), Gaps = 
30/615 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E +LY SG I + G V+      DT  LER RGITI 
+   
Sbjct  3    
KKITLGILAHVDAGKTTLSEGMLYLSGTIRKLGRVDHKDAFLDTYELERARGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W      ++DTPGH DF  E+ R+L VLDGA+L+ISA DGV +Q R+L+  L    
+
Sbjct  63   
LFDWKNVSFTLLDTPGHSDFSPEMERTLQVLDGAVLIISAADGVTSQVRLLWKLLSHYQV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IF+NK+DQ G+D   +++ +R  L   +I       SPEI  E          
+   
Sbjct  123  PTYIFVNKMDQPGMDKNLILEKLRTDLGNSVIDFSEGVSSPEIQEE----------
LAVC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D+LL  ++ G+ ++  ++       +     FPV +GSA K  G++ L++ +T    
P+
Sbjct  173  DDELLSGFLEGKEVTEGEI----
SSLIVARKAFPVIFGSALKMQGVEELLNLITDHLVPV  228

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                 A     ++K+     G R  +L++ SG L++RD   L G E  KI ++RI 
+  +
Sbjct  229  TGSDEAPFGARIYKISRDSSGNRLTHLKVTSGCLKVRD---LIGDE--



KIDQIRIYNGEK  283

Query  302  IVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                  A  G I  +    + +  + LG  +   +++  E   P++  ++     A    
Sbjct  284  FEAVKEAPAGTICAVTGLATTKAGEGLGTES---
KEKTAELIQPIISCSLILPEDADVVS  340

Query  361  LLDALTQLADTDPLLRCEVD----
SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                L  L + +P+LR  +     S   +I    +G VQ E++  L+ E++ ++      
Sbjct  341  
FYKKLLILQEEEPMLRISLKELPGSSEKQIETQVMGEVQKEILKHLIKERFDIDVAFGPG  400

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A     H E  P   +A + L + P   GSG+  E+  S   L  +
+Q  
Sbjct  401  HIVYKETIAGAVEGVGHFE--
PLRHYAEVHLLLEPAEPGSGIILENTCSTDVLALNWQRL  458

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   ++    +G L G  +TD +I    G  +   +   DFR      + Q L E+   
L
Sbjct  459  
ILTHLQEKAHKGVLTGSEITDIRITLLTGRAHEKHTEGGDFRQATYRAVRQGLMEADNVL  518

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP  ++ +  PQ+ + RA  D  +   T+    ++  + V TG IPA C+  Y + 
L  
Sbjct  519  
LEPIYNYRMELPQDCVGRALSDIQRMNGTVGLPDIEGGKSVLTGTIPAACLGDYASQLTS  578

Query  596  YTNGRSVCLTELKGY  610
            YT G     T L GY
Sbjct  579  YTRGEGHIYTTLSGY  593

>WP_090826709.1 elongation factor G [Paenibacillus sp. yr247]
 SDO96502.1 elongation factor G [Paenibacillus sp. yr247]
Length=691

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 200/674 (30%), Positives = 322/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   



NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVL----EEN  169
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  E+      
+  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRQKLGANAVAIQLPIGAENEFKGIIDLVEEVAYMYKDDLG  191

Query  170  TDIEAWDAVIENNDKLLE------------------
KYIAGEPISREKLVREEQRRVQDA  211
             DIE  +   E  DK+ E                  KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
KDIEKIEIPAEFKDKVAELRLELVEKVAELDEELTMKYLEGEEITVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVISYLPSPLDVPDIKGVLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVVNATKGKRERVGRILQMHANSRQEI---
SIVY  368

Query  310  PGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L +  +   P P+++  + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTTTGDTLCDEKNPVILEKMVF---
PEPVIQLAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GIALQKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +AA+      V  +      G   +   P   G+G  +ES+V  G + + +   
++



Sbjct  482  E-
TFRAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGTGFVFESKVVGGAIPREYIAPIQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLE
Sbjct  541  
AGIEESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGDLNSRRGRIEGMDNRHGAQIIRAKVPLSEMFGYSTTLRSRT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVYSMELSHYE  674

>WP_100434613.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL07258.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 263 bits (671),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206



                   T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRAIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESEGGDVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P   G  V +  R+  G + +SF 
NAV 
Sbjct  482  ETPMRAMAGVVGRLVKQTGGQGQFAHVVLDVSPREDGQ-
VVFNDRIVGGVVPRSFINAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + ++     +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQEGRAEVSGFAPLAQLVGYTTALRSLSQ  660



Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_055155459.1 GTP-binding protein [Coprococcus comes]
 CUM69543.1 Elongation factor G [Coprococcus comes]
Length=927

 Score = 268 bits (684),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 187/620 (30%), Positives = 301/620 (49%), Gaps = 
41/620 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I++GILAHVDAGKTTL+E +LY +G I + G V+ G    DT  LER RGITI +   
+F
Sbjct  13   
ISVGILAHVDAGKTTLSEGILYLTGQIRKLGRVDHGDAFLDTYTLERSRGITIFSKQANF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  TR L++ L +  
+PT
Sbjct  73   
VLGDKQVTLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTRTLWNLLARYQVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D Q  +  ++ KLS + +     + + E  LEE +           
++
Sbjct  133  FIFINKMDQDGTDRQDRLTELKRKLSGECV---
DFTEAGEEFLEELSMC---------DE  180

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI-  241
             ++E Y+    I+  ++    Q  +++  +FP Y+GSA K  G+Q L+D +      
P+ 
Sbjct  181  TVMESYLENGEITASQI----
QTLIRERKVFPCYFGSALKLEGVQELLDGLGKYMDGPVS  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPS  298
            G     A    V+K+     G R  ++++ +G L++++ +     E   + K+ +
+RI S
Sbjct  237  
GTHAEEAFGAKVYKISRDSQGSRLTHVKITNGVLKVKEILEYMAEEEPMQEKVNQIRIYS  296

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +      A  G I  +       P   + +      P   P   +R + LP       
Sbjct  297  GDKYEMVQEAEKGCICAVTGLTRTYPGQGLGMQQGSSAPVLEPVLNYRVE-
LP-------  348



Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                    R+L    QL + DP+LR   +    EI +  +G VQ E++ +L+ E++ 
++ 
Sbjct  349  --
EGCDVHRMLQNFRQLEEEDPMLRVVWNEEAGEIQVQLMGEVQTEILQSLIKERFDVDI  406

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 +++Y E          H E  P   +A + L + P   GSG+  ++  S   
L++
Sbjct  407  SFGSGNIVYKETIKNTVEGVGHFE--
PLRHYAEVHLILEPGEPGSGISIDTICSEDVLDK  464

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q 
L +
Sbjct  465  
NWQRLILTHVLEREHRGVLTGSVLTDVKITLASGRAHLKHTEGGDFRQAVYRAIRQGLMQ  524

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEPY +F L  P E   RA  D  +     +  + + D  V TG  P   
+Q Y+
Sbjct  525  
AENVLLEPYYAFRLEIPSEMTGRALTDIQRMNGEFDGPETEDDMAVVTGSAPVSEMQDYQ  584

Query  591  TDLAFYTNGRSVCLTELKGY  610
             ++  Y+ GR      LKGY
Sbjct  585  REVTTYSRGRGKLFCTLKGY  604

>SCH43387.1 Tetracycline resistance protein tetM [uncultured 
Clostridium 
sp.]
Length=657

 Score = 262 bits (670),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 168/634 (26%), Positives = 306/634 (48%), Gaps = 
21/634 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I + G V+   T  D   +E+ RGITI ++  
+F++
Sbjct  5    
IGILAHVDAGKTTFCEQVLYNTNSIRKLGRVDHKDTFLDNHNIEKSRGITIFSSQGNFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
              C+ N++DTPGH+DF  E+ RS+ ++D A+L+IS  + VQ+ T+ +F  L++ N



+P  I
Sbjct  65   
KGCEYNLIDTPGHIDFSPEMERSINIIDYAVLIISGVEKVQSHTKTVFRLLKEYNVPVFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            F+NK+D+ G ++ SV+  ++  LS DI+ I  ++ +     L+EN      + + E 
+D 
Sbjct  125  FVNKMDRTGANIDSVLNDIKLNLSCDIVDISNSLDIKNNYDLDEN----
LIEFIAERDDI  180

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L EKY+  E   ++  + + +  +++  ++P  +GSA   +GI   +D +  L       
Sbjct  181  LFEKYLD-EYYDKDMWINKLKEEIKNCEVYPCCFGSALNNIGIDSFLDKLDFL-
TTTNYC  238

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                  G V+KV + +   R  +++   G+L+++D +      + KI ++RI +  
+ + 
Sbjct  239  DEGEFVGIVYKVIHDENKNRITFIKGLKGSLKVKDEIKYNNINE-
KINQIRIYNGEKFIT  297

Query  305  TDTAYPGEIVILP-------
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             +TA  G++  +         D +  ND   + +++          P L+  +    
+  
Sbjct  298  ENTAKGGQLFAVTGLNNANIGDYIFSNDF--
EESKIKFYNTSTQIQPNLKVKVIFDKSFN  355

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +      L   +P L    D    EI +  +G++QLE++  ++ E++ L+    
+  
Sbjct  356  
INEVYSYFKILNSEEPSLNVFYDDKLKEISVHIMGKIQLEILKDIVKERFNLDIEFGQCE  415

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E   K  +   H E  P   +A + + + P +  SG+ +ES+  +  L    
QN V
Sbjct  416  ILYKETINKETNGYGHFE--
PLGHYAEVHIIIEPSNRNSGISFESKALVDNLQIGHQNLV  473

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I     +G+  G+ +TD KI    G  ++  ++  DFR      L Q +++    
LL
Sbjct  474  
KTHIFEREHRGILGGYPLTDIKITLINGRAHNKHTSGGDFREATFRALRQGIEKVENILL  533

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596



            EPY  F +    +Y+ R   D  K     E  Q+  D  +  G  P      Y  
+L  +
Sbjct  534  
EPYYKFRIEISLDYIGRVLSDIQKMSGEFEEPQIINDRSIIKGRGPVSTFMDYSMELLSF  593

Query  597  TNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            + G         GY      + V++ R  N   D
Sbjct  594  SKGTGSIQYIQDGYDVCHNSEEVLEKRNYNKDAD  627

>SJZ37248.1 small GTP-binding protein domain-containing protein 
[Olsenella 
sp. KH1P3]
Length=678

 Score = 263 bits (671),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 190/618 (31%), Positives = 298/618 (48%), Gaps = 
43/618 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVDAGKTTL E+LLY +GAI + G V+ G +  D   +ER+RGITI ++      
Sbjct  20   
VGMLAHVDAGKTTLAEALLYRAGAIRKLGRVDHGDSFLDASSMERERGITIFSSQAVLDH  79

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + +VDTPGH+DF AE  R+L VLD A+LV+ A DGV+  T  L+  L +  
+PTVI
Sbjct  80   
DGVHLMLVDTPGHVDFGAEAERTLQVLDCAVLVVGANDGVRGHTLTLWRLLERYGVPTVI  139

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D    D ++ + S+RD+LS   +    +            D EA +A+   
++  
Sbjct  140  FVNKCDLESPDREATMVSLRDRLSQGCVDCACL-----------
FDTEAQEAMAILDESA  188

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L++Y+    +S    V   +R V +    PV++GSA +  G+   +D + GL  P   
+ 
Sbjct  189  LDEYLDAGVLS----
VATVRRLVAERRAHPVFFGSALRLEGVDEFLDGLCGLVAP--REH  242

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-----
KITEMRIPSKG  300
                   V+KV +   G+R  +L++  G LR RD V   GR        K++++RI 
S  
Sbjct  243  
PKEFAARVYKVTHEARGERVSWLKVTGGCLRTRDLVKGVGRRDGRSWADKVSQLRIYSGA  302



Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    D    G++         LP D++       +PT            P+L  +
+ P 
Sbjct  303  KFDSVDRVGAGQVCAACGLAHALPGDALGAEPQGSEPTL----------
APVLSYSVEPG  352

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                  R+ +AL +LA+ DPLL    +    E+ L  +G +QLEVV   L E++ +
+   
Sbjct  353  Q-
VDAHRVHEALARLAEEDPLLGVVWNEQLQEVRLQLMGPIQLEVVRQELEERFGMKVGF  411

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               S++Y E   +A     H E  P   +A + L + PL  GSGV + +R S   L
++++
Sbjct  412  GPGSIMYRETIAEAVRGVGHFE--
PLRHYAEVQLLIEPLPRGSGVVFGTRASEDDLDRNW  469

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +          G L G  +TD ++    G  +S  +   DFR      + QAL  
+ 
Sbjct  470  
QRLILTNAMERPHLGVLTGSPLTDVRVTLLGGRAHSKHTEGGDFRQATYRAVRQALMGAR  529

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEP+  F L  PQ+ L R   D  +  A+     +        G +PA   Q 
Y   
Sbjct  530  
SVLLEPWYRFSLELPQDQLGRGMSDLQRMGASFGAPAMCGGFAALEGRVPASECQEYAIQ  589

Query  593  LAFYTNGRSVCLTELKGY  610
            ++ Y++GR        GY
Sbjct  590  VSAYSSGRGHFSLAFDGY  607

>WP_067718287.1 elongation factor G [Acidibacillus ferrooxidans]
 KUO95182.1 elongation factor G [Acidibacillus ferrooxidans]
Length=690

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 314/674 (47%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TAQWKAHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKGGVEPQSETVWRQADKYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D    V+ +RD+L ++ +  Q                         
Sbjct  129  
PRLAYVNKMDIIGADFFECVRQIRDRLKSNPVAIQIPIGAEDHFLGVIDLVENRAIVYTD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + +I  E    +E +     +A  E  ++L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGTTSEARDIPEEYQAQVEEYRTMLLEACAEVENELMEKYLEGEELTIEEIKRALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAALC  250
              ++L PV  GS+ +  G+QP++DAV                 P G++            
Sbjct  249  
IASTLVPVLCGSSYRNKGVQPMLDAVVDYLPSPLDVPAIKGTSPDGDEMERHASDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL     V  + + K     +I +M    + EI    
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGTLSSGSYVLNSTKNKRERIGRILQMHANHREEI---P  365

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I    + +V L D     T    K        + P P++   I PKT A 
++++
Sbjct  366  VVYSGDI----
AAAVGLKDTTTGDTLCEEKNVVILESMDFPEPVISVAIEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L++ DP  R   +  T + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  422  
GIALSKLSEEDPTFRTHTNHETGQTIISGMGELHLEIIVDRMMREFKVEANVGKPQVAYK  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E     +KA    +  +      +  + +   PL  G G  +E+++  G + + +  
AV 
Sbjct  482  ETIRNKVKAEGKFVR-
QSGGRGQYGHVWVEFEPLERGQGYIFENKIVGGVVPREYIPAVD  540



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  +  G L G+ + D K     G Y+   S+   F     + L+ A+  +   
LLE
Sbjct  541  
NGIQEAMRNGVLAGYPMLDIKATVVDGSYHDVDSSEMAFHIAGSMALKNAVSRADAHLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE  + +    V  G +P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDIMGDINSRRGRIEGMEARSGAQVIRGFVPLSEMFGYATILRSRT  660

Query  598  NGRSVCLTELKGYQ  611
             GR     E   Y+
Sbjct  661  QGRGTYTMEPATYE  674

>WP_003689449.1 elongation factor G [Lactobacillus mali]
 EJE99638.1 elongation factor G [Lactobacillus mali KCTC 3596 = DSM 
20444]
Length=697

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 187/668 (28%), Positives = 314/668 (47%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  14   
NIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYAVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI------  172
            +F NK+D+ G +    V +++D+L A+ + I+  +    E      +LE   DI      
Sbjct  134  
VFANKMDKIGANFDYSVSTIKDRLQANAVAIQMPIGAEDEFQGVIDLLEMKADIYDEDEL  193

Query  173  -EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
               WD                     A+ + ++ ++EKY+ GE IS  +L    ++   
+



Sbjct  194  
GSKWDTVDIPDDYKEEAQKRRDAMIEAIADVDEGIMEKYLEGEEISVAELKAAIRKATLN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA------------------LCG  251
              LFPV  GSA K  G+Q ++DAV   L  P+  +   A                    
G
Sbjct  254  
LELFPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYKATDPETDEEVELVAGDDKPFAG  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTFFRVYAGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIAEV--  371

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D          E P P+++ +I P T A ++++  
AL 
Sbjct  372  -
FSGDIAAAIGLKDTTTGDSLTDIKHPLILESMEFPDPVIQVSIEPNTKADQDKMDVALQ  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V Y E   
K
Sbjct  431  
KLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFKVEAKVGAPQVAYRETFTK  490

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              S       +      +  + +  TP   G G ++E+ +  G + + +  +V  G
+R  
Sbjct  491  
QVSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGLRES  550

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  +LEP 
+   
Sbjct  551  
MKNGVLAGYQLIDVKAKLYDGSYHDVDSSEAAFKVAASLALRNASKSAGAVILEPIMRVE  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + AP++YL             +E  + + +  V    +P   +  Y T L   T 
GR   
Sbjct  611  
IVAPEDYLGDVMGHVNARRGRVEGMEARGNAQVVKAFVPLAEMFGYATTLRSATQGRGTF  670

Query  604  LTELKGYQ  611
               +  Y+
Sbjct  671  TMTMDHYE  678



>WP_062490494.1 elongation factor G [Paenibacillus sp. 32O-W]
 ALS26171.1 elongation factor G [Paenibacillus sp. 32O-W]
Length=691

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 201/674 (30%), Positives = 317/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVL-------  166
             ++NK+D  G D  +VVQ +RD+L A+ +  Q            + L   +         
Sbjct  132  
AYVNKMDIIGADFLNVVQDMRDRLQANAVAIQLPIGAENDFVGVIDLIERVAYIYKDDLG  191

Query  167  --EENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI             E  + V E ++ L  KY+ GE I+ ++L    ++ 
V + 
Sbjct  192  
KEPEKTDIPDELKDKAEELRAELVEKVAELDEDLTMKYLEGEEITVQELKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ------
GSAALCGSV  253
             +FPV  GS+ +  G+Q ++DAV                 P G +       +       
Sbjct  252  
KIFPVVCGSSYRNKGVQVMLDAVVDYLPSPVDVPDIKGVLPDGTETTRKSDDNEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMSDPFVGKLTFFRVYSGILNSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   I PKT A 



++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKHPVILESMNF---
PEPVIEIAIEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++LA+ DP  R   D  T + I+S +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALSKLAEEDPTFRAYTDEETGQTIISGMGELHLEIIVDRMLREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P K     +  +      +  + +   PL  GSG Q+E+++  G + + +  
AV+
Sbjct  482  ETFRTPAKVEGKFVR-
QSGGRGQYGHVWIEFEPLEPGSGFQFENKIVGGVVPKEYIPAVQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
AGIEEAMKNGVLAGYPVVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRSGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>OGY15888.1 translation elongation factor G [Candidatus 
Chisholmbacteria 
bacterium RIFCSPHIGHO2_01_FULL_48_12]
Length=704

 Score = 263 bits (672),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 200/696 (29%), Positives = 329/696 (47%), Gaps = 
75/696 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T
Sbjct  9    
RIRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMEQEKERGITIVSAAT  68



Query  62   SFQW------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            +  W               ++NI+DTPGH+DF AEV RSL VLDG + V+ A+
+GVQ+Q+
Sbjct  69   
TTFWTPSNGTSGLFPQEPVRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQS  128

Query  110  RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------
IIIKQTVS---  159
              ++H   K ++P + F+NK+D+ G DL   V  + DKL A        I ++ T     
Sbjct  129  
ETVWHQADKYHVPRICFVNKMDKIGADLAHTVTDIEDKLGAKPAVMVTPIGVESTFKGVV  188

Query  160  --LSPEIVLEENTDIEA----------------------
WDAVIENNDKLLEKYIAGEPI  195
              L  E V+ E  +  A                       + + E +D LLEKY
+AGE +
Sbjct  189  
LLLEQEAVIWEGDETGAKYSRRPVPDELKLMVDEARHKLIEKIAETDDGLLEKYLAGEEL  248

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------
GEQ---G  245
            +  +L    +R      L P++ GS+ +  G+QPL+D V   L  P+      GE    
G
Sbjct  249  
TVPELKAALRRATIAYKLVPIFCGSSLRNKGVQPLLDGVVEYLPAPVDVPPAKGENPKTG  308

Query  246  SAA---------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMR  295
            +A          + G  FK++      +  Y+R+YSG +     VA A + EK ++  
+ 
Sbjct  309  
AAEERKPDVNEPVAGLAFKIQTDPHVGKLTYMRIYSGKVAAGSYVANATKGEKERVGRLL  368

Query  296  IPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +    +      A  GEIV ++        D L D          E   P++   I 
PKT
Sbjct  369  
LMHANDREEISEAIAGEIVAVVGFKHTGTGDTLCDANHPITFEGIEFTEPVISLAIEPKT  428

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               +E++  AL +LA+ DP  + + +  T ++++S +G + LE++   +  ++ ++    
Sbjct  429  
KVDQEKMGYALNRLAEEDPTFKIKSNPETGQMVISGMGELHLEILVDRMKREFNVQANTG  488

Query  415  EPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E   R  +A    I  +      +    L + P S G G ++ + +  G 
+ +
Sbjct  489  APQVAYKETVTREAEAEGKYIR-
QSGGRGQYGHCFLRIAPKSRGEGYEFVNAIKGGAIPR  547



Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F  AV  G++  +E G L G+ + D ++    G ++   S+   F+    I L+ 
A+K+
Sbjct  548  
EFIPAVEKGVKEAMENGVLAGYPLVDMQVTLYNGTFHEVDSSEMAFKIAGSIALQAAVKQ  607

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+E++     D     A I     +    V T  +P   + 
+Y 
Sbjct  608  
ANLVLLEPIMKVEVTTPEEFMGDVIGDLSSKRAQILGTDQRGKVRVITALVPLAELASYA  667

Query  591  TDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T L   T GR+    E   YQ   A +  P++   R
Sbjct  668  TILRSMTKGRAAYYMEPSHYQEVPANIAAPLVAQLR  703

>WP_102812763.1 GTP-binding protein [Bacillus megaterium]
 PNE08680.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 262 bits (669),  Expect = 6e-75, Method: Compositional 
matrix adjust.
 Identities = 177/622 (28%), Positives = 306/622 (49%), Gaps = 
41/622 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +++LL+ ++ G+  + +   R   Q+ +Q   LFP   GSA + +GI+  ++ V  
L   
Sbjct  178  DEELLDAFMEGK--NDQAYWRAAMQKLIQTNQLFPSASGSALQDIGIESFLEKVD-



LLTE  234

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297
                   A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  
Sbjct  235  
TRYSKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAY  294

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TI  350
            +       +    GE+  +    S  + D LG     P        LP L++      
++
Sbjct  295  NGRPFKNVNEGSAGELFAVTGLSSASIGDGLGTLKESPSYEL----
LPTLKSKVVFEPSV  350

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E+
+ + 
Sbjct  351  HPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNIN  404

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+
Sbjct  405  VQFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLS  462

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L 
Q L+
Sbjct  463  
AGYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLE  522

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y
Sbjct  523  
KAENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNY  582

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             + LA +T+G+        GY+
Sbjct  583  GSTLASFTHGKGAMSLLFGGYE  604

>OHD56776.1 translation elongation factor G [Spirochaetes bacterium 
GWF1_49_6]
Length=692

 Score = 263 bits (672),  Expect = 7e-75, Method: Compositional 



matrix adjust.
 Identities = 193/671 (29%), Positives = 315/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT++E +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  11   
KIRNIGIAAHIDAGKTTVSERILYYTGKTHKIGEVHEGAAEMDWMIQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF AEV RSL VLDGA+ V    +GV+ Q+  ++    
K N+
Sbjct  71   
TCFWKEHKINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGGEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V S+  KL                     D+I ++      
Sbjct  131  
PRIAFVNKMDKIGADFYMCVTSMEKKLGVTAIPLQLPIGAENDFVGMIDLITRKAYVWVG  190

Query  163  EIVLE--ENTD--------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +   E  E TD        +E +     +A+ + ND L+EKY+ GE +S E+++R  
+  
Sbjct  191  
KDKDEQYEETDCPADMKEKVEKYRLKLVEAICDGNDDLMEKYLEGEELSIEEMLRGIRHS  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QG---------------SAA  248
               + ++P+  GSA K  G+Q L+DAV       G+    +G               
S  
Sbjct  251  
TITSKMYPMLCGSALKNKGVQLLLDAVVNFLPSPGDVPPIKGINPNNGKEEIRKPLDSEP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVR  304
            L    FKV       + V+ R+YSGTL        VA   +E++ ++  M    + 
E+  
Sbjct  311  
LTALAFKVMVDTHVGKLVFARIYSGTLEKGSYIYNVAKQRKERVARLLRMHANKREEV--  368

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G+IV ++        D + D          + P P++   I P+T     
+L +
Sbjct  369  -
DVVYAGDIVAVVGFKDTTTGDSVVDENHPIILEAIDFPDPVISVAIEPRTKDDINKLSE  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422



             L +L + DP  + + D  T + ++  +G + LE++   +  ++ ++  V +P V 
Y E 
Sbjct  428  
VLGKLQEEDPTFKVKTDDETGQTLIYGMGELHLEILVDRMIREFNVQANVGKPQVAYRET  487

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R  KA S  I  +      +  + + V PL  G G ++E RV  G + + +  A
++ G
Sbjct  488  IKRHAKAESKYIR-
QSGGRGQYGHVLMEVEPLETGKGFEFEDRVVGGRIPKEYIPAIKKG  546

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   +E G+  G+ V D K+    G Y+   S+   F+  A    + A++++   
+LEP 
Sbjct  547  
VEEAIESGVIGGFQVVDIKVILIDGSYHEVDSSEIAFKIAASKGFKDAMQQADPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P++YL     D     A I     K    + +G +P   +  Y T L   
T G
Sbjct  607  
MKADVTVPEDYLGDVIGDLSSRRAKIIGMDPKGSARMISGHVPMAEMFGYTTTLRSLTQG  666

Query  600  RSVCLTELKGY  610
            R+  +     Y
Sbjct  667  RATHVMTFDHY  677

>WP_065902678.1 elongation factor G [Lactobacillus paracollinoides]
 ANZ61460.1 elongation factor G [Lactobacillus paracollinoides]
Length=699

 Score = 263 bits (672),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 316/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W + ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKKHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    VQ+++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKIGADFDYSVQTIKDRLQANALAIQMPIGAEDNFQGVIDLLEMKADIYDE  190

Query  168  ENTDIEAW-----------------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E W                 DA+IE     +D ++EKY+ GE I  ++L    
++
Sbjct  191  DKLGAE-
WDTVDVPEEYKEEAQKRRDAMIEEIADVDDDIMEKYLEGEEIPVDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-VTGLFQPI------------
GEQ------GSA  247
               +  LFPV  GSA K  G+Q LMDA V  L  P+            GE+        
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATVDYLPSPLDVKPYNATDPDTGEKIELRANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y GTL     V  A    RE++ ++ +M    + 
EI 
Sbjct  310  
NFAALAFKIATDPFVGRLTFIRVYQGTLESGSYVLNATKGKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKQTSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  LE G L G+ + D K     G Y+   S+ A F+  A I L  A K +   
+LEP 
Sbjct  547  



LKESLENGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASIALRNAAKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVEIVVPEEYMGDIMVQVTARRGRVDGMEARGNAQLIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGAFTMTFDHYEA  679

>OGC56693.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFCSPLOWO2_12_FULL_36_10]
Length=697

 Score = 263 bits (672),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 197/688 (29%), Positives = 318/688 (46%), Gaps = 
67/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +G T+ D M  E++RGITI 
+A T
Sbjct  15   
KIRNIGIIAHIDAGKTTTTERVLFYTGKSHKIGEVHEGNTQMDWMVQEKERGITITSAAT  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  +F    
K N+
Sbjct  75   
TCFWNDVRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGSQGVEPQSETVFRQAEKYNV  134

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------TV  158
            P + F+NK+D+ G D    + S+ D+LS + +  Q                         
Sbjct  135  
PLLAFVNKLDKVGGDYYMTLDSIFDRLSQNALAMQLPIGEENDFNAVIDLIEEKAYKFEG  194

Query  159  SLSPEIVLEE-----NTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +  EIV  E      T +  + A I     E+ND LLEK++ G  ++ E+++   
+   
Sbjct  195  
KMGSEIVEIEIPDNMKTKVAEYRAKIVEKAAESNDGLLEKFLNGHSLTNEEIISGIRDLT  254

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
                ++PVY G++   +GIQ L+DAV              GL    GE        



+   
Sbjct  255  
IKTKIYPVYCGASLGNIGIQKLLDAVVLFLPSPKDVGDAKGLKPKTGEAIDVKANENEPF  314

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK++      R  Y R+YSG L     V  + + K     +I  M    + E
+   
Sbjct  315  
SALAFKIQTDPYVGRLTYFRVYSGKLLSGSYVLNSTKNKKERVGRILLMHANHREEVKEM  374

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             T   G  V L + +    D L D   P  L    + E   P++   I PKT   R
++L 
Sbjct  375  RTGEIGAGVGLSNTTT--GDTLCDEKNPVILESINFAE---
PVIGLVIEPKTKGDRDKLG  429

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            ++L +  + DP  + + D+ T E ++  +G + LE++   L  ++ +E    +P V 
Y E
Sbjct  430  
ESLKKFMEEDPTFKVKSDAETAETLIYGMGELHLEIIVDRLRREFGVEVNTGKPQVAYRE  489

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + ++++P   G+G ++ + V  G + + +  
AV  G
Sbjct  490  
TVKKTVSQEGKYIRQSGGRGQYGHVYITLSPREPGAGFEFTNDVVGGSIPREYIPAVEKG  549

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I   LE G+F G+ V D  +    G Y+   S+   F+  A    + A +++   
LLEP 
Sbjct  550  
IIEALESGVFAGYPVVDVAVSLYDGSYHEVDSSEIAFKIAASEAFKDAQRKAEPYLLEPI  609

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +S  +  P++++     +     A IE  Q +    V T ++P   +  Y TDL   
T G
Sbjct  610  
MSVEVVTPEDFMGDVIGNLSSKRAKIEDTQTRGKARVVTAKVPLAEMFGYATDLRGMTQG  669

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSR  627
            R+    E   Y+       I  R   S+
Sbjct  670  RASFTMEPSHYEEVPAGVAIGIRENRSK  697

>KMK74861.1 elongation factor G [Bacillus pseudalcaliphilus]
Length=692



 Score = 263 bits (672),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 186/660 (28%), Positives = 312/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRVHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G D    V ++RD+L A+                   +I+    +S 
+ + 
Sbjct  132  
VFVNKMDKTGADFMYSVGTLRDRLQANAHPIQLPIGAEEDFVGFIDLIEMVAHISKDDLG  191

Query  167  E--ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E T+I A              +AV E +++L+ KY+ GE ++ E++V   ++   
+ 
Sbjct  192  
QDWETTEIPADYKDKADELRESLVEAVAELDEELMMKYLEGEELTNEEIVAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
              +PV  GSA K  G+Q L+DAV                          +P  +Q  
AAL
Sbjct  252  
EFYPVICGSAFKNKGVQALLDAVLAYLPSPLDVAAIKGHVPDSEEEVTREPGDDQPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  A ++K     +I +M   S+ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLDSGSYVRNATKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L        P P++  ++ PK+ A +++
+  A
Sbjct  366  
STVYSGDIAAAVGLKDTTTGDTLCDEKNLVILESMNFPEPVIHLSVEPKSKADQDKMGIA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTHTDEETGQTIIGGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + +  +V  
GI 
Sbjct  486  
RQTAQVEGKFVRQSGGRGQFGHVWVEFSPNEEGAGFEFENAIVGGVVPREYIGSVEQGIS  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
EALDNGMIAGFPIIDIKAKLYDGSYHDVDSSEMAFKIAASMALKNAKSKCSPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTARRGRVEGMEARGNAQIVKAFVPLAEMFGYATSLRSRTQGRG  665

>WP_072874897.1 elongation factor G [Alicyclobacillus montanus]
 SHK81655.1 elongation factor G [Alicyclobacillus montanus]
Length=691

 Score = 263 bits (671),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 195/669 (29%), Positives = 309/669 (46%), Gaps = 
62/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA  V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGACGVFDAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS---------  161



            P + ++NK+D  G D    V+ +R +L A  +            K  V L          
Sbjct  129  
PRIAYVNKMDIIGADFLMCVEQMRTRLGAKAVPIQYPIGAEDNFKGMVDLVENKAIIYTD  188

Query  162  -----------PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       PE + E  E    E  +A  E ++ L+ KY+ GE I+  ++    
++  
Sbjct  189  
DLGTTSDVVDVPEDLKEIVEKLRTEMIEACAEVDEDLMVKYLEGEEITVPEIKAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAALC  250
             +  LFPV  GS+ +  G+QP++DAV   L  PI           GE+            
Sbjct  249  
CNVQLFPVLCGSSYRNKGVQPMLDAVVDYLPSPIDVPAIKGVTADGEEIERHSSDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V       RE++ +I +M    + EI   
D
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGILSSGSYVLNSTKGKRERIGRILQMHANHREEI---D  365

Query  307  TAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      E P P++  +I PKT A ++++  
AL
Sbjct  366  
KVYAGDIAAAVGLKDTTTGDTLCDEKNVVVLESMEFPDPVISVSIEPKTKADQDKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L + DP  R   D  T + I+S +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
GKLTEEDPTFRTYTDQETGQTIISGMGELHLEIIVDRLQREFKVECNVGRPQVAYKETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +          +      +  + + + PL  G G  +E++V  G + + +   V 
+GI+ 
Sbjct  486  
QRVDQEGKFVRQSGGRGQYGHVKIILEPLERGQGYMFENKVVGGAIPKEYIAPVDEGIQE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K+    G Y+   S+   F+    + L++  K++G  LLEP 
+  
Sbjct  546  
AMRSGVLAGYPMVDVKVTLYDGSYHDVDSSEMAFKIAGSMALKEGSKKAGPVLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602



             +  P+EY+     D       IE  + + +  V  G +P   +  Y T L   T 
GR  
Sbjct  606  
EITVPEEYMGDIMGDINSRRGRIEGMEQRANARVIRGYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGYQ  611
               EL  Y+
Sbjct  666  FAMELAAYE  674

>WP_019146776.1 elongation factor G [Timonella senegalensis]
Length=700

 Score = 263 bits (672),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 197/691 (29%), Positives = 317/691 (46%), Gaps = 
72/691 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKLGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCYWHENQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ D+L A                   DII ++      
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVDRLKAKPLVIQLPIGAENDFIGMVDIIEEKAYVWHG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  D+E   A                + E +D L+EKY+ GE IS  ++    
++
Sbjct  191  
ETALGEAYDVEEIPADLVEKTAEYRAQLIEDIAETDDALMEKYLGGEEISIAEIKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-------------------
GEQGS  246
             V     FPV  GSA K  G+QP++DAV   L  P+                       
S
Sbjct  251  
LVIAGEAFPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVPAVEGRAVNDEEKVITRSADSS  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302



                   FKV       +  Y+R+YSG +     +  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAAHPFFGKLTYVRVYSGKVASGAQIVNATKGKKERVGKLFQMHSNKENPV  370

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               + A  G I   +        D L DP           P P++   I PKT A 
+E+L
Sbjct  371  ---
EEATAGHIYAFIGLKDTTTGDTLCDPQNQVILESMTFPEPVIDVAIEPKTKADQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  428  
STAIQKLAEEDPTFRVKLDEETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   R  +   +T   +   +  +A + ++  PL    G  YE  + V+ G + + 
+  +
Sbjct  488  
ETIRRTAEKIDYTHKKQTGGSGQFAKVQVTFEPLDTSEGELYEFSNEVTGGRIPREYIPS  547

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  +EQG+  G+ +   K     G Y+   S+   F+    +VL +  K +   
L
Sbjct  548  
VDAGIQAAMEQGILAGFPLVGVKARLLDGAYHDVDSSEMAFKIAGTMVLREGAKRADPVL  607

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P+EY+     D       I++ +      V   ++P   +  Y  
DL  
Sbjct  608  
LEPVMAVEVRTPEEYMGDVIGDINSRRGMIQSMEDATGVKVVRAQVPLSEMFGYIGDLRS  667

Query  596  YTNGRSVCLTELKGYQA---AVGQPVIQPRR  623
             T GR+V       Y     AV + +I+  R
Sbjct  668  KTQGRAVYSMSFDSYAEVPRAVAEEIIKKTR  698

>WP_035761642.1 GTP-binding protein [Clostridium butyricum]
Length=658

 Score = 262 bits (669),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 181/633 (29%), Positives = 306/633 (48%), Gaps = 
19/633 (3%)

Query  6    



IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     IVDTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIVDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G D + V+  ++ +L+ +I  I   +S S   V   N + E  + + E 
+D+
Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHV---
NFNDELIEFITEQDDE  181

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLE+Y  G     E   R+ +  +++  +FP + G A +  GI   +     L +     
Sbjct  182  LLEQYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDC  240

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSK  299
              +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ 
+RI + 
Sbjct  241  
VENENFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYNG  300

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    D    G+I  +L        D +G+     R++   + +P L + +    
+   
Sbjct  301  SKFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYNV  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
+
Sbjct  357  
KDVLGYFKILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCEI  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   K      H E  P   +A + + + P+   SG+ +E+   +  L+ +FQ  
++
Sbjct  417  LYKETIKKETIGCGHFE--
PLRHYAEVIIKIEPMERNSGISFETCCHVDDLSINFQKLIK  474



Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LLE
Sbjct  475  
SHIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILLE  534

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +   QE++ R   D  +   T E     + +V+  G+ P      Y  +
+A +T
Sbjct  535  
PYYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGKGPVSTFMDYTMEIAAFT  594

Query  598  NGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             G+ +      GY        VI+ R  N   D
Sbjct  595  RGKGIVNLVYDGYDLCHNSDEVIKRRDYNKNAD  627

>WP_003136105.1 elongation factor G [Lactococcus garvieae]
 EKF51029.1 Translation elongation factor G [Lactococcus garvieae 
DCC43]
Length=696

 Score = 263 bits (672),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 317/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGAEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E ++ L+EKY AGE I+  +L    ++   
+ 



Sbjct  192  
TDIRDEEIPEEYKEQAEEWRTKLIEAIAETDEDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
              +P+  GSA K  G+Q ++DAV                 P  E+         A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPPIKGINPDTEEEDERPATDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEIVILPSDSVRL-NDVLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L N   GD     + R      E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKNTTTGDSLTDEKARIILESIEVPEPVIQLSVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            ALT+LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALTKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  
G+
Sbjct  485  
FRAGTQARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S+   F+  A + +++A K +   
+LEP +
Sbjct  545  
VETMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
              ++  P+E L             + + +      +    +P   +  Y T L   
+ GR
Sbjct  605  
KVVITVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMTFDHYE  675



>WP_004094855.1 elongation factor G [Acetonema longum]
 EGO64225.1 elongation factor G [Acetonema longum DSM 6540]
Length=694

 Score = 263 bits (672),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 190/675 (28%), Positives = 316/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWQSHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P + ++NK+D  G D   VV  ++ +L A+ +            K  + L          
Sbjct  129  
PRMAYVNKMDITGADFYRVVDMMKTRLGANAVPIQLPIGSEDTYKGLIDLVHMKAVIYTD  188

Query  161  -----SPEIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 S E  + E+   +A        DAV E++D+L+ KY+ GE ++ E++ +  
++  
Sbjct  189  
DLGKTSSETEIPEDMKEQAELYRQGLLDAVAESDDELMMKYLEGEELTVEEIQKGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAA------L  249
                + PV  GS+ +  G+QPL+DAV              G+    GE+ S         
Sbjct  249  
IACKMTPVICGSSYRNKGVQPLLDAVVAYMPAPTDIEAIKGVNPDNGEEDSRHSDDNLPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLASGSYVYNSTKGKKERIGRILQMHANHREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V L D     T    K+         P P++   + PKT A 



+E+
Sbjct  366  DMIYTGDI----
AAAVGLKDTTTGDTLCDEKQPIILESMVFPDPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + LE++   +  ++K++  V +P 
V Y
Sbjct  422  
MGTALARLAEEDPTFKMHTDQETGQTIISGMGELHLEIIVDRMLREFKVDCNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P+K+    +  +      +    L +TP   G G  +E++V  G + + + 
N +
Sbjct  482  RETIRKPVKSEGKFVR-
QSGGRGQYGHCWLELTPQEPGQGFVFENKVVGGAIPKEYINPI  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G+  G+ + D K+    G Y+   S+   F+    +  +   +++   
LL
Sbjct  541  
EAGVKEAMENGVMAGYPMVDIKVTVYDGSYHDVDSSEMAFKIAGSMGFKAGAQKANPALL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY+   +  P+EY+     D       IE  + +         +P   +  Y 
TDL   
Sbjct  601  
EPYMKVEVLVPEEYMGDVIGDLNSRRGRIEGMESRAGVQAIKSFVPLSEMFGYSTDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     E   Y+
Sbjct  661  TQGRGNYSMEFDHYE  675

>WP_017826325.1 GTP-binding protein [Clostridium botulinum]
 KOM88666.1 elongation factor G [Clostridium botulinum]
 KOR57502.1 elongation factor G [Clostridium botulinum]
 OSB06986.1 elongation factor G [Clostridium botulinum]
Length=652

 Score = 262 bits (669),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 167/632 (26%), Positives = 307/632 (49%), Gaps = 
21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKKHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   D+++V+  +  K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREISDIENVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKGMIFPCLSGSALLDVNIDKFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYCTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DT Y G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTVYAGDVFGVTGLTKFKIGQGIGEADL----
NTYYNIVPTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    E+ +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDDDLQEMNIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY



Sbjct  471  
IFEKEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622

>AFY23863.1 tetracycline resistance protein, partial [Campylobacter 
coli]
 AFY23864.1 tetracycline resistance protein, partial [Campylobacter 
jejuni]
 AFZ92909.1 tetracycline resistance protein A, partial 
[Campylobacter coli]
 AFZ92910.1 tetracycline resistance protein A, partial 
[Campylobacter jejuni]
Length=162

 Score = 246 bits (628),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 118/162 (73%), Positives = 138/162 (85%), Gaps = 0/162 
(0%)

Query  10   
AHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCK  69
            AHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM LERQRGITIQ AVTSFQW   
K
Sbjct  1    
AHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAVTSFQWEDVK  60

Query  70   
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINK  129
            VNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL+ M IPT+ 
FINK
Sbjct  61   
VNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMKIPTIFFINK  120

Query  130  IDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD  171
            IDQ G+DL  V + ++ KLS++II+KQ V   P I + +N D
Sbjct  121  IDQEGIDLPMVYREMKAKLSSEIIVKQKVGQHPHINVTDNDD  162

>WP_054761515.1 elongation factor G [Lactobacillus collinoides]
 KRM73461.1 elongation factor EF2 [Lactobacillus collinoides DSM 
20515 = 
JCM 1123]
 KZL35639.1 elongation factor G [Lactobacillus collinoides]



Length=699

 Score = 263 bits (672),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 317/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W + ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKKHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    VQ+++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKIGADFDYSVQTIKDRLQANALAVQMPIGAEDNFQGVIDLLEMKADIYDE  190

Query  168  ENTDIEAW-----------------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E W                 DA+IE     +D ++EKY+ GE IS  +L    
++
Sbjct  191  DELGSE-
WDTVDVPDEYKEEAQKRRDAMIEEIADVDDDIMEKYLEGEEISIAELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-VTGLFQPI------------
GEQ------GSA  247
               +  LFPV  GSA K  G+Q LMDA V  L  P+            GE+        
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATVDYLPSPLDVKPYNATNPDTGEKIELRANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
            +     FK+       R  ++R+Y GTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
SFAALAFKIATDPFVGRLTFIRVYQGTLESGSYVLNATKGKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---



FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKQTSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ + D K     G Y+   S+ A F+  A I L  A K +   
+LEP 
Sbjct  547  
LKESLANGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASIALRNAAKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVEIVVPEEYMGDIMGQVTARRGRVDGMEARGNAQLIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_073049726.1 GTP-binding protein [Dethiosulfatibacter 
aminovorans]
Length=655

 Score = 262 bits (669),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 169/616 (27%), Positives = 294/616 (48%), Gaps = 
17/616 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG++AHVDAGKTTL E LL  + +I   G V+ G T  D   +E++RGIT+ +   
+ ++
Sbjct  5    
IGMVAHVDAGKTTLVEQLLLHTNSIMAAGRVDSGNTVMDYHEIEKKRGITVYSDQITVEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  K + VDTPGH+DF +E+ R++ +LD A++++SA +G++  T  ++  LRK  



+PTV 
Sbjct  65   
NDSKFHFVDTPGHVDFSSEMERTVRILDCAVIILSAVEGIEGHTHTVWQTLRKYGVPTVF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI-----  179
            FINK+D+ G D  +VV+ +R   + DI +    + S +I   EN  D E     I     
Sbjct  125  
FINKMDREGADFNNVVKEIRKNFTEDICVVSEPAGSNDIRDIENLLDGETVSESIVEFLA  184

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            + +D+++EKYI GE +   + +   +       LFP   GS  +  G+  L+  +  
L  
Sbjct  185  
DRDDEMMEKYINGETMEYSQSIETLKSMFNRGDLFPCLCGSGLRNSGVDILLSVLEDLL-  243

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIP  297
                   +   G+V+K+ Y   G + V++++ SG L ++DT+     + L  K+  
+R  
Sbjct  244  
ATSYCSDSDFAGTVYKIRYDRTGNKEVFVKVLSGRLTVKDTIPHKNLDMLEEKVNSIRTV  303

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               + V  D    GE  ++   +   + + LG              LP L++ +    
+ 
Sbjct  304  IGKKSVHKDVLEAGETGMVSGLNRSYVGEGLGKEDDFGSLSL----
LPALKSKVIYNDSI  359

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               R+++    L + DPL+         E+ ++ +G +QLEV+   + E++ ++    
+P
Sbjct  360  
NHSRIVEIFNILTEEDPLIDAVWMEELGELHINVMGIIQLEVLQHAVKERFDIDVEFGKP  419

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             V+Y E   +      H E  P   +A + L + P   G G+ + S  SL  L+  
+Q  
Sbjct  420  EVVYRETIAEEVLGFGHFE--
PYKHYAEVELRIAPGKRGEGILFSSECSLDTLDLKWQRN  477

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   I  G  +G+  G  +TD  I    G  +   ++  DFR      +   +++S 
+ L
Sbjct  478  
IEKNIEDGCRRGILTGSRLTDLNITLVNGKAHEKHTSGGDFRQATFRAIRHGIEQSESVL  537

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595



            LEPY  F +   QE   R   D       +E     +   + +G +P      Y  
+LA 
Sbjct  538  
LEPYYDFTVKVSQELAGRVMSDMMNMKGIVEPPVSDEMNSIVSGMVPVSTSMNYPAELAS  597

Query  596  YTNGRSVCLTELKGYQ  611
             T G+ +     KGY 
Sbjct  598  LTGGKGILSMVFKGYD  613

>WP_100468420.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL41260.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 263 bits (671),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGNESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
QWQDGAATTVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRVIDAELLRTAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESEGGDVVLPPDPDGPL  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P   G  V +  R+  G + +SF 
NAV 
Sbjct  482  ETPMRAMAGVVGRLVKQTGGQGQFAHVVLDVSPREDGQ-
VVFNDRIVGGVVPRSFINAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + ++     +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQEGRAEVSGFAPLAQLVGYTTALRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_061279896.1 GTP-binding protein [Clostridium botulinum]
 OSA97484.1 elongation factor G [Clostridium botulinum]
Length=652

 Score = 262 bits (669),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 167/632 (26%), Positives = 307/632 (49%), Gaps = 



21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKKHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   D+++V+  +  K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREISDIENVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKGMIFPCLSGSALLDVNIDKFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYCTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DT Y G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTVYAGDVFGVTGLTKFKIGQGIGEADL----
NTYYNIVPTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    E+ +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDDDLQEMNIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  



++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622

>WP_071398660.1 elongation factor G [Exiguobacterium sp. SH31]
 OGX79172.1 translation elongation factor G [Exiguobacterium sp. 
SH31]
Length=692

 Score = 263 bits (671),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 194/679 (29%), Positives = 317/679 (47%), Gaps = 
86/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++ ++T   S 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLHANAHPIQLPIGAEDEFKGIIDLVERKTYMYSNDL-  190



Query  166  LEENTDIEAW-------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE                     + V + N+ L+ KY+ GE IS E+L    
++
Sbjct  191  ---
GTDIEVTEGFPADMADQAEELRGRLIEGVADYNEDLMMKYLEGEEISIEELKAGIRQ  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                   +PV  GSA K  G+Q ++DAV                          +P  
E 
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLDAVVDYLPSPVDVESIKGINLDTEEEITREPSDEA  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              +AL    FKV       +  + R+YSGT +    V       RE+L +I +M   
S+ 
Sbjct  308  PFSALA---
FKVMTDPYVGKLTFFRVYSGTAQAGSYVKNSTKGKRERLGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTA  355
            EI      + G+I    + +V L D     T    K          P P++   I 
PK+ 
Sbjct  365  EI---PMVFAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKSK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGQALAKLAEEDPTFRTETNQETGQTIISGMGELHLDILVDRMRREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E    AA        +      +  + +   P   G+G ++E+++  G + 
+ +
Sbjct  478  
PQVAYRETIRSAAKIDSKFVRQSGGRGQYGHVVVEFEPNVEGAGFEFENKIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV++GI+  LE G+  G+ V D K    +G Y+   S    F+  A + ++Q  
+++ 
Sbjct  538  
VPAVQNGIQEALENGILAGYPVVDVKAALVFGSYHDVDSNEMAFKVAASMAVKQLKEQAK  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EYL     D       +E  + + +  V    +P   +  
Y T 
Sbjct  598  



AVILEPMMRVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAMVPLSEMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>WP_023073714.1 elongation factor G [Leptolyngbya sp. Heron Island 
J]
 ESA35387.1 elongation factor p [Leptolyngbya sp. Heron Island J]
Length=691

 Score = 263 bits (671),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 185/678 (27%), Positives = 309/678 (46%), Gaps = 
83/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AHVDAGKTT TE +L+ SG + + G V  G   TD M  E++RGITI 
AA  
Sbjct  9    
KVRNIGIAAHVDAGKTTTTERILFYSGVVHKIGEVHDGNAVTDWMEQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I+V  +  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVIVVFDSVGGVQPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G    SV Q VR++L A+ +              +   V +   
I   
Sbjct  129  
PRIAFVNKMDRTGASFFSVYQQVRERLKANAVPIQIPIGAEDQFRGVVDLVRMRAHIYAN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDIE  D                  +++E +D L+E+Y+ GE +S ++++   
+  V
Sbjct  189  
DLGTDIEETDIPDELREQAEEYRTLLLESIVEADDALMERYLEGEELSSQEIMNAVRAGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
                L P+  GSA K  G+Q L+DAV                 P G+ G         
L 
Sbjct  249  
TSGDLVPMLCGSAFKNKGVQLLLDAVVDYLPSPLDIPPIQGTLPNGDMGERPPEDDGPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295



               FK+  +D   R  ++R+YSG L               R+   + L   E++++ 
E+R
Sbjct  309  ALAFKI-
MSDPYGRLTFIRMYSGVLTKGSYVYNATKDKKERISRLIVLKADERIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G ++       G+ +      + L  +               P P++   + 
PKT 
Sbjct  368  SGDLGAVLGLKDTTTGDTICTTDSPIVLESLF-------------
VPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R   D  T++ +++ +G + L+++   +  ++K+E  
+  
Sbjct  415  
QDMEKLAKALQSLSEEDPTFRVFTDPETNQTVIAGMGELHLDILVDRMKREFKVEANIGA  474

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   KA +       +      +  + + V P   GSG ++ES++  G + 
+ +
Sbjct  475  
PQVAYRETIRKAVTGEGKFVRQSGGKGQFGHVVIKVEPGDEGSGFEFESKIVGGTVPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
                  G++   E G+  G+ + D K+    G Y+   S+   F+    + ++ A+ 
++ 
Sbjct  535  
VGPAEAGMKEKCESGILAGYPMIDLKVKLVDGSYHDVDSSEMAFKIAGSMAIQDAVTKAS  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   + AP+E+L     D       IE    +  +   +  +P   +  
Y TD
Sbjct  595  
PVLLEPMMKIEVEAPEEFLGDIMGDLNSRRGQIEGMGSESGQARVSANVPLAEMFGYATD  654

Query  593  LAFYTNGRSVCLTELKGY  610
            +   T GR +   E   Y
Sbjct  655  IRSKTQGRGIFSMEFSHY  672

>WP_034433733.1 elongation factor G [Clostridiales bacterium S5-
A14a]
 KGF09247.1 elongation factor G [Clostridiales bacterium S5-A14a]
Length=689

 Score = 263 bits (671),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 187/674 (28%), Positives = 321/674 (48%), Gaps = 
71/674 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKLGETHDGGATMDFMDQEKERGITIASAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    
K  +
Sbjct  70   
TAQWKEHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKSGVEPQSETVWRQAEKYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   V +  
EI  +
Sbjct  130  
PRMIFVNKMDIIGADFFRVVGMVKDRLGANAVPVQLPIGAEDNFVGIIDLVEMKAEIYKD  189

Query  168  ------ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E  DI        E W     ++V E ++ L+ K++ GE ++  ++    
+++ 
Sbjct  190  
ELGKEIEFVDIPEDMKELAEEWREKLNESVAEGDEDLMMKFLEGEELTIPEIKESIRKQT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                + P+  GSA +  G+Q ++DA             + G+    GE+ +      
A  
Sbjct  250  
IAGEMVPMLCGSAYRNKGVQMVLDAIVDYMPSPLDIPPINGIDPETGEEATRPADDNAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I ++    + 
EI + 
Sbjct  310  
SALAFKIVADPFVGKLAFFRVYSGTLDAGSYVYNSTKGKKGRIGRILQIHAAKREEIQKV  369

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K+       E P P++   I PKT   
+E+
Sbjct  370  ---YSGDI----
AAAVGLKDATTGDTLCDEKQEIILESMEFPEPVIEIAIEPKTKGGQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P 
V Y



Sbjct  423  
MGIALAKLAEEDPTFKTYTNEDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSY  482

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   + A   +    +      +  + + + PL  G+G ++++ +  G + + +   
+ 
Sbjct  483  
KETISQNADVDNKYAKQSGGRGQYGHVKIKIYPLEPGAGFEFKNSIVGGAIPKEYIPKIE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  +E G + G+NV D  +    G Y+   S+   F+  A +   +A+K++   
LLE
Sbjct  543  
EGIKEAMETGPIAGYNVVDVGVELYDGSYHEVDSSEMAFKIAASMAFREAVKKAKPVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +  P+EY+     D       IE +++     +  G +P   +  Y TDL   
T
Sbjct  603  
PIFKVEVTVPEEYMGDVMGDMSSRRGRIEGSEMINGGTIIRGMVPLSEMFGYATDLRSKT  662

Query  598  NGRSVCLTELKGYQ  611
             GR V + ++  ++
Sbjct  663  QGRGVYVMQMDHFE  676

>WP_040985103.1 elongation factor G [Oceanobacillus jeddahense]
Length=692

 Score = 263 bits (671),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 313/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWDNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++FINK+D+ G D      +++++L A+                I   + +   



I L+
Sbjct  129  
PRIVFINKMDKTGADFLYSTNTLKERLGANAHPIQMPIGAEDEFNGIIDLIKMEAHIYLD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E T+I A              +AV E +++L+ KY+ GE IS ++L    
++  
Sbjct  189  
DLGQKSETTEIPAELKDEAEELRANLIEAVSETDEELMMKYLEGEEISNDELTTAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVDFYPVLCGSAFKNKGVQLMLDAVIDYLPAPTDVPPIEGIIPETEEKVTRPSTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLR----LRDTVALAGREKL-
KITEMRIPSKGEIVR  304
                FKV       +  + R+YSGTL     +R++V    RE++ +I +M   S+ 
EI  
Sbjct  309  SALAFKVMTDPYVGKLTFFRVYSGTLHSGSYVRNSVK-
GKRERIGRILQMHANSREEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               AY GEI   +        D L D   L      E P P++   I P+T A ++
++  
Sbjct  366  -
SIAYAGEIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVISVAIEPETKADQDKMAI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R E +  T + I+S +G + L+++   L  ++K+   V  P V 
Y E 
Sbjct  425  
ALAKLAEEDPTFRTETNVETGQTIISGMGELHLDIIVDRLKREFKVGAQVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +   P   G+G ++E+++  G + + +  AV
+ GI
Sbjct  485  
FRTSAEVEGKFVRQSGGRGQFGHVWVKFEPNEEGAGFEFENKIVGGVVPREYIPAVQQGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP +
Sbjct  545  
EESMENGVLAGYPLIDVKATLFDGSYHDVDSNEMAFKVAASMALKAAKNKCNPVLLEPMM  604

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y T L   
T GR
Sbjct  605  
RVEVVVPEEYMGDIMGDVTSRRGRVEGMEARGTAQVVKAFVPLAEMFGYATALRSNTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVYTMHFDHYE  675

>WP_003428100.1 MULTISPECIES: GTP-binding protein [Clostridium]
 EMU54301.1 GTP-binding elongation factor, TetM/TetO family 
[Clostridium 
butyricum DKU-01]
 KIU07413.1 tetracycline resistance protein TetP, containing GTP-ase 
domain 
[Clostridium butyricum]
 KJZ83456.1 Ribosome protection-type tetracycline resistance-like 
protein, 
group 2 [Clostridium sp. IBUN125C]
 KJZ83709.1 hypothetical protein ClosIBUN13A_CONTIG93g01230 
[Clostridium 
sp. IBUN13A]
 KJZ95560.1 Ribosome protection-type tetracycline resistance-like 
protein, 
group 2 [Clostridium sp. IBUN62F]
 OFS25356.1 elongation factor G [Clostridium sp. HMSC19A10]
Length=658

 Score = 262 bits (669),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 181/633 (29%), Positives = 306/633 (48%), Gaps = 
19/633 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     IVDTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIVDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G D + V+  ++ +L+ +I  I   +S S   V   N + E  + + E 
+D+
Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHV---



NFNDELIEFITEQDDE  181

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLE+Y  G     E   R+ +  +++  +FP + G A +  GI   +     L +     
Sbjct  182  LLEQYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDC  240

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSK  299
              +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ 
+RI + 
Sbjct  241  
VENENFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYNG  300

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    D    G+I  +L        D +G+     R++   + +P L + +    
+   
Sbjct  301  SKFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYNV  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
+
Sbjct  357  
KDVLGYFKILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCEI  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   K      H E  P   +A + + + P+   SG+ +E+   +  L+ +FQ  
++
Sbjct  417  LYKETIKKETIGCGHFE--
PLRHYAEVIIKIEPMERNSGISFETCCHVDDLSINFQKLIK  474

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LLE
Sbjct  475  
SHIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILLE  534

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +   QE++ R   D  +   T E     + +V+  G+ P      Y  +
+A +T
Sbjct  535  
PYYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGKGPVSTFMDYTMEIAAFT  594

Query  598  NGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             G+ +      GY        VI+ R  N   D
Sbjct  595  RGKGIVNLVYDGYDLCHNSDEVIKRRDYNKNAD  627



>WP_031545908.1 elongation factor G [Salinicoccus luteus]
Length=693

 Score = 263 bits (671),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 311/671 (46%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENT  170
            P V+FINK+D+ G D +  V +++D+L A+    Q            + L        
N 
Sbjct  129  
PRVVFINKMDKVGADFEYSVSTLKDRLQANAHPIQLPIGAEDDFTGIIDLVEMKAFHYNN  188

Query  171  DI------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            D+                  E  + +IE     N+ ++EKY+ GE IS ++L    
++  
Sbjct  189  
DLGTEIEEIEIPAEYKDKADELREGLIEGLADVNEDIMEKYLGGEEISVDELKAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-----GEQ---------
GSAA  248
             D   +PV  G+A K  G+Q L++A           +PI     G++          
S  
Sbjct  249  
CDVEFYPVMCGTAFKNKGVQLLLNATIDYLPSPLDVKPIVGHKKGDEDAEIIAKPDDSEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     +R+T         +I +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPFVGKLTFFRVYSGTLDAGSYIRNTTKDKRERVGRILQMHANSRQEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T Y G+I   +        D L D          + P P++  ++ PK+ A ++



++  
Sbjct  367  -
STVYSGDIAAAIGLKDTGTGDTLCDEKNQVILESMDFPEPVIHLSVEPKSKADQDKMTS  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP      D+ T ++I+  +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALVKLQEEDPTFTAHTDNETGQVIIGGMGELHLDILVDRMKREFKVECNVGAPMVSYRET  485

Query  424  PLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K AS       +      +  + +  TP  +G G ++E+ +  G + + +  +V  
GI
Sbjct  486  
FKKQASVQGKFTRQSGGRGQYGDVHIEFTPNEVGGGFEFENAIVGGVVPREYIPSVEAGI  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ + D K     G Y+   S+   F+  A + L++A K     
+LEP +
Sbjct  546  
RDSMENGVLAGYPMVDIKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKVCEPVILEPVM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E    + +  V    +P   +  Y T+L   
T GR
Sbjct  606  
KVEIVMPEEYMGDIMGDVTSRRGRVEGMAARGNAQVVNAFVPLSEMFGYATNLRSNTQGR  665

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  666  GTYTMTFDHYE  676

>WP_009587903.1 MULTISPECIES: GTP-binding protein [Firmicutes]
 EFR38447.1 putative translation elongation factor G [Clostridium 
sp. HGF2]
 EQJ63534.1 small GTP-binding domain protein [Clostridioides 
difficile P28]
 CUQ87279.1 small GTP-binding protein domain protein [[Clostridium] 
innocuum]
 SFL25041.1 small GTP-binding protein domain-containing protein 
[[Clostridium] 
innocuum]
Length=867

 Score = 266 bits (681),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 184/618 (30%), Positives = 296/618 (48%), Gaps = 
30/618 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIG+LAHVDAGKTTL+ESLLY SG+I + G V+ G    D    E+ RGITI 
A  
Sbjct  2    
MNNINIGMLAHVDAGKTTLSESLLYVSGSIRQLGRVDHGNAFLDYDAQEKDRGITIYAKQ  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   ++ ++DTPGH+DF AE+ R L VLD A+++I+A DG+Q+ T  ++  L
+  +
Sbjct  62   
AIFDWKDTRITLLDTPGHVDFSAEMERVLQVLDYAVVIINALDGIQSHTETIWKLLQHYH  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D +  +   +++ ++  L    +    V+L  E   E+         
+  
Sbjct  122  VPALVFVNKMDVSHTERTQIMEDLKRHLDEHCV---
DVTLQDEACQEQ---------LAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE Y+    I+ E+L     +R    ++FP  +GSA K  GIQ  +D +    
+ 
Sbjct  170  CSDELLESYMETGGITDEQLADAVAQR----
TIFPCCFGSALKMEGIQEFLDMLNSCTKA  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                   A    +FK+   + G R  ++++  G+L+++  +A    E  K+ ++R+ 
S  
Sbjct  226  PAY--PEAFGARIFKISRDENGNRLTHMKITGGSLKVKTKLA----
EDEKVDQIRLYSGT  279

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 + A  G +  +         D LG      R R        +   +   T     
Sbjct  280  RYQLCEEACSGCVCAVKGLTGFHAGDGLG----
FERSRQEVQLTSFMNYRVQLPTGCDPF  335

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  L QLA+ DP L    D+   E+ +  +G +Q EV+   + E+Y       E 
SV+
Sbjct  336  
VMLKQLRQLAEEDPQLHVSYDTHLKELHVRLMGDIQTEVLKHTIQERYHTAVDFDEGSVV  395

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   +A + L + PL  GSG+ +ES      L++ +Q  
+  
Sbjct  396  YKETILNTVEGIGHYE--
PLRHYAEVHLLLEPLPRGSGLLFESDCKDEVLDRHWQRLILS  453



Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             ++     G L G  +TD KI    G  +   +   DFR      L   L+ + + 
LLEP
Sbjct  454  
HLQETEHVGVLSGSPITDMKITLLCGRAHQKHTEGGDFRQATYRALRHGLRSAESILLEP  513

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F L  P   +SRA  D  ++  T    +   +  V +G  P R +Q+Y  ++  
YT 
Sbjct  514  
YYEFTLRIPPSCVSRAVFDIERFHGTFTLQEDSGEMSVISGSAPVRKLQSYPQEVYAYTK  573

Query  599  GRSVCLTELKGYQAAVGQ  616
            G+      LKGY+A   +
Sbjct  574  GKGRLFCTLKGYEACADE  591

>WP_002508564.1 MULTISPECIES: elongation factor G [Staphylococcus]
 EJX17158.1 elongation factor G [Staphylococcus sp. OJ82]
 ERH34519.1 elongation factor P [Staphylococcus equorum UMC-CNS-924]
 ALM56086.1 elongation factor P [Staphylococcus equorum]
 OEL07531.1 elongation factor G [Staphylococcus equorum]
Length=696

 Score = 263 bits (671),  Expect = 7e-75, Method: Compositional 
matrix adjust.
 Identities = 190/690 (28%), Positives = 324/690 (47%), Gaps = 
75/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATNYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLE------------EN  169
            +F+NK+D+ G + +  V ++ D+L A+   I +        E +++            
E 
Sbjct  132  
VFVNKMDKMGANFEYAVSTIHDRLQANAQPIQLPIGAEDQFEAIIDLVEMKCFKYNNNEG  191

Query  170  TDIEA------------------



WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E+ND+L+EKY+A E I+  +L    ++   
D 
Sbjct  192  
TDIEEIEIPEDHKERADEARSALIEAVAESNDELMEKYLADEAITVAELKDAIRQATNDI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q L+DAV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLLLDAVIDYLPSPLDVKPIVGHRADDPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTATGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++A        +      +  + +  +P   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKQSAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664



Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R         Y     +V + +I+    NS
Sbjct  665  RGTYTMYFDHYAEVPKSVAEAIIKKNSGNS  694

>WP_074897346.1 GTP-binding protein [Bacillus megaterium]
 SFH34523.1 small GTP-binding protein domain-containing protein 
[Bacillus 
megaterium]
Length=653

 Score = 262 bits (669),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 181/640 (28%), Positives = 312/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFVY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LF    GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFSCACGSALQDIGIESFLEKID-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYSKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 



Sbjct  296  GSTFKNVNKGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
++ 
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNIKV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +      + R   D        ++ +  +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDINQMGRVLADVQSANGRFDSPETTENKAIITGKVPVATFMTYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYECCHNEAEVIEQIRYNKEAD  623

>WP_050613629.1 elongation factor G [Bacillus testis]
Length=692

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 200/688 (29%), Positives = 323/688 (47%), Gaps = 
72/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+
Sbjct  69   
TAQWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P V+F+NK+D+ G D    V ++ D+L A+     + I      S  I L E        
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLPIGAEDEFSGIIDLVEMKAIMYGN  188

Query  169  --NTDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDI                  +  +AV E +++L+EKY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDITVTEIPSEYQDQADEYREKLLEAVAELDEELMEKYLGGEEITVEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+QP++DAV   L  P+                      
E+  
Sbjct  249  
VNVEFYPVICGSAFKNKGVQPMLDAVIDYLPSPLDVPSIKGTSPDTDEELVRHSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            +AL    FKV       +  + R+YSGTL     V       RE++ +I +M   S
+ EI
Sbjct  309  SALA---
FKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D  Y G+I   +        D L D   L      E P P++  +I PK+ A 
++++
Sbjct  366  ---
DMVYAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSIEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  423  
TTALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV+ 
Sbjct  483  
ETFRQSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQA  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538



            G+   LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP
Sbjct  543  
GLEDALERGVLAGFPLVDVKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCKPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL     +       +E  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
VMKVEVVMPEEYLGDIMGNITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATTLRSATQ  662

Query  599  GRSVCLTELKGYQ---AAVGQPVIQPRR  623
            GR         Y+    A+ + +I+  +
Sbjct  663  GRGTFSMHFDHYEEVPKAISEEIIKKNK  690

>WP_068661876.1 elongation factor G [Paenibacillus sp. 1ZS3-15]
 OAS23223.1 translation elongation factor G [Paenibacillus sp. 
1ZS3-15]
Length=691

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 198/670 (30%), Positives = 319/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  E       
D  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRLKLGANAVAIQLPIGAENDFKGIIDLVEETAYMYKDDLG  191

Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L  KY+ GE IS +++    ++ 
V + 
Sbjct  192  
KDIEKIEIPAEFKDQVAVLRLELIEKVAELDEELTMKYLEGEEISVDEIKAALRKGVCEV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVINYLPSPLDVPDIKGVLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V+ A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVSNATKGKRERVGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L R  +   P P+++  + PKT A ++++  
AL
Sbjct  369  AGDIAAAVGLKDTTTGDTLCDEKNPVILERMVF---
PEPVIQLAVEPKTKADQDKMGIAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRE-TF  484

Query  426  KAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +AA+      V  +      G   +   P   G+G  +E++V  G + + +   ++ 
GI 
Sbjct  485  
RAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGTGFIFENKVVGGSIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDSRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VYSMELSHYE  674



>WP_019294137.1 MULTISPECIES: elongation factor G [Lactococcus]
 KXT59119.1 Translation elongation factor G [Lactococcus sp. DD01]
 OAL07785.1 Elongation factor G (EF-G) [Lactococcus garvieae]
Length=696

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 318/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGAEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E ++ L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDEDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEIVILPSDSVRL-NDVLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L N   GD     + R      E P P+++ ++ PK+ A ++



++  
Sbjct  369  YAGDI----
AAAVGLKNTTTGDSLTDEKARIILESIEVPEPVIQLSVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            ALT+LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALTKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  
G+
Sbjct  485  
FRAPTQARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S+   F+  A + +++A K +   
+LEP +
Sbjct  545  
VETMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
              ++  P+E L             + + +      +    +P   +  Y T L   
+ GR
Sbjct  605  
KVVITVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMTFDHYE  675

>SCI87271.1 Tetracycline resistance protein tetM [uncultured 
Clostridium 
sp.]
 SCI73380.1 Tetracycline resistance protein tetM [uncultured 
Clostridium 
sp.]
Length=665

 Score = 262 bits (669),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 164/631 (26%), Positives = 310/631 (49%), Gaps = 
21/631 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LLY + +I   G V+   T  D   +ERQRGITI +    
F +



Sbjct  5    
IGVLAHVDAGKTTFCEQLLYHTKSIRNRGRVDNKDTFLDNHEIERQRGITIFSEQGKFIY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +    N++DTPGH+DF  ++ R+++++D AI++ISA + +Q  T+ +F  L+K 
NIP   
Sbjct  65   
NNSNYNLIDTPGHIDFSPDMERAISIMDYAIVIISAVEKIQPHTKTVFRLLQKHNIPVFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            F NKID+ G +++ +++ ++  LS D+I I   +++  EI L E    E  + + E 
+ +
Sbjct  125  FGNKIDREGANIEKLIEDIKLNLSEDVIDISTNLNIDNEINLSE----
EIIEFIAERDGE  180

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LL+KY+ GE   +E  + +  + +++  ++P + GSA + +GI+  +  +  L      
Q
Sbjct  181  LLDKYLNGE-YDKELWINKLIKSIKNCDIYPFFKGSALQDIGIEDFIKKLDYL-
TYTNYQ  238

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGE  301
            G+    G V+KV Y +   R  Y++  SG L+++D +    ++++   KI  +R+ 
+  +
Sbjct  239  
GNNNFIGKVYKVRYDENKNRLTYIKAISGNLKVKDELKYIIKDEVITEKINNIRVYNSNK  298

Query  302  IVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRE-------
DPLPMLRTTIAPK  353
                +  + G+I  +    +++ N+ + D      K +         D +P L++ 
I   
Sbjct  299  
YENVNEVFVGQIFAVTGLTNIKPNEYILDKNLDINKFYENYSIDKEIDIVPTLKSKIKFD  358

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
             +   + +L+    L D +P L  + +    E+ +  +G++QLE++  ++  ++ +
+   
Sbjct  359  
ESLNIKEVLNVFKILNDEEPALNVKWNENLKEVHIHVMGKIQLEILKEIVKNRFNIDVDF  418

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  ++Y E   +      H E  P   +A + L + P +  SG+ ++S   +  L    
Sbjct  419  GKCEILYKETLKEKTIGYGHFE--
PLGHYAEVHLLIEPSTRNSGIIFKSNAHVDDLTIGH  476

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN ++  I      G+  G+ +TD  I    G  ++  ++  DFR      L   L



++  
Sbjct  477  
QNLIKTHIFEKEHNGILGGYPLTDINITLITGRAHTKHTSGGDFRQATLRALRHGLEQVD  536

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP+  F +    +Y+ R   D  K   T +   + ++  +  G  P      
Y+ +
Sbjct  537  
NVLLEPFYKFKIDIGIDYIGRVLSDIQKMSGTFKDPIISEEMCIIEGRGPVSTFMDYQLE  596

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            L  ++ G         GY     +  I   R
Sbjct  597  LISFSKGTGSISFIFDGYDECHNRDEILENR  627

>WP_002951942.1 elongation factor G [Streptococcus thermophilus]
 ELW73355.1 elongation factor G [Streptococcus thermophilus MTCC 
5461]
 ELW73486.1 elongation factor G [Streptococcus thermophilus MTCC 
5460]
Length=693

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  



DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E I+S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETIISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   T 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNTQIVRAYVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675



>WP_085295485.1 GTP-binding protein [Clostridium botulinum]
 OSA93557.1 elongation factor G [Clostridium botulinum]
Length=652

 Score = 262 bits (669),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 167/632 (26%), Positives = 307/632 (49%), Gaps = 
21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKKHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   D+++V+  +  K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREISDIENVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKGMIFPCLSGSALLDVNIDKFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYCTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DT Y G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTVYAGDVFGVTGLTKFKIGQGIGEADL----
NTYYNIVPTLKSKVVFNKSVNTKE  352

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    E+ +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDEDLQEMNIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622

>WP_040968303.1 GTP-binding protein [Clostridium botulinum]
 AJF29811.1 elongation factor G [Clostridium botulinum]
 AJF32872.1 elongation factor G [Clostridium botulinum]
Length=652

 Score = 262 bits (669),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 167/632 (26%), Positives = 307/632 (49%), Gaps = 
21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   



NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKKHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   D+++V+  +  K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREISDIENVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKCMIFPCLSGSALLDVNIDKFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYCTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DT Y G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTVYAGDVFGVTGLTKFKIGQGIGEADL----
NTYYNIVPTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    E+ +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDEDLQEMNIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  



+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622

>WP_054975994.1 elongation factor G [Paenibacillus sp. A3]
 KPV57080.1 elongation factor G [Paenibacillus sp. A3]
Length=691

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGGATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D    VQ +RDKL A+ +  Q                            
Sbjct  132  
AYVNKMDIIGADFLGAVQQMRDKLGANAVAIQLPIGAESDFRGIIDLVEQVAYIYKDDLG  191

Query  157  ---TVSLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 S  PE   E  E    E  + V E +++L  KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
KDVEQSEIPEDYKERVEELRTELIEKVAELDEELTMKYLEGEEITVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+         E GS  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVVAYLPSPLDVPDIKGTLEDGSEVVRKSSDDEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      



Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGILNSGSYVVNATKGKRERIGRILQMHANSRQEI---
SIVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++   + PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIELAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R + +  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LAKLAEEDPTFRAKTNEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +    +   PL  G+G Q+ES++  G + + +   ++ 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQYGHCWVEFAPLEPGTGFQFESKIVGGAIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G++ G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAAEKCRPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDTRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E+  Y+
Sbjct  665  VYSMEISHYE  674

>WP_098823480.1 GTP-binding protein [Lactobacillus silagincola]
 GAX07500.1 elongation factor G [Lactobacillus silagincola]
Length=643

 Score = 261 bits (668),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 199/623 (32%), Positives = 308/623 (49%), Gaps = 
45/623 (7%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +S+ G V+ G    D   LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIAHVDAGKTTLSEALLYKAGTLSQLGRVDNGDAFLDPDDLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+ +  + ++DTPGH DF A+  + L+VLD AILV+SA DGVQ  TR L+  L 
+  
Sbjct  61   
ANLQYQQLNLTLLDTPGHADFGAQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLDRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +F+NK+D  GV+ ++++  ++ +LSA  I     +   E + +   DI   D    
Sbjct  121  IPTFLFVNKMDAPGVNQEALLTQLQTELSAGCI-----
AFDGENIADHYEDIALQD----  171

Query  181  NNDKLLEKYIAGEPISREKLVRE--
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              D +L++Y+  E +S + ++R+   QR+V     FP Y+G+A K  G++ LM   
+GL 
Sbjct  172  --DAVLDRYMTSETLS-DDVIRQLISQRKV-----FPTYFGAALKLTGVEALM---
SGLQ  220

Query  239  Q-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            +  I    + +    +FKV + + G+R  ++R+  G L  RD V        KI +
+R  
Sbjct  221  RWTIERPKNQSFGARIFKVSHDEKGERLTWVRVTGGALHPRDEVL----
PDQKINQLRQY  276

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
            +  +   +     GE+  +      R    LGD T        E+P+  P+L   + 
PK 
Sbjct  277  NGVKYTVSQAITAGEVCAITGLTGTRPGQGLGDLTN------
SEEPVLQPVLTYKVDPK-  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                   L AL QL D DP L     +   EI +  +G +QLEV+  LL  ++ L+    
Sbjct  330  
GNDLHACLTALQQLEDEDPQLHVTWSNQLQEIRVQLMGTMQLEVIQQLLQHQFHLDVDFD  389

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E S++Y E    +     H E  P   +A + L + P   GSGV + S  SL  L+
+++Q
Sbjct  390  EGSILYKETITDSVEGVGHFE--
PLRHYAEVHLLMEPTEPGSGVTFASDCSLEVLDKNWQ  447

Query  475  NAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----K  529
            + +   +      G L G  +TD KI    G      +   DFR      + Q L    
+
Sbjct  448  
HQIMTNLAAKQHLGVLIGAPITDMKITLIGGRGSIVHTVGGDFREATWRAVRQGLMMTKQ  507

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCIQA  588
            +   QLLEP+  F L   Q+ + RA +D        E        VV  TG  P   
+Q 
Sbjct  508  
QDEAQLLEPWYQFRLTVTQDQVGRAMNDIQLMNGQFEAPDNTGGTVVTLTGSAPVAEMQG  567

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y   +  YT+G+      ++GY 
Sbjct  568  YAQTVNAYTHGQGELECVVEGYH  590

>WP_099601094.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 262 bits (670),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRAIDAEQLRAAIRR  248



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPAHAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E
+GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEAGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673



>WP_006351934.1 elongation factor G [Lactobacillus amylolyticus]
 EFG55591.1 translation elongation factor G [Lactobacillus 
amylolyticus DSM 
11664]
 KRL19836.1 elongation factor G [Lactobacillus amylolyticus DSM 
11664]
 ARD06359.1 elongation factor G [Lactobacillus amylolyticus]
Length=697

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 187/690 (27%), Positives = 322/690 (47%), Gaps = 
67/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDSQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKGHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-------------
VLEE  168
            P ++F+NK+D+ G D    V+S+ ++L+A+    Q    S E              
+ +E
Sbjct  131  
PRIVFVNKMDKIGADFDKSVESLHERLNANAHAVQMPIGSAETFEGVIDLINMVADIYDE  190

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD                     AV + +D ++EKY+ G+ IS +++    
++ 
Sbjct  191  
DKLGSKWDTVPVPDEYKEEAQARREKLIEAVADVDDGIMEKYLNGDEISSDEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              D   FPV+ GSA K  G+Q ++D V                   TG    +    
S  
Sbjct  251  
TIDLKFFPVFAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYVAHDPKTGKEVELKANDSEP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+Y+G+L+    V  A    RE++ ++ +M    + 
EI  
Sbjct  311  



FAALAFKIASDPFVGRLTFIRVYTGSLQSGSYVLNASKDTRERVGRLLQMHANERKEIPE  370

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP R       + P P+++ +I PK+ A R+
+L  
Sbjct  371  V---
FSGDIAGAIGLKNTTTGDSLTDPDRPLILESLQVPDPVIQVSIEPKSKADRDKLDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  + E +  T + +++ +G + L+++   +  ++ +E  + EP V 
Y E 
Sbjct  428  
ALQKLTEEDPTFKAETNPETGQTLIAGMGELHLQIMVERMKREFHVEAEIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +   P   G G ++E  +  G + + F  AV  
G+
Sbjct  488  
FTKEAKAQGKFVRQSGGKGQYGDVWIDFIPNEEGKGYEFEDAIVGGVVPREFIPAVDQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L+ A  ++G  
+LEP +
Sbjct  548  
QEAMKNGVLAGYPLIDIKAKLYDGSYHEVDSSEAAFKVAASLALKNAAPKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL            T++    +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVQVITPEEYLGDVMGSITARRGTMDGMDDRSGAKVLNAMVPLSEMFGYATTLRSLTQGR  667

Query  601  SVCLTELKGYQ---AAVGQPVIQPRRPNSR  627
                     Y     ++ + +I+ R  +++
Sbjct  668  GTFTMVFDHYSPCPKSIQEEIIKKRGGDAK  697

>WP_099523875.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 262 bits (670),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q



Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRGTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478



            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_034266336.1 GTP-binding protein [Bacillus sp. Aph1]
Length=653

 Score = 262 bits (669),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 188/642 (29%), Positives = 311/642 (48%), Gaps = 
44/642 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--SLSPEIV-
LEENTDIEAWDAVIE  180
            FINKID+ G D + V+  ++  L+ D+  I  + V  SLS E++      D E  
DA +E
Sbjct  128  
FINKIDRVGADPERVINDIKHNLTPDVFDITSELVDGSLSEELIEFTAEKDEEFLDAFME  187

Query  181  N-



NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ND+   K                Q+ +Q   +FP   GSA + +GI+  ++ +  
L +
Sbjct  188  GKNDQAYWKAAM-------------
QKLIQANQIFPCACGSALQDIGIESFLEKLDLLSE  234

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRI  296
                Q   A  G V+K+ + + G R ++++  SGTL++RD VA     +L   KIT
++R 
Sbjct  235  THYSQ-
EEAFSGRVYKIRHDENGMRIMFIKALSGTLQVRDEVAYEKNGELYEEKITQIRA  293

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------T  349
             +       +    GE+  +    S  + D LG    L   R  E  LP L++      
+
Sbjct  294  YNGSTFKNVNEGSAGELFAVTGLSSASVGDGLG---TLKESRSYE-
LLPTLKSKVVFEPS  349

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E
++ +
Sbjct  350  VHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNI  403

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L
Sbjct  404  NVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDL  461

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +  +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L 
Q L
Sbjct  462  
SVGYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCIGRAHNKHTSGGDFREATYRALRQGL  521

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Sbjct  522  
EKAKNIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMN  581

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            Y + LA +T+G+        GY+     + VI+  R N   D
Sbjct  582  YGSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>SCJ87272.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 



Blautia sp.]
Length=918

 Score = 267 bits (683),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 189/621 (30%), Positives = 310/621 (50%), Gaps = 
37/621 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E +LY   AI + G V+      DT  LER RGITI 
+   
Sbjct  11   
KQITMGILAHVDAGKTTLSEGILYTCKAIRKLGRVDHQDAFLDTNTLERNRGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                    +  +DTPGH+DF AE+ R+L +LD AILVIS  DGVQ  T  L+  L 
+  I
Sbjct  71   
ECTLGEFGMTFLDTPGHVDFSAEMERTLQILDYAILVISGADGVQGHTETLWRLLSRYQI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +FINK+DQ G D ++++  V++KL A+      V  S      + TD E  + 
V   
Sbjct  131  PVFLFINKMDQPGTDREALLAEVKEKLDANC-----VEFSA-----
DQTDEEWKEQVAVC  180

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++++E Y+ GE ISRE++    ++ +++  LFP Y+GSA K  G++  +D    L   
I
Sbjct  181  DEQVMEAYLEGEEISREQI----RQMIRERKLFPCYFGSALKMTGVEEFLDD---
LKLRI  233

Query  242  GEQGSAALCGS-VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-------
GREKLKITE  293
             E       G+ ++K+   + G+R  ++++  GTL+++  ++         G  + 
K+ +
Sbjct  234  
RETSYPETFGAKIYKITRDNQGERLTHMKITGGTLKVKSVLSNGRPGETGEGIWQEKVNQ  293

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTI  350
            +RI S  +         G +  +   +         P + L  ++  + P+  P+L   
I
Sbjct  294  IRIYSGEKYTMVSEVKAGTVCAVTGLTATY------
PGQGLGSEQASDMPVLEPVLSYRI  347

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               T     + L  L QL + +PLL    +    EI    +G VQ+E++ +L+ E+
+ + 



Sbjct  348  
GLPTEVNVHQALLQLRQLEEEEPLLHIVWNETLGEIYAQVMGEVQIEILKSLIKERFGMA  407

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E +++Y E  L+      H E  P   +A + L + P   GSG+ + +  S   
L+
Sbjct  408  VTFDEGNIVYKETILEPVEGVGHFE--
PLRHYAEVHLLLEPGETGSGLIFAADCSEDVLD  465

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   +     +G L G  +TD KI    G  +   +   DFR      + 
Q L+
Sbjct  466  
RNWQRLILTHLEEREHKGVLIGAPITDMKITLLTGRAHIKHTEGGDFRQATYRAVRQGLR  525

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ +QLLEPY  F L  P E + R+  D  K     +  + + +  V TG  P   
++ Y
Sbjct  526  
KAKSQLLEPYYEFRLEVPSEQVGRSMTDIQKMLGEFDPPKTEGEMTVLTGSAPVVTMRDY  585

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            + ++  YT+GR      LKGY
Sbjct  586  QKEVISYTSGRGRLSCTLKGY  606

>WP_056993361.1 elongation factor G [Lactobacillus saniviri]
 KRO15104.1 elongation factor G (EF-G) [Lactobacillus saniviri JCM 
17471 
= DSM 24301]
Length=695

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 314/669 (47%), Gaps = 
64/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  74   
WKDHRVNIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQSGVEPQTENVWRQATTYGVPRL  133



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G D    V ++ D+L A+                   +I+    L  
E  L
Sbjct  134  
VFVNKMDKMGADFAYSVDTLHDRLQANAHALQLPIGAEDQFEGVIDLIEMKADLYDEDAL  193

Query  167  EENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
                D+            +A +++IE     +D +++KY+ GE IS+E+L    ++   
+
Sbjct  194  
GTEWDVVDIPDDYKDAAEKAHNSLIEAVADVDDAIMDKYLEGEEISKEELKAAIRKATIN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAALCG  251
               +PV  GSA K  G+Q L+DAV                   TG    I          
Sbjct  254  
LEFYPVLAGSAFKNKGVQMLLDAVVDYLPSPLDVRPYNATDPATGDAVEITAGDDKPFAA  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       R  ++R+Y GTL     V  A    RE++ ++ +M    + EI     
Sbjct  314  
LAFKVATDPFVGRLTFIRVYQGTLEAGSYVLNATKDNRERVGRLLQMHSNHREEIPEV--  371

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +   +    D L D          E P P+++ +I P++   R++L  
AL 
Sbjct  372  -
FSGDIAAAIGLKNTTTGDSLTDVDHPLILESLEVPEPVIQVSIEPESKEDRDKLDIALQ  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L + DP  R E +  T E +++ +G + L+++   +  ++K+   V EP V Y E   
K
Sbjct  431  
KLGEEDPTFRAETNPETGETLIAGMGELHLDIMVDRMKREFKVVAKVGEPQVAYRETFTK  490

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             AS       +      +  + +  TP   G G ++E+ +  G + + +  +V  G
++  
Sbjct  491  
QASAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQGLKES  550

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D K     G Y+   S+ A F+  A + L+ A K++G  +LEP 
+   
Sbjct  551  
MENGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASMALKNAAKQAGAVILEPIMHVE  610



Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + AP+EYL             +E  + + +  +    +P   +  Y T L   T 
GR   
Sbjct  611  
VVAPEEYLGDIMGQVTARRGRVEGMEARGNAQIVNSMVPLAEMFGYATTLRSATQGRGTF  670

Query  604  LTELKGYQA  612
                  Y+A
Sbjct  671  TMTFDHYEA  679

>WP_087701440.1 GTP-binding protein [Clostridium diolis]
 OVE69273.1 elongation factor G [Clostridium diolis]
Length=678

 Score = 262 bits (670),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 185/652 (28%), Positives = 317/652 (49%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSITNRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSTEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   V++ ++  LS+D   I        +   +E  DI  +D        
Sbjct  125  FINKLDRTGADKDRVIREIKRDLSSDACYIDNNFIYDSK---
KEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDGLLEKYIEGN-
YDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKL---  289
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G+  +
+L   
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKVREEVSYGGQFVKELDHV  299



Query  290  ---------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +  +    D    G++  +   S  +  D +GD   L  
K   
Sbjct  300  QNNSNEITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSKVIFDKNCNARE-
VLRYFKVLESEDPSLNVTWNEIFQEIDVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   +A+    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFSLMVDFGKCQIIYKETIAEASIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   +LEPY  F++ A  E++ R   D  K   T E  ++ ++
+V+  
Sbjct  534  
ATFRALRQGLEKAYNIILEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLENKVIIN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>WP_096658567.1 elongation factor G [Calothrix parasitica]
 BAY85914.1 translation elongation factor G [Calothrix parasitica 
NIES-267]
Length=695

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 193/669 (29%), Positives = 319/669 (48%), Gaps = 
68/669 (10%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMDQEQERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WNDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV------------------  165
            I++NK+D+ G D   VV+ V + L+A  +++   +    E V                  
Sbjct  129  
IYVNKLDRIGADFYRVVKQVDNVLAAKPLVMVLPIGTESEFVGVVDLLTRKAWIWDDSGD  188

Query  166  ----------LEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                       +   D+E W     +  +E +D L+EKY+ GE +S E+L    ++  
++
Sbjct  189  
PMNYEIKNVPEDMKDDVETWREQLVEMAVEQDDALMEKYLEGEEVSIEELKGCIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGS---------------  252
             + FP Y GS+ K  G+Q ++DAV       Q +  Q    L G+               
Sbjct  249  
LAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPQEVKPQPEVDLEGNETGEFAVVDPEKPLR  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSGTL   +T+     G+ +   ++ EM   S+ EI   
D
Sbjct  309  ALAFKIMDDRFGA-
LTFTRIYSGTLSKGETILNTYTGKTERVSRLVEMHADSRQEI---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV I+   +V+    L DP +         P P++  ++ P      E+L  
AL
Sbjct  365  
SAQAGDIVAIVGMKNVQTGHTLCDPKQPATLEPMVFPDPVISISVTPTKKGSSEKLGMAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
            +++   DP  + E D  + E+I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  425  
SKMVQEDPSFQVETDQESGEMIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESIT  484

Query  423  



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P+   S+T   +   +  +  I  ++ P   G+G +++S+V+ G + + F  AV+ 
G  
Sbjct  485  KPIN-
DSYTHKKQSGGSGQFGRIDYTIEPGEPGTGFEFQSKVTGGNVPREFWPAVQKGFE  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G ++   S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  544  
NSIDKGVLAGFPLVDVKFTLTDGAFHPVDSSAIAFEIAAKSGYRQSIPKAGPQLLEPVMN  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I++       V    E+P   +  Y  DL   T
+GR 
Sbjct  604  
VDVFTPDDHVGDVIGDLNRRRGMIKSQDPGATGVRIKAEVPLSEMFGYIGDLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFDHY  672

>WP_018248770.1 GTP-binding protein [Orenia marismortui]
Length=648

 Score = 261 bits (668),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 179/622 (29%), Positives = 308/622 (50%), Gaps = 
21/622 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG++AHVDAGKTT +E LLY +  I E G V+   +  DT  +E++RGITI +     
++
Sbjct  5    
IGVIAHVDAGKTTFSEGLLYHTDTIRELGRVDHQNSYLDTHQIEKERGITIFSEQAVMKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  L+K  
IP+  
Sbjct  65   
KGDTYYLIDTPGHVDFSPEMERTIMVMDYAIIIVSAVEGVQGHTETVWELLKKHKIPSFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D+  V++ +R  L+ +I +    SL+ E+      D E  + + E 
NDKL
Sbjct  125  FINKTDRVGADVDRVIEEIRANLTENICLLSN-SLTQEL------
DEEIIEFMAERNDKL  177



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+ G   S+E  + + ++ +++  L+    GSA    GI    D    L +      
Sbjct  178  LELYL-
GANYSKEIWIAQMKKMIKENQLYLSASGSALHDQGIIQFFDNFHQLTET--NYN  234

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKGEI  302
              +L   ++K+ Y D   R  ++++  G++ +RD ++ L G EK+  KI+++R+ +    
Sbjct  235  
DQSLKARIYKIGYDDQRNRISFMKILGGSIEVRDQLSYLDGEEKISEKISQLRVYNGENY  294

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A  G++V ++     +    +G            + +P LR+ +   ++   
+ +
Sbjct  295  QTVDSAEAGQLVGVMGLSKTKAGMGIGKVD----
SALAYNMIPTLRSKVIFDSSTNLKEV  350

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L A   L D DP L+   +    EI +  +G +QLE++  ++ +++ LE    EP 
+IY 
Sbjct  351  
LTAFNILNDEDPSLQLSWEKELQEIQIKVMGPIQLEILKEVVKDRFDLEVEFGEPGIIYK  410

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L +      SG+ +E+   +  L+Q  QN V   
I
Sbjct  411  ETINDQVFGYGHFE--
PLKHYAEVHLKIESGVRDSGIIFENLAHVDDLSQGHQNLVEQHI  468

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +GL  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEPY 
Sbjct  469  
FEKEHRGLLTGSPLTDLKISLVTGRGHNKHTSGGDFREATYRALRQGLEKADKILLEPYY  528

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    + + R   D  K   + E  +  +D+V+  G+ P      Y T+L  
+T+G+
Sbjct  529  
GFKIKVGLDDMGRVLADIQKASGSFEPPETIEDKVIIKGKAPVATFMNYPTELLAFTSGK  588

Query  601  SVCLTELKGYQAAVGQPVIQPR  622
             +      GY     Q  +  R
Sbjct  589  GMINLVFSGYDICHNQEEVIER  610

>BAY50755.1 translation elongation factor EF-G [Thermosynechococcus 
vulcanus 



NIES-2134]
Length=691

 Score = 263 bits (671),  Expect = 8e-75, Method: Compositional 
matrix adjust.
 Identities = 194/698 (28%), Positives = 326/698 (47%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GTT TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTTVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYSV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G +   V   +RD+L A+ +              I   V +  
+I  +
Sbjct  129  
PRIVFVNKMDRTGANFYKVYDQIRDRLRANAVPIQLPIGAEDQFKGIVDLVRMRAKIYKD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+T+I A              +AV E +D L+EKY  GE ++ E++    
++  
Sbjct  189  
DLGKEIEDTEIPAEMTELAQEYRTKLIEAVAETDDALMEKYFEGEELTEEEIRAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQGSAA------LC  250
               ++ P+  GSA K  G+Q L+DAV                 P G +   A      
L 
Sbjct  249  
IAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPIDIPAIKGRLPDGTEVERAADDDQPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  ++R+YSG L               R+   + L   E++++ 
E+R
Sbjct  309  ALAFKI-
MSDPYGRLTFVRVYSGVLKKGSYVLNATKGKKERISRLIVLKADERIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +     + G+ +   S  V L  +               P P++   + 
PKT 



Sbjct  368  AGDLGAALGLKETFTGDTLCDESSPVILESLY-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  +YK+E  
+ +
Sbjct  415  
QDMEKLSKALQALSEEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMQREYKVEANIGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P++A    I  +      +  + + V P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPVRAEGKFIR-
QSGGKGQYGHVVIEVEPAEPGTGFEFVSKIVGGVVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ V D K+    G Y+   S+   F+    I +++A
+ ++
Sbjct  534  
YIPPAEQGMKEACESGILAGYPVIDLKVTLVDGSYHEVDSSEMAFKIAGSIAIKEAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+E+L     D       IE   V+      T ++P   +  
Y T
Sbjct  594  
NPVLLEPMMKVEVEVPEEFLGTVMGDLIARRGQIEGQTVENGIAKVTAKVPLERMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  654  DIRSNTQGRGIFSMEFSHYEEVPRNVAEAIIAKNKGNA  691

>WP_092098076.1 GTP-binding protein [Bhargavaea beijingensis]
 SDE74492.1 small GTP-binding protein domain-containing protein 
[Bhargavaea 
beijingensis]
Length=642

 Score = 261 bits (668),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 185/622 (30%), Positives = 298/622 (48%), Gaps = 
27/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+   AI   G V+      D   +E+ RGIT+ A    
F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHMKAIRTRGRVDHKDAFLDGHGIEKNRGITVFADQAVFRH  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R++ V+D AILV+SA DGV+  T  ++  LRK  
+PT I
Sbjct  65   
NGTEYTLIDTPGHIDFSPEMERAIRVMDAAILVVSAADGVEGHTETVWDLLRKNRVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D ++ ++ +R  LS D ++     L+P+++         W A  E 
++ L
Sbjct  125  FINKNDREGADREAALREIRKSLSEDAVLLDD-GLTPDVI--------EWMA--
ERDETL  173

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL---
MDAVTGLFQPIG  242
            LE Y   E    E  +R  +R      +FP   GSA K +G+      +D ++G    
+ 
Sbjct  174  LEHYFE-EGFDEEMWIRAMRRMTASGRIFPAGSGSALKDVGVTEFFTWLDRLSG-
GNRLD  231

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            E G       V+K+ + + GQR  +L++  G L +RD V +AG E  K+T++R  S  
+ 
Sbjct  232  EDGP--FAARVYKIRHDEGGQRITFLKMTGGRLSVRDEVRIAG-
EPRKVTQIRKYSGHKY  288

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               DTA  GE+V ++    ++  + LG  T     R      P L   +    +   
+ +
Sbjct  289  TVQDTANTGELVAVMGLSGIKAGEPLGAET----
GRAAFSLTPSLSAAVHFGDSIHPKDM  344

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L    QL   DP L    +    EI +  +G +QL+V+  ++S++++      EPS
++Y 
Sbjct  345  
LAHFMQLDAEDPSLSVTWEEHAREIRVHVMGLIQLDVLKEVVSDRFREIITFGEPSILYK  404

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E    A     H E  P   +A + L+++P   GSG+ ++S      L   +QN V   
+
Sbjct  405  ETVRSAVRGYGHFE--
PLRHYAEVHLAISPAECGSGITFKSDCHPNELAPGYQNLVGQVL  462

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +GL  G  +TD +I    G  ++  ++  DFR  +   L Q L+++ T 
LLEP  
Sbjct  463  



TGKPHRGLLTGSPLTDLEITLITGRAHNEYTSGGDFREASLRALRQGLEKAETILLEPVY  522

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +    E + R  +D  K            +       +P      Y +  A 
+TNG+
Sbjct  523  
DVKIKVATELMGRVLNDIRKAHGQFGNPDTDGEATRIDARVPVSTFMDYPSIFASFTNGK  582

Query  601  SVCLTELKGYQAAVGQPVIQPR  622
                    GY+A      ++ R
Sbjct  583  GAISLRSGGYEACHNPEQVKAR  604

>OGG24279.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RIFCSPLOWO2_01_FULL_43_11b]
Length=700

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 327/674 (49%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T
Sbjct  18   
KVRNIGIIAHIDAGKTTTTERILYYTGRTYKIGDIDEGTTQMDWMEQEKERGITIVSAAT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++H   
K N+
Sbjct  78   
TTFWKDYRFNIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWHQADKYNV  137

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT-----  157
            P + FINK+D+ G D ++ ++S+ ++L A                   D++ ++      
Sbjct  138  
PRLCFINKMDKVGADFRATIKSIEERLGARTAVMVVPIGREATFKGIIDLLTRKAYVWNT  197

Query  158  --VSLSP---EIVLEENTDIEA-----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              +   P   EI  +   D+E       + + E +D LLEKY+AG   + ++L    
+R 
Sbjct  198  
DDLGAHPDEVEIPADLKDDVEKSRHALIEKISETDDVLLEKYLAGTEPTIDELKAALRRA  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
            V   +L P+Y G++ +  G+QPL+DAV              G      E+         



+
Sbjct  258  
VISYTLVPIYCGTSLRNKGVQPLLDAVVDYLPSPLDLPPVEGTHPKTNEKETRKRTNDES  317

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTL---RLRDTVALAGREKL-
KITEMRIPSKGEIVR  304
              G  FK++      +  Y+R+YSG L         +   +E++ ++  M    + 
EI  
Sbjct  318  
FSGLAFKIQVDPHVGKLTYVRIYSGKLVSGSYTYNSSKGAQERVGRLLLMHANQREEI--  375

Query  305  TDTAYPGEIVILPS--DSVRLNDVL-GD-
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               AY GEIV +    D++  + +  GD P  L +  +   P P++   I PKT   
+E+
Sbjct  376  -KEAYAGEIVAVVGFKDTITGDTICDGDKPIILEKITF---
PEPVISLAIEPKTKNDQEK  431

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  + + +  T++ I+  +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  432  
MGYALQRLAEEDPTFKIKSNLETNQTIIWGMGELHLEILVDRMKREFKVEANVGAPQVAY  491

Query  421  MERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K A     +I +      +    L + P   G G ++   +  G +   F  
AV 
Sbjct  492  
KETVTKLAEGEGKYIRQSGGRGQYGHAFLRIEPKGRGEGFEFVDAIKGGAIPNEFIPAVE  551

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  L+ G L G+ + D  +    G Y+   S+   F+    + L+ A+K++G  
LLE
Sbjct  552  
KGVKEALDNGVLAGYPMVDMTVTLYDGTYHEVDSSEIAFKIAGSMALQSAVKQAGPILLE  611

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P E++     D     A I     +    +    +P   +  Y T L   
+
Sbjct  612  
PIMKVEVTTPDEFMGDVIGDLSAKRAQILGTTKRGAVTIILAMVPLAELSGYATTLRSMS  671

Query  598  NGRSVCLTELKGYQ  611
             GR+    E   Y+
Sbjct  672  KGRATYYMEPSHYE  685

>WP_067561546.1 elongation factor G [Acidibacillus ferrooxidans]
 KYP79700.1 elongation factor G [Acidibacillus ferrooxidans]
 OAG94798.1 elongation factor G [Acidibacillus ferrooxidans]



 OPG14890.1 elongation factor G [Acidibacillus ferrooxidans]
Length=690

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 313/674 (46%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TAQWKAHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKGGVEPQSETVWRQADKYDV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D    ++ +RD+L ++ +  Q                         
Sbjct  129  
PRLAYVNKMDIIGADYFECIRQIRDRLKSNPVAIQVPIGAEDHFHGVIDLVENRAIVYTD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S S +I  E    +E +     +A  E  ++L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGTTSESRDIPEEYQAQVEEYRTLLLEACAEVENELMEKYLEGEELTVEEIKRALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAALC  250
              ++L PV  GS+ +  G+QP++DAV                 P GE             
Sbjct  249  
IASTLVPVLCGSSYRNKGVQPMLDAVVDYLPSPLDVPAIKGTSPDGEDMERHASDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL     V  + + K     +I +M    + EI    
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGTLSSGSYVLNSTKNKRERIGRILQMHANHREEI---P  365

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I    + +V L D     T    K        + P P++   I PKT A 
++++
Sbjct  366  VVYSGDI----
AAAVGLKDTTTGDTLCEEKNVVILESMDFPEPVISVAIEPKTKADQDKM  421



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L++ DP  R   +  T + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  422  
GIALSKLSEEDPTFRTHTNHETGQTIISGMGELHLEIIVDRMMREFKVEANVGKPQVAYK  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E     +KA    +  +      +  + +   PL  G G  +E++V  G + + +  
AV 
Sbjct  482  ETIRNKVKAEGKFVR-
QSGGRGQYGHVWVEFEPLERGQGYLFENKVVGGVVPREYIPAVD  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  +  G L G+ + D K     G Y+   S+   F     + L+ A+  +   
LLE
Sbjct  541  
NGIQEAMRNGVLAGYPMLDVKATIVDGSYHDVDSSEMAFHIAGSMALKNAVSRADAHLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE  + +    V  G +P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDIMGDINSRRGRIEGMEARSGAQVIRGFVPLSEMFGYATILRSRT  660

Query  598  NGRSVCLTELKGYQ  611
             GR     E   Y+
Sbjct  661  QGRGTYTMEPATYE  674

>WP_013177533.1 elongation factor G [Truepera radiovictrix]
 ADI14162.1 translation elongation factor G [Truepera radiovictrix 
DSM 17093]
Length=690

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 190/669 (28%), Positives = 310/669 (46%), Gaps = 
63/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTTLTE +L+ +G I + G V +G    D M  ER+RGITI 
+AVT
Sbjct  11   
KTRNIGIAAHIDAGKTTLTERILFFTGRIHKTGEVHEGAATMDWMEQERERGITITSAVT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W   ++NI+DTPGH+DF  EV RS+ VLD A+ V  A  GV+ Q+  ++    
K  +



Sbjct  71   
QAFWKDTRINIIDTPGHVDFTMEVERSMRVLDAAVAVFDASQGVEPQSETVWRQADKYRV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F NK+D+ G D Q V+ S++++L A+ +              I   V +     
L+
Sbjct  131  
PRLAFANKMDKTGADFQLVLDSMQERLGANAVPVQWPMGQEDAFKGIIDLVEMRAYTYLD  190

Query  168  ------ENTDIEAWDAVI--ENNDKLLEK-----------
YIAGEPISREKLVREEQRRV  208
                  E +DI A  A +  E  + +LEK           Y+ GE I  E +    
+   
Sbjct  191  
DLGQKIEESDIPAEYAELAEEKRNLMLEKLADISDDLAMLYLEGEEIPSELIHNAIREGT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                 FPV  GSA K  G+Q L+DAVT             G+     ++ S      
A  
Sbjct  251  
VGLKHFPVLCGSALKNKGVQRLLDAVTLYLPSPLDVPPIKGVIPGTEQEDSRPADEDAPT  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L        V+   +E++ ++ +M   S+ E
+ R 
Sbjct  311  
AALAFKIMTDPYVGRLTFIRVYSGVLESGSYVWNVSKGKKERVGRLLKMHANSREEVERI  370

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 G ++ L   +    D L DP         E P P++   I P + A +++L 
+ +
Sbjct  371  GAGDLGAVIGLKDTTT--
GDTLADPDHPIVLERMEFPEPVITVAIEPSSKADQDKLANGM  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R E D  T +  +S +G + LE++   L  ++ +   V  P V Y 
E   
Sbjct  429  
VKLAEEDPTFRVESDPETGQTTISGMGELHLEIIVDRLKREFGVNATVGAPQVAYRETIT  488

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P+      +  +      +  + +   PL  G+G ++E+ +  G + + +  AV+ 
GI 
Sbjct  489  KPVDVQGKFVR-
QSGGRGQYGDVKIKAEPLERGAGFEFENAIVGGVIPKEYIPAVQKGIE  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              ++ G L G+ + D K+    G Y+   S+   F+  A + +++A+ + G  
+LEP + 
Sbjct  548  
EAMQNGPLLGFPIVDMKVTLYDGSYHEVDSSEMAFKIAASMAIKEAMAKGGAAILEPIMR  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+             I+  Q + +  V    +P   +  Y TDL   T 
GR+
Sbjct  608  
VEVVTPEQYMGDVIGSLNSRRGQIQGMQPRGNAQVVNAHVPLSEMFGYATDLRSLTQGRA  667

Query  602  VCLTELKGY  610
                 L  Y
Sbjct  668  TFTMVLDHY  676

>SKC00846.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium]
Length=905

 Score = 267 bits (682),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 200/636 (31%), Positives = 317/636 (50%), Gaps = 
30/636 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + +GILAHVDAGKTTL+E+LL+ +GAI + G V+ G    DT  LE++RGITI 
+   
Sbjct  6    
KNMVLGILAHVDAGKTTLSEALLFETGAIRKAGRVDHGDAHLDTFDLEKERGITIFSKEA  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+     V+++DTPGH DF  E+ R+L VLD A+LVISA D V  Q R L+  LR  
++
Sbjct  66   
RFETDYRSVSLLDTPGHADFSPEMERTLRVLDCAVLVISAPDRVTGQVRTLWQLLRHYHV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE---
ENTDIEAWDAV  178
            P  IF+NK+DQ G+D  S+++++R +LS      + VS   E+ L     N +I+   
AV
Sbjct  126  PAFIFVNKMDQPGMDSASILETLRTELSGGCF--
EFVSDQGEMPLPVDFNNEEIQEEIAV  183

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +  +++L+  Y+ G P+S++ L     + +++  LFPV++GSA +  GI+PL+ A+  
L 
Sbjct  184  L--DEELMTSYLEGTPVSQDAL----
PKLIKEQKLFPVFFGSALRMEGIKPLLSALDTL-  236



Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                    +     V+K+   D   R  ++++  G+L++RD +        K+ +
+R+ S
Sbjct  237  -STVPDYPSEFGARVYKIS-RDGNTRLSWMKITGGSLKIRDLI-----
NDEKVNQIRLSS  289

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +      A  G I  +    + ++   LG  T          P+   R  I P+ 
A  
Sbjct  290  GAKSDLIQQADAGMICAVAGLTTTKIGSGLG--TEEDDTSEILQPIESCR-
IILPEGADP  346

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +   D L QL + +P+L    +  T EI    +G VQ E++  L  +++        
P 
Sbjct  347  VKSFAD-
LRQLEEEEPMLHLSYNEETREITAEIMGEVQTEILRRLTMDRFGYPIDFGTPE  405

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +A + L +TP   G+GV +E++    YL  
+FQ  +
Sbjct  406  IVYKETILNEVEGVGHFE--
PLRHYAEVHLMLTPGEPGTGVVFENKCPRDYLTPNFQRLI  463

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +     +G L G  +TD KI    G  +   +   DFR      + Q L  + 
+ LL
Sbjct  464  
LTNLEEKPHRGVLTGSEITDIKITLIAGRSHEKHTEGGDFRQATYRAVRQGLMMAESVLL  523

Query  537  EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD--
EVVFTGEIPARCIQAYRTDLA  594
            EP LSF L  P   + RA  D      +    ++  D    + TG +PA  ++ Y   
+A
Sbjct  524  
EPVLSFTLEVPSGNVGRAMTDIADMHGSTGAPEMSADGARSILTGTVPASELKDYARTVA  583

Query  595  FYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             YT G       LKGY+     Q VI+ R   + LD
Sbjct  584  TYTAGEGRLSVRLKGYEPCHNAQEVIEKRGYIADLD  619

>WP_075419827.1 GTP-binding protein [Bacillus megaterium]
 OLO39465.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 261 bits (668),  Expect = 9e-75, Method: Compositional 
matrix adjust.



 Identities = 181/640 (28%), Positives = 311/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWXAAMQKLIQTNQLFPCACGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD V      +L   KIT+
+R  +
Sbjct  236  
RYSKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVVYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 
Sbjct  296  GRTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      



L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVILCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSANGRFDSPVTTENKAIITGKVPVATFMTYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMFLLFGGYERCHNEAEVIEQIRYNKEAD  623

>WP_017867216.1 elongation factor G [Lactobacillus pobuzihii]
Length=699

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 182/671 (27%), Positives = 311/671 (46%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGRIHKIGETHDGASQMDWMDQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAEWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYNV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G D    V ++ D+L A+ +  Q + +  E   E   D+         
Sbjct  131  PRIVFVNKMDKLGADFNYSVSTIHDRLQANAVAVQ-
MPIGAEDDFEGVIDLIDMKADLYD  189

Query  173  -----EAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD V                      + +D ++EKY+ GE I  +++ +  



++
Sbjct  190  
EDELGSQWDTVDIPEKYKEEAQKHRDEMLEQLADLDDDIMEKYLEGEDIPSDEIKKAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------
GEQ------GSA  247
               +  ++PV+ GSA K  G+Q ++D V      PI            G++        
A
Sbjct  250  
ATLNLDIYPVFAGSAFKNKGVQMMLDGVNDFLPSPIDVRPYKATDPDTGDEVELHANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPYVGRLTFFRVYTGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIP  369

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               +   G  + L + +    D L    R       + P P+++ +I P T A ++
++  
Sbjct  370  EVFSGDIGAAIGLKNTTT--
GDSLTSTDRPLILESMDFPEPVIQVSIEPNTKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPTFKTETNQETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G G  +E+ +  G + + +  AV  
G+
Sbjct  488  
FTKQVSAQGKFIRQSGGKGQYGDVVIEFTPTEEGEGFSFENAIVGGVVPREYIPAVEQGL  547

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ + D K     G Y+   S+ A F+  A I L  A K  G  
+LEP +
Sbjct  548  
KESMENGILAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASIALRNAAKGGGAVILEPVM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++ L             ++  + + +  +    +P   +  Y T L   
T GR
Sbjct  608  
KVDIVAPEDNLGDVMGHVTARRGRVDGMEARGNAELVHSFVPLSEMFGYATTLRSSTQGR  667

Query  601  SVCLTELKGYQ  611



                     Y+
Sbjct  668  GTFTMTFDHYE  678

>WP_099305471.1 elongation factor G [Bacillus sp. Marseille-P3800]
Length=692

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 186/661 (28%), Positives = 316/661 (48%), Gaps = 
71/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRVHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G D    V ++RD+L A+                   +I+ T  +S 
+ + 
Sbjct  132  
VFVNKMDKTGADFMYSVGTLRDRLQANAHPIQLPIGAEDEFSGFIDLIEMTAHISKDDLG  191

Query  167  E--ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E TDI A              +AV E +++L+ KY+ GE ++++++    ++   
+ 
Sbjct  192  
QNWEVTDIPAEYEEQAKKMRESLVEAVAELDEELMMKYLEGEELTKDEIKAAIRQGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
              +PV  GSA K  G+Q L+DAV                          +P  +Q  
+AL
Sbjct  252  
EFYPVICGSAFKNKGVQALLDAVLDYLPSPLDVAAIRGHVPDSEEEVTREPGDDQPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  A ++K     +I +M   S+ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLNSGSYVRNATKDKRERVGRILQMHANSREEIA--  366



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++  ++ PK+ A +++
+  A
Sbjct  367  -
TVYSGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPDPVIHLSVEPKSKADQDKMAIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDILVDRMKREFKVEANVGAPQVSYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +  K     +        F   + +  +P   G+G ++E+ +  G + + + ++V  
GI
Sbjct  486  RQSAKVEGKFVRQSGGRGQF-
GHVWVEFSPNEEGAGFEFENAIVGGAVPREYISSVEAGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L+ G+  G+ V D K     G Y+   S+   F+  A + L+ A  +    
LLEP +
Sbjct  545  
EEALDNGMIAGYPVIDLKAKLYDGSYHDVDSSEMAFKIAASMALKNAKSKCSPALLEPLM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  605  
KVEIVIPEEYMGDIMGDVTARRGRVEGMEARGNAQIVKAFVPLAEMFGYATSLRSRTQGR  664

Query  601  S  601
             
Sbjct  665  G  665

>PSB64547.1 elongation factor G [filamentous cyanobacterium CCP1]
Length=706

 Score = 263 bits (672),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 194/713 (27%), Positives = 324/713 (45%), Gaps = 
103/713 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHEGTAVTDWMEQERERGITITAAAI  68



Query  62   SFQW-HR--------------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQ  106
            S  W HR               ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  
GVQ
Sbjct  69   
STSWTHRDPGNPNQALAGALEHRINIIDTPGHVDFTIEVERSMRVLDGVITVLDSVGGVQ  128

Query  107  
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-------------  153
             QT  ++    +  +P +IF+NK+D+ G +   V   VRD+L  + +             
Sbjct  129  
PQTETVWRQADRYKVPRIIFVNKMDRTGANFLKVYDQVRDRLRTNAVPIQLPIGSEAQFG  188

Query  154  -IKQTVSLSPEIVLEE-NTDIEAWD------------------
AVIENNDKLLEKYIAGE  193
             I   V +   +   +  TDI+A D                  AV E ND+L+EKY
++GE
Sbjct  189  
GIVDLVRMQAYLYTNDLGTDIQAADIPDEIKETAEEYRTVLLEAVAETNDELIEKYLSGE  248

Query  194  
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE---------Q  244
             +S ++++   ++   + ++ P+  GSA K  G+Q L+DAV        E          
Sbjct  249  
ELSEQEIITALRKGTLEGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPPIQGTLPD  308

Query  245  GSAA---------LCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDT  280
            GS+A         L    FK+   D   R  ++R+YSG L               R
+   
Sbjct  309  GSSAVRHASDEEPLSALAFKI-
MADPYGRLTFVRVYSGILTKGSYVYNATKDKKERISRL  367

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            + L   E+ ++ E+R    G  +     + G+ +     ++ L  +              
Sbjct  368  
IVLKADERQEVDELRAGDLGAALGLKDTFTGDTLCDEDSAIILESLF-------------  414

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P++   + PKT    E+L  AL  L++ DP  R  VDS T++ I++ +G + L
+++ 
Sbjct  415  
IPEPVISVAVEPKTKQDMEKLSKALQSLSEEDPTFRVSVDSETNQTIIAGMGELHLDILV  474

Query  401  ALLSEKYKLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
              +  +YK+E  +  P V Y E   +P +A    +  +      +  + + V P   
G+G
Sbjct  475  DRMKREYKVEANIGAPQVAYRETIRKPTRAEGKFVR-
QSGGKGQYGHVVIEVEPGDPGTG  533



Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADF  516
             ++ S+V  G + + +      G++   E G+  G+ V D K     G Y+   S+   
F
Sbjct  534  
FEFVSKVVGGTVPKEYIAPAEQGMKEACESGIVAGYPVIDLKGTLVDGSYHDVDSSEMAF  593

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            +    + +++A+ ++   LLEP +   +  P++++     D       IE    ++    
Sbjct  594  
KIAGSMAIKEAVMKASPVLLEPTMKIEVEVPEDFIGNVIGDLNSRRGQIEGQDTEQGTAK  653

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  
626
             T ++P   +  Y TD+   T GR     E   Y      V + +I   + N+
Sbjct  654  VTAKVPLAEMFGYATDIRSKTQGRGTFTMEFSHYDEVPRNVAETIIAKSKGNA  
706

>WP_019413740.1 GTP-binding protein [Paenisporosarcina sp. TG20]
Length=650

 Score = 261 bits (668),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 175/611 (29%), Positives = 302/611 (49%), Gaps = 
19/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT  E LLY + +I   G V+   +  D+  +ERQRGIT+ A   
+F +
Sbjct  5    
IGVFAHVDAGKTTFAEQLLYHTKSIKTRGRVDHKDSFLDSHEIERQRGITVFADQANFAY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH DF  E+ RS+ ++D AI++ISA +G++  T  ++  LRK  
+PT  
Sbjct  65   
QDSMYYLIDNPGHADFSPEMERSVQIMDYAIIIISAVEGLEGHTLTIWQLLRKHKVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G +++SV+Q ++  L++D+       L  E+      D+  + A  E 
N+ L
Sbjct  125  FINKTDRIGANVESVLQEIQQDLTSDVCDITDSFLQDEM----KEDLIQFLA--
ERNESL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             E YI  E   +E  ++  +  V+   +FP   GSA +  GI   +D +  L      
+ 
Sbjct  179  FEHYIE-



EGYQKELWLKTMKELVKANKIFPCSSGSALQDTGIAEFLDKLHQLTSTCFSKD  237

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + D G R  +++  SGTLR+RD +     E     K+T++RI +  
+ 
Sbjct  238  D-
AFSGRVYKIRHDDKGARITFIKALSGTLRIRDELNCQVNEDKVVEKVTQIRIYNGSKF  296

Query  303  VRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    GE+  +    V L++V  GD     +++   + +P L++ +   ++   
+ +
Sbjct  297  KTVEQVQAGELFAV----
VGLSNVSTGDGLGTLQEKAVYEMIPTLKSKVVINSSVHIKEV  352

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L  + +    EI +  +G +QLE++  L++++++L+   +EP 
++Y 
Sbjct  353  
LRCFQLLNIEDPSLNVKWEERLQEIHIQVMGTIQLEILKQLVNDRFQLDVNFEEPQILYK  412

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E    +A    H E  P   +A + L + P    SG+ +++      L    QN 
VR  +
Sbjct  413  ETIESSAIGYGHFE--
PLKHYAEVHLKLEPGERNSGITFKNACHANDLTTGNQNLVRQHL  470

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD +I    G   +  ++  DFR      L Q L+++   
LLEPY 
Sbjct  471  
FEKAHNGLLTGSPLTDVRITLLTGRADNMHTSGGDFREATYRALRQGLEKASNLLLEPYY  530

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    + + +   D       ++T + + ++ + TG +P      Y T+LA 
YT G+
Sbjct  531  
HFKIKVDIDQMGKVLSDIQIAHGKLDTPKTEGNKAILTGRVPVVTFMNYATELAAYTQGK  590

Query  601  SVCLTELKGYQ  611
                    GY+
Sbjct  591  GGMNLIFSGYE  601

>WP_082309139.1 elongation factor G [Streptococcus thermophilus]
 EWM56652.1 elongation factor P [Streptococcus thermophilus TH985]
 EWM57580.1 elongation factor P [Streptococcus thermophilus TH982]
Length=693



 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   T 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_013921165.1 elongation factor G [Paenibacillus mucilaginosus]
 AEI46019.1 FusA [Paenibacillus mucilaginosus KNP414]
 AFH65986.2 elongation factor P [Paenibacillus mucilaginosus K02]
Length=691

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 197/673 (29%), Positives = 326/673 (48%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + +
+P +



Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYSVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D   V++S+R KL A+ +  Q                            
Sbjct  132  
AYVNKMDIIGADFLQVIESMRQKLGANAVAIQLPIGAENDFAGVIDLVERKAYVYQDDLG  191

Query  157  TVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  E+  E     E   +E  + V E +++L+ KY+ GE ++ E++    ++ 
V + 
Sbjct  192  
KDPIESEVPAEYKDKVEELRLELVEKVAELDEELMMKYLEGEELTIEEIKGALRQGVVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQMMLDAVIDYLPAPIDVPDIKGTLEDGTEVIRKSSDDEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSRQEI---
SIVY  368

Query  310  PGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D V GD       P  L    +   P P+++  + PKT A 
++++
Sbjct  369  SGDI----AAAVGLKDTVTGDTLCDEKNPVVLESMNF---
PEPVIQLAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L++ DP  R   D  T + I+S +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALSKLSEEDPTFRAHTDEETGQTIISGMGELHLEIIVDRMLREFKVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +AA        +      +    +   PL  G+G Q+ES+V  G + + F   
++ 
Sbjct  482  
ETFKQAAKVEGKFVRQSGGRGQYGHCWVEFQPLEPGTGFQFESKVVGGSIPREFIAPIQA  541

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G++ G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP



Sbjct  542  
GIEESMKNGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAAEKCRPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGDLNSRRGRIEGMDARFGAQIIRAKVPLSEMFGYSTTLRSRTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   E+  Y+
Sbjct  662  GRGVYSMEISHYE  674

>WP_101353545.1 GTP-binding protein [Bacillus camelliae]
 PKR85495.1 elongation factor G [Bacillus camelliae]
Length=652

 Score = 261 bits (668),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 179/618 (29%), Positives = 304/618 (49%), Gaps = 
25/618 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+   IGILAHVDAGKTT  E LL+ + +IS+ G V+      D+  +E+ RGIT+ 
A  
Sbjct  1    
MEYKTIGILAHVDAGKTTFAEQLLFHTKSISKRGRVDHQDAFLDSHDIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +H     ++DTPGH+DF  E+ R++ V+D AI+VISA +GV+  T  +++ L
+K +
Sbjct  61   
AIFDFHDSHYTLIDTPGHVDFSPEMERAIQVMDYAIVVISAVEGVEGHTETVWNLLKKHH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV--
LEENTDIEAWDAV  178
            IPT  FINKID+ G D+Q V++ ++  L+ D+       ++ ++V  L+E         
+
Sbjct  121  
IPTFFFINKIDRVGADIQRVIKDIQINLTEDVCPIDKCFVNGQMVESLKE--------FL  172

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E N+ LL+ Y+ G   S +  V E +R +++  +FP+  GSA +  GI   ++ +  
L 
Sbjct  173  AERNESLLDDYLTGRYESNKWFV-
EIRRMIKNNIVFPLASGSALQDTGITDFLEQLDAL-  230

Query  239  QPIGEQGS-AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEM  294



              I +  +  +  G V+K+ Y + G R  +++  SGTL++RD +     ++    
KIT++
Sbjct  231  -
TISDYATETSFSGRVYKIRYDESGARTTFIKALSGTLKVRDEIEYVRNDQKISEKITQI  289

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            R  S  +    D    GE+  +    +V   D LG    +   +   + +P L++ 
+   
Sbjct  290  RKYSGKKFQVVDKVVAGEVFAVTGLSAVSAGDGLG----
VLEDKALYEMIPTLKSKVIFD  345

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
             +   + +L     L D DP L    +    EI +  +G +QLEV+  ++ +++  
+   
Sbjct  346  
PSLNVKEVLKCFRMLDDEDPSLMVMWEEKFKEIHIHVMGTIQLEVLEQIVHDRFGFKVQF  405

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +P ++Y E          H E  P   +A + L + P    SGV +ES      L  
S+
Sbjct  406  AKPEILYKETIESEVVGYGHFE--
PLKHYAEVHLRLEPGERQSGVTFESVCHPDDLPFSY  463

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN +R  +     +G+  G  +TD K+    G  +   ++  DFR      L Q L
+++ 
Sbjct  464  
QNLIRHHLFEKEHRGILTGSALTDIKVTLLSGRAHMKHTSGGDFREATLRALRQGLEKAK  523

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEPY  F +    + + R   D        E      ++ + +G++P      
Y T 
Sbjct  524  
NLLLEPYYDFKIKVDIDQMGRVLSDVQSAHGNFENPVTLGNKAIISGKVPVSTFMDYGTV  583

Query  593  LAFYTNGRSVCLTELKGY  610
            LA +T GR        GY
Sbjct  584  LASFTQGRGTISLVFGGY  601

>WP_035782898.1 GTP-binding protein [Clostridium botulinum]
 KFX60049.1 elongation factor G [Clostridium botulinum]
Length=652

 Score = 261 bits (668),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 165/611 (27%), Positives = 300/611 (49%), Gaps = 
20/611 (3%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK + 
PT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKNHTPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+  V++ +V+  +  K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREIVNIANVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKGMIFPCLSGSALLDVNIDNFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYYIENEIEFNEKINQIRIYNGDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DTAY G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTAYAGDVFGVTGLTKFKVGHGIGEADL----
NTHYNIVPTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    EI +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDEDLQEINIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--



PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDLKIILLNGRSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKITVENEYVGRVLSDIQRLSGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY  610
            + V      GY
Sbjct  591  KGVITLSFDGY  601

>WP_068559000.1 MULTISPECIES: elongation factor G [Trichococcus]
 CZQ83452.1 elongation factor g c-terminus [Trichococcus sp. ES5]
 SHF15796.1 elongation factor G [Trichococcus flocculiformis]
Length=696

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 197/691 (29%), Positives = 322/691 (47%), Gaps = 
76/691 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGYRVNIIDTPGHVDFTIEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
            IF NK+D+ G D    + ++ D+L+A+                    + +K  +  
+ E 
Sbjct  133  
IFANKMDKMGADFLYSLGTLHDRLNANAHPIQLPIGSEDTFKGIIDLVEMKAEIYDNDEG  192

Query  165  VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



                  DI        E W     +AV E ++ L+EKY+ GE I++E+L +  +    
+ 
Sbjct  193  
TEYHEEDIPAEYLEVAEEWHTKLVEAVAETDEALMEKYLDGEEITKEELKQGIRTATCNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGS--
AALCGS  252
              FP+  GSA K  G+Q L+DAV                     +PI    S  A     
Sbjct  253  
EFFPMLCGSAFKNKGVQLLLDAVIDYLPSPLDVAAITGTDVDTEEPIAVPASDEAPFAAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+Y+GTL+    V  A    RE++ +I +M    + EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYAGTLQSGSYVQNATKGKRERVGRILQMHANHRNEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I      +V L D     T    K+         P P++   I PK+ A ++
++  
Sbjct  370  FAGDIAA----
AVGLKDTTTGDTLCDEKKQVILESMVFPEPVIEVAIEPKSKADQDKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  R   +  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLSEEDPTFRASTNPETGQTIIAGMGELHLDIIVDRMKREFKVEATVGAPQVSYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + ++A    +        F   + +  TP   G G ++E+ +  G + + +  
AV  G
Sbjct  486  FRQSVQAEGKFVRQSGGKGQF-
GHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P +YL             IE  + + +  +    IP   +  Y T L   
T G
Sbjct  605  
MAVEITVPDDYLGDVMGHVSSRRGRIEGTEARGNAQIVKSSIPLSEMFGYATTLRSSTQG  664

Query  600  RSVCLTELKGYQA---AVGQPVIQPRRPNSR  627
            R         Y+A   AV + +I+    NS 



Sbjct  665  RGTFSMTFDHYEAVPKAVQEDIIKKSGKNSE  695

>KPK99944.1 elongation factor G [candidate division Zixibacteria 
bacterium 
SM23_73_3]
Length=693

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 194/676 (29%), Positives = 319/676 (47%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     G V+ G    D M  E++RGITI 
AA T
Sbjct  9    
KLRNIGIMAHIDAGKTTTTERILYYTGKTHRMGEVDDGAATMDWMEQEKERGITITAAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI ++    GV+ Q+  ++    
+ ++
Sbjct  69   
TCFWEGHQINIIDTPGHVDFTVEVERSLRVLDGAIAILCGVGGVEPQSETVWRQADRYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G + ++ V  ++++L A+ I              I   +S+   
I  E
Sbjct  129  
PRIVFVNKMDRIGCNFENAVTMLKERLGANAIPIQLPLCQKEKFSGIIDLISMQYRIYHE  188

Query  168  EN-----TDI---------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E+      DI               E  +A+   +D+LLEK++  EPI  +++ R  
++ 
Sbjct  189  
ESLGATFEDIPIPSDYLDKAKKSREELLEALTFYDDQLLEKFLNDEPILADEIKRALRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              D  +FPV  GSA    GIQ L+DAV                 PI  +        
+  
Sbjct  249  
TLDVKVFPVLCGSAFHNQGIQKLLDAVVDFLPSPPDIPPVRGINPIKNREEERIPSDNEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVR  304
             C   FK+       + +Y R+YSG L++   V  A    RE++ +I EM    +   
+ 
Sbjct  309  
FCALAFKLASDPYVGKLIYFRVYSGKLKVGSVVFNANTRVRERMGRILEMHANKR---LD  365



Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                + G+IV     +V L   +   T   +K+         P P++   I P+T 
A ++
Sbjct  366  KQEVFTGDIVA----
AVGLRKTMTGHTLCDQKKPIILEKMSFPEPVISVAIEPRTKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL++LA+ DP    +++S T + I+S +G + LEV+   +  ++ ++  + 
+P V 
Sbjct  422  
QLSQALSKLAEEDPTFNVKINSETGQTIISGMGELHLEVLVERMMREFGVKANIGKPQVA  481

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P +A    I  +      +  + + + PL  G G ++E     G L + 
F  A
Sbjct  482  YKETITIPTEAEGKFIR-
QTGGRGQYGWVKVRLEPLPKGDGFEFEDATKGGILPKEFVPA  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V+ GI   ++ G L G+ + D K     G Y+   ST   +R    +  ++A  ++   
L
Sbjct  541  
VKKGIAESMQSGVLAGYPMVDIKAILLDGKYHEVDSTELAYRISGSLAFQEAASKADPVL  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EYL    +D       I     K D    +  +P   +  Y T 
L  
Sbjct  601  
LEPVMDVEVAVPDEYLGDVINDLNSRRGNILGIHPKGDVQAISVVLPLSEMFGYATRLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             + GR++   E   Y+
Sbjct  661  LSQGRAIFTMEFDHYE  676

>KUK34306.1 Elongation factor G [Caldanaerobacter subterraneus]
Length=689

 Score = 262 bits (670),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 318/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    



KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E  + +LEKY+ GE I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQEETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALGTGEEIERKADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + E
+   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLNAGSYVLNSTKGKKERISRILQMHANHRQEM---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          + P P++   I PKT A +E+
+  A
Sbjct  366  
EAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEKMTMA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P V Y 
E  
Sbjct  426  
LLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  AV  
G+



Sbjct  486  TKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LLEP +
Sbjct  545  
QEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDIIGDINARRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFHHYE  675

>WP_049460032.1 elongation factor G [Stenotrophomonas maltophilia]
 ASE51815.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 262 bits (670),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206



                   T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDKVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660



Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_073282333.1 GTP-binding protein [Anaerosporobacter mobilis]
 SHM00239.1 small GTP-binding protein domain-containing protein 
[Anaerosporobacter 
mobilis DSM 15930]
Length=883

 Score = 266 bits (681),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 197/633 (31%), Positives = 304/633 (48%), Gaps = 
68/633 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG+I + G V+ G    DT  LER RGITI 
+  
Sbjct  1    
MKKLTIGILAHVDAGKTTLSESMLYMSGSIRKLGRVDNGNAFLDTFTLERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    K+ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  TR L+  L 
K  
Sbjct  61   
AVLNLKETKITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTRTLWKLLDKYK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAWDA  177
            +P  +F+NK+DQAG +   V++ +R  L    I              E  DI   E 
++ 
Sbjct  121  VPVFLFVNKMDQAGTNKGKVIEELRHVLDDGCI--------------
EFGDIGAEEFFEN  166

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   ++ LLE+Y+    I+ +K+    +  +Q   +FP ++G+A K  G++ LM+ 
+   
Sbjct  167  IAMCDETLLEQYMESGSIALDKI----
REMIQKRKVFPCFFGAALKLEGVEELMNGLEKY  222

Query  238  -
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
               PI      A    ++K+   + G R  Y+++  G L+++D +     ++ K+ 
++RI
Sbjct  223  TLAPIYPTEFGA---KIYKIARDEQGNRLTYMKITGGCLKVKDVLT---
SKQEKVNQIRI  276

Query  297  PS--KGEIVR-------------TDTAYPGEIVILPSDSVR--
LNDVLGDPTRLPRKRWR  339
             S  K E V              TDT +PGE + +   S+   L  VL    RLP     



Sbjct  277  YSGVKYETVAEVNAGTICAVTGLTDT-
HPGEGLGVEEASMAPILAPVLTYQVRLPEGCDA  335

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               LP LR                   QL + +P L    D    EI    +G VQ
+E++
Sbjct  336  SSMLPKLR-------------------
QLEEEEPELHIVWDENLQEIQAGIMGEVQIEIL  376

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             +L++E++ +       +++Y E          H E  P   +A + L + P   
GSG+Q
Sbjct  377  RSLIAERFGVHVEFGTGNIVYKETITDVVEGVGHFE--
PLKHYAEVHLLLEPGEPGSGLQ  434

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +        L++++Q  V   +      G L G  +TD KI    G  +   +   
DFR 
Sbjct  435  
FGVNCCEDDLDRNWQRLVLTHLEEKEHLGVLTGSGITDMKITLVGGRAHQKHTEGGDFRQ  494

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 + Q LK++ + +LEPY  F L  P++ + RA  D  K   T E  + K+      
Sbjct  495  
ATYRAVRQGLKQANSIVLEPYYEFQLEVPEKVIGRAMTDIEKMYGTFEITETKEGMATLV  554

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G  P   ++ Y+ ++  YT G      +LKGY+
Sbjct  555  GSAPVVTMRDYQREVIAYTGGHGRLYCDLKGYE  587

>SHJ32519.1 small GTP-binding protein domain-containing protein 
[Dethiosulfatibacter 
aminovorans DSM 17477]
Length=661

 Score = 262 bits (669),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 169/616 (27%), Positives = 294/616 (48%), Gaps = 
17/616 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG++AHVDAGKTTL E LL  + +I   G V+ G T  D   +E++RGIT+ +   
+ ++
Sbjct  11   
IGMVAHVDAGKTTLVEQLLLHTNSIMAAGRVDSGNTVMDYHEIEKKRGITVYSDQITVEY  70

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125



            +  K + VDTPGH+DF +E+ R++ +LD A++++SA +G++  T  ++  LRK  
+PTV 
Sbjct  71   
NDSKFHFVDTPGHVDFSSEMERTVRILDCAVIILSAVEGIEGHTHTVWQTLRKYGVPTVF  130

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI-----  179
            FINK+D+ G D  +VV+ +R   + DI +    + S +I   EN  D E     I     
Sbjct  131  
FINKMDREGADFNNVVKEIRKNFTEDICVVSEPAGSNDIRDIENLLDGETVSESIVEFLA  190

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            + +D+++EKYI GE +   + +   +       LFP   GS  +  G+  L+  +  
L  
Sbjct  191  
DRDDEMMEKYINGETMEYSQSIETLKSMFNRGDLFPCLCGSGLRNSGVDILLSVLEDLL-  249

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIP  297
                   +   G+V+K+ Y   G + V++++ SG L ++DT+     + L  K+  
+R  
Sbjct  250  
ATSYCSDSDFAGTVYKIRYDRTGNKEVFVKVLSGRLTVKDTIPHKNLDMLEEKVNSIRTV  309

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               + V  D    GE  ++   +   + + LG              LP L++ +    
+ 
Sbjct  310  IGKKSVHKDVLEAGETGMVSGLNRSYVGEGLGKEDDFGSLSL----
LPALKSKVIYNDSI  365

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               R+++    L + DPL+         E+ ++ +G +QLEV+   + E++ ++    
+P
Sbjct  366  
NHSRIVEIFNILTEEDPLIDAVWMEELGELHINVMGIIQLEVLQHAVKERFDIDVEFGKP  425

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             V+Y E   +      H E  P   +A + L + P   G G+ + S  SL  L+  
+Q  
Sbjct  426  EVVYRETIAEEVLGFGHFE--
PYKHYAEVELRIAPGKRGEGILFSSECSLDTLDLKWQRN  483

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   I  G  +G+  G  +TD  I    G  +   ++  DFR      +   +++S 
+ L
Sbjct  484  
IEKNIEDGCRRGILTGSRLTDLNITLVNGKAHEKHTSGGDFRQATFRAIRHGIEQSESVL  543

Query  536  



LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +   QE   R   D       +E     +   + +G +P      Y  
+LA 
Sbjct  544  
LEPYYDFTVKVSQELAGRVMSDMMNMKGIVEPPVSDEMNSIVSGMVPVSTSMNYPAELAS  603

Query  596  YTNGRSVCLTELKGYQ  611
             T G+ +     KGY 
Sbjct  604  LTGGKGILSMVFKGYD  619

>EKD65191.1 hypothetical protein ACD_50C00164G0002 [uncultured 
bacterium]
 OGH14778.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_38_26]
Length=702

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.
 Identities = 192/672 (29%), Positives = 320/672 (48%), Gaps = 
65/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  12   
KIRNIGIIAHIDAGKTTTTERILYYTGRTYKIGDIDEGTTVMDWMEEERKRGITIVSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++    
K  +
Sbjct  72   
TAYWDDHRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWRQADKYKV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + F+NK+D+ G +  + ++S+ ++L A                   D++ K+++    
Sbjct  132  
PRICFVNKMDKIGANFFATIKSIEERLGAHPAIMVLPIGSESSFKGVVDLLSKKSLIWGG  191

Query  159  -------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     S EI  E   D E +     + + E +D LLEKY+ G+ IS E+L +  
++
Sbjct  192  
DELGAKYEASDEIPSEMKDDAEKYRHLLIEKIAETDDVLLEKYLNGQEISIEELKKALRQ  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG------------------SA  247
             V D  L P++ GS+ +  G+QPL+DAV   L  P+  +                     
Sbjct  252  



AVIDYKLVPIFAGSSLRNKGVQPLLDAVVDYLPSPVDLKEVKGINPKTNKEEMRKLIVDE  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTD  306
            +  G  FK++      +  Y R+YSG +     V  + ++K  ++  + +    + 
V   
Sbjct  312  
SFSGLAFKIQNDPHVGKLTYFRVYSGKIEAGSYVYNSTKDKQERVGRLLLMHANQRVEIK  371

Query  307  TAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A  GEI+ ++        D L     P  L +  +   P P++   I PKT + 
+E+L 
Sbjct  372  EALAGEIIAVVGLKETTTGDTLCNQSSPIILEKISF---
PEPVISLAIEPKTTSDQEKLG  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP    + +  T + I+S +G +QLEV    +   + ++  V  P V 
Y E
Sbjct  429  
LALKRLMEEDPTFYVKTNHETGQTIISGVGELQLEVKVNTMKSDFGVDANVGAPQVAYKE  488

Query  423  RPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               + A     +I +      +    L + P   G G ++ + +  G +   F  +
+  G
Sbjct  489  
TIARLAEGEGKYIRQSGGRGQYGHCFLRIEPKPRGEGFEFVNAIKGGAIPAEFVTSIEKG  548

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K+    G Y+   S+   F+  A   L+   K++G  
LLEP 
Sbjct  549  
VKETMENGILLGYPMVDMKVTVYDGSYHEVDSSDIAFKIAASQALQAGSKKAGLTLLEPI  608

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P E+L     D     A I   + +    +    +P   +  Y T L   
+ G
Sbjct  609  
MKVEVTTPSEFLGDVIGDLSAKRAQILGTEERSRATIILAMVPLEELSGYATILRSMSQG  668

Query  600  RSVCLTELKGYQ  611
            R+    E   Y+
Sbjct  669  RASYYMEPSHYE  680

>WP_075980313.1 elongation factor G [Bacillus massilionigeriensis]
Length=692

 Score = 263 bits (671),  Expect = 9e-75, Method: Compositional 
matrix adjust.



 Identities = 195/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WHGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI--------------
IIKQTVSLSPEIVLEE-N  169
            +F+NK+D+ G D    V+++ D+L A+                I   V +       
+  
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLQANAHPIQLPIGAEDQFEAIIDLVEMKAHFYSNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E ++ L+EKY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIEVREIPEEYKAQAEEYREKLLEAVAELDEDLMEKYLGGEEITVEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              +PV  GSA K  G+Q ++DAV   L  P+                      E+  
AAL
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPSIKGTLPDTDEVVERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI + 
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANSRQEISKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDDKNLVILESMEFPEPVIELSVEPKSKADQDKMSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422



            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RASAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DALERGVLAGYPMVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILEPIMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVMPEEYLGDIMGGITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMHFDHYE  675

>WP_040379534.1 GTP-binding protein [Clostridiales bacterium 
1_7_47FAA]
Length=925

 Score = 267 bits (682),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 192/622 (31%), Positives = 290/622 (47%), Gaps = 
41/622 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I  G+LAHVDAGKTTL+E+LLY +G+I   G V+      DT  LER RGITI 
+   
Sbjct  11   
KHICAGMLAHVDAGKTTLSEALLYLAGSIRRLGRVDNRDAFLDTYALERARGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W    V ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L 
K  I
Sbjct  71   
GLTWEGIDVTLLDTPGHVDFSAEMERTLQVLDYAVLVISGSDGVQGHTVTLWRLLAKYRI  130



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +F+NK+D AG D  +++  +R +L    +          +      D EA +  
+E 
Sbjct  131  
PTFLFMNKMDLAGTDRDALLSEIRTRLDDSCVDFSRTGTQDFMEQAAMCDEEALEHFLET  190

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
             +        GE   R        R V +  LFP Y+GSA K  G++ L++ +   
+  +
Sbjct  191  GE-------VGEETIR--------RLVYERRLFPCYFGSALKLEGVEELLEGII-
RYGTV  234

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMRIP  297
             E    A    VFK+   D G R  ++++  G LR++  +   G E    + K+ +
+RI 
Sbjct  235  PEY-
PEAFGARVFKISRDDQGNRLTHMKITGGCLRVKSVLTGPGTEGTCWEEKVNQIRIY  293

Query  298  SKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            S  +      A PG I         LP   +       +P             P+L   
+
Sbjct  294  SGEKYEAVPEAGPGSICAVTGLTRTLPGQGLGAEAASMEPVL----------
EPVLTYEV  343

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                   R  +L  L +L + DP L    D    EI L  +G VQ+E++ ++++E+
+ +E
Sbjct  344  
KLPPGCDRAVMLPKLKELEEEDPQLHVVWDGHLGEIQLQLMGEVQIEILKSMIAERFGVE  403

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                  +++Y E          H E  P   +A + L + P   GSG+Q+ +R S   
L+
Sbjct  404  VEFGTGNIVYKETIAGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLQFAARCSEDVLD  461

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +   + +G L G  +TD +I    G  +   +   DFR      L 
Q L 
Sbjct  462  
RNWQRLVLTHLEEKVHKGVLTGSPITDMRITLVAGRAHIKHTEGGDFRQATYRALRQGLM  521

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+G+ LLEP+  F L  P   + RA  D  K   T   A  +    V TG  P   
+  Y
Sbjct  522  



EAGSILLEPWYEFRLEIPDTSIGRAMTDIEKRSGTCAIAHTESGMAVLTGSAPVASMGDY  581

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
            +T++  YT G       +KGY+
Sbjct  582  QTEVTSYTKGCGKLTCTMKGYE  603

>BBA80144.1 elongation factor G [cyanobacterium endosymbiont of 
Rhopalodia 
gibberula]
Length=695

 Score = 263 bits (671),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 199/670 (30%), Positives = 317/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKEHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            I++NK+D+ G D  SV++ V D L+A  +I+   + +  E      +L E   I  
WD  
Sbjct  130  IYVNKLDRTGADFFSVIKQVEDILAAKPLIMVLPIGIESEFRGVVDLLTEKAWI--
WDDS  187

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                          +E +D+++EKY+ GE ++ +++    
++  
Sbjct  188  
GDPMNYEIKEVPADMADQVASYREQLIEMAVEQDDEIMEKYLEGEELTIDEIKSCIRKGT  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS---  252
            ++ + FP Y GS+ K  G+Q ++DAV            QP       E G  A+      
Sbjct  248  
RELAFFPSYCGSSFKNKGVQLVLDAVVDYLPNPTELKPQPEVDLEGNETGKFAIVDPEKP  307

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+     G    + RLYSGTL   DTV   A    E++ ++ EM   S+ 



EI  
Sbjct  308  LRALAFKIMDDRFGA-
LTFTRLYSGTLSKGDTVLNTATGKSERVSRLVEMHANSREEI--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +TA  G+IV I+   +V+    L DP           P P++  ++ PK     E
++  
Sbjct  365  -
ETAQAGDIVAIVGMKNVQTGHTLCDPQFPATLEPMVFPDPVISVSVFPKKKGDNEKMGM  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL+++   DP    E D  + E+I+  +G + L++   +L   + +E  V +P V 
Y E 
Sbjct  424  
ALSKMVQEDPSFYVETDKESGEVIMKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRES  483

Query  424  PLKAASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  + T IH +       +A I  ++ P   GSG  +ES+V+ G + + F  AV
+ G 
Sbjct  484  
ITKTINDTYIHKKQSGGSGQFAKIDYTIEPGEPGSGFSFESKVTGGNVPREFWPAVQKGF  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               + +G+  G+   D K+    G ++   S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
ENSINKGILAGFPCVDLKVTLTDGGFHPVDSSAIAFEIAARAGYRQSIPKAGPQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  ++ P++Y+     D  +    I++            ++P   +  Y  DL   
T+GR
Sbjct  604  
NVDVFTPEDYMGDVIGDLNRRRGMIKSQNSTPMGARIKADVPLSEMFGYIGDLRTMTSGR  663

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  664  GQFSMEFSYY  673

>WP_106871514.1 elongation factor G [Campylobacter blaseri]
 PSM52019.1 elongation factor G [Campylobacter blaseri]
 PSM53804.1 elongation factor G [Campylobacter blaseri]
Length=691

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 195/684 (29%), Positives = 322/684 (47%), Gaps = 
68/684 (10%)



Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AH+DAGKTT TE +L+ +G   + G   +GT   D M  E++RGITI 
+A T+
Sbjct  10   
IRNIGIAAHIDAGKTTTTERILFFTGISHKIGETHEGTATMDWMEQEKERGITITSAATT  69

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    K 
++P
Sbjct  70   
CFWKDRQINIIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHVP  129

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE  163
             + FINK+D+ G D  SV Q ++D+L A                   D+I  + +    
E
Sbjct  130  
RIAFINKMDRVGADFYSVEQQIKDRLKANPVPLQIPIGAEDKFKGVVDLIAMKAIVWEDE  189

Query  164  ---IVLEEN---TDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               +  EE    TD+         +  +A+ E +D L+EKY +GE ++ +++    
++  
Sbjct  190  
ENPLTFEEKEIPTDLIDKAKEYREKLVEAISETDDALMEKYFSGEELTEDEIKEGIKKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE-----
QGSAALC  250
             D  + P+  G+A K  G+QPL+DAV              G ++   E       + 
A  
Sbjct  250  
LDLKIVPMLCGTAFKNKGVQPLLDAVVEYLPAPDEVPQIRGEYEDGSEVAVESSDNGAFA  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
            G  FK+       +  ++R+Y G L     V   A   +E++ +I  M    + EI    
Sbjct  310  
GLAFKIMTDPFVGQLTFVRVYRGQLESGSYVYNTAKGKKERIGRILRMHSNKREEIKEL-  368

Query  307  TAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              Y GEI  V+   DS+   D L D          E P P++   + PKT A +E+
+  A
Sbjct  369  --YAGEIGAVVGLKDSL-
TGDTLADEKDKVILEKMEFPDPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA  DP  R E D  + + I+S +G + LEV+   +  ++K++  + +P V Y 
E  
Sbjct  426  
LQKLAQEDPSFRVETDEESGQTIISGMGELHLEVIVDRMLREFKVDAEIGQPQVAYRETI  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G +
Sbjct  486  
KQTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGAVPKEYIPAVDKGCK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D ++    G Y+   S+   F+  A +  ++  +++G  
+LEP + 
Sbjct  546  
EAMQGGVLAGYPVEDVRVTLYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D  K    I +   +    +     P   +  Y TDL   T 
GR+
Sbjct  606  
VEVETPEEYMGDVIGDINKRRGQINSMSDRGGNKIVDAFCPLSEMFGYSTDLRSQTQGRA  665

Query  602  VCLTELKGYQAA---VGQPVIQPR  622
                E   Y      V + +I+ R
Sbjct  666  TYSMEFDHYSEVPKNVSEEIIKKR  689

>KRK10112.1 elongation factor G [Lactobacillus pobuzihii E100301 = 
KCTC 13174]
 KRN98135.1 elongation factor G [Lactobacillus pobuzihii]
Length=706

 Score = 263 bits (671),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 182/671 (27%), Positives = 311/671 (46%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  18   
KTRNIGIVAHIDAGKTTTTERILYYTGRIHKIGETHDGASQMDWMDQEQERGITITSAAT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      
N+
Sbjct  78   
TAEWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYNV  137

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G D    V ++ D+L A+ +  Q + +  E   E   D+         



Sbjct  138  PRIVFVNKMDKLGADFNYSVSTIHDRLQANAVAVQ-
MPIGAEDDFEGVIDLIDMKADLYD  196

Query  173  -----EAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD V                      + +D ++EKY+ GE I  +++ +  
++
Sbjct  197  
EDELGSQWDTVDIPEKYKEEAQKHRDEMLEQLADLDDDIMEKYLEGEDIPSDEIKKAIRK  256

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------
GEQ------GSA  247
               +  ++PV+ GSA K  G+Q ++D V      PI            G++        
A
Sbjct  257  
ATLNLDIYPVFAGSAFKNKGVQMMLDGVNDFLPSPIDVRPYKATDPDTGDEVELHANDDA  316

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  317  
PFAGLAFKIATDPYVGRLTFFRVYTGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIP  376

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               +   G  + L + +    D L    R       + P P+++ +I P T A ++
++  
Sbjct  377  EVFSGDIGAAIGLKNTTT--
GDSLTSTDRPLILESMDFPEPVIQVSIEPNTKADQDKMDV  434

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  435  
ALQKLAEEDPTFKTETNQETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRET  494

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G G  +E+ +  G + + +  AV  
G+
Sbjct  495  
FTKQVSAQGKFIRQSGGKGQYGDVVIEFTPTEEGEGFSFENAIVGGVVPREYIPAVEQGL  554

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ + D K     G Y+   S+ A F+  A I L  A K  G  
+LEP +
Sbjct  555  
KESMENGILAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASIALRNAAKGGGAVILEPVM  614

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



               + AP++ L             ++  + + +  +    +P   +  Y T L   
T GR
Sbjct  615  
KVDIVAPEDNLGDVMGHVTARRGRVDGMEARGNAELVHSFVPLSEMFGYATTLRSSTQGR  674

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  675  GTFTMTFDHYE  685

>CDF14599.1 small GTP-binding protein domain [Eubacterium sp. CAG:
581]
Length=858

 Score = 266 bits (679),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 188/616 (31%), Positives = 306/616 (50%), Gaps = 
32/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVD+GKTTL+E+LLY SG IS+ G V+   +  DT FLER RGITI 
+  
Sbjct  1    
MKKIVVGILAHVDSGKTTLSEALLYQSGNISKIGRVDNRDSFLDTFFLERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +   +  ++DTPGH+DF AE  R+L VLD AILV+S  +GVQ+ T+ L+  L 
K N
Sbjct  61   
AVLNYKDTQFTLIDTPGHVDFSAETERTLQVLDYAILVVSGTEGVQSHTKTLWKLLAKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D AG +    +  ++ KLS + +   TV          +TD E ++ 
+  
Sbjct  121  VPCFIFVNKMDLAGANKGIAMAKLKSKLSDNCVDFDTV----------DTD-
EFYENIAL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LL KY  G  + +  +V    + ++D  +FP  +G+A K  G +  +D +   
+  
Sbjct  170  CDEDLLVKYEEGN-LQKSHIV----
KAIKDRKIFPCMFGAALKLKGTEEFLDCIYN-YSE  223

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSK  299
            +   G     G V+K+   D GQR  YL++  GTL++++ + +   +E+ K+ +
+RI S 
Sbjct  224  MNSYGD-EFAGKVYKIA-
EDKGQRLTYLKVTGGTLKVKEILQSPKNKEQEKVQQIRIYSG  281



Query  300  GEIVRTDTAYPGEIVILPSDS-VRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +      A  G I  +   +     D LG  + + LP         P+L   I      
Sbjct  282  EKFTAIQEATAGTICAITGITFTSSGDGLGVENNSSLPVLE------
PVLTYKINLPGEV  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L  +  L + DP L+ E +S   EI +  +G +QLEV+ +++SE++  +    
+ 
Sbjct  336  
DAHTALQKMKILENEDPQLKVEWNSRLGEIQVKLMGDIQLEVLQSIISERFGFDVTFGQG  395

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            ++IY E          H E  P   +A + L + P    SG+ + +      L+++
+Q  
Sbjct  396  NIIYKETIENTVEGVGHFE--
PLRHYAEVHLLLEPTKRDSGLTFATDCKEDLLDKNWQRL  453

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      G L G  +TD KI    G  +   +   DFR      + Q L+E+ 
+ L
Sbjct  454  
ILTHLYEKTHIGVLTGSPITDMKITLVSGKAHPKHTEGGDFRQATYRAVRQGLREAKSIL  513

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP   F L  P E + +A  D      +    +++ D  + TG  P   +  Y  
D+  
Sbjct  514  
LEPVYEFTLEVPTENVGKAMADIQYMSGSFNPPELEGDFSIITGTAPVSTMHDYTKDVIQ  573

Query  596  YTNGRSVCLTELKGYQ  611
            YT+G+   +  LKGY+
Sbjct  574  YTHGKGKLVCNLKGYE  589

>WP_058141875.1 GTP-binding protein [Clostridium butyricum]
 ALP90178.1 elongation factor G [Clostridium butyricum]
 ALS16632.1 elongation factor G [Clostridium butyricum]
 ANF13796.1 elongation factor G [Clostridium butyricum]
 AOR93863.1 elongation factor G [Clostridium butyricum]
Length=658

 Score = 261 bits (668),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 181/633 (29%), Positives = 305/633 (48%), Gaps = 
19/633 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    



F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     IVDTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIVDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G D + V+  ++ +L+ +I  I   +S S   V   N + E  + + E 
+D+
Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHV---
NFNDELIEFITEQDDE  181

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLE+Y  G     E   R+ +  +++  +FP + G A +  GI   +     L +     
Sbjct  182  LLEQYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDC  240

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSK  299
              +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ 
+RI + 
Sbjct  241  
VENENFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYNG  300

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    D    G+I  +L        D +G+     R++   + +P L + +    
+   
Sbjct  301  SKFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYNV  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
+
Sbjct  357  
KDVLGYFKILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCEI  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   K      H E  P   +A + + + P+   SG+ +E+   +  L+ +FQ  
++
Sbjct  417  LYKETIKKETIGCGHFE--
PLRHYAEVIIKIEPMERNSGISFETCCHVDDLSINFQKLIK  474

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537



              I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LLE
Sbjct  475  
SHIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILLE  534

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +   QE++ R   D  +   T E     + +V+  G  P      Y  +
+A +T
Sbjct  535  
PYYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGRGPVSTFMDYTMEIAAFT  594

Query  598  NGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             G+ +      GY        VI+ R  N   D
Sbjct  595  RGKGIVNLVYDGYDLCHNSDEVIKRRDYNKNAD  627

>WP_069194438.1 MULTISPECIES: GTP-binding protein [Clostridium]
 ODM26128.1 translation elongation factor G [Clostridium sp. Bc-
iso-3]
Length=882

 Score = 266 bits (681),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 185/619 (30%), Positives = 300/619 (48%), Gaps = 
38/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+ESLLY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKIVIGILAHVDAGKTTLSESLLYVSGKIRKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+H L    
Sbjct  61   
AIFEIDNTRITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWHLLEIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ   +   ++  ++ +L    I  + V                +D 
+  
Sbjct  121  IPVFLFVNKMDQKDTNKDKLINEIKKQLDDGCIEFREVETEA-----------
FYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ L+E Y+    I   ++       V++  +FP ++GSA K  GI+  ++ +      
Sbjct  170  CDEILMETYLENGHIEDSQI----
SIAVKERKVFPCFFGSALKLEGIEEFIEGIEKY--A  223

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I  +        +FK+   + G R  +++L  G L+++D V   G  + K+ ++RI 
S  
Sbjct  224  IIPRYPDEFGAKIFKITRDEQGNRLTHMKLTGGKLKVKD-
VLTNGVWEEKVNQIRIYSGE  282

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +         G +  +       P D + +      P   P  R+R     +L     
P+
Sbjct  283  KFEAVSEVDAGTVFAVTGLTQSKPGDGLGIEKASVAPLLEPVLRYR----
VLLPEGCDPR  338

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L  L Q+ D +P L    D    EI++  +G VQ+E++ +L+  ++ 
+E   
Sbjct  339  V------
MLPKLRQIEDEEPELHIAWDEQLQEIMVQVMGEVQIEILQSLIRSRFGVEVDF  392

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  ++Y E    A     H E  P   +A + L + P   GSG+++ ++ +   L 
+S+
Sbjct  393  DDGRIVYKETIGNAVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLRFGAQCNEDVLGKSW  450

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +   + +G L G  +TD KI    G  ++  +   DFR      + Q 
LKE+ 
Sbjct  451  
QRLILTHLGEKVHKGVLTGSAITDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLKEAE  510

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY +F L  P++ + RA  D  K   T E +Q+  +  V  G  P   ++ 
Y+ +
Sbjct  511  
SILLEPYYAFQLEVPEKMVGRAMMDIEKMHGTCEISQINGEMAVLLGSAPVVTMRNYQKE  570

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT G       LKGY+
Sbjct  571  VVAYTKGLGRLFCSLKGYE  589

>WP_017646832.1 elongation factor G [Streptococcus agalactiae]
 EPW67001.1 elongation factor P [Streptococcus agalactiae BSU253]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 202/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 



Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             +E  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVEGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_012811934.1 elongation factor G [Alicyclobacillus 
acidocaldarius]
 ACV59718.1 translation elongation factor G [Alicyclobacillus 
acidocaldarius 
subsp. acidocaldarius DSM 446]
Length=691

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 188/668 (28%), Positives = 313/668 (47%), Gaps = 
62/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKMGVEPQSETVWRQADKYHV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D    V+ ++ +L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYVNKMDIVGADFLGCVEQMKKRLGAKAVPIQLPIGAEDTFKGMVDLIEMKAIIYTD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++    ENTDI             E  +AV E N++L+ KY+ GE ++ +++    
+   
Sbjct  189  
DLGTRAENTDIPPELQALAEEKRAEMIEAVAEVNEELMMKYLEGEELTVDEIKAGLREGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ------
GSAALC  250
                LFPV  GS+ +  G+QP++DAV               F P G++            
Sbjct  249  
CKGILFPVLCGSSYRNKGVQPMLDAVVEYLPAPNDIPAIKGFTPDGQEVERHSSDDEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL+    V       RE++ +I +M    + EI   
+
Sbjct  309  
ALAFKIMSDPFVGKLAFFRVYSGTLQSGSYVLNSTKGKRERIGRILQMHANHREEI---E  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      + P P++  +I PKT A ++++  
AL
Sbjct  366  
EVYAGDIAAAVGLKDTTTGDTLCDEKNVVILESMDFPDPVISVSIEPKTKADQDKMALAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I+  +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRTYTDQETGQTIIQGMGELHLEIIVDRMQREFKVECNVGKPQVAYRETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + + + PL  G G  +E+++  G + + +  AV 
+GI+ 
Sbjct  486  
KRVEQEGRFVRQSGGRGQYGHVKIILEPLERGQGFVFENKIVGGVVPKEYIPAVEEGIQE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F+    + L+   +++   LLEP 
+  
Sbjct  546  



AMRNGVLAGYPLVDIKATLYDGSYHEVDSSEMAFKIAGSMALKAGAEKADPILLEPVMRV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEYMGDILGDINARRGRVEGMETRGNASVIKAYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGY  610
               EL  Y
Sbjct  666  YSMELAYY  673

>WP_068225480.1 elongation factor G [Lactobacillus backii]
 ANK60158.1 elongation factor G [Lactobacillus backii]
 ANK62402.1 elongation factor G [Lactobacillus backii]
 ANK65040.1 elongation factor G [Lactobacillus backii]
 ANK67597.1 elongation factor G [Lactobacillus backii]
 ANK70586.1 elongation factor G [Lactobacillus backii]
 OLF69875.1 elongation factor G [Lactobacillus backii]
 PIO87173.1 elongation factor G [Lactobacillus backii]
Length=699

 Score = 263 bits (671),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 319/673 (47%), Gaps = 
72/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  14   
NIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      +
+P +
Sbjct  74   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQAGVEPQTENVWRQSTTYSVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTDI------  172
            +FINK+D+ G D    V ++RD+L A+ + I+  +           ++E   D+      
Sbjct  134  
VFINKMDKIGADFDYSVDTIRDRLQANALPIQMPIGAEDNFEGVIDLIEMKADLYDEDEL  193

Query  173  -EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
               WD                 A+IE     +D ++EKY+ GE IS++++    ++   
+
Sbjct  194  



GTKWDTVDVPDEYMEEAKKRRNAMIEQLADIDDGIMEKYLEGEEISKDEIKAAIRKATLN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------GEQ------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV      P+            GE              
Sbjct  254  
LEAYPVLAGSAFKNKGVQMMLDAVNDFLPSPLDVKPYNATNPETGENVELTAGDDKDFAA  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDT  307
              FK+       R  ++R+YSGTL     V  A    RE++ ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTFIRVYSGTLESGSYVMNATKDTRERVGRLLQMHSNHRTEIPEV--  371

Query  308  AYPGEIVILPSDSVRL-NDVLGDPTRLPRK----
RWREDPLPMLRTTIAPKTAAQRERLL  362
             + G+I      ++ L N   GD     +        E P P+++ +I PKT A +
+++ 
Sbjct  372  -FSGDIAA----
AIGLKNTTTGDSLTSVKHPLILESMEFPDPVIQVSIEPKTKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++   +  G + + F  
AV  G
Sbjct  487  
TFTKQASAQGKFIRQSGGKGQYGDVWVEFTPNEEGGGFEFTDDIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  
+LEP 
Sbjct  547  
LKESMANGVLAGYPLVDVKARLYDGSYHDVDSSEAAFKIAASMSLRAAAKKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++YL             +E  + + +  +    +P   +  Y T L   
T G
Sbjct  607  
MKVEIVAPEDYLGDVMGHVTARRGRVEGMEARGNSQLVNSMVPLSEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679



>WP_067973080.1 MULTISPECIES: elongation factor G [Aerococcus]
 AMB93840.1 elongation factor G [Aerococcus sanguinicola]
 OFT94950.1 elongation factor G [Aerococcus sp. HMSC23C02]
 PKZ21427.1 elongation factor G [Aerococcus sanguinicola]
Length=696

 Score = 263 bits (671),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 197/684 (29%), Positives = 317/684 (46%), Gaps = 
71/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  70   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQADTYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++RD+L A+                I   V++  
EI  +
Sbjct  130  
PRIVFANKMDKLGADFLYAVSTIRDRLGANAHPIQLPIGAEDNFTGIIDLVTMKAEIYKD  189

Query  168  E--------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +                  E W     +A+ + ++ L+  Y+ GE IS ++L    
++  
Sbjct  190  
DLGTEIEETEIPEEYQEQAEEWRTDLVEAIADTDEDLMMAYLEGEEISEDQLKAAIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIGEQ--------------
GSAA  248
                 FPV  GSA K  G+Q ++DAV           PI  +                
A 
Sbjct  250  
LALDFFPVMCGSAFKNKGVQMMLDAVIDYLPAPTDVPPIEAEMANDPEHTFEVRANDDAP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGTL     V  A    RE++ +I  M   S+ 
E+  
Sbjct  310  
FSALAFKVMTDPYVGRLTFFRVYSGTLEAGSYVLNATSDTRERVGRILFMHANSRSEV--  367

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWR-



EDPLPMLRTTIAPKTAAQRERLL  362
             D  + G+I   +   +    D L D T+ P    R E P P++   I P T A +
+++ 
Sbjct  368  -DEVFSGDIAAAVGLKNTTTGDTLCD-
TKTPIILERMEFPEPVIEVAIEPNTKADQDKMQ  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++ +E  V  P V 
Y E
Sbjct  426  
LALAKLAEEDPTFRATTDQETGQTIIAGMGELHLDIIVDRLKREFNVEASVGAPQVSYRE  485

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +  KA    +  +      +  + +  TP   G+G ++E  +  G + + +  
+V  
Sbjct  486  TFTKETKAQGKFVR-
QSGGKGQYGDVWIEFTPNEEGAGFEFEDAIVGGVVPREYIPSVEA  544

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+ + F+  A + L  A K++G  
+LEP
Sbjct  545  
GLKDAMENGVLAGFPLVDVKAKLYDGSYHDVDSSESAFKVAASLALRNAAKDAGAVILEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P EYL             IE  + + + +     +P   +  Y T L   
T 
Sbjct  605  
MMKVDVVVPDEYLGDVMGHVSARRGRIEGQEPRGNAIQIHSMVPLSEMFGYATTLRSATQ  664

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR         Y+    +VG  ++
Sbjct  665  GRGTFTMAFDHYEPVPKSVGDEIV  688

>WP_035413156.1 MULTISPECIES: elongation factor G [Exiguobacterium]
 EZP58247.1 Elongation factor G [Exiguobacterium sp. RIT341]
 KQS35560.1 elongation factor G [Exiguobacterium sp. Leaf196]
 KSU47548.1 elongation factor G [Exiguobacterium enclense]
 KTR25630.1 elongation factor G [Exiguobacterium indicum]
 KTR58916.1 elongation factor G [Exiguobacterium indicum]
 SDD50732.1 translation elongation factor 2 (EF-2/EF-G) 
[Exiguobacterium 
enclense]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 193/676 (29%), Positives = 312/676 (46%), Gaps = 
80/676 (12%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++R++L A                   D++ ++T     
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRERLQANAHAIQIPIGAEDEFKGIIDLVEQKTYMYGNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV +  ++L+ KY+ GE I+ ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADLADQAEELRGSLIEAVADYEEELMMKYLEGEEITIDELKAAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             +G+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPIDVKAISGIDMDTDEEIVRESSDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVYAGDI----
AAAVGLKDTTTGDTLCAEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V



Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V +GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VENGIEEALQNGILAGYPVVDVKASLVFGSYHDVDSNEMAFKVAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_045486728.1 MULTISPECIES: elongation factor G [Bacillus]
 GAF66199.1 elongation factor G [Bacillus sp. TS-2]
 KYG33940.1 elongation factor G [Bacillus trypoxylicola]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 188/660 (28%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRVHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------



IIKQTVSLSPEIVL  166
            +FINK+D+ G D    V ++RD+L A+                   +I+    +S 
+ + 
Sbjct  132  
VFINKMDKTGADFMYSVGTLRDRLQANAHPIQLPIGSEDEFVGFVDLIEMVAHISKDDLG  191

Query  167  E--ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E T+I A              +AV E ++ L+ KY+ GE ++ E+LV   ++     
Sbjct  192  
QDWETTEIPADLKDQAAELRESLVEAVAELDEDLMMKYLEGEELTNEELVAAIRKGTCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
              +PV  GSA K  G+Q L+DAV                          +P  +Q  
AAL
Sbjct  252  
KFYPVICGSAFKNKGVQALLDAVLAYLPSPLDVEAIRGHIPDSEEEVTREPGDDQPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  A ++K     +I +M   S+ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLNSGSYVRNATKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++  ++ PK+ A +++
+  A
Sbjct  366  
STVYSGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIHLSVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + +  +V  
GI 
Sbjct  486  
RQTAQVEGKFVRQSGGRGQFGHVWVEFSPNEEGAGFEFENAIVGGVVPREYIGSVEAGIS  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
EALDNGMIAGFPIIDIKAKLYDGSYHDVDSSEMAFKIAASMALKNAKSKCSPVLLEPLMK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +       +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDVTARRGRVEGMEARGNAQTVKAFVPLAEMFGYATSLRSRTQGRG  665

>WP_045170267.1 elongation factor G [Caldicellulosiruptor morganii]
Length=691

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 189/697 (27%), Positives = 325/697 (47%), Gaps = 
75/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCEWRGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT------------------------  157
            P + ++NK+D  G +  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIMGANFFNVIEMMKERLGANPVAIQVPIGKEDTFRGVVDLLTMKAIIYVD  188

Query  158  ----VSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS   EI      + E    +  +AV E +++++ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGKVSQETEIPDDVKDVAEEYRTKLLEAVAETDEEIMVKYLEGEEITVDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ +  G+QPL+DAV              G     GE+           
Sbjct  249  
INMQMTPVLCGSSYRNKGVQPLLDAVVDYLPSPVDIAAVKGFSPDTGEEIERRTSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  +LR+YSG L     V  + + K     ++ +M    + 
+I   
Sbjct  309  



CALAFKIMSDPYVGKLTFLRVYSGILHAGSYVYNSTKNKKERVGRLLQMHANHREDI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P+++  I PKT A +E+
+  A
Sbjct  366  
DAVYAGDICAAIGLSNTTTGDTLCDENHPIILESMEFPEPVIQVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R   +  T + +++ +G + LE++   +  ++K++  V +P V Y 
E  
Sbjct  426  
LQRLSEEDPTFRVSTNHETGQTLIAGMGELHLEIIVDRMKREFKVDVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K     I  +      +  + L + PL  G G ++ +++  G + + F  +V  
G+
Sbjct  486  KKSVKVEGKYIR-
QSGGRGQYGHVWLELEPLERGKGYEFVNKIVGGVIPKEFIPSVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D ++    G Y+   S+   FR  A     + +K++   
LLEP +
Sbjct  545  
QEAMQTGVLAGYPVVDVRVTLFDGSYHEVDSSDMAFRIAAAQAFREGMKKADPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVMGDINARRGRIEGMELRGNAQVIRAYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQK  637
                 +   Y+            P +  DK+  M  K
Sbjct  665  GTYTMQFDHYEEV----------PKNIADKILEMKNK  691

>WP_099466826.1 GTP-binding protein [Lachnospiraceae bacterium 
Marseille-P3773]
Length=883

 Score = 266 bits (681),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 190/622 (31%), Positives = 302/622 (49%), Gaps = 
44/622 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + IGILAHVDAGKTTL+ES+LY SG I + G V+      D   LER RGITI 



+  
Sbjct  1    
MRNLVIGILAHVDAGKTTLSESMLYLSGKIGKLGRVDNKDAYLDNYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    +V ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  
LR   
Sbjct  61   
AMLEMGDIQVTLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLRFYE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD-IEA-
WDAV  178
            IP  +F+NK+DQ G D + ++Q +R +L  + +             E  +D  EA 
++ +
Sbjct  121  IPVFLFVNKMDQNGTDKEELMQDLRKQLDDNCV-------------
EFGSDKTEAFYEQL  167

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +++++E ++    I    +    Q+ + +  +FP ++GSA K       +D V    
Sbjct  168  AMCDEEIMETFLETGRIETLHI----QKAIIERKIFPCFFGSALK-------
LDGVDNFM  216

Query  239  QPIGEQGSA-----
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            + I E  +A          V+K+   + G R  Y++L  G L+++D++   G E  
K+ +
Sbjct  217  KGIEEYAAAPSYPKEFGARVYKIGRDEQGNRLTYMKLTGGKLKVKDSLKGNGWED-
KVNQ  275

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +R+ S  +    +    G +  +    S R  + LG  +   LP         P+L   
I
Sbjct  276  IRLYSGQKFTAVNEIEAGLVCAVTGLGSTRAGEGLGMEENADLPVLE------
PVLSYQI  329

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                      +L  L Q+ + +P L    D    EI    +G VQ E++ +L+  +
+ +E
Sbjct  330  
LLPEGCDPRVMLPKLRQIEEEEPELHIAWDEELQEIQAQIMGEVQTEILKSLIQSRFGIE  389

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   ++Y E          H E  P   +A + L + PL  GSG+++++R S   
L 
Sbjct  390  VEFGAGRIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPLEAGSGLEFKTRCSEDILG  447

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



            +S+Q  V   ++    +G L G ++TD +I    G  ++  +   DFR      + 
Q L 
Sbjct  448  
KSWQKLVLTHLQEKNHRGVLTGASITDMRITLVSGRAHNKHTEGGDFREATYRAVRQGLM  507

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+ + LLEPY +F L  P+  + RA  D  K     E AQ   D  V TG  P   
+Q Y
Sbjct  508  
EAESVLLEPYYAFQLELPKHLVGRAMTDIEKMHGISELAQTDGDMAVLTGSAPVSTMQNY  567

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
            + ++  YT G       LKGY+
Sbjct  568  QKEVIAYTQGMGRLFYSLKGYE  589

>WP_094884259.1 GTP-binding protein [Virgibacillus indicus]
 OZU90553.1 elongation factor G [Virgibacillus indicus]
Length=650

 Score = 261 bits (668),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 172/621 (28%), Positives = 296/621 (48%), Gaps = 
17/621 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+      D+ ++E+ RGITI A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHAKSIKQRGRVDHKAAFLDSHYIEKDRGITIFADQGMFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA +GV+  T  ++  LRK  
+P   
Sbjct  65   
NDSTYFLIDTPGHVDFSPEMERAVQVMDYAIIIISAVEGVEGFTETIWQLLRKHGVPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+  V+  +R  ++ D     T S S         D +  + + E 
++ L
Sbjct  125  FINKIDREGADVVQVLDEIRSNITGD-ACDITASFS-----
NGEMDEDLIEFIAERDELL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             EKY+      R   +   +  V+   +FP   GSA +  GI+     +  L +    
+ 
Sbjct  179  FEKYM-DSGYDRRIWLETWKEMVEAGRIFPCCSGSALQDTGIREFFAKLDQLTET-
AYKT  236



Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
                 G  +K+ Y + G R  +++   G L +R+ ++   +++    K+T++RI +    
Sbjct  237  
EGDFAGQAYKIRYDEDGNRVTFMKALEGKLHVREALSYGNKDESNPEKVTQLRIYNGNNY  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    G++  +   S   +   GD   + RK+   + +P L++ +   ++   
+ +L
Sbjct  297  RTVDHVEAGQLFAVTGLS---
SASAGDGAGVFRKKAEYEIIPALKSKVVYNSSYHVKDVL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   +P L    D    EI +  +G +QLEV+  ++ +++ +E    EP +
+Y E
Sbjct  354  
KFFKMLDAEEPSLNVMWDEKFQEIYIHVIGVIQLEVLEQIVRQRFGIEVTFDEPQILYRE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                A +   H E  P   +A + L + P    SG+ +E+      L    QN VR
+ + 
Sbjct  414  TVETAVNGYGHFE--
PLKHYAEVHLKIEPAVRNSGILFENNCHPDDLPVGNQNLVRNHLF  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G  +TD KI    G  +   ++  DFR      L Q L+++   
LLEPY  
Sbjct  472  
ERDHHGLLTGSALTDVKITLLTGRAHHKHTSGGDFREATFRALRQGLEKAKNILLEPYYH  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    +Y+ R   D  +   T ET +  +D+V   G +P      Y T    +T
+G+ 
Sbjct  532  
FKIKVELDYMGRVLSDIQEAHGTFETPETCEDKVTIAGTVPVATFMNYNTVFRSFTHGKG  591

Query  602  VCLTELKGYQAAVGQPVIQPR  622
            +   ++ GY     +  ++ R
Sbjct  592  ILNLKIAGYDRCHNEREVKER  612

>WP_057727553.1 elongation factor G [Lactobacillus fermentum]
 KRN15135.1 elongation factor G [Lactobacillus fermentum]
 AMS09267.1 elongation factor G [Lactobacillus oris]
 PPX66132.1 elongation factor G [Lactobacillus fermentum]
Length=694

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.



 Identities = 191/671 (28%), Positives = 320/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G +    V++++++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGANFDYSVKTIKERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGENWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              D  LFPV  GSA K  GIQ ++DAV            F    ++G+A           
Sbjct  251  
TLDQELFPVMAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDDEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERVGRLLQMHSNQQNEISEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 



E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_003133544.1 elongation factor G [Lactococcus garvieae]
 BAK59448.1 translation elongation factor G [Lactococcus garvieae 
ATCC 49156]
 BAK61416.1 translation elongation factor G [Lactococcus garvieae 
Lg2]
 EIT67179.1 Elongation factor G (EF-G) [Lactococcus garvieae IPLA 
31405]
 EOT30822.1 elongation factor G [Lactococcus garvieae ATCC 49156]
 EOT95929.1 elongation factor G [Lactococcus garvieae ATCC 49156]
Length=696

 Score = 263 bits (671),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 314/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGAEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E +++L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDEELMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P+++  + PKT A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKNTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKTKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVAYRETFRAG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             +A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  G+   
+
Sbjct  489  
TSARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGLVETM  548



Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S+   F+  A + +++A K +   +LEP +  
++
Sbjct  549  
ANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMMKVVI  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+E L             + + +      +    +P   +  Y T L   + GR   
+
Sbjct  609  
TVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGRGTFM  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_066787354.1 GTP-binding protein [Rummeliibacillus stabekisii]
 AMW99083.1 elongation factor G [Rummeliibacillus stabekisii]
Length=649

 Score = 261 bits (668),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 184/631 (29%), Positives = 301/631 (48%), Gaps = 
21/631 (3%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
             + IGILAHVDAGKTTL+E+LLY   +I E G V+      D   +ER+RGITI A    
Sbjct  2    
FVTIGILAHVDAGKTTLSENLLYQFNSIKERGRVDHQNAFLDHHAIERERGITIFAEQGR  61

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +       I+DTPGH+DF  E+ R++AV+D AILV+SA DGVQ  T  ++  LRK 
++P
Sbjct  62   
LEMGDDTYTIIDTPGHVDFSPEMERAIAVMDYAILVVSALDGVQGHTETVWSLLRKHDVP  121

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            T IFINK+D    + ++V+  +R  LS +I     V ++ E      +D +  + + 
E +
Sbjct  122  TFIFINKMDADTANGEAVLHELRQNLSKNI-----VPITNEFTNGRVSD-
QLIEWIAERD  175

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            +++LE Y   + +    + +  Q+ + +   FP  +GSA K  GI    + +  L     
Sbjct  176  EEILENYF-NQSLLEGDVRKAFQKMMIEGKSFPCAFGSALKDEGITEFFEQIM-
LLARTS  233



Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
               + +   +VFK+ + D  QR  +++  +G L +RD + L G  + K+TE+R+ +  
+ 
Sbjct  234  YDEALSFSANVFKIRHDDKKQRITFMKAQAGKLTVRDILELGGTPE-
KVTEIRLYNGNDY  292

Query  303  VRTDTAYPGEIVILPSD-SVRLNDVLGDPT--
RLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                    GEI  +    +  + DV+G  +  ++P      + +P L++T+        
+
Sbjct  293  KVVKEVQAGEIFAVTGILNANIGDVVGTKSIAQMPF-----
ELIPTLQSTVVNDGTDHIK  347

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L         EI +  +G +QLEV+  +  +++ L+   + 
P V+
Sbjct  348  
DVLACFRLLEAEDPSLEVRWIERFQEIRVHVMGAIQLEVLKEVAKQRFSLDIHFESPQVL  407

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            YME      +   H E  P   +A + L +     G+G+ +E+R     L+   Q  
+  
Sbjct  408  YMETISNTVTGYGHFE--
PLKHYAEVHLLMEAAERGAGILFENRCHDDDLSTGHQRLIEH  465

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      GL  G+ +TD K     G  +   +   DFR      + Q L+++  
QLLEP
Sbjct  466  
HIFERPHNGLLTGFPLTDVKFTLLTGRAHEKHTEGGDFREATFRAIRQGLEKASIQLLEP  525

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F + A Q ++ R   D  +   T E   +  ++ +  G +P      Y T  A 
YTN
Sbjct  526  
YYYFKMKADQVHIGRMMTDVQQASGTFEAPIMNGNQAILEGRVPVSTFIEYSTVFAAYTN  585

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            G+        G+      P     R N R D
Sbjct  586  GKGAITLNFCGFDQC-HNPEDTIERINYRKD  615

>WP_101891288.1 GTP-binding protein [Lactobacillus crispatus]
 PLT12927.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 188/626 (30%), Positives = 300/626 (48%), Gaps = 



57/626 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  K+ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++ N
Sbjct  61   
AKLTTNNSKITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVASYTRTLWHLLKRNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NKID  G D +  +  ++  LS + +    +            D + ++ 
V  
Sbjct  121  VPVFIFVNKIDTVGADKEKALADLQQNLSENCVDFSKI------------
DDDFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    IS   +    Q  + D   FPVY+GSA K  GI+  +    G  
Q 
Sbjct  169  CDDSLLEKYLDHGEISEHDV----QHEIIDRKTFPVYFGSALKLTGIKEFL---
AGFEQW  221

Query  241  IGEQ-
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              EQ  +       FK+ +   G+R  ++++  G L+ +  ++       KI ++ 
+ + 
Sbjct  222  TLEQTHTEDFMARCFKISHDKNGERLTWVKILGGKLKAKTELS-----
DEKINQIHLYNG  276

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +      A  G++V L       P     + D    PT L +        P+L   
+ P
Sbjct  277  EKFTTITEAEAGDVVALTGLSKSYPGQGFGVGDA---PTALLK--------
PVLTYKVNP  325

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +        L AL  L D DP L         EI +  +G++QLE++  L+ E++ 
L  V
Sbjct  326  QD-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFDLNIV  384

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 



SL  L
Sbjct  385  FEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVL  439

Query  470  NQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L
Sbjct  440  
TKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGL  499

Query  529  KESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P  
Sbjct  500  
MEEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVA  559

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +Q Y T++  YT+G       + GY
Sbjct  560  EMQDYATEVRNYTHGEGNLECVVSGY  585

>WP_035386105.1 elongation factor G [Exiguobacterium sp. S17]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 194/679 (29%), Positives = 317/679 (47%), Gaps = 
86/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++ ++T   S 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLHANAHPIQLPIGAEDEFKGIIDLVERKTYMYSNDL-  190

Query  166  LEENTDIEA-------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206



                TDIE                     + V + N++L+ KY+ GE IS E+L    
++
Sbjct  191  ---
GTDIEVIEGFPADMADQAEELRGRLIEGVADYNEELMMKYLEGEEISIEELKAGIRQ  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                   +PV  GSA K  G+Q ++DAV                          +P  
E 
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLDAVVDYLPSPVDVESIKGINLDTEEEIKREPSDEA  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              +AL    FKV       +  + R+YSGT +    V       RE+L +I +M   
S+ 
Sbjct  308  PFSALA---
FKVMTDPYVGKLTFFRVYSGTAQAGSYVKNSTKGKRERLGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTA  355
            EI      + G+I    + +V L D     T    K          P P++   I 
PK+ 
Sbjct  365  EI---PMVFAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKSK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGQALAKLAEEDPTFRTETNQETGQTIISGMGELHLDILVDRMRREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E    AA        +      +  + +   P   G+G  +E+++  G + 
+ +
Sbjct  478  
PQVAYRETIRSAAKIDSKFVRQSGGRGQYGHVVVEFEPNVEGAGFAFENKIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV++GI+  LE G+  G+ V D K    +G Y+   S    F+  A + ++Q  
+++ 
Sbjct  538  
VPAVQNGIQEALENGILAGYPVVDVKAALVFGSYHDVDSNEMAFKVAASMAVKQLKEQAK  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EYL     D       +E  + + +  V    +P   +  
Y T 
Sbjct  598  
AVILEPMMRVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAMVPLSEMFGYATS  657



Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>WP_023466625.1 MULTISPECIES: elongation factor G [Exiguobacterium]
 AHA28445.1 elongation factor P [Exiguobacterium sp. MH3]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 193/676 (29%), Positives = 312/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++R++L A                   D++ ++T     
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRERLQANAHAIQLPIGAEDEFKGIIDLVEQKTYMYGNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV +  ++L+ KY+ GE I+ ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADLADQAEELRGSLIEAVADYEEELMMKYLEGEEITIDELKAAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             +G+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPIDVKAISGIDMDTDEEIVRESSDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  



PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVYAGDI----
AAAVGLKDTTTGDTLCAEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V +GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VENGIEEALQNGILAGYPVVDVKASLVFGSYHDVDSNEMAFKVAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_060380914.1 MULTISPECIES: elongation factor G [Stenotrophomonas]
 KUO99672.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 OMO42566.1 translation elongation factor G [Stenotrophomonas sp. 
MB339]
Length=678

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPSHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  



AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDKVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_066460172.1 GTP-binding protein [Anaerotruncus rubiinfantis]
Length=865

 Score = 266 bits (680),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 192/624 (31%), Positives = 308/624 (49%), Gaps = 
43/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVD+GKTTL+E LLY +G I   G V+ G    DT  LER+RGITI 
+  
Sbjct  1    
MKRLVIGILAHVDSGKTTLSEGLLYRAGEIRRLGRVDHGNAFLDTHELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ+    L+  L 
+  
Sbjct  61   
AVLRLGETELTLLDTPGHVDFSAEMERTLQVLDYAILVVSGTDGVQSHAETLWQLLDRYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVI  179
            +PT +F+NK+D AG D  +++ ++R +L    I               + D EAW 
++V 



Sbjct  121  VPTFLFLNKMDLAGADRAALLATLRHRLGDGCID-----------FGADRD-
EAWQESVA  168

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             +++ L+E+++    ++  ++     RR    S+FP Y+GSA K  G+   +   
+GL Q
Sbjct  169  MSDEGLMERFLEAGTLTGREIAAAVARR----SVFPCYFGSALKLDGVDTFL---
SGLDQ  221

Query  240  -PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------
DTVALAGREKLKIT  292
              +G + SA     VFK+   + G R  +L++  G+L+++      DT   +  E  
K+ 
Sbjct  222  
YTLGPEYSAGFGARVFKISVDEQGNRLTHLKVTGGSLKVKALLTGQDTKGESWSE--KVN  279

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            ++RI S  +   T+ A+PG +  +   S     + LG      R   R    P+L   
+ 
Sbjct  280  QIRIYSGSKYQTTEEAFPGMVCAVTGLSRTYPGEGLGVQADAKRPALR----
PVLTYQVQ  335

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                A     L  L QL + DP L    +    EI +  +G VQLEV+ +L+ E++ 
LE 
Sbjct  336  
LPKGADAHTALGKLRQLEEEDPQLHVIWNEALQEIHVQIMGEVQLEVLRSLVRERFGLEI  395

Query  412  VVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
               +  ++Y E   RP++   H       P   +A + L + P   GSG+Q+ S      
Sbjct  396  GFGQGGILYQETIARPVEGIGH-----
FEPLRHYAEVHLLLEPGERGSGLQFASDCREDD  450

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++Q  +   +   +  G L G  +TD KI    G  +   +   DFR      
+ Q 
Sbjct  451  
LDRNWQRLILAHLAEKVHPGVLTGAPITDLKITLIAGRAHPKHTEGGDFRQATYRAVRQG  510

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+ + + LLEP+  F L  P + + RA  D  +        Q   +  V  G  P   
++
Sbjct  511  
LRNTESILLEPWYDFRLEVPSDAVGRAMSDLQRMSGEFSPPQTGGETAVLVGSAPVSEMR  570

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y+ ++  YT GR      L+GY+
Sbjct  571  DYQMEVTSYTRGRGRLSCTLRGYE  594



>WP_103672970.1 GTP-binding protein [Clostridium sp. 3-3]
 POO88251.1 elongation factor G [Clostridium sp. 3-3]
Length=658

 Score = 261 bits (668),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 181/633 (29%), Positives = 305/633 (48%), Gaps = 
19/633 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     IVDTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIVDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G D + V+  ++ +L+ +I  I   +S S   V   N + E  + + E 
+D+
Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHV---
NFNDELIEFITEQDDE  181

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLE+Y  G     E   R+ +  +++  +FP + G A +  GI   +     L +     
Sbjct  182  LLEQYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDC  240

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSK  299
              +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ 
+RI + 
Sbjct  241  
VENENFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYNG  300

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    D    G+I  +L        D +G+     R++   + +P L + +    
+   
Sbjct  301  SKFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYNV  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418



            + +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
+
Sbjct  357  
KDVLGYFKILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCEI  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   K      H E  P   +A + + + P+   SG+ +E+   +  L+ +FQ  
++
Sbjct  417  LYKETIKKETIGCGHFE--
PLRHYAEVIIKIEPMERNSGISFETCCHVDDLSINFQKLIK  474

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LLE
Sbjct  475  
SHIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILLE  534

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +   QE++ R   D  +   T E     + +V+  G  P      Y  +
+A +T
Sbjct  535  
PYYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGRGPVSTFMDYTMEIAAFT  594

Query  598  NGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             G+ +      GY        VI+ R  N   D
Sbjct  595  RGKGIVNLVYDGYDLCHNIDEVIKRRDYNKNAD  627

>OGI21072.1 translation elongation factor G [Candidatus 
Melainabacteria bacterium 
RIFOXYA2_FULL_32_9]
 OGI26568.1 translation elongation factor G [Candidatus 
Melainabacteria bacterium 
RIFOXYA12_FULL_32_12]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 329/674 (49%), Gaps = 
70/674 (10%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI AH+DAGKTT TE +L+ +G   + G V +GT+ TD M  ER+RGITI  
AAV
Sbjct  9    
QIRNIGIAAHIDAGKTTTTERILFYTGFTHKMGEVHEGTSITDFMEQERERGITITSAAV  68

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   ++NI+DTPGH+DF  EV RSL VLDG I V  A  GVQ+Q+  ++    



+  
Sbjct  69   TSF-
WKNHQINIIDTPGHVDFTVEVERSLRVLDGVIAVFCAVGGVQSQSETVWRQANRYK  127

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS  161
            +P ++F+NK+D+ G +   V+  +R +L                     D+I ++     
Sbjct  128  
VPIMVFVNKMDRTGANYFRVIDQIRTRLQGNAHAIQIPIGAEDQLKGIIDLISQKAYIYG  187

Query  162  PEI--------VLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             ++        + E+  D+ A       +A+ EN+D+L+ KY+ G  IS E+L    
++ 
Sbjct  188  
NDMGTDIQEGSIPEDMADMVAEYREKLIEAISENDDELMMKYLEGIEISEEELKEGLRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQG------SAA  248
                 L PV  GSA K  G+Q L+DAV             TG+ +  GE+       
+  
Sbjct  248  TISNKLIPVTCGSAFKNKGVQLLLDAVIDYLPSPLDVPPITGIMKN-
GEEAVRPSDDNEP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R YSGTL     V       RE++ +I +M+  ++ 
E+  
Sbjct  307  
FAALAFKIMTDPYVGRLTFIRAYSGTLASGSYVLNSNTGKRERISRIVQMQADTRNEV--  364

Query  305  TDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             D    G++  V+   D+   + +  + + +  +   E P P++   I PKT A +
++L 
Sbjct  365  -DEICAGDLAAVVGLKDTTTGDTLCSEASPIILESI-
EFPEPVISVAIEPKTKADQDKLS  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LAD DP  R ++D  T + I+S +G + LE+++  L  ++K+   V +P V 
Y E
Sbjct  423  
VALGKLADEDPSFRVKIDPETGQTIISGMGELHLEIITDRLLREFKVGANVGKPQVAYRE  482

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               KA  A      +      +  + L + PL  G+G ++E+++  G + + +  A
++ G
Sbjct  483  
AITKAVEAEGKFVRQSGGRGQYGHVKLKLEPLGKGTGFEFENKIVGGVVPKDYIPAIQKG  542

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539



            +   L  G+  G+ V D K+    G Y+   S+   F+    + ++  +K++G  
+LEP 
Sbjct  543  
VEEALTGGVIAGYEVIDIKVTLFDGSYHEVDSSEMAFKIAGSMAVKDGVKKAGPNILEPM  602

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV--
FTGEIPARCIQAYRTDLAFYT  597
            +   +  P++YL     D       +E  +  +   +      +P   +  Y TD+   
T
Sbjct  603  
MKVEIEVPEDYLGDVIGDLSGRRGRVEGMEAIEGTGLQKINALVPLAEMFGYATDIRSKT  662

Query  598  NGRSVCLTELKGYQ  611
             GR     E   Y+
Sbjct  663  QGRGTFSMEFSKYE  676

>WP_094093158.1 GTP-binding protein [Paenibacillus physcomitrellae]
Length=684

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 188/638 (29%), Positives = 297/638 (47%), Gaps = 
44/638 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LL+ +GAI + G V+      D   +E+ RGIT+ A      
+
Sbjct  5    
IGLFAHVDAGKTTLAEQLLFHTGAIKQRGRVDHRDAYLDNHEIEKARGITVFADQAILPY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF  E+ R++ VLDGA++++SA +GVQ  T  ++  LRK  
+PT +
Sbjct  65   
KTSVLQVIDTPGHVDFSPEMERAIQVLDGAVVILSAVEGVQGHTETVWQLLRKHQVPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D   V++ +R +L+ D       + SP  +L   +D    +   E 
+++ 
Sbjct  125  FINKLDRTGADKALVLEEIRQQLTGDAY---DCTASP--
LLSGGSDQRLEEFAAERDERY  179

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ Y++G   S E  +      +    LFPV+ GSA +  GI+ L++ V  L +P  
E  
Sbjct  180  LDAYLSG-
SYSSEDWLNAVGGLLGSCRLFPVFSGSALQDEGIEELLEWVDQLLKPDYEAK  238

Query  246  SA-



ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---------------------  283
             A    G V+K+ + D G R  YL++ SG LR+RD VA                      
Sbjct  239  
EAETFAGRVYKIRHDDNGVRTTYLKVLSGRLRVRDEVAYDMDIGGIPAEEERSENDPRSE  298

Query  284  -------AGREKL---
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
                   A +E+    KIT++R+ S  +    D A  G+++ +   S       G     
Sbjct  299  DKRTKDEATKEQARSEKITQIRLVSGHKFKMVDEAAAGQLIAVTGLS---
EAAAGQGVGA  355

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
             R R   D +P L   +        + +L A   L   DP L+   +    EI +  
+G 
Sbjct  356  
LRDRKNYDMVPALTAKVFHNETLSAKEVLRAFRLLEAEDPTLKVLWEEQLQEIHIHVMGV  415

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            +QLEV+  L+ E++ L     +P ++Y E    +     H E  P   +A + L + 
P  
Sbjct  416  IQLEVLEQLVKERFGLAVSYGQPEILYKETIANSVRGYGHFE--
PLRHYAEVHLKLEPGE  473

Query  454  LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVST  512
             GSG+ + +   +  L    QN +R  +      GL  G  +TD +I    G  ++  
+ 
Sbjct  474  
RGSGITFVNACHVEDLTIGNQNLIRHHLLEREHHGLLTGSPLTDVRITLLTGRAHNKHTH  533

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR  +   L Q L+++   LLEPY  F L    E + R   D      T E     
+
Sbjct  534  
GGDFREASFRALRQGLEKADNVLLEPYYDFRLRVSLEEMGRVLSDIQLAHGTFEPPLTTE  593

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +V+  G +P      Y T+ A  T+G+        GY
Sbjct  594  RDVLLQGRVPVATFLNYPTEFAAITHGKGSLRLTFGGY  631

>EXZ31087.1 small GTP-binding domain protein, partial [Bacteroides 
fragilis 
str. S36L11]
Length=366

 Score = 253 bits (646),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 143/369 (39%), Positives = 224/369 (61%), Gaps = 9/369 
(2%)



Query  12   
VDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVN  71
            +DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT++A+ TS  W+  
K N
Sbjct  1    
IDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRASTTSIIWNGVKCN  60

Query  72   
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKID  131
            I+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L+K+ IPT
+IFINKID
Sbjct  61   
IIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQIPTIIFINKID  120

Query  132  QAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDAVIENNDKLLEK  188
            +AGV+L+ +   ++  LS D++  QTV   S+ P I  +     E  + V  ++D 
+LE+
Sbjct  121  RAGVNLERLYLDIKTNLSQDVLFMQTVVDGSVYP-
ICSQTYIKEEYKEFVCNHDDNILER  179

Query  189  
YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA  248
            Y+A   IS           V  A ++PV +GSA   +GI  L+DA++    P     
S  
Sbjct  180  
YLADSEISPADYWNTVIALVAKAKVYPVLHGSAMFNIGINELLDAISSFILPPASV-SNR  238

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDT  307
            L   ++K+E+   G +R +L++  G+LRLRD V +   EK +KI  ++   +G  +  
D 
Sbjct  239  
LSAYLYKIEHDPKGHKRSFLKIIDGSLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDE  298

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
                +I I+      R+ D LG    L +    +   P L++++ P    +R +++ 
AL 
Sbjct  299  VGANDIAIVEDIADFRIGDYLGAKPCLIQGLSHQH--
PALKSSVRPDKPEERSKVISALN  356

Query  367  QLADTDPLL  375
             L   DP L
Sbjct  357  TLWIEDPSL  365

>WP_086987667.1 MULTISPECIES: elongation factor G [Trichococcus]
 CZR07774.1 elongation factor g c-terminus [Trichococcus collinsii]
 SEA25440.1 elongation factor G [Trichococcus collinsii]
Length=696

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.



 Identities = 197/690 (29%), Positives = 322/690 (47%), Gaps = 
76/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGYRVNIIDTPGHVDFTIEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
            IF NK+D+ G D    + ++ D+L+A+                    + +K  +  
+ E 
Sbjct  133  
IFANKMDKMGADFLYSLDTLHDRLNANAHPIQLPIGSEDTFKGIIDLVEMKAEIYDNDEG  192

Query  165  VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  DI        E W     +AV E ++ L+EKY+ GE I++E+L +  +    
+ 
Sbjct  193  
TEYHEEDIPAEYLEAAEEWHTKLVEAVAETDEALMEKYLDGEEITKEELKQGIRTATCNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FP+  GSA K  G+Q L+DAV             TG      EQ        A     
Sbjct  253  
EFFPMLCGSAFKNKGVQLLLDAVIDYLPSPLDVAAITGTDVDTEEQVAVPASDEAPFAAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+Y+GTL+    V  A    RE++ +I +M    + EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYAGTLQSGSYVQNATKGKRERVGRILQMHANHRNEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I      +V L D     T    K+         P P++   I PK+ A ++
++  
Sbjct  370  FAGDIAA----
AVGLKDTTTGDTLCDEKKQVILESMNFPEPVIEVAIEPKSKADQDKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  R   +  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 



Sbjct  426  
ALQKLSEEDPTFRASTNPETGQTIIAGMGELHLDIIVDRMRREFKVEATVGAPQVSYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +++    +        F   + +  TP   G G ++E+ +  G + + +  
AV  G
Sbjct  486  FRQSVQSEGKFVRQSGGKGQF-
GHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP 
Sbjct  545  
LRDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P +YL             IE  + + +  +    IP   +  Y T L   
T G
Sbjct  605  
MAVEITVPDDYLGDVMGHVSSRRGRIEGTEARGNAQIVKSSIPLSEMFGYATTLRSSTQG  664

Query  600  RSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            R         Y+A   +V + +I+    NS
Sbjct  665  RGTFSMTFDHYEAVPKSVQEEIIKKSGKNS  694

>WP_015783324.1 elongation factor G [Cyanothece sp. PCC 8802]
 ACU99734.1 translation elongation factor G [Cyanothece sp. PCC 
8802]
Length=695

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 198/669 (30%), Positives = 316/669 (47%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---



EAW------  175
            I++NK+D+ G D  SVV+ V D L+A  ++   + +  E       D+   +AW      
Sbjct  130  IYVNKLDRTGADFFSVVKQVEDILAAKPLV-
MVLPIGIETEFRGVVDLLTRKAWIWDDSG  188

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E +D ++EKY+ GE +  +++ +  +
+  +
Sbjct  189  
DPMNYTVQEVPADMVDQVEEYREKLIETAVEQDDAIMEKYLEGEELEIDEIKQCVRKGTR  248

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
            D S FP Y GS+ K  G+Q ++DAV            QP       E G+ A+       
Sbjct  249  
DMSFFPTYCGSSFKNKGVQLVLDAVVDYLPNPTEVKPQPEVDLEGNETGTFAIVDPEKPL  308

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+     G    + RLYSGTL   DTV   A    E++ ++ EM   S+ 
EI   
Sbjct  309  RALAFKIMDDKYGA-
LTFTRLYSGTLSKGDTVLNTATGKTERISRLVEMHANSREEI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            ++A  G+IV I+   +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
ESAQAGDIVAIVGMKNVQTGHTLCDPKFPATLEPMVFPDPVISMSVFPKKKGDNEKMGMA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L+++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E  
Sbjct  425  
LSKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  A S+T   +   +  +  I   V P   GSG  +ES+V+ G + + +  AV+ 
G +
Sbjct  485  
TKTVADSYTHKKQSGGSGQFGKIDYIVEPGEPGSGFVFESKVTGGNVPREYWPAVQKGFQ  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+   D K+    G ++   S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
SSIDKGVLAGFPCVDLKVTLTDGGFHPVDSSAIAFEIAAKAGYRQSIPKAGPQLLEPIMN  604

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++Y+     D  +    I++            ++P   +  Y  DL   T
+GR 
Sbjct  605  
VDVFTPEDYMGDVIGDLNRRRGMIKSQNSTPMGARIKADVPLSEMFGYIGDLRTMTSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>ABO87349.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 248 bits (632),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 158/216 (73%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG+VFK+EYT   QR  Y RLYSG L 
LRD+V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGPSELCGNVFKIEYTKKRQRLAYTRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>WP_013239112.1 MULTISPECIES: GTP-binding protein [Clostridium]
 ADK15522.1 putative elongation factor with tetracycline resistance 
domain 
[Clostridium ljungdahlii DSM 13528]
 AGY74758.1 small GTP-binding protein [Clostridium autoethanogenum 
DSM 10061]
 ALU34937.1 Translation elongation factor G [Clostridium 
autoethanogenum 
DSM 10061]



 OAA85473.1 Tetracycline resistance protein TetM [Clostridium 
ljungdahlii 
DSM 13528]
 OVY51673.1 Tetracycline resistance protein TetM [Clostridium 
autoethanogenum]
Length=650

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 176/610 (29%), Positives = 296/610 (49%), Gaps = 
20/610 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E +LY + +I   G V+   +  D   +E+ RGITI +    
F++
Sbjct  5    
IGLFAHVDAGKTTLAEQILYHTKSIKNLGRVDHKDSFLDNNDIEKNRGITIFSDQAVFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  +VDTPGH DF +E+ R++ ++D AI++ISA +GVQAQT I++  L+K  
IPT  
Sbjct  65   
KSSNYYLVDTPGHADFSSEMERTIEIMDYAIVIISAVEGVQAQTEIVWQLLKKHGIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G +++ +++ +R  L+ D+  I ++V L       +    E  +   E 
+DK
Sbjct  125  FINKVDRIGANVEGILKDIRVNLTEDVCFISESVQL-------
DKISKEIMEFAAERSDK  177

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LL+KYI  E    +  +   +  +  + LFP   GSA +  GI   ++ +  L F    
+
Sbjct  178  LLQKYIE-
EDFENQLWLNSIRDMIFRSKLFPCMSGSALQDKGIDDFLEKLDVLTFTNYND  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIPSKGE  301
            +      G V+K+ +     +  Y+++  GTL++RD +A+   +    K+T++RI 
+  +
Sbjct  237  R--
EKFQGIVYKIRHDKQKNKITYIKILEGTLKVRDEIAVNTSQDCYEKVTQIRICNGDK  294

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                D A  GE+  +   S   N ++G       ++   + +P L++ +        
+ +
Sbjct  295  FKTVDEASAGELAAVSGLS---
NSIVGCGLGNCHRKVNYEMVPALKSRVIFDKGLNEKDV  351



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L + DP L+   +    EI ++ +G +QLEV+  L+ E++ L        
++Y 
Sbjct  352  
LACFKVLEEEDPALKVSWNEKLGEIQVNIMGTIQLEVLKELVKERFDLSVDFGPCEILYK  411

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E  ++A+    H E  P   +A + L + P    SG+ + +  S   L+ ++Q  +   
I
Sbjct  412  ETIVEASYGCGHFE--
PLRHYAEVYLKLEPGERNSGISFYNECSADDLDINYQKLIGKHI  469

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G+ +TD KI    G  +   +   DFR      L Q L+     
LLEPY 
Sbjct  470  
YERDHHGILTGFPITDIKITLITGRCHVKHTCGGDFREATFRALRQGLEGVKNILLEPYY  529

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +Y+ R   D  K   + E       EV+ TG  P      Y  D   
+T GR
Sbjct  530  
RFKIKVSADYMGRVLSDIQKLKGSFENPNNLNGEVIITGRGPVSTFMNYAVDFTSFTKGR  589

Query  601  SVCLTELKGY  610
                  L GY
Sbjct  590  GKINFVLDGY  599

>CCZ04874.1 elongation factor Tu GTP binding domain-containing 
protein [Eubacterium 
sp. CAG:603]
Length=857

 Score = 266 bits (679),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 204/630 (32%), Positives = 310/630 (49%), Gaps = 
66/630 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E+LLY +G     G V+KG    DT  LE+QRGITI 
+  
Sbjct  1    MKTV-
IGILAHVDAGKTTLSEALLYNAGITKALGRVDKGNAYLDTDELEKQRGITIFSKQ  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +V +VDTPGH+DF AE+ R+L +LD AILVISA +GVQ+ TR L+  L
+   



Sbjct  60   
AEFIWKDLEVTLVDTPGHVDFSAEMERTLQILDYAILVISASNGVQSHTRTLWELLKMYK  119

Query  121  IPTVIFINKIDQAGVD---
LQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NK+D    D   L S ++S  D    D    Q V  + E+ +           
Sbjct  120  
VPTIIFVNKMDMPDTDKALLLSELKSKLDDSCIDFTDIQEVMSNEEVAM-----------  168

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                N+ L+E++++   I  E +    +R + D  +FP ++GSA K   I  L+D   
GL
Sbjct  169  ---TNESLMEEFLSCGKIDIEDI----
KRGISDRGIFPCHFGSALKNDKIIDLLD---GL  218

Query  238  FQPIGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
               I E+         V+K+     G R  Y+++  G LR++D +  +   + KI 
++RI
Sbjct  219  NTYIDEKKYPDKFSAKVYKINRDSQGNRLTYIKVTGGVLRVKDIIDDS---
EEKINQIRI  275

Query  297  PSKGEIVRTDT---------------
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             S G+  RT                  Y GE + + +D+   NDV+             
+
Sbjct  276  YS-GDKYRTANEIYSGEVCAVTGLTKTYSGENLGIENDN---
NDVI------------LE  319

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P+ M R  +  +  A    +L  L QL + DP L  + +    EI +  +G VQ+E
++  
Sbjct  320  PVLMYRVVLPQEIDAA--MMLPKLKQLEE-
DPTLAIKWNEDLKEIQVCLMGEVQIEILKK  376

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            L+ +++K+     + +V+Y E          H E  P   +A + L + P  +GSG
+ +E
Sbjct  377  LVLDRFKVAIEFDQGNVVYKETISNTVEGVGHFE--
PLRHYAEVHLRLEPGEIGSGLTFE  434

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L +++Q  +   ++    +G L G  +TD KI    G  +   +   
DFR   
Sbjct  435  
TECSEEILAKNWQRLILTHLQEREHKGVLTGSGITDMKITLVSGRAHLKHTEGGDFRQAT  494

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
               + Q LK + + LLEPY  F L  P E L RA  D  +    I   +   +  V 



TG 
Sbjct  495  
YRAVRQGLKMAQSVLLEPYYDFRLEIPTEMLGRAMTDIERIYGKINPPENYGEYSVITGY  554

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             P   ++ YR D+A YT G+      LKGY
Sbjct  555  APVVTMRKYREDIAAYTKGQGKITCTLKGY  584

>WP_062607001.1 elongation factor G [Stenotrophomonas maltophilia]
 KYK40360.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPEGPL  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>OGG11871.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RBG_13_45_10]
Length=700

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.



 Identities = 188/671 (28%), Positives = 318/671 (47%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIG++AH+DAGKTT TE +LY +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  18   
KVRNIGVIAHIDAGKTTTTERILYYTGRTYKIGDIDEGTTQMDWMEQERERGITIVSAAT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++H   
K  +
Sbjct  78   
TTFWKGYRFNIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWHQADKYKV  137

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVLEENT  170
            P + FINK+D+ G D ++ ++S+ D+L A+  I           K  + L        
NT
Sbjct  138  
PRLCFINKMDKIGADYRATIKSIVDRLGANPAIMVVPIGRESTFKGVIDLLTRKAYVWNT  197

Query  171  D-----------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            D                        E  + + E +D LLEKY+ G+  + E+L    
++ 
Sbjct  198  
DDLGAKADEVEIPADLKDEVEKSRHELVEKISETDDVLLEKYLDGKEPTLEELKSALRKA  257

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------FQPIG-------------
EQGSAA  248
            V    L P+Y GS+ +  G+QPL+DAV           P+G              +  
A 
Sbjct  258  
VIAYKLVPIYAGSSLRNKGVQPLLDAVVDYLPSPLDLPPVGGTHPKTGEKVAYKREKDAP  317

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            L G  FK++      +  Y+R+YSG L        + ++ K ++  + +    +      
Sbjct  318  
LAGLAFKIQIDPHVGKLTYVRIYSGKLESGSYAYNSTKDLKERVGRLLLMHANQREEIKE  377

Query  308  AYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            AY GEIV ++        D + D   P  L +  +   P P++   I PKT    
ER+  
Sbjct  378  AYAGEIVAVVGFKDTITGDTICDAEKPIVLEKISF---
PEPVISLAIEPKTKNDLERMGY  434

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L++ DP  + + +  T++ I+  +G + LE++   +  ++K++  V  P V 



Y E 
Sbjct  435  
ALQRLSEEDPTFKIKSNLETNQTIIWGMGELHLEILVDRMKREFKVDANVGAPQVAYKET  494

Query  424  -PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              ++A     +I +      +    + + P   G G ++E  +  G + + F   +  
G+
Sbjct  495  
IKIEAEGEGKYIRQSGGRGQYGHCFIRIEPKGRGEGFEFEDAIKGGAIPREFIAPIEKGV  554

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ + D K+    G Y+   S+   F+    + L+ A K +   +
+EP +
Sbjct  555  
KEAMENGVVAGYPMVDMKVTLYDGTYHEVDSSEVAFKIAGSMALQHAAKAAQPTIIEPIM  614

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P E++     D     + I   Q +    V    +P   +  Y T L   
+ GR
Sbjct  615  
KVEVTTPDEFMGDIIGDLGAKRSQILGTQKRGHVTVILAMVPLAELSGYATALRSMSKGR  674

Query  601  SVCLTELKGYQ  611
            +    E   Y+
Sbjct  675  ATYYMEPSHYE  685

>WP_053478267.1 MULTISPECIES: elongation factor G [Bacillus]
 KOP72270.1 elongation factor G [Bacillus sp. FJAT-21945]
 KQL27454.1 elongation factor G [Bacillus solani]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 315/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131



Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    ++++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKLGADFLYSLKTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLIEMRATFYGNDL  190

Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE                    +AV E ++ L+EKY+ GE IS E+L    ++   
+
Sbjct  191  
GTDIEEREIPAEYMDQAEEYREKLIEAVAELDENLMEKYLGGEEISNEELKAAIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAA  248
               +PV  GSA K  G+Q ++DAV   L  P+                      E+  
AA
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPAIKGTLPDSDEEIERHSSDEEPFAA  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI  
Sbjct  311  LA---
FKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T Y G+I   +        D L D   L      E P P+++ +I PK+ A ++
++  
Sbjct  366  -
STVYAGDIAAAVGLKDTTTGDSLCDEKNLVILESMEFPEPVIQLSIEPKSKADQDKMTT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R   +       +      +  + +  +P   G G ++E+ +  G + + +  AV
+ G+
Sbjct  485  
FRASASVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  545  
EDALDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILEPVM  604



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     +       +E    + +  V    +P   +  Y T L   
T GR
Sbjct  605  
RVEVIIPEEYLGDIMGNVTSRRGRVEGMDARGNAQVVRAMVPLSEMFGYATSLRSSTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVFSMHFDHYE  675

>WP_070558374.1 MULTISPECIES: elongation factor G [Aerococcus]
 OFM54652.1 elongation factor G [Aerococcus sp. HMSC062B07]
 PKY81435.1 elongation factor G [Aerococcus urinae]
 PMB92714.1 elongation factor G [Aerococcus urinae]
Length=697

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 312/675 (46%), Gaps = 
72/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  70   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQADTYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLE  167
            P ++F NK+D+ G D    V +++D+L A+    Q               V +  
EI  +
Sbjct  130  
PRIVFANKMDKIGADFLYAVDTIKDRLGANAHAIQLPIGAEDNFTGIIDLVKMKAEIYED  189

Query  168  E------NTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E        DI        E W     +AV + ++ L+  Y+ GE I+ E+L    
++  
Sbjct  190  
EMGQVIDEEDIPEEYQELAEKWRTDLVEAVADTDEDLMIAYLEGEEITEEQLKAAIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL---------------------
FQPIGEQGSA  247



             +   FPV  GSA K  G+Q ++DAV                        F+     
GS 
Sbjct  250  
LNLEFFPVLCGSAFKNKGVQLMLDAVIDYLPAPTDVPPIEAERANNPDETFEVRANDGS-  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIV  303
                  FKV       R  + R+YSGTL     V  A    RE++ +I  M   S+ 
E+ 
Sbjct  309  
PFSALAFKVMTDPYVGRLTFFRVYSGTLEAGSYVLNATSDTRERVGRILLMHANSRSEV-  367

Query  304  RTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              +  + G+I   +   +    D L D   P  L R  +   P P++   I P T 
A ++
Sbjct  368  --EEVFSGDIAAAVGLKNTTTGDTLCDTKNPIILERMEF---
PEPVIEVAIEPNTKADQD  422

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++ +E  V  
P V 
Sbjct  423  
KMQIALGKLAEEDPTFRASTDHETGQTIIAGMGELHLDIIVDRLKREFNVEATVGAPQVS  482

Query  420  YMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K   A      +      +  + +  TP   G+G ++E  +  G + + +  
+V
Sbjct  483  
YRETFTKQTQAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFEDAIVGGVVPREYIPSV  542

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  
+L
Sbjct  543  
EAGLKDAMENGVLAGFPLVDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAAKDAGAVIL  602

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             IE  + + + +     +P   +  Y T 
L   
Sbjct  603  
EPVMKVDIVVPEDYLGDVMGHVSARRGRIEGQEPRGNALTLHSFVPLSEMFGYATTLRSA  662

Query  597  TNGRSVCLTELKGYQ  611
            T GR         Y+
Sbjct  663  TQGRGTFTMTFDHYE  677

>PJA02744.1 elongation factor G [Gammaproteobacteria bacterium 
CG_4_10_14_0_2_um_filter_38_22]



Length=701

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 192/679 (28%), Positives = 317/679 (47%), Gaps = 
76/679 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G+   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGVSHKMGEVHEGSAVMDWMEQEQERGITITSAATTCH  71

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W        + ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
Sbjct  72   
WQGMDKQFPKHRINIIDTPGHVDFTIEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQAN  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            K  +P + F+NK+D+AG +   VV  V ++L A                   D+I  
+ +
Sbjct  132  
KYGVPRLAFVNKMDRAGANFLRVVGQVENRLRARPVPMQLPIGAEEEFQGVVDLIRMKAI  191

Query  159  SLS-------------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKL  200
              +             PE +LE   D + W     +A  E+ D L+EKY+    +S 
E++
Sbjct  192  FWNEADSGMTYEAKDIPENMLE---
DCKTWREKMVEAAAESTDVLMEKYLESGELSDEEI  248

Query  201  VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ---  244
             +  + R     + PV+ GSA K  G+Q ++DAV              GL     E
+   
Sbjct  249  
KQGIRARTLKNEIVPVFCGSAFKNKGVQAMLDAVIEYMPSPLDVPAINGLNDRDVEETRP  308

Query  245  --GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPS  298
               SA      FK+          ++R+YSG+ +  DTV     + +E++ +I +M   
+
Sbjct  309  
ADDSAPFSALAFKIMTDPFVGTLTFVRVYSGSAKSGDTVYNPVKSKKERIGRILQMHANT  368

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + EI    T   G+I  L    +V   D L D  ++      E P P++   + 
PKT   
Sbjct  369  REEIKEIHT---
GDIAALVGMKNVTTGDTLSDLEKVITLERMEFPEPVISVAVEPKTKVD  425



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA  DP  R   D  T + I+S +G + LE++   +  ++K+E  V 
+P 
Sbjct  426  
QEKMGIALGKLAQEDPSFRVHTDEETGQTIISGMGELHLEIIVDRMLREFKVEANVGKPQ  485

Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K+  H      +      +  + L + P  LG G ++ + +  G + + 
+  
Sbjct  486  
VAYRETIKKSVEHEGKYIRQTGGRGQYGHVWLRIEPNELGKGFEFANEIVGGVIPREYIP  545

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +E G+  G+ V D K+    G Y+   S+   F+    +  ++A ++
+G  
Sbjct  546  
AVEKGVKEQMENGVIAGYPVVDVKVALFDGSYHDVDSSEMAFKIAGSMCFKEAARKAGAV  605

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P +Y+     D  +    I          +   ++P   +  Y 
TDL 
Sbjct  606  
LLEPIMKVEVVTPDDYMGDVVGDLNRRRGVIHGMDEGPSGKIVDAQVPLAEMFGYATDLR  665

Query  595  FYTNGRSVCLTELKGYQAA  613
              + GR+    E   Y  A
Sbjct  666  SMSQGRATYTMEFLKYSEA  684

>WP_002579813.1 GTP-binding protein [Clostridium butyricum]
 EDT76835.1 tetracycline resistance protein TetP, contain GTP-ase 
domain 
[Clostridium butyricum 5521]
 EEP55046.1 GTP-binding elongation factor, TetM/TetO family 
[Clostridium 
butyricum E4 str. BoNT E BL5262]
 ENZ36205.1 small GTP-binding protein domain protein [Clostridium 
butyricum 
60E.3]
Length=658

 Score = 261 bits (668),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 181/633 (29%), Positives = 304/633 (48%), Gaps = 
19/633 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    



F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     IVDTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIVDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G D + V+  ++ +L+ +I  I   +S S   V   N + E  + + E 
+D+
Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHV---
NFNDELIEFITEQDDE  181

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLE Y  G     E   R+ +  +++  +FP + G A +  GI   +     L +     
Sbjct  182  LLEHYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDC  240

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSK  299
              +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ 
+RI + 
Sbjct  241  
VENEKFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYNG  300

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    D    G+I  +L        D +G+     R++   + +P L + +    
+   
Sbjct  301  SKFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYNV  356

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
+
Sbjct  357  
KDVLGYFKILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCEI  416

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   K      H E  P   +A + + + P+   SG+ +E+   +  L+ +FQ  
++
Sbjct  417  LYKETIKKETIGCGHFE--
PLRHYAEVIIKIEPMERNSGISFETCCHVDDLSINFQKLIK  474

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537



              I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LLE
Sbjct  475  
SHIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILLE  534

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +   QE++ R   D  +   T E     + +V+  G  P      Y  +
+A +T
Sbjct  535  
PYYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGRGPVSTFMDYTMEIAAFT  594

Query  598  NGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             G+ +      GY        VI+ R  N   D
Sbjct  595  RGKGIVNLVYDGYDLCHNSDEVIKRRDYNKNAD  627

>WP_099478291.1 GTP-binding protein [Paenibacillus ihbetae]
 ANY74111.1 elongation factor G [Paenibacillus ihbetae]
Length=651

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 187/618 (30%), Positives = 297/618 (48%), Gaps = 
31/618 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+      D   +E++RGIT+ A      
Sbjct  4    
TIGLFAHVDAGKTTLAEQLLYLTHTIQERGRVDHRNAYMDNHDIEKERGITVFADQAIMP  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            +      ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+PT 
Sbjct  64   
FQGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKYGVPTF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE-
NTDIEAWDAVIENND  183
             F+NKID+ G D + V++ +R +L+ D+ +     +S E  L E        + V 
E ++
Sbjct  124  FFLNKIDRTGADSERVLEEIRRELTEDVCL-----
ISEEDKLHEGGISPSLAEVVAERDE  178

Query  184  KLLEKYI-----
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             LLE+YI     AG  +S    +RE    +QD  +FP + GSA + +G+   +  +  
L 
Sbjct  179  GLLEQYIDQGFDAGTWLS---AMRE---
MIQDGRIFPCFSGSALQSIGVSHFLLQLDSLL  232

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-----



REKLKITE  293
                ++G A   G V+K+ + D G R  Y++  SG LR+RD V   G     RE  
KIT 
Sbjct  233  HTDYDRG-AEFSGRVYKIRHDDQGTRLTYIKALSGKLRVRDEVTYHGGPAAMRE--
KITG  289

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +R+    +    D    G++ ++   S   +   GD       R   + +P L++ 
+   
Sbjct  290  IRLVHGKKFTMVDEVGAGDLFVVTGLS---
SAAAGDGLGALGGRTVYELVPTLKSKVQFD  346

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            ++   + +L     L   DP L  + D  +  I L  +G +QLEV+  ++ E++      
Sbjct  347  
SSVHPKDMLRIFRLLDAEDPSLSVQWDEASQGIHLHVMGTIQLEVLQRIVDERFGHRIGF  406

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             EP ++Y E   + +  + H E  P   +A + L + P     G+ + +      L  
++
Sbjct  407  AEPEILYKETIARPSIGSGHFE--
PLKHYAEVHLKLEPGERNGGIVFANACHPDMLPVNY  464

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q+ V   I      GL  G  +TD KI    G  ++  +   DFR      L Q L
+++ 
Sbjct  465  
QHLVAQHIGEREHHGLLTGSPLTDMKITLLKGRAHNKHTHGGDFREATFRALRQGLEKTT  524

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F +    E++ R   D  +  AT E      D+V  TG  P   +  
Y  +
Sbjct  525  
SLLLEPYYQFKIKVELEHIGRLLSDLTQAKATFEPPDTTGDKVTVTGTAPVSTLMNYAME  584

Query  593  LAFYTNGRSVCLTELKGY  610
            LA YT GR        GY
Sbjct  585  LAAYTKGRGAITLTYGGY  602

>WP_027339550.1 elongation factor G [Halonatronum saccharophilum]
Length=690

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 184/669 (28%), Positives = 316/669 (47%), Gaps = 
63/669 (9%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILFYTGRVHKIGETHDGASQMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K N+
Sbjct  69   
TCQWKDHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFCSVGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D  +VVQ + D+++A                   D+I    +    
Sbjct  129  
PRIAFVNKMDRTGADFYNVVQMMEDRIAANPLPVQIPVGKEDEFKGSIDLIEMNAIIYDE  188

Query  163  EIVLE-ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+ +E E  +I A              + + + +++L+ KY+ GE I+ E++    
++  
Sbjct  189  
ELGIEFEIEEIPAELKDKAEEYRELLIEKIADADEELMMKYLEGEEITVEEIREAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +    PV  G+A K  G+QPL+DAV                +P  E+         
A  
Sbjct  249  
INNEFTPVLCGTALKNKGVQPLLDAVLAFLPSPLEIPPVTGIKPRSEEEVTREASDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + +++     +I +M    + E    
Sbjct  309  
SSLAFKIMTDPYVGKLAFFRVYSGTLEAGSYVYNSTKDQKERVGRILQMHANKREE---R  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G++   +   +    D L D          E P P++   I PKT    +
+L ++
Sbjct  366  
DEVYAGDLAAAVGLKNTSTGDTLCDQDDPVILETMEFPEPVIHVAIEPKTQKDSDKLGES  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP    + D  T + I+  +G + L+V+   L+ ++ +E  + EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFTVKTDDETGQTIIGGMGELHLDVLVDRLTREFNVEANIGEPQVAYRETF  485

Query  425  LKAASHTIHI--



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K A        +      +  + + V PL  GSG ++E  +  G + + + ++V  
GI+
Sbjct  486  
TKKAEVEGKFIRQSGGRGQYGHVVIEVEPLDPGSGFEFEDNIVGGAIPRDYISSVEQGIK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G  V D K+    G Y+   S+   F+    + +++++ +    
+LEP ++
Sbjct  546  
EALDNGVLIGSPVVDVKVALNDGSYHDVDSSEMAFKIAGSMAIKESVSKVKPVILEPIMA  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y TDL   T 
GR+
Sbjct  606  
VEVTTPEEYMGDVIGDLNSRRGQVEGMEQRGNARVIKAAVPLSEMFGYATDLRSNTQGRA  665

Query  602  VCLTELKGY  610
              + ++  Y
Sbjct  666  QYVMQMDHY  674

>WP_012594128.1 elongation factor G [Cyanothece sp. PCC 8801]
 ACK64852.1 translation elongation factor G [Cyanothece sp. PCC 
8801]
Length=695

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 198/669 (30%), Positives = 316/669 (47%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW------  175
            I++NK+D+ G D  SVV+ V D L+A  ++   + +  E       D+   +AW      
Sbjct  130  IYVNKLDRTGADFFSVVKQVEDILAAKPLV-
MVLPIGIETEFRGVVDLLTRKAWIWDDSG  188



Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E +D ++EKY+ GE +  +++ +  +
+  +
Sbjct  189  
DPMNYTVQEVPADMVDQVEEYREKLIETAVEQDDAIMEKYLEGEELEIDEIKQCIRKGTR  248

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
            D S FP Y GS+ K  G+Q ++DAV            QP       E G+ A+       
Sbjct  249  
DMSFFPTYCGSSFKNKGVQLVLDAVVDYLPNPTEVKPQPEVDLEGNETGTFAIVDPEKPL  308

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+     G    + RLYSGTL   DTV   A    E++ ++ EM   S+ 
EI   
Sbjct  309  RALAFKIMDDKYGA-
LTFTRLYSGTLSKGDTVLNTATGKTERISRLVEMHANSREEI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            ++A  G+IV I+   +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
ESAQAGDIVAIVGMKNVQTGHTLCDPKFPATLEPMVFPDPVISMSVFPKKKGDNEKMGMA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L+++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E  
Sbjct  425  
LSKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  A S+T   +   +  +  I   V P   GSG  +ES+V+ G + + +  AV+ 
G +
Sbjct  485  
TKTVADSYTHKKQSGGSGQFGKIDYIVEPGEPGSGFVFESKVTGGNVPREYWPAVQKGFQ  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+   D K+    G ++   S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
SSIDKGVLAGFPCVDLKVTLTDGGFHPVDSSAIAFEIAAKAGYRQSIPKAGPQLLEPIMN  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++Y+     D  +    I++            ++P   +  Y  DL   T
+GR 
Sbjct  605  



VDVFTPEDYMGDVIGDLNRRRGMIKSQNSTPMGARIKADVPLSEMFGYIGDLRTMTSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>KUK09995.1 Elongation factor G [Clostridia bacterium 41_269]
Length=693

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 197/671 (29%), Positives = 311/671 (46%), Gaps = 
67/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIG++AH+DAGKTT TE +L+ +G +   G V +G+   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGLMAHIDAGKTTTTERILFYTGRVHRMGEVHEGSATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  69   
TCYWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCAVGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + ++NK+D+ G D   VV+ + ++L A                   D++ K+ V    
Sbjct  129  
PRLAYVNKMDRVGADFFRVVKMISERLGANPVPIQLPVGVEEKFAGVVDLMAKKAVIYID  188

Query  159  ----SLSPEIVLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  S E + E+  D +E +     ++V E+++ LLEKY+  E I+ E L R  
+R  
Sbjct  189  
DLGTQSSVEDIPEDMVDLVEEYRERLIESVAEHDEILLEKYLNNEEITVEDLKRGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGS  246
               S+ PV  GS+ +  G+QPL+DAV                          +P  
++  
Sbjct  249  
LTTSIVPVLCGSSFRNKGVQPLLDAVVDYLPSPLDVPPVKGINPITSEEVERKPSDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL   +    Y        + R+YSG L+    V   A   RE++ +I +M    
+ ++
Sbjct  309  AALAFKIMSDPYVGS---



LTFFRVYSGVLKTGSHVYNSAKKKRERVGRILKMHANHREDV  365

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                T      V L   +    D L D          E P P++   I PKT   
+E++ 
Sbjct  366  EMVRTGDIAAAVGLKHTTT--
GDTLCDENNPILLESMEFPEPVIDIAIEPKTKEDQEKMA  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LAD DP  R  +D  T + I+S +G + LEV+   L  ++ +   V +P V 
Y E
Sbjct  424  
VALKKLADEDPTFRSHIDPETGQTIISGMGELHLEVIVDRLLREWHVGAKVGKPQVAYRE  483

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +      +    L V PL+ G    +E+++  G + + F  
AV  G
Sbjct  484  
TIRKKARGEGKFVKQTGGRGQYGHAVLEVEPLTSGKEYVFENKIVGGVIPKEFIPAVDQG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  +E G L G++V + K+    G ++   S+   F+         ALK++   
LLEP 
Sbjct  544  
VRESMESGYLAGYSVINVKVSLVDGSFHEVDSSEMAFKVAGSYAFRDALKKADPVLLEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       IE+ + +         +P   +  Y TDL   
T G
Sbjct  604  
MEVEVIVPEEYMGDVIADLNSRRGDIESIEPRSGAQAIKAYVPLAEMFGYATDLRSLTQG  663

Query  600  RSVCLTELKGY  610
            R   +     Y
Sbjct  664  RGTYVMRFSRY  674

>WP_078697797.1 elongation factor G [Caloramator quimbayensis]
 SKA99996.1 translation elongation factor 2 (EF-2/EF-G) [Caloramator 
quimbayensis]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 185/674 (27%), Positives = 320/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKTYKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW  C++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWRDCRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  +V++ ++++L A                   D++  + +    
Sbjct  129  
PRIAYVNKMDIMGADFYNVIKMMKERLGANPAPLQLPIGKEDTFKGIVDLVKNKAIIYVD  188

Query  163  EI-VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++    E TDI        E +     + V E +++L+ KY+ GE ++ +++ +  
++  
Sbjct  189  
DLGTTSEETDIPEDMKDLVEEYRLNLIEKVAEADEELMMKYLEGEELTIDEIKKGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGS  246
                + PV  GS+ K  G+QP++DAV                          QP  
E+  
Sbjct  249  
ISGDIVPVVCGSSYKNKGVQPMLDAVVEFLPSPIDIGAVKGVDFDTHEEAERQPSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSG L     V  + + K     +I  M    
+ +I
Sbjct  309  SALA---
FKIMVDPFVGKLAFTRIYSGVLTTGSYVLNSTKNKRERIGRIVRMHANKREDI  365

Query  303  VRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               + A  G+I+ L         D L DP +       E P P++   I PKT A 
+E++
Sbjct  366  ---
EEALAGDIIALVGLKDTTTGDTLCDPDKPIILEKMEFPEPVIHIAIEPKTKAGQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V  P 
V Y 
Sbjct  423  
GIALAKLAEEDPTFRTYTDQETGQTIIAGMGELHLEIIVDRLLREFKVECNVGNPQVAYK  482

Query  422  E---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   + +KA    +  +      +    + + P   G G ++ + +  G + + +  
A+ 
Sbjct  483  ETVRKQVKAEGKFVR-
QSGGRGQYGHCWIELIPQERGKGYEFVNNIVGGVIPKEYIPAID  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  +  G+  G+ V D K+    G Y+   S+   F+    +  + A++++   
+LE
Sbjct  542  
NGIQEAMTSGVVAGYPVIDVKVVLFDGSYHEVDSSEMAFKIAGSMAFKNAMQKAEPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE  + +    V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVTVPEEYMGDVMGDLNSRRGRIEGMEPRGSAQVIRAHVPLAEMFGYATTLRSRT  661

Query  598  NGRSVCLTELKGYQ  611
             GR V + ++  Y+
Sbjct  662  QGRGVFVMQISHYE  675

>WP_080849043.1 elongation factor G [Bacillus gottheilii]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 192/667 (29%), Positives = 311/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSP--  162
            +F+NK+D+ G D    + ++ D+L A+                    I +K T   
+   
Sbjct  132  
VFVNKMDKLGADFLYSLSTLHDRLQANAAAIQLPIGAEDQFEGIIDLIEMKATFYGNDLG  191



Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E +     +AV E +++L+EKY+ GE IS E+L    ++   
+ 
Sbjct  192  
TDIQEREIPAEYMDQAEEYREKLIEAVAELDEELMEKYLGGEEISNEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G      E+        A     
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVIAYLPSPLDVPAIKGTLADSDEEVTRPSSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ EI    
T 
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSTKDKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++ +I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKDLVILESMEFPEPVIQLSIEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRSS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G G ++E+ +  G + + +  AV+ G+   
L
Sbjct  489  
AQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLEDSL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            ++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
DRGVLAGYPLVDIKARLYDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMKIEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL     +       +E    + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
IIPEEYLGDIMGNVTSRRGRVEGMDARGNAQVVRAMVPLSEMFGYATSLRSSTQGRGVFS  668



Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_084275206.1 elongation factor G [Nitratiruptor tergarcus]
 SMC08953.1 elongation factor G [Nitratiruptor tergarcus DSM 16512]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 188/672 (28%), Positives = 314/672 (47%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILYYTGISHKIGEVHEGAATMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    
K ++
Sbjct  69   
TCFWKDHQINIIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEENTDIEAWD  176
            P ++F+NK+D+ G D  +V   +R++L A+     I I    +    + L E   I  
WD
Sbjct  129  
PRIVFVNKMDRIGADFFNVENQIRERLKANPVPIQIPIGAEDNFRGVVDLVEMKGI-VWD  187

Query  177  ------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                          AV E +++LL+KY+ GE ++ E++ +  
++
Sbjct  188  
DETMGAKYEVIDIPEDLKEKAEEYREKLIEAVAETDEELLDKYLGGEELTIEEIKKGIKK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAALCGSVFKVEYTDCG  262
               D ++ P+  GSA K  G+Q L+DAV        E    +G     G    VE 
TD G
Sbjct  248  
GTLDMTITPMLCGSAFKNKGVQTLLDAVVDYLPAPTEVSWIKGIDPKTGEEVSVESTDNG  307

Query  263  ---------------QRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                            +  ++R+Y G +     V  + +EK     ++ +M    + 
EI 



Sbjct  308  
PFAALAFKIMTDPFVGQLSFIRVYRGQIASGSYVLNSTKEKKERVGRLLKMHANKREEIK  367

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                   G +V L        D L D          E P P++   + PKT A +E
++  
Sbjct  368  ELPAGEIGAVVGL--
KYTLTGDTLCDENHPVILEKMEFPEPVISVAVEPKTKADQEKMAT  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R   D  T + I+S +G + LE++   +  ++K++  V +P V 
Y E 
Sbjct  426  
ALAKLAEEDPSFRVHTDEETGQTIISGMGELHLEIIVDRMKREFKVDAEVGQPQVAYRET  485

Query  424  PLKA---
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             +KA     +    +      +  + + + P   G G ++ + ++ G + + +  
AV  G
Sbjct  486  -
IKAPVDQEYKYAKQSGGRGQYGHVFIKLEPQEPGKGYEFVNNITGGVIPKEYIPAVDKG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  ++ G+  G+ V D K     G Y+   S+   F+    +  ++A K++   
LLEP 
Sbjct  545  
IQEAMQNGVVAGYPVVDVKATLYDGSYHDVDSSEMAFKIAGSMAFKEAAKKANPVLLEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D  +    +++ + +    + T  +P   +  Y TDL  
+T G
Sbjct  605  
MKVEVEVPEEYMGDVIGDINRRRGQVQSMEDRAGNKIVTAMVPLAEMFGYSTDLRSFTQG  664

Query  600  RSVCLTELKGYQ  611
            R     E   Y+
Sbjct  665  RGTYSMEFDHYE  676

>WP_097823348.1 GTP-binding protein [Bacillus megaterium]
 PEC44542.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 180/640 (28%), Positives = 312/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65



            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NASTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGANPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPCACGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT 
+R  +
Sbjct  236  
RYSKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITRIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +    E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERAQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++ +  +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSANGRFDSPETTENKAIITGKVPVATFMTYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>WP_087803519.1 elongation factor G [Stenotrophomonas maltophilia]
 OWB45276.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRITRIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673



>WP_026860144.1 elongation factor G [Jeotgalicoccus psychrophilus]
Length=693

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 201/664 (30%), Positives = 312/664 (47%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLD A+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDGHRVNIIDTPGHVDFTVEVERSLRVLDSAVTVLDAQSGVEPQTETVWRQATTYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D Q  V ++RD+L A+     I I      S  I L E           
Sbjct  132  
VFVNKMDKIGADFQYSVGTIRDRLQANTHPLQIPIGAEDDFSGIIDLVEMKAHLYGNDLG  191

Query  170  TDI--------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI              EA +A+IE     N+ ++EKY+ GE  S E+L    ++   
D 
Sbjct  192  
TDIETVEIPEEHMERAVEAREALIEGLADVNENVMEKYLGGEEFSVEELKAAIRKATCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQ-------------
GSAALCG  251
              +P   G+A K  G+Q L+DAV          +PI G +              S     
Sbjct  252  
EFYPALCGTAFKNKGVQLLLDAVVDYLPSPLDVKPIVGHKVDNEEEEYIAKPDDSEPFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPFVGKLTFFRVYSGTLDAGSYVQNTTKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWR------
EDPLPMLRTTIAPKTAAQRERL  361
             Y G+I    + +V L D  G    L +++        E P P++  ++ PK+   
+++L
Sbjct  369  VYSGDI----AAAVGLKDT-



GTGDTLTQEKLNVILESMEFPEPVIHLSVEPKSKGDQDKL  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP      D  T ++I+  +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  424  
TTALVKLQEEDPTFTARTDQETGQVIIGGMGELHLDVLVDRMKREFKVECNVGAPMVSYR  483

Query  422  ER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P K              F   + +  TP   G+G ++E+ +  G + + +  
+V 
Sbjct  484  ETFTVPAKVQGKFARQSGGRGQF-
GDVHIEFTPNEQGAGFEFENGIVGGVVPREYIPSVE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R  +E G L G+ + D K     G Y+   S+   F+  A + L++A K     
LLE
Sbjct  543  
AGLRDSMENGVLAGYPLVDVKARLYDGSYHDVDSSEMAFKVAASLALKEAAKVCKAVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E    + +  V    +P   +  Y T L   
T
Sbjct  603  
PMMKVEIVMPEEYLGDIMGDVTSRRGRVEGMNARGNAQVVNAFVPLSEMFGYATSLRSNT  662

Query  598  NGRS  601
             GR 
Sbjct  663  QGRG  666

>WP_067290882.1 elongation factor G [Marinobacterium profundum]
Length=692

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 206/681 (30%), Positives = 314/681 (46%), Gaps = 
81/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ SG   + GSV+ GT  TD M  ER+RGITI 
+A  
Sbjct  10   
KIRNIGIIAHIDAGKTTATERMLFYSGITHKLGSVDDGTATTDWMDQERERGITIVSAAI  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF AEV R+L VLDG ++V     GV++Q+  ++    
+  +



Sbjct  70   
TAQWRDHQINIIDTPGHIDFTAEVQRALRVLDGGVVVFDGVHGVESQSETVWRQAERYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + FINK+D+ G D Q  + S+R++L                     D++  Q +    
Sbjct  130  
PRICFINKMDRIGADFQQALVSIRERLHVTPVAVNIPIGAESTFVGVVDLLDMQQIRWPD  189

Query  163  EI----VLEENTDI----------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E     + E  +D           E  +A+ E +D LLE+Y+A E I   +     
+R  
Sbjct  190  
EYGAAPLREAISDALLPAALEARRELLEAICETDDGLLEQYLADEQIEPAQWRAGLRRAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPI-GEQG------
SAAL  249
             D  L+PV+ GSA + +G+QPL+DAV  L              PI GE+          
L
Sbjct  250  
LDNRLYPVFCGSALRNIGVQPLLDAVVDLLPSPSDRLEVVGHHPISGEEEHWKLSLDEPL  309

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
            C  VFK        +  Y+R+YSG L+  + V    R   K   +RI   G +VR     
Sbjct  310  CALVFKTVTDPYAGQMAYVRVYSGRLKTGEAV-FNPRTGHK---LRI---
GRLVRVFADR  362

Query  306  ----DTAYPGEI--VILPSDSVRLNDV--
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                DT   GEI  V+   D++  + +  L  P  L   ++   P P++   I P     
Sbjct  363  REDIDTIPAGEIDAVVGLKDAITGDTLCALDHPLVLESIQF---
PDPVINIAIEPCAVRD  419

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R+ +  AL QL + DP      D  + + ILS +G + LE++   +  ++ ++     
P 
Sbjct  420  
RDEMNRALAQLKEEDPTFHVHFDDNSGQTILSGMGELHLEILMTRIEREHHIKVRSGAPR  479

Query  418  VIYMERPLKAASHT----
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            V Y E    A SH     +H       F   + + + P   GSG+ +  ++  G +  
+F
Sbjct  480  VTYKETVAGAVSHIEGRYVHQSGGHGQF-
GHVYIDLAPGEPGSGLVFSQQIKGGVIPAAF  538

Query  474  QNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV+ G+    + GL G   VTD  +    G  +S  S+   F++ A      A+ 
++ 
Sbjct  539  



ITAVKKGVEEAAQTGLIGGQEVTDVAVTLVDGSTHSVDSSELAFKNAAVQAFRDAVLQAQ  598

Query  533  TQLLEPYLSFILYAPQEYLSRAYHD-
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             +LLEP     +  PQE L       + + C    T           G +P   +  
Y T
Sbjct  599  
PKLLEPLCRITVVTPQENLGDVLGQLSARRCEVRSTVPRADGTHDVEGLVPLAEMFGYAT  658

Query  592  DLAFYTNGRSVCLTELKGYQA  612
            DL   T GR++   E   Y A
Sbjct  659  DLRSVTQGRALFTLEFDHYAA  679

>WP_098526477.1 GTP-binding protein [Bacillus megaterium]
 PFJ47640.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 180/636 (28%), Positives = 310/636 (49%), Gaps = 
32/636 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+ D+       ++ E+ L+ +   E  + + E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  



EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    G++  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGKLFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  R LDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRFLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      +G+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNNGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             +T+G+        GY+     + VI+  R N   D
Sbjct  588  SFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>KUJ90102.1 elongation factor G [Thermoanaerobacter thermocopriae]
Length=689

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 317/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G +   G V +GT   D M  E++RGITI 
+A T



Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHRLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +AV E  + +LEKY+ GE I+ E++ +  
++  
Sbjct  189  
DLGTVMDETEIPDDLKDLAEEYREKLLEAVSEQEETILEKYLEGEEITEEEIHKALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGELVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALGTGEEIERKADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + E
+   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLNAGSYVLNSTKGKKERISRILQMHANHRQEM---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          + P P++   I PKT A +E+
+  A
Sbjct  366  
EAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEKMTMA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P V Y 
E  
Sbjct  426  
LLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  AV  



G+
Sbjct  486  TKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LLEP +
Sbjct  545  
QEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDIIGDINARRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFHHYE  675

>WP_087415003.1 GTP-binding protein [Butyricicoccus pullicaecorum]
 OUP58102.1 translation elongation factor G [Butyricicoccus 
pullicaecorum]
Length=854

 Score = 265 bits (678),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 198/624 (32%), Positives = 303/624 (49%), Gaps = 
44/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SGA+   G V+      DT  +ER+RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGLLYLSGALRRRGRVDHKDAFLDTDAIERERGITIFSKQ  60

Query  61   TSFQW-
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
              F      +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T  L+  
L + 
Sbjct  61   
AVFPLGDDVQVTLLDTPGHVDFSAEMERTLQVLDCAILVVSGTDGVQGHTLTLWQLLERR  120

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             IPT +F+NK+D  G D  +++  ++ +LS   I     S +P+ + E         
A+ 
Sbjct  121  GIPTFLFVNKMDLPGADRTALLADLQTQLSDGCI---
DFSDTPDALYE---------ALA  168



Query  180  ENNDKLLEKYIAGE-
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              +++LL++Y+AGE P   +       RRV     FP ++G+A    G+Q  +D +
+  F
Sbjct  169  TTDEELLDRYLAGEMPTDAQIAGLIASRRV-----
FPCFFGAALPLDGVQEFLDGLS-RF  222

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMR  295
              I +  S      VFK+   + G R  +L++  G+L +R  ++   R +    K+
+++R
Sbjct  223  ARIPDY-
SDDFAARVFKITRDEQGARLTHLKVTGGSLTVRSAISGETRGESWLEKVSQIR  281

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP-------
LPMLRT  348
            I S      TD A  G +            V G     P +    DP        P
+L  
Sbjct  282  IYSGTRFQTTDRADAGTVCA----------
VTGLTQTYPGQALGADPGGEAAVLEPVLTY  331

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             + P        LL  L  + + DPLLR   +    EI +  +G+VQLEV++ LL 
E++ 
Sbjct  332  
RVLPPEGCDSHTLLQKLRLIEEEDPLLRVLWNEALEEIHIQLMGQVQLEVLTRLLDERFG  391

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L     + +++Y E          H E  P   +A + L + P   GSG+  ++R     
Sbjct  392  LAVTFDQGNIVYKETIQNPVIGIGHFE--
PLRHYAEVHLLIEPAERGSGITLDTRCPADQ  449

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L+ S+Q  +   +      G L G  +TD  I    G  +   +   DFR      
+ Q 
Sbjct  450  
LDPSYQRLILTHLAEREHPGVLTGAPLTDVNITVLAGRSHVKHTEGGDFRQATYRAVRQG  509

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ + LLEP+ +F L  PQ  + RA  D  +   T E+   + +  V TGEIP    
+
Sbjct  510  
LMQADSVLLEPWYAFTLRVPQGNVGRAMTDILRMSGTFESPTQQGEFAVLTGEIPVASAR  569

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  ++  YT+GR      L GY+
Sbjct  570  GYAAEVTAYTSGRGQLSCTLLGYR  593

>WP_012369006.1 elongation factor G [Exiguobacterium sibiricum]



 B1YGU7.1 RecName: Full=Elongation factor G; Short=EF-G
 ACB59580.1 translation elongation factor G [Exiguobacterium 
sibiricum 255-15]
Length=692

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 193/676 (29%), Positives = 311/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++RD+L A                   D++ K+T     
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRDRLQANAHAIQIPIGAEDEFKGIIDLVEKKTYMYGNDL-  190

Query  166  LEENTDIEAW-------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE                     +AV +  ++++ KY+ GE I+ E+L    
++
Sbjct  191  ---
GTDIEETEGFPAEFAEEAEELRASLIEAVADYEEEMMMKYLEGEEITIEELKAGIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             TG+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPVDVKAITGINMDTDEEIVRESTDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358



                 + G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVFAGDI----
AAAVGLKDTTTGDTLCAEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   ++A        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQSAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VEHGIEEALQNGILAGYPVVDVKAALVFGSYHDVDSNEMAFKIAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_065411733.1 GTP-binding protein [Bacillus wudalianchiensis]
 OCA82860.1 elongation factor G [Bacillus wudalianchiensis]
Length=647

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 174/610 (29%), Positives = 295/610 (48%), Gaps = 
22/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+      D+  +ERQRGIT+ A      
+
Sbjct  5    
IGIFAHVDAGKTTFSEQLLYHTNSIKQRGRVDHQDAFLDSHEIERQRGITVFADQGRMSY  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF +E+ RS+ VLD AI++ISA +GV+  T  ++  L K 
+IP   
Sbjct  65   
GDSIYYLIDNPGHVDFSSEMERSIQVLDYAIIIISAVEGVEGHTETVWQLLSKHHIPVFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVS---
LSPEIVLEENTDIEAWDAVIEN  181
            FINKID+AG D++ V++ +R  L+ D   I +  +   +S ++V          + 
V E 
Sbjct  125  FINKIDRAGADVERVLEEIRTDLAEDAFDITEAFNEGEMSEDLV----------
EFVAER  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
             + LLE+Y+      +E  +    + + +  +FP   GSA + +GIQ  +D +  L    
Sbjct  175  EEALLEQYLE-
RGYEKELWLDTMIQLIVERKIFPCASGSALQDIGIQAFLDKLDQL-TVT  232

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                     G ++KV++   G R  +++  SGTLR+R+ +        K+T++R  
+  +
Sbjct  233  
DYSKDEPFSGRIYKVQHDQNGTRIAFIKAISGTLRVREEIKYGDDLTEKVTQIRHYNGSK  292

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               TD A  GE+  +   S        D   L +++   + +P L++ +   ++   
+ +
Sbjct  293  FKTTDQAEAGELFAVTGLS---
KACAVDGVGLLKQKTAYEMVPTLKSKVMADSSVHIKEV  349

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    EI +  +G +QLE++  ++ E++  +    +P 
+IY 
Sbjct  350  
LRCFHMLDIEDPSLNVIWEESLQEIHIHVMGAIQLEILKQVVQERFHFDVSFGDPEIIYK  409

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   K  +   H E  P   +A + L + P    SG+ +ES   +  L    QN 
VR  +
Sbjct  410  ETIQKTVTGYGHFE--
PLGHYAEVHLKLEPAERNSGISFESGCHVNDLTIGNQNLVRHHL  467

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD  I    G  ++  ++  DFR  A   L Q L+++   
LLEPY 
Sbjct  468  
FEKEHNGLLTGSALTDVNITLLTGRAHNKHTSGGDFREAAYRALRQGLEKAENMLLEPYY  527



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    + + +   D        +  + + D+ + TG++P      Y T+LA 
+T G+
Sbjct  528  
QFKIKVELDQMGKVLADIQTAYGHFDPPKTEGDKAIITGKVPVATFMNYSTELAAFTQGK  587

Query  601  SVCLTELKGY  610
             +      GY
Sbjct  588  GMINLVFGGY  597

>OOL50811.1 hypothetical protein B1P89_04185, partial [Enterococcus 
faecium]
 PQB54004.1 hypothetical protein CUM90_10135, partial [Enterococcus 
faecium]
 PQC13418.1 hypothetical protein CUM86_15285, partial [Enterococcus 
faecalis]
 PQC13904.1 hypothetical protein CUM87_13625, partial [Enterococcus 
faecium]
 PQC47519.1 hypothetical protein CUM92_07375, partial [Enterococcus 
faecium]
 PQD88343.1 hypothetical protein CUM70_12735, partial [Enterococcus 
faecium]
Length=143

 Score = 244 bits (624),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 109/142 (77%), Positives = 125/142 (88%), Gaps = 0/142 
(0%)

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
            CKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+
Sbjct  1    
CKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYN  60

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+
Sbjct  61   
DAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGE  120

Query  617  PVIQPRRPNSRLDKVRHMFQKV  638
            PV QPRRPNSR+DKVR+MF K+
Sbjct  121  PVCQPRRPNSRIDKVRYMFNKI  142

>WP_042353186.1 elongation factor G [Bacillus massiliogorillae]
Length=692



 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 310/672 (46%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P V+F+NK+D+ G D    V ++ D+L A+    Q                         
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTIHDRLQANAHAIQLPIGAEDQFTGIIDLVEMKAIMYGN  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T +   EI  E     E +     +AV E +++L+EKY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDTTEVEIPAEYKDQAEEYREKLLEAVAELDEELMEKYLGGEEITVDELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+QP++DAV   L  P+                      
++  
Sbjct  249  
VNVEFFPVICGSAFKNKGVQPMLDAVIDYLPSPLDVPAIKGTIPQSDEEVTRPSSDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FKV       +  + R+YSGTL     V       RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSREEI  365

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                       V L   +    D L D   L      E P P++  +I PKT A  
+++ 
Sbjct  366  SEVHAGDIAAAVGLKDTTT--
GDTLCDEKNLVILESMEFPEPVISLSIEPKTKADLDKMS  423

Query  363  



DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  R   D  T E+I++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  424  
TALQKLQEEDPTFRAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRE  483

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R           +      +  + +   P   G G ++E+ +  G + + +  
AV+ G
Sbjct  484  
TFRQSAQVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENAIVGGVVPREYIPAVQAG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   LE+G L G+ + D K     G Y+   S+   F+  A + L+ A K+    
+LEP 
Sbjct  544  
LEDALERGVLAGFPMVDVKAKLFDGSYHDVDSSEMAFKVAASLALKNAAKKCQPVILEPV  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL     +       +E  + + +  V    +P   +  Y T L   
T G
Sbjct  604  
MKVEVVMPEEYLGDIMGNITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSSTQG  663

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  664  RGTFSMHFDHYE  675

>WP_046513157.1 elongation factor G [Salinicoccus sediminis]
 KKK34873.1 elongation factor G [Salinicoccus sediminis]
Length=693

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 313/671 (47%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N+GI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNLGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P V+F+NK+D+ G D +  V ++R++L A                   D+I  +      
Sbjct  129  
PRVVFVNKMDKVGADFEYSVGTIRERLQANAHPIQFPIGAEDNFTGIIDLIDMKAYHYGN  188

Query  163  EIVL--------EENTDI--EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            ++          +E  D   E  +++IE     N+ ++EKY+ GE I++++L+   
++  
Sbjct  189  
DLGTEIEEIEIPDEYKDKAEELRESLIEGLADVNEDIMEKYLGGEEIAKDELMAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI--------------
GEQGSAA  248
             D   +PV  G+A K  G+Q L++AV          +PI                + 
SA 
Sbjct  249  
CDVEFYPVMCGTAFKNKGVQLLLNAVIDYLPSPLDVKPIVGHAKDDEDEEIIAKPEDSAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     +R+T         +I +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPFVGKLTFFRVYSGTLDSGSYIRNTTKDKRERVGRILQMHANSREEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T Y G+I   +        D L D          E P P++  ++ PK+ A ++
++  
Sbjct  367  -
STVYAGDIAAAVGLKDTGTGDTLCDEKNQVILESMEFPEPVIHLSVEPKSKADQDKMTT  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP      D+ T ++I+  +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALVKLQEEDPTFTARTDNETGQVIIGGMGELHLDVLVDRMKREFKVECNVGAPMVSYRET  485

Query  424  PLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              + AS       +      +  + +  TP   G G ++E  +  G + + F  +V  
G+
Sbjct  486  
FKQGASVQGKFTRQSGGRGQYGDVHIEFTPNEQGGGFEFEDAIVGGVVPREFIPSVEQGL  545

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  L+ G+  G+ + D K     G Y+   S+   F+  A + L++A K     
LLEP +
Sbjct  546  



RDSLDNGVIAGYPLVDIKARLFDGSYHDVDSSEMAFKVAASLALKEAAKVCQPVLLEPMM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E    + +  V    +P   +  Y T L   
T GR
Sbjct  606  
KVEIVMPEEYMGDIMGDVTSRRGRVEGMAARGNAQVVNAFVPLSEMFGYATSLRSNTQGR  665

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  666  GTYTMSFDHYE  676

>WP_038475780.1 MULTISPECIES: elongation factor G [Bacillus]
 AIC92651.1 elongation factor G [Bacillus lehensis G1]
 KQL56857.1 elongation factor G [Bacillus plakortidis]
Length=692

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 188/660 (28%), Positives = 312/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRVHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G D    V ++RD+L A+                   +I+    +S 
+ + 
Sbjct  132  
VFVNKMDKTGADFMYSVGTLRDRLQANAHPIQLPIGAEDEFSGFIDLIEMKAHISKDDLG  191

Query  167  EE--NTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +E   TDI +              +AV E +++L+ KY+ GE  + E+LV   ++   
+ 
Sbjct  192  
QEWEVTDIPSEYEEQATKMRESLVEAVAELDEELMMKYLEGEEPTNEELVAAIRQGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249



              +PV  GSA K  G+Q L+DAV                          +P  +Q  
AAL
Sbjct  252  
DFYPVICGSAFKNKGVQALLDAVLAYLPSPLDVAAIRGHVPDSEEEVTREPGDDQPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  A ++K     +I +M   S+ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLNSGSYVRNATKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++  ++ PK+ A +++
+  A
Sbjct  366  
STVYSGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIHLSVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRMKREFKVEANVGAPQVSYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + +  +V+ 
GI 
Sbjct  486  
RQTAQVEGKFVRQSGGRGQFGHVWVEFSPNEEGAGFEFENAIVGGAVPREYIGSVQQGIE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ V D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
EALDNGMVAGFPVIDIKAKLYDGSYHDVDSSEMAFKIAASMALKNAKSKCAPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +       +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITARRGRVEGMEARGNSQTVKAFVPLAEMFGYATSLRSRTQGRG  665

>WP_009550873.1 elongation factor G [Lactobacillus saerimneri]
 EKW99855.1 elongation factor G [Lactobacillus saerimneri 30a]
 KRL74249.1 elongation factor g (ef-g) [Lactobacillus saerimneri DSM 
16049]
Length=697



 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 182/672 (27%), Positives = 315/672 (47%), Gaps = 
64/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
            P ++F+NK+D+ G +    V +++++L A+                   +I+    
L  E
Sbjct  131  
PRIVFVNKMDKIGANFDYSVSTIKERLQANPLPVQMPIGAEDNFEGVIDLIEMKADLYDE  190

Query  164  IVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L    D+                E  +A+ + ++ +++KY+ GE IS +++    
++ 
Sbjct  191  
DELGSKWDVVDIPEDYKEEAASRRDEMIEALADVDEDIMDKYLEGEEISNDEIRAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAA  248
              +  +FPV+ GSA K  G+Q ++D V   L  P+                      
SA 
Sbjct  251  
TLNLDVFPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATNPDTNEEVDLIADDSAP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       R  + R+Y+GTL     V  A + K     ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNASKGKRERVGRLLQMHSNHRNEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L DP         E P P+++ ++ PK+ A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDPKNPLILESMEFPEPVIQVSVEPKSKADQDKMDV  427



Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E 
Sbjct  428  
ALQKLAEEDPSFRAETNPETGETLIAGMGELHLDIIVDRMKREFNVEATVGAPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G G ++E  +  G + + +  +V 
+G+
Sbjct  488  
FTKQVSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEEGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S+ A F+  A + L+ A K++G  
+LEP +
Sbjct  548  
KEAMSNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++ L             +E    + +  V    +P   +  Y T L   
T GR
Sbjct  608  
KVEIIAPEDNLGDVMGHVTARRGRVEGMAARGNTQVVKAFVPLSEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQA  612
                  +  Y+A
Sbjct  668  GTFTMTMDHYEA  679

>WP_009354890.1 elongation factor G [Parvimonas sp. oral taxon 110]
 EGL35763.1 translation elongation factor G [Parvimonas sp. oral 
taxon 110 
str. F0139]
Length=691

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 193/677 (29%), Positives = 313/677 (46%), Gaps = 
59/677 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G   +G  + D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERMLYYTGKIHKIGDTHEGAAQMDWMEQEKERGITICSAATTCV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ +  AK GV+ Q+  ++    K  



+P +
Sbjct  72   
WNDTRINIIDTPGHVDFTVEVERSLRVLDGSVALFDAKSGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE-N  169
             FINK+D  G +    +++++DKL A+ +  Q               VS+   I   
+  
Sbjct  132  
CFINKMDATGANYYDSIETIKDKLKANPVPVQIPIGAESEFVGVIDLVSMHAIIYKNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+  D                  ++ E ++ ++EKY+ GE IS  +L    +R   
+ 
Sbjct  192  
TDIDETDIPDAYKDKAEEYRQNLLESLAETDEFIMEKYLEGEAISPSELREAIRRATINL  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGS--
AALCGSV  253
            S+ PV  GSA K  G+QPL++A+                    +P+    S         
Sbjct  252  
SINPVLCGSAYKNKGVQPLLNAIVAYMPSPLDIPSIEGVDDNEEPVQRHASDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAYPGE  312
            FK+       +  Y R+YSGTL     V  + + +K +I  + +    +    D+   
G+
Sbjct  312  
FKIVADPFVGKLAYFRVYSGTLESGSYVYNSTKGKKERIGRILMMHANKREEVDSVSAGD  371

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +        D L D          E P P++   I PKT A +E++  AL 
+LA+ 
Sbjct  372  
IAAAVGLKDTTTGDTLCDMNSHVILEKMEFPEPVISVAIEPKTKASQEKMSIALHKLAEE  431

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-SH  430
            DP  R   D  T + I+S +G + LE++   L  ++K+E  +  P V Y E   + 
A + 
Sbjct  432  
DPTFRTYTDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVSYRESISQGAEAE  491

Query  431  TIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-  488
              +I +   +  +    + + P   G G ++ + +  G + + +   V+ GI    
+ G 
Sbjct  492  
GKYIRQSGGSGQYGHCKIKIEPQEAGKGFEFVNNIVGGAIPKEYIGPVQKGIEEATQAGV  551

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548



            L G+ V D K+    G Y+   S+   F+    +   QA+ ++   LLEP +   +  
P 
Sbjct  552  
LAGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFRQAVAKAAPVLLEPMMKVEITTPD  611

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            EYL     D       I+    K    V    IP   +  Y TDL   T GR+    
+  
Sbjct  612  
EYLGDVMGDVSSRRGRIQGMNPKNGVHVLDAYIPLAEMFGYATDLRSNTQGRATYSMQFD  671

Query  609  GYQA---AVGQPVIQPR  622
             Y+    A+ + VI  R
Sbjct  672  HYEKVPQAIAEKVIGER  688

>KKS32913.1 Elongation factor G [Candidatus Collierbacteria 
bacterium GW2011_GWB2_42_12]
 KKS43358.1 Elongation factor G [Candidatus Collierbacteria 
bacterium GW2011_GWA2_42_17]
 KKS63130.1 Elongation factor G [Candidatus Collierbacteria 
bacterium GW2011_GWD2_42_50]
 KKS63509.1 Elongation factor G [Candidatus Collierbacteria 
bacterium GW2011_GWF1_42_50]
 KKS64973.1 Elongation factor G [Candidatus Collierbacteria 
bacterium GW2011_GWF2_42_51]
Length=706

 Score = 262 bits (670),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 197/680 (29%), Positives = 320/680 (47%), Gaps = 
77/680 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIG++AH+DAGKTT TE +L+ +G   + G +++G T+ D M  ER+RGITI +A 
T+  
Sbjct  16   
NIGVIAHIDAGKTTTTERILFYTGKTYKIGDIDEGDTQMDWMDQERERGITIVSAATTTF  75

Query  65   W----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            W            C+ NI+DTPGH+DF AEV RSL VLDG I+V+ A  GVQ+QT  
++ 
Sbjct  76   
WTPVLEDANIKDDCRFNIIDTPGHVDFTAEVERSLRVLDGGIIVLDAGSGVQSQTETVWR  135

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------
KQTVSLSPEIVLEE  168
               K  +P +  +NK+D  G D  + ++ V +KL A   I       +       +
+LE+
Sbjct  136  
QADKYKVPRIALVNKMDVLGADFMATIKDVHEKLGAKTAILALPIGVENTFKGIAMLLEK  195



Query  169  NT--------------------DIEAW---------
DAVIENNDKLLEKYIAGEPISREK  199
             T                    D+EA          ++++E ++ L+EKY+ GE  
S + 
Sbjct  196  
KTIIWQGDETGAKYDITEGFPADMEAECESERAKLVESIVETDEALMEKYLNGEEPSMKD  255

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQP  240
            L    +R      + PV+ GS+ +  G+QPL+DAV                   TG  
+ 
Sbjct  256  
LKTALRRATIANEIVPVFPGSSLRNKGVQPLLDAVVDFLPSPLDIADTAGTNPKTGEVET  315

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRI  296
                   +  G  FK++      +  Y+RLYSG +     V  A    RE+L ++  
M  
Sbjct  316  
RKPSPDESFVGLAFKIQADPHVGKVTYVRLYSGKITAGSYVFNASKSERERLGRLMLMHA  375

Query  297  PSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++ EI     A  GEIV I+   + +  D L + TR       + P P++   I 
PKT 
Sbjct  376  NTREEI---
QEARAGEIVGIVGLKATKTGDTLCEETRPIVLESIDFPDPVISLAIEPKTK  432

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  AL +LA+ DP  + + +  T + +++ +G + LE++   L  ++K++     
Sbjct  433  
ADQEKLDIALGRLAEEDPTFKIKTNHETGQTVIAGMGELHLEILVDRLRREFKVDATTGA  492

Query  416  PSVIYMERPLKAA---
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   K A      I        +  +I L VTP   G G  + +++  G 
+ + 
Sbjct  493  PQVAYRETITKEARGEGKYIRQSGGRGQYGHAI-
LVVTPKPRGEGFTFTNKIVGGTIPRE  551

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F N +  G+R  L+ GL  G+ + D  +    G ++   S+   F+    + L+ A
+K++
Sbjct  552  
FINPIEKGVREALDNGLIAGFPMVDLDVAVVDGSFHEVDSSEMSFKIAGSMALQDAVKQA  611

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  +LEP +   +  P+  +     D     A I     + +  V T  +P   + 
AY T
Sbjct  612  



GAVILEPIMKVEVTTPEANMGDIIGDLSARRAQIGGTAQRGNARVITATVPLSELSAYAT  671

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             +   T GR+    E   YQ
Sbjct  672  AIRSLTAGRASYYMEPSHYQ  691

>WP_098626533.1 GTP-binding protein [Bacillus aryabhattai]
 PGA20644.1 elongation factor G [Bacillus aryabhattai]
Length=653

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 186/647 (29%), Positives = 315/647 (49%), Gaps = 
42/647 (6%)

Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
L+K
Sbjct  61   
DQGTFSYNGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEA  174
              +P   FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++         
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI---------  171

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +   E +++LL+ ++ G+   +       Q+  Q   +FP   GSA + +GI+  
++ +
Sbjct  172  -EFTAEKDEELLDAFMEGKN-
DQAYWKAAMQKLFQANQIFPCACGSALQDIGIESFLEKL  229

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---KI  291
              L +    Q   A  G V+K+ + + G R  +++  SGTL++RD VA     +L   
KI
Sbjct  230  DLLTETHYSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKI  288

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT--  348
            T++R  +       +    GE+  +    S  + D LG    L   R  E  LP L
++  



Sbjct  289  TQIRAYNGSTFKNVNEGSAGELFAVTGLTSASVGDGLG---TLKESRSYE-
LLPTLKSKV  344

Query  349  ----
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                ++ PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  
L+ 
Sbjct  345  VFEPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIK  398

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+  
Sbjct  399  ERFNINVQFEEPEILYKESIENTVRGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENAC  456

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
                L+  +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      
Sbjct  457  
HADDLSVGYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCIGRAHNKHTSGGDFREATYRA  516

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L Q L+++   +LEPY  F +    + + R   D        ++    +++ + TG
++P 
Sbjct  517  
LRQGLEKAKNIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPV  576

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                 Y + LA +T+G+        GY+     + VI+  R N   D
Sbjct  577  ATFMNYGSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>OGC08211.1 translation elongation factor G [candidate division 
WOR-1 bacterium 
RIFOXYA2_FULL_36_21]
 OGC15534.1 translation elongation factor G [candidate division 
WOR-1 bacterium 
RIFOXYB2_FULL_36_35]
 OGC21319.1 translation elongation factor G [candidate division 
WOR-1 bacterium 
RIFOXYA12_FULL_36_13]
Length=696

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 193/667 (29%), Positives = 310/667 (46%), Gaps = 
63/667 (9%)

Query  5    NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAVTSF  63
            NIG  AH+DAGKTT TE +L+ SG I + G+V++G T TD M  E++RGITI  AA



+T+F
Sbjct  13   
NIGFAAHIDAGKTTTTERVLFYSGKIHKIGNVDEGNTTTDWMEQEKERGITITSAAITTF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++NI+DTPGH+DF  EV RS+ VLDG ++V  A  GVQ Q+  ++    K  
+P 
Sbjct  73   -
WKDYRINIIDTPGHVDFTVEVERSMRVLDGVVVVFCAVGGVQPQSETVWRQATKYKVPR  131

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEI  164
            + FINK+D+ G D   V Q + D+L                     D++  + +    
+I
Sbjct  132  
IAFINKMDRTGADFYRVYQQINDRLLVKGVPIQIPIGAEDNFQGVIDLVTMKAIIYEDDI  191

Query  165  VLE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             ++   TDI             +  ++V E +D LLEKY+ G  +S E++    ++    
Sbjct  192  
GIKFRETDIPTDLADKAKKFREKMLESVAETDDSLLEKYLNGTELSVEEIKSALRKATIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGSAA------LCG  251
            AS+ P+  GSA K  G+QPL+D              V G+    GE+   A        
G
Sbjct  252  
ASIVPITCGSAFKNRGVQPLLDVIIDCLPAPSDVLPVKGINPKTGEEEERAPNDEEPFAG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDT  307
              FK+       R  + R+YSG L+    +  A    RE++ +I +M    + +I     
Sbjct  312  
LAFKIMADPFVGRLTFFRVYSGVLKSGSYILNASKGRRERIGRILQMHSNKREDIEEVGA  371

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
                  V L        D L D  +         P P++   I PKT A +E+L  
+L +
Sbjct  372  GDIAAAVGLKDTGT--
GDTLCDEDKQIILESIVFPEPVIFVAIEPKTKADQEKLSLSLAR  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V +P V Y E  
R  
Sbjct  430  
LAEEDPTFRIRTDQETGQTIISGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETIRGN  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + + V P+  G G ++ + +  G + + +  AV 



+GIR  +
Sbjct  490  
AEVEGKFIRQTGGRGQYGHVWIKVEPMEAGKGFEFVNDIVGGSIPREYVPAVENGIREAM  549

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G+  G+ V D +     G Y+   S+   F+    + L+ A+++S   +LEP +   
+
Sbjct  550  
TTGVIAGYPVIDLRAILFDGSYHDVDSSEIAFKIAGSMALKDAVRKSKPVILEPTMKIEV  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++Y+     D       +E  ++     +   + P   +  Y TDL   T GR    
Sbjct  610  
TVPEQYMGDVIGDLSSRRGKVEGMEMNAGLQIIKAKAPLANMFGYATDLRSRTQGRGTYS  669

Query  605  TELKGYQ  611
             E   Y+
Sbjct  670  MEFSHYE  676

>WP_027636511.1 GTP-binding protein [Clostridium butyricum]
Length=658

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 177/632 (28%), Positives = 303/632 (48%), Gaps = 
17/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIIDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D + V+  ++ +L+ +I     +    +  ++ N   E  + + E 
+D+L
Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHVDFND--
ELIEFITEQDDEL  182

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LE+Y  G     E   R+ +  +++  +FP + G A +  GI   +     L +      



Sbjct  183  LEQYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDCV  241

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSKG  300
             +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ +RI 
+  
Sbjct  242  
ENEKFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYNGS  301

Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +    D    G+I  +L        D +G+     R++   + +P L + +    +   
+
Sbjct  302  KFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYNIK  357

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
++
Sbjct  358  
DVLGYFRILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCEIL  417

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   K      H E  P   +A + + + P    SG+ +E+R  +  L+ +FQ  
++ 
Sbjct  418  YKETIKKETIGCGHFE--
PLRHYAEVIIKIEPTERNSGISFETRCHVDDLSINFQKLIKS  475

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LLEP
Sbjct  476  
HIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILLEP  535

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +   QE++ R   D  +   T E     + +V+  G  P      Y  ++A 
+T 
Sbjct  536  
YYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGRGPVSTFMDYTMEIAAFTR  595

Query  599  GRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            G+ +      GY        VI+ R  N   D
Sbjct  596  GKGIVNLIYDGYDVCHNSDEVIKRRDYNKNAD  627

>PLX20623.1 elongation factor G [Candidatus Parcubacteria bacterium]
Length=693

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 



matrix adjust.
 Identities = 187/674 (28%), Positives = 312/674 (46%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G +  D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTFTERVLFYTGKKHKIGETHEGESDMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V     GV+ Q+  ++    
K  +
Sbjct  69   
TCFWQDNRINIIDTPGHVDFTVEVERSLRVLDGAIAVFDGAAGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLE---  167
            P + F+NK+D+ G D +  + S+RD+LS+  +  Q            V L  +   
E   
Sbjct  129  
PRLCFVNKMDKMGADFKMSLDSIRDRLSSKAVAIQLPIGAENEHRGVVDLLKQKAYEFEG  188

Query  168  -------------------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                               E    E  + V+E +D L EKY+ GE IS ++L    
++ V
Sbjct  189  
NFGEKMNEVEIPEDMKAMVEEYRAELIERVVEVDDALTEKYLGGEEISEDELNAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--------------------
PIGEQGSAA  248
                L+PVY GSA + +G+Q  +D V                         P+       
Sbjct  249  
IANELYPVYAGSALQNVGVQLALDGVVTYLPSPLDVPEIQAMNPDDEEVKIPVKPSDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  ++R+YSG L     V   +   +E++ ++  M    + 
E+  
Sbjct  309  
FSALAFKVATDPFVGRLTFVRVYSGVLESGSYVYNTSTGSKERIGRLVRMHANHREEV--  366

Query  305  TDTAYPGEI--VILPSDSVRLNDVLGDPTRLPRKRWRED---
PLPMLRTTIAPKTAAQRE  359
              + Y G+I  VI   D+V  N +    T   RK   E    P P+++  + PKT 
A +E
Sbjct  367  -KSVYAGDIAAVIGLKDTVTGNTL----
TSEDRKLILESITFPEPVIKIAVEPKTKADQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419



            ++  AL +LA+ DP  R E D  T++ ++S +G + L+++   +  ++K+E  + 
+P V 
Sbjct  422  
KMGMALQKLAEEDPTFRVETDEETNQTLISGMGELHLDIIVDRMKREFKVEANIGQPQVS  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R +    H    +      +  + L V P   G+G ++ + +  G + + +  
A+
Sbjct  482  
YRETIRTMAEQEHKYAKQSGGRGQYGHVYLRVEPQEEGAGFEFANEIKGGVVPREYIPAI  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  ++QG L G+ + D K     G Y+   S+ A F+  +    + A + +G  
+L
Sbjct  542  
EKGVKEAMDQGVLAGYPMVDVKTTVYDGSYHEVDSSEAAFKMASIFAFKDACRNAGAVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       I+    +    V   ++    +  Y T
+L   
Sbjct  602  
EPIMKVEVTTPEDYMGAVVGDLNSRRGQIDQMSDRGKLKVIDAKVTLSEMFGYATELRSM  661

Query  597  TNGRSVCLTELKGY  610
            + GR+    E   Y
Sbjct  662  SQGRANYSMEFLNY  675

>WP_071982459.1 GTP-binding protein [Clostridium butyricum]
 APF23629.1 small GTP-binding domain protein [Clostridium butyricum]
Length=658

 Score = 261 bits (667),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 177/632 (28%), Positives = 303/632 (48%), Gaps = 
17/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIIDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D + V+  ++ +L+ +I     +    +  ++ N   E  + + E 
+D+L
Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHVDFND--
ELIEFITEQDDEL  182

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LE+Y  G     E   R+ +  +++  +FP + G A +  GI   +     L +      
Sbjct  183  LEQYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDCV  241

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSKG  300
             +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ +RI 
+  
Sbjct  242  
ENEKFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYNGS  301

Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +    D    G+I  +L        D +G+     R++   + +P L + +    +   
+
Sbjct  302  KFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYNIK  357

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
++
Sbjct  358  
DVLGYFRILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCEIL  417

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   K      H E  P   +A + + + P    SG+ +E+R  +  L+ +FQ  
++ 
Sbjct  418  YKETIKKETIGCGHFE--
PLRHYAEVIIKIEPTERNSGISFETRCHVDDLSINFQKLIKS  475

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LLEP
Sbjct  476  
HIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILLEP  535

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +   QE++ R   D  +   T E     + +V+  G  P      Y  ++A 
+T 
Sbjct  536  
YYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGRGPVSTFMDYTMEIAAFTR  595



Query  599  GRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
            G+ +      GY        VI+ R  N   D
Sbjct  596  GKGIVNLVYDGYDLCHNSDEVIKRRDYNKNAD  627

>WP_103297570.1 elongation factor G [Staphylococcus petrasii]
 PNZ30836.1 elongation factor G [Staphylococcus petrasii subsp. 
jettensis]
 PNZ84004.1 elongation factor G [Staphylococcus petrasii subsp. 
petrasii]
Length=693

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 187/662 (28%), Positives = 316/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WQGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTVSLS  161
            +F+NK+D+ G +    V ++ D+L A                   D++     K T  
L 
Sbjct  132  
VFVNKMDKLGANFDYSVSTIHDRLQANAAPIQLPIGAEDEFEAIIDLVEMKCFKYTNDLG  191

Query  162  PEI----VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI    + +++ D          +AV E+ND+L+EKY+  E IS E+L    ++   
D 
Sbjct  192  
TEIDEIEIPDDHKDRAEEARANLIEAVAESNDELMEKYLGDEEISVEELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-IGEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +P IG +              SA    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLNAVIDYLPSPLDVKPIIGHRAENPEEEVIAKPDDSAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307



              FKV       +  + R+YSGTL     +  + ++K     ++ +M   S+ EI   
DT
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYIKNSTKDKRERVGRLLQMHANSRQEI---DT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L +     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++A        +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKQSAQVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_011226574.1 elongation factor G [Streptococcus thermophilus]
 Q5LY21.1 RecName: Full=Elongation factor G; Short=EF-G
 Q5M2M6.1 RecName: Full=Elongation factor G; Short=EF-G
 Q03IS1.1 RecName: Full=Elongation factor G; Short=EF-G
 AAV61388.1 translation elongation factor G, EF-G [Streptococcus 
thermophilus 
LMG 18311]
 AAV63306.1 translation elongation factor G, EF-G [Streptococcus 
thermophilus 



CNRZ1066]
 ABJ66901.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus thermophilus 
LMD-9]
 ADQ63761.1 Elongation factor G [Streptococcus thermophilus ND03]
 ETE39983.1 elongation factor P [Streptococcus thermophilus TH1435]
 ETE39999.1 elongation factor P [Streptococcus thermophilus TH1436]
 AIC25079.1 elongation factor P [Streptococcus thermophilus ASCC 
1275]
 AKB98412.1 Translation elongation factor G [Streptococcus 
thermophilus]
 AKH34226.1 Elongation factor G [Streptococcus thermophilus]
 KOB48909.1 elongation factor G [Streptococcus thermophilus]
 KPL37936.1 Translation elongation factor G [Streptococcus 
thermophilus]
 ALX91383.1 elongation factor G [Streptococcus thermophilus]
 ANJ62666.1 translation elongation factor G [Streptococcus 
thermophilus]
 ANS61551.1 translation elongation factor G [Streptococcus 
thermophilus]
 SCB63763.1 Translation elongation factor G [Streptococcus 
thermophilus]
 AOD26029.1 translation elongation factor G [Streptococcus 
thermophilus]
 AOZ59166.1 elongation factor P [Streptococcus thermophilus]
 AQW33595.1 elongation factor G [Streptococcus thermophilus]
 ASX19973.1 translation elongation factor G [Streptococcus 
thermophilus]
 ATH75276.1 elongation factor G [Streptococcus thermophilus]
 PJH78462.1 elongation factor G [Streptococcus thermophilus]
 AUF36454.1 elongation factor G [Streptococcus thermophilus]
 POO10879.1 Elongation factor G [Streptococcus thermophilus]
Length=693

 Score = 262 bits (669),  Expect = 1e-74, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   T 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNTQIVRAYVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_011837737.1 GTP-binding protein [Ruminiclostridium thermocellum]
 ABN51274.1 small GTP-binding protein [Ruminiclostridium 
thermocellum ATCC 
27405]
Length=888

 Score = 266 bits (679),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 185/620 (30%), Positives = 303/620 (49%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LLY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDAGKTTLSEALLYVSGKIRKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T+ L+H L    
Sbjct  61   
AVFEVGDTRITLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTKTLWHLLEIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G +   V+  ++ +L       + +  S     EEN + E +D 
+  
Sbjct  121  IPVFIFVNKMDQNGTNKDKVINEIKKQLD-----DRCIEFS-----EENPE-
EFFDRLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ ++E Y+    +   ++       V++  +FP ++GSA K  G++     + 
GL + 
Sbjct  170  CDEMIMETYLEKGRVETSQI----SAAVKERKVFPCFFGSALKLEGVEEF---
IHGLMKY  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             +           +FK+   + G R  +++L  G L++RD V   G  + K+ +



+RI S 
Sbjct  223  TVVPSYPNEFGAKIFKITRDEQGNRLTHMKLTGGKLKVRD-
VLTNGVWEEKVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +         G +  +       P + + +    G P   P  +++          
I P
Sbjct  282  EKFEAVSEVDAGTVFAVTGLTQSRPGEGLGIEKSSGAPLLEPVLQYQ---------
IILP  332

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +    R  +L  L Q+ D +P L    D    EI +  +G VQ+E++ +++  ++ 
++  
Sbjct  333  EGCDPR-
AMLPKLRQIEDEEPELNIVWDEQLQEIRVRVMGEVQIEILQSIIKSRFGVDVA  391

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + S++Y E          H E  P   +A + L + P   GSG++++   S   
L +S
Sbjct  392  FDDGSIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLKPGERGSGLKFDVNCSEDVLAKS  449

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q 
LKE+
Sbjct  450  
WQRLVLTHLEEKVHKGVLTGSAITDMKITLVSGRAHNKHTQGGDFREATYRAVRQGLKEA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F L  P++ + RA  D  K   T E +Q+  D  V  G  P   ++ 
Y+ 
Sbjct  510  
ESILLEPYYDFQLEVPEKMVGRAMMDIEKMHGTCEISQINGDMAVLVGSAPVVTMRNYQK  569

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            ++  YT G        KGY+
Sbjct  570  EVVAYTKGLGRLFCSFKGYE  589

>WP_036137722.1 elongation factor G [Luteibacter sp. 9135]
Length=698

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 209/680 (31%), Positives = 318/680 (47%), Gaps = 
66/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            N+GI+AHVDAGKTTLTE LLYASGAI   G V  G T TD M LER+RGITI AA    
Q
Sbjct  17   
NLGIIAHVDAGKTTLTERLLYASGAIHRTGEVHDGATTTDHMELERERGITIGAAAVRAQ  76

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V S   GVQ Q+  +
+H  R
Sbjct  77   WTPDGGEPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVTVFSGVAGVQPQSETVWHQAR  134

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------
DIIIKQTVSLSPEIVLEEN-  169
            +  +P + F+NK+D+ G D  +VV  +RD L A        +I  + ++   ++V 
E   
Sbjct  135  
RHGVPLMAFVNKMDRPGADFDAVVVQMRDTLGARPWVVARPVIEAEHMTGLVDLVGERTW  194

Query  170  -------TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     + AWD                AV +++D L   ++A +PI+  +L R   
R
Sbjct  195  RFDATGAAGVHAWDAAERAVHAAARADLVAAVADHDDTLAALWLADQPITANEL-
RAALR  253

Query  207  RVQDASL-FPVYYGSAKKGLGIQPLMDA-VTGLFQPIGE----------------
QGSAA  248
            R   A L  PV  GSA + +GI+ L+DA V  L  P+                     
A 
Sbjct  254  
RGTLAGLGSPVLPGSAFRNVGIEALLDAMVDYLPSPLDRPPVVAHTDDGDIAVLPDAQAP  313

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
            L   VFKV +   G    ++R+Y+G LR+ D V  +G +++ ++  + +    E    
+ 
Sbjct  314  LAALVFKVVHQAHGP-
MAFVRIYAGRLRVGDAVWRSGTDRVQRVGRLAVVRADETDAVEF  372

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A  G+IV +     V   + L DP R  R    +    +L   ++P+ +A   +L 
+ L 
Sbjct  373  
AEAGDIVAVAGWKDVATGETLADPHRPVRLETIQAQPAVLSWRLSPERSADLLKLGNGLA  432

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R   D  T E ++  +G + LEV    L  ++ +      P V Y E 
P K
Sbjct  433  
RLAQEDPSFRVGTDPETGETLVWGMGELHLEVTVERLRREWGVPVRTGFPRVAYQETPAK  492



Query  427  AAS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            A+      +  +   +  +A + LS+ P    +G ++E R + G + ++ Q+AV  
G+R 
Sbjct  493  ASGPVEGKLAKQTGGSGQYARVVLSLAPTGE-
AGNRFEDRSTGGVIPKALQSAVEKGVRS  551

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             L +G  G  V    +    G  ++  S  A F   A + ++ AL+ +GT LLEP 
+   
Sbjct  552  
ALLEGPRGHPVVGAGVTVLDGQAHAVDSNEAAFHRAAQMAVKAALEATGTVLLEPVMRVS  611

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P   +     D  +    I      +       ++P   +  Y T L   + 
GR+  
Sbjct  612  
VTTPGTAVGDVLGDLQRRGGHIVQLTEAQARTTIEADVPLARLDGYSTALRSLSQGRASA  671

Query  604  LTELKGYQAAVGQPVIQPRR  623
                  Y+ A  Q V    R
Sbjct  672  TVAFHAYRPASAQEVSHAGR  691

>WP_048514604.1 elongation factor G [Megasphaera cerevisiae]
 KMO86198.1 elongation factor G [Megasphaera cerevisiae DSM 20462]
 OKY52876.1 translation elongation factor G [Megasphaera cerevisiae]
 SKA21201.1 elongation factor G [Megasphaera cerevisiae DSM 20462]
Length=690

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAQWKGYRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---  158
            P + FINK+D  G D  + VQ ++D+L A+                    I +K  



V   
Sbjct  129  
PRIAFINKMDTTGADFLNCVQMMKDRLQANAVAIQLPIGAETTFSGIIDLITMKAEVYDD  188

Query  159  SLSPEIVLEENTDIEAWDA----------
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +L  EI + E  D    +A          + E +D L+ KY+ GE ++ +++    
++ V
Sbjct  189  
ALGKEIEIVEIPDDMKEEAEKYHQIMLETICETDDDLMMKYLDGEELTIDEIKTSIRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------PIG-------------
EQGSAAL  249
                LFPV  GSA K  GIQ L+DAV           P+                     
Sbjct  249  
VTNRLFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVAGTNPDTDEEDHRDANDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGTLQAGTYVYNSTKGKKERVGRILRMHANHREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              AY G+I  I+        D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
QVAYSGDIGAIVGLKDTTTGDTLCDEKHPIILEKMEFPDPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L++LA+ DP  + + D  T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LSRLAEEDPTFKVKTDPETAQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQVAYRETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K          +      +    L + P   G G ++E++V  G + + +   V  
G++
Sbjct  486  
RKTVKQEGRFVRQSGGRGQYGDCWLELIPQEPGVGFEFENKVVGGAIPREYIGPVESGVK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K+    G Y+   S+   F+    +  ++  +++   
LLEPY+ 
Sbjct  546  
EAMETGVLAGFPMVDIKVVVYDGSYHDVDSSEMAFKIAGSMGFKEGARKASPVLLEPYVK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



              +  P++Y+     D       +E  +++         +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEDYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VYTMTFDHYE  675

>WP_042219518.1 elongation factor G [Lactococcus garvieae]
 PCS00247.1 translation elongation factor G [Lactococcus garvieae]
Length=696

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 313/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGAEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E ++ L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDEDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPETDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P+++  + PKT A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKNTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKTKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVAYRETFRAG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             +A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  G+   
+
Sbjct  489  
TSARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGLVETM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S+   F+  A + +++A K +   +LEP +  
++
Sbjct  549  
ANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMMKVVI  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+E L             + + +      +    +P   +  Y T L   + GR   
+
Sbjct  609  
TVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGRGTFM  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_086942423.1 elongation factor G [Trichococcus pasteurii]
 SFE11570.1 elongation factor G [Trichococcus pasteurii]
 SLM51378.1 elongation factor g c-terminus [Trichococcus pasteurii]
Length=696

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 196/691 (28%), Positives = 322/691 (47%), Gaps = 



76/691 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGYRVNIIDTPGHVDFTIEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
            IF NK+D+ G D    + ++ D+L+A+                    + +K  +  
+ E 
Sbjct  133  
IFANKMDKMGADFLYSLGTLHDRLNANAHPIQLPIGSEDTFKGIIDLVEMKAEIYDNDEG  192

Query  165  VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  DI        E W     +AV E ++ L+EKY+ GE I++E+L +  +    
+ 
Sbjct  193  
TEYHEEDIPAEYLEAAEEWHTKLVEAVAETDEALMEKYLDGEEITKEELKQGIRTATCNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGS--
AALCGS  252
              FP+  GSA K  G+Q L+DAV                     +PI    S  A     
Sbjct  253  
EFFPMLCGSAFKNKGVQLLLDAVIDYLPSPLDVAAITGTDVDTEEPIAVPASDEAPFAAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+Y+GTL+    V  A    RE++ +I +M    + EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYAGTLQSGSYVQNATKGKRERVGRILQMHANHRNEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I      +V L D     T    K+         P P++   I PK+ A ++
++  
Sbjct  370  FAGDIAA----
AVGLKDTTTGDTLCDEKKQVILESMVFPEPVIEVAIEPKSKADQDKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  R   +  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  



ALQKLSEEDPTFRASTNPETGQTIIAGMGELHLDIIVDRMKREFKVEATVGAPQVSYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +++    +        F   + +  TP   G G ++E+ +  G + + +  
AV  G
Sbjct  486  FRQSVQSEGKFVRQSGGKGQF-
GHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P +YL             IE  + + +  +    IP   +  Y T L   
T G
Sbjct  605  
MAVEITVPDDYLGDVMGHVSSRRGRIEGTEARGNAQIVKSSIPLSEMFGYATTLRSSTQG  664

Query  600  RSVCLTELKGYQA---AVGQPVIQPRRPNSR  627
            R         Y+A   AV + +I+    NS 
Sbjct  665  RGTFSMTFDHYEAVPKAVQEEIIKKSGKNSE  695

>WP_098322386.1 GTP-binding protein [Bacillus megaterium]
 PFE30484.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 177/617 (29%), Positives = 303/617 (49%), Gaps = 
31/617 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  ++  L+  +       ++ E+ L+ +   E  + + E 



+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPHVF-----DITSEL-
LDGSLSEELIEFIAEKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ V  L        
Sbjct  182  LDAFMEGKN-DQAYWRAAMQKLIQANQLFPCASGSALQDIGIKEFLEKVD-
LLTETRYSK  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYNGSTF  299

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTA  355
               +    GE+  +    S  + D LG    L   R  E  LP L++      ++ 
PK  
Sbjct  300  KNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVHPKEG  355

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  RLLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+E
Sbjct  356  IKLFRLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN
Sbjct  410  PEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSVGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L++
+   
Sbjct  468  
LVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAKNI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEPY  F +    + + R   D        ++    +++ + TG++P      Y 
+ LA
Sbjct  528  
VLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMTYGSTLA  587

Query  595  FYTNGRSVCLTELKGYQ  611
             +T+G+        GY+
Sbjct  588  SFTHGKGAMSLLFGGYE  604



>WP_010010483.1 GTP-binding protein [Lactobacillus coryniformis]
 KRK16277.1 translation elongation factor (GTPase) [Lactobacillus 
coryniformis 
subsp. coryniformis KCTC 3167 = DSM 20001]
 ATO54133.1 elongation factor G [Lactobacillus coryniformis subsp. 
coryniformis 
KCTC 3167 = DSM 20001]
Length=655

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 204/623 (33%), Positives = 307/623 (49%), Gaps = 
45/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQITAGIIAHVDAGKTTLSEALLYRAGTLRQLGRVDNGDAFLDTEKLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    +N++DTPGH+DF A+  + L VLD A+LVISA DG+Q  TR L+  L
++  
Sbjct  61   
ARLQYDELALNLLDTPGHVDFAAQTEQVLDVLDYAVLVISAADGIQGYTRTLWRLLQRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA---
DIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT IFINK+D  GVD Q ++  ++   SA   D       +L+ EI L           
Sbjct  121  
VPTFIFINKMDAPGVDKQQLLDQLQSVFSAGCIDFSTTDVAALNEEIAL-----------  169

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                N+ +LE ++    ++   +    QR +Q   +FP Y+G+A K  G+  L+  
+   
Sbjct  170  ---RNETVLEDFLTTGELADVAV----
QRLIQQREVFPCYFGAALKLAGVDELLAGMARW  222

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             +P     +      VFK+ Y + G+R  +LRL  G LR +D   L G +  K  +
+RI 
Sbjct  223  ARPATY--TQDFGARVFKISYDEKGERLTWLRLTGGNLRTKDV--LIGEQ--
KANQLRIY  276

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTIAPKT  354
            +  +         G +  +P     L D    P + L ++     P+  P+L   + 
PK 



Sbjct  277  NGAKYTIAAEVAAGVVCAIPG----LTDTY--
PGQGLGKESDGTTPVIQPVLNYALDPK-  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA     L AL QL D DP L     S   EI +  +G VQLE++  LL E++KL+    
Sbjct  330  
AADIHTCLAALRQLEDEDPQLHITWSSHLQEIHVQIMGAVQLEILQQLLLERFKLDVGFD  389

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            + S++Y E   +A     H E  P   +A + L + P   GSG+ ++++ SL  L 
+++Q
Sbjct  390  QGSILYKETITQAVEGVGHFE--
PLRHYAEVHLLLQPAPRGSGLTFDAQCSLEVLGRNWQ  447

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----K  529
            + V   +R     G L G  +TD KI    G      S   DFR      + Q L    
+
Sbjct  448  
HQVTSNLRAKAHLGVLTGSPLTDVKITLVGGKASIVHSVGGDFREATWRAVRQGLMMLRQ  507

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQA  588
            + G QLLEP+  F L   QE + RA  D  +        ++      V TG  P   
+Q 
Sbjct  508  
KGGCQLLEPWYQFRLEVGQEQVGRAMTDIQRMSGDFTAPEMTTGGTAVLTGTAPVAEMQD  567

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y  ++  YT+G+      + GY+
Sbjct  568  YAPEVNAYTHGQGQLECIVDGYR  590

>WP_108031820.1 elongation factor G [Trichococcus patagoniensis]
 PTQ85647.1 elongation factor G [Trichococcus patagoniensis]
Length=696

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 197/690 (29%), Positives = 322/690 (47%), Gaps = 
76/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       



+P +
Sbjct  73   
WKGYRVNIIDTPGHVDFTIEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
            IF NK+D+ G D    + ++ D+L+A+                    + +K  +  
+ E 
Sbjct  133  
IFANKMDKMGADFLYSLDTLHDRLNANAHPIQLPIGSEDTFKGIIDLVEMKAEIYDNDEG  192

Query  165  VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  DI        E W     +AV E ++ L+EKY+ GE I++E+L +  +    
+ 
Sbjct  193  
TEYHEEDIPADYLEAAEEWHTKLVEAVAETDEALMEKYLDGEEITKEELKQGIRTATCNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FP+  GSA K  G+Q L+DAV             TG      EQ        A     
Sbjct  253  
EFFPMLCGSAFKNKGVQLLLDAVIDYLPSPLDVAAITGTDVDTEEQIAVPASDEAPFAAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+Y+GTL+    V  A    RE++ +I +M    + EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYAGTLQSGSYVQNATKGKRERVGRILQMHANHRNEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I      +V L D     T    K+         P P++   I PK+ A ++
++  
Sbjct  370  FAGDIAA----
AVGLKDTTTGDTLCDEKKQVILESMNFPEPVIEVAIEPKSKADQDKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  R   +  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLSEEDPTFRASTNPETGQTIIAGMGELHLDIIVDRMRREFKVEATVGAPQVSYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +++    +        F   + +  TP   G+G  +E+ +  G + + +  
AV  G
Sbjct  486  FRQSVQSEGKFVRQSGGKGQF-
GHVWVEFTPNEEGAGFAFENAIVGGVVPREYIPAVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   



+LEP 
Sbjct  545  
LRDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P +YL             IE  + + +  +    IP   +  Y T L   
T G
Sbjct  605  
MAVEITVPDDYLGDVMGHVSSRRGRIEGTEARGNAQIVKSSIPLSEMFGYATTLRSSTQG  664

Query  600  RSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            R         Y+A   +V + +I+    NS
Sbjct  665  RGTFSMTFDHYEAVPKSVQEEIIKKSGKNS  694

>WP_018663734.1 elongation factor G [Thermobrachium celere]
 CDF58893.1 Translation elongation factor G [Thermobrachium celere 
DSM 8682]
Length=692

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 314/669 (47%), Gaps = 
61/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    +NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWKGHTINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  +V+Q ++D+L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYVNKMDIMGADFFNVIQMMKDRLGAKPVPIQLPIGKEDTFKGVIDLIRNEAIIYTD  188

Query  163  EIVLE-ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  + E T+I        E +     +AV E +++L+ KY+ GE  + E++    
++  
Sbjct  189  
DLGTKAEETEIPEDLKDLAEEYRTNLIEAVAETDEELMMKYLEGEEFTVEEIKAGLRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DAV              G+    GE+          
L
Sbjct  249  
IAGEIVPVCCGSSYKNKGVQPLLDAVVEFLPSPIDIPSVKGINPDSGEEDERHASDDEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       + V+ R+YSG L     V  + + K     ++ +M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKLVFTRVYSGVLTAGTYVLNSTKGKKERIGRLVKMHANHREEVEEI  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 G +V L    V   D L DP +       E P P++   I PKT A +E+L  
+L
Sbjct  369  RAGDIGAVVGL--
KDVTTGDTLCDPEKPIILEKMEFPEPVISVAIEPKTKAGQEKLALSL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E   
Sbjct  427  
QKLAEEDPSFRTYTDQETGQTIIAGMGELHLEIIVDRLQREFKVECNVGKPQVAYKETIR  486

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA  A      +      +    + + P   G G ++ + +  G + + +  AV  
GI+ 
Sbjct  487  
KAVKAEGKFVRQSGGRGQYGHCWIELIPQERGKGYEFVNNIVGGVIPKEYIPAVDAGIQE  546

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G+  G+ V DCK+    G Y+   S+   F+    +  + A++++   LLEP 
+  
Sbjct  547  
AMTSGVVAGYPVIDCKVVLFDGSYHEVDSSEMAFKIAGSMAFKNAMQKADPVLLEPIMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       IE  + +    V    +P   +  Y T L   T 
GR  
Sbjct  607  
EVVVPEEYMGDVMGDINSRRGRIEGMEPRNGAQVIRAYVPLAEMFGYATTLRSRTQGRGT  666

Query  603  CLTELKGYQ  611
             + +   Y+
Sbjct  667  YVMQFATYE  675



>WP_077859443.1 GTP-binding protein [Clostridium sp. BL-8]
 OOM77990.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
sp. BL-8]
Length=668

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 181/638 (28%), Positives = 302/638 (47%), Gaps = 
35/638 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  D+  +ER+RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQILYHTNSIRNRGRVDHKDSFLDSHSIERERGITVFSDQGIFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  K  +VDTPGH+DF  E+ R++ ++D AI+VISA +GVQ  T+ +++ LRK N+ 
T+ 
Sbjct  65   
NNSKYYLVDTPGHIDFSTEMERAIEIMDYAIIVISAVEGVQGHTQTVWNLLRKYNVSTIF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D   V++ ++  L+ DI   +  SL     L  N   E  + + E 
+D+L
Sbjct  125  FINKLDRVGADKDRVIKEIKKDLTKDICYLENDSLG----
LNNNFSEELIEFISEYDDEL  180

Query  186  LEKYIAGEP-----
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            LE+Y+ G       ++  K++      +++  +FP + GSA K  GI   ++    
L   
Sbjct  181  LERYLEGNYDFGIWLNTFKIL------
IKEGKVFPCFGGSALKDEGIVEFLNVFDKLSFT  234

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRI  296
              ++G     G V+K+ + + G R  +++  SGTL++RD V   G  K    L+ T   
I
Sbjct  235  KYDEGK-
EFSGRVYKIRHDENGNRITFIKALSGTLKIRDEVKYGGELKEESNLESTSKYI  293

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLND----------
VLGDPTRLPRKRWREDPLPML  346
                E + +   Y G     P D V+  D          V GD     +++   + 
+P L
Sbjct  294  NETCEKISSIRIYNGS-
KFKPVDIVKAGDLFAISGLSKAVAGDGVGTLKEKTHYEMIPTL  352

Query  347  



RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + +          +L     L   D  L    +    EI +  +G++QLEV+  +
+ E+
Sbjct  353  
MSKVIFDNTCNVREILGYFKILEAEDNALNIIWNEALQEIHVHIMGKIQLEVLKEIVQER  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L        ++Y E          H E  P   +A + L + PL   SG+ +E+
+   
Sbjct  413  FNLSVEFGPCQILYKETIEGETIGCGHFE--
PLRHYAEVHLKLEPLPRNSGIVFENKCHS  470

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L    QN V+  I      GL  G ++TD ++    G  ++  +   DFR      
L 
Sbjct  471  
DDLTFGNQNLVKTHIFEREHHGLLTGASITDIRVTLLTGRAHNKHTCGGDFREATFRALR  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L++    LLEPY  F++    E++ R   D  +     E A+++ D    +G  
P   
Sbjct  531  
QGLEKVKNILLEPYYKFVIEISSEHIGRVLSDIQRLNGIFEPAEIEGDRARISGRGPVAT  590

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPR  622
               Y  ++  +T G+        GY      + VIQ +
Sbjct  591  FMDYSMEVIAFTKGKGSINLMYDGYDVCHNSEEVIQNK  628

>PNW37915.1 translation elongation factor G [Euhalothece sp. KZN 
001]
Length=691

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/698 (28%), Positives = 315/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY SG   + G V  G    D M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILYYSGVAHKLGEVHDGNAVMDWMSQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWLDNKINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQAERYTV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G +   V   + D+L  + +  Q                         
Sbjct  129  
PRIVFVNKMDRTGANFYKVYDQLCDRLRCNAVPIQLPIGAESEFLGLVDLVGMKAYIYNN  188

Query  157  ------TVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   VS  PE ++E   +  A   +AV E +++LLEKY+A E +S E++    
+R  
Sbjct  189  
DLGTDIEVSEIPEDMMELAQEYRAKLVEAVAETDEELLEKYLAEETLSEEEIRAGLRRGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQGS------
AALC  250
             +  + P+  GSA K  G+Q L++AV                 P G + +        
L 
Sbjct  249  
LNREIVPMLCGSAFKNKGVQLLLNAVVDYLPAPTEVPPIEGVLPDGTEATRPSSDDEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FKV     G R  ++R+YSG L               RL   + +   +++++ 
E+R
Sbjct  309  ALAFKVAADPYG-
RLTFVRIYSGVLAKGSYIYNATKDKKERLSRLIVMKSNDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G IV       G+ +   ++ + L  +               P P++   + 
PKT 
Sbjct  368  AGELGAIVGLKNTTTGDTLCDENNPIILESIF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A  E+L  AL  LAD DP  R   D+ T++ +++ +G + LE++   +  +YK+E  
+ +
Sbjct  415  
ADMEKLSKALQALADEDPTFRVTTDAETNQTVIAGMGELHLEILVDRMLREYKVEANIGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P  A    I  +      +  + L V P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRQPGNAEGKFIR-
QSGGKGQYGHVVLEVEPGEPGTGFEFTSKIVGGVIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +GI+   E G+  G+ + D K+    G Y+   S+   F+    + +  A 
K++
Sbjct  534  



YIPSVEEGIKETCESGILAGYPLIDVKVRLVDGSYHDVDSSEMAFKIAGSMGIRAAAKKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       I            + E+P   +  
Y T
Sbjct  594  
SPALLEPMMKVEVEVPEDFLGDVMGDLNSRRGQIGNMNTDDGLAKISAEVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y      V + VI   + N+
Sbjct  654  DIRSKTQGRGIFTMEFSHYAEVPNHVAEAVIAKNQGNA  691

>WP_090009365.1 GTP-binding protein [Lachnospiraceae bacterium A10]
 SEI87398.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium A10]
Length=870

 Score = 266 bits (679),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 191/623 (31%), Positives = 309/623 (50%), Gaps = 
42/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+ES+LY +G I   G V+   T  DT  +ER+RGIT+ 
+ +
Sbjct  1    
MKKIVAGILAHVDAGKTTLSESMLYLTGEIRSLGRVDHRDTFLDTDDIERERGITVLSKM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  +   ++  VDTPGH+DF AE+ R+L VLD AILVIS  DGVQ+ TR L+  L
++ +
Sbjct  61   
ASLTYKDLEITFVDTPGHVDFSAEMERTLPVLDYAILVISGLDGVQSHTRTLWKLLKRYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D        +    +D++ ADI+ K + S    +   +  D E  + 
+  
Sbjct  121  IPTFIFVNKMD--------ITHMSKDEIQADIMDKLSDSC---
VDFSDVQDDEFVEHLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-Q  239
             +D LLE++ +   I  E +       +++  +FPV YGSA K  G++  +D +      
Sbjct  170  CSDALLEEFDSIGCIQDETIC----
TAIKNREVFPVMYGSALKMEGVEAFLDILEKYVDN  225

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRI  296



            P+      A  G V+K+       R+ +L++  GTL+ +D V   G    E  K+ 
E+R 
Sbjct  226  PV---
FGDAFGGKVYKINRDKNHARQTFLKVTGGTLKAKDLVLPYGAYPDEAEKVNEIR-  281

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW---
REDPLPMLRTTIAPK  353
                 I + D   P + V    ++  L  V G     P +      +  +P L   
++ +
Sbjct  282  -----IYKGDKYEPAQFV----
NAGELCAVTGLENTYPGQGLGAEEDSDVPSLEPVLSYQ  332

Query  354  TAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                  +    +L+ L +L D DP+L  E +    EI +  +G+VQ+EV+   +  
+++ 
Sbjct  333  
VLLSENQNPHLILEDLRELEDEDPMLHIEWNEKLQEIHVHLMGKVQIEVLKERMRTRFQE  392

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E      +++Y E   +      H E  P   +A + L++ PL   SG+  E+   
+  L
Sbjct  393  EVDFGTGNIMYKETIAEPTMGHGHYE--
PLKHFADVVLTMEPLPENSGIVVETECPVDNL  450

Query  470  NQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            N+++Q+ V + +    + G+   + +TD KI    G  +   +   DFR    I +   
L
Sbjct  451  
NKNYQHQVMNQLMRREQAGVLTCSPLTDVKITLVDGKSHKKHTEGGDFRKATGIAVRDGL  510

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +   LLEPY    L  PQ  + RA  D  K   T+ + ++  +  V  G++P  
C   
Sbjct  511  
LRTDCVLLEPYYHVTLEIPQSSVGRAMMDIEKMHGTMASPEIHGEHCVLEGDVPVVCAMD  570

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y +++A YT G      EL GY+
Sbjct  571  YASEVAAYTGGVGEIRMELSGYK  593

>PMQ01883.1 elongation factor G [Dictyoglomus sp. NZ13-RE01]
Length=688

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 199/672 (30%), Positives = 316/672 (47%), Gaps = 
67/672 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTTLTE +L+ +G   + G V +GT   D M  ER+RGITI 
AA T
Sbjct  8    
KLRNIGIAAHIDAGKTTLTERILFYTGKTYKLGEVHEGTAVMDWMEQERERGITITAATT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RS+ VLDG I+V     GVQ Q+  ++    
K N+
Sbjct  68   
TCSWKDHVINIIDTPGHVDFTVEVERSMRVLDGLIVVFCGVAGVQPQSETVWRQASKYNV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSLSPE--
IVLEE  168
            P +IF+NK+D+ G D   V++ ++DKL   +I            K  + L  E  
+V  +
Sbjct  128  
PRLIFVNKMDRVGADYYRVIEMIKDKLGVKVIPINIPIGSEDSFKGVIDLLEEKAVVYYD  187

Query  169  NTDIEAWDA---------------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +  I+ W+                      V+E +D+LL KY+ GE I+ E L R  
+R 
Sbjct  188  DLGIK-
WEILPVPEEYKEKVSEYRRKLIEDVVELDDELLMKYLEGEEITIEDLKRVIRRA  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSA-------A  248
              +  +FP   GSA K  G+QPL+DAV                 P+  +           
Sbjct  247  
TIEGKIFPALCGSAFKNKGVQPLLDAVIDYLPSPLDLPPAKGVNPLTNEEEVRYPSEDEP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
             C   FK+       R  Y R+YSG L     V  A + K     ++ +M    + 
+I  
Sbjct  307  
FCALAFKIMTDPYVGRLTYFRVYSGKLEKGSYVYNASKGKKERIGRLLQMHANHREDI--  364

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D    G+I  ++        D L D +R         P P++   I PK++ +++
+L  
Sbjct  365  -
DVVTAGDIAAVVGLKYTTTGDTLCDESRPIVLEAMTFPEPVISVAIEPKSSEEQDKLSL  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  +   D  T + ++  +G + LE++   L  ++K+   V +P V 
Y E 
Sbjct  424  
ALQKLAEEDPTFKVTYDVETGQTLIHGMGELHLEIIVDRLKREFKVSANVGKPQVSYRET  483



Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P+K     I  +      +  + L + PL  GSG+++ +++  G + Q F  
AV  G
Sbjct  484  IKKPVKVEGKYIR-
QSGGRGQYGHVWLLLEPLPRGSGLEFVNKIVGGVIPQQFIPAVEAG  542

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R   E+G+  G++VTD ++    G  +   S+   F+  A    +  + +    
+LEP 
Sbjct  543  
VREAAERGVIAGYSVTDIRVTLFDGSSHEVDSSDMAFKIAAAQAFKDGVLKGDPVILEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       IE  +  ++  V   ++P   I  Y T L   
T G
Sbjct  603  
MKLEIIVPEEYMGEVLGDLNSRRGHIENIEFMENSRVIKAKVPLAEIFGYATVLRSLTQG  662

Query  600  RSVCLTELKGYQ  611
            R +   E   Y+
Sbjct  663  RGLFSMEFSHYE  674

>WP_096600416.1 elongation factor G [Hydrogenobacter 
hydrogenophilus]
 SNZ11804.1 elongation factor G [Hydrogenobacter hydrogenophilus]
Length=695

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 303/670 (45%), Gaps = 
71/670 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI AA 
T+  
Sbjct  12   
NIGIVAHIDAGKTTTTERILYYTGKTYKIGEVHEGAATMDWMPQEKERGITITAATTACY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDG I + SA +GVQ Q+   +    +  
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFSVEVVRSMKVLDGIIFIFSAVEGVQPQSEANWRWADRFGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS--------------------------
ADIIIKQTV  158
             FINK+D+ G D   V   +  KLS                          A I +
++T+



Sbjct  132  
AFINKLDRLGADFYRVFNEIEKKLSIKPVAVQIPVGAEDQFKGVIDLMNMKAIIWLEETL  191

Query  159  SLSPEIV------LEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E+V      LE+  +  A   +A++EN+D+L+ +Y+ GE +  + L R  +    
+
Sbjct  192  
GAKYEVVDIPSEYLEKAQEWRAKMVEAIVENDDELMMRYLEGEEVPTQDLKRVLRTATIN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248
              L PV  GSA K  G+QPL+DAV                          +P  E+    
Sbjct  252  
RKLVPVLCGSAFKNKGVQPLLDAVIDYLPSPLDVPPVKGINPKTSEEEERKPFDEE---P  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
             C  VFKV       +  Y R++SG +     V  A ++K  +I  + +           
Sbjct  309  
FCAYVFKVMSDPYAGQLTYFRVFSGKVSAGSYVYNATKDKKERIGRLLLMHANSREDVQE  368

Query  308  AYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            A  GEIV          D L D   P  L +    E P P++   I PKT   +E
+L   
Sbjct  369  AAAGEIVAAVGLDATTGDTLCDEKFPILLEK---
LEFPEPVISMAIEPKTKKDQEKLSQV  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +    DP  +   D  T + ++  +G + LE++   +  +Y +E  V +P V Y 
E  
Sbjct  426  
LNKYMKEDPTFKASADPETGQTLIHGMGELHLEIMVDRMKREYGIEVNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P +A    I  +      +  + + + PL  G G  +E+ +  G + + F  AV  
GI
Sbjct  486  KKPAQAEGKFIR-
QTGGRGQYGHVVIEIEPLERGQGFVFENAIVGGIIPKEFIPAVEQGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ V D K+    G Y+   S+   F+    I  ++A+K++   
LLEP +
Sbjct  545  
REAMQSGVLAGYPVVDIKVRLFDGSYHEVDSSEMAFKIAGSIAFKEAVKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D       I   + K    V    +P   +  Y T L   
T GR



Sbjct  605  
EVEVETPEDYVGDVIGDLNSRRGKIMGMENKGVITVVKALVPLAEMFGYATTLRSLTQGR  664

Query  601  SVCLTELKGY  610
               + +   Y
Sbjct  665  GTFIMKFSHY  674

>WP_035395642.1 elongation factor G [Bacillus sp. JCM 19047]
 GAF22583.1 translation elongation factor G [Bacillus sp. JCM 19047]
Length=692

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 188/660 (28%), Positives = 312/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRVHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G D    V ++RD+L A+                   +I+    +S 
+ + 
Sbjct  132  
VFVNKMDKTGADFMYSVGTLRDRLQANAHPIQLPIGAEDEFSGFIDLIEMKAHISKDDLG  191

Query  167  EE--NTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +E   TDI +              +AV E +++L+ KY+ GE  + E+LV   ++   
+ 
Sbjct  192  
QEWEVTDIPSEYEEQATKMRESLVEAVAELDEELMMKYLEGEEPTNEELVAAIRQGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
              +PV  GSA K  G+Q L+DAV                          +P  +Q  
AAL
Sbjct  252  
DFYPVICGSAFKNKGVQALLDAVLAYLPSPLDVAAIRGHIPDSEEEVTREPGDDQPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305



                FKV       +  + R+YSGTL     V  A ++K     +I +M   S+ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLNSGSYVRNATKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++  ++ PK+ A +++
+  A
Sbjct  366  
STVYSGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIHLSVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRMKREFKVEANVGAPQVSYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + +  +V+ 
GI 
Sbjct  486  
RQTAQVEGKFVRQSGGRGQFGHVWVEFSPNEEGAGFEFENAIVGGAVPREYIGSVQQGIE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ V D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
EALDNGMVAGFPVIDIKAKLYDGSYHDVDSSEMAFKIAASMALKNAKSKCSPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +       +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITARRGRVEGMEARGNSQTVKAFVPLAEMFGYATSLRSRTQGRG  665

>WP_011057586.1 elongation factor G [Thermosynechococcus elongatus]
 NP_682539.1 elongation factor G [Thermosynechococcus elongatus 
BP-1]
 Q8DI43.1 RecName: Full=Elongation factor G; Short=EF-G
 BAC09301.1 translation elongation factor EF-G [Thermosynechococcus 
elongatus 
BP-1]
Length=691

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/698 (28%), Positives = 326/698 (47%), Gaps = 
88/698 (13%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GTT TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTTVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYSV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G +   V   +RD+L A+ +              I   V +  
+I  +
Sbjct  129  
PRIVFVNKMDRTGANFYKVHDQIRDRLRANAVPIQLPIGAEDQFKGIVDLVRMRAKIYKD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+T+I A              +AV E +D L+EKY  GE ++ E++    
++  
Sbjct  189  
DLGKEIEDTEIPAEMTELAQEYRTKLIEAVAETDDALMEKYFEGEELTEEEIRAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQGSAA------LC  250
               ++ P+  GSA K  G+Q L+DAV                 P G +   A      
L 
Sbjct  249  
IAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPIDIPAIKGRLPDGTEVERAADDDQPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  ++R+YSG L               R+   + L   E++++ 
E+R
Sbjct  309  ALAFKI-
MSDPYGRLTFVRVYSGVLKKGSYVLNATKGKKERISRLIVLKADERIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +     + G+ +   S  V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKETFTGDTLCDESSPVILESLY-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  +YK+E  
+ +



Sbjct  415  
QDMEKLSKALQALSEEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMQREYKVEANIGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P++A    I  +      +  + + V P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPVRAEGKFIR-
QSGGKGQYGHVVIEVEPAEPGTGFEFVSKIVGGVVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ V D K+    G Y+   S+   F+    I +++A
+ ++
Sbjct  534  
YIPPAEQGMKEACESGILAGYPVIDLKVTLVDGSYHEVDSSEMAFKIAGSIAIKEAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+E+L     D       IE   V+      T ++P   +  
Y T
Sbjct  594  
NPVLLEPMMKVEVEVPEEFLGTVMGDLIARRGQIEGQTVENGIAKVTAKVPLERMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  654  DIRSNTQGRGIFSMEFSHYEEVPRNVAEAIIAKNKGNA  691

>WP_008373340.1 GTP-binding protein [Coprococcus comes]
 EEG91395.1 putative translation elongation factor G [Coprococcus 
comes ATCC 
27758]
 SCI08495.1 Elongation factor G [uncultured Coprococcus sp.]
Length=927

 Score = 266 bits (681),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 186/620 (30%), Positives = 301/620 (49%), Gaps = 
41/620 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +++GILAHVDAGKTTL+E +LY +G I + G V+ G    DT  LER RGITI +   
+F
Sbjct  13   
MSVGILAHVDAGKTTLSEGILYLTGQIRKLGRVDHGDAFLDTYTLERSRGITIFSKQANF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  TR L++ L +  
+PT
Sbjct  73   
VLGDKQVTLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTRTLWNLLARYQVPT  132



Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D Q  +  ++ KLS + +     + + E  LEE +           
++
Sbjct  133  FIFINKMDQDGTDRQDRLTELKRKLSGECV---
DFTEAGEEFLEELSMC---------DE  180

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI-  241
             ++E Y+    I+  ++    Q  +++  +FP Y+GSA K  G+Q L+D +      
P+ 
Sbjct  181  TVMESYLENGEITASQI----
QTLIRERKVFPCYFGSALKLEGVQELLDGLEKYMDGPVS  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPS  298
            G     A    V+K+     G R  ++++ +G L++++ +     E   + K+ +
+RI S
Sbjct  237  
GTHAEEAFGAKVYKISRDSQGSRLTHVKITNGVLKVKEILEYMAEEEPMQEKVNQIRIYS  296

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +      A  G I  +       P   + +      P   P   +R + LP       
Sbjct  297  GDKYEMVQEAEKGCICAVTGLTRTYPGQGIGMQQGSSAPILEPVLNYRVE-
LP-------  348

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                    R+L    QL + DP+LR   +    EI +  +G VQ E++ +L+ E++ 
++ 
Sbjct  349  --
EGCDVHRMLQNFRQLEEEDPMLRVVWNEEAGEIQVQLMGEVQTEILQSLVKERFDVDI  406

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 +++Y E          H E  P   +A + L + P   GSG+  ++  S   
L++
Sbjct  407  SFGSGNIVYKETIKNTVEGVGHFE--
PLRHYAEVHLILEPGEPGSGISIDTICSEDVLDK  464

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q 
L +
Sbjct  465  
NWQRLILTHVLEREHRGVLTGSVLTDVKITLASGRAHLKHTEGGDFRQAVYRAIRQGLMQ  524

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEPY +F L  P E   RA  D  +     +  + + D  V TG  P   
+Q Y+
Sbjct  525  



AENVLLEPYYAFRLEIPSEMTGRALTDIQRMNGEFDGPETEDDMAVVTGSAPVSEMQDYQ  584

Query  591  TDLAFYTNGRSVCLTELKGY  610
             ++  Y+ GR      LKGY
Sbjct  585  REVTTYSRGRGKLFCTLKGY  604

>WP_098432881.1 GTP-binding protein [Bacillus megaterium]
 PFK02158.1 elongation factor G [Bacillus megaterium]
 PGY48704.1 elongation factor G [Bacillus megaterium]
 PMD07975.1 GTP-binding protein [Bacillus megaterium]
Length=653

 Score = 261 bits (666),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 182/640 (28%), Positives = 312/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITLELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPCACGSALQDIGIENFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYAKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIA  351



                   +    GE+  +    S  + D LG    L   R  E  LP L+      
+++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFESSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>ABO87354.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 247 bits (630),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 156/216 (72%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EY++  QR  Y+RLYSG L 
LRD V
Sbjct  1    
KNNIGIDNLIEVITNKFYSSTHRGQSELCGKVFKIEYSEKRQRLAYIRLYSGVLHLRDPV  60

Query  282  



ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV  A
Sbjct  121  
PLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIEIKEPTVIYMERPLKKAEYTIHIEVP  216

>WP_023062232.1 GTP-binding protein [Ruminiclostridium thermocellum]
 CDG34715.1 small GTP-binding protein [Ruminiclostridium 
thermocellum BC1]
Length=888

 Score = 266 bits (679),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 185/620 (30%), Positives = 303/620 (49%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LLY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDAGKTTLSEALLYVSGKIRKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T+ L+H L    
Sbjct  61   
AVFEVGDTRITLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTKTLWHLLEIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G +   V+  ++ +L       + +  S     EEN + E +D 
+  
Sbjct  121  IPVFIFVNKMDQNGTNKDKVINEIKKQLD-----DRCIEFS-----EENPE-
EFFDRLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ ++E Y+    +   ++       V++  +FP ++GSA K  G++     + 
GL + 
Sbjct  170  CDEMIMETYLEKGRVETSQI----SAAVKERKVFPCFFGSALKLEGVEEF---
IHGLMKY  222



Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             +           +FK+   + G R  +++L  G L++RD V   G  + K+ +
+RI S 
Sbjct  223  TVVPSYPNEFGAKIFKITRDEQGNRLTHMKLTGGKLKVRD-
VLTNGVWEEKVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +         G +  +       P + + +    G P   P  +++          
I P
Sbjct  282  EKFEAVSEVDAGTVFAVTGLTQSRPGEGLGIEKSSGAPLLEPVLQYQ---------
IILP  332

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +    R  +L  L Q+ D +P L    D    EI +  +G VQ+E++ +++  ++ 
++  
Sbjct  333  EGCDPR-
AMLPKLRQIEDEEPELNIVWDEQLQEIRVRVMGEVQIEILQSIIKSRFGVDVA  391

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + S++Y E          H E  P   +A + L + P   GSG++++   S   
L +S
Sbjct  392  FDDGSIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLKFDVNCSEDVLAKS  449

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q 
LKE+
Sbjct  450  
WQRLVLTHLEEKVHKGVLTGSAITDMKITLVSGRAHNKHTQGGDFREATYRAVRQGLKEA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F L  P++ + RA  D  K   T E +Q+  D  V  G  P   ++ 
Y+ 
Sbjct  510  
ESILLEPYYDFQLEVPEKMVGRAMMDIEKMHGTCEISQINGDMAVLVGSAPVVTMRNYQK  569

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            ++  YT G        KGY+
Sbjct  570  EVVAYTKGLGRLFCSFKGYE  589

>WP_011026341.1 elongation factor G [Caldanaerobacter subterraneus]
 Q8R7V1.1 RecName: Full=Elongation factor G; Short=EF-G
 AAM25438.1 Translation elongation and release factors (GTPases) 
[Caldanaerobacter 
subterraneus subsp. tengcongensis MB4]
Length=690



 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 197/675 (29%), Positives = 317/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKTHKLGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P + ++NK+D  G D  +V+  +R++L A+                         
II K 
Sbjct  129  
PRIAYVNKMDVIGADFFNVIDMIRERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYKD  188

Query  157  ---TVSLSPEI-----
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +A+ E ++ ++EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTVMDETEIPEDLKPLAEEYREKLLEAIAEVDETIMEKYLEGEEITEEEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  G+QPL+DA             V G+    GE+       
+   
Sbjct  249  
INGELVPVVCGSSYKNKGVQPLLDAIVNYLPSPLDLPPVKGMSIDGGEELERKPDDNEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FK+       +  + R+YSGTL+       AG   L  T+ +    G I+R     
Sbjct  309  SALAFKIMADPYVGKLAFFRVYSGTLK-------
AGSYVLNSTKGKKERIGRILRMHANH  361

Query  306  ----DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D  Y G+I   +        D L D          + P P++   I PKT A 
+E+
Sbjct  362  
REEIDAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEK  421



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA+ DP  +   D  T + I++ +G + LE++   L  ++ +E  V +P 
V Y
Sbjct  422  
MSIALSKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P++     I  +      +  + L + P   G G  +E+R+  G + + F  
AV
Sbjct  482  KETITKPVRVEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYIFENRIVGGVIPKEFIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V D K+    G Y+   S+   F+    I   + +K++   
LL
Sbjct  541  
DAGIQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFREGMKKADPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPIMKVEVVVPEEYMGDVIGDLNARRGKVEGMETRSGARVIRAFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     +   Y+
Sbjct  661  TQGRGTYTMQFHHYE  675

>WP_044978293.1 elongation factor G [Treponema putidum]
 AIN93497.1 elongation factor G [Treponema putidum]
Length=683

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 317/673 (47%), Gaps = 
79/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G ++ G    D M  E+ RGITIQ
+A T
Sbjct  4    
KMRNIGIMAHIDAGKTTTTERILFYTGKIHKIGEIDDGQATMDWMAQEQDRGITIQSAAT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V+ A  GVQ QT  ++H   
+  +
Sbjct  64   



TTYWKNFQINIIDTPGHVDFTAEVERSLRVLDGAVAVLCAVGGVQPQTETVWHQADRYKV  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----IIIKQTVSLS--------
PEIVLEE  168
            P + F+NK+D+ G D  +V++ V +K   +     I I  + S           EI  
E 
Sbjct  124  
PRICFVNKMDRIGADFFAVLKDVHEKFGVETLPVQIPIGASDSFEGVIDLIAMKEIYWEA  183

Query  169  NTD----------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T+                 E W     D +   +D++ E  + G+ +  E + +E 
++ 
Sbjct  184  
ETEGEKYEYTAIAQDRLALAEEWREKMLDVISSASDEITELILEGKEVPEELIKKEIRKA  243

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSAALC-----  250
            V + S  P   GSA+K +G+QPL+DAV               F P  E+  +  C     
Sbjct  244  
VLNQSYIPFLCGSARKNIGVQPLIDAVVDFLPAPDEVLPAEAFNPKKEEKLSVPCKVEGA  303

Query  251  --GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G VFK++Y        Y+R+YSG ++  D V   G++K     +I  M   +K 
E  +
Sbjct  304  PLGLVFKIQYDKDAGSLCYVRMYSGKIKSGDQVFNTGKKKRERVNRILRMH-
SNKSE--Q  360

Query  305  TDTAYPGEIVILPSDSV-RLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D+   G+I +     + +  D LG    P  L    +   P P++  ++ PK+ +
+ +R
Sbjct  361  MDSVQAGDIAVFIGLKISQTGDTLGSEGQPLLLESMHF---
PEPVISVSVEPKSLSESDR  417

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L + L  L+  DP      DS T ++I+S +G + ++V++  + + +K+E  V  P 
V Y
Sbjct  418  
LKEVLEILSKEDPTFTSREDSETGQLIISGMGELHIDVLTRRMLDDFKVEARVGNPQVTY  477

Query  421  MER--PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV---------
SLGYL  469
             E     K  +     ++      A + L+V PL  GSG ++ S+V             
L
Sbjct  478  
RESITTEKTQTEKYSRQLGGKDNEAELTLTVRPLERGSGNRFVSKVKTFQKSGSGGTNSL  537

Query  470  NQSFQNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +    AV+  I      G+  G+  TD ++      Y    +TP  + + A    
+ A 



Sbjct  538  
PEELLEAVKRSIEGCFSSGIKAGYPCTDIEVELVSVKYNELTATPFAYEAAAAKCFDDAC  597

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +   LLEP ++  + +P+E++  A     +    I +   K    +   + P   
+  
Sbjct  598  
SAAEPVLLEPVMAVDIMSPKEFVGDAMSQITQRGGLISSMDSKASTDIVHAQAPMAKMFG  657

Query  589  YRTDLAFYTNGRS  601
            + TDL   T GR+
Sbjct  658  FSTDLRSATQGRA  670

>WP_069424280.1 GTP-binding protein [Eisenbergiella tayi]
 ODR32706.1 translation elongation factor G [Eisenbergiella tayi]
Length=898

 Score = 266 bits (680),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 189/635 (30%), Positives = 313/635 (49%), Gaps = 
63/635 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E +LY SG + + G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGILYRSGMLRKIGRVDNGDAFLDTYALEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W   +V+++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFRWKNMEVSLLDTPGHVDFSAEMERTLQVLDAAVLVISGADGVQGHTQTLWQLLKRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D +++ Q ++ +L    +              E    + ++    
Sbjct  121  IPVFLFINKMDQNGTDKEALKQELKARLDEGCVD-----------
FGEGFTEDFYEQCAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++  L+ ++    +  E+L     R +++  LFP +YGSA K  G+   +D +      
Sbjct  170  CDETALDFFLEKGELPDEELC----
RLIRERKLFPCFYGSALKLTGVDEFLDGLEHFVSV  225

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------
KLKITE  293
            P+  +   A    VFK+   D G R  Y+++  G+L+++  +  AG+       + 
K+ +



Sbjct  226  PVYGKTFGA---
KVFKIARDDQGNRLTYMKITGGSLQVKAVLTNAGKAGEKEVWEEKVNQ  282

Query  294  MRIPS--KGEIVRT------------DTAYPGEIVILPSDSVR--
LNDVLGDPTRLPRKR  337
            +RI S  K E+V              +  +PGE +   + S    L  VL    
RLP   
Sbjct  283  
IRIYSGDKYELVNEVQAGSVCAVTGLNHTHPGEGLGAEAASAAPVLEPVLTYSIRLP---  339

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
             +E P+P+               +L  L QL + +P L    D    EI    +G 
VQ+E
Sbjct  340  -QECPVPV---------------
MLPRLRQLEEEEPELHIVWDERLQEIQAQVMGEVQIE  383

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++ +L+ E+++        +++Y E          H E  P   +A + L + P   
GSG
Sbjct  384  ILKSLIQERFQTAVEFGAGNIVYKETITDTVEGVGHFE--
PLRHYAEVHLLLEPGERGSG  441

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            +Q+++  S   L++++Q  V   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  442  
LQFDTDCSEDILDRNWQRLVITHLEEKDHRGVLTGSVITDMKITLLTGRSHIKHTEGGDF  501

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      +   L ++ + LLEP+  F L  P++ + +A +D  K   T E  + +
+D  V
Sbjct  502  
RQATYRAVRHGLMQAHSILLEPWYQFRLEVPEKMVGKAMNDIEKMHGTFEAPRTEEDMAV  561

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +GE P   ++ Y+ ++  YT G       L GY+
Sbjct  562  LSGEAPVFTMRDYQKEVIAYTKGYGRLFCTLLGYR  596

>WP_090910000.1 GTP-binding protein [Paenibacillus sp. cl141a]
Length=651

 Score = 261 bits (666),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 179/624 (29%), Positives = 301/624 (48%), Gaps = 
17/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+  +   D   +E++RGIT+ A   



+  
Sbjct  4    
TIGMFAHVDAGKTTLAEQLLYTTHTIQERGRVDHQSAYLDRHDIEKERGITVFADQATMH  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            ++     ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+PT 
Sbjct  64   
FNGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKHGVPTF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVIENND  183
            +FINKID+ G D+  V+  +R +L+ D+ +     ++ E VL+E        + + 
E N+
Sbjct  124  LFINKIDRVGADVPRVLAEIRSELAEDVCL-----
ITEEDVLQEGLMQSSLIEFIAERNE  178

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            KLLE Y+  E     + +      V+   LFP + GSA + +G+   M  +  L      
Sbjct  179  KLLELYME-EGYEASRWLDAMIAMVRKGELFPCFSGSALQNVGVTHFMHQLD-
LLTVTDY  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKG  300
               AA  G  +K+ + + G R  Y++   GTL++RD +  ++G E +  K+T +R+ 
+ G
Sbjct  237  
DPEAAFAGRAYKIRHDEQGARLTYIKATGGTLQVRDEITYVSGTETITEKVTHIRLINGG  296

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                 D  + G++  +   S     V          R   + +P L++ +  +++   
+ 
Sbjct  297  RATPVDRVHAGDLFAITGISAAAAGVG---
MGALSGRTVYELVPTLKSKVQFESSIHPKD  353

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L  + D     I +  +G +QLEV+  ++ E++       EP 
++Y
Sbjct  354  
MLRCFRLLDAEDPSLSVQWDEPAQAIHIHVMGIIQLEVLERIVFERFGYRIAFGEPEILY  413

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E   +A   + H E  P   +A + L + P    SG+ + +      L  ++Q+ 
V   
Sbjct  414  KETITEAVVGSGHFE--
PLKHYAEVHLRLEPGERNSGIVFANACHPDMLPVNYQHLVAQH  471

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539



            +      GL  G  VTD KI    G  ++  +   DFR      L Q L+++ + 
LLEPY
Sbjct  472  
VGERDHHGLLTGSPVTDLKITLLKGRAHNKHTHGGDFREATYRALRQGLEKTTSLLLEPY  531

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    E++ R   D  +  A+ +  +   D+V  TG  P   +  Y  +LA 
YT G
Sbjct  532  
YHFKVKVDAEFIGRLMSDLTQAKASFDPPETVGDKVTVTGSAPVSTMMKYGMELAAYTKG  591

Query  600  RSVCLTELKGYQAAVGQPVIQPRR  623
            R        GY     +  +  R+
Sbjct  592  RGTISLVYGGYDRCHNEAEVIERK  615

>WP_014969147.1 MULTISPECIES: elongation factor G [Exiguobacterium]
 AFS69259.1 Elongation factor G [Exiguobacterium antarcticum B7]
 OIN65644.1 translation elongation factor G [Exiguobacterium sp. 
KRL4]
Length=692

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/676 (29%), Positives = 310/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++RD+L A                   D++ K+T     
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRDRLQANAHAIQIPIGAEDEFKGIIDLVEKKTYMYGNDL-  190

Query  166  LEENTDIEAW-------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE                     +AV +  ++++ KY+ GE I+ E+L    
++
Sbjct  191  ---



GTDIEETEGFPAEFAEEAEELRASLIEAVADYEEEMMMKYLEGEEITIEELKAGIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             TG+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPVDVKAITGINMDTEEEVIRESTDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTATAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 + G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVFAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VEHGIEEALQNGILAGYPVVDVKAALVFGSYHDVDSNEMAFKIAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E    + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMDARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676



>ABO87323.1 TetM, partial [Streptococcus pyogenes]
 ABO87361.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 247 bits (630),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 120/216 (56%), Positives = 158/216 (73%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI  L++ +T  F     +G + LCG VFK+EYT   QR  Y+RLYSG L 
LRD+V
Sbjct  1    
KSNIGIDNLIEVITNKFYSSTHRGPSELCGIVFKIEYTKKRQRLAYIRLYSGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+K+TEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP+++  
E+
Sbjct  61   
RVSEKEKIKVTEMYTSINGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            P P+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PHPLLQTTVEPSKPEQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>WP_008418050.1 GTP-binding protein [Clostridium sp. LS]
 EKQ58268.1 small GTP-binding protein [Clostridium sp. Maddingley 
MBC34-26]
Length=685

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 185/657 (28%), Positives = 307/657 (47%), Gaps = 
41/657 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +LY + +I   G V+      D+  +ERQRGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFSEQILYHTNSIRNRGRVDHKDAFLDSHNIERQRGITVFSDQGVFEF  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  +VDTPGH+DF  E+ R++A++D AI+++S+ +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
KGSTYYLVDTPGHIDFSTEMERAIAIMDYAIIIVSSIEGVQGHTKTVWNLLRKYKIPTMF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEA---------W  175
            FINK+D+ G D + V++ ++  L+ D+ +I   +        +EN  + A          
Sbjct  125  
FINKLDRIGADKEKVIKEIKRDLTKDVCLIDYDLIDCNWNCKDENNKLNADKINFSDELI  184

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + + E +D LLEKY+ G     E  +      +++  +FP + GSA +  GI+  + 
A  
Sbjct  185  EIISEYDDNLLEKYLEGN-
YDYELWLDVLINLIRENKIFPCFGGSALQDEGIKEFLSAFD  243

Query  236  GL-
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---------  285
             L      E G     G V+K+ + + G R  +++  +GTL++RD V+  G         
Sbjct  244  KLTCTKYNENGE--
FSGRVYKIRHDENGNRITFIKALTGTLKVRDEVSYGGEIEENNSSF  301

Query  286  -----------
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLP  334
                       R   KI  +RI +  +    D    G++  +   S  L    GD     
Sbjct  302  SENNVAQSYMNRITEKINSIRIYNGSKFKTVDCVKAGDLFAVSGISRAL---
PGDGIGAL  358

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
            +++   + +P L + +    A     +L     L   DP L    + I  EI +  
+G +
Sbjct  359  
KEKTDYEMIPALISKVIFDKACNVREVLSYFKVLEAQDPALNVVWNEILQEIHVHIMGII  418

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            QLEV+  ++ E++ L+       ++Y E   K A    H E  P   +A + L + 
PL  
Sbjct  419  QLEVLKEVVEERFNLKVDFGPCQILYKETIAKEAIGRGHFE--
PLKHYAEVHLKLEPLPR  476

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTP  513
             SG+ +E++     L+   QN VR  I      GL  G ++TD K+    G  ++  
+  
Sbjct  477  
NSGIVFENKCHSDNLSFGNQNLVRTHIFERNHHGLLTGSSLTDIKVTLLTGRAHNKHTCG  536

Query  514  



ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR      L Q L++    LLEPY  F +    +Y+ R   D  K   T E A 
+ +D
Sbjct  537  
GDFREATFRALRQGLEKVENILLEPYYKFTIIVSSDYIGRVLSDIQKLNGTFEPAVIDED  596

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ-
PVIQPRRPNSRLD  629
            + +  G  P      Y  ++  +T G+        GY     +  VI+ +  N   
D
Sbjct  597  
KAIINGRGPVATFMDYSMEVVAFTKGKGSISLVYDGYDICHNRDEVIKSKEYNKNAD  653

>CDB02480.1 elongation factor G [Firmicutes bacterium CAG:145]
Length=687

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 195/695 (28%), Positives = 327/695 (47%), Gaps = 
81/695 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKLGETHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKDTRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   V +  
EI  +
Sbjct  129  
PRMIFVNKMDIMGADFFRVVGMVKDRLKANAVPVQLPIGAEDSFVGIIDLVEMKAEIYKD  188

Query  168  E------NTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E       TDI A        W     ++V E +++L+ K++ GE ++ +++    
++  
Sbjct  189  
ELGKEFDITDIPADMQGLADEWREKLIESVAETDEELMMKFLEGEELTVKEIKTAIRKET  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
               ++ P+  GSA +  G+Q ++DAV              G+    GE+           
Sbjct  249  



IAGNMVPMLCGSAYRNKGVQMMLDAVIDYMPSPLDIPPIKGVDPDTGEEDVRHTSDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  ++ G+++   +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGTLSSGSYVYNSVKGKKERIGRILQMHANKREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P++   I PKT A 
+E+
Sbjct  366  QEVYAGDI----
AAAVGLKDTTTGDTLCDEKHEIILESMEFPEPVIEIAIEPKTKAGQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   ++ T + I++ +G + LE++   L  ++K+E  V +P 
V Y
Sbjct  422  
MGIALAKLAEEDPTFKTYTNADTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSY  481

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     A   H    +      +  + + + P   G G ++++ +  G + + +   
+ 
Sbjct  482  
KETITTTADVDHKYAKQSGGRGQYGHVKIRIYPRDPGEGFEFKNAIVGGAIPKEYIPKIE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  +E G L G+ V D  +    G Y+   S+   F+  A +   +A+K++   
LLE
Sbjct  542  
EGIKEAMETGPLAGYQVVDVGVELYDGSYHEVDSSEMAFKIAASMAFREAVKKAKPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +  P+EY+     D       IE   +    V   G +P   +  Y TDL   
T
Sbjct  602  
PIFKVEVTVPEEYMGDVIGDISSRRGRIEGTDMNLGAVAVRGMVPLSEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
             GR V + ++  ++          + P S L+K+ 
Sbjct  662  QGRGVYVMQMDHFE----------KLPESLLEKIN  686

>WP_056988326.1 GTP-binding protein [Lactobacillus paraplantarum]
 KRL51074.1 elongation factor G [Lactobacillus paraplantarum DSM 
10667]
 GBF01103.1 elongation factor G [Lactobacillus paraplantarum]
Length=672



 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E LLY SG + + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGIIAHVDAGKTTLSEVLLYRSGTLRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q++   + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYNDINLTLLDTPGHVDFATQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLDRYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D + +++ ++  LS   +   T+  +     +        + 
+  
Sbjct  121  
VPTMLFVNKMDAPGTDGEQLLKQIQQTLSPGCVAFNTLGATTACDSQPILSAATVEEIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S E + +  QRR     +FP Y+G+A K  G+  LM  +    
+P
Sbjct  181  QNDEVLADYLETGALSDETVRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTKP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  S      VFK+ + D G+R  ++R+  G L  +D V     +  K+ ++RI 
+  
Sbjct  237  --QSTSTDFGARVFKITHDDQGERLTWVRMTGGELHPKDIVL----
DDQKVNQLRIYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG               P ++  +     
+Q E
Sbjct  291  KYATTPVLTAGAVGTITGLTGTRPGQGLGSAA--------
SGLSPAMQPVLTYALDSQAE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHACLTALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILKDRFQLSVQFGTG  402



Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   KA     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITKAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSTLQAKTQLGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_021771529.1 elongation factor G [Mitsuokella sp. oral taxon 131]
 ERL04491.1 translation elongation factor G [Mitsuokella sp. oral 
taxon 131 
str. W9106]
Length=692

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 185/673 (27%), Positives = 312/673 (46%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V++A+ GV+ QT  ++    
K N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLTARGGVEPQTETVWRQAEKYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + ++NK+D  G D  +V+  ++++L+A+ +  Q + +  E   +   D+   +A



++  
Sbjct  129  PRMAYVNKMDITGADFYNVIAMMKERLNANAVAIQ-
LPIGAEDTFQGIVDLVKMEAIVYE  187

Query  180  --------------------------------
ENNDKLLEKYIAGEPISREKLVREEQRR  207
                                            E +D  +EKY+ GE IS E++ R  
+  
Sbjct  188  
DDLGKVEDEVAIPDDMKDQAEEYREILMEALSELDDDFMEKYLGGEDISEEEIKRVIRSG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQG------SAA  248
              +  L PV  G++ +  G+QPL+DA+              G+    GE+        
A 
Sbjct  248  
TVECKLTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGINPETGEEDHRPSSDEAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG L     V  + + K     +I +M   ++ 
EI  
Sbjct  308  
FSALAFKIMTDPFVGKLAFFRVYSGILEGGSYVYNSTKGKKERIGRILQMHANNRKEI--  365

Query  305  TDTAYPGEIVI-LPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D  Y G+I   +        D L D   P  L    +   P P++   + P T   
+E+
Sbjct  366  -DKVYSGDIAAAVGLKDTTTGDTLCDEAHPIILESMVF---
PDPVISVAVEPSTKNDQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K++  V EP 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVHTDQETGQTIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +   +  +    L + P   G G  +E++V  G + + F   
+ 
Sbjct  482  
RETIRKTVEAEGKFVRQSGGHGQYGHCWLRLEPQEPGEGFAFENKVVGGAIPKEFIKPIE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            DG++  +E G+  G+ V D K+    G ++   S+ A F+    +  +   +++   
LLE
Sbjct  542  
DGVKQAMEGGVVAGYPVVDVKVTVFDGSFHEVDSSEAAFKIAGSMAFKNGAEKADPVLLE  601

Query  538  



PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+   +  P++Y+     D       I+  + +    V  G +P   +  Y TDL   
T
Sbjct  602  
PYVKVEVIVPEDYMGDVIGDLNSRRGRIDGMEPRNGSQVINGFVPLSEMFGYSTDLRSKT  661

Query  598  NGRSVCLTELKGY  610
             GR     E+  Y
Sbjct  662  QGRGNYSMEVSYY  674

>WP_084826148.1 elongation factor G [Streptococcus thermophilus]
 EWM60809.1 elongation factor P [Streptococcus thermophilus TH1477]
Length=693

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RTATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   T 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNTQIVRAYVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_006963924.1 elongation factor G [Desulfotignum phosphitoxidans]
 EMS81243.1 elongation factor G 2 [Desulfotignum phosphitoxidans DSM 
13687]
Length=677

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 



matrix adjust.
 Identities = 195/664 (29%), Positives = 310/664 (47%), Gaps = 
71/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
KIRNIGIMAHIDAGKTTVTERILYYTGKSHKIGEVHDGEAVMDWMQDEQERGITISSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW +  + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
+  +
Sbjct  69   
TCQWEQSTIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----WD  176
            P + FINK+D+ G D    V S+++KL A  ++ Q V +  E   +   D+       
WD
Sbjct  129  PRMAFINKMDRTGADFFGAVASIKEKLGAHPVLLQ-
VPMGAEDQFDGVIDLIDMKQIRWD  187

Query  177  ------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                          +V E +D ++EKY+  E I+R  L+   
++
Sbjct  188  
DESLGATYVVDEIPSEYADLAMEYREKLLESVSEEDDAIMEKYLGEEEITRADLIAAVRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSA  247
               +  L PV  GSA K  GIQPL++A+              G+    G+      
+ + 
Sbjct  248  
ATINHKLVPVLCGSALKNKGIQPLLNAIAHFLPSPLDVPPVRGIHPETGDPLDFPPEKNG  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKLKITEMRIPSKGEIVR  304
             L   +FKV   + G++  + R+YSG +     V    L  +EKL    +   +K 
E  R
Sbjct  308  PLAALIFKVSMIE-
GRKLSFARIYSGKIEAGSDVYNPVLKKKEKLSRILLMHANKRE--R  364

Query  305  TDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               A  G+IV I+        D L     P  L + ++ +   P++   I PKT A 
+E+
Sbjct  365  LKEASAGDIVGIVGLKDSGTGDTLCSVDHPVFLEKMKYED---
PVISIAIEPKTHADQEK  421

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L +    DP L+   D  T + ILS +G + LE++ + + +++  +  V  P 
V+Y
Sbjct  422  
LDMVLEKFTIEDPTLKVSKDEETGQTILSGMGELHLEIIISRMRKEFNTQVNVGNPQVVY  481

Query  421  MERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     A+       E+     +A + + + PL  G+GV + ++     +   F 
+ + 
Sbjct  482  
REVVTAPATGEAVFDREISGKSHYAKVRIQLKPLDRGTGVLFRNKAPETQIPPQFVSGIE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR  LE G L G+ + D +I    G +    ST   F     +  ++AL+ +   
LLE
Sbjct  542  
QGIRESLEGGYLKGYPLVDAEIVLLGGAFEEGKSTELGFSVCGSMACKEALESASLALLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P  Y+  A  D       +E+   K +  +    +P   +  Y T L   
T
Sbjct  602  
PIMQVEVFVPDTYMGDAIADLNSRGGKVESIAPKANIQIIHAVVPLAKMFGYSTALRSAT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_031586621.1 elongation factor G [Selenomonas bovis]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 186/672 (28%), Positives = 311/672 (46%), Gaps = 
69/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++    
K N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLTARGGVEPQTETVWRQAEKYNV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + ++NK+D  G D  +VV+ + ++L A                   D+I  + +    
Sbjct  129  
PRMAYVNKMDITGADFYNVVKMMHERLQANAVPIQLPIGAEDTFKGIIDLIKMEAIVYED  188

Query  159  ---SLSPEIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +  E+ + ++   +A        +A  E +D+ +EKY+ GE I+ + + +  
++  
Sbjct  189  
DLGKVEDEVAIPDDMKDQAEEYREKLLEACSEQDDEFMEKYLGGEEITEDDIKKVIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS---------  246
                + PV  G++ +  G+QPL+DA             + G+    GE+           
Sbjct  249  
VTCQMVPVTCGTSYRNKGVQPLLDAIVDFMPAPTDIPPIAGVDPETGEEDQRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            AAL    FK+       +  + R+YSGTL     V  + + K     +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGKLAFFRVYSGTLDAGSYVYNSTKGKKERIGRILQMHANHRKEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D          E P P++   + P T   
++++
Sbjct  366  ---
EKVYSGDIAAAVGLKDTTTGDTLCDEEHPIILESMEFPDPVISVAVEPATKNDQQKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++ ++  V EP 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVRTDEETGQTIISGMGELHLQIIVDRMLREFHVDCKVGEPQVAYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +   +  +    L + P   G G  +E++V  G + + F   
V D
Sbjct  483  
ETIRKTVEAEGKFVRQSGGHGQYGHCWLKLEPQEPGEGFAFENKVVGGAIPKEFIKPVED  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  +E G+  G+ + D K     G ++   S+ A F+    +  +   +++   
LLEP
Sbjct  543  
GVRQAMESGVVAGYPMVDIKATVFDGSFHEVDSSEAAFKVAGSMAFKNGAEKANPVLLEP  602



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y+   +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   
T 
Sbjct  603  
YVKVEVTVPEEYMGDVIGDLNSRRGRIEGMEARNGAQVINGFVPLSEMFGYSTDLRSKTQ  662

Query  599  GRSVCLTELKGY  610
            GR     E+  Y
Sbjct  663  GRGNYSMEVAYY  674

>WP_011712523.1 elongation factor G [Magnetococcus marinus]
 A0L5X0.1 RecName: Full=Elongation factor G; Short=EF-G
 ABK43363.1 translation elongation factor 2 (EF-2/EF-G) 
[Magnetococcus marinus 
MC-1]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 187/667 (28%), Positives = 317/667 (48%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERILYYTGRSHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GVQ Q+  ++    +  
+P +
Sbjct  72   
WKEHRINIIDTPGHVDFTIEVERSLRVLDGAVAVFCGVAGVQPQSETVWRQADRYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----SL  160
             F+NK+D+ G D    VQ+++D+L A                   D+I ++       
SL
Sbjct  132  
AFVNKMDRMGADFNKAVQTMKDRLKARAIPAQYPIGAEEDLRGMVDLITRKAYIFNDESL  191

Query  161  SPEI-VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E  VL+   DIEA          +A +E +D L+EKY+ GE I+  +     +R 
V  
Sbjct  192  
GAEFEVLDCPEDIEAEVEEAREALLEAALEQDDTLMEKYLEGEEITIAEFKSCMRRAVIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248



            ++  PV+ GSA K  G+Q L+DAV   F                      +P  E+  
AA
Sbjct  252  
SAFVPVFCGSAFKNKGVQLLLDAVVDYFPSPSDTPYIEGLLPDSEEAAVRKPSDEEPFAA  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            L    FK+          ++R+YSG +    +V  A ++ K +I  + +    +      
Sbjct  312  LA---
FKIMTDPFVGTLTFVRVYSGVMESGTSVLNASKDRKERIGRLMLMHANKREDIKE  368

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G+I  ++   +    + L DP +       + P P++   + PKT A +ER+  
AL 
Sbjct  369  
VRAGDICAVVGLKNTTTGETLCDPNKPIILEKMDFPAPVIAIAVEPKTKADQERMGVALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R EVD  T++ I+S +G + LE++   +  ++K++  V +P V Y E   
+
Sbjct  429  
RLAQEDPSFRVEVDHETNQTIISGMGELHLEIIVDRMMREFKVDANVGQPQVAYRETITQ  488

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               H      +      +  + L + P   G+G ++   +  G + + +  AV++G
+   
Sbjct  489  
MVEHESKFVRQSGGRGQFGHVWLRLEPNEPGAGYEFVDGIKGGVVPKEYIPAVKNGVGEA  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +  G++ G+ + D K+    G Y+   S+   F+    + L++   ++   LLEP 
+   
Sbjct  549  
MANGVYVGFPMVDVKVTLFDGSYHEVDSSEMAFKIAGSMGLKEGAMKAKPVLLEPIMDVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P++Y+     D       I+  +   +  +   ++P   +  Y TDL   + 
GR+  
Sbjct  609  
VETPEDYMGDVMGDMNSRRGQIQGMEDSGNNRLVKAQVPLSGMFGYATDLRSMSQGRATF  668

Query  604  LTELKGY  610
              +   Y
Sbjct  669  TMQFGHY  675

>WP_028992520.1 elongation factor G [Thermoanaerobacter 
thermocopriae]
Length=689



 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 318/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L A+ +  Q                         
Sbjct  129  
PKIAYVNKMDIIGADFFNVIKMIKERLGANPVAIQIPIGKEDTFKGIVDLVKMEAIIYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI  E     E +     +AV E ++ +LEKY+ GE I+ E++    
++  
Sbjct  189  
ELGTVMDETEIPDELKDLAEEYREKLLEAVSEQDETILEKYLEGEEITEEEIHTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  GIQP++DA             V G+    GE+       
S   
Sbjct  249  
INGDLVPVVCGSSYKNKGIQPMLDAIVRYLPSPLDLPPVKGMALGTGEEIERKADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + E
+   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLSAGSYVLNSTKGKKERIGRILQMHANHRQEM---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          + P P++   I PKT A +E+
+  A
Sbjct  366  
EAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEKMTMA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++ ++  V +P V Y 
E  
Sbjct  426  
LLKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVDCNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+K     I  +      +  + L + P   G G  +E+R+  G + + +  AV  
GI
Sbjct  486  TKPVKIEGKFIR-
QSGGRGQYGHVWLEMEPAPRGEGYTFENRIVGGVIPKEYIPAVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D K+    G Y+   S+   F+    I  ++ +K++   
LLEP +
Sbjct  545  
QEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFKEGMKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDIIGDINSRRGRVEGMEARAGAQVIRAFVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFHHYE  675

>WP_062904580.1 elongation factor G [Pediococcus damnosus]
 AMV63683.1 Translation elongation factor G [Pediococcus damnosus]
 AMV66379.1 Translation elongation factor G [Pediococcus damnosus]
 PJE50005.1 elongation factor G [Pediococcus damnosus]
Length=699

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      



++
Sbjct  71   
TASWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+RD+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQSLRDRLQANALPIQMPIGAEDSFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                 A+IE     +D ++EKY+ GE IS++++    
++
Sbjct  191  DKLGTE-
WDTVDVPDDYKEEAEKCRTAMIEQLADIDDDIMEKYLDGEEISKDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT------------
GLFQPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++    + 
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAIDPETDKPVELIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFSALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP           P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMTFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E D  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPSFKAETDPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +   P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKASAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K++   
+LEP 
Sbjct  547  
LREALGNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMSLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_053449713.1 elongation factor G [Stenotrophomonas maltophilia]
 ALA82508.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 202/671 (30%), Positives = 311/671 (46%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   WH-----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
            W        ++ ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R+ 
Sbjct  71   
WSPRDLPSHRLTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQARRH  130

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDK-----------
LSADIIIKQTVSLSPEIVLEE  168
             +P + F+NK+D+ G   + V++ ++DK           L ++      V L  E 
VL+ 
Sbjct  131  
RVPLIAFVNKMDRVGASFERVLEQLQDKLRTRPWALGVPLGSESDFNGWVDLVDERVLQW  190

Query  169  N----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +      I  WD                +V ++++ L + ++ G  I  E+L    
+R  
Sbjct  191  



HDGAAATITPWDDAARRQWQAQRDALVESVADHDEALADAWLEGRVIDAEQLRAAIRRAT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------LCG  251
               +  PV  G+A K  GI+ L+DAV   L  P+      A                
L G
Sbjct  251  
LAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVVAESEGREVVLPPDPDGPLAG  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRTDT  307
             +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     +I   
+ 
Sbjct  311  LLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---EQ  366

Query  308  AYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+  
Sbjct  367  AVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRMAQ  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P V 
Y E 
Sbjct  424  
GLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGAPRVAYQET  483

Query  424  PLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            P++A +  +     +      +A + L V P   G  V +  R+  G + +SF  
AV  G
Sbjct  484  PMRAVAGVVGRLVKQTGGQGQFAQVVLDVAPREDGE-
VVFNDRIVGGVVPRSFIAAVEKG  542

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP +
Sbjct  543  
VRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVM  602

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ GR
Sbjct  603  
AVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGR  662

Query  601  SVCLTELKGYQ  611
            +     L GY+
Sbjct  663  ASSEAHLHGYE  673



>ABO87334.1 TetM, partial [Streptococcus pyogenes]
 ABO87351.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 247 bits (630),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 119/216 (55%), Positives = 159/216 (74%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI+ L++ +T  F     +  + LCG+VFK+EY++  QR  Y+RLY G L 
LRD+V
Sbjct  1    
KSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV+SA
Sbjct  121  
PLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIELKEPTVIYMERPLKNAEYTIHIEVP  216

>WP_074462231.1 GTP-binding protein [Butyrivibrio hungatei]
 SCY17184.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 
hungatei]
Length=904

 Score = 266 bits (679),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 191/616 (31%), Positives = 297/616 (48%), Gaps = 
34/616 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + +GILAHVDAGKTTL+ESLLY +G I +PG V+   T  DT  LER RGITI +    
F
Sbjct  5    
VTLGILAHVDAGKTTLSESLLYLAGRIKKPGRVDHKDTFLDTYELERSRGITIFSKQAIF  64



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
              +  + N++DTPGH DF  E+ R+L VLD A L+ISA DGV +Q  +LF  L    
IPT
Sbjct  65   
DHNDIRFNLLDTPGHTDFSPEMERTLQVLDIATLIISAPDGVTSQAVMLFKLLEHYRIPT  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            VIF+NK+DQ G D+ +V   +R+ LS+  I   ++V   PE         E ++ +   
+
Sbjct  125  VIFVNKMDQPGTDINAVTSDIRETLSSSCISFDESV---PE--------
DEFYEELAMCD  173

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            + LL  ++ G+ I+ E +       VQ+   FP+ +GSA K  G+Q L+D +  +   
+ 
Sbjct  174  EDLLSSFLDGKKITSENI----
SSVVQNRKCFPILFGSALKAEGVQKLLDLICEVAPSMS  229

Query  243  EQGSAA------
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             +   A          ++K+   + G R  ++++ SG L +RD+  L G    K+ 
++R+
Sbjct  230  SEAENADGSPKEFGARIYKISRDNSGNRLTHIKITSGVLNVRDS--LKGE---
KVDQIRL  284

Query  297  PSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             S        +AY G I  +   +  R  + LG    L      E   P+L  T+     
Sbjct  285  YSGDRFEPVKSAYAGMICAVTGLTWTRAGEGLG---
ILEGSNVSEILQPILSCTLILPED  341

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +   L  L + +P+L+      T +I +  +G VQ E++  +L  ++ +E     
Sbjct  342  
VNPVPVFKHLKILEEEEPMLQVTSLEETGQIEIQIMGEVQKEILRHMLKTRFDIEAEFGP  401

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               +Y E          H E  P   +A + L + P   GSG+ + S      L  
++Q 
Sbjct  402  GHTVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLVFSSDCPTDDLALNWQR  459

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +     +G L G  +TD KI    G  +   +   DFR      + Q L +
+ + 
Sbjct  460  
LVLTHLGEKKHRGVLTGSEITDMKITLVAGKAHEKHTEGGDFRQATYRAVRQGLMQADSV  519



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP L + +  PQE + RA  D      T+    ++    + TG +PA C+  Y  
+L+
Sbjct  520  
LLEPILDYRIELPQENVGRALTDIQMMNGTVGLPDIEGGRSILTGTVPAACLGNYAQELS  579

Query  595  FYTNGRSVCLTELKGY  610
             YT G     T L GY
Sbjct  580  AYTKGEGHIYTTLSGY  595

>OIO03475.1 translation elongation factor G [Candidatus 
Desantisbacteria 
bacterium CG1_02_49_89]
 PIV54685.1 elongation factor G [Candidatus Desantisbacteria 
bacterium CG02_land_8_20_14_3_00_49_13]
 PIZ16185.1 elongation factor G [Candidatus Desantisbacteria 
bacterium CG_4_10_14_0_8_um_filter_48_22]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 196/667 (29%), Positives = 310/667 (46%), Gaps = 
75/667 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G ++ GTT+ D M  ER+RGITI 
+A T
Sbjct  9    
KFRNIGIVAHIDAGKTTTTERILYYTGKIYKIGDIDDGTTQMDWMAQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG + V  A  GV+ Q+  ++    
+ +I
Sbjct  69   
TSYWRDCQINIIDTPGHVDFTAEVERSLRVLDGVVGVFCAVGGVEPQSETVWRQSDRYDI  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P + +INK+D+ G D    V+ +RD+L A+ I            K  V L          
Sbjct  129  
PRIAYINKMDRIGADFHKAVKEMRDQLGANAIPVQLPIGAEDTFKGVVDLIKMKAIIWHA  188

Query  161  -----------SPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                        PE +LE+     +   ++V    D+L +KY+ G  I  E+  +  
+  
Sbjct  189  
EDLGATFEEQEIPEELLEDAKKYRSQMVESVAGFTDELADKYLGGHEIPAEEFKKGIRHA  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ-----
GSAAL  249
            V   +L PV+ G++ +  G+QPL+DA             V+G  +   E+         
L
Sbjct  249  
VISGALVPVFCGASVRNKGVQPLLDAIVDYLPSPLDIPPVSGKNEKDEEEIRKPSDDEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  Y+R YSG L+       ++   RE++ ++ EM    K 
+I   
Sbjct  309  
SCLAFKIMSDPFVGRLTYVRCYSGMLKSGSYVYNISRQTRERIGRLLEMHANKKEDIETL  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            +    G  V L       N   GD       P  L    +   PLP++   I PKT 
A +
Sbjct  369  NAGEIGAAVGLK------NTFTGDTLCSEEHPIILETMAF---
PLPVISVAIEPKTKADQ  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +L+  DP      +  T + I+S +G + LEV+   +  ++K+E  V 
+P V
Sbjct  420  
EKMGMALNKLSSEDPTFVVSSNKETGQTIISGMGELHLEVLVDRMLREFKVEGTVGKPEV  479

Query  419  IYMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   K   A      +      +  + + V P   G G ++   +  G + + 
+  A
Sbjct  480  
AYKETVKKESEAEGKFIRQSGGRGQYGHVWIKVYPRKRGEGFEFVDEIKGGSIPREYIPA  539

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  LE G+  G+ V D  +    G Y+   S+   F+  A +   + +++S   
L
Sbjct  540  
VEKGIKEALESGILAGYPVVDISVALFDGSYHDVDSSEIAFKIAAAMAFREGMRKSLPVL  599

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D     A++     K +  +  G +P   +  Y T 
L  
Sbjct  600  
LEPIMKLQVIIPEEYMGDVIGDLNSRRASLTDMNKKLNMQIINGFVPLADMFGYATALRS  659

Query  596  YTNGRSV  602
             T GR +
Sbjct  660  LTKGRGI  666



>WP_008356523.1 elongation factor G [Bacillus xiamenensis]
 EKF36433.1 elongation factor G [Bacillus xiamenensis]
 AOZ88561.1 translation elongation factor G [Bacillus xiamenensis]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVGTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFFPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDTNEEVVRESSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++



+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVIDVAIEPKSKADQDKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RTGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAASKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_005488212.1 elongation factor G [Halanaerobium saccharolyticum]
 CCU78803.1 Translation elongation factor G [Halanaerobium 
saccharolyticum 
subsp. saccharolyticum DSM 6643]
Length=688

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 192/677 (28%), Positives = 313/677 (46%), Gaps = 
73/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G    G +  D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKMGETHDGASVMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI +  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCQWKENRINIIDTPGHVDFTVEVERSLRVLDGAIALFCSVGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + F+NK+D+ G D    V  ++D+L A+ +  Q + +  E   +   D+   DA
++  
Sbjct  129  PRIAFVNKMDRTGADFFRAVDMMKDRLGANAVPIQ-
LPIGSEDRFDGVVDLVEMDAIVYE  187

Query  180  --------------------------------
ENNDKLLEKYIAGEPISREKLVREEQRR  207
                                            E +D+ + KY+ GE +S + + +  
++ 
Sbjct  188  DELGVSFDRVEIPEDMKEKAAEYREILMEVLAEEDDEFMMKYLEGE-
VSTDDIKKLLRQA  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ-------GSA  247
            V + ++ PV  GSA K  G+Q L+DAV              GL  P  E+         
A
Sbjct  247  VLNVNVIPVLCGSAFKNKGVQMLLDAVLDYLPSPTDVPPIEGL-
NPETEETEVREASDDA  305

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REK----
LKITEMRIPSKG  300
               G  FK+       +  + R YSGTL     V  A    RE+    L++   R   
+ 
Sbjct  306  
PFSGLAFKIMSDPYVGKLAFFRSYSGTLEAGSYVYNATADIRERVGRILQMHANRREERD  365

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            EI   D    G +V L + S    D + D          E P P++   I PK+ A 
+++
Sbjct  366  EIFAGDL---GALVGLKNTST--
GDTICDQDNPIILEAMEFPEPVIGVAIEPKSKADQDK  420

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L +AL +LA+ DP  R   D  T + I+  +G + LEV+   L  ++K++  + +P 
V Y
Sbjct  421  
LGEALQRLAEEDPTFRVHTDEETGQTIIEGMGELHLEVIVDRLLREFKVDANIGKPKVAY  480

Query  421  MERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   K  +      +  +      G   + + P   G+G ++E +++ G + + +  
+V



Sbjct  481  
RETITKKVTDVEGKFIRQSGGRGQYGHVVMDIEPQEAGAGFEFEDKITGGSIPREYIPSV  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             DGI   +E G+  G+ V D K+    G Y+   S+   F+    +   Q  K +   
+L
Sbjct  541  
EDGIVEAMENGIIAGYPVVDVKVTLNDGSYHDVDSSEMAFKIAGSMGFRQGAKRAKPAIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +S  +  P+EY+     D       +E  + + +  V    +P   +  Y 
TDL   
Sbjct  601  
EPVMSVEVVTPEEYMGDVMGDLNGRRGKVEGMEPRGNAQVVNANVPLSEMFGYSTDLRSK  660

Query  597  TNGRSVCLTELKGYQAA  613
            T GR+    +   Y+ A
Sbjct  661  TQGRATYTMQFSHYEQA  677

>WP_020225530.1 GTP-binding protein [Holdemania massiliensis]
Length=860

 Score = 265 bits (677),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/623 (31%), Positives = 292/623 (47%), Gaps = 
35/623 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +G LAHVDAGKTTL+ESLLY S  I + G V+   T  D    ER RGITI    
Sbjct  1    
MKSIILGALAHVDAGKTTLSESLLYLSHQIRKRGRVDHQDTVLDYDRQERSRGITIFLKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +  ++DTPGH+DF AE+ R+L VLD A+++IS  DGVQA T  ++  L   
+
Sbjct  61   
ARFPWKETEFTLLDTPGHIDFSAEMERTLQVLDYAVVLISGMDGVQAHTHTIWKLLETYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NK+D A  D  + + +++ +L   I+    V              E  + 
+  
Sbjct  121  VPAFVFVNKMDIAYTDAAAFITALQKQLDPRILDFTHVE-------------
EQMENIAM  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              D LLE Y+    +S    V++ Q  V D SLFP Y+GSA KG G++ L+D +    
Q 



Sbjct  168  QRDDLLESYLENGTLS----
VKQIQSAVADRSLFPCYFGSALKGEGVEALLDGLDAYTQE  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +    A    VFKV     G R   +++  GTL+ +  +        K+ ++R+ 
S  
Sbjct  224  --KIYPEAFGARVFKVSRDRQGTRLTQVKITGGTLKAKQVL----
DNGEKVDQLRLYSGE  277

Query  301  EIVRTDTAYPGEIVILPSD-SVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +    +    G +  L     + ++D LG   P R P           L  ++ P     
Sbjct  278  QFTMVNEVSAGHVCCLKGPMKLGIHDGLGFEQPARSPILS------
ACLSYSLIPPQGCD  331

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               L   L QL + DP L  +  + T EI +  +G VQ+E++  L+S+++ L+  + 
E  
Sbjct  332  
PFALYRQLKQLEEEDPQLHLQFHAPTQEIHIQMMGNVQIEILKQLISDRFHLDVELDEGK  391

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + Y E  L+      H E  P   +A + L + PL  GSG+Q  S   + +L   
+Q  V
Sbjct  392  INYKETILEPVEGVGHYE--
PLRHYAEVHLLLEPLPPGSGIQITSDCPVDFLALPWQKMV  449

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             + +      G L G  +TD KI    G  +   +   DFR      L Q L+    
QLL
Sbjct  450  
LNCLDEMEVPGVLTGSPITDIKITLIAGKAHIKHTEGGDFRQATLRALRQGLRSVSCQLL  509

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP   F +  P   LSRA  D  +  A    AQ +++ V+  G  P   ++ Y+ 
+L  Y
Sbjct  510  
EPIYQFRMELPSGQLSRAMFDLERMQAQSSIAQTREETVILEGTAPVAKMRNYQAELTAY  569

Query  597  TNGRSVCLTELKGYQAAVGQPVI  619
            T+G         GYQ    Q  +
Sbjct  570  THGLGRLTCTFDGYQPCADQEAV  592

>WP_084829867.1 elongation factor G [Streptococcus thermophilus]
 EWM55526.1 elongation factor P [Streptococcus thermophilus 1F8CT]
Length=693

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 



matrix adjust.
 Identities = 196/674 (29%), Positives = 318/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +  Y G+I    + +V L D   GD     + +      E P P+++  + PKT A 
+++
Sbjct  366  EQVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDK  421

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +   L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y
Sbjct  422  
MAIGLQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLEESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNTQIVRAYVPLAEMFGYATTLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>ENZ14888.1 small GTP-binding protein domain protein 
[ [[Clostridium] clostridioforme 
90A7]
Length=907

 Score = 266 bits (680),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 193/633 (30%), Positives = 308/633 (49%), Gaps = 
69/633 (11%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI +   
+  W
Sbjct  3    
LGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNRDAFLDTYALERARGITIFSKQAALTW  62

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L K  
IP  +
Sbjct  63   



EGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYRIPVFL  122

Query  126  FINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            F+NK+DQ G D +  ++ ++ +L    AD     T        + + T            
Sbjct  123  
FVNKMDQPGTDREQRMRELQKRLDDGCADFAGAGTEEFREHAAMCDET------------  170

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQPI  241
              LLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+  +      
P 
Sbjct  171  --LLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLGGIRRWAMVPD  224

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKITEMR  295
              Q   A    V+K+   D G R  +L++  G+L+++  ++    EK       K+ 
++R
Sbjct  225  YPQEFEA---
KVYKISRDDQGNRLTHLKITGGSLKVKGIISGGNTEKPSEAWQEKVNQIR  281

Query  296  IPS--KGEIVRTDTA------------YPGEIVILPSDSV--
RLNDVLGDPTRLPRKRWR  339
            + S  + E V    A            YPG+ +    DS+   L  VL    +LP     
Sbjct  282  
VYSGDRYETVAEAEAGTICAVSGLTRTYPGQGLGAGQDSMVPVLEPVLNYQVKLPEGCDG  341

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               LP  R                   QL + DPLLR   +    EI +  +G VQ
+EV+
Sbjct  342  AVMLPKFR-------------------
QLEEEDPLLRVVWNEELKEISMQLMGEVQIEVL  382

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             +L+ E++ ++      +++Y E          H E  P   +A + L + P   
GSG+Q
Sbjct  383  KSLIEERFGIQVEFGTGNIVYKETISGTVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQ  440

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  +   
DFR 
Sbjct  441  
FETRCSEDNLDRNWQRLVLTHLEERVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQ  500

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + 
V T
Sbjct  501  



ATYRALRQGLMEASCILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLT  560

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G+ P   ++ Y++++  YT G+      LKGY+
Sbjct  561  GQAPVAAMRGYQSEVISYTRGQGRLACTLKGYE  593

>WP_074751979.1 elongation factor G [Lactococcus garvieae]
 SFL58167.1 translation elongation factor 2 (EF-2/EF-G) [Lactococcus 
garvieae]
Length=696

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 313/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATDYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    + ++ D+L A+              + I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFFYSLSTLHDRLGANAHPIQIPIGAEEDFVGIIDLVTMRAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +A+ E ++ L+EKY AGE I+  +L    ++   
+ 
Sbjct  192  
TDIRDEEIPAEYMEQAEEWRTKLIEAIAETDEDLMEKYFAGEEITEAELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +P+  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPMLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEDERPASDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGTL     V   +   RE++ +I +M   ++ EI    



T 
Sbjct  312  
AFKIMTDPFVGRLSFFRVYSGTLDAGSYVLNTSKGKRERIGRILQMHANTRQEI---QTV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P+++  + PKT A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKNTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKTKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVAYRETFRAG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             +A      +      +  + +  TP   G+G ++E+ +  G + + F  AV  G+   
+
Sbjct  489  
TSARGFFKRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREFVPAVEKGLVETM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S+   F+  A + +++A K +   +LEP +  
++
Sbjct  549  
ANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLAMKEAAKTAQPAILEPMMKVVI  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+E L             + + +      +    +P   +  Y T L   + GR   
+
Sbjct  609  
TVPEENLGDVMGHVTARRGRVNSMEAHGKSQIVNAFVPLAEMFGYATTLRSSSQGRGTFM  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_002511359.1 elongation factor G [Staphylococcus equorum]
 CCI58465.1 elongation factor G [Staphylococcus equorum subsp. 
equorum Mu2]
 ANR67266.1 elongation factor G [Staphylococcus equorum]
 OEK52063.1 elongation factor G [Staphylococcus equorum]
 OEK53251.1 elongation factor G [Staphylococcus equorum]
 OEK58079.1 elongation factor G [Staphylococcus equorum]
 OEK59584.1 elongation factor G [Staphylococcus equorum]
 OEK61117.1 elongation factor G [Staphylococcus equorum]
 OEK77839.1 elongation factor G [Staphylococcus equorum]



 OIS62124.1 elongation factor G [Staphylococcus equorum]
 OIX98372.1 translation elongation factor G [Staphylococcus equorum]
 PNZ08747.1 elongation factor G [Staphylococcus equorum subsp. 
linens]
 PTE24819.1 elongation factor G [Staphylococcus equorum]
 PTE31309.1 elongation factor G [Staphylococcus equorum]
 PTE43142.1 elongation factor G [Staphylococcus equorum]
 PTE81732.1 elongation factor G [Staphylococcus equorum]
 PTE84247.1 elongation factor G [Staphylococcus equorum]
 PTE88498.1 elongation factor G [Staphylococcus equorum]
 PTE94189.1 elongation factor G [Staphylococcus equorum]
 PTE99717.1 elongation factor G [Staphylococcus equorum]
Length=696

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 191/691 (28%), Positives = 321/691 (46%), Gaps = 
77/691 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATNYSVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE----------------E  168
            +F+NK+D+ G + +  V ++ D+L A+    Q + +  E   E                
E
Sbjct  132  VFVNKMDKMGANFEYAVSTIHDRLQANAQPIQ-
LPIGAEDQFEAIIDLVEMKCFKYNNNE  190

Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE                    +AV E+ND+L+EKY+A E I+  +L    ++   
D
Sbjct  191  
GTDIEEIEIPEDHKERADEARSALIEAVAESNDELMEKYLADEAITVAELKDAIRQATND  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALC  250
               +PV  G+A K  G+Q L+DAV          +PI G +               
A   
Sbjct  251  
IEFYPVLVGTAFKNKGVQLLLDAVIDYLPSPLDVKPIVGHRADDPEEEVIAKADDDAEFA  310



Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+
Sbjct  311  
ALAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKSKRERVGRLLQMHANSRQEL---N  367

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
            T Y G+I      +V L D     T    K        + P P++  ++ PK+ A 
++++
Sbjct  368  TVYSGDIAA----
AVGLKDTATGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P 
V Y 
Sbjct  424  
TTALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYR  483

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   ++A        +      +  + +   P   G G ++E+ +  G + + +  
+V  
Sbjct  484  
ETFKQSAQVQGKFARQSGGRGQYGDVKIEFAPNETGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQ  663

Query  599  GRSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            GR         Y     +V + +I+    NS
Sbjct  664  GRGTYTMYFDHYAEVPKSVAEAIIKKNSGNS  694

>WP_010014492.1 GTP-binding protein [Lactobacillus coryniformis]
 KRK84237.1 translation elongation factor (GTPase) [Lactobacillus 
coryniformis 
subsp. torquens DSM 20004 = KCTC 3535]
 ATO42466.1 elongation factor G [Lactobacillus coryniformis subsp. 
torquens 
DSM 20004 = KCTC 3535]



Length=655

 Score = 261 bits (666),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 204/623 (33%), Positives = 307/623 (49%), Gaps = 
45/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQITAGIIAHVDAGKTTLSEALLYRAGTLRQLGRVDNGDAFLDTEKLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    +N++DTPGH+DF A+  + L VLD A+LVISA DG+Q  TR L+  L
++  
Sbjct  61   
ARLQYDELALNLLDTPGHVDFAAQTEQVLDVLDYAVLVISAADGIQGYTRTLWRLLQRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA---
DIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT IFINK+D  GVD Q ++  ++   SA   D       +L+ EI L           
Sbjct  121  
VPTFIFINKMDAPGVDKQQLLDQLQSVFSAGCIDFSTTDVAALNEEIAL-----------  169

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                N+ +LE ++    ++   +    QR +Q   +FP Y+G+A K  G+  L+  
+   
Sbjct  170  ---RNETVLEDFLTTGELADVAV----
QRLIQQREVFPCYFGAALKLAGVDELLAGMARW  222

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             +P     +      VFK+ Y + G+R  +LRL  G LR +D   L G +  K  +
+RI 
Sbjct  223  ARPATY--TQDFGARVFKISYDEKGERLTWLRLTGGNLRTKDV--LIGEQ--
KANQLRIY  276

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTIAPKT  354
            +  +         G +  +P     L D    P + L ++     P+  P+L   + 
PK 
Sbjct  277  NGAKYTIAAEVAAGVVCAIPG----LTDTY--
PGQGLGKESDGTTPVIQPVLNYALDPK-  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA     L AL QL D DP L     S   EI +  +G VQLE++  LL E++KL+    
Sbjct  330  
AADIHTCLAALRQLEDEDPQLHITWSSHLQEIHVQIMGAVQLEILQQLLLERFKLDVGFD  389



Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            + S++Y E   +A     H E  P   +A + L + P   GSG+ ++++ SL  L 
+++Q
Sbjct  390  QGSILYKETITQAVEGVGHFE--
PLRHYAEVHLLLQPAPRGSGLTFDAQCSLEVLGRNWQ  447

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----K  529
            + V   +R     G L G  +TD KI    G      S   DFR      + Q L    
+
Sbjct  448  
HQVTSNLRAKAHLGVLTGSPLTDVKITLVGGKASIVHSVGGDFREATWRAVRQGLMMLRQ  507

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQA  588
            + G QLLEP+  F L   QE + RA  D  +        ++      V TG  P   
+Q 
Sbjct  508  
KGGCQLLEPWYQFRLEVGQEQVGRAMTDIQRMSGDFTAPEMTTGGTAVLTGTAPVAEMQD  567

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y  ++  YT+G+      + GY+
Sbjct  568  YAPEVNAYTHGQGQLECIVDGYR  590

>WP_011983243.1 elongation factor G [Bacillus cytotoxicus]
 A7GK17.1 RecName: Full=Elongation factor G; Short=EF-G
 ABS20475.1 translation elongation factor G [Bacillus cytotoxicus 
NVH 391-98]
 KMT51807.1 elongation factor G [Bacillus cytotoxicus]
 SCL81948.1 Elongation factor G [Bacillus cytotoxicus]
 SCN29222.1 Elongation factor G [Bacillus cytotoxicus]
 OYO45868.1 elongation factor G [Bacillus cytotoxicus]
 OYO48100.1 elongation factor G [Bacillus cytotoxicus]
 OYO54278.1 elongation factor G [Bacillus cytotoxicus]
 OYO56626.1 elongation factor G [Bacillus cytotoxicus]
 OYO61395.1 elongation factor G [Bacillus cytotoxicus]
 OYO66607.1 elongation factor G [Bacillus cytotoxicus]
 OYO69541.1 elongation factor G [Bacillus cytotoxicus]
 OYO71930.1 elongation factor G [Bacillus cytotoxicus]
 OYO76432.1 elongation factor G [Bacillus cytotoxicus]
 OYO82942.1 elongation factor G [Bacillus cytotoxicus]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 191/657 (29%), Positives = 308/657 (47%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   ++  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPLQLPIGAEDEFNGIIDLVEECAYMYANDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++L+ KY+ GE IS+E+L    ++     
Sbjct  192  
TDIERIEIPEEHQELAAEYRGKLIEAVAELDEELMMKYLEGEEISKEELKAAIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGIVPDTDEEVERHSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGTLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISVAIEPKSKADQDKMGTALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   L  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRLRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV+ G+   
L
Sbjct  489  



AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVQAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
QNGVLAGYPVIDVKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR 
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

>WP_103699173.1 GTP-binding protein [Clostridium sp. 2-1]
 POO89384.1 elongation factor G [Clostridium sp. 2-1]
Length=678

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 186/652 (29%), Positives = 311/652 (48%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSIANRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSTEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   VV+ ++  LS+D   I        +   EE  DI  +D        
Sbjct  125  FINKLDRTGADKDRVVREIKRDLSSDACYIDNNFIYDSK---
EEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND+LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDELLEKYIEG-
NYDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------  287



              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G         
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKIREEVSYGGEFVKEFDHV  299

Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +       D    G++  +   S  +  D +GD   L  
K   
Sbjct  300  QNNSNEITEKISSIRIYNGKRFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSKVIFDKNCNARE-
VLRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   + +    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFGLVVDFGKCQIIYKETIAEESIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ + 
+V+  
Sbjct  534  
ATFRALRQGLEKAYNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLESKVIVN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>WP_055247467.1 GTP-binding protein [Coprococcus comes]
 CUN68240.1 Elongation factor G [Coprococcus comes]
Length=927

 Score = 266 bits (680),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 187/615 (30%), Positives = 303/615 (49%), Gaps = 
31/615 (5%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I++GILAHVDAGKTTL+E +LY +G I + G V+ G    DT  LER RGITI +   
+F
Sbjct  13   
ISVGILAHVDAGKTTLSEGILYLTGQIRKLGRVDHGDAFLDTYTLERSRGITIFSKQANF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  TR L++ L +  
+PT
Sbjct  73   
VLGDKQVTLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTRTLWNLLARYQVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D Q  +  ++ KLS + +     + + E  LEE +           
++
Sbjct  133  FIFINKMDQDGTDRQDRLTELKRKLSEECV---
DFTEAGEEFLEELSMC---------DE  180

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI-  241
             ++E Y+    I+  ++    Q  +++  +FP Y+GSA K  G+Q L+D +      
P+ 
Sbjct  181  TVMESYLENGEITASQI----
QTLIRERKVFPCYFGSALKLEGVQELLDGLKKYMDGPVS  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPS  298
            G     A    V+K+     G R  ++++ +G L++++ +     E   + K+ +
+RI S
Sbjct  237  
GTHAEEAFGAKVYKISRDSQGSRLTHVKITNGVLKVKEILEYMAEEEPMQEKVNQIRIYS  296

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
              +      A  G I  + +   R     G    L  ++    P+  P+L   +      
Sbjct  297  GDKYEMVQEAEKGCICAV-TGLTRTYPGQG----
LGMQQGSSAPILEPVLNYRVELPEGC  351

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               R+L    QL + DP+LR   +    EI +  +G VQ E++ +L+ E++ ++      
Sbjct  352  
DVHRILQNFRQLEEEDPMLRVVWNEEAGEIQVQLMGEVQTEILQSLVKERFDVDISFGSG  411

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +++Y E          H E  P   +A + L + P   GSG+  ++  S   L+++
+Q  
Sbjct  412  NIVYKETIKNTVEGVGHFE--
PLRHYAEVHLILEPGEPGSGISIDTICSEDVLDKNWQRL  469



Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +     +G L G  +TD KI    G  +   +   DFR      + Q L ++   
L
Sbjct  470  
ILTHVLEREHRGVLTGSVLTDVKITLASGRAHLKHTEGGDFRQAVYRAIRQGLMKAENVL  529

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F L  P E   RA  D  +     +  + + D  V TG  P   +Q Y+ 
++  
Sbjct  530  
LEPYYAFRLEIPSEMTGRALTDIQRMNGEFDGPETEDDMAVVTGSAPVSEMQDYQREVTT  589

Query  596  YTNGRSVCLTELKGY  610
            Y+ GR      LKGY
Sbjct  590  YSRGRGKLFCTLKGY  604

>WP_069716742.1 GTP-binding protein [Bacillus solimangrovi]
 OEH93277.1 elongation factor G [Bacillus solimangrovi]
Length=652

 Score = 261 bits (666),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 177/612 (29%), Positives = 299/612 (49%), Gaps = 
23/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E L Y + +I + G V+   T  D+  +E++RGIT+ +      
+
Sbjct  5    
IGILAHVDAGKTTFAEQLFYLTKSIRQRGRVDHKDTFMDSHEIEKERGITVFSDQGIISY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  IVDTPGH+DF  E+ RS+ V+D AI++ISA +GV+  T  ++  LRK  
+PT  
Sbjct  65   
EGSTYYIVDTPGHVDFSPEMERSIQVMDYAIIIISAVEGVEGHTETVWQLLRKYQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+Q V++ ++ +L+ D I   T S + +I+ EE  +      + E 
++ L
Sbjct  125  FINKIDRVGADVQRVIKEIQSELTDD-ICDITHSFTDDIMHEELIEF-----
IAERDEIL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL---
MDAVTGLFQPIG  242
             E+Y+       +  ++  +  + +  +FP   GSA + +GI      +D +T     
+ 



Sbjct  179  FEQYMES-
GYDPKVWIQAFKTAIMENKIFPCANGSALQDIGIIDFFEKIDCLTKTNYSVE  237

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSK  299
            EQ      G V+K+ + + G R  +++   G+L++RD V     E+    K+T+
+RI S 
Sbjct  238  EQ----
FAGRVYKIRHDENGARITFIKALKGSLKIRDKVRYGHEEEQVMEKVTQIRIYSG  293

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +    D    G++  +   S+  +   GD     +++   +  P L++ +        
+
Sbjct  294  SKFKLVDEVSAGDLFAVTGLSIAAD---
GDGVGSLKEKVNYEMTPTLKSKVIFDPKISVK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L A   L   D  LR   +    EI +  +G++QLEV+  ++ E++ LE    
+P ++
Sbjct  351  
EVLQAFQLLDAEDSSLRIIWEESLQEIHIHLMGKIQLEVLKQIVEERFGLEVSFGKPEIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E      +   H E  P   +A + L + P    SG+ +E+   +  L+   QN 
V+ 
Sbjct  411  YKETIQTTVNGYGHFE--
PLGHYAEVHLKIEPTERNSGIYFENVCHVNELSVGNQNLVQQ  468

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      G L G ++TD K+    G      ++  DFR      L Q L+++   
LLEP
Sbjct  469  
HLFEREHHGVLTGSSLTDVKVTLLTGRANQKHTSGGDFREATYRALRQGLEKATNILLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +      + R   D  +   T ET +   D+V+ TG +P      Y T+ A  
T+
Sbjct  529  
YYDFKIKVELNDIGRILSDIQQAHGTFETPETVGDKVIVTGRVPVSTFMEYSTEFASITH  588

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  589  GKGTMNLSFGGY  600

>WP_050202073.1 elongation factor G [Streptococcus agalactiae]
 CNB52168.1 elongation factor G [Streptococcus agalactiae]
 OXT33332.1 elongation factor G [Streptococcus agalactiae]
Length=692



 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 201/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEASVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_098525018.1 GTP-binding protein [Bacillus megaterium]
 PFL02003.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 261 bits (666),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 182/640 (28%), Positives = 311/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   



Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + V  SLS  ++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELVDGSLSEGLI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPSASGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYAKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L+      
+++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFESSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSA  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      



Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>WP_102272412.1 elongation factor G [Bacillus massiliogabonensis]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 315/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    ++++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKLGADFLYSLKTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLIEMRATFYGNDL  190

Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE                    +AV E ++ L+EKY+ GE IS E+L    ++   
+
Sbjct  191  
GTDIEEREIPAEYMDQAEEYREKLIEAVAELDENLMEKYLGGEEISNEELKAAIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAA  248
               +PV  GSA K  G+Q ++DAV   L  P+                      E+  
AA
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPAIKGTLPDSDEEVERHSSDEEPFAA  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 



EI  
Sbjct  311  LA---
FKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T Y G+I   +        D L D   L      E P P+++ +I PK+ A ++
++  
Sbjct  366  -
STVYAGDIAAAVGLKDTTTGDSLCDEKSLVILESMEFPEPVIQLSIEPKSKADQDKMTT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R   +       +      +  + +  +P   G G ++E+ +  G + + +  AV
+ G+
Sbjct  485  
FRASASVEGKFARQSGGRGQFGHVWIEFSPNDEGKGFEFENGIVGGVVPREYIPAVQAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  545  
EDALDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     +       +E    + +  V    +P   +  Y T L   
T GR
Sbjct  605  
RVEVIIPEEYLGDIMGNITSRRGRVEGMDARGNAQVVRAMVPLSEMFGYATSLRSSTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVFSMHFDHYE  675

>WP_051594264.1 GTP-binding protein [Butyrivibrio sp. AE3003]
Length=902

 Score = 266 bits (679),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 195/642 (30%), Positives = 312/642 (49%), Gaps = 
44/642 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63



            + +GILAHVDAGKTTL+ESLLY +G I +PG V+   T  DT  LER RGITI +    
F
Sbjct  5    
VTLGILAHVDAGKTTLSESLLYLAGRIKKPGRVDHKDTFLDTYELERSRGITIFSKQAIF  64

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++  + N++DTPGH DF  E+ R+L VLD A L+ISA DGV +Q R+LF  L    
+PT
Sbjct  65   
DYNDIRFNLLDTPGHADFSPEMERTLQVLDIATLIISAPDGVTSQARMLFKLLEHYRVPT  124

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            VIF+NK+DQ G D+ +V   +R+ LS+  I   ++V   PE         E ++ +   
+
Sbjct  125  VIFVNKMDQPGTDVGAVTSEIRETLSSSCISFDESV---PE--------
DEFFEELAMCD  173

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-----
AVTGL  237
            ++LL  ++ G+ I++E +     +R      FP+ +GSA K  G+Q L+D     A 
+  
Sbjct  174  EELLSSFLDGKKITQENISNLIHKR----
KCFPILFGSALKADGVQQLLDLICKAAPSMT  229

Query  238  FQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             +     G+    G+ ++K+   + G R  ++++ SG L +RD++        K+ 
++R+
Sbjct  230  CEAENPDGTPKEFGARIYKISRDNSGNRLTHIKITSGVLNVRDSI-----
RGEKVDQIRL  284

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             S  +     +AY G I ++      R  + LG    L      E   P+L  T+     
Sbjct  285  YSGEKFEPARSAYAGMICVVTGLTGTRAGEGLG---
ILEGSNVSEILQPILSCTLLLPED  341

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +   L  L + +P+L+      T +I +  +G VQ E++  +L  ++ ++     
Sbjct  342  
VNPVPVFKQLKVLEEEEPMLQVTSLEETGQIEIQIMGEVQKEILRHMLKTRFNIDAEFGP  401

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
               +Y E          H E  P   +A + L + P   GSG+ + S      L  
++Q 
Sbjct  402  GHTVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLVFSSDCPTDDLALNWQR  459

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



             V   +     +G L G  +TD KI    G  +   +   DFR      + Q L +
+ + 
Sbjct  460  
LVLTHLGEKKHRGVLTGSEITDMKITLIAGKAHEKHTEGGDFRQATYRAIRQGLMQADSV  519

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP L + +  PQE + RA  D      T+    ++  + + TG +PA C+  Y  
+L+
Sbjct  520  
LLEPILDYRMELPQETVGRALTDIQMMNGTVGLPDIEGGKSILTGTVPAACLGNYAQELS  579

Query  595  FYTNGRSVCLTELKGYQ---------AAVG-QPVIQPRRPNS  626
             YT G     T L GY          A+ G  P + P  P+S
Sbjct  580  AYTKGEGHIYTTLSGYGPCHNAEEVIASSGYDPDLDPDNPSS  621

>WP_057151906.1 elongation factor G [Lactobacillus similis]
Length=697

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 185/673 (27%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V S++++L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKLGADFDFSVNSIKERLQANALAIQMPIGAEDDFEGIIDLIEMKADIYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ GE IS  ++    
++
Sbjct  191  DELGAE-
WDTVEIPDEYKEEAQKRRDTMIEELADVDDSIMEKYLEGEEISIPEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-------------



IGEQGSA  247
               +  LFPV  GSA K  G+Q LMDA           +P             +     
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATVDFLPSPLDVKPYKATNPDTDEEVELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKIATDPFVGRLTFIRVYQGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPEPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  R E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  427  
NALQKLSEEDPTFRAETNPETGETLIAGMGELHLDIIIDRMKREFKVEATVGAPQVSYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKQTSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIASVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ A F+  A I L  A K +   
+LEP 
Sbjct  547  
VKESMENGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASIALRNASKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDILVPEEYMGDIMGQVTARRGRVDGMEARGNAQMIHSFVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_005409615.1 elongation factor G [Stenotrophomonas maltophilia]



 EJP80580.1 translation elongation factor G [Stenotrophomonas 
maltophilia 
Ab55555]
Length=678

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPQGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T I  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAATIITPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRSQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  +  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGIGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_003322606.1 elongation factor G [Bacillus alcalophilus]
 KGA98319.1 elongation factor G [Bacillus alcalophilus ATCC 27647 = 
CGMCC 
1.3604]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 187/660 (28%), Positives = 312/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   



NIGIMAHIDAGKTTATERILYYTGRVHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +FINK+D+ G D    V ++RD+L A+                   +I+    +S 
+ + 
Sbjct  132  
VFINKMDKTGADFMYSVGTLRDRLQANAHPIQLPIGAEDEFTGYIDLIEMVAHISKDDLG  191

Query  167  E--ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E T+I A              +AV E +++L+ KY+ GE ++ E+L+   ++   
+ 
Sbjct  192  
QDWEITEIPADLKDQATELRESLIEAVAELDEELMMKYLEGEELTNEELMAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
              +PV  GSA K  G+Q L+DAV                          +P  +Q  
AAL
Sbjct  252  
EFYPVICGSAFKNKGVQALLDAVLAYLPSPLDVAAIRGHVPDTEEEVTREPGDDQPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  A ++K     +I +M   S+ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLNSGSYVRNATKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++  ++ PK+ A +++
+  A
Sbjct  366  
STVYSGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIHLSVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + +  +V  



GI 
Sbjct  486  
RQTAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGAGFEFENAIVGGVVPREYIGSVEAGIS  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
EALDNGMIAGFPIIDIKAKLFDGSYHDVDSSEMAFKIAASMALKNAKSKCSPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +       +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDVTARRGRVEGMEARGNAQTVKAFVPLAEMFGYATSLRSRTQGRG  665

>WP_050690129.1 GTP-binding protein [Bacillus flexus]
 KNH21217.1 elongation factor G [Bacillus flexus]
Length=653

 Score = 261 bits (666),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 179/640 (28%), Positives = 310/640 (48%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPSASGSALQDIGIESFLEKLD-
LLTET  235



Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYAKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG     P        LP L++      
++ 
Sbjct  296  GRTFKNVNEGSAGELFAVTGLSSASIGDGLGTLKESPSYEL----
LPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVSTFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            + LA +T+G+        GY+     + V +  R N   D
Sbjct  584  STLASFTHGKGAISLLFGGYERCHNEEEVTEQIRYNKEAD  623

>WP_028573681.1 elongation factor G [Desulfonatronovibrio 
hydrogenovorans]
Length=690

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.



 Identities = 191/682 (28%), Positives = 325/682 (48%), Gaps = 
67/682 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGISHKLGETHDGQATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  A  GV+ Q+  ++    + +
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTIEVERSLRVLDGSVAVFCAVGGVEPQSETVWRQADRYHVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
             F+NK+D+ G D   VV  +RD+L A                   D+++ + +  +    
Sbjct  132  
AFVNKMDRTGADFFRVVDMIRDRLKAKPVPLQIPMGAEDSFRGLVDLVLGKALIFNDQTQ  191

Query  162  ------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   EI  E   D E W     +A+ E ++ LLEKY++GE +  E+L    ++    
Sbjct  192  
GKEFEVSEIPAELQEDFEKWRQYLVEAIAEEDEVLLEKYLSGEDLDPEELADGIRKATIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDA----------
VTGLFQPIGEQGSAALC---------G  251
             ++ PV  GSA K  G+QPL+DA          +T +   + +     LC          
Sbjct  252  
LTICPVLCGSAFKNKGVQPLLDATVSYLPSPVDITAIKGTVPDTQEEVLCPPEDDKPLSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTDT  307
              FK+          +LR+YSG +    TV  A +G+++   ++ +M    + EI    
+
Sbjct  312  
LAFKLASDPFVGHLTFLRIYSGHIESGMTVINAASGKKERIGRLLKMHANKREEI---KS  368

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+IV  +        + L  P R       E P P++   I PKT   R+ L 
+AL 
Sbjct  369  
AYAGDIVAAVGLKFTATGETLCAPERPVLLESMEFPEPVIEIAIEPKTKTDRDSLSNALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L+  DP  R + D  T + +++ +G + LE++   L+ ++K+E  V +P V Y E   
K
Sbjct  429  



KLSKEDPSFRVKSDDETGQTLIAGMGELHLEIIVDRLTREFKVEANVGKPRVAYRETVTK  488

Query  427  AASH-TIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               H T +I +      +  + + + P   G G ++ + +  G + + +  A+  
GI+  
Sbjct  489  
PVKHETKYIKQSGGRGQYGHVVIELEPAEPGQGYEFVNSIVGGVIPKEYIPAIDKGIKDA  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L+ G+  G+ V D K+   YG Y+   S+   F     + L++A  ++   LLEP 
+   
Sbjct  549  
LKSGVMAGYPVVDLKVNLVYGSYHDVDSSEQAFYIAGSMALKEACAKASPVLLEPIMFIE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL     D       I + + +    +    +P   +  Y TD+   T 
GR+  
Sbjct  609  
VLTPEEYLGDVMGDLNGRRGKIISLEPRMGTQIVRAHVPLSNMFGYATDMRSNTQGRATY  668

Query  604  LTELKGYQ---AAVGQPVIQPR  622
              +   Y    A++ + +++ +
Sbjct  669  SMQFDHYDKVPASIAEEILKSK  690

>OGH13690.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_37_33]
 OGH17511.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_02_FULL_37_11]
 OGH29421.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_12_FULL_37_12]
 OGH32933.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_01_FULL_36_54]
Length=715

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 199/686 (29%), Positives = 322/686 (47%), Gaps = 
82/686 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT+ D M  E++RGITI 
+A T
Sbjct  13   
KIRNIGIIAHIDAGKTTTTERILFYTGKTYKIGDIDEGTTQMDWMPQEKERGITIVSAAT  72



Query  62   SFQWHRC-----------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W              ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ
+Q+ 
Sbjct  73   
TAYWTHTSQSSAGREDPYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSE  132

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++    K  +P + FINK+D+ G D  S V+S+ D+L A                   
D
Sbjct  133  
TVWRQADKYKVPRICFINKMDKLGADFLSTVKSIEDRLGANPAIMVLPIGAENTFKGIVD  192

Query  152  IIIKQTV-----------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
            ++ +Q++            +  EI  +    +E +     + + E +DKLLEKY+
+GE  
Sbjct  193  
LLTRQSLIWGSDELGAKYEVKNEIPEDLKKQVEKYRHKLIEKIAETDDKLLEKYLSGEEP  252

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIG  242
            + E+L    ++ V    L P+Y GS+ +  G+QPL+DAV              G+    
G
Sbjct  253  
TVEELKTALRKAVIAYKLVPIYAGSSLRNKGVQPLLDAVVDYLPSPLDLKEVKGINPKTG  312

Query  243  EQG------
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
            E+          L G  FK++      +  Y R+YSG +     +  + + K     
+I 
Sbjct  313  
EEEIRKLSPDDPLAGLAFKIQIDPHVGKLTYFRVYSGKIASGSYIYNSTKNKTERVGRIL  372

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRT  348
             M   ++ EI        GEIV L         D L D   P  L +  +   P P
++  
Sbjct  373  LMHANTREEI---KEGLSGEIVALVGLKDTTTGDTLCDDKKPIVLEKILF---
PEPVISL  426

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT   +E+L  AL +L++ DP    + +  T + I+S +G +QLEV+   +  
++ 
Sbjct  427  
AIEPKTKVDQEKLGLALKRLSEEDPTFVIKANHETGQTIISGIGELQLEVMVDRMKREFG  486

Query  409  LETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + + V  P V Y E    L  A      +      +    L VTP   G G ++ + 
+  
Sbjct  487  



VMSNVGAPQVAYKETIEKLAEAEGKYIRQSGGRGQYGHCFLRVTPKPRGEGYEFVNAIKG  546

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G +   F +++  G++  +E G L G+ + D  +    G Y+   S+   F+  A   
L+
Sbjct  547  
GAIPAEFISSIEKGVKESMENGVLLGYPMVDMSVTVYDGSYHDVDSSDIAFKIAASQALQ  606

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A K++G  LLEP +   +  P E++     D     A I   + +    +    
+P   
Sbjct  607  
AATKKAGLTLLEPIMKVEVTTPSEFMGDVIGDLSAKRAQILGTEERARATIILALVPLEE  666

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y T L   + GR+    E   Y+
Sbjct  667  LSGYATTLRSMSQGRASYYMEPSHYE  692

>WP_076338907.1 elongation factor G [Paenibacillus sp. FSL H8-0548]
 OMF23752.1 translation elongation factor G [Paenibacillus sp. FSL 
H8-0548]
Length=691

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 319/671 (48%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFFTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WHGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------------  172
             ++NK+D  G D  +V++ +R++L A+ +  Q + +  E   +   DI            
Sbjct  132  AYVNKMDIIGADYLNVIKDMRERLGANAVAIQ-
IPIGAEGDFKGVIDIIERVAYVYQDDS  190

Query  173  ----------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                  E  + V E ++ L  KY+ GE I+  ++    ++ 



V +
Sbjct  191  
GKDPQELPVPAEYADQVEELRTELIEKVAELDEDLTMKYLEGEEITIPEIKAALRKGVCE  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQGS------
AALCGS  252
              +FPV  GS+ +  G+QP+++AV   L  P+           GE+GS      A     
Sbjct  251  
VKIFPVVAGSSYRNKGVQPMLNAVVDYLPSPLDVPAIKGTLEDGEEGSRPSSDDAPFAAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSG L+    V       RE++ +I +M   S+ EI      
Sbjct  311  
AFKIMTDPYVGRLTFFRVYSGVLKSGSYVLNSTKGKRERIGRILQMHANSRQEITEV---  367

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I    + +V L D     T    K          P P++   I PKT A ++
+L  
Sbjct  368  FSGDI----
AAAVGLKDTTTGDTLCEEKNVIILESMNFPEPVISVAIEPKTKADQDKLGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+++LA+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V 
Y E 
Sbjct  424  
AISKLAEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMFREFKVETNVGKPQVAYRET  483

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +    +  +PL  GSG  +E++   G + + F   +
+ GI
Sbjct  484  
FRQAAKVEGKFVRQSGGKGQFGHCWVEFSPLEPGSGFIFENKTVGGSIPREFIAPIQAGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP +
Sbjct  544  
EESMKNGVVAGFPLVDVKAVVVDGSYHDVDSSEMAFKIAGSMALKAAKEKCKPVLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+             IE    +    +   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRAGAQIIRSKVPLSEMFGYSTTLRSGTQGR  663

Query  601  SVCLTELKGYQ  611
             V   EL  Y+
Sbjct  664  GVFSMELSHYE  674



>WP_061326597.1 GTP-binding protein [Clostridium botulinum]
 AUM95901.1 elongation factor G [Clostridium botulinum]
 AVQ53346.1 GTP-binding protein [Clostridium botulinum]
Length=651

 Score = 260 bits (665),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 166/614 (27%), Positives = 298/614 (49%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +     +     LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKLLNRDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++ + LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKSELFPCFIGSALQDIGIEDFLENLHVLTYTQ  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L + P    SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEPGERNSGITFESTCHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  +      G+F G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHVFEKDHHGIFTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_013669335.1 MULTISPECIES: elongation factor G [Aerococcus]
 AEA01098.1 translation elongation factor G [Aerococcus urinae 
ACS-120-V-Col10a]
 OAM70995.1 elongation factor G [Aerococcus urinae]
 OFL17064.1 elongation factor G [Aerococcus sp. HMSC075D05]
 PKY86946.1 elongation factor G [Aerococcus urinae]
 PKZ04281.1 elongation factor G [Aerococcus urinae]
 PMC83501.1 elongation factor G [Aerococcus urinae]
 PMC87102.1 elongation factor G [Aerococcus urinae]
Length=697

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 312/674 (46%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  69



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  70   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQADTYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLE  167
            P ++F NK+D+ G D    V +++D+L A+    Q               V +  
EI  +
Sbjct  130  
PRIVFANKMDKIGADFLYAVDTIKDRLGANAHAIQLPIGAEDNFTGIIDLVKMKAEIYED  189

Query  168  E------NTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E        DI        E W     +AV + ++ L+  Y+ GE I+ E+L    
++  
Sbjct  190  
EMGQVIDEEDIPEEYQELAEKWRTDLVEAVADTDEDLMIAYLEGEEITEEQLKAAIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-----
PIGEQGSAALCGSVFKVEYTDCG-  262
             +   FPV  GSA K  G+Q ++DAV          P  E   A      F+V   
D   
Sbjct  250  
LNLEFFPVLCGSAFKNKGVQLMLDAVIDYLPAPTDVPPIEAERANNPDETFEVRANDDSP  309

Query  263  --------------QRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                           R  + R+YSGTL     V  A    RE++ +I  M   S+ 
E+  
Sbjct  310  
FSALAFKVMTDPYVGRLTFFRVYSGTLEAGSYVLNATSDTRERVGRILLMHANSRSEV--  367

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  + G+I   +   +    D L D   P  L R  +   P P++   I P T A 
+++
Sbjct  368  -EEVFSGDIAAAVGLKNTTTGDTLCDTKNPIILERMEF---
PEPVIEVAIEPNTKADQDK  423

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++ +E  V  P 
V Y
Sbjct  424  
MQIALGKLAEEDPTFRASTDHETGQTIIAGMGELHLDIIVDRLKREFNVEATVGAPQVSY  483

Query  421  MERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K   A      +      +  + +  TP   G+G ++E  +  G + + +  
+V 



Sbjct  484  
RETFTKQTQAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFEDAIVGGVVPREYIPSVE  543

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +E G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  
+LE
Sbjct  544  
AGLKDAMENGVLAGFPLVDVKAKLYDGSYHDVDSSEAAFKVAASLALRNAAKDAGAVILE  603

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++YL             IE  + + + +     +P   +  Y T L   
T
Sbjct  604  
PVMKVDIVVPEDYLGDVMGHVSARRGRIEGQEPRGNALTLHSFVPLSEMFGYATTLRSAT  663

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  664  QGRGTFTMTFDHYE  677

>WP_099484206.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G     V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFARVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVNERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    



+R
Sbjct  189  
QWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611



            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_099473137.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G     V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFARVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364



Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_028405464.1 GTP-binding protein [Bacillus sp. J13]
Length=651

 Score = 260 bits (665),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 186/619 (30%), Positives = 299/619 (48%), Gaps = 
33/619 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+      D   +E++RGIT+ A      
Sbjct  4    
TIGLFAHVDAGKTTLAEQLLYLTHTIQERGRVDHRNAYMDNHDIEKERGITVFADQAIMP  63



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            +      ++DTPGH+DF  E+ R++ V+D A++VIS+ +GV+  T  ++  LRK  
+PT 
Sbjct  64   
FQGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISSVEGVEGHTETVWQLLRKYGVPTF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENND  183
             F+NKID+ G D + V++ +R +L+ D+ +     +S E  L E     +  +AV 
E ++
Sbjct  124  FFLNKIDRTGADPERVLEEIRRELTEDVCL-----
ISEEDKLHEGVMSPSLAEAVAERDE  178

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LLE+YI  +       +   ++ +QD   FP + GSA + +G+  L+  +  L     
+
Sbjct  179  RLLEQYI-
DQGFDAGTWLSAMRKMIQDGRCFPCFSGSALQSIGVSHLLFQLDSLLHTDYD  237

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-----
REKLKITEMRIPS  298
            +  A   G V+K+ + D G R  Y++  SG LR+RD V   G     RE  KIT 
+R+  
Sbjct  238  R-EAEFSGRVYKIRHDDQGTRLTYIKALSGKLRVRDEVTYHGGPAGMRE--
KITGIRLVH  294

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIAP  352
              +    D    G++ ++   S   +   GD       R   + +P L+      +
++ P
Sbjct  295  GKKFTMVDEVSAGDLFVVTGLS---
SAAAGDGLGALGGRTVYELVPTLKSKVQFDSSVHP  351

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K   +  RLLDA       DP L  + D  +  + L  +G +QLEV+  ++ E++     
Sbjct  352  KDMLRIFRLLDA------
EDPSLSVQWDEASQGLHLHVMGTIQLEVLQRIVDERFGHRIG  405

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              EP ++Y E     +  + H E  P   +A + L + P    SG+ + +      
L  +
Sbjct  406  FAEPEILYKETIAHPSIGSGHFE--
PLKHYAEVHLKLEPGERNSGIVFANACHPDMLPVN  463

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q+ V   I      GL  G  +TD KI    G  ++  +   DFR      L Q 
L+++
Sbjct  464  
YQHLVAQHIGEREHHGLLTGSPLTDMKITLLKGRAHNKHTHGGDFREATFRALRQGLEKT  523



Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LL PY  F +    E++ R   D  +  AT E  +   D+V  TG  P   +  
Y  
Sbjct  524  
TSLLLAPYYQFKIKVELEHIGRLLSDLTQAKATFEPPETTGDKVTVTGTAPVSTLMNYAM  583

Query  592  DLAFYTNGRSVCLTELKGY  610
            +LA YT GR        GY
Sbjct  584  ELAAYTKGRGAITLTYGGY  602

>WP_020700448.1 elongation factor G [Selenomonas bovis]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 183/669 (27%), Positives = 308/669 (46%), Gaps = 
63/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++    
K N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLTARGGVEPQTETVWRQAEKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + ++NK+D  G D  +VV+ + ++L A                   D+I  + +    
Sbjct  129  
PRMAYVNKMDITGADFYNVVKMMHERLQANAVPIQLPIGAEDTFKGIIDLIKMEAIVYED  188

Query  159  ---SLSPEIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +  E+ + ++   +A        +A  E +D+ +EKY+ GE I+ + + +  
++  
Sbjct  189  
DLGKVEDEVAIPDDMKDQAEEYREKLLEACSEQDDEFMEKYLGGEEITEDDIKKVIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
                + PV  G++ +  G+QPL+DA             + G+    GE+           
Sbjct  249  
VTCQMVPVTCGTSYRNKGVQPLLDAIVDFMPAPTDIPPIAGVDPETGEEDHRPSSDDEPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGKLAFFRVYSGTLDAGSYVYNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P++   + P T   +++
+  A
Sbjct  366  
EKVYSGDIAAAVGLKDTTTGDTLCDEEHPIILESMEFPDPVISVAVEPATKNDQQKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + L+++   +  ++ ++  V EP V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVRTDEETGQTIISGMGELHLQIIVDRMLREFHVDCKVGEPQVAYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +   +  +    L + P   G G  +E++V  G + + F   V 
DG+R
Sbjct  486  
RKTVEAEGKFVRQSGGHGQYGHCWLKLEPQEPGEGFAFENKVVGGAIPKEFIKPVEDGVR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+ + D K     G ++   S+ A F+    +  +   +++   
LLEPY+ 
Sbjct  546  
QAMESGVVAGYPMVDIKATVFDGSFHEVDSSEAAFKVAGSMAFKNGAEKANPVLLEPYVK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVTVPEEYMGDVIGDLNSRRGRIEGMEARNGAQVINGFVPLSEMFGYSTDLRSKTQGRG  665

Query  602  VCLTELKGY  610
                E+  Y
Sbjct  666  NYSMEVAYY  674

>WP_015228369.1 elongation factor G [Dactylococcopsis salina]
 AFZ49356.1 translation elongation factor EF-G [Dactylococcopsis 
salina PCC 
8305]
Length=691

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 



matrix adjust.
 Identities = 193/698 (28%), Positives = 316/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY SG   + G V  G    D M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILYYSGVAHKLGEVHDGNAVMDWMSQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWLDNKINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQAERYTV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G +   V   + D+L  + +  Q                         
Sbjct  129  
PRIVFVNKMDRTGANFYKVYDQLCDRLRCNAVPIQLPIGAESEFLGLVDLVGMKAYIYNN  188

Query  157  ------TVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   V+  PE ++E   +  A   +AV E +++LLEKY+A E +S E++    
+R  
Sbjct  189  
DLGTDIEVTEIPEDMMELAQEYRAKLVEAVAETDEELLEKYLAEETLSEEEIRAGLRRGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQGS------
AALC  250
             +  + P+  GSA K  G+Q L++AV                 P G + +        
L 
Sbjct  249  
LNREIVPMLCGSAFKNKGVQLLLNAVVDYLPAPTEVPPIEGVLPDGTEATRPSSDDEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FKV     G R  ++R+YSG L               RL   + +   +++++ 
E+R
Sbjct  309  ALAFKVAADPYG-
RLTFVRIYSGVLAKGSYIYNATKDKKERLSRLIVMKSNDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G IV       G+ +   ++ + L  +               P P++   + 
PKT 
Sbjct  368  AGELGAIVGLKNTTTGDTLCDENNPIILESIF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



            A  E+L  AL  LAD DP  R   D+ T++ +++ +G + LE++   +  +YK+E  
+ +
Sbjct  415  
ADMEKLSKALQALADEDPTFRVTTDAETNQTVIAGMGELHLEILVDRMLREYKVEANIGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P  A    I  +      +  + L V P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRQPGNAEGKFIR-
QSGGKGQYGHVVLEVEPGEPGTGFEFTSKIVGGVIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +GI+   E G+  G+ + D K+    G Y+   S+   F+    + + +A 
K++
Sbjct  534  
YIPSVEEGIKETCESGILAGYPLIDVKVRLVDGSYHDVDSSEMAFKIAGSMGIREAAKKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       I            + E+P   +  
Y T
Sbjct  594  
SPALLEPMMKVEVEVPEDFLGDVMGDLNSRRGQIGNMNTDDGLAKISAEVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y      V + VI   + N+
Sbjct  654  DIRSKTQGRGIFTMEFSHYAEVPNHVAEAVIAKNQGNA  691

>WP_072773019.1 GTP-binding protein [Desulfitobacterium 
chlororespirans]
 SHN75237.1 small GTP-binding protein domain-containing protein 
[Desulfitobacterium 
chlororespirans DSM 11544]
Length=882

 Score = 265 bits (678),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 190/616 (31%), Positives = 307/616 (50%), Gaps = 
32/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTTL+ES+LY SGAI + G V+      D   LER RGITI 
+  
Sbjct  1    
MKKLVIGLCAHVDAGKTTLSESMLYLSGAIRKMGRVDNKDAHLDNFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+ R+L VLD AILVI+  DGVQ  TR L+H L    
Sbjct  61   



AILEVDHTQITLLDTPGHVDFSLEMERTLQVLDYAILVINGADGVQGHTRTLWHLLDIYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D + ++  ++ +LS   +         +    E+ D   +D 
+  
Sbjct  121  IPVFLFINKMDQVGTDQEKLLSELKSQLSDGCL---------DFGQPESADF--
YDQLAL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ LL+ Y+    I    L+RE  R+ +   ++P ++GSA K  G++ L+  +      
Sbjct  170  CDELLLDAYLDTGHIEI-PLIREGIRKRK---
VYPCFFGSALKLEGVEELLQGIVDYAHL  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   +   A    VFK+   + G R  YL++  G L++R++++  G  + K+ +
+RI S 
Sbjct  226  PAYPESFGA---KVFKIGRDEQGNRLTYLKITGGRLKVRESLS-
NGVWEEKVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTIAPKTAA  356
             +    +    G +  +   +      L  P   L  +     PL  P+L   +      
Sbjct  282  KKFEAVNEVEAGSVCAVTGLT------
LTKPGEGLGTEAAAHAPLLEPVLAYQMILPEGC  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + ++  L QL + DP L+   D    EI +  +G VQLE++ +L+  ++ LE      
Sbjct  336  
DPQVMMPKLRQLEEEDPGLQVVWDEELREIQVQMMGEVQLEILQSLIRSRFGLEVSFGSG  395

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A     H E  P   +A + L + P   GSG+Q+ S  S   L++S
+Q  
Sbjct  396  RIVYKETIGNAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFGSECSEDSLSKSWQRL  453

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q L E+ 
+ L
Sbjct  454  
VLSHLEEKVHKGVLTGSPITDLKITLVSGRAHTKHTEGGDFREATYRAVRQGLMEAESML  513

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F L  P++ + RA +D  K   T + AQ++ +    TG  P   ++ Y+ 
++  
Sbjct  514  
LEPYYAFQLELPEKMVGRAMNDVEKMHGTCQLAQIEGERATLTGSAPVATMRNYQQEVMA  573



Query  596  YTNGRSVCLTELKGYQ  611
            Y+ G       LKGY+
Sbjct  574  YSKGLGRLFCSLKGYE  589

>WP_057904119.1 elongation factor G [Lactobacillus bifermentans]
 KRK39854.1 elongation factor G [Lactobacillus bifermentans DSM 
20003]
Length=698

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 319/672 (47%), Gaps = 
64/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTIEVERSLRVLDGAVVVLDAQAGVEPQTENVWRQSTTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTDI---  172
            P ++FINK+D+ G +    V +++D+L A+ + I+  +           ++E   D
+   
Sbjct  131  
PRIVFINKMDKLGANFDYSVDTIKDRLQANALPIQMPIGAEDNFEGVIDLIEMKADLYDE  190

Query  173  ----EAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  WD V                 IE+    ND ++EKY+ GE IS+E++    
++ 
Sbjct  191  
DELGTKWDTVDVPDEYKEEAEKRRGQLIESLADINDDIMEKYLEGEEISKEEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS---  252
              +   +PV  GSA K  G+Q ++DAV                 P  ++    + G    
Sbjct  251  
TLNLEAYPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVKPYPATDPDTDEKVDLVAGDDKD  310

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+YSGTL     V  A    RE++ ++ +M    + 
EI  



Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYSGTLESGSYVLNATKGARERVGRLLQMHSNHRKEIPE  370

Query  305  TDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          E P P+++ +I PKT A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDVKHPLILESMEFPDPVIQVSIEPKTKADQDKMDI  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E 
Sbjct  428  
ALQKLAEEDPSFKAETNPETGETLIAGMGELHLDIIVDRMRREFNVEATVGAPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K AS       +      +  + +  TP   G G ++E  +  G + + F  AV  
G+
Sbjct  488  
FTKQASAQGKFVRQSGGKGQYGDVWVEFTPNEEGGGFEFEDNIVGGVVPREFIPAVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  
+LEP +
Sbjct  548  
KESMQNGVLAGYPLVDVKARLYDGSYHEVDSSEAAFKVAASMSLRAASKKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++ L             +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  608  
KVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNTQMVKAMVPLSEMFGYATTLRSSTQGR  667

Query  601  SVCLTELKGYQA  612
                     Y+A
Sbjct  668  GTFTMTFDHYEA  679

>KPK98721.1 elongation factor G [Omnitrophica WOR_2 bacterium 
SM23_72]
Length=696

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 199/693 (29%), Positives = 339/693 (49%), Gaps = 
77/693 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTTLTE +L+ +G   + G V++G ++ D M  ER+RGITI AA 
T+  
Sbjct  4    
NIGIMAHIDAGKTTLTERILFYTGKSHKIGEVDEGASQMDWMKQERERGITITAAATTCF  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RSL VLD A+ V  A  GV+ Q+  ++    K +
+P +
Sbjct  64   
WKDHRINLIDTPGHVDFTVEVERSLRVLDAAVAVFCAVGGVEPQSETVWRQSNKYSVPKI  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------------
IKQTVSL  160
             F+NK+D+ G D   V++ + + L A+I+                        I Q  
SL
Sbjct  124  
AFVNKMDRTGADFFGVLKGIEENLEANIVPLVIPIGSEDNFRGVVDLMEMKACIFQDESL  183

Query  161  SPEIVLEENTDIEAWDAVIEN----------NDKLLEKYI-
AGEPISREKLVREEQRRVQ  209
              ++++E+  +    DAV  +          ++ L +KY+ A   I++E+L+R  +
+   
Sbjct  184  
GNDVLIEDIPEELKEDAVKYHHLLLEKVSAFDETLTKKYLEAPTSITQEELIRVLRQGTI  243

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG------------
EQGSA---------A  248
               + P+  G+A K  GIQ L+DA+T L+ P              + G A          
Sbjct  244  FNKMVPLLCGAAFKNKGIQKLLDAIT-
LYLPSPSDIPEIKGHNPVDSGKALTRHPDYQEP  302

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSKGEIVR  304
            L    FKV+      + VY+R+YSG L+   +V  A R K     +I +M    +  
I  
Sbjct  303  
LSALAFKVQADPHMGKLVYVRVYSGILQTGSSVLNATRNKKERIARIVQMHANQRENI--  360

Query  305  TDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             + A+ G+IV ++        D L    +P  L    +   P+P++  +IAPK  + 
+++
Sbjct  361  -ECAFAGDIVAVVGLTHTTTGDTLCAKEEPIVLETIDF---
PVPVVSLSIAPKGRSDQDK  416

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L +L + DP    + D  T E +L+ +G + LE++   L E++ +E VV  P 
V Y
Sbjct  417  
LGKGLAKLKEEDPTFLVQSDEETKETVLTGMGELHLEIIVDRLKEEFGVEAVVGAPKVAY  476

Query  421  MERPLKAA-SHTIHIEVPPNPF-



WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  LK++ +   +I+       +  + + + P     G ++   +  G + +SF  
AV 
Sbjct  477  
RETILKSSRAEGKYIKQSGGKGQYGHVVMEIAPAQAQEGFEFIDSIKGGAIPKSFIPAVE  536

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +++G+F G+ V D K+    G ++   S+   FR  A +  +QA  ++   
LLE
Sbjct  537  
KGVIEAMQKGVFAGFPVVDVKVNLVDGSFHEVDSSELAFRMAAILGFKQAFMQAEPVLLE  596

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+S     P+EY++            I   + K  + + + E+P   +  Y T L   
+
Sbjct  597  
PYMSLEATTPEEYVNAVVGYLGSRRGKILNMESKGKQKIISAEVPLSEMFGYATALRSLS  656

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRRPNSR  627
            +GR     E   Y    A + Q VI+ ++  ++
Sbjct  657  SGRCNASMEFLKYAQVPAEIAQKVIEEKKKQAQ  689

>PSP19610.1 elongation factor G [Cyanobacteria bacterium QS_8_64_29]
Length=691

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 194/666 (29%), Positives = 313/666 (47%), Gaps = 
57/666 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG     G V  G    D M  E++RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTATERILFYSGIAHRLGEVHDGNAVMDWMSQEKERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWLDHKINILDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQAERYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P++ F+NK+D+AG D   V Q +R++L                     D++  Q      
Sbjct  129  
PSIAFVNKMDRAGADFYKVYQQMRERLRTNAVPVQIPIGQEDEFRGLVDLVEMQAYIYHN  188

Query  163  EIVLE-ENTDI-----EAWD--------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  E E TDI     E  D        AV E ++ LLEKY+A E +  +++    
++  
Sbjct  189  
ELGTEIEKTDIPDDIRETADKYRGILLEAVAETDETLLEKYLADESLDEDEIRSAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQG------
SAALC  250
             +  + P++ GSA K  G+Q L++AV               + P G QG      S  
L 
Sbjct  249  
INNEMVPMFCGSAFKNKGVQLLLNAVVDYLPAPTQVPAIEGYLPDGSQGTRPADDSEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV     G R  ++R+YSG L+    V  A +EK  +I+ + +    E +  
D   
Sbjct  309  ALAFKVAADPYG-
RLTFIRVYSGVLQKGTYVYNATKEKKERISRLIVMKSNERIEVDELR  367

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             GE+  I+        D L D            P P++   + PK+    ++L  
AL  L
Sbjct  368  
AGELGAIVGLKETTTGDTLCDSQHPIILESIYVPEPVISVALEPKSNQDMDKLSKALQAL  427

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
            +D DP  R   D  T++ +++ +G + LEV+   +  ++K+E  V +P V Y E  
R   
Sbjct  428  
SDEDPTFRVHQDPETNQTVVAGMGELHLEVLVDRMLREFKVEADVGQPQVAYRETIRTSA  487

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             A      +      +  + L + P   GSG+++ S++  G + + +  +V +G++   
E
Sbjct  488  
EAEGKFIRQSGGRGQYGHVILQIEPQEPGSGLEFVSKIVGGVVPKEYVPSVEEGVKETCE  547

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ V D K+    G Y+   S+   F+    + + +A+K++   LLEP ++  
+ 
Sbjct  548  
SGVVAGYPVIDLKVILVDGSYHDVDSSEMAFKIAGSMGIREAIKKAEPVLLEPNMNVQVE  607

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+E+L     D       +E+   +      +  +P   +  Y TD+   T GR 
+   
Sbjct  608  
VPEEFLGDVIGDLNARRGHVESMDTESGIAKISALVPLAEMFGYATDIRSQTQGRGMFTM  667



Query  606  ELKGYQ  611
            E   Y+
Sbjct  668  EFSRYE  673

>WP_090306579.1 elongation factor G [Eubacterium aggregans]
 SEA36721.1 translation elongation factor 2 (EF-2/EF-G) [Eubacterium 
aggregans]
Length=691

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 314/671 (47%), Gaps = 
69/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ SG I + G    G  + D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYSGKIHKIGETHDGGAQMDWMEQEQERGITITSAATTCH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    + N
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADQYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE---  167
            ++INK+D  G D    V  +RD+L A               I I   V++  EI  
+   
Sbjct  132  
VYINKMDITGADFYHAVDMIRDRLGAHPVCIQLPIGKEADFIGIIDLVTMKAEIYKDDLG  191

Query  168  ---ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI             +  +A+ E ++ ++EKY+ GE ++ E++    ++   
+ 
Sbjct  192  
EDFEITDIPEHMQAEAEEYRDKMLEALSEVDETIMEKYLEGEAVTEEEIKAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
             +  V  GS+ K  G+Q ++DAV                 P  ++         A     
Sbjct  252  
EMVAVTCGSSYKNKGVQMMLDAVVDYMPSPLDVAAIKGTNPKTDEEDERIASDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  ++R+YSGT      V+ +    RE+L +I +M    + EI +    
Sbjct  312  



AFKIMTDPYVGKLAFMRVYSGTAEAGSYVSNSSKGKRERLGRILQMHANHREEITKV---  368

Query  309  YPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+IV  +        D L D   P  L    +   P P++   I PKT A +E+
+  A
Sbjct  369  YTGDIVAAVGLKDTTTGDTLCDMDHPIVLESMVF---
PEPVIDVAIEPKTKAGQEKMTVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  + +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRTHTDEETGQTIISGMGELHLDIIIDRMLREFKVEANIGQPQVAYKETI  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K   A      +      +    +++ PL  GSG  +E++   G + + + N ++ 
GI 
Sbjct  486  
TKTVDAEGKFARQSGGRGQYGHCLITLEPLEAGSGFVFENKTVGGSIPKEYINPIQQGIA  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D K     G Y+   S+   F+    +  +  ++++   +
+EP   
Sbjct  546  
EAMQNGVLAGYPVLDVKASVYDGSYHDVDSSEMAFKVAGSMAFKNGMRKADPVIMEPVFK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  +++    V  G +P   +  Y T L   T 
GR 
Sbjct  606  
LEVVIPEEYMGDVMGDINSRRGRVEGMEMRAGAQVINGMVPLSEMFGYATSLRSKTQGRG  665

Query  602  VCLTELKGYQA  612
            V   +   Y+A
Sbjct  666  VYTMQFSHYEA  676

>WP_108586567.1 GTP-binding protein [Paenisporosarcina sp. OV554]
 PUB11643.1 small GTP-binding protein [Paenisporosarcina sp. OV554]
Length=650

 Score = 260 bits (665),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 170/624 (27%), Positives = 302/624 (48%), Gaps = 
23/624 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT  E +L+ + +I + G V+      D+  +ERQRGIT+ A   



+F +
Sbjct  5    
IGVFAHVDAGKTTFAEQILFHTKSIKKRGRVDHKDAYLDSHEIERQRGITVFADQATFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  LRK 
NIPT  
Sbjct  65   
QDSTYYLIDNPGHVDFSPEMERSVQVMDYAIVILSAVEGVEGHTTTIWQMLRKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++++V+Q + D  S D II  T +     + E   +  A     E 
N+ L
Sbjct  125  FINKIDREGANVKNVLQEIHDDFSTD-IIDVTEAFRKGQMTENLIEFLA-----
ERNEIL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ Y+  +    +  +R     +++  +FP   GSA + +GI   ++     F  + 
E  
Sbjct  179  LDHYM-DKGYQHDLWLRAMNELIKEGKIFPCSNGSALQDIGILDFLNT----
FHLLTETN  233

Query  246  SAA---LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRIPSK  299
             A      G V+K+ + + G R  +++  SG++ +RD V+      R   KIT++R
+ + 
Sbjct  234  
YANEDIFSGRVYKIRHDEKGTRITFIKSLSGSVSIRDEVSYGNGEQRNTEKITQIRVYNG  293

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +    +    GE+  +   S   N   GD      ++   + +P L++ +   ++   
+
Sbjct  294  NKYKTVEQVKAGELFAVIGLS---
NAFTGDGLGTIHEKAVYEMVPTLKSKVVFASSVHIK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L     L   DP L    +    EI +  +G +QLE++  L+ ++++LE    
EP ++
Sbjct  351  
EALRYFQLLDIEDPSLNVTWEERVQEIHIHVMGTIQLEILQQLVKDRFQLEVSFDEPKIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E      +   H E  P   +A + L + P +  SG+ +E+      L+   QN 
VR 
Sbjct  411  YKESIESTVTGYGHFE--
PLKHYAEVHLKIEPAARDSGISFENVCHANDLSIGNQNLVRH  468

Query  480  GIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      GL  G  +TD KI    G   +  ++  DFR      L Q L+++   
+LEP
Sbjct  469  
HLFEKTHNGLLTGSPLTDVKITLLTGRADNKHTSGGDFREATYRALRQGLEKAQNHVLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +    + + +   D      + ++ + + ++ + TG++P      Y +++A 
+T 
Sbjct  529  
YYHFKIKVDLDQMGKVLSDIQIANGSFDSPKTEDNKAILTGKVPVATFMNYASEIASFTQ  588

Query  599  GRSVCLTELKGYQAAVGQPVIQPR  622
            G+ V      GY+    +  +  R
Sbjct  589  GKGVLNLVFGGYERCHNETAVIER  612

>WP_095379751.1 GTP-binding protein [Bacillus megaterium]
 PAK49350.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 260 bits (665),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 183/640 (29%), Positives = 313/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+  ++       Q+ +Q   LFP   GSA +  GI+  ++ V  L 
+  
Sbjct  178  DEELLDAFMEGKN-
AQAYWRAAMQKLIQTNQLFPCASGSALQDFGIKEFLEKVDLLTETR  236



Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
              Q   A  G V+K+ + + G R  +++  SG L++RD VA   +  L   KIT+
+R  +
Sbjct  237  YSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGKLQVRDEVAYEKKGDLYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKIFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHAEDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG+ P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKAPVATFMTYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            + LA +T+G+        G++     + VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGHERCHNEEEVIEQIRYNKEAD  623

>WP_041105661.1 elongation factor G [Bacillus pumilus]
 KIL19649.1 hypothetical protein B4107_0091 [Bacillus pumilus]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.



 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVIDVAIEPKSKADQDKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 



E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_016441059.1 GTP-binding protein [Coprococcus sp. HPP0048]
 EPD63008.1 small GTP-binding protein domain protein [Coprococcus 
sp. HPP0048]
Length=912

 Score = 266 bits (679),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 191/618 (31%), Positives = 299/618 (48%), Gaps = 
43/618 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTTL+ES+LY SG I + G V+ G    DT  LER RGITI +     
Sbjct  20   
ICIGLLAHVDAGKTTLSESMLYLSGRIRQQGRVDHGNAYLDTYELERARGITIFSKQAEL  79

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +   +V ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  T  L+  L++  
IP 
Sbjct  80   
VFGELEVTLLDTPGHVDFSAEMERTLRVLDYAILVINGADGVQGHTETLWKLLKQYRIPV  139

Query  124  



VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +FINK+DQ G D + +++ +R KLS   I       S E +          + V    
+
Sbjct  140  FLFINKMDQNGTDAEKLLEELRVKLSGSCIRFGEAEDSEEFL----------
ENVAMAEE  189

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            ++LE Y+    I R ++     R +++  +FP Y+GSA K +G++  +    GL     
E
Sbjct  190  QVLETYLEHGTIERGEI----SRLIRERKVFPCYFGSALKNIGVKEFL---
AGLECYAKE  242

Query  244  QGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            +      G+ V+K+     G R  YL++  G L++RD +     E+ K++++RI      
Sbjct  243  RSYPEEFGAKVYKIARDPQGNRLTYLKVTGGVLKVRDLIRYQDVEE-
KVSQIRI------  295

Query  303  VRTDTAYPGEI--VILPSDSVRLNDVLGDPTRLPRKRWREDP-------
LPMLRTTIAPK  353
                  Y GE    +    + R+  V G     P +    +P        P+L   
+   
Sbjct  296  ------
YSGEKYDAVQEVRAGRVCAVTGLTKTYPGEGLGAEPPSEGPVLTPVLNYQLILP  349

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L  L QL + DP L    +    EI    +G VQ E++ +++ E+++ 
E   
Sbjct  350  
EGCDTHGMLLKLRQLEEEDPELHIVWNEELGEIHAQLMGEVQTEILQSMIRERFQTEVTF  409

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               +++Y E   + A    H E  P   +A + L + P   GSG+ + +  S   L
++++
Sbjct  410  GPGNIVYKETIKRPAEGVGHFE--
PLRHYAEVHLLLEPGESGSGLVFAADCSEDVLDRNW  467

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q 
LK + 
Sbjct  468  
QRLILTHLAEKEHRGVLTGSAITDMKITLVAGRAHLKHTEGGDFRQATYRAVRQGLKSTE  527

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F +  P E++ RA  D  +     +T   + D  V TG  P   ++ 
Y+ +
Sbjct  528  
SVLLEPYYEFRMEIPAEFVGRALTDIQRMAGEFQTPDTEGDFAVITGSAPVSEMRDYQLE  587



Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT GR      LKGY
Sbjct  588  VTSYTKGRGRLFCTLKGY  605

>WP_090013927.1 GTP-binding protein [Clostridium sp. DSM 8431]
 SFU72617.1 small GTP-binding protein domain-containing protein 
[Clostridium 
sp. DSM 8431]
Length=645

 Score = 260 bits (665),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 166/607 (27%), Positives = 290/607 (48%), Gaps = 
20/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVD+GKTT +E +L+ + AI   G V+   T  D   +E++RGIT+ +    
F  
Sbjct  5    
IGVLAHVDSGKTTFSEQVLFNTKAIRNKGRVDHKNTFLDNNEIEKERGITVFSEEAVFNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R +  LD AIL++S  +G+Q+ T  +++ LR  N 
P   
Sbjct  65   
GDNEYFLIDTPGHVDFSCEMERIIESLDAAILIVSGVEGIQSHTETVWNLLRHYNKPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D   V++ ++D  + D +  +   LS E ++E  +         E 
+++L
Sbjct  125  FINKCDREGYDRHRVLKEIQDNFTKDAVFLEGDYLSKEEIIEFTS---------
ERDEEL  175

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L KY  GE +++E ++   ++ V ++  FP   GSA + +GI   +     L +      
Sbjct  176  LSKYFEGE-
VTKEDVLETLRKEVMNSLAFPCMEGSALQDIGINEFLKIFDELTETKYNTD  234

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            S    G ++KV + + G R V+++   G+L+ ++ + + G EK KI E+RI +  +    
Sbjct  235  SKDFKGRIYKVRHDEKGNRVVFIKALEGSLKTKEEITING-
EKAKINELRIYNGNKFKTV  293

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D    G+        + +  D +G   ++  +       P L +++    +   + 
+   
Sbjct  294  DKIEAGDNFAAIGLFIGKCGDAIGMDDKVDFQMQ-----



PSLMSSVIFDESTNIKEVYRI  348

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L D DP L  +      E+ ++ +G++QLEV+   +  ++ L+       ++Y 
E  
Sbjct  349  
FKLLEDEDPALNVQYSEKLEELQIAIMGKIQLEVLKEEIERRFNLDVDFGPCKILYKETI  408

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              +   + H E  P   +A + L +      SG+ +ES+  +  L    QN ++  
I   
Sbjct  409  RGSVLGSGHFE--
PLRHYAEVHLKLEEGERNSGISFESKCHVDNLTIGHQNLIKTHIFER  466

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD KI    G  +   ++  DFR      L Q L+++   LLEPY  
F 
Sbjct  467  
EHHGLLTGSPVTDLKITLLTGREHLKHTSGGDFREATFRALRQGLEKAENVLLEPYYRFR  526

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P EYL R   D  K+    E A++  D     G  P + +  Y +++  +T G
+   
Sbjct  527  
INVPSEYLGRVLSDIQKFSGEFEPAEINNDRAFIYGRGPVKTLMEYPSEITAFTKGKGTI  586

Query  604  LTELKGY  610
                 GY
Sbjct  587  SLMYDGY  593

>OLD68252.1 translation elongation factor G, partial [Acidobacteria 
bacterium 
13_1_40CM_2_56_11]
Length=697

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 317/674 (47%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWEGHRINIIDTPGHVDFTAEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------------
IIIKQT  157
            P + F+NK+D+ G D Q  +Q +R +L A+                         
II + 
Sbjct  129  
PRIAFVNKMDRPGADYQRCMQMMRSRLHANPVAIQYPLGKEETFRGVIDLLEEKAIIYRD  188

Query  158  VSLSPEIVLE----ENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             +L  E V E    E  DI      +  +A  E ++K+ EK++ GE IS E+L    
++ 
Sbjct  189  
ETLGAEYVKEEVPAEYKDIVHEYREKIIEAACEADEKVFEKFVHGEAISNEELKAAIRKG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQG  245
                 L PV  G+A K  G+QPL+DAV   L  P+                      
+Q 
Sbjct  249  
TIAIKLTPVLCGAAFKNKGVQPLLDAVVAYLPSPVDIPPVQGWTPDRTAVQTRAVDDKQP  308

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             +AL   VFK+       +  + R+YSG+L     V       RE++ ++ +M    
+ E
Sbjct  309  FSAL---
VFKIMTDPFVGQLAFFRVYSGSLSTGSYVYNSTKQARERIGRLLKMHANKREE  365

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I      + G+I   +   +V   D + D  +       + P P++   I PKT A 
+ER
Sbjct  366  I---
KDVFAGDIAAAVGLRNVTTGDTICDENKQILLEAMDFPEPVISVAIEPKTKADQER  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA  DP  +   D  T + I+S +G + LE++   +  ++ +   V +P 
V Y
Sbjct  423  
MGIALNKLAQEDPTFKIHTDPDTAQTIISGMGELHLEIIVDRMMREFNVGANVGKPQVAY  482

Query  421  MER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    KA +   +I +      +  + ++V P + G+G  +E+ +  G + + +   
V 
Sbjct  483  
KETIRSKAHAEGKYIRQTGGRGQYGHVRITVEPSAAGAGFVFENAIVGGAIPKEYIKPVE  542



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  +E G L G+ V D K+    G Y+   S+   F+    I  ++  +++   
LLE
Sbjct  543  
QGIKEAMESGVLAGYEVKDVKVTLYDGSYHEVDSSEIAFKIAGSIAFKEGCRKASPALLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E++     D       IE  + +    +    +P   +  Y TDL   
T
Sbjct  603  
PVMKVEVVLPEEFMGDVIGDLNSRRGDIEGMEARPGTQIIRALVPLSSMFGYATDLRSRT  662

Query  598  NGRSVCLTELKGYQ  611
             GR+        Y+
Sbjct  663  QGRATYTMHFSHYR  676

>WP_089145613.1 GTP-binding protein [Lactobacillus crispatus]
 OXC19939.1 elongation factor G [Lactobacillus crispatus]
 OXC23356.1 elongation factor G [Lactobacillus crispatus]
 OXC28286.1 elongation factor G [Lactobacillus crispatus]
 OXC35380.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 260 bits (664),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 188/626 (30%), Positives = 301/626 (48%), Gaps = 
57/626 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++ N
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVASYTRTLWHLLKRNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NKID  G D +  +  ++  LS + +    +            D + ++ 
V  
Sbjct  121  VPVFIFVNKIDTVGADKEKALADLQQNLSENCVDFSKI------------
DDDFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             +D LLEKY+    IS   +    Q  + D   FPVY+GSA K  GI+  +    G  
Q 
Sbjct  169  CDDSLLEKYLDHGEISEHDV----QHEIIDRKTFPVYFGSALKLTGIKEFL---
AGFEQW  221

Query  241  IGEQ-
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              EQ  +       FK+ +   G+R  ++++  G L+ +  ++       KI ++R
+ + 
Sbjct  222  TLEQTHTEDFMARCFKISHDKNGERLTWVKILGGKLKAKTELS-----
DEKINQIRLYNG  276

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +      A  G++V L       P     + D    PT L +        P+L   
+ P
Sbjct  277  EKFTTIIEAEAGDVVALTGLSKSYPGQGFGVGDA---PTALLK--------
PVLTYKVNP  325

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +        L AL  L D DP L         EI +  +G++QLE++  L+ E++ 
L  V
Sbjct  326  QD-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIV  384

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL  L
Sbjct  385  FEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVL  439

Query  470  NQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L
Sbjct  440  
TKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGL  499

Query  529  KESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P  
Sbjct  500  
MEEKIRQQTILLEPWYDFRLEIGRDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVA  559

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +Q Y T++  YT+G       + GY
Sbjct  560  EMQDYATEVRNYTHGEGNLECVVSGY  585

>WP_036691423.1 MULTISPECIES: elongation factor G [Paenibacillus]
 KEQ22385.1 elongation factor G [Paenibacillus tyrfis]



Length=691

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 322/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGGATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSL------  160
             ++NK+D  G D    VQ +R+KL A+ +                  ++Q   +      
Sbjct  132  
AYVNKMDIIGADFLGAVQQMREKLGANAVAIQLPIGAESDFRGIIDLVEQVAYIYKDDLG  191

Query  161  ----SPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E   +E  + V E +++L+ KY+ GE ++ +++    ++ 
V + 
Sbjct  192  
KDVEQSEIPAEFKDKVEELRLELVEKVAELDEELMMKYLEGEELTVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+         E G+  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVVAYLPSPLDVPDIKGTLEDGTEVVRKSADEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGILNSGSYVVNATKGKRERIGRILQMHANSRQEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LAKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +    +   PL  G+G Q+ES++  G + + +   ++ 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQYGHCWVEFEPLEAGTGFQFESKIVGGSIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G++ G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAAEKCRPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDTRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E+  Y+
Sbjct  665  VYSMEISHYE  674

>WP_054735143.1 GTP-binding protein [Lactobacillus similis]
 KRN26958.1 translation elongation factor (GTPase) [Lactobacillus 
similis 
DSM 23365 = JCM 2765]
Length=659

 Score = 261 bits (666),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 200/627 (32%), Positives = 312/627 (50%), Gaps = 
41/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I  GI+AHVDAGKTTL+E+LLY +G + E G V+KG    D+  LE+QRGITI 
+  
Sbjct  1    
MTDIITGIVAHVDAGKTTLSEALLYRAGTVRELGRVDKGDAFLDSDDLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++    + ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  TR L+  L 



+ N
Sbjct  61   
AQLKYQDLNLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLARYN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            +PTVIF+NK+D  G D  +++  ++ +LS   +     +  S+S E  L E TD E    
Sbjct  121  VPTVIFVNKMDAVGADRDAILSQLQAELSDGCVAFDAPKMTSVSTE--
LPEGTDEE----  174

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +  ++D+LL+ ++    ++ +  VR+    +Q  ++FP Y+G+A K  G+   +  
+   
Sbjct  175  IALHDDQLLDSFLETGELADDS-VRD---
LIQQRAIFPCYFGAALKLDGVDNFLAGLAKW  230

Query  238  FQ--
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             +  P+ E    A    VFK+ + + G+R  +LR+  G+L+ +  +     +  K+ 
++R
Sbjct  231  TRETPVTE----AFGARVFKISHDEKGERLTWLRMLGGSLKPKAVIL----
DDQKVNQLR  282

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPK  353
              +  +         G  VI           LG  D    P  +      P+L  T
+ PK
Sbjct  283  TYNGTKYTVQPEVTSGICVIPALTDTYPGQGLGNVDDALAPAMQ------
PVLTYTLDPK  336

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
             A      L AL QLAD DP L     S   E+ +  +G VQLE++  LL+++++L
+   
Sbjct  337  -
AHDIHDCLAALQQLADEDPQLHVAWSSQLQELRVQLMGTVQLEILQQLLADRFQLDVGF  395

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               S++Y E   +A     H E  P   +A + L + P   GSG+ + +  SL  L 
+++
Sbjct  396  DAGSILYRETITEAVEGVGHFE--
PLRHYAEVHLLMQPAPRGSGLTFAADCSLEVLGRNW  453

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ V   +R   + G L G  +TD KI    G      S   DFR      + Q L    
Sbjct  454  
QHQVLTNLRAKEQLGVLTGSPITDMKITLVGGRASIVHSVGGDFREATWRAVRQGLMTLR  513

Query  529  KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK--
KDEVVFTGEIPARCI  586
            +  G QLLEP+  F L   QE + RA  D  +   T ET +          TG  P   



+
Sbjct  514  
ERGGCQLLEPWYQFRLVVAQEQVGRAMTDIQRMNGTFETPETDATTGLTTLTGTAPVATM  573

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAA  613
            Q Y   +  YT+G+      + GYQ A
Sbjct  574  QGYSQTVNAYTHGKGQLECLVAGYQPA  600

>KKQ74836.1 Elongation factor G [Candidatus Woesebacteria bacterium 
GW2011_GWB1_38_5b]
Length=711

 Score = 262 bits (669),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 201/682 (29%), Positives = 314/682 (46%), Gaps = 
78/682 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  13   
KVRNIGIIAHIDAGKTTTTERILYYTGRTHKIGDIDEGTTVMDWMKEERERGITIVSAAT  72

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W           HR  +NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ
+Q+ 
Sbjct  73   TTFWTPTEGLLKGIEHR--
INIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSE  130

Query  111  ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-------
KQT------  157
             ++    K  +P + F+NK+D+ G D  + V+S+ D+L A+  I       +QT      
Sbjct  131  
TVWRQADKYKVPRICFVNKMDKLGADFFATVKSIEDRLGANPAIMVLPIGSEQTYIGNVD  190

Query  158  -----------------VSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
                               ++ +I  E    +E +     + + E +D L+EKY+  
E  
Sbjct  191  
LLTRKAYRWGSDELGAKFDVADDIPAEMRDQVEEFRHKLVEKISETDDSLIEKYLKSEEP  250

Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA--------  247
            + E+L R  +R V    L P+Y GS+ +  G+QPL+ AV        + G          
Sbjct  251  
TVEELRRALRRAVISYKLVPIYAGSSLRNKGVQPLLAAVVEYLPSPADLGEVHGHHPKTE  310

Query  248  -----------ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMR  295
                       AL G  FK++      +  Y R+YSG L     V  A ++ K ++  



+ 
Sbjct  311  
AQEVRKLKEDEALSGLAFKIQNDPHVGKLTYFRVYSGKLESGSYVYNATKDIKERVGRLL  370

Query  296  IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIA  351
            +    +      AY GEI+ ++        D L D   P  L +  +   P P++   
I 
Sbjct  371  LMHSNQREEIKEAYAGEIIAVVGLKDTGTGDTLSDEAHPIVLEKITF---
PEPVISLAIE  427

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PKT + +E+L  AL +L D DP  + + +  T + I+S +G +QLEV    + E + 
+E 
Sbjct  428  
PKTKSDQEKLGMALKRLMDEDPTFQVKANHETGQTIISGVGELQLEVKVHTMKEDFGVEA  487

Query  412  VVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             V  P V Y E   + AS       +      +    L VTP   G G +++  +  
G +
Sbjct  488  
NVGAPQVAYKETIKRQASGEGKYIRQSGGRGQYGHCFLRVTPKPRGEGYEFKDEIKGGAI  547

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
               F  ++R GI   +E G++ G+ + D  +    G ++   S+   F+  A   L
+ A 
Sbjct  548  
PSEFIISIRKGIAETMENGIYLGYPMVDMDVAVYDGSFHEVDSSDIAFKIAASKALQVAC  607

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K +   LLEP +   +  P E++     D     A I   Q      +     P   
+  
Sbjct  608  
KAADLTLLEPIMKVEVTTPSEFMGDVIGDLSAKRAQIIGTQEHGKATIILAMAPLAELSD  667

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T L   T GR+    E   Y
Sbjct  668  YATTLRSMTQGRASYYMEPSHY  689

>WP_012449900.1 GTP-binding protein [Clostridium botulinum]
 ACD51568.1 GTP-binding elongation factor, TetM/TetO family 
[Clostridium 
botulinum E3 str. Alaska E43]
Length=652

 Score = 260 bits (665),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 166/632 (26%), Positives = 307/632 (49%), Gaps = 
21/632 (3%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKKHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   D+++V+  +  K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREISDIENVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + +   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKCMIFPCLSGSALLDVNMDKFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYCTENEIEFNEKINQIRIYNSDK  296

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DT Y G++  +      ++   +G+           + +P L++ +    +   
+ 
Sbjct  297  FILEDTVYAGDVFGVTGLTKFKIGQGIGEADL----
NTYYNIVPTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    E+ +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDEDLQEMNIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  



Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622

>WP_029343088.1 MULTISPECIES: elongation factor G [Exiguobacterium]
 AOS99263.1 translation elongation factor G [Exiguobacterium sp. 
U13-1]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 193/676 (29%), Positives = 311/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++R++L A                   D++ ++T     
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRERLQANAHAIQLPIGAEDEFKGIIDLVEQKTYMYGNDL-  190

Query  166  LEENTDIEAWD-------------------



AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV +  ++L+ KY+ GE I+ ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADLADQAEELRGSLIEAVADYEEELMMKYLEGEEITIDELKAAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             +G+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPIDVKAISGIDMDTDEEIVRESSDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVYAGDI----
AAAVGLKDTTTGDTLCAEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VEHGIEEALQNGILAGYPVVDVKASLVFGSYHDVDSNEMAFKVAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660



Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_079418025.1 elongation factor G [Paenibacillus ferrarius]
 OPH50087.1 translation elongation factor G [Paenibacillus 
ferrarius]
Length=691

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 322/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  E+      
D  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRQKLGANAVAIQLPIGAENEFKGIIDLVEEVAYMYKDDLG  191

Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L  KY+ GE ++ +++    ++ 
V + 
Sbjct  192  
KDIEKVEIPAEFKDQVAELRLELIEKVAELDEELTMKYLEGEELTVDEIKGALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVINYLPSPLDVPDIKGVLDDGTEVIRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V  A    RE++ +I +M   S+ EI      
Y



Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVVNATKGKRERVGRILQMHANSRQEI---
SIVY  368

Query  310  PGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L +  +   P P+++  + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTTTGDTLCDEKNPVILEKMVF---
PEPVIQLAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GIALQKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +AA+      V  +      G   +   P   G+G  +E++V  G + + +   
++
Sbjct  482  E-
TFRAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGTGFIFENKVVGGSIPREYIAPIQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLE
Sbjct  541  
AGIEESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE    +    V   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGDLNSRRGRIEGMDSRHGAQVIRAKVPLSEMFGYSTTLRSRT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVYSMELSHYE  674

>WP_099479667.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    



Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGLAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---



IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_088428737.1 elongation factor G [Stenotrophomonas maltophilia]
 OWQ77278.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 207/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESDFNGWVDLVDERVL  188



Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T I  WD                AV + +++L + ++ G  I  E+L    
+R
Sbjct  189  
QWRDGAATVITPWDDAARAQWQAQRDALVEAVADRDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 



Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_078393391.1 elongation factor G [Bacillus patagoniensis]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 185/659 (28%), Positives = 314/659 (48%), Gaps = 
69/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRVHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G D    V ++RD+L A+                   +I+    +S 
+ + 
Sbjct  132  
VFVNKMDKTGADFMYSVGTLRDRLQANAHPIQLPIGAEDEFTGFIDLIEMDAHISKDDLG  191

Query  167  E--ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E TDI +              +AV E +++L+ KY+ GE +++E+L    ++   
+ 
Sbjct  192  
QEWETTDIPSEYQEQATKMRESLVEAVAELDEELMMKYLEGEELTKEELKTAIRQGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
              +PV  GSA K  G+Q L+DAV                          +P  +Q  
+AL
Sbjct  252  
EFYPVICGSAFKNKGVQALLDAVLAYLPSPLDVAAIRGHVPDSEEEVTREPGDDQPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  A ++K     +I +M   S+ 



EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLNSGSYVRNATKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++  ++ PK+ A +++
+  A
Sbjct  366  
STVYSGDIAAAVGLKDTTTGDTLCDEKSLVILESMQFPEPVIHLSVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDILVDRMKREFKVEANVGAPQVSYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + + ++V  
GI 
Sbjct  486  
RSSAKVEGKFVRQSGGRGQFGHVWVEFSPNEEGAGFEFENAIVGGAVPREYISSVEAGIE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ V D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
EALDNGMIAGYPVIDLKAKLYDGSYHDVDSSEMAFKIAASMALKNAKSKCSPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
              +  P+EY+     D       +E  + + +  +    +P   +  Y T L   T 
GR
Sbjct  606  
VEIVIPEEYMGDIMGDVTARRGRVEGMEARGNAQIVKAFVPLAEMFGYATSLRSRTQGR  664

>EKE02213.1 hypothetical protein ACD_20C00411G0014 [uncultured 
bacterium]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 200/676 (30%), Positives = 324/676 (48%), Gaps = 
74/676 (11%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I N+GI AH+DAGKTT TE +L+ +G   + G V +GT+ TD M  ER+RGITI  
AAV
Sbjct  9    



RIRNVGIAAHIDAGKTTTTERILFYTGFTHKMGEVHEGTSITDFMEQERERGITITSAAV  68

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   ++NI+DTPGH+DF  EV RSL VLDG I V  A  GVQ Q+  ++    
+  
Sbjct  69   TSF-
WKEHQINIIDTPGHVDFTIEVERSLRVLDGVIAVFCAVGGVQPQSETVWRQANRYK  127

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT----  157
            +P ++F+NK+D+ G +   V+  +R +L                     D+I ++     
Sbjct  128  
VPIMVFVNKMDRTGANFFRVIDQIRTRLQGNAHAIQIPIGAEENLTGIIDLITQKAYIYG  187

Query  158  ----VSLSPEIVLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  +    V E   D+ A       +A+ E+ D+L+ KY+ G  I+ ++L    
+R 
Sbjct  188  
NDLGTDIQETAVPESMADMVAEYREKLIEAIAESEDELMMKYLEGMEITEDELKEGLRRA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS--------  246
                 + PV  GSA K  G+Q L+DAV             TG+ +  GE+ +        
Sbjct  248  TISNKIIPVTCGSAFKNKGVQLLLDAVIDYMPAPIDVPPITGITKS-
GEEVTRPSDDEEP  306

Query  247  -AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       R  ++R+YSGTL     V   +   +E++ +I +M+  
++ E
Sbjct  307  FAALA---
FKIMTDPYVGRLTFVRVYSGTLEAGSYVLNSSTGKKERISRIVQMQADTRNE  363

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +   D    G+I  ++        D L +          E P P++   I PKT A 
+++
Sbjct  364  V---
DEIRAGDIAAVVGLKDTTTGDTLCNEAHQVVLESIEFPEPVISVAIEPKTKADQDK  420

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL +LAD DP  R +VD  T + I+S +G + LE++   L  ++K+   V +P 
V Y
Sbjct  421  
LSAALGKLADEDPSFRVKVDPETGQTIISGMGELHLEIIVDRLLREFKVGANVGKPQVAY  480

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA  A      +      +  + L + PL  G+GV++E+++  G + + +  
AV+
Sbjct  481  



REAITKAVEAEGKFVRQSGGRGQYGHVKLKLEPLGKGTGVEFENKIVGGTVPKEYIPAVQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L  G+  G+ V D K+    G Y+   S+   F+    + ++  +K++   
+LE
Sbjct  541  
KGVEEALAGGIIAGYEVIDIKVTLYDGSYHDVDSSEMAFKVAGSMAVKDGVKKAAPNILE  600

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV--
FTGEIPARCIQAYRTDLAF  595
            P +   +  P++YL     D       IE  +  +   +      +P   +  Y 
TD+  
Sbjct  601  
PMMKVDVEVPEDYLGDVIGDLSGRRGRIEGMEAIEGTNLQKVNALVPLSEMFGYATDIRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     E   Y+
Sbjct  661  KTQGRGTFSMEFSKYE  676

>OLC14124.1 translation elongation factor G [Candidatus Rokubacteria 
bacterium 
13_1_40CM_69_27]
 OLC39341.1 translation elongation factor G [Candidatus Rokubacteria 
bacterium 
13_1_40CM_4_69_5]
Length=688

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 196/690 (28%), Positives = 319/690 (46%), Gaps = 
75/690 (11%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A T+  
W  C
Sbjct  1    
MAHIDAGKTTTTERVLYYTGRSYKIGEVHEGTATMDWMVQEQERGITITSAATTCFWRDC  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K  +P +
+++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGAVAILDAVSGVEPQTETVWRQADKYRVPRIVYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQT-----------VSLSPEIVL--
EENTDI---  172
            K+D+ G D    +  +R++L A  +  Q            V L  ++ L  +EN +    
Sbjct  121  
KMDRVGADYYRCLDMLRERLGAHAVPVQVPLGREDGYRGLVDLVDQVALVWDENDETLGK  180



Query  173  --------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS  212
                                +  +A+ E ++ L+EKY+  EPIS E+L    ++      
Sbjct  181  
EFKKVEIPADLRDHVKEYREKMIEALAEVDEHLMEKYVHSEPISPEQLKAAVRKGTIALK  240

Query  213  LFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAALC  250
            LFPV  G++ K  G+QPL+DAV                          +P  E+  
AAL 
Sbjct  241  
LFPVLCGASFKNKGVQPLLDAVIDYLPSPVDIPPVKGLNPETHAVEERKPSDEEPFAALA  300

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       + V+LR+YSGTLR    V  + +EK     ++  M    + E+    
Sbjct  301  ---
FKLMNDQHVGQLVFLRVYSGTLRSGSAVYNSIKEKKERVGRLLRMHANKREEVEGIA  357

Query  307  
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
                   + L   +    D L DP R         P P++   I PKT A  E+L  
+L+
Sbjct  358  AGDIAAAIGLKFATT--
GDTLCDPERPIMLEAMTFPEPVIAVAIEPKTKADEEKLGLSLS  415

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  +   D  T + ++  +G + LE++   L  ++K+E  V +P V Y E   
K
Sbjct  416  
RLALEDPTFKVTSDEETSQTLIHGMGELHLEIIVDRLLREFKVEANVGKPQVAYRETIRK  475

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A        +      +  + L V P + G G+ +E+++  G + + +  AV  G
+R  
Sbjct  476  
RADAQGRFVRQTGGRGQYGDVYLEVEPAAPGEGIVFENKIVGGAIPREYIPAVEKGVREA  535

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            LE G L G+ + D ++    G Y+   S+   F+    + ++ A + +   LLEP 
+   
Sbjct  536  
LETGVLAGYPMVDVRVRLVDGSYHEVDSSEIAFKIAGSMAVKDACRRAKPVLLEPIMDVE  595

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       I + + +    V    +P   +  Y TDL   T 
GR+  
Sbjct  596  
VVTPEEYMGAVVGDLNSRRGRIVSLEARGTSQVIRANVPLGTMFGYATDLRSMTQGRATY  655



Query  604  LTELKGYQA---AVGQPVIQ--PRRPNSRL  628
              +   Y+    A+G  ++     RP  R+
Sbjct  656  TMQFARYEEVPPAIGDEIMAKVAGRPTQRV  685

>WP_091976048.1 elongation factor G [Peptostreptococcus russellii]
 SEN86941.1 translation elongation factor 2 (EF-2/EF-G) 
[Peptostreptococcus 
russellii]
Length=688

 Score = 261 bits (667),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 184/660 (28%), Positives = 309/660 (47%), Gaps = 
64/660 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYAGRTHKIGETHDGASQMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++       
+
Sbjct  69   
TCEWKGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKSGVEPQSENVWRQAETYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVL-  166
            P + F+NK+D+ G D  +VVQ ++D+L A+ +  Q               + +  
EI   
Sbjct  129  
PRIAFVNKMDRQGADFYNVVQMMKDRLKANAVAMQLPIGSEDNFTGIIDLLVMKAEIYKN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ T+IE  D                  AV E +++L+ KY+ GE I+ E+L +  
++  
Sbjct  189  
DQGTEIEEQDIPADMLDKAKEYREALVEAVAETDEELMMKYLEGEEITVEELKKAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
                + PV+ G+A +  G+Q ++D V                 P GE+            
Sbjct  249  
IACEMNPVFCGTAYRNKGVQLMLDGVIDYLPAPTDIESIKGILPDGEESERHASDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL     V  A + K     +I +M   ++ EI    
Sbjct  309  



ALAFKIMTDPFVGKLAFFRVYSGTLESGSYVLNATKNKRERIGRILQMHANTREEIT---  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L DP         E P P++   I P + A +E++  
AL
Sbjct  366  
CVYAGDIAAAVGLKDTTTGDSLCDPNAPIILESMEFPEPVIFVAIEPASKAAQEKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +L++ DP      D+ T + I+  +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
QKLSEEDPTFTVRTDAETGQTIIGGMGELHLEIIVDRLLREFKVEAKVGAPQVAYRETIT  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P+    +    +      +  + + V PL  G G ++E++   G + + +   V  
GI+
Sbjct  486  QPVD-
VEYKYSKQSGGRGQYGHVKIRVNPLESGEGYKFENKTVGGSVPKEYVGPVDQGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D  +    G Y+   S+   F+  A +  + A+K+  + 
LLEP  +
Sbjct  545  
GAMQSGIVAGYPVVDVAVELYDGSYHEVDSSEMAFKMAASMAFKDAMKKGNSVLLEPIFA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       I+  + +    V    +P   +  Y TDL   T 
GR+
Sbjct  605  
VEVVTPEDYMGDVMGDLNSRRGMIQGMEARNGAQVIRAHVPLSEMFGYATDLRSTTQGRA  664

>OLC37343.1 translation elongation factor G [Acidobacteria bacterium 
13_1_40CM_56_16]
 OLD18703.1 translation elongation factor G [Acidobacteria bacterium 
13_1_40CM_3_56_11]
 OLE90034.1 translation elongation factor G [Acidobacteria bacterium 
13_1_20CM_2_55_15]
Length=699

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 317/674 (47%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWEGHRINIIDTPGHVDFTAEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------------
IIIKQT  157
            P + F+NK+D+ G D Q  +Q +R +L A+                         
II + 
Sbjct  129  
PRIAFVNKMDRPGADYQRCMQMMRSRLHANPVAIQYPLGKEETFRGVIDLLEEKAIIYRD  188

Query  158  VSLSPEIVLE----ENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             +L  E V E    E  DI      +  +A  E ++K+ EK++ GE IS E+L    
++ 
Sbjct  189  
ETLGAEYVKEEVPAEYKDIVHEYREKIIEAACEADEKVFEKFVHGEAISNEELKAAIRKG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQG  245
                 L PV  G+A K  G+QPL+DAV   L  P+                      
+Q 
Sbjct  249  
TIAIKLTPVLCGAAFKNKGVQPLLDAVVAYLPSPVDIPPVQGWTPDRTAVQTRAVDDKQP  308

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             +AL   VFK+       +  + R+YSG+L     V       RE++ ++ +M    
+ E
Sbjct  309  FSAL---
VFKIMTDPFVGQLAFFRVYSGSLSTGSYVYNSTKQARERIGRLLKMHANKREE  365

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I      + G+I   +   +V   D + D  +       + P P++   I PKT A 
+ER
Sbjct  366  I---
KDVFAGDIAAAVGLRNVTTGDTICDENKQILLEAMDFPEPVISVAIEPKTKADQER  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA  DP  +   D  T + I+S +G + LE++   +  ++ +   V +P 
V Y
Sbjct  423  
MGIALNKLAQEDPTFKIHTDPDTAQTIISGMGELHLEIIVDRMMREFNVGANVGKPQVAY  482

Query  421  MER-PLKAASHTIHI-



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    KA +   +I +      +  + ++V P + G+G  +E+ +  G + + +   
V 
Sbjct  483  
KETIRSKAHAEGKYIRQTGGRGQYGHVRITVEPSAAGAGFVFENAIVGGAIPKEYIKPVE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  +E G L G+ V D K+    G Y+   S+   F+    I  ++  +++   
LLE
Sbjct  543  
QGIKEAMESGVLAGYEVKDVKVTLYDGSYHEVDSSEIAFKIAGSIAFKEGCRKASPALLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E++     D       IE  + +    +    +P   +  Y TDL   
T
Sbjct  603  
PVMKVEVVLPEEFMGDVIGDLNSRRGDIEGMEARPGTQIIRALVPLSSMFGYATDLRSRT  662

Query  598  NGRSVCLTELKGYQ  611
             GR+        Y+
Sbjct  663  QGRATYTMHFSHYR  676

>WP_050677142.1 MULTISPECIES: elongation factor G [Exiguobacterium]
 KNH37386.1 elongation factor G [Exiguobacterium acetylicum]
 KQS20968.1 elongation factor G [Exiguobacterium sp. Leaf187]
 OAI82457.1 elongation factor G [Exiguobacterium sp. KKBO11]
Length=692

 Score = 261 bits (668),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 193/676 (29%), Positives = 311/676 (46%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++R++L A                   D++ ++T     
++ 



Sbjct  132  
VFVNKMDKIGADFLYSVGTLRERLQANAHAIQIPIGAEDEFKGIIDLVEQKTYMYGNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV +  ++L+ KY+ GE I+ ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADLADQAEELRGSLIEAVADYEEELMMKYLEGEEITIDELKAAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             +G+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPIDVKAISGIDMDTDEEIVRESSDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVYAGDI----
AAAVGLKDTTTGDTLCAEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VEHGIEEALQNGILAGYPVVDVKASLVFGSYHDVDSNEMAFKVAASMAVKQLKDKSGAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595



            LEP +   +  P EY+     D       +E  + + +  V    IP   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGNAQVVRSMIPLSEMFGYATGLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_090144866.1 GTP-binding protein [Lachnospiraceae bacterium 
XBD2001]
 SFT54746.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium XBD2001]
Length=890

 Score = 265 bits (678),  Expect = 2e-74, Method: Compositional 
matrix adjust.
 Identities = 197/623 (32%), Positives = 302/623 (48%), Gaps = 
36/623 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GI+AHVDAGKTTL+ESLL+  G I + G V+   T  DT  +ER RGIT+ 
+  
Sbjct  1    
MKEIVLGIVAHVDAGKTTLSESLLFDGGTIRQIGRVDHQDTYLDTAEIERDRGITVFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +    V ++DTPGH+DF AE+ RSL VLD AILVIS  DGVQ+ TR L+  
LR+  
Sbjct  61   
AGFSYGDLAVTLLDTPGHVDFSAEMERSLQVLDYAILVISGLDGVQSHTRTLWKLLREYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +FINK+D A    + ++ ++RD L  D +    + L+  +V   + D +  + 
+  
Sbjct  121  VPCFLFINKMDIARESREELLANLRDNLHGDFVDMGALRLADGVV---
SGDDDVLEELAM  177

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
             N++LLE Y  GEP+  E + +   RR      FP  +GSA K  G++ L+  +     
+
Sbjct  178  ANEELLEAYSNGEPLRAEMVSKAIVRR----
DFFPCVFGSALKNEGVEELLQVLCDYTME  233

Query  240  P-
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            P  GE+  A     VFK+     G R  ++RL  G+L+ R  +   G    K+TE
+R+ +



Sbjct  234  PEYGEEFGA----RVFKIGRDKNGNRLTHVRLIGGSLKNRQEITY-
GELTEKVTEIRLYN  288

Query  299  KGEIVRTDTAYPGEI-VILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     A+ G++  +L     +    LG  D   +P          +L   + 
P   
Sbjct  289  GERYESLQEAHAGQVCTLLGLSDTKPGQGLGACDDADVPLME------
AVLNYQVIPPED  342

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 LL  + QL + DP L+ E    T EI ++ +G VQ EV+   +  ++ +      
Sbjct  343  
YPLPTLLANMRQLEEEDPALQVEWLEETKEIHINIMGPVQTEVLQQEIKRRFGVVVTFGP  402

Query  416  PSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              ++Y E    P++   H       P   +A + L + PL  G+G+Q  S  S   
L  +
Sbjct  403  GKILYKETITAPIEGVGH-----
YEPLRHFADVHLLIEPLENGAGIQLASDCSQDVLALN  457

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   +   + +G L G  +TD KI    G  +   +   DFR      + Q 
LK++
Sbjct  458  
WQRLILTHLGERMHRGTLIGAPITDVKITVIGGRAHIKHTEGGDFRQATYRAVRQGLKKA  517

Query  532  G----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
                  Q+LEP+    L  PQ+ + RA  D  +   T+E   ++    V  G +P  
CI 
Sbjct  518  
AAAGMAQILEPFYQVRLTIPQDMIGRAMMDLERMHGTMEPPFIEDGMGVLIGRVPVACIA  577

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y  D+A YT G       L GY
Sbjct  578  DYGKDVAVYTGGMGQLSLSLAGY  600

>OFV98154.1 translation elongation factor G [Acidobacteria bacterium 
RIFCSPLOWO2_12_FULL_54_10]
Length=696

 Score = 261 bits (668),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 196/672 (29%), Positives = 319/672 (47%), Gaps = 
73/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G     G V  GT   D M  E++RGITI +A 



T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGITHRIGEVHDGTAVMDYMAQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKDVRINIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVQPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-----------DIIIKQTVSL--
SPEIVLEENT-  170
             FINK+D+ G + +  +  +RD+L A           +   K  + L     I+ +
++T 
Sbjct  132  
AFINKMDRVGANYERCINMIRDRLVARPAAIQIPLGQEDAFKGVIDLFRMKAIIYQDDTQ  191

Query  171  ---------------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                           D + W     +++ E++D L+EKY+ GE ++ EK +RE  
RR   
Sbjct  192  GSKFEEQDIPAQYAEDAKTWHDQLVESISEHDDALMEKYVHGEELT-
EKELRESLRRSTI  250

Query  211  A-SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI------GE------
QGSAALCG  251
            A  L PV  G+A K  G+QPL+D+V          +P+      GE        S     
Sbjct  251  
ALKLVPVVCGTAFKNKGVQPLLDSVVDFLPSPLDIRPVKGTSLSGETLERSASDSEPFAA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
             VFK+       +  + R+YSG L+    V  A R++     ++ +M    + +I     
Sbjct  311  
LVFKIMTDPYVGQLSFFRVYSGFLKTGSQVLNATRDRKERIGRLLKMHANKREDI---QE  367

Query  308  AYPGEIVI-LPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             Y G+I   +   +V   D + D   P  L    +   P P++  ++ PKT A +E
+L  
Sbjct  368  VYAGDIAAAVGLKNVSTGDTICDVDSPIILENIVF---
PNPVISVSVEPKTKADQEKLGT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  +  VD  T + ++S +G + LE++   L  ++ +   V  P V 
Y E 
Sbjct  425  
ALGKLAQEDPTFKVHVDPDTAQTLISGMGELHLEIIVDRLVREFNVGANVGRPQVAYRET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P +A    I        +  ++ +S+ PL  GSG ++ +++  G + + +  



AV DG
Sbjct  485  IRKPAEAVGKYIRQTGGRGQYGHAV-
VSIEPLKPGSGFEFVNKIVGGSIPREYIPAVEDG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I   L  G L G+ + D +     G Y+   S+   F+    +  ++A + +   
LLEP 
Sbjct  544  
IEEALSSGVLAGFEMVDIRATLLDGSYHDVDSSEMAFKIAGSMAFKEACRHASPALLEPV  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +S  +  P+ Y+     D       I++ +      +    +P   +  Y T++   
T G
Sbjct  604  
MSVEVVVPEVYMGDIIGDLNSRRGRIDSMEPLAGSQIIRAFVPLSEMFGYATEMRSRTQG  663

Query  600  RSVCLTELKGYQ  611
            R+        Y+
Sbjct  664  RATYTMHFSRYE  675

>WP_093625107.1 elongation factor G [Lactobacillus gorillae]
Length=694

 Score = 261 bits (668),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 319/671 (48%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKDTRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS----------------ADII--
IKQTVSLSPE  163
            P ++F NK+D+ G D    V+++ ++L+                A +I  +K    
+  E
Sbjct  131  
PRLVFANKMDKMGADFDYSVKTIEERLNVTPLPIQMPIGAEDEFAGVIDLVKMVAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207



              L +N D          EA    DA+IE     ND ++EKY+ G  IS +++    
++ 
Sbjct  191  
DKLGKNWDTVEIPADMKDEAESRHDAMIETLADVNDDIMEKYLEGAEISVDEIKAAIRQA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSA---------AL  249
              +  LFPV  GSA K  GIQ ++DAV            F    E+G+A           
Sbjct  251  
TLNQELFPVLAGSAYKDKGIQMMLDAVLDYLPSPVDVKPFVAHDEEGNAIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERIGRLLQMHSNQQNEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAL  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G+G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L  A  + G  
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLHAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKGGAVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHSYVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612



                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_024425594.1 MULTISPECIES: elongation factor G [Bacillus]
 KDE25923.1 elongation factor G [Bacillus safensis FO-36b]
 KEP31700.1 elongation factor G [Bacillus safensis]
 KIL18985.1 hypothetical protein B4129_0116 [Bacillus pumilus]
 KIL25727.1 hypothetical protein B4134_0109 [Bacillus pumilus]
 KIZ54313.1 elongation factor G [Bacillus safensis]
 KKD40156.1 elongation factor G [Bacillus safensis]
 CUB17149.1 Elongation factor G [Bacillus pumilus]
 KRE09588.1 elongation factor G [Bacillus sp. Root920]
 KXI31083.1 elongation factor G [Bacillus sp. P003]
 OBW48156.1 translation elongation factor G [Bacillus safensis]
 APJ09582.1 translation elongation factor G [Bacillus safensis]
 APT51663.1 translation elongation factor G [Bacillus safensis]
 APT55501.1 translation elongation factor G [Bacillus safensis]
 OMP29292.1 translation elongation factor G [Bacillus sp. I-2]
 ARD54817.1 translation elongation factor G [Bacillus safensis]
 OUE36095.1 translation elongation factor G [Bacillus safensis]
 OUK91452.1 translation elongation factor G [Bacillus safensis]
 PAK32687.1 elongation factor G [Bacillus safensis]
 PGC61347.1 elongation factor G [Bacillus safensis]
 PLT36189.1 elongation factor G [Bacillus safensis]
 PNU22091.1 elongation factor G [Bacillus stratosphericus]
Length=692

 Score = 261 bits (668),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVIDVAIEPKSKADQDKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665



Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>ENZ43482.1 small GTP-binding protein domain protein 
[ [[Clostridium] bolteae 
90B3]
Length=907

 Score = 266 bits (679),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/633 (30%), Positives = 308/633 (49%), Gaps = 
69/633 (11%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI +   
+  W
Sbjct  3    
LGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNRDAFLDTYALERARGITIFSKQAALTW  62

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L K  
IP  +
Sbjct  63   
EGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYRIPVFL  122

Query  126  FINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            F+NK+DQ G D +  ++ ++ +L    AD     T        + + T            
Sbjct  123  
FVNKMDQPGTDREQRMRELQKRLDDGCADFAGAGTEEFREHAAMCDET------------  170

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQPI  241
              LLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+  +      
P 
Sbjct  171  --LLERYMETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLGGIRRWAMVPN  224

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKITEMR  295
              Q   A    V+K+   D G R  +L++  G+L+++  ++    EK       K+ 
++R
Sbjct  225  YPQEFEA---
KVYKISRDDQGNRLTHLKITGGSLKVKGIISGGNTEKPSETWQEKVNQIR  281

Query  296  IPS--KGEIVRTDTA------------YPGEIVILPSDSV--
RLNDVLGDPTRLPRKRWR  339
            + S  + E V    A            YPG+ +    DS+   L  VL    +LP     
Sbjct  282  



VYSGDRYETVAEAEAGTICAVSGLTRTYPGQGLGAGQDSMVPVLEPVLNYQVKLPEGCDG  341

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               LP  R                   QL + DPLLR   +    EI +  +G VQ
+EV+
Sbjct  342  AVMLPKFR-------------------
QLEEEDPLLRVVWNEELKEISMQLMGEVQIEVL  382

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             +L+ E++ ++      +++Y E          H E  P   +A + L + P   
GSG+Q
Sbjct  383  KSLIEERFGIQVEFGTGNIVYKETISGTVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQ  440

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  +   
DFR 
Sbjct  441  
FETRCSEDDLDRNWQRLVLTHLEERVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQ  500

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + 
V T
Sbjct  501  
ATYRALRQGLMEASCILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLT  560

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G+ P   ++ Y++++  YT G+      LKGY+
Sbjct  561  GQAPVAAMRGYQSEVISYTRGQGRLACTLKGYE  593

>WP_075621308.1 elongation factor G [Bacillus safensis]
 APT44524.1 translation elongation factor G [Bacillus safensis]
Length=692

 Score = 261 bits (668),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRASTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVIDVAIEPKSKADQDKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_057767199.1 elongation factor G [Bacillus praedii]
Length=692

 Score = 261 bits (668),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 315/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    ++++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKLGADFLYSLKTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLIEMRATFYGNDL  190

Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE                    +AV E ++ L+EKY+ GE IS E+L    ++   
+
Sbjct  191  
GTDIEEREIPAEYMDQAEEYREKLIEAVAELDENLMEKYLGGEEISNEELKAAIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAA  248



               +PV  GSA K  G+Q ++DAV   L  P+                      E+  
AA
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPAIKGTLPDSDEEIERHSSDEEPFAA  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI  
Sbjct  311  LA---
FKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T Y G+I   +        D L D   L      E P P+++ +I PK+ A ++
++  
Sbjct  366  -
STVYAGDIAAAVGLKDTTTGDSLCDEKNLVILESMEFPEPVIQLSIEPKSKADQDKMTT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R   +       +      +  + +  +P   G G ++E+ +  G + + +  AV
+ G+
Sbjct  485  
FRGSASVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  545  
EDALDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCKPVILEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     +       +E    + +  V    +P   +  Y T L   
T GR
Sbjct  605  
RVEVIIPEEYLGDIMGNVTSRRGRVEGMDARGNAQVVRAMVPLSEMFGYATSLRSSTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVFSMHFDHYE  675

>WP_018366302.1 elongation factor G [Streptococcus didelphis]
Length=692



 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 197/673 (29%), Positives = 316/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E +++L+ KY+ GE I+ E+LV   
+R  
Sbjct  189  
DLGTDIREEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELVEGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEDETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V    ++K     +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKDKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +   +    D L D          E P P+++  + PK+ A 
++++
Sbjct  366  ---
ETVYAGDIAAAVGLKNTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKM  422



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLVESMANGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAFVPLAEMFGYATILRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>SCK03025.1 Vegetative protein 19 [uncultured Eubacterium sp.]
Length=689

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 317/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKLGETHEGAATMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    
K  +
Sbjct  70   



TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   V +  
EI  +
Sbjct  130  
PRMIFVNKMDIMGADFFRVVGMVKDRLKANAVPVQLPIGAEDNFVGIIDLVEMKAEIYKD  189

Query  168  ------ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI        + W     ++V E +++L+ K++ GE  + E++    
+++ 
Sbjct  190  
ELGKEYEVTDIPEDMMDMAQEWREKLVESVAECDEELMMKFLEGEEPTIEEMKTVIRQQT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                + P+  GSA +  G+Q ++DAV              G+    GE+       
S   
Sbjct  250  
IACEMVPMLCGSAYRNKGVQMMLDAVIDYMPAPIDIPPIKGVDPDTGEEDVRKSSDSEPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  310  
SALAFKIMADPFVGKLAFFRVYSGTLESGSYVYNSTKGKKERIGRILQMHANKREEI---  366

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V L D     T    K        E P P++   I PKT A 
+++
Sbjct  367  DKVYSGDI----
AAAVGLKDTTTGDTLCDDKNEIILESMEFPDPVIEIAIEPKTKAGQQK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P 
V Y
Sbjct  423  
MGIALAKLAEEDPTFKTYTNEDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSY  482

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     A   H    +   +  +  + + V P   G+G ++ + +  G + + +   
+ 
Sbjct  483  
KETISSTADVDHKYAKQSGGHGQYGHVKIKVYPREPGAGFEFVNSIVGGAIPREYIPKIE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            DGI+  +E G + G+ V D  +    G Y+   S+   F+  A +   +A K++   



LLE
Sbjct  543  
DGIKEAMENGPIAGYQVVDLGVELYDGSYHEVDSSEMAFKVAASMAFREAAKKAKPVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +  P+EY+     D       IE + +    V   G +P   +  Y TDL   
T
Sbjct  603  
PIFKVEVNVPEEYMGDVIGDISSRRGRIEGSDMNNGAVAVRGMVPLSEMFGYATDLRSKT  662

Query  598  NGRSVCLTELKGYQ  611
             GR V + +   ++
Sbjct  663  QGRGVYVMQFDHFE  676

>WP_058353273.1 GTP-binding protein [Acetivibrio ethanolgignens]
 KSV58480.1 translation elongation factor G [Acetivibrio 
ethanolgignens]
Length=885

 Score = 265 bits (678),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 192/618 (31%), Positives = 316/618 (51%), Gaps = 
38/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +  GILAHVDAGKTTL+E++LY +G+I + G V+      D   +ER+RGITI 
+  
Sbjct  1    
MKKLVTGILAHVDAGKTTLSEAMLYTTGSIRKIGHVDNKDAFLDNNVMERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L++ L 
K  
Sbjct  61   
ARMSLPDMELTLLDTPGHVDFSAEMERTLGVLDYAILVISGADGVQGHTATLWNLLEKYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--
IKQTVSLSPEIVLEENTDIEAWDAV  178
            IP  +FINK+DQ G++ + ++  ++++LS   +   ++  S   EI L + T +E+
+   
Sbjct  121  
IPVFLFINKMDQQGIEKEKLLTELKERLSEGCVDFTEKKDSFFEEIALCDETVLESF---  177

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +EN   ++EK    + I    L+RE +       LFP Y+GSA +  G++  + + 
+   
Sbjct  178  LENG--IVEK----DSIC--NLIRERK-------
LFPCYFGSALRLTGVEEFLQSFSVYT  222



Query  239  -
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             +PI  +   A    VFK+   + G+R  YL++  G+LR+R    L+G E  K+ +
+R+ 
Sbjct  223  KEPIYPKEFGA---RVFKIGRGEQGERLTYLKVTGGSLRVR--TQLSGEE--
KVNQIRLY  275

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
            S  +   T+    GE+  +      R  +  G      R+R    P+  P+L   I    
Sbjct  276  SGEKYQTTEEVVAGEVCAVTGLTKTRPAEGFG----
FERERKAVTPVLEPVLSYQILLPE  331

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                 ++L  L QL + DP+L         +I+   +G+VQLEV+   + +++ +     
Sbjct  332  
GMDAAQILPKLRQLEEEDPMLHIVWQEELSQIMAELMGKVQLEVLKRQIQDRFGVTVSFG  391

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E +++Y E          H E  P   +A + L + PL  GSG+ +ES VS   L+
+++Q
Sbjct  392  EGAIVYKETIADIVEGVGHFE--
PLRHYAEVHLLLEPLPPGSGLIFESTVSEDELDKNWQ  449

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   ++    +G L G  +TD +I    G  +   +   DFR      + Q L 
++ +
Sbjct  450  
RLILTHLQEKEHKGVLTGSAITDMRITLAAGKAHLKHTEGGDFRQATYRAVRQGLMKAQS  509

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  F L  P+EY+ RA  D  +   ++   + +    V TG  PA C+  Y
+ ++
Sbjct  510  
VLLEPYYDFRLELPKEYIGRAMTDIERLGGSLMPPENEYGMAVLTGSAPAVCMTNYQQEV  569

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G        +GY+
Sbjct  570  TVYTKGTGRLALSFRGYE  587

>WP_106789845.1 GTP-binding protein [Mordavella sp. Marseille-P3756]
Length=898

 Score = 265 bits (678),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/622 (31%), Positives = 293/622 (47%), Gaps = 
42/622 (7%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I +G+LAHVD+GKTTL+E++LY  G I + G V+      DT  LE+ RGITI 
+  
Sbjct  6    
LKHICVGVLAHVDSGKTTLSEAILYLQGRIRKLGRVDHKDAFLDTEELEKNRGITIFSKQ  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE  RSL VLD A+LVIS  DG+Q  TR L+  L 
+  
Sbjct  66   
AVFGLGDKTVTLLDTPGHVDFAAETERSLQVLDCAVLVISGADGIQGHTRTLWKLLERYQ  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQAG D +++++ ++  LS   +       +P+ +  EN  +        
Sbjct  126  IPVFLFVNKMDQAGTDREAIMEELQAGLSGSCLAFDQ-GETPQFL--
ENAAM--------  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +++ LE+Y+  E +  E L    ++ +++  LFP Y+GSA K  G+Q  +  +      
Sbjct  175  CDEQALEEYLHTEHVGEETL----
RKMIRERKLFPCYFGSALKFTGVQEFLAGLDRYAAG  230

Query  241  IGE----
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             GE     G       V+K+     G R  +L++  G LR++D +   G    K+ 
++RI
Sbjct  231  FGEGKTSGGDPRFGARVYKISRDGQGNRLTHLKITGGKLRVKDVLGTDGE---
KVDQIRI  287

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP---
LPMLRTTIAPK  353
             S  +      A  G I            V G     P K   ++P    PML   
++ +
Sbjct  288  YSGDKYELVQEAEAGMICA----------
VTGLGHTFPGKGLGKEPPAAAPMLEPVLSYQ  337

Query  354  ----
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                   +  R +  L QL + DPLLR        E+    +G VQ+E++  L+ E
++ +
Sbjct  338  
IFLPEGWEITRAMGNLRQLEEEDPLLRIVWQEELGELHAQVMGEVQIEILKELIRERFGM  397

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E      SV+Y E          H E  P   +A + L   P   GSG+ Y S  S   
L
Sbjct  398  EVSFGAGSVVYKETIRNTVEGVGHYE--
PLRHYAEVHLVREPGERGSGMVYASDCSEDVL  455

Query  470  NQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++++Q  V   +     +G L G  +TD KI    G  +   +   DFR      + 
Q L
Sbjct  456  
DRNWQRLVLTHLEEKRHRGVLTGAELTDVKITLTAGKSHLKHTEGGDFRQATYRAVRQGL  515

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             ++ + LLEPY  F L  P E L RA  D  +     +  Q   +  V TG  PA  
+  
Sbjct  516  
MQAESVLLEPYYDFRLELPTENLGRALTDIQRMKGEFQPPQTVGESSVLTGRAPAAGMNG  575

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y+  +A YT GR        GY
Sbjct  576  YQIQVAGYTGGRGNLSLVFGGY  597

>AFZ47282.1 translation elongation factor 2 (EF-2/EF-G) 
[Cyanobacterium stanieri 
PCC 7202]
Length=697

 Score = 261 bits (668),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 199/668 (30%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVSRI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G D  SVV+ V++ L+A  ++           K  V L             
Sbjct  130  
IYVNKLDRTGADFYSVVKQVKEILAATPLVMVLPIGIETEFKGVVDLLTRKAWIWDDSGD  189

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      ++  +   D+E +     +  +E ++ L+EKY+ GE IS E + R  ++  
+D
Sbjct  190  
PMNYTIEDVPADMEEDVEMYREQLIETAVEQDEALMEKYLEGEEISIEDIKRCIRKGTRD  249



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GS+ K  G+Q ++DAV            QPI      E G  A   +     
Sbjct  250  
LAFFPTYCGSSFKNKGVQLVLDAVVDYLPAPNEVNPQPIVDLEGNETGEFAKVDADEPFR  309

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSG L    TV   A    E++ +I EM    + EI   
D
Sbjct  310  ALAFKI-
MDDRYGALTFTRIYSGILEKGTTVLNTATGKTERVGRIVEMHANDRIEI---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV I+   +++    + DP           P P++   I P      E++  
AL
Sbjct  366  
QAQAGDIVAIVGMKNIQTGHTICDPNNPATLEPMVFPEPVISIAIKPTQKGGNEKMGMAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  426  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESIT  485

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  ++ P   G+G Q+ES+V+ G + + F  AV  
G   
Sbjct  486  
KVINDSYTHKKQSGGSGQFGRIDYTIEPGEPGTGFQFESKVTGGNVPREFWPAVNKGFES  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+   D K+    G ++   S+   F   A     Q++ ++G Q+LEP 
++ 
Sbjct  546  
SIEKGVLAGYPCVDLKVTLTDGAFHPVDSSAIAFEIAAKAGYRQSIPKAGPQILEPIMNV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V    E P   +  Y  DL   T
+GR  
Sbjct  606  
DVFTPEDHIGDVIGDLNRRRGMIKSQNTTPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673



>PKM39504.1 elongation factor G [Firmicutes bacterium HGW-
Firmicutes-9]
Length=693

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 185/675 (27%), Positives = 322/675 (48%), Gaps = 
79/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGEVHEGAAAMDYMIQEQERGITITSAATTAY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++   RK  
+P +
Sbjct  72   
WRSHRINIIDTPGHVDFTMEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQARKYGVPCI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-EEN  169
             +INK+D  G +  +V Q +R++L A+ +              I   V++  E+   
++ 
Sbjct  132  
AYINKMDITGANFDNVCQMMRERLGANALPIQLPIGAEGEFRGIIDLVAMKAEVYYNDDG  191

Query  170  TDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TD+                  +  D++IE ++ L+E+Y  GE    E+L+   ++     
Sbjct  192  
TDVREEEIPTDMLPLVKEQRAKLLDSIIEEDENLMERYFGGEWFKAEELIPCIRKATLSG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG----------------------
LFQPIGEQGSAAL  249
             + PV  G++ +  G+QPL++A+                        + +P  +   
+AL
Sbjct  252  
RIVPVTCGTSYRNKGVQPLLNAIVDYLPSPLDIEPAKGTDKNGEGEIVVEPRDDTPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
               +    Y     +  ++R+Y GTL+    +  A + K     +I  M   ++ 
EI   
Sbjct  312  AFKILSDPYVG---
KLSFIRIYGGTLKSGSYIYNASKGKRERVGRIMMMHADTRTEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV-LGDPTRLPRKRW----
REDPLPMLRTTIAPKTAAQRER  360
            + AY G+IV L    V + D   GD   +   +      + P P+++  I PKT A 
+E+



Sbjct  366  EEAYAGDIVAL----
VGMKDTSTGDTLCVENHQMLLESMDFPEPVIQVAIEPKTKAGQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++ +E  V  P 
V Y
Sbjct  422  
MSLALIKLAEEDPTFRTYTDGDTGQTIIAGMGELHLEIIVDRMIREFHVEARVGNPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P+KA    +  +      +  + + + P   G+G ++  ++  G + + +  
AV
Sbjct  482  KESIKAPVKADCRYVR-
QSGGRGQYGHVVIQLAPREPGAGYEFVDKIVGGVVPREYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R  L+ G L G+ V D +     G Y+   S+   F     + +++AL+++   
LL
Sbjct  541  
DKGMREALKSGKLGGYEVVDVQATLLDGSYHEVDSSEMAFTIAGSLAIKEALEKAQCVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL     +       +   + +++  V    +P   +  Y 
TDL   
Sbjct  601  
EPMMKVEVLVPEDYLGDVMGNITSRRGKLSGMETRQNVQVIDALVPLSEMFGYATDLRSR  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     +   Y+
Sbjct  661  TQGRGTFTMQFAHYE  675

>WP_003664573.1 elongation factor G [Lactobacillus reuteri]
 A5VLK8.1 RecName: Full=Elongation factor G; Short=EF-G
 B2G8Y0.1 RecName: Full=Elongation factor G; Short=EF-G
 ABQ83732.1 translation elongation factor 2 (EF-2/EF-G) 
[Lactobacillus reuteri 
DSM 20016]
 BAG25912.1 translation elongation factor G [Lactobacillus reuteri 
JCM 1112]
 EDX42889.1 translation elongation factor G [Lactobacillus reuteri 
100-23]
 EEI09495.1 translation elongation factor G [Lactobacillus reuteri 
MM2-3]
 EGC14334.1 translation elongation factor G [Lactobacillus reuteri 
MM4-1A]
 KEK15880.1 elongation factor G [Lactobacillus reuteri]
 KEQ20092.1 elongation factor G [Lactobacillus reuteri]
 AKP01697.1 elongation factor G [Lactobacillus reuteri]
 KRK50588.1 elongation factor G [Lactobacillus reuteri DSM 20016]



 OAV47908.1 translation elongation factor G [Lactobacillus reuteri]
 OFB59271.1 translation elongation factor G [Lactobacillus reuteri]
 PTS15808.1 elongation factor G [Lactobacillus reuteri]
 PTS29507.1 elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 261 bits (668),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 190/688 (28%), Positives = 324/688 (47%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++    
+ N+
Sbjct  71   
TAVWKDNRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADQFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D I     +K    
+  E
Sbjct  131  
PRIVFANKMDKIGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGLVDLVKMVAYVYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D             +  D ++E     +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVEIPDDMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------L  249
              +  +FPV  GSA K  GIQ ++DAV   L  PI  +   A                  
Sbjct  251  
TLEEQIFPVLAGSAYKDKGIQMMLDAVIDYLPSPIDVKPFVAHDADGNEIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKDKRERIGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKTASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA---AVGQPVIQPRRPNS  626
                    Y A   +V + +I+    N+
Sbjct  668  TFTMTFDHYSAVPKSVQEDIIKKNGGNN  695

>WP_087150906.1 GTP-binding protein [Lachnoclostridium sp. An298]
 OUO29297.1 translation elongation factor G [Lachnoclostridium sp. 
An298]
Length=913

 Score = 266 bits (679),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 188/625 (30%), Positives = 303/625 (48%), Gaps = 
58/625 (9%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKTTL+E +LY SG+I + G V+ G    DT  +ER+RGITI +     
Sbjct  21   
LNVGILAHVDAGKTTLSEGMLYLSGSIRDMGRVDHGDAFLDTYEMERERGITIFSKQAVL  80



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W   ++ ++DTPGH+DF AE+ R L VLD A+LVIS  DGVQ  T  L+  L++ 
N+P 
Sbjct  81   
SWKDIELTLLDTPGHVDFSAEMERVLQVLDYAVLVISGTDGVQGHTVTLWRLLKRYNVPV  140

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +FINK+D+ G D  +++  ++ +L       + +         EN D +  +++   
+D
Sbjct  141  FLFINKMDREGTDRNALMSELKGRLDEGCTGIEAIG--------EN-
DPDRLESLAVCDD  191

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             +LE+Y+    I +  L    +R + +  +FP ++GSA K  GI  L+D +      
I  
Sbjct  192  AMLEEYLETGSICKNTL----RRTIAERKVFPCWFGSALKAEGITELLDGIREY--
SISP  245

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPS--KG  300
            +        V+K+     G R  YL++  G L++++ +  + G    K+ ++RI S  
+ 
Sbjct  246  EYPEKFGAKVYKIARDPQGNRLTYLKVTGGELKVKELIPGIEG----
KVNQIRIYSGVRY  301

Query  301  EIVRTDTA------------
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--PML  346
            E+V++  A            YPG+ +    DS    D+               P+  
P+L
Sbjct  302  ELVQSAQAGMVCAVTGLEGTYPGQGMGEEKDS----DI---------------
PVLEPVL  342

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               +          +L  L QL + +P L       T EI +  +G VQ EV+  L
+ ++
Sbjct  343  
TYRVELPEGCDVHTMLTNLRQLEEEEPELHIVWAGETQEIHIQLMGEVQTEVLQRLIKDR  402

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            Y +    +E  +IY E          H E  P   +A + L + P   GSG+Q+ S  
S 
Sbjct  403  YGVLVEFREGRIIYKETIAGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGMQFSSECSE  460

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L++++Q  +   +     +G L G  +TD +I    G  +   +   DFR      
+ 
Sbjct  461  



DILDRNWQRLILTHLEEKEHRGVLTGSVLTDVRITLVAGRAHQKHTEGGDFRQATYRAVR  520

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L ++ + LLEPY  F +  P E + RA  D  +   T E  + + D+ V TG  
P   
Sbjct  521  
QGLMKAESVLLEPYYEFRMELPMENVGRAMTDIQRMNGTFEGPETENDQAVLTGSAPVSE  580

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            ++ Y+ + A YT G       LKGY
Sbjct  581  MRGYQKEFAAYTGGFGRLFCTLKGY  605

>WP_023347697.1 GTP-binding protein [Firmicutes bacterium ASF500]
 ESL13929.1 hypothetical protein N510_01996 [Firmicutes bacterium 
ASF500]
Length=870

 Score = 265 bits (677),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 199/627 (32%), Positives = 303/627 (48%), Gaps = 
38/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I +G+LAHVDAGKTTL+E LLY SGA+ + G V+      DT   ER+RGITI 
A  
Sbjct  1    
MGGICVGLLAHVDAGKTTLSEGLLYLSGAVRKLGRVDHRDAFLDTDAQERERGITIFAKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                W      ++DTPGH+DF AE+ R+L VLD A+LV+S  DG+Q  TR L+  L   
+
Sbjct  61   
AELTWGETSFTLLDTPGHVDFSAEMERTLGVLDCAVLVVSGTDGIQGHTRTLWRLLESRH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +FINK+D AG D  +++  ++ KL     +  +  L+P   ++E  D+ + D    
Sbjct  121  VPTFLFINKMDLAGADKTALLAQLQSKLDGG-CLDFSAGLAP---IQE--
DLASLD----  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
              + L+++Y+ G  ++R        RR+    +FP ++GSA K  G++ L+D   
GL Q 
Sbjct  171  --EGLMDQYLEGGEVARADAANLIARRL----VFPCFFGSALKLEGVEALLD---
GLSQY  221

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             +           VFK+   D   R  Y+++  GTL++R  +    RE+ K+ +



+RI S 
Sbjct  222  TLSPSYPPDFGAKVFKIA-RDGTDRLTYVKVTGGTLKVRTLL----REE-
KVNQIRIYSG  275

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +    D A  G +  L      R  DV G   P R P         P+L   +    
A 
Sbjct  276  AKYQTIDAAPAGTVCALTGLTKTRPGDVFGAEPPAREPELE------
PVLNYQVILPPAC  329

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +L  L QL + DP LR   +    EI L  +G VQLEV++ L+ E++  E      
Sbjct  330  
DVHTMLRNLRQLEEEDPQLRVVWNEALGEIHLQLMGEVQLEVLTRLIRERFGAEVSFGAG  389

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E          H E  P   +A + L + P   GSG++  S      L+ +
+Q  
Sbjct  390  SIVYRETITNRVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLRIASACPTDQLDLNWQRL  447

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +     +G L G  +TD KI    G  +   +   DFR      + Q L ++ 
+ L
Sbjct  448  
IFTHLMEKRHRGVLTGSPITDVKITLVAGRAHVKHTEGGDFRQATYRAVRQGLMQADSIL  507

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ SF L  P + + RA  D      T+E  +   +  V TG  P   ++ Y  
++  
Sbjct  508  
LEPHYSFTLELPPDCVGRAMTDIQSMGGTVEGPEQDGELSVLTGHAPVAGLRDYWREVTA  567

Query  596  YTNGRSVCLTELKGYQAAVGQPVIQPR  622
            YT GR      L+GY+    Q  +  R
Sbjct  568  YTRGRGRLSCALRGYEPCAAQEEVVSR  594

>KKQ79244.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWC2_38_7]
Length=692

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 314/673 (47%), Gaps = 
64/673 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVSERILFYTGKKHKIGEVHEGAAEMDWMDQERERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF AEV R+L VLDG ++V     GV+ Q+  ++H   K +
+P +
Sbjct  72   
WKGIRLNLIDTPGHVDFTAEVERALRVLDGGVVVFDGVAGVEPQSETVWHQADKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-----------
IIKQTVSL-------------  160
             FINK+D+ G D  + + S+ D+L+ D              K  V L             
Sbjct  132  
AFINKMDRMGADFYADLASIHDRLTKDAHPIQLPIGAAENFKGIVDLLTRVAFIYEDDMG  191

Query  161  ----SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  E+  +   ++E +     +A+ EN+DKL+EKY+ GE IS E+L     + 
+ D 
Sbjct  192  
IKVTETEVPADMKENVEEYRAKLVEAISENDDKLMEKYLNGEEISIEELKPVLHKAIVDN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQP-------------------
IGEQGSAALCG  251
             + PV  GSA K  G+Q L+DA+   L  P                   I    +    
G
Sbjct  252  
KIVPVATGSALKNKGVQKLLDAIVDYLPNPLEIPALEAIDASDPEKTIEIKPDDNEPFAG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  ++R+YSG L+       V    +E++ ++  M    + EI     
Sbjct  312  
LAFKIATDPFVGKLCFVRVYSGVLKSGSYIVNVNTGEKERVGRLVRMHANHREEITEV--  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y GEI  I+   +      L D            P P++   I PKT A +E++  
AL 
Sbjct  370  -
YAGEIAAIIGLKNTFTGHTLCDEDHKVLLETITFPEPVIDLAIEPKTKADQEKMGVALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  R   D  T + +++ +G + LEV+   +  ++K+E  V +P V + E   
K
Sbjct  429  
KLAEEDPTFRVRTDEETMQTVIAGMGELHLEVLVERMKREFKVEANVGKPQVAFKETIKK  488

Query  427  -AASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484



             A +   +I+       +    + V+PL  GSG ++   V  G + + F  A+  
GI+  
Sbjct  489  
EAEAEGKYIKQSGGRGQYGHCWIRVSPLERGSGFKFVDEVKGGSIPREFIPAIEKGIKES  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L +G+  G+ V D +     G ++   S+ A F+    +  ++A +++   +LEP 
+   
Sbjct  549  
LSRGIIGGYPVLDIQATVFDGSFHDVDSSEAAFKIAGSMAFQEASRKADPVVLEPIMKVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P++YL     D     A I   + + +  V     P   +  Y T L   T 
GR   
Sbjct  609  
VVVPEKYLGDVVGDLNSRRAQISEMKDRSNTKVIDATAPLSEMFGYATQLRSITQGRGSY  668

Query  604  LTELKGYQAAVGQ  616
              E K Y    G 
Sbjct  669  AMEFKHYADVPGN  681

>WP_108674725.1 elongation factor G [Bacillus megaterium]
 AWD67291.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 260 bits (665),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 187/647 (29%), Positives = 315/647 (49%), Gaps = 
42/647 (6%)

Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
L+K
Sbjct  61   
DQGTFSYNGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEA  174
              +P   FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++         
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI---------  171

Query  175  



WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +   E +++LL+ ++ G+   +       Q+  Q   +FP   GSA + +GI+  
++ +
Sbjct  172  -EFTAEKDEELLDAFMEGKN-
DQAYWKAAMQKLFQANQIFPCACGSALQDIGIESFLEKL  229

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---KI  291
              L +    Q   A  G V+K+ + + G R  +++  SGTL++RD VA     +L   
KI
Sbjct  230  DLLTETHYSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKI  288

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT--  348
            T++R  +       +    GE+  +    S  + D LG    L   R  E  LP L
++  
Sbjct  289  TQIRAYNGSTFKNVNEGSAGELFAVTGLTSASVGDGLG---TLKESRSYE-
LLPTLKSKV  344

Query  349  ----
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                ++ PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  
L+ 
Sbjct  345  VFDPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIK  398

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+  
Sbjct  399  ERFNINVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLRIEAAKQNSGITFENAC  456

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
                L+  +QN VR  I      GL  G   TD K+    G  ++  ++  DFR      
Sbjct  457  
HADDLSVGYQNLVRQHIFEKPHHGLLTGSPTTDLKVTLCTGRAHNKHTSGGDFREATYRA  516

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L Q L+++   +LEPY  F +    + + R   D        ++    +++ + TG
++P 
Sbjct  517  
LRQGLEKAKNIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPV  576

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                 Y + LA +T+G+      L GY+     + VI+  R N   D
Sbjct  577  ATFMNYGSTLASFTHGKGAMSLLLGGYERCHNEEEVIERIRYNKEAD  623

>WP_098573691.1 elongation factor G [Bacillus sp. AFS073361]
 PFP29110.1 elongation factor G [Bacillus sp. AFS073361]



Length=693

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/675 (29%), Positives = 315/675 (47%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WHGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++    V    
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDQFEAIIDLVEMNAVFYGNDL-  190

Query  166  LEENTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E +++L+EKY+ GE IS+E+L    
++ 
Sbjct  191  ---
GTDIEVREIPEEYMAQAEEYREKLVEAVAELDEELMEKYLGGEEISKEELKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI----------------------GEQ  244
              +   +PV  GSA K  G+Q ++DAV   L  P+                       
E+
Sbjct  248  
TVNVEFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGHAIDDENEVIERHSSDEE  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FKV       +  + R+YSGTL     V       RE++ +I +M   
S+ 
Sbjct  308  PFAALA---
FKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANSRQ  364

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI +    Y G+I   +        D L D   L      + P P+++ ++ PK+ 
A ++
Sbjct  365  EISKV---



YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIQLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  
P V 
Sbjct  422  
KMTTALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVA  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R           +      +  + +  +P   G G ++E+ +  G + + +   
V
Sbjct  482  
YRETFRASAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIAPV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            + G+   L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+L
Sbjct  542  
QAGLEDALQRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL             +E  + + +  V    +P   +  Y T 
L   
Sbjct  602  
EPMMRVEVVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRSMVPLSEMFGYATALRSS  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR V       Y+
Sbjct  662  TQGRGVFSMHFDHYE  676

>WP_000090325.1 MULTISPECIES: elongation factor G [Streptococcus]
 Q8E3E7.1 RecName: Full=Elongation factor G; Short=EF-G
 CAD47471.1 translation elongation factor G [Streptococcus 
agalactiae NEM316]
 EAO70205.1 translation elongation factor G [Streptococcus 
agalactiae 515]
 EPT38671.1 elongation factor P [Streptococcus agalactiae FSL 
C1-494]
 EPT46809.1 elongation factor P [Streptococcus agalactiae FSL 
S3-170]
 EPT51254.1 elongation factor P [Streptococcus agalactiae FSL 
F2-343]
 EPT70419.1 elongation factor P [Streptococcus agalactiae CCUG 
38383]
 EPT90165.1 elongation factor P [Streptococcus agalactiae BSU442]
 EPT90393.1 elongation factor P [Streptococcus agalactiae BSU188]
 EPU51915.1 elongation factor P [Streptococcus agalactiae GB00002]
 EPU61100.1 elongation factor P [Streptococcus agalactiae GB00018]
 EPU77156.1 elongation factor P [Streptococcus agalactiae GB00174]



 EPU79308.1 elongation factor P [Streptococcus agalactiae GB00190]
 EPU89905.1 elongation factor P [Streptococcus agalactiae GB00245]
 EPU96110.1 elongation factor P [Streptococcus agalactiae GB00247]
 EPV05797.1 elongation factor P [Streptococcus agalactiae GB00548]
 EPV17709.1 elongation factor P [Streptococcus agalactiae GB00601]
 EPV35071.1 elongation factor P [Streptococcus agalactiae GB00887]
 EPV52242.1 elongation factor P [Streptococcus agalactiae GB00911]
 EPV57091.1 elongation factor P [Streptococcus agalactiae GB00922]
 EPV64461.1 elongation factor P [Streptococcus agalactiae GB00932]
 EPV65802.1 elongation factor P [Streptococcus agalactiae GB00933]
 EPV75410.1 elongation factor P [Streptococcus agalactiae GB00975]
 EPV85101.1 elongation factor P [Streptococcus agalactiae GB00992]
 EPV94517.1 elongation factor P [Streptococcus agalactiae FSL 
S3-090]
 EPW04598.1 elongation factor P [Streptococcus agalactiae FSL 
S3-268]
 EPW08141.1 elongation factor P [Streptococcus agalactiae FSL 
S3-005]
 EPW23876.1 elongation factor P [Streptococcus agalactiae CCUG 
37739]
 EPW29478.1 elongation factor P [Streptococcus agalactiae CCUG 
44074]
 EPW37127.1 elongation factor P [Streptococcus agalactiae CCUG 
44110]
 EPW48313.1 elongation factor P [Streptococcus agalactiae LMG 15081]
 EPW69269.1 elongation factor P [Streptococcus agalactiae BSU260]
 EPW80868.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-199]
 EPW97090.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-035]
 EPX13502.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
1002A]
 EPX22682.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
31825]
 EPX28369.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
19247]
 EPX38997.1 elongation factor P [Streptococcus agalactiae GB00867]
 EQA28901.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-024]
 AIF89257.1 elongation factor G [Streptococcus agalactiae]
 AIK72318.1 elongation factor G [Streptococcus agalactiae]
 AIK74366.1 elongation factor G [Streptococcus agalactiae]
 AIK76423.1 elongation factor G [Streptococcus agalactiae]
 CFB71543.1 elongation factor G [Streptococcus agalactiae]
 CFQ63843.1 elongation factor G [Streptococcus agalactiae]
 CFQ84567.1 elongation factor G [Streptococcus agalactiae]
 CFW67239.1 elongation factor G [Streptococcus agalactiae]
 CND59363.1 elongation factor G [Streptococcus agalactiae]
 CNB11839.1 elongation factor G [Streptococcus agalactiae]
 KLJ27015.1 elongation factor G [Streptococcus agalactiae]
 KLJ30942.1 elongation factor G [Streptococcus agalactiae]



 KLJ43227.1 elongation factor G [Streptococcus agalactiae]
 KLJ43353.1 elongation factor G [Streptococcus agalactiae]
 KLJ47081.1 elongation factor G [Streptococcus agalactiae]
 KLJ52399.1 elongation factor G [Streptococcus agalactiae]
 KLJ55327.1 elongation factor G [Streptococcus agalactiae]
 KLJ78198.1 elongation factor G [Streptococcus agalactiae]
 KLJ79970.1 elongation factor G [Streptococcus agalactiae]
 KLK18937.1 elongation factor G [Streptococcus agalactiae]
 KLK30980.1 elongation factor G [Streptococcus agalactiae]
 KLK46669.1 elongation factor G [Streptococcus agalactiae]
 KLK55196.1 elongation factor G [Streptococcus agalactiae]
 KLK56862.1 elongation factor G [Streptococcus agalactiae]
 KLK63908.1 elongation factor G [Streptococcus agalactiae]
 KLK70099.1 elongation factor G [Streptococcus agalactiae]
 KLK73757.1 elongation factor G [Streptococcus agalactiae]
 KLK79011.1 elongation factor G [Streptococcus agalactiae]
 KLK81778.1 elongation factor G [Streptococcus agalactiae]
 KLK85125.1 elongation factor G [Streptococcus agalactiae]
 KLK86037.1 elongation factor G [Streptococcus agalactiae]
 KLL40816.1 elongation factor G [Streptococcus agalactiae]
 KLL77446.1 elongation factor G [Streptococcus agalactiae]
 CNE99671.1 elongation factor G [Streptococcus agalactiae]
 CNH42671.1 elongation factor G [Streptococcus agalactiae]
 CNG26029.1 elongation factor G [Streptococcus agalactiae]
 CND03719.1 elongation factor G [Streptococcus agalactiae]
 CNK78029.1 elongation factor G [Streptococcus agalactiae]
 CNJ69821.1 elongation factor G [Streptococcus agalactiae]
 CNG01271.1 elongation factor G [Streptococcus agalactiae]
 CNJ56839.1 elongation factor G [Streptococcus agalactiae]
 CNJ85722.1 elongation factor G [Streptococcus agalactiae]
 CNJ47088.1 elongation factor G [Streptococcus agalactiae]
 CNI85151.1 elongation factor G [Streptococcus agalactiae]
 CNG13483.1 elongation factor G [Streptococcus agalactiae]
 CNJ64604.1 elongation factor G [Streptococcus agalactiae]
 CNK57012.1 elongation factor G [Streptococcus agalactiae]
 CND25137.1 elongation factor G [Streptococcus agalactiae]
 CQQ58637.1 elongation factor G [Streptococcus agalactiae]
 CQD51628.1 elongation factor G [Streptococcus agalactiae]
 KXA57243.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCK11253.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL40936.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL41409.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL44214.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL46115.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL49985.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL52193.1 translation elongation factor G [Streptococcus 
agalactiae]



 OCL57571.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL58645.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL68008.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM13939.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM20748.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM23191.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM25575.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM36425.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM39689.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM41131.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM46086.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM47546.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM48252.1 translation elongation factor G [Streptococcus 
agalactiae]
 OFK40816.1 elongation factor G [Streptococcus sp. HMSC070A10]
 OFN81780.1 elongation factor G [Streptococcus sp. HMSC076D11]
 OFO08984.1 elongation factor G [Streptococcus sp. HMSC068H01]
 OFQ19675.1 elongation factor G [Streptococcus sp. HMSC057F04]
 OFQ69165.1 elongation factor G [Streptococcus sp. HMSC078D02]
 OFR73269.1 elongation factor G [Streptococcus sp. HMSC070B09]
 OHO86840.1 elongation factor G [Streptococcus sp. HMSC056B03]
 OHQ83959.1 elongation factor G [Streptococcus sp. HMSC074F09]
 ARC44592.1 elongation factor G [Streptococcus agalactiae]
 ASA99637.1 elongation factor G [Streptococcus agalactiae]
 OXT34253.1 elongation factor G [Streptococcus agalactiae]
 OXT38851.1 elongation factor G [Streptococcus agalactiae]
 OXT45659.1 elongation factor G [Streptococcus agalactiae]
 PAO77899.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 201/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  



VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>EKX96305.1 translation elongation factor G [Selenomonas sp. oral 
taxon 138 
str. F0429]
Length=677

 Score = 261 bits (666),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 181/663 (27%), Positives = 315/663 (48%), Gaps = 
65/663 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAATTCHWKDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    + N+P + 
++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNVPRMAYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------
TVSL  160
            K+D  G D  +V++ +R++L+A+ +  Q                             
V+ 
Sbjct  121  
KMDITGADFFNVMKMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYEDDLGKVTD  180

Query  161  SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215



              EI  E     E +     +A  E +D+L+EKY+ GE ++  ++ R  ++      
+ P
Sbjct  181  
EVEIPEEYKAQAEEYHEKLVEACAEADDELMEKYLGGEDVTEAEIRRAIRKATIACQMTP  240

Query  216  VYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAALCGSVFKV  256
            V  G++ +  G+QPL+DA             + G+    GE        SA      
FK+
Sbjct  241  
VTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDSAPFSALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSGTL     V  A    +E++ +I +M   ++ EI   +  
Y G+
Sbjct  301  MTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---
EVVYSGD  357

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +   +    D L D  +       E P P++   + P T   +E++  AL 
+LA+ 
Sbjct  358  
IAAAVGLKNTTTGDTLCDENKPIILESMEFPDPVISVAVEPATKNDQEKMGIALQKLAEE  417

Query  372  DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKAA  428
            DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y E   + 
+KA 
Sbjct  418  
DPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETIRKSVKAE  477

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
               +  +   +  +    L + P   G G  +E++V  G + + F N +  G+R  
+E G
Sbjct  478  GKFVR-
QSGGHGQYGHCWLELIPQDAGEGFSFENKVVGGVIPKEFINPIEAGVRQAMEGG  536

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G ++   S+ A F+    +  +   +++   LLEPY+   
+  P
Sbjct  537  
VVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKASPVLLEPYVKVEVTVP  596

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            +EY+     D       I+  + +    V    +P   +  Y TDL   T GR     
E+
Sbjct  597  
EEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAFVPLSEMFGYSTDLRSKTQGRGNYSMEV  656



Query  608  KGY  610
              Y
Sbjct  657  SFY  659

>WP_069155327.1 MULTISPECIES: GTP-binding protein [Lachnospiraceae]
 CUQ15954.1 Tetracycline resistance protein tetM [Fusicatenibacter 
sp. 2789STDY5834925]
 ODM02019.1 Tetracycline resistance protein TetM [Eisenbergiella 
tayi]
 ODR42215.1 translation elongation factor G [Eisenbergiella tayi]
 ODR53282.1 translation elongation factor G [Eisenbergiella tayi]
 ODR62538.1 translation elongation factor G [Eisenbergiella tayi]
Length=898

 Score = 265 bits (678),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 189/635 (30%), Positives = 313/635 (49%), Gaps = 
63/635 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E +LY SG + + G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGILYRSGMLRKIGRVDNGDAFLDTYALEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W   +V+++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFRWKNMEVSLLDTPGHVDFSAEMERTLQVLDAAVLVISGADGVQGHTQTLWQLLKRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D +++ Q ++ +L    +              E    + ++    
Sbjct  121  IPVFLFINKMDQNGTDKEALKQELKARLDEGCVD-----------
FGEGFTEDFYEQCAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++  L+ ++    +  E+L     R +++  LFP +YGSA K  G+   +D +      
Sbjct  170  CDETALDFFLEKGELPDEELC----
RLIRERKLFPCFYGSALKLTGVDEFLDGLERFVSV  225

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------
KLKITE  293
            P+  +   A    VFK+   D G R  Y+++  G+L+++  +  AG+       + 
K+ +
Sbjct  226  PVYGKTFGA---
KVFKIARDDQGNRLTYMKITGGSLQVKAVLTNAGKAGEKEVWEEKVNQ  282

Query  294  MRIPS--KGEIVRT------------DTAYPGEIVILPSDSVR--



LNDVLGDPTRLPRKR  337
            +RI S  K E+V              +  +PGE +   + S    L  VL    
RLP   
Sbjct  283  
IRIYSGDKYELVNEVQAGSVCAVTGLNHTHPGEGLGAEAASAAPVLEPVLTYSIRLP---  339

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
             +E P+P+               +L  L QL + +P L    D    EI    +G 
VQ+E
Sbjct  340  -QECPVPV---------------
MLPRLRQLEEEEPELHIVWDERLQEIQAQVMGEVQIE  383

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++ +L+ E+++        +++Y E          H E  P   +A + L + P   
GSG
Sbjct  384  ILKSLIQERFQTAVEFGAGNIVYKETITDTVEGVGHFE--
PLRHYAEVHLLLEPGERGSG  441

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            +Q+++  S   L++++Q  V   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  442  
LQFDTDCSEDILDRNWQRLVITHLEEKDHRGVLTGSVITDMKITLLTGRSHIKHTEGGDF  501

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      +   L ++ + LLEP+  F L  P++ + +A +D  K   T E  + +
+D  V
Sbjct  502  
RQATYRAVRHGLMQAHSILLEPWYQFRLEVPEKMVGKAMNDIEKMHGTFEAPRTEEDMAV  561

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +GE P   ++ Y+ ++  YT G       L GY+
Sbjct  562  LSGEAPVFTMRDYQKEVIAYTKGYGRLFCTLLGYR  596

>WP_025656647.1 GTP-binding protein [Clostridiales bacterium 
VE202-21]
Length=901

 Score = 265 bits (678),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 192/629 (31%), Positives = 312/629 (50%), Gaps = 
41/629 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+ES+LY +G+I + G V+      DT  LER RGITI 
+   
Sbjct  11   
KHICLGILAHVDAGKTTLSESMLYTAGSIRKLGRVDHQDAFLDTFDLERSRGITIFSKQA  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W   ++ ++DTPGH+DF AE+ R+L V+D A+LVIS  DGVQ  T  L+  L+
+  I
Sbjct  71   
EFVWKDMEITLLDTPGHVDFSAEMERALQVMDYAVLVISGADGVQGHTVTLWRLLKQYQI  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE-
AWDAVIE  180
            P  +FINK+DQ G D + +++ ++ +LS              +   E +++E A D
+ +E
Sbjct  131  PVFLFINKMDQEGTDQELILKELKKRLSDGC-----------
VGFYELSNLENAEDSCLE  179

Query  181  N----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-T  235
            N     + +LE+Y+    I  + +VR     V++  +FP Y+GSA +  G++ L++ 
+ T
Sbjct  180  NLAVCEEGMLEEYLETGKIGLDSVVRA----
VRERKVFPCYFGSALRLEGVEELLEGLRT  235

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
             +  P   +   A    V+K+   + G R  YL++  GTL +++   L G  K KI 
++R
Sbjct  236  YMASPDYPREFGA---KVYKIARDEQGNRLTYLKVTGGTLHVKNI--LPGT-
KEKINQIR  289

Query  296  IPSKGEIVRTDTAYPGEIVILPSD-
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            I S  +     +A  G +  +    S      +G    L          P+L   I    
Sbjct  290  IYSGAKYEAVQSAAAGRVCAVTGPVSTYPGQGIGAEKELDMFILE----
PVLTYQIQLPV  345

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                 ++L  L QL + +P L    +    EI    +G VQ EV+ +L+ E++K+     
Sbjct  346  
DCDVHQMLLNLKQLEEEEPQLHIVWEEQIGEIHAQLMGEVQTEVLKSLIWERFKVRVEFG  405

Query  415  EPSVIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            E +++Y   +E P++   H       P   +A + L + P   GSG+Q+ S  S   
L++
Sbjct  406  EGNIVYKETIEEPVEGVGH-----
FEPLRHYAEVHLLLEPGERGSGLQFTSACSEDVLDR  460

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +     +G L G  VTD K+    G  +   +   DFR      + Q 
LK+
Sbjct  461  
NWQRLILTHLEEKEHKGVLTGAAVTDMKLTLTAGRAHLKHTEGGDFRQATYRAVRQGLKK  520



Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEPY  F L  P +++ RA  D  K     +   +     V TG +P   +
+ Y+
Sbjct  521  
AKSILLEPYYEFRLEMPSDHIGRAMSDIQKMYGRFDHPGMDGGTAVLTGIVPVATMRGYQ  580

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
             +   YT G+      L+GY+    Q  +
Sbjct  581  REFISYTGGQGRMFCSLRGYEPCHDQEAV  609

>WP_025488908.1 GTP-binding protein [Clostridiales bacterium 
VE202-27]
Length=940

 Score = 266 bits (680),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 189/626 (30%), Positives = 303/626 (48%), Gaps = 
41/626 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG + +PG V+ G    DT  LE+ RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESILYRSGLLRKPGRVDNGDAFLDTYALEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W   +V+++DTPGH+DF AE+ RSL VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFKWKSMEVSLLDTPGHVDFSAEMERSLQVLDAAVLVISGADGVQGHTQTLWQLLKRYG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D +++ + ++D+L      +  V  S E+           
+A  E
Sbjct  121  IPVFLFINKMDQPGTDKEAIQKELKDRLD-----EGCVDFSGEMD----------
EAFYE  165

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
                  E  +            +  R +++  LFP +YGSA K  G+   +D +     
Q
Sbjct  166  
QAAMCDEAALEQFLEEERLEEEQLIRLIRERKLFPCFYGSALKLTGVDEFLDGLDRYTVQ  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----------KL  289
            P+  Q   A    +FK+   D G R  Y+++  G+L+++  +  AG E          
+ 



Sbjct  226  PVYPQEFGA---
KIFKIVRDDQGNRLTYMKITGGSLKVKSMLTNAGAEDKLRPGQEVWEE  282

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPL--PML  346
            K+ ++R+ S  +    + A  G +  +      R  + LG       ++    PL  
P+L
Sbjct  283  KVNQIRVYSGDKYELINEAQAGTVCAVTGLGHTRPGEGLG------
VEQASVAPLLEPVL  336

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               +      +   +L  L QL + +P L    D    EI    +G VQ+E++ +L
+ ++
Sbjct  337  
TYQVKLPEGCEVPVILPRLRQLEEEEPALHIVWDERLQEIQAQVMGEVQIEILKSLIQDR  396

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +        ++Y E          H E  P   +A + L + P   GSG+Q+ S  
S 
Sbjct  397  FGVAVEFGAGHIVYKETIADRVEGVGHFE--
PLRHYAEVHLLLEPAERGSGLQFASDCSE  454

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L++++Q  V   +     +G L G  +TD KI    G  +   +   DFR      
+ 
Sbjct  455  
DILDRNWQRLVLTHLEEKEHRGVLTGAPITDMKITLLTGRSHLKHTEGGDFRQATYRAVR  514

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L ++ + LLEP+ +F L  P++ + RA  D  K   +      + D  V TG  
P   
Sbjct  515  
QGLMQAHSILLEPWYAFRLEVPEKLVGRAMTDIEKMNGSFNAPFTEGDMAVLTGVCPVVT  574

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            ++ Y+ ++  YT G       LKGY+
Sbjct  575  MRDYQKEVIAYTKGYGRLFCSLKGYE  600

>WP_034781711.1 elongation factor G [Exiguobacterium mexicanum]
 KGI83989.1 elongation factor G [Exiguobacterium mexicanum]
Length=692

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/676 (29%), Positives = 315/676 (47%), Gaps = 
80/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++  +T   S 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLHANAHPIQLPIGAEDEFKGIVDLVEMKTYMYSNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV + N++L+ KY+ GE IS ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADMADQAEELRGQLIEAVADYNEELMMKYLEGEEISIDELKAGIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG------------------SA  247
                   +PV  GSA K  G+Q +++AV   L  P+  +                    
A
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLNAVVDYLPSPVDVESIKGINLDTEEEITREPSDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT +    V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTAQAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 + G+I    + +V L D     T    K          P P++   I PK+ 
A +
Sbjct  367  --PMVFAGDI----
AAAVGLKDTTTGDTLCSEKDNVVLESMTFPEPVISVAIEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNQETGQTIISGMGELHLDILVDRMRREFKVEANVGAPQV  480



Query  419  IYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E    AA        +      +  + +   P   G+G  +E+++  G + + 
+  A
Sbjct  481  
AYRETIRGAAKIDSKFVRQSGGRGQYGHVVVEFEPNEEGAGFAFENKIVGGVVPREYVPA  540

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V++GI   LE G+  G+ V D K    +G Y+   S    F+  A + ++Q  +++   
+
Sbjct  541  
VQNGIEEALENGILAGYPVVDVKAALVFGSYHDVDSNEMAFKVAASMAVKQLKEQAKAVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EYL     D       +E  + + +  V    +P   +  Y T 
L  
Sbjct  601  
LEPMMRVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAMVPLSEMFGYATSLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  RTQGRGTYSMHFDHYE  676

>WP_018663964.1 elongation factor G [Bacillus acidiproducens]
Length=692

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVD-----------
LQSVVQSVRDKLSADIIIKQTVSLSP--------  162
            P ++F+NK+D+ G D           LQ+   +V+  + A+   +  + L          
Sbjct  129  
PRIVFVNKMDKIGADFLYSLGTLHERLQANAHAVQLPIGAEDDFRGIIDLVEMKATFYDD  188



Query  163  ---------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++  +EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPEEYKATAEEYREKLLEAVAEIDEDFMEKYLGGEEISKEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  +Q            
Sbjct  249  
VNVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVPPIKGTLPDSDQEVVRHSNDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG+L     V       RE++ +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGSLSAGSYVQNSTKGKRERVGRILQMHANHRKEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D   L      E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DEVYAGDIAAAVGLKDTTTGDTLCDEDSLVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIEGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KAA        +      +  + +  TP   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKAAQVQGKFVRQSGGRGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYVPAIQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G Y+   S+   F+  A + L  A  +    
LLEP + 
Sbjct  546  
DAMQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALRNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIIIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAFVPLSEMFGYATALRSSTQGRG  665



Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMHFDHYE  675

>WP_065418349.1 GTP-binding protein [Clostridium beijerinckii]
 OCA97643.1 elongation factor G [Clostridium beijerinckii]
Length=678

 Score = 261 bits (666),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 186/652 (29%), Positives = 315/652 (48%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYNTKSITNRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ ++D AI++IS  +G+Q  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSTEMERSIEIMDYAIIIISGVEGLQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   VV+ ++  LS+D   I        +   EE  DI  +D        
Sbjct  125  FINKLDRTGADKDRVVREIKRDLSSDACYIDNNFIYDSK---
EEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND+LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDELLEKYIEG-
NYDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKL---  289
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G   +
+L   
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKIREEVSYGGEFVKELDHV  299

Query  290  ---------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +  +    D    G++  +   S  +  D +GD   L  
K   
Sbjct  300  QDNSNEITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVAGDGIGD---



LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSKVIFDKNCNARE-
ILRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   + +    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFGLVVDFGKCQIIYKETIAEESIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ + 
+V+  
Sbjct  534  
ATFRALRQGLEKAYNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLESKVIVN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHDSEEVIETKAYNKNAD  
645

>WP_022588777.1 elongation factor G [Caldanaerobacter subterraneus]
 ERM90960.1 elongation factor P [Caldanaerobacter subterraneus 
subsp. yonseiensis 
KB-1]
Length=690

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 317/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKTHKLGEVHEGTATMDWMVQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL +LDGA+ V SAK+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGHKINIIDTPGHVDFTVEVERSLRILDGAVAVFSAKEGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P + ++NK+D  G D  +V+  +R++L A+                         
II K 
Sbjct  129  
PKIAYVNKMDVIGADFFNVIDMIRERLGANPVAIQIPIGKEDTFRGIVDLIKMEAIIYKD  188

Query  157  ---TVSLSPEI-----
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TV    EI      L E    +  +A+ E ++ ++EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTVMDETEIPEDLKPLAEEYREKLLEAIAEVDETIMEKYLEGEEITEEEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  G+QPL+DA             V G+    GE+       
+   
Sbjct  249  
INGELVPVVCGSSYKNKGVQPLLDAIVNYLPSPLDLPPVKGMSIDGGEELERKPDDNEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FK+       +  + R+YSGTL+       AG   L  T+ +    G ++R     
Sbjct  309  SALAFKIMADPYVGKLAFFRVYSGTLK-------
AGSYVLNSTKGKKERIGRLLRMHANH  361

Query  306  ----DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D  Y G+I   +        D L D          + P P++   I PKT A 
+E+
Sbjct  362  
REEIDAVYTGDIAAAVGLKDTTTGDTLCDENHPILLESMDFPEPVISVAIEPKTKAAQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA+ DP  +   D  T + I++ +G + LE++   L  ++ +E  V +P 
V Y
Sbjct  422  
MSIALSKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLRREFNVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P++     I  +      +  + L + P   G G  +E+R+  G + + F  
AV
Sbjct  482  KETITKPVRVEGKFIR-



QSGGRGQYGHVWLEMEPAPRGEGYIFENRIVGGVIPKEFIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V D K+    G Y+   S+   F+    I   + +K++   
LL
Sbjct  541  
DAGIQEAMQNGVLGGYPVIDVKVALVDGSYHEVDSSDMAFKIAGSIAFREGMKKADPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPIMKVEVVVPEEYMGDVIGDLNARRGKVEGMETRSGARVIRAFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     +   Y+
Sbjct  661  TQGRGTYTMQFHHYE  675

>KRL92316.1 tetracycline resistance protein Tet (M) [Lactobacillus 
equigenerosi 
DSM 18793 = JCM 14505]
Length=636

 Score = 260 bits (664),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 190/625 (30%), Positives = 295/625 (47%), Gaps = 
63/625 (10%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GI+AHVDAGKTTL+E+LLY  G     G V+ G    DT  LE+QRGITI +     
Q+
Sbjct  1    
MGIVAHVDAGKTTLSEALLYRGGTQRTLGRVDNGNAFLDTAKLEKQRGITIYSHQAVAQF  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF A+  + L VLD A+LV+SA DG+Q  TR+ +  L+  
NIPT I
Sbjct  61   
DELSLTLLDTPGHVDFAAQTEQVLPVLDYALLVVSATDGIQGSTRLWWRLLQAANIPTFI  120

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D  G ++  V++ ++ +  A  +   +               + ++A+   
++  
Sbjct  121  FINKTDSLGANVTGVIEQLQTEFDAGCLPLTS---------------
DNYEAIAMTDEAA  165

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245



            L++ ++ E ++   +    QR +    +FPVY G+A K  G+  L+  +T    P+    
Sbjct  166  LDELLSTETLADPTI----
QRLIDHRHVFPVYTGAALKLAGVDELIAGLTHWTSPL-TPA  220

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            S AL G VFK+ +   G+R  +LR+  GTL+ + T  L G    KI ++R  +  +    
Sbjct  221  SNALAGRVFKISHAPTGERLTWLRVTGGTLQAK-TELLPGE---
KINQIRCYNGAKFTIA  276

Query  306  D--------------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +                +PG+ + L  D V LN +                 P+L  
T+ 
Sbjct  277  NQVPAGQVCAVTGLTQTFPGQGIGLSPD-VSLNQI----------------
QPVLNYTVE  319

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             +      R+L AL +LAD D  L  +       I L  +G VQLE++ ALL E+Y
+L  
Sbjct  320  LQ-
GNDPHRVLAALRELADEDQHLNVQWSEELQTISLQIMGAVQLEIIQALLQERYQLTV  378

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +  +IY E   K      H E  P   +A + L + P   GSG+ +    S+  
L  
Sbjct  379  AFTDGQIIYQETITKPVEGVGHFE--
PLRHYAEVHLLIEPAPRGSGITFAQDCSVDVLKH  436

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL--  528
            ++Q  +   +     +G L G  +TD KI    G  +   S   DF       + Q 
L  
Sbjct  437  
NWQERIMTSLHAKQHRGVLIGAPLTDVKITLINGRGHLKHSEGGDFNEATWRAVRQGLMM  496

Query  529  --
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
               +   QLLEP+ +F L  P E + RA +D  +   T   A+      + TG  P   
+
Sbjct  497  
LKTKQACQLLEPWYAFRLLVPNEQVGRALNDIQQMNGTFALAEPTDTMQLITGTAPVATL  556

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
            + Y T +  YT+G+      L GYQ
Sbjct  557  RDYATTVRSYTHGQGSIELTLAGYQ  581

>WP_105097400.1 elongation factor G [Veillonella sp. S13053-19]
 PQL17317.1 elongation factor G [Veillonella sp. S13053-19]
Length=691



 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 195/667 (29%), Positives = 318/667 (48%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKNGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI L 
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGSEDTFKGIIDLMTMKAEIYLS  188

Query  168  EN------TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE I+ E+L    
++ V
Sbjct  189  
DDGKEFEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEITEEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPAIKGVIPGSEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>WP_095456182.1 elongation factor G [Streptococcus agalactiae]
 PAO71982.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   



TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 



+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR + +     Y+
Sbjct  659  SATQGRGIFMMVFDHYE  675

>WP_019206166.1 elongation factor G [Lactobacillus ingluviei]
 KRL89388.1 elongation factor G [Lactobacillus ingluviei DSM 15946]
 KRN44800.1 elongation factor G [Lactobacillus ingluviei]
Length=694

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 315/671 (47%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMEEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWKENRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D I     ++    
+  E
Sbjct  131  
PRIVFANKMDKLGANFDYSVQTIKDRLNVTPLPLQLPIGAEDDFIGLVDLVEMKAYIYDE  190

Query  164  IVLEENTDI---------EA---WDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L EN D          EA    DA+IE     ND ++EKY+ GE IS  +L    
++ 
Sbjct  191  
DKLGENWDTVEIPDDLKDEAQARHDAMIETLADVNDDIMEKYLEGEEISVPELKAAIRQA  250



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGSAA---------L  249
              +  LFPV  GSA K  GIQ ++DAV            F    E G+            
Sbjct  251  
TLNIDLFPVLAGSAYKDKGIQMMLDAVVDYLPSPVDVKPFVATDEDGNEVQLTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A    RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERIGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+   +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKNDQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G G Q+E  +  G + + +  AV  
G++
Sbjct  488  
TKQVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGEGFQFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S+ A F+  A + L+ A  +    
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALKNAAPKGEAVILEPIMR  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVAPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHAFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_089109067.1 elongation factor G [Lactobacillus mixtipabuli]



 GAW99271.1 elongation factor G [Lactobacillus mixtipabuli]
Length=699

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 311/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    VQ+++D+L A+ +  Q               +++  
+I  E
Sbjct  131  
PRIVFVNKMDKIGADFDFSVQTIKDRLQANALAVQMPIGAEDNFEGVIDLLNMKADIYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ G  I   +L    
++
Sbjct  191  DELGSE-
WDTVDVPDQYKEEAQKRRDHMIEEIADVDDDIMEKYLDGVDIPVAELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +  LFPV  GSA K  G+Q LMDA                    TG    +     
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATVDYLPSPLDVKPYNATNPDTGEKVELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            +     FK+       R  ++R+Y GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
SFAALAFKIATDPFVGRLTFIRVYQGTLESGSYVLNATKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 



Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  427  
NALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMRREFKVEATVGAPQVSYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKQTSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  +E G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP 
Sbjct  547  
IKESMENGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASMALRNAAKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVEIVVPEEYMGDIMGQVTARRGRVDGMEARGNAQMIHSFVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>SEL33874.1 small GTP-binding protein domain-containing protein 
[Paenibacillus 
sp. cl141a]
Length=674

 Score = 261 bits (666),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 179/624 (29%), Positives = 301/624 (48%), Gaps = 
17/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+  +   D   +E++RGIT+ A   
+  
Sbjct  27   
TIGMFAHVDAGKTTLAEQLLYTTHTIQERGRVDHQSAYLDRHDIEKERGITVFADQATMH  86

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            ++     ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+PT 
Sbjct  87   
FNGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKHGVPTF  146

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVIENND  183
            +FINKID+ G D+  V+  +R +L+ D+ +     ++ E VL+E        + + 
E N+
Sbjct  147  LFINKIDRVGADVPRVLAEIRSELAEDVCL-----
ITEEDVLQEGLMQSSLIEFIAERNE  201

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            KLLE Y+  E     + +      V+   LFP + GSA + +G+   M  +  L      
Sbjct  202  KLLELYME-EGYEASRWLDAMIAMVRKGELFPCFSGSALQNVGVTHFMHQLD-
LLTVTDY  259

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKG  300
               AA  G  +K+ + + G R  Y++   GTL++RD +  ++G E +  K+T +R+ 
+ G
Sbjct  260  
DPEAAFAGRAYKIRHDEQGARLTYIKATGGTLQVRDEITYVSGTETITEKVTHIRLINGG  319

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                 D  + G++  +   S     V          R   + +P L++ +  +++   
+ 
Sbjct  320  RATPVDRVHAGDLFAITGISAAAAGVG---
MGALSGRTVYELVPTLKSKVQFESSIHPKD  376

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L  + D     I +  +G +QLEV+  ++ E++       EP 
++Y
Sbjct  377  
MLRCFRLLDAEDPSLSVQWDEPAQAIHIHVMGIIQLEVLERIVFERFGYRIAFGEPEILY  436

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E   +A   + H E  P   +A + L + P    SG+ + +      L  ++Q+ 
V   
Sbjct  437  KETITEAVVGSGHFE--
PLKHYAEVHLRLEPGERNSGIVFANACHPDMLPVNYQHLVAQH  494

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      GL  G  VTD KI    G  ++  +   DFR      L Q L+++ + 
LLEPY
Sbjct  495  
VGERDHHGLLTGSPVTDLKITLLKGRAHNKHTHGGDFREATYRALRQGLEKTTSLLLEPY  554



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    E++ R   D  +  A+ +  +   D+V  TG  P   +  Y  +LA 
YT G
Sbjct  555  
YHFKVKVDAEFIGRLMSDLTQAKASFDPPETVGDKVTVTGSAPVSTMMKYGMELAAYTKG  614

Query  600  RSVCLTELKGYQAAVGQPVIQPRR  623
            R        GY     +  +  R+
Sbjct  615  RGTISLVYGGYDRCHNEAEVIERK  638

>CDA30096.1 putative translation elongation factor G [Eubacterium 
sp. CAG:156]
Length=883

 Score = 265 bits (677),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 182/618 (29%), Positives = 299/618 (48%), Gaps = 
36/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E+LLY +G I + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKQLILGILAHVDAGKTTLSEALLYTTGNIRKLGRVDHKDAFLDTYSLERERGITIFSKQ  60

Query  61   TSFQW----
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
               +W        + ++DTPGH+DF AE+ R+L VLD  ILV+S  DGVQ  T  L
+  L
Sbjct  61   
AQLKWKNENEEINMTLLDTPGHVDFSAEMERTLQVLDYGILVVSGSDGVQGHTETLWKLL  120

Query  117  
RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD  176
            ++ NIPT IF+NK+D AG D   ++++++ +L  + +       S +  LE         
Sbjct  121  
KRYNIPTFIFVNKMDLAGSDKNHIMENLKSRLDTNCVDFSDYEKSDDNFLEN--------  172

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V   ++  LE Y+    IS E++       + +  +FP ++GSA K  GI+ L+
+A+  
Sbjct  173  -VATCDENALENYMDTGEISNEEIT----
NLIAERKVFPCFFGSALKLDGIELLLNAMAN  227

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            L +   +  S      V+K+     G R  ++++  G L+++D +        K+ 
++RI
Sbjct  228  LTK--NKSYSDEFGARVYKISRDSQGNRLTHMKVTGGVLKVKDVI-----
NDEKVNQIRI  280



Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
             S  +    D+   GE+  +   ++ R    +G+      +     P+  P+L   
I   
Sbjct  281  YSGNKFETKDSVKAGEVCAVTGLENTRPGQGIGN------
QEGESIPVLEPVLTYQIILP  334

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                     + L QL + DP L    +    EI    +G VQ+E++ +L+ E++ +
+   
Sbjct  335  
EGCDAHSTFNKLKQLEEEDPQLDIVWNENLKEIHARLMGDVQIEILQSLIKERFDIDVTF  394

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + S++Y E          H E  P   +A + L + P   GSG+ +E+      L
++++
Sbjct  395  GQGSIVYKETIKNKVEGIGHFE--
PLRHYAEVHLLLEPGEPGSGMVFETACKEDDLDKNW  452

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +      G L G ++TD KI    G  ++  +   DFR      +   
LK++ 
Sbjct  453  
QRLILTHLYEKQHVGVLTGSHITDMKITLIGGRAHAKHTEGGDFRQATYRAVRNGLKQAE  512

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P E + RA +D  +     ET +   +    TG  P   +  
Y T 
Sbjct  513  
SVLLEPYYEFTLEVPTENVGRAMNDISQMKGEFETPKTNGEVTEITGYAPVSTMSGYITT  572

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT GR     +L GY
Sbjct  573  VNTYTRGRGRLYCKLAGY  590

>WP_071227414.1 elongation factor G [Stenotrophomonas maltophilia]
 OHY72011.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 261 bits (666),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 207/673 (31%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    



Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I  E L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRAIDAEPLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---



IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMAGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAVKAALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_032970205.1 elongation factor G, partial [Stenotrophomonas 
maltophilia]
Length=671

 Score = 261 bits (666),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 206/671 (31%), Positives = 311/671 (46%), Gaps = 
76/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188



Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRAIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESEGGDVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P   G  V +  R+  G + +SF 
NAV 
Sbjct  482  ETPMRAMAGVVGRLVKQTGGQGQFAHVVLDVSPREDGQ-
VVFNDRIVGGVVPRSFINAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +S  +++P   +     D  +    I   + ++     +G  P   +  Y T L   
+ 



Sbjct  601  
VMSVTVHSPSASVGDVVGDLNRRHGRIARIEDQEGRAEVSGFAPLAQLVGYTTALRSLSQ  660

Query  599  GRSVCLTELKG  609
            GR+     L G
Sbjct  661  GRASSEAHLHG  671

>WP_084727520.1 GTP-binding protein [Faecalicatena fissicatena]
Length=912

 Score = 265 bits (678),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 188/614 (31%), Positives = 307/614 (50%), Gaps = 
35/614 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+ES+LY  G+I + G V+      DT  LER RGITI +    
F W
Sbjct  30   
VGILAHVDAGKTTLSESMLYTGGSIRKLGRVDHQDAFLDTYDLERARGITIFSKQAVFSW  89

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF AE+ R+L V+D A+LVIS  DGVQ  T  L+  L++  
IP  +
Sbjct  90   
KDMDITLLDTPGHVDFSAEMERALQVMDYAVLVISGADGVQGHTVTLWRLLKQYEIPVFL  149

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN----  181
            FINK+DQ G D + +++ ++ +LS   +    +S   E+   EN +    D+ +EN    
Sbjct  150  FINKMDQEGTDRKLILEDLKKRLSDGCVDFNGIS---EL---ENAE----
DSCLENLAMC  199

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
             + +LE+Y+    I +  +V    + V+   +FP Y+GSA +  G++  M+ +  L
+   
Sbjct  200  EEGMLEEYLEKGSIEKNSIV----QAVRARKVFPCYFGSALRLEGVEEFMEGLR-
LYTAA  254

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             +    A    V+K+   + G R  YL++  GTL ++D   L   E+ K+ ++RI 
S  +
Sbjct  255  TDY-PHAFGAKVYKIARDEQGNRLTYLKVTGGTLHVKDI--LPDTEE-
KVNQIRIYSGAK  310

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAAQR  358
                 +   G +  +         V   P +       +D     P+L   I        
Sbjct  311  YDAVQSVAAGGVCAVAG------



PVSTYPGQGIGAEKEQDMFILEPVLTYQIQLPNDCDV  364

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             ++L  L QL + +P L    +    EI    +G VQ E++ +++ E++K+     
E ++
Sbjct  365  
HQMLLNLKQLEEEEPQLHIVWEEQLGEIHAQLMGEVQTEILKSIIWERFKVRVEFGEGNI  424

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   + A    H E  P   +A + L + P   GSG+Q+ S  S   L++++Q  
+ 
Sbjct  425  VYKETIEEPAEGVGHFE--
PLRHYAEVHLLLEPGEQGSGLQFFSTCSEDVLDRNWQRLIL  482

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +G L G  VTD KI    G  +   +   DFR      + Q LK++ + 
LLE
Sbjct  483  
THLEEKEHKGVLTGSAVTDMKITLTAGRAHLKHTEGGDFRQATYRAVRQGLKKAKSILLE  542

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F L  P + + RA  D  K   + E +++  +  V TG++P   ++ Y+ +   
YT
Sbjct  543  
PYYEFRLELPSDNIGRAMSDIQKMYGSFEHSEMDGEMSVLTGKVPVATMRGYQREFISYT  602

Query  598  NGRSVCLTELKGYQ  611
             G+      LKGY+
Sbjct  603  GGQGRMFCSLKGYE  616

>ENZ51586.1 small GTP-binding protein domain protein 
[ [[Clostridium] bolteae 
90A9]
Length=907

 Score = 265 bits (678),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/633 (30%), Positives = 308/633 (49%), Gaps = 
69/633 (11%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI +   
+  W
Sbjct  3    
LGILAHVDAGKTTLSEALLYLAGSIRKMGRVDNRDAFLDTYALERARGITIFSKQAALTW  62

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125



                + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ+ T  L+  L K  
IP  +
Sbjct  63   
EGMPMTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQSHTITLWRLLAKYRIPVFL  122

Query  126  FINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            F+NK+DQ G D +  ++ ++ +L    AD     T        + + T            
Sbjct  123  
FVNKMDQPGTDREQRMRELQKRLDDGCADFAGAGTEEFREHAAMCDET------------  170

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPI  241
              LLE+Y+    +  +++    +R +++  LFP ++GSA K  G++ L+  +      
P 
Sbjct  171  --LLERYLETGDVEDDEI----
RRLIKERRLFPCFFGSALKLTGVEELLGGIRRWAMVPN  224

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK------
LKITEMR  295
              Q   A    V+K+   D G R  +L++  G+L+++  ++    EK       K+ 
++R
Sbjct  225  YPQEFEA---
KVYKISRDDQGNRLTHLKITGGSLKVKGIISGGNTEKPSETWQEKVNQIR  281

Query  296  IPS--KGEIVRTDTA------------YPGEIVILPSDSV--
RLNDVLGDPTRLPRKRWR  339
            + S  + E V    A            YPG+ +    DS+   L  VL    +LP     
Sbjct  282  
VYSGDRYETVAEAEAGTICAVSGLTRTYPGQGLGAGQDSMVPVLEPVLNYQVKLPEGCDG  341

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
               LP  R                   QL + DPLLR   +    EI +  +G VQ
+EV+
Sbjct  342  AVMLPKFR-------------------
QLEEEDPLLRVVWNEELKEISMQLMGEVQIEVL  382

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
             +L+ E++ ++      +++Y E          H E  P   +A + L + P   
GSG+Q
Sbjct  383  KSLIEERFGIQVEFGTGNIVYKETISGTVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQ  440

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E+R S   L++++Q  V   +   + +G L G  +TD KI    G  ++  +   
DFR 
Sbjct  441  
FETRCSEDDLDRNWQRLVLTHLEERVHRGVLTGAAITDMKITLVAGRAHNKHTEGGDFRQ  500

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578



                 L Q L E+   LLEP+ +F L  P+  + RA  D  K C T    + ++ + 
V T
Sbjct  501  
ATYRALRQGLMEASCILLEPWYTFRLEVPEASIGRAMTDIEKRCGTCVIEENRQGQAVLT  560

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G+ P   ++ Y++++  YT G+      LKGY+
Sbjct  561  GQAPVAAMRGYQSEVISYTRGQGRLACTLKGYE  593

>WP_047750913.1 GTP-binding protein [Bacillus aryabhattai]
Length=653

 Score = 260 bits (664),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 183/640 (29%), Positives = 313/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DT GH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTSGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+AD+  I    +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTADVFDITSDLIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   +FP   GSA + +GI+  ++ +  L 
+  
Sbjct  178  DEELLDAFMEGKN-
DQAYWKAAMQKLIQANQIFPCACGSALQDIGIESFLEKLDLLSETH  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
              Q   A  G V+K+ + + G R  +++  SGTL++RD VA     +L   KIT+
+R  +
Sbjct  237  YSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLTSASVGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCIGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AKNIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            + LA +T+G+        GY+     + VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>OCW82736.1 elongation factor G [Pelagibacteraceae bacterium GOM-A3]
Length=691

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 191/658 (29%), Positives = 312/658 (47%), Gaps = 
64/658 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----TVSLSPEI-------
VLEENTDI  172
             F+NK+D+ G D    V+ ++D+L A  ++ Q       SL   +       V+ 
+N D+
Sbjct  132  
CFVNKLDRTGADFFRCVEMIKDRLGAKPLVMQIPIGIEASLKGVVDLVKMKAVVWKNEDL  191

Query  173  -EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              AW+                       +E ++KL+E Y+ G+ IS E L+R  ++    
Sbjct  192  
GAAWELTDISDDLKEISSKYRQELVETAVEQDEKLMEDYLGGKEISEEDLIRCIRKGCLG  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIG-----EQGS-----------
AALCG  251
                PV  GSA K  G+QPL+DAV       + IG     +QGS           A    
Sbjct  252  
FDFVPVLTGSAFKNKGVQPLLDAVVNYLPSPKDIGSIKGTKQGSDDEMEMKFEDNAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV          ++R+YSGT++    +    ++K     ++  M   S+ +I   
+T
Sbjct  312  
LAFKVANDPFVGSLTFIRIYSGTVKSGTGIYNTSKDKEERVGRMLLMHANSREDIKEANT  371

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G+IV L    +      L D          E P P++   + PKT A +E++ 
+AL 
Sbjct  372  ---
GDIVALAGLKNTITGHTLADKETPVLLEPMEFPDPVIEIAVEPKTKADQEKMGEALG  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E  
L 
Sbjct  429  
RLAKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETILT  488

Query  427  AA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            AA   +T   +      +A + L+V PL  G G + ES++  G + + F   V  G
+   
Sbjct  489  
AAENDYTHKKQSGGAGQFARVKLTVEPLEPGKGREIESKIKGGAIPKEFIPGVEKGVETI  548



Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             + G+  G+ + D K+    GL++   S+   F   +    ++A  ++  +LLEP 
+   
Sbjct  549  
ADGGILAGFPLIDYKVTIVDGLHHDVDSSVLAFELASRQCFKEACTKATLKLLEPIMRVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            +  P++Y+     D       I T + + +  V T  +P   +  Y  +L   + 
GR+
Sbjct  609  
VVTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  666

>WP_024124793.1 elongation factor G [Thermosynechococcus sp. NK55a]
 AHB88392.1 translation elongation factor G FusA 
[Thermosynechococcus sp. 
NK55a]
Length=691

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 193/698 (28%), Positives = 326/698 (47%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GTT TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTTVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYSV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G +   V   +RD+L A+ +              I   V +  
+I  +
Sbjct  129  
PRIVFVNKMDRTGANFYKVYDQIRDRLRANAVPIQLPIGAEDQFKGIVDLVRMRAKIYKD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+T+I A              +AV E +D L+EKY  GE ++ E++    
++  
Sbjct  189  
DLGKEIEDTEIPAEMTELAQEYRTKLIEAVAETDDALMEKYFEGEELTEEEIRAALRKGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQGSAA------LC  250
               ++ P+  GSA K  G+Q L+DAV                 P G +   A      
L 
Sbjct  249  
IAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPSPIDIPAIKGHLPDGTEVERAADDDQPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  ++R+YSG L               R+   + L   E++++ 
E+R
Sbjct  309  ALAFKI-
MSDPYGRLTFVRVYSGVLKKGSYVLNATKGKKERISRLIVLKADERIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +     + G+ +   S  V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKETFTGDTLCDESSPVILESLY-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V +
Sbjct  415  
QDMEKLSKALQALSEEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMQREFKVEANVGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P++A    I  +      +  + + V P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPVRAEGKFIR-
QSGGKGQYGHVVIEVEPAEPGTGFEFVSKIVGGVVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ V D K+    G Y+   S+   F+    + +++A
+ ++
Sbjct  534  
YIPPAEQGMKEACESGILAGYPVIDLKVTLVDGSYHEVDSSEMAFKIAGSMAIKEAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+E+L     D       IE   V+      T ++P   +  
Y T
Sbjct  594  
NPVLLEPMMKVEVEVPEEFLGTVMGDLIARRGQIEGQTVENGIAKVTAKVPLERMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  654  DIRSNTQGRGIFSMEFSHYEEVPRNVAEAIIAKNKGNA  691



>WP_089120474.1 elongation factor G [Lactobacillus pentosiphilus]
 GAX05090.1 elongation factor G [Lactobacillus pentosiphilus]
Length=699

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 188/674 (28%), Positives = 314/674 (47%), Gaps = 
68/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    VQ+++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKIGADFDYSVQTIKDRLQANALAVQMPIGAEDNFEGVIDLLDMKADIYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ G  I   +L    
++
Sbjct  191  DELGSE-
WDTVDIPDEYKEEAAKRREKMIEEIADVDDDIMEKYLDGVDIPVAELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +  +FPV  GSA K  G+Q LMDA                    TG    +     
A
Sbjct  250  
ATLNLEIFPVLAGSAFKNKGVQMLMDATVDYLPSPLDVKPYNATDPDTGDKIELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
                  FK+       R  Y+R+YSGTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
NFAALAFKIATDPYVGRLTYIRVYSGTLESGSYVLNATKGKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +



+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVSYRE  486

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +P KA    +  +      +  + +  TP   G G ++E  +  G + + +  
+V  
Sbjct  487  AFTKPTKAQGKFVR-
QSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQ  545

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP
Sbjct  546  
GIKESMQNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMALRNAAKTAAPVILEP  605

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+            +++  + + +  +    +P   +  Y T L   
+ 
Sbjct  606  
IMKVEIVVPEEYMGDIMGQVTARRGSVDGMEARGNAQLIHSFVPLAEMFGYATTLRSASQ  665

Query  599  GRSVCLTELKGYQA  612
            GR         Y+A
Sbjct  666  GRGTFTMTFDHYEA  679

>WP_015770877.1 elongation factor G [Jonesia denitrificans]
 ACV08248.1 translation elongation factor G [Jonesia denitrificans 
DSM 20603]
 ASE08084.1 elongation factor G [Jonesia denitrificans]
Length=699

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 199/697 (29%), Positives = 328/697 (47%), Gaps = 
85/697 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKLGETHDGASTMDWMEQEQERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCYWKNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D+I ++      
Sbjct  131  
PRICFVNKMDKLGADFYFTVRTIVERLKAKPLVIQLPIGSENDFIGMVDVIEQKAYVWHG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E+ DIE   A                V E++++L+EKY+ GE ++  +L    
++
Sbjct  191  
ETKLGESYDIEDVPADLQDKLEEYRNQLIEDVAESDEELMEKYLGGEELTVAELKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------VTG---------
LFQPIGEQ  244
                   FPV  GSA K  G+QP++DA             VTG         +  P   
+
Sbjct  251  
LTVSGEAFPVLCGSAFKNKGVQPMLDAVIDYLPTPLDVASVTGTTLNEEEELVRHPDANE  310

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              +AL    FKV       +  Y+R+YSG        A +G + +  T+ +    G
++ +
Sbjct  311  PFSALA---FKVATHPFFGKLTYVRVYSGK-------
ASSGAQVINSTKGKKERIGKLFQ  360

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I   +    V   D L DP           P P++   I 
PKT 
Sbjct  361  
MHSNKENPVDEATAGHIYAFIGLKDVTTGDTLCDPQNQIILESMTFPEPVIDVAIEPKTK  420

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++++E  
V +
Sbjct  421  
ADQEKLSTAIQKLAEEDPTFRVKLDEETGQTVIGGMGELHLDILVDRMRREFRVEANVGK  480

Query  416  PSVIYMERPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLN  470
            P V Y E   +AA    +T   +   +  +A + ++  PL    G  YE  + V+ 
G + 
Sbjct  481  



PQVAYRETIRRAAEKVEYTHKKQTGGSGQFAKVLVTFEPLDTAEGELYEFANEVTGGRIP  540

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  +V  GI+ GL+QG L G+ +   K     G Y+   S+   F+    +VL 
+ +K
Sbjct  541  
REYIPSVDAGIQAGLQQGVLAGFPLVGVKARLIDGAYHDVDSSEMAFKIAGTMVLREGIK  600

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +   LLEP ++  +  P+EY+     D       I++ +      V   ++P   
+  Y
Sbjct  601  
RADPVLLEPVMAVEVRTPEEYMGDVIGDLNSRRGMIQSMEDATGVKVVRAQVPLSEMFGY  660

Query  590  RTDLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRR  623
              DL   T GR+V   +   Y     AV + +I+  R
Sbjct  661  IGDLRSKTQGRAVYSMQFDSYAEVPRAVAEEIIKKTR  697

>CCZ93301.1 putative translation elongation factor G [Coprococcus 
eutactus 
CAG:665]
Length=928

 Score = 266 bits (679),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 190/642 (30%), Positives = 320/642 (50%), Gaps = 
43/642 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVD+GKTTL+E++LY +G I + G V+   T  DT   E+ RGITI 
+  
Sbjct  1    
MKNIVAGILAHVDSGKTTLSEAMLYQTGRIRKLGRVDHQDTYLDTDSQEKDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +    + ++DTPGH+DF  E+ R+L VLD A+LVI+  DGVQ+ T  L+  L 
+  
Sbjct  61   
AELTYEDMHIALLDTPGHVDFGTEMERTLQVLDYAVLVINGMDGVQSHTETLWKLLERYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+D  G D + ++ ++R +LS   +         + + E     +A + 
+  
Sbjct  121  IPVFIFVNKMDMTGYDREYLMDNIRHRLSDGCV---------DFLCE-----
DAGEHIAM  166

Query  181  NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239



             ++ +LE+++  GE  +RE  +    + V D  LFP Y+GSA K  G+  L+D   
G+ +
Sbjct  167  CDENMLERFLETGE--NREDDI---AKAVADRKLFPCYFGSALKNDGVAELLD---
GMNR  218

Query  240  PIGE-QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEM  294
             + E + +      VFK+   D G+R  Y+++  GTLRL+D + L GR+      K
+ ++
Sbjct  219  
YVTEPRRTDEFGAKVFKIGRDDKGERLTYMKITGGTLRLKDVLTLTGRQGEETLEKVNQI  278

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK-  353
            R+ S  +    D    G +  +P     L +  G   R       +  LP L   +
+ K 
Sbjct  279  RVYSGAKYDMVDHVTAGCVCAVPG----LVNTYG---
RQGIGACPDGELPSLEPVLSYKV  331

Query  354  ---
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               T      ++  L QL + DPLL+ + +    EI +  +G+VQLEVV+ ++ ++
+ + 
Sbjct  332  
MYPTDVDAVTMVSKLRQLEEEDPLLQVQWNEAAGEIYIKVMGQVQLEVVAQMVRDRFGIA  391

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  + Y E          H E  P   +A + L + P+  GSG+ ++S  S   
L+
Sbjct  392  ITYGQGRITYKETIAAPVMGVGHFE--
PLRHYAEVHLLLEPMENGSGMCFDSICSEDVLD  449

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   ++    +G L G  +TD KI    G  +   +   DFR      + 
Q L 
Sbjct  450  
KNWQRLILTHLQEREFRGVLTGSPITDMKITITAGRAHQKHTEGGDFRQATYRAVRQGLM  509

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + + LLEP  +F +  PQEY  R   D  K   +++  ++  +  V TG  P   
++ Y
Sbjct  510  
MAESVLLEPVYAFKIEVPQEYAGRVLADIVKMSGSMDGQEIAGETTVITGHAPVYTMREY  569

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLDK  630
             ++L  ++ G      ++ GYQ     + V+  R  +  LD+
Sbjct  570  YSELTAFSRGTGRLQVDIDGYQPCHNTEEVLAERHYDPELDR  611

>WP_009170479.1 GTP-binding protein [Clostridium sp. DL-VIII]
 EHI99817.1 small GTP-binding protein [Clostridium sp. DL-VIII]



Length=668

 Score = 260 bits (665),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 180/638 (28%), Positives = 301/638 (47%), Gaps = 
35/638 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  D+  +ER+RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQILYHTNSIRNRGRVDHKDSFLDSHSIERERGITVFSDQGIFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  K  +VDTPGH+DF  E+ R++ ++D AI+VISA +GVQ  T+ +++ LRK N+ 
T+ 
Sbjct  65   
NNSKYYLVDTPGHIDFSTEMERAIEIMDYAIIVISAVEGVQGHTQTVWNLLRKYNVSTIF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D   V++ ++  L+ DI   +  SL     +  N   E  + + E 
+D+L
Sbjct  125  FINKLDRVGADKDRVIKEIKKDLTKDICYLENDSLG----
INNNFSEELIEFISEYDDEL  180

Query  186  LEKYIAGEP-----
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            LE+Y+ G       ++  K++      +++  +FP + GSA +  GI   ++    
L   
Sbjct  181  LERYLEGNYDFGIWLNTFKIL------
IKEGKVFPCFGGSALQDEGIVGFLNVFDKLSFT  234

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRI  296
              ++G     G V+K+ + + G R  +++  SGTL++RD V   G  K    L+ T   
I
Sbjct  235  KYDEGK-
EFSGRVYKIRHDENGNRITFIKALSGTLKIRDEVKYGGELKEESNLESTSKYI  293

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLND----------
VLGDPTRLPRKRWREDPLPML  346
                E + +   Y G     P D V+  D          V GD     +++   + 
+P L
Sbjct  294  NETCEKISSIRIYNGS-
KFKPVDVVKAGDLFAVSGLSKAVAGDGVGTLKEKTHYEMIPTL  352

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             + +          +L     L   D  L    +    EI +  +G++QLEV+  +
+ E+
Sbjct  353  



MSKVIFDNTCNVREVLGYFKILEAEDNALNIIWNEALQEIHVHIMGKIQLEVLKEIVQER  412

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L        ++Y E          H E  P   +A + L + PL   SG+ +E+
+   
Sbjct  413  FNLSVEFGPCQILYKETIEDETIGCGHFE--
PLRHYAEVHLRIEPLPRNSGIVFENKCHS  470

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L    QN V+  I      GL  G ++TD KI    G  ++  +   DFR      
L 
Sbjct  471  
DDLTFGNQNLVKTHIFEREHHGLLTGASITDIKITLLTGRAHNKHTCGGDFREATFRALR  530

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q  ++    LLEPY  F++    E++ R   D  +     E A+++ D    +G  
P   
Sbjct  531  
QGFEKVKNILLEPYYKFVIEISSEHIGRVLSDIQRLNGIFEPAEIEGDRARISGRGPVAT  590

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPR  622
               Y  ++  +T G+        GY      + VIQ +
Sbjct  591  FMDYSMEVIAFTKGKGSINLMYDGYDVCHNSEEVIQNK  628

>WP_100070891.1 elongation factor G [Lactobacillus backii]
 PIO82873.1 elongation factor G [Lactobacillus backii]
Length=699

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 318/673 (47%), Gaps = 
72/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  14   
NIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMAQEQERGITITSAATTAQ  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++      +
+P +
Sbjct  74   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQAGVEPQTENVWRQSTTYSVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTDI------  172
            +FINK+D+ G D    V ++RD+L A+ + I+  +           ++E   D+      



Sbjct  134  
VFINKMDKIGADFDYSVDTIRDRLQANALPIQMPIGAEDNFEGVIDLIEMKADLYDEDEL  193

Query  173  -EAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
               WD                 A+IE     +D ++EKY+ GE IS++++    ++   
+
Sbjct  194  
GTKWDTVDVPDEYMEEAKKRRNAMIEQLADIDDGIMEKYLEGEEISKDEIKAAIRKATLN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------GEQ------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV      P+            GE              
Sbjct  254  
LEAYPVLAGSAFKNKGVQMMLDAVNDFLPSPLDVKPYNATNPETGENVELTAGDDKDFAA  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDT  307
              FK+       R  ++R+YSGTL     V  A    RE++ ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTFIRVYSGTLESGSYVMNATKDTRERVGRLLQMHSNHRTEIPEV--  371

Query  308  AYPGEIVILPSDSVRL-NDVLGDPTRLPRK----
RWREDPLPMLRTTIAPKTAAQRERLL  362
             + G+I      ++ L N   GD     +        E P P+++ +I PKT   +
+++ 
Sbjct  372  -FSGDIAA----
AIGLKNTTTGDSLTSVKHPLILESMEFPDPVIQVSIEPKTKGDQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++   +  G + + F  
AV  G
Sbjct  487  
TFTKQASAQGKFIRQSGGKGQYGDVWVEFTPNEEGGGFEFTDDIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  
+LEP 
Sbjct  547  
LKESMANGVLAGYPLVDVKARLYDGSYHDVDSSEAAFKIAASMSLRAAAKKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++YL             +E  + + +  +    +P   +  Y T L   
T G



Sbjct  607  
MKVEIVAPEDYLGDVMGHVTARRGRVEGMEARGNSQLVNSMVPLSEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_078115248.1 GTP-binding protein [Clostridium beijerinckii]
 OOP74547.1 elongation factor G [Clostridium beijerinckii]
Length=678

 Score = 261 bits (666),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 186/652 (29%), Positives = 311/652 (48%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSIANRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 
Sbjct  65   
NGSTYYLIDTPGHIDFSTEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   VV+ ++  LS+D   I        +   EE  DI  +D        
Sbjct  125  FINKLDRTGADKDRVVREIKRDLSSDACYIDNNFIYDSK---
EEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND+LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDELLEKYIEG-
NYDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------  287
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G         
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKIREEVSYGGEFVKEFDHV  299

Query  288  -------KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +       D    G++  +   S  +  D +GD   L  
K   



Sbjct  300  QNNSNEITEKISSIRIYNGKRFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPTLMSKVIFDKNCNARE-
VLRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   + +    H E  P   +A + L + PL   
SG+ 
Sbjct  416  KELVKERFGLVVDFGKCQIIYKETIAEESIGRGHFE--
PLRHYAEVHLKLEPLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ + 
+V+  
Sbjct  534  
ATFRALRQGLEKAYNILLEPYYKFVIEASNEHVGRILADIQKLSGTFEPIEMLESKVIVN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>WP_098249656.1 GTP-binding protein [Bacillus megaterium]
 PEU68743.1 elongation factor G [Bacillus megaterium]
 PFQ87410.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 260 bits (664),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 181/640 (28%), Positives = 312/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS  ++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEGLI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPSASGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYAKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIA  351
            +      +    GE+  +    S  + D LG    L   R  E  LP L+      
+++ 
Sbjct  296  ESTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFESSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEKRTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  



GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQGAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>OLA15355.1 translation elongation factor G [Coprococcus sp. 43_8]
Length=927

 Score = 266 bits (679),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 186/620 (30%), Positives = 301/620 (49%), Gaps = 
41/620 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I++GILAHVDAGKTTL+E +LY +G I + G V+ G    D   LER RGITI +   
+F
Sbjct  13   
ISVGILAHVDAGKTTLSEGILYLTGQIRKLGRVDHGDAFLDMYTLERSRGITIFSKQANF  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  TR L++ L +  
+PT
Sbjct  73   
VLGDKQVTLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTRTLWNLLARYQVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IFINK+DQ G D Q  +  ++ KLS + +     + + E  LEE +           
++
Sbjct  133  FIFINKMDQDGTDRQDRLTELKRKLSGECV---
DFTEAGEEFLEELSMC---------DE  180

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PI-  241
             ++E Y+    I+  ++    Q  +++  +FP Y+GSA K  G+Q L+D +      
P+ 
Sbjct  181  TVMESYLENGEITASQI----
QTLIRERKVFPCYFGSALKLEGVQELLDGLEKYMDGPVS  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPS  298
            G     A    V+K+     G R  ++++ +G L++++ +     E   + K+ +
+RI S



Sbjct  237  
GTHAEEAFGAKVYKISRDSQGSRLTHVKITNGVLKVKEILEYMAEEEPMQEKVNQIRIYS  296

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +      A  G I  +       P   + +      P   P   +R + LP       
Sbjct  297  GDKYEMVQEAEKGCICAVTGLTRTYPGQGLGMQQGSSAPVLEPVLNYRVE-
LP-------  348

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
               +    R+L    QL + DP+LR   +    EI +  +G VQ E++ +L+ E++ 
++ 
Sbjct  349  --
ESCDVHRMLQNFRQLEEEDPMLRVVWNEEAGEIQVQLMGEVQTEILQSLVKERFDVDI  406

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 +++Y E          H E  P   +A + L + P   GSG+  ++  S   
L++
Sbjct  407  SFGSGNIVYKETIKNTVEGVGHFE--
PLRHYAEVHLILEPGEPGSGISIDTICSEDVLDK  464

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q 
L +
Sbjct  465  
NWQRLILTHVLEREHRGVLTGSVLTDVKITLASGRAHLKHTEGGDFRQAVYRAIRQGLMQ  524

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEPY +F L  P E   RA  D  +     +  + + D  V TG  P   
+Q Y+
Sbjct  525  
AENVLLEPYYAFRLEIPSEMTGRALMDIQRMNGEFDGPETEDDMAVVTGSAPVSEMQDYQ  584

Query  591  TDLAFYTNGRSVCLTELKGY  610
             ++  Y+ GR      LKGY
Sbjct  585  REVTTYSRGRGKLFCTLKGY  604

>WP_107519012.1 elongation factor G [Staphylococcus equorum]
 PTF10267.1 elongation factor G [Staphylococcus equorum]
Length=696

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 190/690 (28%), Positives = 322/690 (47%), Gaps = 
75/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 



T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATNYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLE------------EN  169
            +F+NK+D+ G + +  V ++ D+L A+   I +        E +++            
E 
Sbjct  132  
VFVNKMDKMGANFEYAVSTIHDRLQANAQPIQLPIGAEDQFEAIIDLVEMKCFKYNNNEG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E+ND+L+EKY+A E I+  +L    ++   
D 
Sbjct  192  
TDIEEIEIPEDHKERADEARSALIEAVAESNDELMEKYLADEAITVAELKDAIRQATNDI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q L+DAV          +PI G +               A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLLLDAVIDYLPSPLDVKPIVGHRADDPEEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKSKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTATGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480



               ++A        +      +  + +   P   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKQSAQVQGKFARQSGGRGQYGDVKIEFAPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R         Y     +V + +I+    NS
Sbjct  665  RGTYTMYFDHYAEVPKSVAEEIIKKNSGNS  694

>WP_085436174.1 elongation factor G [unicellular cyanobacterium SU2]
Length=695

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 319/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            I++NK+D+ G D  SVV+ V D L+A  +++   + +  E      +L E   I  
WD  
Sbjct  130  IYVNKLDRTGADFFSVVKQVEDILAAKPLVMVLPIGIESEFCGVVDLLTEKAWI--
WDDS  187

Query  177  ----------------------------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D+++EKY+ GE ++ +++    
++  
Sbjct  188  
GDPMNYEIKEVPADMADQVASYREQLIESAVEQDDEMMEKYLEGEELTIDEIKACIRKGT  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS---  252
            ++ + FP Y GS+ K  G+Q ++DAV            QP       E G+ A+      
Sbjct  248  
RELAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPTELKPQPEVDLEGNETGTFAVVDPEKP  307

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+   D      + R+YSGTL   DTV   A    E++ ++ EM   S+ 
EI  
Sbjct  308  LRALAFKI-
MDDRFGALTFTRVYSGTLSKGDTVLNTATGKSERVSRLVEMHANSREEI--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             ++A  G+IV I+   +V+    L DP           P P++  +++PK     E
++  
Sbjct  365  -
ESAQAGDIVAIVGMKNVQTGHTLCDPKFPATLEPMVFPDPVISVSVSPKKKGDNEKMGM  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL+++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V 
Y E 
Sbjct  424  
ALSKMVQEDPSFYVETDKESGETIMKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRES  483

Query  424  PLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K    S+T   +   +  +  I  ++ P   GSG  +ES+V+ G + + F  AV
+ G 
Sbjct  484  
ITKVINDSYTHKKQSGGSGQFGKIDYTIEPGEPGSGFSFESKVTGGNVPREFWPAVQKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +++G L G+   D K+    G ++   S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
ENSIDKGVLAGFPCVDLKVTLTDGSFHPVDSSAIAFEIAARAGYRQSIPKAGPQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  ++ P++Y+     D  +    I++            ++P   +  Y  DL   
T+GR
Sbjct  604  
NVDVFTPEDYMGDVIGDINRRRGMIKSQNSTPMGARIKADVPLSEMFGYIGDLRTMTSGR  663



Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  664  GQFSMEFSHY  673

>WP_033647865.1 elongation factor G [Bacillus anthracis]
 KEY91880.1 elongation factor G [Bacillus anthracis str. Carbosap]
Length=691

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 192/659 (29%), Positives = 310/659 (47%), Gaps = 
68/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365



Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T Y G+I  +        D L D   L      E P P++   I PK+ A ++++  
AL
Sbjct  366  
STVYAGDIAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--R  423
            ++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  R
Sbjct  426  
SKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFR  485

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                       +      +  + +   P   G G ++E+++  G + + +  AV  
G+  
Sbjct  486  
AAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLED  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP 
+  
Sbjct  546  
ALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
EVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  664

>WP_092087994.1 elongation factor G [Peptostreptococcaceae bacterium 
pGA-8]
 SFE30591.1 elongation factor G [Peptostreptococcaceae bacterium 
pGA-8]
Length=689

 Score = 261 bits (666),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 189/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G+   D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHDGSATMDWMEQEQERGITITSAAT  69



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    
K  +
Sbjct  70   
TAQWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV---  158
            P +IF+NK+D  G +   VV  V+D+L A+ +                    +K  
V   
Sbjct  130  
PRMIFVNKMDILGANFFRVVGMVKDRLKANAVPIQLPIGAEDSFVGIIDLVEMKAEVYKD  189

Query  159  SLSPEIVLEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +L  E V+E+  +        W     ++V E +++L  K++ GE ++ +++    
+++ 
Sbjct  190  
NLGKEFVVEDIPEDMQELANEWREKLIESVAECDEELTMKFLEGEELTTKEIKDTIRKQT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
                + P+  GSA +  G+Q ++DAV                 P+ E+         
A  
Sbjct  250  
IAGEMIPMLCGSAYRNKGVQMMLDAVIDYMPSPIDIPAINGINPVTEEPDSRPADDKAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  +  GR++   +I +M    + 
EI + 
Sbjct  310  
SALAFKIMADPFVGKLAFFRVYSGTLESGSYVYNSTKGRKERIGRILQMHANKREEITKV  369

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P++   I PKT A 
+E+
Sbjct  370  ---YSGDI----
AAAVGLKDTTTGDTLCDEKEEIILESMEFPDPVIEIAIEPKTKAGQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P 
V Y
Sbjct  423  
MGIALAKLAEEDPTFKTYTNEDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSY  482

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     A   H    +   +  +  + + V P   G+G ++++ +  G + + +   
+ 
Sbjct  483  



KETISANADVDHKYAKQSGGHGQYGHVKIKVYPREPGAGFEFKNSIVGGAIPKEYIPKIE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            DGI+  +E G + G+ V D  +    G Y+   S+   F+  A +   +A K++   
LLE
Sbjct  543  
DGIKDAMETGPIAGYQVVDVGVELYDGSYHEVDSSEMAFKIAASMAFREAAKKAKPVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +  P+EY+     D       IE + +    V   G +P   +  Y TDL   
T
Sbjct  603  
PVFKVEVTVPEEYMGDVIGDISSRRGRIEGSDMNNGAVAVRGMVPLSEMFGYATDLRSKT  662

Query  598  NGRSVCLTELKGYQ  611
             GR V + +   ++
Sbjct  663  QGRGVYVMQFDHFE  676

>WP_015122190.1 elongation factor G [Rivularia sp. PCC 7116]
 AFY58641.1 translation elongation factor EF-G [Rivularia sp. PCC 
7116]
Length=695

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 194/669 (29%), Positives = 322/669 (48%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMDQEQERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WNDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            I++NK+D+ G D   VV+ V + L+A                   D++ ++      
S  
Sbjct  129  
IYVNKLDRIGADFYRVVKQVDNVLAAKPLVMVLPIGTESEFTGVVDLLTRKAWIWDDSGD  188

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210



            P      ++  +   D+E W     +  +E +D L+EKY+ GE +S + L R  ++  
++
Sbjct  189  
PMNYELKDVPEDMKDDVETWREQLVEMAVEQDDALMEKYLEGEEVSIDDLKRCIRQGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GS+ K  G+Q ++DAV            QP       E G  A+        
Sbjct  249  
LAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPKEVKPQPEVDLEGNETGEFAVVDPEKPLR  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSGTL   +T+     G+ +   ++ EM   S+ EI   
+
Sbjct  309  ALAFKIMDDRFGA-
LTFTRIYSGTLSKGETILNTYTGKTERVSRLVEMHADSREEI---N  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV I+   +V+    L DP +         P P++  ++ P      E+L  
AL
Sbjct  365  
SAQAGDIVAIVGMKNVQTGHTLCDPKQPATLEPMVFPDPVISISVTPTKKGSSEKLGMAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
            +++   DP  + E D  + E+I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  425  
SKMVQEDPSFQVETDQESGEMIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESIT  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P+   S+T   +   +  +  I  ++ P   G+G +++S+V+ G + + F  AV+ 
G  
Sbjct  485  KPIN-
DSYTHKKQSGGSGQFGRIDYTIEPAEPGAGFEFQSKVTGGNVPREFWPAVQKGFE  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G ++   S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  544  
SSIDKGVLAGFPLVDVKFTLTDGAFHPVDSSAIAFEIAAKSGYRQSIPKAGPQLLEPVMN  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I++       V    E+P   +  Y  DL   T
+GR 
Sbjct  604  
VDVFTPDDHVGDVIGDLNRRRGMIKSQDPGATGVRIKAEVPLSEMFGYIGDLRTMTSGRG  663

Query  602  VCLTELKGY  610



                E   Y
Sbjct  664  QFSMEFDHY  672

>WP_037595560.1 elongation factor G [Streptococcus phocae]
 KGR72684.1 elongation factor G [Streptococcus phocae subsp. 
salmonis]
 KPJ21828.1 elongation factor G [Streptococcus phocae]
Length=692

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 316/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E N++L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDIREEDIPEEYLEQAQEYREKLIEAVAETNEELMMKYLEGEEITTEELIAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P+ E+         
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGINPVTEEEEERPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   



Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + R      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKARVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K++  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVDANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMSNGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAKPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP++ L             ++  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>EEQ47756.1 translation elongation factor G [Selenomonas flueggei 
ATCC 43531]
Length=677

 Score = 261 bits (666),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 179/664 (27%), Positives = 316/664 (48%), Gaps = 
67/664 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68



            +AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAATTCHWKDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    + N+P + 
++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNVPRMAYVN  120

Query  129  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI---------  179
            K+D  G D  +V++ +R++L+A+ +  Q + +  E   +   D+   DA++         
Sbjct  121  KMDITGADFFNVMKMMRERLNANPVAIQ-
LPIGAEDEFKGIIDLVKMDAIVYEDDLGKVT  179

Query  180  -------------------------
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
                                     E +D+L+EKY+ GE ++ +++    ++      
+ 
Sbjct  180  
DEVEIPAEYKEQAAEYRDKLLEACAETDDELMEKYLGGEELTEDEIRGAIRKATIACEMT  239

Query  215  PVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCGSVFK  255
            PV  G++ +  G+QPL+DA             + G+    GE+       SA      
FK
Sbjct  240  
PVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEEDHRPASDSAPFSALAFK  299

Query  256  VEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAYPG  311
            +       +  + R+YSGTL     V  A    +E++ +I +M   ++ EI   D  
Y G
Sbjct  300  IMTDPFVGKLAFFRVYSGTLNSGSYVYNATKDSKERIGRILQMHANNRKEI---
DIVYSG  356

Query  312  EI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +I   +   +    D L D          E P P++   + P T   +E++  AL 
+LA+
Sbjct  357  
DIAAAVGLKNTTTGDTLCDENNPIILESMEFPDPVISVAVEPATKNDQEKMGIALQKLAE  416

Query  371  TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKA  427
             DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y E   + 
+KA
Sbjct  417  
EDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETIRKQVKA  476

Query  428  



ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
                +  +   +  +    L + P   G G  +E++V  G + + F N +  G+R  
+E 
Sbjct  477  EGKFVR-
QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAGVRQAMES  535

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ + D K+    G ++   S+ A F+    +  +   +++   LLEPY+   
+  
Sbjct  536  
GVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPYVKVEVTV  595

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+EY+     D       I+  + +    V    +P   +  Y TDL   T GR     
E
Sbjct  596  
PEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAYVPLSEMFGYSTDLRSKTQGRGNYSME  655

Query  607  LKGY  610
            +  Y
Sbjct  656  VSFY  659

>WP_007466141.1 elongation factor G [Photobacterium marinum]
 ELR65518.1 Translation elongation factor G [Photobacterium marinum]
Length=695

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 197/688 (29%), Positives = 320/688 (47%), Gaps = 
70/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
TCFWNDHRLNIIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
              +IF+NK+D+ G D  +VV  V++ L A                   D++ +Q      
Sbjct  126  
ARLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMTLPIGREDDFVGVVDVLSRQAFVWDD  185



Query  162  ---------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                      EI  +   D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKEIPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP Y GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTYCGSAYKNKGVQLVLDAVVDYLPSPTEVDPQPLTDPDTGEATGEVALVDEN  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM    
+ EI
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGKMKKGDTILNSATGKTERIGRMVEMHADQRNEI  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A  G+I+ ++   +V+    L D            P P++   +APK     
E++
Sbjct  365  ---
DSAQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPEPVISIAVAPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYR  481

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFQSMMDNGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+        V   G++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQMAGATGVRIKGDVPLSEMFGYIGTLRTMTS  661



Query  599  GRSVCLTELKGYQ---AAVGQPVIQPRR  623
            GR     E   Y    A V + VI  ++
Sbjct  662  GRGQFSMEFSHYAPCPANVAEEVIAEQK  689

>OZV96347.1 elongation factor G [Bacillus coagulans]
Length=693

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 187/688 (27%), Positives = 319/688 (46%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSP-----  162
            P ++F+NK+D+ G D    V ++ D+L A+              + I   + ++      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  163  ---------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M    + 
EI   
Sbjct  309  
AALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKDKRERIGRILQMHANHRKEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DKVYAGDIAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAQVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G+  G+ + D K     G Y+   S+   F+  A + L  A  +    
LLEP + 
Sbjct  546  
DAMQRGVIAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALRNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNS  626
            V       Y+    ++ + +I+  + N+
Sbjct  666  VFTMTFDHYEEVPKSIAEEIIKKIKANN  693

>WP_006508157.1 elongation factor G [Xenococcus sp. PCC 7305]
 ELS04759.1 translation elongation factor EF-G [Xenococcus sp. PCC 
7305]
Length=692

 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 197/699 (28%), Positives = 318/699 (45%), Gaps = 
90/699 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY +G   + G V  G   TD M  E++RGITI 
AA  



Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILYYTGIAHKIGEVHDGAAVTDWMEQEKERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   KVNI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWRDHKVNIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G D   V Q ++D+L A+ +              I   V+++ 
+I  +
Sbjct  129  
PRIAFVNKMDRTGADFFKVYQQIKDRLRANPVPIQIPIGREGDFQGIVDLVTMTAKIYKD  188

Query  168  E-NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +   DIE                    +AV E ++ LLEK++  E  S  ++    
++  
Sbjct  189  
DLGEDIEDVAIPEQLQELAREYRALLVEAVAETDEALLEKFLMEEEFSETEIRAALRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             + S+ P+  GSA K  GIQ LMDAV             TGL  P G +           
Sbjct  249  IEGSMMPMLCGSAFKNKGIQVLMDAVVDYLPAPIDVPAITGLL-
PDGSEVRRQSNDDEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FK+  TD   R  +LR+YSG L               R+   V L   E+++
+ E+
Sbjct  308  SALAFKI-
ATDKFGRLTFLRVYSGVLSKGSYIYNSTKDKKERIARLVVLKSNERIEVDEL  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G  V    A  G+ +      + L  +               P P++   + 
P+T
Sbjct  367  RAGDLGAAVGLKFAGTGDTLCDRKRPILLESLF-------------
VPEPVISVAVEPET  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             +  E+L  AL  L+D DP  R   D  T++ +++ +G + LE++   +  ++ +E  
V 
Sbjct  414  
KSDVEKLAKALQSLSDEDPTFRVRTDPETNQTVIAGMGELHLEILVDRMLREFNVEATVG  473

Query  415  EPSVIYMERPLK---
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            +P V Y E  LK   A    I        +  ++ + + P   GSG ++ S++  G 



+ +
Sbjct  474  KPQVAYRETILKSSDAEGKWIKQSGGKGQYGHAV-
IHLEPGKSGSGFEFVSKIVGGTIPR  532

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G++   E G+  G+ + D K+    G Y+   S    F+    + ++ 
A+K+
Sbjct  533  
EYIPAVEQGVKEACESGVIAGYPMIDVKVTLVDGSYHDVDSNEMAFKLAGKMAIKAAVKK  592

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+ +L     D       IE    +  +   T ++P   +  
Y 
Sbjct  593  
ASPVLLEPMMKVEVEVPEAFLGDVMGDLNSRRGNIEGMDSEDGQSKVTAKVPLAEMFGYA  652

Query  591  TDLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            TD+   T GR +   E   Y      V + +I+  + N+
Sbjct  653  TDIRSKTQGRGIFSMEFSEYNEIPRNVAEGIIEKNQGNA  691

>WP_087236200.1 GTP-binding protein [Lactobacillus gallinarum]
 OUP99756.1 elongation factor G [Lactobacillus gallinarum]
 OUQ48086.1 elongation factor G [Lactobacillus gallinarum]
Length=640

 Score = 259 bits (663),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 191/622 (31%), Positives = 306/622 (49%), Gaps = 
50/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI    
Sbjct  1    
MKKITMGILAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTNSLEKKRGITIFLHA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     V ++DTPGH+DF A+   +L VLD AILV+SA DGV + T+ L+  L
++ N
Sbjct  61   
AKLTTKDLDVTLLDTPGHVDFAAQTEETLGVLDYAILVVSATDGVVSYTKALWRLLQRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK D AG+DL+ V+  +++ L    I    +            D + ++ 
+  
Sbjct  121  VPTFIFVNKTDIAGIDLKQVLADIQENLDQGCIDFNKI------------
DDDFYENIAA  168

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+ G+ I     + + Q+ V    +FPV++GSA K  GI   +    
GL Q 
Sbjct  169  VDDDLLEKYLDGQAIE----IADIQKLVLQRQVFPVFFGSALKLTGIPEFL---
AGLDQW  221

Query  241  IGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+   +      FK+ +   G+R  +LR+  G+L+ +   ++ G E  KI ++R  
+ 
Sbjct  222  TKEKAFGSDFKARCFKISHDQKGERLSWLRVLGGSLKAK---SMLGDE--
KINQLRNYNG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +      A  G++V     +  L D     G  T      ++    P+L   + P    
Sbjct  277  AKFNVVPEATAGDVVA----ATGLKDTYPGEGIGTADTHAFFK----
PVLTYRVNPGEHD  328

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E  L AL  L D +P L         EI +  +G +QLE++  LL E++ L    
++ 
Sbjct  329  IPE-
CLKALKALEDENPQLHVTWSEHLQEIHVQVMGEIQLEILEQLLQERFSLAISFEQG  387

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +++Y E   +P++A  H       P   +A + L + P S  SG+ +E++  L  L 
+++
Sbjct  388  NILYKETITKPIEAVGH-----
FEPLRHYAEVHLLLEPGSENSGIIFENKCDLEVLTKNW  442

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE--  530
            Q+ +   ++     G L G  +TD KI    G      S   DFR      + Q L 
E  
Sbjct  443  
QHQIMTALKSKEHLGVLTGSPITDMKITLIGGKGSLVHSVGGDFREATYRAIRQGLMELK  502

Query  531  --
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +  QLLEP+  F L   Q+ + RA +D  +     +T +   +  +  G  P   
++ 
Sbjct  503  
VRNELQLLEPWYDFHLEVEQDQVGRALNDIQRMHGKFDTPENNGNRTIINGSAPVSEMRD  562

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G+ +    +KGY
Sbjct  563  YATEVRSYTHGQGIFECVVKGY  584

>OJX04134.1 translation elongation factor G [Caedibacter sp. 38-128]
Length=691



 Score = 261 bits (667),  Expect = 3e-74, Method: Compositional 
matrix adjust.
 Identities = 195/665 (29%), Positives = 302/665 (45%), Gaps = 
58/665 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSYKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K N
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDSVAGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------------------------
TVSL  160
             F+NK+D+ G +    V  + D+L A+ ++ Q                          
+L
Sbjct  132  
CFVNKMDRIGANFYRTVDMIVDRLGANPLVIQLPIGSESEFVGLVDLIEMKAIRWKDENL  191

Query  161  SPEIVLEE-----NTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E V E+         E + A      +E +D+ LE Y+ GE  S E L R  ++    
Sbjct  192  
GAEFVYEDIPADLKDKAEEYRAKLVEQAVELDDQALEAYLGGEMPSVEVLRRCIRKGTLI  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAA---------------LCG  251
              L PV  GSA K  G+QPL+D V        E    +G++                 
CG
Sbjct  252  
GKLVPVLCGSAFKNKGVQPLLDGVVEFLPSPNELIEIRGTSQDGETEIIRKFSDDEPFCG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG L    TV    ++ K +I  M +           
A  
Sbjct  312  
LAFKIMTDPFVGSLTFTRIYSGVLESGSTVLNTVKDRKERIGRMLLMHANSREDIKEARA  371

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L         + L DP++       E P P++   I PKT A +E++  AL
++LA
Sbjct  372  
GDIVALCGLKETTTGETLSDPSKAVVLERMEFPEPVIEIAIEPKTKADQEKMGLALSRLA  431



Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-  428
              DP  R   D  + + ++  +G + LE+   LL   +K+ETVV +P V Y E   
KAA 
Sbjct  432  
SEDPSFRVSTDQESGQTVIKGMGELHLEIKVDLLKRDFKVETVVGQPQVAYRETITKAAE  491

Query  429  -
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              +T   +      +A + +   PL  GSG Q+ES++  G + + +   V+ G++  
LE 
Sbjct  492  
IDYTHKKQSGGAGQFARVIIKFEPLEPGSGYQFESKIVGGSVPKEYIPGVQKGLQSALET  551

Query  488  G-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G L G+ + D K     G Y+   S+   F         + +++   +LLEP +   
+  
Sbjct  552  
GVLAGFPMLDFKATLVDGAYHDVDSSVLAFEIAGRAAFREGIRKCTPKLLEPVMKVEVVT  611

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+EY+     D       I     + +  V    +P   +  Y   L   + GR+     
Sbjct  612  
PEEYMGDVIGDLNSRRGQISGMDQRGNARVVNAMVPLANLFGYVNTLRSMSQGRAQFTMH  671

Query  607  LKGYQ  611
               Y+
Sbjct  672  FDHYE  676

>WP_008819190.1 GTP-binding protein [[Clostridium] innocuum]
 EHO21295.1 small GTP-binding protein domain protein 
[Erysipelotrichaceae 
bacterium 6_1_45]
 CDC84713.1 small GTP-binding protein domain protein 
[Erysipelotrichaceae 
bacterium CAG:64]
Length=867

 Score = 265 bits (676),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 183/618 (30%), Positives = 295/618 (48%), Gaps = 
30/618 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIG+LAHVDAGKTTL+ESLLY SG+I + G V+ G    D    E+ RGITI 
A  
Sbjct  2    
MNNINIGMLAHVDAGKTTLSESLLYVSGSIRQLGRVDHGNAFLDYDAQEKDRGITIYAKQ  61

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   ++ ++DTPGH+DF AE+ R L VLD A+++I+A DG+Q+ T  ++  L
+  +
Sbjct  62   
AIFDWKDTRITLLDTPGHVDFSAEMERVLQVLDYAVVIINALDGIQSHTETIWKLLQHYH  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D +  +   +++ ++  L    +    V+L  E   E+         
+  
Sbjct  122  VPALVFVNKMDVSHTERTQIMEDLKRHLDEHCV---
DVTLQDEACQEQ---------LAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE Y+    I+ E+L     +R    ++FP  +GSA K  GIQ  +D +    
+ 
Sbjct  170  CSDELLESYMETGGITDEQLADAVAQR----
TIFPCCFGSALKMEGIQEFLDMLNSCTKA  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                   A    +FK+   + G R  ++++  G+L+++  +A    E  K+ ++R+ 
S  
Sbjct  226  PAY--PEAFGARIFKISRDENGNRLTHMKITGGSLKVKTKLA----
EDEKVDQIRLYSGT  279

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 + A  G +  +         D LG      R R        +   +         
Sbjct  280  RYQLCEEACSGCVCAVKGLTGFHAGDGLG----
FERSRQEVQLTSFMNYRVQLPAGCDPF  335

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  L QLA+ DP L    D+   E+ +  +G +Q EV+   + E+Y       E 
SV+
Sbjct  336  
VMLKQLRQLAEEDPQLHVSYDTHLKELHVRLMGDIQTEVLKHTIQERYHTAVDFDEGSVV  395

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   +A + L + PL  GSG+ +ES      L++ +Q  
+  
Sbjct  396  YKETILNTVEGIGHYE--
PLRHYAEVHLLLEPLPRGSGLLFESDCKDEVLDRHWQRLILS  453

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             ++     G L G  +TD KI    G  +   +   DFR      L   L+ + + 
LLEP
Sbjct  454  
HLQETEHVGVLSGSPITDMKITLLCGRAHQKHTEGGDFRQATYRALRHGLRSAESILLEP  513



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F L  P   +SRA  D  ++  T    +   +  V +G  P R +Q+Y  ++  
YT 
Sbjct  514  
YYEFTLRIPPSCVSRAVFDIERFHGTFTLQEDSGEMSVISGSAPVRKLQSYPQEVYAYTK  573

Query  599  GRSVCLTELKGYQAAVGQ  616
            G+      LKGY+A   +
Sbjct  574  GKGRLFCTLKGYEACADE  591

>WP_073037067.1 elongation factor G [Desulfacinum infernum]
 SHE72064.1 translation elongation factor 2 (EF-2/EF-G) 
[Desulfacinum infernum 
DSM 9756]
Length=684

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 200/673 (30%), Positives = 310/673 (46%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT++E +LY +G   + G V +GT   D M  E++RGITI 
+AVT
Sbjct  9    
KIRNIGIIAHIDAGKTTVSERILYYTGRSYKIGEVHEGTAVMDWMEQEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++ ++DTPGH+DF  EV RSL VLDG + V  A  GV+ Q+  ++H   
K  +
Sbjct  69   
TCEWKGHQIQLIDTPGHVDFTIEVERSLRVLDGVVAVFCAVGGVEPQSETVWHQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D   V++ +++KL A                   D++  Q +    
Sbjct  129  
PKIAFVNKMDRIGADFHQVLEQMKEKLQANPVPVQIPVGSESDFRGVVDLLTMQQIVWKD  188

Query  163  EIVLEENTDIEAWDA---------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +  E   +   DA               V E +D+L+EKY+ G  I+  ++    
+R 
Sbjct  189  
ETLGAEFIHVPIDDALMDQALEAREQLVSQVAEWDDELMEKYLEGAEITIPEIQMVLRRL  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE-------
QGSAA  248
              +  + PV  G+A +  GIQPL+DAV                 P+ +            
Sbjct  249  



TLELKVVPVLCGAALRNKGIQPLLDAVVDYLPCPLDVPPVRGIDPVTKAPLERLTSDEEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
            L    FK+ + D G++  Y R+YSG +R  D +  A    REKL +I  M    +    
R
Sbjct  309  LAALAFKI-
FMDQGRKLTYTRIYSGKMRAGDVIYNARQGTREKLSRIFRMHANKRE---R  364

Query  305  TDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             + A  G IV L    S    D L D   P  L      E   P++   + PKT   
+E+
Sbjct  365  LEEAGAGAIVALMGLKSASTGDTLCDEKHPILLEAIDVYE---
PVISVAVEPKTRGDQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L+D+L +LA+ DP  R   D  T +I++  +G + LE++   L   Y +     +P 
V+Y
Sbjct  422  
LMDSLQKLAEEDPTFRFYEDQDTGQIVIRGMGELHLEILVTRLQRDYGVGVNAGKPQVVY  481

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   + A        ++     +A + + V P   G G +   RV    + + F  
AV 
Sbjct  482  
RETVQQPALGRGVFDRDIGGTKHFAVVEVHVEPRERGKGNRIVHRVRDASIPEEFLAAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L  G L G+ V D ++    G +    ST   +R  A +    A +++   
LLE
Sbjct  542  
QGVSDALTSGELMGYPVVDVEVSIVGGEHREGASTELAYRVAATMAFRDACQKAQPTLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY++  +  P+E+L     D     A IE    KK   V    +    +  Y T L   
T
Sbjct  602  
PYMAVEVLVPEEFLGEVIGDLNLRKARIEGITAKKAIQVVDATVALSKMFGYSTALRSAT  661

Query  598  NGRSVCLTELKGY  610
             GR+    +   Y
Sbjct  662  QGRATFTMQFARY  674

>WP_086627523.1 elongation factor G [Sedimentibacter sp. SX930]
 OUL10406.1 translation elongation factor G [Sedimentibacter sp. 
SX930]
Length=696



 Score = 261 bits (667),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 198/690 (29%), Positives = 323/690 (47%), Gaps = 
76/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGYRVNIIDTPGHVDFTIEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
            IF NK+D+ G D    + ++ D+L+A+                    + +K  +  
+ E 
Sbjct  133  
IFANKMDKMGADFLYSLGTLHDRLNANAHPIQLPIGSEDTFKGIIDLVEMKAEIYDNDEG  192

Query  165  VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  DI        E W     +AV E ++ L+EKY+ GE I++E+L +  +    
+ 
Sbjct  193  
TEYHEEDIPAEYLEAAEEWHTKLVEAVAETDEALMEKYLDGEEITKEELKQGIRTATCNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FP+  GSA K  G+Q L+DAV             TG      EQ        A     
Sbjct  253  
EFFPMLCGSAFKNKGVQLLLDAVIDYLPSPLDVAAITGTDVDTEEQIAVPASDEAPFAAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+Y+GTL+    V  A    RE++ +I +M    + EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYAGTLQSGSYVQNATKGKRERVGRILQMHANHRNEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW--RED---
PLPMLRTTIAPKTAAQRERLLD  363
            + G+I      +V L D     T    K+    E    P P++   I PK+ A ++
++  
Sbjct  370  FAGDIAA----
AVGLKDTTTGDTLCDEKKQVILESMIFPEPVIEVAIEPKSKADQDKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422



            AL +L++ DP  R   +  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLSEEDPTFRASTNPETGQTIIAGMGELHLDIIVDRMRREFKVEATVGAPQVSYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +++    +        F   + +  TP   G G ++E+ +  G + + +  
AV  G
Sbjct  486  FRQSVQSEGKFVRQSGGKGQF-
GHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP 
Sbjct  545  
LRDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P +YL             IE  + + +  +    IP   +  Y T L   
T G
Sbjct  605  
MAVEITVPDDYLGDVMGHVSSRRGRIEGTEARGNAQIVKSSIPLSEMFGYATTLRSSTQG  664

Query  600  RSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            R         Y+A   +V + +I+    NS
Sbjct  665  RGTFSMTFDHYEAVPKSVQEEIIKKSGKNS  694

>WP_057749912.1 GTP-binding protein [Pediococcus cellicola]
 KRN67038.1 translation elongation factor (GTPase) [Pediococcus 
cellicola]
Length=651

 Score = 260 bits (664),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 194/630 (31%), Positives = 315/630 (50%), Gaps = 
52/630 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY +GA+ + G V+ G    DT  LE+Q GITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSEAMLYRTGALRKLGRVDNGDAFLDTDDLEKQHGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + ++H   + ++DTPGH+DF A+  ++L+VLD AILVISA DGVQ+ TR L+  L
++  
Sbjct  61   
ANLKYHDLSLTLLDTPGHVDFAAQTEQALSVLDYAILVISATDGVQSHTRTLWQLLKRYQ  120



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT IF+NK+D  GVD   V++ ++  L+   I     +       E  TDI    
++ +
Sbjct  121  VPTFIFVNKMDADGVDRSQVLKQLQMGLAEGCIDFNNDT-------
ETQTDIPENGYEEI  173

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND +LE+++    +S + +    ++ + +  +FP Y+G+A K  G++P +    
GL 
Sbjct  174  AMQNDTVLEQFLDSGKLSDDTV----RKMIINREIFPCYFGAALKLTGVEPFL---
AGLE  226

Query  239  QPIGEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
            +   E+ S +      +FK+ + +  +R  +LR+ SGTLR +  V L  +   K  
++RI
Sbjct  227  RWTCEKTSDSNEFGAQIFKISHDEKNERLTWLRVTSGTLRTK-AVLLNDQ---
KANQLRI  282

Query  297  PSKGEIVRTDTAYPG-EIVILPS-DSVRLNDVLGDPTRLPRKRWREDP-------
LPMLR  347
                        Y G +  ++P  ++  +  V G     P +    +P        
P+L 
Sbjct  283  ------------
YDGVKYTVVPEVEAGGICAVTGLTETYPGQGLGIEPNSKSATIQPVLN  330

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PK        L AL QL D DP L     +    + +  +G +QLE++  +L
+E++
Sbjct  331  YALDPKD-
NDIHVCLTALRQLEDEDPQLHVTWSNHLQVVRVQIMGDIQLEILQQILAERF  389

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    E S++Y E   K      H E  P   +A + L + P   GSG+ ++S   
+ 
Sbjct  390  NLDVKFGEGSILYKETITKFVEGVGHFE--
PLRHYAEVHLLLQPAPKGSGLIFDSSCGVD  447

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ V   +R     G L G  +TD K+    G      S   DFR      
+ Q
Sbjct  448  
VLGKNWQHQVLTNLRAKEHLGVLIGAPITDMKMTLVNGKASIVHSVGGDFREATWRAVRQ  507

Query  527  AL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEI  581
             L     +   QLLEP+  F L   Q  + RA +D  +   T ET +    E++  
TG  



Sbjct  508  
GLMMLKAQDACQLLEPWYRFNLTIDQAQVGRAMNDIQRMSGTFETPKDSGTELITLTGNA  567

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   +Q Y  ++  YT+G+      + GYQ
Sbjct  568  PVSEMQGYVQEVRAYTHGQGQLECVVDGYQ  597

>WP_026478440.1 GTP-binding protein [Alkaliphilus transvaalensis]
Length=654

 Score = 260 bits (664),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 177/613 (29%), Positives = 306/613 (50%), Gaps = 
24/613 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E LLY + +I + G V+      D+  +E++RGIT+ +   
SF +
Sbjct  5    
IGILAHVDAGKTTFAEELLYITKSIRQKGRVDHKDAFLDSHHIEKERGITVFSDEASFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  +VDTPGH+DF  E+ R++ ++D AI++ISA +G+Q  T  ++  L+K  
+PT  
Sbjct  65   
NGSQYYLVDTPGHVDFSPEMERAIQIMDYAIIIISAVEGIQGHTETVWQLLQKHKVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+  V++ +R  L+AD+I     S    ++ E     E  +++ E 
++ L
Sbjct  125  FINKIDRVGADVVQVLEDIRVNLTADVIDINN-SFRDSMLTE-----
ELIESIAERDEFL  178

Query  186  LEKYIAGEPISREK--
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            LE Y+    +  EK   V + +  +    +FP   GSA +G GI   ++ +  L +    
Sbjct  179  LETYM---
NVGYEKTLWVNKMREMITKRIVFPCCNGSALQGKGIIEFLEKLDKLTET-SY  234

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---AGRE-
KLKITEMRIPSK  299
            + S+   G V+K+ Y +   R  Y++   GT +LR+ ++     G+E   +IT++R  
+ 
Sbjct  235  
KNSSQFAGRVYKIRYDENEVRITYIKALQGTTKLREFISYLDDDGKETSERITQIRRYNG  294

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    D    GE+  ++     ++   +G      R++   D +P LRT +   +    
Sbjct  295  NKYQLVDHVSAGELFAVVGISKAKVGTGIGG----



LREKIDYDLIPTLRTKVIFDSTLNI  350

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L   DP L    +    EI L  +G +QLEV+  L+ +++K++    
EP +
Sbjct  351  
KDVLKVFRILEAEDPSLNVTWEEGLQEIHLHVMGVIQLEVLEKLVMDRFKVKISFGEPKI  410

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            IY E          H E  P   +A + L + P    SG+ + ++     L    
QN ++
Sbjct  411  IYKETIENTVEGYGHFE--
PLGHYAEVHLKLEPGERNSGISFVNKCHADDLTIGHQNLIK  468

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              I     +G L G ++TD KI    G  ++  ++  DFR      L Q L+++   
+LE
Sbjct  469  
HHIFERSHRGILIGGSLTDIKITLLTGRAHNKHTSGGDFREATYRGLRQGLEKANNLILE  528

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +    +++ R   D   +  T +   +  ++ V TG+ P + I +Y  
+LA +T
Sbjct  529  
PYYYFTIKVDIDHIGRVLSDLQSFYGTFDPPNISGNKAVVTGKAPVKTIMSYSMELAAFT  588

Query  598  NGRSVCLTELKGY  610
             G+        GY
Sbjct  589  QGKGSINLIYAGY  601

>WP_098045902.1 GTP-binding protein [Lactobacillus sp. UMNPBX17]
 PEG80410.1 elongation factor G [Lactobacillus sp. UMNPBX17]
Length=640

 Score = 259 bits (663),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 191/622 (31%), Positives = 307/622 (49%), Gaps = 
50/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI    
Sbjct  1    
MKKITMGILAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTNSLEKKRGITIFLHA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     V ++DTPGH+DF A+   +L VLD +ILV+SA DGV + T+ L+  L
++ N



Sbjct  61   
AKLTTKDLDVTLLDTPGHVDFAAQTEETLGVLDYSILVVSATDGVVSYTKALWRLLQRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK D AG+DL+ V+  +++ L    I    +            D + ++ 
+  
Sbjct  121  VPTFIFVNKTDIAGIDLKQVLADIQENLDQGCIDFNKI------------
DDDFYENIAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+ G+ I     V + Q+ V    +FPV++GSA K  GI   +    
GL Q 
Sbjct  169  VDDDLLEKYLDGQAIE----VADIQKLVLQRQVFPVFFGSALKLTGIPEFL---
AGLDQW  221

Query  241  IGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+   +      FK+ +   G+R  +LR+  G+L+ +   ++ G E  KI ++R  
+ 
Sbjct  222  TKEKAFGSDFKARCFKISHDQKGERLSWLRVLGGSLKAK---SMLGDE--
KINQLRNYNG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +      A  G++V     +  L D     G  T      ++    P+L   + P    
Sbjct  277  AKFNVVPEATAGDVVA----ATGLKDTYPGEGIGTADTHAFFK----
PVLTYRVNPGEHD  328

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E  L AL  L D +P L         EI +  +G +QLE++  LL E++ L    
++ 
Sbjct  329  IPE-
CLKALKVLEDENPQLHVTWSEHLQEIHVQVMGEIQLEILEQLLQERFSLAISFEQG  387

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +++Y E   +P++A  H       P   +A + L + P S  SG+ +E++  L  L 
+++
Sbjct  388  NILYKETITKPIEAVGH-----
FEPLRHYAEVHLLLEPGSENSGIIFENKCDLEVLTKNW  442

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE--  530
            Q+ +   ++     G L G  +TD KI    G      S   DFR      + Q L 
E  
Sbjct  443  
QHQIMTALKSKEHLGVLTGSPITDMKITLIGGKGSLVHSVGGDFREATYRAIRQGLMELK  502

Query  531  --
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +  QLLEP+  F L   Q+ + RA +D  +     +T +  ++  +  G  P   



++ 
Sbjct  503  
VRNELQLLEPWYDFHLEVEQDQVGRALNDIQRMHGKFDTPENNENRTIINGSAPVSEMRD  562

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G+ +    +KGY
Sbjct  563  YATEVHSYTHGQGIFECVVKGY  584

>WP_090674751.1 elongation factor G [Paenibacillus tianmuensis]
 SCW73255.1 elongation factor G [Paenibacillus tianmuensis]
Length=691

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRLHKIGEVHEGGATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D    VQ +RDKL A+ +  Q                            
Sbjct  132  
AYVNKMDIIGADFLGAVQQMRDKLGANAVAIQLPIGAESDFRGIIDLVERVAYIYKDDLG  191

Query  157  ---TVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 S  PE   E   ++     + V E +++L  KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
KDVEQSEIPEDYKERVEELRTLLIEKVAELDEELTMKYLEGEEITVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  PI         E G+  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVVAYLPSPIDVPDIKGTLEDGTEIVRKSADEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      



Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGVLNSGSYVVNATKGKRERIGRILQMHANSRQEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LAKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMRREFKVETNVGKPQVAYRETF  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +    +   PL  G+G Q+ES++  G + + +   ++ 
GI 
Sbjct  485  
RQAARVEGKFVRQSGGRGQYGHCWVEFEPLEPGTGFQFESKIVGGAIPREYVAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G++ G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAAEKCRPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDTRHGAQIIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E+  Y+
Sbjct  665  VYSMEISHYE  674

>WP_019535588.1 elongation factor G [Paenibacillus ginsengihumi]
Length=691

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 323/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-----
LEE---------N  169
             ++NK+D  G D    VQ +RDKL A+ + I+  +    E V     +E+          
Sbjct  132  
AYVNKMDIIGADFLGAVQQMRDKLGANAVPIQLPIGAESEFVGIIDLVEQIAYIYKDDLG  191

Query  170  TDIEAWDAVIENNDKLLE------------------
KYIAGEPISREKLVREEQRRVQDA  211
             DIE  +   E  DK+ E                  KY+ GE ++ E++    ++   
+ 
Sbjct  192  
KDIERTEIPAEYKDKVEELRMELVEKVAELDEDLTMKYLEGEELTVEEIKAALRKGTVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         + G+                
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVVDYLPSPIDVPDIKGTLDDGTEVTRKSSDDEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSG L     V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFIRVYSGILHSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D V GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTVTGDTLCDEKHPVILESMNF---
PEPVIELAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L++ DP  R   +  T + I++ +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALSKLSEEDPTFRAHTNEETGQTIIAGMGELHLEIIVDRMRREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478



            E   +P +     +  +      +    +   PL  G+G Q+ES++  G + + +   
++
Sbjct  482  ETFRQPARVEGKFVR-
QSGGRGQYGHCWVEFEPLEPGTGFQFESKIVGGAIPKEYIAPIQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G++ G+ V D K     G Y+   S+   F+    + L+ A ++    
LLE
Sbjct  541  
AGIEEAMKNGVYAGYPVVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAAEKCHPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGDLNSRRGRIEGMDSRHGAQIIRAKVPLSEMFGYSTTLRSRT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   E+  Y+
Sbjct  661  QGRGVYSMEISHYE  674

>WP_054732081.1 elongation factor G [Lactobacillus parafarraginis]
 KRM45916.1 translation elongation factor G [Lactobacillus 
parafarraginis 
DSM 18390 = JCM 14109]
Length=698

 Score = 261 bits (667),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 185/672 (28%), Positives = 310/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMPQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +    V S++D+L+A  +  Q               V +  +
+  E
Sbjct  131  



PRIVFVNKMDKIGANFDFSVGSIQDRLNAKPLAIQMPIGAEDNFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                     A+ + +D +++KY+ GE I + ++    
++
Sbjct  191  DQLGTE-
WDTVDVPDDYKEEAAKRRDQMIEALADVDDDIMDKYLEGEEIPKAEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +  LFPV  GSA K  G+Q LMDAV                   TG    +     
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDAVIDYLPSPLDVKPYNATDPETGEKIELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            +     FKV       R  Y+R+YSGTL     +  A ++K     ++ +M    + 
EI 
Sbjct  310  
SFAALAFKVATDPFVGRLTYIRVYSGTLESGSYILNATKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D  R       E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDRPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ ++  V  P V 
Y E
Sbjct  427  
EALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMRREFHVDATVGAPQVSYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  +P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKTSAQGKFVRQSGGKGQYGDVWIEFSPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP 
Sbjct  547  
LKESLANGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALRNAAKTADPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + +    V    +P   +  Y T L   



+ G
Sbjct  607  
MKVDINVPEEYMGDIMGQVTARRGRVDGMESRSGAEVIHSYVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>WP_102815792.1 elongation factor G [Lactobacillus reuteri]
 CUR38798.1 Translation elongation factor G [Lactobacillus reuteri]
 CUR40020.1 Translation elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 261 bits (667),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 317/671 (47%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D I     +K    
+  E
Sbjct  131  
PRIVFANKMDKVGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGLVDLVKMVAYVYDE  190

Query  164  IVLEENTD-IEAWDAVIEN---------------
NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D +E  D + E                +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVEIPDNMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------
GEQGSAALCGS-----  252
              +  +FPV  GSA K  GIQ ++DAV   L  P+          E     L        
Sbjct  251  
TLEEKIFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDAEGNEVELTAGDNKPF  310

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-



KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A    RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERVGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDNPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E ++S +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLISGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKQASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>SCH40167.1 Tetracycline resistance protein tetM [uncultured 
Clostridium 
sp.]
Length=889

 Score = 265 bits (677),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 194/620 (31%), Positives = 295/620 (48%), Gaps = 



39/620 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K   IGILAHVDAGKTTL E++LY  GAI + G V+ G    DT  LER RGITI 
A+  
Sbjct  3    
KRTTIGILAHVDAGKTTLAEAMLYRCGAIRKAGRVDHGDAHMDTHSLERARGITIFASQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              Q    K  ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQA  R L+  LR
+  I
Sbjct  63   
QLQLGDWKAALLDTPGHVDFSAEMERTLWVLDYAILVINGADGVQAHVRTLWKLLRQYRI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +F+NK+DQ G D  +++  ++D L       + V  + +      TDI  W+ 
V   
Sbjct  123  PVFLFVNKMDQPGTDRAALLAELKDALDG-----RCVDFTAD---RARTDI--
WEDVAVC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QP  240
            ++ LLEK++    +S E +  + ++R     L+P Y+GSA K  G+Q  +D +     
QP
Sbjct  173  DEALLEKFLEEGTLSAESIAHQIKKR----
QLYPCYFGSALKDEGVQEFLDDMARYMEQP  228

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR-----
DTVALAGREKLKITEMR  295
            +     A     V+K+   + G R  YL++  G+L+++     +T   +  E  K  
++R
Sbjct  229  M---YPAEFGARVYKIGRDEQGNRLSYLKVTGGSLKVKQLIRGETDGESWEE--
KADQIR  283

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA----  351
            + S G       A  G +  +   S                     P+P L   +     
Sbjct  284  LYSGGSFEAVQEAPAGTVCAVTGLSRTW-------
AGEGMGMEGRGPVPALEPVLTYQLL  336

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P      + LL  L +L +  P L         EI +  +G VQ+E++ +L+ E++ 
+  
Sbjct  337  
PPDGCNLQELLQKLRRLEEELPELHVVWQEELSEIHVRVMGEVQIEILKSLIQERFGVPV  396

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 S++Y E          H E  P   +A + L + P   GSG+ +ESR S   
L++



Sbjct  397  EFGAGSIVYKETIENVVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLVFESRCSEDVLDR  454

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +      G L G  +TD KI    G  ++  +   DFR      + Q 
LK+
Sbjct  455  
NWQRLILTHLAERSHPGVLTGSEITDMKISLVAGRAHAKHTEGGDFRQATYRAVRQGLKQ  514

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEP+  F L  P + L RA  D  K   T    + +  ++V  G  P   
+Q Y 
Sbjct  515  
AKSVLLEPFYEFRLTIPADKLGRAMTDIQKMTGTFSEPENENGQMVLKGSAPVSQMQGYA  574

Query  591  TDLAFYTNGRSVCLTELKGY  610
             ++  YT G       LKGY
Sbjct  575  AEVTAYTRGLGHLSCALKGY  594

>KUK12912.1 Elongation factor G [Moorella sp. 60_41]
Length=692

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 318/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDG++ +  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRDCRINIIDTPGHVDFTVEVERSLRVLDGSVAIFCAVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D   VV  + ++L A                   D++  + V  
+ 
Sbjct  129  
PRIAYINKMDRVGADFFRVVSQIAERLGATPVPIQLPIGAEDNFRGIVDLVRMKAVIYTD  188

Query  163  EI--VLEENT------------
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  V+EE                +  +AV E++++L+ KY+ GE +S E++    



++  
Sbjct  189  
DLGTVMEEQPIPPEMAERAAEYREKLLEAVAESDEELMLKYLEGEDLSEEEIKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
                + PV  G++ K  G+QPL+D             AV G+    GE+       
+   
Sbjct  249  
IALKMVPVLCGASFKNKGVQPLLDAIVDYLPAPTDIPAVRGVDPQTGEEDRRRSSDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  ++R+YSGTL     V       RE++ +I  M    + E
+   
Sbjct  309  
SALAFKIMADPYVGKLTFIRVYSGTLSSGSYVYNSTKGRRERIGRILRMHANHREEV---  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A+ G+IV  +        D L D          + P P++   I PKT A +E
+L  A
Sbjct  366  
GEAFAGDIVAAVGLRHTTTGDTLCDEEHPIVLEAMQFPEPVISVAIEPKTKADQEKLSLA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+   V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRMHTDPETGQTIISGMGELHLEIIVDRLVREFKVGANVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    I  +      +  + L + PL  G G ++ S++  G + + +  AV  
GI
Sbjct  486  RKAVKAEGKYIR-
QSGGRGQYGHVVLELEPLEPGKGYEFVSKIVGGVVPKEYIPAVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ + D +     G Y+   S+   F+  A   L++ +K++   
LLEP +
Sbjct  545  
REAMETGVLAGYPLVDIRAVLVDGSYHEVDSSEMAFKIAASQALKEGVKKAEPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDINARRGRIEGLEPRGGTEVIRGYVPLAEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGY  610



               + +   Y
Sbjct  665  GTYVMQFSHY  674

>KKU35927.1 Elongation factor G [Candidatus Beckwithbacteria 
bacterium GW2011_GWA1_46_30]
 KKU61891.1 Elongation factor G [Candidatus Beckwithbacteria 
bacterium GW2011_GWB1_47_15]
 KKU72555.1 Elongation factor G [Candidatus Beckwithbacteria 
bacterium GW2011_GWA2_47_25]
 KKW04278.1 Elongation factor G [Candidatus Beckwithbacteria 
bacterium GW2011_GWC2_49_11]
 AKM79736.1 translation elongation factor G, elongation factor G 
[Candidatus 
Beckwithbacteria bacterium GW2011_GWC1_49_16]
 AQS30740.1 hypothetical protein [uncultured bacterium]
Length=706

 Score = 261 bits (667),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 203/705 (29%), Positives = 329/705 (47%), Gaps = 
91/705 (13%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT+ D M  E++RGITI 
+A T+
Sbjct  4    
IRNIGIIAHIDAGKTTTTERVLFYTGKSYKIGDIDEGTTQMDWMEQEKERGITIMSAATT  63

Query  63   FQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
              W             ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q
+  +
Sbjct  64   
TFWTPTNVGAVPQEEHRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETV  123

Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------------------  154
            +H   K  +P + F NK+D+ G D  + V  +R+KL A  +I                  
Sbjct  124  
WHQADKYKVPRICFANKMDKLGADFFATVADIREKLGAHPVILALPIGAESSFKGVVLLL  183

Query  155  --KQTVSLSPEIVLEEN-TDIEA-------------
WDAVIENNDKLLEKYIAGEPISRE  198
              K  +  S E   E + TD+ A              + + E++DKLL K++ GE  
+ E
Sbjct  184  
EQKALIWKSDETGAEYDVTDVPADMTDEVKKYRGQLIEQISEHDDKLLAKFLEGEEPTVE  243

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQ--  244
            +L +  ++      L P + GS+ +  G+QPL+DAV               F P  
++  



Sbjct  244  
ELKKALRKATLAYKLVPTFCGSSLRNKGVQPLLDAVVDYLPSPVDVPDIVGFDPKTKEEL  303

Query  245  -----
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                   A      FKV+      R  Y+R+YSGTL        AG   L  T+ +    
Sbjct  304  TRPNDKKAPFSALAFKVQTDPHVGRLTYIRVYSGTLP-------
AGSYALNSTKGKKERV  356

Query  300  GEIV--------RTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
            G ++            AY GEIV ++        D L D   P  L    + E   
P++ 
Sbjct  357  GRLLLMHANTREEISQAYAGEIVAVVGLKDTTTGDTLCDEQNPIILEGISFTE---
PVIS  413

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I PKT A +E++  AL +LAD DP    + D  T + I+S +G + LE++   +  
++
Sbjct  414  
LAIEPKTKADQEKMGLALNRLADEDPTFTIKSDPETGQTIISGMGELHLEILVDRMKREF  473

Query  408  KLETVVKEPSVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            K+E     P V Y E     A +   +I +      +    + V P   G G ++ 
S V+
Sbjct  474  
KVEANTGRPQVAYKETITATAEAEGKYIRQSGGRGQYGHCFIRVEPKDRGEGYEFVSEVT  533

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + F  AV  G++  +  G+  G+ + D K     G ++   S+   F+    
I L
Sbjct  534  
GGAIPREFIPAVEKGVKEAMANGVIAGFPLVDVKAAVYDGTFHDVDSSEVAFKIAGSIAL  593

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            + A+K++   LLEP +   +  P++++     D       +   + +   ++ T  
+P  
Sbjct  594  
QAAIKQASPVLLEPIMKIEVSTPEQFMGEVIGDLSSKRGQVLGTKKRGQVLLITALVPLA  653

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             +  Y T L   T GR+    E   Y+     + Q +IQ ++P++
Sbjct  654  EMSQYATILRSMTQGRASFYMEPSHYEVVPDNIAQGIIQKQKPDA  698

>WP_087176800.1 GTP-binding protein [Lactobacillus gallinarum]
 OUQ55039.1 elongation factor G [Lactobacillus gallinarum]
 OUQ75184.1 elongation factor G [Lactobacillus gallinarum]
Length=640



 Score = 259 bits (663),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 192/622 (31%), Positives = 306/622 (49%), Gaps = 
50/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI    
Sbjct  1    
MKKITMGILAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTNSLEKKRGITIFLHA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     V ++DTPGH+DF A+   +L VLD AILV+SA DGV + T+ L+  L
++ N
Sbjct  61   
AKLTTKDLDVTLLDTPGHVDFAAQTEETLGVLDYAILVVSATDGVVSYTKALWRLLQRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK D AG+DL+ V+  +++ L    I    +            D + ++ 
+  
Sbjct  121  VPTFIFVNKTDIAGIDLKQVLADIQENLDQGCIDFNKI------------
DDDFYENIAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+ G+ I     V + Q+ V    +FPV++GSA K  GI   +    
GL Q 
Sbjct  169  VDDDLLEKYLDGQAIE----VADIQKLVLQRQVFPVFFGSALKLTGIPEFL---
AGLNQW  221

Query  241  IGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+   +      FK+ +   G+R  +LR+  G+L+ +   ++ G E  KI ++R  
+ 
Sbjct  222  TKEKAFGSDFKARCFKISHDQKGERLSWLRVLGGSLKAK---SMLGDE--
KINQLRNYNG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +      A  G++V     +  L D     G  T      ++    P+L   + P    
Sbjct  277  AKFNVVPEATAGDVVA----ATGLKDTYPGEGIGTADTHAFFK----
PVLTYRVNPGEHD  328

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E  L AL  L D +P L         EI +  +G +QLE++  LL E++ L    
++ 
Sbjct  329  IPE-
CLKALKVLEDENPQLHVTWSEHLQEIHVQVMGEIQLEILEQLLQERFSLAISFEQG  387

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473



            +++Y E   +P++A  H       P   +A + L + P S  SG+ +E++  L  L 
+++
Sbjct  388  NILYKETITKPIEAVGH-----
FEPLRHYAEVHLLLEPGSENSGIIFENKCDLEVLTKNW  442

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE--  530
            Q+ +   ++     G L G  +TD KI    G      S   DFR      + Q L 
E  
Sbjct  443  
QHQIMTALKSKEHLGVLTGSPITDMKITLIGGKGSLVHSVGGDFREATYRAIRQGLMELK  502

Query  531  --
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +  QLLEP+  F L   Q+ + RA +D  +     +T +   +  +  G  P   
++ 
Sbjct  503  
VRNELQLLEPWYDFHLEVEQDEVGRALNDIQRMHGKFDTPENNGNRTIINGSAPVSEMRD  562

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G+ +    +KGY
Sbjct  563  YATEVRSYTHGQGIFECVVKGY  584

>OQY01315.1 elongation factor G [Desulfobacteraceae bacterium 
4572_130]
Length=677

 Score = 260 bits (665),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 201/680 (30%), Positives = 331/680 (49%), Gaps = 
79/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT
Sbjct  9    
QIRNIGIMAHIDAGKTTVTERILYYTGRSHKIGEVHNGEAVMDWMIDEQDRGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W++ ++ I+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
+  +
Sbjct  69   
TCKWNKSQIQIIDTPGHVDFTIEVERSLRVLDGAVGVFCAVGGVEPQSETVWRQADRYLV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DII---------  153
            P + FINK+D+ G +  + V+ +++KL+A                   D+I         
Sbjct  129  
PRIAFINKMDRIGANYFNTVKMIKEKLNAVPLILQIPIGEEENFSGVIDLINMKHLTWDD  188

Query  154  ----IKQTVS-LSPEIVLE-



ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                +K T+  ++PE   + E    E  +A+ + +D ++EKYI+ E IS    V++    
Sbjct  189  ETLGVKYTIKEINPEHREKAEKFHEEFIEALADVDDNIMEKYISEETIS----
VKDLTLA  244

Query  208  VQDAS----LFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIG------------------EQ  244
            ++DA+    L PV  GSA K  GIQ L++A+      P+                     
Sbjct  245  
IRDATIKRKLVPVLCGSALKNKGIQLLLNAIENFLPSPVDISSVKGIHPDTKEIINCPAN  304

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
             SA L   +FK+   + G++  + R+YSGTL     V   +L  +EKL +I +M   
+K 
Sbjct  305  KSAPLSALIFKISMIE-GRKLSFARIYSGTLEFGTEVYNPSLKKKEKLSRILKMH-
ANKR  362

Query  301  EIVRTDTAYPGEIV--ILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            E  R   A+ GEIV  +   DS   N +    +P  L + ++ +   P++   I 
PKT A
Sbjct  363  E--RIQQAFAGEIVGIVGLKDSSTGNTLCSEKNPVLLEKIKFNK---
PVISIAIEPKTHA  417

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E+L   L +    DP L  + D  T +IILS +G + LE++ + +  ++K    
V  P
Sbjct  418  
DQEKLDTVLKKFIIEDPTLEIKTDDDTGQIILSGMGELHLEIIISRMIREFKTNVNVGNP  477

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V+Y E    +  A      E+     +A + + + PL+ G GV+++S +S+  + 
+ + 
Sbjct  478  
QVVYRESIESISQAEALFEKEISGKQHFAKVVIELKPLARGRGVKFKSEISINKIPEKYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            +A+  G R  LE G L G+ + D ++  +   +    S+   F   + +  + AL 
+   
Sbjct  538  
SAIEKGARDSLESGCLKGYPIVDIQVILKDISFNESQSSELAFLVCSSMACKNALDKGSL  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LL+P ++  +  P  Y+  A  D       IE+   +KD  +     P   +  Y 
T L
Sbjct  598  
FLLQPIMNLEISLPDTYIGDAISDLNTRGGKIESIAPRKDIQIINATAPLARMFGYSTAL  657

Query  594  AFYTNGRSVCLTELKGYQAA  613



               T GR         +  A
Sbjct  658  RSATQGRGTFTMHFSHFDKA  677

>WP_026528241.1 GTP-binding protein [Butyrivibrio sp. VCD2006]
Length=903

 Score = 265 bits (677),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 202/637 (32%), Positives = 308/637 (48%), Gaps = 
52/637 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +NIGI AHVDAGKTTL+E+LL+ SGAI + G V+ G T  DT  LER RGITI 
+   
Sbjct  4    
KHLNIGIYAHVDAGKTTLSEALLFLSGAIRKSGRVDHGDTFFDTYSLERSRGITIFSKQA  63

Query  62   SFQW-
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     V ++DTPGH DF  E  R++ VLD A+LVISA DGV +Q + LF  L    
Sbjct  64   
ELDFSENTHVTLLDTPGHADFAPETERTMKVLDVAVLVISAADGVTSQVQTLFGLLSHYE  123

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS------ADIIIKQTVS---
LSPEIVLEENTD  171
            +P VIF+NK+DQ G D ++V+  ++ +LS      + II  Q+VS   LS +   
EE   
Sbjct  124  
VPVVIFVNKMDQTGADKEAVLADIKKRLSPHSIDFSSIIKDQSVSEAALSDDAFQEE---  180

Query  172  IEAWDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                  +   +D LL  Y+  G P+S E +     +   D  +FP  +GSA K  
GI  L
Sbjct  181  ------IAVCDDALLNAYLEEGTPVSLEDI----
SKLFTDRKVFPCLFGSALKMEGIHEL  230

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK--  288
            M  V  +F       S      V+K+     G R  ++++  GTL +RD + +    
K  
Sbjct  231  MGFVD-IFAKTPSYPS-
EFAARVYKISRDSSGTRLTWVKIMGGTLHVRDILKMPDMSKGA  288

Query  289  -------LKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVR-----
LNDVLGDPTRLPRK  336
                    K+ ++R+    +      A  G IV +   +       L  + GD T 
+ + 
Sbjct  289  
AAGTMNDEKVDQIRVYFGEKYELLQEAEAGRIVAITGLNSSHAGQGLGSLEGDVTEILQ-  347

Query  337  



RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                   P+L + I     A   ++   L++L++ +PLL    D  T EI +  +G
+VQ+
Sbjct  348  -------
PILSSRIILPEGADAFKVYGQLSELSEEEPLLSVSKDDDTGEISVQVMGQVQM  400

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+  L  E++ L+      S++Y E          H E  P   +A + L +TP   
GS
Sbjct  401  EVLKHLCLERFGLDIAFGPGSIVYRETIKSTVEGVGHFE--
PLRHYAEVHLLLTPTEPGS  458

Query  457  GVQYESRVSLGYLNQSFQNAVRDGI-
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPAD  515
            G+ +++   +  L  ++QN +   +  + +   L G  +TD KI    G  +   +   
D
Sbjct  459  
GLSFDADCPVDDLAINWQNLILSHLEEFKIRGVLTGSEITDMKITVIGGRSHLKHTEGGD  518

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD-E  574
            FR      + Q L  + + LLEP  +F++  P E L RA  D  K   T     +  
D  
Sbjct  519  
FREATMRAVRQGLMMAESILLEPVFNFVIELPSENLGRALSDIQKMNGTTNPPDMLPDGG  578

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             V TG +PA  +  Y ++L  YT+G+      L+GY+
Sbjct  579  AVLTGSVPASELSDYASELLSYTHGQGRINLSLRGYE  615

>WP_078009230.1 elongation factor G [Lactobacillus reuteri]
 OON66161.1 translation elongation factor G [Lactobacillus reuteri]
 PTM28168.1 elongation factor G [Lactobacillus reuteri]
 PTM30187.1 elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 190/688 (28%), Positives = 325/688 (47%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
N+



Sbjct  71   
TAVWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEE  168
            P ++F NK+D+ G +    VQ+++D+L+   + I+  +    +             
V +E
Sbjct  131  
PRIVFANKMDKVGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGLVDLVKMVAYVYDE  190

Query  169  NTDIEAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRR  207
            +    +WD V                      + +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTSWDTVEIPDDMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------
GEQGSAALCGS-----  252
              +  +FPV  GSA K  GIQ ++DAV   L  P+          E     L        
Sbjct  251  
TLEEKIFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDAEGNEVELTAGDNKPF  310

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A    RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERVGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDNPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E ++S +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLISGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKQASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   



+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA---AVGQPVIQPRRPNS  626
                    Y A   +V + +I+    N+
Sbjct  668  TFTMTFDHYSAVPKSVQEDIIKKNGGNN  695

>WP_044481390.1 GTP-binding protein [Paenibacillus antibioticophila]
Length=651

 Score = 260 bits (664),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 180/615 (29%), Positives = 294/615 (48%), Gaps = 
19/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAYLDSHEIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++   K +++DTPGH+DF  E+ R+L ++D AI+++SA +GVQ  T  ++  
LRK +
Sbjct  61   
AIMEYKGDKYHLIDTPGHVDFSPEMERALQIIDYAIVIVSAVEGVQGHTETVWQLLRKHD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT  FINK D+ G D+  V + +R +L+ DI      SL+  I  +        + 
+ E
Sbjct  121  IPTFFFINKADRVGADISQVEEDIRQQLTGDI-----GSLTDGIA-
DGRVAEPLRERMAE  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE ++ G     +  +   +R ++D  LFP   GSA +  GI   ++ +  
L   
Sbjct  175  RDESMLEAFLEGRD-DPDFWLEGLRRMIRDGLLFPYACGSALQDSGIVEFLEQLH-
LLTV  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297



                G A   G ++K+++ + G R+ +++  SG LR+RD +A A  E+    K+T 
M   
Sbjct  233  
AEYDGDAPFGGRIYKIKHDESGVRQTFIKAVSGRLRVRDLLAYASGEQQYEEKVTRMLWV  292

Query  298  SKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +       + A  G++  +L   +  +   LG        +   D  P L+  +    
+ 
Sbjct  293  NGARTQAVEQAEAGDLFAVLGLSAAEVGQGLGQ----
LEDKLVYDAEPTLQAKVEFPASL  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              +++L A   L   DP L    +    EI L  +G +QLEV+  L+ E++       
+P
Sbjct  349  
HVQQVLGAFRLLNAEDPSLNVVWNESLQEIHLRVMGLIQLEVLEQLVKERFGFAVTFGQP  408

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    + +   H E  P   +A + L + P   GSG+++ S      L  S
+QN 
Sbjct  409  EILYKETIQSSVTGYGHFE--
PLRHYAEVHLLLEPGERGSGLEFTSVCHPDDLGYSYQNL  466

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            ++  +      GL  G  VTD KI    G  +   +   DFR      L Q L+++   
L
Sbjct  467  
IQTHLYEREHHGLLTGMPVTDLKITLLRGAAHKEHTHGGDFREATFRALRQGLEKAENVL  526

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +    + + R   D  +     E  Q    + V TG +P     +Y T
+ A 
Sbjct  527  
LEPYYDFKIKVSIDEMGRVLSDIQRAAGVFEPPQTSGSQAVITGRVPVSTFMSYSTEFAS  586

Query  596  YTNGRSVCLTELKGY  610
            +T+GR        GY
Sbjct  587  FTHGRGSIRCVFGGY  601

>WP_078787009.1 GTP-binding protein [Eubacterium ruminantium]
 SCW47131.1 small GTP-binding protein domain-containing protein 
[Eubacterium 
ruminantium]
 SDM54268.1 small GTP-binding protein domain-containing protein 
[Eubacterium 
ruminantium]
 SJZ64758.1 small GTP-binding protein domain-containing protein 
[Eubacterium 



ruminantium]
Length=887

 Score = 265 bits (677),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 188/617 (30%), Positives = 303/617 (49%), Gaps = 
48/617 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I++GILAHVDAGKTTL+ES+LY SG I   G V+      DT  +E+ RGITI 
+  
Sbjct  1    
MKKISVGILAHVDAGKTTLSESILYNSGTIRNMGRVDNKDAFLDTDAMEKDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +  ++DTPGH DF+AE  R L V+D AIL+I+A DGV A T  LF  L 
K  
Sbjct  61   
AVFDWKDTQFTLIDTPGHEDFVAETERVLGVIDYAILLINAADGVTAHTETLFRLLEKYA  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PTV+F+NK+D A V  + ++  +   LS      +  ++  E   +   D +  +
++  
Sbjct  121  VPTVVFVNKMDYATVTQEQMINELNSNLS------
EGFAVYDEKWKDGINDSDEAESIAV  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    +S E +    +  V D  LFP ++GSA K  G+   MDAV+ 
L   
Sbjct  175  LSEDVLEEYLETGNVSFENI----
KDMVIDRKLFPCFFGSALKNQGVTEFMDAVSIL--T  228

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            + +         VFK+   +   R  ++++  G L +R  + +      K+ ++R+ 
S  
Sbjct  229  VEQDYPDTFGARVFKISRDEKKNRLTFMKITGGKLSVRQEILMGE----
KVDQIRVYSGA  284

Query  301  EIVRTDTAYPGEIVIL-------PSDSVRL--
NDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            +      A  G+I+ +       P  ++    ND L  P   P   +R          
I 
Sbjct  285  KYSTKSMAEKGDIIAVTGLVSTYPGQAIGFEENDYL--
PILSPLLSYR---------IIL  333

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+  +  ER L  L ++AD +PL+  + D    +I +S +G VQLE++   L E++ 
++ 



Sbjct  334  PEDMSV-
ERFLPMLREIADEEPLINIDSDEKGSDIKISIMGEVQLEILERQLLERFNVKV  392

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  V++ E    A     H E  P   +A + L + PL  GSG+  +S VS+  
L  
Sbjct  393  SFDSGKVLFKETIKNAVYGVGHYE--
PLRHYAEVHLLLRPLPPGSGIVIDSEVSVNDLAM  450

Query  472  SFQNAVRDGIRYGLEQG-----
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            S+QN +   IR   ++G     + G  VTD ++    G  +   +   D R  +      
Sbjct  451  
SYQNEIISSIRGAAQRGSLRGVIAGLRVTDIRVTLVAGKIHLKHTEGGDLREASIRSFRA  510

Query  527  AL---KESGTQ-
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
            AL   +E+G   LLEP++ F +  P   + R  +D  +     E  +++  + +  
G  P
Sbjct  511  
ALISGEEAGNNILLEPFMKFRINLPDNSVGRIMNDINEMGGKSELKKMENQKALIEGIAP  570

Query  583  ARCIQAYRTDLAFYTNG  599
             R I+ Y+ DL  YT+G
Sbjct  571  VRLIRNYQADLTAYTHG  587

>WP_099552242.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 260 bits (665),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL



Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T I  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWRDGAATVITQWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++R+YSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRMYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A S  +     +      +A + L V P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMSGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHLVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598



             ++  +++P   +     D  +    I     ++     +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRITRIDDQEGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_028408440.1 MULTISPECIES: GTP-binding protein [Bacillus]
 PFE01948.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 260 bits (664),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 181/640 (28%), Positives = 312/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS  ++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEGLI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPSASGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYAKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR------



TTIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L+      
+++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFESSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENTCHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>WP_085650556.1 elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 193/688 (28%), Positives = 325/688 (47%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAVWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D I     +K    
+  E
Sbjct  131  
PRIVFANKMDKVGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGLVDLVKMVAYVYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D             +  D ++E     +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVEIPDDMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------
GEQGSAALCGS-----  252
              +  +FPV  GSA K  GIQ ++DAV   L  P+          E     L        
Sbjct  251  
TLEEKIFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDAEGNEVELTAGDNKPF  310

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A    RE++ ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERVGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDNPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E ++S +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLISGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKQASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA---AVGQPVIQPRRPNS  626
                    Y A   +V + +I+    N+
Sbjct  668  TFTMTFDHYSAVPKSVQEDIIKKNGGNN  695

>WP_013226314.1 elongation factor G [Amycolatopsis mediterranei]
 YP_003766644.1 elongation factor EF-G [Amycolatopsis mediterranei 
U32]
 ADJ46242.1 elongation factor EF-G [Amycolatopsis mediterranei U32]
 AEK43035.1 elongation factor G [Amycolatopsis mediterranei S699]
 AFO77953.1 elongation factor EF-G [Amycolatopsis mediterranei S699]
 AGT85081.1 elongation factor EF-G [Amycolatopsis mediterranei RB]
 KDO05179.1 elongation factor G [Amycolatopsis mediterranei]
 KDU87764.1 elongation factor G [Amycolatopsis mediterranei]
Length=651

 Score = 260 bits (664),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 207/647 (32%), Positives = 303/647 (47%), Gaps = 
51/647 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTT+TE +L+ +GA  + G V  GTT TD    ER RGITI AA  
S  
Sbjct  11   
NLGILAHVDAGKTTVTERILHRTGATHKTGEVHDGTTVTDFDPQERDRGITIFAAAVSCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++ ++DTPGH DF AEV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  71   
WNGHRLTLIDTPGHADFTAEVERSLRVLDGAVAVFDAVAGVEPQSEAVWRQADRHGVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSPEIV  165
             F+NK+D+AG DL + V S+R +L                     D++  +   +  
E+V



Sbjct  131  
AFVNKLDRAGADLDAAVASIRARLHPAPLVVQLPIGREDGFTRVVDLLRLRDEDVPDELV  190

Query  166  LEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
             E      A  +AV E +   L+++ A   +S E L +  +          V  G
+A + 
Sbjct  191  
AEGRRRRRALEEAVAELHPVALDEFCATGTVSAETLEKALRELTLSGDGLVVLCGAAYRD  250

Query  225  LGIQPLMDAVTGLFQPIGE----------
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGT  274
             GI+PL+DAV        +            +A L   VFKV  T  G R  YLR
+YSGT
Sbjct  251  RGIEPLLDAVVAYLPSPADVPPVRPDRPADPAAPLAALVFKVISTATG-
RLTYLRVYSGT  309

Query  275  LRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVL---GDP  330
            LR  D V  AGR +     +R+ +       D+A  G+IV +    + R+   L   
GDP
Sbjct  310  LRKGDQVTDAGRTERIARVLRVQAD-
RHSEVDSATAGDIVAVAGPKAARVGATLGAPGDP  368

Query  331  TRLPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
              L      E P+   P++   + P+ A   ERL  AL +LA+ DP L   VD  T 
+ +
Sbjct  369  VLL------
EPPVTADPVVSVAVEPRRAGDGERLTAALARLAEEDPSLVVRVDPETGQTV  422

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF---WAS  444
            LS LG + LEV    L     LE  V  PSV Y E  +   +  ++  V  +     
+A 
Sbjct  423  
LSGLGELHLEVAVEKLRRDRGLEVAVSRPSVAYRETVVSGVTGLVYRHVKQDGGAGQFAH  482

Query  445  IGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEY  503
            + L V+P     G ++ S V  G + + +  AV  G R  L +G L G  VT  ++    
Sbjct  483  VVLDVSPAP--
EGFEFASAVVGGRVPREYVRAVEAGCRDALAEGPLGGHPVTGLRVTLTD  540

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            G  +   S+   FR+   + L +AL+ S  +LLEP     +  P + +     D      
Sbjct  541  
GATHPKDSSDLAFRTAGRLGLREALRSSVLRLLEPVAEVAVTVPPDVVGGVLGDLAARRG  600

Query  564  TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  + V+    V T  +P   +  Y   L   T GR        G+
Sbjct  601  RVAGSAVRPGSAVVTATVPVAELFGYANRLQSRTQGRGTFTARPAGF  647



>WP_027309282.1 elongation factor G [Caloramator sp. ALD01]
Length=693

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 315/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    +NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWRGHVINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  +VVQ ++D+L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYVNKMDIMGADFFNVVQMMKDRLGAKPVPIQLPIGKEDTFKGVIDLIANEALIYTD  188

Query  163  EI-VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++    E+T I        E +     +AV E +++L+ KY+ GE  + E++    
++  
Sbjct  189  
DLGTTSEHTQIPEELKELAEEYRTNLIEAVAETDEELMMKYLEGEEFTVEEIKAGLRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                + PV  GS+ K  G+QPL+DAV              G+    GE+          
L
Sbjct  249  
IAGEIVPVCCGSSYKNKGVQPLLDAVVEFLPSPVDIPSVKGINPDSGEEDERHASDEEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       + V+ R+YSG L     V  + + K     ++ +M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKLVFTRVYSGILTAGTYVFNSTKGKKERIGRLVKMHANHREEVEEI  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 G +V L    V   D L DP +       E P P++   I PKT A +E+L  



+L
Sbjct  369  RAGDIGAVVGL--
KEVTTGDTLCDPDKPIILEKMEFPEPVISVAIEPKTKAGQEKLALSL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E   
Sbjct  427  
QKLAEEDPSFRTYTDQETGQTIIAGMGELHLEIIVDRLQREFKVECNVGKPQVAYKETIR  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + +KA    +  +      +    + + P   G G ++ + +  G + + +  A+  
GI+
Sbjct  487  KAVKAEGKFVR-
QSGGRGQYGHAWIELIPQERGKGYEFVNNIVGGVIPKEYIPAIDAGIQ  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+  G+ V DCK+    G Y+   S+   F+    +  + A++++   
LLEP + 
Sbjct  546  
EAMTSGVVAGYPVIDCKVVLFDGSYHEVDSSEMAFKIAGSMAFKNAMQKADPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + +    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVMGDINSRRGRIEGMEPRNGAQVIRAFVPLAEMFGYATTLRSRTQGRG  665

Query  602  VCLTELKGYQ  611
              + +   Y+
Sbjct  666  TYVMQFATYE  675

>WP_049429298.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL04245.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL30841.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL69021.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 260 bits (665),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70



Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++ KL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQGKLQARPWALGVPLGSESAFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    + T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQEGDATTMTPWDDAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E+G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESERGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A S  +     +      +A + L V P      V +  R+  G + +SF  
AV 



Sbjct  482  ETPMRAMSGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     ++     +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRITRIDDQEGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_057974644.1 elongation factor G [Lactobacillus algidus]
 KRK45329.1 elongation factor G [Lactobacillus algidus DSM 15638]
 SOB50537.1 elongation factor G [Lactobacillus algidus]
Length=697

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 187/676 (28%), Positives = 315/676 (47%), Gaps = 
72/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA++V+  + GV+ QT  ++      
++
Sbjct  71   
TAEWKEHRINIIDTPGHVDFTIEVERSLRVLDGAVVVLDGQSGVEPQTENVWRQATTYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKL--------------------------
SADIIIK  155
            P ++FINK+D+ G +    V +++D+L                           AD
+   
Sbjct  131  
PRIVFINKMDKMGANFDYSVGTIKDRLQVNAVPIQMPIGAEDDFEGVIDLIEMKADLYDN  190

Query  156  QTVSLS------PEIVLEENTD-IEAW-



DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            + +  +      PE  LEE T   EA  +AV + ++KL+EKY+ G  I+++++    
++ 
Sbjct  191  
EDLGATWESIDVPEEYLEEATKRREALVEAVADVDEKLMEKYLDGVEITKDEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS---  252
              +  ++PV  GSA K  G+Q ++DAV                 P  ++      G    
Sbjct  251  
TLNLEMYPVLAGSAFKNKGVQMMLDAVNDFLPSPLDVKPYNATDPKTDEQVEITAGDDKD  310

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKG  300
                 FK+       R  + R+YSGTL+         +DT    GR    I +M    
+ 
Sbjct  311  FAALAFKIATDPFVGRLTFFRVYSGTLQAGSYVLNSTKDTRERVGR----
ILQMHSNHRN  366

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI      + G+I   +   +    D L D          E P P+++ +I PKT 
A ++
Sbjct  367  EIPEV---
FSGDIAAAIGLKNTTTGDSLTDEKHPLILESMEFPEPVIQVSIEPKTKADQD  423

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++   L +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V 
EP V 
Sbjct  424  
KMDIGLQKLAEEDPSFKAETNPETGETLIAGMGELHLDIIVDRMRREFNVEATVGEPQVA  483

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K  S       +      +  + +  +P   G G  +E  +  G + + +  
+V
Sbjct  484  
YRETFTKTVSAQGKFVRQSGGKGQYGDVTVEFSPNEEGGGFAFEDAIVGGVVPREYIPSV  543

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R  ++ G L G+ + D K     G Y+   S  + F+  A + L  A K +G  
+L
Sbjct  544  
EQGLREAMQNGVLAGYPLIDVKAKLYDGSYHDVDSNESAFKVAASMSLRNAAKSAGAVIL  603

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   + AP++YL             +E  + + +  V    +P   +  Y T 
L   
Sbjct  604  
EPMMKVEVVAPEDYLGDVMGHVTARRGRVEGMEARGNAQVVNAMVPLSGMFGYATTLRSS  663



Query  597  TNGRSVCLTELKGYQA  612
            T GR         Y+A
Sbjct  664  TQGRGTFTMTFDHYEA  679

>WP_038263716.1 GTP-binding protein [Peptoclostridium litorale]
 KDR95461.1 tetracycline resistance protein TetP [Peptoclostridium 
litorale 
DSM 5388]
 SIO18216.1 small GTP-binding protein domain-containing protein 
[Peptoclostridium 
litorale DSM 5388]
Length=882

 Score = 265 bits (676),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 194/630 (31%), Positives = 311/630 (49%), Gaps = 
41/630 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   +GILAHVDAGKTTL+ES+LY SG I   G V+      DT  LER RGITI 
+  
Sbjct  1    
MKRFVVGILAHVDAGKTTLSESMLYLSGKIRHMGRVDNKDAYLDTYELERSRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +   +V ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ+ TR ++  L
+  N
Sbjct  61   
AVMNFDDTEVTLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQSHTRTVWELLKIYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ G D +SV+ S++ +L    I   T          +NTD E  + 
+  
Sbjct  121  IPTFIFVNKMDQKGTDRESVLASLQKELGDGCIAFDT----------DNTD-
ERLEQLAL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ ++E YI    I +  ++      +++   FPVY+GSA + +G +  +       
+P
Sbjct  170  CDEYVMESYIEHGDIDQSDIL----
SMIENRKTFPVYFGSALRQIGKETFVKGFLNHTRP  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+     G R  +L++  G L+++D +   G E+ KI ++RI 
S G
Sbjct  226  --KAYPDGFGAKVFKITRDAQGNRLTHLKITGGVLKVKDIIKTHGAEE-
KINQIRIYS-G  281



Query  301  EIVRTDT--------
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E   T++        A  G     P D + + +   +P RL          P+L   
+  
Sbjct  282  EKYLTESVIEAGAICAVAGLTKTKPGDGIGIEEE-SNPPRLE---------
PVLAYQVIL  331

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                   ++L  L ++ + +P LR   + +  EI +  +G VQLE++ +L+ +++ 
++  
Sbjct  332  
PEGVDARQMLPRLREIEEEEPELRIIWNEVLQEINIQVMGTVQLEILESLIMDRFGVKVS  391

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 V+Y E  +       H E  P   +A + L + P   GSG+++ES  S   
L++S
Sbjct  392  FGHGEVVYKETIMNTCEGVGHFE--
PLRHYAEVHLLLEPGERGSGIRFESNCSEDILDRS  449

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +     +G L G ++TD ++    G  ++  +   DFR      L Q 
LKE+
Sbjct  450  
WQRLVLTHLHEKPHKGVLTGSHITDIRVTLVTGRAHNKHTAGGDFREATFRALRQGLKEA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEP+  F L  P+  + RA  D               +  V TG+     ++ 
Y+ 
Sbjct  510  
ESVLLEPHYQFRLVLPENMVGRAMTDIGNMEGNCAIESTDGELTVLTGDASVSAMRNYQQ  569

Query  592  DLAFYTNGRSVCLTELKGY-QAAVGQPVIQ  620
            +++ YT G       +KGY +    + VIQ
Sbjct  570  EVSAYTKGEGRLFVAIKGYDRCHNAEEVIQ  599

>WP_055214899.1 GTP-binding protein [Dorea longicatena]
 CUN19564.1 Vegetative protein 19 [Dorea longicatena]
Length=916

 Score = 265 bits (678),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 193/655 (29%), Positives = 307/655 (47%), Gaps = 
82/655 (13%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+E +LY SG I + G V+      DT  LER+RGITI 
+  
Sbjct  1    



MKHITIGILAHVDAGKTTLSECMLYLSGQIRKLGRVDHKDAFLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L
++  
Sbjct  61   
AELKMGNLGITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWRLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D   V+  ++++L    I    ++             E +D
++  
Sbjct  121  IPTFIFINKMDQVGTDKAKVLADLQNRLDEGCIDFSEITE------------
ETYDSLAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++K +E+Y+  E I  + +       + +   +P Y+GSA K  G+Q  MD +TG  
+ 
Sbjct  169  CDEKAMEEYLESEKIEEDTIA----
EIIGNRKAYPCYFGSALKMEGVQEFMDGMTGYVEK  224

Query  241  IGEQ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKL----  289
              EQ       ++     VFK+     G R  YL++ SGTL+++DT+  +AG+++     
Sbjct  225  -
NEQINSTDTNTSNFGAKVFKISRDPAGSRLTYLKVTSGTLKVKDTLTGIAGKQQSKKES  283

Query  290  ----------------KITEMRIPS--KGEIVRT------------
DTAYPGEIVILPSD  319
                            K+ ++RI S  K E+V+             D  YPGE + 
+  D
Sbjct  284  
DLAQDRSETVMNSWEEKVNQIRIYSGEKYEMVQEAKSGMVCAVTGLDYTYPGEGLGIECD  343

Query  320  SVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
            S                   E P   P+L   I         ++L  L  L + DP
+L+ 
Sbjct  344  S-------------------
EAPALEPVLSYKIELPEGCDVHKMLGNLRILEEEDPMLKI  384

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
              +    EI    +G VQ+E++ +L+ +++ ++      +++Y E          H 
E  
Sbjct  385  
VWNEELGEIHAKLMGAVQIEILKSLIKDRFGVDVEFDTGNIVYKETIQNTVEGVGHFE--  442

Query  438  PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTD  496
            P   +A + L + P   GSG+   +  S   L++++Q  +   +     +G L G  
+TD



Sbjct  443  
PLRHYAEVHLKMEPGERGSGIVIGTDCSEDMLDKNWQRLILTHLLEKEHRGVLTGSVITD  502

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
             KI    G  +   +   DFR      + Q L ++ + LLEPY  F L  P   + 
RA  
Sbjct  503  
MKITLTAGRAHLKHTEGGDFRQATYRAVRQGLMQAESMLLEPYYDFQLEIPSGMIGRALT  562

Query  557  DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  
611
            D  +      T Q + +     G  P   ++ Y+ ++  YT G+       +GY+
Sbjct  563  DIQRMNGETGTPQTEGEMTTIEGYAPVTGMRDYQMEVNSYTRGQGHLTCTFRGYE  
617

>WP_087033330.1 elongation factor G [Trichococcus palustris]
 CZQ93268.1 elongation factor g c-terminus [Trichococcus palustris]
 SFK84435.1 elongation factor G [Trichococcus palustris]
Length=696

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 197/689 (29%), Positives = 321/689 (47%), Gaps = 
74/689 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGYRVNIIDTPGHVDFTIEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
            +F NK+D+ G D    + ++ D+L A+                    + +K  +  
+ E 
Sbjct  133  
VFANKMDKIGADFLYSLGTIHDRLQANAHPIQLPIGAEDTFKGIIDLVEMKAEIYDNDEG  192

Query  165  VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  DI        E W     +AV E ++ L+EKY+ GE I++E+L +  +    
+ 
Sbjct  193  
TEYHEEDIPAEYLEAAEEWHTKLVEAVAETDEALMEKYLDGEEITKEELKQGIRTATCNV  252



Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FP+  GSA K  G+Q L+DAV             TG      EQ        A     
Sbjct  253  
EFFPMLCGSAFKNKGVQLLLDAVIDYLPSPLDVAAITGTDVETEEQIAVPASDEAPFAAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+Y+GTL+    V  A    RE++ +I +M    + EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYAGTLQSGSYVQNATKGKRERVGRILQMHANHRNEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I    + +V L D     T    K+         P P++   I PK+ A ++
++  
Sbjct  370  FAGDI----
AAAVGLKDTTTGDTLCDEKKQVILESMVFPEPVIEVAIEPKSKADQDKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L++ DP  R   +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLSEEDPTFRAYTNPETGETVIAGMGELHLDIIVDRMRREFKVEATVGAPQVSYRET  485

Query  424  PLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K+  A      +      +  + +  TP   G G  +E+ +  G + + +  AV  
G+
Sbjct  486  
FRKSVQAEGKFVRQSGGKGQYGHVWVEFTPNEEGGGFAFENGIVGGVVPREYIPAVEAGL  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP +
Sbjct  546  
RDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPMM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P++YL             IE  + + +  +    IP   +  Y T L   
T GR
Sbjct  606  
AVEITVPEDYLGDVMGHVSSRRGRIEGTEARGNAQIVKSSIPLSEMFGYATTLRSSTQGR  665

Query  601  SVCLTELKGYQA---AVGQPVIQPRRPNS  626
                     Y+A   +V + +I+    NS
Sbjct  666  GTFSMTFDHYEAVPKSVQEEIIKKNGKNS  694

>WP_101540199.1 elongation factor G [Anaerococcus octavius]



 PKZ16538.1 elongation factor G [Anaerococcus octavius]
Length=690

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 196/668 (29%), Positives = 309/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERMLYYTGKIYKIGDTHDGTAVMDSMDQEKERGITIGSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLD A+ +  AK GV+ Q+  ++    K 
+IP +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDSAVALFDAKSGVEPQSETVWRQADKYHIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE--  163
             FINK+D  G D    V +++DKL A                   D+I  + V+ + 
E  
Sbjct  132  
CFINKMDATGADFFMSVDTIKDKLKANAVPIEIPIGAEQDFQGAVDLITMEAVTYNTEDL  191

Query  164  ----IVLEENTDIEAWDAVIENN---------
DKLLEKYIAGEPISREKLVREEQRRVQD  210
                +  E   D++       NN         D ++ KY+ GE I+ E++    ++   
+
Sbjct  192  
GAHPLYGEIPADLKEQAEEYRNNLLEELSEIDDNIMMKYLEGEEITVEEIKAAIRKGTIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE--------
QGSAALC  250
              +FP   GSA K  G+QPL+D++                 P  E          
+A   
Sbjct  252  
QKIFPCLCGSAYKNKGVQPLLDSIIEFMPSPLDVPSIKGIDPKDESVEMERKPDDNAPTS  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTD  306
               FKV       + +Y RLYSGT+     +  A  G RE++ +I +M    + EI   
+
Sbjct  312  
ALAFKVVTDPYVGKLIYTRLYSGTIESGSYIYNATKGKRERVGRIMQMHSNKQEEI---E  368

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY G+IV +L        D L D          E P P++   I PKT A ++++
+  L



Sbjct  369  
KAYAGDIVALLGLKDTTTGDTLCDQDNQIILEKMEFPDPVISVAIEPKTRASQDKMIIGL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP    + D  T + I+S +G + LE++   L  ++K+E  +  P V Y 
E   
Sbjct  429  
QKLAEEDPTFVTKSDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVAYREGIT  488

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +   A      +   +  +  + L V P   GSG+ +ES++  G + + +   V 
+G+R 
Sbjct  489  
QESEAQGKFVRQSGGSGQYGDVHLRVIPGEEGSGITFESQIVGGSVPKEYIRPVEEGVRE  548

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G+  G+ + D  +    G Y+   S+   F     + L+ A++++   LLEP    
Sbjct  549  
AASSGILGGYPMVDMHVILYDGSYHEVDSSEVAFHVAGSMGLKNAVEKAKPVLLEPVEKV  608

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P EYL     D       I+    K    +    IP   +  Y TDL   T 
GR+ 
Sbjct  609  
EITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHILDAFIPLSEMFGYATDLRSKTQGRAT  668

Query  603  CLTELKGY  610
               +   Y
Sbjct  669  YSMQFDHY  676

>WP_049397259.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 260 bits (665),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R



Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGLAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESDEGEVILPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538



             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_099560486.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 260 bits (665),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGAPLGSEGGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTVTPWDDAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-



LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFITAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_036201395.1 GTP-binding protein [Lysinibacillus sinduriensis]



 KGR74807.1 elongation factor G [Lysinibacillus sinduriensis BLB-1 = 
JCM 
15800]
Length=648

 Score = 259 bits (663),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 174/609 (29%), Positives = 302/609 (50%), Gaps = 
21/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + +I E G V+      D   +ER+RGITI A    
F +
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTESIKERGRVDHQDAFLDNHSIERKRGITIFAEQGRFDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++  +D AIL+ISA DG++  T  +++ LRK +
+PT I
Sbjct  65   
KGDTYTLIDTPGHVDFSPEMERAIHAMDYAILIISAIDGIEGHTVTVWNLLRKYHVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G  +  V+QS+R +LS + I+     ++P+ + +++ +   W  + E 
++ L
Sbjct  125  FINKMDREGAVIDEVMQSIRSELSENAILLDE-QVNPDQMPDKHIE---W--
IAERDELL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+ G+ +    L       ++    F    GSA K +G++  ++ ++ L  P     
Sbjct  179  LEQYMEGK-VDATSLFNALLTLIKTEQAFVCMSGSALKDIGVKEFLEQLSRLM-
PTDFDA  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             ++  G VFK+ + +  QR  +++   GTL +RD  + A   + KITE+R+ +       
Sbjct  237  DSSFKGLVFKIRHDEKNQRLTFIKALQGTLNVRDEFSFALTTE-
KITEIRLYNGNRYHTV  295

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   S  ++  ++G  +     + + + +P L+  +        + 
+L  
Sbjct  296  QKVEAGEIFAVKGLSYPQIGTIIGSES----
VQEKLELIPTLQAKVVYNGTEHIKDILRY  351

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P L+        E+ +  +G +QLEV+  +  E++ ++     P +
+YME  



Sbjct  352  
FRILESEEPTLKVVWSEKFQEVNVHVMGVIQLEVLIEVAKERFGIDIQFDNPKILYMETI  411

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              +     H E  P   +A + L + P   GSG+++ +      L+   Q  +   
+   
Sbjct  412  ENSCVGYGHFE--
PLKHYAEVHLKMEPAPRGSGIKFRNECHADDLSIGHQRLIEKHLFER  469

Query  485  LEQGLF-GWNVTDCKICFEY--
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               GL  G+ VTD  ICF    G  +   +   DFR      L Q L++   
+LLEPY  
Sbjct  470  EHHGLLTGYPVTD--
ICFTLLTGRAHVKHTDGGDFREATFRALRQGLEQVENRLLEPYYQ  527

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + + A  +++ R   D  +   T ET  +  ++V  +G++P      Y    A 
YTNG+ 
Sbjct  528  
YKMKASTDFMGRMLSDIQQASGTFETPNIMGEQVTISGKVPVSTFMNYSATFAAYTNGKG  587

Query  602  VCLTELKGY  610
            V   +  GY
Sbjct  588  VLTLQFGGY  596

>WP_069429054.1 GTP-binding protein [Eisenbergiella tayi]
 ODR38945.1 translation elongation factor G [Eisenbergiella tayi]
Length=898

 Score = 265 bits (677),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 188/635 (30%), Positives = 313/635 (49%), Gaps = 
63/635 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E +LY SG + + G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGILYRSGMLRKIGRVDNGDAFLDTYALEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W   +V+++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFRWKNMEVSLLDTPGHVDFSAEMERTLQVLDAAVLVISGADGVQGHTQTLWQLLKRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IP  +FINK+DQ G D +++ Q ++ +L    +              E    + ++    
Sbjct  121  IPVFLFINKMDQNGTDKEALKQELKARLDEGCVD-----------
FGEGFTEDFYEQCAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++  L+ ++    +  E+L     R +++  LFP +YGSA K  G+   +D +      
Sbjct  170  CDETALDFFLEKGELPDEELC----
RLIRERKLFPCFYGSALKLTGVDEFLDGLERFVSV  225

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------
KLKITE  293
            P+  +   A    VFK+   D G R  Y+++  G+++++  +  AG+       + 
K+ +
Sbjct  226  PVYGKTFGA---
KVFKIARDDQGNRLTYMKITGGSMQVKAVLTNAGKAGEKEVWEEKVNQ  282

Query  294  MRIPS--KGEIVRT------------DTAYPGEIVILPSDSVR--
LNDVLGDPTRLPRKR  337
            +RI S  K E+V              +  +PGE +   + S    L  VL    
RLP   
Sbjct  283  
IRIYSGDKYELVNEVQAGSVCAVTGLNHTHPGEGLGAEAASAAPVLEPVLTYSIRLP---  339

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
             +E P+P+               +L  L QL + +P L    D    EI    +G 
VQ+E
Sbjct  340  -QECPVPV---------------
MLPRLRQLEEEEPELHIVWDERLQEIQAQVMGEVQIE  383

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++ +L+ E+++        +++Y E          H E  P   +A + L + P   
GSG
Sbjct  384  ILKSLIQERFQTAVEFGAGNIVYKETITDTVEGVGHFE--
PLRHYAEVHLLLEPGERGSG  441

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            +Q+++  S   L++++Q  V   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  442  
LQFDTDCSEDILDRNWQRLVITHLEEKDHRGVLTGSVITDMKITLLTGRSHIKHTEGGDF  501

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      +   L ++ + LLEP+  F L  P++ + +A +D  K   T E  + +
+D  V
Sbjct  502  
RQATYRAVRHGLMQAHSILLEPWYQFRLEVPEKMVGKAMNDIEKMHGTFEAPRTEEDMAV  561

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +GE P   ++ Y+ ++  YT G       L GY+



Sbjct  562  LSGEAPVFTMRDYQKEVIAYTKGYGRLFCTLLGYR  596

>WP_024355278.1 elongation factor G [Brevundimonas naejangsanensis]
Length=692

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 301/667 (45%), Gaps = 
59/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILFYTGKNHKMGETHDGASTMDWMDQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K  
+P +
Sbjct  72   
WKEKRLNIIDTPGHVDFTIEVERSLRVLDGAVTVLDGNAGVEPQTETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDIE  173
            +F+NK+D+ G D +  V+S+RD+L A  +           +K  + L     L   
TD  
Sbjct  132  
VFVNKMDKIGADFEKSVESIRDRLGAKAVPIQLPIGSESNLKGVIDLVEMKALVWETDQV  191

Query  174  AW-----------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                     D  +E +D+ +E Y+ GE  S E L R  ++ 
V  
Sbjct  192  
GASADVRDIPADLADAAAEARQYLVDNAVEIDDEAMESYLGGEEPSVEVLKRCIRKAVIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGS--
AALCG  251
             + +P+  GSA K  G+QPL+DAV                     +P   Q S   
AL  
Sbjct  252  
GAFYPILCGSAFKNKGVQPLLDAVVDYLPSPVDIPAIPGIDFKTEEPTSRQASDDEALSV  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG +    ++  + R+K  ++  M +           
AY 
Sbjct  312  
LAFKIMDDPFVGSITFCRIYSGKMETGQSLLNSSRDKRERVGRMLLMHSNNREDIKEAYA  371

Query  311  GEIVILPS-DSVRLNDVLGDPTRLPRKRWR-



EDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            G+IV L      R  D L DP + P    + E P P++   + PKT A +E+L  
AL +L
Sbjct  372  
GDIVALAGLKETRTGDTLCDPLKSPVILEKMEFPAPVIEIAVEPKTKADQEKLGVALAKL  431

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP      D  + + IL  +G + L++   +L   YK+E  +  P V Y E   
+ A
Sbjct  432  
ASEDPSFTVSTDHESGQTILKGMGELHLDIKIDILKRTYKVEATIGAPQVAYRESISRKA  491

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + L   P   GS   +ES +  G + + +   V  G++   
+
Sbjct  492  
EIDYTHKKQTGGTGQFARVKLVFEPGEPGSDFVFESAIVGGAVPKEYIPGVEKGLKSAKD  551

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             GL  G+ V D K     G ++   S+   F   +     +  ++ G +LLEP ++  
+ 
Sbjct  552  
NGLLAGFPVIDVKATLIDGAFHDVDSSVLAFEIASRAAFRELKEKGGPKLLEPIMAVEVV  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EYL     D       I+   ++ + VV    +P   +  Y   L   + GR+    
Sbjct  612  
TPEEYLGSIIGDLNGRRGMIQGQDMRGNAVVVNAFVPLANMFGYVNTLRGMSQGRAQFTM  671

Query  606  ELKGYQA  612
            +   Y+A
Sbjct  672  QYDHYEA  678

>AOT56860.1 Elongation factor [Weissella soli]
Length=705

 Score = 261 bits (667),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 197/681 (29%), Positives = 322/681 (47%), Gaps = 
80/681 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ+A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAATTAV  73

Query  65   WHRC---------



KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH           +VNI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  
++  
Sbjct  74   
WHGFHDQYAKEPYRVNIIDTPGHVDFTIEVERSLRVLDGAVAVLDGAAGVEPQTETVWRQ  133

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
                 +P ++F+NK+D+ G D Q  V S++ +L A                   D
+I K+
Sbjct  134  
AETYQVPRIVFVNKMDKMGADFQMSVDSIKSRLGANAKAIQWPIGAEDDFEGIIDLISKE  193

Query  157  TVSLSPEIVLE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVR  202
             +    E+  + E  DI             E  +A+ + +D +++KY+ GE IS   
L  
Sbjct  194  
ALFPVDELGEKWEKHDIPADYVDLVEEKYSELVEAIADVDDDIMDKYLGGEEISEADLKA  253

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI--------------------  241
              +R V     +PV  GSA K  G+Q ++DAV   L  P+                    
Sbjct  254  
AIRRAVLSLEFYPVLAGSAYKDKGVQMMLDAVVDYLPSPLDVKPYIANDPDTDEEVDLIA  313

Query  242  -GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRI  296
              ++  AAL    FKV       R  +LR+Y+GTL     V   +   RE++ ++ 
+M  
Sbjct  314  DDDKPFAALA---
FKVMTDPFVGRLTFLRVYTGTLESGSYVLNTSKGKRERVGRLLQMHA  370

Query  297  PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++ EI   +  + G+I   +        D L D          E P P+++  I 
PKT 
Sbjct  371  TNRTEI---
EEVFSGDIAAAIGLKDTTTGDSLTDVDHPLVLESMEFPDPVIQLAIEPKTK  427

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++ +AL +LA+ DP  R E +  T + ++S +G + L+++   +  ++ +E  
V  
Sbjct  428  
ADQDKMSNALQKLAEEDPSFRAETNPETGDTLISGMGELHLDIIVDRMKREFNVEANVGA  487

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   + +KA  +    +      +  + +  TP   G+G ++E  +  G 
+ + 
Sbjct  488  PQVAYREAFTQSVKARGY-
FKRQSGGKGQYGDVWIEFTPNEEGAGFEFEDAIVGGVVPRE  546



Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  G+R  L  G L G+ + D K     G Y+   S+ A F+  A + L +A 
K +
Sbjct  547  
YIPSVEAGLRDSLNNGPLAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALREASKTA  606

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  +LEP +   + AP++ L             IE  + + + ++  G++P   +  
Y T
Sbjct  607  
GAVILEPVMKVDIVAPEDNLGDVMGHISSRRGMIEGQEQRGNSIMVHGKVPLAEMFGYAT  666

Query  592  DLAFYTNGRSVCLTELKGYQA  612
             L   T GR         Y+A
Sbjct  667  TLRSATQGRGTFQMAFDHYEA  687

>WP_035771038.1 GTP-binding protein [Butyrivibrio sp. FCS006]
Length=900

 Score = 265 bits (677),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 192/622 (31%), Positives = 302/622 (49%), Gaps = 
40/622 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+E LLY  GAI   G V+   T  DT  LER RGITI 
+   
Sbjct  3    
KNLTIGILAHVDAGKTTLSEGLLYLGGAIRNMGRVDHRDTFLDTYELERSRGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      ++DTPGH DF  E+ R+L VLD A+L+ISA D V +Q ++LF  L   
N+
Sbjct  63   
IFEYEGINFTLLDTPGHADFSPEMERTLQVLDVAVLIISAPDKVTSQGKVLFKLLSHYNV  122

Query  122  PTVIFINKIDQA---
GVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            PT+IF+NK+DQA   G+  Q ++ +++  L + +     V  +  +     TD E  
+ +
Sbjct  123  PTIIFVNKMDQADAQGISRQDIMSALKTDLGSHV-----VDFTNPM-----
TDAETQEEI  172

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D+LLE ++ G  + +  +     R ++    FP  +GSA K  G++ L+D V    
Sbjct  173  AVCDDELLEGFLEGRAVDKSDIA----
RLIRTRKCFPCRFGSALKMEGVKELLDLVADYL  228



Query  239  QPIGEQ-----
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            Q  GE         A    VFK+   +   R  ++++ SG+L++RD +        
KI +
Sbjct  229  QESGEGSLKDLSDKAFGARVFKISRDENNNRLTHMKIMSGSLKVRDQIG-----
NDKIDQ  283

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R+ S  +      A  G I  +   S  R  + LG    L  +   E   P+L 
+T+  
Sbjct  284  IRLYSGDKFTAVAEAEAGMICAVTGLSETRAGEGLG---
TLEGETVSEVLQPILSSTLIL  340

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A   ++   L  L + +P+L       T  I++  +G VQ E++  L+  ++ 
L+  
Sbjct  341  
PEEADAIQVYGKLKALEEEEPMLLLNYVEATKSIVVQTMGEVQKEILKHLIKSRFGLDVG  400

Query  413  VKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 ++Y E    P++   H       P   +A + L + P   GSG+  +S  S   
L
Sbjct  401  FGPGHIVYKETIAGPVEGVGH-----
YEPLRHYAEVHLLLEPGEPGSGIAIDSVCSTDDL  455

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
              ++Q  ++  I      G L G  VTD KI    G  +   +   DFR      + 
Q L
Sbjct  456  
ALNWQRLIQTHILEKKHLGVLTGSEVTDIKITLLAGRAHEKHTEGGDFRQATYRAIRQGL  515

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             ++ + LLEP   + +  PQE++ RA  D  +   T+ +  ++  + V TG +PA 
C+  
Sbjct  516  
MQANSILLEPVFDYRIELPQEFVGRALSDMQRMNGTVSSPDIEGGKSVLTGTVPAACLGD  575

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T L+ YT G     T L GY
Sbjct  576  YSTTLSSYTRGEGRIFTTLSGY  597

>OGR59452.1 translation elongation factor G [Elusimicrobia bacterium 
GWA2_69_24]
Length=710

 Score = 261 bits (667),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 197/690 (29%), Positives = 316/690 (46%), Gaps = 



76/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G V +G T TD M  ER+RGITI 
AA T
Sbjct  21   
KVRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVHEGDTVTDWMPQERERGITITAAAT  80

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W  C+ NI+DTPGH+DF AEV RSL VLDGA++V  A  GV+ Q+  ++    
K  +
Sbjct  81   
YCTWRDCQFNIIDTPGHVDFTAEVERSLRVLDGAVVVFDAVQGVEPQSETVWRQADKYQV  140

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P V +INK+D+ G D      S+R+KL A+ +  Q + +  E   +   D+         
Sbjct  141  PRVAYINKMDRLGADFYMSFTSIREKLGANAMCIQ-
LPIGAEDKFQGVVDLIKMKALIWR  199

Query  173  -----EAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD V                      E +D+++E+Y+ G+    E  +R
+  R
Sbjct  200  
GEELGAKWDEVDIPANMAEQAKEYRDKLLELTCEFDDEMMEQYLGGKTDFPEDKIRQVIR  259

Query  207  R-VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGS  246
            + V    LFPV   S+ K  G+QP++DAV                   TG    +    
+
Sbjct  260  
KGVLQGKLFPVLAASSYKNKGVQPMLDAVCDYLPCPTDLPPTKGKDPHTGAAMEVKPDDN  319

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--AGR-EKL-
KITEMRIPSKGEI  302
                  +FK++      + V+ R+YSG L+  DTV     GR E++ ++  M    
+ EI
Sbjct  320  
ERFSALMFKIQTDPYVGKLVFFRVYSGVLKAGDTVYFPQKGRSERMGRLIRMHADKREEI  379

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGD-PTRLPRKRWRED---
PLPMLRTTIAPKTAAQR  358
                       V + +  V +   + + P  L      ED   P P++   I PK+ 
A  
Sbjct  380  KEVHAGDIAATVGIKNSGVGVTMCIEETPITL------
EDIVFPEPVISVAIEPKSKADE  433

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  A+ +LA+ D   R + D  T + I+S +G + L+++   +  ++ +   V 
EP V



Sbjct  434  
EKMGIAMARLAEEDQTFRIKTDEETSQTIISGMGELHLDIIVDRMRREFNVAANVGEPQV  493

Query  419  IYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             + E   K          +   +  +    L +     G G ++ + V  G + + 
F  A
Sbjct  494  
AFRETVRKTIEQEGKFIRQTGGHGQYGHCILRIEAQPTGKGFEFVNEVKQGRIPREFIPA  553

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R  L+ G L G+ + D K+    G Y+   S+   F+  A + L    + +   
L
Sbjct  554  
VEKGVREALDGGALAGFPLVDIKVTVTDGSYHEVDSSEIAFKIAASMALRAGCQRADPVL  613

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP + F +  P++Y+     D     A IE    + +     G +P   +  Y T 
+  
Sbjct  614  
LEPIMKFEVTMPEQYMGDVIGDMNSRRAKIEEMGTRGNVKFVRGTVPLSTMFGYATAVRS  673

Query  596  YTNGRSVCLTELKGYQ---AAVGQPVIQPR  622
             + GR+    E   Y+    AV   +++ R
Sbjct  674  ISQGRAAFTMEPSHYERVPTAVQTAIVEKR  703

>WP_047199443.1 elongation factor G [Streptococcus agalactiae]
 KLK10798.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 201/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164



            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETVFKIAASLALKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>KKW00863.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWA2_48_9]
 KKW13584.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWC2_49_9]
 OGY84368.1 translation elongation factor G [Candidatus 
Kerfeldbacteria bacterium 
RIFCSPLOWO2_01_FULL_48_11]
Length=696

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 315/671 (47%), Gaps = 
67/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT++E +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  8    
KTRNIGIIAHIDAGKTTVSERILYYTGKKHKIGEVHEGEAEMDWMEQEKERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++H   
K  +
Sbjct  68   
TCFWKDTRINIIDTPGHIDFTVEVQRSLRVLDGGVVVFDGVAGVEPQSETVWHQAEKFKV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D  + + S+ ++L+                    D++ ++ V    
Sbjct  128  
PRICFINKMDRMGADFYADIASIHERLTTNAHPMQLPIGAAETFKGLIDLLTREAVVYKD  187

Query  163  EIVLEEN-TDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  E + TD+             +  +A++E ++KLL +Y+ G     E+L R  
+   
Sbjct  188  
EMGKEWDITDVPDDMREKVEEYRHKLVEAIVEKDEKLLHQYLEGTEPPIEELKRVMRHAC  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------



EQGSAAL  249
                L P++ GSA K  G+Q L+DA+   L  P+                      
S   
Sbjct  248  
IHNELVPIFCGSALKNKGVQFLLDAIVDYLPSPLDVPPMIGIDPKTQKEIERPADDSQPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
             G VFK+       +  + R YSGTL+    V  A  G+++   +I  M    + E
+   
Sbjct  308  
AGLVFKIAADPFIGKLAFFRAYSGTLQAGSYVVNARTGKQERIGRIVRMHANHREEVKEI  367

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +       V L   +    D + D   P  L    +   P P++   I PKT   
+E++ 
Sbjct  368  NAGEIAAAVGLKETTT--GDTICDEDTPILLESITF---
PDPVISIAIEPKTKQDQEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R   D  T++ +++ +G + LE++   +  ++K+E  V +P V 
Y E
Sbjct  423  
MALMRLAEEDPTFRVSSDEETNQTLIAGMGELHLEIIVDRMKREFKVEANVGKPRVAYKE  482

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +      +    L V PL  G G ++E+ V  G + Q +   
V+ G
Sbjct  483  
TITKQAQGEGRYIRQSGGRGQYGHAFLRVEPLERGKGFEFENEVRGGAIPQEYIVPVQKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L++G L G+ + D K     G Y+   S+ A F+    + L+ A+K++G  
+LEP 
Sbjct  543  
VKEALDRGALAGYPLVDIKATLYDGTYHEVDSSEAAFKIAGSMALQDAVKKAGPIMLEPV  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +      P++Y+     D     A I+  + ++   +   E+P   +  Y T +   
T G
Sbjct  603  
MKVEAVTPEKYMGDVIGDLNSKRAVIKEMRERQTNRLIDAEVPLAEMFGYATQIRSMTQG  662

Query  600  RSVCLTELKGY  610
            R+    E   Y
Sbjct  663  RASYSMEFSHY  673

>OUX65179.1 elongation factor G [Pelagibacteraceae bacterium 



TMED267]
Length=692

 Score = 261 bits (666),  Expect = 4e-74, Method: Compositional 
matrix adjust.
 Identities = 193/664 (29%), Positives = 308/664 (46%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----
VSLS------------------  161
             F+NK+D+ G D    V  +RD+L A  ++ Q       SLS                  
Sbjct  132  
CFVNKLDRTGADFFRCVDMIRDRLGAKPLVVQVPIGVEASLSGIVDLVKMKAQVWKNEAL  191

Query  162  ---------PEIV--
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     P+ +  L E    E  +  +E ++KL+E Y+ GE I  E LV+  ++   
+
Sbjct  192  
GAEWEYKEIPDDLKELTEKYRTELVETAVEQDEKLMEAYLNGEDIKEEDLVKCIRKGTLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALCG  251
             S  PV  GSA K  G+QPL+DAV        + GS                   
AA   
Sbjct  252  
FSFVPVLTGSAFKNKGVQPLLDAVVNFLPSPVDIGSIKGTRLGSEDEMEMKFEDNAAFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    V  + +EK  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGSLTFIRIYSGTIKTGTGVFNSSKEKEERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILPS--DSV-------
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            G+IV L    +++       + N VL +P   P         P++   + PKT A 
+E++
Sbjct  372  GDIVALAGLKNTITGHTLCDKENAVLLEPMEFPD--------



PVIEIAVEPKTKADQEKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  424  
GEALGRLAKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYR  483

Query  422  ERPLKAAS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E  ++AAS   +T   +      +A + L V P   G G   ES++  G + + F   
V 
Sbjct  484  E-
TIEAASEVEYTHKKQSGGAGQFAKVKLLVEPQEPGKGRDVESKIKGGAIPKEFIPGVE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI    + G+  G+ + D K+    GL++   S+   F   +    ++A  + G 
+LLE
Sbjct  543  
KGIETVSDGGILAGFPMIDYKVTILDGLHHDVDSSVLAFELASRACFKEACTKGGLKLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       I T + + +  V T  +P   +  Y  +L   
+
Sbjct  603  
PVMRVEVVTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMS  662

Query  598  NGRS  601
             GR+
Sbjct  663  QGRA  666

>WP_042347237.1 GTP-binding protein [Bacillus massiliogorillae]
Length=651

 Score = 259 bits (663),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 173/611 (28%), Positives = 303/611 (50%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E  L+ + +I + G V+      D+  +E+QRGIT+ A    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQFLFHTKSIKQRGRVDHRDAFLDSHSIEKQRGITVFADQGMFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF  E+ RS+ VLD AI++IS  +GV+A T  ++  LRK 
+IPT  



Sbjct  65   
RDSTYFLIDNPGHVDFSPEMERSIQVLDYAIMIISGVEGVEAHTETVWQLLRKHHIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G  ++ V+  +  +L AD+     +    EI    N ++  + A  E 
++ L
Sbjct  125  FINKTDRVGAHVERVMDEIHAELGADVFDISNMYSQGEI----NENLIEYLA--
ERDEML  178

Query  186  LEKYIAGEPISREKLVREEQ-
RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LE+Y+  E   +++L ++   R +++ ++FP   GSA + +GI   ++ +  L + 
+   
Sbjct  179  LEEYM--
ENGYQQELWKKTMIRLIRENNIFPCANGSALQDIGIVDFIEKLDELTETV-YP  235

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKLKITEMRIPSKGE  301
                  G V+K+++ + G R  +++  +GTL++RD ++      R K KIT++R  
+  +
Sbjct  236  
NDVPFSGKVYKIQHDEKGTRLTFIKALTGTLKVRDELSYGSEDNRLKEKITQIRFYNGSK  295

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                +    G++  ++      + D +GD      ++   + +P L++ +   ++   
+ 
Sbjct  296  FQAVNEILAGQLFAVVGLSQAAVGDGVGDLM----
EKASYEIVPTLKSKVIIDSSIHIKE  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
             L     L   DP L  E +    EI +  +G +QLEV+  L+ E++  E    EP 
+IY
Sbjct  352  
ALRCFNLLDVEDPSLHIEWEDKLQEIHIHVMGAIQLEVLKELVKERFHFEVSFAEPEIIY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   +A + L + P    SG+ +E+   +  L+   QN 
VR  
Sbjct  412  KETVLNTVKGYGHFE--
PLGHYAEVHLQIEPAKRNSGILFENTCHVNDLSVGNQNLVRHH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      GL  G  +TD KI    G  +   ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
LLEKEHNGLLAGSALTDVKITLLTGRSHIKHTSGGDFREATYRALRQGLEKAEIVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599



              F +    + + +   D  +     E   ++ ++ +  G +P      Y  +LA 
YT G
Sbjct  530  
YQFKIKVELDQIGKVMSDVQQAHGYFEPPSIEGNKSILKGTVPVATFMNYSAELATYTQG  589

Query  600  RSVCLTELKGY  610
            + +    + GY
Sbjct  590  KGMVSLVVSGY  600

>WP_063247958.1 GTP-binding protein [Bacillus aryabhattai]
 KZE12904.1 elongation factor G [Bacillus aryabhattai]
Length=653

 Score = 259 bits (663),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 182/640 (28%), Positives = 314/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  D   +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDIHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          +   
E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFTAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   +FP   GSA + +GI+  ++ +  L 
+  
Sbjct  178  DEELLDAFMEGKN-
DQAYWKAAMQKLIQANRIFPCACGSALQDIGIESFLEKLDLLTETH  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
              Q   A  G V+K+ + + G R  +++  SGTL++RD VA    E+L   KIT+
+R  +
Sbjct  237  YSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNEELYEEKITQIRAYN  295



Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + + LG    L   R  E  LP L++      
++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLTSASVGNGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AKSIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            + LA +T+G+        GY+     + VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_026974605.1 elongation factor G [Alicyclobacillus contaminans]
Length=691

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 310/669 (46%), Gaps = 
62/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA  V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGASAVFDAKGGVEPQSETVWRQADKYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D    VQ +R++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFLGTVQQMRERLGANAVPIQLPIGAEDTFVGMVDLVEMKAIIYTD  188

Query  157  ---TVSLSPEI-----
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + +I      L E    +  +A  E ++ L+ KY+ GE I+ E++    
++  
Sbjct  189  
DLGTTSEARDIPEDMRELAEEYRAKLLEACAEVDEDLMMKYLEGEEITVEEIKAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GE------
QGSAALC  250
                LFPV  GS+ +  G+QP++DAV   L  P+           GE         
A   
Sbjct  249  
CSVQLFPVLCGSSYRNKGVQPMLDAVVDYLPSPLDVPAIKGVTADGETVESPSSDDAPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL     V  + + K     +I +M    + EI   
+
Sbjct  309  
ALAFKIMTDPFVGKLSFFRVYSGTLSSGSYVLNSNKGKRERVGRIVQMHANHREEI---E  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            T Y G+I   +        D L D   +      E P P++  ++ PKT A +++L  
AL
Sbjct  366  
TVYAGDIAAAVGLKDTTTGDTLCDEKHVIILESMEFPDPVIDISVEPKTKADQDKLGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            ++LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E     P V Y 
E   
Sbjct  426  
SKLAEEDPTFRTFTDPETGQTIISGMGELHLEIIIDRLKREFKVECNTGAPQVAYKETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + + + PL  G G  +E+++  G + + +  AV 
+GI+ 
Sbjct  486  



KRVEQEGKFVRQSGGRGQYGHVKIILEPLERGQGYVFENKIVGGAIPKEYIPAVDEGIQE  545

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G+  G+ + D K+    G Y+   S+   F+    + L+Q   ++   LLEP 
+  
Sbjct  546  
AMQNGVIAGYPMLDVKVTLFDGSYHDVDSSEMAFKIAGSMALKQGAAKADPVLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E  + + +  V  G +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEYMGDIMGDINSRRGRVEGMEPRANAQVIRGYVPLAEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGYQ  611
                   Y+
Sbjct  666  FSMVFHSYE  674

>WP_030468686.1 elongation factor G [Lechevalieria aerocolonigenes]
Length=661

 Score = 260 bits (664),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 209/660 (32%), Positives = 304/660 (46%), Gaps = 
60/660 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTE +L+A+G   + G V  GTT TD    ER RGITI AA  
S  
Sbjct  11   
NLGILAHVDAGKTTLTERVLFATGTTYKRGEVHDGTTVTDFDPQERDRGITIFAAAVSCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    +  
+P +
Sbjct  71   
WDGHRINLIDTPGHVDFSDEVERSLRVLDGAVAVFDGVAGVEPQSESVWRQADRHGVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------
TVSLSPEIVLE  167
             F+NK+D+ G DL + V+S+R +L    ++ Q                  V+L+ E  
L 
Sbjct  131  
AFVNKLDRPGADLDTAVESLRTRLHTVPLVVQLPIGAEDGFAGVVDLVRMVALTWEDSLT  190

Query  168  ENTDIEAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            E    E              +AV E + +++E++ AG     E+ +R   + +    
L  



Sbjct  191  EGPVPETLLAEAQRRRHLLEEAVAELHPEVVEEFFAGG--
LSEQTLRNALKELTRRGLGT  248

Query  216  VYY-GSAKKGLGIQPLMDAVTG-LFQPI---------GEQ----
GSAALCGSVFKVEYTD  260
            V   GSA +  G++PL+DAV   L  P+         GE+      A     VFKV  
T 
Sbjct  249  
VVLCGSAYRNRGVEPLLDAVIAYLPSPVDVPAVRGVDGEERVPDPDAPFAALVFKVNATA  308

Query  261  
CGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-D  319
             G R  ++R+YSGTL   +TV + GR +     +R+ +       D A  G+IV L    
Sbjct  309  TG-RLTFVRVYSGTLHKGETVQVGGRNERIGRILRVQAD-
RHTPVDCAVAGDIVALVGLK  366

Query  320  SVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLR  376
            S R    L  PT        E P+   P++   +  +T+A   RL +AL  L D 
DP LR
Sbjct  367  SARTGTTLCAPT---
APLLLEPPVSADPVVSVAVETRTSADNARLTEALAHLVDEDPSLR  423

Query  377  
CEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEV  436
               D  T + +LS LG + LEV        +++E     P V Y E      +  +
+  V
Sbjct  424  
VATDPETGQTVLSGLGELHLEVAVEKARTTHRIEITTGRPRVSYRETVAAGVTGFVYRHV  483

Query  437  PPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWN  493
              +     +A + +   PL   +G ++ S V+ G + Q F  AV  G R  L +G  
G  
Sbjct  484  KQDGGAGQFAHVVIDTEPLE--
TGFEFRSAVTGGRVPQEFVRAVEQGCRDALAEGPLGHP  541

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            VT  ++    G  +   S+   FR+   + L +ALK     LLEP     +  P
+EYL  
Sbjct  542  
VTGLRVTLTDGSTHVKDSSEMAFRTAGRLGLREALKAGAMTLLEPIAEVTVTVPEEYLGG  601

Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
               D       I  +  +    V T  +P   +  Y T L   T GR        
GY  A
Sbjct  602  
VLGDLASRRGRILGSVARAGTTVVTASVPLAEMFGYVTRLRSRTQGRGTFSARPTGYAPA  661

>WP_014824113.1 GTP-binding protein [Solibacillus silvestris]
 BAK16875.1 translation elongation factor [Solibacillus silvestris 



StLB046]
Length=646

 Score = 259 bits (663),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 168/607 (28%), Positives = 292/607 (48%), Gaps = 
22/607 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG++AHVD+GKTT  E LLY + AI + G V+      D   +ERQRGITI A      
+
Sbjct  5    
IGVVAHVDSGKTTFCEQLLYHTNAIKKRGRVDHQDAFLDNHAIERQRGITIFAEQGRIDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA DG++  T  ++H LR+ +
+PT I
Sbjct  65   
NGQAYTLIDTPGHIDFAPEMERAIHVMDAAIVIISAVDGIEGHTETVWHLLREHHVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D+ +V+ +++  LS + ++             +  D    + + E 
+++L
Sbjct  125  FINKVDREGADVAAVMSAIKKDLSPNALL-----------
FNDGFDTTVKEWLAERDEQL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +EKY A + ++    +   +  +     F    GSA K  G+    + +  L +   
+  
Sbjct  174  MEKYFA-
DNLAENDCLESLKHAINHEQAFVCMSGSALKDEGVLAFFETIAQLMETKFDV-  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +    G V+K+ + D  QR  +++  SG L++RD     G    K+TE+R+ +       
Sbjct  232  NGPFEGKVYKIRH-DHQQRLTFMKALSGVLKVRDEFTF-
GETTEKVTEIRLYNGNSFTTV  289

Query  306  DTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   ++ L  DV+G     P +    D +P L+  +  + A   + 
L   
Sbjct  290  PQVQAGDIFAVKGLAMPLIGDVIGATETNPAQF---
DMIPTLQAKVIYEGALHIKELHRV  346

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              ++   +P LR   +    EI +  +G +QLEV++ L+ E++ +E    +P ++Y 
E  
Sbjct  347  



FREIEAEEPSLRVVWNEKFQEISVHVMGTIQLEVLTELVKERFGIEVQFGKPQILYKETI  406

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               A    H E  P   +A + L +   + G+G+ + +R     L+   Q  +   
+   
Sbjct  407  AAPAIGYGHFE--
PLKHYAEVHLKMELNNRGAGITFSNRCHADDLSVGHQRLIEKHLFER  464

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD  +    G  ++  +   DFR  +   L Q L++    LLEPY  
F 
Sbjct  465  
DHHGLLTGFPVTDIHLTLLTGRAHNKHTDGGDFREASFRALRQGLEQVKNVLLEPYYRFK  524

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   + E   + +D V   G  P      Y T  A YTNG
+   
Sbjct  525  
MKASSDHIGRMMSDIQQASGSFEAPNLTEDTVTLYGRAPVATFMDYSTQFAAYTNGKGAL  584

Query  604  LTELKGY  610
              + +GY
Sbjct  585  TLQFEGY  591

>OGI05073.1 translation elongation factor G [Candidatus 
Melainabacteria bacterium 
GWF2_32_7]
Length=692

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 328/674 (49%), Gaps = 
70/674 (10%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI AH+DAGKTT TE +L+ +G   + G V +GT+ TD M  ER+RGITI  
AAV
Sbjct  9    
QIRNIGIAAHIDAGKTTTTERILFYTGFTHKMGEVHEGTSITDFMEQERERGITITSAAV  68

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   ++NI+DTPGH+DF  EV RSL VLDG I V  A  GVQ+Q+  ++    
+  
Sbjct  69   TSF-
WKNHQINIIDTPGHVDFTVEVERSLRVLDGVIAVFCAVGGVQSQSETVWRQANRYK  127

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS  161



            +P ++F+NK+D+ G +   V+  +R +L                     D+I ++     
Sbjct  128  
VPIMVFVNKMDRTGANYFRVIDQIRTRLQGNAHAIQIPIGAEDQLKGIIDLISQKAYIYG  187

Query  162  PEI--------VLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             ++        + E+  D+ A       +A+ EN+D+L+ KY+ G  IS E+L    
++ 
Sbjct  188  
NDMGTDIQEGSIPEDMADMVAEYREKLIEAISENDDELMMKYLEGIEISEEELKEGLRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQG------SAA  248
                 L PV  GSA K  G+Q L+D V             TG+ +  GE+       
+  
Sbjct  248  TISNKLIPVTCGSAFKNKGVQLLLDVVIDYLPSPLDVPPITGIMKN-
GEEAVRPSDDNEP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R YSGTL     V       RE++ +I +M+  ++ 
E+  
Sbjct  307  
FAALAFKIMTDPYVGRLTFIRAYSGTLASGSYVLNSNTGKRERISRIVQMQADTRNEV--  364

Query  305  TDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             D    G++  V+   D+   + +  + + +  +   E P P++   I PKT A +
++L 
Sbjct  365  -DEICAGDLAAVVGLKDTTTGDTLCSEASPIILESI-
EFPEPVISVAIEPKTKADQDKLS  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LAD DP  R ++D  T + I+S +G + LE+++  L  ++K+   V +P V 
Y E
Sbjct  423  
VALGKLADEDPSFRVKIDPETGQTIISGMGELHLEIITDRLLREFKVGANVGKPQVAYRE  482

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               KA  A      +      +  + L + PL  G+G ++E+++  G + + +  A
++ G
Sbjct  483  
AITKAVEAEGKFVRQSGGRGQYGHVKLKLEPLGKGTGFEFENKIVGGVVPKDYIPAIQKG  542

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   L  G+  G+ V D K+    G Y+   S+   F+    + ++  +K++G  
+LEP 
Sbjct  543  
VEEALTGGVIAGYEVIDIKVTLFDGSYHEVDSSEMAFKIAGSMAVKDGVKKAGPNILEPM  602

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV--



FTGEIPARCIQAYRTDLAFYT  597
            +   +  P++YL     D       +E  +  +   +      +P   +  Y TD+   
T
Sbjct  603  
MKVEIEVPEDYLGDVIGDLSGRRGRVEGMEAIEGTGLQKINALVPLAEMFGYATDIRSKT  662

Query  598  NGRSVCLTELKGYQ  611
             GR     E   Y+
Sbjct  663  QGRGTFSMEFSKYE  676

>WP_016429288.1 GTP-binding protein [Paenisporosarcina sp. HGH0030]
 EPD50231.1 small GTP-binding protein domain protein 
[Paenisporosarcina sp. 
HGH0030]
Length=650

 Score = 259 bits (663),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 175/634 (28%), Positives = 308/634 (49%), Gaps = 
28/634 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT +E +LY + +I   G V+      D+  +ERQRGIT+ A   
+F +
Sbjct  5    
IGVFAHVDAGKTTFSEQILYHTKSIKHRGRVDHKDAFLDSHEIERQRGITVFADQATFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF  E+ RS+ V+D AI+++SA +G++  T  ++  LRK +
+PT  
Sbjct  65   
KDSTYYLIDNPGHVDFSPEMERSVQVMDYAIVILSAVEGIEGHTATIWQLLRKHHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIVLEENTDIEAW-
DAVIENND  183
            FINK D+ G D+++VV+ +++  SAD+I I Q+          E    E+  +++ 
E N+
Sbjct  125  FINKTDRTGADVKNVVKEIQEDFSADVIDITQS--------
FHEGEMTESLIESIAERNE  176

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LLE Y+  +   ++  +   +  ++D  +FP   GSA + +GI   +D     F  
+ E
Sbjct  177  NLLEHYME-DGYEKDLWINTMKDLIKDNKVFPCASGSALQDIGIVEFLDK----
FHQLTE  231

Query  244  ---QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297
                   A  G V+KV + + G R  +++  SGTL +RD +  +  E+    KIT+
+R+ 



Sbjct  232  
TQYTSDEAFSGRVYKVRHDEKGTRITFIKSLSGTLSVRDEITYSPIEQALTEKITQIRVY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  +    +    GE+  +   S   N V GD       +   + +P L++ +    
+  
Sbjct  292  NGNKFKTVEHVKAGELFAV---
SGLTNAVTGDGLGTLYGKADYEMVPTLKSKVVIVPSVH  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +  L     L   DP L    +    EI +  +G +QLE++  L++E++  E   
+EP 
Sbjct  349  
IKDALKCFQLLDVEDPSLNVMWEERLQEIHIHVMGAIQLEILKQLVAERFHFEVEFEEPQ  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L + P    SG+ +++     +L+   
QN V
Sbjct  409  ILYKETINSTTIGYGHFE--
PLKHYAEVHLKMEPARRNSGITFDNVCHANHLSVGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  +      GL  G  +TD K+    G   +  ++  DFR      L Q ++++   
LL
Sbjct  467  
KHHLLEKAHNGLLTGSPLTDIKVTLLTGRADNMHTSGGDFREATYRALRQGVEKASNLLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP+  F +    + + +   D      + ++ + +  +V+ TG++P      Y  
+LA +
Sbjct  527  
EPFYDFRIKVDVDQMGKVLSDIQMAHGSFDSPKTEGHKVILTGKVPVATFMNYAAELASF  586

Query  597  TNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
            T G+ V      GY+    +  VIQ    N   D
Sbjct  587  TQGKGVLNLMFGGYEQCHNEDEVIQRIAYNKDAD  620

>WP_057236454.1 GTP-binding protein [Bacillus sp. Root147]
 KRD91198.1 elongation factor G [Bacillus sp. Root147]
Length=653

 Score = 259 bits (663),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 182/641 (28%), Positives = 313/641 (49%), Gaps = 
42/641 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65



            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NDSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+  +  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPGVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  NDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +++LL+ ++  E  + +   R   Q+ +Q   LFP   GSA + +GI+  ++ V  
L   
Sbjct  178  DEELLDAFM--ESKNDQAYWRAAMQKLIQTNQLFPCACGSALQDIGIKEFLEKVD-
LLTE  234

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297
                   A  G V+K+ + + G R  +++   GTL++RD VA     ++   KIT+
+R  
Sbjct  235  
TRYSKEEAFSGRVYKIRHDENGMRITFIKALGGTLQVRDEVAYEKNGEIYEEKITQIRAY  294

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TI  350
            +       +    GE+  +    S  + D LG    L   R  E  LP L++      
++
Sbjct  295  NGSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFAPSV  350

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E+
+ + 
Sbjct  351  HPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNIN  404

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+
Sbjct  405  VQFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLS  462



Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L 
Q L+
Sbjct  463  
VGYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLE  522

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   +LEPY  F +    + + R   D        ++ +  +++ + TG++P      
Y
Sbjct  523  
KAENIVLEPYYDFKIKVDIDQMGRVLADVQSANGRFDSPETTENKAIITGKVPVATFMTY  582

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
             + LA +T+G+        GY+     + VI+  R N   D
Sbjct  583  GSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_014099980.1 elongation factor G [Chloracidobacterium 
thermophilum]
 AEP12243.1 translation elongation factor 2 (EF-2/EF-G) 
[Chloracidobacterium 
thermophilum B]
Length=704

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 197/680 (29%), Positives = 315/680 (46%), Gaps = 
70/680 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V +G+   D M  E++RGITI 
+A T
Sbjct  9    
KFRNIGIMAHIDAGKTTTTERILYYTGRNHKLGEVHEGSATMDYMVQEQERGITITSAAT  68

Query  62   SFQWH--------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            +  W         + ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GVQ Q+  
++
Sbjct  69   
TCFWRLGGAVEGDQYRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDAVAGVQPQSETVW  128

Query  114  HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII  154
                K  +P + FINK+D+AG D    V S+R++L+A                   
D+I 
Sbjct  129  
RQANKYGVPRIAFINKMDRAGADFYKSVDSIRNRLNARPIPVFHPIGAEDAFEGVVDLIT  188

Query  155  KQTVSLSPE-----IVLEENTDI------EAWDAVIE----
NNDKLLEKYIAGEPISREK  199



             Q V    E     ++  + T         A D +IE     +D++ EKY+ G  
IS  +
Sbjct  189  
MQAVRWDEESNGQKMLFSQPTGSLLDEAKAARDKMIELIADVDDQIAEKYLEGADISEAE  248

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQG-  245
            L    +R     ++ PV  GSA K  G+Q L+DAV              G+    
GE+  
Sbjct  249  
LRAVLRRETIAMNIVPVLCGSAFKNKGVQQLLDAVVYYLPSPVDIPPVKGVLPRTGEEAI  308

Query  246  -----
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                      G +FK+       +  + R+YSG L    +  L   +++K    R+    
Sbjct  309  RRAADDEPFSGLIFKILSDKHIGQLAFCRIYSGVL-
TSGSYVLNSTKEVKERVGRVMQMH  367

Query  301  EIVRTD--TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
               R D   AY GEIV +    +V   D + D          E P P++   I 
PKT   
Sbjct  368  
ANKREDLEEAYAGEIVAVAGLKNVITGDTICDEKAPIILESMEFPTPVIEVAIEPKTRQD  427

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +++L  AL +LA  DP  R + D  T++ +++ +G + LE++   L  ++ ++  V  
P 
Sbjct  428  
QDKLSVALGRLAQEDPSFRVKTDPETNQTLIAGMGELHLEIIVDRLKREFNVDANVGRPQ  487

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    P +     +  +      +    + + PL  GSG  +E+++  G + 
+ + 
Sbjct  488  VAYRETIRVPSEGVGKYVR-
QTGGRGMYGHAEIKLYPLDPGSGFVFENKIVGGVIPREYI  546

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  +E+G+  G+ V D K+   +G Y+   S    F+    +  + A K
++  
Sbjct  547  
PAVEAGIKEAMERGILAGYEVVDVKVELVFGSYHEVDSNEMAFKIAGSMAFQDAAKKAKP  606

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP ++  + +P+EY      D       IE    +    + +  +P   +  Y 
T L
Sbjct  607  
VLLEPVMAVEVESPEEYFGAITGDLSSRRGRIEGFSERAGSRIISAAVPLSEMFGYSTVL  666

Query  594  AFYTNGRSVCLTELKGYQAA  613



               + GR++     K Y+ A
Sbjct  667  RSMSQGRAIYTMHFKSYEEA  686

>WP_091414457.1 elongation factor G [Friedmanniella luteola]
 SDT27690.1 translation elongation factor 2 (EF-2/EF-G) 
[Friedmanniella luteola]
Length=700

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 197/691 (29%), Positives = 322/691 (47%), Gaps = 
72/691 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q++ ++    
+  +
Sbjct  71   
TCHWHDTQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSQTVWRQADRYKV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G      V +++ +L A                   D++  + +
+   
Sbjct  131  
PRICFINKLDRTGASFDFCVSTIKSRLMAVPAILQLPIGSEGGFLGVVDVVRMRALTWRG  190

Query  163  EIVLEENTDIEAWDA----------------VIENNDKLLEKYIAGEPISRE-
KLVREEQ  205
            E  + E+  +E   A                V E +D L+E Y+A +  S   +L+    
Sbjct  191  
ETTIGEDYAVEEIPADMLEQAQQAHADLVELVAEYDDTLMEAYLAEDEASMTPELIDAAI  250

Query  206  RR-VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE--------Q  244
            RR V  + +  V  GSA K  G+QPL+DAV               F+P  E         
Sbjct  251  
RRAVLSSQITAVLCGSAFKNKGVQPLLDAVIAYLPSPLDVPAIDGFKPGDESTVIERHPD  310

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKG  300
             S       FK+       R  Y+RLYSG L    TV  +  GR++   KI +M    
+ 
Sbjct  311  
SSDPFSALAFKIAADPHLGRLTYIRLYSGKLEAGSTVLNSTKGRKERIGKIYQMHANKRE  370



Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI        G+IV ++        + L DP         + P P++   I PKT 
+ +E
Sbjct  371  EIASVGA---
GQIVAVMGLKDTTTGETLSDPANPVVLESMDFPAPVIEQAIEPKTKSDQE  427

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +LA+ DP  R   D  T + I++ +G + LEV+   +  ++++E  + 
+P V 
Sbjct  428  
KLGVAIQRLAEEDPTFRVHTDEETGQTIIAGMGELHLEVLIDRMKREFRVEANIGKPQVA  487

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   RP+    +T   +   +  +A + + + PL  GSG ++ + V+ G + + 
+  A
Sbjct  488  
YRETLRRPVTKIEYTHKKQSGGSGQYARVIIDLEPLEPGSGYEFVNAVTGGRIPKEYIPA  547

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++ G L G+ V D K+  + G Y+   S+   F+    +V ++A + +   
L
Sbjct  548  
VDHGIQDAMQFGVLAGYAVEDIKVTLQDGAYHDVDSSELAFKIAGSMVFKEAARRADPAL  607

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P++Y+     D       I+         V    +P   +  Y  
DL  
Sbjct  608  
LEPVMAVEVTTPEDYMGTVIGDLNSRRGQIQAMNDLHGNKVVEALVPLSEMFGYVGDLRS  667

Query  596  YTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
             T+G++    E   Y     +V   +IQ  R
Sbjct  668  KTSGQASYSMEFHAYAETPKSVSDEIIQKAR  698

>WP_106468005.1 elongation factor G [Stenotrophomonas maltophilia]
 AVO30358.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 204/673 (30%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   



NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQEGAATTVTPWDAAARAQWQPQRDALVEAVADHDEQLADAWLEGRAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESDEGEVLLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDVVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      V +  R+  G + +SF  



AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_016439669.1 GTP-binding protein [Coprococcus sp. HPP0074]
 EPD55492.1 small GTP-binding protein domain protein [Coprococcus 
sp. HPP0074]
Length=912

 Score = 265 bits (677),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 191/618 (31%), Positives = 298/618 (48%), Gaps = 
43/618 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTTL+ES+LY SG I + G V+ G    DT  LER RGITI +     
Sbjct  20   
ICIGLLAHVDAGKTTLSESMLYLSGRIRQQGRVDHGNAYLDTYELERARGITIFSKQAEL  79

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +   +V ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  T  L+  L++  
IP 
Sbjct  80   
VFGELEVTLLDTPGHVDFSAEMERTLRVLDYAILVINGADGVQGHTETLWKLLKQYRIPA  139

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +FINK+DQ G D + +++ +R KLS   I       S E +          + V    
+
Sbjct  140  FLFINKMDQNGTDAEKLLEELRVKLSGSCIRFGEAEDSEEFL----------
ENVAMAEE  189

Query  184  



KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            ++LE Y+    I R ++     R + +  +FP Y+GSA K +G++  +    GL     
E
Sbjct  190  QVLETYLEHGTIERGEI----SRLIWERKVFPCYFGSALKNIGVKEFL---
AGLECYAKE  242

Query  244  QGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            +      G+ V+K+     G R  YL++  G L++RD +     E+ K++++RI      
Sbjct  243  RSYPEEFGAKVYKIARDPQGNRLTYLKVTGGVLKVRDLIRYQDVEE-
KVSQIRI------  295

Query  303  VRTDTAYPGEI--VILPSDSVRLNDVLGDPTRLPRKRWREDP-------
LPMLRTTIAPK  353
                  Y GE    +    + R+  V G     P +    +P        P+L   
+   
Sbjct  296  ------
YSGEKYDAVQEVRAGRVCAVTGLTKTYPGEGLGAEPPSEGPVLTPVLNYQLILP  349

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L  L QL + DP L    +    EI    +G VQ E++ +++ E+++ 
E   
Sbjct  350  
EGCDTHGMLLKLRQLEEEDPELHIVWNEELGEIHAQLMGEVQTEILQSMIRERFQTEVTF  409

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               +++Y E   + A    H E  P   +A + L + P   GSG+ + +  S   L
++++
Sbjct  410  GPGNIVYKETIKRPAEGVGHFE--
PLRHYAEVHLLLEPGESGSGLVFAADCSEDVLDRNW  467

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q 
LK + 
Sbjct  468  
QRLILTHLAEKEHRGVLTGSAITDMKITLVAGRAHLKHTEGGDFRQATYRAVRQGLKSTE  527

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F +  P E++ RA  D  +     +T   + D  V TG  P   ++ 
Y+ +
Sbjct  528  
SVLLEPYYEFRMEIPAEFVGRALTDIQRMAGEFQTPDTEGDFAVITGSAPVSEMRDYQLE  587

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT GR      LKGY
Sbjct  588  VTSYTKGRGRLFCTLKGY  605

>OGC46606.1 translation elongation factor G [candidate division WWE3 
bacterium 



RIFCSPHIGHO2_01_FULL_38_45]
 OGC49073.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFCSPHIGHO2_12_FULL_38_15]
 OGC53528.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFCSPLOWO2_01_FULL_37_24]
 OGC54432.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFCSPHIGHO2_02_FULL_38_14]
Length=695

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 185/676 (27%), Positives = 326/676 (48%), Gaps = 
76/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +G T+ D M  ER+RGITI 
+A T
Sbjct  14   
KIRNIGIIAHIDAGKTTTTERILFYTGKTHKIGEVHEGATQMDWMAQERERGITITSAAT  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++    
K N+
Sbjct  74   
TCYWKDYRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGSQGVEPQSETVWRQAEKYNV  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + F+NK+D+ G D    + S++++LS                    D++ ++      
Sbjct  134  
PLIAFVNKLDKIGGDFYMSLNSIQERLSPNAYAVQLPVGVENDFNQVIDLVERKAYLFEG  193

Query  159  SLSPEIV---LEENT--DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI+   + EN    +E +     + V E+++KL+EKY++GEP++ E++ +  
++  
Sbjct  194  
KLGSEIIEVEVPENMKEKVEEYRTKLVEKVAESDEKLIEKYLSGEPLTIEEIKKGMRKLT  253

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +  L+PV+ G++   +G+Q ++D V             TG+    GE+       
+   
Sbjct  254  
LETKLYPVFCGASLGNIGVQKVLDGVIDYLPCPADVADETGIIPDSGEKIVLKADENEPF  313

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK++      R +Y R+YSG +     +  + + K     +I  M    + E



+   
Sbjct  314  
TALAFKIQTDPYVGRLIYFRVYSGKVSSGSYILNSTKNKKERIGRILLMHANHREEVKEV  373

Query  306  DTAYPGEIVILPSDSVRLNDVLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                 GEI    + +V L    GD       P  L    + E   P++   + PKT 
A R
Sbjct  374  KA---GEI----AAAVGLEATTGDTICMESKPIILETIHFAE---
PVIGLVVEPKTKADR  423

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++L ++L +  + DP L+ + D+ T + IL  +G + LE++   +  ++ +E +  
+P V
Sbjct  424  
DKLSESLKKFIEEDPTLKIKTDAETAQTILYGMGELHLEIIVDRMKREFGVEVITGKPQV  483

Query  419  IYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E    +         +      +  + + V PL  G GV++ ++V  G + + 
+  A
Sbjct  484  
AYRETVKNSVDQEGKYIRQTGGRGQYGHVFIKVEPLERGKGVEFVNKVVGGAIPREYIPA  543

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+   E G L G+ V D +I    G ++   S+   F+  A    + A + +   
L
Sbjct  544  
VEKGIKESCESGVLAGYPVVDVRITLFDGSFHEVDSSEIAFKMAASEAFKSAQRNAQAYL  603

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P++++     D       IE  + +    V + ++P   +  Y T
+L  
Sbjct  604  
LEPIMNIEVVTPEDFMGDIIGDLSGKRGRIEGTETRGTARVISAKVPLAEMFGYATELRG  663

Query  596  YTNGRSVCLTELKGYQ  611
             + GR+    E   Y+
Sbjct  664  MSQGRASFTMEPSHYE  679

>WP_039291576.1 GTP-binding protein [Paenibacillus sp. IHB B 3415]
 KHL97582.1 elongation factor G [Paenibacillus sp. IHB B 3415]
Length=652

 Score = 259 bits (663),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 191/643 (30%), Positives = 310/643 (48%), Gaps = 
37/643 (6%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I +G+LAHVDAGKTT  E LLY + AI   G V+   T  DT  +E+ RGIT+ 
A  
Sbjct  1    
MNNITVGLLAHVDAGKTTFAEQLLYHTEAIRSRGRVDHQDTFMDTHEIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   +  ++DTPGH+DF  E+ R L VLD A++++SA +GV++ T  ++  
LR+ N
Sbjct  61   
AEFVYKDSRYFLLDTPGHVDFSPEMERCLQVLDYAVVILSAVEGVESHTETVWQLLRQHN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINK D+AG D Q V++ +R +LS +        L P+   E  TD E    
+ E
Sbjct  121  IPTLFFINKTDRAGADAQRVLEEIRQQLSGNAF------LLPQQPGEALTD-
ELRAFIAE  173

Query  181  NNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D LLE Y+ G   + + R  L    +R      +FP   GSA    G+   ++ 
+  L
Sbjct  174  RDDTLLEMYLEGALPDNVCRSALPDMLKR----
GDIFPCMQGSALLDQGVDGFLEVLNTL  229

Query  238  -FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKL--
KITE  293
             F     +      G V+K+ + + G R  Y++   G L+ RD++    G E+L  
++T 
Sbjct  230  TFTEYDHE--
LPFAGRVYKIRHDEKGTRITYIKALQGVLKNRDSLMYGHGPERLSARVTG  287

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAP  352
            +R  +  + +  D A  GE+  +    V L + L G+             +P L++ 
+  
Sbjct  288  IRKYNGTKYISADWAAAGELFAV----
VGLTEALPGEGVGELTDSQESGLIPTLKSKVLF  343

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +     + L++A  QL   DP L    D    E+ +  +G +QLE++  +++E+++
+   
Sbjct  344  
EPPVHLKELMNAFGQLGAEDPSLNVSWDEELQELQIHVMGGIQLEILEQIMAERFQIRIA  403

Query  413  VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR-----
VSLG  467
               P ++Y E  +       H E  P   +A + L +     GSG+ Y +      
+++G
Sbjct  404  FGPPEILYKETIVGTVYGCGHFE--
PLGHYAEVHLKLEAGDRGSGISYINNCHPDDLAVG  461



Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            Y +Q  Q+ +  G  +GL   L G  +TD KI    G  ++  ++  DFR  A   
L Q 
Sbjct  462  YQHQIEQHLLESG-HHGL---
LTGSPLTDLKITLLSGRAHNKHTSGGDFREAAYRALRQG  517

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+++G  LLEP     L    +Y+ +   D  +   +    ++ + + V TG +P     
Sbjct  518  
LEQAGNLLLEPVYDLKLRIDSDYVGKVMSDIQQASGSFNPPEITESKAVITGTVPVASFM  577

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             Y   LA  T G+      + GYQ       VIQ R  N   D
Sbjct  578  NYGVRLASMTQGKGSLSLRVAGYQPCHQTGTVIQQRNYNKNAD  620

>KKQ67441.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWA2_38_24]
 KKQ79853.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWA1_38_7]
 OGE22923.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_01_FULL_38_8]
Length=713

 Score = 261 bits (667),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 194/678 (29%), Positives = 319/678 (47%), Gaps = 
69/678 (10%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I N+GI+AH+DAGKTT TE +L+ +G   + G +++G T TD M  ER+RGITI  
AA+
Sbjct  15   
RIRNMGIIAHIDAGKTTTTERILFYTGRTYKIGDIDEGNTTTDWMEQERERGITIVSAAI  74

Query  61   TSF--------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            T+F        +    ++N++DTPGH+DF  EV RSL VLDG ++V+ +  GVQ
+QT  +
Sbjct  75   
TTFWTPKSGPYEGQETRINLIDTPGHVDFTVEVERSLRVLDGGVIVLDSASGVQSQTETV  134

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS  161
            +    K  +P + F NK+D  G D    +QS RD+L A+ +            K  
V L 
Sbjct  135  
WRQADKYEVPLIAFANKMDVLGADFHGTIQSARDRLGANALAYNLPIGAENSFKGVVDLL  194



Query  162  PEIVL------------EENTDIEAWDAVIENNDK-----------
LLEKYIAGEPISRE  198
             +  L            EE    +  D  I+  +K           L+EKY+ GE 
IS  
Sbjct  195  
TQKALVWQGDETGAKFVEEEIPADMVDEAIKYREKLVEEIAATDEGLMEKYLNGEEISVL  254

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQ  239
            +L +  ++ V +  + PV  GS+ +  G+QP++DAV                   T   
+
Sbjct  255  
ELKKALRKAVINKQIVPVMAGSSLRNKGVQPMLDAVIEYLPSPQDIPQLKGIDPKTNEEK  314

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPS  298
                   A L    FK++      R  Y+R+YSGTL+    +  + +  K ++  + 
+  
Sbjct  315  
AFANTKEAPLGALAFKIQIDPHVGRLTYVRVYSGTLKSGSYIYNSTKGVKERVGRVLLMH  374

Query  299  KGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
              +    D AY GEI  V+   D++   D L D +   R        P++   I 
PKT +
Sbjct  375  ANDREEIDEAYAGEIIAVVGLKDTI-
TGDTLCDESNQIRLESINFAEPVISLAIEPKTKS  433

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E+L  AL +L++ DP  R + +  T + I+S +G + LE++   +  ++K++  
V EP
Sbjct  434  
DQEKLAQALQRLSEEDPTFRVKANVETGQTIISGMGELHLEIIVDRMKREFKVDANVGEP  493

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   KAA+       +      +    L + PL  G G ++ S +  G + 
+ F 
Sbjct  494  
QVAYKETITKAATGEGKYIRQTGGRGQYGHCLLRIEPLPRGQGREFASEIVGGAIPREFI  553

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +  G+    + GL  G+ VTD ++    G Y+   S+   F+    + L +A K 
+  
Sbjct  554  
PPIEKGVIEKEDTGLLAGFPVTDIRVVVYDGSYHDVDSSELAFKIAGSLGLSEAAKNADP  613

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+E++     D     A I+  + K +  V    +P   +  Y 
T +
Sbjct  614  



ILLEPIMKVEVSTPEEFMGDLIGDLSSKRAQIQGTEKKGNTSVVNALVPLAELGGYITAI  673

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+    E   Y+
Sbjct  674  RSMSQGRASAYIEPSHYE  691

>WP_060459197.1 elongation factor G [Lactobacillus acetotolerans]
 BAQ56742.1 elongation factor G [Lactobacillus acetotolerans]
Length=701

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 186/693 (27%), Positives = 319/693 (46%), Gaps = 
69/693 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G T+ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDTQMDWMSEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V+++  +L A+    Q               +++  
+I  E
Sbjct  131  
PRIVFVNKMDKVGADFDYSVKTLHTRLKANAHAVQMPIGSADTFEGAIDLINMKADIYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      WD                     AV + +D +++KY+ G+ IS ++L    
++
Sbjct  191  DKLG-
SKWDTVPVPDKYLADAKKCREELVEAVADVDDGIMDKYLNGDKISIDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +   FPV+ GSA K  G+Q L+D V                   TG    +    
S 
Sbjct  250  
ATLNLKFFPVFAGSAFKNKGVQMLLDGVIDYLPSPLDVKPYVAHDPKTGKEVELKADDSK  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y+G+L     V  A ++K     ++ +M   S+ 



EI 
Sbjct  310  
PFAALAFKISSDPFVGRLTFIRVYTGSLESGSYVLNASKDKRERVGRLLQMHANSRKEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++ +I PK+ A R
++L 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLKVPDPVIQVSIEPKSKADRDKLD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  + E +  T + +++ +G + L+++   +  ++ +E  + EP V 
Y E
Sbjct  427  
IALQKLTEEDPTFKAETNPETGQTLIAGMGELHLQIMVERMKREFHVEVEIGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +      +  + +   P   G G ++E  +  G + + F  
+V  G
Sbjct  487  
TFTKEAKAQGKFVRQSGGKGQYGDVWIDFIPNDRGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  ++ G+  G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LQEAMKNGILAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL            TI+  Q +    V    +P   +  Y T L   
T G
Sbjct  607  
MKVQVITPEEYLGDVMGSITARRGTIDNMQDRAGAKVLNSMVPLAEMFGYATTLRSSTQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNSRLD  629
            R         Y     ++ + +I+ R  ++  D
Sbjct  667  RGTFTMVFDHYSPTPKSIQEKIIKKRGGDTDAD  699

>WP_086340780.1 elongation factor G [Enterococcus sp. 6C8_DIV0013]
 OTP33444.1 elongation factor G [Enterococcus sp. 6C8_DIV0013]
Length=695

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 199/668 (30%), Positives = 309/668 (46%), Gaps = 
64/668 (10%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKLGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P V
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V+++ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVKTLHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIEA-------------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI               W     +AV E ++ L+ KY+ GE IS E+L    +R   
+ 
Sbjct  192  
TDIREEEIPEEYMEQAIEWREKLVEAVAETDEDLMMKYLDGEEISIEELKAGIRRATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+       SA     
Sbjct  252  
EFFPVMAGSAFKNKGVQLMLDAVLDYLPAPTDVEAIKGIDTKTDEEVTRPSDDSAPFSSL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL     V  A + K     +I +M   S+ EI   
+T 
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGTLESGSYVLNASKGKKERIGRILQMHANSREEI---NTV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D          E P P+++  + PK+ A ++++  
AL +
Sbjct  369  
YSGDIAAAVGLKDTTTGDTLCDMDAPVILESIEFPEPVIQVAVEPKSKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER---P  424
            LA+ DP  R E +  T E ++S +G + L+V+   +  ++++E  V  P V Y E    
P
Sbjct  429  
LAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFRVEANVGAPQVSYRETFRAP  488



Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            L  A      +      +  + +  TP   G G ++E+ +  G + + +  AV  G
+   
Sbjct  489  
LTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVEKGLADS  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +  G L G+ + D K     G Y+   S    FR  A + L  A K++   +LEP 
+   
Sbjct  549  
MNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAQPAILEPMMKVT  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL             +E  +   +  +    +P   +  Y T L   T 
GR   
Sbjct  609  
VTVPEEYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSATQGRGTF  668

Query  604  LTELKGYQ  611
            +     Y+
Sbjct  669  MMVFDHYE  676

>WP_004851356.1 GTP-binding protein [Coprococcus eutactus]
 EDP26903.1 putative translation elongation factor G [Coprococcus 
eutactus 
ATCC 27759]
Length=928

 Score = 265 bits (678),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 190/642 (30%), Positives = 320/642 (50%), Gaps = 
43/642 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVD+GKTTL+E++LY +G I + G V+   T  DT   E+ RGITI 
+  
Sbjct  1    
MKNIVAGILAHVDSGKTTLSEAMLYQTGRIRKLGRVDHQDTYLDTDSQEKDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +    + ++DTPGH+DF  E+ R+L VLD A+LVI+  DGVQ+ T  L+  L 
+  
Sbjct  61   
AELTYEDMHIALLDTPGHVDFGTEMERTLQVLDYAVLVINGMDGVQSHTETLWKLLERYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+D  G D + ++ ++R +LS   +         + + E     +A + 



+  
Sbjct  121  IPVFIFVNKMDMTGYDREYLMDNIRHRLSDGCV---------DFLCE-----
DAGEHIAM  166

Query  181  NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ +LE+++  GE  +RE  +    + V D  LFP Y+GSA K  G+  L+D   
G+ +
Sbjct  167  CDENMLERFLETGE--NREDDI---AKAVADRKLFPCYFGSALKNDGVAELLD---
GMNR  218

Query  240  PIGE-QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEM  294
             + E + +      VFK+   D G+R  Y+++  GTLRL+D + L GR+      K
+ ++
Sbjct  219  
YVTEPRRTDEFGARVFKIGRDDKGERLTYMKITGGTLRLKDVLTLTGRQGEETLEKVNQI  278

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK-  353
            R+ S  +    D    G +  +P     L +  G   R       +  LP L   +
+ K 
Sbjct  279  RVYSGAKYDMVDHVTAGCVCAVPG----LVNTYG---
RQGIGACPDGELPSLEPVLSYKV  331

Query  354  ---
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               T      ++  L QL + DPLL+ + +    EI +  +G+VQLEVV+ ++ ++
+ + 
Sbjct  332  
MYPTDVDAVTMVSKLRQLEEEDPLLQVQWNEAAGEIYIKVMGQVQLEVVAQMVRDRFGIA  391

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  + Y E          H E  P   +A + L + P+  GSG+ ++S  S   
L+
Sbjct  392  ITYGQGRITYKETIAAPVMGVGHFE--
PLRHYAEVHLLLEPMENGSGMCFDSICSEDVLD  449

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   ++    +G L G  +TD KI    G  +   +   DFR      + 
Q L 
Sbjct  450  
KNWQRLILTHLQEREFRGVLTGSPITDMKITITAGRAHQKHTEGGDFRQATYRAVRQGLM  509

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + + LLEP  +F +  PQEY  R   D  K   +++  ++  +  V TG  P   
++ Y
Sbjct  510  
MAESVLLEPVYAFKIEVPQEYAGRVLADIVKMSGSMDGQEIAGETTVITGHAPVYTMREY  569

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLDK  630



             ++L  ++ G      ++ GYQ     + V+  R  +  LD+
Sbjct  570  YSELTAFSRGTGRLQVDIDGYQPCHNTEEVLAERHYDPELDR  611

>GBE17144.1 elongation factor G [bacterium BMS3Abin15]
Length=693

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 316/677 (47%), Gaps = 
81/677 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G V +G    D M  ER+RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVTERILYYTGITHKIGEVHEGEATMDWMEQERERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++++  K+GV+ Q+  ++    K N
+P +
Sbjct  72   
WKDVQINIIDTPGHVDFTVEVERSLRVLDGGVVILDGKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-----------SP  162
             FINKID+ G D    + SV D+L+   +            K  V L             
Sbjct  132  
FFINKIDKEGADFNYSINSVWDRLTPHAVAIQIPIGERSNFKGVVDLVKMKSYTFDGEKG  191

Query  163  EIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            E V+E     E  D            + E +D+L EK++ G+ IS ++L +  ++   
+A
Sbjct  192  
EKVVEAEVPSELLDKAKEWREKMVEKIAETDDQLTEKFLEGKEISEDELRKALRKATIEA  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI----------------------
GEQGSAA  248
             +FPV  G+A +  G+Q ++DAV   F  PI                      GE   
AA
Sbjct  252  
KIFPVLTGTALRNKGVQLILDAVIDYFPSPIDIPSVKGTDVKTEKEIEREVSDGEP-FAA  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FKV       +  + R+YSGT++    V  + +++     +I  M    + 
EI  
Sbjct  311  LA---
FKVATDPFVGQLTFFRIYSGTVKAGSYVYNSTKDEKERIGRILRMHANHREEIEE  367

Query  305  



TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                  G +V L S +    D L D  +         P P++  T+ PKT A +E+
+  A
Sbjct  368  LGAGEIGALVGLKSTTT--
GDTLCDEDKPIILESITFPEPVIDITVEPKTKADQEKMGLA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L +LA+ DP  R  VD  T + I+S +G + L+++   +  ++K+E  + +P V Y 
E  
Sbjct  426  
LKKLAEEDPTFRVRVDEETGQTIISGMGELHLDIIVDRMRREFKVEANIGQPQVAYRETI  485

Query  424  PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              KA +   +I +      +    L V P   G G ++ + +  G + Q F  AV  
GI+
Sbjct  486  
KSKAEAEGKYIRQSGGRGQYGHCWLRVEPQEPGEGYEFLNEIKGGVIPQEFIPAVEKGIK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D K     G ++   S+ + F+    +  ++A + +   
LLEP + 
Sbjct  546  
EAMDNGVLAGYPVVDVKAALYDGSFHDVDSSESAFKIAGSMAFQEAARRAKLVLLEPIMK  605

Query  542  FILYAPQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRTDL  593
              +  P+ ++     D       I+         A VK+     + E+P   +  Y 
T L
Sbjct  606  VEVTTPERFMGDVVGDLNSRRGIIKEINDRGEGNAAVKE----
ISAEVPLASMFGYATQL  661

Query  594  AFYTNGRSVCLTELKGY  610
               T GR+    E   Y
Sbjct  662  RSMTQGRANYSMEFGHY  678

>WP_054748732.1 elongation factor G [Veillonella rogosae]
 PQL11667.1 elongation factor G [Veillonella rogosae JCM 15642]
Length=691

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 195/667 (29%), Positives = 318/667 (48%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI L 
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGAEDTFKGIIDLMTMKAEIYLS  188

Query  168  EN------TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE I+ E+L    
++ V
Sbjct  189  
DDGKEFEITDIPAEYQEVAEARREMMIDAIAETDDDIMMKYLEGEEITEEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPAIKGVVPGSEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  



Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>WP_008825032.1 elongation factor G [Haloplasma contractile]
 ERJ12391.1 Elongation factor G protein [Haloplasma contractile 
SSD-17B]
Length=689

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 318/669 (48%), Gaps = 
62/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TCQWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P V+F+NK+D+ G D    V+++ D+L A                   D++  +    
+ 
Sbjct  129  
PRVVFVNKMDKIGADFSYSVKTLHDRLRANAHAIQLPIGAEDQFNGIIDLVEMKAYMYNN  188

Query  163  EIVLE-----------ENTDIEAW---



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E           E+  IE     ++V E N++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTEIDIVDVPEEYLEDAKIERESLVESVCETNEELMMKYLEGEEITVDELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE-----
QGSAALC  250
             +   +PV  GSA K  G+Q L+DAV             TG  +   E       S    
Sbjct  249  
CNVEFYPVLCGSAFKNKGVQILLDAVIDYLPAPTDIASITGTLEDGTEVARHADDSEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FKV       +  + R+YSGT+     +  + ++K     +I +M   S+ EI 
+  
Sbjct  309  
ALAFKVATDPFVGKLTFFRVYSGTIEAGSYILNSTKDKRERLGRILQMHANSRQEISQV-  367

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +   +    D L D   +      E P P++   I PK+   ++++  
AL
Sbjct  368  --
YAGDIAAAVGLKNTTTGDTLCDQDHVVILESMEFPEPVISVAIEPKSKKDQDKMGIAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R E D  T E I+S +G + L+++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
VKLAEEDPTFRTETDRETGETIISGMGELHLDIIVDRLRREFKVEADVGAPQVSYRETFR  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            ++A        +      +  + +   P   G+G ++++ V  G + + +  +V+ 
G+  
Sbjct  486  
QSAEVEGKFVRQSGGRGQYGHVWIRFEPNDQGAGFEFKNEVVGGVVPREYIPSVQKGLEE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ + D K     G Y+   S+   ++  A + L+ A K+    +LEP 
++ 
Sbjct  546  
SLDNGVLAGYPLVDIKAAVYDGSYHDVDSSEMAYKIAASMALKNAAKKCNPVILEPLMAV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EYL     D        E  + + + +V    +P   +  Y T L   T 
GR  
Sbjct  606  
EVVVPEEYLGTVIGDITSRRGRPEGQESRGNALVVKAFVPLSEMFGYATALRSNTQGRGT  665



Query  603  CLTELKGYQ  611
               +   Y+
Sbjct  666  FTMQFDHYE  674

>PKO23793.1 elongation factor G [Chloroflexi bacterium HGW-
Chloroflexi-1]
Length=702

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 188/685 (27%), Positives = 317/685 (46%), Gaps = 
88/685 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G     G+V++GTT TD M  ER+RGITIQ+A  
+ +
Sbjct  23   
NIGIIAHIDAGKTTTTERILYYTGKTYRMGNVDEGTTVTDWMAQERERGITIQSAAITSE  82

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++       
+P +
Sbjct  83   
WRGYQINLIDTPGHIDFTAEVQRSLRVLDGGVVVFDAVAGVEPQSETVWRQANHYGVPRI  142

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAWD-----  176
             F+NK+D+ G D    ++ +RD+L A+ +  Q V +  E + +   D+   +AW+     
Sbjct  143  CFVNKMDRTGADFWRTIKMIRDRLGANPVAIQ-
VPIGSEDLFQGMVDLIDRKAWNFPEAL  201

Query  177  --------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                       + E +++L  K++ GEPIS ++L    +     
Sbjct  202  
GANPEEVPIPDALFEQVEKSREILVERIAETDEELTLKFLGGEPISEDELHAALRTATIS  261

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS------  252
              L PV  G+A +  G+Q L+DAV                 PI E+  A           
Sbjct  262  
GELVPVLCGTALRTKGVQALLDAVIDYLPSPLDIPAVRGINPISEEEEARPADPNAPAAA  321

Query  253  -VFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMRI  296
             VFK++      R  YLR+YSG L               R+   V +   +++++ 
E+R 
Sbjct  322  
LVFKIQADPYIGRLAYLRVYSGVLQTGQMMHNANKDRKERIGRLVQVYAEKRVELNELRA  381

Query  297  



PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               G I+    +  GE +  PS  + L  +             E P P++   + 
PKT A
Sbjct  382  GDIGAIIGIKQSSTGETLCDPSAPIILEAI-------------
EFPKPVISVAVEPKTKA  428

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +++L +AL +LA+ DP  R +VD  T + ++S +G + LEV+   +  ++ ++  
V   
Sbjct  429  
DQDKLANALQRLAEEDPTFRVKVDEQTGQTLISGMGELHLEVLVDRMQREFGVQAHVGRH  488

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E   R +   +  +  +      +A + +   PL  G G ++  +V+ G + 
+ F
Sbjct  489  QVAYRETITRKVTVETRFVR-
QTGGRGQFAHVIVEFAPLESGKGFEFVDKVTGGAIPREF  547

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G+R  L+ G L G+ + D +     G ++   S+   F+    + L + +
+++ 
Sbjct  548  
IPAVAQGMRESLDNGVLGGYPLVDIQATLLGGSFHEVDSSDMAFKIAGSMALREGVQKAA  607

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRT  591
              LLEP +   + AP++       D       I   ++    +    G +P   +  
Y T
Sbjct  608  
PVLLEPVMRVEVVAPEQSTGDVIGDLVARRGQISGLELHSAGMQAVKGTVPLAEMFGYAT  667

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQ  616
             L   T GR     E   Y   + +
Sbjct  668  SLRSATQGRGTFTMEFAHYDVVLAE  692

>OGJ69373.1 translation elongation factor G [Candidatus Peribacteria 
bacterium 
RIFCSPLOWO2_12_FULL_53_10]
Length=700

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 195/692 (28%), Positives = 316/692 (46%), Gaps = 
79/692 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT +E +L+ +G   + G V +G    D M  ER+RGITI AA 
T   
Sbjct  8    



NIGIIAHIDAGKTTTSERILFYTGKNYKIGEVHEGEATMDWMEQERERGITITAAATQCN  67

Query  65   WH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH          C +N++DTPGH+DF AEV RSL VLDG  +V  A  GV+ Q+  
++  
Sbjct  68   
WHAQNVDGKEIDCVINLIDTPGHVDFTAEVERSLRVLDGGCVVFDASQGVEPQSETVWRQ  127

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQ  156
              K N+P + FINK+D+ G D    + S+ D+LS                    D
+I K+
Sbjct  128  
ADKYNVPRLAFINKMDKTGGDFFMSLASIHDRLSKSAVAIQLPIGAEDTFSGIVDLIAKK  187

Query  157  TVSLSP---------EIVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVR  202
                           EI  E   D+  + AV+     E ND L++ ++    ++ E
+L +
Sbjct  188  
AYRFEGVHGEKRIDIEIPAEMIPDVNEYRAVLMEKIAEVNDDLIDAFLENGALTDEQLKK  247

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE-------  243
              +       L+PV  GS+ K +G+Q ++DAV               F P  +       
Sbjct  248  
GLRAGTVSNKLYPVLCGSSLKNIGVQLMLDAVVAYLPCPLDIPPSKGFNPKTDAEEFRKP  307

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
              +  L    FK+       +  ++R+YSG L     V       RE++ +I  +    
+
Sbjct  308  
DNNEPLSSIAFKIATDPFVGKLTFIRVYSGVLTTGSFVYNPRSGARERIGRIVRLHANQR  367

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             EI + +    G  + L     +  D L     P RL    + E   P++   + 
PKT A
Sbjct  368  QEIDKIEAGDIGAAIGLK--DTKTGDTLCSEDHPIRLEAITFAE---
PVISIAVEPKTKA  422

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +ER+  AL +L++ DP LR   D  T+++I+S +G + LE++   +  ++K+ET 
V +P
Sbjct  423  
DQERMGIALQKLSEEDPTLRVRSDEETNQVIISGMGELHLEIIVDRMKREFKVETTVGKP  482

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K   H      +      +  +   +TP + G+G ++E+ V  G + 
+ F 



Sbjct  483  
QVAYRETIQKEVEHEERYIKQSGGRGQFGHVVFKITPQAPGTGYEFENSVVGGRIPREFI  542

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
                 G + G+ +G+  G+ V D K+    G Y+   S+   F++ A I  ++A + 
+  
Sbjct  543  
KPCDQGFQEGMSRGILAGYPVVDVKVELLDGSYHDVDSSEFAFKTCASIGFQEAARNADP  602

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+E++     D       IE    +    +   ++P   +  Y 
TD+
Sbjct  603  
VLLEPIMKVEVVTPEEFMGDVMGDLSSRRGLIENTSNRGLAKIIEAKVPLAAMFGYATDV  662

Query  594  AFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
               T GR+    E   Y      V + VI  R
Sbjct  663  RSMTQGRASYSMEPSHYDKVPRNVAEEVIAKR  694

>WP_019554402.1 MULTISPECIES: elongation factor G [Propionispira]
 SEJ37311.1 elongation factor G [Propionispira arboris]
Length=692

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 315/674 (47%), Gaps = 
73/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGIVHKIGEVHEGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V SAK GV+ Q+  ++    
K N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVFSAKGGVEPQSETVWRQAEKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + +INK+D  G D  +V+Q + D+L+A                   D+I    +    
Sbjct  129  
PRMAYINKMDIIGADFYNVIQMMIDRLNANPVAIQLPIGAEDHFLGVIDLIKMDAIIYED  188

Query  159  ---SLSPEIVLEENT-DIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +S E+ + E+  +I A       DAV E +D+L+ KY+ GE ++  ++    



++  
Sbjct  189  
DLGEVSEEVAIPEDMKEIAAKYRQILLDAVAECDDELMMKYLEGEELTEAEIKGAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
               ++ PV  GS+ K  G+QP++DAV              G     GE+       
SA  
Sbjct  249  
IACTMTPVVCGSSYKNKGVQPMLDAVVDYMPAPTDVPAIKGTNPDTGEEDSRPSDDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGMLSSGSYVFNSTKGKKERIGRILQMHANHREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K          P P++   + PKT A 
+E+
Sbjct  366  SAVYSGDI----
AAAVGLKDTTTGDTLCDDKAQIILESMIFPDPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA+ DP  R   D  T + I+S +G + LE++   +  ++K++  V +P 
V Y
Sbjct  422  
MGIALSKLAEEDPTFRVRTDQETGQTIISGMGELHLEIIVDRMLREFKVDCTVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + +K+    +  +      +    L + P   G G  +E++V  G + + F 
N +
Sbjct  482  RETIRKQVKSEGKFVR-
QSGGRGQYGHCWLELVPQEPGVGFSFENKVVGGSIPREFINPI  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  +E G+  G+ + D K     G Y+   S+   F+    +      +++   
LL
Sbjct  541  
EAGIKEAMENGVVAGYPMVDIKAIVYDGSYHDVDSSEMAFKIAGSMAFRSGAQKATPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY+   +  P++Y+     D       IE  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPYMKVEVIVPEDYMGDVIGDLNSRRGRIEGMEPRNGAQVIDAFVPLSEMFGYSTDLRSK  660

Query  597  TNGRSVCLTELKGY  610



            T GR     E+  Y
Sbjct  661  TQGRGNYSMEISHY  674

>OJV60435.1 translation elongation factor G [Cellulomonas sp. 
73-145]
Length=700

 Score = 261 bits (666),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 190/675 (28%), Positives = 316/675 (47%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGITYKIGEVHEGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ D+L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVDRLKARPLVIQLPIGSESSFIGVVDLVENRALVWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  D+E                  +AV E +++LLEKY++GE ++  ++    
++
Sbjct  191  
ETALGEKYDVEEIPADLVERAEQYRAELIEAVAETDEELLEKYLSGEELTVAEIKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGS  246
                +  +PV  GSA K  G+QP++DAV   L  P+                       
+
Sbjct  251  
LTISSEAYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVPSIEGHDVKDESIVVERHADAT  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +     V  + + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAAHPFFGKLTYVRVYSGKVAQGAQVLNSTKGKKERIGKLFQMHSNKENPV  370



Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D A  G I   +    V   D L DP+          P P++   I PKT A 
+E+L
Sbjct  371  ---
DEAQAGHIYAFIGLKDVTTGDTLSDPSSPVVLESMTFPEPVIDVAIEPKTKADQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  R  +D  T + ++  +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  428  
STAIQKLAEEDPTFRVRLDDETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   R +    +    +   +  +A + LS  PL    G  YE  + V+ G + + 
+  +
Sbjct  488  
ETIRRKVDKIEYVHKKQTGGSGQYAKVQLSFEPLDTAEGEVYEFQNAVTGGRIPREYIPS  547

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++QG L G+ +   K     G Y+   S+   F+    +VL++A +++   
L
Sbjct  548  
VDQGIQSAMQQGVLAGFPMVGVKAILLDGAYHEVDSSEMAFKIAGSMVLKEAARKADPAL  607

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P+EY+     D       I++ +      V    +P   +  Y  
DL  
Sbjct  608  
LEPIMAVEVRTPEEYMGDVIGDLNSRRGMIQSMEDATGVKVVRAHVPLSEMFGYVGDLRS  667

Query  596  YTNGRSVCLTELKGY  610
             T GR+V   +   Y
Sbjct  668  KTQGRAVYSMQFDSY  682

>WP_089982126.1 GTP-binding protein [Lachnospiraceae bacterium NLAE-
zl-G231]
 SFI09965.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium NLAE-zl-G231]
Length=898

 Score = 265 bits (676),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 198/639 (31%), Positives = 314/639 (49%), Gaps = 
71/639 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK + IGILAHVDAGKTTL+E +LY SG + + G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGILYRSGMLRKIGRVDNGDAFLDTYALEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W   +V+++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFRWKNMEVSLLDTPGHVDFSAEMERTLQVLDAAVLVISGADGVQGHTQTLWQLLKRYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +FINK+DQ G D +++ + ++ +L     D     T     +  + + T +     
Sbjct  121  
IPVFLFINKMDQNGTDKEALKRELKARLDEGCVDFGEGFTEDFYEQCAMCDETAL-----  175

Query  178  VIENNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
                 D  LEK   GE      L  EE RR +++  LFP +YGSA K  G+   +D 
+  
Sbjct  176  -----DFFLEK---GE------
LPEEELRRLIRERKLFPCFYGSALKLSGVDEFLDGLER  221

Query  237  LFQ-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------KL  289
                P+  +   A    VFK+   D G R  Y+++  G+L+++  +  AG+       
+ 
Sbjct  222  FVSVPVYGKTFGA---
KVFKIARDDQGNRLTYMKITGGSLQVKAVLTNAGKAGEKEVWEE  278

Query  290  KITEMRIPS--KGEIVRT------------DTAYPGEIVILPSDSVR--
LNDVLGDPTRL  333
            K+ ++RI S  K E+V              +  +PGE +   + S    L  VL    
RL
Sbjct  279  
KVNQIRIYSGDKYELVNEVQAGSVCAVTGLNHTHPGEGLGAEAASAAPVLEPVLTYSIRL  338

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P    +E P+P+               +L  L QL + +P L    D    EI    
+G 
Sbjct  339  P----QECPVPV---------------
MLPRLRQLEEEEPELHIVWDERLQEIQAQVMGE  379

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+E++ +L+ E+++        +++Y E          H E  P   +A + L + 
P  
Sbjct  380  VQIEILKSLIQERFQTAVEFGAGNIVYKETITDTVEGVGHFE--
PLRHYAEVHLLLEPGE  437

Query  454  LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVST  512
             GSG+Q+++  S   L++++Q  V   +     +G L G  +TD KI    G  +   
+ 
Sbjct  438  
RGSGLQFDTDCSEDILDRNWQRLVITHLEEKDHRGVLTGSVITDMKITLLTGRSHIKHTE  497

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR      +   L ++ + LLEP+  F L  P++ + +A  D  K   T E  
+ ++
Sbjct  498  
GGDFRQATYRAVRHGLMQAHSILLEPWYQFRLEVPEKMVGKAMTDIEKMHGTFEAPRTEE  557

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            D  V TGE P   ++ Y+ ++  YT G       L GY+
Sbjct  558  DMAVLTGEAPVFTMRDYQKEVIAYTKGYGRLFCTLLGYR  596

>SCH65513.1 Elongation factor G [uncultured Clostridium sp.]
Length=893

 Score = 265 bits (676),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 190/624 (30%), Positives = 301/624 (48%), Gaps = 
33/624 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   +GILAHVDAGKTTL ESLL A G I + G V+ G    D   +ER+RGITI 
+  
Sbjct  1    
MKKSIVGILAHVDAGKTTLAESLLCACGVIEKAGRVDHGDAFLDNGDMERKRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +W    + ++DTPGH+DF AE+ R+L VLD A+LVI   DGVQ     L+  L
++  
Sbjct  61   
ARIRWKDVDITLLDTPGHVDFSAEMERTLQVLDAAVLVIDGSDGVQGDVHTLWRLLKRYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NK+DQ G D + V+  ++ KL ++I     +    +   E  T++E      
E
Sbjct  121  
VPVFLFVNKMDQPGTDPEKVLTELQKKLDSNITSVGKLLQPGDNEGERETELEHAAMCSE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
                L+E+Y+    +S E +       V +  LFP ++GSA K  GI  L+D +   
L Q
Sbjct  181  ---ALMEEYLETGELSAENI----
SDTVAERKLFPCFFGSALKQWGITELLDGLNAYLPQ  233



Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR----DTVALAGRE--
KLKITE  293
            P   +        V+K+   + G R  YL++  G+LR++    ++ + AG E  + 
K  +
Sbjct  234  P---
EYPEEFGARVYKIGRDNAGIRLSYLKVTGGSLRVKMPVGNSRSGAGEEIWEEKCDQ  290

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R+ + G     DT   GE+  +   +       LG  +        E+  P+L   
+  
Sbjct  291  LRLYNGGSYEAVDTVKAGEVCAVTGLTKTFAGQGLGYES--------
ENSTPILEPVLTY  342

Query  353  KTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            +     E      L  L QL + +P L         EI +  +G+VQ+E++  +L 
E++ 
Sbjct  343  
RLLLPPEVDPVVALGKLRQLEEEEPQLHVVWQEENREIHMQVMGQVQMEILKNILWERFG  402

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            LE      S++Y E   +      H E  P   +A + L + P   GSG+Q+ S  
S   
Sbjct  403  LEVEFDAGSIVYKETLAEPVEGIGHFE--
PLRHYAEVHLLLEPGERGSGLQFASLCSEDM  460

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++Q  +   +      G L G  +TD +I    G  ++  +   DFR      
+ Q 
Sbjct  461  
LDRNWQRLILTHLEEKRHVGVLTGSELTDLRILLIAGKAHTKHTEGGDFRQATYRAVRQG  520

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++   + LLEP+ SF L  P E L RA  D  +   + E  + + +  V TG +P   
+ 
Sbjct  521  
MRSGKSILLEPWFSFRLEVPTENLGRAMSDITRMNGSFEAPETEGNNSVLTGSVPVASMG  580

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  ++A YT G       LKGY+
Sbjct  581  DYGKEVASYTKGHGRLSCTLKGYE  604

>OUW10205.1 elongation factor G [Cellvibrionales bacterium TMED148]
Length=694

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 195/669 (29%), Positives = 309/669 (46%), Gaps = 
68/669 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGAATTDFMEQEQERGITIQSAATTCY  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WHDHRLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSGVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSPEIV  165
            IF+NK+D+ G D  +VV  V+  L                    AD++ +Q   +  
+  
Sbjct  129  IFVNKLDRIGADFYNVVNQVKTVLGAKPLVMCLPIGIEDQYVGVADLLTRQAY-
VWDDTG  187

Query  166  LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN +I                E  +  +E +D ++  Y+ GE +S + +    +
+   
Sbjct  188  
LPENYEIVDIPADMTDLVEEYREELIETAVEQDDDVMMAYMEGEEVSIDDIKHCIRKGTI  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
                FP Y GSA K  G+Q ++DAV            QP+     GE G  AL  +    
Sbjct  248  
SLDFFPTYCGSAFKNKGVQLILDAVVDYLPNPKEVDPQPLTDDLGGETGEYALVTAEESF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSGTLR  DT+  +  G+ E++ ++ EM    + E
+   
Sbjct  308  KALAFKI-
MDDRFGALTFIRIYSGTLRRGDTILNSYTGKTERIGRMVEMHADDRNEL---  363

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+I+ I+   +V+    L DP           P P++   + PK     E+
+  A
Sbjct  364  
EQAKAGDIIAIIGMKNVQTGHTLCDPKNPVTLESMVFPEPVISIAVKPKDKGGSEKMGIA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP    E D  + E IL  +G + L+V   +L+  Y ++ +V EP V Y 
E  
Sbjct  424  



IGKMVAEDPSFHVETDQDSGETILKGMGELHLDVKVDILNRSYGVDLIVGEPQVAYRETI  483

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              +   S+T   +      +  I   + P   GSG  + S V  G + + F  A+  
G +
Sbjct  484  
TLSVDDSYTHKKQTGGAGQFGKIDFKIKPGEPGSGFGFRSTVVGGNIPKEFFPAIEKGFK  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G+ V D +I    G Y++  S+   F   A     Q + ++G QL
+EP + 
Sbjct  544  
SMMMEGPLAGYPVLDVEIEIYDGAYHAVDSSAVAFELAAKAAYRQTMPKAGPQLIEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    I+  +  K  V    E+P   +  Y   L   T
+GR 
Sbjct  604  
VDVFTPEDHVGDVIGDLNRRRGMIKDQEAGKTGVRIKAEVPLSEMFGYIGHLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSHY  672

>WP_084830785.1 elongation factor G [Streptococcus thermophilus]
 ETW89040.1 elongation factor P [Streptococcus thermophilus 
MTH17CL396]
 PJH76842.1 elongation factor G [Streptococcus thermophilus]
 PJH83823.1 elongation factor G [Streptococcus thermophilus]
Length=693

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 312/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RAGTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  



ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +       +P   +  Y T L   T 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNTQTVRAYVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_025748458.1 MULTISPECIES: elongation factor G [Caldicoprobacter]
 SFQ48276.1 elongation factor G [Caldicoprobacter faecalis]
Length=688

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 201/678 (30%), Positives = 324/678 (48%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I   G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKIHRMGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDG++ +  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAIWKGHFINIIDTPGHVDFTVEVERSLRVLDGSVAIFCAKGGVEPQSETVWRQANKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEENTDIEAWD  176
            P + ++NK+D  G D  +VV  +R++L A+     I I +       + L  N  I   
D
Sbjct  129  
PRLAYVNKMDIVGADFFNVVNMIRERLGANPVPIQIPIGKEADFRGIVDLVRNKAIYYLD  188

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                         V E +D+L+ KY+ GE ++ E++    
++  
Sbjct  189  
DLGTQSEEKEVPDDLKELVEEYRTKLLEVVAEQDDELMMKYLEGEELAEEEIKAALRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-------------GE-----
QGSAAL  249
                + PV  GS+ +  G+QPL+DA+   L  P+             GE          



L
Sbjct  249  
ISFKIVPVLCGSSYRNKGVQPLLDAIVDYLPSPLDLPPVVGTSPDTGGEIVRHPSDDEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVRT  305
                FKV       + VY+R+YSG LR    V    R   E++ ++  M    + 
EI   
Sbjct  309  
SALAFKVMVDPYVGKLVYVRVYSGVLRSGTYVYNTTRGTKERIGRVLRMHADHREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              AY G+IV +    V L + +         +P  L    +   P P+++  I 
PKT A 
Sbjct  366  SEAYAGDIVAV----VGLKNTITGHTLCDENNPIVLESMVF---
PEPVIQVAIEPKTKAG  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  AL +LA+ DP  R  VD  T + I++ +G + LE++   L  ++K+E  V 
+P 
Sbjct  419  
QEKLSVALQRLAEEDPTFRAFVDHETGQTIIAGMGELHLEIIVDRLVREFKVEANVGKPQ  478

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   + +KA    I  +      +  + L V PL  G G ++ +++  G + 
+ + 
Sbjct  479  VAYRETIKKAVKAEGRFIR-
QTGGRGQYGHVWLEVEPLEPGKGFEFVNKIVGGVIPKEYI  537

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+R  +E G L G+ V D ++    G Y+   S+   F+  A +  ++A++
++  
Sbjct  538  
PAVESGVREAMESGVLAGYPVIDVRVTVFDGSYHEVDSSEMAFKVAASMAFKEAMQKADP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D       IE  +++    V    +P   +  Y 
TDL
Sbjct  598  
VLLEPIMKVEVTVPEEYMGDVIGDISSRRGRIEGTELRSGVQVIKAYVPLAEMFGYATDL  657

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   + ++  Y+
Sbjct  658  RSKTQGRGSYVMQMSHYE  675

>WP_098333134.1 GTP-binding protein [Bacillus megaterium]
 PEZ14035.1 elongation factor G [Bacillus megaterium]
Length=653



 Score = 259 bits (663),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 181/640 (28%), Positives = 311/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS  ++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEGLI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPSASGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYAKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L+      
+++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFESSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405



Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENTCHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>WP_101576226.1 MULTISPECIES: elongation factor G [Bacillus]
 PLR84781.1 elongation factor G [Bacillus canaveralius]
 PLR84966.1 elongation factor G [Bacillus sp. V33-4]
 PLS00391.1 elongation factor G [Bacillus canaveralius]
Length=692

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 191/668 (29%), Positives = 309/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----------------  167
            +F+NK+D+ G D    ++++ D+L A+    Q + +  E   E                 



Sbjct  132  VFVNKMDKIGADFLYSLKTLHDRLQANAAAIQ-
LPIGAEDAFEGIIDLVEMKATFYGNDL  190

Query  168  ----ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E  DI A              +AV E ++ L+EKY+ GE IS E+L    ++   
+
Sbjct  191  
GTEVEERDIPAEYMDQAEEYREKLIEAVAEFDEDLMEKYLGGEEISNEELKAAIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGSA---
ALCG  251
               +PV  GSA K  G+QP++DAV                    + + E+ S+       
Sbjct  251  
VEFYPVICGSAFKNKGVQPMLDAVIDYLPSPLDVPAIKGTLPDSEEVIERHSSDEEPFSA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI 
+   
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSREEISQV--  368

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D L D   L      E P P++  +I PK+ A ++++  
AL 
Sbjct  369  -
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSIEPKSKADQDKMTTALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  428  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRS  487

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +   P   G G ++E+ +  G + + +  AV+ G
+   
Sbjct  488  
SAQVEGKFARQSGGRGQYGHVWIEFAPNEEGKGFEFENGIVGGVVPREYIPAVQAGLEDA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L +G L G+ + D K     G Y+   S+   F+  A + L  A  +    +LEP 
+   
Sbjct  548  
LGRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALRNAASKCNPVILEPVMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 



GR   
Sbjct  608  
VVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTF  667

Query  604  LTELKGYQ  611
                  Y+
Sbjct  668  SMHFDHYE  675

>WP_039175978.1 MULTISPECIES: elongation factor G [Bacillus]
 AIZ58885.1 elongation factor G [Bacillus sp. WP8]
 KLK98408.1 elongation factor G [Bacillus pumilus]
 KUF23534.1 elongation factor G [Bacillus sp. G1(2015b)]
 PCK13751.1 elongation factor G [Bacillus safensis]
 PTA81916.1 elongation factor G [Bacillus sp. Nf3]
Length=692

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  



LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_027130944.1 elongation factor G [Gemella cuniculi]
Length=691

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.



 Identities = 186/671 (28%), Positives = 312/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
            +F+NK+D+ G D    V+++ D+L A                   D++  + +       
Sbjct  132  
VFVNKMDKTGADFLYSVRTIHDRLQANAHPIQLPIGAEDLFEGVIDLVEMKAIYNEGSVG  191

Query  160  ---LSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  E     E +     +AV E ++  +EKY+ GE I+ E+L    ++     
Sbjct  192  
ENLVEKEIPAEYQEQAEEYREKLIEAVAEFDEDFMEKYLGGEEITVEELKDAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
              FPV  GSA K  G+QP++DAV                 P  E+               
Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVAYLPSPLDVPAIKGTDPDTEEEVERHSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   ++ EI      
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGVLSSGSYVKNSTKGKRERVGRILQMHANTRNEISEV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDKMAT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSYRET  484



Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G+
Sbjct  485  
FKQAAQVQGKFTRQSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYIPAVEAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S+   F+  A + L +A K+    
+LEP +
Sbjct  545  
KDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALREAAKKCNPVILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     D       +E  + + +  V + ++P   +  Y T L   
T GR
Sbjct  605  
KVEVVMPEEYLGDIMGDITSRRGRVEGMEARGNAQVVSAQVPLSEMFGYATSLRSSTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTYTMVFDHYE  675

>WP_064604823.1 elongation factor G [Photobacterium sp. J15]
Length=695

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 196/688 (28%), Positives = 320/688 (47%), Gaps = 
70/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
TCFWNDHRLNIIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
              +IF+NK+D+ G D  +VV  V++ L A                   D++ +Q      
Sbjct  126  
ARLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMTLPIGREDDFVGVVDVLSRQAFVWDD  185



Query  162  ---------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                      EI  +   D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKEIPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP Y GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTYCGSAYKNKGVQLVLDAVVDYLPSPTEVDPQPLTDPDTGEATGEVALVDEN  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM    
+ EI
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGKMKKGDTILNSATGKTERIGRMVEMHADQRNEI  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A  G+I+ ++   +V+    L D            P P++   +APK     
E++
Sbjct  365  ---
DSAQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPEPVISIAVAPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYR  481

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFQSMMDNGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+        V   G++P   +  Y   L   
T+
Sbjct  602  



IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQMAGATGVRIKGDVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVIQPRR  623
            GR     E   Y    A V + VI  ++
Sbjct  662  GRGQFSMEFSHYAPCPANVAEEVIAEQK  689

>WP_021168691.1 MULTISPECIES: elongation factor G [Sporomusa]
 EQB28070.1 elongation factor G [Sporomusa ovata DSM 2662]
 CQR71607.1 Translation elongation factor G [Sporomusa sp. An4]
Length=691

 Score = 260 bits (665),  Expect = 5e-74, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 314/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TAQWDGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D   VV  ++ +L A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFYRVVDMMKTRLGANAVPIQLPIGFEDTFKGFVDLIEMKAVVYTD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS + +I  +    +E +     DAV E++D+L+ KY+ GE IS E++    
++  
Sbjct  189  
DLGKVSEAADIPEDMAEHVETYRQNLLDAVAESDDELMMKYLEGEEISVEEIKTAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAALCGSV--  253
                + PV  GS+ K  G+QPL+DAV              G+    GE+G  A   
S+  
Sbjct  249  
IACKMTPVLCGSSYKNKGVQPLLDAVVAYMPAPIDIPAIKGVNPETGEEGERAADDSLPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M    + 



EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGQLASGSYVYNSTKGKRERIGRILQMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D   +        P P++   + PKT A +E+
+  A
Sbjct  366  
EVVYTGDIAAAVGLKDTTTGDTLCDDKNIIVLESMIFPDPVISIAVEPKTKADQEKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+S +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LNRLAEEDPTFKMYTDQETGQTIISGMGELHLEIIVDRMLREFKVECNVGKPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +K+    +  +      +    L + PL  G G  +E++V  G + + + + +  
G+
Sbjct  486  RKTVKSEGKFVR-
QSGGRGQYGHCWLEIEPLEPGQGFIFENKVVGGAIPREYISPIEAGV  544

Query  482  RYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G+  G+ + D K+    G Y+   S+   F+    +  +    ++G  
+LEPY+
Sbjct  545  
KEAMATGVSAGYPMVDIKVTVYDGSYHDVDSSEMAFKIAGSMGFKAGCSKAGPVILEPYM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D       IE  + +         +P   +  Y TDL   
T GR
Sbjct  605  
KVEVIVPEDYMGDVIGDLNSRRGRIEGMEGRSGAQSIKAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 E   Y+
Sbjct  665  GNYSMEFDHYE  675

>WP_015076456.1 elongation factor G [Carnobacterium maltaromaticum]
 CCO11220.2 translation elongation factor G [Carnobacterium 
maltaromaticum 
LMA28]
 KRN64370.1 elongation factor G [Carnobacterium maltaromaticum DSM 
20342]
Length=694

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.



 Identities = 196/674 (29%), Positives = 314/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHDGGAQMDWMDQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+
Sbjct  70   
TAEWNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F+NK+D+ G D    V ++ D+L A+                I   + +  
EI  +
Sbjct  130  
PRIVFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEIYED  189

Query  168  E------NTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +        DI A        W     +AV E ++ L+ KY+ GE ++ +++V+  
+   
Sbjct  190  
DLGNNIREEDIPADYQELANEWRDKLIEAVAETDEDLMMKYLEGEELTNDEIVKAIREAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE------
QGSAAL  249
              A  +PV  GSA K  G+Q ++DAV             TG      E         
A  
Sbjct  250  
VKAEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVPAITGTVPGTEEVVARPADDDAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSGTL     V  A    RE++ +I +M   S+ 
EI   
Sbjct  310  
AALAFKVMTDPFVGRLTFFRVYSGTLNGGSYVKNATKGKRERIGRILQMHANSRNEI---  366

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR--WRED---
PLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K+    E    P P+++  I PK+ A 
+++
Sbjct  367  PVVYSGDI----
AAAVGLKDTTTGDTLCDEKQEVILESMIFPEPVIQVAIEPKSKADQDK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            +  AL +LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P 
V Y
Sbjct  423  
MGIALQKLAEEDPTFRAETDQETGETIIAGMGELHLDIIVDRMRREFNVEASVGAPQVSY  482

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV+
Sbjct  483  
RETFRGSTEAEGKFVRQSGGKGQYGHVWIEFTPNEEGKGFEFENAIVGGVVPREYIPAVK  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   LE G L G+ + D K     G Y+   S    F+  A + L+ A K++   
+LE
Sbjct  543  
AGLEGALENGVLAGYPLVDIKAKLYDGSYHDVDSNEMAFKVAASMALKNAAKKANPVILE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P ++  +  P++YL             IE  + + +  +    IP   +  Y T L   
+
Sbjct  603  
PIMAVEITVPEDYLGDVMGHVTARRGRIEGTETRGNAQIVQSMIPLSEMFGYATTLRSAS  662

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  663  QGRGTFSMTFDHYE  676

>WP_024377775.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_100403556.1 GTP-binding protein [Bacillus sp. FJAT-42315]
Length=651

 Score = 259 bits (663),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 183/610 (30%), Positives = 298/610 (49%), Gaps = 
23/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I + G V+      D   LERQRGIT+ A      
+
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKSIKQRGRVDHQEAFLDHHELERQRGITVFADQAVMSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF AE+ RS+ VLD AI++ISA +G++  T  ++  LRK 
+IPT  
Sbjct  65   
RDSTYYLIDNPGHVDFSAEMERSIQVLDYAIVLISAVEGIEGHTETVWQLLRKHDIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D++ V++ +R + S D I +   S  P  + EE  +  A     E 
+++L
Sbjct  125  FINKIDRVGADVEGVLEELRSEFSPD-ICEMPNSFHPMEMDEETIEFLA-----
ERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ---PIG  242
            LE+Y+A E    E  +   ++ +Q+  LFP   GSA + +G++   D    L     
P  
Sbjct  179  LEQYMA-
EGYQPELWLTTMKKLMQNGELFPCTSGSALQDVGVREFFDMFDQLTDTRFPED  237

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            E  S    G V+KV + D G R  +++  SGTLR+RD +   G  + K+T++R  S  
+ 
Sbjct  238  EMFS----GRVYKVRHEDNGTRITFVKALSGTLRVRDEINYDGATE-



KVTQIRKYSGQKF  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D    GE+  ++        D +G  T    ++   + +P L++ +  +T    
+ +
Sbjct  293  QTVDQVSAGELFAVVGLTKAEAGDGIGTLT----
EKAVYEMVPTLKSKVIVETNVHMKEV  348

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    D    +I +  +G +QLEV+  ++ E++  +    EP+
++Y 
Sbjct  349  
LRCFQILDAEDPALAVTWDESLQQIHIHVMGPIQLEVLKQVVKERFGFDVSFAEPNILYK  408

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P +  SG+ +E+      L    QN 
VR  +
Sbjct  409  ETIETEVIGYGHFE--
PLGHYAEVQLKLEPAASNSGIHFENACHPNDLPVGNQNLVRHHL  466

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G L G  +TD K+    G  +   ++  DFR      L Q L+++   
LLEP+ 
Sbjct  467  
FEKEHRGVLTGSPLTDLKVTLLNGRAHLQHTSGGDFREATIRALRQGLEKTRNVLLEPFY  526

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    + + +   D      + E    + ++    G++P      Y T+LA 
+T G+
Sbjct  527  
QFKIKVDIDQMGKVLADIQTAHGSFEPPITEGNKATLIGKVPVVTFMHYSTELAAFTQGK  586

Query  601  SVCLTELKGY  610
                    GY
Sbjct  587  GRIHLSFGGY  596

>WP_026684118.1 elongation factor G [Bacillus coagulans]
 KGB30102.1 elongation factor G [Bacillus coagulans]
 KGT38865.1 elongation factor G [Bacillus coagulans P38]
 KXT20884.1 elongation factor G [Bacillus coagulans]
 ATW84599.1 elongation factor G [Bacillus coagulans]
Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSP-----  162
            P ++F+NK+D+ G D    V ++ D+L A+              + I   + ++      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  163  ---------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M    + 
EI   
Sbjct  309  
AALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKDKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DKVYAGDIAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485



Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAQVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G+  G+ + D K     G Y+   S+   F+  A + L  A  +    
LLEP + 
Sbjct  546  
DAMQRGVIAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALRNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>ETI90689.1 Tetracycline resistance protein TetP, containing GTP-ase 
protein 
[Clostridium butyricum DORA_1]
Length=658

 Score = 259 bits (663),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 176/632 (28%), Positives = 303/632 (48%), Gaps = 
17/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I + G V+   T  D   +ER+RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEHILYHTNSIRKCGRVDHKDTFLDNHDIERERGITIFSEQGVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ RS+ ++D A++++SA +GVQ  T+ +++ LRK 
NIPT  
Sbjct  65   
NNSTYYIIDTPGHVDFSTEMERSIMIMDYAVILVSAAEGVQGHTKTVWNLLRKYNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D + V+  ++ +L+ +I     +    +  ++ N   E  + + E 
+D+L



Sbjct  125  FINKLDRVGADKKRVIGEMKKELAENIFEIDVIMSDSKGHVDFND--
ELIEFITEQDDEL  182

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LE+Y  G     E   R+ +  +++  +FP + G A +  GI   +     L +      
Sbjct  183  LEQYFDGN-
YCEEIWKRKFKTLIKECKVFPCFGGCALQDEGIVEFLFGFDELTYTTYDCV  241

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSKG  300
             +    G VFKV + D G R  +L+   G+L +RD V     E+     KI+ +RI 
+  
Sbjct  242  
ENEKFIGKVFKVRHDDNGTRITFLKCIKGSLNVRDEVTYGKNEEEATTQKISSIRIYNGS  301

Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +    D    G+I  +L        D +G+     R++   + +P L + +    +   
+
Sbjct  302  KFRTCDKVTSGDIFGVLGLSKASAFDTIGE----
IREKDTCEMVPTLMSKVIFDKSYNVK  357

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    E+ +  +G++QLE++  ++SE++ +        
++
Sbjct  358  
DVLGYFKILESEDPSLNVIWNESLKELHVHIMGKIQLEILKEIVSERFNINVEFGPCEIL  417

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   K      H E  P   +A + + + P+   SG+ +E+   +  L+ +FQ  
++ 
Sbjct  418  YKETIKKETIGCGHFE--
PLRHYAEVIIKIEPMERNSGISFETCCHVDDLSINFQKLIKS  475

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      GL  G ++TD KI    G  +   +   DFR      + Q  ++    
LLEP
Sbjct  476  
HIFEREHHGLLTGSSITDIKITLLNGRSHLKHTCGGDFREATYRAIRQGFEKVENILLEP  535

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +   QE++ R   D  +   T E     + +V+  G  P      Y  ++A 
+T 
Sbjct  536  
YYKFTIEVFQEHIGRVLTDIQRLHGTFEDPVNNEGKVIIIGRGPVSTFMDYTMEIAAFTR  595

Query  599  GRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            G+ +      GY        VI+ R  N   D
Sbjct  596  GKGIVNLIYDGYDVCHNSDEVIKRRDYNKNAD  627



>WP_065530896.1 GTP-binding protein [[Clostridium] innocuum]
 ANU68812.1 translation elongation factor G [Erysipelotrichaceae 
bacterium 
I46]
 ASU18758.1 translation elongation factor G [[Clostridium] innocuum]
Length=867

 Score = 264 bits (675),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 183/618 (30%), Positives = 296/618 (48%), Gaps = 
30/618 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIG+LAHVDAGKTTL+ESLLY SG+I + G V+ G    D    E+ RGITI 
A  
Sbjct  2    
MNNINIGMLAHVDAGKTTLSESLLYVSGSIRQLGRVDHGNAFLDYDAQEKDRGITIYAKQ  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   ++ ++DTPGH+DF AE+ R L VLD A+++I+A DG+Q+ T  ++  L
+  +
Sbjct  62   
AIFDWKDTRITLLDTPGHVDFSAEMERVLQVLDYAVVIINALDGIQSHTETIWKLLQHYH  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D +  +   +++ ++  L    +    V+L  E   E+         
+  
Sbjct  122  VPALVFVNKMDVSHTERTQIMEDLKRHLDEHCV---
DVTLQDEACQEQ---------LAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE Y+    I+ E+L     +R    ++FP  +GSA K  GIQ  +D +    
+ 
Sbjct  170  CSDELLESYMETGVITDEQLADAVAQR----
TIFPCCFGSALKMEGIQEFLDMLNSCTKA  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                   A    +FK+   + G R  ++++  G+L+++  +A    E  K+ ++R+ 
S  
Sbjct  226  PAY--PEAFGARIFKISRDENGNRLTHMKITGGSLKVKTKLA----
EDEKVDQIRLYSGT  279

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 + A  G +  +    +    D LG      R R        +   +         
Sbjct  280  RYQLCEEACSGCVCAVKGLTAFHAGDGLG----
FERSRQEVQLTSFMNYRVQLPAGCDPF  335



Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  L QLA+ DP L    D+   E+ +  +G +Q EV+   + E+Y       E 
SV+
Sbjct  336  
VMLKQLRQLAEEDPQLHVSYDTHLKELHVRLMGDIQTEVLKHTIQERYHTAVDFDEGSVV  395

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   +A + L + PL  GSG+ +ES      L++ +Q  
+  
Sbjct  396  YKETILNTVEGIGHYE--
PLRHYAEVHLLLEPLPRGSGLLFESDCKDEVLDRHWQRLILS  453

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             ++     G L G  +TD KI    G  +   +   DFR      L   L+ + + 
LLEP
Sbjct  454  
HLQETEHVGVLSGSPITDMKITLLCGRAHQKHTEGGDFRQATYRALRHGLRSAESILLEP  513

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F L  P   +SRA  D  ++  T    +   +  V +G  P R +Q+Y  ++  
YT 
Sbjct  514  
YYEFTLRIPPSCVSRAVFDIERFHGTFTLQEDSGEMSVISGSAPVRKLQSYPQEVYAYTK  573

Query  599  GRSVCLTELKGYQAAVGQ  616
            G+      LKGY+A   +
Sbjct  574  GKGRLFCTLKGYEACADE  591

>WP_010734473.1 MULTISPECIES: elongation factor G [Enterococcus]
 EOH64653.1 elongation factor G [Enterococcus mundtii ATCC 882]
 EOU14225.1 elongation factor G [Enterococcus mundtii ATCC 882]
 BAO05639.1 elongation factor G [Enterococcus mundtii QU 25]
 EYT95318.1 elongation factor P [Enterococcus mundtii CRL35]
 OBS61955.1 elongation factor G [Enterococcus mundtii]
 SFM02709.1 translation elongation factor 2 (EF-2/EF-G) 
[Enterococcus mundtii]
 OJG57932.1 elongation factor G [Enterococcus mundtii]
 ONN44464.1 elongation factor G [Enterococcus mundtii]
 PJK26317.1 elongation factor G [Enterococcus mundtii]
 AUB54092.1 translation elongation factor G [Enterococcus mundtii]
 PQC31880.1 elongation factor G [Enterococcus mundtii]
 PTO35943.1 elongation factor G [Enterococcus mundtii]
 PTO38746.1 elongation factor G [Enterococcus mundtii]
 PTO40755.1 elongation factor G [Enterococcus mundtii]
 PTO43725.1 elongation factor G [Enterococcus mundtii]
Length=694

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 



matrix adjust.
 Identities = 199/677 (29%), Positives = 315/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+S+ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVKSLHDRLQANAHPIQLPIGSEDNFTGIIDLVTMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E +++L+ KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTDIQETEIPEEYAEQAQEWREKLVEAVAETDEELMMKYLEGEEITQEELIAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDSKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKGKKERIGRILQMHANTRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFREATKAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K 
+   
Sbjct  539  
AVEKGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKHARPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_020682432.1 elongation factor G [Marinobacterium rhizophilum]
Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 200/694 (29%), Positives = 320/694 (46%), Gaps = 
77/694 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ SG   + GSV+ GTT TD M  ER+RGITI 
+A  
Sbjct  10   
KIRNIGIIAHIDAGKTTATERMLFYSGFAHKLGSVDDGTTITDWMDQERERGITIVSAAI  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF AEV R+L VLDG ++V     GV++Q+  ++    
+  +
Sbjct  70   
TTQWRDHQINIIDTPGHIDFTAEVQRALRVLDGGVVVFDGVHGVESQSETVWRQAERYKV  129



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D +  +Q++R +L                     D++  + V  
S 
Sbjct  130  
PRICFINKMDRTGADFEHALQTIRQRLHVEPVPVNIPIGVEHDFTGVIDLLNMEAVHWSD  189

Query  163  EI-----------VLEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+            L E+ D    +  +AV E +D LLE+Y+  EP+   +     
+R  
Sbjct  190  
ELGANPERGPIPEALRESADAARRQMLEAVCETDDALLERYLGEEPVEAAEWRAALRRAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQG------
SAAL  249
             +  L+PV  G+A + +GIQ L+DA             V G     GE+          
L
Sbjct  250  
LENRLYPVLCGAALRNVGIQSLLDAVVDYLPSPEDRKEVVGHHPQTGEEEHWPLRLEEPL  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTDT  307
            C  VFK        +  Y+R+YSG L+  D V     GR KL+I  +           
D+
Sbjct  310  CALVFKTVTDPYAGQMAYVRVYSGLLKSGDQVFNPRTGR-
KLRIGRLVRVFADRREDVDS  368

Query  308  AYPGEI-VILPSDSVRLND---
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               GEI  ++   +    D    L  P  L   ++   P P++   I P     R+ 
L  
Sbjct  369  IPAGEIDAVIGLKAAHTGDTLCALDHPLVLESIQF---
PEPVINIAIEPIATRDRDELDR  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL QL + DP     VD  + + IL+ +G + LE++   +  +++++     P V 
Y E 
Sbjct  426  
ALHQLMEEDPTFHVHVDEYSGQTILAGMGELHLEILINRIEREHQVKVRSGAPRVTYKET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P+         +   +  +  + + + P   GSG+ +  ++  G +  +F  
AVR G
Sbjct  486  
VSQPVSRVEGRYVHQSGGHGQYGHVYIDLRPGEPGSGIVFSQQIKGGVIPAAFIPAVRKG  545

Query  481  IRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +    + GL G   +TD ++    G  +   S+   F++        A +++G 
+LLEP 
Sbjct  546  



VEEAAQSGLLGGQEITDVEVVLVDGSTHPVDSSELAFKNAGVQAFRDAAQQAGLKLLEPV  605

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCIQAYRTDLAFYTN  598
                + AP+E L             + + + + D      G +P   +  Y TDL   
T 
Sbjct  606  
CKIQVIAPEENLGDVLGQLNARRCEVRSTEPRSDGTHDIQGMVPLAEMFGYATDLRSVTQ  665

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            GR++   E   Y      PV     P+  LDK++
Sbjct  666  GRALFTMEFDHY-----SPV-----PDKVLDKLQ  689

>WP_056969525.1 elongation factor G [Lactobacillus acetotolerans]
 KRN42200.1 elongation factor G [Lactobacillus acetotolerans DSM 
20749 = 
JCM 3825]
Length=701

 Score = 261 bits (666),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 186/693 (27%), Positives = 319/693 (46%), Gaps = 
69/693 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G T+ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGDTQMDWMSEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V+++  +L A+    Q               +++  
+I  E
Sbjct  131  
PRIVFVNKMDKVGADFDYSVKTLHTRLKANAHAVQMPIGSADTFEGAIDLINMKADIYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      WD                     AV + +D +++KY+ G+ IS ++L    
++
Sbjct  191  DKLG-
SKWDTVPVPDKYLADAKKRREELVEAVADVDDGIMDKYLNGDKISIDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------



TGLFQPIGEQGSA  247
               +   FPV+ GSA K  G+Q L+D V                   TG    +    
S 
Sbjct  250  
ATLNLKFFPVFAGSAFKNKGVQMLLDGVIDYLPSPLDVKPYVAHDPKTGKEVELKADDSK  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y+G+L     V  A ++K     ++ +M   S+ 
EI 
Sbjct  310  
PFAALAFKISSDPFVGRLTFIRVYTGSLESGSYVLNASKDKRERVGRLLQMHANSRKEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++ +I PK+ A R
++L 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLKVPDPVIQVSIEPKSKADRDKLD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  + E +  T + +++ +G + L+++   +  ++ +E  + EP V 
Y E
Sbjct  427  
IALQKLTEEDPTFKAETNPETGQTLIAGMGELHLQIMVERMKREFHVEVEIGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +      +  + +   P   G G ++E  +  G + + F  
+V  G
Sbjct  487  
TFTKEAKAQGKFVRQSGGKGQYGDVWIDFIPNDRGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  ++ G+  G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LQEAMKNGILAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL            TI+  Q +    V    +P   +  Y T L   
T G
Sbjct  607  
MKVQVITPEEYLGDVMGSITARRGTIDNMQDRAGAKVLNSMVPLAEMFGYATTLRSSTQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNSRLD  629
            R         Y     ++ + +I+ R  ++  D
Sbjct  667  RGTFTMVFDHYSPTPKSIQEKIIKKRGGDTDAD  699

>WP_060697843.1 elongation factor G [Bacillus australimaris]



 KPN15121.1 elongation factor G [Bacillus australimaris]
Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  



STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>GBD83803.1 elongation factor G [bacterium BMS3Abin02]
 GBE21251.1 elongation factor G [bacterium BMS3Bbin01]
Length=704

 Score = 261 bits (666),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 192/676 (28%), Positives = 307/676 (45%), Gaps = 
79/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTTLTE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  22   
NIGIMAHIDAGKTTLTERILYYTGKTYKLGEVHEGAAVMDWMEQEQERGITITSAATTAG  81

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH   +NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    + N



+P +
Sbjct  82   
WHDHWINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAVAGVEPQSETVWRQADRYNVPRI  141

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSLSPEIV-
LEENTDI  172
             FINK+D+ G D  + V S+R++L A+ +            +  + L  E   + +  
D 
Sbjct  142  
SFINKMDRVGADFFASVASIRERLEANPVPIQLPIGVEGDFRGVIDLVEERAHIWQGDDG  201

Query  173  EAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            + WD V                      + +D LLEKY+    I   ++    ++   
+ 
Sbjct  202  
KRWDTVAIPDELSELAHEWRGKMIEACADVDDSLLEKYLEEITIEPGEIHTAIRKGTLEG  261

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQG--------
SAALCG  251
            +  PV  GSA +  G+QPL+DA+               F P  E+         +     
Sbjct  262  
TFTPVLCGSAFRNKGVQPLLDAIVAYLPSPSDLPPIQGFDPGDEEAVVTRRADDTEPFTA  321

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT------  305
              FK+       +  Y R+Y+GT       A  G + +  +  R    G ++R       
Sbjct  322  LAFKIMSDPHVGKLTYFRVYAGT-------
APKGGQVINSSSGRKERLGRLLRMHANHRE  374

Query  306  --DTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              D  + G+IV ++   S    D L   G P +L    +   P P++   I PKT   
++
Sbjct  375  DLDGVHTGDIVAVVGLKSTTTGDTLSAVGSPIQLESMTF---
PAPVISVAIEPKTKVDQD  431

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L DAL +L+D DP      D  T + I+S +G + LEV+   L  ++++   V  
P V 
Sbjct  432  
KLGDALHRLSDEDPTFLVRSDEETGQTIISGMGELHLEVLVDRLVREFRVGANVGRPQVA  491

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E     +K        +      +  + + + P   G G ++  ++  G + + 
+  +
Sbjct  492  
YRETIKGGIKKVEGRYVRQSGGRGQYGHVVIDLEPTGPGGGYEFVDKIRGGRVPREYIPS  551

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+QG L G+ + D +     G Y+   S+   FR    I   +A K 



+G +L
Sbjct  552  
VDAGIEGALDQGVLAGYPLVDVRATLVDGSYHDVDSSEMAFRIAGSIAFREAAKRAGVKL  611

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P+ Y+     D       IE    + +  V T ++P   +  Y 
TDL  
Sbjct  612  
LEPVMAVEVVTPENYMGDVIGDLSSRRGKIEETDQRGNARVVTAQVPLAEMFGYATDLRS  671

Query  596  YTNGRSVCLTELKGYQ  611
             T GR+    +   YQ
Sbjct  672  RTQGRATYTMQFHSYQ  687

>WP_089088838.1 elongation factor G [Lactobacillus pentosiphilus]
 GAX03877.1 elongation factor G [Lactobacillus pentosiphilus]
Length=699

 Score = 261 bits (666),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 188/674 (28%), Positives = 314/674 (47%), Gaps = 
68/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    VQ+++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKIGADFDYSVQTIKDRLQANALAVQMPIGAEDNFEGVIDLLDMKADIYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ G  I   +L    
++
Sbjct  191  DELGSE-
WDTVDIPDEYKEEAAKRREKMIEEIADVDDDIMEKYLDGVDIPVAELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------



TGLFQPIGEQGSA  247
               +  +FPV  GSA K  G+Q LMDA                    TG    +     
A
Sbjct  250  
ATLNLEIFPVLAGSAFKNKGVQMLMDATVDYLPSPLDVKPYNATDPDTGDKIELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
                  FK+       R  Y+R+YSGTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
NFAALAFKIATDPYVGRLTYIRVYSGTLESGSYVLNATKGKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
TALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVSYRE  486

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +P KA    +  +      +  + +  TP   G G ++E  +  G + + +  
+V  
Sbjct  487  AFTKPTKAQGKFVR-
QSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQ  545

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP
Sbjct  546  
GIKESMQNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMALRNASKTAAPVILEP  605

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+            +++  + + +  +    +P   +  Y T L   
+ 
Sbjct  606  
IMKVEIVVPEEYMGDIMGQVTARRGSVDGMEARGNAQLIHSFVPLAEMFGYATTLRSASQ  665

Query  599  GRSVCLTELKGYQA  612
            GR         Y+A
Sbjct  666  GRGTFTMTFDHYEA  679

>WP_074199243.1 elongation factor G [Acetomicrobium flavidum]



 SIN64618.1 translation elongation factor 2 (EF-2/EF-G) 
[Acetomicrobium flavidum]
Length=691

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 309/674 (46%), Gaps = 
73/674 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AH+DAGKTT +E +L+ +G I + G V +G    D M  ER+RGITI 
+A T+
Sbjct  11   
IRNIGIAAHIDAGKTTTSERILFYTGKIHKIGEVHEGAATMDFMEQERERGITISSAATT  70

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W    +N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++  L K  
+P
Sbjct  71   
CYWKNHMINLIDTPGHVDFTMEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQLDKYKVP  130

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTVS  159
             + F+NK+D+ G +   V+  + ++L A                   D++    I+ 
T  
Sbjct  131  
RIAFVNKMDRVGANFFDVMSQIEERLGATPVPIQLPMGCEEAFAGIIDLVEMRAIEYTDE  190

Query  160  LSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L   + LEE       + + W     +++ E +D+++E Y+ G+ +SREK+    +    
Sbjct  191  
LGTRMELEEIPQAYVDEAQKWRERLVESLAEVDDEIMEAYLDGKEVSREKIKEALRFGTI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALC  250
            +  L P+  GSA K  GIQ L+DAV              G+    GE+          
L 
Sbjct  251  
NLKLVPLLCGSALKNKGIQLLLDAVIDYLPSPLDIPPIKGVNPLTGEEVVRHTDPEGPLT  310

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR------  304
               FKV       R VY R+Y GTL         G   L  T  R    G I+R      
Sbjct  311  ALAFKVLVDPYVGRVVYTRIYCGTLH-------
TGMSVLNATTGRKERVGRILRIHANKR  363

Query  305  --TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A+ G I+ +P     R  D L D            P P++   I P + A 
+ +L
Sbjct  364  



EDIDSAFAGTIIAIPGLKGTRTGDTLCDEKEPIVLEGMNIPEPVISLAIEPASKADQVKL  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  L++ DP  R  +D  T + I+S +G + LE++   L  ++ ++  V +P 
V Y 
Sbjct  424  
SKGLAALSEEDPTFRVAIDHETGQTIISGMGELHLEIIVDRLRREFGVDVRVGKPQVAYR  483

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P K     I  +      +  + L V PL   SG ++E ++  G + + F  
AV+
Sbjct  484  EAIKKPAKGEGKFIR-
QSGGRGQYGHVVLEVEPLPGHSGYEFEDKIVGGVIPKEFIPAVQ  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L  G+  G+ V   K+    G ++   S+   F+  A +  ++A++++   
L+E
Sbjct  543  
KGVEEALTSGIVGGFPVIGVKVSLVDGSFHEVDSSEMAFKIAASMAFKEAMRKANPVLME  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       IE    +    V    +P   +  Y + L   
T
Sbjct  603  
PIMEVEVVTPEEYLGDVMGDLSSRRGRIEGMTTRSGAKVVKAYVPLAEMFGYASALRNKT  662

Query  598  NGRSVCLTELKGYQ  611
            +GR+    +   Y+
Sbjct  663  SGRATFTMKFSHYE  676

>WP_073155167.1 elongation factor G [Seinonella peptonophila]
 SHF09647.1 translation elongation factor 2 (EF-2/EF-G) [Seinonella 
peptonophila]
Length=689

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E+++GITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGNATMDWMEEEQKKGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    + N
+P +
Sbjct  72   
WRNHRINILDTPGHVDFTVEVERSLRVLDGAIGVFDAKGGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-------  158
             +INK+D  G D    V+ ++D+L A                   D+I  + +       
Sbjct  132  
AYINKMDIIGADFFGSVEQMKDRLGANAVPIQIPIGASETFKGMIDLITNEAIIYTDDLG  191

Query  159  --SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              S   EI  E    +E +     +AV E +++L+ KY+ GE I+ +++    ++ 
V D 
Sbjct  192  
TQSEKIEIPDEYKEQVEEYRTALIEAVSELDEELMMKYLEGEEITEDEIRAALRKGVCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             + PV  GS+ K  G+QPL+DAV   L  P+         E G+ A              
Sbjct  252  
MITPVLCGSSYKNKGVQPLLDAVVDYLPSPLDIPAISGELEDGTGAKRKAGDDEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL     V  A    RE++ +I ++   S+ EI   
DT Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGTLTSGSYVYNANKGKRERIGRIVQLHANSREEI---
DTVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K+       + P P+++  I P+T A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGETLCDEKQPIILESMDFPEPVIKVAIEPRTKADQDKMAIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R   D  + + I+  +G + LE++ + L  ++K++  V  P V Y 
E  
Sbjct  425  
LGKLSEEDPSFRASTDEDSGQTIIEGMGELHLEIIVSRLKREFKVDASVGAPQVAYKETF  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   PL  G+G ++ +++  G + + +  AV+
+GI 
Sbjct  485  
RGSAEVEGKYIRQSGGRGQYGHVWVKYEPLEEGAGFEFVNKIVGGSIPREYIPAVQNGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              ++ G+  G+ + D +     G Y+   S+   F+    I L+ A  +    
LLEP + 
Sbjct  545  
EAMQNGVIAGYPMVDVRATLFDGSYHDVDSSEMAFKFAGSISLKAAKAKCDPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V    +P   +  Y   L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGNIEGMDTRAGAQVIHAMVPLAEMFGYVNTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E   Y+
Sbjct  665  VFSMETDHYE  674

>OGJ67201.1 translation elongation factor G, partial [Candidatus 
Peribacteria 
bacterium RIFCSPLOWO2_01_FULL_53_10]
Length=674

 Score = 260 bits (664),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 188/668 (28%), Positives = 308/668 (46%), Gaps = 
76/668 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT +E +L+ +G   + G V +G    D M  ER+RGITI AA 
T   
Sbjct  8    
NIGIIAHIDAGKTTTSERILFYTGKNYKIGEVHEGEATMDWMEQERERGITITAAATQCN  67

Query  65   WH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH          C +N++DTPGH+DF AEV RSL VLDG  +V  A  GV+ Q+  
++  
Sbjct  68   
WHAQNVDGKEIDCVINLIDTPGHVDFTAEVERSLRVLDGGCVVFDASQGVEPQSETVWRQ  127

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQ  156
              K N+P + FINK+D+ G D    + S+ D+LS                    D
+I K+
Sbjct  128  
ADKYNVPRLAFINKMDKTGGDFFMSLASIHDRLSKSAVAIQLPIGAEDTFSGIVDLIAKK  187

Query  157  TVSLSP---------EIVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVR  202
                           EI  E   D+  + AV+     E ND L++ ++    ++ E
+L +
Sbjct  188  
AYRFEGVHGEKRIDIEIPAEMIPDVNEYRAVLMEKIAEVNDDLIDAFLENGALTDEQLKK  247



Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE-------  243
              +       L+PV  GS+ K +G+Q ++DAV               F P  +       
Sbjct  248  
GLRAGTVSNKLYPVLCGSSLKNIGVQLMLDAVVAYLPCPLDIPPSKGFNPKTDAEEFRKP  307

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
              +  L    FK+       +  ++R+YSG L     V       RE++ +I  +    
+
Sbjct  308  
DNNEPLSSIAFKIATDPFVGKLTFIRVYSGVLTTGSFVYNPRSGARERIGRIVRLHANQR  367

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             EI + +    G  + L     +  D L     P RL    + E   P++   + 
PKT A
Sbjct  368  QEIDKIEAGDIGAAIGLK--DTKTGDTLCSEDHPIRLEAITFAE---
PVISIAVEPKTKA  422

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +ER+  AL +L++ DP  R   D  T+++I+S +G + LE++   +  ++K+ET 
V +P
Sbjct  423  
DQERMGIALQKLSEEDPTFRVRSDEETNQVIISGMGELHLEIIVDRMKREFKVETTVGKP  482

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K   H      +      +  +   +TP + G+G ++E+ V  G + 
+ F 
Sbjct  483  
QVAYRETIQKEVEHEERYIKQSGGRGQFGHVVFKITPQAPGTGYEFENSVVGGRIPREFI  542

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
                 G + G+ +G+  G+ V D K+    G Y+   S+   F++ A I  ++A + 
+  
Sbjct  543  
KPCDQGFQEGMSRGILAGYPVVDVKVELLDGSYHDVDSSEFAFKTCASIGFQEAARNADP  602

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+E++     D       IE    +    +   ++P   +  Y 
TD+
Sbjct  603  
VLLEPIMKVEVVTPEEFMGDVMGDLSSRRGLIENTSNRGLAKIIEAKVPLAAMFGYATDV  662

Query  594  AFYTNGRS  601
               T GR+
Sbjct  663  RSMTQGRA  670



>WP_050198658.1 elongation factor G [Streptococcus agalactiae]
 CNC08326.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKST  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK



+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_000090326.1 elongation factor G [Streptococcus agalactiae]
 EPU98929.1 elongation factor P [Streptococcus agalactiae GB00279]
 EPV31458.1 elongation factor P [Streptococcus agalactiae GB00679]
 EPX32488.1 elongation factor P [Streptococcus agalactiae LMG 15092]
 KLJ50610.1 elongation factor G [Streptococcus agalactiae]
 KLK01670.1 elongation factor G [Streptococcus agalactiae]
 KLK14570.1 elongation factor G [Streptococcus agalactiae]
 KLL59215.1 elongation factor G [Streptococcus agalactiae]
 CNI46437.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMSAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_105143417.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>KMK72471.1 elongation factor G [Bacillus pumilus]
Length=693

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 195/688 (28%), Positives = 318/688 (46%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 



EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNS  626
                 +  Y+    ++ + +I+  + N+
Sbjct  666  TFTMHMDHYEEVPKSISEEIIKKIKVNN  693

>WP_046323140.1 elongation factor G [Bifidobacterium asteroides]
 KJY64141.1 Elongation factor G [Bifidobacterium asteroides]
Length=708

 Score = 261 bits (666),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 194/689 (28%), Positives = 332/689 (48%), Gaps = 
89/689 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-



QAAV  60
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI  
AA+
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAI  70

Query  61   TSF---QWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            T+F   Q H    R ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  
++
Sbjct  71   
TAFWNRQSHDPEDRYQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVW  130

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------  156
                K  +P + FINK+D+ G D    V +++DKL    ++ Q                 
Sbjct  131  
RQADKYGVPRICFINKMDKLGADFYYSVDTIKDKLGVKPLVMQLPIGAESDFHGVVDLVR  190

Query  157  -----------------TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
                             T+ +  ++  + E    E  +AV E+++ LLEKY+ GE 
IS++
Sbjct  191  
MVAYYWKDEADLGAKYDTIDIPDDLKDKAEQYHTELLEAVAESDEDLLEKYLGGEEISQQ  250

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
            ++    ++   + S FPV+ GSA K  G+QP++DAV                        
Sbjct  251  
EIRTAVRKMTIEQSAFPVFCGSAFKDKGVQPMLDAVVDYLPSPEDVPAIKGYKIGDESVE  310

Query  239  ---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
               +P  ++  +AL    FKV       + +Y+R+YSG +   DTV  + ++K     
K+
Sbjct  311  IDRKPTVDEPFSALA---
FKVATHPFYGKLIYVRVYSGKVAQGDTVLDSTKDKKERVGKL  367

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M    +  +   D A  G I   +   SV   D L D   P  L    +   P 
P++ 
Sbjct  368  FQMHSNKENPV---DEAIAGNIYAFVGLKSVTTGDTLCDEKEPVVLESMTF---
PDPVIE  421

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PKT A +E++  AL +L++ DP  + + D  + + ++S +G +QL+++   +  
++
Sbjct  422  
VAVEPKTKADQEKMGIALQKLSEEDPTFQVKTDEESGQTLISGMGELQLDILVDRMRREF  481

Query  408  KLETVVKEPSVIYME---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--ES  462
             +E  V +P V Y E   +P+    +T   +   +  +A + ++  PL    G  Y  
E+
Sbjct  482  
HVECNVGKPQVAYRETIRKPVMNQEYTHKKQTGGSGQFAKVLMNFEPLDTSEGESYIFEN  541

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +V+ G++ + F  +V  G++  +E G L G+ V   K     G  +   S+   F+    
Sbjct  542  
KVTGGHITKEFIPSVDAGVQEAMESGVLAGFPVVGVKATLTDGQIHEVDSSEMAFKIAGS  601

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +  ++A  ++   +LEP ++  +  P+EY+     D      +I++        V   
++
Sbjct  602  
MCFKEAAPKAKPVILEPIMAVEVRTPEEYMGDVMGDINSRRGSIQSMTDATGVKVIDAKV  661

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P   +  Y  DL   T GR++   ++  Y
Sbjct  662  PLSEMFGYIGDLRSKTQGRAMFTMQMDSY  690

>WP_061086384.1 elongation factor G [Bacillus coagulans]
 KWZ86408.1 translation elongation factor G [Bacillus coagulans]
Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSP-----  162
            P ++F+NK+D+ G D    V ++ D+L A+              + I   + ++      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  163  ---------EIVLEENTDIEAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M    + 
EI   
Sbjct  309  
AALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKDKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DKVYAGDIAAAVGLKDTTTGDTLCDENNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAQVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G+  G+ + D K     G Y+   S+   F+  A + L  A  +    
LLEP + 
Sbjct  546  
DAMQRGVIAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALRNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665



Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_048240166.1 MULTISPECIES: elongation factor G [Bacillus]
 KML08777.1 elongation factor G [Bacillus pumilus]
 KML48323.1 elongation factor G [Bacillus pumilus]
 KMN76993.1 elongation factor G [Bacillus pumilus]
 KUR61540.1 elongation factor G [Bacillus sp. AM 13(2015)]
 OYN68023.1 elongation factor G [Bacillus safensis]
 PRS19667.1 elongation factor G [Bacillus safensis]
Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_089150527.1 GTP-binding protein [Lactobacillus crispatus]
 OXC22841.1 elongation factor G [Lactobacillus crispatus]
 OXC34981.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 259 bits (662),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 191/625 (31%), Positives = 300/625 (48%), Gaps = 



55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D    PT L +        P+L   
I P+
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---PTALLK--------
PVLTYKINPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFDLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  



L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEYLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGRDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>CDA19413.1 putative translation elongation factor G [Ruminococcus 
sp. CAG:488]
Length=849

 Score = 263 bits (673),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 188/620 (30%), Positives = 308/620 (50%), Gaps = 
48/620 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL E++LY +G + + G V+ G    DT  LER+RGITI 
A+ 
Sbjct  1    
MKKIVAGILAHVDAGKTTLAEAMLYRTGKLRKIGRVDHGDMALDTHTLERERGITIFASQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F   + +V ++DTPGH+DF +E  R+L+VLD AILVIS  DGVQ+ T  L+  L
+  N
Sbjct  61   
AVFSTDKIEVTLLDTPGHVDFSSETERTLSVLDYAILVISGLDGVQSHTMTLWKLLKLYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+ K+D A    + +++++  +L  + +                 D    
+AV E
Sbjct  121  VPTFVFVTKMDFARKSREEIIENLNSELDGEFV-----------------
DFGDEEAVSE  163

Query  181  N----



NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            N    ++ L+EKY++GE I  +++    + R     +FP ++GS  K  GI   + 
A+  
Sbjct  164  NMALCSESLMEKYLSGEEIDEKEIAEVIKLR----
KIFPCFFGSGLKLDGIDKFIKALEE  219

Query  237  L-
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
               QP   +   A    VFK+ +   G R  ++++  G++++R+ +   G E  KI
+ +R
Sbjct  220  YTIQP---EYPEAFGAKVFKISHDSQGVRLTHIKVTGGSVKVREMI---GDE--
KISGIR  271

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
            I S  +    D    GEI  L        D   +   L  +   E P+  P++   
+   
Sbjct  272  IYSGAKFTTADEVGSGEICALTG-----
LDKTHNGQGLGFEDAGEKPMLEPVMNYRVVLP  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 + LL  L +L + DP L    +S   EI +  +G VQ E++ ++++E++ +
+  +
Sbjct  327  
DGCDADTLLPKLRELEEEDPQLHVTWNSHLKEIHVGLMGEVQAEILKSIVAERFGVKIDI  386

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                V+Y E          H E  P   +A + L + PL  G+G+ +++  S   L
++++
Sbjct  387  DSGRVMYKETIENTVEGVGHYE--
PLRHYAEVHLIMEPLPRGAGLIFKTDCSEDTLDRNW  444

Query  474  QNAVRDGIRYGLEQG---
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            Q  +   +  G +Q    L G  +TD KI    G  +   +   DFR      + Q 
L +
Sbjct  445  QRLIL--
MHLGEKQHLGVLTGSPITDMKITLAAGRAHIKHTEGGDFRQATYRAVRQGLMQ  502

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + ++LLEPY SF L  P E + RA +D      + E+ +      V +G  P   +  
Y 
Sbjct  503  
AKSKLLEPYFSFRLEVPSEQIGRAINDIRMKSGSFESPEESGGISVLSGRAPVTELNGYA  562

Query  591  TDLAFYTNGRSVCLTELKGY  610
            +++A YT GR     E  GY
Sbjct  563  SEVAAYTGGRGRLYCESAGY  582

>WP_061793001.1 elongation factor G [Bacillus firmus]



Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 313/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    ++++ D+L A+                    I +K T     
L 
Sbjct  132  
VFVNKMDKIGADFLYSLKTLHDRLQANAAAIQLPIGAEDQFEGIIDLIEMKATFYGNDLG  191

Query  162  PEIV----LEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +IV     EE  D  E +     +AV E +++L+EKY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIVDREIPEEYKDRAEEYREKLIEAVAELDEELMEKYLGGEEITNEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV                 P  E+         A     
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPAIKGTTPDTEEEVTRPSSDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI---SVV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++  +I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSIEPKSKADQDKMTTALQK  428



Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRGS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G G ++E+ +  G + + +  AV+ G+   
L
Sbjct  489  
AQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
ERGVLAGFPMVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>OGC45478.1 translation elongation factor G [candidate division WWE3 
bacterium 
RBG_19FT_COMBO_34_6]
Length=689

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 194/683 (28%), Positives = 320/683 (47%), Gaps = 
80/683 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TES+LY +G   + G V  G T+ D M  ER+RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTTTESILYYTGKTHKIGEVHTGDTQMDWMAQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA++V   K GV+ Q+  ++    
K ++
Sbjct  69   



TCFWKDHRINIIDTPGHVDFTAEVERSLRVLDGAVVVFDGKMGVEPQSETVWRQANKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLS-  161
            P + FINKI+Q G D      S+++KLS                    D+I  +  
+ S 
Sbjct  129  
PRICFINKINQIGGDFYKSFDSIKEKLSEKASPIYLPIGFEKEIHGNVDLIKMKAFTYSE  188

Query  162  -----------PEIVLEENT--
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       PE +LE++     +  D V E +D++LEK+++ + IS E+L R  
++  
Sbjct  189  
IKQDDMVEEEIPEDMLEKSKVYRQKLIDCVAEYDDEILEKFLSDQEISEEELYRCVRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAAL  249
                 FPV  G   +G+  + ++D+V                   +G    + E      
Sbjct  249  LSGKFFPVLGGDG-
RGIPTKYVLDSVVNFLPSPHDVANVVATKISSGETYTLKETEDEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSKGEIVRT  305
                FK++      R  Y+R+YSG L     V  + R+K     +I  M    + 
EI   
Sbjct  308  
AALAFKIQTDPYVGRLTYIRVYSGKLSSGSYVLNSSRDKKERVARILLMHANHREEIKEI  367

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTR--
LPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                 G ++ L S++   N +  D  R  L    + E   P++   I PKT   R+
+L +
Sbjct  368  KAGEIGAVIGL-SETKTGNTLCDDSNRILLESITFAE---
PVIGIVIEPKTKGDRDKLGE  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             + +  + DP L+   D  T E +L  +G + LE++   +  ++ +E    +P V 
Y E 
Sbjct  424  
VIKRYLEEDPTLKVITDIETGETVLYGMGELHLEIIVDRMRREFNVEVNTGKPQVAYRE-  482

Query  424  PLKAASHTIHIEVPPNPF---------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               +   T+++E   N +         +  + + + PL  G GV++  ++  G + 
+ + 
Sbjct  483  ---SVKRTVNVE---
NKYIRQSGGRGQYGHVVIKMEPLERGKGVEFVDKIIGGAIPKEYI  536

Query  475  NAVRDGIRYGLEQ-
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V  GI+  +E  GL G+ VTD ++    G ++   S+   F+  A     +A  
++G 



Sbjct  537  
PGVEKGIKEAVESGGLAGYPVTDIRVTLFDGSFHEVDSSEMAFKMSAIGAFREAQTKAGA  596

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +S  +  P+E++     +       IE  Q++        ++P   +  Y 
T+L
Sbjct  597  
YLLEPIMSLEVITPEEFMGDIIGNIASKRGKIEKTQIEGKATAIRAKVPLAEMFGYATEL  656

Query  594  AFYTNGRSVCLTELKGYQAAVGQ  616
               T GR+    E   Y+    Q
Sbjct  657  RGLTQGRASFTMEPSHYEEVPSQ  679

>WP_106187109.1 elongation factor G [Umezawaea tangerina]
 PRY43546.1 elongation factor G [Umezawaea tangerina]
Length=699

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 192/672 (29%), Positives = 324/672 (48%), Gaps = 
82/672 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGKSYKIGEVHDGAATMDWMEEEQKRGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V++++++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVRTIQERLGAKPLPIQLPIGSESDFIGVVDLVEMRALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D L+E Y+AGE +S E++    
+R
Sbjct  191  
EVEKGEDYTVEEIPADLADKVAEFREKLIEAVAETDDDLMELYLAGEELSVEQIKTGIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQ---------
PIGEQ  244



             V + S +PV  GSA K  G+QP++DA             V G  Q         P  
E+
Sbjct  251  
IVTNRSAYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVPPVEGTLQDGVTPASRKPSKEE  310

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              AAL    FK+       +  Y+R+YSG L        AG + +  T+ R    G
++ +
Sbjct  311  PFAALA---FKIAAHPFFGKLTYIRVYSGKLS-------
AGTQVINSTKDRKERIGKLFQ  360

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        + L DP           P P++R  I 
PKT 
Sbjct  361  
MHANKEQPVDEAQAGHIYAVIGLKETTTGETLSDPANPIVLESMTFPDPVIRVAIEPKTK  420

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  + ++D  T + I++ +G + LEV+   +   YK+E  
+ +
Sbjct  421  
ADQEKLGTAIQKLAEEDPTFQVQLDEETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGK  480

Query  416  PSVIYMER---PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLN  470
            P V Y E     ++  S+T   +   +  +A I ++++PL    G  YE  ++V+ 
G + 
Sbjct  481  
PQVAYRETIRGTVEKYSYTHKKQTGGSGQFAKILITLSPLESTDGALYEFDNKVTGGRIP  540

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  +V  G +  ++ G L G+ +   K+    G Y+   S+   F+    I L+
+A +
Sbjct  541  
REYIPSVDAGAQDAMQYGVLAGYPLVGIKLTLLDGAYHEVDSSEMAFKIAGSIALKEAAR  600

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP ++  +  P++Y+     D       I+  + +    +    +P   
+  Y
Sbjct  601  
KANPVLLEPVMAVEVTTPEDYMGDVIGDLNSRRGQIQAMEERSGARIVKALVPLSEMFGY  660

Query  590  RTDLAFYTNGRS  601
              DL   T GR+
Sbjct  661  VGDLRSRTQGRA  672

>WP_028557498.1 elongation factor G [Paenibacillus sp. URHA0014]
Length=691



 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 322/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEI---------  164
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  ++         
Sbjct  132  
AYVNKMDIIGADFLQVVESMRQKLGANAVAIQLPIGAENDFKGIIDLVDQVAYMYKDDLG  191

Query  165  -------VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                   +  E TD      +E  + V E +++L  KY+ GE ++ +++    ++ 
V + 
Sbjct  192  
KDIEKIEIPAEFTDQVAELRLELIEKVAELDEELTMKYLEGEELTVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVINYLPSPLDVPDIKGVLDDGTEVIRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V+ A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVSNATKGKRERVGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L +  +   P P+++  + PKT A ++++  
AL
Sbjct  369  AGDIAAAVGLKDTTTGDTLCDEKNPVILEKMVF---
PEPVIQLAVEPKTKADQDKMGIAL  425

Query  366  



TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRE-TF  484

Query  426  KAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +AA+      V  +      G   +   P   G G  +E++V  G + + +   ++ 
GI 
Sbjct  485  
RAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGVGFVFENKVVGGSIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDSRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VYSMELSHYE  674

>WP_098823979.1 elongation factor G [Lactobacillus silagincola]
 GAT18478.1 elongation factor G [Lactobacillus silagincola]
Length=699

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 189/673 (28%), Positives = 314/673 (47%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    VQ+++D+L A+ +  Q               + +  
+I  E
Sbjct  131  
PRIVFVNKMDKIGADFDFSVQTIKDRLQANALAVQMPIGAEDNFQGVIDLLDMKADIYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ G  I   +L    
++
Sbjct  191  DELGSE-
WDTVEIPDDYKEEAAKRREKMIEEIADVDDDIMEKYLDGVDIPVAELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-VTGLFQPI------------
GEQ------GSA  247
               +  LFPV  GSA K  G+Q LMDA V  L  P+            GEQ        
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDATVDYLPSPLDVKPYNATNPDTGEQVELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            +     FK+       R  ++R+Y GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
SFAALAFKIATDPYVGRLTFIRVYQGTLESGSYVLNATKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D          E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  427  
NALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMRREFKVEATVGAPQVSYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKQTSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP 



Sbjct  547  
IKESMQNGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASMALRNAAKTADPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + + +  +    +P   +  Y T L   
+ G
Sbjct  607  
MKVDIVVPEEYMGDIMGQVTARRGRVDGMEARGNAQMIHSYVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_010767912.1 elongation factor G [Enterococcus phoeniculicola]
 EOL45354.1 elongation factor G [Enterococcus phoeniculicola ATCC 
BAA-412]
 EOT74716.1 elongation factor G [Enterococcus phoeniculicola ATCC 
BAA-412]
 OJG73848.1 elongation factor G [Enterococcus phoeniculicola]
Length=695

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 199/678 (29%), Positives = 314/678 (46%), Gaps = 
78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V S+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFCNKMDKLGADFFYSVNSLHDRLQANAHPIQIPIGSEETFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             E W     +AV E +++L+ KY+ GE I+ E+LV   
++  
Sbjct  189  



DLGTDIQETDIPEDYQELAEEWREKLVEAVAETDEELMMKYLDGEEITEEELVAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             D   FPV  GSA K  G+Q ++DAV              G+     E+       
SA  
Sbjct  249  
IDVEFFPVLAGSAFKNKGVQLMLDAVLAYLPSPLDIDAIKGIDTKTDEETTRPADDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGILESGSYVLNASKGKKERIGRILQMHANTRKEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            DT Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DTVYSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++ ++  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFNVDANVGAPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    P+  A      +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
VSYRETFRAPVTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K
++  
Sbjct  539  
PAVEKGLADSMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L
Sbjct  599  
VILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAVVPLAEMFGYATTL  658

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   +     Y+
Sbjct  659  RSATQGRGTFMMVFDHYE  676



>WP_089525808.1 elongation factor G [Paenibacillus herberti]
 OXM14992.1 elongation factor G [Paenibacillus herberti]
Length=691

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENTDI-  172
             +INK+D  G D  +V++ +RD+L A+ +  Q            V L   +  +   
D+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRDRLQANAVAIQLPIGAESDFLGVVDLVERVAYKYKDDLG  191

Query  173  ---------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                 E  + V E ++ L+ KY+ GE IS  +L    ++ 
V D 
Sbjct  192  
KDPEQVEVPAELADQVEELRAELVEKVAELDEDLMMKYLEGEEISIPELKAALRKGVIDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGS---------
AALCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+         A      
Sbjct  252  
KIFPVIAGSSYRNKGVQMMLDAVIDYLPAPIDVPSIKGTLEDGTETTRDSSDEAPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI    
+ Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLNSGSYVVNATKGKRERVGRILQMHANSRQEI---
SSVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364



             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LQKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +  +PL  GSG  +E+++  G + + F   V+ 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQYGHVWIEFSPLEPGSGFVFENKIVGGSVPREFIGPVQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S+   F+    + L+ A  +    
+LEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKAQIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTAPEEYMGDVMGMLNSRRGRIEGMDSRAGAQIIRAKVPLAEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>WP_075269191.1 elongation factor G [Weissella jogaejeotgali]
 CCC56066.1 elongation factor G (EF-G) [Weissella thailandensis 
fsh4-2]
 APS41355.1 Translation elongation factor G [Weissella 
jogaejeotgali]
Length=705

 Score = 261 bits (666),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 191/681 (28%), Positives = 317/681 (47%), Gaps = 
72/681 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E+
+RGITIQ+A 



Sbjct  10   
LRTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAA  69

Query  61   TSFQWHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+  WH           +VNI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ 
QT  
Sbjct  70   
TTAVWHGFYEQYKNDPYRVNIIDTPGHVDFTIEVERSLRVLDGAVAVLDGAAGVEPQTET  129

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++H      +P ++F+NK+D+ G D    V S++D+L A                   
D+
Sbjct  130  
VWHQAEAYQVPRLVFVNKMDKLGADFGMSVDSLKDRLDANAKAIQWPIGAEDNFTGVIDL  189

Query  153  IIKQTVSLSPEI--------VLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISRE  198
            I K+ +  + E+        +  + TD+      E  +A+ + +D ++EKY+ GE 
I++ 
Sbjct  190  
IEKKALFPTTELGEKWEAGEIPADYTDLVEEKYNELVEAIADVDDDIMEKYLEGEEITKA  249

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQ-  244
            +L    +R       +PV  GSA K  GIQ ++DAV   L  P+            
GE+ 
Sbjct  250  
ELKAAIRRATLSLQFYPVLAGSAYKDKGIQMMVDAVVDYLPSPLDVKPYTANDPETGEEV  309

Query  245  -----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMR  295
                          FKV       R  +LR+Y+G+L     +    ++K     ++ 
+M 
Sbjct  310  
DLVANDEDPFAALAFKVMTDPFVGRLTFLRVYTGSLESGSYITNTSKDKRERVGRLLQMH  369

Query  296  IPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
               + EI      + G+I   +        D L  P R       E P P+++  + 
PKT
Sbjct  370  ATDRKEIPEV---
FSGDIAAAIGLKDTTTGDSLTSPDRKLILESMEFPDPVIQLAVEPKT  426

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A + ++  AL +LA+ DP  R E +  T + ++S +G + L+++   +  ++ ++  
V 
Sbjct  427  
KADQAKMTVALQKLAEEDPSFRAETNQETGDTLISGMGELHLDIIVDRMKREFHVDVTVG  486

Query  415  EPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472



             P V Y E   K   A      +      +  + +   P   G+G ++E  +  G 
+ + 
Sbjct  487  
APQVAYREAFTKTVQARGFFKRQSGGKGQYGDVMIEFAPNEEGAGFEFEDAIVGGVVPRE  546

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  G++  L  G L G+ + D K     G Y+   S+ A F+  A + L +A 
K +
Sbjct  547  
YIPSVEAGLKDSLNNGPLAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALREAAKTA  606

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  +LEP +   +  P+E L  A          +E  + +  +V+  G++P   +  
Y T
Sbjct  607  
GAVILEPVMKVDIVVPEENLGDAMGHVSARRGLLEGQEQRGKQVLIHGKVPLAEMFGYAT  666

Query  592  DLAFYTNGRSVCLTELKGYQA  612
             L   T GR         Y+A
Sbjct  667  TLRSATQGRGTFQMAFDHYEA  687

>WP_014806363.1 elongation factor G [Acetomicrobium mobile]
 AFM21125.1 translation elongation factor EF-G [Acetomicrobium 
mobile DSM 
13181]
Length=691

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 309/674 (46%), Gaps = 
73/674 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AH+DAGKTT +E +L+ +G I + G V +G    D M  ER+RGITI 
+A T+
Sbjct  11   
IRNIGIAAHIDAGKTTTSERILFYTGKIHKIGEVHEGAATMDFMEQERERGITISSAATT  70

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W    +N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++  L K  
+P
Sbjct  71   
CYWKNHMINLIDTPGHVDFTMEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQLDKYKVP  130

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTVS  159
             + F+NK+D+ G +   V+  + ++L A                   D++    I+ 
T  
Sbjct  131  



RIAFVNKMDRVGANFFDVMSQIEERLGATPVPIQLPMGCEEAFAGIIDLVEMRAIEYTDE  190

Query  160  LSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L   + LEE       + + W     +++ E +D+++E Y+ G+ +SREK+    +    
Sbjct  191  
LGTRMELEEIPQAYVDEAQKWRERLVESLAEVDDEIMEAYLDGKEVSREKIKEALRFGTI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALC  250
            +  L P+  GSA K  GIQ L+DAV              G+    GE+          
L 
Sbjct  251  
NLKLVPLLCGSALKNKGIQLLLDAVIDYLPSPLDIPPIKGVNPLTGEEVVRHTDPEGPLT  310

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR------  304
               FKV       R VY R+Y GTL         G   L  T  R    G I+R      
Sbjct  311  ALAFKVLVDPYVGRVVYTRIYCGTLH-------
TGMSVLNATTGRKERVGRILRIHANKR  363

Query  305  --TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A+ G I+ +P     R  D L D            P P++   I P + A 
+ +L
Sbjct  364  
EDIDSAFAGTIIAIPGLKGTRTGDTLCDEKEPIVLEGMNIPEPVISLAIEPASKADQVKL  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  L++ DP  R  +D  T + I+S +G + LE++   L  ++ ++  V +P 
V Y 
Sbjct  424  
SKGLAALSEEDPTFRVAIDHETGQTIISGMGELHLEIIVDRLRREFGVDVRVGKPQVAYR  483

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P K     I  +      +  + L V PL   SG ++E ++  G + + F  
AV+
Sbjct  484  EAIKKPAKGEGKFIR-
QSGGRGQYGHVVLEVEPLPGHSGYEFEDKIVGGVIPKEFIPAVQ  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L  G+  G+ V   K+    G ++   S+   F+  A +  ++A++++   
L+E
Sbjct  543  
KGVEEALTSGIVGGFPVIGVKVSLVDGSFHEVDSSEMAFKIAASMAFKEAMRKANPVLME  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       IE    +    V    +P   +  Y + L   
T
Sbjct  603  



PIMEVEVVTPEEYLGDVMGDLSSRRGRIEGMTTRSGAKVVKAYVPLAEMFGYASALRNKT  662

Query  598  NGRSVCLTELKGYQ  611
            +GR+    +   Y+
Sbjct  663  SGRATFTMKFSHYE  676

>WP_042682353.1 elongation factor G [Anaerosalibacter massiliensis]
Length=688

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 192/687 (28%), Positives = 326/687 (47%), Gaps = 
68/687 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G I + G   +G+ + D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIMAHIDAGKTTTTERILFYTGKIHKLGETHEGSAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCHWKEHRINVIDTPGHVDFTVEVERSLRVLDGAVALFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D  G D    V  + ++L+A                   D+I         
Sbjct  129  
PRMAFINKMDILGADFFRTVNMIEERLNATPVPVQLPIGKEDNFQGVVDLIEMNARVYQD  188

Query  163  EI--------VLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+        + E+  D+      +  + + E++D+L+ KY+ GE I+ E++ R  
++  
Sbjct  189  
ELGSKFEIEDIPEDMKDLADEYREKMLEKIAEHDDELMVKYLEGEEITPEEIKRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAAL  249
                + PV  GS+ K  G+QPL+DA+              G+     E+G          
Sbjct  249  
IKVEITPVLCGSSYKNRGVQPLIDAIVDYMPSPLDIPPIKGIEMETDEEGERKSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTDTA  308
                FK+       +  + R+YSG+L+    V   A ++K +I  + +    +    
D  
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGSLKSGSYVYNSATKKKERIGRILLMHANKREEVDEV  368



Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P++   I PKT A +E++  
ALT+
Sbjct  369  
YAGDIAAAVGLKATATGDTLCDEEHPIILESMEFPEPVIDVAIEPKTKASQEKMSIALTK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-PLK  426
            LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  P V Y E    
+
Sbjct  429  
LAEEDPTFKTHTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGSPQVAYKEGITTE  488

Query  427  AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A +   ++ +      +  + L V P + G G ++ +++  G + + +  AV +GI
+  +
Sbjct  489  AEAEGKYVRQSGGRGQYGHVKLKVEP-
NEGKGYEFVNKIVGGVVPKEYIPAVDEGIQEAM  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G+  G+ V D K+    G Y+   S+   F+    +  ++A++++   LLEP +   
+
Sbjct  548  
HSGVVGGYPVLDMKVTLYDGSYHDVDSSEMAFKIAGSMGFKEAMEKANPVLLEPIMKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       IE  + +    V  G +P   +  Y TDL   T GR    
Sbjct  608  
TVPEEYMGDVIGDINSRRGRIEGMESRNGLQVIDGYVPLAEMFGYATDLRSNTQGRGNYT  667

Query  605  TELKGYQAAVGQPVIQPRRPNSRLDKV  631
             +   Y     +PV     PNS  +K+
Sbjct  668  MQFDHY-----EPV-----PNSIAEKI  684

>OGH41476.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_02_FULL_36_8b]
Length=703

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 314/668 (47%), Gaps = 
59/668 (9%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T+



Sbjct  13   
IRNIGIIAHIDAGKTTTTERILYYTGKTYKIGDIDEGTTVMDWMEEERKRGITIVSAATT  72

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++    K  
+P
Sbjct  73   
AYWGGYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWRQADKYKVP  132

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----  158
             + F+NK+D+ G D  + V+S+ +KL A                   D++ +++V     
Sbjct  133  
RICFVNKMDKLGADFLATVKSIEEKLGANPAIMVLPIGAESAFKGIYDLLHRKSVIWSGE  192

Query  159  ------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   ++ EI      +IE +     + + E +D LLEKY+  + I+  +L    
+R 
Sbjct  193  
ELGAKFDVTDEIPQGMKNEIEKYRSKLVEKIAETDDALLEKYLGNQEITVLELKAALRRS  252

Query  208  VQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQG------SAA  248
            V    L P++ GS+ +  G+QPL+D             +V G+     E+         
+
Sbjct  253  
VIAYKLVPIFAGSSLRNKGVQPLLDGVVDYLPSPVDLVSVKGINPKTKEEEIRKLTPEES  312

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            L G  FK++      +  Y R+YSG +     +  + +  + ++  + +    E      
Sbjct  313  
LAGLAFKIQNDPHVGKLTYFRVYSGKVTAGTYIYNSTKNAQERVGRLLLMHSNERTEIKE  372

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A+ GEIV I+        D L DP +         P P++   I PKT + +ERL  
AL 
Sbjct  373  
AFAGEIVAIVGLKETTTGDTLCDPEKPIILEKITFPEPVISLAIEPKTKSDQERLGYALK  432

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L D DP  + + +  T + I+S +G +QLEV    +   + +E  V  P V Y E  
++
Sbjct  433  
RLMDEDPTFQVKTNHETGQTIISGVGELQLEVKVNTMKADFGVEANVGAPQVAYKETVVR  492

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A        +      +    L V P   G G ++ + +  G +   F  ++  G
++  



Sbjct  493  
TAEGEGKYIKQSGGRGQYGHCFLRVEPKPRGEGFEFINDIKGGSIPTEFIKSIEKGVKET  552

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D  +    G ++   S+   F+  A   L+ A K++G  LLEP 
+   
Sbjct  553  
MENGILLGYPMVDMDVTVYDGSFHEVDSSDIAFKIAASQALQAATKKAGLTLLEPIMKVE  612

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P E++     D     A I   + +    +     P   +  Y T L   + 
GR+  
Sbjct  613  
VTTPNEFMGDVIGDLSSKRAQISGTEDRARAAIILALAPLSELSGYATTLRSMSKGRASY  672

Query  604  LTELKGYQ  611
              E   Y+
Sbjct  673  YMEPSHYE  680

>WP_049467693.1 MULTISPECIES: elongation factor G [Stenotrophomonas]
 OWR28823.1 elongation factor G [Stenotrophomonas pavanii]
Length=678

 Score = 260 bits (664),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 201/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206



            +        I AWD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAASITAWDDAARAQWQPQRDALVEAVADHDEQLADAWLEGRVIDAGALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVNYLPSPLDRPAVSAESDDGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSG+L++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGSLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   
Sbjct  365  
DQAVAGDIVAVLGWKDAVSGETLSSRARPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V+P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPHGHPVVGIEVTLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663



Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_071396719.1 elongation factor G [Bacillus tuaregi]
Length=692

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 317/667 (48%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WAGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-IIKQTVSLSPEI-----
VLEEN---------  169
            +F+NK+D+ G D    + ++ D+L A+   I+  +    E      ++E N         
Sbjct  132  
VFVNKMDKLGADFIYSLGTLHDRLQANAHAIQLPIGAEDEFEGIIDLVEMNATMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TD++                    +AV E ++ L+EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDMQVVEIPEEYKAQAEEYREKLLEAVAELDENLMEKYLGGEEITKEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGSA---
ALCGS  252
              +PV  GSA K  G+Q ++DAV                      + E+ S+        
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVVDYLPSPLDVPAIKGTLPDSDEVVERHSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL+    V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLQSGSYVQNSTKGKRERVGRILQMHANSRQEI---SEV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367



            Y G+I   +        D L D   L      E P P+++ ++ PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDDKNLVILESMEFPEPVIQLSVEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E   
+A
Sbjct  429  
LQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSYRETFRQA  488

Query  428  AS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            AS       +      +  + +  +P   G G ++E+ +  G + + +  AV+ G+   
L
Sbjct  489  
ASVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
ERGVLAGYPLVDVKARLFDGSYHDVDSSEMAFKIAASLALKNAASKCSPVILEPVMRVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL             +E  + + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
VIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVKAMVPLSEMFGYATSLRSSTQGRGVFT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_013382421.1 MULTISPECIES: elongation factor G [Clostridiales]
 ADO39115.1 translation elongation factor G [Eubacterium limosum 
KIST612]
 OEZ03593.1 elongation factor G [[Butyribacterium] methylotrophicum]
 SFP12730.1 translation elongation factor 2 (EF-2/EF-G) [Eubacterium 
callanderi]
 SHM52864.1 translation elongation factor 2 (EF-2/EF-G) [Eubacterium 
callanderi]
Length=691

 Score = 260 bits (665),  Expect = 6e-74, Method: Compositional 
matrix adjust.
 Identities = 192/685 (28%), Positives = 322/685 (47%), Gaps = 
74/685 (11%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY SG I + G    G  + D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYSGKIHKIGETHDGGAQMDWMEQEQERGITITSAATTCH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    + +
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADQYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE---  167
             +INK+D  G D    V  +RD+L A+              I I   +++  EI  
+   
Sbjct  132  
AYINKMDITGADFYHAVDMIRDRLGANPVCIQLPIGKESDFIGIIDLLTMKAEIYKDDLG  191

Query  168  ---ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI        E++     +A+ E ++ L+EKY+ GE I+ E++    ++   
+ 
Sbjct  192  
EEIEITDIPDDMKEEAESYRDKMLEALSEVDENLMEKYLEGEEITVEEIKAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
             L  V  GS+ K  G+Q ++DAV                          +P  E+  
+AL
Sbjct  252  
ELIAVTCGSSYKNKGVQMMLDAVVDYMPSPLDVPAIKGTNPETDEEDERKPSDEEPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLR----LRDTVALAGREKL-
KITEMRIPSKGEIVR  304
                FK+       +  ++R+YSGT      +R+T     RE+  +I +M    + 
EI +
Sbjct  312  A---FKIMTDPYVGKLAFMRVYSGTAEAGSYVRNTTK-
GKRERFGRILQMHANHREEISK  367

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+IV  +        D L DP           P P++   I PKT A +E
++  
Sbjct  368  ---
VYTGDIVAAVGLKDTTTGDTLSDPDHPIILESMVFPEPVIDVAIEPKTKAGQEKMSV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  + +P V 
Y E+
Sbjct  425  
ALQKLAEEDPTFRTHTDEETGQTIISGMGELHLDIIIDRMLREFKVEANIGQPQVAYREK  484



Query  424  PLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K   A      +      +    +++ PL  G G  +E++   G + + +   +  
GI
Sbjct  485  
ITKTVDAEGKFARQSGGRGQYGHCLITLEPLEPGEGYIFENKTVGGSIPKEYIGPIDQGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D K+    G Y+   S+   F+    +  +  ++++   +
+EP  
Sbjct  545  
QEAMQNGVLAGYPVIDFKVTVYDGSYHEVDSSEMAFKVAGSMAFKNGMRKADPVIMEPMF  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V  G +P   +  Y T L   
T GR
Sbjct  605  
KLEVVIPEEYMGDVMGDINSRRGRVEGMEARNGAQVINGMVPLAEMFGYATSLRSKTQGR  664

Query  601  SVCLTELKGYQ---AAVGQPVIQPR  622
             V   +   Y+    +V + +I+ R
Sbjct  665  GVYTMQFSHYEPVPKSVSEKIIEGR  689

>WP_074681142.1 GTP-binding protein [Bacillus aryabhattai]
 SDD67489.1 small GTP-binding protein domain-containing protein 
[Bacillus 
aryabhattai B8W22]
Length=653

 Score = 259 bits (662),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 179/635 (28%), Positives = 311/635 (49%), Gaps = 
30/635 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I   G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKHRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185



            FINKID+ G D + V+  ++  L+ D +   T  L+   + EE  +  A     E 
+++L
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPD-VFDITSELTDGSLSEELIEFTA-----
EKDEEL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L +    
Q 
Sbjct  182  LDAFMEGKN-
DQAYWRAAMQKLIQTNQLFPCACGSALQDIGIESFLEKLDLLTETHYSQ-  239

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+K+ + + G R  +++  SGTL++RD V+     +L   KIT++R  +    
Sbjct  240  
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVSYEKNGELYEEKITQIRAYNGNTF  299

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTAA  356
               +    GE+  +   S   +  +GD     ++    + LP L++      ++ 
PK   
Sbjct  300  KNVNEGSAGELFAVTGLS---
SPSIGDGLGTLKESCSYELLPTLKSKVVFDPSVHPKEGI  356

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ +    
+EP
Sbjct  357  KLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINVQFEEP  410

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E          H E  P   +A + L +      SG+ +E+      L+  
+QN 
Sbjct  411  EILYKESIQNTVMGYGHFE--
PWKHYAEVHLKIEEAERNSGITFENACHADDLSIGYQNL  468

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q L+++   
+
Sbjct  469  
VRQHIFEKPHHGLLTGSPITDLKVTLCTGRAHNKHTSGGDFREATYRALRQGLEKAENIV  528

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +    + + R   D        ++    +++ + TG++P      Y + 
LA 
Sbjct  529  
LEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTIENKAIITGKVPVATFMTYGSTLAS  588

Query  596  YTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629



            +T+G+        GY+     + VI+  R N   D
Sbjct  589  FTHGKGAMSLLFGGYERCHNEEEVIEQIRYNKDAD  623

>WP_076759851.1 GTP-binding protein [Edaphobacillus lindanitolerans]
Length=641

 Score = 259 bits (661),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 175/608 (29%), Positives = 287/608 (47%), Gaps = 
22/608 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + AI   G V+      D+  +E+ RGIT+ A    
FQ+
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTEAIRRRGRVDHRDAFLDSHEIEKNRGITVFADQAVFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R+  V+D AI+++SA DGV+  T  ++  L K  
+P  +
Sbjct  65   
NGTDYTLIDTPGHVDFSPEMERATGVMDAAIVIVSAADGVEGHTETVWELLGKQGVPAFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+ G D Q V+  +R  LS D  +           L++    E  + + E 
+++L
Sbjct  125  FLNKTDREGADPQQVLTGIRSSLSEDAFL-----------
LDDGLTSELAEWIAERDEEL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+++  +    E  +   +R + +  +FPV  GSA K  GI   +  +  L +   
+Q 
Sbjct  174  LERFV-
DDRYDEEVWIAAMRRMIAERRIFPVMTGSALKDTGIVEFLGWLDLLTETAWDQ-  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A     V+K+ + D GQR  +L+L +G L +RD   L G E  KIT++R  +       
Sbjct  232  DAPFAARVYKIRHDDSGQRVTFLKLLAGRLSVRDEFTLHG-
EAEKITQIRRYNGHRYEAR  290

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY GE++ +   S     +++G        R     +P L  ++    +     
+L  
Sbjct  291  DAAYAGELIAVTGLSGAHAGEIMGGAG----
SRAGFTLIPSLSASVRFDPSIPATDMLGH  346

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              +L   DP L    D  + EI +  +G++QL+V+  ++ E++  E    EPS++Y 
E  
Sbjct  347  
FRKLDAEDPSLSVVWDESSREIRVRVMGKIQLDVLKEVVKERFGTEISFGEPSILYKETI  406

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              A +   H E  P   ++ + L + P   G+G+ +ES      L   +QN V   
+   
Sbjct  407  RSAVNGYGHFE--
PLRHYSEVHLRIEPAGRGTGISFESECHPNALAPGYQNLVGQTLTEK  464

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
              +G L G  +TD KI    G  ++  +   DFR  +   L Q L+++   LLEP     
Sbjct  465  
PHRGILAGAPLTDLKITLTNGRAHNEHTAGGDFREASLRALRQGLEKADNVLLEPVYDVK  524

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
                 + + R   D  +     E  +      +  G +P      Y    A +TNG
+   
Sbjct  525  
AKVSPDQMGRVLSDIQQAHGRFEAPEQAGGAALIKGRVPVATFMDYPAAFASFTNGKGTL  584

Query  604  LTELKGYQ  611
                 GY+
Sbjct  585  SLRPGGYE  592

>WP_095333387.1 GTP-binding protein [Bacillus circulans]
 PAD81262.1 GTP-binding protein [Bacillus circulans]
Length=646

 Score = 259 bits (662),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 174/609 (29%), Positives = 302/609 (50%), Gaps = 
21/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I++ G V+   +  D+  +E+QRGIT+ A     
+ 
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSITKRGRVDHKDSFLDSHIIEKQRGITVFADQGIIEH  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++ LRK  
IPT  
Sbjct  65   
GDSTYYLIDTPGHIDFSPEMERAIQVMDFAIVIISAVEGIEGHTETVWNLLRKHQIPTFF  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D+  V++ +R + + D+    ++  S        +D++  + + E 
+++L
Sbjct  125  FINKTDRTGADVARVLKEIRSQFTTDVYDISSLDNSS------MSDVQI-
EFIAERDEEL  177

Query  186  LEKYIAG--EP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            L+ Y+    +P +  EK+    Q  +  + LFP  YGSA + +GI+   D    L 
+ + 
Sbjct  178  LDYYMDNGYQPTLWMEKI----
QEMIISSRLFPCGYGSALQDIGIKEFFDQFHQLTKTMY  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
             + +    G VFK+ Y   G R  +L+  +GTL +RD +        KIT++R  +  
+ 
Sbjct  234  RK-
NQPFAGRVFKIRYDQAGTRITFLKAITGTLHVRDELPYGNGMVEKITQIRKYTGKQF  292

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             + + A  GEI  +   +     V+GD      ++   + +P LR+ +  +    +
+ +L
Sbjct  293  QQVNEAGAGEIFAVTGLT---
EAVVGDGVGAMLEKAVYELVPTLRSKVVVEKGVNKKEVL  349

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L+   +    +I L  +G++QLEV+  L+ E++ L     +P +
+Y E
Sbjct  350  
KLFQILEAEDPSLQITWEEKQQDIHLHVMGKIQLEVLQELVLERFSLNVHFGQPEILYKE  409

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                A     H E  P   +A + L + P    +G+ +ESR     L+ + Q+ +   
+ 
Sbjct  410  TIETATVGYGHFE--
PLRHYAEVHLRIEPGKRNTGITFESRCHTDDLSLANQHLICQHLF  467

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G  +TD K+    G  ++  +   DFR      L Q L++   
+LLEPY +
Sbjct  468  
ERDHHGILTGSPLTDIKVTLLTGRAHNKHTHGGDFREATFRALRQGLEKVQNRLLEPYYA  527

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    E + R   D        +T +   ++ + TG+ P      Y T LA +T 
G+ 
Sbjct  528  



FKIKVAIEQMGRVLADIQMAHGVFDTPETIDNKAIITGKAPVATFMVYSTILASFTQGKG  587

Query  602  VCLTELKGY  610
                   GY
Sbjct  588  QLSFTFAGY  596

>WP_099643033.1 elongation factor G [Pseudoalteromonas piscicida]
 PCK30763.1 elongation factor G [Pseudoalteromonas piscicida]
Length=695

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 197/681 (29%), Positives = 319/681 (47%), Gaps = 
70/681 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLEKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEVTDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEMPSLEQIKTCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V         
Sbjct  249  
LAFFPTYCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDKETGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + E
+   



Sbjct  309  KALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  AV  
G +
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFKFSSTVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGYQ---AAVGQPVI  619
                E   Y    A V + VI
Sbjct  665  QFSMEFSHYAPCPANVAEAVI  685

>WP_009555174.1 elongation factor G [Oscillatoriales cyanobacterium 
JSC-12]
 EKQ70599.1 translation elongation factor EF-G [Oscillatoriales 
cyanobacterium 
JSC-12]
Length=695

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 200/681 (29%), Positives = 320/681 (47%), Gaps = 
69/681 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATTCY  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WNDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DIIIKQT----
VSLS  161
            I+INK+D+ G D   VV+ +   L+A                   D++ ++      
S  
Sbjct  129  
IYINKLDRTGADFYRVVKQIETVLAAKPLVMVLPIGIEDQFVGVVDLLTRKAWVWDNSGD  188

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      ++  +   D+E +     +  +E +D+L+EKY+ GE ++ +++ R  ++  
+D
Sbjct  189  
PMNYQVKDVPADMKDDVETYREKLIETAVEQDDELMEKYLEGEELTIDEIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAA-------LC  250
             S FP Y GS+ K  G+Q ++DAV            QP       E G+ A       
L 
Sbjct  249  
MSFFPTYCGSSFKNKGVQLVLDAVVDYLPDPTEVKPQPEMDLEGNETGNFAYVDPEKPLR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSG L   DTV   A    E++ ++ EM   S+ EI   
+
Sbjct  309  ALAFKIMDDRFGA-
LTFTRIYSGKLTKGDTVLNTATGKTERISRLVEMHANSREEI---E  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV I+   +V+    L DP           P P++   + PKT    E++  
AL
Sbjct  365  
SAQAGDIVAIVGMKNVQTGHTLCDPKNPATLEPMVFPEPVISIAVKPKTKGGDEKMALAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            T++   DP      D  + E IL  +G + L++   +L   Y +E  V +P V Y 
E   



Sbjct  425  
TKMVQEDPSFHMMTDEESGETILKGMGELHLDIKIDILKRTYGVEVEVGKPQVAYRESIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P   G+G Q+ES+V  G + + F  AV  
G   
Sbjct  485  
RMVEDSYTHKKQSGGSGQYGKIDYIIEPNEPGTGFQFESKVVGGAVPREFWPAVEKGFES  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L +G L G+   D K     G ++   S+   F   A     Q++ ++  QLLEP 
++ 
Sbjct  545  
SLSRGVLAGFPCVDLKFTLMGGAFHPVDSSAIAFEIAAKAAYRQSIPKAAPQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR--  600
             ++ P +Y+     D  +    +++ +          ++P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPDDYMGDVIGDLNRRRGMMKSQETGPTGARIKADVPLSEMFGYIGDLRTMTSGRGQ  664

Query  601  -SVCLTELKGYQAAVGQPVIQ  620
             S+  +      A V + VI+
Sbjct  665  FSMSFSHYAPCPANVAEEVIK  685

>KKR30282.1 Elongation factor G [Candidatus Woesebacteria bacterium 
GW2011_GWA1_39_8]
 OGM24852.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPHIGHO2_01_FULL_39_32]
 OGM38206.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPHIGHO2_12_FULL_38_11]
 OGM64678.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPLOWO2_01_FULL_39_25]
Length=710

 Score = 261 bits (666),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 202/686 (29%), Positives = 318/686 (46%), Gaps = 
86/686 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            KI NIGI+AH+DAGKTT TE +L+ +G   + GSV++GTT TD M  ER+RGITI  
AA+
Sbjct  13   
KIRNIGIIAHIDAGKTTTTERILFETGKTYKQGSVDEGTTVTDWMAQERERGITIVSAAI  72



Query  61   TSFQWH----------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            T+F W             ++NI+DTPGH+DF AEV RSL VLDGA++V   + GV+
+Q+ 
Sbjct  73   TTF-
WDLQTGSAIENGHYRINIIDTPGHIDFTAEVERSLRVLDGAVMVFDGRTGVESQSE  131

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++    + N+P +  +NK++  G D +  ++S++++L A                   
D
Sbjct  132  
TVWRQADRYNVPRICILNKLNLIGADFEGSIKSIQERLGANAAPVQIPIGLEHDLRGIVD  191

Query  152  IIIKQTVS--------LSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISR  197
            +I  +  +        L+ E V  E T++      E  + V E +D+ L KY+ G+ 
+S 
Sbjct  192  
LIKMKACTYKAIEDNKLTEEEVPAELTEMSKKYRDELIEKVAEFDDEALSKYLEGKELSE  251

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLF  238
              + R  +  V     FP+  G  +    +Q LMDAV                   
TG+ 
Sbjct  252  IDIKRAVRSGVISGKFFPILGGDNRTAT-
VQLLMDAVVEYLPSPVDLPPVEGQNPNTGVI  310

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +          C   FKV       R VYLR+YSGTL+       AG+  L I+      
Sbjct  311  EKRERTNQEKFCALAFKVVTDPHVGRLVYLRIYSGTLK-------
AGQVILNISRQHQER  363

Query  299  KGEIV--------RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             G++V          D AY GEIV  +        D L DP+          P P+
+   
Sbjct  364  
IGKLVLLHADQRELIDEAYAGEIVAAVGIKDTTTGDSLSDPSGPILLESISFPEPVISLA  423

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P T + +E++  AL +L+D DP  R + +  T + I+S +G +QLEV+   +  
++ +
Sbjct  424  
IEPATKSDQEKMGLALQKLSDEDPTFRIKSNPETGQTIISGMGELQLEVLVDRMKREFNV  483

Query  410  ETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +     P V Y E   R  +     I  +      +    L V P   G G +++S 
+  
Sbjct  484  DAKTGAPQVAYKETIKRSAQGEGKYIR-
QTGGRGQYGHCFLRVEPKGRGEGYEWKSEIKG  542



Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G +   F  A+  G+R  +E G+  G+ +TD  +    G Y+   S+   F+    
+ LE
Sbjct  543  
GAIPSEFIPAIEKGVREKMENGILAGFPMTDMLVAVYDGSYHEVDSSEIAFKIAGSLALE  602

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +A K++   LLEP +   +  P E++     D     A I++ + K    V     
P   
Sbjct  603  
EAAKKADMVLLEPIMKIEVSTPDEFMGDIIGDLSSKRAQIQSTEKKGVMTVIDALAPLAE  662

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y T L   + GR+    E   Y+
Sbjct  663  LSGYATKLRSISQGRASFYMEPSHYE  688

>EFQ04402.1 translation elongation factor G [Megasphaera 
micronuciformis 
F0359]
Length=675

 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 185/667 (28%), Positives = 310/667 (46%), Gaps = 
71/667 (11%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAATTAHWKDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       +P + 
FIN
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYKVPRIAFIN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADII--------------IKQTVSLSPEIV---
LEENTD  171
            K+D  G D  + V  ++D+L A+ +              I   V++  EI    L 
+  D
Sbjct  121  
KMDTTGADFLNCVDMMKDRLQANAVAIQLPIGAENDFTGIVDLVTMKAEIYGDDLGKQID  180

Query  172  I-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            I           E +     +A+ E +D L+EKY+ GE +S ++L +  ++ V   



++FP
Sbjct  181  
IVEIPDDMKDQAEEYHQIMVEAICETDDALMEKYLEGEELSVDELKKAIRKAVVTNAMFP  240

Query  216  VYYGSAKKGLGIQPLMDAVT-----------------GLFQPIGEQGS--
AALCGSVFKV  256
            V  GSA K  G+Q L+DAV                  G  +P   +           
FK+
Sbjct  241  
VLCGSAYKNKGVQMLLDAVVDYMPSPLDIPPVAGIIPGSEEPAERKADDKEPFSALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR--------
TDTA  308
                   +  + R+YSGTL        AG      T+ +    G I+R          
TA
Sbjct  301  MADPFVGKLAFFRVYSGTLD-------
AGTYVFNSTKGKKERVGRILRMHANHREEVQTA  353

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I  I+        D L D          E P P++   + PKT A +E++  
AL +
Sbjct  354  
YTGDIGAIVGLKDTTTGDTLCDEKNPIILEKMEFPEPVISVAVEPKTKADQEKMGVALAR  413

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  + + D+ T + I+S +G + L+++   ++ ++K+E  V +P V Y E   
K 
Sbjct  414  
LAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMAREFKVEANVGKPQVAYRETIRKT  473

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +    L + P   G+G ++E+++  G + + +  +V  G+
+  +
Sbjct  474  
VKQEGRFVRQSGGRGQYGDCWLELIPQEPGAGFEFENKIVGGAIPREYIGSVEAGVKEAM  533

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K+    G Y+   S+   F+    +  ++  +++   LLEPY+   
+
Sbjct  534  
ETGVLAGFPMVDIKVVVFDGSYHDVDSSEMAFKIAGSMGFKEGARKADPVLLEPYVKVEV  593

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++Y+     D       ++  +++         +P   +  Y TDL   T GR 
V  
Sbjct  594  
VVPEDYMGDVIGDLNSRRGRVDGMEMRSGAEHINAFVPLAEMFGYATDLRSKTQGRGVYT  653

Query  605  TELKGYQ  611



                 Y+
Sbjct  654  MTFDHYE  660

>WP_025976279.1 elongation factor G [Brevundimonas naejangsanensis]
 ANF54617.1 translation elongation factor G [Brevundimonas 
naejangsanensis]
Length=692

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 301/667 (45%), Gaps = 
59/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILFYTGKNHKMGETHDGASTMDWMDQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K  
+P +
Sbjct  72   
WKEKRLNIIDTPGHVDFTIEVERSLRVLDGAVTVLDGNAGVEPQTETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDIE  173
            +F+NK+D+ G D +  V+S+RD+L A  +           +K  + L     L   
TD  
Sbjct  132  
VFVNKMDKIGADFEKSVESIRDRLGAKAVPIQLPIGSESNLKGVIDLVEMKALVWETDQV  191

Query  174  AW-----------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                     D  +E +D+ +E Y+ GE  S E L R  ++ 
V  
Sbjct  192  
GASADVRDIPADLADAAAEARQYLVDNAVEIDDEAMEAYLGGEEPSVEVLKRCIRKAVIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGS--
AALCG  251
             + +P+  GSA K  G+QPL+DAV                     +P   Q S   
AL  
Sbjct  252  
GAFYPILCGSAFKNKGVQPLLDAVVDYLPSPVDIPAIPGIDFKTEEPTSRQASDDEALSV  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG +    ++  + R+K  ++  M +           
AY 
Sbjct  312  



LAFKIMDDPFVGSITFCRVYSGKMETGQSLLNSSRDKRERVGRMLLMHSNNREDIKEAYA  371

Query  311  GEIVILPS-DSVRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            G+IV L      R  D L DP + P    + E P P++   + PKT A +E+L  
AL +L
Sbjct  372  
GDIVALAGLKETRTGDTLCDPLKSPVILEKMEFPAPVIEIAVEPKTKADQEKLGVALAKL  431

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP      D  + + IL  +G + L++   +L   YK+E  +  P V Y E   
+ A
Sbjct  432  
ASEDPSFTVSTDHESGQTILKGMGELHLDIKIDILKRTYKVEATIGAPQVAYRESISRKA  491

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + L   P   GS   +ES +  G + + +   V  G++   
+
Sbjct  492  
EIDYTHKKQTGGTGQFARVKLVFEPGEPGSDFVFESAIVGGAVPKEYIPGVEKGLKSAKD  551

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             GL  G+ V D K     G ++   S+   F   +     +  ++ G +LLEP ++  
+ 
Sbjct  552  
NGLLAGFPVIDVKATLIDGAFHDVDSSVLAFEIASRAAFRELKEKGGPKLLEPIMAVEVV  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EYL     D       I+   ++ + VV    +P   +  Y   L   + GR+    
Sbjct  612  
TPEEYLGSIIGDLNGRRGMIQGQDMRGNAVVVNAFVPLANMFGYVNTLRGMSQGRAQFTM  671

Query  606  ELKGYQA  612
            +   Y+A
Sbjct  672  QYDHYEA  678

>WP_019006422.1 elongation factor G [Cohnella laeviribosi]
Length=691

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   



NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-------------------------
IIKQTVS  159
             ++NK+D  G D  SVV+ +R++L A+                          I K  
+ 
Sbjct  132  
AYVNKMDIIGADFLSVVKDMRERLQANAVAIQLPIGAENDFVGMVDLIERVAYIYKDDLG  191

Query  160  LSP---EIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              P   EI  +     E   +E  + V E +++L+ KY+ GE ++ E++ R  ++   
+ 
Sbjct  192  
KEPIKSEIPADLVDKVEELRLELVEKVAELDEELMMKYLEGEELTVEEIKRALRKGTVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGSV  253
             +FPV  GS+ +  G+Q ++DAV             +   E G+                
Sbjct  252  
KIFPVVCGSSYRNKGVQLMLDAVVDYLPAPTDIPDIKGTLEDGTETTRKSSDDEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMSDPFVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A ++R
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKHPVILESMTFPEPVIQLAVEPKTKADQDRMAIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LQKLAEEDPTFRAHTDEETGQTIISGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +   PL  GSG  +E+++  G + + +   V+ 
GI 



Sbjct  485  
RKSAKVEGKFVRQSGGRGQYGHVWIEFEPLEPGSGFVFENKIVGGVVPKEYIGPVQAGIE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D K     G Y+   S+   F+    + L+ A  +    
LLEP + 
Sbjct  545  
EAMKNGVLAGYPVVDIKATIFDGSYHDVDSSEMAFKIAGSLALKAAKDKCDPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE +  +   V+   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGMISSRRGRIEGSDSRHGAVIVRAKVPLAEMFGYSTVLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>WP_098484328.1 elongation factor G [Georgenia soli]
 PFG40413.1 translation elongation factor 2 (EF-2/EF-G) [Georgenia 
soli]
Length=700

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 186/679 (27%), Positives = 323/679 (48%), Gaps = 
77/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCFWHDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ D+L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFFFTVKTIEDRLKATPLVMQIPIGSESDFQGVVDLVNMRALTWRG  190

Query  163  EIVLEENTDIEA----------------



WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+ + E+ ++E                  +AV E +++LLEKY+ GE ++ E++ +  
+ 
Sbjct  191  
EVKIGEDYEVEEIPADLQDKAEEYRAKLIEAVAETDEELLEKYLGGEELTVEEIKKGVRA  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQGSAA-------  248
                   +PV+ GSA K  GIQP++DAV                 +G++ +         
Sbjct  251  
LTVAGDAYPVFCGSAFKNKGIQPMLDAVIDFLPSPLDVPAVQGHAVGDEETVVERHPNEK  310

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
                   FKV       +  Y+R+YSGT+     V  + + +K +I +M      +    
Sbjct  311  
DPFSALAFKVASHPFFGKLTYVRVYSGTVAQGAQVMNSTKGKKERIGKMFQMHSNKENPI  370

Query  306  DTAYPGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + A+ G I       + L DV  GD       P  L    +   P P++   I 
PKT   
Sbjct  371  EVAHAGHIYAF----IGLKDVTTGDTLCAIDAPVILESMTF---
PEPVIHVAIEPKTKGD  423

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +LA+ DP     +D  T + ++  +G + L+++   +  ++K+E  V  
P 
Sbjct  424  
QEKLGTAIQKLAEEDPTFSVRLDEETGQTVIGGMGELHLDILVDRMRREFKVEANVGAPQ  483

Query  418  VIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG--
VQYESRVSLGYLNQS  472
            V Y E   R ++   +T   +   +  +A + ++  PL    G   ++E++V+ G 
+ + 
Sbjct  484  
VAYRETIRRAVEKVDYTHKKQTGGSGQFAKVQVTFQPLDTSEGELYEFENKVTGGRIPRE  543

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI+  L+ G L G+ +   K     G Y+   S+   F+    +VL++ 
++++
Sbjct  544  
YIPSVDAGIQDALQNGVLAGYPMVGVKAILLDGAYHDVDSSEMAFKIAGSMVLKEGVRKA  603

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+EY+     D       I++ +      V    +P   +  
Y  
Sbjct  604  
DPALLEPMMDVEVRTPEEYMGDVIGDLNSRRGMIQSMEDASGVKVVRALVPLSEMFGYVG  663

Query  592  DLAFYTNGRSVCLTELKGY  610



            DL   T GR+V   +   Y
Sbjct  664  DLRSKTQGRAVYSMQFDSY  682

>SIT92670.1 small GTP-binding protein domain-containing protein 
[Edaphobacillus 
lindanitolerans]
Length=644

 Score = 259 bits (662),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 174/608 (29%), Positives = 286/608 (47%), Gaps = 
22/608 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + AI   G V+      D+  +E+ RGIT+ A    
FQ+
Sbjct  8    
IGVLAHVDAGKTTFSEQLLYHTEAIRRRGRVDHRDAFLDSHEIEKNRGITVFADQAVFQY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R+  V+D AI+++SA DGV+  T  ++  L K  
+P  +
Sbjct  68   
NGTDYTLIDTPGHVDFSPEMERATGVMDAAIVIVSAADGVEGHTETVWELLGKQGVPAFL  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+ G D Q V+  +R  LS D  +           L++    E  + + E 
+++L
Sbjct  128  FLNKTDREGADPQQVLTGIRSSLSEDAFL-----------
LDDGLTSELAEWIAERDEEL  176

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+++  +    E  +   +R + +  +FPV  GSA K  GI   +  +  L +   
+Q 
Sbjct  177  LERFV-
DDRYDEEVWIAAMRRMIAERRIFPVMTGSALKDTGIVEFLGWLDLLTETAWDQ-  234

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A     V+K+ + D GQR  +L+L +G L +RD   L G E  KIT++R  +       
Sbjct  235  DAPFAARVYKIRHDDSGQRVTFLKLLAGRLSVRDEFTLHG-
EAEKITQIRRYNGHRYEAR  293

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY GE++ +         +++G        R     +P L  ++    +     
+L  
Sbjct  294  DAAYAGELIAVTGLSGAHAGEIMGGAG----
SRAGFTLIPSLSASVRFDPSIPATDMLGH  349



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              +L   DP L    D  + EI +  +G++QL+V+  ++ E++  E    EPS++Y 
E  
Sbjct  350  
FRKLDAEDPSLSVVWDESSREIRVRVMGKIQLDVLKEVVKERFGTEISFGEPSILYKETI  409

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              A +   H E  P   ++ + L + P   G+G+ +ES      L   +QN V   
+   
Sbjct  410  RSAVNGYGHFE--
PLRHYSEVHLRIEPAGRGTGISFESECHPNALAPGYQNLVGQTLTEK  467

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
              +G L G  +TD KI    G  ++  +   DFR  +   L Q L+++   LLEP     
Sbjct  468  
PHRGILAGAPLTDLKITLTNGRAHNEHTAGGDFREASLRALRQGLEKADNVLLEPVYDVK  527

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
                 + + R   D  +     E  +      +  G +P      Y    A +TNG
+   
Sbjct  528  
AKVSPDQMGRVLSDIQQAHGRFEAPEQAGGAALIKGRVPVATFMDYPAAFASFTNGKGTL  587

Query  604  LTELKGYQ  611
                 GY+
Sbjct  588  SLRPGGYE  595

>WP_061800844.1 GTP-binding protein [Bacillus circulans]
 PAD23615.1 GTP-binding protein [Bacillus circulans]
 PAD87450.1 GTP-binding protein [Bacillus circulans]
Length=646

 Score = 259 bits (662),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 177/609 (29%), Positives = 297/609 (49%), Gaps = 
21/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I++ G V+   +  D+  +E+QRGIT+ A     
+ 
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSITKRGRVDHKNSFLDSHIIEKQRGITVFADQGIIEH  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++ LRK  
IPT  



Sbjct  65   
GDSTYYLIDTPGHIDFSPEMERAIQVMDFAIVIISAVEGIEGHTETVWNLLRKHQIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D   V++ +R + + D+      SL    + EE  +      + E 
+++L
Sbjct  125  FINKTDRTGADAARVLEEIRSQFTTDVY--DISSLDNSSMSEEQIEF-----
IAERDEEL  177

Query  186  LEKYIAG--EPI-
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            L+ Y+    +PI   EK+    Q  +  + LFP  YGSA + +GI+   D    L 
+ I 
Sbjct  178  LDYYMDNGYQPILWMEKI----
QEMIISSRLFPCGYGSALQDIGIKEFFDQFHQLTKTIY  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
             +      G VFK+ Y   G R  +L+  SGTL +RD +        KIT++R  +  
+ 
Sbjct  234  RK-
DQPFAGRVFKIRYEQGGTRITFLKAISGTLHVRDELPYGDGMVEKITQIRKYNGKQF  292

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             + +    GEI  +   +     ++GD      ++   + +P LR+ +  +    +
+ +L
Sbjct  293  QQVNEVGAGEIFAVTGLT---
EAIVGDGVGAMLEKAVYELVPTLRSKVVVEDGVNKKEVL  349

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L+   +    +I L  +G++QLEV+  L+ E++ L     +P +
+Y E
Sbjct  350  
KLFRILEAEDPSLQITWEEKQQDIHLHVMGKIQLEVLQELVLERFSLNVHFGQPEILYKE  409

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                A     H E  P   +A + L + P    +G+ +ESR     L+ + Q+ +   
+ 
Sbjct  410  TIETATVGYGHFE--
PLRHYAEVHLRIEPGKRNTGITFESRCHTDDLSIANQHLICQHLF  467

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G  +TD K+    G  ++  +   DFR      L Q L++   
+LLEPY +
Sbjct  468  
ERDHHGILTGSPLTDIKVTLLTGRAHNKHTHGGDFREATFRALRQGLEKVQNRLLEPYYA  527

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



            F +    E + R   D        +T +   ++ + TG+ P      Y T LA +T 
G+ 
Sbjct  528  
FKIKVAIEQMGRVLADIQMAHGAFDTPETIDNKAIITGKAPVATFMEYSTILASFTQGKG  587

Query  602  VCLTELKGY  610
                   GY
Sbjct  588  QLSFTFAGY  596

>WP_088849920.1 elongation factor G [Streptococcus pneumoniae]
 SNK94409.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   + E   Y+
Sbjct  659  SASQGRGTFMMEFDHYE  675

>OGD50788.1 translation elongation factor G [Candidatus 
Beckwithbacteria 
bacterium RIFCSPHIGHO2_12_FULL_49_13]
 OGD58441.1 translation elongation factor G [Candidatus 
Beckwithbacteria 
bacterium RIFCSPLOWO2_02_FULL_49_12]
 OGD59558.1 translation elongation factor G [Candidatus 



Beckwithbacteria 
bacterium RIFCSPLOWO2_01_FULL_49_47]
 OGD65371.1 translation elongation factor G [Candidatus 
Beckwithbacteria 
bacterium RIFOXYD1_FULL_50_11]
Length=720

 Score = 261 bits (666),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 203/705 (29%), Positives = 329/705 (47%), Gaps = 
91/705 (13%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT+ D M  E++RGITI 
+A T+
Sbjct  18   
IRNIGIIAHIDAGKTTTTERVLFYTGKSYKIGDIDEGTTQMDWMEQEKERGITIMSAATT  77

Query  63   FQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
              W             ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q
+  +
Sbjct  78   
TFWTPTNVGAVPQEEHRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETV  137

Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------------------  154
            +H   K  +P + F NK+D+ G D  + V  +R+KL A  +I                  
Sbjct  138  
WHQADKYKVPRICFANKMDKLGADFFATVADIREKLGAHPVILALPIGAESSFKGVVLLL  197

Query  155  --KQTVSLSPEIVLEEN-TDIEA-------------
WDAVIENNDKLLEKYIAGEPISRE  198
              K  +  S E   E + TD+ A              + + E++DKLL K++ GE  
+ E
Sbjct  198  
EQKALIWKSDETGAEYDVTDVPADMTDEVKKYRGQLIEQISEHDDKLLAKFLEGEEPTVE  257

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQ--  244
            +L +  ++      L P + GS+ +  G+QPL+DAV               F P  
++  
Sbjct  258  
ELKKALRKATLAYKLVPTFCGSSLRNKGVQPLLDAVVDYLPSPVDVPDIVGFDPKTKEEL  317

Query  245  -----
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                   A      FKV+      R  Y+R+YSGTL        AG   L  T+ +    
Sbjct  318  TRPNDKKAPFSALAFKVQTDPHVGRLTYIRVYSGTLP-------
AGSYALNSTKGKKERV  370

Query  300  GEIV--------RTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347



            G ++            AY GEIV ++        D L D   P  L    + E   
P++ 
Sbjct  371  GRLLLMHANTREEISQAYAGEIVAVVGLKDTTTGDTLCDEQNPIILEGISFTE---
PVIS  427

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I PKT A +E++  AL +LAD DP    + D  T + I+S +G + LE++   +  
++
Sbjct  428  
LAIEPKTKADQEKMGLALNRLADEDPTFTIKSDPETGQTIISGMGELHLEILVDRMKREF  487

Query  408  KLETVVKEPSVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            K+E     P V Y E     A +   +I +      +    + V P   G G ++ 
S V+
Sbjct  488  
KVEANTGRPQVAYKETITATAEAEGKYIRQSGGRGQYGHCFIRVEPKDRGEGYEFVSEVT  547

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + F  AV  G++  +  G+  G+ + D K     G ++   S+   F+    
I L
Sbjct  548  
GGAIPREFIPAVEKGVKEAMANGVIAGFPLVDVKAAVYDGTFHDVDSSEVAFKIAGSIAL  607

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            + A+K++   LLEP +   +  P++++     D       +   + +   ++ T  
+P  
Sbjct  608  
QAAIKQASPVLLEPIMKIEVSTPEQFMGEVIGDLSSKRGQVLGTKKRGQVLLITALVPLA  667

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             +  Y T L   T GR+    E   Y+     + Q +IQ ++P++
Sbjct  668  EMSQYATILRSMTQGRASFYMEPSHYEVVPDNIAQGIIQKQKPDA  712

>WP_068125554.1 elongation factor G [Rhodothermaceae bacterium RA]
 ARA91783.1 elongation factor G [Rhodothermaceae bacterium RA]
Length=699

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 194/669 (29%), Positives = 313/669 (47%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G +   G V +G    D M  E++RGITI +A 
T+  
Sbjct  15   
NIGISAHIDAGKTTTTERILFYTGRLHRMGEVHEGGATMDWMEQEKERGITITSAATTCF  74



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV R+L VLDGAI +  A  GV+ Q+  ++  + K  
+P +
Sbjct  75   
WKDHRINIIDTPGHVDFTVEVERALRVLDGAIALFCAVGGVEPQSETVWRQMNKYKVPRI  134

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLSPEIVLEENTD  171
             F+NK+D+ G + +  +  +R++L A+ I  Q              + L+  I+  
+ T 
Sbjct  135  
AFVNKMDRTGANFEGAINQMRERLKANPIPVQIPIGEGDMFRGVIDLILNKAIIWHDETQ  194

Query  172  IEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
               WD                     AV E+ND+LL KY+ GE I+ +++    +     
Sbjct  195  
GATWDEIDIPPDLQKEARHWRIHLLEAVAEHNDELLMKYLEGEEITSDEIRAVVREATIA  254

Query  211  ASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAALCG  251
              + PV+ GSA K  G+Q L+D              VTG      E        +A    
Sbjct  255  
LDITPVFCGSAFKNKGVQRLLDGVIDYLPSPADLPPVTGHKPDTDEPDTRPHDPNAPFSA  314

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-KITEMRIPSKG--
EIVRT  305
              FK+       +  + R+YSGTL     V  A  G RE++ +I  M   S+   E
+VR 
Sbjct  315  
LAFKIMTDPYVGKLTFFRVYSGTLEKGSYVWNATTGKRERIGRILFMHANSREDVEVVRA  374

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I   +    V+  D L DP         E P P++R  I PKT A  +
+L   
Sbjct  375  -----
GDIAAAVGLKDVKTGDTLCDPDHPIVLEKMEFPEPVIRIAIEPKTKADSDKLGVG  429

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  430  
LQKLAEEDPTFQVSTDEETGQTIIAGMGELHLEIIVDRLRREFKVEANVGKPQVAYREAI  489

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R     ++T   +      +A + +  +PL  G+G ++ + +  G + + F  +V  
GI+
Sbjct  490  
RATVDETYTHKKQTGGRGQFAHVQIEFSPLEGGTGFEFVNDIVGGAIPKEFIPSVEKGIK  549



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+QG L G+ V   K     G +++  S    F     +    A +++   L
+EP ++
Sbjct  550  
SALDQGPLAGYPVEGVKARLYDGKFHAVDSDQISFEIAGRMAFRNAARKARPVLMEPIMA  609

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE+   + D  V    +P   +  Y TD+   T 
GR+
Sbjct  610  
VEVVTPEEYMGDVIGDLNSRRGRIESMGQRGDAQVIKALVPLSEMFGYSTDMRSITQGRA  669

Query  602  VCLTELKGY  610
            +   +   Y
Sbjct  670  IYSMQFDHY  678

>WP_016250284.1 elongation factor G [Enterococcus cecorum]
 EOX19503.1 elongation factor G [Enterococcus cecorum DSM 20682 = 
ATCC 43198]
 ESK60760.1 elongation factor G [Enterococcus cecorum DSM 20682 = 
ATCC 43198]
 KLO68780.1 elongation factor G [Enterococcus cecorum]
 KLO71427.1 elongation factor G [Enterococcus cecorum]
 OJG31727.1 elongation factor G [Enterococcus cecorum DSM 20682 = 
ATCC 43198]
 OUN49374.1 elongation factor G [Enterococcus cecorum]
 OUZ14492.1 elongation factor G [Enterococcus cecorum]
Length=694

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 196/667 (29%), Positives = 310/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V+++ D+L A+                I   V +  EI   



+  
Sbjct  132  
VFANKMDKIGADFLYSVRTLHDRLQANAHPIQIPIGAEDSFTGIIDLVKMKAEIYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E +++L  KY+ GE I+ ++L    +R     
Sbjct  192  
TEIEETEIPEDYRELAEEWHEKLVEAVAETDEELTMKYLEGEEITEQELKEGIRRATTAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
EFYPVLCGSAFKNKGVQLLLDAVIDYLPSPLDIPAIKGIDPKTDEEVTRPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVQNATKGKRERVGRILQMHANSRSEI---SEV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQVAIEPKSKADQDKMSIALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNQETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRSA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEVGLKDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S+   FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPMVDIKAKLYDGSYHDVDSSETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL             +E  + + +  V    +P   +  Y T L   T GR 
V  



Sbjct  609  
VVPEEYLGDVMGHVTARRGRVEGMEARNNSQVVRAMVPLAEMFGYATTLRSATQGRGVFT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_075333891.1 elongation factor G [Pseudonocardia sp. Ae717_Ps2]
 OLM33694.1 Translation elongation factor G [Pseudonocardia sp. 
Ae717_Ps2]
Length=700

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 184/675 (27%), Positives = 324/675 (48%), Gaps = 
88/675 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGGATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  72   
TCFWKNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYNV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    +Q+++D+L+A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFYFTIQTIKDRLNATPLPLQIPIGSENDFIGVVDLVEMRALTWRG  191

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
+R
Sbjct  192  
EVAKGEDYTVEEIPAELQAKAEEYRTQLIEAVAETDDELMELYLGGEDLTVEQIKNGVRR  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V D + +PV  GSA K  G+QP++DAV                          +P  
++
Sbjct  252  
LVNDRAAYPVLCGSAFKNKGVQPMLDAVIDYLPSPYDVPPVEGFLTDGETPASRKPSKDE  311

Query  245  



GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              +AL    FK+       +  Y+R+YSG +        AG + +  T+ R    G
++ +
Sbjct  312  PFSALA---FKIAAHPFFGKLTYIRVYSGQV-------
AAGAQVINSTKDRKERIGKLFQ  361

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        D L DP           P P+++  + 
PK+ 
Sbjct  362  
MHSNKENPVDEAVAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSK  421

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  +  +D  T + I++ +G + LEV+   +   YK+E  
+ +
Sbjct  422  
ADQEKLSLAIQKLAEEDPTFQVSLDDETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGK  481

Query  416  PSVIYMERPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLN  470
            P V Y E   KA     +T   +   +  +A + + + PL+ G G   ++E++V+ 
G + 
Sbjct  482  
PQVAYRETIKKAVEKFEYTHKKQTGGSGQFARVIIKLEPLTSGDGALYEFENKVTGGRVP  541

Query  471  QSFQNAV----
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            + +  +V    +D ++YG++    G+ V   K+    G Y+   S+   F+    +  
++
Sbjct  542  REYIPSVDAGAQDAMQYGIQA---
GYPVVGVKLTLLDGQYHEVDSSEMAFKVAGSMAFKE  598

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A +++   +LEP ++  +  P++Y+     D       I+  + +    V    +P   
+
Sbjct  599  
AARKASPAILEPMMAVEVMTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKATVPLSEM  658

Query  587  QAYRTDLAFYTNGRS  601
              Y  DL   T GR+
Sbjct  659  FGYVGDLRSRTQGRA  673

>WP_010053699.1 elongation factor G [Carnobacterium maltaromaticum]
 KRN87889.1 elongation factor G [Carnobacterium maltaromaticum]
Length=694

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 314/674 (47%), Gaps = 
71/674 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHDGGAQMDWMDQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+
Sbjct  70   
TAEWNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F+NK+D+ G D    V ++ D+L A+                I   + +  
EI  +
Sbjct  130  
PRIVFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEIYED  189

Query  168  E------NTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +        DI A        W     +AV E ++ L+ KY+ GE ++ +++V+  
+   
Sbjct  190  
DLGNNIREEDIPADYQELANEWRDKLIEAVAETDEDLMMKYLEGEELTNDEIVKAIREAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE------
QGSAAL  249
              A  +PV  GSA K  G+Q ++DAV             TG      E         
A  
Sbjct  250  
VKAEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVPAITGTVPGTEEVVARPADDDAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSGTL     V  A    RE++ +I +M   S+ 
EI   
Sbjct  310  
AALAFKVMTDPFVGRLTFFRVYSGTLNGGSYVKNATKGKRERIGRILQMHANSRNEI---  366

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR--WRED---
PLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K+    E    P P+++  I PK+ A 
+++
Sbjct  367  PVVYSGDI----
AAAVGLKDTTTGDTLCDEKQEVILESMIFPEPVIQVAIEPKSKADQDK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P 
V Y



Sbjct  423  
MGIALQKLAEEDPTFRAETDQETGETIIAGMGELHLDIIVDRMRREFNVEASVGAPQVSY  482

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV+
Sbjct  483  
RETFRGSTEAEGKFVRQSGGKGQYGHVWIEFTPNEEGKGFEFENAIVGGVVPREYIPAVK  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   LE G L G+ + D K     G Y+   S    F+  A + L+ A K++   
+LE
Sbjct  543  
AGLEGALENGVLAGYPLVDIKAKLYDGSYHDVDSNEMAFKVAASMALKNAAKKANPVILE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P ++  +  P++YL             IE  + + +  +    IP   +  Y T L   
+
Sbjct  603  
PIMAVEITVPEDYLGDVMGHVTARRGRIEGTETRGNAQIVQSMIPLSEMFGYATTLRSAS  662

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  663  QGRGTFSMTFDHYE  676

>WP_026072930.1 elongation factor G [Nodosilinea nodulosa]
Length=691

 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 184/678 (27%), Positives = 310/678 (46%), Gaps = 
83/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI AH+DAGKTT TE +L+ SG + + G V  GT  TD M  ER+RGITI 
AA  
Sbjct  9    
QIRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
STTWRDHQINILDTPGHVDFTIEVERSMRVLDGVIAVFDSVGGVQPQSETVWRQANRYSV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D+ G D   V   +RD+L A+ +  Q               V++   



I  +
Sbjct  129  
PRIAFVNKMDRTGADFFKVCGQLRDRLDANAVPVQIPVGTEGSFQGVVDLVAMRARIYHD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+T+I A              +AV E +D L+EKY  G+P+S  +++   
++  
Sbjct  189  
DLGQNFEDTEIPADVLDVAEEYRAKLVEAVSETDDTLMEKYFEGQPLSSNEIMTALRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ PV  GSA K  G+Q L+DAV                 P GE         
A L 
Sbjct  249  
VKGTIVPVLCGSAFKNKGVQLLLDAVVDYLPSPIEVPPIQGHLPNGEIAERPADDDAPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLQKGSYIYNATKDKKERISRLIVLKADDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +     + G+ +  P+  + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAIGLKETFTGDTICDPAQPIVLESLY-------------
VPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R   +  T++ +++ +G + L+++   +  ++K+E  
+  
Sbjct  415  
QDMDKLGKALQSLSEEDPTFRVSTNPETNQTVIAGMGELHLDILVDRMLREFKVEANIGA  474

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R   +A      +      +  + + V P   GSG ++ S++  G + 
+ +
Sbjct  475  
PQVAYRETIRKSTSAEGKFIRQSGGKGQYGHVVVDVEPADEGSGFEFASKIVGGTIPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
             +    G++   E G+  G+ V D K+    G Y+   S+   F+    + +++A+ 
++ 
Sbjct  535  
ISPAEQGMKEACESGILAGYPVIDLKVTLVDGSYHDVDSSEMAFKIAGSMAMKEAVLKAS  594

Query  533  



TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P+++L     D       IE    +      T  +P   +  
Y TD
Sbjct  595  
PVLLEPIMKVEVEVPEDFLGDVMGDLNSRRGQIEGMGTEVGVAKVTAHVPLAEMFGYATD  654

Query  593  LAFYTNGRSVCLTELKGY  610
            +   T GR +   E   Y
Sbjct  655  IRSKTQGRGIFSMEFSHY  672

>WP_098658366.1 GTP-binding protein [Bacillus megaterium]
 PFW52858.1 elongation factor G [Bacillus megaterium]
 PGQ98897.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 259 bits (662),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 181/640 (28%), Positives = 311/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS  ++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEGLI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPSASGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYAKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295



Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L+      
+++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFESSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEKRTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQGAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>WP_079427565.1 GTP-binding protein [Clostridium oryzae]
 OPJ57906.1 tetracycline resistance protein TetM [Clostridium 
oryzae]
Length=650

 Score = 259 bits (662),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 193/640 (30%), Positives = 314/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT TE LLY +    + G V+      D+  LE++RGITI A     



++
Sbjct  5    
IGILAHVDAGKTTFTEQLLYNTKTTRKLGRVDHKDAFMDSHELEKERGITIFADQAVIEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  I+DTPGH+DF AE+ R++ V+D AI++ISA +GV+A T  ++  LR  
+IPT  
Sbjct  65   
DGDSYYIIDTPGHVDFSAEMERAVQVMDYAIIIISAVEGVEAHTETVWRILRNHHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENNDK  184
            FINKID+AG D++  +  +R+ L+ D      V++      + N   EA+ + + + 
++K
Sbjct  125  FINKIDRAGADVERTILDIRENLTED-----AVNIDD---
FQNNYISEAFMEFMADRDEK  176

Query  185  LLEKYIAGEPISREKLVREEQRR--
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            LL +++ G   + E  V  +  +  ++   LFP   GSA    GI         L  
P  
Sbjct  177  LLNEFLNG---NVEMGVWNDALKLMIKGCRLFPCCSGSAINNKGIMEFFHKFHFL-
SPTE  232

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---AGRE-
KLKITEMRIPS  298
                      V+K++Y +   R  Y+++ SG L++RD ++     G E   K+T
+MRI +
Sbjct  233  
YITENEFSARVYKIKYDENNVRVTYMKILSGCLKVRDEISFRTTDGEEITEKVTQMRIYN  292

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI------A  351
              +      A  G+IV +    S +  D +G    L  K   E  +P L++ +       
Sbjct  293  GKKFGVVAYAEAGKIVGVTGISSAQAGDGIG---TLHDKAIYE-
MVPTLKSRVIYPMEMN  348

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK A +  R+L+A       DP L    +    E+ +S +G +QLEV+  L+ E+
+K   
Sbjct  349  PKDALRCFRILEA------
EDPALNVNWEEKLQELNISVMGIIQLEVLEKLVDERFKFNV  402

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               +P ++Y E      +   H E  P   +A + + + P     G+ +ESR  +  
L+ 
Sbjct  403  SFGKPEILYKETITSEVAGCGHFE--
PLKHYAEVHIVLQPNGRNKGITFESRCHVDDLSL  460

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530



            +FQN V+  I      G+  G  +TD K+    G  +   ++  DFR      L 
QAL++
Sbjct  461  
NFQNLVKQHIFEKEHHGILTGSPITDIKVILTNGRSHLKHTSGGDFREATFRALRQALEK  520

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEPY  F +    E++ R   D  K   + +  +   ++++ TG++P      
Y 
Sbjct  521  
ADNILLEPYYLFKIKVSIEHMGRVLSDIQKSKGSFKEPESDGNKLIVTGKVPVINFIDYS  580

Query  591  TDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            T+LA +T G+        GY      Q VI+ ++ N   D
Sbjct  581  TELAEFTQGKGSINLNFGGYDICHNQQEVIEAKQYNKDAD  620

>OQW63950.1 translation elongation factor G [Nitrospira sp. ST-bin4]
Length=693

 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 313/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  ER+RGITI AA 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGMTHKMGEVHEGAATMDWMEQERERGITITAAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+    +  GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDKRINIIDTPGHVDFTIEVERSLRVLDGAVAAFDSVQGVEPQSETVWRQADKYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADII-------------------------------  153
             ++NK+D+ G D  + VQS+ D+L A+ +                               
Sbjct  132  
AWMNKMDRIGADFYASVQSIIDRLGANPVPIQIPIGRETEYRGSVDLVSMKGYFYDDETL  191

Query  154  -IKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              K  +   P  +LE+  +   +  +AV E +D+++EKY+ G P++ E++ R  +     
Sbjct  192  
GAKYKIDEIPANLLEQAKEYREKMLEAVAEFDDQVMEKYLNGHPLTEEEVRRAIRAATIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCG  251
              + PV  GSA K  G+Q L+DAV              G+    G++       S     



Sbjct  252  
MKVIPVVCGSAFKNKGVQQLLDAVVDYLPSPLDVPPVKGIDPNTGKEVLRKPSDSEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       + V+ R+YSG L+       V    RE++ ++ +M    + EI   
D 
Sbjct  312  
LAFKLMTDPFAGQVVFFRVYSGMLKTGSPVLNVTKGTRERVGRLLKMHANKREEI---DI  368

Query  308  AYPGEIV-ILPSDSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            AY G+IV  +        D L    +P  L   ++   P P++   I PKT   +E
++  
Sbjct  369  AYAGDIVAAVGLKGATTGDTLSEEKEPVLLEVMKF---
PEPVIAMAIEPKTKQDQEKMGF  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  T + I++ +G + LE++   +  ++K+E  V +P V 
+ E 
Sbjct  426  
ALQKLAQEDPSFRVRTDEETSQTIIAGMGELHLEIIVDRMLREFKVEANVGKPEVAFRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R  +A +  +  +      +  + LSV P   G G ++ +++  G + + F  
AV  G
Sbjct  486  IRRKAEAEAKYVK-
QTGGRGQYGHVVLSVEPSESGKGFEFVNKIVGGVIPKEFIPAVEKG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L+ G+  G+ + D ++   YG Y+   S    F+    +    A K +   
LLEP 
Sbjct  545  
VKERLDAGVIAGYPLRDVRVTLTYGSYHDVDSNEMAFKIAGSMAFADACKRADPVLLEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  PQ+++     +       ++  +V+         +P   +  Y TDL   
T G
Sbjct  605  
MKVEVLVPQDFMGDVIGNLNGRRGKVQGMKVRAGAQAIDASVPLSEMFGYATDLRSRTQG  664

Query  600  RSVCLTELKGY  610
            R+    E   Y
Sbjct  665  RATYSMEFDRY  675

>WP_008232939.1 elongation factor G [Richelia intracellularis]
 CCH66936.1 Translation elongation factor G [Richelia 
intracellularis HH01]
Length=692



 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 200/685 (29%), Positives = 321/685 (47%), Gaps = 
61/685 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KIRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   +VNI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWQDHQVNIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVL-  166
            P ++F+NK+D+ G +   V++ VR+ L A+ I  Q               V +   
I   
Sbjct  129  
PRIVFVNKMDRTGANFYRVLEQVRNNLRANAIATQLPIGSENEFQGIIDLVKMCAYIYSN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D+L+ KY  GE +  +++ R  
++ V
Sbjct  189  
DQGTDIQQTDIPDEMRDLVEDYHTKLVEAVAETDDELMSKYFEGEELKEQEICRALRQGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----QGS--------------
AALC  250
               ++ P+  GSA K  GIQ L+DAV        E    QG+              
A L 
Sbjct  249  
LTGTIVPMLCGSAFKNKGIQLLLDAVVDYLPSPTEVPPIQGTLPDGGNTERYADDDAPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK+   D   R  ++R+YSG L+    +  A + +K +I  + +    E +  
D  +
Sbjct  309  ALAFKI-
MADPYGRLTFIRVYSGILKKGSYIYNATKGKKERIARLVVMKADERIDVDQLH  367

Query  310  PGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G++       V L  D L D            P P++   + PKT    ++L  
AL  L
Sbjct  368  
AGDLGAAVGLKVTLTGDTLCDKEYPVVLESLYVPEPVISVAVEPKTKNDMDKLSKALQIL  427



Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            ++ DP  R  + S T++ I++ +G + LE++   +  ++K+E  +  P V Y E   
KAA
Sbjct  428  
SEEDPTFRVSIASETNQTIIAGMGELHLEILIDRMLREFKVEANIGAPQVAYRETVRKAA  487

Query  429  SHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            +      +  +      G   +++ P   GSG ++ S++  G + + +   V  GI
+   
Sbjct  488  
NEVEGKFIRQSGGKGQYGHVVVNLEPGEPGSGFEFISKIVGGSVPKEYIKPVEAGIKETC  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G+  G+ + D +     G Y+   S+   F+  A + +++A  ++   LLEP +   
+
Sbjct  548  
ESGILAGYPLIDIRATLVDGSYHDVDSSEMAFKIAASMAVKEAAIKASPILLEPMMKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+ +L     D       IE    +      T ++P   +  Y TD+   T GR 
V  
Sbjct  608  
EVPENFLGDVMGDLNSRRGQIEGMGSEDGLSNVTAKVPLAEMFGYATDIRSKTQGRGVFS  667

Query  605  TELKGYQAA---VGQPVIQPRRPNS  626
             E   Y+     V + +I   + N+
Sbjct  668  MEFSHYEEVPRNVSEAIIAKSKGNA  692

>WP_100445630.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL70544.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R



Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGAPLGSEGGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTMTPWDGAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFITAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538



             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_061566913.1 elongation factor G [Bacillus coagulans]
Length=692

 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 312/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVS----  159
            P ++F+NK+D+ G D    V ++ D+L A+                   +I+   +    
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFEGIIDLIEMNATFYGD  188

Query  160  -LSPEIVLEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I + E  D     +E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQVEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249



             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTIPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKNKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DMVYAGDIAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAKVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DAMQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAIVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_000090324.1 elongation factor G [Streptococcus agalactiae]
 EJZ03912.1 elongation factor G [Streptococcus agalactiae STIR-
CD-17]



 AFV72917.1 Elongation factor G [Streptococcus agalactiae]
 CCQ76982.1 translation elongation factor G [Streptococcus 
agalactiae SS1219]
 CCO75160.1 translation elongation factor G [Streptococcus 
agalactiae]
 EPU02252.1 elongation factor P [Streptococcus agalactiae STIR-
CD-09]
 EPU04583.1 elongation factor P [Streptococcus agalactiae STIR-
CD-13]
 EPW82457.1 elongation factor P [Streptococcus agalactiae STIR-
CD-07]
 AHN31023.1 elongation factor G [Streptococcus agalactiae 138P]
 AHX75570.1 elongation factor G [Streptococcus agalactiae]
 AKU02322.1 elongation factor G [Streptococcus agalactiae]
 ANI27865.1 translation elongation factor G [Streptococcus 
agalactiae]
 APO42293.1 translation elongation factor G [Streptococcus 
agalactiae]
 OVF15667.1 elongation factor G [Streptococcus agalactiae]
 OVF15977.1 elongation factor G [Streptococcus agalactiae]
 OVF16282.1 elongation factor G [Streptococcus agalactiae]
 OVF17933.1 elongation factor G [Streptococcus agalactiae]
 OZG39567.1 elongation factor G [Streptococcus agalactiae]
 OZV85888.1 elongation factor G [Streptococcus agalactiae]
 OZV87883.1 elongation factor G [Streptococcus agalactiae]
 OZV89553.1 elongation factor G [Streptococcus agalactiae]
 AUO80993.1 Elongation factor G [Streptococcus agalactiae]
 AUO82580.1 Elongation factor G [Streptococcus agalactiae]
 AUO84260.1 Elongation factor G [Streptococcus agalactiae]
 AUO85864.1 Elongation factor G [Streptococcus agalactiae]
 AUO87511.1 Elongation factor G [Streptococcus agalactiae]
 AUO89166.1 Elongation factor G [Streptococcus agalactiae]
 AUO90807.1 Elongation factor G [Streptococcus agalactiae]
 AUO92483.1 Elongation factor G [Streptococcus agalactiae]
 AUO94157.1 Elongation factor G [Streptococcus agalactiae]
 AUO95809.1 Elongation factor G [Streptococcus agalactiae]
 AUO97488.1 Elongation factor G [Streptococcus agalactiae]
 AUO99104.1 Elongation factor G [Streptococcus agalactiae]
 AUP00785.1 Elongation factor G [Streptococcus agalactiae]
 AUP02370.1 Elongation factor G [Streptococcus agalactiae]
 AUP05528.1 Elongation factor G [Streptococcus agalactiae]
 AUP07174.1 Elongation factor G [Streptococcus agalactiae]
 AUP08692.1 Elongation factor G [Streptococcus agalactiae]
 AUP10286.1 Elongation factor G [Streptococcus agalactiae]
 AUP13479.1 Elongation factor G [Streptococcus agalactiae]
 AUP11886.1 Elongation factor G [Streptococcus agalactiae]
 AUP15149.1 Elongation factor G [Streptococcus agalactiae]
 AUP16829.1 Elongation factor G [Streptococcus agalactiae]
 AUP18511.1 Elongation factor G [Streptococcus agalactiae]
 AUP20221.1 Elongation factor G [Streptococcus agalactiae]
 AUP21892.1 Elongation factor G [Streptococcus agalactiae]
 AUP23579.1 Elongation factor G [Streptococcus agalactiae]
 AUP25265.1 Elongation factor G [Streptococcus agalactiae]
 AUP26963.1 Elongation factor G [Streptococcus agalactiae]



 AUP28652.1 Elongation factor G [Streptococcus agalactiae]
 AUP30356.1 Elongation factor G [Streptococcus agalactiae]
 AUP32054.1 Elongation factor G [Streptococcus agalactiae]
 AUP33755.1 Elongation factor G [Streptococcus agalactiae]
 AUP35458.1 Elongation factor G [Streptococcus agalactiae]
 AUP37105.1 Elongation factor G [Streptococcus agalactiae]
 AUP38780.1 Elongation factor G [Streptococcus agalactiae]
 AUP40515.1 Elongation factor G [Streptococcus agalactiae]
 AUP42242.1 Elongation factor G [Streptococcus agalactiae]
 AUP03897.1 Elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDKEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_098112650.1 GTP-binding protein [Bacillus aryabhattai]
 PEI59830.1 elongation factor G [Bacillus aryabhattai]
Length=653

 Score = 259 bits (662),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 184/649 (28%), Positives = 313/649 (48%), Gaps = 
46/649 (7%)



Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
L+K
Sbjct  61   
DQGTFSYNGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEA  174
              +P   FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++         
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI---------  171

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +   E +++LL+ ++ G+   +       Q+ +Q   +FP   GSA + +GI+  
++ +
Sbjct  172  -EFTAEKDEELLDAFMEGKN-
DQAYWKAAMQKLIQANRIFPCACGSALQDIGIESFLEKL  229

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---KI  291
              L          A  G V+K+ + + G R  +++  SGTL++RD VA     +L   
KI
Sbjct  230  D-
LLSETHYSKEEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKI  288

Query  292  TEMRIPSKGEIVRTDTAYPGEIVI---
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            T++R  +       +    GE+     L S SV      GD     ++    + LP 
L++
Sbjct  289  TQIRAYNGSTFKNVNEGSAGELFAVTGLTSASV------
GDGLGTLKESSSYELLPTLKS  342

Query  349  ------
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  ++ PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV
+  L
Sbjct  343  KVVFEPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKL  396

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            + E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+
Sbjct  397  IKERFNINVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFEN  454



Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
                  L+  +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR    
Sbjct  455  
ACHADDLSVGYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCTGRAHNKHTSGGDFREATY  514

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              L Q L+++   +LEPY  F +      + R   D        ++    +++ + 
TG++
Sbjct  515  
RALRQGLEKAKNIVLEPYYDFKIKVDINQMGRVLADVQSAHGRFDSPVTTENKAIITGKV  574

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            P      Y + LA +T+G+        GY+     + VI+  R N   D
Sbjct  575  PVATFMNYGSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_027106710.1 elongation factor G [Lactobacillus ceti]
 KRN89844.1 elongation factor G [Lactobacillus ceti DSM 22408]
Length=696

 Score = 260 bits (665),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 183/669 (27%), Positives = 314/669 (47%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  14   
NIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+P +
Sbjct  74   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGVPRI  133

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
            +F+NK+D+ G +    V ++ D+L A+ +  Q                            
Sbjct  134  
VFLNKMDKTGANFDYAVSTIEDRLQANPLPVQMPIGAETEFQGVIDLIEMKADLYDADAS  193

Query  157  ----TVSLSPEIVLEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
                TV   PE   EE    E  DA+IE     ++ L+EKY+ GE IS +++    
++  
Sbjct  194  GTNYTVVDVPEEYREEAQ--
ERRDAMIEALADIDEDLMEKYLEGEEISNDEIKAAIRKAT  251



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAALC  250
                ++PV+ GSA K  G+Q ++D V                 P GE+            
Sbjct  252  
LALEVYPVFAGSAFKNKGVQMMLDGVNAYLPSPLDVKPYSATTPEGEEIELVANDEDPFA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
            G  FK+       R  + R+Y+GTL     V  A +++     ++ +M   ++ EI    
Sbjct  312  
GLAFKIATDPFVGRLTFFRVYTGTLESGSYVLNASKDRRERVGRLLQMHSNTRKEISEV-  370

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              + G+I   +   +    D L DP R       E P P+++ +I P + A ++++  
AL
Sbjct  371  --
FSGDIAAAIGFKNTTTGDSLTDPKRPLILESMEFPDPVIQVSIEPNSKADQDKMGVAL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V Y 
E   
Sbjct  429  
QKLAEEDPTFKAETNQETGETLIAGMGELHLDIIVDRMRREFNVEAKVGAPQVAYRETFT  488

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K+         +      +  + +  TP   G G ++E+ +  G + + +  +V  
G++ 
Sbjct  489  
KSVQSQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYIPSVEAGLKE  548

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  +LEP 
+  
Sbjct  549  
SMTNGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASLSLRNAAKKAGAVILEPIMKV  608

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             + AP++ L             +E  + + +  V    +P   +  Y T L   T 
GR  
Sbjct  609  
EVVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLSEMFGYATTLRSATQGRGT  668

Query  603  CLTELKGYQ  611
                +  Y+
Sbjct  669  FSMTMDHYE  677

>WP_050254854.1 elongation factor G [Streptococcus pneumoniae]



 CJZ37212.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV G L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIGYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 



Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_019722053.1 elongation factor G [Bacillus coagulans]
Length=692

 Score = 260 bits (664),  Expect = 7e-74, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSP-----  162
            P ++F+NK+D+ G D    V ++ D+L A+              + I   + ++      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  163  ---------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKNKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DMVYAGDIAAAVGLKDTTTGDTLCDDNHPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAQVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    



LLEP + 
Sbjct  546  
DAMQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_027718943.1 elongation factor G [Desulfovirgula thermocuniculi]
Length=691

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 197/683 (29%), Positives = 318/683 (47%), Gaps = 
68/683 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G +   G V +GT   D M  E++RGITI +A 
TS Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHEGTATMDFMVQEQERGITITSAATSCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF  EV RSL VLDGA+ +  +  GV+ Q+  ++    K  
+P +
Sbjct  72   
WRDHCINIIDTPGHVDFTVEVERSLRVLDGAVAIFCSVGGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             +INK+D+ G D    +  +R++L A+                         II    
+ 
Sbjct  132  
AYINKMDRVGADFFRGLAMIRERLGANPVAIQLPIGAEESFVGVVDLIRNKAIIYLDDLG  191

Query  160  LSPE--IVLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +P+   V  E  D+ A       +AV E +++L+ KY+ GE ++ E++ R  ++     
Sbjct  192  
TNPKETEVPPEMADLVAEYREKLIEAVAEADEELMMKYLEGEELTVEEIKRGIRKATLAC  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------FQP---IGEQGSA----
ALCGS  252
             + PV  GS+ K  G+QPL+DA+               F P   + +Q  A         



Sbjct  252  
KMVPVLCGSSFKNKGVQPLLDAIVDFLPAPTDIPAIRGFNPETGVEDQRLARDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG +     V       RE++ +I  M    + EI   
D A
Sbjct  312  
AFKIMADPYVGKLTFFRVYSGKVTSGSYVYNSTKGKRERIGRILRMHANHREEI---DAA  368

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+IV  +        D L D          + P P++   I PKT A +E++  
AL++
Sbjct  369  
YAGDIVAAVGLKETTTGDTLCDEKHPIVLESMDFPEPVISVAIEPKTKADQEKMGMALSR  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  +  VD  T + ++S +G + LE++   L  ++K+E  V  P V Y E     
Sbjct  429  
LAEEDPTFKVHVDPETGQTLISGMGELHLEIIVDRLVREFKVEANVGRPQVAYKETIREK  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             KA    I  +      +  + L + PL  G G ++ +++  G + + F  AV  G
+R  
Sbjct  489  AKAEGKYIR-
QTGGRGQYGHVVLEIEPLPRGGGYEFVNKIVGGVIPKEFIPAVNAGVREA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G+  G+ VTD ++    G Y+   S+   F+    +  +   +++   LLEP 
+   
Sbjct  548  
MENGILAGYPVTDVRVTLVDGSYHEVDSSELAFKIAGSVAFKNGAEKAKPVLLEPVMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    EYL     D       IE  + + +  V    +P   +  Y TDL   T 
GR   
Sbjct  608  
VVVMDEYLGDVLGDLNARRGRIEEMERRGNVQVVRAYVPLAEMFGYATDLRSRTQGRGSF  667

Query  604  LTELKGYQA---AVGQPVIQPRR  623
              +   Y+    A+ + +I  RR
Sbjct  668  TMQFSHYEEVPPALAEAIISRRR  690

>WP_098792218.1 GTP-binding protein [Bacillus megaterium]
 PGK24589.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 259 bits (662),  Expect = 8e-74, Method: Compositional 



matrix adjust.
 Identities = 181/640 (28%), Positives = 312/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGANPERVINDIKHNLTPDVFDITLELIDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLDAFMEGKN-DQAYWKAAMQKLIQTNQLFPCACGSALQDIGIENFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  +
Sbjct  236  
RYAKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR------
TTIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L+      
+++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFESSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471



              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y 
Sbjct  524  
AENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            + LA +T+G+        GY+    +  VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEAEVIEQIRYNKEAD  623

>SCH36046.1 Elongation factor G [uncultured Clostridium sp.]
Length=911

 Score = 265 bits (676),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 186/617 (30%), Positives = 302/617 (49%), Gaps = 
35/617 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+LAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI +     
Sbjct  13   
ICVGLLAHVDAGKTTLSEALLYLTGSIRKMGRVDNQDAFLDTYALERARGITIFSKQAGI  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L K  
+PT
Sbjct  73   
EWKGMSITLLDTPGHVDFSAEMERTLQVLDYAVLVISGSDGVQGHTATLWRLLSKYRVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ G D  S++  VRD+L    +              +   +E  + V   
++
Sbjct  133  FVFVNKMDQPGTDRDSLLLEVRDRLDDGCVD-----------
FTQAGTMECLEQVAMCDE  181

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PIG  242



             +LE ++    +   ++     R + +  LFP Y+GSA +  G++ L++ +    + 
P+ 
Sbjct  182  TVLEHFLETGNVEEGEI----
GRLICERKLFPCYFGSALRLKGVEELLEGIRAYGKMPVY  237

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-----
LKITEMRIP  297
                 A    VFK+   D G R  ++++  G+L+++  ++  GREK      K+ +
+R+ 
Sbjct  238  PDQFGA---KVFKITRDDQGGRLTHMKITGGSLKVKSLLS-
GGREKGEEWQEKVNQIRLY  293

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTA  355
            S  +      A  G I  + +  +R     G    L  ++   +PL  P+L   +     
Sbjct  294  SGEKYEPVPEAEAGCICAV-TGLLRTFSGQG----
LGMEQASMEPLLEPVLTYEVKLSQG  348

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              +  +L  L +L + DP L    D    EI +  +G VQ+EV+  L+SE++  E     
Sbjct  349  
CDKAVMLPKLRELEEEDPQLHVAWDEHLQEIQVQLMGEVQIEVLKNLISERFGAEVEFGR  408

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P+++Y E          H E  P   +A + L + P   GSG+Q+ +  S   L++
++Q 
Sbjct  409  PNIVYKETITGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLQFATGCSEDILDRNWQR  466

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +   + +G L G  VTD +I    G  +   +   DFR      L Q L E
+ + 
Sbjct  467  
LVMTHLEEKVHRGVLIGAPVTDMRITLVAGRAHIKHTEGGDFRQATYRALRQGLMEADSL  526

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L  P+  + RA  D  K   +   A  +  +   TG  P   +  Y
+T++ 
Sbjct  527  
LLEPWYDFCLEIPETAIGRAMTDIEKRKGSCVIAHTEGGQARLTGSAPVSAMGDYQTEVT  586

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G        +GY+
Sbjct  587  AYTKGCGHLTCTFRGYE  603

>WP_043033549.1 elongation factor G [Stenotrophomonas maltophilia]
 KIS40666.1 elongation factor G 2 [Stenotrophomonas maltophilia 
WJ66]
 PJL51649.1 elongation factor G [Stenotrophomonas maltophilia]



 PJL54065.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 259 bits (663),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWTLGVPLGSESDFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T I  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWRDGAATVITPWDDAARAQWQVQRDALVEAVADHDEELADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA+  
R+



Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAAELIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_020876986.1 elongation factor G [Desulfococcus multivorans]
 EPR38914.1 translation elongation factor G [Desulfococcus 
multivorans DSM 
2059]
 AOY57831.1 FusA1: elongation factor G (EF-G) [Desulfococcus 
multivorans]
 AQV00215.1 elongation factor G [Desulfococcus multivorans]
 SJZ67450.1 translation elongation factor 2 (EF-2/EF-G) 
[Desulfococcus multivorans 
DSM 2059]
Length=677

 Score = 259 bits (663),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 197/673 (29%), Positives = 317/673 (47%), Gaps = 
73/673 (11%)

Query  3    



IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT+
Sbjct  10   
IRNIGIIAHIDAGKTTVTERILYYTGRSHKIGEVHDGEAVMDWMTDEQERGITITSAVTT  69

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W    + I+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    K 
++P
Sbjct  70   
CPWKGRDIQIIDTPGHVDFTIEVERSLRVLDGAVGVFCAVGGVEPQSETVWRQADKYHVP  129

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----------
VLEENT  170
             + FINK+D+ G D    V+ ++++L A  ++++  V L               +   
N 
Sbjct  130  
KMAFINKMDRIGADFFGTVEMMKERLHARPLLLQLPVGLEDTFSGVVDLIRMKQITWRND  189

Query  171  DIEA----------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+ A                       + + E +D L+E Y++ + I+  +LV   
++  
Sbjct  190  
DLGATFDEGEVSSDLLETAQAYREKLLETLAETDDALMEAYLSEQEITEAQLVAAIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE-----
QGSAALCGS-----------  252
               +L PV  GSA +  GIQPL+DA+   F P  E      G+    G            
Sbjct  250  ASLTLVPVLCGSALRNKGIQPLLDAIVN-
FMPSPEDVPPIHGTNPQTGDELKCLPFENRP  308

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                +FKV   + G++  Y+R+YSG L+  D V   +L  +EKL +I +M    +    
R
Sbjct  309  LAALIFKVSMME-
GRKLTYVRVYSGKLKSGDDVFNTSLNKKEKLSRILKMHANKR---ER  364

Query  305  TDTAYPGEIV-ILPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRER  360
             DTA PG IV ++        D L  P     L +  + E   P++   I PKT + 
+E+
Sbjct  365  VDTAGPGSIVGVVGLKDSGTGDTLCHPDHPILLEKMEFYE---
PVISIAIEPKTHSDQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L +    DP LR  +D  T + ILS +G + LE++ + +  ++     V +P 
V+Y
Sbjct  422  
LDQVLAKFVAEDPTLRVRMDEDTGQTILSGMGELHLEIIISRMMREFSTSVNVGKPQVVY  481



Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   + A   +    ++     +  + L + PL  G+GV++ S ++ G + + F  
AVR
Sbjct  482  
RETIAETARAAVVFDKDIAGQHHYGEVLLELRPLERGAGVRFVSEMTGGEIPEIFIPAVR  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L  G L G+ V D +     G Y     T   +R  A +  ++A+ ++   
LL+
Sbjct  542  
AGVMESLGSGSLMGYPVMDVEAVLLGGGYKESQGTELAYRVSASMATKEAMSKASPYLLD  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+ ++     D       IE   V++   V    +P   +  Y T L   
T
Sbjct  602  
PIMRVEILVPEAFMGEVIGDLNARKGKIEAIDVQRGVQVIKAVVPLARMFGYSTSLRSAT  661

Query  598  NGRSVCLTELKGY  610
             GR     +   +
Sbjct  662  QGRGTFTMQFSHF  674

>SME87918.1 elongation factor G [Pseudobacteriovorax 
antillogorgiicola]
Length=693

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 203/691 (29%), Positives = 328/691 (47%), Gaps = 
78/691 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKIHKIGEVHEGTATMDWMAQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+   +NI+DTPGH+DF  EV RSL VLDGAI V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNEHCINIIDTPGHVDFTVEVERSLRVLDGAIAVFDGVAGVEPQSETVWRQADKYKVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
             F+NK+D+ G   ++ ++S++++L+A+                    I +K  V  
S E 
Sbjct  132  



AFVNKLDRVGAVFENTLESMKERLAANPVAFQIPIGSEDAFVGMVDLITMKAYVWESDET  191

Query  165  --------VLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                    V EE  D       +  + V E +D L+EK++ GE IS ++L R  ++   
D
Sbjct  192  
GAAFNVVEVPEEVQDDAELAREQLVELVAEQDDGLMEKFLEGEEISEDELKRAARQATID  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------
GEQGSAALCGS--------  252
              + PV+ GSA K  GIQPL++A+   L  P+          ++  A+L           
Sbjct  252  
MKIVPVFCGSAFKNKGIQPLLNAINDYLPSPLDLPAVKGYSADEEEASLTRKRTEDEPLS  311

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---LAGREKL-
KITEMRIPSKGEIVRTD  306
               FK++         Y RLYSG L+  +TV    L  RE++ KI  M    + E+   
+
Sbjct  312  
MLAFKIQNDPYVGHLAYARLYSGVLKAGETVLNTRLGKRERVSKILMMEANQRTEV---N  368

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                G IV L     V   D L D     R    + P  ++   I PK+ A  ++
+L AL
Sbjct  369  
QVGAGHIVALAGLKMVATGDTLCDAKHPIRLESLDVPETVISIAIEPKSTADSDKMLKAL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L   DP  + + DS T + ++S +G + L++++  L  ++++   V +P V Y 
E   
Sbjct  429  
DRLEKEDPTFKVKYDSETGQTLISGMGELHLDIITDRLLREFRVAANVGQPQVSYRETIS  488

Query  426  KAASHTIHIEVPPNPF--WASIGLSVTPLSLGSGVQYESRV--
SLGYLNQSFQNAVRDGI  481
            K  S +   E        +A +G+SV P   G G  +E+++  + G+ ++ F  A 
+ G+
Sbjct  489  KQVSKSKVFERETEKLRQYAGVGISVEPAEKGQGFVFENKLGKADGFTDE-
FLRATQAGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G L G+ V D K+  +       VS  + F+ ++   L +AL+++   
LLEP +
Sbjct  548  
EESMQVGVLAGFPVIDVKVTLKDVKVDREVSDASAFKIVSSQALREALQDAQAMLLEPVM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E LS    D     A +    +K          P   +  Y T L   
+ GR



Sbjct  608  
DLEILVPEESLSNVMTDLNSRRARVNNVGMKGHLQKVDAIAPLSEMFGYTTGLRSISQGR  667

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            +        Y+            PN+  D+V
Sbjct  668  ATYSMTFSSYEQV----------PNAVFDRV  688

>WP_027399002.1 GTP-binding protein [Anaerovorax odorimutans]
Length=882

 Score = 264 bits (674),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 186/622 (30%), Positives = 303/622 (49%), Gaps = 
44/622 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+K     DT  LE+ RGITI 
+  
Sbjct  1    
MKKLIIGILAHVDAGKTTLSESMLYLSGKIEKLGRVDKKDAYLDTYDLEKSRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     ++ ++DTPGH+DF AE+ R+  VLD A+LVIS  DGVQ  T+ L+  L 
K  
Sbjct  61   
AVFNIGDTQITLMDTPGHVDFSAEMERTFQVLDYAVLVISGADGVQGHTKTLWQLLDKYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D   +++ ++ +LS   I         E    E  D   +D 
+  
Sbjct  121  IPIFLFINKMDQNGTDKGKLIEEIKKQLSDGCI---------EFGQSETNDF--
YDELAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV---TGL  237
             ++ L+EKY+    I    +    ++ V+   ++P ++GSA K  GI+  +  +   
T +
Sbjct  170  CHEILMEKYLEIGHIETIDI----
RKAVKTRKVYPCFFGSALKLEGIEEFLKGIKKYTSI  225

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                 E G+      V+K+   + G R  ++++  G L+++D +     ++ K+ +
+RI 
Sbjct  226  PSYPREFGA-----KVYKITRDEQGNRLTHMKITGGKLKVKDVLTNNDWQE-
KVNQIRIY  279

Query  298  SKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            S  +         G +  +       P + + + +    P   P          +    



I
Sbjct  280  SGNKYNAISETEAGSVCAVTGLSQTKPGEGLGIEENSSTPVLEP---------
VLFYQII  330

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK    RE +L  L Q+ + +P L    +    E+    +G VQ+E++ +++  
+Y + 
Sbjct  331  LPKNCQPRE-
MLPKLRQIEEEEPELHIVWNEQLQELHAQIMGEVQIEILQSIIESRYGIN  389

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E  ++Y E    A     H E  P   +A + L + P   GSG+Q+E++ S   
L+
Sbjct  390  VGFGEGRIVYKETIANAVEGVGHFE--
PLRHYAEVHLLMEPSEPGSGIQFETQCSEDLLS  447

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +     +G L G  VTD KI    G  ++  +   DFR      + 
Q LK
Sbjct  448  
KNWQRLVLTHLNEKEHKGVLTGAAVTDMKITLVSGKAHNKHTEGGDFRQATYRAVRQGLK  507

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+ + LLEPY SF L  P++ + RA  D  +     E  Q   + V+ TG  P   
++ Y
Sbjct  508  
EAESVLLEPYYSFQLEIPEKMVGRAMTDIERMNGISEILQTDDERVILTGSAPVSTMRNY  567

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
            + ++  Y+ G       LKGY+
Sbjct  568  QKEVVTYSKGLGRLFCSLKGYE  589

>WP_000090323.1 MULTISPECIES: elongation factor G [Streptococcus]
 NP_688759.1 elongation factor G [Streptococcus agalactiae 2603V/R]
 Q8DXS7.1 RecName: Full=Elongation factor G; Short=EF-G
 Q3JZB5.1 RecName: Full=Elongation factor G; Short=EF-G
 AAN00632.1 translation elongation factor G [Streptococcus 
agalactiae 2603V/R]
 ABA46345.1 translation elongation factor G [Streptococcus 
agalactiae A909]
 EAO62916.1 translation elongation factor G [Streptococcus 
agalactiae 18RS21]
 EFV98040.1 translation elongation factor G [Streptococcus 
agalactiae ATCC 
13813]
 EGS26741.1 elongation factor G [Streptococcus agalactiae FSL 
S3-026]
 EIM71265.1 elongation factor G [Streptococcus agalactiae ZQ0910]
 EJS81265.1 elongation factor G [Streptococcus agalactiae GB00112]



 AFS46448.1 elongation factor G [Streptococcus agalactiae 
GD201008-001]
 CCQ81152.1 elongation factor G [Streptococcus agalactiae CF01173]
 CCQ83109.1 elongation factor G [Streptococcus agalactiae SS1014]
 CCW38607.1 Translation elongation factor G [Streptococcus 
agalactiae 09mas018883]
 CCW40756.1 Translation elongation factor G [Streptococcus 
agalactiae ILRI005]
 CCW42839.1 Translation elongation factor G [Streptococcus 
agalactiae ILRI112]
 EPT35496.1 elongation factor P [Streptococcus agalactiae FSL 
S3-277]
 EPT39664.1 elongation factor P [Streptococcus agalactiae FSL 
S3-501]
 EPT40236.1 elongation factor P [Streptococcus agalactiae FSL 
S3-603]
 EPT47214.1 elongation factor P [Streptococcus agalactiae FSL 
S3-337]
 EPT48672.1 elongation factor P [Streptococcus agalactiae FSL 
S3-003]
 EPT52759.1 elongation factor P [Streptococcus agalactiae CCUG 
24810]
 EPT53709.1 elongation factor P [Streptococcus agalactiae CCUG 
19094]
 EPT55262.1 elongation factor P [Streptococcus agalactiae CCUG 
25532]
 EPT60646.1 elongation factor P [Streptococcus agalactiae CCUG 
37430]
 EPT61432.1 elongation factor P [Streptococcus agalactiae CCUG 
37737]
 EPT64566.1 elongation factor P [Streptococcus agalactiae CCUG 
37741]
 EPT65595.1 elongation factor P [Streptococcus agalactiae CCUG 
37738]
 EPT67537.1 elongation factor P [Streptococcus agalactiae CCUG 
37742]
 EPT69144.1 elongation factor P [Streptococcus agalactiae CCUG 39096 
A]
 EPT74333.1 elongation factor P [Streptococcus agalactiae CCUG 
49087]
 EPT75955.1 elongation factor P [Streptococcus agalactiae LMG 15085]
 EPT77823.1 elongation factor P [Streptococcus agalactiae CCUG 
44077]
 EPT79409.1 elongation factor P [Streptococcus agalactiae LMG 15095]
 EPT80088.1 elongation factor P [Streptococcus agalactiae LMG 15091]
 EPT83756.1 elongation factor P [Streptococcus agalactiae BSU450]
 EPT86079.1 elongation factor P [Streptococcus agalactiae BSU247]
 EPT92738.1 elongation factor P [Streptococcus agalactiae BSU178]
 EPT93689.1 elongation factor P [Streptococcus agalactiae BSU96]
 EPT96481.1 elongation factor P [Streptococcus agalactiae BSU92]
 EPU00063.1 elongation factor P [Streptococcus agalactiae BSU165]
 EPU04067.1 elongation factor P [Streptococcus agalactiae BSU167]
 EPU07756.1 elongation factor P [Streptococcus agalactiae STIR-
CD-21]



 EPU09132.1 elongation factor P [Streptococcus agalactiae STIR-
CD-23]
 EPU11984.1 elongation factor P [Streptococcus agalactiae STIR-
CD-22]
 EPU14498.1 elongation factor P [Streptococcus agalactiae STIR-
CD-24]
 EPU15474.1 elongation factor P [Streptococcus agalactiae STIR-
CD-27]
 EPU15940.1 elongation factor P [Streptococcus agalactiae STIR-
CD-28]
 EPU21324.1 elongation factor P [Streptococcus agalactiae LMG 14838]
 EPU25063.1 elongation factor P [Streptococcus agalactiae LMG 14608]
 EPU28193.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-211]
 EPU29306.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-012]
 EPU31600.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-212]
 EPU36267.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-213]
 EPU43245.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-216]
 EPU44203.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
1003A]
 EPU45800.1 elongation factor P [Streptococcus agalactiae LDS 617]
 EPU46597.1 elongation factor P [Streptococcus agalactiae LDS 628]
 EPU48972.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
1005B]
 EPU53721.1 elongation factor P [Streptococcus agalactiae GB00003]
 EPU55762.1 elongation factor P [Streptococcus agalactiae GB00012]
 EPU58224.1 elongation factor P [Streptococcus agalactiae GB00013]
 EPU62717.1 elongation factor P [Streptococcus agalactiae GB00020]
 EPU65717.1 elongation factor P [Streptococcus agalactiae GB00082]
 EPU66223.1 elongation factor P [Streptococcus agalactiae GB00083]
 EPU67145.1 elongation factor P [Streptococcus agalactiae GB00084]
 EPU70535.1 elongation factor P [Streptococcus agalactiae GB00097]
 EPU72132.1 elongation factor P [Streptococcus agalactiae GB00111]
 EPU74340.1 elongation factor P [Streptococcus agalactiae GB00092]
 EPU76530.1 elongation factor P [Streptococcus agalactiae GB00115]
 EPU81012.1 elongation factor P [Streptococcus agalactiae GB00202]
 EPU85316.1 elongation factor P [Streptococcus agalactiae GB00206]
 EPU88143.1 elongation factor P [Streptococcus agalactiae GB00219]
 EPU88533.1 elongation factor P [Streptococcus agalactiae GB00226]
 EPU91881.1 elongation factor P [Streptococcus agalactiae GB00241]
 EPU97564.1 elongation factor P [Streptococcus agalactiae GB00264]
 EPV00767.1 elongation factor P [Streptococcus agalactiae GB00535]
 EPV04544.1 elongation factor P [Streptococcus agalactiae GB00543]
 EPV06546.1 elongation factor P [Streptococcus agalactiae GB00300]
 EPV07769.1 elongation factor P [Streptococcus agalactiae GB00555]
 EPV10511.1 elongation factor P [Streptococcus agalactiae GB00557]
 EPV13644.1 elongation factor P [Streptococcus agalactiae GB00588]
 EPV16234.1 elongation factor P [Streptococcus agalactiae GB00561]



 EPV16413.1 elongation factor P [Streptococcus agalactiae GB00614]
 EPV20399.1 elongation factor P [Streptococcus agalactiae GB00640]
 EPV23164.1 elongation factor P [Streptococcus agalactiae GB00651]
 EPV25097.1 elongation factor P [Streptococcus agalactiae GB00653]
 EPV27212.1 elongation factor P [Streptococcus agalactiae GB00654]
 EPV28524.1 elongation factor P [Streptococcus agalactiae GB00663]
 EPV35577.1 elongation factor P [Streptococcus agalactiae GB00864]
 EPV38591.1 elongation factor P [Streptococcus agalactiae GB00893]
 EPV40151.1 elongation factor P [Streptococcus agalactiae GB00888]
 EPV43454.1 elongation factor P [Streptococcus agalactiae GB00899]
 EPV45648.1 elongation factor P [Streptococcus agalactiae GB00901]
 EPV47743.1 elongation factor P [Streptococcus agalactiae GB00904]
 EPV50829.1 elongation factor P [Streptococcus agalactiae GB00909]
 EPV55130.1 elongation factor P [Streptococcus agalactiae GB00914]
 EPV60624.1 elongation factor P [Streptococcus agalactiae GB00924]
 EPV62497.1 elongation factor P [Streptococcus agalactiae GB00923]
 EPV68658.1 elongation factor P [Streptococcus agalactiae GB00929]
 EPV70901.1 elongation factor P [Streptococcus agalactiae GB00955]
 EPV78603.1 elongation factor P [Streptococcus agalactiae GB00947]
 EPV79509.1 elongation factor P [Streptococcus agalactiae GB00984]
 EPV85419.1 elongation factor P [Streptococcus agalactiae FSL 
S3-586]
 EPV87313.1 elongation factor P [Streptococcus agalactiae FSL 
C1-487]
 EPV87999.1 elongation factor P [Streptococcus agalactiae FSL 
S3-105]
 EPV90828.1 elongation factor P [Streptococcus agalactiae FSL 
S3-251]
 EPV93310.1 elongation factor P [Streptococcus agalactiae FSL 
S3-023]
 EPV97531.1 elongation factor P [Streptococcus agalactiae FSL 
S3-014]
 EPV99871.1 elongation factor P [Streptococcus agalactiae FSL 
S3-102]
 EPW01439.1 elongation factor P [Streptococcus agalactiae FSL 
S3-137]
 EPW05998.1 elongation factor P [Streptococcus agalactiae FSL 
S3-442]
 EPW09707.1 elongation factor P [Streptococcus agalactiae CCUG 91]
 EPW11222.1 elongation factor P [Streptococcus agalactiae FSL 
S3-001]
 EPW15382.1 elongation factor P [Streptococcus agalactiae CCUG 
29376]
 EPW16338.1 elongation factor P [Streptococcus agalactiae CCUG 
17336]
 EPW18597.1 elongation factor P [Streptococcus agalactiae CCUG 
28551]
 EPW21032.1 elongation factor P [Streptococcus agalactiae CCUG 
30636]
 EPW22852.1 elongation factor P [Streptococcus agalactiae CCUG 
37736]
 EPW26044.1 elongation factor P [Streptococcus agalactiae CCUG 
37740]
 EPW29196.1 elongation factor P [Streptococcus agalactiae CCUG 



44050]
 EPW29757.1 elongation factor P [Streptococcus agalactiae CCUG 
44104]
 EPW37709.1 elongation factor P [Streptococcus agalactiae CCUG 
44140]
 EPW41576.1 elongation factor P [Streptococcus agalactiae CCUG 
45061]
 EPW42292.1 elongation factor P [Streptococcus agalactiae CCUG 
47293]
 EPW44029.1 elongation factor P [Streptococcus agalactiae CCUG 
44186]
 EPW46776.1 elongation factor P [Streptococcus agalactiae CCUG 
49072]
 EPW49508.1 elongation factor P [Streptococcus agalactiae CCUG 
49086]
 EPW52492.1 elongation factor P [Streptococcus agalactiae CCUG 
49100]
 EPW54004.1 elongation factor P [Streptococcus agalactiae LMG 15084]
 EPW59296.1 elongation factor P [Streptococcus agalactiae LMG 15090]
 EPW59988.1 elongation factor P [Streptococcus agalactiae LMG 15089]
 EPW60977.1 elongation factor P [Streptococcus agalactiae BSU252]
 EPW63090.1 elongation factor P [Streptococcus agalactiae BSU248]
 EPW63514.1 elongation factor P [Streptococcus agalactiae BSU454]
 EPW70429.1 elongation factor P [Streptococcus agalactiae BSU447]
 EPW75933.1 elongation factor P [Streptococcus agalactiae BSU174]
 EPW77111.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-198]
 EPW77337.1 elongation factor P [Streptococcus agalactiae BSU133]
 EPW84070.1 elongation factor P [Streptococcus agalactiae STIR-
CD-14]
 EPW87607.1 elongation factor P [Streptococcus agalactiae STIR-
CD-25]
 EPW87795.1 elongation factor P [Streptococcus agalactiae STIR-
CD-26]
 EPW92346.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-025]
 EPW93725.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-022]
 EPW98568.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-048]
 EPX00225.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-209]
 EPX08792.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-219]
 EPX10832.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-217]
 EPX11521.1 elongation factor P [Streptococcus agalactiae LDS 610]
 EPX16813.1 elongation factor P [Streptococcus agalactiae LDS 623]
 EPX19049.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
2864]
 EPX19558.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
13227]



 EPX23922.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
998A]
 EPX25145.1 elongation factor P [Streptococcus agalactiae str. 
Gottschalk 
999B]
 EPX31201.1 elongation factor P [Streptococcus agalactiae LMG 15093]
 EPX33737.1 elongation factor P [Streptococcus agalactiae LMG 15094]
 EPX39787.1 elongation factor P [Streptococcus agalactiae GB00865]
 EPX40860.1 elongation factor P [Streptococcus agalactiae GB00874]
 EPX42908.1 elongation factor P [Streptococcus agalactiae GB00884]
 EQA92168.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-038]
 ETJ94795.1 translation elongation factor G [Streptococcus 
agalactiae BV3L5]
 CDN67081.1 translation elongation factor G [Streptococcus 
agalactiae COH1]
 AIF87323.1 elongation factor G [Streptococcus agalactiae]
 AIX05425.1 translation elongation factor G [Streptococcus 
agalactiae CNCTC 
10/84]
 CFQ21834.1 elongation factor G [Streptococcus agalactiae]
 CFQ22885.1 elongation factor G [Streptococcus agalactiae]
 CFQ59414.1 elongation factor G [Streptococcus agalactiae]
 CFQ77321.1 elongation factor G [Streptococcus agalactiae]
 CFQ92269.1 elongation factor G [Streptococcus agalactiae]
 CFR11501.1 elongation factor G [Streptococcus agalactiae]
 CFR16712.1 elongation factor G [Streptococcus agalactiae]
 CFR24240.1 elongation factor G [Streptococcus agalactiae]
 CFV14755.1 elongation factor G [Streptococcus agalactiae]
 CNF89115.1 elongation factor G [Streptococcus agalactiae]
 CNG43128.1 elongation factor G [Streptococcus agalactiae]
 CND42290.1 elongation factor G [Streptococcus agalactiae]
 CNB22621.1 elongation factor G [Streptococcus agalactiae]
 CNE87022.1 elongation factor G [Streptococcus agalactiae]
 CNI70329.1 elongation factor G [Streptococcus agalactiae]
 CNB40637.1 elongation factor G [Streptococcus agalactiae]
 CNB32640.1 elongation factor G [Streptococcus agalactiae]
 CNF24510.1 elongation factor G [Streptococcus agalactiae]
 CND11433.1 elongation factor G [Streptococcus agalactiae]
 CNG44751.1 elongation factor G [Streptococcus agalactiae]
 KLD91255.1 elongation factor G [Streptococcus agalactiae]
 KLD91833.1 elongation factor G [Streptococcus agalactiae]
 KLD94410.1 elongation factor G [Streptococcus agalactiae]
 KLJ14991.1 elongation factor G [Streptococcus agalactiae]
 KLJ17572.1 elongation factor G [Streptococcus agalactiae]
 KLJ19538.1 elongation factor G [Streptococcus agalactiae]
 KLJ22687.1 elongation factor G [Streptococcus agalactiae]
 KLJ24098.1 elongation factor G [Streptococcus agalactiae]
 KLJ24671.1 elongation factor G [Streptococcus agalactiae]
 KLJ30512.1 elongation factor G [Streptococcus agalactiae]
 KLJ33003.1 elongation factor G [Streptococcus agalactiae]
 KLJ34537.1 elongation factor G [Streptococcus agalactiae]
 KLJ38600.1 elongation factor G [Streptococcus agalactiae]



 KLJ40963.1 elongation factor G [Streptococcus agalactiae]
 KLJ41272.1 elongation factor G [Streptococcus agalactiae]
 KLJ48443.1 elongation factor G [Streptococcus agalactiae]
 KLJ54966.1 elongation factor G [Streptococcus agalactiae]
 KLJ59333.1 elongation factor G [Streptococcus agalactiae]
 KLJ61100.1 elongation factor G [Streptococcus agalactiae]
 KLJ63446.1 elongation factor G [Streptococcus agalactiae]
 KLJ67425.1 elongation factor G [Streptococcus agalactiae]
 KLJ67482.1 elongation factor G [Streptococcus agalactiae]
 KLJ70998.1 elongation factor G [Streptococcus agalactiae]
 KLJ71478.1 elongation factor G [Streptococcus agalactiae]
 KLJ73584.1 elongation factor G [Streptococcus agalactiae]
 KLJ76869.1 elongation factor G [Streptococcus agalactiae]
 KLJ79667.1 elongation factor G [Streptococcus agalactiae]
 KLJ85615.1 elongation factor G [Streptococcus agalactiae]
 KLJ87308.1 elongation factor G [Streptococcus agalactiae]
 KLJ91964.1 elongation factor G [Streptococcus agalactiae]
 KLJ92589.1 elongation factor G [Streptococcus agalactiae]
 KLJ93984.1 elongation factor G [Streptococcus agalactiae]
 KLJ94711.1 elongation factor G [Streptococcus agalactiae]
 KLJ97468.1 elongation factor G [Streptococcus agalactiae]
 KLK00503.1 elongation factor G [Streptococcus agalactiae]
 KLK08475.1 elongation factor G [Streptococcus agalactiae]
 KLK09330.1 elongation factor G [Streptococcus agalactiae]
 KLK12760.1 elongation factor G [Streptococcus agalactiae]
 KLK16194.1 elongation factor G [Streptococcus agalactiae]
 KLK20997.1 elongation factor G [Streptococcus agalactiae]
 KLK21635.1 elongation factor G [Streptococcus agalactiae]
 KLK24116.1 elongation factor G [Streptococcus agalactiae]
 KLK24198.1 elongation factor G [Streptococcus agalactiae]
 KLK29463.1 elongation factor G [Streptococcus agalactiae]
 KLK32942.1 elongation factor G [Streptococcus agalactiae]
 KLK34150.1 elongation factor G [Streptococcus agalactiae]
 KLK36818.1 elongation factor G [Streptococcus agalactiae]
 KLK37661.1 elongation factor G [Streptococcus agalactiae]
 KLK40845.1 elongation factor G [Streptococcus agalactiae]
 KLK41621.1 elongation factor G [Streptococcus agalactiae]
 KLK44682.1 elongation factor G [Streptococcus agalactiae]
 KLK47893.1 elongation factor G [Streptococcus agalactiae]
 KLK50764.1 elongation factor G [Streptococcus agalactiae]
 KLK55886.1 elongation factor G [Streptococcus agalactiae]
 KLK57142.1 elongation factor G [Streptococcus agalactiae]
 KLK60416.1 elongation factor G [Streptococcus agalactiae]
 KLK62472.1 elongation factor G [Streptococcus agalactiae]
 KLK66371.1 elongation factor G [Streptococcus agalactiae]
 KLK68307.1 elongation factor G [Streptococcus agalactiae]
 KLK72873.1 elongation factor G [Streptococcus agalactiae]
 KLK76877.1 elongation factor G [Streptococcus agalactiae]
 KLK77660.1 elongation factor G [Streptococcus agalactiae]
 KLL13386.1 elongation factor G [Streptococcus agalactiae]
 KLL13690.1 elongation factor G [Streptococcus agalactiae]
 KLL19007.1 elongation factor G [Streptococcus agalactiae]
 KLL20019.1 elongation factor G [Streptococcus agalactiae]
 KLL23007.1 elongation factor G [Streptococcus agalactiae]



 KLL28184.1 elongation factor G [Streptococcus agalactiae]
 KLL31044.1 elongation factor G [Streptococcus agalactiae]
 KLL33971.1 elongation factor G [Streptococcus agalactiae]
 KLL37605.1 elongation factor G [Streptococcus agalactiae]
 KLL38592.1 elongation factor G [Streptococcus agalactiae]
 KLL40442.1 elongation factor G [Streptococcus agalactiae]
 KLL43618.1 elongation factor G [Streptococcus agalactiae]
 KLL45237.1 elongation factor G [Streptococcus agalactiae]
 KLL48175.1 elongation factor G [Streptococcus agalactiae]
 KLL49459.1 elongation factor G [Streptococcus agalactiae]
 KLL51402.1 elongation factor G [Streptococcus agalactiae]
 KLL52671.1 elongation factor G [Streptococcus agalactiae]
 KLL54433.1 elongation factor G [Streptococcus agalactiae]
 KLL56357.1 elongation factor G [Streptococcus agalactiae]
 KLL60786.1 elongation factor G [Streptococcus agalactiae]
 KLL61104.1 elongation factor G [Streptococcus agalactiae]
 KLL61793.1 elongation factor G [Streptococcus agalactiae]
 KLL65683.1 elongation factor G [Streptococcus agalactiae]
 KLL66430.1 elongation factor G [Streptococcus agalactiae]
 KLL69486.1 elongation factor G [Streptococcus agalactiae]
 KLL70299.1 elongation factor G [Streptococcus agalactiae]
 KLL72466.1 elongation factor G [Streptococcus agalactiae]
 KLL73006.1 elongation factor G [Streptococcus agalactiae]
 KLL76955.1 elongation factor G [Streptococcus agalactiae]
 KLL82094.1 elongation factor G [Streptococcus agalactiae]
 KLL82488.1 elongation factor G [Streptococcus agalactiae]
 KLL84656.1 elongation factor G [Streptococcus agalactiae]
 KLL87608.1 elongation factor G [Streptococcus agalactiae]
 KLL89424.1 elongation factor G [Streptococcus agalactiae]
 KLL93671.1 elongation factor G [Streptococcus agalactiae]
 AKI96126.1 Elongation factor G [Streptococcus agalactiae]
 CNG48059.1 elongation factor G [Streptococcus agalactiae]
 CNF89828.1 elongation factor G [Streptococcus agalactiae]
 CND82338.1 elongation factor G [Streptococcus agalactiae]
 CNB28987.1 elongation factor G [Streptococcus agalactiae]
 CND95859.1 elongation factor G [Streptococcus agalactiae]
 CNJ05678.1 elongation factor G [Streptococcus agalactiae]
 CNB71029.1 elongation factor G [Streptococcus agalactiae]
 CNJ41341.1 elongation factor G [Streptococcus agalactiae]
 CNC88776.1 elongation factor G [Streptococcus agalactiae]
 CNJ36445.1 elongation factor G [Streptococcus agalactiae]
 CNB47578.1 elongation factor G [Streptococcus agalactiae]
 CNE42213.1 elongation factor G [Streptococcus agalactiae]
 CNK52504.1 elongation factor G [Streptococcus agalactiae]
 CNK39110.1 elongation factor G [Streptococcus agalactiae]
 CNJ51312.1 elongation factor G [Streptococcus agalactiae]
 CNB67366.1 elongation factor G [Streptococcus agalactiae]
 CNG24196.1 elongation factor G [Streptococcus agalactiae]
 CNC13880.1 elongation factor G [Streptococcus agalactiae]
 CNK83030.1 elongation factor G [Streptococcus agalactiae]
 CNB58407.1 elongation factor G [Streptococcus agalactiae]
 CNC06653.1 elongation factor G [Streptococcus agalactiae]
 CNK08263.1 elongation factor G [Streptococcus agalactiae]
 CNC41551.1 elongation factor G [Streptococcus agalactiae]



 CNE02715.1 elongation factor G [Streptococcus agalactiae]
 CND68482.1 elongation factor G [Streptococcus agalactiae]
 CNJ08348.1 elongation factor G [Streptococcus agalactiae]
 CNI75236.1 elongation factor G [Streptococcus agalactiae]
 CNH34511.1 elongation factor G [Streptococcus agalactiae]
 CNB61935.1 elongation factor G [Streptococcus agalactiae]
 CNB64415.1 elongation factor G [Streptococcus agalactiae]
 CND57523.1 elongation factor G [Streptococcus agalactiae]
 CNI65094.1 elongation factor G [Streptococcus agalactiae]
 CNH05778.1 elongation factor G [Streptococcus agalactiae]
 CNF64706.1 elongation factor G [Streptococcus agalactiae]
 CNG00103.1 elongation factor G [Streptococcus agalactiae]
 CNB83738.1 elongation factor G [Streptococcus agalactiae]
 CNK11657.1 elongation factor G [Streptococcus agalactiae]
 CNJ22345.1 elongation factor G [Streptococcus agalactiae]
 CNG07732.1 elongation factor G [Streptococcus agalactiae]
 CNB69089.1 elongation factor G [Streptococcus agalactiae]
 CNL13154.1 elongation factor G [Streptococcus agalactiae]
 CNJ84543.1 elongation factor G [Streptococcus agalactiae]
 CNH59037.1 elongation factor G [Streptococcus agalactiae]
 CNB78191.1 elongation factor G [Streptococcus agalactiae]
 CND64674.1 elongation factor G [Streptococcus agalactiae]
 CNE93664.1 elongation factor G [Streptococcus agalactiae]
 CNE32515.1 elongation factor G [Streptococcus agalactiae]
 CNE51669.1 elongation factor G [Streptococcus agalactiae]
 CNK07766.1 elongation factor G [Streptococcus agalactiae]
 CNC66090.1 elongation factor G [Streptococcus agalactiae]
 CNB50187.1 elongation factor G [Streptococcus agalactiae]
 CND86655.1 elongation factor G [Streptococcus agalactiae]
 CNI20582.1 elongation factor G [Streptococcus agalactiae]
 CNH77004.1 elongation factor G [Streptococcus agalactiae]
 CND27324.1 elongation factor G [Streptococcus agalactiae]
 CNB86208.1 elongation factor G [Streptococcus agalactiae]
 CNE23080.1 elongation factor G [Streptococcus agalactiae]
 CQD59605.1 elongation factor G [Streptococcus agalactiae]
 CQI89127.1 elongation factor G [Streptococcus agalactiae]
 CQH16817.1 elongation factor G [Streptococcus agalactiae]
 CQH18094.1 elongation factor G [Streptococcus agalactiae]
 CQJ20036.1 elongation factor G [Streptococcus agalactiae]
 CQH08363.1 elongation factor G [Streptococcus agalactiae]
 CQH77846.1 elongation factor G [Streptococcus agalactiae]
 CQJ53582.1 elongation factor G [Streptococcus agalactiae]
 CQJ43459.1 elongation factor G [Streptococcus agalactiae]
 AKT96772.1 elongation factor G [Streptococcus agalactiae]
 AKT98706.1 elongation factor G [Streptococcus agalactiae]
 AKU00648.1 elongation factor G [Streptococcus agalactiae]
 AKU04274.1 elongation factor G [Streptococcus agalactiae]
 ALB16697.1 elongation factor G [Streptococcus agalactiae]
 KRP39658.1 elongation factor G [Streptococcus agalactiae]
 ALP88232.1 elongation factor G [Streptococcus agalactiae]
 KUH48624.1 elongation factor G [Streptococcus agalactiae]
 KXA44058.1 translation elongation factor G [Streptococcus 
agalactiae]
 KXA47682.1 translation elongation factor G [Streptococcus 



agalactiae]
 KXA52872.1 translation elongation factor G [Streptococcus 
agalactiae]
 KXA53785.1 translation elongation factor G [Streptococcus 
agalactiae]
 KXA54881.1 translation elongation factor G [Streptococcus 
agalactiae]
 KXA55107.1 translation elongation factor G [Streptococcus 
agalactiae]
 AMD32986.1 elongation factor G [Streptococcus agalactiae]
 AMQ15309.1 Elongation factor G [Streptococcus agalactiae]
 AMQ17300.1 Elongation factor G [Streptococcus agalactiae]
 ANR97743.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL48561.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL55600.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL59826.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL63346.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL63741.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL67578.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL71017.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL74115.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL75761.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL76514.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL78782.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCL80844.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM01193.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM01984.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM03768.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM06087.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM08307.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM11641.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM12150.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM14299.1 translation elongation factor G [Streptococcus 
agalactiae]



 OCM19515.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM23584.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM25243.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM30104.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM30277.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM37012.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM41504.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM49055.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM54152.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM56928.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM58095.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM58567.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM60443.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM63541.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM65718.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM67058.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM69718.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM71508.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM74875.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM77173.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM78805.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM81260.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM82596.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM86973.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM87275.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM87810.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM92076.1 translation elongation factor G [Streptococcus 
agalactiae]



 OCM92754.1 translation elongation factor G [Streptococcus 
agalactiae]
 OCM94699.1 translation elongation factor G [Streptococcus 
agalactiae]
 AOF51717.1 elongation factor G [Streptococcus agalactiae]
 AOQ21663.1 translation elongation factor G [Streptococcus 
agalactiae]
 CZT40133.1 elongation factor G [Streptococcus agalactiae]
 OFL38736.1 elongation factor G [Streptococcus sp. HMSC072E12]
 OFL54783.1 elongation factor G [Streptococcus sp. HMSC075A03]
 OFN85606.1 elongation factor G [Streptococcus sp. HMSC074F10]
 OFO04506.1 elongation factor G [Streptococcus sp. HMSC063D10]
 OFO10241.1 elongation factor G [Streptococcus sp. HMSC069D09]
 OFO10810.1 elongation factor G [Streptococcus sp. HMSC076E03]
 OFP85784.1 elongation factor G [Streptococcus sp. HMSC065G04]
 OFU94928.1 elongation factor G [Streptococcus sp. HMSC11C05]
 OHO80353.1 elongation factor G [Streptococcus sp. HMSC036H09]
 OHO84570.1 elongation factor G [Streptococcus sp. HMSC056D01]
 OHQ14031.1 elongation factor G [Streptococcus sp. HMSC064H02]
 OHQ75322.1 elongation factor G [Streptococcus sp. HMSC072G02]
 OHR13401.1 elongation factor G [Streptococcus sp. HMSC078E08]
 OHR15359.1 elongation factor G [Streptococcus sp. HMSC078E03]
 OHX72138.1 translation elongation factor G [Streptococcus 
agalactiae]
 OHX72995.1 translation elongation factor G [Streptococcus 
agalactiae]
 OHX73621.1 translation elongation factor G [Streptococcus 
agalactiae]
 OHX75012.1 translation elongation factor G [Streptococcus 
agalactiae]
 OHX78581.1 translation elongation factor G [Streptococcus 
agalactiae]
 OHX79066.1 translation elongation factor G [Streptococcus 
agalactiae]
 OHX82298.1 translation elongation factor G [Streptococcus 
agalactiae]
 OIX64207.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX65148.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX65352.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX68693.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX71917.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX74602.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]



 OIX77534.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX77940.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX80989.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX82826.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX84054.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX87616.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 OIX89528.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 
III]
 APS25705.1 elongation factor G [Streptococcus agalactiae]
 AQY24964.1 elongation factor G [Streptococcus agalactiae]
 AQY27021.1 elongation factor G [Streptococcus agalactiae]
 ARC25501.1 elongation factor G [Streptococcus sp. 'group B']
 OSC37912.1 elongation factor G [Streptococcus agalactiae]
 OTG44534.1 elongation factor G [Streptococcus agalactiae]
 OTG45675.1 elongation factor G [Streptococcus agalactiae]
 OTG46279.1 elongation factor G [Streptococcus agalactiae]
 OTG50120.1 elongation factor G [Streptococcus agalactiae]
 OTG50902.1 elongation factor G [Streptococcus agalactiae]
 OTG51679.1 elongation factor G [Streptococcus agalactiae]
 OTG55383.1 elongation factor G [Streptococcus agalactiae]
 SIW58309.1 elongation factor G [Streptococcus agalactiae]
 OVE40635.1 elongation factor G [Streptococcus agalactiae]
 OVE41957.1 elongation factor G [Streptococcus agalactiae]
 OVE42596.1 elongation factor G [Streptococcus agalactiae]
 ASA80385.1 elongation factor G [Streptococcus agalactiae]
 ASA82490.1 elongation factor G [Streptococcus agalactiae]
 ASA84544.1 elongation factor G [Streptococcus agalactiae]
 ASA86592.1 elongation factor G [Streptococcus agalactiae]
 ASA88646.1 elongation factor G [Streptococcus agalactiae]
 ASA90780.1 elongation factor G [Streptococcus agalactiae]
 ASA92898.1 elongation factor G [Streptococcus agalactiae]
 ASA94910.1 elongation factor G [Streptococcus agalactiae]
 OXT26006.1 elongation factor G [Streptococcus agalactiae]
 OXT26804.1 elongation factor G [Streptococcus agalactiae]
 OXT29806.1 elongation factor G [Streptococcus agalactiae]
 OXT32300.1 elongation factor G [Streptococcus agalactiae]
 OXT39808.1 elongation factor G [Streptococcus agalactiae]
 OXT41217.1 elongation factor G [Streptococcus agalactiae]
 OXT46490.1 elongation factor G [Streptococcus agalactiae]
 OXT51107.1 elongation factor G [Streptococcus agalactiae]
 OXT52142.1 elongation factor G [Streptococcus agalactiae]



 OZV72422.1 elongation factor G [Streptococcus agalactiae]
 OZV78963.1 elongation factor G [Streptococcus agalactiae]
 OZV79109.1 elongation factor G [Streptococcus agalactiae]
 PAO75537.1 elongation factor G [Streptococcus agalactiae]
 ASZ02039.1 translation elongation factor G [Streptococcus 
agalactiae]
 PHU33324.1 elongation factor G [Streptococcus agalactiae]
 ATZ83552.1 elongation factor G [Streptococcus agalactiae]
 ATZ90024.1 elongation factor G [Streptococcus agalactiae]
 ATZ85556.1 elongation factor G [Streptococcus agalactiae]
 ATZ92072.1 elongation factor G [Streptococcus agalactiae]
 PLA78264.1 elongation factor G [Streptococcus agalactiae]
 PMB92334.1 elongation factor G [Streptococcus agalactiae]
 PMC04755.1 elongation factor G [Streptococcus agalactiae]
 PMC09761.1 elongation factor G [Streptococcus agalactiae]
 PPE83635.1 elongation factor G [Streptococcus agalactiae]
 PPE85730.1 elongation factor G [Streptococcus agalactiae]
 PPE87603.1 elongation factor G [Streptococcus agalactiae]
 PPQ22776.1 elongation factor G [Streptococcus agalactiae]
 PPQ24934.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675



>WP_100212789.1 GTP-binding protein [Pediococcus damnosus]
 PJE49374.1 elongation factor G [Pediococcus damnosus]
Length=657

 Score = 259 bits (662),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 201/652 (31%), Positives = 308/652 (47%), Gaps = 
57/652 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+ESLLY +G + + G V+ G    D+  LE++ GITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSESLLYRAGELRKLGRVDNGDAFLDSDDLEKKHGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    + ++DTPGH+DF ++    L+VLD AILVISA DG+Q  TR L+  L 
+ +
Sbjct  61   
AHLQYQNLDLTLLDTPGHVDFASQTEEVLSVLDYAILVISATDGIQGYTRTLWRLLERYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D + V+  ++   S     +  +  + +   E N   EA++ 
+  
Sbjct  121  VPTFIFVNKMDMPGTDKKQVLDQLQTVFS-----QGCIDFNAD---
ESNISNEAYEEIAM  172

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LE ++    I  E +    Q+ ++   +FP Y+G+A K  GI   +   
TGL   
Sbjct  173  RDDAVLETFLDSGNIDDETI----QKMIRQREVFPCYFGAALKVAGIDAFL---
TGLEHW  225

Query  241  IGEQ-GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR-----LRDTVALAGR--
EKLKIT  292
              E          VFK+ + + G+R  ++R+  GTL      L D  A   R  +  
K T
Sbjct  226  
TSETVYKPEFAARVFKISHDEKGERLTWVRVTGGTLATKAVLLDDQKANQLRVYDGAKFT  285

Query  293  -EMRIPSKGEIVRTD--
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             +  IP+ G    T     YPG+ + +  D V        PT  P   +  DP       
Sbjct  286  VQQTIPAGGVCAVTGLTGTYPGQGLGVEKDGVT-------
PTIQPVLNYALDP-------  331

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                        L AL QL D DP L     S   EI +  +G +QLE++  +L +



++ L
Sbjct  332  ----
KGQDIHVCLTALRQLEDEDPQLHVSWSSHLQEIRVQIMGEIQLEILQQILLQRFNL  387

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 E S++Y E   +A     H E  P   +A + L + P S GSG+ ++S+ 
+L  L
Sbjct  388  NVSFGEGSILYKETITQAVEGVGHFE--
PLRHYAEVHLLLQPASKGSGLTFDSQCALDVL  445

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +++Q+ V   +      G L G  +TD +I    G   +  S   DFR      + 
Q L
Sbjct  446  
GKNWQHQVLTNLNSKEHLGVLIGAPITDMQITLVGGKASNVHSVGGDFREATWRAVRQGL  505

Query  529  ----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI---
ETAQVKKDEVVFTGEI  581
                +  G QLLEP+  F L   Q+ + RA +D  K   +    ET + K    + 
TG  
Sbjct  506  
MMLKEHGGCQLLEPWYQFRLEIGQDQVGRAMNDIQKMSGSFNMPETTENKDALTILTGTA  565

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDK  
630
            P   +Q Y  ++  YT+G+      + GY+       I  +    P S LD 
Sbjct  566  PVSEMQDYTQEVRAYTHGQGQLECIVDGYRPCHNADEIVKKLKYNPTSDLDN  
617

>WP_044538539.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 KJC46304.1 elongation factor G [Bradyrhizobium sp. LTSP885]
 KJC62152.1 elongation factor G [Bradyrhizobium sp. LTSPM299]
Length=690

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 194/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   



WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   I  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKAVIWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D++L  Y+ G       L R  ++ 
V  
Sbjct  192  
DAKFSDVDIPEDLIEKAKEYREKLLEAAVELDDEVLAAYLDGNEPDEATLKRMIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQG---------
SAALCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G         S  
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGLDEDGNEIVRLPNDSEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLMSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G+G  +ES+V  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGAGYVFESKVVGGSVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   



+  P
Sbjct  552  
VVAGFPVVDVKVTLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_003678160.1 GTP-binding protein [Lactobacillus coryniformis]
 EJN56077.1 Elongation factor G [Lactobacillus coryniformis subsp. 
coryniformis 
CECT 5711]
Length=655

 Score = 259 bits (662),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 203/623 (33%), Positives = 308/623 (49%), Gaps = 
45/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQITAGIIAHVDAGKTTLSEALLYRAGALRQLGRVDNGDAFLDTEKLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    +N++DTPGH+DF A+  + L VLD A+LVISA DG+Q  TR L+  L
++  
Sbjct  61   
ARLQYGELALNLLDTPGHVDFAAQTEQVLDVLDYAVLVISAADGIQGYTRTLWRLLQRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA---
DIIIKQTVSLSPEIVLEENTDIEAWDA  177
            +PT IFINK+D  GVD + ++  ++   SA   D       +L+ EI L           
Sbjct  121  
VPTFIFINKMDAPGVDKRQLLDQLQSVFSAGCIDFSTTDVAALNEEIAL-----------  169

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                N+ +LE ++    ++   +    Q+ +Q   +FP Y+G+A K  G+  L+  
+   
Sbjct  170  ---RNETVLEDFLTTGELADTAV----
QQLIQQREVFPCYFGAALKLAGVDELLAGMARW  222



Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             +P     +      VFK+ Y + G+R  +LRL  G LR +D   L G +  K  +
+RI 
Sbjct  223  ARPATY--TQDFGARVFKISYDEKGERLTWLRLTGGNLRTKDV--LIGEQ--
KANQLRIY  276

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTIAPKT  354
            +  +         G +  +P     L D    P + L ++     P+  P+L   + 
PK 
Sbjct  277  NGAKYTIAAEVAAGVVCAIPG----LTDTY--
PGQGLGKESDGTTPVIQPVLNYALDPK-  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA     L AL QL D DP L     S   EI +  +G VQLE++  LL E++KL+    
Sbjct  330  
AADIHTCLAALRQLEDEDPQLHITWSSHLQEIHVQIMGAVQLEILQQLLLERFKLDVGFD  389

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            + S++Y E   +A     H E  P   +A + L + P   GSG+ ++++ SL  L 
+++Q
Sbjct  390  QGSILYKETITQAVEGVGHFE--
PLRHYAEVHLLLQPAPRGSGLTFDAQCSLEVLGRNWQ  447

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----K  529
            + V   +R     G L G  +TD KI    G      S   DFR      + Q L    
+
Sbjct  448  
HQVTSNLRAKAHLGVLTGSPLTDVKITLVGGKASIVHSVGGDFREATWRAVRQGLMMLRQ  507

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQA  588
            + G QLLEP+  F L   QE + RA  D  +        ++      V TG  P   
+Q 
Sbjct  508  
KGGCQLLEPWYQFRLEVGQEQVGRAMTDIQRMSGDFTAPEMTTGGTAVLTGTAPVAEMQD  567

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y  ++  YT+G+      + GY+
Sbjct  568  YAPEVNAYTHGQGQLECIVDGYR  590

>OHA64696.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium RIFCSPHIGHO2_01_FULL_48_27b]
 OHA74186.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium RIFCSPLOWO2_01_FULL_48_29]
Length=691



 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 201/685 (29%), Positives = 319/685 (47%), Gaps = 
72/685 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +GTT  D M  ER+RGITI +A  
+  
Sbjct  12   
NIGIIAHIDAGKTTSTERVLFYTGISHKIGEVHEGTTVMDWMVQERERGITITSAAITCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDGA+++     GV+ Q+  ++    K  
+P +
Sbjct  72   
WADHRINIIDTPGHIDFTAEVQRSLRVLDGAVVIFDGVAGVEPQSETVWRQADKFLVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
             FINKID+ G   +  + S+  KL+ D +           +K  + L             
Sbjct  132  
CFINKIDRMGASFEKSLGSIWKKLTKDAVALQIPIGEEGELKGVIDLLEMKAVYFDGDFG  191

Query  161  ----SPEIVLEENTDIEAW-DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     + W D  +E     ++ L+EKY+ GE +  E L +  ++     
Sbjct  192  
QIVRKEEIPAELQARAKEWRDKALEKIAAEDEALMEKYVGGEELVVEDLKKVLRKATLAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
             L PV+ GSA K +G+QP++D             A+ G+    GE+       S      
Sbjct  252  
KLVPVFTGSALKNMGVQPVLDGVVDYLPSPADVPAIEGIDPKTGEKISRKPLDSELFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
             FKV          Y R+YSGTL+    L +T         +I  M    + E+   
D  
Sbjct  312  
AFKVASDPYVGTLTYFRVYSGTLKKGSYLLNTTTGEKERISRILRMHAAEREEV---DEL  368

Query  309  YPGEI---VILPSDSVRLN-
DVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+I   V L + S          P  L +  +   P P++   I PKT A +E+
+  A
Sbjct  369  YAGDIAATVGLKNTSTGHTLSAESTPIVLEKISF---
PEPVISIRIEPKTKADQEKMGFA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L +L++ DP  R   D  T E I+S +G + LE++   +  ++ +   V  P V Y 



E  
Sbjct  426  
LHRLSEEDPTFRVNSDLETGETIISGMGELHLEIIVDRMKREFGVGAAVGRPQVAYKETI  485

Query  424  PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              KA + T ++ +      +  + L V P + G G ++   +    + + +  AV+ 
G++
Sbjct  486  
RAKAEAETKYVRQSGGRGQYGHVLLRVEPKAEGEGFEFVDAIKGAAIPREYIPAVQKGVQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D K     G Y+   S+   F+  A +  + A K++   
LLEP + 
Sbjct  546  
EAMDKGVLAGYPVIDVKATLYDGSYHEVDSSEFAFKIAASMAFQDAAKKASLVLLEPVMH  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P ++L     D       IE  + + D  V   ++P R +  Y T+L   T 
GR 
Sbjct  606  
LEVTCPADFLGDVIGDLSSRRGRIEETEDRIDLKVIKAKVPLREMFGYATNLRSLTEGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRR  623
                E + Y+   A + Q VI+ +R
Sbjct  666  TFTMEFERYEEVPANITQEVIEGKR  690

>WP_068474483.1 elongation factor G [Parvimonas sp. KA00067]
 KXB65401.1 translation elongation factor G [Parvimonas sp. KA00067]
Length=691

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 195/680 (29%), Positives = 314/680 (46%), Gaps = 
65/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G   +G  + D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERMLYYTGKIHKIGDTHEGAAQMDWMEQEKERGITICSAATTCV  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ +  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDTRINIIDTPGHVDFTVEVERSLRVLDGSVALFDAKSGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------



VSLSPEIVLEE-N  169
             FINK+D  G +    +++++DKL A+ +  Q               +S+   I   
+  
Sbjct  132  
CFINKMDATGANYYDSIETIKDKLKANPVPVQIPIGAESEFVGVIDLISMHAIIYKNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  A+ E ++ ++EKY+ GE IS  +L    +R   
+ 
Sbjct  192  
TDIEETDIPDAYKDKAEEYRQNLLEALAETDEFIMEKYLEGEAISPSELREAIRRATINL  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI--------------------
GEQGSAALC  250
            S+ PV  GSA K  G+QPL++A+      P+                     E+  
+AL 
Sbjct  252  
SINPVLCGSAYKNKGVQPLLNAIVAYMPSPLDIPSIKGVDDNEEETERHASDEEPFSALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK+       +  Y R+YSGTL     V  + + +K +I  + +    +    
D+  
Sbjct  312  ---
FKIVADPFVGKLAYFRVYSGTLEAGSYVYNSTKGKKERIGRILMMHANKREEVDSVS  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D          E P P++   I PKT A +E++  
AL +L
Sbjct  369  
AGDIAAAVGLKDTTTGDTLCDMNSHVILEKMEFPEPVISVAIEPKTKASQEKMSIALHKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA-  427
            A+ DP  R   D  T + I+S +G + LE++   L  ++K+E  +  P V Y E   
K  
Sbjct  429  
AEEDPTFRTYTDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVSYRESISKES  488

Query  428  -
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             A      +   +  +    + + P   G G ++ + +  G + + +   V+ GI    
+
Sbjct  489  
DAEGKYVRQSGGSGQYGHCKIKIEPQEPGKGFEFVNNIVGGSIPKEYIGPVQKGIEEATQ  548

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    +   +A++++   LLEP +   
+ 
Sbjct  549  
AGVLAGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFREAVRKAAPVLLEPMMKVEIT  608



Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P EYL     D       I+    K    V    IP   +  Y TDL   T GR+    
Sbjct  609  
TPDEYLGDVMGDVSSRRGRIQGMNPKNGVHVLDAFIPLAEMFGYATDLRSNTQGRATYSM  668

Query  606  ELKGYQA---AVGQPVIQPR  622
            +   Y+    A+ + VI  R
Sbjct  669  QFDHYEKVPQAISEKVIGER  688

>WP_027018760.1 elongation factor G [Corynebacterium massiliense]
Length=709

 Score = 260 bits (665),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 197/702 (28%), Positives = 334/702 (48%), Gaps = 
79/702 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGINRKVGETHDGGSTTDWMDQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWEGHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYYTVQTIVDRLGAKPLVMQLPIGAEDDFDGVVDLINMEAITWRG  190

Query  157  TVSLSPEIVLEE-NTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V +  E  +EE   D++           +AV E++++L+EKY  GE ++ +++    
++
Sbjct  191  
KVEVGAEPTIEEIPADLKDKADEYHEKLLEAVAESDEELMEKYFGGEELTIDEIKAAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQP--IGE-
QGSAA--------------  248
               ++ ++PVY G+A +  G+QPL+DAV   L  P  +GE  G A               
Sbjct  251  
MTVNSEIYPVYCGTAYRNKGVQPLLDAVIDYLPNPLDVGEVHGHAVGNEEEEMTRKPSTE  310

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEI  302
                G  FK+       +  ++R+YSG +   D V  + + K     KI +M    
+  +
Sbjct  311  
SPFSGLAFKIAAHPFFGQLTFVRVYSGRVEPGDEVMNSTKGKKERIGKIFQMHANKENPV  370

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D A  G I  I+    +   D L D          + P P+++ +I PKT A 
+E+L
Sbjct  371  ---
DYAAAGNIYAIIGLKDITTGDTLCDKNEQIILESMDFPDPVIKVSIEPKTKADQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LAD DP    E+D  T + ++  +G + L+V+   +  ++K+E  +  P 
V Y 
Sbjct  428  
GTAIQKLADEDPTFTVELDEETGQTVIGGMGELHLDVLVDRMKREFKVEANIGNPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQYE--
SRVSLGYL  469
            E   +P+K+  +T   +   +  +A + +S+ P       L  G   QY   + V+ 
G +
Sbjct  488  
ETIKKPVKSLDYTHKKQTGGSGQFAKVIVSIEPYNPSEDELEEGDNPQYAFVNEVTGGRV  547

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+     VL
++A+
Sbjct  548  
PKEYIPSVDAGIQDAMQYGYLAGFPLVNIKATLEDGQYHDVDSSEMAFKIAGSQVLKEAV  607

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             ++   LLEP ++  +  P+E++     D       + +   +    V    +P   
+  
Sbjct  608  
AKAKPVLLEPLMAVEIITPEEFMGDVIGDVNARRGQVNSMDDRAGAKVVKAVVPLSEMFG  667

Query  589  YRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNSR  627
            Y  DL   T GR+        Y      V Q +I+ R   S 
Sbjct  668  YVGDLRSKTQGRANYSMVFDSYGEVPQNVAQEIIEERTGGSN  709

>WP_017554004.1 elongation factor G [Bacillus coagulans]
 AJH77335.1 translation elongation factor G [Bacillus coagulans DSM 
1 = ATCC 
7050]
 SHF25857.1 elongation factor G [Bacillus coagulans DSM 1 = ATCC 
7050]
Length=692



 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVS----  159
            P ++F+NK+D+ G D    V ++ D+L A+                   +I+   +    
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  160  -LSPEIVLEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I + E  D      E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKNKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DMVYAGDIAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424



            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAKVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DAMQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_063556439.1 GTP-binding protein [Clostridium ljungdahlii]
 OAA83991.1 Tetracycline resistance protein TetM [Clostridium 
ljungdahlii]
Length=650

 Score = 259 bits (661),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 174/609 (29%), Positives = 293/609 (48%), Gaps = 
18/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E +LY + +I   G V+   +  D   +E+ RGITI +    
F++
Sbjct  5    
IGLFAHVDAGKTTLAEQILYHTKSIKNLGRVDHKDSFLDNNDIEKNRGITIFSDQAVFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  +VDTPGH DF +E+ R++ ++D A+++IS  +GVQAQT I++  L+K  
IPT  
Sbjct  65   
KSSTYYLVDTPGHADFSSEMERTIEIMDYAVVIISGVEGVQAQTEIVWQLLKKHGIPTFF  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+AG +++ +++ +R  L+ DI         PE V  +  + E  +   E 
+DKL
Sbjct  125  FINKVDRAGANVEGILKDIRVNLTEDI------
CFIPESVQLDKINKEIMEFAAERSDKL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKYI  E  + +  +   +  +  + LFP   GSA +  GI   ++ +  L F     
+
Sbjct  179  LEKYIE-
EDFTNQMWLDSIRDMIYKSKLFPCMSGSALQDKGIDAFLEKLDRLTFTKYNNR  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIPSKGEI  302
                  G V+K+ +     +  Y+++  GTL++RD +A+   +    K+T++RI +  
+ 
Sbjct  238  --
EKFQGIVYKICHDRQKNKITYMKILGGTLKVRDEIAVNTSQDCFEKVTQIRICNGDKF  295

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               + A  GE+  +   S   N ++G       ++   + LP L++ +    +   
+ +L
Sbjct  296  KTVNEASAGELAAVSGLS---
NSIVGCGLGNCYRKVNYEMLPALKSRVIFDKSLNEKDVL  352

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L + DP L+   +    EI ++ +G +QLEV+  L+ E++ L        +
+Y E
Sbjct  353  
ACFKVLEEEDPALKVSWNEKLGEIQVNIMGTIQLEVLKELVKERFDLPVDFGPCEILYKE  412

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              ++ +    H E  P   +A +   + P    SG+ + +  S   L+ ++Q  V   
I 
Sbjct  413  TIIETSYGCGHFE--
PLRHYAEVHFKLEPGERNSGISFYNECSTDDLDINYQKLVGKHIY  470

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G+ + D KI    G  +   +   DFR      L Q L+     
LLEPY  
Sbjct  471  
ERDHHGILTGFPIADIKITLITGRSHVKHTCGGDFREATFRALRQGLEGVKNILLEPYYR  530

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    +Y+ R   D  K   + E       EV+ TG  P      Y  +   +T 
GR 



Sbjct  531  
FKIKVSSDYMGRVLSDIQKLKGSFENPDNLNGEVIITGRGPVSTFMNYAVEFTSFTKGRG  590

Query  602  VCLTELKGY  610
                 L GY
Sbjct  591  KINFVLDGY  599

>WP_089120419.1 GTP-binding protein [Lactobacillus pentosiphilus]
 GAX05016.1 elongation factor G [Lactobacillus pentosiphilus]
Length=643

 Score = 259 bits (661),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 200/617 (32%), Positives = 313/617 (51%), Gaps = 
53/617 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +S  G V+ G    D   LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIAHVDAGKTTLSEALLYKAGILSHLGRVDNGDAFLDPDDLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q+ +  + ++DTPGH DF A+  + L+VLD AILV+SA DGVQ  TR L+  L 
+ N
Sbjct  61   
ASLQYDQLNLTLLDTPGHADFGAQTEQVLSVLDDAILVVSATDGVQGYTRTLWRLLSRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  GVD ++++  ++ +LS              +  + ++  ++++ 
+  
Sbjct  121  IPTFIFVNKMDAPGVDREALLTQLQTELSPGC-----------
LAFDGDSIADSYEDIAL  169

Query  181  NNDKLLEKYIAGEPISREKLVRE--
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +D +L+ Y+A E +S + ++R+   QR+V     FP Y+G+A K  G+  LM    
GL 
Sbjct  170  QDDSVLDGYMASETLS-DDVIRQLISQRKV-----FPTYFGAALKLNGVDTLM---
AGLQ  220

Query  239  QPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            Q   E+ +    G+ +FKV + + G+R  ++R+  G L  RD V      + KI +
+R  
Sbjct  221  QWTTERKANQSFGARIFKVSHDEKGERLTWVRVTGGELHPRDEVL----
PEQKINQLRQY  276

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356



            +  +     T   GE+  +      R    LGD          +   P+L+  +  
K   
Sbjct  277  NGTKYTVNQTITAGEVCAITGLTGTRPGQGLGD--------
LADSQAPVLQPVLTYKVDP  328

Query  357  QRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            Q   L   L AL QL D DP L     +   EI +  +G +QLEV+  LL ++++L
+   
Sbjct  329  
QGNDLHACLTALQQLEDEDPQLHVTWSNQLQEIRVQLMGAMQLEVIQQLLEQQFQLDVSF  388

Query  414  KEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             E S++Y E    P++   H       P   +A + L +TP   GSGV + +  SL  
L+
Sbjct  389  DEGSILYKETITDPIEGVGH-----
FEPLRHYAEVHLLMTPTPRGSGVSFAADCSLEVLD  443

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL-  528
            +++Q+ +   ++     G L G  +TD +I    G      +   DFR      + 
Q L 
Sbjct  444  
KNWQHQIMTSLKAKQHLGVLTGAPITDMQITLIGGRGSIVHTVGGDFRQATWRAVRQGLM  503

Query  529  --KESGT-QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPAR  584
              K+ GT QLLEP+  F L   Q+ + RA +D  +     ET       VV  TG  
P  
Sbjct  504  
MTKQQGTAQLLEPWYQFRLTVTQDQVGRAMNDIQRMAGEFETPDNTAGTVVTLTGSAPVA  563

Query  585  CIQAYRTDLAFYTNGRS  601
             +Q Y   +  YT+G+ 
Sbjct  564  EMQGYAQTVNAYTHGQG  580

>WP_098999352.1 GTP-binding protein [Bacillus aryabhattai]
 PHF77530.1 elongation factor G [Bacillus aryabhattai]
Length=653

 Score = 259 bits (662),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 186/647 (29%), Positives = 314/647 (49%), Gaps = 
42/647 (6%)

Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60



Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
L+K
Sbjct  61   
DQGTFSYNGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEA  174
              +P   FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++         
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI---------  171

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +   E +++LL+ ++ G+   +       Q+  Q   +FP   GSA + +GI+  
++ +
Sbjct  172  -EFTAEKDEELLDAFMEGKN-
DQAYWKAAMQKLFQANQIFPCACGSALQDIGIESFLEKL  229

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---KI  291
              L +    Q   A  G V+K+ + + G R  +++  SGTL++RD VA     +L   
KI
Sbjct  230  DLLTETHYSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKI  288

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT--  348
            T++R  +       +    GE+  +    S  + D LG    L   R  E  LP L
++  
Sbjct  289  TQIRAYNGSTFKNVNEGSAGELFAVTGLTSASVGDGLG---TLKESRSYE-
LLPTLKSKV  344

Query  349  ----
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                ++ PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  
L+ 
Sbjct  345  VFEPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIK  398

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+  
Sbjct  399  ERFNINVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLRIEAAERNSGITFENAC  456

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
                L+  +QN VR  I      GL  G   TD K+    G  ++  ++  DFR      
Sbjct  457  
HADDLSVGYQNLVRQHIFEKPHHGLLTGSPTTDLKVTLCTGRAHNKHTSGGDFREATYRA  516



Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L Q L+++   +LEPY  F +    + + R   D        ++    +++ + TG
++P 
Sbjct  517  
LRQGLEKAENVVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPV  576

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                 Y + LA +T+G+        GY+     + VI+  R N   D
Sbjct  577  ATFMNYGSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_047154550.1 elongation factor G [Aneurinibacillus 
tyrosinisolvens]
Length=693

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 192/677 (28%), Positives = 315/677 (47%), Gaps = 
82/677 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++ K+T   + 
++ 
Sbjct  132  
VFVNKMDKLGADFLYSVRTLHERLQANAHPIQLPIGAEDDFRGIIDLVEKKTYIYTNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV + ++ L+ KY+ GE +S  +L    
++
Sbjct  191  ---
GTDIETTDGFPAEYADQAEELRGKLIEAVADFDEDLMMKYLEGEEVSIAELKAAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   FPV  GSA K  G+QP++DAV              G+     EQ         
Sbjct  248  
GTISVQFFPVVCGSAFKNKGVQPMLDAVIDYLPSPLDVPSIKGVLPDSDEQVTRESSDEG  307



Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKIMTDPYVGKLTFFRVYSGTLESGSYVLNSTKGKRERIGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y G+I    +  V L D     T    K        E P P++R  I PKT 
A +
Sbjct  367  --KMVYSGDI----
AAGVGLKDTTTGDTLCDEKDPVILEAMEFPEPVIRIAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL++LAD DP  +   D  T + I++ +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGMALSKLADEDPTFKTYTDEETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             + E   +P K  +     +      +  + +   P   GSG  +E++V  G + + 
+  
Sbjct  481  AFKESFRQPAKVEAKYAK-
QSGGKGQYGHVVVEFEPGEPGSGYIFENKVVGGAIPREYVP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV+ GI   +  G L G+ + D K    +G Y+   S+   F+    +  ++A K+
+   
Sbjct  540  
AVQAGIEEAMSNGVLAGYPLLDLKARLVHGSYHEVDSSEMAFKIAGSMAFKEAGKKANPA  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       IE  + + +  V    +P   +  Y 
T+L 
Sbjct  600  
ILEPMMRVEVTVPEEYMGDIMGDVSSRRGRIEGMEARGNAQVVRAFVPLSEMFGYATNLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR         Y+
Sbjct  660  SRTQGRGTYSMHFDHYE  676

>CDC06074.1 elongation factor G 1 [Clostridium sp. CAG:343]
Length=693

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 315/671 (47%), Gaps = 



72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHEGAATMDWMAQEQERGITITSACTTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++AK GVQ QT  ++    K +
+P +
Sbjct  73   
WKNNRINIIDTPGHVDFTVEVQRSLKVLDGAVTVLAAKGGVQPQTETVWRQADKYSVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------IK-----
QTVSLS  161
            +++NK+D  G +    V  ++++L A+ +                  IK     Q   
L 
Sbjct  133  
VYVNKMDIVGANFMLCVDQLKNRLKANAVPIQLPVGAEDNFQGIVDLIKMKAFIQDDKLG  192

Query  162  PEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              IV +E       D E W     +AV + +++L+ KY+ GE ++ E++ +  +      
Sbjct  193  
EHIVEKEIPEDMKADAEKWRANMIEAVADQDEELMMKYLDGEELTEEEIKKGLRIGTIAN  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG-----------------
EQGSAALCGSV  253
             + PV  GS+ K  G+Q L+DAV      P+                      A      
Sbjct  253  
KIVPVTCGSSYKNKGVQELLDAVVDYMPSPLDIPHIKGETLEGEETEAKTSDDAPFAALA  312

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL    T+  + ++K     +I +M    + +I   
D  Y
Sbjct  313  FKIATDPFVGKLCFFRVYSGTLESGSTILNSSKDKKERVGRILQMHSNHREDI---
DKVY  369

Query  310  PGEIVILPSDSVRLNDV-----
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L DV     L DP         E P P++   I PK  A +E+
+  A
Sbjct  370  SGDI----
AAAVGLKDVTTGNTLCDPDHPIILESMEFPEPVIDIAIEPKDKAAQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   +  T + I++ +G + L+++   L  ++K+E  V +P V Y 
E  
Sbjct  426  



LAKLAEEDPTFKAYTNQETGQTIIAGMGELHLDIIVDRLKREFKVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
               +K     I  +      +  +   + PL  G G+++ES++  G + + +   +  
G+
Sbjct  486  RNAVKVQGKFIR-
QSGGKGQYGDVWFEMEPLEPGKGIEFESKIVGGAVPKEYIKPIEQGM  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R   E G+  G+ VTD K+    G Y+   S+   F+  A +  ++ ++++ + 
+LEP +
Sbjct  545  
REAAESGILAGYPVTDFKVTLVDGSYHEVDSSEMAFKIAASMAFKEGMRQAKSVILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E              IP   +  Y T+L   
T GR
Sbjct  605  
KVDITVPEEYMGDVIGDVNSRRGRMEGMDGNDGVQEIHAFIPLSEMFGYATELRSRTQGR  664

Query  601  SVCLTELKGYQ  611
                 E   Y+
Sbjct  665  GTYSMEPSHYE  675

>AKQ03427.1 elongation factor G, elongation factor G [uncultured 
Nitrospirae 
bacterium Rifle_16ft_4_minimus_38035]
Length=692

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 199/675 (29%), Positives = 316/675 (47%), Gaps = 
72/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +GA  + G V++GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTSTERILYYTGASYKIGEVDEGTATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWKDMRINIIDTPGHVDFTIEVERSLRVLDGAVAIFDAGQGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158



            P + FINK+D+ G D    V+S+ D+L A                   D+I  + V    
Sbjct  129  
PRIAFINKMDKVGADFLESVKSMVDRLGANPIAVQLPIGAENTFRGPIDLISMKAVYFDD  188

Query  159  -SLSPEIVLEENTD------IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
             +L  + V++E  D       E  D +IE     ++ ++EKYIAGE ++ +++ +  
+  
Sbjct  189  
ETLGAKYVIDEIPDELRSLAQEYRDKMIEKLADCDEDVMEKYIAGEEVTIDEIKKALRHG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAA  248
              +  L PV  GS+ K  G+Q L+DA+   L  P+                      
+  
Sbjct  249  
TIEMKLTPVLCGSSFKNKGVQLLLDAIMDYLPSPLDLPPVKGIDPDKDTEIERRADDNEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKG  300
                 FK+       +  Y R+YSG L          +DT    GR    + +M    
+ 
Sbjct  309  FSALAFKIMTDPYVGQLTYFRVYSGVLNSGSYVFNSTKDTTERIGR----
LLKMHANKRE  364

Query  301  EIVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI    + Y GEI   +   +    D L D  +       E P P++   I PKT   
+E
Sbjct  365  EI---
KSVYCGEIAAAVGLKNTTTGDTLCDKDKPIILEKMEFPEPVIGIAIEPKTKTDQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            R+  AL +LA  DP  R + D  T + I+S +G + LE++   +  ++K+E  V 
+P V 
Sbjct  422  
RMGVALQKLAQEDPSFRVKSDEETGQTIISGMGELHLEIIVDRMLREFKVEANVGKPQVA  481

Query  420  YMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E    K  S   +I +      +  + ++V   + G G  +E+++  G + + +  
AV
Sbjct  482  
YRETIKGKVESEGRYIRQTGGRGQYGHVWITVEAQTPGEGFVFENKIVGGSVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GIR  L+ G L G+ V D K+    G Y+   S+   F+    +  +   K +   
LL
Sbjct  542  
EKGIREALDSGVLAGYPVVDVKVSLFDGSYHDVDSSEMAFKIAGSMAFKDGAKRANPVLL  601

Query  537  



EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +  P+EY+     D       I+  + +    + T E P   +  Y 
TDL   
Sbjct  602  
EPIMALEVTVPEEYMGDVIGDINSRRGRIQAVKPRSAAQIITAEAPLSEMFGYATDLRSL  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR+    +   Y+
Sbjct  662  TQGRATFTMQFARYE  676

>WP_045500513.1 elongation factor G [Streptococcus cristatus]
 KJQ57930.1 elongation factor G [Streptococcus cristatus]
Length=692

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 201/692 (29%), Positives = 328/692 (47%), Gaps = 
80/692 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
              T GR   +     Y+    +V + +I+  R
Sbjct  659  SATQGRGTFMMVFDHYEDVPKSVQEEIIKKHR  690

>SCH28555.1 Vegetative protein 19 [uncultured Eubacterium sp.]
Length=688

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 192/691 (28%), Positives = 319/691 (46%), Gaps = 



73/691 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKLGETHEGAATMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    
K  +
Sbjct  70   
TAQWKDTRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   V +  
EI  +
Sbjct  130  
PRMIFVNKMDILGADFFRVVNMVKDRLKANAVPIQLPIGKEDSFIGIIDLVEMKAEIYKD  189

Query  168  ------ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI A        W     ++V E +++L+ K++ GE I+  ++ +  
++  
Sbjct  190  
DLGKEFEKTDIPADLQDLADEWRESLLESVAEMDEELMMKFLEGEEITEAEIKKVIRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                + P+  GSA +  G+Q ++DAV              G+     E+       
+   
Sbjct  250  
IAGEMIPMTCGSAYRNKGVQMMLDAVLDYMPSPLDIPPIKGIVPGTEEEEERPADDNGPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
+I   
Sbjct  310  
SALAFKIMADPFVGKLAFFRVYSGTLESGSYVYNSTKGKKERVGRILQMHANKREDI---  366

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I       V    D L D          E P P++   I PKT A +E+
+  A
Sbjct  367  
EMVYSGDIAAAVGLKVTTTGDTLCDEKHEIILESMEFPDPVIEIAIEPKTKAGQEKMGIA  426

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P V Y 



E  
Sbjct  427  
LAKLAEEDPTFKTYTNEDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKETI  486

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               A   H    +      +  + + V P   G G ++++ +  G + + +   + 
+GI+
Sbjct  487  
TSEADIDHKYAKQSGGRGQYGHVKIKVYPREPGEGFEFKNSIVGGAIPKEYIPKIEEGIK  546

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G + G+ V D  +    G Y+   S+   F+  A +   +A K++   
LLEP   
Sbjct  547  
EAMQTGPVAGYQVVDVGVELYDGSYHEVDSSEMAFKIAASMAFREAAKKAKPVLLEPIFK  606

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE + +    V   G +P   +  Y TDL   T 
GR 
Sbjct  607  
VEVTVPEEYMGDVIGDISSRRGRIEGSDMNNGAVAVRGYVPLSEMFGYATDLRSKTQGRG  666

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            V + +   ++          + P+S LD + 
Sbjct  667  VYVMQFDHFE----------KLPDSLLDSIN  687

>WP_041971696.1 elongation factor G [Geobacter sp. OR-1]
 GAM09783.1 elongation factor G 2 [Geobacter sp. OR-1]
Length=687

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 195/667 (29%), Positives = 307/667 (46%), Gaps = 
60/667 (9%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI++H+DAGKTT++E +L+ +G     G V  G    D M  E++RGITI A  
T 
Sbjct  9    
IRNIGIISHIDAGKTTVSERILFYTGETHRMGEVHDGLATMDWMPQEQERGITITATATC  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++N++DTPGH+DF  EV RS+ VLDGAI V S  +GVQ Q+  ++    +  
+P
Sbjct  69   
CNWRDIRINLIDTPGHIDFTMEVERSMRVLDGAIAVFSGVEGVQPQSESVWRQAERYRVP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSPE  163
             + F+NK+D+ G D ++V+  +  +L A                   D++ +Q ++ 
+  
Sbjct  129  
RICFVNKLDRVGSDHEAVLAQMERRLGARPLLLQLPVGSEAAFSGVIDLLDRQMITFADT  188

Query  164  IVLEENTDIEAWDAVIEN---------------
NDKLLEKYIAGEPISREKLVREEQRRV  208
             +    T  E  D+  E                +D +L  ++AGE +S E+L    
+   
Sbjct  189  
DLGMTVTRQELPDSFREQAAVAREKLVEAAADFDDTILTDFLAGEDVSAERLRLAIRTGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
               S+FPV  GSA +  G+QPL+DA             VTG     G++ S      
A L
Sbjct  249  
LACSVFPVLLGSALRNKGVQPLLDAVAFYLPSPLDVPPVTGKNTSTGDEVSIPCTVDAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
            C   FKV   + G++  YLR+YSG+L+    +A   R +  K+  +           
D A
Sbjct  309  CALAFKV-
VAEEGRKLTYLRIYSGSLKPGMALANGSRGRFEKVARIFRMHAHRREAADHA  367

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+IV +     V   D L DP+          P P++   + PK    RE+LL 
AL +
Sbjct  368  
GAGDIVAVTGFKDVLTGDTLCDPSLHLELAGMNVPEPVVSLAVEPKGVDDREKLLPALDK  427

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L   DP  R   D  T + IL+ +G + LE++   L+  + +      P V+Y E   
+ 
Sbjct  428  
LQWEDPTFRVHEDRETGQTILTGMGELHLEIIIDRLARDFGVGVKTGRPQVVYRETVARG  487

Query  428  ASH--TIHIEVPPNPFWASIGLSVTPLSLGSGVQYE-
SRVSLGYLNQSFQNAVRDGIRYG  484
             +H     +E         +  S+ PL  G+GVQ    R++ G L+   +NA+ + 
+  G
Sbjct  488  
LTHREVFRVEQEGKAVGGEVLFSLKPLERGAGVQLSLDRLNDGALSNDLKNALAEAMHKG  547

Query  485  LEQ-
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
                GL G+ +TD  I      +   V++ A  R+ A   L +ALK++G  +LEP 
++  
Sbjct  548  
CAAGGLAGYPLTDLAIEIIEAPFEQGVTSEAGIRAAAQRGLIRALKDAGVVMLEPVMALE  607



Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P E   R      +    IE      +  V    +P   +  Y T+L   T 
GR   
Sbjct  608  
IITPAEATGRVIGTLQQKRGRIEGIDGLGEMEVIHALVPLAELFGYMTELRSATKGRGTF  667

Query  604  LTELKGY  610
              E   +
Sbjct  668  SMEFDSF  674

>CCY57876.1 putative tetracycline resistance protein TetP 
[Clostridium sp. 
CAG:632]
Length=889

 Score = 264 bits (674),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 191/635 (30%), Positives = 304/635 (48%), Gaps = 
65/635 (10%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+E+LLY SG I   G V+      D   +ER+RGITI +      
+
Sbjct  7    
IGILAHVDAGKTTLSEALLYTSGGIRRFGRVDHQDAFLDNFAMERERGITIFSKQAELTF  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +V ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQA T  L+  L++  
IP  +
Sbjct  67   
GDVRVTLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQAHTGTLWRLLKQYRIPVFL  126

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+DQ   D + ++++++ +L    +    + L+ E             ++   
++++
Sbjct  127  FVNKMDQPSADKERLMENLKTQLDEGCMDFTDIRLTDE-------------
SLAMGSEEM  173

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-
PIGEQ  244
            +E Y+    I  + + R  ++R     +FP Y+GSA K  GI+ LM+ +    + P
+   
Sbjct  174  MEAYLETGDIPEDAVRRAIRKRY----
IFPCYFGSALKLTGIEVLMEGMARYMECPV---  226

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS------  298
              A     V+K+   + G R  +L++  G+L+++  +     ++ K+ ++RI S      



Sbjct  227  
YGAEFGAKVYKISRDEQGNRMTHLKITGGSLKVKAVLKHHSGKEEKVNQVRIYSGAGYQT  286

Query  299  -----KGEIVRT---
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
                  GEI      + +Y GE   +  DS                      LP+L   
+
Sbjct  287  VPEVAAGEICAITGLEESYSGEGFGIEHDS---------------------
ELPILEPVL  325

Query  351  A-----
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            +     PK     E     L QL + DPLL+      T EI +  +G V+LEV+ 
+L++E
Sbjct  326  SYRLILPKDCNVHE-
AWSQLKQLEEEDPLLKLAWHEATGEIHIQVMGEVELEVLKSLIAE  384

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++  +    E S++Y E          H E  P   +A + L + P   GSG+Q E
+  S
Sbjct  385  RFGYDVTFGEGSLVYKETIATKVEGVGHFE--
PLRHYAEVHLLMEPGESGSGIQVEADCS  442

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L +++Q  V   I      G L G  +TD KI    G  ++  +   DFR      
+
Sbjct  443  
EDVLARNWQRLVLTHIEERKHPGVLTGSEITDMKITLIAGRAHTKHTEGGDFRQATYRAI  502

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q LK++ + LLEPY  + L  P E   RA  D  +   T E +   + E + TG 
+P  
Sbjct  503  
RQGLKKAESVLLEPYYEYQLTVPTENAGRAISDIQRMSGTFEVSGQGEAETLLTGMLPVA  562

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
             +  Y+ ++  YT G    +  LKGY     Q  I
Sbjct  563  EVSGYQAEVRAYTKGYGRFVCTLKGYYPCHNQEEI  597

>WP_066330430.1 elongation factor G [Bacillus litoralis]
 OAS86989.1 elongation factor G [Bacillus litoralis]
Length=692

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 187/667 (28%), Positives = 312/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS---  161
            +F+NK+D+ G D    V+++ ++L A+                    + ++ T   
+   
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHERLQANAHPIQLPIGAEDQFEGIIDLVEMRATFYGNDLG  191

Query  162  --------PEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    PE  LE+  +      +AV E +++L+EKY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQDKEIPEEYLEQANEYRESLVEAVAELDEELMEKYLGGEEITNEELKAAIRQGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPAIKGIVPDTDEEVTRESSDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSREEI---SMV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++ ++ PK+ A ++++  
AL +
Sbjct  369  
YSGDIAAAVGLKDTTTGDTLCDDKNLVILESMEFPEPVIQLSVEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRAG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485



                     +      +  + +   P   G G ++E+++  G + + +  AV+ G+   
+
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYVPAVQAGLEDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
QNGVLAGYPLVDVKAALVDGSYHDVDSSEMAFKIAASLALKNAVSKCSPVILEPVMRVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+             +E  + + +  V    IP   +  Y T L   T GR 
V  
Sbjct  609  
VVPEEYMGDIMGQVTARRGRVEGMEARGNAQVVRAMIPLSEMFGYATALRSSTQGRGVFT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_061565127.1 elongation factor G [Bacillus coagulans]
Length=692

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSP-----  162
            P ++F+NK+D+ G D    V ++ D+L A+              + I   + ++      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  163  ---------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                     EI  E     E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKNKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DMVYAGDIAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAQVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DAMQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611



            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_086987888.1 elongation factor G [Trichococcus flocculiformis]
 CZQ80279.1 elongation factor g c-terminus [Trichococcus 
flocculiformis]
 SFH50997.1 elongation factor G [Trichococcus flocculiformis]
Length=695

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 200/689 (29%), Positives = 325/689 (47%), Gaps = 
75/689 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ ++ GV+ QT  ++       
+P +
Sbjct  73   
WKGYRVNIIDTPGHVDFTIEVERSLRVLDGAVALLDSQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQTVSLSPEIV-
LEEN  169
            IF NK+D+ G D    + ++ D+L A+                I   V +  EI   
+E 
Sbjct  133  
IFANKMDKLGADFLYSLGTLHDRLQANAHPIQLPIGSEDTFKGIIDLVEMKAEIYDNDEG  192

Query  170  TD-------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T+              E W     +AV E ++ L+EKY+ GE I++E+L +  +    
+ 
Sbjct  193  
TEYHEEEIPAEYLEAAEEWRTKLVEAVAETDEALMEKYLDGEEITKEELKKGIRTATCNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQGS------
AALCGSV  253
              FP+  GSA K  G+Q L+DAV   L  P+           GE+ S      A      
Sbjct  253  
EFFPMLCGSAFKNKGVQLLLDAVIDYLPSPLDVPAITGTDDDGEEISVPASDEAPFAALA  312

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FKV       R  + R+Y+GTL+    V  A    RE++ +I +M   S+ EI      
+
Sbjct  313  



FKVMTDPFVGRLTFFRVYAGTLQSGSYVQNATKGKRERVGRILQMHANSRSEIPEV---F  369

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I      +V L D     T    K          P P++   I PK+ A +++
+  A
Sbjct  370  SGDIAA----
AVGLKDTTTGDTLCDEKIHVILESMNFPEPVIEVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R   +  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLSEEDPTFRASTNPETGQTIIAGMGELHLDIIVDRMRREFKVEATVGAPQVSYRETF  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +++    +        F   + +  TP   G+G  +E+ +  G + + +  AV  
G+
Sbjct  486  RQTVQSEGKFVRQSGGKGQF-
GHVWVEFTPNEEGAGFAFENAIVGGVVPREYIPAVEAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP +
Sbjct  545  
KDAMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P +YL             IE  + + +  +    IP   +  Y T L   
T GR
Sbjct  605  
AVEITVPDDYLGDVMGHVSSRRGRIEGTEARGNAQIVKSSIPLSEMFGYATTLRSSTQGR  664

Query  601  SVCLTELKGYQA---AVGQPVIQPRRPNS  626
                     Y+A   AV + +I+    NS
Sbjct  665  GTFSMTFDHYEAVPKAVQEDIIKKSGKNS  693

>ASS41726.1 translation elongation factor G [Eubacterium minutum 
ATCC 700079]
Length=688

 Score = 260 bits (664),  Expect = 8e-74, Method: Compositional 
matrix adjust.
 Identities = 191/691 (28%), Positives = 323/691 (47%), Gaps = 
75/691 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 



+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHDGASVMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++       
+
Sbjct  70   
TAQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEGYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   +++  
EI  +
Sbjct  130  
PRMIFVNKMDIMGADFYHVVDMVKDRLKANAVPLQLPIGKEDNFRGIIDLITMKAEIYYD  189

Query  168  E------NTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +        +I        + W     ++V E +++L+ K++ GE +  +++ +  
++  
Sbjct  190  
DLGTKFGEEEIPEDMRELAQEWREKMLESVAETDEELMMKFLEGEELEVDEIKKTVRKMT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             +  + P+  GSA K  G+Q L+D             A+ G+    GE+        
A  
Sbjct  250  
IENQMVPMMCGSAYKNKGVQMLLDGVVDYMPAPIDIPAIRGVDPATGEEVERPSDDKAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLR-----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
                FK+       +  + R+YSGTL         T +  GR   +I +M    + 
EI  
Sbjct  310  SALAFKIMADPYVGKLAFFRVYSGTLESGSYVYNSTKSQKGRIG-
RILQMHANKREEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G+I   +   +V   D L D          E P P++   I PKT A +E
++  
Sbjct  367  -
DKVYSGDIAAAVGLKNVTTGDTLCDEKNEVILESMEFPDPVIEIAIEPKTKAGQEKMGV  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  +   +S T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  426  
ALAKLAEEDPTFKTYTNSETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKET  485

Query  424  PLKAA--



SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                    H    +   +  +  + + V P   G G ++ + +  G + + +   V 
+GI
Sbjct  486  
ITTNTDVDHKYAKQSGGHGQYGHVKIKVYPREPGEGFEFINSIVGGAIPKEYIGPVEEGI  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G + G+ V D  +    G ++   S+   F+  A +   +A+K++   
LLEP  
Sbjct  546  
KSAMEVGPVAGYQVVDVGVELYDGSFHEVDSSEMAFKVAASMAFREAVKKAKPVLLEPVF  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE + +    V     +P   +  Y TDL   
T GR
Sbjct  606  
KVEVTVPEEYMGDVIGDISGRRGRIEGSDMNNGAVAVRAMVPLSEMFGYATDLRSKTQGR  665

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
             + + +   ++          + P+S L+K+
Sbjct  666  GIYVMQFDHFE----------KLPDSLLEKI  686

>WP_061574734.1 elongation factor G [Bacillus coagulans]
Length=692

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSP-----  162
            P ++F+NK+D+ G D    V ++ D+L A+              + I   + ++      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  163  ---------EIVLEENTDIEAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKNKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DMVYAGDIAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G +   +  A++ 
G+ 
Sbjct  486  
RKSAQVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPHEYIPAIQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DAMQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665



Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_065078130.1 GTP-binding protein [Clostridium ragsdalei]
 OBR93923.1 tetracycline resistance protein TetM [Clostridium 
ragsdalei P11]
Length=650

 Score = 259 bits (661),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 176/610 (29%), Positives = 296/610 (49%), Gaps = 
20/610 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E +LY + +I   G V+   +  D   +E+ RGITI +    
F++
Sbjct  5    
IGLFAHVDAGKTTLAEQILYHTKSIKNLGRVDHKDSFLDNNDIEKNRGITIFSDEAVFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  +VDTPGH DF +E+ R++ ++D AI++ISA +GVQAQT I++  L+K  
IPT  
Sbjct  65   
KSSTYYLVDTPGHADFSSEMERTIEIMDYAIVIISAVEGVQAQTEIVWQLLKKHGIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G +++ +++ +R  L+ D+  I ++V L       +    E  +   E 
+DK
Sbjct  125  FINKVDRVGANVEGILKDIRVNLTEDVCFISESVQL-------
DKISKEIMEFAAERSDK  177

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLEKYI  E  + +  +   +  +  + LFP   GSA +  GI   ++ +  L F    
+
Sbjct  178  LLEKYIE-
EDFTNQLWLDSIRDMISKSKLFPCMSGSALQDKGIDDFLEKLDVLTFTKYND  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIPSKGE  301
            +      G V+K+ +     +  Y+++  GTL++RD +A+   +    K+T++RI 
+  +
Sbjct  237  R--
EKFQGIVYKIRHDKQKNKITYIKILEGTLKVRDEIAVNTSQDCFEKVTQIRICNGDK  294

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                D A  GE+  +   S   N ++G       ++   + +P L++ +    +   
+ +



Sbjct  295  FKTVDEASAGELAAVSGLS---
NSIVGCGLGNCYRKVNYEMVPALKSRVIFDKSLNEKDV  351

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L + DP L+   +    EI ++ +G +QLEV+  L+ E++ L        
++Y 
Sbjct  352  
LACFKILEEEDPALKVSWNEKLGEIQVNIMGTIQLEVLKELVKERFDLPIDFGPCEILYK  411

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E  ++      H E  P   +A + L + P    SG+ + +  S   L+ ++Q  +   
I
Sbjct  412  ETIVETFYGCGHFE--
PLRHYAEVYLKLEPGERNSGISFYNECSTDDLDINYQKLIGKHI  469

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G+ +TD KI    G  +   +   DFR      L Q L+     
LLEPY 
Sbjct  470  
YERDHHGILTGFPITDIKITLITGRSHVKHTCGGDFREATFRALRQGLEGVKNILLEPYY  529

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +Y+ R   D  K   + E       EV+ TG  P      Y  D   
+T GR
Sbjct  530  
RFKIKVSSDYMGRVLSDIQKLKGSFENPDNLNGEVIITGRGPVSTFMNYAVDFISFTKGR  589

Query  601  SVCLTELKGY  610
                  L GY
Sbjct  590  GKINFVLDGY  599

>KKT26658.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWA2_43_9b]
 OGZ42232.1 translation elongation factor G [Candidatus 
Portnoybacteria bacterium 
RIFCSPLOWO2_02_FULL_39_11]
Length=696

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 195/693 (28%), Positives = 321/693 (46%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI 
AA T
Sbjct  9    
KIRNIGIIAHIDAGKTTVSERVLFYTGKKHKIGEVHEGEAEMDWMEQERERGITITAAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDGA++V     GV+ Q+  ++H   
K  +
Sbjct  69   
TCFWKDCQINIIDTPGHIDFTVEVQRSLRVLDGAVVVFDGVAGVEPQSETVWHQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P   FINK+D+ G + +  + S+ ++L+                    D+   + V    
Sbjct  129  
PRFCFINKMDRTGANWEKDLASIHERLTPNALPINLPIGAEENFLGVIDLFKMKAVKFEG  188

Query  162  --PEIVLEEN--TDIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               E ++EE+   D  AW         + ++E +D L++KY+ G+ I    L +  
++  
Sbjct  189  
ERGEKIIEEDIPADKLAWAKEWRQKLVEKIVEQDDALMQKYLDGQEIPTAALKKVLRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQG  245
                + PV  G+A K  G+Q ++D V                           +P  
+  
Sbjct  249  
MAIKIIPVLCGTALKNKGVQLMLDGVCDFLPSPVDIPPTEGFDVKDKTTKITREPKDDAP  308

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FKV       +  + R+YSGTL     +   A   +E++ +I  M    
+ E
Sbjct  309  FAALA---
FKVATDPFVGQLTFFRIYSGTLTAGSYILNTASGNQERIGRILRMHANHREE  365

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +      Y GEI   +   S    D L DP         + P P++   I PKT A 
+E+
Sbjct  366  V---
KEMYAGEIAATVGLKSTGTGDTLCDPENPIVLEKMDFPEPVISVAIEPKTKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LAD DP  R + DS T + I+S +G + LE++   +  ++K++  V  P 
V Y
Sbjct  423  
MGIALRRLADEDPTFRIKGDSDTGQTIISGMGELHLEIIVDRMMREFKVDANVGRPQVAY  482

Query  421  MER-PLKAASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    +A +   +I+       +  + L V P   G G ++E+ +  G + Q F  
A+ 
Sbjct  483  



KETIKGQAEAEGKYIKQSGGRGQYGHVWLRVEPNEQGKGFEFENDIKGGLIPQEFIPAIE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++    +G L G+ + D K     G Y+   S+   F+    I L++A + +   
LLE
Sbjct  543  
KGVKEATTKGVLAGYPLVDIKATLYDGSYHDVDSSEIAFKIAGAIALQEAARRAKIILLE  602

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV----
VFTGEIPARCIQAYRTDL  593
            P +      P++++     D       ++    + + V    V    +P   +  Y 
T L
Sbjct  603  
PIMKLQTIIPEQFMGDVIGDINSKRGRVDNMTERGEGVARMKVIDSRVPLSEMFGYATAL  662

Query  594  AFYTNGRSVCLTELKGYQAAVG---QPVIQPRR  623
               T GR++   E   Y+   G   Q +++ R+
Sbjct  663  RSMTQGRAIFTMEFDHYEEVPGNITQQIVEGRK  695

>WP_084829113.1 elongation factor G [Streptococcus thermophilus]
 ETW88180.1 elongation factor P [Streptococcus thermophilus 
M17PTZA496]
 PJH80329.1 elongation factor G [Streptococcus thermophilus]
 PJH82023.1 elongation factor G [Streptococcus thermophilus]
Length=693

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 312/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188



Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GE+ +      
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTGEEETRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERVGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RAGTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +       +P   +  Y T L   T 
GR 
Sbjct  606  



VTITVPEENLGDVMGHVTARRGRVDGMEAHGNTQTVRAYVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_025006117.1 GTP-binding protein [Lactobacillus gallinarum]
 KRL21482.1 translation elongation factor G [Lactobacillus 
gallinarum DSM 
10532 = JCM 2011]
Length=640

 Score = 259 bits (661),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 191/622 (31%), Positives = 304/622 (49%), Gaps = 
50/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI    
Sbjct  1    
MKKITMGILAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTNSLEKKRGITIFLHA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     V ++DTPGH+DF A+   +L VLD AILV+SA DGV + T+ L+  L
++ N
Sbjct  61   
AKLTTKDLDVTLLDTPGHVDFAAQTEETLGVLDYAILVVSATDGVVSYTKALWRLLQRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK D AG+DL+ V+  +++ L    I    +            D + ++ 
+  
Sbjct  121  VPTFIFVNKTDIAGIDLKQVLADIQENLDQGCIDFNKI------------
DDDFYENIAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+ G+ I     V + Q+ V    +FPV++GSA K  GI   +    
GL Q 
Sbjct  169  VDDDLLEKYLDGQAIE----VADIQKLVLQRQVFPVFFGSALKLTGIPEFL---
AGLDQW  221

Query  241  IGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+   +      FK+ +   G+R  +LR+  G+L+ +   ++ G E  KI ++R  
+ 
Sbjct  222  TKEKAFGSDFKARCFKISHDQKGERLSWLRVLGGSLKAK---SMLGDE--
KINQLRNYNG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356



             +      A  G++V     +  L D     G  T      ++    P+L   + P    
Sbjct  277  AKFNVVPEATAGDVVA----ATGLKDTYPGEGIGTADTHAFFK----
PVLTYRVNPGEHD  328

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E  L AL  L D +P L         EI +  +G +QLE++  LL E++ L    
++ 
Sbjct  329  IHE-
CLKALKALEDENPQLHVTWSEHLQEIHVQVMGEIQLEILEQLLQERFSLAISFEQG  387

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +++Y E   +P++A  H       P   +A + L + P S  SG+ +E++  L  L 
+++
Sbjct  388  NILYKETITKPIEAVGH-----
FEPLRHYAEVHLLLEPGSENSGIIFENKCDLEVLTKNW  442

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE--  530
            Q  +   ++     G L G  +TD KI    G      S   DFR      + Q L 
E  
Sbjct  443  
QRQIMTALKSKEHLGVLTGSPITDMKITLIGGKGSLVHSVGGDFREATYRAIRQGLMELK  502

Query  531  --
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +  QLLEP+  F L   Q+ +  A +D  +     +T +   +  +  G  P   
++ 
Sbjct  503  
IRNELQLLEPWYDFHLEVEQDQVGHALNDIQRMHGKFDTPENNGNRTIINGSAPVSEMRD  562

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G+ +    +KGY
Sbjct  563  YATEVRSYTHGQGIFECVVKGY  584

>SCI37977.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=973

 Score = 265 bits (678),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 189/646 (29%), Positives = 303/646 (47%), Gaps = 
59/646 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTT++E++LY +G + + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKRFVIGILAHVDAGKTTMSEAILYETGKLKKMGRVDNRDAFLDTFALERARGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+L++S  DGVQ  T  L+  L
++  
Sbjct  61   
AVFPLGDASVTLLDTPGHVDFSAEMERTLQVLDYAVLIVSGADGVQGHTETLWRLLKRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV---------------  165
            IP  IF+NK+DQ G D ++V+ S++++L   I+    +S   EI+               
Sbjct  121  
IPVFIFVNKMDQKGTDKEAVLASLKERLDPAIVDFTGISGYGEILDFGNVSSDGSGSGMT  180

Query  166  ---------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPV  216
                       E +  E ++ +   +++LL+ Y+    +  E +    ++ + D  
LFP 
Sbjct  181  VDSFARSSSGNERSGEEIFEEIATCDEELLDSYLTDGVLKTEDV----
RKAIHDRKLFPC  236

Query  217  YYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-----
AALCGSVFKVEYTDCGQRRVYLRLY  271
            ++GSA K  G++  + A        GE  S     A     VFK+   + G R  
+L++ 
Sbjct  237  FFGSALKLTGVREFLTA-------
FGEFASCPDYLADFGAKVFKISRDEAGVRMTHLKVT  289

Query  272  SGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDP  330
             G L++RD++      + KI ++R+ S  +      A PG IV +   S  R   V 
G  
Sbjct  290  GGGLKVRDSLT---
DSEEKINQIRLYSGAKFEALKEAEPGMIVAVTGISDTRPGQVFGSA  346

Query  331  TRLPRKRWREDPLPMLRTTIAPKT----
AAQRERLLDALTQLADTDPLLRCEVDSITHEI  386
            +        E  LP+L   +  +           +L  +  L + DP L    D    
EI
Sbjct  347  S--------
ESSLPLLEPVLTYRILLPFGTDSHTMLKNMRMLEEEDPQLHIVWDETLGEI  398

Query  387  
ILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG  446
                +G VQ+E++ + + +++ +E    E +++Y E   K      H E  P   
+A + 
Sbjct  399  QAQVMGDVQMEILKSQVKDRFGVEIGFGEGNIVYKETIAKTVEGVGHFE--
PLRHYAEVH  456

Query  447  LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGL  505
            L + P   GSG+ + +  S   L++++Q  +   +     +G+  G  +TD KI    
G 
Sbjct  457  
LLMEPGEPGSGMVFAANCSEDMLDKNWQRLILTHLEEKRFRGILTGSEITDMKITLIAGR  516



Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
             +   +   DFR      + Q L E+G  LLEPY +F L  P E L RA  D  +     
Sbjct  517  
AHLKHTEGGDFRQATYRAVRQGLCEAGCVLLEPYYAFRLEVPSENLGRAMADLDRMQGEF  576

Query  566  ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               +      + TG  P   ++ Y+ D+  YT GR      L GY+
Sbjct  577  SAPEQDGAMALLTGTAPVSTMRNYQRDVISYTKGRGRLTLSLSGYE  622

>WP_049436395.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 259 bits (663),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSEGGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTMTPWDGAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E+G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESERGEVVLPPDPDGPL  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVLPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>CDC58361.1 elongation factor G [Lactobacillus ruminis CAG:367]
Length=696

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 186/690 (27%), Positives = 327/690 (47%), Gaps = 



69/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G +    V +++D+L A+ +  Q + +  E   E   D+         
Sbjct  131  PRIVFVNKMDKIGANFDYSVSTIKDRLQANPLPVQ-
MPIGAEDNFEGVIDLVEMKADLYD  189

Query  173  -----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD                     A+ + +D+++EKY+ GE IS+E++    
++
Sbjct  190  
EDELGSKWDTVDIPEEYRADAEERRDQMIEALADVDDEIMEKYLGGEEISKEEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
                 +++PV+ GSA K  G+Q ++D V   L  P+  +   A                 
Sbjct  250  
ATLSLAVYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATNADTDEEEELIADDDK  309

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +        D L DP         E P P+++ ++ PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPDPVIQVSVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E
Sbjct  427  



VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +  S       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  487  
TFTQQVSAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LKEAMANGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++ L             +E  + + +  V    +P   +  Y T L   
T G
Sbjct  607  
MKVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLAEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R      +  Y+    A+ + +I+    N+
Sbjct  667  RGTFTMTMDHYEPVPKAIQEEIIKKNGANA  696

>WP_107431864.1 elongation factor G [[Pseudomonas] geniculata]
Length=678

 Score = 259 bits (663),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 208/673 (31%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL



Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESDFNGWVDLVGERVL  188

Query  167  EEN----TDIEAWDA---------------VIENNDKLL-
EKYIAGEPISREKLVREEQR  206
                   T +  WDA                + ++D+LL + ++ G  I  E L    
+R
Sbjct  189  
HWQDGAVTTVTPWDAAARTLWQPQRDALVEAVADHDELLADAWLEGRVIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598



             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQNGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_003672254.1 MULTISPECIES: elongation factor G [Lactobacillus]
 EEI65686.1 translation elongation factor G [Lactobacillus reuteri 
CF48-3A]
 AEI56808.1 translation elongation factor G [Lactobacillus reuteri 
SD2112]
 OUN49179.1 elongation factor G [Lactobacillus reuteri]
 OUP89283.1 elongation factor G [Lactobacillus reuteri]
 PEG80232.1 elongation factor G [Lactobacillus sp. UMNPBX18]
 PEG88080.1 elongation factor G [Lactobacillus sp. UMNPBX13]
 PEG95319.1 elongation factor G [Lactobacillus sp. UMNPBX10]
 PEH00973.1 elongation factor G [Lactobacillus sp. UMNPBX7]
 PEH08754.1 elongation factor G [Lactobacillus sp. UMNPBX3]
 PIN31232.1 elongation factor G [Lactobacillus reuteri]
 PUH36256.1 elongation factor G [Lactobacillus reuteri]
 PUH36577.1 elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 189/688 (27%), Positives = 324/688 (47%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++    
+ N+
Sbjct  71   
TAVWKDNRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADQFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D I     +K    
+  E
Sbjct  131  
PRIVFANKMDKIGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGLVDLVKMVAYVYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----



NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D             +  D ++E     +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVEIPDDMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------L  249
              +  +FPV  GSA K  GIQ ++DAV   L  P+  +   A                  
Sbjct  251  
TLEEQIFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDADGNEIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKDKRERIGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKTASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667



Query  602  VCLTELKGYQA---AVGQPVIQPRRPNS  626
                    Y A   +V + +I+    N+
Sbjct  668  TFTMTFDHYSAVPKSVQEDIIKKNGGNN  695

>WP_078811129.1 elongation factor G [Selenihalanaerobacter shriftii]
 SKA08567.1 elongation factor G [Selenihalanaerobacter shriftii]
Length=689

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 310/673 (46%), Gaps = 
65/673 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRVHKMGETHDGASQMDWMEQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V  +  GV+ Q+  ++    + N
+P +
Sbjct  72   
WEDHRINIIDTPGHVDFTVEVERSLRVLDGAIGVFCSVGGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DII------------  153
             FINK+D+ G D  +VV  + D++ A                   DI+            
Sbjct  132  
AFINKMDRTGADFYNVVDMMDDRIDANPVPIQLPIGKEEKFKGVIDIVNMNAIVYDDELG  191

Query  154  IKQTVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +   +   PE ++++  +      +A+ + +++ + KY+ GE I+ + +    ++ 
V D 
Sbjct  192  
VDYEIEEIPEDLVDQAEEYRELLLEAIADVDEEFMMKYLEGEEITVDDIQEGIRQGVLDN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAALCGS  252
            +  PV  G+A K  G+QP++DAV              G+     E+              
Sbjct  252  
AFTPVICGTALKNKGVQPILDAVVDYLPSPVDIPPVEGIIPRTEEEAVRPADDDEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V  + +E+     +I +M    + E    
D  
Sbjct  312  AFKIMTDPYVGKLAFFRVYSGVLEAGSYVYNSTKEEKERVGRILQMHANHREE---
RDEV  368



Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G++   +   S    D L D          E P P++   I PKT   +++L  
AL  
Sbjct  369  
YAGDLAAAVGLKSTSTGDTLCDADDPIILESMEFPEPVISVAIEPKTQKDQDKLGQALQS  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  +   D  T + I+S +G + LEV+   L  ++ +E  V +P V Y E   
R 
Sbjct  429  
LAEEDPTFQVRSDEETGQTIISGMGELHLEVIIDRLMREFSVEANVGQPQVAYRETIKRK  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +A    I        +  +I + + PL  G G ++E  +  G + + +  AV DG
+   
Sbjct  489  AEAEGKFIRQSGGRGQYGHAI-
IELEPLPAGGGFEFEDNIVGGSIPRDYIPAVEDGVEEA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D K+    G Y+   S+   F+    +     +K++   LLEP 
+   
Sbjct  548  
MENGVLAGYPMVDIKVNLNDGSYHDVDSSEMAFKVAGSMAFRDGVKKANPVLLEPIMEVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D     A +E  + + +  V    +P   +  Y TDL   T 
GR+  
Sbjct  608  
VVTPEEYMGDVIGDLNSRRAQVEGMEQRGNAKVIGANVPLSEMFGYATDLRSKTQGRANY  667

Query  604  LTELKGYQAAVGQ  616
            + +   Y    G 
Sbjct  668  VMQFGHYGEVPGN  680

>WP_009243369.1 GTP-binding protein [Lachnospiraceae bacterium 
1_1_57FAA]
 EGN44270.1 hypothetical protein HMPREF0990_02065 [Lachnospiraceae 
bacterium 
1_1_57FAA]
Length=750

 Score = 261 bits (667),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 188/625 (30%), Positives = 307/625 (49%), Gaps = 
51/625 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            +K I IG++AHVDAGKTTL+E +LY SG I   G V+ G T  D    ER+RGITI 
+  
Sbjct  17   
LKHICIGLVAHVDAGKTTLSEGMLYLSGQIRNMGRVDHGDTFLDNYETERERGITIFSKQ  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+   + I+DTPGH+DF AE+ R L VLD A+LV+SA DGVQA T  L+  L
++  
Sbjct  77   
AEFIWNDTSITILDTPGHVDFSAEMERVLQVLDCAVLVVSAVDGVQAHTVTLWRLLKQYK  136

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NK+D+   D + +++ ++++     +     S       EEN      +
++  
Sbjct  137  IPTMIFVNKMDRQEADREKLLEELKNRFGDGCVEMDMQS-------EENK-----
ESLAM  184

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---  237
             ++ +LE+Y++G  I +E +    ++ V    +FP ++GSA K  GI+ LM  +      
Sbjct  185  CDETMLEEYLSGGKIEKETV----
KKAVAARKVFPCWFGSALKAQGIEALMSGLCEYAPS  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMR  295
             +P+ E G+      V+K+     G R  YL++  G LR++D V  A  +    K+ 
++R
Sbjct  241  AEPLPEFGA-----KVYKIARDPQGNRLTYLKVTGGQLRVKD-
VPFAAEQSCTGKVNQIR  294

Query  296  IPS--KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK---
RWREDPLPMLRTTI  350
              S  K E+V+T +A  GE+            V G     P +     +E  LP+L   
+
Sbjct  295  KYSGEKYELVQTVSA--GEVCA----------
VTGLEGTYPGQGIGAQKESLLPVLEPVM  342

Query  351  APK----
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              +          ++   L  L + DP L    +  T EI +  +G VQ EV+  +
+ ++
Sbjct  343  
TYRIELPDGCDAHKMFQNLRCLEEEDPQLHVIRNEETSEIHIRLMGEVQTEVLQKMVKDR  402

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +     E  ++Y E    +     H E  P   +A + L + P   GSG+Q+ +  
S 
Sbjct  403  FGVLIHFGEGRIVYKETIKNSVEGAGHFE--
PLRHYAEVHLRLEPGERGSGMQFAADCSE  460

Query  467  GYLNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L++++Q  +   +     +G L G  +TD +I    G  +   +   DFR      
+ 
Sbjct  461  
DVLDRNYQRLILTHLEEREHKGVLTGSALTDVRITLLSGKAHKKHTEGGDFRQATYRAVR  520

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L+++ + LLEPY  F +  P E + +A  D  +     E  + +    V  G 
+PA  
Sbjct  521  
QGLRKAESVLLEPYYEFRMELPLENVGKAMTDIKRMSGEFEGPETENGMAVLKGSVPAAE  580

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +  Y+ +   YT G       LKGY
Sbjct  581  MNGYQKEFTAYTGGYGRLFCSLKGY  605

>WP_084578494.1 elongation factor G [Sporomusa malonica]
 SMD16410.1 translation elongation factor 2 (EF-2/EF-G) [Sporomusa 
malonica]
Length=692

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 314/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWEGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D   VV  ++ +L A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFYRVVDMMKGRLGANAVPIQLPIGFEDTFKGFVDLIDMKAVIYTD  188

Query  157  ---TVSLSPEIV--LEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS + EI   + EN ++      DAV E++D+L+ KY+ GE ++ E++    
+R  
Sbjct  189  
DLGKVSEASEIPEDMMENAELYRQNLLDAVAESDDELMMKYLEGEELTIEEIKSAIRRAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAALCGSV--  253
                + PV  GS+ K  G+QPL+DAV              G+    GE+   A   
S+  
Sbjct  249  
IACKMTPVICGSSYKNKGVQPLLDAVIAYMPAPTDIPAIKGVKPDSGEEDERAADDSLPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGQLASGSYVYNSTKGKRERIGRILQMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D   +        P P++   + PKT A +E+
+  A
Sbjct  366  
EVVYTGDIAAAVGLKDTTTGDTLCDDKNVIILESMVFPDPVISIAVEPKTKADQEKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+S +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LNRLAEEDPTFKMYTDQETGQTIISGMGELHLEIIVDRMLREFKVECNVGKPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+K+    +  +      +    L + PL  G G  +E++V  G + + F N +  
GI
Sbjct  486  RKPVKSEGKFVR-
QSGGRGQYGHCWLQIEPLEPGQGFIFENKVVGGAIPREFINPIEAGI  544

Query  482  RYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ + D K+    G Y+   S+   F+    +  +    ++   
+LEPY+
Sbjct  545  
KEAMETGVSAGYPMVDIKVTVVDGSYHDVDSSEMAFKIAGSMGFKAGCVKATPVILEPYM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D       IE  + +         +P   +  Y TDL   
T GR
Sbjct  605  
KVEVIVPEDYMGDVIGDLNSRRGRIEGMEARSGAQSIRAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 E   Y+
Sbjct  665  GNYSMEFDHYE  675



>WP_028413267.1 GTP-binding protein [Bacillus sp. 278922_107]
Length=653

 Score = 259 bits (661),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 190/649 (29%), Positives = 311/649 (48%), Gaps = 
46/649 (7%)

Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
L+K
Sbjct  61   
DQGTFSYNGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--SLSPEIV-
LEENTDIE  173
              +P   FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++      
D E
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELIEFTSEKDEE  180

Query  174  AWDAVIEN-
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
              DA +E  ND+   K                Q+  Q   +FP   GSA + +GI+  
++
Sbjct  181  LLDAFMEGKNDQAYWKAAM-------------
QKLFQANQIFPCACGSALQDIGIESFLE  227

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---  289
             +  L +    Q   A  G V+K+ + + G R  +++  SGTL++RD VA     
+L   
Sbjct  228  KLDLLTETHYSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEE  286

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KIT++R  +       +    GE+  +    S  + D LG    L   R  E  LP 
L++
Sbjct  287  KITQIRAYNGSTFKNVNEGSAGELFAVTGLTSASVGDGLG---TLKESRSYE-
LLPTLKS  342

Query  349  ------
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  ++ PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV



+  L
Sbjct  343  KVVFEPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKL  396

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            + E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+
Sbjct  397  IKERFNINVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLRIEAAERNSGITFEN  454

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
                  L+  +QN VR  I      GL  G   TD K+    G  ++  ++  DFR    
Sbjct  455  
ACHADDLSVGYQNLVRQHIFEKPHHGLLTGSPTTDLKVTLCTGRAHNKHTSGGDFREATY  514

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              L Q L+++   +LEPY  F +    + + R   D        ++    +++ + 
TG++
Sbjct  515  
RALRQGLEKAKNIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKV  574

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            P      Y + LA +T+G+        GY+     + VI+  R N   D
Sbjct  575  PVATFMNYGSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_075688634.1 GTP-binding protein [Bacillus sp. MRMR6]
 OLS38495.1 elongation factor G [Bacillus sp. MRMR6]
Length=647

 Score = 259 bits (661),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 175/619 (28%), Positives = 306/619 (49%), Gaps = 
28/619 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I + G V+   T  D   +E+QRGIT+ A   
+F +
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYHTKTIKQRGRVDHKDTFLDHHDIEKQRGITVFAEQAAFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            ++ +  ++DTPGH+DF  E+ R++ V+D AI+VISA +G++  T  +++ L+K  
+PT  
Sbjct  65   
NQSEYYLIDTPGHVDFSPEMERAIQVMDYAIVVISAVEGIEGHTETIWNLLQKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185



            FINKID+ G + + V   +R  L+ D+       L+  + L E  + +  D + E 
++ L
Sbjct  125  FINKIDRIGANAERVRAEIRSNLTPDV-----CDLTELVDLNEMNE-
QLVDFLAERDENL  178

Query  186  LEKYIAG--EPISREKLVREEQRRVQDASL-
FPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            LEKY+    +PI    L  +  +R+ +  L FP   GSA + +G+   ++ +  L     
Sbjct  179  LEKYMDSGYDPI----LWLQTFKRLLNCKLIFPCVSGSALQDIGVTAFLEKLDQL-
TATS  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
             +   A  G V+K+ Y + G R  +++  SG+L++R+ + L      KIT++R+ + 
G+ 
Sbjct  234  
YKVEEAFAGRVYKIRYDEKGTRITFIKALSGSLKVRNELRLGEDHLEKITQLRLYNGGKF  293

Query  303  VRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D    G++  +    S    D +G  T     +   + +  L++ +    +   
+ +
Sbjct  294  KNVDQITAGDLFAVTGLSSATAGDGVGSLTM----
KVNYEMVSALKSKVNFDPSKNVKEV  349

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L    +L   DP L+   +  T EI +  +G +QLEV+  ++ +++ L+    +P 
++Y 
Sbjct  350  
LGYFKRLDAEDPSLKVTWEERTQEIHIHVMGLIQLEVLIQVVKDRFLLDISFSDPEILYK  409

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P++   H       P   +A + L + P    +G+ +ES     +L  S 
QN +R
Sbjct  410  ETIDSPVRGYGH-----
FEPLGHYAEVHLQLEPADRNNGITFESICHTDHLPVSTQNLIR  464

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +      GL  G  +TD KI    G  ++  ++  DFR  A   L Q L+++   
LLE
Sbjct  465  
HHLFERQHHGLLTGSPITDLKITLLTGRSHNKHTSGGDFREAAFRALRQGLEKAENTLLE  524

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +    ++L +   D      + E    + D+ + TG++P      Y  + 
A  T
Sbjct  525  
PYYDFKIKIELDHLGKILTDIQNAHGSFEAPITEGDKAILTGKVPVITFMNYGPEFASIT  584

Query  598  NGRSVCLTELKGYQAAVGQ  616



             G+ +      GY     Q
Sbjct  585  QGKGLLNLVFGGYHRCHNQ  603

>WP_005965298.1 MULTISPECIES: elongation factor G [sulfur-oxidizing 
symbionts]
 EGV50396.1 elongation factor G [endosymbiont of Riftia pachyptila 
(vent 
Ph05)]
 EGW54497.1 elongation factor G [endosymbiont of Tevnia jerichonana 
(vent 
Tica)]
Length=692

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 206/686 (30%), Positives = 320/686 (47%), Gaps = 
73/686 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  ER+RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHEGEATTDFMDQERERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCEWNGHRMNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
              +IF+NK+D+ G D   VV  V + L+A                   D++ ++      
Sbjct  126  
ARIIFVNKLDRLGADFYRVVDQVENVLAANPLVMVLPIGVEENFIGVVDLLTRKAWVWDD  185

Query  159  SLSPEI-----VLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            S  PE      V  + TD +E W     +  +E +D  +EKY+ GE    + +    
++ 
Sbjct  186  
SGDPEKYEIQDVPADMTDAVEEWREKLIEKAVEQDDDAMEKYLEGEEPDLDTIHACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIGEQG  245
                  FP Y GSA K  G+Q +++AV                      TG F  + 
E  
Sbjct  246  
TIALDFFPTYCGSAFKNKGVQLVLNAVVDYLPNPTEVKPQPEVDLEGNETGEFAIVDE--  303

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-



KITEMRIPSKGE  301
            S  L    FK+     G    + R+YSG L   DTV     G+ E++ +I EM   
S+ E
Sbjct  304  SRPLRALAFKIMDDRFGA-
LTFTRIYSGVLNKGDTVLNTFTGKTERIGRIVEMHADSREE  362

Query  302  IVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +   D+A  G+IV L    + +    L DP +         P P++   IAPK     
E+
Sbjct  363  L---
DSARAGDIVALIGLKNTQTGHTLCDPKKPATLEPMVFPDPVISIAIAPKDKGAAEK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  A++++   DP  R E D  + E I+  +G + L++   +L   + +E  V +P 
V Y
Sbjct  420  
MGIAISKMIQEDPSFRVETDEESGETIIKGMGELHLDIKVDILKRTHGVEVNVGKPQVAY  479

Query  421  MERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K    S+T   +   +  +A I   + P    SG ++ES+V+ G + + F  
AV 
Sbjct  480  
RETITKRIEDSYTHKKQTGGSGQFAKIDYIIEPGEQNSGFEFESKVTGGNVPREFWPAVE  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+ + D KI    G +++  S+   +   A     Q++ ++G 
QLLE
Sbjct  540  
KGFALSMESGTLAGFPLLDVKITLMDGGFHAVDSSAVAYEIAAKAAYRQSIPKAGPQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +++     D  +    I++ +     V    + P   +  Y  DL   
T
Sbjct  600  
PIMKVDVFTPDDHVGDVIGDLNRRRGMIKSQEAGATGVRVKADAPLSEMFGYIGDLRTMT  659

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQ  620
            +GR     E   Y    A V + VI+
Sbjct  660  SGRGQFSMEFSHYAPCPANVAEAVIK  685

>EJQ50665.1 small GTP-binding protein domain protein [Bacillus 
cereus BAG6X1-2]
Length=323

 Score = 249 bits (636),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 138/321 (43%), Positives = 204/321 (64%), Gaps = 
11/321 (3%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +L+ +  I E G V+ G+T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILFETNVIKEIGRVDNGSTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVNI+DTPGH DF+AEV R+  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIGDLKVNIIDTPGHADFIAEVERAFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVI  179
            IPTV+F+NKID++G + + V++ +++ LS D       S   E   E    + ++
+D  +
Sbjct  121  IPTVLFVNKIDRSGANTEKVLKQIKEILSYDAF--
PFYSAENEGTKEARIIEYKSYDDCM  178

Query  180  EN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            E     N+ LL  Y+  E +    L +E + ++Q A+++P+++GSA  G+G+  L+  
++
Sbjct  179  
ERLALYNESLLASYVNNEIVPDILLRKELEIQIQQANVYPIFFGSAMTGMGVAELLGNIS  238

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKI  291
             L        +  L G VFK+E    G++  Y+R++SG+L +R  V +   E    
K KI
Sbjct  239  
ALIPANKSAQNETLSGVVFKIEREPSGEKIAYVRVFSGSLHVRKYVDIQRGESQSHKEKI  298

Query  292  TEMRIPSKGEIVRTDTAYPGE  312
             +M +   G  V+T T + GE
Sbjct  299  KKMCMFHNGTAVQTSTVHSGE  319

>WP_097049066.1 elongation factor G [Stenotrophomonas sp. 
CC120223-11]
 SNY69535.1 translation elongation factor 2 (EF-2/EF-G) 
[Stenotrophomonas 
sp. CC120223-11]
Length=678

 Score = 259 bits (663),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 204/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        + AWD                AV ++++ L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAAATVTAWDDAARAQWQVQRDALVEAVADHDELLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLTGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVLLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481



Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L VTP      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVTPRD-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGVEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_011010149.1 GTP-binding protein [Clostridium perfringens]
 BAB80681.1 probable tetracycline resistant protein [Clostridium 
perfringens 
str. 13]
Length=646

 Score = 259 bits (661),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 176/610 (29%), Positives = 291/610 (48%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185



            FINKID+ G ++  V+  ++DKLS DII       S E+      + E  + V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIF-----FSSEL------
EDETIEEVVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ + Q  +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIQSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
KDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVRSGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTVGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585



Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GGLSLKFHGY  595

>WP_013458254.1 elongation factor G [Oceanithermus profundus]
 ADR37084.1 translation elongation factor 2 (EF-2/EF-G) 
[Oceanithermus profundus 
DSM 14977]
Length=690

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 193/659 (29%), Positives = 313/659 (47%), Gaps = 
61/659 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT+TE +LY +G I + G V +G    D M  ER+RGITI 
+AVT
Sbjct  11   
KTRNIGIAAHIDAGKTTITERILYYTGRIHKIGEVHEGAATMDWMEQERERGITITSAVT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GV+ Q+  ++    
K  +
Sbjct  71   
TAFWKDHRINIIDTPGHVDFTIEVERSMRVLDGAVAVFDASQGVEPQSETVWRQAEKYRV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLE  167
            P + F NK+D+ G D+  V+ S++ +L A  ++ Q               VS+       
Sbjct  131  
PRIAFANKMDKTGADILLVLNSMKQRLGARPVLMQWPMGQEDEFRGIIDLVSMKAYTYGN  190

Query  168  E-NTDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
            +  TDI       E  +   E +DKL+E           KY+ GE ++ E+L    
++  
Sbjct  191  
DLGTDIQEIEIPAEYQEVAAEWHDKLVEAAADLDEDVMMKYLEGEEVTAEELKSAFRKGT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-------GE-----
QGSAALC  250
                + PV+ GSA K  G+Q L+DAV           PI       GE          
L 
Sbjct  251  
ISLDVTPVFLGSALKNKGVQLLLDAVVQYLPSPLDVPPIKGATPDGGEVERTPDADGPLA  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       R  ++R+YSGTL+    V  + + K     ++  M    + E+    
Sbjct  311  



ALAFKIMADPYVGRLTFVRVYSGTLKAGSYVYNSTKGKKERVGRLLRMHANHREEVEELL  370

Query  307  
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
                G +V L  D+V  + ++GD          + P P++   I PKT A +E+L  
AL+
Sbjct  371  AGDLGAVVGL-
KDTVTGDTLVGDGDDPIVLESIDIPEPVISVAIEPKTKADQEKLAMALS  429

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
            +LA+ DP  R   D  + + I+S +G + LE++   L  ++K++  V +P V Y E   
R
Sbjct  430  
RLAEEDPTFRVHTDPESGQTIISGMGELHLEIIVDRLKREFKVDANVGQPQVAYRETITR  489

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +      +  +      +  + +   PL  G G ++ + +  G + + F  AV+ 
GI  
Sbjct  490  MVDVEGKFVR-
QSGGRGQYGHVKIKAEPLPRGGGFEFVNAIVGGVIPKEFIPAVQKGIEE  548

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP 
+  
Sbjct  549  
AMQSGPLIGFPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGSPAILEPIMRV  608

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P+EYL     D       +   + + +  V +  +P   +  Y TDL   T 
GR+
Sbjct  609  
EVTTPEEYLGDVIGDLNSRRGHVLGMEARGNAQVISAHVPLAEMFGYATDLRSKTQGRA  667

>OIO14240.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium CG1_02_37_22]
 PIP33172.1 elongation factor G [Candidatus Gottesmanbacteria 
bacterium CG23_combo_of_CG06-09_8_20_14_all_37_19]
 PIR08540.1 elongation factor G [Candidatus Gottesmanbacteria 
bacterium CG11_big_fil_rev_8_21_14_0_20_37_11]
 PIZ03191.1 elongation factor G [Candidatus Gottesmanbacteria 
bacterium CG_4_10_14_0_8_um_filter_37_24]
Length=700

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 198/681 (29%), Positives = 327/681 (48%), Gaps = 
83/681 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  17   
KIRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMPQERERGITITSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   
K  +
Sbjct  77   
TTFWNNVRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYKV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + F+NK+D+ G D    V+ ++D+L A                   D++ K+++    
Sbjct  137  
PRICFVNKMDKLGADFFRTVRMIKDRLGANPAIMTLPLGKEQSFIGTIDLLTKKSLIWGS  196

Query  159  -------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    +  EI  E   D E +     + + E +D LLEKY+ G+  +  +L +  
++
Sbjct  197  
ETLGAKYEIKDEIPEEMKADFEKYRNILIEKICEQDDILLEKYLNGQEPTIAELKKALRK  256

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------  248
             V    L P+Y GS+ +  G+QPL+DAV             + I  +  A          
Sbjct  257  
AVIAYKLVPIYCGSSLRNKGVQPLLDAVVDYLPSPLDVASVKGIHPETKAVEIRKTNLET  316

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTL--------
RLRDTVALAGREKLKITEMR--IP  297
               G  FK++      +  Y+R+YSG +         ++D     GR  L     R  
IP
Sbjct  317  
PFSGLAFKIQLDPHVGKLTYVRIYSGKIISGSYTYNSIKDKQERVGRLLLMHANQREDIP  376

Query  298  SKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPK  353
                      A  GEIV I+        D L D   P  L +  +   P P++   
I PK
Sbjct  377  E---------ALAGEIVAIVGLKDTGTGDTLCDEKNPIILEQITF---
PEPVISLAIEPK  424

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +L++ DP  + + +  T + I+  +G + L+++   +  ++K+
+  V
Sbjct  425  
TKADQEKMGSALQKLSEEDPTFKIKSNLETGQTIIWGMGELHLDILVDRMKREFKVDANV  484



Query  414  KEPSVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              P V Y E    KA     +I +   +  +    L V P + G+G +Y   V  G 
+ +
Sbjct  485  
GAPQVAYKETIKGKAEGEGKYIRQTGGHGQYGHCFLRVEPQARGAGYEYVDAVKGGAIPK  544

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F  +V+ G++  +E+G L G+ + D K+    G Y+   S+   F+    +  + 
A+K 
Sbjct  545  
EFIPSVQKGVKEAMEKGVLAGYPMVDMKVTLYDGTYHDVDSSDIAFKIAGSMAFQTAVKN  604

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  LLEP +   +  P E++     D     A I   + + +  V    +P   +  
Y 
Sbjct  605  
AGIILLEPIMKVEVTTPDEFMGSIIGDLSSKRAQIMGTEKRGNVTVILAMVPLAELSGYA  664

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            T +   + GRS    E   Y+
Sbjct  665  TTIRSLSQGRSAYYMEPSHYE  685

>CCQ77858.1 translation elongation factor G [Streptococcus 
agalactiae LADL-90-503]
Length=692

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 201/677 (30%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D   E  +KL+E           KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEVVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDKEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_073025172.1 GTP-binding protein [Lutispora thermophila]
 SHI68905.1 small GTP-binding protein domain-containing protein 
[Lutispora 
thermophila DSM 19022]
Length=883

 Score = 264 bits (674),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 184/620 (30%), Positives = 303/620 (49%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ESLLY +G I + G V+K  T  D   LER RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESLLYLAGKIRKLGRVDKKDTYLDNYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++   ++ ++DTPGH+DF  E+ R+L VLD AILVIS  DG+QA T  L+  L    
Sbjct  61   
AVFEFEDMQITLLDTPGHVDFSTEMERTLQVLDYAILVISGMDGIQAHTMTLWRLLSIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IFINK+DQAG D   ++  ++ +LS              I  E++     +D 
+  
Sbjct  121  IPVFIFINKMDQAGTDKGKIMNELKKQLSDGC-----------
IEFEQDEKENFYDQMAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ L+E Y+    I   ++    +  +++  +FP ++GSA +  G++  +  +    
Q 
Sbjct  170  CDEVLMEAYLETGNIQLSQI----
KTAIRERKVFPCFFGSALRLEGVEEFIRGIVMYSQL  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P      +     VFK+   + G R  Y+++  G L+ RD ++  G  + K+T 
+RI S 
Sbjct  226  PT---YPSEFGAKVFKIGRDEQGNRLTYMKITGGKLKTRDILS-
NGIWEEKVTHIRIYSG  281



Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +    +    G +  +       P + + +   L  P   P   ++     +L     
P
Sbjct  282  QKFEAVNVVEAGSVCAVTGLTQTKPGEGLGIEKNLNVPVLEPVLSYQ----
IILPEDCDP  337

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +    + RLL+      + DP L    D    EI +  +G VQ+EV+ +L+ +++ 
++  
Sbjct  338  RVIMPKLRLLE------
EEDPELHIVWDEQLQEIQVKIMGEVQIEVLQSLIKDRFGIDVS  391

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 ++Y E    A     H E  P   +A + L + P   GSG++++ R S   
L++S
Sbjct  392  FDSGKIVYKETIGNAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLKFDVRCSEDVLSKS  449

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   +   + +G L G ++TD KI    G  ++  +   DFR      + Q 
L E+
Sbjct  450  
WQRLILSHLEEKVHKGVLTGSDITDMKITLVSGRAHNKHTQGGDFREATYRAVRQGLMEA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F L  P++ + RA  D  K     + + +     V TG  P   ++ 
Y+ 
Sbjct  510  
ESILLEPYYYFQLQVPEKMVGRAMTDIDKMHGICQISHIDDGMAVVTGTAPVATMRNYQK  569

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            ++  YT G+      L GY+
Sbjct  570  EVMIYTKGQGRLFCSLMGYE  589

>WP_063507518.1 elongation factor G [Lactobacillus acetotolerans]
Length=701

 Score = 260 bits (664),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 186/693 (27%), Positives = 319/693 (46%), Gaps = 
69/693 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G T+ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIYKIGETHEGDTQMDWMSEEKERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQAETYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V+++  +L A+    Q               +++  
+I  E
Sbjct  131  
PRIVFVNKMDKVGADFDYSVKTLHTRLKANAHAVQMPIGSADTFEGVIDLINMKADIYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      WD                     AV + +D +++KY+ G+ IS ++L    
++
Sbjct  191  DKLG-
SKWDTVPVPDKYLADAKKRREELVEAVADVDDGIMDKYLNGDKISIDELKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +   FPV+ GSA K  G+Q L+D V                   TG    +    
S 
Sbjct  250  
ATLNLKFFPVFAGSAFKNKGVQMLLDGVIDYLPSPLDVKPYVAHDPKTGKEVELKADDSK  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y+G+L     V  A ++K     ++ +M   S+ 
EI 
Sbjct  310  
PFAALAFKISSDPFVGRLTFIRVYTGSLESGSYVLNASKDKRERVGRLLQMHANSRKEIP  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         + P P+++ +I PK+ A R
++L 
Sbjct  370  EV---
FSGDIAGAIGLKNTTTGDSLTDPDHPLILESLKVPDPVIQVSIEPKSKADRDKLD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  + E +  T + +++ +G + L+++   +  ++ +E  + EP V 
Y E
Sbjct  427  
IALQKLTEEDPTFKAETNPETGQTLIAGMGELHLQIMVERMKREFHVEAEIGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +      +  + +   P   G G ++E  +  G + + F  
+V  G



Sbjct  487  
TFTKEAKAQGKFVRQSGGKGQYGDVWIDFIPNDRGKGYEFEDAIVGGVVPREFIPSVDQG  546

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  ++ G+  G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LQEAMKNGILAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL            TI+  Q +    V    +P   +  Y T L   
T G
Sbjct  607  
MKVQVITPEEYLGDVMGSITARRGTIDNMQDRAGAKVLNSMVPLAEMFGYATTLRSSTQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNSRLD  629
            R         Y     ++ + +I+ R  ++  D
Sbjct  667  RGTFTMVFDHYSPTPKSIQEKIIKKRGGDTDAD  699

>WP_089145850.1 MULTISPECIES: GTP-binding protein [Lactobacillus]
 OXC41995.1 elongation factor G [Lactobacillus crispatus]
 OXC44652.1 elongation factor G [Lactobacillus crispatus]
 PEG82565.1 elongation factor G [Lactobacillus sp. UMNPBX16]
 PEG98284.1 elongation factor G [Lactobacillus sp. UMNPBX8]
Length=641

 Score = 258 bits (660),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 190/625 (30%), Positives = 300/625 (48%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++ N
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVASYTRTLWHLLKRNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++         FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFYDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGRDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585



>WP_099561323.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 259 bits (663),  Expect = 9e-74, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G     V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFARVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T I  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWRDGAATVITPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLY+GTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYAGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   



R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_008751070.1 GTP-binding protein [Lachnoanaerobaculum saburreum]
 EFU76787.1 putative translation elongation factor G 
[Lachnoanaerobaculum 
saburreum DSM 3986]
Length=869

 Score = 263 bits (673),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 187/614 (30%), Positives = 311/614 (51%), Gaps = 
41/614 (7%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            +INIG+LAHVDAGKTTLTE++LY +G + + G V+ G +  DT   ER+RGITI + 
+  
Sbjct  1    
MINIGVLAHVDAGKTTLTEAILYKTGKLRKVGRVDFGDSFLDTDEYERKRGITIFSKIAR  60



Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +     +NI+DTPGH+DF AE+ R ++VLD AILVIS  +GVQ+ +  LF  L++ 
NIP
Sbjct  61   
TKIGDMDINIIDTPGHIDFGAEMERCISVLDMAILVISGSEGVQSHSHTLFKLLKEANIP  120

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
             +IF+NK D    D   V++ ++  LS +++     S   +++ EE   + A D      
Sbjct  121  VLIFVNKTDSDKFDKDKVMEGLKKSLSNNVV---DFSADKKMLEEE---
VAACD------  168

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            + L+EK+I GE I++E +       +Q   +FPV +GSA K + I+ ++D +    
Q   
Sbjct  169  ESLIEKFIKGEKITKEDIT----
ECIQSTKVFPVIFGSALKLINIEGILDFIKEYIQE--  222

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            +     L G ++K++Y + G R  +++L  G+L ++D +        KI ++R+    
+ 
Sbjct  223  KTYPDELAGIIYKIKYDETGNRLSFIKLTGGSLHVKDIL-----
NDEKINQIRVYDGEKY  277

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLR-
TTIAPKTAAQRER  360
               D A PG+IV +         D  G+  + P  +     LP+L    I P T    
+ 
Sbjct  278  AAIDVANPGDIVAVTGLTKSHAGDTFGNIKK-PVSKL----
LPVLSYNMIFPDTVGINQ-  331

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +   L Q+ D  P +R E D     I ++ +G VQ++++  L++E+  +   + +  
+IY
Sbjct  332  
IYPKLAQIFDEVPEIRMEYDEALSRIKVNLMGEVQIDLIKNLVNERLHIGCELVDGGIIY  391

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  + +     H E  P   +A + + ++    GSG+ Y++ VS   L +++Q+ 
+R+ 
Sbjct  392  KESIVGSVEGVGHFE--
PMKHYAEVHILISQGESGSGIVYKNDVSDDELPKNYQSQIRNI  449

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +     +G L G  +TD  +    G  +   +   DF       +   L  + + 
LLEPY
Sbjct  450  



VENSKFKGVLTGSELTDVVLTLVAGKAHEKHTEGGDFLEAVHRAIRHGLMYAKSILLEPY  509

Query  540  LSFILYAPQEYLSRAYHDAPKYCA---
TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
              F +  P E L R  +D     A   + E   V    +  TG  P   IQ Y + 
L  Y
Sbjct  510  YDFEINIPIENLGRLLNDLNNMNAEKISYEGTNV----
LSVTGFAPTVNIQNYGSVLLSY  565

Query  597  TNGRSVCLTELKGY  610
            T G       L+G+
Sbjct  566  TKGLGRIAFSLRGF  579

>WP_078686713.1 GTP-binding protein [Olsenella sp. KH1P3]
Length=657

 Score = 259 bits (661),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 189/616 (31%), Positives = 296/616 (48%), Gaps = 
43/616 (7%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            +LAHVDAGKTTL E+LLY +GAI + G V+ G +  D   +ER+RGITI ++        
Sbjct  1    
MLAHVDAGKTTLAEALLYRAGAIRKLGRVDHGDSFLDASSMERERGITIFSSQAVLDHDG  60

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
              + +VDTPGH+DF AE  R+L VLD A+LV+ A DGV+  T  L+  L +  
+PTVIF+
Sbjct  61   
VHLMLVDTPGHVDFGAEAERTLQVLDCAVLVVGANDGVRGHTLTLWRLLERYGVPTVIFV  120

Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NK D    D ++ + S+RD+LS   +    +            D EA +A+   ++  
L+
Sbjct  121  NKCDLESPDREATMVSLRDRLSQGCVDCACL-----------
FDTEAQEAMAILDESALD  169

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            +Y+    +S    V   +R V +    PV++GSA +  G+   +D + GL  P   
+   
Sbjct  170  EYLDAGVLS----VATVRRLVAERRAHPVFFGSALRLEGVDEFLDGLCGLVAP--
REHPK  223

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-----
KITEMRIPSKGEI  302
                 V+KV +   G+R  +L++  G LR RD V   GR        K++++RI S  
+ 
Sbjct  224  



EFAARVYKVTHEARGERVSWLKVTGGCLRTRDLVKGVGRRDGRSWADKVSQLRIYSGAKF  283

Query  303  VRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               D    G++         LP D++       +PT            P+L  ++ 
P   
Sbjct  284  DSVDRVGAGQVCAACGLAHALPGDALGAEPQGSEPTL----------
APVLSYSVEPGQ-  332

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                R+ +AL +LA+ DPLL    +    E+ L  +G +QLEVV   L E++ ++     
Sbjct  333  
VDAHRVHEALARLAEEDPLLGVVWNEQLQEVRLQLMGPIQLEVVRQELEERFGMKVGFGP  392

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S++Y E   +A     H E  P   +A + L + PL  GSGV + +R S   L++
++Q 
Sbjct  393  GSIMYRETIAEAVRGVGHFE--
PLRHYAEVQLLIEPLPRGSGVVFGTRASEDDLDRNWQR  450

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +          G L G  +TD ++    G  +S  +   DFR      + QAL  
+ + 
Sbjct  451  
LILTNAMERPHLGVLTGSPLTDVRVTLLGGRAHSKHTEGGDFRQATYRAVRQALMGARSV  510

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L  PQ+ L R   D  +  A+     +        G +PA   Q Y   
++
Sbjct  511  
LLEPWYRFSLELPQDQLGRGMSDLQRMGASFGAPAMCGGFAALEGRVPASECQEYAIQVS  570

Query  595  FYTNGRSVCLTELKGY  610
             Y++GR        GY
Sbjct  571  AYSSGRGHFSLAFDGY  586

>WP_046464998.1 elongation factor G [Staphylococcus equorum]
 KKI54805.1 Translation elongation factor G [Staphylococcus equorum 
subsp. 
equorum]
Length=696

 Score = 260 bits (664),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 190/690 (28%), Positives = 321/690 (47%), Gaps = 
75/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATNYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD---
IIIKQTVSLSPEIVLE------------EN  169
            +F+NK+D+ G + +  V ++ D+L A+   I +        E +++            
E 
Sbjct  132  
VFVNKMDKMGANFEYAVSTIHDRLQANAQPIQLPIGAEDQFEAIIDLVEMKCFKYNNNEG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E+ND+L+EKY+A E I   +L    ++   
D 
Sbjct  192  
TDIEEIEIPEDHKERADEARSALIEAVAESNDELMEKYLADEAIIVAELKDAIRQATNDI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q L+DAV          +PI G +               A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLLLDAVIDYLPSPLDVKPIVGHRADDPEEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKSKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTATGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAA--



SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++A        +      +  + +   P   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKQSAQVQGKFARQSGGRGQYGDVKIEFAPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R         Y     +V + +I+    NS
Sbjct  665  RGTYTMYFDHYAEVPKSVAEAIIKKNSGNS  694

>WP_025851027.1 elongation factor G [Paenibacillus ehimensis]
Length=691

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 189/666 (28%), Positives = 315/666 (47%), Gaps = 
62/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGGATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D    VQ +RDKL A+ +            K  + L  ++      
D  
Sbjct  132  
AYVNKMDIIGADFLGAVQQMRDKLGANAVAIQLPIGAESDFKGIIDLVEQVAYMYKDDLG  191



Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L+ KY+ GE +S E++    ++ 
V + 
Sbjct  192  
KDIEQVEIPAEYKDRVEELRLELVEKVAELDEELMMKYLEGEELSVEEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVVAYLPSPLDVPDIKGTLEDGTEVVRKSSDDEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGILNSGSYVLNATKGKRERIGRILQMHANSRQEI---
SVVY  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D            P P++   + PKT A ++++  
AL +L
Sbjct  369  
AGDIAAAVGLKDTTTGDTLCDEKNTVILESMNFPEPVIELAVEPKTKADQDKMGVALAKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  R + +  T + I++ +G + LE++   +  ++K+ET V +P V Y E   
+AA
Sbjct  429  
AEEDPTFRAKTNEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETFRQAA  488

Query  429  SHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +    +   PL  G+G Q+ES++  G + + +   ++ GI   
++
Sbjct  489  
KVEGKFVRQSGGRGQYGHCWVEFEPLEPGTGFQFESKIVGGAIPREYIAPIQAGIEESMK  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G++ G+ + D K     G Y+   S+   F+    + L+ A  +    LLEP +   
+ 
Sbjct  549  
NGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAADKCRPVLLEPIMKVEVT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       IE    +    +   ++P   +  Y T L   T GR 
V   
Sbjct  609  
VPEEYMGDVMGDLNSRRGRIEGMDTRHGAQIIRAKVPLSEMFGYSTTLRSRTQGRGVYSM  668



Query  606  ELKGYQ  611
            E+  Y+
Sbjct  669  EISHYE  674

>WP_017551221.1 elongation factor G [Bacillus coagulans]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVS----  159
            P ++F+NK+D+ G D    V ++ D+L A+                   +I+   +    
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  160  -LSPEIVLEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I + E  D      E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTIPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKNKRERIGRILQMHANHRKEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DMVYAGDIAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAKVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DAMQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_000090322.1 elongation factor G [Streptococcus agalactiae]
 EPV39275.1 elongation factor P [Streptococcus agalactiae GB00891]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 



F  
Sbjct  479  
VSYCETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_099331020.1 GTP-binding protein [Bacillus aryabhattai]
Length=653

 Score = 259 bits (661),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 186/647 (29%), Positives = 314/647 (49%), Gaps = 
42/647 (6%)

Query  1    MKIIN--
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQA  58
            MK  N  IGI AHVDAGKTT +E LLY + +I + G V+   +  DT  +E+
+RGIT+ A
Sbjct  1    
MKQFNKTIGIAAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFA  60

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
               +F ++     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
L+K
Sbjct  61   
DQGTFSYNGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQK  120

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEA  174
              +P   FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++         
Sbjct  121  
HRVPVFFFINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI---------  171

Query  175  
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             +   E +++LL+ ++ G+   +       Q+  Q   +FP   GSA + +GI+  



++ +
Sbjct  172  -EFTAEKDEELLDAFMEGKN-
DQAYWKAAMQKLFQANQIFPCACGSALQDIGIESFLEKL  229

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---KI  291
              L +    Q   A  G V+K+ + + G R  +++  SGTL++RD VA     +L   
KI
Sbjct  230  DLLTETHYSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGTLQVRDEVAYEKNGELYEEKI  288

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT--  348
            T++R  +       +    GE+  +    S  + D LG    L   R  E  LP L
++  
Sbjct  289  TQIRAYNGSTFKNVNEGSAGELFAVTGLTSASVGDGLG---TLKESRSYE-
LLPTLKSKV  344

Query  349  ----
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
                ++ PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  
L+ 
Sbjct  345  VFDPSVHPKEGIKLFQLLDA------
EDPSLHVTWEERTQELHIHVMGAIQLEVLEKLIK  398

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +    +EP ++Y E          H E  P   +A + L +      SG+ 
+E+  
Sbjct  399  ERFNINVQFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLRIEAAKQNSGITFENAC  456

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
                L+  +QN VR  I      GL  G   TD K+    G  ++  ++  DFR      
Sbjct  457  
HADDLSVGYQNLVRQHIFEKPHHGLLTGSPTTDLKVTLCTGRAHNKHTSGGDFREATYRA  516

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L Q L+++   +LEPY  F +    + + R   D        ++    +++ + TG
++P 
Sbjct  517  
LRQGLEKAKNIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTTENKAIITGKVPV  576

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                 Y + LA +T+G+        GY+     + VI+  R N   D
Sbjct  577  ATFMNYGSTLASFTHGKGAMSLLFGGYERCHNEEEVIERIRYNKEAD  623

>WP_088025936.1 elongation factor G [Stenotrophomonas maltophilia]
 ARQ89944.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678



 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        + AWD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAAATVTAWDDAARAQWQVQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLTGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVLLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L+V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLNVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKSALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_024957368.1 MULTISPECIES: elongation factor G [Stenotrophomonas]
 AIL07302.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 OMP41279.1 translation elongation factor G [Stenotrophomonas sp. 
KAs 5-3]
 OOD17585.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 SNW10084.1 translation elongation factor G-related protein 
[Stenotrophomonas 
maltophilia]
Length=678

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    



Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G     V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFARVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEI--VILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+I  V+   D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIFAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---



IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+   L +G  G  V   ++    G  ++  S+   FR      ++ AL E 
GTQLLEP
Sbjct  541  
KGVGAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFRRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_046871422.1 GTP-binding protein [Pediococcus damnosus]
 KJU74392.1 elongation factor G [Pediococcus damnosus LMG 28219]
 KRN53692.1 translation elongation factor (GTPase) [Pediococcus 
damnosus]
 AMV63062.1 Ribosome protection-type tetracycline resistance related 
protein, 
group 2 [Pediococcus damnosus]
 PIO85351.1 elongation factor G [Pediococcus damnosus]
Length=657

 Score = 259 bits (661),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 201/652 (31%), Positives = 308/652 (47%), Gaps = 
57/652 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+ESLLY +G + + G V+ G    D+  LE++ GITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSESLLYRAGELRKLGRVDNGDAFLDSDDLEKKHGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    + ++DTPGH+DF ++    L+VLD AILVISA DG+Q  TR L+  L 
+ +
Sbjct  61   
AHLQYQNLDLTLLDTPGHVDFASQTEEVLSVLDYAILVISATDGIQGYTRTLWRLLERYH  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D + V+  ++   S     +  +  + +   E N   EA++ 
+  
Sbjct  121  VPTFIFVNKMDMPGTDKKQVLDQLQTVFS-----QGCIDFNAD---
ESNISNEAYEEIAM  172

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LE ++    I  E +    Q+ ++   +FP Y+G+A K  GI   +   
TGL   
Sbjct  173  RDDAVLETFLDSGNIDDETI----QKMIRQREVFPCYFGAALKVAGIDAFL---
TGLEHW  225

Query  241  IGEQ-GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR-----LRDTVALAGR--
EKLKIT  292
              E          VFK+ + + G+R  ++R+  GTL      L D  A   R  +  
K T
Sbjct  226  
TSETVYKPEFAARVFKISHDEKGERLTWVRVTGGTLATKAVLLDDQKANQLRVYDGAKFT  285

Query  293  -EMRIPSKGEIVRTD--
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             +  IP+ G    T     YPG+ + +  D V        PT  P   +  DP       
Sbjct  286  VQQTIPAGGVCAVTGLTGTYPGQGLGVEKDGVT-------
PTIQPVLNYALDP-------  331

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                        L AL QL D DP L     S   EI +  +G +QLE++  +L +
++ L
Sbjct  332  ----
KGQDIHVCLTALRQLEDEDPQLHVSWSSHLQEIRVQIMGEIQLEILQQILLQRFNL  387

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 E S++Y E   +A     H E  P   +A + L + P S GSG+ ++S+ 
+L  L
Sbjct  388  NVSFGEGSILYKETITQAVEGVGHFE--
PLRHYAEVHLLLQPASKGSGLTFDSQCALDVL  445

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +++Q+ V   +      G L G  +TD +I    G   +  S   DFR      + 
Q L
Sbjct  446  
GKNWQHQVLTNLNSKEHLGVLIGAPITDMQITLVGGKASNVHSVGGDFREATWRAVRQGL  505

Query  529  ----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI---
ETAQVKKDEVVFTGEI  581
                +  G QLLEP+  F L   Q+ + RA +D  K   +    ET + K    + 
TG  
Sbjct  506  
MMLKEHGGCQLLEPWYQFRLEIGQDQVGRAMNDIQKMSGSFNMPETTENKDALTILTGTA  565



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDK  
630
            P   +Q Y  ++  YT+G+      + GY+       I  +    P S LD 
Sbjct  566  PVSEMQDYAQEVRAYTHGQGQLECIVDGYRPCHNADEIVKKLKYNPTSDLDN  
617

>WP_010496686.1 elongation factor G [Lactobacillus acidipiscis]
 SFV41179.1 Translation elongation factor G [Lactobacillus 
acidipiscis]
 GAW63970.1 elongation factor G [Lactobacillus acidipiscis]
Length=697

 Score = 260 bits (664),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 182/672 (27%), Positives = 311/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGRIHKIGETHDGASQMDWMDQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA++V+  + GV+ QT  ++      
N+
Sbjct  71   
TAEWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDGQSGVEPQTENVWRQATTYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V +++D+L A+ +  Q               + +  +
+  E
Sbjct  131  
PRIVFVNKMDKLGADFDYSVSTIKDRLQANAVAVQMPIGAEDDFQGVIDLIDMKADLYDE  190

Query  168  ENTDIEAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                      + +D ++EKY+ GE I  +++    
++
Sbjct  191  DELGSE-
WDTVDIPDDLKEEAQKHRDQMLEQLADLDDDIMEKYLEGEDIPADEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQ------GSA  247
               +  ++PV+ GSA K  G+Q ++D V   L  P+            G+Q        
A
Sbjct  250  
ATLNLDIYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVRPYNATDPDTGDQVELHADDDA  309



Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L    R       E P P+++ +I P T A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTATDRPLILESMEFPDPVIQVSIEPNTKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E ++S +G + L+++   +  ++ +E  V EP V 
Y E
Sbjct  427  
VALQKLAEEDPTFKAETNQETGETLISGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G  +E+ +  G + + +  
AV  G
Sbjct  487  
TFTKQVSAQGKFVRQSGGKGQYGDVWIEFTPAEEGEGFSFENAIVGGVVPREYIPAVEQG  546

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G+  G+ + D K     G Y+   S+ A F+  A I L  A K  G  
+LEP 
Sbjct  547  
LKESMANGILAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASIALRNAAKGGGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++ L             ++  + + +  +    +P   +  Y T L   
T G
Sbjct  607  
MKVDIVAPEDNLGDVMGHVTARRGRVDGMEARGNAELVHSFVPLSEMFGYATTLRSSTQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>OKZ36168.1 translation elongation factor G [Butyrivibrio crossotus]
Length=856

 Score = 263 bits (672),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 185/615 (30%), Positives = 296/615 (48%), Gaps = 
38/615 (6%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GI+AHVDAGKTTL+E+ LY  G+I + G V+K  T  DT  LER+RGITI +   
SF  
Sbjct  17   
LGIVAHVDAGKTTLSENFLYFGGSIRKLGRVDKRDTFFDTENLERERGITIFSKQGSFVT  76

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KV ++DTPGH DF AE+ R+L VLD A+L+ISA D V A T  L+  L +  
IP  I
Sbjct  77   
GNTKVTLLDTPGHTDFSAEMERTLQVLDYAVLIISAPDKVTAYTVTLWKLLERYGIPVFI  136

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+ G+  + +++ +++KLS + +   T             D E   +V E+    
Sbjct  137  FVNKTDRQGIVKEDILKDIKEKLSRNAVDFTT------------
ADDEEIASVKES---F  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            + KY  GE I+ E++     +R     LFPVY+GSA +  G++ LMD +      + 
+  
Sbjct  182  ISKYFEGEKITDEEIGDAIAKR----ELFPVYFGSALRNEGVRELMDGIDVF--
SVAKDY  235

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                  +V+K+     G R  ++++  G+L++R ++   G    K+ ++R+ +       
Sbjct  236  KEKFSATVYKISRDSDGNRLTHMKITGGSLKVRTSIPDYG----
KVNQIRVYNGTSFETK  291

Query  306  DTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRERLL  362
            D    G I  +   +  R   V+G+   L        P+  P+LR  +    A   
+ +L
Sbjct  292  DEVEAGCICAVTGLNDTRAGLVMGNGEELL-------
PVLTPVLRYKVIFPPAVSIQTML  344

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +L +  P L    D    EI +  +G+VQ+EV+  L+ E+  +        +
+Y E
Sbjct  345  
FKLKELTEEIPELNVSYDEEVKEINIELMGQVQIEVIKHLIEERTGINVSFGTGKILYKE  404

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                +     H E  P   +A + L + PL  G G+ +E+  S   L +++Q  V   
+ 
Sbjct  405  TICNSVEGVGHFE--
PLRHYAEVHLLLEPLERGMGLVFETDCSEEILAKNWQRLVLTHLE  462



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G  VTD KI    G  +   +   DFR      +   L  + + 
LLEP+  
Sbjct  463  
EKIHRGVLIGAPVTDMKITLVSGKAHIKHTEGGDFRQATYRAVRNGLMYADSMLLEPFYD  522

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F++  P+  +  A  D  K    I    ++    V TG  P   I +Y+T+L  YT 
G+ 
Sbjct  523  
FVMDIPENAVGHAMMDMEKMSGVINPPLIENGRAVLTGYAPVALIGSYQTELTSYTGGKG  582

Query  602  VCLTELKGYQAAVGQ  616
                   GY+    Q
Sbjct  583  RITLRFHGYEKCHNQ  597

>WP_089143186.1 GTP-binding protein [Lactobacillus crispatus]
 OXC14998.1 elongation factor G [Lactobacillus crispatus]
 OXC16804.1 elongation factor G [Lactobacillus crispatus]
 OXC18571.1 elongation factor G [Lactobacillus crispatus]
 OXC25959.1 elongation factor G [Lactobacillus crispatus]
 OXC30614.1 elongation factor G [Lactobacillus crispatus]
 OXC36403.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 258 bits (660),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 190/625 (30%), Positives = 300/625 (48%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFDLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEYLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGRDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585



>OGW43049.1 translation elongation factor G [Nitrospirae bacterium 
RBG_16_43_11]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 199/675 (29%), Positives = 316/675 (47%), Gaps = 
72/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +GA  + G V++GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTSTERILYYTGASYKIGEVDEGTATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWKDMRINIIDTPGHVDFTIEVERSLRVLDGAVAIFDAGQGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + FINK+D+ G D    V+S+ D+L A                   D+I  + V    
Sbjct  129  
PRIAFINKMDKVGADFLESVKSMVDRLGANPIAVQLPIGAENTFRGPIDLISMKAVYFDD  188

Query  159  -SLSPEIVLEENTD------IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
             +L  + V++E  D       E  D +IE     ++ ++EKYIAGE ++ +++ +  
+  
Sbjct  189  
ETLGAKYVIDEIPDELRSLAQEYRDKMIEKLADCDEDVMEKYIAGEEVTIDEIKKALRHG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAA  248
              +  L PV  GS+ K  G+Q L+DA+   L  P+                      
+  
Sbjct  249  
TIEMKLTPVLCGSSFKNKGVQLLLDAIMDYLPSPLDLPPVKGIDPDKDTEIERRADDNEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKG  300
                 FK+       +  Y R+YSG L          +DT    GR    + +M    
+ 
Sbjct  309  FSALAFKIMTDPYVGQLTYFRVYSGVLNSGSYVFNSTKDTTERIGR----
LLKMHANKRE  364

Query  301  EIVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI    + Y GEI   +   +    D L D  +       E P P++   I PKT   



+E
Sbjct  365  EI---
KSVYCGEIAAAVGLKNTTTGDTLCDKDKPIILEKMEFPEPVIGIAIEPKTKTDQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            R+  AL +LA  DP  R + D  T + I+S +G + LE++   +  ++K+E  V 
+P V 
Sbjct  422  
RMGVALQKLAQEDPSFRVKSDEETGQTIISGMGELHLEIIVDRMLREFKVEANVGKPQVA  481

Query  420  YMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E    K  S   +I +      +  + ++V   + G G  +E+++  G + + +  
AV
Sbjct  482  
YRETIKGKVESEGRYIRQTGGRGQYGHVWITVEAQTPGEGFVFENKIVGGSVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GIR  L+ G L G+ V D K+    G Y+   S+   F+    +  +   K +   
LL
Sbjct  542  
EKGIREALDSGVLAGYPVVDVKVSLFDGSYHDVDSSEMAFKIAGSMAFKDGAKRANPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +  P+EY+     D       I+  + +    + T E P   +  Y 
TDL   
Sbjct  602  
EPIMALEVTVPEEYMGDVIGDINSRRGRIQAVRPRSAAQIITAEAPLSEMFGYATDLRSL  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR+    +   Y+
Sbjct  662  TQGRATFTMQFARYE  676

>SER28428.1 small GTP-binding protein domain-containing protein 
[Olsenella 
umbonata]
Length=678

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 188/618 (30%), Positives = 297/618 (48%), Gaps = 
43/618 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVDAGKTTL E+LLY +GAI + G V+ G +  D   +ER+RGITI ++      
Sbjct  20   
VGMLAHVDAGKTTLAEALLYRAGAIRKLGRVDHGDSFLDASSMERERGITIFSSQAVLDH  79

Query  66   



HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + +VDTPGH+DF AE  R+L VLD A+LV+ A DGV+  T  L+  L +  
+PTVI
Sbjct  80   
DGVHLMLVDTPGHVDFGAEAERTLQVLDCAVLVVGANDGVRGHTLTLWRLLERYGVPTVI  139

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D    D ++ +  +RD+LS   +    +            D EA +A+   
++  
Sbjct  140  FVNKCDLESPDREATMVLLRDRLSQGCVDCACL-----------
FDTEAQEAMAILDESA  188

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L++Y+    +S    V   +R V +    PV++GSA +  G+   +D + GL  P   
+ 
Sbjct  189  LDEYLDAGVLS----
VATVRRLVAERRAHPVFFGSALRLEGVDEFLDGLCGLVAP--REH  242

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-----
KITEMRIPSKG  300
                   V+KV +   G+R  +L++  G LR RD V   GR        K++++RI 
S  
Sbjct  243  
PKEFAARVYKVTHEARGERVSWLKVTGGCLRTRDLVKGVGRRDGRSWADKVSQLRIYSGA  302

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    D    G++         LP D++       +PT            P+L  +
+ P 
Sbjct  303  KFDSVDRVGAGQVCAACGLVHALPGDALGAEPQGSEPTL----------
APVLSYSVEPG  352

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               +  R+ +AL +LA+ DPLL    +    E+ L  +G +QLEVV   L E++ +
+   
Sbjct  353  Q-
VEAHRVHEALARLAEEDPLLGVVWNEQLQEVRLQLMGPIQLEVVRQELEERFGMKVGF  411

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                ++Y E   +A     H E  P   +A + L + PL  GSGV + +R S   L
++++
Sbjct  412  GPGGIMYRETIAEAVRGVGHFE--
PLRHYAEVQLLIEPLPRGSGVVFGTRASEDDLDRNW  469

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +          G L G  +TD ++    G  +S  +   DFR      + QAL  
+ 
Sbjct  470  
QRLILTNAMERPHLGVLTGSPLTDVRVTLLGGRAHSKHTEGGDFRQATYRAVRQALMGAR  529



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEP+  F L  PQ+ L R   D  +  A+     +        G +PA   Q 
Y   
Sbjct  530  
SVLLEPWYRFSLELPQDQLGRGMSDLQRMGASFGAPAMCGGFAALEGRVPASECQEYAIQ  589

Query  593  LAFYTNGRSVCLTELKGY  610
            ++ Y++GR        GY
Sbjct  590  VSAYSSGRGHFSLAFDGY  607

>WP_016290443.1 GTP-binding protein [Lachnospiraceae bacterium 28-4]
 EOS32403.1 small GTP-binding protein domain protein 
[Lachnospiraceae bacterium 
28-4]
Length=905

 Score = 264 bits (674),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 192/616 (31%), Positives = 299/616 (49%), Gaps = 
34/616 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+E++LY SG+I   G V+ G    D   LER RGITI +    
F+ 
Sbjct  3    
IGILAHVDAGKTTLSEAMLYVSGSIRRMGRVDNGDAFLDNFELERSRGITIFSKQAVFRL  62

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                V ++DTPGH+DF AE+ R+L VLD  +LVIS  DGVQ  T  L+  L+K 
+IP  +
Sbjct  63   
GDTAVTLLDTPGHVDFSAEMERTLQVLDYGVLVISGADGVQGHTLTLWRLLKKYDIPVFL  122

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+DQ G D ++++  ++++L  + I        PE         + ++ +    
++ 
Sbjct  123  FINKMDQEGTDKEALMAELKERLHEECIDFTERRSGPE-------
RQKFYENIAMAEEET  175

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++    I+ E++    +R + +  +FP ++G+A K  G++  +   +GL   I 
E+ 
Sbjct  176  LEAFLEQGKIAEEEI----RRLIAERKIFPCFFGAALKKEGVEEFL---
SGLHSYIREKA  228

Query  246  SAALCGS-VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGRE-
KLKITEMRIPSKGE  301



                 G+ VFKV     G R  +L++  G+L+ R  +     G+E + K+ ++RI 
S  +
Sbjct  229  
YPERFGAKVFKVARDHQGSRLTFLKVTGGSLKARMALEGGRNGKEWEEKVNQIRIYSGEK  288

Query  302  IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE-  359
               T+    G +  +   S     + LG          RE  LP+L   +  K     
E 
Sbjct  289  YDVTEEVPAGNVCAVTGLSHTAPGEGLGTE--------
RESGLPVLEPVLTCKIELPPEC  340

Query  360  ---
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                L   L  L + +P L    +    EI    +G VQ EV+  L+ E++ +E    
E 
Sbjct  341  
DPALLFSKLKMLEEEEPQLHLVWNEALREIQAKIMGEVQTEVLKCLIMERFGVEVGFGEG  400

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +++Y E    A     H E  P   +A + L + P   GSG+ + +  S   L ++
+Q  
Sbjct  401  NIVYKETIGNAVEGVGHFE--
PLKHYAEVHLLLEPGEPGSGLTFAADCSGDMLERNWQRL  458

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +     +G L G  +TD KI    G  +   +   DFR      + Q L E+   
L
Sbjct  459  
VLTHLEEKEHKGVLTGSPITDMKITLVGGRAHQKHTEGGDFRQACYRAVRQGLMEARPVL  518

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F L  P++ + RA  D  +     +   ++KD  V TGE P   +Q Y  
+LA 
Sbjct  519  
LEPYYDFRLETPEKMIGRAMADMERMNGIFDMPVLQKDTAVLTGEAPVAALQGYAKELAA  578

Query  596  YTNGRSVCLTELKGYQ  611
            YT G        KGY+
Sbjct  579  YTKGHGRLFCTWKGYK  594

>WP_041219825.1 GTP-binding protein [Desulfitobacterium 
dichloroeliminans]
Length=880

 Score = 263 bits (673),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 184/619 (30%), Positives = 301/619 (49%), Gaps = 
38/619 (6%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
A  
Sbjct  1    
MKNLVIGILAHVDAGKTTLSESMLYLSGKIGKLGRVDTKDAYLDTYELERARGITIFAKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    +  ++DTPGH+DF AE+ R+L  LD AILV+S  DGVQ  T+ L+  L 
K  
Sbjct  61   
AIFEMGETQFTLLDTPGHVDFSAEMERTLQALDYAILVVSGSDGVQGHTQTLWRLLHKYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G + + V + ++ +L+   I    +           TD E +D 
+  
Sbjct  121  IPVFIFVNKMDQMGTNPEKVREELKKQLAEGCIEFGEI----------GTD-
EFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE+Y+    ++  ++    Q+ +Q+  +FP ++GSA K  G++ L+  +  
+   
Sbjct  170  CDEALLEEYLETGHVASAQI----QKAIQERKVFPCFFGSALKLEGVEQLLQGI--
IHYS  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I           +FK+   + G R  +L++  G L+++D + + G  + K+ ++R+ 
S  
Sbjct  224  IVPDYPKEFGAKIFKITRDEQGNRLTHLKITGGKLKVKD-
ILMNGDWQEKVNQIRVYSGQ  282

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    +    G +  +       P + + + +    P   P   +R     +L     
P+
Sbjct  283  KFESVNEIGAGNVCAVTGLSQARPGEGLGIEEASDTPVLTPVLSYR----
IILPLDCDPR  338

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   ++  L Q+ + +P L    D    EI +  +G VQ+E++ +L+ +++ 
+E   
Sbjct  339  V------
MIPKLRQIEEEEPELHVVWDEQLQEIQVQIMGEVQIEILQSLIQDRFGVEVAF  392

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E  ++Y E          H E  P   +A + L + P   GSG+Q  +  S   L
++S+
Sbjct  393  DEGRILYKETIANRVEGVGHFE--



PLRHYAEVHLVLEPGEPGSGLQLGAECSEDNLSKSW  450

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   +      G L G  +TD KI    G  ++  +   DFR      + Q L 
E+ 
Sbjct  451  
QRLVLTHLAEKEHIGVLTGSEITDMKITLVAGRAHTKHTEGGDFREATYRAVRQGLMEAE  510

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY +F L  P + + RA  D  K   T   AQ   +  V  G  P   ++ 
Y+ +
Sbjct  511  
SILLEPYYAFQLELPVKMVGRAMTDIEKMRGTCAIAQTNDEMTVLVGSAPVITMKNYQKE  570

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT G       LKGY+
Sbjct  571  VVAYTKGLGRLFCSLKGYE  589

>WP_075366530.1 GTP-binding protein [Desulfosporosinus sp. OL]
 OLN28244.1 translation elongation factor G [Desulfosporosinus sp. 
OL]
Length=882

 Score = 263 bits (673),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 185/621 (30%), Positives = 294/621 (47%), Gaps = 
42/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I IGILAHVDAGKTTL+E LLY SG I   G V+      DT  LER RGITI 
+  
Sbjct  1    
MNKIVIGILAHVDAGKTTLSEGLLYLSGKIGRLGRVDNKDAYLDTYELERSRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AMFEIGETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLHTYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D   +++ ++ +L    I         E    E  D   +D 
+  
Sbjct  121  IPVFLFVNKMDQNGTDKDKLMKELKKQLDDGCI---------EFGQVETDDF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG--LF  238
              + ++E ++    I   +++    R V +  +FP ++GSA K  G++  M  +    



+ 
Sbjct  170  RKEIMMETFLEKGDIETSQII----
RAVTERKVFPCFFGSALKLEGVEQFMQGIVKYVMI  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                E+  A L    FK+   + G R  Y++L  G L+++D V   G  K K+ +
+RI S
Sbjct  226  PSYPEEFGAKL----FKISRDEQGNRLTYMKLTGGRLKVKD-
VLTNGIWKEKVNQIRIYS  280

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +    +    G +  +       P + + + +    P             P+L   
I 
Sbjct  281  GQKFETVNEVEAGSVCAVTGLGQTRPGEGLGIEEASDTPV----------
LEPILSYEII  330

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                     +L  L Q+ + +P L    D    EI    +G VQ+E++ +L+  ++ 
++ 
Sbjct  331  
LPEGCDPRVMLPKLRQIEEEEPELHIVWDEQLQEIQARIMGEVQIEILQSLIQSRFGVDV  390

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  ++Y E          H E  P   +A + L +TP   GSG+Q+ +  S   
L++
Sbjct  391  AFDAGRIVYKETIADVVEGVGHFE--
PLRHYAEVHLLLTPGESGSGLQFGAECSEDNLSK  448

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            S+Q  +   +     +G L G  +TD KI    G  ++  +   DFR      + Q 
LKE
Sbjct  449  
SWQRLILSHLEEKAHKGVLTGSGITDMKITLVSGRAHNKHTEGGDFREATFRAVRQGLKE  508

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEP+ +F L  P++ + RA  D  K   T E +Q   +  V  G  P   +
+ Y+
Sbjct  509  
AESILLEPFYAFELELPEKMVGRAMSDIEKMHGTCELSQTNGEMAVLVGSAPVVTMRNYQ  568

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  YT G     + LKGY+
Sbjct  569  KEVVAYTRGLGRLFSSLKGYE  589

>WP_014096503.1 elongation factor G [Bacillus coagulans]
 AEP00382.1 translation elongation factor G [Bacillus coagulans 
36D1]



 AVD54786.1 elongation factor G [Bacillus coagulans]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSP-----  162
            P ++F+NK+D+ G D    V ++ D+L A+              + I   + ++      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGD  188

Query  163  ---------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M    + 
EI   
Sbjct  309  
AALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKDKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DKVYAGDIAAAVGLKDTTTGDTLCDENNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAQVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G+  G+ + D K     G Y+   S+   F+  A + L  A  +    
LLEP + 
Sbjct  546  
DAMQRGVIAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALRNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_063187735.1 elongation factor G [Paenibacillus elgii]
 KZE72153.1 elongation factor G [Paenibacillus elgii]
Length=691

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRLHKIGEVHEGGATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +



Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENTDI-  172
             ++NK+D  G D    VQ +RDKL A+ +  Q            + L  ++      
D+ 
Sbjct  132  
AYVNKMDIIGADFLGAVQQMRDKLGANAVAIQLPIGAESDFRGIIDLVEQVAYIYKDDLG  191

Query  173  ---------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                 E  + V E +++L  KY+ GE ++ +++    ++ 
V + 
Sbjct  192  
KDVEQSEIPEEYKGKVEELRTELIEKVAELDEELTMKYLEGEELTVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+         E GS  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVVAYLPSPLDVPDIKGTLEDGSEVVRKSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGILNSGSYVVNATKGKRERIGRILQMHANSRQEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++   + PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIELAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R + +  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LAKLAEEDPTFRAKTNEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +    +   PL  G+G Q+ES++  G + + +   ++ 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQYGHCWVEFQPLEPGTGFQFESKIVGGAIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G++ G+ + D K     G Y+   S+   F+    + L+ A  +    



LLEP + 
Sbjct  545  
ESMKNGVYAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAADKCRPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDTRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E+  Y+
Sbjct  665  VYSMEISHYE  674

>CDX01055.1 Tetracycline resistance protein TetP [Desulfitobacterium 
hafniense]
Length=882

 Score = 263 bits (673),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 186/616 (30%), Positives = 308/616 (50%), Gaps = 
32/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTTL+ES+LY SGAI + G V+      D   LER RGITI 
+  
Sbjct  1    
MKKLVIGLCAHVDAGKTTLSESMLYLSGAIRKMGRVDNKDAHLDNFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+ R+L VLD A+LVI+  DGVQ  T+ L+H L    
Sbjct  61   
AMLEVAHTQITLLDTPGHVDFSLEMERTLQVLDYAVLVINGADGVQGHTKTLWHLLDIYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
             P  +FINK+DQ G D + ++  ++ +LS   I         +    E+ D   +D 
+  
Sbjct  121  TPVFLFINKMDQVGTDREKLINELKSQLSDGCI---------DFGQPESADF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ LL+ Y+    I    L+RE  R+ +   ++P ++GSA K  G++ L+  +      
Sbjct  170  CDEMLLDAYVDTGHIEL-PLIREGIRKRK---
VYPCFFGSALKLEGVEELLQGIVDYAHL  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   +   A    VFK+   + G R  YL++  G L++R++++  G  + K+ +



+RI S 
Sbjct  226  PAYPESFGA---KVFKIGRDEQGNRLTYLKITGGRLKVRESLS-
NGVWEEKVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVILPSDSV-RLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
             +    +    G +  +   ++ +  + LG  T          PL  P+L   +      
Sbjct  282  KKFEAVNEVEAGSVCAVTGLTLTKPGEGLGTETAA------
HAPLLEPVLAYQMILPEGC  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                ++  L QL + DP L+   D    EI +  +G VQLE++ +L+  ++ LE      
Sbjct  336  
DPRVMMPKLRQLEEEDPGLQVVWDEELREIQVQMMGEVQLEILQSLIRSRFGLEVSFGSG  395

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A     H E  P   +A + L + P   GSG+Q+ ++ S   L++S
+Q  
Sbjct  396  RIVYKETIGNAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFRAKCSEDSLSKSWQRL  453

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q L E+ 
+ L
Sbjct  454  
VLSHLEEKVHKGVLTGSPITDLKITLVSGRAHTKHTDGGDFREATYRAVRQGLMEAESIL  513

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F L  P++ + RA +D  K   T + A+++ +    TG  P   ++ Y+ 
++  
Sbjct  514  
LEPYYAFQLELPEKMVGRAMNDVEKMHGTCQLARIEGERATLTGSAPVATMRNYQQEVMA  573

Query  596  YTNGRSVCLTELKGYQ  611
            Y+ G       LKGY+
Sbjct  574  YSKGLGRLFCSLKGYE  589

>WP_014295289.1 MULTISPECIES: elongation factor G [Streptococcus]
 CCF03183.1 Translation elongation factor G [Streptococcus 
macedonicus ACA-DC 
198]
 KEH51617.1 elongation factor G [Streptococcus macedonicus]
 ALT80218.1 elongation factor G [Streptococcus gallolyticus]
 SCA90504.1 Translation elongation factor G [Streptococcus 
macedonicus]
 PHV56442.1 elongation factor G [Streptococcus macedonicus]
 PHV58513.1 elongation factor G [Streptococcus macedonicus]
 PHV60591.1 elongation factor G [Streptococcus macedonicus]
Length=692



 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 318/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDNFNGIIDLVKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+    GEQ           
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTGEQEERPASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDK  421



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA  A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRKATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPLVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  + + +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEARGNTQIVRAFVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>OGY28492.1 translation elongation factor G [Candidatus 
Woykebacteria bacterium 
RIFCSPHIGHO2_01_FULL_43_29]
 OGY28693.1 translation elongation factor G [Candidatus 
Woykebacteria bacterium 
RIFCSPHIGHO2_02_FULL_43_16b]
 OGY29768.1 translation elongation factor G [Candidatus 
Woykebacteria bacterium 
RIFCSPHIGHO2_12_FULL_43_10]
 OGY32443.1 translation elongation factor G [Candidatus 
Woykebacteria bacterium 
RIFCSPLOWO2_01_FULL_43_14]
Length=701

 Score = 260 bits (664),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 200/696 (29%), Positives = 313/696 (45%), Gaps = 
96/696 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  12   
KIRNIGIIAHIDAGKTTTTERVLFYTGKTYKIGEVHEGEATMDWMAQERERGITITSAAT  71

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W           HR  +NI+DTPGH+DF AEV RSL VLDG ++V   K GV+ 
Q+ 
Sbjct  72   TAFWTPKTGPYANQIHR--
INIIDTPGHVDFTAEVERSLRVLDGGVVVFDGKMGVEPQSE  129

Query  111  ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVS  159
             ++    K N+P + F+NK+D  G D    + S++++L A+ +            K  
V+
Sbjct  130  
TVWRQADKYNVPRICFVNKLDAIGADYYMSLDSIKERLGANAVAYSIPIGTESDFKGVVN  189

Query  160  L---SPEIVLEE------NTDIEA-------------
WDAVIENNDKLLEKYIAGEPISR  197
            L      +  EE      +T+I A              +A+ E +D LLEKY+ G+ 
++ 
Sbjct  190  
LLTKKATVYTEELGKDPIDTEIPADMLGKVEEFRGKLVEAIAETDDTLLEKYLGGQELAE  249

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPI-------------GE  243
            E+L    +R V    +FPV  GSA K   IQP++DAV  L   P+              
E
Sbjct  250  
EELKAALRRAVISLKIFPVLAGSALKNKAIQPMLDAVVELLPSPLDVPVMKGIHPETQAE  309

Query  244  QGSAA-----LCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVAL  283
            +  AA          FKV       R  Y R+YSG +               R+   
+ +
Sbjct  310  
EIRAASETEPFSALAFKVMTDPYVGRLTYFRVYSGKVASGSYVYNSTKDTQERISRLLLM  369

Query  284  
AGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL  343
                + ++TE+     G  V   T + G  +   +  + L  +             
+ P 
Sbjct  370  HANHREEVTELSAGEIGAAVGLKTTFTGHTLCDETKPIILESI-------------
KFPE  416

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
            P++   I PKT A +E+L  AL++LA+ DP  R   D  T + ++S +G + LE++   
L
Sbjct  417  
PVISLAIEPKTKADQEKLGLALSRLAEEDPTFRVRNDPETSQSLISGMGELHLEIIVDRL  476



Query  404  SEKYKLETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
              ++ +E  V +P V Y E  R    A      +      +    L + P     G 
++ 
Sbjct  477  
KREFSVEANVGKPQVAYRETIRKTSTAEGKYIRQSGGRGQYGHCYLRIEPKGRSEGYEFV  536

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            S V  G + + F + +  G+R  LE G+  G+ + D K+    G Y+   S+ A F
+   
Sbjct  537  
SEVVGGTIPREFISPIEKGVREALETGVVAGYPLVDLKVAVYDGSYHEVDSSEAAFKIAG  596

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
             + L++A K +   LLEP +   +  P+ Y+     D       +E  + + +  V    
Sbjct  597  
SMALKEAAKSADPVLLEPIMKLEVVVPENYMGDVIGDISSKRGKVEGTETRGNATVVRAN  656

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            +P   +  Y T L   T GR     E   Y+    Q
Sbjct  657  VPLAEMFGYATTLRSMTQGRGSFSMEPFNYEEVPSQ  692

>WP_040537650.1 elongation factor G [Lactobacillus parafarraginis]
Length=698

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 184/672 (27%), Positives = 310/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D +  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDRLPQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +    V S++D+L+A  +  Q               V +  +
+  E
Sbjct  131  
PRIVFVNKMDKIGANFDFSVGSIQDRLNAKPLAIQMPIGAEDNFEGVIDLVEMKADLYDE  190



Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                     A+ + +D +++KY+ GE I + ++    
++
Sbjct  191  DQLGTE-
WDTVDVPDDYKEEAAKRRDQMIEALADVDDDIMDKYLEGEEIPKAEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +  LFPV  GSA K  G+Q LMDAV                   TG    +     
A
Sbjct  250  
ATLNLELFPVLAGSAFKNKGVQMLMDAVIDYLPSPLDVKPYNATDPETGEKIELKANDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            +     FKV       R  Y+R+YSGTL     +  A ++K     ++ +M    + 
EI 
Sbjct  310  
SFAALAFKVATDPFVGRLTYIRVYSGTLESGSYILNATKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D  R       E P P+++  + PKT A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDVDRPLHLESMEFPDPVIQVAVEPKTKADQDKMN  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ ++  V  P V 
Y E
Sbjct  427  
EALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMRREFHVDATVGAPQVSYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  +P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKTSAQGKFVRQSGGKGQYGDVWIEFSPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP 
Sbjct  547  
LKESLANGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALRNAAKTADPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + +    V    +P   +  Y T L   
+ G
Sbjct  607  



MKVDINVPEEYMGDIMGQVTARRGRVDGMESRSGAEVIHSYVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>EEQ56873.1 putative translation elongation factor G [Clostridiales 
bacterium 
1_7_47FAA]
Length=909

 Score = 264 bits (674),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 189/616 (31%), Positives = 287/616 (47%), Gaps = 
41/616 (7%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            +LAHVDAGKTTL+E+LLY +G+I   G V+      DT  LER RGITI +      
W  
Sbjct  1    
MLAHVDAGKTTLSEALLYLAGSIRRLGRVDNRDAFLDTYALERARGITIFSKQAGLTWEG  60

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
              V ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L K  IPT 
+F+
Sbjct  61   
IDVTLLDTPGHVDFSAEMERTLQVLDYAVLVISGSDGVQGHTVTLWRLLAKYRIPTFLFM  120

Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NK+D AG D  +++  +R +L    +          +      D EA +  +E  +    
Sbjct  121  
NKMDLAGTDRDALLSEIRTRLDDSCVDFSRTGTQDFMEQAAMCDEEALEHFLETGE----  176

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
                GE   R        R V +  LFP Y+GSA K  G++ L++ +   +  + E    
Sbjct  177  ---VGEETIR--------RLVYERRLFPCYFGSALKLEGVEELLEGII-
RYGTVPEY-PE  223

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMRIPSKGEIV  303
            A    VFK+   D G R  ++++  G LR++  +   G E    + K+ ++RI S  
+  
Sbjct  224  
AFGARVFKISRDDQGNRLTHMKITGGCLRVKSVLTGPGTEGTCWEEKVNQIRIYSGEKYE  283

Query  304  RTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                A PG I         LP   +       +P             P+L   +      
Sbjct  284  AVPEAGPGSICAVTGLTRTLPGQGLGAEAASMEPVL----------



EPVLTYEVKLPPGC  333

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  +L  L +L + DP L    D    EI L  +G VQ+E++ ++++E++ +E      
Sbjct  334  
DRAVMLPKLKELEEEDPQLHVVWDGHLGEIQLQLMGEVQIEILKSMIAERFGVEVEFGTG  393

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +++Y E          H E  P   +A + L + P   GSG+Q+ +R S   L+++
+Q  
Sbjct  394  NIVYKETIAGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLQFAARCSEDVLDRNWQRL  451

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD +I    G  +   +   DFR      L Q L E
+G+ L
Sbjct  452  
VLTHLEEKVHKGVLTGSPITDMRITLVAGRAHIKHTEGGDFRQATYRALRQGLMEAGSIL  511

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+  F L  P   + RA  D  K   T   A  +    V TG  P   +  Y+T
++  
Sbjct  512  
LEPWYEFRLEIPDTSIGRAMTDIEKRSGTCAIAHTESGMAVLTGSAPVASMGDYQTEVTS  571

Query  596  YTNGRSVCLTELKGYQ  611
            YT G       +KGY+
Sbjct  572  YTKGCGKLTCTMKGYE  587

>WP_095313560.1 elongation factor G [Paenibacillus sp. 7884-2]
 PAE27510.1 elongation factor G [Paenibacillus sp. 7884-2]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 315/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+



Sbjct  69   
TAAWKEHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++FINK+D+ G D      +++++L A                   D+I  +  
S   
Sbjct  129  
PRIVFINKMDKTGADFLYSTGTLKERLGANAHPVQMPIGAEDQFSGIIDLITMEAYSYKD  188

Query  163  EI-VLEENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  L E+++I A              +AV E +++L+ KY+ GE IS E+L    
++  
Sbjct  189  
DLGTLSESSEIPAELVEQAEELRGNLIEAVSETDEELMMKYLEGEEISNEELKAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-----------------
GLFQPIGEQGS--AAL  249
             +   +PV+ GSA K  G+Q ++D V                  G  + +    S  
A  
Sbjct  249  
LNVEFYPVFCGSAFKNKGVQLMLDGVIDYLPAPTDVPPIEGIVPGTEEAVSRPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLDSGSYVKNSVKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             TAY GEI   +        D L D   L      E P P++   I PKT A +++
+  A
Sbjct  366  
STAYAGEIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVISVAIEPKTKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R E +  T + I+S +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRLKREFKVEANVGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +   P   G+G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RQAAEVEGKFVRQSGGRGQFGHVWIKFEPNETGAGFEFENKIVGGVVPREYIPAVEQGVS  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              ++ G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP + 
Sbjct  546  
EAMDNGVLAGFPLIDVKATLFDGSYHDVDSNEMAFKVAASMALKAAKNKCNPVLLEPMMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + + +  +  G +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDVTSRRGRIEGMEARGNAQLVKGFVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TYTMTFDHYE  675

>WP_103282370.1 elongation factor G [Stenotrophomonas pavanii]
 PNY74394.1 elongation factor G [Stenotrophomonas pavanii]
Length=678

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 201/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I AWD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAASITAWDDAARAQWQPQRDALVEAVADHDEQLADAWLEGRVIDAGALRAAIRR  248



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDDGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSG+L++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGSLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   
Sbjct  365  
DQAVAGDIVAVLGWKDAVSGETLSSRARPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V+P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPHGHPVVGIEVTLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673



>WP_016184212.1 elongation factor G [Enterococcus columbae]
 EOT38475.1 elongation factor G [Enterococcus columbae DSM 7374 = 
ATCC 51263]
 EOW87874.1 elongation factor G [Enterococcus columbae DSM 7374 = 
ATCC 51263]
 OJG22023.1 elongation factor G [Enterococcus columbae DSM 7374 = 
ATCC 51263]
Length=694

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVRTLHDRLQANAHPIQLPIGAEDSFTGIIDLVKMKAEIYTN  188

Query  168  E--------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +                  E W     +AV E +++L  KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTEIEETEIPEEYRELAEEWREKLVEAVAETDEELTMKYLEGEEITEQELKEGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 +PV  GSA K  G+Q L+DAV              G+     E+       
SA  
Sbjct  249  
TAVEFYPVLCGSAFKNKGVQLLLDAVIDYLPSPLDIPAIKGIDPKTDEEVTRPADDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L+    V  A    RE++ +I +M   S+ 
EI   
Sbjct  309  



SALAFKVMTDPFVGRLTFFRVYSGVLQSGSYVQNATKGKRERVGRILQMHANSRSEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P+++  I PK+ A +++
+  A
Sbjct  366  
SEVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVIQVAIEPKSKADQDKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLSEEDPTFRAETNQETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G++
Sbjct  486  
RTATQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEVGLK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S+   FR  A + L  A K++   
+LEP ++
Sbjct  546  
DAMENGVLAGYPMVDIKAKLYDGSYHDVDSSETAFRVAASMALRAAAKKANPVILEPIMA  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + +    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVVPEEYLGDVMGHVTARRGRVEGMEARNSSQVVRAMVPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>KRM30943.1 elongation factor G [Lactobacillus acidipiscis DSM 
15836]
 KRN79500.1 elongation factor G [Lactobacillus acidipiscis]
Length=706

 Score = 260 bits (664),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 182/672 (27%), Positives = 311/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  20   
KTRNIGIVAHIDAGKTTTTERILYYTGRIHKIGETHDGASQMDWMDQEQERGITITSAAT  79

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA++V+  + GV+ QT  ++      
N+
Sbjct  80   
TAEWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDGQSGVEPQTENVWRQATTYNV  139

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D    V +++D+L A+ +  Q               + +  +
+  E
Sbjct  140  
PRIVFVNKMDKLGADFDYSVSTIKDRLQANAVAVQMPIGAEDDFQGVIDLIDMKADLYDE  199

Query  168  ENTDIEAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                      + +D ++EKY+ GE I  +++    
++
Sbjct  200  DELGSE-
WDTVDIPDDLKEEAQKHRDQMLEQLADLDDDIMEKYLEGEDIPADEIKAAIRK  258

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQ------GSA  247
               +  ++PV+ GSA K  G+Q ++D V   L  P+            G+Q        
A
Sbjct  259  
ATLNLDIYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVRPYNATDPDTGDQVELHADDDA  318

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  319  
PFAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKDKRERVGRLLQMHSNHRKEIP  378

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L    R       E P P+++ +I P T A +
+++ 
Sbjct  379  EV---
FSGDIAAAIGLKNTTTGDSLTATDRPLILESMEFPDPVIQVSIEPNTKADQDKMD  435

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E ++S +G + L+++   +  ++ +E  V EP V 
Y E
Sbjct  436  
VALQKLAEEDPTFKAETNQETGETLISGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRE  495



Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  TP   G G  +E+ +  G + + +  
AV  G
Sbjct  496  
TFTKQVSAQGKFVRQSGGKGQYGDVWIEFTPAEEGEGFSFENAIVGGVVPREYIPAVEQG  555

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G+  G+ + D K     G Y+   S+ A F+  A I L  A K  G  
+LEP 
Sbjct  556  
LKESMANGILAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASIALRNAAKGGGAVILEPI  615

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++ L             ++  + + +  +    +P   +  Y T L   
T G
Sbjct  616  
MKVDIVAPEDNLGDVMGHVTARRGRVDGMEARGNAELVHSFVPLSEMFGYATTLRSSTQG  675

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  676  RGTFTMTFDHYE  687

>WP_092073795.1 elongation factor G [Dendrosporobacter quercicolus]
 SDM67625.1 translation elongation factor 2 (EF-2/EF-G) 
[Dendrosporobacter 
quercicolus]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 316/674 (47%), Gaps = 
71/674 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A 
Sbjct  8    
LKTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAA  67

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+ +W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K  
Sbjct  68   
TTCEWLGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYG  127

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------------------------  156
            +P + ++NK+D  G D   VV  ++ +L A+ +  Q                        



Sbjct  128  
VPRMAYVNKMDILGADFYRVVDMMKTRLGANPVPIQLPIGSEDVFKGIVDLVEMKALIYT  187

Query  157  ----TVSLSPEIV--LEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 VS S EI   L+E  ++      DAV E++D+L+ KY+ GE ++ E++    
++ 
Sbjct  188  
DDLGKVSESTEIPEDLKEQAELYRQNLLDAVAESDDELMMKYLEGEELTVEEVKAGIRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
                ++ PV  GS+ K  G+QP++DAV              G+    GE+       
S  
Sbjct  248  
TIACTMTPVLCGSSYKNKGVQPMLDAVVAYMPSPLDIPAIKGVDPDSGEEDKRESDDSLP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG L     V  + + K     +I +M    + 
EI  
Sbjct  308  
FSALAFKIMADPYVGKLAFFRVYSGKLASGSYVFNSTKGKKERIGRILQMHANRREEI--  365

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
             +  Y G+I    + +V L D     T    KR         P P+++  + PKT 
A +E
Sbjct  366  -EEVYSGDI----
AAAVGLKDTTTGDTLCDDKRPIILESMVFPEPVIQVAVEPKTKADQE  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R E D  T + I+S +G + LE++   +  ++K++  V 
+P V 
Sbjct  421  
KMGVALARLAEEDPTFRVETDQETGQTIISGMGELHLEIIVDRMLREFKVDCNVGKPQVA  480

Query  420  YMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   KA  A      +      +    L + P  +G G ++ ++V  G + + + 
N +
Sbjct  481  
YRETIRKAVKAEGKFVRQSGGRGQYGHCWLEIEPQEVGKGFEFVNKVVGGAIPREYINPI  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  +E G+  G+ + D K+    G Y+   S+   F+    +  +    ++   
LL
Sbjct  541  
EAGIKEAMENGVIAGYPMVDIKVTVFDGSYHDVDSSEMAFKIAGSMGFKAGAAKASPTLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596



            EPY+   +  P+EY+     D       IE  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPYMKVEVTVPEEYMGDVIGDLNSRRGRIEGMEARAGAQVINAFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGY  610
            T GR     E+  Y
Sbjct  661  TQGRGTYSMEISHY  674

>WP_009336567.1 MULTISPECIES: elongation factor G [Bacillus]
 EFV74191.1 elongation factor EF-2 [Bacillus sp. 2_A_57_CT2]
 AND37753.1 elongation factor G [Bacillus oceanisediminis 2691]
 OHX46516.1 translation elongation factor G [Bacillus 
oceanisediminis]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 192/667 (29%), Positives = 306/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    ++++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKIGADFLYSLKTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLITMKATFYGNDL  190

Query  169  NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE  D                  AV E +++L+EKY+ GE I+ E+L    ++   
+
Sbjct  191  
GTDIEERDIPEEYMDQAEEYREKLIEAVAELDEELMEKYLGGEEITNEELKAAIRQGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV                 P  E+         A    
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPAIKGTLPDSEEEVTRPSSDDAPFSA  310



Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI     
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEISVVHA  370

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
                  V L   S    D L D   L      E P P++  +I PK+ A ++++  
AL +
Sbjct  371  GDIAAAVGLKDTST--
GDTLCDEKNLVILESMEFPEPVISLSIEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRSS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+ +  G + + +  AV+ G+   
L
Sbjct  489  
AQVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENGIVGGVVPREYIPAVQAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
ERGVLAGFPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRGTFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_004824930.1 elongation factor G [Peptoniphilus lacrimalis]
 EFA90010.1 translation elongation factor G [Peptoniphilus 
lacrimalis 315-B]
 KGF33286.1 elongation factor G [Peptoniphilus lacrimalis DNF00528]
Length=691

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.



 Identities = 194/674 (29%), Positives = 310/674 (46%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYAGKIHKIGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGYRLNIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P +  INK+D  G D    V ++  KL A+ +  Q               V +  
EI  +
Sbjct  129  
PRICHINKMDVTGADFFRSVNTIEKKLHANPVAIQIPMGAEDKFIGMIDLVRMEAEIYTD  188

Query  168  ------ENTDI---------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
                  + TDI         E  D +IE     +D+L++KY+ GE IS E + R  
++  
Sbjct  189  
DLGQVIDKTDIPEEYLDLANEYRDKMIEKAADFDDELMDKYLEGEEISEELIKRALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGS--
AALC  250
                L PV  GS+ K  G+Q L+DAV                     P+    S      
Sbjct  249  
LAVKLTPVLCGSSYKNKGVQLLLDAVIDYLPAPIDVPPIEGTDLQGNPVERHASDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG L+    V       RE++ +I +M    + EI   
D
Sbjct  309  
ALAFKIVTDPYVGKLAYFRVYSGVLKAGSYVTNSTKGKRERIGRILQMHANKRTEI---D  365

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERL  361
              Y GEI    + +V L D     T    K        E P P++   I PKT A 
++++
Sbjct  366  EIYAGEI----
AAAVGLKDTTTGDTLCDEKNQVILEKMEFPEPVISVAIEPKTKASQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   +  T + I++ +G + L+++   L  ++K+E  +  P 



V Y 
Sbjct  422  
AIALQKLAEEDPTFRTYTNEETGQTIIAGMGELHLDIIVDRLLREFKVEANIGNPQVSYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +    + + PL  G G  +E+ +  G + + F    
+
Sbjct  482  ESITKPAEGEGKYVR-
QSGGRGQYGHAKIKIEPLKDGQGFVFENAIVGGAIPKEFIGPTQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   L+ G+  G+ V D K+    G Y+   S+   F+    + L  A+ ++G  
LLE
Sbjct  541  
QGIEEALQSGILGGYEVLDLKVTLYDGSYHEVDSSEMAFKIAGSMALRDAMAKAGPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E  ++     + T  +P   +  Y T L   
T
Sbjct  601  
PVMKVEITTPEEYMGDVIGDINSRRGRMEGMELVAGAQIVTSYVPLAEMFGYATSLRSNT  660

Query  598  NGRSVCLTELKGYQ  611
             GR+    +   Y+
Sbjct  661  QGRANYSMQFDHYE  674

>WP_009469203.1 elongation factor G [Roseibium sp. TrichSKD4]
 EFO29173.1 translation elongation factor G [Roseibium sp. 
TrichSKD4]
Length=691

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 195/659 (30%), Positives = 309/659 (47%), Gaps = 
66/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K N
+P +
Sbjct  72   
WNEKRLNIIDTPGHVDFTIEVERSLRVLDGAVALLDANAGVEPQTETVWRQADKYNVPRM  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            IF+NK+D+ G D    V+ +RD+L A  ++ Q               + +   I   
EN 
Sbjct  132  
IFVNKMDKLGADFDRCVEMIRDRLGATPLVMQLNVGAENEFAGCVDLLKMKALIWQSENL  191

Query  171  DI----------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
                              EA DA+IE     ++  +E Y+ GE  S EKL    ++   
+
Sbjct  192  
GAAWDELEIPAELADRAQEARDALIETAVEIDEAAMEAYLEGEEPSMEKLKELIRKGTIN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI----------
GEQGSAALCGS-------  252
                PV+ GSA K  G+QPL+DAV   L  P+            +G A    S       
Sbjct  252  
GDFVPVFCGSAFKNKGVQPLLDAVVDYLPSPVEVPAIKGIDPKTEGEAVRTSSDEEPLSI  311

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLR----LRDTVALAGREKL-
KITEMRIPSKGEIVRTD  306
              FK+          + R+YSG L     L +TV    RE++ ++ +M   S+ +I   
D
Sbjct  312  LAFKIANDPFVGSLTFCRIYSGVLNKGVSLLNTVK-
EKRERVGRMMQMHSNSREDI---D  367

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY G+IV +         D L DP +       E P P++   I PKT A +E++  
AL
Sbjct  368  
VAYAGDIVAIAGLKDTTTGDTLCDPLKPVILERMEFPEPVIEIAIEPKTKADQEKMGIAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R + D  + + I++ +G + L+++   +  ++K+E  +  P V Y 
E   
Sbjct  428  
NRLAAEDPSFRVKSDDESGQTIIAGMGELHLDILVDRMKREFKVEANIGAPQVAYRETIT  487

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +AA   +T   +   +  +A + L++ P     G  +ES +  G + + +   V  
GI  
Sbjct  488  
RAADVDYTHKKQSGGSGQFARVKLTIEPAEPNEGFVFESTIVGGSVPKEYIPGVSKGIES  547

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F         + + ++  +LLEP 
+  
Sbjct  548  
VMSSGPLAGFPMLDIKATLTDGAYHDVDSSVMAFEIAGRAGFREGIAKAAPKLLEPVMKV  607



Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P+EY+     D       I   + +    V TG +P   +  Y  +L   + 
GR+
Sbjct  608  
EVVTPEEYMGDVIGDLNSRRGQIAGTENRGIVTVITGMVPLANMFGYVNNLRSMSQGRA  666

>WP_073339058.1 GTP-binding protein [Clostridium grantii]
 SHH85085.1 small GTP-binding protein domain-containing protein 
[Clostridium 
grantii DSM 8605]
Length=651

 Score = 258 bits (660),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 173/631 (27%), Positives = 303/631 (48%), Gaps = 
22/631 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E LLY + +I E G V+   T  D+ ++E+QRGIT+ +   
+ ++
Sbjct  5    
IGILAHVDAGKTTFAEQLLYHTNSIKERGRVDHKNTLLDSHYIEKQRGITVFSDKATMRY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R+L V+D AI++ISA +GVQ  T  +++ LRK  
+PT  
Sbjct  65   
KESTYYLIDTPGHVDFSTEMERTLKVMDYAIVIISAVEGVQGHTETVWNLLRKYKVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D+  V++ ++  L+ ++       +S    L E    E     I   
++ 
Sbjct  125  FINKVDRIGADVNKVLKEIKTNLTENL-----CDISNN--
LNEEEMDEELIEFIATQEEE  177

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            L +    +   ++      +  V++  +FP  YGSA + +G+    D +  L +    
E+
Sbjct  178  
LLERYLEKGYEKDLWFHMMKNMVKENKIFPCCYGSALQDIGVIDFFDKLHKLSYTTYSEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGE  301
                    V+K+++ + G + ++++  +G+L +RD ++    E     KIT +R+ 
+  +
Sbjct  238  D--
FFSAQVYKIKHDESGAKVIHMKAMTGSLNVRDEISYEYNENRISEKITGIRLYNGNK  295



Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              R D    GEI  +    +V +   LG   +L +  + E  +P L + +  +T    
+ 
Sbjct  296  FERKDRVVAGEIFGVTGLTNVSVGQGLG---KLNQNIFYE-
MVPTLTSKVIYETGINTKE  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L A   L + DP L    +    EI +  +G +QLE++  ++ E++  E     P 
++Y
Sbjct  352  
ILKAFKTLEEEDPSLNVAWEESLEEIHIHVMGTIQLEILKEVVKERFDFEVSFGTPEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E     A    H E  P   +A + L + P    +G+ +E+      L    QN 
+R  
Sbjct  412  KETIETEAKGYGHFE--
PLRHYAEVHLKLEPAKRNTGISFENNCHADDLTTGHQNLIRHH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      GL  G  +TD K+    G  ++  ++  DFR      L Q L+++   
+LEPY
Sbjct  470  
IFEREHHGLLTGKPLTDIKVTLLTGRAHNKHTSGGDFREATYRALRQGLEQAKNIVLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    E++ R   D  K        +  +D+V+  G++P      Y T+   
+T G
Sbjct  530  
YQFRIKVDLEHMGRVLADIQKAHGNFSVPENIEDKVIIKGKVPVSTFMNYSTEFVAFTGG  589

Query  600  RSVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
            + +      GY     +  VI+    N  +D
Sbjct  590  KGIINMFFTGYDICHNENEVIEKIGYNKNID  620

>EFW29716.1 translation elongation factor G [Selenomonas artemidis 
F0399]
Length=677

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 180/663 (27%), Positives = 313/663 (47%), Gaps = 
65/663 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A T+  
W   



Sbjct  1    
MAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAATTCHWKDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    + N+P + 
++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNVPRMAYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------
TVSL  160
            K+D  G D  +V++ +R++L+A+ +  Q                             
V+ 
Sbjct  121  
KMDITGADFFNVMKMMRERLNANPVAIQLPIGAEDEFKGIIDLVKMDAIVYEDDLGKVTD  180

Query  161  SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
              EI  E     E +     +A  E +D+L+EKY+ GE ++  ++    ++      
+ P
Sbjct  181  
EVEIPAEYKEQAEEYREKLLEACAEADDELMEKYLGGEEVTEAEIRHAIRKATIACEMTP  240

Query  216  VYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAALCGSVFKV  256
            V  G++ +  G+QPL+DA             + G+    GE        SA      
FK+
Sbjct  241  
VTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEADSRPASDSAPFSALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSGTL     V  A    +E++ +I +M   ++ EI   D  
Y G+
Sbjct  301  MTDPFVGKLAFFRVYSGTLNSGSYVFNATKDNKERIGRILQMHANNRKEI---
DVVYSGD  357

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +   +    D L D          E P P++   + P T   +E++  AL 
+LA+ 
Sbjct  358  
IAAAVGLKNTTTGDTLCDEAHPIILESMEFPDPVISVAVEPATKNDQEKMGIALQKLAEE  417

Query  372  DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKAA  428
            DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V Y E   + 
+K+ 
Sbjct  418  
DPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETIRKSVKSE  477

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488



               +  +   +  +    L + P   G G  +E++V  G + + F N +  G+R  
+E G
Sbjct  478  GKFVR-
QSGGHGQYGHCWLELFPQEAGEGFTFENKVVGGVIPKEFINPIEAGVRQAMESG  536

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G ++   S+ A F+    +  +   +++   LLEPY+   
+  P
Sbjct  537  
VVAGYPMVDIKVVVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPYVKVEVTVP  596

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            +EY+     D       I+  + +    V    +P   +  Y TDL   T GR     
E+
Sbjct  597  
EEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAYVPLSEMFGYSTDLRSKTQGRGNYSMEV  656

Query  608  KGY  610
              Y
Sbjct  657  SFY  659

>WP_014072856.1 elongation factor G [Lactobacillus ruminis]
 AEN77585.1 elongation factor G [Lactobacillus ruminis ATCC 27782]
 KLA44614.1 elongation factor G [Lactobacillus ruminis]
 KRM82123.1 elongation factor G [Lactobacillus ruminis DSM 20403 = 
NBRC 102161]
 SFG55299.1 translation elongation factor 2 (EF-2/EF-G) 
[Lactobacillus ruminis 
DSM 20403 = NBRC 102161]
Length=696

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 186/690 (27%), Positives = 326/690 (47%), Gaps = 
69/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  



PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G +    V +++D+L A+ +  Q + +  E   E   D+         
Sbjct  131  PRIVFVNKMDKIGANFDYSVSTIKDRLQANPLPVQ-
MPIGAEDNFEGVIDLVEMKADLYD  189

Query  173  -----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD                     A+ + +D+++EKY+ GE IS+E++    
++
Sbjct  190  
EDELGSKWDTVDIPEEYKAEAEERRDQMIEALADVDDEIMEKYLGGEEISKEEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
                  ++PV+ GSA K  G+Q ++D V   L  P+  +   A                 
Sbjct  250  
ATLSLDVYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATNADTDEEEDLIADDDK  309

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +        D L DP         E P P+++ ++ PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPDPVIQVSVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E
Sbjct  427  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +  S       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  487  
TFTQQVSAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LKEAMANGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  606

Query  540  



LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++ L             +E  + + +  V    +P   +  Y T L   
T G
Sbjct  607  
MKVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLAEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R      +  Y+    A+ + +I+    N+
Sbjct  667  RGTFTMTMDHYEPVPKAIQEEIIKKNGANA  696

>WP_090175459.1 elongation factor G [Luteibacter sp. UNC138MFCol5.1]
 SEO47163.1 elongation factor G [Luteibacter sp. UNC138MFCol5.1]
Length=690

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 308/672 (46%), Gaps = 
64/672 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AHVDAGKTTLTE LLY +G I   G V  G T TD M LER+RGITI AA     
Sbjct  16   
NLGIIAHVDAGKTTLTERLLYKTGTIHRTGEVHDGATTTDHMELERERGITIGAAAVRAN  75

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V S   GVQ Q+  +
+H  R
Sbjct  76   WTPEGGLPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVTVFSGVAGVQPQSETVWHQAR  133

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEIV-----
LEENT-  170
            +  +P + FINK+D+ G D  +VV  +R+KL  +  ++ + V     IV     + 
E T 
Sbjct  134  
RHGVPLMAFINKMDRPGADFDAVVAQMREKLGTNPWVVARPVIEGEHIVGLVDLVAERTW  193

Query  171  --------DIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     + AW+                AV + ++ L E ++A +PI  E L    
+R
Sbjct  194  
RFDDAGTPSVHAWNADERAAHADARAELVAAVADRDETLAELWLAEQPIDAEALTAALRR  253

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAAL  249
                 +  PV  GSA + +GI+PL+DA+                     + I     
A L
Sbjct  254  
GTLAGTGSPVLPGSAFRNVGIEPLLDALVAYLPSPVDRPAVVAHTDHGDETIAPDADAKL  313



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
               VFKV     G    ++R+YSG L + D V  +G +++ +I  + +    +    
+ A
Sbjct  314  AALVFKVVNQAHGP-
LAFIRVYSGRLHVGDAVWRSGTDRVQRIGRLAVVRAEDTEAVEVA  372

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+IV +     V   + L D     R    +    +L   ++P+ +A   +L + 
L +
Sbjct  373  
EAGDIVAIAGWKDVATGETLSDAHHPVRLETIQAQPAVLSWRLSPERSADLLKLGNGLAR  432

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA  DP  R   D  T E ++  +G + LEV+   L  ++ ++     P V Y E 
P +A
Sbjct  433  
LAQEDPSFRVGTDPDTGETLVWGMGELHLEVMVERLRREWGVQVRTGSPRVAYQETPARA  492

Query  428  AS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +      +  +   +  +A + LS+ P    +   YE R + G + + FQ AV  G
+   
Sbjct  493  SGPVEGKLAKQTGGSGQFARVVLSIAPTGDDANA-
YEDRTTGGVIPKQFQAAVEKGVSSA  551

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            L +G  G+ V    +    G  ++  S    F   A + ++ AL+ +GT LLEP +   
+
Sbjct  552  
LIEGPRGYPVVGAAVAVLDGQAHAVDSNEMAFHRAAQLAVKAALEATGTVLLEPVMRVSV  611

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             AP   +     D  +    I     +++      ++P   +  Y T L   + GR
+   
Sbjct  612  
SAPGAAVGDVLGDLQRRGGQIVNLVDRQERTEIDADVPLAQLDGYSTALRSLSQGRASAT  671

Query  605  TELKGYQAAVGQ  616
                 Y+ A  Q
Sbjct  672  VAFHAYRPAATQ  683

>WP_071140202.1 elongation factor G [Sporanaerobacter sp. PP17-6a]
 SCL90076.1 Vegetative protein 19 [Sporanaerobacter sp. PP17-6a]
Length=689

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 188/692 (27%), Positives = 323/692 (47%), Gaps = 



77/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERMLFYTGKIHKIGETHDGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++H   
K ++
Sbjct  69   
TCYWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAKGGVEPQSEAVWHQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P + FINK+D  G D    V+ ++++L A               I +   +++   
I  +
Sbjct  129  
PRIAFINKMDILGADFYRAVRMIKERLKAHPVPIELPIGKEDNFIGVVDLINMKARIYHD  188

Query  168  E-------------NTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E               D+ A       +++ +++++L+ KY+ GE I+ E++V+  
+   
Sbjct  189  
ELGEKIEITEIPDDMKDLAAEYREKLLESLSDHDEELMRKYLEGEEITPEEIVKVIRVAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE-------------------
QGSAAL  249
                + PV  GSA K  GIQPL+DA+        +                         
Sbjct  249  
TKVEMTPVLCGSAYKNKGIQPLLDAIVNFMPSPADIPPVKGMSVDSDEEEERIASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+       +  Y R+YSG+L+    +  + + +K +I  + +    +    
+ A
Sbjct  309  
SALAFKIVSDPFVGKLAYFRVYSGSLKAGSYILNSTKGKKERIGRILLMHANKRKEVEEA  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I    + +V L D     T             E P P++   I PKT A +E
+++ 
Sbjct  369  FTGDI----
AAAVGLRDTTTGDTLCSEDNPIILESMEFPEPVIDVAIEPKTKASQEKMVT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL++L++ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  P V 
Y E 



Sbjct  425  
ALSKLSEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGTPQVAYKES  484

Query  424  ---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               P +A    I  +   +  +  + L + PL   +G ++ + ++ G + + +  
AV +G
Sbjct  485  ITIPAEAEGKYIR-
QSGGHGQYGHVKLKIEPLKSETGYEFVNAITGGVIPKEYIPAVDNG  543

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            IR  +  G+  G+ V D K+    G Y+   S+   F+    +   +A K++   
LLEP+
Sbjct  544  
IREAMSSGILGGYPVIDVKVTLYDGSYHEVDSSEMAFKIAGSMGFREAFKKAKPVLLEPH  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       IE  +++    +  G +P   +  Y T L   
T G
Sbjct  604  
MKVEVIVPEEYMGDVIGDINSRRGKIEGMEMRGGAQIIRGFVPLAEMFGYATTLRSKTQG  663

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            R         Y     +PV     PNS  +K+
Sbjct  664  RGTYTMLFDHY-----EPV-----PNSVTEKI  685

>WP_075843423.1 GTP-binding protein [Collinsella bouchesdurhonensis]
Length=665

 Score = 259 bits (661),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 200/625 (32%), Positives = 306/625 (49%), Gaps = 
44/625 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTTL E++L+ +G I   G V+ G +  DT  +ER+RGITI 
++ 
Sbjct  1    
MKQAVIGILAHVDAGKTTLAEAMLFDAGQIRIRGRVDNGDSHLDTDAIERERGITIFSSQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    +  +VD PGH+DF AE  R+L  LD AILV+ A DGVQ  T  L+  L 
+ N
Sbjct  61   
AVIERGDTRFMLVDAPGHVDFSAEAERTLQALDYAILVVGANDGVQGHTETLWRLLDRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP+ IF+NK+D      +++   ++ +L           L  E +L E    E   



A+  
Sbjct  121  IPSFIFVNKMDLENPGREAIAAELQRRLGEG-------
CLDAEELLSEGPAQEDAAAL--  171

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +++ LE+Y+    +S   L     R V+  + FP +YGSA K  G+  L+D +  
L + 
Sbjct  172  -DERALEEYLGEGSLSLPTLC----
RLVRGRAFFPCFYGSALKDQGVAELLDGMGRLIEE  226

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-ALAGRE--
KLKITEMRIP  297
                G  A    V++V + D G+R  +L++  G LR +  V  +A  E  + KI +
+RI 
Sbjct  227  RVWPGDFA--
ARVYRVSHGDHGERLAWLKVTGGVLRAKQLVEGIAASEAWRDKIDQVRIY  284

Query  298  SKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-DPTRLPRKRWREDPL--
PMLRTTIAPK  353
            +            G I  +   S VR  D LG +PT +        P+  P+L  T
+ P 
Sbjct  285  NGSRFELAQEVPAGAICAVTGLSHVRPGDALGAEPTGI-------
SPMIAPVLTYTVLPG  337

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +  AL++LAD DP+L    ++   +I L  +G VQLEVV  LL++++ L    
Sbjct  338  E-
QDVHAVYTALSELADEDPMLGVNWNTHLEQIHLQLMGAVQLEVVERLLADRFGLAVSF  396

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                ++Y E    P++   H       P   +A + L + PL  GSGV++ +  S   
L+
Sbjct  397  APGGILYKETINHPVEGVGH-----
FEPLRHYAEVHLRLEPLPAGSGVEFGTVTSTDELD  451

Query  471  QSFQN-
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++Q  A+ + +       L G  +TD +I    G  ++  +   DFR      + 
Q L 
Sbjct  452  
LNWQRLALTNAMEREHLGVLTGSPITDMRITLTGGRAHAKHTEGGDFRQATYRAIRQGLM  511

Query  530  ESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E+ T     LLEP+  F L  P E + RA  D  +  A  E   +  +    +G 
+PA  
Sbjct  512  
EAQTMGAAVLLEPWYRFELDVPGECVGRALADLTRMGAEYEPPVMAGERATLSGRVPASE  571

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y  D+A YT+G      EL GY



Sbjct  572  VQDYALDVAAYTSGLGRFYLELSGY  596

>AWD63000.1 elongation factor P [Lactobacillus reuteri]
Length=695

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 189/688 (27%), Positives = 325/688 (47%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAVWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D +     +K    
+  E
Sbjct  131  
PRIVFANKMDKVGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFVGLVDLVKMVAYVYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D             +  D ++E     +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVEIPDDMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------
GEQGSAALCGS-----  252
              +  +FPV  GSA K  GIQ ++DAV   L  P+          E     L        
Sbjct  251  
TLEEKIFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDAEGNEVELTAGDNKPF  310

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKDKRERVGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDNPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  ++ G + + F  AV  
G++
Sbjct  488  
TKQASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIAGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIVK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA---AVGQPVIQPRRPNS  626
                    Y A   +V + +I+    N+
Sbjct  668  TFTMTFDHYSAVPKSVQEDIIKKNGGNN  695

>CDA68907.1 putative uncharacterized protein [Clostridium sp. CAG:
510]
Length=865

 Score = 263 bits (672),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 187/640 (29%), Positives = 314/640 (49%), Gaps = 
40/640 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +G+LAHVDAGKTTL+E+LLY SG + + G V+      DT  +ER+RGITI 
+  
Sbjct  1    
MKNLIVGLLAHVDAGKTTLSEALLYESGKLKKIGRVDNKDAFLDTDEMERERGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  +   ++ ++DTPGH+DF AE+ R+L VLD AIL+ISA DGVQA TR L+  L
++  
Sbjct  61   
AAISFEEMQITLMDTPGHVDFSAEMERTLQVLDYAILIISAADGVQAHTRTLWRLLKRYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +F+NK+DQ   + + ++ +++D L               +  ++    E +D 
V  
Sbjct  121  IPTFLFVNKMDQTDKEEEELIANLQDNLDNGC-----------
VSFKKQEGEEFFDTVSM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +++++E+++    I    +    ++ +    +FPV++GSA K  GI+ L+    G
+++ 
Sbjct  170  CDEEIMEEFLTTGQIEENHI----RKLITCRKIFPVFFGSALKMQGIKELL---
AGIYRF  222

Query  241  IGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+      G+ V+K+     G R  YL++  G+L+++DTV   G E  K+ ++R  
S 
Sbjct  223  TEEKKYPEAFGARVYKIARDAQGNRLTYLKMTGGSLKVKDTV---GEE--
KVNQIRFYSG  277

Query  300  GEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPK----T  354
                +   A  G +  +   S       LG           E+ +P+L   +  K     
Sbjct  278  ENFEQAGEAVAGCVCAVTGLSATFPGQGLGTEA--------
EEQIPVLEPVLTYKLVLPD  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              +   LL  L QL + DP L    +    EI +  +G VQL V+  L+ +++ +     
Sbjct  330  
GTEPVTLLAGLKQLEEEDPQLHLLWNEEHKEIQVRIMGEVQLSVLQRLIKKRFGVVVEFA  389

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E SV+Y E  ++      H E  P   +A + L + P   GSG+ Y        L 
+++Q
Sbjct  390  EGSVVYKETIVEPVIGIGHFE--
PLRHYAEVHLLMEPQEPGSGLSYACDCKEEVLAKNWQ  447

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   ++    +G L G  +TD K     G  +   +   DFR      + Q L  
+  
Sbjct  448  
RLILTHLQEREHRGVLTGSALTDVKFTLIAGRAHVKHTEGGDFRQATYRAVRQGLMAADC  507



Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY +F++  P+EY+ RA  D  +   T    +++K   + TG+ P   I  Y
+ +L
Sbjct  508  
ILLEPYYAFLMELPEEYIGRAMMDVERRFGTCSVKEIEKGRAILTGQAPVSTIGGYQKEL  567

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRH  633
              YT G       LKGY        +  ++    L+ +R+
Sbjct  568  HAYTRGLGSIQCVLKGYYPCHNTEEVVEKKGYDALEDMRN  607

>WP_044106831.1 elongation factor G [cyanobacterium endosymbiont of 
Epithemia 
turgida]
 BAP18015.1 elongation factor G [cyanobacterium endosymbiont of 
Epithemia 
turgida isolate EtSB Lake Yunoko]
Length=695

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 199/669 (30%), Positives = 317/669 (47%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI--
VLEENTDIEAW------  175
            I++NK+D+ G D  SV++ V D L+A  +I+   + +  E   V++  T+ +AW      
Sbjct  130  IYVNKLDRTGADFFSVIKQVEDVLAAKPLIMVLPIGIESEFCGVVDLITE-
KAWIWDNSG  188

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      + V+E +D ++EKY+ GE ++ +++    +
+  +
Sbjct  189  
DPLNYEIKEVPTDMVDQVTFYREQLIEIVVEQDDDIMEKYLEGEELTIDEIKSCIRKGTR  248

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252



            D   FP Y GS+ K  G+Q ++DAV            QP       E G  A+       
Sbjct  249  
DLVFFPSYCGSSFKNKGVQLVLDAVVDYLPNPTELDPQPEVDLEGNETGKFAIVDPEKPL  308

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+     G    + RLYSGTL   D V   A    E++ ++ EM    + 
EI   
Sbjct  309  RALAFKIMDDRFGA-
LTFTRLYSGTLSKGDIVLNTATGKSERVSRLVEMHANFREEI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +TA  G+IV I+   +V+    L DP           P P++  +++PK   + E+
+  A
Sbjct  365  
ETAQAGDIVAIVGMKNVQTGHTLCDPQFPATLEPMVFPDPVISVSVSPKKKGENEKMGMA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L+++   DP    E D  + E+I+  +G + L++   +L   + +E  V +P V Y 
E  
Sbjct  425  
LSKMVQEDPSFYVETDKDSGEVIMKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESI  484

Query  425  LKAASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  + T IH +       +  I   + P   GSG  +ES+V+ G + + F  AV+ 
G  
Sbjct  485  
TKTINDTYIHKKQSGGSGQFGKIDYIIEPGEPGSGFSFESKVTGGNVPREFWPAVQKGFE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G+   D K+    G Y+   S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
NSINKGVLAGFPCVDLKVTLTDGGYHPVDSSAIAFEIAARAGYRQSIPKAGPQLLEPIMN  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++Y+     D  +    I++            ++P   +  Y  DL   T
+GR 
Sbjct  605  
VDVFTPEDYMGDVIGDLNRRRGMIKSQNSTTMGARIKSDVPLSEMFGYIGDLRTMTSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_071659927.1 elongation factor G [Streptococcus agalactiae]
 OIX70964.1 translation elongation factor G [Streptococcus 
agalactiae serogroup 



III]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   +PV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDKEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----



AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>OUM99086.1 translation elongation factor G [Paenibacillaceae 
bacterium ZCTH02-B3]
Length=689

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 200/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITISSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V SAK+GV+ Q+  ++    +  



+P +
Sbjct  72   
WRDHRINIIDTPGHVDFTVEVERSLRVLDGAIGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  +VV+ +R++L A                   D++ ++ +    
E+ 
Sbjct  132  
AYVNKMDIIGADFLAVVKDMRERLGANAVAIQLPIGAESDFVGMIDLVERKAIIYKDELG  191

Query  166  LE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E E T+I             E  + V E ++ L+ KY+ GE I+ E L    +R 
V   
Sbjct  192  
KEREVTEIPEHLADQAEELRNELIEKVAEVDEGLMIKYLEGEEITVEDLKAALRRAVCTV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIG---------
EQGSAALC  250
             +FPV  GS+ +  G+Q L+DAV                 P G         +Q  
AAL 
Sbjct  252  
KIFPVLCGSSYRNKGVQSLLDAVVDYLPAPNDVPDIRGTLPDGTETHRISADDQPFAALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSGTL     V       RE++ +I  M    + E+   
D
Sbjct  312  ---
FKIMSDPYVGKLTYFRVYSGTLSSGSYVLNSTKGKRERIGRILRMHANHREEV---D  365

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
              + G+I    + +V L D +   T    K          P P++   I PKT A 
+E++
Sbjct  366  EVFAGDI----
AAAVGLKDTITGDTLCDEKNPIILESMNFPEPVINVAIEPKTKADQEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             +AL +LA+ DP  R   D  T + I+  +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  422  
SNALAKLAEEDPTFRYYTDEETGQTIIEGMGELHLEIIVDRMKREFKVEVNVGKPQVAYR  481

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +   PL  GSG  +E+++  G + + +  
AV+ 
Sbjct  482  
ETFRASAKVEGKYVRQTGGRGQYGHVWIEFEPLPQGSGFVFENKIVGGVVPKEYIPAVQA  541

Query  480  GIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   +  G L G+ +TD K     G Y+   S+   F+  A + L+ A       
LLEP
Sbjct  542  
GIEEAMRNGVLAGYPITDIKATIFDGSYHEVDSSEMAFKIAASMALKAAKDHCNPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    V   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDERAGARVIRAKVPLAEMFGYSTVLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   E   Y+
Sbjct  662  GRGVFSMEFSHYE  674

>OLC30207.1 translation elongation factor G [Armatimonadetes 
bacterium 13_1_40CM_64_14]
Length=697

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 196/673 (29%), Positives = 316/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G +   G V++G+   D M  ER+RGITI 
+A T
Sbjct  11   
KIRNIGIVAHIDAGKTTTTERILFYTGRVHRIGEVDEGSATMDWMVQERERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA++V+SA +GVQ Q+  ++    
+  +
Sbjct  71   
TCFWRDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLSAVEGVQPQSETVWRQADRYRV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTVSLS  161
            P ++++NK+D+ G D    V+ VR++L A                   D+I +K  
+ L 
Sbjct  131  
PRILYVNKMDRTGADFLRTVRMVRERLGATAVPVQLPVGAEDAFQGVVDLIRMKSILYLD  190

Query  162  PEIVLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  + T+I        E W     DAV E +D+L  KYI G  +S E++ R  
+   
Sbjct  191  
DLGTRSDETEIPAAMRQLAEEWRQKLVDAVAEMDDELTAKYINGRALSEEEIRRGLRLGT  250



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAAL------------------  249
              A L PV  GS+ +  G+QPL+DAV   L  P+      A+                  
Sbjct  251  
ISAKLVPVLAGSSFRNKGVQPLLDAVVDYLPSPVDMPAIQAVHPDTKAPVLRRPDPVEPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            C   FK+       +  Y R+YSGTL+    V  A + K     +I +M    + 
+I   
Sbjct  311  
CALAFKIVTDPYVGKLTYFRVYSGTLKAGSYVYNANKGKKERVSRILQMHANHREDI---  367

Query  306  DTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              A  G +V  +        D L D   P  L   ++   P P++   + PKT A  
++L
Sbjct  368  PEATAGNVVAAVGLKDTTTGDTLCDQDHPLVLESMQF---
PEPVIAVAVEPKTKADEDKL  424

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  +   D  T + +++ +G + LE++   +  ++ ++  V  P 
V Y 
Sbjct  425  
ATALAKLAEEDPTFKVRFDHETGQTLIAGMGELHLEIIVDRMLREFGVQANVGRPQVAYK  484

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + + + PL  G+G+++E  +  G + + F   
V  
Sbjct  485  
ETVRQSAEAEGRYIRQTGGRGQYGHVEIILEPLPRGTGIEFEDEIKGGDIPREFIPPVEA  544

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GIR   E G L G+ V D +     G Y+   S+   F+    +  ++A+ ++   
LLEP
Sbjct  545  
GIREAAESGVLAGYPVVDFRTRLIDGSYHDVDSSEMAFKIAGSMAFKEAMAKAKPVLLEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+ Y+     D       IE+ + +    +    +P   +  Y T L   
T 
Sbjct  605  
VMKVEVLTPEAYMGDVIGDLNARRGRIESIEQQGAVRIIRALVPLAEMFGYATALRSNTQ  664

Query  599  GRSVCLTELKGYQ  611
            GR+    E   Y+
Sbjct  665  GRATHTMEPSHYE  677



>OGI25903.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RBG_13_45_13]
Length=695

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 189/674 (28%), Positives = 314/674 (47%), Gaps = 
73/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERVLFYTGISHKIGEVHEGEATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V   K+GV+ Q+  ++    K N
+P +
Sbjct  72   
WQDSQINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGKEGVEPQSETVWRQADKYNVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-----------SP  162
             FINKID+ G D      S+ ++L+   +            K  V L             
Sbjct  132  
CFINKIDKEGADFDFSFNSIINRLNPSAVAVQIPIGVRADFKGVVDLMKMKAVYFEGDKG  191

Query  163  EIVLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            E VLE+    E +           + + E ++ L EK+++GE IS E+L +  +  
V + 
Sbjct  192  
EKVLEDEIPTELFEKAKAYREKMIEKISETDNALTEKFLSGEEISIEELKKALRSAVINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
             LFPVY G+A K  G+QP++D V              G+     E+       S      
Sbjct  252  
KLFPVYCGTALKNKGVQPVLDGVVEYLPSPVDVPPAKGIDPKTNEEIEIKADDSGPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGT++    V       +E++ +I +M    + E+    
+ 
Sbjct  312  
AFKVATDPFVGQLTFFRVYSGTVKAGSYVLNSTKGEKERIGRILQMHANHREEMTEIYSG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G +V +   +    D L DP +         P P++   I PKT A +E++  
AL +L



Sbjct  372  GIGALVGMKYTTT--
GDTLCDPEKPVVLESITFPEPVISIAIEPKTKADQEKMGIALKKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-
PLKA  427
            A+ DP  R   D  T + I+  +G + L+++   +  ++K+E  V  P V Y E   
L A
Sbjct  430  
AEEDPTFRVHTDEETGQTIIEGMGELHLDIIVDRMKREFKVEANVGRPQVAYRETIKLTA  489

Query  428  ASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             +   +I +      +    L V PL  G G ++ + +  G + Q F   +  G++  
LE
Sbjct  490  
EAEGKYIRQSGGRGQYGHCWLRVEPLEPGGGFEFANEIKGGIIPQEFIPPIGKGVKEALE  549

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    G ++   S+ A F+    + +++A+K +   +LEP +   
+ 
Sbjct  550  
NGVVAGYPLVDIKVAVYDGSFHEVDSSEAAFKIAGSMAVQEAVKRANPVILEPIMKVEVL  609

Query  546  APQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
             P++++     D       I+         A+VK    V    +P   +  Y T +   
+
Sbjct  610  TPEQFMGDVVGDLNSKRGQIQEMEDRGEGNARVK----
VIKATVPLASMFGYATQMRSMS  665

Query  598  NGRSVCLTELKGYQ  611
             GR+    E   Y+
Sbjct  666  QGRANYSMEFDHYE  679

>WP_034665610.1 MULTISPECIES: elongation factor G [Bacillus]
 KDE51035.1 elongation factor G [Bacillus pumilus]
 KEO47276.1 elongation factor G [Bacillus pumilus]
 AOC58026.1 translation elongation factor G [Bacillus pumilus]
 PAC80437.1 elongation factor G [Bacillus sp. 7788]
 PRS37131.1 elongation factor G [Bacillus sp. NMCC46]
 PRS46075.1 elongation factor G [Bacillus sp. GBSC66]
 PRS46569.1 elongation factor G [Bacillus sp. LNXM10]
 PRS47177.1 elongation factor G [Bacillus sp. MZGC1]
 PRS57256.1 elongation factor G [Bacillus sp. GBSW19]
 PRS64526.1 elongation factor G [Bacillus sp. NMTD17]
 PRS71191.1 elongation factor G [Bacillus sp. LNXM65]
 PRS72766.1 elongation factor G [Bacillus sp. GBSW2]
 PRS76980.1 elongation factor G [Bacillus sp. CJCL2]
 PRS81424.1 elongation factor G [Bacillus sp. YBWC18]
 PSB68732.1 elongation factor G [Bacillus sp. LNXM12-1]
 PSB72403.1 elongation factor G [Bacillus sp. LNXM12-2]
Length=692



 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++FINK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFINKMDKTGADFLYSVGTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKSLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_041139494.1 GTP-binding protein [Beduini massiliensis]
Length=856

 Score = 263 bits (672),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
42/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTTLTES+L+ SG +   G V+      D    ER+RGITI 
+  
Sbjct  1    
MKKTIIGILAHVDAGKTTLTESMLFLSGKLRALGRVDHKDAFLDYDQQERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              FQW   +  +VDTPGH DF  E+ R+L +LD AI+VIS  DGVQ  +  ++  L    
Sbjct  61   
AVFQWKDTEFTLVDTPGHADFSTEMERTLQILDYAIVVISGTDGVQHHSETIWELLEHYQ  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D       S++  ++DKLS   I     S   + VLE+         
+  
Sbjct  121  IPTFIFVNKMDLNQTGKASLMNDLQDKLSDSCI---
DFSKMNDQVLEQ---------IAL  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D LLE Y++GE IS E +    Q ++++  +FP ++GSA K   I  L++   
GL + 
Sbjct  169  SDDHLLEAYLSGEQISLEAI----QNQIENRRIFPCFFGSALKSENIDDLLN---
GLDRY  221

Query  241  IGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            I         G+ V+K+   + G R  ++++  G+L+++  ++    E  K+ ++R  
S 
Sbjct  222  IKSSLYPKEFGAKVYKITRDEQGNRLTHMKITGGSLKVKTRLS----
EDEKVDQIRKYSG  277

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPLPMLRT-----
TIAPK  353
             +    +  Y GEI  +     + +   LG  T +          PML +      
+ PK
Sbjct  278  NKYETYEEVYAGEICTVKGLRHIAVGQGLGIETAV--------
QTPMLASFMDYRILLPK  329

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                  ++L  L +LA+ DP L       T EI +  +G +Q+E++   + E++ 
+E   
Sbjct  330  -
GCDPFQMLKQLQELAEEDPQLHLRYQEATQEIRIQLMGTIQIEILKNRIKERFNVEVEF  388

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  V+Y E  L+      H E  P   +A + L + P    SG+ ++++     L 
+++
Sbjct  389  DQGQVLYKETILEPVIGVGHFE--
PLRHYAEVHLLLEPGEPNSGLVFKTKCKEDILGRNW  446

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +      G L G  +TD KI    G  +   +   DFR      + Q 
LK   
Sbjct  447  
QRLILTHLEEKEHLGVLTGSPITDMKITLINGRAHLKHTEGGDFRQATYRAVRQGLKVGK  506

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             QLLEPY  F +    EYLSRA  D  K            D V+ TG  P   +Q 
Y+++
Sbjct  507  



CQLLEPYYQFKMEIASEYLSRAIFDIEKMHGEFTILNTHMDRVILTGSAPVALMQNYQSE  566

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVI  619
            L  YT G       L GY+    Q  I
Sbjct  567  LISYTKGTGRLTYGLDGYRPCHNQQAI  593

>WP_098036905.1 MULTISPECIES: GTP-binding protein [Lactobacillus]
 PEG86623.1 elongation factor G [Lactobacillus sp. UMNPBX14]
 PEH02172.1 elongation factor G [Lactobacillus sp. UMNPBX6]
Length=640

 Score = 258 bits (660),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 191/622 (31%), Positives = 306/622 (49%), Gaps = 
50/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI    
Sbjct  1    
MKKITMGILAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTNSLEKKRGITIFLHA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     V ++DTPGH+DF A+   +L VLD +ILV+SA DGV + T+ L+  L
++ N
Sbjct  61   
AKLTTKDLDVTLLDTPGHVDFAAQTEETLGVLDYSILVVSATDGVVSYTKALWRLLQRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK D AG+DL+ V+  +++ L    I    +            D + ++ 
+  
Sbjct  121  VPTFIFVNKTDIAGIDLKQVLADIQENLDQGCIDFNKI------------
DDDFYENIAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+ G+ I     V + Q+ V    +FPV++GSA K  GI   +    
GL Q 
Sbjct  169  VDDDLLEKYLDGQAIE----VADIQKLVLQRQVFPVFFGSALKLTGIPEFL---
AGLDQW  221

Query  241  IGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+   +      FK+ +   G+R  +LR+  G+L+ +   ++ G E  KI ++R  
+ 
Sbjct  222  TKEKAFGSDFKARCFKISHDQKGERLSWLRVLGGSLKAK---SMLGDE--
KINQLRNYNG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +      A  G++V     +  L D     G  T      ++    P+L   + P    



Sbjct  277  AKFNVVPEATAGDVVA----ATGLKDTYPGEGIGTADTHAFFK----
PVLTYRVNPGEHD  328

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E  L AL  L D +P L         EI +  +G +QLE++  LL E++ L    
++ 
Sbjct  329  IPE-
CLKALKVLEDENPQLHVTWSEHLQEIHVQVMGEIQLEILEQLLQERFSLAISFEQG  387

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +++Y E   +P++A  H       P   +A + L + P S  SG+ +E++  L  L 
+++
Sbjct  388  NILYKETITKPIEAVGH-----
FEPLRHYAEVHLLLEPGSENSGIIFENKCDLEVLTKNW  442

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE--  530
            Q+ +   ++     G L G  +TD KI    G      S   DFR      + Q L 
E  
Sbjct  443  
QHQIMTALKSKEHLGVLTGSPITDMKITLIGGKGSLVHSIGGDFREATYRAIRQGLMELK  502

Query  531  --
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
              +  QLLEP+  F L   Q+ + RA +D  +     +T +   +  +  G  P   
++ 
Sbjct  503  
VRNELQLLEPWYDFHLEVEQDQVGRALNDIQRMHGKFDTPENNGNRTIINGSAPVSEMRD  562

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G+ +    +KGY
Sbjct  563  YATEVRSYTHGQGIFECVVKGY  584

>OQY27113.1 elongation factor G [Candidatus Cloacimonetes bacterium 
4572_55]
Length=696

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 308/674 (46%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHDGAATMDWMQQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   ++NI+DTPGH+DF AEV RSL VLDGAI +  A  GV+ Q+  ++    
+  +
Sbjct  69   
TCFWKDHRINIIDTPGHVDFTAEVERSLRVLDGAIALFCAVGGVEPQSETVWRQADQYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLE  167
            P + FINK+D+ G D    V  +R++L A ++  Q               VS+   
I  E
Sbjct  129  
PRIAFINKMDRVGADFNRTVNMMRERLGAHVVPIQLPIGVESGFVGQIDLVSMKAIIYDE  188

Query  168  EN-----TDIEAWDAVIEN---------------
NDKLLEKYIAGEPISREKLVREEQRR  207
            E       ++E  + ++E+               +D+L+ KY+ GE I  E L R  
+  
Sbjct  189  
ETLGVAYHEVEIPEDLLEDAEYHREKLVEALSDFDDELMTKYLEGEEIPIEDLKRPLRDA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQG  245
                 + PV  G+A K  G+Q L+D V                          +P  
+Q 
Sbjct  249  
TISCGIIPVLCGTAFKNKGVQKLLDVVIDYLPSPVDVPPIKGIDVKTDELIERKPTDDQP  308

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGE  301
             A L    FK+       +  Y R+YSG L+  D    A    +E++ +I ++    
+ +
Sbjct  309  FAGLA---
FKLMTDPHVGKLTYFRVYSGMLKSGDQTLNANTGKKERVGRILQLHANKRED  365

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D  Y G+I   +    V+    L DP           P P++   I PKT A 
++R
Sbjct  366  ---
RDVVYSGDIAAAVGLRQVKTGHTLCDPKAPIILESMNFPQPVISVAIEPKTKADQDR  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L ++L +L+D DP  +   D  T + I++ +G + LE++   L   +K+   V +P 
V Y
Sbjct  423  
LGNSLGKLSDEDPTFQVRTDDDTGQTIIAGMGELHLEIIVDRLLRDFKVHANVGKPQVAY  482

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K+A        +      +    + V PL+ G G  +E+++  G + + F  
AV 
Sbjct  483  
RETLSKSAKGVGRFIRQTGGRGQYGHCKIEVDPLNPGEGFIFENKIVGGAIPKEFIPAVE  542



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR  LE G L G+ + D K     G ++S  S+   FR      L+ A K++   
LLE
Sbjct  543  
FGIRQALEGGVLAGYQLVDLKTTLVDGSFHSVDSSEIAFRIAGSQALQDAAKKANPVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P  YL     D       IE  + +++    +   P   +  Y TDL   
T
Sbjct  603  
PMVQIEVIVPDLYLGDVIGDISTRRGKIEGMEPRRNGQAISAIAPLVEMFGYATDLRSQT  662

Query  598  NGRSVCLTELKGYQ  611
             GR++   E   Y+
Sbjct  663  QGRAIYSMEFSRYE  676

>WP_035172214.1 elongation factor G [Lactobacillus ruminis]
 KLA47712.1 elongation factor P [Lactobacillus ruminis S23]
Length=696

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 186/690 (27%), Positives = 326/690 (47%), Gaps = 
69/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G +    V +++D+L A+ +  Q + +  E   E   D+         
Sbjct  131  PRIVFVNKMDKIGANFDYSVSTIKDRLQANPLPVQ-
MPIGAEDNFEGVIDLVEMKADLYD  189

Query  173  -----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD                     A+ + +D+++EKY+ GE IS+E++    
++
Sbjct  190  
EDELGSKWDTVDIPEEYRADAEERRDQMIEALADVDDEIMEKYLGGEEISKEEIKAAIRK  249



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
                  ++PV+ GSA K  G+Q ++D V   L  P+  +   A                 
Sbjct  250  
ATLSLDVYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATNADTDEEEELIADDDK  309

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +        D L DP         E P P+++ ++ PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPDPVIQVSVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E
Sbjct  427  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +  S       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  487  
TFTQQVSAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LKEAMANGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++ L             +E  + + +  V    +P   +  Y T L   
T G
Sbjct  607  
MKVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLAEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R      +  Y+    A+ + +I+    N+
Sbjct  667  RGTFTMTMDHYEPVPKAIQEEIIKKNGANA  696



>WP_085719857.1 elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 186/671 (28%), Positives = 316/671 (47%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++    
+ N+
Sbjct  71   
TAVWKDNRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADQFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D I     +K    
+  E
Sbjct  131  
PRIVFANKMDKIGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGLVDLVKMVAYVYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D             +  D ++E     +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVEIPDDMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------L  249
              +  +FPV  GSA K  GIQ ++DAV   L  P+  +   A                  
Sbjct  251  
TLEEQIFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDADGNEIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKDKRERIGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---



FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKTASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_106031908.1 elongation factor G [Bacillus sp. NMCC4]
 PRS35344.1 elongation factor G [Bacillus sp. NMCC4]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKSLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_093589776.1 elongation factor G [Lentzea waywayandensis]
 SFR05313.1 elongation factor G [Lentzea waywayandensis]
Length=662

 Score = 259 bits (661),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 206/656 (31%), Positives = 299/656 (46%), Gaps = 
52/656 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTTLTE +L+A+G+  + G V  GTT TD    ER RGITI AA  
+  
Sbjct  11   
NLGILAHVDAGKTTLTERVLFATGSTYKRGEVHDGTTVTDFDPQERDRGITIFAAAVTCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VN++DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    +  
+P +
Sbjct  71   
WDGHRVNLIDTPGHVDFADEVERSLRVLDGAVAVFDGVAGVEPQSESVWRQADRYGVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE-----
AWD---  176
             F+NK+D+AG DL +VV+S+R +L    ++ Q + +  E       D+       
WD   
Sbjct  131  AFVNKLDRAGADLDAVVESIRTRLHTVPLVVQ-
LPIGVEDGFRGVVDLVRMRALTWDDGM  189

Query  177  ----------AVIENNDKLLEKYIA-----------
GEPISREKLVREEQRRVQDASLFP  215
                      A  +   +LLE+ +A            + +S + L    +   Q      
Sbjct  190  
TEGPVPDTLLAEAQRRRRLLEETVAELHPEALEEFFAQGLSEQTLRNALRELTQRGQATV  249

Query  216  VYYGSAKKGLGIQPLMDAVTG-LFQPI------GEQG-------



SAALCGSVFKVEYTDC  261
            V  GSA +  GI+PL+DAV   L  P+      G  G        A     VFKV  
T  
Sbjct  250  
VLCGSAYRNRGIEPLLDAVIAYLPSPVDVPPVRGVDGQERQPDPDAPFAALVFKVNATAT  309

Query  262  
GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DS  320
            G R  Y+R+YSGTL   +TV + GR +     +R+ +       D A  G+IV L    
S
Sbjct  310  G-RLAYVRVYSGTLHKGETVQVGGRNERIGRILRVQAD-
RHTPVDQAVAGDIVALVGLKS  367

Query  321  
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVD  380
             R    L  PT            P++   +  +T+A   +L +AL  L D DP LR   
D
Sbjct  368  
ARTGTTLCAPTAPLLLEPAVSADPVVSVAVEARTSADNAKLTEALAHLVDEDPSLRFGTD  427

Query  381  
SITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNP  440
              T + +LS  G + LEV        +++E  +  P V Y E      +  ++  V  
+ 
Sbjct  428  
PETGQTVLSGQGELHLEVSVEKARTSHRIEITMGRPRVSYRETVASGVTGFVYRHVKQDG  487

Query  441  F---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
                +A + +   PL   +G ++ S V+ G + Q F  AV  G R  L +G  G  
VT  
Sbjct  488  GQGQFAHVVIDTEPLE--
TGFEFRSAVTGGRVPQEFVRAVEQGCRDALAEGPLGHPVTGV  545

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            ++    G  +   S+   FR+   + L +ALK     LLEP     +  P+EYL     
D
Sbjct  546  
RVTLTDGSTHVKDSSEMAFRTAGRLGLREALKAGAMTLLEPIAEVTVTVPEEYLGGVLGD  605

Query  558  APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  
613
                   I  +  +    V T  +P   +  Y T L   T GR    +   GY  A
Sbjct  606  LASRRGRILGSVARTGTTVVTASVPLAEMFGYVTRLRSRTQGRGSFTSTPTGYAPA  
661

>WP_076768484.1 elongation factor G [Jeotgalibaca sp. PTS2502]
 APZ50090.1 translation elongation factor G [Jeotgalibaca sp. 
PTS2502]
Length=698

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 



matrix adjust.
 Identities = 195/674 (29%), Positives = 316/674 (47%), Gaps = 
74/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGGAQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQTVSLSPEIV-
LEEN  169
            +FINK+D+ G D    V ++ ++L A+                I   V +  EI   
E+ 
Sbjct  133  
VFINKMDKTGADFLYSVGTLHERLQANAHPIQLPIGSEDTFTGIIDLVEMQAEIYDSEDG  192

Query  170  TD-------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TD              E W     +AV E +++L+E+Y+ GE IS  +L    ++   
+ 
Sbjct  193  
TDYHEEEIPEEYREIAEEWHTKLIEAVAETDEELMERYLEGEEISIPELKAAIRKATVNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQG--------
SAALCG  251
              +PV  GSA K  G+Q ++DA                F+P  E+         S     
Sbjct  253  
EFYPVLCGSAFKNKGVQLMLDAAIDYLPAPTDVPAIKGFEPGDEENVIDVHADDSEPFAA  312

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       R  + R+Y+GTL+    +  A    RE++ +I +M   S+ EI     
Sbjct  313  
LAFKVMTDPFVGRLTFFRVYAGTLQSGSYIQNATKGKRERVGRILQMHANSREEIPEV--  370

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             + G+I    + +V L D     T    KR       E P P++   I PK+ A +
+++ 
Sbjct  371  -FSGDI----
AAAVGLKDTGTGDTLCDEKRPVILESMEFPEPVIEVAIEPKSKADQDKMG  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  R   +  T + +++ +G + L+++   L  ++K+E  V  P V 



Y E
Sbjct  426  
TALQKLSEEDPTFRASSNPETGQTVIAGMGELHLDIIVDRLKREFKVEATVGAPQVSYRE  485

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
                 ++A    +        F   + +  TP   G+G  +E+ +  G + + +  
AV  
Sbjct  486  TFKTSVEAEGKFVRQSGGKGQF-
GHVWIEFTPNEEGAGFAFENAIVGGVVPREYIPAVEA  544

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP
Sbjct  545  
GLKDSMENGVLAGYPLVDVKARLFDGSYHDVDSSETAFKVAASLALRNAAKKANPVILEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +  P+EYL            +IE    + +  +  G IP   +  Y T L   
+ 
Sbjct  605  
MMAVEVTVPEEYLGDVMGHFSARRGSIEGTVARGNAQIVKGFIPLSEMFGYATTLRSASQ  664

Query  599  GRSVCLTELKGYQA  612
            GR         Y+A
Sbjct  665  GRGTFTMVFDHYEA  678

>WP_007496301.1 MULTISPECIES: elongation factor G [Bacillus]
 EIL84642.1 elongation factor G [Bacillus sp. M 2-6]
 EMI15080.1 elongation factor g [Bacillus stratosphericus LAMA 585]
 AHL70016.1 elongation factor G [Bacillus pumilus]
 KDE29819.1 elongation factor G [Bacillus altitudinis 41KF2b]
 KIL27796.1 hypothetical protein B4133_0090 [Bacillus pumilus]
 KJF46228.1 elongation factor G [Bacillus altitudinis]
 AKC64590.1 elongation factor G [Bacillus pumilus]
 KKK11692.1 elongation factor G [Bacillus sp. L_1B0_12]
 KMK99491.1 elongation factor G [Bacillus stratosphericus]
 KML14731.1 elongation factor G [Bacillus stratosphericus]
 KML49481.1 elongation factor G [Bacillus stratosphericus]
 KML56631.1 elongation factor G [Bacillus stratosphericus]
 KMN32007.1 elongation factor G [Bacillus stratosphericus]
 KMN74707.1 elongation factor G [Bacillus sp. LK10]
 AKU30954.1 elongation factor G [Bacillus pumilus]
 KOA76539.1 elongation factor G [Bacillus stratosphericus]
 KQL48165.1 elongation factor G [Bacillus sp. FJAT-21955]
 KQU14041.1 elongation factor G [Bacillus sp. Leaf49]
 ALM27137.1 elongation factor G [Bacillus pumilus]
 ALM47226.1 elongation factor G [Bacillus pumilus]
 BAT47251.1 elongation factor G [Bacillus pumilus]
 KRV43810.1 elongation factor G [Bacillus sp. TH007]
 KSU67509.1 elongation factor G [Bacillus cellulasensis]



 AMB88494.1 elongation factor G [Bacillus pumilus]
 KWZ68380.1 elongation factor G [Bacillus altitudinis]
 CVO54027.1 elongation factor G [Streptococcus pneumoniae]
 AMM87580.1 elongation factor G [Bacillus pumilus]
 ANT55290.1 elongation factor G [Bacillus pumilus]
 SCC46341.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. nio-1130]
 ANY98708.1 elongation factor G [Bacillus pumilus]
 SFY20114.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. ru9509.4]
 OJT54350.1 translation elongation factor G [Bacillus altitudinis]
 APP14908.1 translation elongation factor G [Bacillus pumilus]
 SIT93987.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. RRD69]
 OPW99959.1 translation elongation factor G [Bacillus altitudinis]
 OQP20193.1 elongation factor G [Bacillus stratosphericus]
 SNS57851.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. RU27A]
 ATH70797.1 elongation factor G [Bacillus altitudinis]
 PGD41483.1 elongation factor G [Bacillus altitudinis]
 ATP92585.1 elongation factor G [Bacillus altitudinis]
 PJI11016.1 elongation factor G [Bacillus altitudinis]
 PKQ83840.1 elongation factor G [Bacillus altitudinis]
 PUF86294.1 elongation factor G [Bacillus altitudinis]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    



++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDTNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++ + +  G + + +  A++ 
G+ 
Sbjct  486  
RSSAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFTNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611



                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_015219284.1 elongation factor G [Cyanobacterium aponinum]
 AFZ53555.1 translation elongation factor 2 (EF-2/EF-G) 
[Cyanobacterium aponinum 
PCC 10605]
Length=697

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 201/668 (30%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  70   
WKDHQFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G +  +VV+ V + L+A  ++           K  V L             
Sbjct  130  
IYVNKLDRTGANFYNVVKQVEEILAAKPLVMVLPIGIETEFKGVVDLLTRKAWIWDDSGD  189

Query  162  PEIVLEENT------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE  + E+       D+E +     +  +E +D L+EKY+ GE IS +++    ++   
+
Sbjct  190  
PEKYVIEDVPEDMKEDVEMYREQLIETAVEQDDNLMEKYLEGEEISIDEIKSCIRKGTMN  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAA-------LC  250
             S FP Y GS+ K  G+Q ++DAV            QPI      E G  A       
L 
Sbjct  250  
LSFFPTYCGSSFKNKGVQLVLDAVVDYLPAPNEVPPQPIVDLEGNETGEFAKVDPDESLK  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSG L    TV   A    E++ ++ EM   ++ EI   
D
Sbjct  310  ALAFKI-



MDDRYGALTFTRIYSGVLEKGMTVLNTATGKTERIGRLVEMHANNREEI---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV I+   +V+    L DP           P P++   I PK     E++  
AL
Sbjct  366  
RAQAGDIVAIIGMKNVQTGHTLCDPDHPATLEPMVFPDPVISIAIKPKQKGSNEKMALAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  426  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESIT  485

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +      +A I  ++ P   GSG Q+ES+V+ G + + +  AV  
G   
Sbjct  486  
KVVNDSYTHKKQSGGAGQFARIDYTIEPGEPGSGFQFESKVTGGNVPREYWPAVNKGFES  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+   D K+    G ++   S+   +   A     Q+L ++  QLLEP 
++ 
Sbjct  546  
SIDKGVLAGFPCVDLKVTLTDGAFHPVDSSAIAYEIAARAAYRQSLPKASPQLLEPIMNV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+        V    E P   +  Y  DL   T
+GR  
Sbjct  606  
DVFTPEDHVGDVIGDLNRRRGMIKNQNTTPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_010750805.1 elongation factor G [Enterococcus villorum]
 EOH91493.1 elongation factor G [Enterococcus villorum ATCC 700913]
 EOW76871.1 elongation factor G [Enterococcus villorum ATCC 700913]
Length=694

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 314/677 (46%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+S+ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVKSLHDRLQANAHPIQLPIGSEDNFTGIIDLVKMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E +++L+ KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTDIQETEIPEEYAEQAQEWREKLVEAVAETDEELMMKYLEGEEITQEELIAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPSPVDIEAIKGIDTKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKGKKERIGRILQMHANTRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCALDSPVILESIEF---
PDPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFREATKAEGKFVRQSGGKGQYGHVWIEFTPNEEGKGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K 
+   
Sbjct  539  
AVEKGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKHARPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_092597975.1 elongation factor G [Jeotgalicoccus halophilus]
 SDK33172.1 elongation factor G [Jeotgalicoccus halophilus]
Length=693

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 200/673 (30%), Positives = 308/673 (46%), Gaps = 
74/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLD A+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDGHRVNIIDTPGHVDFTVEVERSLRVLDSAVTVLDAQSGVEPQTETVWRQATTYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D Q  V ++RD+L A+     + I    S S  I L E           
Sbjct  132  
VFVNKMDKIGADFQYSVGTIRDRLQANTHPIQLPIGAEDSFSGIIDLVEMKAHLYSNDLG  191



Query  170  TDIEAWD--------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D              A+IE     N+ ++EKY+ GE I  E+L    ++   
D 
Sbjct  192  
TDIETVDIPEEHMDRALEGREALIEGLADVNEDIMEKYLGGEDIPVEELKAAIRKATCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQ-------------
GSAALCG  251
              +P   G+A K  G+Q L++AV          +PI G +              S     
Sbjct  252  
EFYPALCGTAFKNKGVQLLLNAVVEYLPSPLDVKPIVGHKVDNEEEEYIAKPDDSEPFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V    + K     +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPFVGKLTFFRVYSGTLDAGSYVKNTTKNKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I    + +V L D     T    K        E P P++  ++ PK+   +
++L 
Sbjct  369  VYSGDI----
AAAVGLKDTGTGDTLTQEKLDIILESMEFPEPVIHLSVEPKSKGDQDKLT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+V+   +  ++K+E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFTARTDQETGQVIIGGMGELHLDVLVDRMKREFKVECNVGAPMVSYRE  484

Query  423  R---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
                P K              F   + +  TP   G G ++E+ +  G + + +  
+V  
Sbjct  485  TFTVPAKVQGKFARQSGGRGQF-
GDVHIEFTPNEQGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K     
LLEP
Sbjct  544  
GLKDSMENGVLAGYPLVDVKAKLYDGSYHDVDSSEMAFKVAASLALKEAAKVCKAVLLEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL     D       +E    + +  V    +P   +  Y T L   
T 
Sbjct  604  



MMKVEIVMPEEYLGDIMGDVTSRRGRVEGMNARGNAQVVNAFVPLSEMFGYATSLRSNTQ  663

Query  599  GRSVCLTELKGYQ  611
            GR         Y+
Sbjct  664  GRGTYTMVFDHYE  676

>WP_003692839.1 elongation factor G [Lactobacillus ruminis]
 EFZ35551.1 translation elongation factor G [Lactobacillus ruminis 
ATCC 25644]
 EGX97386.1 elongation factor G [Lactobacillus ruminis ATCC 25644]
Length=696

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 186/690 (27%), Positives = 327/690 (47%), Gaps = 
69/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G +    V +++D+L A+ +  Q + +  E   E   D+         
Sbjct  131  PRIVFVNKMDKIGANFDYSVSTIKDRLQANPLPVQ-
MPIGAEDNFEGVIDLVEMKADLYD  189

Query  173  -----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD                     A+ + +D+++EKY+ GE IS+E++    
++
Sbjct  190  
EDELGSKWDTVDIPEEYRADAEERRDQMIEALADVDDEIMEKYLGGEEISKEEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
             +    ++PV+ GSA K  G+Q ++D V   L  P+  +   A                 
Sbjct  250  
AMLSLDVYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATNADTDEEEELIADDDK  309

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 



EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +        D L DP         E P P+++ ++ PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPDPVIQVSVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E
Sbjct  427  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +  S       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  487  
TFTQQVSAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LKEAMANGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKIAASLALRNAAPKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++ L             +E  + + +  V    +P   +  Y T L   
T G
Sbjct  607  
MKVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLAEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R      +  Y+    A+ + +I+    N+
Sbjct  667  RGTFTMTMDHYEPVPKAIQEEIIKKNGANA  696

>WP_050197374.1 elongation factor G [Streptococcus agalactiae]
 CND52850.1 elongation factor G [Streptococcus agalactiae]
 CNJ86456.1 elongation factor G [Streptococcus agalactiae]
 OXT44471.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 



Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G+  G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGILAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_062916619.1 GTP-binding protein [Pediococcus damnosus]
 AMV67048.1 Ribosome protection-type tetracycline resistance related 
protein, 
group 2 [Pediococcus damnosus]
Length=657

 Score = 258 bits (660),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 201/652 (31%), Positives = 308/652 (47%), Gaps = 
57/652 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+ESLLY +G + + G V+ G    D+  LE++ GITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSESLLYRAGELRKLGRVDNGDAFLDSDDLEKKHGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    + ++DTPGH+DF ++    L+VLD AILVISA DG+Q  TR L+  L 
+ +
Sbjct  61   
AHLQYQNLDLTLLDTPGHVDFASQTEEVLSVLDYAILVISATDGIQGYTRTLWRLLERYH  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D + V+  ++   S     +  +  + +   E N   EA++ 
+  
Sbjct  121  VPTFIFVNKMDMPGTDKKQVLDQLQTVFS-----QGCIDFNAD---
ESNISNEAYEEIAM  172

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LE ++    I  E +    Q+ ++   +FP Y+G+A K  GI   +   
TGL   
Sbjct  173  RDDAVLETFLDSGNIDDETI----QKMIRQREVFPCYFGAALKVAGIDAFL---
TGLEHW  225

Query  241  IGEQ-GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR-----LRDTVALAGR--
EKLKIT  292
              E          VFK+ + + G+R  ++R+  GTL      L D  A   R  +  
K T
Sbjct  226  
TSETVYKPEFAARVFKISHDEKGERLTWVRVTGGTLATKAVLLDDQKANQLRVYDGAKFT  285

Query  293  -EMRIPSKGEIVRTD--
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             +  IP+ G    T     YPG+ + +  D V        PT  P   +  DP       
Sbjct  286  VQQTIPAGGVCAVTGLTGTYPGQGLGVGKDGVT-------
PTIQPVLNYALDP-------  331

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                        L AL QL D DP L     S   EI +  +G +QLE++  +L +
++ L
Sbjct  332  ----
KGQDIHVCLTALRQLEDEDPQLHVSWSSHLQEIRVQIMGEIQLEILQQILLQRFNL  387

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 E S++Y E   +A     H E  P   +A + L + P S GSG+ ++S+ 
+L  L
Sbjct  388  NVSFGEGSILYKETITQAVEGVGHFE--
PLRHYAEVHLLLQPASKGSGLTFDSQCALDVL  445

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +++Q+ V   +      G L G  +TD +I    G   +  S   DFR      + 
Q L
Sbjct  446  
GKNWQHQVLTNLNSKEHLGVLIGAPITDMQITLVGGKASNVHSVGGDFREATWRAVRQGL  505

Query  529  ----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI---
ETAQVKKDEVVFTGEI  581
                +  G QLLEP+  F L   Q+ + RA +D  K   +    ET + K    + 
TG  
Sbjct  506  
MMLKEHGGCQLLEPWYQFRLEIGQDQVGRAMNDIQKMSGSFNMPETTENKDALTILTGTA  565



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDK  
630
            P   +Q Y  ++  YT+G+      + GY+       I  +    P S LD 
Sbjct  566  PVSEMQDYAQEVRAYTHGQGQLECIVDGYRPCHNADEIVKKLKYNPTSDLDN  
617

>WP_050168154.1 elongation factor G [Streptococcus pneumoniae]
 CKL49112.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D  S V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLSSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_016623869.1 elongation factor G [Enterococcus faecalis]
 EPH99900.1 translation elongation factor G [Enterococcus faecalis 
13-SD-W-01]
Length=694

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 313/677 (46%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V S+ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDNFTGIIDLVKMKAEIYTN  188

Query  168  E-NTDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+              W     +AV E +++L+ KY+ GE I++E+LV   
+R  
Sbjct  189  
DLGTDIQETEIPEEYVDQANEWREKLVEAVAETDEELMMKYLDGEEITQEELVAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDTKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKGKKERIGRILQMHANTRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PDPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 



Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFREATKAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K 
+   
Sbjct  539  
AVEKGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKHARPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_090776231.1 elongation factor G [Bacillus lonarensis]
 SDC49058.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
lonarensis]
Length=692

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 186/667 (28%), Positives = 315/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRVHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKEHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------



IIKQTVSLSPEIVL  166
            +F+NK+D+ G D    V ++RD+L A+                   +I+    +S 
+ + 
Sbjct  132  
VFVNKMDKTGADFMYSVGTLRDRLQANAHPIQLPIGAEDEFVGMIDLIEMVAHISKDDLG  191

Query  167  E--ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E T+I                +AV E ++ L+ KY+ GEP+++E++    ++   
+ 
Sbjct  192  
QDWETTEIPDEYKEQAEKLQESLHEAVAELDEDLMMKYLEGEPLTKEEVKAAIRKGTCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-----------------EQG-
SAALCGS  252
            + +PV  GSA K  G+Q L+DAV   L  P+                  E G        
Sbjct  252  
NFYPVICGSAFKNKGVQLLLDAVLDYLPSPLDVPAIKGHVPDTDEEVTRESGDDQPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V  A ++K     +I +M   S+ EI    
T 
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGTLDSGSYVRNATKDKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L        P P++  ++ PK+ A ++++  
AL++
Sbjct  369  
YSGDIAAAVGLKDTTTGDTLCDEKHLVILESMNFPDPVIHLSVEPKSKADQDKMGIALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  +   D  T + I+  +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETIRST  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G+G ++E+ V  G + + + ++V+ GI   
L
Sbjct  489  
AQVEGKFVRQSGGRGQFGHVWIEFSPNEEGAGFEFENAVVGGVVPREYISSVQAGIEEAL  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D K     G Y+   S+   F+  A + L+ A  +    LLEP +   
+
Sbjct  549  
DNGMIAGYPVIDLKAKLYDGSYHDVDSSEMAFKIAASMALKNAKTKCNPVLLEPLMKVEV  608



Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  +    +P   +  Y T L   T GR    
Sbjct  609  
VVPEEYMGDIMGDVTARRGRVEGMEARGNAQIVKAFVPLAEMFGYATSLRSRTQGRGTYT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MFFDHYE  675

>OGJ64412.1 translation elongation factor G [Candidatus Peribacteria 
bacterium 
RIFCSPHIGHO2_02_FULL_53_20]
Length=700

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 194/692 (28%), Positives = 315/692 (46%), Gaps = 
79/692 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT +E +L+ +G   + G V +G    D M  ER+RGITI AA 
T   
Sbjct  8    
NIGIIAHIDAGKTTTSERILFYTGKNYKIGEVHEGEATMDWMEQERERGITITAAATQCN  67

Query  65   WH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH          C +N++DTPGH+DF AEV RSL VLDG  +V  A  GV+ Q+  
++  
Sbjct  68   
WHAQNVDGKEIDCVINLIDTPGHVDFTAEVERSLRVLDGGCVVFDASQGVEPQSETVWRQ  127

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQ  156
              K N+P + FINK+D+ G D    + S+ D+LS                    D
+I K+
Sbjct  128  
ADKYNVPRLAFINKMDKTGGDFFMSLASIHDRLSKSAVAIQLPIGAEDTFSGIVDLIAKK  187

Query  157  TVSLSP---------EIVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVR  202
                           EI  E   D+  + AV+     E ND L++ ++    ++ E
+L +
Sbjct  188  
AYRFEGVHGEKRIDIEIPAEMIPDVNEYRAVLMEKIAEVNDDLIDAFLENGALTDEQLKK  247

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE-------  243
              +       L+PV  GS+ K +G+Q ++DAV               F P  +       
Sbjct  248  
GLRAGTVSNKLYPVLCGSSLKNIGVQLMLDAVVAYLPCPLDIPPSKGFNPKTDAEEFRKP  307



Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
              +  L    FK+       +  ++R+YSG L     V       RE++ +I  +    
+
Sbjct  308  
DNNEPLSSIAFKIATDPFVGKLTFIRVYSGVLTTGSFVYNPRSGARERIGRIVRLHANQR  367

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             EI + +    G  + L     +  D L     P RL    + E   P++   + 
PKT A
Sbjct  368  QEIDKIEAGDIGAAIGLK--DTKTGDTLCSEDHPIRLEAITFAE---
PVISIAVEPKTKA  422

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +ER+  AL +L++ DP  R   D  T+++I+S +G + LE++   +  ++K+ET 
V +P
Sbjct  423  
DQERMGIALQKLSEEDPTFRVRSDEETNQVIISGMGELHLEIIVDRMKREFKVETTVGKP  482

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K   H      +      +  +   +TP + G+G ++E+ V  G + 
+ F 
Sbjct  483  
QVAYRETIQKEVEHEERYIKQSGGRGQFGHVVFKITPQAPGTGYEFENSVVGGRIPREFI  542

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
                 G + G+ +G+  G+ V D K+    G Y+   S+   F++ A I  ++A + 
+  
Sbjct  543  
KPCDQGFQEGMSRGILAGYPVVDVKVELLDGSYHDVDSSEFAFKTCASIGFQEAARNADP  602

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+E++     D       IE    +    +   ++P   +  Y 
TD+
Sbjct  603  
VLLEPIMKVEVVTPEEFMGDVMGDLSSRRGLIENTSNRGLAKIIEAKVPLAAMFGYATDV  662

Query  594  AFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
               T GR+    E   Y      V + VI  R
Sbjct  663  RSMTQGRASYSMEPSHYDKVPRNVAEEVIAKR  694

>WP_056949311.1 elongation factor G [Lactobacillus kisonensis]
 KRL22287.1 translation elongation factor G [Lactobacillus 
kisonensis DSM 
19906 = JCM 15041]
Length=699



 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 189/673 (28%), Positives = 309/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMPQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    V S+ D+L+A  + I+  +    +      ++E   
DI   
Sbjct  131  
PRIVFVNKMDKVGANFDFSVSSIADRLNAKPLPIQMPIGAEDDFEGVIDLIEMKADIYDE  190

Query  173  ----EAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  WD V                 IE     +D ++ KY+ GE IS  ++    
++ 
Sbjct  191  
DKLGSNWDTVDVPDKYKEEANKRRDQLIETLADVDDDIMNKYLEGEEISISEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +  LFPV  GSA K  G+Q LMDA                    TG    +     
A+
Sbjct  251  
TLNLELFPVLAGSAFKNKGVQMLMDATIDYLPSPLDVKPYNATDPDTGDKVELKANDDAS  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       R  Y+R+YSGTL     +  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAALAFKVATDPFVGRLTYIRVYSGTLESGSYILNATKDKRERVGRLLQMHSNHRQEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          E P P+++  + PKT A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMNV  427



Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  +   +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E 
Sbjct  428  
ALQKLSEEDPTFKATTNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVSYREA  487

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P KA    I  +      +  + +  TP   G G ++E  +  G + + +  
AV  G
Sbjct  488  FTKPTKAQGKFIR-
QSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP 
Sbjct  547  
LKESLSNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALRNAAKSAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + +    V    +P   +  Y T L   
+ G
Sbjct  607  
MKVDINVPEEYMGDIMGQVTARRGRVDGMESRSGAEVIHSYVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_090572474.1 GTP-binding protein [Paenibacillus sp. OV219]
 SEM52059.1 small GTP-binding protein domain-containing protein 
[Paenibacillus 
sp. OV219]
Length=656

 Score = 258 bits (660),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 184/635 (29%), Positives = 298/635 (47%), Gaps = 
28/635 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I IG+ AHVDAGKTT  E LLY + +I E G V+   T  D+  +ER RGIT+ 
A  
Sbjct  1    
MNSITIGLFAHVDAGKTTFAEQLLYHTNSIRERGRVDHKDTYLDSHEIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +      ++DTPGH+DF  E+ R+L ++D AILV+SA +GVQ  T  ++  L 



K  
Sbjct  61   
AVMTYKGMTYYLIDTPGHVDFSPEMERALQIMDYAILVVSAVEGVQGHTETVWQLLHKHR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT  F+NKID+ G D+  V++ +   L+ D        L  + + +   D    + 
+ E
Sbjct  121  IPTFFFVNKIDRTGADVNRVLEEIHMHLTPD------
ACLITDRLADGCLDESLIEMIAE  174

Query  181  NNDKLLEKYIA--
GEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +D+LLE ++A   +       + E Q  ++   LFP   GSA + +G+ P ++ +  
L 
Sbjct  175  
RDDQLLETFLATGTDAPDHAFWLLELQAMIRGHRLFPCASGSALQDVGVMPFLEQLHELT  234

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMR  295
                    A   G V+K+ +   G R  Y++  SGTL++RD +   +G E++  
KIT + 
Sbjct  235  
SSAYNDTEAPFGGRVYKIRHDQSGMRLTYIKALSGTLKVRDELCYESGDEQVCEKITRLF  294

Query  296  IPSKGEIVRTDTAYPGEI---
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + +  +    D    G++   V L +    L   LG  T     R   D +P L + 
+  
Sbjct  295  LVNGTKTQAVDQVRAGDLFAAVGLSAAHAGLG--LGSLT----
DRLAYDMVPTLTSKV--  346

Query  353  KTAAQR---
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              AA +   + +L A   L   DP L    +    EI +  +G +QLEV+  L+ E
++  
Sbjct  347  
NFAADKLNVKDVLRAFQMLGAEDPSLNVIWEESLQEIHIHVMGLIQLEVLQQLVKERFLF  406

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +     P ++Y E   +A     H E  P   +A + L + P   GSG+ +++      
L
Sbjct  407  DITFGNPEILYKETIAEAVRGYGHFE--
PLRHYAEVHLLLEPAERGSGITFDTVCHPNVL  464

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            +   QN V+  +      GL  G  +TD ++    G  ++  +   DFR      L 
Q L
Sbjct  465  
SVGNQNLVKTHLFEREHHGLLTGMPLTDVQVTLLIGAAHNEHTHGGDFREATFRALRQGL  524

Query  529  



KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++   LLEP+  + +    +YL +   D  +     E         V TG++P      
Sbjct  525  
EKAENVLLEPFYEYKIKVEMDYLGKVLSDIQRASGYFEAPHTTTTHAVITGKVPVATFMD  584

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            Y T+LA YT+GR +      GY     +  +  R+
Sbjct  585  YSTELASYTHGRGILHLAFAGYDRCHNEQEVIERK  619

>KXK05746.1 Elongation factor EF-G [Chlorobi bacterium OLB4]
 OQY77905.1 elongation factor G [Ignavibacteriales bacterium UTCHB1]
Length=698

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 188/689 (27%), Positives = 324/689 (47%), Gaps = 
73/689 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHRMGEVHDGGATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ +  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCSWKNHRINIIDTPGHVDFTAEVERSLRVLDGAVALFCSVGGVEPQSETVWRQADKYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G +  + VQ ++D+L A+ +  Q                         
Sbjct  129  
PRIAFVNKMDRVGANFFNAVQMMKDRLKANAVPIQLPIGQGDMFNGIIDLVTMKARLYND  188

Query  157  -TVSLS------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T+  S      PE ++++  +      +AV + +D LLEK++ GE I  ++++   
++ 
Sbjct  189  
DTLGASFEDVEIPEALIDQANEYRQNLLEAVADVDDTLLEKFLEGEEIKVDEIMNVLRKA  248

Query  208  
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------AA  248
              +  + PV  GS+ K  GIQ L+D V  L     + GS                     
Sbjct  249  
TIEVKIIPVLCGSSFKNKGIQSLLDKVVDLLPSPLDIGSIEGHHAHSDDKVLRKISDDEK  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304



                 FK+       +  + R+YSGT +    V  +  EK     +I +M    + 
+I  
Sbjct  309  
FTALAFKIMTDPFVGKLTFFRVYSGTCKAGSYVYNSISEKKERIGRILQMHANHRDDI--  366

Query  305  TDTAYPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  Y G+I   +   + R  D L    DP  L + ++   P P+++  I PKT A  
++
Sbjct  367  -EEVYCGDIAAAVGLKNTRTGDTLCDESDPIVLEKIQF---
PEPVIQIAIEPKTKADLDK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L ++L++L+D DP  +   D  T + +++ +G + LE++   L  ++K+E  V +P 
V Y
Sbjct  423  
LGESLSKLSDEDPTFKVSTDHETGQTLIAGMGELHLEILVDRLKREFKVEANVGKPQVAY  482

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K+         +      +  + + + P   G G  +E+ +  G + + +   
V 
Sbjct  483  
KETIRKSVQQEGKFVRQSGGRGQFGHVWIEIEPNEKGKGYVFENAIVGGVIPKEYIQPVS  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  ++ G L G+ V D K+    G Y++  S+   F+    I  ++A K++   
+LE
Sbjct  543  
NGIQDAMKNGVLAGYPVEDVKVKLYDGSYHNVDSSEMAFKVAGSIAFKEAAKKADPVILE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P EY+     D       IE    + D  V    +P   +  Y T L   
T
Sbjct  603  
PIMEVEVVTPDEYMGDVMGDLSSRRGRIEGMSQRSDAQVVKAMVPLSEMFGYATILRSMT  662

Query  598  NGRSVCLTELKGYQAA---VGQPVIQPRR  623
             GR++   +   Y+ A   V + +I+ ++
Sbjct  663  QGRAIYTMQFSSYEEAPKTVSEQIIEKQK  691

>WP_066347212.1 elongation factor G [Geminocystis sp. NIES-3708]
 BAQ62063.1 translation elongation factor G paralog [Geminocystis 
sp. NIES-3708]
Length=697

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 197/668 (29%), Positives = 314/668 (47%), Gaps = 
66/668 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQFNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL-------------  160
            I++NK+D+ G D   VV+ V++ L+A+ ++           K  V L             
Sbjct  130  
IYVNKLDRTGADFYRVVKQVKEILAAEPLVMVLPIGVETEFKGVVDLLTRKAWIWDDSGD  189

Query  161  ----SPEIVLEE-NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                + E V E+   D+E +     +  ++ +D L+EKY+ GE I+ + + R  ++  
+D
Sbjct  190  
PFAYTIEDVPEDMKDDVEVYREQLIEMAVQQDDDLMEKYLEGEEIAIDDIKRCIRKGTRD  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GS+ K  G+Q ++DAV            QPI      E G  A+  +     
Sbjct  250  
LAFFPTYCGSSFKNKGVQLILDAVIDYLPDPTEVNPQPITDIEGNETGEFAIVDANEPLR  309

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSG L    T+      K     ++ EM    + EI   
+
Sbjct  310  ALAFKIMDDRYGA-
LTFTRIYSGVLSKGMTILNTATGKTDRIGRLVEMHANDRIEI---E  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV I+   +V+    L DP           P P++   I PK     E++  
AL
Sbjct  366  
SAQAGDIVAIVGMKNVQTGHTLCDPNNPATLEPMVFPDPVISIAIKPKNKGGNEKMGLAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  426  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESIT  485



Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  +V P   G+G Q+ES+V+ G + + F  AV+ 
G + 
Sbjct  486  
KVVNDSYTHKKQSGGSGQFGRIDYTVEPGEPGTGFQFESKVTGGNVPREFWPAVQKGFQA  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+   D K+    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  546  
SIVKGVLAGFPCVDLKVTLTDGAFHAVDSSAIAFEIAARAGYRQSIPKAGPQLLEPIMNI  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V    E P   +  Y  DL   T
+GR  
Sbjct  606  
DVFTPEDHMGDVIGDLNRRRGMIKSQSTTPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFDHY  673

>WP_003674892.1 elongation factor G [Lactobacillus reuteri]
 CCC03382.1 translation elongation factor G [Lactobacillus reuteri 
ATCC 53608]
 AGN98697.1 translation elongation factor G [Lactobacillus reuteri 
I5007]
 KEK16747.1 elongation factor G [Lactobacillus reuteri]
 KGE70388.1 elongation factor G [Lactobacillus reuteri]
 CUU12070.1 Elongation factor G [Lactobacillus reuteri ATCC 53608]
 CUR36905.1 Translation elongation factor G [Lactobacillus reuteri]
 CUR42161.1 Translation elongation factor G [Lactobacillus reuteri]
 AMY14552.1 elongation factor G [Lactobacillus reuteri]
 OJI10933.1 translation elongation factor G [Lactobacillus reuteri]
 OPG87975.1 elongation factor G [Lactobacillus reuteri]
 OTA42791.1 translation elongation factor G [Lactobacillus reuteri]
 OTA43662.1 translation elongation factor G [Lactobacillus reuteri]
 OTA48667.1 translation elongation factor G [Lactobacillus reuteri]
 OTA50699.1 translation elongation factor G [Lactobacillus reuteri]
 OTA57569.1 translation elongation factor G [Lactobacillus reuteri]
 OTA58205.1 translation elongation factor G [Lactobacillus reuteri]
 OTA66160.1 translation elongation factor G [Lactobacillus reuteri]
 OTA72110.1 translation elongation factor G [Lactobacillus reuteri]
 OTA72937.1 translation elongation factor G [Lactobacillus reuteri]
 OTA73278.1 translation elongation factor G [Lactobacillus reuteri]
 OTA77327.1 translation elongation factor G [Lactobacillus reuteri]
 OTA78479.1 translation elongation factor G [Lactobacillus reuteri]
 OTA82627.1 translation elongation factor G [Lactobacillus reuteri]
 OTA84104.1 translation elongation factor G [Lactobacillus reuteri]



 OTA92899.1 translation elongation factor G [Lactobacillus reuteri]
 OYS46877.1 elongation factor G [Lactobacillus reuteri]
 OYS47480.1 elongation factor G [Lactobacillus reuteri]
 OYS48745.1 elongation factor G [Lactobacillus reuteri]
 OYS51998.1 elongation factor G [Lactobacillus reuteri]
 OYS53651.1 elongation factor G [Lactobacillus reuteri]
 OYS53765.1 elongation factor G [Lactobacillus reuteri]
 OYS57443.1 elongation factor G [Lactobacillus reuteri]
 OYS58507.1 elongation factor G [Lactobacillus reuteri]
 OYS58732.1 elongation factor G [Lactobacillus reuteri]
 OYS62821.1 elongation factor G [Lactobacillus reuteri]
 OYS63199.1 elongation factor G [Lactobacillus reuteri]
 OYS68579.1 elongation factor G [Lactobacillus reuteri]
 OYS68760.1 elongation factor G [Lactobacillus reuteri]
 OYS70244.1 elongation factor G [Lactobacillus reuteri]
 OYS72326.1 elongation factor G [Lactobacillus reuteri]
 OYS73042.1 elongation factor G [Lactobacillus reuteri]
 OYS74991.1 elongation factor G [Lactobacillus reuteri]
 OYS80204.1 elongation factor G [Lactobacillus reuteri]
 OYS81120.1 elongation factor G [Lactobacillus reuteri]
 OYS81877.1 elongation factor G [Lactobacillus reuteri]
 OYS85950.1 elongation factor G [Lactobacillus reuteri]
 OYS87576.1 elongation factor G [Lactobacillus reuteri]
 OYS91272.1 elongation factor G [Lactobacillus reuteri]
 OYS94022.1 elongation factor G [Lactobacillus reuteri]
 OYS95501.1 elongation factor G [Lactobacillus reuteri]
 OYS97359.1 elongation factor G [Lactobacillus reuteri]
 OYT00228.1 elongation factor G [Lactobacillus reuteri]
 OYT00708.1 elongation factor G [Lactobacillus reuteri]
 OYT00762.1 elongation factor G [Lactobacillus reuteri]
 OYT03350.1 elongation factor G [Lactobacillus reuteri]
 OYT04067.1 elongation factor G [Lactobacillus reuteri]
 OYT06303.1 elongation factor G [Lactobacillus reuteri]
 PTV03665.1 elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 190/688 (28%), Positives = 324/688 (47%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAVWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFDV  130



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D I     +K    
+  E
Sbjct  131  
PRIVFANKMDKVGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGLVDLVKMVAYVYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D             +  D ++E     +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVEIPDDMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------
GEQGSAALCGS-----  252
              +  +FPV  GSA K  GIQ ++DAV   L  P+          E     L        
Sbjct  251  
TLEEKIFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDAEGNEVELTAGDNKPF  310

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKDKRERVGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDNPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKQASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  



EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA---AVGQPVIQPRRPNS  626
                    Y A   +V + +I+    N+
Sbjct  668  TFTMTFDHYSAVPKSVQEDIIKKNGGNN  695

>KGM17565.1 elongation factor G [Actinotalea fermentans ATCC 43279 = 
JCM 
9966 = DSM 3133]
Length=700

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 188/675 (28%), Positives = 319/675 (47%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCYWQGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    + ++ ++L A                   D+I ++ +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTLDTIVNRLKAKPLPLQIPIGSESSFIGVVDLIYRRALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  IE                  +AV E +++LLEKY+ GE ++ +++ R  
+ 
Sbjct  191  
EVQKGEDYTIEEIPADLVDKAEEYRNRLIEAVAEADEELLEKYLGGEELTVDEIKRGIRT  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------
QPIGEQGSAA  248



                   +PV  GSA K  G+QP++DAV                      +PI  + 
SA 
Sbjct  251  
LTISGEAYPVLCGSAFKNKGVQPMLDAVIDYLPSPVDVPAVEGHAMNDAEKPISREASAT  310

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +     V  + + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAAHPFFGKLTYVRVYSGRVPTGAQVLNSTKNKKERIGKLFQMHSNKENPV  370

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               + A  G I   +    V   D L DPT          P P++   I PKT   
+E+L
Sbjct  371  ---
EEATAGHIYAFIGLKDVTTGDTLCDPTNAVVLESMTFPEPVIDVAIEPKTKGDQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  R  +D  T + ++  +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  428  
SVAIQKLAEEDPTFRVRLDEETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   R ++   +T   +   +  +A + ++  PL   +G  YE  + V+ G + + 
+  +
Sbjct  488  
ETIRRKVEKIDYTHKKQTGGSGQYAKVQMTFEPLEAAAGELYEFVNSVTGGRIPREYIPS  547

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  +E G L G+ +   K     G Y+   S+   F+    +VL++A++++   
L
Sbjct  548  
VDAGIQSAMELGVLAGFPLVGIKATLLDGQYHEVDSSEMAFKIAGSMVLKEAVRKADPAL  607

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +S  +  P++Y+     D       I++ +      V    +P   +  Y  
DL  
Sbjct  608  
LEPIMSVEVRTPEDYMGDVIGDLNSRRGMIQSMEDATGVKVIRALVPLSEMFGYVGDLRS  667

Query  596  YTNGRSVCLTELKGY  610
             T GR+V   +   Y
Sbjct  668  KTQGRAVYSMQFDSY  682

>WP_003656857.1 GTP-binding protein [Lactobacillus gasseri]
 EJN53936.1 Elongation factor G [Lactobacillus gasseri CECT 5714]



Length=640

 Score = 258 bits (659),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 190/617 (31%), Positives = 304/617 (49%), Gaps = 
36/617 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D+  LE++RGITI 
+ +
Sbjct  1    
MKKLTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDSDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIQTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKNHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    D + V+Q +R             +L    V   +   + ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKADKERVLQDLR-------------
TLDDNCVEFGDEGSDFYEKIAT  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    I  E++    +  +    +FPVY+G+A K  G+   +  +    
+ 
Sbjct  168  ADEAILEEYLESGQIKDEEI----
RDLILQREIFPVYFGAALKLNGVAEFLQGLDKWTKK  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I  + S      VFK+ +   G+R  +L++  G LR +    L   E  K+ E+R+ 
+  
Sbjct  224  I--EYSEEFASRVFKISHDKKGERLTWLKVTGGELRAK--TKLMPDE--
KVNEIRLYNGT  277

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR-E  359
            +     +A  GEI  +           G      R +      P+L  T A +TA  
+  
Sbjct  278  KYQVVPSAQAGEIAAVSGLKTTYP---GQGLGFERDQTNFTMQPVL--
TYAVQTAPDKMH  332

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L AL QL D +P L  + D    EI +  +G++QLE++  +L +++ L+    +  
++
Sbjct  333  



ATLTALRQLEDENPHLHVKWDKQAEEISIDVMGKIQLEILQQILHDRFGLKAEFAQGKIL  392

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E    +     H E  P   +A + L + P  LGSG+ +++  SL  L + +Q+ 
V +
Sbjct  393  YQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSLEVLPKKWQDQVME  450

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ----  534
             +      G L G  +TD +I    G   +  +   DFR      L Q L E   Q    
Sbjct  451  
SLANKEHLGVLTGSPLTDMEITLVGGRGSNVHTVGGDFREATYRALRQGLMELKAQNQVS  510

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L   QE + RA +D  K     E  +   D V  TG+ P   +Q Y 
T++ 
Sbjct  511  
LLEPWYQFTLRINQEQVGRAINDIEKMGGKFEIGESDHDVVTITGQAPVAQMQDYTTEVR  570

Query  595  FYTNGRSVCLTELKGYQ  611
             YT+G         GY+
Sbjct  571  NYTHGSGQLECLFAGYR  587

>SCH70892.1 Tetracycline resistance protein tetM [uncultured 
Clostridium 
sp.]
Length=889

 Score = 263 bits (673),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 193/620 (31%), Positives = 293/620 (47%), Gaps = 
39/620 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K   IGILAHVDAGKTTL E++LY  GAI + G V+ G    DT  LER RGITI 
A+  
Sbjct  3    
KRTTIGILAHVDAGKTTLAEAMLYRCGAIRKAGRVDHGDAHMDTHSLERARGITIFASQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              Q    K  ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQA  R L+  LR
+  I
Sbjct  63   
QLQLGDWKAALLDTPGHVDFSAEMERTLWVLDYAILVINGADGVQAHVRTLWKLLRQYRI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +F+NK+DQ G D  +++  ++D L       + V  + +       DI  W+ 



V   
Sbjct  123  PVFLFVNKMDQPGTDRAALLAELKDALDG-----RCVDFTAD---RAGADI--
WEDVAVC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QP  240
            ++ LLEK++    +S E +  + ++R     L+P Y+GSA K  G+Q  +D +     
QP
Sbjct  173  DEALLEKFLEEGTMSAESIAHQIKKR----
QLYPCYFGSALKDEGVQEFLDDMARYMEQP  228

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR-----
DTVALAGREKLKITEMR  295
                  A     V+K+   + G R  YL++  G+L+++     +T   +  E  K  
++R
Sbjct  229  T---YPAEFGARVYKIGRDEQGNRLSYLKVTGGSLKVKQLIRGETDGESWEE--
KADQIR  283

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA----  351
            + S G       A  G +  +   S                     P+P L   +     
Sbjct  284  LYSGGSFEAVQEAPAGTVCAVTGLSRTW-------
AGEGMGMEGRGPVPALEPVLTYQLL  336

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P      + LL  L +L +  P L         EI +  +G VQ+E++ +L+ E++ 
+  
Sbjct  337  
PPDGCNLQELLQKLRRLEEELPELHVVWQEELSEIHVRVMGEVQIEILKSLMQERFGVPV  396

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 S++Y E          H E  P   +A + L + P   GSG+ +ESR S   
L++
Sbjct  397  EFGAGSIVYKETIENVVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLVFESRCSEDVLDR  454

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +      G L G  +TD KI    G  ++  +   DFR      + Q 
LK+
Sbjct  455  
NWQRLILTHLAERSHPGVLTGSEITDMKISLVAGRAHAKHTEGGDFRQATYRAVRQGLKQ  514

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEP+  F L  P + L RA  D  K   T    + +  ++V  G  P   
+Q Y 
Sbjct  515  
AKSVLLEPFYEFRLTIPADKLGRAMTDIQKMTGTFSEPENENGQMVLKGSAPVSQMQGYA  574

Query  591  TDLAFYTNGRSVCLTELKGY  610
             ++  YT G       LKGY



Sbjct  575  AEVTAYTRGLGHLSCALKGY  594

>WP_047036237.1 GTP-binding protein [Lactobacillus salivarius]
Length=639

 Score = 258 bits (659),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 181/618 (29%), Positives = 308/618 (50%), Gaps = 
44/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLLNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E+         
+  
Sbjct  121  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----
DFSSDNMIED---------IAT  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
+ 
Sbjct  167  CNESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDKFLQGFNQWTKK  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    +      VFK+ + D G+R  +LR+  G+L+ RD +      + KI+++R+ 
+  
Sbjct  223  LHYPNN--FQAKVFKISHNDKGERLTWLRILGGSLKTRDELL----
PEQKISQIRVYNGE  276

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK---
TAAQ  357
            +     T   G++  +P        ++     L   + + D +P++   ++         
Sbjct  277  KFSTYPTVTAGQVCTIPG-------
LVNTYPGLSIGKKQVDTIPIVTPVLSYALDLNGND  329

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



             +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L     
+ +
Sbjct  330  
IQACLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTFTKGN  389

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  LN++
+Q+ +
Sbjct  390  ILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLNKNWQHQI  447

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               ++     G L G+ +TD KI    G   +  +   DFR      + Q L    
+ + 
Sbjct  448  
IYNLKSKEHLGVLTGFPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLRENNN  507

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   +  
Y T+
Sbjct  508  CQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGILTGIAPVSEMYNYATN  564

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT+G      E+ GY
Sbjct  565  VRAYTHGNGTLELEIAGY  582

>WP_087476557.1 elongation factor G [Nitrospira cf. moscoviensis 
SBR1015]
 OQW37777.1 elongation factor G [Nitrospira sp. SG-bin2]
Length=693

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 314/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  ER+RGITI AA 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGMTHKMGEVHEGAATMDWMEQERERGITITAAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+    +  GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDKRINIIDTPGHVDFTIEVERSLRVLDGAVAAFDSVQGVEPQSETVWRQADKYGVPRI  131



Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADII-------------------------------  153
             ++NK+D+ G D  + VQS+ D+L A+ +                               
Sbjct  132  
AWMNKMDRIGADFYASVQSIIDRLGANPVPIQIPIGRETEYRGSVDLVSMKGYFYDDETL  191

Query  154  -IKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              K  +   P  +LE+  +   +  +AV E +D+++EKY+ G P++ E++ R  +     
Sbjct  192  
GAKYKIDEIPANLLEQAKEYREKMLEAVAEFDDQVMEKYLNGHPLTEEEVRRAIRAATIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG----------------------
LFQPIGEQGSAA  248
              + PV  GSA K  G+Q L+DAV                        L +P   +  
+A
Sbjct  252  
MKVIPVVCGSAFKNKGVQQLLDAVVDYLPSPLDVPPVKGIDPNTNKEVLRKPSDSEPFSA  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+       + V+ R+YSG L+       V    RE++ ++ +M    + 
EI  
Sbjct  312  LA---
FKLMTDPFAGQVVFFRVYSGMLKTGSPVLNVTKGTRERVGRLLKMHANKREEI--  366

Query  305  TDTAYPGEIV-ILPSDSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D AY G+IV  +        D L    +P  L   ++   P P++   I PKT   
+E+
Sbjct  367  -DIAYAGDIVAAVGLKGATTGDTLSEEKEPVLLEVMKF---
PEPVIAMAIEPKTKQDQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA  DP  R   D  T + I++ +G + LE++   +  ++K+E  V +P 
V +
Sbjct  423  
MGFALQKLAQEDPSFRVRTDEETSQTIIAGMGELHLEIIVDRMLREFKVEANVGKPEVAF  482

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   R  +A +  +  +      +  + LSV P   G G ++ +++  G + + F  
AV
Sbjct  483  RETIRRKAEAEAKYVK-
QTGGRGQYGHVVLSVEPSESGKGFEFVNKIVGGVIPKEFIPAV  541

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  L+ G+  G+ + D ++   YG Y+   S    F+    +    A K +   
LL
Sbjct  542  
EKGVKERLDAGVIAGYPLRDVRVTLTYGSYHDVDSNEMAFKIAGSMAFADACKRADPVLL  601



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  PQ+++     +       ++  +V+         +P   +  Y 
TDL   
Sbjct  602  
EPIMKVEVLVPQDFMGDVIGNLNGRRGKVQGMKVRAGAQAIDASVPLSEMFGYATDLRSR  661

Query  597  TNGRSVCLTELKGY  610
            T GR+    E   Y
Sbjct  662  TQGRATYSMEFDRY  675

>KKU57286.1 Elongation factor G [Candidatus Amesbacteria bacterium 
GW2011_GWA2_47_11b]
 KKU68442.1 Elongation factor G [Candidatus Amesbacteria bacterium 
GW2011_GWA1_47_20]
 KKU82977.1 Elongation factor G [Candidatus Amesbacteria bacterium 
GW2011_GWC2_47_8]
Length=714

 Score = 260 bits (664),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 198/686 (29%), Positives = 314/686 (46%), Gaps = 
83/686 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ +G   + G +++G T+ D M  E++RGITI 
+A T
Sbjct  16   
RVRNIGIIAHIDAGKTTTTERILFYTGKSYKIGDIDEGDTQMDWMEQEKERGITIVSAAT  75

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W              +VNI+DTPGH+DF AEV RSL VLDGA+ V+ A++ VQ
+QT 
Sbjct  76   
TTFWTVNDPNSPIPTGSYRVNIIDTPGHVDFTAEVERSLRVLDGAVTVLDAEETVQSQTE  135

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------  151
             ++    K  +P +IF+NK+D+ G + +  V++V D+L A+                   
Sbjct  136  
TVWRQADKYKVPRIIFVNKVDKLGANFEGTVKAVIDRLGANPAIMAYPIGAENTFRGVVL  195

Query  152  -----IIIKQTVSLSPEIVLEE-----NTDIEAWDA-----
VIENNDKLLEKYIAGEPIS  196
                  +I Q      + V EE        +E W A     + E +D LL K+
+AGE   
Sbjct  196  
LLERKALIWQGDETGAKFVEEEVPADMKDVVEKWRAKLIEQISETDDDLLTKFLAGEEPG  255

Query  197  REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-



LFQPI-------------G  242
              +L    ++ V    L P+Y G++ +  G+QPL+DAV   L  P+             
G
Sbjct  256  
VAELKVALRKAVIAYKLVPMYAGASLRNKGVQPLLDAVVEYLPSPVDVDHVKGVNPKTGG  315

Query  243  EQ-----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            E+          CG  FK++      R  YLR+YSG L     +  A ++K  +I+ 
M +
Sbjct  316  
EEVRKTINEEKFCGLAFKIQTDPHVGRLTYLRIYSGKLTSGQGIYNATKDKEERISRMLL  375

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRT  348
                +    D AY GEIV L    V L +          G P  L    +   P P
++  
Sbjct  376  MHANKREEIDAAYAGEIVAL----VGLRETSTGHTLCEKGAPIVLESITF---
PEPVISL  428

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT   +E++  AL +L+D DP  R + +  T + I+S +G + LE++   +  
++ 
Sbjct  429  
AIEPKTKQDQEKMGLALNKLSDEDPTFRIKSNLETGQTIISGMGELHLEIIVDRMKREFG  488

Query  409  LETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +E     P V Y E  R    A      +      +    + + PL  G+G ++E  
+  
Sbjct  489  
VEAATGAPQVAYKETIRKTAEAEGKYIRQSGGRGQYGHCWIKLEPLPRGTGFEFEDAIKG  548

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G +   F   +  GIR  +E G L G+   D K     G Y+   S+   F+    
+  +
Sbjct  549  
GAIPSEFIAPIEKGIREAMENGVLAGFPGVDMKATLYDGSYHDVDSSEMAFKIAGSMAFQ  608

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
              +K +   LLEP +   +  P+EY+     D     A I     +    +    
+P   
Sbjct  609  
HGVKLADPCLLEPIMKVEVSTPEEYMGDVIGDLSSKRAQILGTDKRGHLTIINAYVPLAE  668

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y T L   + GR+    E   Y+
Sbjct  669  LSGYSTKLRSMSQGRATYYMEPSHYE  694

>WP_098388715.1 elongation factor G [Corynebacterium renale]



Length=708

 Score = 259 bits (663),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 199/705 (28%), Positives = 334/705 (47%), Gaps = 
87/705 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G   TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGGATTDWMEQEQERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYYTVGTIEDRLGARPLVMQLPIGAEDDFDGVVDLLEMKALTWRG  190

Query  157  TVSLSPEIVLEE---------NTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V +  E  +EE         N   E   + V E++++L+EKY  GE ++ E+L    
++
Sbjct  191  
KVEVGTEATVEEIPADLVDKANEYREKLVETVAESDEELMEKYFGGEELTIEELKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP----
IGE-----------------QG  245
             V ++ ++PVY G+A +  G+QPL+DAV   F P    IGE                   
Sbjct  251  MVVNSEIYPVYCGTAYRNKGVQPLLDAVVD-
FLPNPLDIGEVHGHKPNHPDEELTRKPSD  309

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
             + L    FK+       +  Y+R+YSGT+   D+VA A +EK     KI +M    
+  
Sbjct  310  
ESPLAALAFKIAVHPFFGKLTYVRIYSGTMTPGDSVANATKEKKERIGKIFQMHANKENP  369

Query  302  IVRTDTAYPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            I   D A+ G I  ++        D L    DP  L    +   P P+++ ++ 
PKT + 
Sbjct  370  I---DVAHAGNIYAVIGLKDTTTGDTLCDANDPIILESMDF---
PDPVIKVSVEPKTKSD  423



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +L++ DP    E+D+ + + I+  +G + L+V+   +  ++K+E  V  
P 
Sbjct  424  
QEKLGVAIQKLSEEDPTFTVELDAESGQTIIGGMGELHLDVLVDRMKREFKVEANVGAPQ  483

Query  418  VIYMERPLKA---ASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVS  465
            V Y E   KA     +T   +   +  +A + +S  P       L  G    Y  E
+ V+
Sbjct  484  
VAYRETIRKAVPSVEYTHKKQTGGSGQFAKVIVSFEPYNPEVETLEEGESATYKFENAVT  543

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+      
L
Sbjct  544  
GGRIPKEYIPSVDAGIQDAMQYGYLAGFPLVNIKATLEDGQYHDVDSSEMAFKIAGSQAL  603

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            +  + ++   LLEP ++  +  P+EY+     D       + + + +    +   +
+P  
Sbjct  604  
KAGVAKAKPVLLEPLMAVEITTPEEYMGEVIGDVNSRRGQVSSMEDRAGAKLVKAKVPLS  663

Query  585  CIQAYRTDLAFYTNGR---SVCLTELKGYQAAVGQPVIQPRRPNS  626
             +  Y  DL   T GR   S+         + V Q +I  R  N+
Sbjct  664  QMFGYVGDLRSKTQGRANYSMVFDSYAEVPSNVAQEIIDERNGNA  708

>EFR60752.1 translation elongation factor G [Veillonella sp. oral 
taxon 158 
str. F0412]
Length=691

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 195/667 (29%), Positives = 318/667 (48%), Gaps = 
77/667 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGIVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+



Sbjct  69   
TCQWKEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQASNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++ +L A+ +  Q               +++  
EI L 
Sbjct  129  
PRIAYVNKMDTVGADFFNVVDMMKSRLGANSVAIQVPIGAEDTFKGIIDLMTMKAEIYLS  188

Query  168  EN------TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++      TDI A              DA+ E +D ++ KY+ GE I+ E+L    
++ V
Sbjct  189  
DDGKEFEITDIPAEYQEVAEARREMMIDAIAEIDDDIMMKYLEGEEITEEELKAALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG---------------------
EQGS  246
                LFPV  GS+ K  G+Q L+DAV      PI                      
E+  
Sbjct  249  
IANQLFPVLCGSSYKNKGVQMLLDAVIDYMPAPIDIPAIKGVIPGSEEETTRPSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  309  SALA---
FKIMADPYVGKLAFFRVYSGTLESGSYVFNSTKGKKERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
             R    Y G+I    + +V L D     T    K        E P P++   + 
PKT A 
Sbjct  366  ERV---YSGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   ++ ++K++  V 
+P 
Sbjct  419  
QEKMGTALARLAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMNREFKVDCNVGKPQ  478

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    L + P   G+G ++E++V  G + + 
+  
Sbjct  479  
VAYRETIRKAVKAEGKFVRQSGGRGQYGHCWLELIPQEPGAGFEFENKVVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



             V +G++  +E G+  G+ + D K+    G Y+   S    F+    +  ++  ++
+   
Sbjct  539  
PVENGVKEAMESGVIAGYPMVDIKVIVFDGSYHDVDSNEMAFKIAGSMGFKEGARKADPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+S  +  P+EY+     D       ++  + +         +P   +  Y 
TDL 
Sbjct  599  
LLEPYMSVEVDVPEEYMGDVIGDLNSRRGRMDGMEARNGNQHIKAYVPLSEMFGYATDLR  658

Query  595  FYTNGRS  601
              T GR 
Sbjct  659  SKTQGRG  665

>AGA69022.1 small GTP-binding protein domain protein 
[Desulfitobacterium 
dichloroeliminans LMG P-21439]
Length=881

 Score = 263 bits (672),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 184/619 (30%), Positives = 301/619 (49%), Gaps = 
38/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
A  
Sbjct  2    
MKNLVIGILAHVDAGKTTLSESMLYLSGKIGKLGRVDTKDAYLDTYELERARGITIFAKQ  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    +  ++DTPGH+DF AE+ R+L  LD AILV+S  DGVQ  T+ L+  L 
K  
Sbjct  62   
AIFEMGETQFTLLDTPGHVDFSAEMERTLQALDYAILVVSGSDGVQGHTQTLWRLLHKYR  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G + + V + ++ +L+   I    +           TD E +D 
+  
Sbjct  122  IPVFIFVNKMDQMGTNPEKVREELKKQLAEGCIEFGEI----------GTD-
EFYDQLAM  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE+Y+    ++  ++    Q+ +Q+  +FP ++GSA K  G++ L+  +  
+   
Sbjct  171  CDEALLEEYLETGHVASAQI----QKAIQERKVFPCFFGSALKLEGVEQLLQGI--
IHYS  224



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I           +FK+   + G R  +L++  G L+++D + + G  + K+ ++R+ 
S  
Sbjct  225  IVPDYPKEFGAKIFKITRDEQGNRLTHLKITGGKLKVKD-
ILMNGDWQEKVNQIRVYSGQ  283

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    +    G +  +       P + + + +    P   P   +R     +L     
P+
Sbjct  284  KFESVNEIGAGNVCAVTGLSQARPGEGLGIEEASDTPVLTPVLSYR----
IILPLDCDPR  339

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   ++  L Q+ + +P L    D    EI +  +G VQ+E++ +L+ +++ 
+E   
Sbjct  340  V------
MIPKLRQIEEEEPELHVVWDEQLQEIQVQIMGEVQIEILQSLIQDRFGVEVAF  393

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E  ++Y E          H E  P   +A + L + P   GSG+Q  +  S   L
++S+
Sbjct  394  DEGRILYKETIANRVEGVGHFE--
PLRHYAEVHLVLEPGEPGSGLQLGAECSEDNLSKSW  451

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   +      G L G  +TD KI    G  ++  +   DFR      + Q L 
E+ 
Sbjct  452  
QRLVLTHLAEKEHIGVLTGSEITDMKITLVAGRAHTKHTEGGDFREATYRAVRQGLMEAE  511

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY +F L  P + + RA  D  K   T   AQ   +  V  G  P   ++ 
Y+ +
Sbjct  512  
SILLEPYYAFQLELPVKMVGRAMTDIEKMRGTCAIAQTNDEMTVLVGSAPVITMKNYQKE  571

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT G       LKGY+
Sbjct  572  VVAYTKGLGRLFCSLKGYE  590

>WP_043063754.1 elongation factor G [Aneurinibacillus migulanus]
 KIV58240.1 elongation factor G [Aneurinibacillus migulanus]
 KIV59223.1 elongation factor G [Aneurinibacillus migulanus]
 CEH28408.1 Elongation factor G (EF-G) [Aneurinibacillus migulanus]
 KON92745.1 elongation factor G [Aneurinibacillus migulanus]
 KPD05408.1 elongation factor G [Aneurinibacillus migulanus]



 SDK22092.1 elongation factor G [Aneurinibacillus migulanus]
Length=693

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 191/679 (28%), Positives = 316/679 (47%), Gaps = 
80/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D    V+++ ++L A                   D++ K+T   
+ 
Sbjct  129  
PRIVFVNKMDKTGADFLYSVRTLHERLQANAHPIQLPIGAEDNFRGIIDLVEKKTYIYTN  188

Query  163  EIVLEENTDIEAW-------------------
DAVIENNDKLLEKYIAGEPISREKLVRE  203
            ++     TDIE                     +AV + +++L+ KY+ GE +S E
+L   
Sbjct  189  DL----
GTDIEITEGFPAEFAEQAEELRGQLIEAVADFDEELMMKYLEGEEVSVEELKAA  244

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------  244
             ++     + FPV  GSA K  G+QP++DAV              G+     EQ      
Sbjct  245  
IRQATISVNFFPVTCGSAFKNKGVQPMLDAVIDYLPAPIDVPAIQGVVPDSDEQVTRESS  304

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              A      FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ 
Sbjct  305  
DEAPFSALAFKIMTDPYVGKLTFFRVYSGTLESGSYVLNSTKGKRERIGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTA  355
            EI      Y G+I    +  V L D     T    K        E P P++   I 
PKT 
Sbjct  365  EI---KIVYSGDI----



AAGVGLKDTTTGDTLCDEKNPVILESMEFPEPVIDIAIEPKTK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  +   +  T + I+  +G + L+++   +  ++K+E  
+  
Sbjct  418  
ADQDKMGMALAKLAEEDPTFKTHTNEETGQTIIRGMGELHLDIIVDRMKREFKVEANIGA  477

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R           +      +  + +   P   GSG  +E+++  G + 
+ +
Sbjct  478  
PQVAYKEAFRQGAKVESKYAKQSGGKGQYGHVVVEFEPGEPGSGYVFENKIVGGAIPREY  537

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV+ GI   +  G L G+ + D K    +G Y+   S+   F+    + L++A 
K++ 
Sbjct  538  
IPAVQAGIEESMANGVLAGYPILDLKATLVHGSYHEVDSSEMAFKIAGSMALKEAGKKAN  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EY+     D       IE  + + +  V  G +P   +  
Y T+
Sbjct  598  
PAILEPMMKVEVTVPEEYMGDIMGDINSRRGRIEGMEARGNAQVVRGFVPLSEMFGYATN  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>WP_095136212.1 elongation factor G [Anaeromicrobium sediminis]
 PAB56135.1 elongation factor G [Anaeromicrobium sediminis]
Length=689

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 198/693 (29%), Positives = 318/693 (46%), Gaps = 
85/693 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHDGAATMDWMEQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDG + V  AK GV+ Q+  ++    K  



+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGTVAVFCAKGGVEPQSETVWRQADKYGVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV-----
LEENTDIEAWD--  176
             F+NK+D  G D  +VV  ++D+L A+ + I+  +     +V     +E N  I   
D  
Sbjct  132  
AFVNKMDILGADFYNVVDMMKDRLKANAVPIQLPIGSEDNLVGLIDLVEMNARIYKDDLG  191

Query  177  -------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                     ++ E +++L+EKY+ GE +S E+L    ++   
D 
Sbjct  192  
KEIEIAEIPEEMAEQAEEYRLNLLESIAETDEELMEKYLEGEELSVEELKVAIRKATIDN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
             + PV  GSA K  G+Q ++DAV                 P  E+        +      
Sbjct  252  
IIVPVCCGSAYKNKGVQLMLDAVIDYMPSPLDIPAIKGVNPDTEEEDERPADDNGPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R YSG L+    V  + + K     +I +M   ++ EI      
Sbjct  312  
AFKIMSDPYVGKLAFFRAYSGVLKSGSYVYNSTKGKKERIGRILQMHANTREEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   S    D L D          E P P++   I PKT A ++++  
+L +
Sbjct  369  
YAGDIAAAVGLKSTTTGDTLCDQDNQIILESMEFPEPVIEIAIEPKTKAAQQKMGMSLAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  R   +  T + I++ +G + LE++   L  ++K+E  V +P V Y E   
K 
Sbjct  429  
LAEEDPTFRTWTNEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETIRK-  487

Query  428  ASHTIHIEVPPN--------
PFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
                 H+EV             +  + L V P   G+G ++ ++V  G + + +   
V  
Sbjct  488  -----
HVEVDTKYSRQSGGRGQYGHVKLRVGPKESGTGYEFTNKVVGGSIPKEYIQHVDA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  +E G+  G+ V D  +    G Y+   S+   F+    +  ++A+K++   



LLEP
Sbjct  543  
GIQGAMENGILAGFPVVDVAVELYDGSYHEVDSSEMAFKIAGSMAFKEAMKKADPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y    +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   
T 
Sbjct  603  
YFKVEVVVPEEYMGDVIGDINSRRGKIEGMEPRSGAQVVRGYVPLSEMFGYATDLRSKTQ  662

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            GR   + +   +     +PV     PNS  +K+
Sbjct  663  GRGTYVMQFDHF-----EPV-----PNSVAEKI  685

>WP_047946815.1 elongation factor G [Bacillus altitudinis]
 KLV18518.1 elongation factor G [Bacillus altitudinis]
Length=692

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249



             +   +PV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDTNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++ + +  G + + +  A++ 
G+ 
Sbjct  486  
RSSAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFTNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNTQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>OJX09652.1 translation elongation factor G [Caedibacter sp. 37-49]
Length=691



 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 194/665 (29%), Positives = 304/665 (46%), Gaps = 
58/665 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSYKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K N
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDSVAGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------------------------
TVSL  160
             F+NK+D+ G +    V  + D+L A+ ++ Q                          
+L
Sbjct  132  
CFVNKMDRIGANFYRTVDMIVDRLGANPLVIQLPIGSESEFVGVVDLIEMKAIRWKDENL  191

Query  161  SPEIVLEE-NTDI----EAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E V EE + D+    E + A      +E +D+ LE Y+ GE  S E L R  ++    
Sbjct  192  
GAEFVYEEISADLKDKAEEYRAKLVEQAVELDDQALEAYLGGEQPSVEVLRRCIRKGTLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAAL----------CG  251
              L PV  GSA K  G+QPL+D V             +   + G   L          
CG
Sbjct  252  
GKLVPVLCGSAFKNKGVQPLLDGVIEFLPSPNDLVEIRGTSQDGETELVRKISDDEPFCG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG L    TV    ++ K +I  M +           
A  
Sbjct  312  
LAFKIMTDPFVGSLTFTRIYSGVLESGSTVLNTVKDRKERIGRMLLMHANSREDIKEARA  371

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L         + L DP ++      E P P++   I PK+ A +E++  AL
++LA
Sbjct  372  
GDIVALCGLKETTTGETLSDPNKVVVLERMEFPEPVIEIAIEPKSKADQEKMGLALSRLA  431



Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-  428
              DP  R   D  + + ++  +G + LE+   LL   +K+ETV+ +P V Y E   
K A 
Sbjct  432  
SEDPSFRVSTDQESGQTVIKGMGELHLEIKVDLLRRDFKVETVIGQPQVAYRETITKPAE  491

Query  429  -
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              +T   +      +A + +   PL  GSG Q+ES++  G + + +   V+ G++  
L+ 
Sbjct  492  
IDYTHKKQSGGAGQFARVIIQFEPLPPGSGYQFESKIVGGSIPREYIPGVQKGLQSALDT  551

Query  488  G-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G L G+ + D K     G ++   S+   F   A     + +K+   +LLEP +   
+  
Sbjct  552  
GVLAGFPMIDFKAVLLDGAFHDVDSSVLAFEIAARAAFREGIKKCTPKLLEPVMKVEVVT  611

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+EY+     D       I     + +  V    +P   +  Y   L   + GR+     
Sbjct  612  
PEEYMGDVIGDLNSRRGQISGMDQRGNARVVNAMVPLANLFGYVNTLRSMSQGRAQFTMH  671

Query  607  LKGYQ  611
               Y+
Sbjct  672  FDHYE  676

>WP_007132255.1 GTP-binding protein [Paenibacillus lactis]
 EHB54637.1 small GTP-binding protein [Paenibacillus lactis 154]
Length=651

 Score = 258 bits (660),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 180/618 (29%), Positives = 293/618 (47%), Gaps = 
31/618 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+      D   +E++RGIT+ A      
Sbjct  4    
TIGLFAHVDAGKTTLAEQLLYLTHTIQERGRVDHRNAYMDNHDIEKERGITVFADQAIMP  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            +      ++DTPGH+DF  E+ R++ V+D A++VIS+ +GV+  T  ++  LRK  
+PT 
Sbjct  64   
FQGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISSVEGVEGHTETVWQLLRKYEVPTF  123



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII------
KQTVSLSPEIVLEENTDIEAWDAV  178
             F+NKID+ G D + V++ +R +L+ D+ +           +SP +           
+AV
Sbjct  124  
FFLNKIDRTGADPERVLEEIRRELTEDVCLISEGDKLHEGGMSPSLA----------EAV  173

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E +++LLE+YI  +       +   ++ +QD   FP + GSA + +G+   +  +  
L 
Sbjct  174  AERDERLLEQYI-
DQGFDAGTWLSAMRKMIQDGRCFPCFSGSALQSIGVSHFLLQLDSLL  232

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-----
REKLKITE  293
                ++  A   G V+K+ + D G R  Y++  SG LR+RD V   G     RE  
KIT 
Sbjct  233  HTDYDR-EAEFSGRVYKIRHDDQGTRLTYIKALSGKLRVRDEVTYHGGPAGMRE--
KITG  289

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +R+    +    D    G++ ++   S   +   GD       R   + +P L++ 
+   
Sbjct  290  IRLVHGKKFTVVDEVSAGDLFVVTGLS---
SASAGDGLGALGGRTFYELVPTLKSKVQFD  346

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            ++   + +L     L   DP L  + D  +  I L  +G +QLEV+  ++ E++      
Sbjct  347  
SSVHPKDMLRIFRLLDAEDPSLSVQWDEASQGIHLHVMGTIQLEVLQRIVDERFGHRIGF  406

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             EP ++Y E     +  + H E  P   +A + L + P    SG+ + +      L  
++
Sbjct  407  AEPEILYKETIAHPSIGSGHFE--
PLKHYAEVHLKLEPGERNSGIVFANACHPDMLPVNY  464

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q+ V   I      GL  G  +TD KI    G  ++  +   DFR      L Q L
+++ 
Sbjct  465  
QHLVAQHIGEREHHGLLTGSPLTDMKITLLKGRAHNKHTHGGDFREATFRALRQGLEKTT  524

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F +    E++ R   D  +  AT E      D+V  TG  P   +  
Y  +
Sbjct  525  
SLLLEPYYQFKIKVELEHIGRLLSDLTQAKATFEPPDTTGDKVTVTGTAPVSTLMNYAME  584



Query  593  LAFYTNGRSVCLTELKGY  610
            LA YT GR        GY
Sbjct  585  LAAYTKGRGAITLTYGGY  602

>WP_081115156.1 elongation factor G [Enterococcus hirae]
 OQO35023.1 translation elongation factor G [Enterococcus hirae]
 OQO37781.1 translation elongation factor G [Enterococcus hirae]
 OQO56388.1 translation elongation factor G [Enterococcus hirae]
Length=694

 Score = 259 bits (662),  Expect = 1e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 314/677 (46%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+S+ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVKSLHDRLQANAHPIQLPIGAEENFTGIIDLVKMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E +++L+ KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTDIQETEIPEEYLEQAQEWREKLVEAVAETDEELMMKYLEGEEITQEELIAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPSPVDIEAIKGIDTKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305



                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKSKKERIGRILQMHANTRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCALDSPVILESIEF---
PDPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFREATKAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K 
+   
Sbjct  539  
AVEKGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKHARPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_100542026.1 GTP-binding protein [Lysinibacillus xylanilyticus]
 PJO45083.1 elongation factor G [Lysinibacillus xylanilyticus]
Length=646

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 178/614 (29%), Positives = 290/614 (47%), Gaps = 
28/614 (5%)



Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTT +E LL+ + +I   G V+   T  D   LERQRGITI A     
Sbjct  3    
ITIGVLAHVDAGKTTFSEQLLFHTNSIQARGRVDHQDTFLDNHDLERQRGITIFAEQGRM  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                    ++DTPGH+DF  E+ R++ V+D AI+++SA +G+Q  T  ++  LR+ 
++PT
Sbjct  63   
SIGNDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGLQGHTETVWQLLRQYHVPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
              FINKID+ G D+++V+  ++   S D++       S  +    +  +  W A  
E ++
Sbjct  123  FFFINKIDREGADVEAVMAQLQKDCSEDVLFVDEPLRSDYV----SNHMMEWLA--
ERDE  176

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LL+ ++  E +     +      ++    F  + GSA K  GI+  + A   L      
Sbjct  177  QLLDAFL-NEKLDSSSCLTHLHTMIKQEKAFLCFTGSALKDFGIKEFL-
AQLPLLTKTQY  234

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
               A   G VFK+ + D  QR  +++   GTL +RD  +  G    K TE+R+ +    
V
Sbjct  235  NNKALFQGEVFKIRH-DGHQRLTFIKALQGTLHVRDEFSF-
GEVTEKATEIRLYNGSRYV  292

Query  304  RTDTAYPGEIVILPSDS-VRLNDVLG-----
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             T     GEI  +   S   + D++G      P  L         +P L+  +  +    
Sbjct  293  TTQEVEAGEIFAVKGISQANIGDIIGYSGNPQPYEL---------
VPTLQAKVKYEGDQH  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   +P LR        EI +  +G +QLEV+  +L +++ L+    
EP 
Sbjct  344  
IKEVLKIFRTLEAEEPSLRVLWHEKFQEIHVHIMGVIQLEVLVDVLHKRFSLDITFSEPQ  403

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++YME      +   H E  P   +A + L + P + G+G+ + +      L+   
Q  +
Sbjct  404  ILYMETIATTVTGYGHFE--
PLKHYAEVHLLMEPNTRGTGITFVNACHADDLSLGHQRLI  461

Query  478  RDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      GL  G+ VTD +     G  +   +   DFR  A   L Q L+++   
LL
Sbjct  462  
EKHLFERDHHGLLTGFPVTDIRFTLLTGRAHIKHTDGGDFREAAFRALRQGLEQAENVLL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F L AP +++ R   D  +   T +   + +++ + TG  P     +Y T  
A Y
Sbjct  522  
EPYYRFKLKAPSDFIGRMMTDIQQVAGTFDAPTLTENDAILTGRAPVATFMSYSTTFAAY  581

Query  597  TNGRSVCLTELKGY  610
            TNG+ V   +  GY
Sbjct  582  TNGKGVLSLQFDGY  595

>WP_093335349.1 elongation factor G [Pseudonocardia ammonioxydans]
 SFM55122.1 elongation factor G [Pseudonocardia ammonioxydans]
Length=700

 Score = 259 bits (663),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 184/671 (27%), Positives = 319/671 (48%), Gaps = 
80/671 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTATERILYYTGINHKLGETHDGAATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  72   
TCFWDNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ++ D+L A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFYFTVQTISDRLGATPLPLQLPIGSESEFIGVVDLVEMRALTWRG  191

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y  GE ++ E++    
++
Sbjct  192  
EVAKGEDYTVEEIPAELQERAQEYRTQLIEAVAETDDELMELYFGGEELTTEQIKGGIRK  251



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V   S FPV  GSA K  G+QPL+DAV                          +P  
++
Sbjct  252  
LVTGRSAFPVLCGSAFKNKGVQPLLDAVISYLPSPYDVPPVEGFLTDGETPASRKPSKDE  311

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              AAL    FK+       +  Y+R+YSG +     V  + +++     K+ +M    
+ 
Sbjct  312  PFAALA---
FKIAAHPFFGKLTYVRVYSGRIAAGAQVVNSTKDRKERIGKLFQMHSNKEN  368

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             I   D A  G I  ++        D L DP           P P+++  + PK+ 
A +E
Sbjct  369  PI---
DEALAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSKADQE  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +LAD DP  +  +D  T + I++ +G + LEV+   +   +K+E  + 
+P V 
Sbjct  426  
KLSTAIQKLADEDPTFQVSLDDETGQTIIAGMGELHLEVLVHRMKSDFKVEANIGKPQVA  485

Query  420  YME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLNQ---  471
            Y E   +P+    +T   +   +  +A + +++ PL+ G G   ++E++V+ G + 
+   
Sbjct  486  
YRETIRQPVMKHEYTHKKQTGGSGQFARVIVNLEPLTGGDGALYEFENKVTGGRIPREYI  545

Query  472  -
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             S    V+D ++YG++    G+ V   K     G Y+   S+   F+    +  +
+A ++
Sbjct  546  PSVDQGVQDAMQYGIQA---
GYPVVGVKCTLLDGQYHEVDSSEMAFKVAGSMAFKEAARK  602

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEP ++  +  P++Y+     D       ++  + +    V    +P   +  
Y 
Sbjct  603  
ASPAILEPMMAVEVTTPEDYMGDVIGDLNSRRGQVQAMEERAGARVVKALVPLSEMFGYV  662

Query  591  TDLAFYTNGRS  601
             DL   T GR+
Sbjct  663  GDLRSRTQGRA  673



>WP_049450242.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPQGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T I  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
HWQDGAATIITPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   



R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRSQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL   
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAGGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>CDD84703.1 putative translation elongation factor G [Collinsella 
sp. CAG:289]
Length=665

 Score = 258 bits (660),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 200/622 (32%), Positives = 301/622 (48%), Gaps = 
38/622 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTTL E++L+ +G I   G V+ G +  DT  +ER+RGITI 
++ 
Sbjct  1    
MKQAVIGILAHVDAGKTTLAEAMLFDAGQIRTRGRVDNGDSHLDTDAIERERGITIFSSQ  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ +VD PGH+DF AE  R+L  LD AILVI A DG+Q  T  L+  L 
+ N
Sbjct  61   
AMIEHGDTRLMLVDAPGHVDFSAEAERTLQALDYAILVIGANDGIQGHTETLWRLLDRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            I   IF+NK+D      +++   ++ +L           L  E +L E    E   
A+ E
Sbjct  121  ISAFIFVNKMDLENSGREAIAAELQRRLGEGC-------
LDAEELLSEGPAQEDAAALDE  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
                 LE+Y+    +S   L     R V++ +LFP +YGSA K  G+  L+D +  
L + 
Sbjct  174  GA---LEEYLGEGSVSLPTLC----
RLVRERALFPCFYGSALKDQGVAELLDGMGKLIEE  226

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-ALAGREKL--
KITEMRIP  297
                G       V++V + D G+R  +L++  G LR +  V  +A  E    KI +
+RI 
Sbjct  227  RVWPGD--
FAARVYRVSHGDHGERLAWLKVTGGVLRAKQLVEGIAASEAWRDKIDQVRIY  284

Query  298  SKGEIVRTDTAYPGEIVILPSDS-VRLNDVLG-DPTRLPRKRWREDPL--
PMLRTTIAPK  353
            +            G I  +   S VR  D LG +P  +        P+  P+L  T
+ P 
Sbjct  285  NGSRFELAQEVPAGGICAVTGLSHVRPGDALGAEPAGI-------
SPMIAPVLTYTVLPG  337

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +  AL++LAD DP+L    ++   +I L  +G VQLEVV  LL++++ L    
Sbjct  338  E-
QDVHAVYAALSELADEDPMLGVNWNTHLGQIHLQLMGAVQLEVVERLLADRFGLAVSF  396

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                ++Y E   +A     H E  P   +A + L + PL  GSGV++ +  S   L
+ ++
Sbjct  397  APGGILYKETIAQAVEGVGHFE--
PLRHYAEVHLRLEPLPAGSGVEFGTVTSTDELDLNW  454

Query  474  QN-
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES-  531
            Q  A+ + +       L G  VTD +I    G  ++  +   DFR      + Q L 
E+ 
Sbjct  455  
QRLALTNAMEREHLGVLTGSPVTDMRITLTGGRAHAKHTEGGDFRQATYRAIRQGLMEAQ  514



Query  532  ---
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
                  LLEP+  F L  P E + RA  D  +  A  E   +  +    +G +PA  
+Q 
Sbjct  515  
AMGAAVLLEPWYRFELDVPGECVGRALADLTRMGAEYEPPVMAGERATLSGRVPASEVQD  574

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y  D+A YT+G      EL GY
Sbjct  575  YALDVAAYTSGLGRLYLELSGY  596

>WP_000090327.1 elongation factor G [Streptococcus agalactiae]
 EPT99279.1 elongation factor P [Streptococcus agalactiae BSU108]
 EPU23241.1 elongation factor P [Streptococcus agalactiae LMG 14609]
 EPW71990.1 elongation factor P [Streptococcus agalactiae BSU451]
 EPW93464.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-023]
 EPX05813.1 elongation factor P [Streptococcus agalactiae MRI 
Z1-215]
 CFR01236.1 elongation factor G [Streptococcus agalactiae]
 KLL91439.1 elongation factor G [Streptococcus agalactiae]
 AKI58138.1 Elongation factor G [Streptococcus agalactiae]
 OCL38763.1 translation elongation factor G [Streptococcus 
agalactiae]
 ODG94868.1 Elongation factor G [Streptococcus agalactiae]
 ASI66759.1 elongation factor G [Streptococcus agalactiae]
 PAO76206.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_048669813.1 elongation factor G [Candidatus Competibacter 
denitrificans]
 CDI00745.1 protein chain elongation factor EF-G,GTP-binding 
[Candidatus 
Competibacter denitrificans Run_A_D11]
Length=699

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 193/679 (28%), Positives = 308/679 (45%), Gaps = 
74/679 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTT++E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NLGIMAHIDAGKTTVSERILFYTGVSHKLGEVHDGAATMDWMVQEQERGITITSAATTCF  71

Query  65   W---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W         HR  VNI+DTPGH+DF  EV RSL VLDGA  V  A  GV+ Q+  
++  
Sbjct  72   WDGMAGQFDEHR--
VNIIDTPGHVDFTIEVERSLRVLDGACAVFCAVGGVEPQSETVWRQ  129

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
              K  +P + FINK+D+AG D   VV  +  +L A                   D+
+  Q
Sbjct  130  
ANKYGVPRLAFINKMDRAGADFLRVVGQIESRLGAKPVPIQLPIGAEDQFRGLVDLVKMQ  189

Query  157  TVSLSP----------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLV  201
             V+             EI      D EAW     +A  E +D+L++KY+ G  ++ 
E++ 
Sbjct  190  
GVNWDEESLGMKFEYVEIPANLRADCEAWREKMVEAAAEASDELMDKYLEGHTLTEEEIY  249

Query  202  REEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGE-----  243
               + R     + P   GSA K  G+Q ++DA             VTG+     E     
Sbjct  250  
AGIRARTLKGEIVPALCGSAFKNKGVQAMLDAVIRYLPSPIDKPPVTGVLDDAAESEGER  309



Query  244  --QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIP  297
                ++      FK+          ++R YSG +   D+V     + RE++ ++ 
+M   
Sbjct  310  
PASDNSPFAALAFKIATDPFVGTLTFIRCYSGVVNSGDSVYNPVKSRRERIGRLVQMHAN  369

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            S+ EI           V L    V   D L DP ++      E P P++   + 
PKT A 
Sbjct  370  SREEIKEIRAGDIAACVGL--
KDVTTGDTLCDPDKIITLERMEFPEPVISVAVEPKTKAD  427

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +ER+  AL++LA  DP  R   D  + + I+S +G + LE++   L  ++K++  V 
+P 
Sbjct  428  
QERMGVALSKLAQEDPSFRVHTDQESGQTIISGMGELHLEIIVDRLKREFKVDANVGKPR  487

Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA         +      +  + L + P   G+G ++ + +  G + + 
+  
Sbjct  488  
VAYRETIRKAVEQEGKFVRQSGGRGQYGHVWLKLEPREPGAGYEFVNAIVGGVVPREYVP  547

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +E+G L G+ V D K+    G Y+   S+   F+    I  ++   +
+G  
Sbjct  548  
AVDKGVQEQMEKGVLAGYPVVDVKVTIFDGSYHEVDSSEMAFKIAGSIGFKEGAHKAGAI  607

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P++Y+     D  +    ++         V   E+P   +  Y 
TDL 
Sbjct  608  
LLEPIMKVEVVTPEDYMGDVMGDLNRRRGILQGMDDSPSGKVIRAEVPLAEMFGYATDLR  667

Query  595  FYTNGRSVCLTELKGYQAA  613
              T GR+    E   Y  A
Sbjct  668  SATQGRATYSMEFAKYNEA  686

>WP_055193481.1 GTP-binding protein [Dorea longicatena]
 CUN41818.1 Vegetative protein 19 [Dorea longicatena]
Length=916

 Score = 263 bits (673),  Expect = 2e-73, Method: Compositional 
matrix adjust.



 Identities = 191/636 (30%), Positives = 305/636 (48%), Gaps = 
44/636 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+E +LY SG I + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKHITIGILAHVDAGKTTLSECMLYLSGQIRKLGRVDHKDAFLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L
++  
Sbjct  61   
AELKMGNLGITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWRLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D   V+  ++++L    I    ++             E +D
++  
Sbjct  121  IPTFIFINKMDQVGTDKAKVLADLQNRLDEGCIDFSEITE------------
ETYDSLAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++K +E+Y+  E I  + +       + +   +P Y+GSA K  G+Q  MD +TG  
+ 
Sbjct  169  CDEKAMEEYLESEKIEEDTIA----
EIIGNRKAYPCYFGSALKMEGVQEFMDGMTGYVEK  224

Query  241  IGEQ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKI--  291
              EQ       ++     VFK+     G R  YL++ SGTL+++DT+  +AG+++ 
K   
Sbjct  225  -
NEQINSTDTNTSNFGAKVFKISRDPAGSRLTYLKVTSGTLKVKDTLTGIAGKQQSKKES  283

Query  292  ------TEMRIPSKGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRW-----  338
                  +E  + S  E V     Y GE   ++  + S  +  V G     P +       
Sbjct  284  
DLAQDRSETVMNSWEEKVNQIRIYSGEKYEMVQEAKSGMVCAVTGLNYTYPGEGLGIECD  343

Query  339  REDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             E P   P+L   I         ++L  L  L + DP+L+   +    EI    +G 
VQ+
Sbjct  344  
SEAPALEPVLSYKIELPEGCDVHKMLGNLRILEEEDPMLKIVWNEELGEIHAKLMGAVQI  403

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            E++ +L+ +++ ++      +++Y E          H E  P   +A + L + P   



GS
Sbjct  404  EILKSLIKDRFGVDVEFDTGNIVYKETIQNTVEGVGHFE--
PLRHYAEVHLKMEPGERGS  461

Query  457  GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPAD  515
            G+   +  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
D
Sbjct  462  
GIVIGTDCSEDMLDKNWQRLILTHLLEKEHRGVLTGSVITDMKITLTAGQAHLKHTEGGD  521

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR      + Q L ++ + LLEPY  F L  P   + RA  D  +      T Q + 
+  
Sbjct  522  
FRQATYRAVRQGLMQAESMLLEPYYDFQLEIPSGMIGRALTDIQRMNGETGTPQTEGEMT  581

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               G  P   ++ Y+ ++  YT G+       +GY+
Sbjct  582  TIEGYAPVTGMRDYQMEVNSYTRGQGHLTCTFRGYE  617

>EHL99178.1 translation elongation factor G [Lactobacillus 
parafarraginis 
F0439]
Length=710

 Score = 259 bits (663),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 184/672 (27%), Positives = 310/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D +  E++RGITI 
+A T
Sbjct  23   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDRLPQEQERGITITSAAT  82

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  83   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  142

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +    V S++D+L+A  +  Q               V +  +
+  E
Sbjct  143  
PRIVFVNKMDKIGANFDFSVGSIQDRLNAKPLAIQMPIGAEDNFEGVIDLVEMKADLYDE  202



Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                     A+ + +D +++KY+ GE I + ++    
++
Sbjct  203  DQLGTE-
WDTVDVPDDYKEEAAKRRDQMIEALADVDDDIMDKYLEGEEIPKAEIKAAIRK  261

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
               +  LFPV  GSA K  G+Q LMDAV                   TG    +     
A
Sbjct  262  
ATLNLELFPVLAGSAFKNKGVQMLMDAVIDYLPSPLDVKPYNATDPETGEKIELKANDDA  321

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            +     FKV       R  Y+R+YSGTL     +  A ++K     ++ +M    + 
EI 
Sbjct  322  
SFAALAFKVATDPFVGRLTYIRVYSGTLESGSYILNATKDKRERVGRLLQMHSNHRQEIP  381

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L D  R       E P P+++  + PKT A +
+++ 
Sbjct  382  EV---
FSGDIAAAIGLKNTTTGDSLTDVDRPLHLESMEFPDPVIQVAVEPKTKADQDKMN  438

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ ++  V  P V 
Y E
Sbjct  439  
EALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMRREFHVDATVGAPQVSYRE  498

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +  +P   G G ++E  +  G + + F  
AV  G
Sbjct  499  
AFTKKTSAQGKFVRQSGGKGQYGDVWIEFSPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  558

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP 
Sbjct  559  
LKESLANGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALRNAAKTADPVILEPI  618

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + +    V    +P   +  Y T L   
+ G
Sbjct  619  



MKVDINVPEEYMGDIMGQVTARRGRVDGMESRSGAEVIHSYVPLAEMFGYATTLRSASQG  678

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  679  RGTFTMTFDHYE  690

>WP_105166615.1 elongation factor G [Pseudoalteromonas sp. T1lg23B]
Length=695

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 313/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV+ V+D L+A+ +++   + +  E      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVKQVKDVLAANPLVMTLPIGIEDEFCGVVDVLEKKAYV--
WDDS  186

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E + R  
++  
Sbjct  187  
GLPENYEVKDVPADMVDQVEEYHELLIESAVEQDDDLMEAYMEGEIPSIEDIKRCIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE---  257
            +D + FP Y GSA K  G+Q ++DAV            QP+ +  +    G V  V
+   
Sbjct  247  
RDLAFFPTYCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDADQ  306

Query  258  ---------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                       D      ++R+YSG ++  DT+   A    E++ ++ EM+   + 
EI  



Sbjct  307  
PLKALAFKIMDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMQADDRNEISE  366

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               A  G+I+ ++   +V+    L DP           P P++   + PK     E
++  
Sbjct  367  ---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVQPKDKGGNEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E 
Sbjct  424  
AIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRET  483

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  AV  
G 
Sbjct  484  
ITQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSTVVGGNVPKEFWPAVEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KSMMETGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++ +     D  +    I+  +     V   G++P   +  Y   L   
T+GR
Sbjct  604  
KVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGLTGVRIKGDVPLSEMFGYIGHLRTITSGR  663

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  664  GQFSMEFSHY  673

>WP_034323229.1 MULTISPECIES: elongation factor G [Bacillus]
 KEP25754.1 elongation factor G [Bacillus zhangzhouensis]
 PRO39608.1 elongation factor G [Bacillus sp. LLTC93]
Length=692

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVGTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDTNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKSLVILESMDFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSSAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_103976500.1 GTP-binding protein [Lysinibacillus sphaericus]
 POZ56304.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Lysinibacillus 
sphaericus]
Length=645

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 176/607 (29%), Positives = 298/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LL+ + +I   G V+   T  D   +E+ RGITI A     
Q 
Sbjct  5    
IGVLAHVDAGKTTFCEQLLFHTNSIQSRGRVDHQDTFLDNHAIEQARGITIFAEQGRMQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  LR+ 
+IPT  
Sbjct  65   
ENDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGVQGHTETVWQLLRQYHIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+ +V+  ++   S +I++     L  + +    + I  W A  E 



+D L
Sbjct  125  FINKIDREGADINAVINQLQKDCSDNILLID-APLRKDFI---QSYIAEWLA--
ERDDHL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++  + +     + + Q+ +++   FP + G+A K +GI+  +  +  L        
Sbjct  179  LEAFLT-DTLDASTCLLQLQKMIKEERAFPCFVGAALKDIGIKEFVSQLP-
LLTETHFDL  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   GTL  RD  +  G    KITE+R+ +    
+ T
Sbjct  237  QAPFQGEVFKIRH-DGTQRLTFIKALQGTLHTRDDFSF-
GDVTEKITEIRLYNGRRFLTT  294

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   S+ ++ D+LG  T +P+     + +P L+  +  +     + 
+L  
Sbjct  295  QAVQAGDIFAVKGLSLAKIGDILG-STIIPKPY---
ELVPTLQAKVLYEGQQHIKEILQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR      + EI +  +G +QLEV++ +L  ++ L+    +P +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKSQEIHVHIMGVIQLEVLAEVLKNRFSLDITFDKPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P S G+G  + +      L+   Q  +   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLFMEPNSRGTGNTFVNACHADDLSVGHQRLIEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  
EHHGLLTGSPVTDIRFTLLTGRAHIKHTEGGDFREATFRALRQGLEQAENILLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R  +D  +   T ++  + +++V+ TG +P      Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMNDIQQADGTFDSPILSEEQVILTGRVPVATFMHYSTTFAAYTNGKGSL  588

Query  604  LTELKGY  610
              +  GY



Sbjct  589  SLQFDGY  595

>WP_097018994.1 GTP-binding protein [Orenia metallireducens]
 SNY40706.1 small GTP-binding protein domain-containing protein 
[Orenia metallireducens]
 PRX29288.1 small GTP-binding protein [Orenia metallireducens]
Length=648

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 179/633 (28%), Positives = 314/633 (50%), Gaps = 
26/633 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG++AHVDAGKTT +E LLY +  I E G V+  ++  DT  LE++RGITI +      
+
Sbjct  5    
IGVIAHVDAGKTTFSEGLLYHTNTIRELGRVDHQSSYLDTHQLEKERGITIFSEQAVMDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  ++K  
IP   
Sbjct  65   
KGDTYYLIDTPGHVDFSPEMERTIMVMDYAIIIVSAVEGVQGHTETVWELIKKHQIPAFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D++ V++ +R  L+ D+ +  +        + E+ + E  + V E 
N+KL
Sbjct  125  FINKIDRIGADVERVMEEIRVNLTEDVCLLNS-------
SVNEDLEEEVIEFVAERNNKL  177

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+ G+  S+E  + + ++ ++   L     GSA +  G+    D     F  + 
E  
Sbjct  178  LELYLDGD-YSKEIWLNQIRKMIEKNRLDLASSGSALQDQGVIEFFDN----
FHQLTETN  232

Query  246  --SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKG  300
                     ++K+ + D G R  ++++  G++ +RD ++ LAG +++  KIT++R+ 
+  
Sbjct  233  
YTDQDFKARIYKIGHDDQGNRISFMKILGGSINVRDELSYLAGDDEISEKITQLRVYNGE  292

Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +    ++A  G++V ++     R    LG+  + P      + +  LR+ +    +   
+
Sbjct  293  KYETVESARAGQLVGVMGLSKSRAGLGLGNVDQAPAY----



NMIATLRSKVIFDASTNIK  348

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L D DP L+        E+ ++ +G +QLE++  ++ +++ L     
EP +I
Sbjct  349  
EVLRVFKVLNDEDPSLQVAWQEELQELQINVMGPIQLEILKEIVKDRFDLNIDFGEPGII  408

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + L +     GSG+ +E+   +  L++  QN 
V+ 
Sbjct  409  YKETITGEVFGYGHFE--
PLRHYAEVHLKIESEERGSGIVFENLCHVDALSRGNQNLVKQ  466

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I     +GL  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEP
Sbjct  467  
HIFEKGHKGLLTGSPLTDLKISLITGRGHNKHTSGGDFREATYRALRQGLEKADNILLEP  526

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +    + L R   D  K   T E  ++ +D+ +  G  P      Y T+L  
+T+
Sbjct  527  
YYGFKIKVDLDDLGRVLADIQKASGTFEPPKIIEDKAIIKGRAPVATFMNYPTELLAFTS  586

Query  599  GRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLDK  630
            G+ +      GY     Q  VI+    N   DK
Sbjct  587  GKGMINLTFSGYDICHNQEEVIKRINYNKDADK  619

>WP_057001039.1 elongation factor G [Carnobacterium maltaromaticum]
 KRN72308.1 elongation factor G [Carnobacterium maltaromaticum]
 CRH18158.1 protein chain elongation factor EF-G, GTP-binding 
[Carnobacterium 
maltaromaticum]
 CRH22128.1 protein chain elongation factor EF-G, GTP-binding 
[Carnobacterium 
maltaromaticum]
Length=694

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 313/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI 
+A T



Sbjct  10   
KTRNIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHDGGAQMDWMDQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+
Sbjct  70   
TAEWNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F+NK+D+ G D    V ++ D+L A+                I   + +  
EI  +
Sbjct  130  
PRIVFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEIYED  189

Query  168  E------NTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +        DI A        W     +AV E ++ L+ KY+ GE ++ +++V   
+   
Sbjct  190  
DLGNNIREEDIPADYQELANEWRDKLIEAVAETDEDLMMKYLEGEELTNDEIVNAIREAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE------
QGSAAL  249
              A  +PV  GSA K  G+Q ++DAV             TG      E         
A  
Sbjct  250  
VKAEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVPAITGTVPGTEEVVARPADDDAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSGTL     V  A    RE++ +I +M   S+ 
EI   
Sbjct  310  
AALAFKVMTDPFVGRLTFFRVYSGTLNGGSYVKNATKGKRERIGRILQMHANSRNEI---  366

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR--WRED---
PLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K+    E    P P+++  I PK+ A 
+++
Sbjct  367  PVVYSGDI----
AAAVGLKDTTTGDTLCDEKQEVILESMIFPEPVIQVAIEPKSKADQDK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P 
V Y
Sbjct  423  
MGIALQKLAEEDPTFRAETDQETGETIIAGMGELHLDIIVDRMRREFNVEASVGAPQVSY  482

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478



             E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV+
Sbjct  483  
RETFRGSTEAEGKFVRQSGGKGQYGHVWIEFTPNEEGKGFEFENAIVGGVVPREYIPAVK  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   LE G L G+ + D K     G Y+   S    F+  A + L+ A K++   
+LE
Sbjct  543  
AGLEGALENGVLAGYPLVDIKAKLYDGSYHDVDSNEMAFKVAASMALKNAAKKANPVILE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P ++  +  P++YL             IE  + + +  +    IP   +  Y T L   
+
Sbjct  603  
PIMAVEITVPEDYLGDVMGHVTARRGRIEGTETRGNAQIVQSMIPLSEMFGYATTLRSAS  662

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  663  QGRGTFSMTFDHYE  676

>CDC80071.1 elongation factor G 1 [Clostridium sp. CAG:465]
Length=694

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 184/667 (28%), Positives = 313/667 (47%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHDGGATMDWMAQEQERGITITSAATTCY  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GVQ Q+  ++    K N
+P +
Sbjct  73   
WNNNRINIIDTPGHVDFTIEVERSLRVLDGSVTVLCAKGGVQPQSETVWRQANKYNVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +++NK+D  G D  + V+ ++++L A+ +            K  V L             
Sbjct  133  
VYVNKMDITGADFFNCVKQLKERLQANAVPIAIPIGKEDTFKGLVDLVKMDACIHYDDLG  192

Query  162  --------PEIV--
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



                    P+ +  L E    +  +AV E +D L+EKY+ GE ++ E++ +  ++     
Sbjct  193  
KDVRREPIPDDLKELAEEYRTKLVEAVAEQDDALMEKYLMGEELTEEEIKKGLRKGTIAN  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGSV  253
            ++ PV  GS+ K   +Q L+D +             + + E G+                
Sbjct  253  
TIVPVTCGSSYKNKCVQELLDNIVDYMPAPTDIPHIKGVLEDGTEEERISADDQPFAALA  312

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL     V  A + K     ++ +M   ++ +I +    
Y
Sbjct  313  
FKIMTDPYVGKLTFFRVYSGTLESGSYVLNANKGKKERIGRLIQMHANNRQDITKV---Y  369

Query  310  PGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +    V   D L D          E P P++   I PKT A ++++  
AL +L
Sbjct  370  
AGDIACAVGLKDVSTGDTLCDENAPIILESIEFPEPVIDVAIEPKTKADQDKMDLALQKL  429

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RPL  425
            A+ DP  +   D  T + I++ +G + L+++   +  ++K+E  V +P V Y E   
+P+
Sbjct  430  
AEEDPSFKAYTDQETGQTIIAGMGELHLDIIVDRMKREFKVEANVGKPQVAYKETIRKPV  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            K     I  +      +  + L V P   G G ++ S++  G + + +     +G+
+  +
Sbjct  490  KVQGKFIR-
QSGGRGQYGDVWLEVEPNEPGKGYEFTSKIVGGVVPKEYVKPTDEGVQDAM  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D K+    G Y+   S+ A F     + L++A ++ G  LLEP +   
+
Sbjct  549  
KAGILAGYPVVDIKVALVDGSYHDVDSSEAAFHIAGSMALKEACRQGGAVLLEPIMKVDI  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E     +        IP   +  Y TDL   T GR 
V  
Sbjct  609  
IVPEEYMGDVIGDVNSRRGRMEGMDTVQGTTTIHSFIPLSEMFGYATDLRSRTQGRGVYS  668

Query  605  TELKGYQ  611
             E   Y+



Sbjct  669  MEPSHYE  675

>WP_027868399.1 elongation factor G [Eubacterium sp. AB3007]
Length=689

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 189/690 (27%), Positives = 321/690 (47%), Gaps = 
73/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G  + D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGKTHKIGETHDGAAQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++       
+
Sbjct  70   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEGYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   +++  E
+  +
Sbjct  130  
PRMIFVNKMDIMGADFFRVVDMVKDRLKANAVPVQLPIGKEENFKGIIDLITMKAEVYED  189

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E  T I             E W     ++V E+++ L+ K++ GE ++ +++    
+++ 
Sbjct  190  
ELGTKIDEESIPEDMLELAEEWREKMLESVAESDEDLMMKFLEGEELTEQEIKETIRKQT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GSA K  G+Q L+D +              G+    GE+           
Sbjct  250  
IANEMVPVMCGSAYKNKGVQMLLDGIVDYMPAPIDIPPIKGVDPDSGEEVERVSDDKEPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V       +E++ +I +M    + 
EI + 
Sbjct  310  
SALAFKIMADPYVGKLAFFRVYSGTLDSGSYVYNSTKGHKERIGRILQMHANKREEIPKV  369

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



               Y G+I   +   +    D L D +        E P P++   I PKT A +E+
+  A
Sbjct  370  ---
YSGDIAAAVGLKNTTTGDTLCDESHEVILESMEFPDPVIEIAIEPKTKAGQEKMGVA  426

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  427  
LAKLAEEDPTFKTYTNEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKETI  486

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               A   H    +   +  +  + + V P   G G ++ + +  G + + +   + 
+GI+
Sbjct  487  
TGTADVDHKYAKQSGGHGQYGHVKIKVYPREPGEGFEFVNSIVGGAIPKEYIGPIEEGIK  546

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G + G+ V D  +    G Y+   S+   F+  A +   +A K++   
LLEP   
Sbjct  547  
SAMEVGPVAGYQVVDVGVELYDGSYHEVDSSEMAFKVAASMAFREAAKKANPVLLEPVFK  606

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE + +    V     +P   +  Y TDL   T 
GR 
Sbjct  607  
VEVTVPEEYMGDVIGDISGRRGRIEGSDMNNGAVAIRAMVPLSEMFGYATDLRSRTQGRG  666

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            + + +   ++          + P++ LDKV
Sbjct  667  IYVMQFDHFE----------KLPDNLLDKV  686

>WP_093728582.1 elongation factor G [Terribacillus halophilus]
 SDD58895.1 elongation factor G [Terribacillus halophilus]
Length=692

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/680 (28%), Positives = 316/680 (46%), Gaps = 
68/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE---  167
            +F+NK+D+ G D    V+++ ++L A+                I   ++L     L
+   
Sbjct  132  
VFVNKMDKTGADFLYSVKTMHERLGANAHPVQLPIGAEDNFEGIIDLITLEAHFYLDDLG  191

Query  168  ---ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E  +I A              +AV E ++ L+E+Y+ GE IS E+L    ++     
Sbjct  192  
QKFETREIPADMQDLVEEYRTNLIEAVAEQDEDLMERYLEGEEISNEELKNAVRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
              +PV+ GSA K  G+Q L+D             A+ G+     E+       S      
Sbjct  252  
EFYPVFCGSAFKNKGVQLLIDGVVDYLPAPTDVAAIEGIVPGTEEKIVRKSSDSEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ EI +    
Sbjct  312  
AFKVATDPFVGKLTFFRVYSGTLEAGSYVKNSTKDKRERVGRILQMHANSREEISKV---  368

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L        P P++   I PKT A ++++  
AL +
Sbjct  369  
YAGDIAGAVGLKDTTTGDTLCDEKSLVILESMVFPEPVISVAIEPKTKADQDKMSVALGK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  P V Y E   
+A
Sbjct  429  LAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQVAYRE-
TFRA  487

Query  428  ASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            A+      V  +      G   +   P   G+G ++E+++  G + + +  +V  
GI+  
Sbjct  488  
AAEVEGKFVRQSGGRGQFGHVWIKFEPNEEGAGFEFENKIVGGVVPREYIPSVEAGIKEA  547

Query  485  LEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    +LEP 
+   
Sbjct  548  
MENGVLAGYPLIDVKASLFDGSYHDVDSNEMAFKVAASMALKNAKNKCNPVILEPLVKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E    +    V    +P   +  Y T L   T 
GR   
Sbjct  608  
VVIPEEYMGDIMGDITSRRGRVEGMDTRGASQVVNAFVPLAEMFGYATALRSNTQGRGTY  667

Query  604  LTELKGYQ---AAVGQPVIQ  620
                  Y+    +VG+ +I+
Sbjct  668  TMTFDHYEEVPKSVGEEIIK  687

>WP_046176545.1 elongation factor G [Domibacillus indicus]
Length=692

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V ++ D+L A+                    I +K T+    
L 
Sbjct  132  
VFVNKMDKLGADFLYSVSTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATMYGNDLG  191

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             EI   E  DI A              +AV E +++L+EKY+ GE ++ +++    
++ V
Sbjct  192  TEI---
EVVDIPADYQDQADEYREKLIEAVAELDEELMEKYLGGEELTNDEIKAAIRKGV  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPVDVPAIKGILPDSDEEVERESSDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLSSGSYVQNSTKGKRERVGRILQMHANSREEISEV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PKT A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIHLSVEPKTKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP      D  T E+++S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFHARTDQETGEVVISGMGELHLDILVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RASAQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGSVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DAMQNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASMALKNAVSKCNPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  NYSMHFDHYE  675



>OGN61498.1 translation elongation factor G [Chlamydiae bacterium 
RIFCSPHIGHO2_12_FULL_49_11]
Length=702

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
84/677 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+  G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTVTERILFYCGKSHKIGEVHEGAATMDWMEQEKERGITITSAATTVY  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+ CK+NI+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++    +  
+P +
Sbjct  74   
WNDCKINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAVRYKVPRI  133

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             FINK+D+ G D    ++S+++KL A  I  Q                            
Sbjct  134  
AFINKMDRIGADYYMCIRSMKEKLGAHAIAMQLPIGEENEFCGMVDLVSMRAIIYETETM  193

Query  157  ----TVSLSPEIVLEENTD-----IEAWDAVIENNDKLLEKYIAG-
EPISREKLVREEQR  206
                 V+  PE +LE+        +E    + E N+  + + +   + I  E++ +  
++
Sbjct  194  
GDAPKVTDIPENLLEKAKSFRQKMLEELATIDEENENFMIQVLEDPDNIPAEEIHKVIRK  253

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-----------------------
LFQPIGE  243
             V    + PV  GSA K  G+QPL+DAVT                          
QP  +
Sbjct  254  
GVIANEITPVLCGSAFKNKGVQPLLDAVTRWLPSPIDRGELVGYDADNHDKKLTLQPRDD  313

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
            +  +AL    FK+       R  ++R+Y+G+L     V  + ++K     +I +M   
++
Sbjct  314  EKFSALA---
FKIMSDPYVGRLTFIRVYTGSLSKGTAVINSTKDKKERISRILKMHANNR  370

Query  300  GEIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++   D A+ G+IV ++   +    D L   G P  L +  +   P P++   I 
PK+ 



Sbjct  371  EDL---DEAFAGDIVAVVGLKNTTTGDTLCFEGFPLLLEKMHF---
PEPVISMAIEPKSK  424

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A RE+L  AL+ LA+ DP  +   +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  425  
ADREKLAVALSALAEEDPTFKVSSNEETGQTIISGMGELHLDILRDRMMREFKVEANVGT  484

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   RP K  +  I  +      +A + L + P   G G +  +++  G 
+ + 
Sbjct  485  PEVSYRETITRPGKCENKYIK-
QSGGRGQYAHVILEIEPNEPGKGNEVVNKIVGGVIPKE  543

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F  A   GI  GL  G+  G+ + D K+   +G Y+   S+   F+  A + + +A 
+++
Sbjct  544  
FIPACIKGIEEGLNTGVVAGYPIVDVKVAIVFGSYHDVDSSEMAFKICASMGVREAARQA  603

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCIQAYR  590
            G  LLEP +   +  P+ ++     D  K    I         V+    E+P   +  
Y 
Sbjct  604  
GAFLLEPLMKVCVTTPEPFVGDVIGDLNKRRGQIMAQNSIPGNVIQVDAEVPLSSMFGYT  663

Query  591  TDLAFYTNGRSVCLTEL  607
            TDL   T GR+    E 
Sbjct  664  TDLRSATQGRATHTMEF  680

>WP_005545160.1 GTP-binding protein [Paenibacillus alvei]
 EJW18640.1 tetracycline resistance protein TetP [Paenibacillus 
alvei DSM 
29]
Length=649

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 173/615 (28%), Positives = 298/615 (48%), Gaps = 
25/615 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+ AHVDAGKTT  E +LY + +I   G V+      D+  +E++RGITI A     
Sbjct  3    
ITLGLFAHVDAGKTTFAEQILYHTRSIQSRGRVDNKDAFLDSHEIEKERGITIFADQAVM  62

Query  64   



QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +      ++DTPGH+DF AE+ R++ V+D AI+V+S+ +G+Q  T  ++  L+K  
+PT
Sbjct  63   
TYKGNSYTLIDTPGHVDFSAEMERAIQVMDAAIIVVSSVEGIQGHTETVWRLLQKQGVPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----  179
            + F+NKID+ G D++ V++ +R  L+ADI+   +            +D E  D VI    
Sbjct  123  IFFLNKIDRIGADVERVIEEIRLNLTADILEMSSYC----------
SDGELGDDVITFMA  172

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E ND+LLE Y+ G    + + +R  +  + +   FP   GSA + +G++ +++ +    
Q
Sbjct  173  ERNDELLELYLGG-
SYEQAEWLRAMRHMLAERKWFPCVRGSALQDVGVEQVLELIHQFIQ  231

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMRI  296
              G        G V+K+ Y D G R  ++++ SG+L +RD V   AG +    K+T 
+ I
Sbjct  232  T-
GYVSEGDFAGRVYKIRYDDQGTRMTHMKIMSGSLSVRDEVRYRAGSDAFMEKVTSIHI  290

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             S  +  + D A  G++  +   +      +GD   +  +      +P L++ +      
Sbjct  291  YSGQKAQQVDRAEAGQLCAVTGLTAA---
SVGDGLGMLEEPAAYHIIPTLKSKVIFPADL  347

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +L    +L   DP+LR + D    EI +  +G +QLEV+  ++ E++ +      
P
Sbjct  348  
HVKEVLACFHRLDAEDPVLRVQWDEHVQEIHIHVMGMIQLEVLERIVKERFGITVSFAVP  407

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E     A+   H E  P   +A   L + P    SG+Q  +      L  +
+QN 
Sbjct  408  EILYKETIRSVANGCGHFE--
PLGHYAEARLRLEPGERDSGIQVFNECHPDELGVNYQNL  465

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      GL  G  +TD +I    G  ++  ++  DFR  +   L Q L+++   
L
Sbjct  466  
IMQHLLERDHHGLLTGSPLTDVRITLLTGRAHNRHTSGGDFREASFRALRQGLEQADNVL  525

Query  536  



LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +  +    + + +   D  K   T+E       + V  G +P      Y T
+LA 
Sbjct  526  
LEPYYNVKITVDADDMGKVMADVQKAHGTLEPPDFVGSKAVIIGRVPVSTFMNYSTELAA  585

Query  596  YTNGRSVCLTELKGY  610
             T G+ +      GY
Sbjct  586  NTQGKGMIQILFGGY  600

>WP_020585502.1 elongation factor G [Desulfobacter curvatus]
Length=677

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 199/673 (30%), Positives = 314/673 (47%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT
Sbjct  9    
KIRNIGIMAHIDAGKTTVTERILYYTGRSHKIGEVHDGEATMDWMQDEQDRGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              QW    + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
+  +
Sbjct  69   
YCQWKGATIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D  +   S+++KLSA                   D++  + +
+ + 
Sbjct  129  
PRMAFINKMDRTGADFFAACDSIKEKLSANPVMIQVPIGAEDRFQGVIDLLTMEQIAWND  188

Query  163  EIV---------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +               L E    +  +AV E +D ++EKY+  E IS ++L    
+  
Sbjct  189  
ETLGAEYTAGPIEDEFRELAEEYRDKLLEAVSELDDDIMEKYLGEEEISVDELRIAIRAA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGL---------
FQPIGEQG  245
                 + PV  GSA +  G+QPL+DA             V G+         F+P   
+ 
Sbjct  249  
TIRRDMVPVLCGSALRNKGVQPLLDAIDYYLPSPKDVPPVKGVHPETDEILEFKP---EK  305



Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
            +  L   +FKV   + G++  + R+YSG +     V   AL  +EKL +I  M    
+  
Sbjct  306  NGPLAALIFKVSMIE-
GRKLSFARIYSGKIASGGDVFNPALNRKEKLSRILRMHANKRE-  363

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              R D A  G+IV I+   S    D L +P         E  LP++   I PKT A 
+E+
Sbjct  364  --
RLDEASAGDIVGIVGLKSSVTGDTLCNPDHPVLLEKMEYALPVISIAIEPKTHADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L D L +    DP L+   D  T + ILS +G + LE++ + + +++     V +P 
V+Y
Sbjct  422  
LDDVLEKFMIEDPTLKVSKDEETGQTILSGMGELHLEIIISRMVKEFNTSVNVGKPQVVY  481

Query  421  MERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     A+       E+     +A++ + + PL+ G GV ++S V    +   +   
+ 
Sbjct  482  
REIITAPATGQAVFDREIQGKSHYANVTVELNPLNRGQGVTFKSLVPEEKIAPQYIPNIE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR  L+ G   G+ + D +I    G      ++   F   A + +++ALK +   
LLE
Sbjct  542  
TGIRESLDGGFLKGYPIVDVEIVLADGFSEEGKTSELGFGVCAAMAVKEALKNAKMALLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P   +  A  D       +E+   K +  V    +P   +  Y T L   
T
Sbjct  602  
PIMDVEVFVPDANMGDAIADLNARGGRVESITPKSNIQVIKAVVPLSKMFGYSTALRSAT  661

Query  598  NGRSVCLTELKGY  610
             GR     + K +
Sbjct  662  QGRGTFTMQFKSF  674

>WP_039121816.1 elongation factor G [Lactobacillus ruminis]
 KIC05051.1 elongation factor G [Lactobacillus ruminis DPC 6832]
 KLA43916.1 elongation factor G [Lactobacillus ruminis]
Length=696

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.



 Identities = 186/690 (27%), Positives = 326/690 (47%), Gaps = 
69/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G +    V +++D+L A+ +  Q + +  E   E   D+         
Sbjct  131  PRIVFVNKMDKIGANFDYSVSTIKDRLQANPLPVQ-
MPIGAEDNFEGVIDLVEMKADLYD  189

Query  173  -----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD                     A+ + +D+++EKY+ GE IS+E++    
++
Sbjct  190  
EDELGSKWDTVDIPEEYRADAEERRDQMIEALADVDDEIMEKYLGGEEISKEEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
                  ++PV+ GSA K  G+Q ++D V   L  P+  +   A                 
Sbjct  250  
ATLSLDVYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATNADTDEEEDLIADDDK  309

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 
EI 
Sbjct  310  
PFAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRKEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +        D L DP         E P P+++ ++ PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPDPVIQVSVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E



Sbjct  427  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +  S       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  487  
TFTQQVSAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  547  
LKEAMANGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++ L             +E  + + +  V    +P   +  Y T L   
T G
Sbjct  607  
MKVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLAEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R      +  Y+    A+ + +I+    N+
Sbjct  667  RGTFTMTMDHYEPVPKAIQEEIIKKNGANA  696

>PKN33574.1 elongation factor G [Deltaproteobacteria bacterium HGW-
Deltaproteobacteria-19]
Length=679

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/662 (29%), Positives = 314/662 (47%), Gaps = 
67/662 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
AAVT
Sbjct  9    
RIRNIGIIAHIDAGKTTVTERILYYTGRSYKMGEVHDGEAVMDWMPQEQERGITITAAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +++I+DTPGH+DF  EV RSL VLDGA++V  A  GV+ Q+  ++H   
K  +
Sbjct  69   
TCNWENHEIHIIDTPGHVDFTIEVERSLRVLDGAVVVFDAVGGVEPQSETVWHQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156



            P + F+NK+D+ G D    +  +R++ S+                   D+I ++      
Sbjct  129  
PKIAFVNKMDRIGADYSRTLDMMRERFSSLPLPIQIPAGQEDGFQGIVDLIRRKFITWDN  188

Query  157  -------TVSLSPEI---
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   TV   P+     L+++ D    + + + +D + EKY+AGE I  +++ +  
++
Sbjct  189  STQGQNFTVQDVPDEFAGALQDHRD-
RMIEVLADLDDGIAEKYLAGEEIGEDEIRKAIRQ  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-----
GSAA-  248
                    PV  G+A +  GIQPL+DAV                 P+  +      
SAA 
Sbjct  248  
ATLSLRAVPVMCGTALRNKGIQPLLDAVVQYLPSPVDVPPVRGHHPVTHEEEVRHSSAAE  307

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTD  306
             LC   FKV+  D G++  YLR+YSG ++    +  AG+  K KI  +      +  
R +
Sbjct  308  PLCALAFKVQL-
DEGRKLTYLRIYSGQVKAGGEIYNAGKGRKEKIARLLKMHANKRERLE  366

Query  307  TAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            TA  G+I+ ++        D +   G P  L      E   P++   I  KT + 
+ERL+
Sbjct  367  TAIAGDIIAVVGLKETATGDTICDEGHPILLEPMDIYE---
PVISQAIEAKTPSDQERLV  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +  D DP LR + D  T + ++S +G + LE++   L  ++     V +P V
+Y E
Sbjct  424  
VALAKFVDEDPTLRVKYDDETAQTVISGMGELHLEIIIDRLIREFNAHVNVGKPRVVYRE  483

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+         E+     + S+ L + PL  G G    +R+    + + F  A
+ +G
Sbjct  484  
TIQKSVELDGVFERELGDRRHYGSVRLRLEPLERGMGNDIVNRIDPAQVPEEFHQAIVEG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            IR  +  G + G+ V D +I    GL+    S+   ++  A         ++   
LLEP 
Sbjct  544  
IREAIFSGTVAGYPVIDVRITLLGGLHRDSESSQLGYKIAASTAFRGGFAQADPALLEPI  603

Query  540  



LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + +P E++     D       ++    +        ++P R +  Y TDL   
T G
Sbjct  604  
MLVDILSPSEFMGEVIGDINARKGEVQAITPRGPISEIRAKVPLRAMFGYSTDLRSATQG  663

Query  600  RS  601
            R+
Sbjct  664  RA  665

>WP_100442003.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL24600.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 209/674 (31%), Positives = 312/674 (46%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G     V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFGRVLEQLQDKLQARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T I  WD                AV ++++ L + ++ G  I   +L+R   
R
Sbjct  189  QWQDGAATTITPWDDTARAQWQPQRDALVEAVADHDEPLADAWLEGRVID-
ARLLRAAIR  247

Query  207  RVQDASL-FPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------  248
            R   A    PV  G+A K  GI+ L+DAV   L  P+     +A                
Sbjct  248  
RATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDDGEVVLPPDPDGP  307



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVR  304
            L G +FK+ +   G    ++RLYSGTLR+ D VA +    GR   ++  ++     
+I  
Sbjct  308  LAGLLFKITHQQHGALS-
FVRLYSGTLRVGDAVASSQHPQGRRVSRLVRVQADQTHDI--  364

Query  305  TDTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R
Sbjct  365  -EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLESI---
QAQAPVLAWRLEPARAADLIR  420

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +   L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P 
V Y
Sbjct  421  
MAQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGAPRVAY  480

Query  421  MERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E P++A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV
Sbjct  481  QETPMRAMAGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAV  539

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLE
Sbjct  540  
EKGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+
Sbjct  600  
PVMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLS  659

Query  598  NGRSVCLTELKGYQ  611
             GR+     L GY+
Sbjct  660  QGRASSEAHLHGYE  673

>WP_024532235.1 elongation factor G [Streptococcus suis]
 BBA91816.1 elongation factor G [Streptococcus ruminantium]
Length=693

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 323/677 (48%), Gaps = 



77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  



P 
Sbjct  419  
QDKMGVALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R   +A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>APO31209.1 feoB: ferrous iron transport protein, partial 
[uncultured bacterium]
Length=134

 Score = 241 bits (616),  Expect = 2e-73, Method: Composition-based 
stats.
 Identities = 118/134 (88%), Positives = 125/134 (93%), Gaps = 0/134 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIGILAHVDAGKTTLTESLLY SGAI E GSV
+KGTTRTDTMFLERQRGITIQAAV
Sbjct  1    
MKIINIGILAHVDAGKTTLTESLLYTSGAILELGSVDKGTTRTDTMFLERQRGITIQAAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W+  K+NIVDTPGH DF+ EVYRSL+VLDGAILVISAKDGVQAQTRILFHAL
+KMN
Sbjct  61   
TSFNWNDYKINIVDTPGHTDFITEVYRSLSVLDGAILVISAKDGVQAQTRILFHALQKMN  120

Query  121  IPTVIFINKIDQAG  134



            IPT+IFINKIDQ G
Sbjct  121  IPTIIFINKIDQYG  134

>WP_022415881.1 GTP-binding protein [Dorea longicatena]
 CDE17286.1 putative translation elongation factor G [Dorea 
longicatena CAG:42]
 CUN49120.1 Vegetative protein 19 [Dorea longicatena]
Length=916

 Score = 263 bits (673),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 191/636 (30%), Positives = 305/636 (48%), Gaps = 
44/636 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+E +LY SG I + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKHITIGILAHVDAGKTTLSECMLYLSGQIRKLGRVDHKDAFLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L
++  
Sbjct  61   
AELKMGNLGITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWRLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D   V+  ++++L    I    ++             E +D
++  
Sbjct  121  IPTFIFINKMDQVGTDKAKVLADLQNRLDEGCIDFSEITE------------
ETYDSLAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++K +E+Y+  E I  + +       + +   +P Y+GSA K  G+Q  MD +TG  
+ 
Sbjct  169  CDEKAMEEYLESEKIEEDTIA----
EIIGNRKAYPCYFGSALKMEGVQEFMDGMTGYVEK  224

Query  241  IGEQ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKI--  291
              EQ       ++     VFK+     G R  YL++ SGTL+++DT+  +AG+++ 
K   
Sbjct  225  -
NEQINSTDTNTSNFGAKVFKISRDPAGSRLTYLKVTSGTLKVKDTLTGIAGKQQSKKES  283

Query  292  ------TEMRIPSKGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRW-----  338
                  +E  + S  E V     Y GE   ++  + S  +  V G     P +       
Sbjct  284  



DLAQDRSETVMNSWEEKVNQIRIYSGEKYEMVQEAKSGMVCAVTGLNYTYPGEGLGIECD  343

Query  339  REDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             E P   P+L   I         ++L  L  L + DP+L+   +    EI    +G 
VQ+
Sbjct  344  
SEAPALEPVLSYKIELPEGCDVHKMLGNLRILEEEDPMLKIVWNEELGEIHAKLMGAVQI  403

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            E++ +L+ +++ ++      +++Y E          H E  P   +A + L + P   
GS
Sbjct  404  EILKSLIKDRFGVDVEFDTGNIVYKETIQNTVEGVGHFE--
PLRHYAEVHLKMEPGERGS  461

Query  457  GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPAD  515
            G+   +  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
D
Sbjct  462  
GIVIGTDCSEDMLDKNWQRLILTHLLEKEHRGVLTGSVITDMKITLTAGRAHLKHTEGGD  521

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR      + Q L ++ + LLEPY  F L  P   + RA  D  +      T Q + 
+  
Sbjct  522  
FRQATYRAVRQGLMQAESMLLEPYYDFQLEIPSGMIGRALTDIQRMNGETGTPQTEGEMT  581

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               G  P   ++ Y+ ++  YT G+       +GY+
Sbjct  582  TIEGYAPVTGMRDYQMEVNSYTRGQGHLTCTFRGYE  617

>WP_017380687.1 GTP-binding protein [Paenisporosarcina sp. TG-14]
Length=649

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 170/609 (28%), Positives = 290/609 (48%), Gaps = 
17/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT  E LL+ + +I + G V+   +  D+  +ERQRGITI A    
F +
Sbjct  5    
IGIFAHVDAGKTTFAEQLLFHTKSIKQRGRVDHKDSFLDSHDIERQRGITIFADQAIFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF  E+ RS+ V+D AI+++SA +G++  T  ++  LRK 
NIPT  



Sbjct  65   
KDSTYYLIDNPGHVDFSPEMERSIQVMDYAIVIVSAVEGIEGHTSTIWQLLRKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+   D++SV+Q +   L+A+ +   T S   + + E   +      V E 
++KL
Sbjct  125  FINKTDRIAADVESVLQEIHSDLTAN-VYDITDSFQQDDMTEALIEF-----
VAERDEKL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  YI  E   ++  ++  +  +++  +FP  YGSA + +G+   ++    L        
Sbjct  179  LNYYIE-EGYQKDLWLKALKLMIKENKIFPCSYGSALQDIGVIEFLNRFDQL-
TSTHYSN  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              A  G V+KV + D G R  +++  +GT+ +RD +     E     KIT++R+ +  
+ 
Sbjct  237  
EDAFSGRVYKVRHDDKGTRITFIKALNGTISVRDELTYGNNEHRNTGKITQIRVYNGSKY  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    GE+  +   S   N   GD      ++   + +P L++ +        
+  L
Sbjct  297  KMVDHVKAGELFAVIGLS---
NAFTGDGLGTLHEKAVYEMIPTLKSRVVIDPLVHIKDAL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             +   L   DP L    +    EI +  +G +QLE++  L+ E++  E   +EP +
+Y E
Sbjct  354  
RSFKMLDVEDPSLNVRWEERLQEIHIHVMGTIQLEILKQLVMERFHFEVSFEEPKILYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                  +   H E  P   +A + L + P    SG+ + +      L    QN VR  
+ 
Sbjct  414  TIESTTNGYGHFE--
PLKHYAEVHLKIEPSERNSGITFNNTCHANDLTVGNQNLVRQHLF  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G  +TD KI    G   +  ++  DFR      L Q L+++   
LLEP+  
Sbjct  472  
EKAHNGILTGSPITDVKITLLTGRADNMHTSGGDFREATYRALRQGLEKTSNHLLEPFYY  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +      + +   D      + ++ + + ++ + TG++P      Y  +LA YT 



G+ 
Sbjct  532  
FRVKVELHQMGKVLSDIQIAYGSFDSPKTEGNKAILTGKVPVSTFMNYAAELASYTQGKG  591

Query  602  VCLTELKGY  610
            +      GY
Sbjct  592  MLNLVFGGY  600

>WP_071452225.1 elongation factor G [Bacillus coagulans]
 APB37884.1 translation elongation factor G [Bacillus coagulans]
Length=692

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVS----  159
            P ++F+NK+D+ G D    V ++ D+L A+                   +I+   +    
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFEGIIDLIEMNATFYGD  188

Query  160  -LSPEIVLEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I + E  D      E +     +AV E ++ ++EKY+ GE IS+E+L    
++  
Sbjct  189  
DLGTKIEVREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G     GE+           
Sbjct  249  
CNVEFFPVLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTIPDTGEEVFRHSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M    + 



EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGTLSAGSYVKNSTKNKRERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D          E P P+++ ++ PK+ A +++
+  A
Sbjct  366  
DMVYAGDIAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAKVQGKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DAMQRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCDPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYLGDIMGQVTARRGRVEGMEARGNAQVVRAIVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMTFDHYE  675

>WP_068724550.1 GTP-binding protein [Paenibacillus sp. DMB5]
 KUP24218.1 elongation factor G [Paenibacillus sp. DMB5]
Length=654

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 191/630 (30%), Positives = 296/630 (47%), Gaps = 
50/630 (8%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I IG+LAHVDAGKTT  E LLY + AI   G V+   T  DT  +E+ RGIT+ 
A   
Sbjct  3    
KNITIGLLAHVDAGKTTFAEQLLYHTEAIRSRGRVDHKDTFLDTHEIEKARGITVFADQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F +      ++DTPGH+DF  E+ R L +LD A++++SA +GV+  T  ++  LR   
+
Sbjct  63   
EFSYGDSHYFLLDTPGHVDFSPEMERVLQILDYAVVIVSAVEGVEGHTETVWQLLRSHRV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT  FINK D+ G D Q V+  +R  LS D        + PE+      D E    
+ E 
Sbjct  123  PTFFFINKTDRIGADPQRVLSEIRQLLSGDAF------MLPELDT-
GGVDEELRSFLAER  175

Query  182  NDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            ++ L E Y+ G   EP+ +E LV      V+   +FP   GSA    GI   +  +  
L 
Sbjct  176  DEALFEAYLDGSLDEPVWKEALV----
NLVRQGKVFPCMAGSALLDEGIGSFLRNLDAL-  230

Query  239  QPIGEQG-SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAG-
REKLKITEM  294
              + E        G V+KV Y D G R  Y++   G L++R+  T   AG R   
+IT +
Sbjct  231  -
AVTEYDYRLPFAGRVYKVRYDDKGTRITYIKALQGVLKVREELTCGPAGKRISERITGI  289

Query  295  RIPSKGEIVRTDTAYPGEIVIL-------PSDSV-
RLNDVLGDPTRLPRKRWREDPLPML  346
            R  +  +    D A  GE+  +       P + V  L D +G              
+P+L
Sbjct  290  RRINGAKTAAADWAGAGELFAVTGLTAAGPGEGVGELEDTVGSGL-----------
VPLL  338

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            R+ +  +     + +L A  QL   DP L    D +  E+ +  +G++QLEV+  
+L E+
Sbjct  339  
RSKVCFEPPVHLKEVLQAFQQLGAEDPSLNVSWDEMLQELQIQVMGQIQLEVLEQVLRER  398

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR---  463
            + +     +P ++YME     A    H E  P   +A + L + P   GSGV   +
+   
Sbjct  399  FHIPVTFGDPEILYMETIKSIAYGCGHFE--
PLGHYAEVHLKLEPGERGSGVTVHNKCHP  456



Query  464  --
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              +++GY NQ  Q  +  G  +GL   L G  +TD +I    G  ++  ++  DFR  
A 
Sbjct  457  DHLAVGYQNQIVQVLLDKG-HHGL---
LTGSPLTDVQITLLSGRAHNKHTSGGDFREAAL  512

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              L Q L+++   LLEP+  F +    +++ R   D  +   +  + ++  +  +  
G +
Sbjct  513  
RALRQGLEQAENVLLEPFYDFKIRIHADHVGRVMSDIQQASGSFTSPEINGETAILAGTV  572

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P      Y   LA  T G+        GYQ
Sbjct  573  PVATFMNYPVRLASMTQGKGAISLRAGGYQ  602

>WP_098036108.1 MULTISPECIES: GTP-binding protein [Lactobacillus]
 PEG90227.1 elongation factor G [Lactobacillus sp. UMNPBX12]
 PEG92140.1 elongation factor G [Lactobacillus sp. UMNPBX11]
Length=641

 Score = 258 bits (658),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 188/625 (30%), Positives = 300/625 (48%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVASYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   



+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +      A  G++V L       P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFTTITEAEAGDVVALTGLSKSYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_093275166.1 GTP-binding protein [Psychrobacillus sp. OK032]
 SES40527.1 small GTP-binding protein domain-containing protein 
[Psychrobacillus 



sp. OK032]
Length=641

 Score = 258 bits (658),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 174/607 (29%), Positives = 292/607 (48%), Gaps = 
22/607 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY +  I + G V+   +  D+  +E+ RGITI A    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTQTIRQRGRVDHQDSFLDSHSIEKNRGITIFADQGIFAY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA DGV+  T  ++  L+K  
+PT  
Sbjct  65   
NNSTYYVIDTPGHVDFSPEMERAIQVMDFAIIIISAVDGVEGHTETVWQLLQKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D  G D+  V   +R  LS D +   T     +++          + + E 
++ L
Sbjct  125  FINKTDYEGTDVAEVFAEIRANLSED-VCNMTNGFDEDLI----------
EFIAERDEDL  173

Query  186  LEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LE Y+  E    E+L ++  +R +++  +F    G+A K +G+   ++ +  L +    
Q
Sbjct  174  LEHYM--
ETGFDEELWKQAFKRMIKENQVFACASGAALKDIGVIEFLEKLEWLTETSYNQ  231

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                    V+K+ + + G R  +L+L SG+L++RD V L G    KIT++R+ S  
+   
Sbjct  232  -EDDFAAQVYKIRHDESGNRITFLKLLSGSLKVRDEVTL-
GELTEKITQIRVYSGNKYKT  289

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             + A  GE+V +   S+     +GD      K+   D +P L++ +    +   + 
+L  
Sbjct  290  VNQAVAGELVAVTGLSIA---
SIGDGIGAIAKKTTFDMIPTLKSKVIFDASIHVKEMLRC  346

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    D    EI +  +G +QLEV+  ++ E++K      +P ++Y 
E  



Sbjct  347  
FKLLDAEDPSLHVYWDEHFQEIHVHVMGVIQLEVLEQIVLERFKFNVSFGDPRILYKETI  406

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                    H E  P   +A + L + P   GSG+  ++      L+   QN V   
+   
Sbjct  407  DTTVKGYGHFE--
PLKHYAEVHLLIEPAERGSGIYLDNACHANDLSIGNQNLVLHHLLER  464

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G+  G  +TD KI    G  ++  +   DFR      L Q L+++   LLEP+  
F 
Sbjct  465  
DHHGILTGSALTDVKITLITGRGHNEHTHGGDFREATYRALRQGLEKAENVLLEPFYDFK  524

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    + + R   D  +   + ++ +   D+V+  G +P      Y T  A +T+G
+   
Sbjct  525  
IKVDMDLIGRVLSDVQQAHGSFDSPENIGDKVIVKGRVPVATFMNYSTTFASFTHGKGTL  584

Query  604  LTELKGY  610
                 GY
Sbjct  585  SLLFGGY  591

>WP_046213349.1 elongation factor G [Paenibacillus wulumuqiensis]
Length=690

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 322/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIII------------------------------  154
             ++NK+D  G D  +VV+ +RD+L A+ +                               



Sbjct  132  
AYVNKMDIIGADYLNVVKDMRDRLQANAVAIQLPIGAENDFVGIIDIIEMKAIQYKDDLG  191

Query  155  KQTVSLSPEIVLEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            K  V +     L++  D   +E  + V E +++L+ KY+ GE ++ +++    ++ 
V D 
Sbjct  192  
KDPVDIEIPADLKDTVDELRMELVEKVSELDEELMMKYLEGEELTVDEIKAALRKGVCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+         E G+  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVIDYLPSPLDVPAINGQLEDGTEEIRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSREEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   +  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
ATALGKLTEEDPTLRASTNEETGQTILAGMGELHLDIIIDRMRREFKVETNVGQPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +  + +   PL  G+G Q+ES++  G + + +     
Sbjct  482  ETFRQPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEAGTGNQFESKIVGGSVPREYVGPAL  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEQMKNGVLAGFPVVDVKATIVDGSYHDVDSNEMAFKIAGSMALKSAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T



Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRSGTQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_034926817.1 elongation factor G [Erysipelotrichaceae bacterium 
NK3D112]
Length=690

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 191/676 (28%), Positives = 311/676 (46%), Gaps = 
77/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGKIYKIGETHDGASQMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDGA+ V+ +K GV+ QT  ++    
+  +
Sbjct  69   
TCHWKDCQINIIDTPGHVDFTAEVERSLRVLDGAVTVLDSKAGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQ-----  156
            P ++F NK+D  G D    V S+ ++L A                     + +KQ     
Sbjct  129  
PRIVFSNKMDATGADFDMSVASIGNRLGAKAAAIQMPIGAEQSFRGIIDLVTMKQYMYQN  188

Query  157  ------TVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   ++   E  L++ TD+     + + + +++++ K + GE  + E++ R  
+  V
Sbjct  189  
DLGTDIKITDIDEQYLDKATDMRQTMLEMIADYDEEVMMKVLEGEEPTVEEIKRAIRAGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSA  247
              +  FPV  GSA K  G+Q ++DAV                          P  E
+  A
Sbjct  249  
LTSEFFPVMCGSAYKNKGVQLMLDAVVEYLPAPTDVPSIKGHLDDGTEDERHPSDEEPFA  308

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR---  304
            AL    FKV       R  Y R+YSG       +A AG   L  ++ +    G 



+VR   
Sbjct  309  ALA---FKVATDPFVGRLTYFRVYSG-------
IATAGSYILNASKNKRERFGRLVRMHA  358

Query  305  -----TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  D  Y G+I   +   +    D L D            P P+++ ++ PKT 
A  
Sbjct  359  
NHRADVDEVYAGDIAGAVGLKNTTTGDTLCDENHPIILESMVFPEPVIQMSVEPKTKADA  418

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++ +AL +LA+ DP  R   D  T + I++ +G +QL+++   +  ++K+E     
P V
Sbjct  419  
QKMDNALAKLAEEDPTFRTYTDEETGQTIIAGVGELQLDIIMDRMKREFKVEATAGAPQV  478

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E  R    A      +   +  +  + +   P + G G ++E +   G + + 
F   
Sbjct  479  AYRETIRKEGEAEGRFIRQSGGHGQYGDVWIRFIP-
NPGKGFEFEDQTIGGSVPKEFIRP  537

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
             + G+   L  GL  G+ V D K     G Y+   S+   ++  A + L++A K     
+
Sbjct  538  
TQAGLEEALNNGLVAGYPVVDIKAILFDGSYHDVDSSEQAYKIAASLALKEAAKVCDPAI  597

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  + AP EYL     D  K    I   +   + +     IP   +  Y 
TDL  
Sbjct  598  
LEPIMAVDITAPSEYLGAVMGDVTKRRGQIRDQEETGNAIKVKAYIPLASMFGYVTDLRS  657

Query  596  YTNGRSVCLTELKGYQ  611
            +T GR   +  +  Y+
Sbjct  658  FTQGRGTYMMTMDHYE  673

>WP_063600566.1 GTP-binding protein [Clostridium coskatii]
 OAA93887.1 Tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
coskatii]
 OBR95216.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
coskatii]
Length=650

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 



matrix adjust.
 Identities = 177/612 (29%), Positives = 299/612 (49%), Gaps = 
24/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E +LY + +I   G V+   +  D   +E+ RGITI +    
F++
Sbjct  5    
IGLFAHVDAGKTTLAEQILYHTKSIKNLGRVDHKDSFLDNNDIEKNRGITIFSDQAVFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  +VDTPGH DF +E+ R++ ++D AI++ISA +GVQAQT I++  L+K  
IPT  
Sbjct  65   
KSSNYYLVDTPGHADFSSEMERTIEIMDYAIVIISAVEGVQAQTEIVWQLLKKHGIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G +++ +++ +R  L+ D+  I ++V L       +    E  +   E 
+DK
Sbjct  125  FINKVDRIGANVEGILKDIRVNLTEDVCFISESVQL-------
DKISKEIMEFAAERSDK  177

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LL+KYI  E    +  +   +  +  + LFP   GSA +  GI   ++ +  L F    
+
Sbjct  178  LLQKYIE-
EDFENQLWLNSIRDMIFRSKLFPCMSGSALQDKGIDDFLEKLDVLTFTNYND  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMRIPSKGE  301
            +      G V+K+ +     +  Y+++  GTL++RD +A+   +    K+T++RI 
+  +
Sbjct  237  R--
EKFQGIVYKIRHDKQKNKITYIKILEGTLKVRDEIAVNTSQDCYEKVTQIRICNGDK  294

Query  302  IVRTDTAYPGEIVILP--
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                D A  GE+  +   SDS+ +   LG+  R    +   + +P L++ +        
+
Sbjct  295  FKTVDEASAGELAAVSGLSDSI-VGCGLGNCHR----
KVNYEMVPALKSRVIFDKGLNEK  349

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L + DP L+   +    EI ++ +G +QLEV+  L+ E++ L        
++
Sbjct  350  
DVLACFKVLEEEDPALKVSCNEKLGEIQVNIMGTIQLEVLKELVKERFDLSVDFGPCEIL  409

Query  420  



YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  ++A+    H E  P   +A + L + P    SG+ + +  S   L+ ++Q  
+  
Sbjct  410  YKETIVEASYGCGHFE--
PLRHYAEVYLKLEPGERNSGISFYNECSADDLDINYQKLIGK  467

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      G+  G+ +TD KI    G  +   +   DFR      L Q L+     
LLEP
Sbjct  468  
HIYEKDHHGILTGFPITDIKITLITGRSHVKHTCGGDFREATFRALRQGLEGVKNILLEP  527

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +    +Y+ R   D  K   + E       E++ TG  P      Y  +   
+T 
Sbjct  528  
YYRFKIKVSADYMGRVLSDIQKLKGSFENPDNLNGEIIITGRGPVSTFMNYAVEFTSFTK  587

Query  599  GRSVCLTELKGY  610
            GR      L GY
Sbjct  588  GRGKINFVLDGY  599

>WP_045091291.1 GTP-binding protein [Clostridium sp. FS41]
 KJJ76786.1 tetracycline resistance protein TetO [Clostridium sp. 
FS41]
Length=911

 Score = 263 bits (673),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 187/618 (30%), Positives = 302/618 (49%), Gaps = 
37/618 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+LAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI +     
Sbjct  13   
ICVGLLAHVDAGKTTLSEALLYLTGSIRKMGRVDNQDAFLDTYALERARGITIFSKQAGI  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L K  
+PT
Sbjct  73   
EWKGMSITLLDTPGHVDFSAEMERTLQVLDYAVLVISGSDGVQGHTATLWRLLSKYRVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ G D  S++  VRD+L    +              +   +E  + V   
++
Sbjct  133  FVFVNKMDQPGTDRDSLLLEVRDRLDDGCVD-----------
FTQAGTMECLEQVAMCDE  181



Query  184  KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--
GLFQPI  241
             +LE ++    +   ++     R + +  LFP Y+GSA +  G++ L++ +   G     
Sbjct  182  TVLEHFLETGNVEEGEI----
GRLICERKLFPCYFGSALRLKGVEELLEGIRAYGKMPAY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-----
LKITEMRI  296
             +Q  A     VFK+   D G R  ++++  G+L+++  ++  GREK      K+ 
++R+
Sbjct  238  PDQFGA----KVFKITRDDQGGRLTHMKITGGSLKVKSLLS-
GGREKGEEWQEKVNQIRL  292

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
             S  +      A  G I  + +  +R     G    L  ++   +PL  P+L   +    
Sbjct  293  YSGEKYEPVPEAEAGCICAV-TGLLRTFPGQG----
LGMEQASMEPLLEPVLTYEVKLPQ  347

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               +  +L  L +L + DP L    D    EI +  +G VQ+EV+  L+SE++  E    
Sbjct  348  
GCDKAVMLPKLRELEEEDPQLHVAWDEHLQEIQVQLMGEVQIEVLKNLISERFGAEVEFG  407

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             P+++Y E          H E  P   +A + L + P   GSG+Q+ +  S   L+
+++Q
Sbjct  408  RPNIVYKETITGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLQFATGCSEDILDRNWQ  465

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V   +   + +G L G  VTD +I    G  +   +   DFR      L Q L 
E+ +
Sbjct  466  
RLVMTHLEEKVHRGVLIGAPVTDMRITLVAGRAHIKHTEGGDFRQATYRALRQGLMEADS  525

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L  P+  + RA  D  K   +   A  +  +   TG  P   +  Y
+T++
Sbjct  526  
LLLEPWYDFCLEIPETAIGRAMTDIEKRKGSCVIAHTEGGQARLTGSAPVSAMGDYQTEV  585

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G        +GY+
Sbjct  586  TAYTKGCGHLTCTFRGYE  603

>WP_107668160.1 elongation factor G [Cyanothece sp. BG0011]
Length=697



 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 186/665 (28%), Positives = 314/665 (47%), Gaps = 
57/665 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGIAYKLGEVHEGTATMDWMAQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
STSWLDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS---------  161
            P + F+NK+D+ G +   V Q +RD+L A+ +            +  V L          
Sbjct  129  
PRIAFVNKMDRTGANFFKVYQQIRDRLKANAVPIQIPIGTESEFRGIVDLVRMRAKIYQD  188

Query  162  -----------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       PE  LE+  +  A   +A+ E ++ LLEKY+ GE I+  ++ +  
++  
Sbjct  189  
DLGKNIEDTEIPEEYLEQAQEYRAKLIEAIAEIDETLLEKYLEGEEITEAEIRQGLRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAA-----LC  250
             D ++ P+  GSA K  G+Q L+DAV             TGL +   E+   A       
Sbjct  249  
LDKTIIPMLCGSAFKNKGVQLLLDAVVDYLPSPLDVPPITGLLKDGSEETRKADDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAY  309
               FK+  +D   R  ++R+YSG L   + V  A +E K +I+ + +    + +  
D   
Sbjct  309  ALAFKIA-
SDPYGRLTFMRVYSGVLEKGNYVYNATQEQKERISRLIVLKSNDRIEVDELR  367

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G++   +   +    D L D            P P++   + PKT    E+L  
AL  L
Sbjct  368  
AGDLGAAIGLRNTITGDTLCDEKHPILLESLYIPEPVISVAVEPKTKQDMEKLSKALQAL  427

Query  369  



ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            +D DP  +  VD  T++ +++ +G + LE++   +  +YK+E  V +P V Y E   
KA+
Sbjct  428  
SDEDPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREYKVEATVGQPQVAYRESIRKAS  487

Query  429  -SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             +   +I +      +  + + + P   GSG ++ S++  G + + F +    G++    
Sbjct  488  
EAEGKYIRQSGGKGQYGHVVIELEPAEAGSGFEFVSKIVGGAIPKEFISPAEQGMKEACN  547

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    G Y+   S+   F+    + +  A+K++   LLEP +   
+ 
Sbjct  548  
SGIIAGYPLIDVKVTLVDGSYHDVDSSEMAFKIAGSMAIRNAVKKASPVLLEPMMKVEVE  607

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+++L     D       IE           + ++P   +  Y TD+   T GR 
+   
Sbjct  608  
VPEDFLGDVIGDLNARRGNIEGMNTDDGLAKISADVPLAEMFGYATDIRSKTQGRGIFSM  667

Query  606  ELKGY  610
            E   Y
Sbjct  668  EFSHY  672

>WP_101702517.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS34552.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS36371.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS37185.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS43401.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS43746.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS46728.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS50760.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS52424.1 elongation factor G [Carnobacterium maltaromaticum]
 PLS53872.1 elongation factor G [Carnobacterium maltaromaticum]
Length=694

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 198/675 (29%), Positives = 315/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHDGGAQMDWMDQEQERGITITSAAT  69



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+
Sbjct  70   
TAEWNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPE  163
            P ++F+NK+D+ G D    V ++ D+L A+                   +IK   +
+  E
Sbjct  130  
PRIVFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAAIY-E  188

Query  164  IVLEEN---TDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L  N    DI A        W     +AV E ++ L+ KY+ GE ++ +++V+  
+  
Sbjct  189  
DDLGNNIREEDIPADYQELANEWRDKLIEAVAETDEDLMMKYLEGEELTNDEIVKAIREA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE------
QGSAA  248
               A  +PV  GSA K  G+Q ++DAV             TG      E         
A 
Sbjct  249  
TVKAEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVPAITGTVPGTEEVVARPADDDAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGTL     V  A    RE++ +I +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPFVGRLTFFRVYSGTLNGGSYVKNATKGKRERIGRILQMHANSRNEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR--WRED---
PLPMLRTTIAPKTAAQRE  359
                Y G+I    + +V L D     T    K+    E    P P+++  I PK+ 
A ++
Sbjct  367  -PVVYSGDI----
AAAVGLKDTTTGDTLCDEKQEVILESMIFPEPVIQVAIEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  
P V 
Sbjct  422  
KMGIALQKLAEEDPTFRAETDQETGETIIAGMGELHLDIIVDRMRREFNVEASVGAPQVS  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV



Sbjct  482  
YRETFRGSTEAEGKFVRQSGGKGQYGHVWIEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            + G+   LE G L G+ + D K     G Y+   S    F+  A + L+ A K++   
+L
Sbjct  542  
KAGLEGALENGVLAGYPLVDIKAKLYDGSYHDVDSNEMAFKVAASMALKNAAKKANPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +  P++YL             IE  + + +  +    IP   +  Y T 
L   
Sbjct  602  
EPIMAVEITVPEDYLGDVMGHVTARRGRIEGTETRGNAQIVQSMIPLSEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            + GR         Y+
Sbjct  662  SQGRGTFSMTFDHYE  676

>WP_009344724.1 MULTISPECIES: elongation factor G [Peptoniphilus]
 EFK39762.1 translation elongation factor G [Peptoniphilus sp. oral 
taxon 
836 str. F0141]
Length=691

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 310/674 (46%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYAGKIHKIGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKGYRLNIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P +  INK+D  G D    V ++  KL A+ +  Q               V +  
EI  +
Sbjct  129  
PRICHINKMDVTGADFFRSVNTIEKKLHANPVAIQIPMGAEDKFIGMIDLVRMEAEIYTD  188



Query  168  ------ENTDI---------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
                  + TDI         E  D +IE     +D+L++KY+ GE IS E + R  
++  
Sbjct  189  
DLGQVIDKTDIPEEYLDLANEYRDKMIEKAADFDDELMDKYLEGEEISEELIKRALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGS--
AALC  250
                L PV  GS+ K  G+Q L+DAV                     P+    S      
Sbjct  249  
LAVKLTPVLCGSSYKNKGVQLLLDAVIDYLPAPLDVPPIEGTDLQGNPVERHASDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG L+    V       RE++ +I +M    + EI   
D
Sbjct  309  
ALAFKIVTDPYVGKLAYFRVYSGVLKAGSYVTNSTKGKRERIGRILQMHANKRTEI---D  365

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERL  361
              Y GEI    + +V L D     T    K        E P P++   I PKT A 
++++
Sbjct  366  EIYAGEI----
AAAVGLKDTTTGDTLCDEKSQVILEKMEFPEPVISVAIEPKTKASQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   +  T + I++ +G + L+++   L  ++K+E  +  P 
V Y 
Sbjct  422  
AIALQKLAEEDPTFRTYTNEETGQTIIAGMGELHLDIIVDRLLREFKVEANIGNPQVSYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +    + + PL  G G  +E+ +  G + + F    
+
Sbjct  482  ESITKPAEGEGKYVR-
QSGGRGQYGHAKIKIEPLKDGQGFVFENAIVGGAIPKEFIGPTQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   L+ G+  G+ V D K+    G Y+   S+   F+    + L  A+ ++G  
LLE
Sbjct  541  
QGIEEALQSGILGGYEVLDLKVTLYDGSYHEVDSSEMAFKIAGSMALRDAMAKAGPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E  ++     + T  +P   +  Y T L   
T
Sbjct  601  
PVMKVEITTPEEYMGDVIGDINSRRGRMEGMELVAGAQIVTSYVPLAEMFGYATSLRSNT  660



Query  598  NGRSVCLTELKGYQ  611
             GR+    +   Y+
Sbjct  661  QGRANYSMQFDHYE  674

>CCX47210.1 elongation factor G [Firmicutes bacterium CAG:103]
Length=690

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 188/657 (29%), Positives = 309/657 (47%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVNHKLGETHEGTATMDWMAQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG + V+ AK GV+ Q+  ++      N
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGCVTVLCAKGGVEPQSETVWRQADHYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV---SLS  161
            I+INK+D  G +  +VV  V ++L  + +                    +K  V    
L 
Sbjct  132  
IYINKMDIMGANFYNVVDMVHERLRCNAVPIQLPIGSEADFRGIIDLLEMKADVYYDDLG  191

Query  162  PEIVLEE-NTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             ++ +EE   D+ A          +AV + +D+++E Y+ GE I  E +    ++     
Sbjct  192  
KDMRVEEIPEDMRAEAEEYRTQLLEAVADFDDEIMEMYLEGEEIPTEMIKAAIRKATTQV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE------
QGSAALCGS  252
               P+  G++ K  G+Q L+DA+             TG      E        S      
Sbjct  252  
KFVPIVCGTSYKNKGVQKLLDAIVDYMPSPLDIPPITGTVPKTDEVEHRSADDSEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSGT+    +V       RE+L +I  M    + +I +    
Sbjct  312  
AFKIMTDPYVGRLAFFRVYSGTIEAGKSVLNSTKGQRERLGRILLMHANHREDITQV---  368

Query  309  YPGEIVI-



LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P++R  I PKT A +E++  
AL +
Sbjct  369  
YSGDIAAAVGLKNTTTGDTLCDEKYPIVLESMEFPEPVIRVAIEPKTKAGQEKMDIALGK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I++ +G + LE++   L  ++++E  V  P V Y E   
KA
Sbjct  429  
LAEEDPTFKAYTDEETGQTIIAGMGELHLEIIVDRLLREFRVEANVGRPQVSYKETITKA  488

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A+       +      +A + L V P   G G ++ ++++ G + + F   V  GI
+  +
Sbjct  489  
ATVDTRYARQTGGKGQFAHVKLMVEPNEPGKGYEFINQITGGAIPKEFIPCVDQGIQGAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K+    G Y+   S+   F+    +  ++A +++G  LLEP +  
++
Sbjct  549  
QAGVLAGYEVVDVKVTLLDGSYHEVDSSEMAFKICGSMAFKEACQKAGPTLLEPIMKVVV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             AP+ Y+     D       I    ++    + T  +P   +  Y TDL   T GR
+
Sbjct  609  
TAPESYMGDVMGDINARRGQIAGTDIRNGAAIVTANVPLASMFGYATDLRSKTQGRA  665

>CCZ85265.1 elongation factor G [Firmicutes bacterium CAG:631]
Length=687

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 198/690 (29%), Positives = 323/690 (47%), Gaps = 
102/690 (15%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  GT   D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFFTGVTHKLGEVHDGTATMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+  K+GV++QT  ++    
K N+



Sbjct  69   
TAQWKNYRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDGKNGVESQTETVWRQGSKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F NK+D  G D +  V+S+  +L A                   DII K+      
Sbjct  129  
PRIVFANKLDAIGADFEMCVKSMHTRLEANACAIQYPIGRENMFNGIIDIITKKAYYYHD  188

Query  157  ------TVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  T    PE ++++  ++    ++AV + +D+  EKY+ GE +S +++ +  
++ V
Sbjct  189  
DKGQKITEEAIPENLVDKVEELRTVLFEAVSQFDDEFCEKYLLGEELSVDEIKQAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI----------GEQ------
GSAALCG  251
                 FPV  G+A K  GIQ LMDAV   L  P+          GE+       +A    
Sbjct  249  
LTGEFFPVLCGAAYKNKGIQLLMDAVIDYLPSPLDVPPTKGTLNGEEVECHADDNAPFAA  308

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+       +  + R+YSGT+     V  + + K     +I +M   S+ EI   
+ 
Sbjct  309  
LAFKIMTDPYVGKLTFFRVYSGTITSGTYVLNSTKGKKERFSRILQMHSNSRTEI---NQ  365

Query  308  AYPGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             Y G+I    + +V L DV  GD       P  L    +   P P++   I PK+   
++
Sbjct  366  VYSGDI----AAAVGLKDVGTGDTLTSEDFPIILESMVF---
PEPVISQAIEPKSKNDQD  418

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL++LA+ DP  +   ++ T + ++S +G + L+++   L  ++K+E  +  
P V 
Sbjct  419  
KLSIALSKLAEEDPTFKAYTNAETGQTVISGMGELHLDIIVDRLKREFKVEANIGAPQVA  478

Query  420  YMERPLKAAS---------------
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            Y E    +A                  + I+  PNP              G G ++   
+
Sbjct  479  YRETIRSSADCEGKFVRQSGGKGQYGHVWIKFEPNP--------------
GKGFEFVDAI  524

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              G + + +    RDG+   L+ GL  G+   D K     G Y+   S+ A ++  
A + 



Sbjct  525  
VGGTVPKEYIKPTRDGLIDALQGGLIAGYPAIDVKATLFDGSYHDVDSSEAAYKIAASLA  584

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L++A K+    +LEP +   +  PQ+Y+     +       I+  + K +  +    
+P 
Sbjct  585  
LKEAAKKCNPVILEPIMDVEVTVPQDYMGDVMGNISAKRGKIDGMESKGNAQIIRASMPL  644

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
              +  Y T L   T GR     +   Y+ A
Sbjct  645  AEMFGYATTLRSITQGRGTFSMQFSRYEEA  674

>ABO87328.1 TetM, partial [Streptococcus pyogenes]
Length=216

 Score = 244 bits (623),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 118/216 (55%), Positives = 157/216 (73%), Gaps = 0/216 
(0%)

Query  222  
KKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV  281
            K  +GI+ L++ +T  F     +  + LCG+VFK+EY++  QR  Y+RLY G L 
LRD+V
Sbjct  1    
KSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGVLHLRDSV  60

Query  282  
ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   
E+
Sbjct  61   
RISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIEN  120

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
            PLP+L+TT+ P    QRE LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ
+EV  A
Sbjct  121  
PLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVTCA  180

Query  402  LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
            LL EKY +E  +KEP+VIYMERPLK A +TIHIEVP
Sbjct  181  LLQEKYHVEIKIKEPTVIYMERPLKKAEYTIHIEVP  216

>GBE52227.1 elongation factor G [bacterium BMS3Bbin14]
 GBE12397.1 elongation factor G [bacterium BMS3Abin13]
Length=692

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 



matrix adjust.
 Identities = 197/660 (30%), Positives = 313/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRSHKIGEVHDGTAVMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV R L VLDG+I +  A  GV+ Q+  ++    +  
IP +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERCLRVLDGSIAIFCAVGGVEPQSETVWRQADRYRIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IK----------Q  156
             F+NK+D+ G D +  V  +R+KL A+ +                  +K          
Q
Sbjct  132  
AFVNKMDRIGADFEQCVDEIREKLGANPVPITLPVGSEENFSGIIDLVKEKLIRFDESTQ  191

Query  157  TVSLSPEIVLEENTD--IEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
             + ++ E + E+  D  + A  A++E     ++ ++EKY+  E I+ +++ R  ++    
Sbjct  192  
GLKVTEEEIPEDLKDKSLAARMALLEKLADFDEGVMEKYLEEEEIAPDEVYRALRKATLS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGSAA--
LCGS  252
              L PV  G+A K  G+QPL+DAV                    +P+  Q + A  
LC  
Sbjct  252  
LDLVPVLCGAAFKNKGVQPLLDAVIRYLPSPMDIPSVEGVGKDGEPVVRQATDAEKLCAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
            VFK++         ++R+YSG L++   V       +EK+ K+ ++    + E+ R    
Sbjct  312  
VFKLQADHFVGNLSFVRVYSGELKVGAKVFNPVKRKKEKIAKLLKLHANKREEVERLGAG  371

Query  309  YPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              G IV L   +    D L   GD   L R  +   P P++   I PK+ A   RL 
++L
Sbjct  372  DIGAIVGLKFTTT--GDTLCGSGDFITLERIHF---
PEPVIGIAIEPKSKADEARLAESL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             ++A  DP  +  ++  T + I+S +G + LEV+   L  ++K+   V  P V Y 



E   
Sbjct  427  
DKVAREDPSFKISLNEETGQTIISGMGELHLEVIVGRLVREFKVAANVGRPHVAYRETLT  486

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P  A     H     N  +A + + + P   GSGV++E+ V+   +   F  A+  
G+R
Sbjct  487  GPAVAVGRFEHQAGGKNQ-
YAHVEIELLPAERGSGVRFENMVAGETIPPEFVGAIEKGVR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y    ST   F   A +   +A  E+   
LLEP ++
Sbjct  546  
DSMDSGPLIGYPLVDVTARLIGGSYDEESSTELAFGVAATMACRKAASEAAPALLEPIMA  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL    +D  K  A I+     +   V    +P   +  Y T L   T 
GR+
Sbjct  606  
IEVLTPDEYLGEVINDLNKKRAQIDGVAADRGHQVVNARVPLAEMFGYSTSLRSATQGRA  665

>WP_039649463.1 elongation factor G [Campylobacter insulaenigrae]
 AJC87426.1 translation elongation factor EF-G [Campylobacter 
insulaenigrae 
NCTC 12927]
Length=691

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 186/671 (28%), Positives = 322/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWNNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         



Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVVDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   ++  +AV E +D+L+EKY+ GE +++E++    
+  
Sbjct  189  
ESKPTDYVEKEIPSELKEKAEEYRVKMIEAVSETSDELMEKYLGGEELTQEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA---
LCGSVFKVEYTDCGQ-  263
                S+ P+  G+A K  G+QPL+DAV        E  +       GS   V+ TD 
G+ 
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGSEVSVKSTDDGEF  308

Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R +    +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
GI
Sbjct  485  
IRKMVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQ  611
            +    E   Y 
Sbjct  665  ATYSMEFDHYN  675

>EGM49933.1 elongation factor G [Lactobacillus ruminis SPM0211]
Length=703

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 186/690 (27%), Positives = 326/690 (47%), Gaps = 
69/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  18   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  78   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQATTYGV  137

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G +    V +++D+L A+ +  Q + +  E   E   D+         
Sbjct  138  PRIVFVNKMDKIGANFDYSVSTIKDRLQANPLPVQ-
MPIGAEDNFEGVIDLVEMKADLYD  196

Query  173  -----EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   WD                     A+ + +D+++EKY+ GE IS+E++    
++
Sbjct  197  
EDELGSKWDTVDIPEEYRADAEERRDQMIEALADVDDEIMEKYLGGEEISKEEIKAAIRK  256

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
                  ++PV+ GSA K  G+Q ++D V   L  P+  +   A                 
Sbjct  257  
ATLSLDVYPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYKATNADTDEEEELIADDDK  316

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
               G  FK+       R  + R+Y+GTL     V  A  G RE++ ++ +M    + 



EI 
Sbjct  317  
PFAGLAFKIATDPFVGRLTFFRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRKEIP  376

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +        D L DP         E P P+++ ++ PK+ A +
+++ 
Sbjct  377  EV---
FSGDIAAAIGLKDTTTGDSLTDPKHPLILESMEFPDPVIQVSVEPKSKADQDKMD  433

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E
Sbjct  434  
VALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRE  493

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +  S       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  494  
TFTQQVSAQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREYIPSVEQG  553

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A + L  A  ++G  
+LEP 
Sbjct  554  
LKEAMANGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAAPKAGAVILEPI  613

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++ L             +E  + + +  V    +P   +  Y T L   
T G
Sbjct  614  
MKVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNAQVVNAFVPLAEMFGYATTLRSATQG  673

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R      +  Y+    A+ + +I+    N+
Sbjct  674  RGTFTMTMDHYEPVPKAIQEEIIKKNGANA  703

>WP_053415842.1 GTP-binding protein [Viridibacillus arvi]
 KOO51686.1 elongation factor G [Viridibacillus arvi]
Length=646

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 171/607 (28%), Positives = 293/607 (48%), Gaps = 
17/607 (3%)

Query  6    



IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I + G V+      D   +ER+RGIT+ A      
+
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTNSIRQRGRVDHKDAFLDNHAIERERGITVFAEQGIITY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ R++ V+D AI++ISA DGV+  T  ++  LRK 
NIPT  
Sbjct  65   
NDHTYTIIDTPGHIDFSPEMERAIQVMDYAIVIISAIDGVEGHTETVWQLLRKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NKID+ GV+ ++V+  +R  L+ ++    T     +  ++E    E  + + E 
+++L
Sbjct  125  FLNKIDREGVNTEAVLNEIRSNLTENVCDITTTFQDGQ--MQE----
ELIEFIAERDEEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+      + K +   ++ +    +FP   GSA K +G+      +  L        
Sbjct  179  LEQYMES-GYDKVKWLEAYKKLIASGEIFPSASGSALKDIGVLEFFLKLDQL-
TVTSYSK  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             +A    V+K+ + D  QR  +++  SG++++RD V   G    KIT++R+ +  +    
Sbjct  237  DSAFAARVYKIRHDDNDQRVTFMKCISGSMQVRDEVKY-
GEASEKITQIRLYNGNKFTTV  295

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +    GE+  +   S + + + LG    + R++   + +P L++ +   +    + 
+   
Sbjct  296  NEVQAGELFAVTGLSGLEIGEGLG----
VLREKAVFELIPTLKSKVIFDSNIHVKEMFRC  351

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    D    EI +  +G +QLEV+  ++ E++  +    EP ++Y 
E  
Sbjct  352  
FKILDAEDPSLHVFWDEHFQEIHVHVMGVIQLEVLEQIVRERFSYKVSFGEPKILYKETI  411

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   GSGV + ++    +L+   QN +   
+   
Sbjct  412  KATVTGYGHFE--
PLRHYAEVHLQIEPAERGSGVTFVNKCHADHLSVGNQNLIHQHVLER  469

Query  485  LEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD  I    G   +  ++  DFR      L Q L+++   LLEPY  
F 
Sbjct  470  
NHHGLLTGSAVTDVLITLLTGRGSNEHTSGGDFREATHRALRQGLEQAENILLEPYYDFK  529

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    +++ R   D  +        +   D+VV  G +P      Y T  A +TNG
+   
Sbjct  530  
IKVDMDHIGRVMSDVQQAHGRFNPPENIGDKVVIKGRVPVATFMNYSTSFAAFTNGKGAL  589

Query  604  LTELKGY  610
                 GY
Sbjct  590  TLNFAGY  596

>WP_005603474.1 GTP-binding protein [Butyrivibrio crossotus]
 EFF68446.1 putative translation elongation factor G [Butyrivibrio 
crossotus 
DSM 2876]
Length=856

 Score = 262 bits (670),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 185/615 (30%), Positives = 297/615 (48%), Gaps = 
38/615 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GI+AHVDAGKTTL+E+ LY  G+I + G V+K  T  DT  LER+RGITI +   
SF  
Sbjct  17   
LGIVAHVDAGKTTLSENFLYFGGSIRKLGRVDKRDTFFDTENLERERGITIFSKQGSFVT  76

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KV ++DTPGH DF AE+ R+L VLD A+L+ISA D V A T  L+  L +  
IP  I
Sbjct  77   
GNTKVTLLDTPGHTDFSAEMERTLQVLDYAVLIISAPDKVTAYTVTLWKLLERYGIPVFI  136

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+ G+  + +++ +++KLS     +  V  +       + D E   +V E+    
Sbjct  137  FVNKTDRQGIVKEDILKDIKEKLS-----RNAVDFT-------
SADDEEIASVKES---F  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            + KY  GE I+ E++     +R     LFPVY+GSA +  G++ LMD +      + 
+  
Sbjct  182  ISKYFEGEKITDEEIGDAIAKR----ELFPVYFGSALRNEGVRELMDGIDVF--



SVAKDY  235

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                  +V+K+     G R  ++++  G+L++R ++   G    K+ ++R+ +       
Sbjct  236  KEEFSATVYKISRDSDGNRLTHMKITGGSLKVRTSIPDYG----
KVNQIRVYNGTSFETK  291

Query  306  DTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRERLL  362
            D    G I  +   +  R   V+G+   L        P+  P+LR  +    A   
+ +L
Sbjct  292  DEVEAGCICAVTGLNDTRAGLVMGNGEELL-------
PVLTPVLRYKVIFPPAVSIQTML  344

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +L +  P L    D    EI +  +G+VQ+EV+  L+ E+  +        +
+Y E
Sbjct  345  
FKLKELTEEIPELNVSYDEEVKEINIELMGQVQIEVIKHLIEERTGINVSFGTGKILYKE  404

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                +     H E  P   +A + L + PL  G G+ +E+  S   L +++Q  V   
+ 
Sbjct  405  TICNSVEGVGHFE--
PLRHYAEVHLLLEPLERGMGLVFETDCSEEILAKNWQRLVLTHLE  462

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G  VTD KI    G  +   +   DFR      +   L  + + 
LLEP+  
Sbjct  463  
EKIHRGVLIGAPVTDMKITLVSGKAHIKHTEGGDFRQATYRAVRNGLMYADSMLLEPFYD  522

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F++  P+  +  A  D  K    I    ++    V TG  P   I +Y+T+L  YT 
G+ 
Sbjct  523  
FVIDIPENAVGHAMMDMEKMSGVINPPLIENGRAVLTGYAPVALIGSYQTELTSYTGGKG  582

Query  602  VCLTELKGYQAAVGQ  616
                   GY+    Q
Sbjct  583  RITLRFHGYEKCHNQ  597

>KRT77453.1 translation elongation factor G, elongation factor G 
[Armatimonadetes 
bacterium CSP1-3]
Length=695

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 



matrix adjust.
 Identities = 189/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V++G+   D M  ER+RGITI 
+A T
Sbjct  10   
KTRNIGIVAHIDAGKTTTTERILFYTGRVHRIGEVDEGSATMDWMVQERERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+++++A +GVQ Q+  ++    
+  +
Sbjct  70   
TCEWRDHRINIIDTPGHVDFTVEVERSLRVLDGAVVLVTAVEGVQPQSETVWRQADRYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTVSLS  161
            P ++F+NK+D+ G D   VV+ +R++L A+ +                    +K  
V L 
Sbjct  130  
PRIVFVNKMDRTGADFTRVVEMLRERLGANAVPLQMPIGAEDDFRGVIDLIRMKSVVYLD  189

Query  162  PEIVLEENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  + T+I                +A +E +++LL +Y+ G+PI  E++    
+R  
Sbjct  190  
DLGTRSDETEIPPALREQAEQLRERLVEAAVELDEELLHRYLEGKPIGEEEIRGALRRGA  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQG------
SAAL  249
                L PV  GS+ +  G+QPL+DA             V G     GE         
A  
Sbjct  250  
LGYKLVPVLCGSSFRNKGVQPLLDAIIDYLPSPLDLPPVQGTDPHTGEPAVREPSQDAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRT  305
                FK+       +  Y R YSGTL     +  A    RE++ +I +M    + 
+I   
Sbjct  310  
AALAFKIVTDPYVGKLTYFRAYSGTLEAGSYIYNANKGQRERVSRILQMHANHREDIPEV  369

Query  306  DTAYPGEIVIL----
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                    V L      D++   D    P  L   ++   P P++   + PKT A  
++L
Sbjct  370  AAGNVVAAVGLRVTTTGDTLCAEDA---PIVLEAMQF---
PEPVIAVAVEPKTKADEDKL  423

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              +L +LA+ DP  +   DS T + ++S +G + LE++   L  ++K+E  V  P 
V Y 
Sbjct  424  
GASLVKLAEEDPTFKVRFDSETGQTLISGMGELHLEIIVDRLLREFKVEANVGRPQVAYK  483

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +A    I  +      +  + L V PL  G+G+++  +++ G + + F 
+ V 
Sbjct  484  ETIKQPARAEGRYIR-
QTGGRGQYGHVVLQVEPLQRGTGIEFVDKITGGRIPREFISPVE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR   E G+  G+ + D +     G Y+   S+   F+  A +  ++A++++   
LLE
Sbjct  543  
AGIREAAESGILAGYPMVDFRATLLDGSYHEVDSSEMAFKIAASLGFKEAVRKAQPILLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       I   + +    V    +P   +  Y T +   
T
Sbjct  603  
PIMRVEVITPEQYMGDVIGDLNARRGRIMAMEQQGKSRVIRALVPLAEMFGYATAVRSAT  662

Query  598  NGRSVCLTELKGYQ  611
             GR+    E   Y+
Sbjct  663  QGRATHTMEPSHYE  676

>AVM22448.1 elongation factor G [Bacillus pumilus]
Length=692

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 311/673 (46%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYED  188

Query  157  ---TVSLSPEIVLE--------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQ  205
               T S + EI  E         N+ IEA   V E +++L+EKY+ GE I+  +L    
+
Sbjct  189  DLGTRSDAKEIPAEYKDKAAELRNSLIEA---
VAELDEELMEKYLEGEEITIPELKAAIR  245

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GS  246
            +   +   +PV  GSA K  G+Q ++DAV              G      E+        
Sbjct  246  
KGTLNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDTNEEVVRESTDD  305

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            A      FKV       +  + R+YSGTL     V  + + K     +I +M   S
+ EI
Sbjct  306  
APFAALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI  365

Query  303  VRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                T Y G+I   +        D L D   L      E P P++   I PK+ A 
++++
Sbjct  366  ---
STVYAGDIAAAVGLKDTSTGDTLCDEKSLVILESMEFPEPVIDVAIEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R + ++ T + I+S +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  423  
GIALAKLAEEDPTFRTQTNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +   P   G+G ++++ +  G + + +  
A++ 
Sbjct  483  
ETFRSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQA  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP
Sbjct  543  
GLEDSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEP  602



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMKVEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR      +  Y+
Sbjct  663  GRGTFTMHMDHYE  675

>WP_055267945.1 GTP-binding protein [Clostridium disporicum]
 CUP10471.1 small GTP-binding protein [Clostridium disporicum]
Length=649

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 167/608 (27%), Positives = 299/608 (49%), Gaps = 
18/608 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  D+  +E++RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSIRNRGRVDHKNSFLDSHNIEKERGITVFSDQAIFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     +VDTPGH+DF  E+ R++ ++D AI++ISA +GVQ  T  ++  L+K  
+PT I
Sbjct  65   
NDNSYYLVDTPGHIDFSTEMERAIGIMDYAIVIISAVEGVQGHTETVWQLLKKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+   D   V+  ++  LS D+       +  +I  EE T  +  + + E 
++ L
Sbjct  125  FINKLDRVNADKDKVINEIKRVLSKDLFY-----IDGDIKREELTQ-
DLIEFISEYDEHL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LE+Y   +   +E  V   +  ++++ +FP + GSA +  GI+  ++ +  L +    
E+
Sbjct  179  LERYFEAD-
YDKETWVNTFKNLIKESKVFPCFGGSALQDEGIREFLENLDELTYTEYDEK  237

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                  G V+K+ +   G R  +++   GTL++RD V      K KI+ +RI +  
+   
Sbjct  238  --



TEFAGRVYKIRHEANGNRITFIKAIEGTLKVRDEVIYRDNTKEKISSIRIYNGNKFKT  295

Query  305  TDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D    G+I  +   S  ++ D LG+      +  + + +P L + +    +   + 
+L 
Sbjct  296  VDEVKAGDIFAVTGLSKAKIGDGLGNLA----
ENIKYNMIPTLMSKVIFDPSNNIKEVLG  351

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
                L   DP L    +    EI +  +G++QLE++  ++ E++ L+       +
+Y E 
Sbjct  352  
YFKLLDAEDPALNVVWNEQLQEIHVHIMGKIQLEILKEVVKERFNLDIEFGTCKILYKET  411

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     H E  P   +A + L + PLS  SG+ +E++    +L+    N VR  
I  
Sbjct  412  INNEVKGYGHFE--
PLKHYAEVHLKLEPLSRNSGIDFENKCHADHLSTGHMNLVRTHIFE  469

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G L G  +TD K+    G  ++  +   DFR      L Q L+++   
LLEPY  F
Sbjct  470  
RDHHGVLTGSPLTDIKVTLLTGRAHNKHTEGGDFREATFRALRQGLEKAENILLEPYYKF  529

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +    +Y+ R   D  +   +    ++ ++ V  TG  P + +  Y  ++  ++ 
G+  
Sbjct  530  
KIDVELDYMGRVLSDIQRLSGSFNPPEINENRVTITGRGPVKTLMDYSAEVIAFSKGKGS  589

Query  603  CLTELKGY  610
                  GY
Sbjct  590  INLVFDGY  597

>CDA89546.1 putative translation elongation factor G [Ruminococcus 
sp. CAG:563]
Length=848

 Score = 262 bits (670),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 187/615 (30%), Positives = 300/615 (49%), Gaps = 
38/615 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL E++LY +G + + G V+ G T  DT  LER+RGITI 



A+ 
Sbjct  1    
MKKIIAGILAHVDAGKTTLAEAMLYRTGKLRKIGRVDHGDTALDTHTLERERGITIFASQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F   + +V ++DTPGH+DF +E  R+L VLD AILVIS  DGVQ+ T  L+  
LR   
Sbjct  61   
AVFSTDKMEVTLLDTPGHVDFSSETERTLGVLDYAILVISGLDGVQSHTLTLWKLLRLYG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+ K+D A    + +++++  +L  +      V    E  + E   +        
Sbjct  121  VPTFVFVTKMDFARKSREEIIENLNSELDGEF-----
VDFGDEAAMSEGLAL--------  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
             ++ ++EKY+ GE I      RE    ++   +FP ++GS  K  GI   +DA+     
Q
Sbjct  168  CSESMMEKYLGGETIDE----
REIAEAIKLRQVFPCFFGSGLKLDGIDEFIDALEKYTIQ  223

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   + S A    VFK+ +   G R  ++++  G++++R+ +   G E  KI+ 
+RI S 
Sbjct  224  P---EYSEAFGAKVFKISHDPQGVRLTHIKVTGGSIKVREMI---GDE--
KISGIRIYSG  275

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    D    GEI  L   D       LG      R        P++   +        
Sbjct  276  AKFTTADEGKSGEICALTGLDKTHNGQGLGFEAAGERPTLE----
PVMNYRVVLPDGCDA  331

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L  L +L + DP L    +S   EI +  +G VQ E++ ++++E++ ++  +    
V
Sbjct  332  
DTILPKLRELEEEDPQLHVTWNSHLKEIHVGLMGDVQAEILKSIVAERFGVKIDIDSGRV  391

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + PL  GSG+ + +  S   L++++Q  
+ 
Sbjct  392  MYKETIENKVEGIGHYE--
PLRHYAEVHLIMEPLPRGSGLVFRTDCSEDTLDRNWQRLIL  449

Query  479  DGIRYGLEQG---
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
              +  G +Q    L G  +TD +I    G  +   +   DFR      + Q L ++ 



++L
Sbjct  450  --
MHLGEKQHLGVLTGSPITDMRITLAAGRAHIKHTEGGDFRQATYRAVRQGLMQAKSKL  507

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY SF L  P E + RA +D      + ++ +      V  G  P   +  Y +
++A 
Sbjct  508  
LEPYFSFRLEVPSEQIGRAINDIRMKSGSFDSPEESGGISVLRGRAPVTELNGYASEVAA  567

Query  596  YTNGRSVCLTELKGY  610
            YT GR     E  GY
Sbjct  568  YTGGRGRLYCESAGY  582

>WP_069697081.1 elongation factor G [Enterococcus rivorum]
 OEH84075.1 translation elongation factor G [Enterococcus rivorum]
Length=695

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 197/675 (29%), Positives = 314/675 (47%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V ++ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKVGADFLYSVGTIHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+  D                  AV E ++ L+ KY+ GE I+ ++L    ++   
+ 
Sbjct  192  
TDIQETDIPEEYMEQAVEWREKLVEAVAETDEDLMMKYLEGEEITIDELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------



GSAALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+       SA     
Sbjct  252  
EFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDSAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
DT 
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRQEI---DTV  368

Query  309  YPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D         L  P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  YSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P+  A      +      +  + +  TP   G G  +E+ +  G + + +  
AV
Sbjct  482  
RETFRAPVTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGGGFAFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EAGLKASMENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_026522632.1 GTP-binding protein [Butyrivibrio sp. VCB2001]
Length=899



 Score = 263 bits (672),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/622 (31%), Positives = 301/622 (48%), Gaps = 
40/622 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+E LLY  GAI   G V+   T  DT  LER RGITI 
+   
Sbjct  3    
KYLTIGILAHVDAGKTTLSEGLLYLGGAIRNMGRVDHRDTFLDTYELERSRGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      ++DTPGH DF  E+ R+L VLD A+L+ISA D V +Q ++LF  L   
N+
Sbjct  63   
IFEYEGINFTLLDTPGHADFSPEMERTLQVLDVAVLIISAPDKVTSQGKVLFKLLSHYNV  122

Query  122  PTVIFINKIDQA---
GVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            PT+IF+NK+DQA   G+  Q ++ +++  L++ +     V  +  I     TD E  
+ +
Sbjct  123  PTIIFVNKMDQADAQGISRQDIMSALKSDLNSHV-----VDFTNPI-----
TDAETQEEI  172

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D+LLE ++ G  + +  +     R ++    FP  +GSA K   ++ L+D V    
Sbjct  173  AVCDDELLEGFLEGRAVDKSDIA----
RLIRTRKCFPCRFGSALKMEWVKELLDLVADYL  228

Query  239  QPIGEQ-----
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            Q  GE         A    VFK+   +   R  ++++ SG L++RD +        
KI +
Sbjct  229  QESGEGSLKDLSDKAFGARVFKISRDENNNRLTHMKIMSGNLKVRDQIG-----
NDKIDQ  283

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R+ S  +      A  G I  +   S  R  + LG    L  +   E   P+L 
+T+  
Sbjct  284  IRLYSGDKFTAVKGAETGMICAVTGLSETRAGEGLG---
TLEGETVSEVLQPILSSTLIL  340

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A   ++   L  L + +P+L       T  I++  +G VQ E++  L+  ++ 
L+  
Sbjct  341  
PEEADAIQVYGKLKALEEEEPMLLLNYVEATKSIVVQTMGEVQKEILKHLIKSRFDLDVG  400



Query  413  VKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 ++Y E    P++   H       P   +A + L + P   GSG+  +S  S   
L
Sbjct  401  FGPGHIVYKETIAGPVEGVGH-----
YEPLRHYAEVHLLLEPGEPGSGIAIDSVCSTDDL  455

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
              ++Q  ++  I      G L G  VTD KI    G  +   +   DFR      + 
Q L
Sbjct  456  
ALNWQRLIQTHILEKKHLGVLTGSEVTDIKITLLAGRAHEKHTEGGDFRQATYRAIRQGL  515

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             ++ + LLEP   + +  PQE++ RA  D  +   T+ +  ++  + V TG +PA 
C+  
Sbjct  516  
MQANSILLEPVFDYRIELPQEFVGRALGDMQRMNGTVSSPDIEGGKSVLTGTVPAACLGD  575

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T L+ YT G     T L GY
Sbjct  576  YSTTLSSYTRGEGRIFTTLSGY  597

>WP_053418538.1 elongation factor G [Viridibacillus arvi]
 KOO48405.1 elongation factor G [Viridibacillus arvi]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WEGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD---------------
III-------------KQ  156
            +FINK+D+ G D    V ++ ++L A+                II             
K 
Sbjct  132  



VFINKMDKTGADFLYSVGTLHERLQANAHPVQLPIGAEDQFSAIIDLVEMKATFYGDEKG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T     EI  E     E +     DAV   +++++EKY+ GE I+  +L    +R     
Sbjct  192  
TAVTEGEIPEEHRELAEEYREKLIDAVASVDEEIMEKYLEGEEITVAELKAAIRRATIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
              +PV  G+A K  G++P+++AV                           P  E+  
+AL
Sbjct  252  
EFYPVICGTAFKHKGVRPMLNAVIDYLPSPLDVPAIKGTDIDGEVELERHPSDEEPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V   +   RE++ +I +M   S+ 
EI + 
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLDSGSYVQNSSKGKRERVGRILQMHANSREEISKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSVEPKSKADQDKMGQA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D+ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDTETGQTIISGMGELHLDILVDRMRREFKVEANVGAPMVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV  
G+R
Sbjct  486  
RSSAKVQGKFTRQSGGRGQYGDVTIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEQGLR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G+  G+ + D K    +G Y+   S    F+  A + L++A K+    
+LEP + 
Sbjct  546  
DSLDRGVVAGYPLIDIKAKLVFGSYHDVDSNEMAFKIAASMALKEAAKQCNAVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     +       +E    + +  V    +P   +  Y T L   T 
GR 



Sbjct  606  
VEVVIPEEYLGDIMGNITARRGRVEGMDARGNSQVVRAMVPLSEMFGYATTLRSGTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMTFDHYE  675

>WP_019253132.1 elongation factor G [Lactobacillus reuteri]
 AGR64630.1 elongation factor P [Lactobacillus reuteri TD1]
 ANU51791.1 elongation factor G [Lactobacillus reuteri]
 OCW62079.1 translation elongation factor G [Lactobacillus reuteri]
 OCW66385.1 translation elongation factor G [Lactobacillus reuteri]
 OCW66529.1 translation elongation factor G [Lactobacillus reuteri]
 OCW68342.1 translation elongation factor G [Lactobacillus reuteri]
 OCW71609.1 translation elongation factor G [Lactobacillus reuteri]
 OCX47214.1 translation elongation factor G [Lactobacillus reuteri]
 OUL52817.1 elongation factor G [Lactobacillus reuteri]
 OXE60476.1 elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 188/688 (27%), Positives = 323/688 (47%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++    
+ N+
Sbjct  71   
TAVWKDNRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADQFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+                     ++K    
+  E
Sbjct  131  
PRIVFANKMDKIGANFDYSVQTIKDRLNVTPLPIQMPIGAEDSFIGLVDLVKMVAYVYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D             +  D +IE     +D ++EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVDIPDDMKEEAQKRHDEMIETLADIDDSIMEKYLEGEEISVDEIKAAIRKG  250



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------L  249
              +  +FPV  GSA K  GIQ ++DAV   L  PI  +   A                  
Sbjct  251  
TLEEQIFPVLAGSAYKDKGIQMMLDAVIDYLPSPIDVKPFVAHDADGNEIELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKDKRERIGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKTASAQGKFVRQSGGKGQYGDVWIEFTPLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA---AVGQPVIQPRRPNS  626
                    Y A   +V + +I+    N+
Sbjct  668  TFTMTFDHYSAVPKSVQEDIIKKNGGNN  695

>WP_088270042.1 elongation factor G [Enterococcus wangshanyuanii]



Length=694

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 199/678 (29%), Positives = 316/678 (47%), Gaps = 
78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P V+F NK+D+ G D    V S+ D+L A+                I   +++  
EI   
Sbjct  129  
PRVVFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGAEDSFTGIIDLITMKAEIYTN  188

Query  168  E-NTDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+              W     +AV E ++ L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLEGEEITIDELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            DT Y G+I    + +V L D   GD       P  L    +   P P+++  + PK
+ A 
Sbjct  366  DTVYSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---



PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    PL  A      +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
VSYRETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K
++  
Sbjct  539  
PAVEKGLSEAMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L
Sbjct  599  
VILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTL  658

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   +     Y+
Sbjct  659  RSATQGRGTFMMVFDHYE  676

>WP_060528235.1 elongation factor G [endosymbiont of Ridgeia 
piscesae]
 KRT55915.1 translation elongation factor 2 (EF-2/EF-G) 
[endosymbiont of 
Ridgeia piscesae]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 206/686 (30%), Positives = 319/686 (47%), Gaps = 
73/686 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  ER+RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHEGEATTDFMDQERERGITIQSAAT  65



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCEWNGHRMNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
              +IF+NK+D+ G D   VV  V   L+A                   D++ ++      
Sbjct  126  
ARIIFVNKLDRLGADFYRVVDQVEKVLAANPLVMVLPIGVEENFIGVVDLLTRKAWVWDD  185

Query  159  SLSPEI-----VLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            S  PE      V  + TD +E W     +  +E +D  +EKY+ GE    + +    
++ 
Sbjct  186  
SGDPEKYEIQDVPADMTDAVEEWREKLIEKAVEQDDDAMEKYLEGEEPDLDTIHACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIGEQG  245
                  FP Y GSA K  G+Q +++AV                      TG F  + 
E  
Sbjct  246  
TIALDFFPTYCGSAFKNKGVQLVLNAVVDYLPNPTEVKPQPEVDLEGNETGEFAVVDE--  303

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGE  301
            S  L    FK+     G    + R+YSG L   DTV     G+ E++ +I EM   
S+ E
Sbjct  304  SRPLRALAFKIMDDRFGA-
LTFTRIYSGVLNKGDTVLNTFTGKTERIGRIVEMHADSREE  362

Query  302  IVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +   D+A  G+IV L    + +    L DP +         P P++   IAPK     
E+
Sbjct  363  L---
DSARAGDIVALIGLKNTQTGHTLCDPKKPATLEPMVFPDPVISIAIAPKDKGAAEK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  A++++   DP  R E D  + E I+  +G + L++   +L   + +E  V +P 
V Y
Sbjct  420  
MGIAISKMIQEDPSFRVETDEESGETIIKGMGELHLDIKVDILKRTHGVEVNVGKPQVAY  479

Query  421  MERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K    S+T   +   +  +A I   + P    SG ++ES+V+ G + + F  
AV 
Sbjct  480  
RETITKRIEDSYTHKKQTGGSGQFAKIDYVIEPGEQNSGFEFESKVTGGNVPREFWPAVE  539



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+ + D KI    G +++  S+   +   A     Q++ ++G 
QLLE
Sbjct  540  
KGFALSMESGTLAGFPLLDVKITLMDGGFHAVDSSAVAYEIAAKAAYRQSIPKAGPQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +++     D  +    I++ +     V    + P   +  Y  DL   
T
Sbjct  600  
PIMKVDVFTPDDHVGDVIGDLNRRRGMIKSQEAGATGVRVKADAPLSEMFGYIGDLRTMT  659

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQ  620
            +GR     E   Y    A V + VI+
Sbjct  660  SGRGQFSMEFSHYAPCPANVAEAVIK  685

>WP_026583279.1 elongation factor G [Bacillus sp. J33]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 303/668 (45%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND-  183
            +F+NK+D+ G D    + ++ D+L A+    Q + +  E   E   D+    A    
ND 
Sbjct  132  VFVNKMDKIGADFLYSLSTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLIEMKATFYGNDL  190

Query  184  ---------------------------------
KLLEKYIAGEPISREKLVREEQRRVQD  210
                                             +L+EKY+ GE I+ E+L    ++   
+
Sbjct  191  



GTEIEEREIPEEYMDQAEEYREKLIEAAAELDEELMEKYLGGEEITNEELKAAIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV              G      E+        A    
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIEYLPSPLDVPAIKGTTPDTDEEVTRPSSDDAPFAA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI---ST  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D L D   L      E P P++  +I PK+ A ++++  
AL 
Sbjct  368  
VYAGDIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVISLSIEPKSKADQDKMTTALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  428  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRT  487

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +   P   G G ++E+ +  G + + +  AV+ G
+   
Sbjct  488  
SAQVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENAIVGGVVPREYIPAVQAGLEDA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP 
+   
Sbjct  548  
LERGVLAGFPMVDIKAKLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR   
Sbjct  608  
VVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTF  667

Query  604  LTELKGYQ  611
                  Y+
Sbjct  668  SMHFDHYE  675



>WP_090779784.1 elongation factor G [Paenibacillaceae bacterium 
GAS479]
 SDS55173.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillaceae 
bacterium GAS479]
Length=691

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 318/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENTDI-  172
             +INK+D  G D  +V++ +RD+L A+ +  Q            + L   +  +   
D+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRDRLQANAVAIQLPIGAESDFLGVIDLVERVAYKYKDDLG  191

Query  173  ---------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                 E  + V E +++L+ KY+ GE IS  +L    ++ 
V + 
Sbjct  192  
KDPEQVEIPAELADQVEELRAELVEKVAELDEELMMKYLEGEEISIPELKAALRKGVIEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGS---------
AALCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+         A      
Sbjct  252  
KIFPVIAGSSYRNKGVQMMLDAVVDYLPAPIDVPAIKGTLEDGTETTRESSDDAPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI    
+ Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLNSGSYVVNATKGKRERVGRILQMHANSRQEI---
SSVY  368



Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCDEKSPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LQKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +  +PL  GSG  +E++V  G + + F    + 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQYGHVWVEFSPLEPGSGFVFENKVVGGSVPREFIGPAQAGIE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
+LEP + 
Sbjct  545  
ESMKNGVLAGFPLVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTAPEEYMGDVMGMLNSRRGRIEGMDSRAGAQIIRAKVPLAEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>CDA92133.1 elongation factor G [Firmicutes bacterium CAG:238]
Length=687

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 188/691 (27%), Positives = 321/691 (46%), Gaps = 
73/691 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKTHKLGETHEGAATMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKNYRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VVQ V+D+L A+ +              I   V +  
EI  +
Sbjct  129  
PRMIFVNKMDIMGADFFRVVQMVKDRLKANAVPVQLPIGAEDSFVGIIDLVEMKAEIYKD  188

Query  168  E------NTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E       TDI A        W     ++V E +++L+ K++ GE ++ +++    
++  
Sbjct  189  
ELGKEFEITDIPAEMSELAQEWREKLVESVAETDEELMMKFLDGEELTVKEIKEVIRKET  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
                + P++ GSA +  G+Q ++D V                 P  E+            
Sbjct  249  
IAGRMVPMFCGSAYRNKGVQMMLDGVVDYMPSPLDIPPIKGIDPNTEEEVERVADDKGPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGTLQTGSYVYNSTKGKKERIGRILQMHANHRQEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +   +    D L D            P P++   I PKT A +E+
+  A
Sbjct  366  
EEVYSGDIAAAVGLKTTTTGDTLCDEKHEVILESMNFPDPVIEIAIEPKTKAGQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   ++ T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTYTNADTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKETL  485

Query  425  LKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               A   H    +      +  + + V P   G+G ++++ +  G + + +   + 
+GI 
Sbjct  486  



TATADVDHKYAKQSGGRGQYGHVKIRVYPREAGTGFEFKNSIVGGAIPKEYIPKIEEGIV  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G + G+ V D  +    G Y+   S+   F+  A +   +A K++   
LLEP + 
Sbjct  546  
EAMENGPIAGYQVVDVGVELYDGSYHEVDSSEMAFKIAASMAFREAAKKAKPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+ Y+     D       IE + +        G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVTVPENYMGDVIGDISSRRGRIEGSDINMGAAAIRGFVPLSEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
            V + ++  ++          + P+S ++K+ 
Sbjct  666  VYVMQMDHFE----------KLPDSLIEKIN  686

>CDD59178.1 elongation factor G [Eggerthella sp. CAG:298]
Length=700

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/678 (28%), Positives = 314/678 (46%), Gaps = 
77/678 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RG+TI AA 
T+  
Sbjct  11   
NIGIMAHIDAGKTTTTERILYYTGKTHKIGEVHDGAATMDWMVQEQERGVTITAAATTCF  70

Query  65   WHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            W +     +  I+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  ++    
+  
Sbjct  71   
WEKDGQEYRFQIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVQPQSETVWRQASRYG  130

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAWD-  176
            +P + +INK D+ G D    + ++ D+L A  +  Q + +  E       D+    
AWD 
Sbjct  131  VPRIAYINKYDRVGADFFHAIDTMHDRLHAPAVAAQ-
IPMGAEDNFWGVVDLVTMTAWDF  189

Query  177  ---------------------------------
AVIENNDKLLEKYIAGEPISREKLVRE  203
                                             A  + +D L+EK +  E +S E
+L   



Sbjct  190  
KADDKGMTYPEPMDAIPEEFIPVAEERRQMLLEAAADCDDDLMEKVLMEEEVSVEELKAA  249

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIG  242
             ++   +  + PV+ GS+ K  G+Q L+DAV                         
+P  
Sbjct  250  
IRKGTINCQIHPVFVGSSYKNKGVQELLDAVVDYMPSPLDVPPIKGVNPETDEEEERPAD  309

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGE  301
             +G  A     FK+       +  YLR+YSG+L     V  A ++K  +I  +       
Sbjct  310  PKGPFASL--
AFKIMTDPFVGKLTYLRVYSGSLDSGSYVLNACKDKKERIGRLLQMHSNN  367

Query  302  IVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             V  D+   G+IV ++        D L D   P  L    + +   P++   + 
PKT A+
Sbjct  368  RVDIDSCTAGDIVAVVGLKDTSTGDTLCDENAPIILESMEFAD---
PVIDIAVEPKTKAE  424

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R   +  T + I++ +G + LE++   L  ++K+E  V 
+P 
Sbjct  425  
QDKMSIALQKLAEEDPTFRVSTNHETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQ  484

Query  418  VIYMERPLK---
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y ERP K    A      +      +    +++ P   G G ++E+++  G + 
+ + 
Sbjct  485  
VAYRERPGKEVMGAEGKFVRQSGGRGQYGHAVINMYPQEPGKGYEFENKIVGGVVPKEYI  544

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  GI+  L  G L G+ V D ++    G Y+   S+ A F+    + ++ ALK
+S  
Sbjct  545  
PSVDKGIQEALNSGVLAGYPVEDVRVELVDGSYHEVDSSEAAFKVAGSMAIKDALKKSNP  604

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP ++  +  P+EY      D P     I+  + + D +V T ++P   +  Y 
TDL
Sbjct  605  
VILEPVMNVEVETPEEYTGFVMGDIPSRRGLIQGQEQRGDAIVITAKVPLGNMFGYATDL  664

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR+V   +   Y+
Sbjct  665  RSGTQGRAVYTMQFDSYE  682



>WP_066226667.1 elongation factor G [Bacillus sporothermodurans]
 KYD11005.1 hypothetical protein B4102_0065 [Bacillus 
sporothermodurans]
 PTY82079.1 elongation factor G [Bacillus sporothermodurans]
 PTY87748.1 elongation factor G [Bacillus sporothermodurans]
 PTY92090.1 elongation factor G [Bacillus sporothermodurans]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 194/681 (28%), Positives = 320/681 (47%), Gaps = 
64/681 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  S 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHAIQLPIGAEDQFEGIIDLVEMKAIMYSNDLG  191

Query  166  LE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E E T+I A              +AV E +++L+EKY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TEIEETEIPAEYKDQAEEYREKLIEAVAELDEELMEKYLGGEEITVEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAALCGSV--------------  253
              +PV  GSA K  G+Q ++DAV   L  P+     +G+A     V              
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTAPDSDEVIEKHSSDDEPFAAL  311

Query  254  -FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M    + EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANHRAEITEVHAG  371



Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P+++ ++ PK+ A ++++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDEKDLVILESMEFPEPVIQLSVEPKSKADQDKMTTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRSSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  +P   G G ++E+ +  G + + +  AV  G+   
LE
Sbjct  490  
QVQGKFARQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAGLVDALE  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            +G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+ 
Sbjct  550  
RGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKIAASLALKNAASKCNPVILEPTMRVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EYL             +E  + + +  V    +P   +  Y T L   T GR 
V   
Sbjct  610  
IPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRGVFTM  669

Query  606  ELKGYQ---AAVGQPVIQPRR  623
                Y+    A+ + +I+  +
Sbjct  670  HFDHYEEVPKAIAEEIIKKNK  690

>WP_070372669.1 elongation factor G [Acetobacterium wieringae]
 OFV69116.1 elongation factor G [Acetobacterium wieringae]
 OXS26048.1 translation elongation factor G [Acetobacterium sp. 
MES1]
Length=691

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 190/689 (28%), Positives = 325/689 (47%), Gaps = 
74/689 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +L+ SG I + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYSGKIHKIGETHDGVSQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCFWKDNRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
            P + +INK+D  G D  +V++ + D+L+A+ + I+  +    + V               
Sbjct  129  
PRMAYINKMDITGADFYNVLKMMEDRLNANPVPIQLPIGKESDFVGIIDLLNMKAMIYQD  188

Query  166  -LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L E  DI                +  +++ ++++ ++EK++ GE I  ++L    
++  
Sbjct  189  
DLGEKIDIVDIPEDMTELAEEYREKLIESIADHDEAIMEKFLEGEDIGIDELKTAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +  + PV  GS+ K  G+Q ++DAV             TG+     E+ S         
Sbjct  249  
LNVDIIPVVCGSSYKNKGVQLVLDAVVDYMPSPLDVPAITGINPDTEEEDSRKASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT+     V  +    RE+L +I +M    + 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTIDSGSYVFNSSKRKRERLGRILQMHANHREEIT--  366

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
             T Y G+I    + +V L D     T    K        E P P++   I PKT A 
+E+
Sbjct  367  -TVYTGDI----
AAAVGLKDTSTGDTLCSDKAPIILESMEFPEPVIHVAIEPKTKAGQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MSTALAKLAEEDPTFRTHTDEETGQTIISGMGELHLDIIIDRMLREFKVEANVGAPQVAY  481

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478



             E   KA  A      +      +    + + P+  G+G  +E++   G + + F 
N + 
Sbjct  482  
KESITKAVDAEGKFARQSGGRGQYGHCLIRMEPVEPGTGYIFENKTVGGSIPKEFINPIN  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   +  G L G+ V D K+    G Y+   S+   F+    +  +  ++++   
+LE
Sbjct  542  
QGIEEAMRNGVLAGYPVLDLKVTVYDGSYHDVDSSEMAFKVAGSMAFKNGMRKADPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +  P+EY+     D       +E  +++    +  G +P   +  Y T L   
T
Sbjct  602  
PVFKLEVVIPEEYMGDVMGDINSRRGRVEGMEMRGGAQIIKGMVPLAEMFGYATTLRSKT  661

Query  598  NGRSVCLTELKGYQA---AVGQPVIQPRR  623
             GR V   +   Y+A   ++ + +I+ R+
Sbjct  662  QGRGVYTMQFSHYEAVPKSISEQIIEGRK  690

>WP_012008700.1 elongation factor G [Bacillus pumilus]
 A8F981.1 RecName: Full=Elongation factor G; Short=EF-G
 ABV60798.1 elongation factor G [Bacillus pumilus SAFR-032]
 OUZ08987.1 elongation factor G [Bacillus pumilus]
 AVI39644.1 elongation factor G [Bacillus pumilus]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  



PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLASGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D          E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDTVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 



GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_057942043.1 elongation factor G [Lysobacter gummosus]
 ALN90321.1 translation elongation factor G [Lysobacter gummosus]
Length=682

 Score = 258 bits (660),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 202/672 (30%), Positives = 308/672 (46%), Gaps = 
62/672 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AHVDAGKTTLTE LL+ +GAI   G V  G T TD   +E+ RGITI AA    
+
Sbjct  11   
NLGIIAHVDAGKTTLTERLLWKTGAIHRMGEVHDGATTTDFTSIEKDRGITIGAAAVQTR  70

Query  65   W-----
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
            W        ++ I+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R+ 
Sbjct  71   
WTPQGQSEHRLTIIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQARRH  130

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEI---
VLEENTDIEAW  175
             +P + F+NK+D+ G   +  +  +R+KL A    + ++V +  E+   V     
DI  W
Sbjct  131  
GVPLIAFVNKMDRVGASFERTLAQMREKLDAVPWPLGRSVGIENELQGWVDYVARDIVLW  190

Query  176  D---------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D                           AV +++D+L E ++    I    L    
+R  
Sbjct  191  
DQDNHLSRRPWNDDEAREFEPLRLRLIEAVADHDDELAEAFLDARAIDAGLLKAALRRGT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAALCG  251
               +  PV  GSA K  G++ L+DA+   L  P+         E+G        S  
L G
Sbjct  251  
LKGAGTPVLGGSAFKNKGVETLLDAIVDYLPSPLDRPWVHAESERGEVALAPDASGPLAG  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-



LKITEMRIPSKGEIVRTDTAYP  310
             +FK+ + + G    ++RLYSGTLR+ DTV  + R+K  ++  + +         D 
AY 
Sbjct  311  LLFKIVHQEHGALS-
FVRLYSGTLRVGDTVWASRRDKPQRVGRLVVVQANRGHDVDVAYA  369

Query  311  GEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            GEIV +P   D+V    +     RL     +  P  +L   +    +    RL   
L  L
Sbjct  370  GEIVAIPGWKDAVSGESLSDTGERLVLDTIQAQP-
AVLSWRLTAGKSGDLIRLGQGLASL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   DS T E ++  +G + L+V+   L +++ +E     P V Y E P 
+A 
Sbjct  429  
AQEDPSFRVGTDSETGETLVWGMGELHLDVMVERLRQEWNVEVRTGSPRVAYQETPSRAV  488

Query  429  ---
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                  +  +      +A + + V P   G   ++  R + G + ++F NA   G
+R  L
Sbjct  489  RGIEGKLSKQNGGTGQFARVVIDVEPREDGQ-
FEFVDRTTGGVVPRNFVNATEKGLRLAL  547

Query  486  
EQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             +G  G+ V    +    G  ++  S+   F+  A   L+ AL ESGT LLEP ++ 
++ 
Sbjct  548  
AEGPLGYPVVGLTVILTDGQTHAVDSSELAFQRAAGDALKAALAESGTTLLEPVMALVID  607

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P   +     D  +    +   + K      T   P   +  Y T L   T GR+    
Sbjct  608  
TPAGNVGDVVGDLQRRSGRVLGIEDKGLRTDVTARAPLAQLSGYTTALRSLTQGRASASM  667

Query  606  ELKGYQAAVGQP  617
               GY+ A   P
Sbjct  668  VFNGYEQARSAP  679

>WP_014037168.1 elongation factor G [Stenotrophomonas maltophilia]
 AEM51330.1 translation elongation factor G [Stenotrophomonas 
maltophilia 
JV3]
Length=678

 Score = 258 bits (660),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 310/673 (46%), Gaps = 



76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPLHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGMPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     I AWD                AV +++++L + ++ G  I  E L    
+R
Sbjct  189  
RWQDGAVATITAWDDAARIQWQPQRDALVEAVADHDEELADAWLEGRVIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 



V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
RGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_014067553.1 elongation factor G [Rhodothermus marinus]
 AEN73946.1 translation elongation factor G [Rhodothermus marinus 
SG0.5JP17-172]
Length=706

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 188/676 (28%), Positives = 309/676 (46%), Gaps = 
67/676 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +L+ +G +   G V +G    D M  E++RGITI 
AA T
Sbjct  12   
RIRNIGIMAHIDAGKTTTTERILFYTGRVHRVGEVHEGAATMDWMEQEKERGITITAAAT  71

Query  62   SFQWHRCK-------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            +  W   K       +NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  
++ 
Sbjct  72   
TCFWSGSKKDRPVHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETVWR  131



Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLS  161
               K  +P + FINK+D+ G + +  ++ ++ +L A+ +  Q              
+ L+
Sbjct  132  
QANKYRVPRIAFINKMDRTGANFEGTIEQMKQRLKANPVPVQIPIGSGEMFRGVIDLVLN  191

Query  162  PEIVLEENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKL  200
              I+  + T    WD                     A+ E+ND+LL KY+ GEPI+ 
E++
Sbjct  192  
KAIIWHDETQGATWDEIDIPEDLKKEARHWRILMLEAIAEHNDELLMKYLEGEPITPEEI  251

Query  201  VREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQ---  244
                ++      + PV+ GSA K  G+Q L+D             A+ G      E
+   
Sbjct  252  
RETIRKATLSLDITPVFCGSAFKNKGVQRLLDGILDYLPSPVDIPAIKGHHPDTHEELER  311

Query  245  ---GSAALCGSVFKVEYTDCGQRRVYLRLYSGTL-
RLRDTVALAGREKLKITEMRIPSKG  300
                    C   FK+       +  + R+YSG L + +  +     +K +I  +      
Sbjct  312  
HPSPDEPFCALAFKIMTDPYVGKLTFFRVYSGRLTKGQQVLNTTTGKKERIGRLLFMHAN  371

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 D    G+I   +    VR  D L DP    +    + P P++R  I PKT 
A  E
Sbjct  372  
HREDVDDVMAGDIAAAVGLKEVRTGDTLCDPAHPIQLEKMDFPEPVIRIAIEPKTKADSE  431

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L   L +LA+ DP  +  VD  T + I++ +G + LE++   L  ++K+E  V  
P V 
Sbjct  432  
KLSTGLQKLAEEDPTFQVSVDPETGQTIIAGMGELHLEIIVDRLRREFKVEANVGRPQVA  491

Query  420  YMERPLKAA--SHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E  ++A    H +H  +      +A + +   P   G+G+++ + +  G + + 
F  A
Sbjct  492  YRE-
AIRATVDEHYVHKKQTGGRGQFAEVYIEFGPNESGTGLEFINDIHGGVIPREFIPA  550

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GIR  + +G L G+ V   +     G  +   S    F     +    A + +   
L
Sbjct  551  
VEKGIREAMNRGPLAGYPVEGVRARLYDGKTHPVDSDAISFEIAGRMAFRNAARRANPVL  610



Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            +EP +   +  P+EYL     D       I + + +++  V    +P   +  Y 
TDL  
Sbjct  611  
MEPIMRVEVITPEEYLGDVIGDLNSRRGRILSMEQRQEAQVVRALVPLAEMFGYSTDLRS  670

Query  596  YTNGRSVCLTELKGYQ  611
             T GR++   + + Y+
Sbjct  671  LTQGRAIYTMQFETYE  686

>WP_040203233.1 MULTISPECIES: elongation factor G [Bacillus]
Length=693

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 314/671 (47%), Gaps = 
70/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V ++ D+L A+     + I      S  I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFSAIIDLVEMNAVFYSNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE  D                  AV E +++L+EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDIEVRDIPEEFKAQADEYREKLVEAVAELDEELMEKYLGGEEITKEELKSAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI----------------------
GEQGSAA  248
              FPV  GSA K  G+Q ++DAV   L  P+                       E+  
AA
Sbjct  252  
EFFPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIQGHVPDSEDEVIEKHSSDEEPFAA  311



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI +
Sbjct  312  LA---
FKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRKEISK  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +        D L D   L      + P P+++ ++ PK+ A ++
++  
Sbjct  369  V---
YAGDIAAAVGLKDTTTGDTLCDDKNLVILESMQFPEPVIQLSVEPKSKADQDKMGQ  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRET  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +   V
+ G+
Sbjct  486  
FRASAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIAPVQAGL  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  546  
EDALQRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCQPVILEPMM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  606  
RVEVVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGR  665

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  666  GVFSMHFDHYE  676

>WP_085070577.1 elongation factor G [Candidatus Pelagibacter sp. 
RS40]
 ARJ49637.1 elongation factor G [Candidatus Pelagibacter sp. RS40]
Length=691

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 



matrix adjust.
 Identities = 189/656 (29%), Positives = 306/656 (47%), Gaps = 
60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WREHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-------------
ENTD  171
             F+NK+D+ G D    V  ++D+L A  ++ Q V +  E  L+             
+N D
Sbjct  132  CFVNKLDRTGADFFRCVGMIKDRLGAKPLVMQ-
VPIGIEASLKGVVDLIKMKAIVWKNED  190

Query  172  IEA-WD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            + A W+                       +E ++KL+E Y+ GE IS+E L++  +
+   
Sbjct  191  
LGAEWEEQDIPEDLKEICDKYRQELVETAVEQDEKLMEAYLGGEEISQEDLIKCVRKGCL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIG-----EQGS-----------
AALC  250
            +    PV  GSA K  G+QPL+DAV       + IG     +QGS           
A   
Sbjct  251  
NFDFVPVLTGSAFKNKGVQPLLDAVVDYLPSPKDIGSITGTKQGSDDEMEMKFEDSAPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    +    ++K  ++  M +           
A 
Sbjct  311  
ALAFKVANDPFVGSLTFIRIYSGTVKSGTGIYNTSKDKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L    +      L +          E P P++   + PKT A +E++ 
+AL +L
Sbjct  371  
AGDIVALAGLKNTITGHTLANKDTPVLLEPMEFPDPVIEIAVEPKTKADQEKMGEALGRL  430

Query  369  



ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E  
L AA
Sbjct  431  
AKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETILSAA  490

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + LSV PL  G G + ES++  G + + F   V  G+    
+
Sbjct  491  
EFDYTHKKQSGGAGQFARVKLSVEPLEPGKGREVESKIKGGAIPKEFIPGVEKGVETVAD  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    GL++   S+   F   +    ++A      +LLEP +   
+ 
Sbjct  551  
GGILAGFPLIDYKVTILDGLHHDVDSSVLAFELASRQCFKEACTRGTLKLLEPIMRVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR+
Sbjct  611  TPEDYMGDVIGDLNSRRGQINTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_045516743.1 GTP-binding protein [Bacillus niacini]
Length=647

 Score = 258 bits (658),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 172/607 (28%), Positives = 293/607 (48%), Gaps = 
16/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I + G V+   T  D   +E+QRGIT+ A   
+F +
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYHTKTIKQRGRVDHKDTFLDNHDIEKQRGITVFAKQAAFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            ++    ++DTPGH+DF  E+ R++ V+D AIL++SA +GV+  T  +++ L+K  
+PT  
Sbjct  65   
NQSHYYLIDTPGHVDFSPEMERAIQVMDYAILIVSAVEGVEGHTETVWNLLQKYQVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+ G D   V++ +R  L+ D+  I  T+        E N D+  +  + E 
N+ 
Sbjct  125  FINKIDRIGADPDRVIEEIRVNLTNDVCDISSTLKQG-----EMNEDLVEF--



IAERNES  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+       +  +        +  LFP   G A   +G+   ++ +  L     
E+
Sbjct  178  LLEMYME-
SGYQYDLWLDTMTDLFNENHLFPCVSGCALHDIGVDSFLEKLDLLTTTNYER  236

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
            G A   G V+K+ Y + G R  +++  SGTL++RD ++    +  KIT++R+ +  
+   
Sbjct  237  G-
APFSGRVYKIRYDEKGTRITFIKALSGTLKVRDEISYGDNQSEKITQIRVYNGNKFKA  295

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             D    G+I  +   S   N   GD     +     + +  L++ +   ++   + 
+L  
Sbjct  296  VDLVSAGDIFAVTGLS---
NASAGDGLGTLKILAVYEMISALKSKVIFDSSLNVKDVLRY  352

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              +L   DP L    +  T EI +  +G +QLEV+  ++ +++ ++    EP ++Y 
E  
Sbjct  353  
FKRLDAEDPSLNLTWEERTQEIHIQVMGIIQLEVLKQIVKDRFLMDVSFGEPEILYKETI  412

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P    SG+ +ES     +L     N +R  
+   
Sbjct  413  GSEVNGCGHFE--
PLGHYAEVHLKLVPAQRNSGISFESVCQTDHLPVGTHNVIRTHLFER  470

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G+  G  +TD KI    G  ++  ++  DFR  A   L Q L+++   LLEP+  
F 
Sbjct  471  
DHHGILTGSPLTDLKITLLTGRAHNKHTSGGDFREAAFRALRQGLEKTTNILLEPFYYFT  530

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    ++L +   D      + ET      + V TG++P      Y ++ A  T G
+   
Sbjct  531  
IKIEVDHLGKIMTDIQNAHGSFETPNTSGTKAVITGKVPVATFMYYGSEFAAITQGKGTM  590

Query  604  LTELKGY  610
                 GY
Sbjct  591  NLVFGGY  597



>WP_062913227.1 GTP-binding protein [Pediococcus damnosus]
 AMV69347.1 Ribosome protection-type tetracycline resistance related 
protein, 
group 2 [Pediococcus damnosus]
Length=657

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 197/653 (30%), Positives = 308/653 (47%), Gaps = 
59/653 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+ESLLY +G + + G V+ G    D+  LE++ GITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSESLLYRAGELRKLGRVDNGDAFLDSDDLEKKHGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+    + ++DTPGH+DF ++    L+VLD AILVISA DG+Q  TR L+  L 
+ +
Sbjct  61   
AHLQYQNLDLTLLDTPGHVDFASQTEEVLSVLDYAILVISATDGIQGYTRTLWRLLERYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D + V+  ++   S     +  +  + +   E N   EA++ 
+  
Sbjct  121  VPTFIFVNKMDMPGTDKKQVLDQLQTVFS-----QGCIDFNAD---
ESNISNEAYEEIAM  172

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LE ++    I  E +    Q+ ++   +FP Y+G+A K  GI   +   
TGL   
Sbjct  173  RDDAVLETFLDSGNIDDETI----QKMIRQREVFPCYFGAALKVAGIDAFL---
TGLEHW  225

Query  241  IGEQ-
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI--------  291
              E          VFK+ + + G+R  ++R+  GTL  +  V L  ++  ++        
Sbjct  226  TSETVYKPEFAARVFKISHDEKGERLTWVRVTGGTLATK-
AVLLDDQKANQLRVYYGAKF  284

Query  292  -TEMRIPSKGEIVRTD--
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
              +  IP+ G    T     YPG+ + +  D V        PT  P   +  DP      
Sbjct  285  TVQQTIPAGGVCAVTGLTGTYPGQGLGVEKDGVT-------
PTIQPVLNYALDP------  331

Query  349  



TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
                         L AL QL D DP L     S   EI +  +G +QLE++  +L 
+++ 
Sbjct  332  -----
KGQDIHVCLTALRQLEDEDPQLHVSWSSHLQEIRVQIMGEIQLEILQQILLQRFN  386

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L     E S++Y E   +A     H E  P   +A + L + P S GSG+ ++S+ 
+L  
Sbjct  387  LNVSFGEGSILYKETITQAVEGVGHFE--
PLRHYAEVHLLLQPASKGSGLTFDSQCALDV  444

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L +++Q+ V   +      G L G  +TD +I    G   +  S   DFR      
+ Q 
Sbjct  445  
LGKNWQHQVLTNLNSKEHLGVLIGAPITDMQITLVGGKASNVHSVGGDFREATWRAVRQG  504

Query  528  L----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI---
ETAQVKKDEVVFTGE  580
            L    +  G QLLEP+  F L   Q+ + RA +D  K   +    ET + K    + 
TG 
Sbjct  505  
LMMLKEHGGCQLLEPWYQFRLEIGQDQVGRAMNDIQKMSGSFNMPETTENKDALTILTGT  564

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR---RPNSRLDK  
630
             P   +Q Y  ++  YT+G+      + GY+       I  +    P S LD 
Sbjct  565  APVSEMQDYAQEVRAYTHGQGQLECIVDGYRPCHNADEIVKKLKYNPTSDLDN  
617

>WP_083806164.1 GTP-binding protein [Clostridium sp. D5]
Length=908

 Score = 263 bits (672),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 189/614 (31%), Positives = 307/614 (50%), Gaps = 
35/614 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+ES+LY  G+I + G V+      DT  LER RGITI +    
F W
Sbjct  26   
VGILAHVDAGKTTLSESMLYTGGSIRKLGRVDHQDAFLDTYDLERARGITIFSKQAVFSW  85

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF AE+ R+L V+D A+LVIS  DGVQ  T  L+  L++  
IP  +
Sbjct  86   



KDMDITLLDTPGHVDFSAEMERALQVMDYAVLVISGADGVQGHTVTLWCLLKQYEIPVFL  145

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN----  181
            FINK+DQ G D + +++ ++ +LS   +    +S   E+   EN    A D+ +EN    
Sbjct  146  FINKMDQEGTDRKLILEDLKKRLSDGCVDFNGIS---EL---EN----
AEDSCLENLAMC  195

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
             + +LE+Y+    I +  +V    + V+   +FP Y+GSA +  G++  M+ +  L
+   
Sbjct  196  EEGMLEEYLEKGSIEKNSIV----QAVRARKVFPCYFGSALRLEGVEEFMEGLR-
LYTAA  250

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             +    A    V+K+   + G R  YL++  GTL ++D   L   E+ K+ ++RI 
S  +
Sbjct  251  TDY-PDAFGAKVYKIARDEQGNRLTYLKVTGGTLHVKDI--LPDTEE-
KVNQIRIYSGAK  306

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAAQR  358
                 +   G +  +         V   P +       +D     P+L   I   +    
Sbjct  307  YDAVQSVAAGGVCAVAG------
PVSTYPGQGIGAEKEQDMFILEPVLTYQIQLPSDCDV  360

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             ++L  L QL + +P L    +    EI    +G VQ E++ +++ E++K+     
E ++
Sbjct  361  
HQMLLNLKQLEEEEPQLHIVWEEQLGEIHAQLMGEVQTEILKSIIWERFKVRVEFGEGNI  420

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   + A    H E  P   +A + L + P   GSG+Q+ S  S   L++++Q  
+ 
Sbjct  421  VYKETIEEPAEGVGHFE--
PLRHYAEVHLLLEPGEQGSGLQFFSTCSEDVLDRNWQRLIL  478

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +G L G  VTD KI    G  +   +   DFR      + Q LK++ + 
LLE
Sbjct  479  
THLEEKEHKGVLTGSAVTDMKITLTAGRAHLKHTEGGDFRQATYRAVRQGLKKAKSILLE  538

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F L  P + + RA  D  K   + E  ++  +  V TG++P   ++ Y+ +   
YT
Sbjct  539  



PYYEFRLELPSDNIGRAMSDIQKMYGSFEHPEMDGEMSVLTGKVPVATMRGYQREFISYT  598

Query  598  NGRSVCLTELKGYQ  611
             G+      LKGY+
Sbjct  599  GGQGRMFCSLKGYE  612

>EGB93079.1 putative tetracycline resistance protein TetP 
[Clostridium sp. 
D5]
Length=912

 Score = 263 bits (672),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 188/614 (31%), Positives = 307/614 (50%), Gaps = 
35/614 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+ES+LY  G+I + G V+      DT  LER RGITI +    
F W
Sbjct  30   
VGILAHVDAGKTTLSESMLYTGGSIRKLGRVDHQDAFLDTYDLERARGITIFSKQAVFSW  89

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF AE+ R+L V+D A+LVIS  DGVQ  T  L+  L++  
IP  +
Sbjct  90   
KDMDITLLDTPGHVDFSAEMERALQVMDYAVLVISGADGVQGHTVTLWCLLKQYEIPVFL  149

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN----  181
            FINK+DQ G D + +++ ++ +LS   +    +S   E+   EN +    D+ +EN    
Sbjct  150  FINKMDQEGTDRKLILEDLKKRLSDGCVDFNGIS---EL---ENAE----
DSCLENLAMC  199

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
             + +LE+Y+    I +  +V    + V+   +FP Y+GSA +  G++  M+ +  L
+   
Sbjct  200  EEGMLEEYLEKGSIEKNSIV----QAVRARKVFPCYFGSALRLEGVEEFMEGLR-
LYTAA  254

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             +    A    V+K+   + G R  YL++  GTL ++D   L   E+ K+ ++RI 
S  +
Sbjct  255  TDY-PDAFGAKVYKIARDEQGNRLTYLKVTGGTLHVKDI--LPDTEE-
KVNQIRIYSGAK  310

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAAQR  358
                 +   G +  +         V   P +       +D     P+L   I   +    



Sbjct  311  YDAVQSVAAGGVCAVAG------
PVSTYPGQGIGAEKEQDMFILEPVLTYQIQLPSDCDV  364

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             ++L  L QL + +P L    +    EI    +G VQ E++ +++ E++K+     
E ++
Sbjct  365  
HQMLLNLKQLEEEEPQLHIVWEEQLGEIHAQLMGEVQTEILKSIIWERFKVRVEFGEGNI  424

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   + A    H E  P   +A + L + P   GSG+Q+ S  S   L++++Q  
+ 
Sbjct  425  VYKETIEEPAEGVGHFE--
PLRHYAEVHLLLEPGEQGSGLQFFSTCSEDVLDRNWQRLIL  482

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +G L G  VTD KI    G  +   +   DFR      + Q LK++ + 
LLE
Sbjct  483  
THLEEKEHKGVLTGSAVTDMKITLTAGRAHLKHTEGGDFRQATYRAVRQGLKKAKSILLE  542

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F L  P + + RA  D  K   + E  ++  +  V TG++P   ++ Y+ +   
YT
Sbjct  543  
PYYEFRLELPSDNIGRAMSDIQKMYGSFEHPEMDGEMSVLTGKVPVATMRGYQREFISYT  602

Query  598  NGRSVCLTELKGYQ  611
             G+      LKGY+
Sbjct  603  GGQGRMFCSLKGYE  616

>SCJ13374.1 Elongation factor G [uncultured Flavonifractor sp.]
Length=869

 Score = 262 bits (670),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/617 (31%), Positives = 298/617 (48%), Gaps = 
30/617 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVD+GKTTL+E LLY SGA+ + G V+      DT   ER+RGITI +    
F +
Sbjct  1    
MGVLAHVDSGKTTLSEGLLYLSGALRKLGRVDHQDAFLDTDTQERERGITIFSKQAEFSY  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF AE+ RSL VLD A+LV+S  DG+Q  TR L+  L K  



IPT +
Sbjct  61   
GGTAFTLLDTPGHVDFSAEMERSLQVLDCAVLVVSGTDGIQGHTRTLWKLLDKHKIPTFL  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D AG D  +++  ++ +L +  +   + +    E       D+ A D      
+ 
Sbjct  121  FINKMDLAGSDRDALLAQLQARLDSGCLDFSRGIGSIQE-------
DLAACD------EA  167

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+ G  ++ E +     RR+    +FP ++GSA K  G+  L+D +         
Q
Sbjct  168  LLEHYLEGMEVTEEDVADLVTRRL----
IFPCFFGSALKLEGVGELLDGLATYAS--APQ  221

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                    VFK+   D   R  Y+++  GTLR+R  +   G ++ K+ ++RI S  
+   
Sbjct  222  YGPEFGARVFKIA-RDGSDRLTYVKVTGGTLRVRTALGGEGWQE-
KVNQIRIYSGPKYQT  279

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A  G +  L      R  D LG        RW  +  P L   +          
+L 
Sbjct  280  VDEAPAGTVCALTGLTHTRPGDGLGGEA----
GRWEPELEPPLTYQVILPHGCDVHAILR  335

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L QL + DP LR   +    EI L  +G +QLEV++ L+ E++ +E      S+
+Y E 
Sbjct  336  
NLRQLEEEDPQLRVVWNEALGEIHLRLMGEIQLEVMTRLIRERFGVEVSFGAGSIVYRET  395

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     H E  P   +A + L + P   GSG+++ S  S   L+ ++Q  +   
++ 
Sbjct  396  ISGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLRFASSCSADQLDLNWQRLILTHLKE  453

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
               QG L G  +TD KI    G  +   +   DFR      + Q L ++ + LLEP
+  F
Sbjct  454  
KEHQGVLTGSPITDMKITLVAGRAHLKHTEGGDFRQATYRAVRQGLMQAESILLEPHYEF  513

Query  543  



ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             L  P + + RA  D       ++  + + + V+ +G  P   ++ Y  ++A YT 
GR  
Sbjct  514  
QLELPPDCVGRAMTDLQAMGGAVDAPEQEGELVLLSGHGPVAGLRNYWREVASYTRGRGR  573

Query  603  CLTELKGYQAAVGQPVI  619
                L+GY+    Q  I
Sbjct  574  LNCALRGYEPCADQESI  590

>WP_041084119.1 GTP-binding protein [Clostridium botulinum]
 KIL07278.1 elongation factor G [Clostridium botulinum]
Length=652

 Score = 258 bits (659),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 166/632 (26%), Positives = 306/632 (48%), Gaps = 
21/632 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGVLAHVDAGKTTFAEQILYHTKSIRTLGRVDHKNSFLDKHDIEKERGITVFSDQALFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R+L ++D AIL+IS  DG+QA T  ++  LRK 
+IPT  
Sbjct  65   
NDNEYYLIDTPGHVDFSTEMERALEIMDYAILIISGVDGIQAHTETVWELLRKKHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI-
IIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+   D+++V+  +  K + ++ +I +T++ +       + D +  + + E 
++K
Sbjct  125  FINKIDREISDIENVLNDIETKFTNNVCLIDKTLNGN-------
DMDNQLIEFIAERDEK  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+      +E  +   ++++    +FP   GSA   + I   ++ +  L     
E+
Sbjct  178  LLEIYLDS-
GYEKELWLNSMKKQISKGMIFPCLSGSALLDVNIDKFIEKLDLLTYTNYEE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGE  301
                  G V+K+ Y + G +  Y++  +G+L+++D++     E     KI ++RI 
+  +
Sbjct  237  
LDEKFKGKVYKIRYDEKGNKVTYIKALNGSLKVKDSLYCTENEIEFNEKINQIRIYNSDK  296



Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  DT Y G++  +      ++   +G+           + +  L++ +    +   
+ 
Sbjct  297  FILEDTVYAGDVFGVTGLTKFKIGQGIGEADL----
NTYYNIVLTLKSKVVFNKSVNTKE  352

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    D    E+ +  +G++QLEV+  ++ E++KL+    +  
V+Y
Sbjct  353  
ILSYFKILEEEDPGLNVLWDDDLQEMNIHIMGKIQLEVLKEVVKERFKLDIEFGDCEVLY  412

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A + L + P    SGV +ES+  +  LN  +Q  
++  
Sbjct  413  KETIGNKVNGYGHFE--
PLRHYAEVHLQIEPGKRNSGVTFESKCHVDNLNIGYQRLIQSH  470

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  + D KI    G  +   ++  DFR      + Q L++    
LLEPY
Sbjct  471  
IFEKEHKGILTGSKICDVKITLINGKSHLKHTSGGDFREATYRAIRQGLEQGNNILLEPY  530

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +    EY+ R   D  +   +    +  +++ +  G  P      Y  DL  
+T G
Sbjct  531  
YKLKVTVENEYVGRVLSDIQRLFGSFNEQETLENKTIIFGRGPVATFMNYNMDLISFTKG  590

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + V      GY +      VIQ  +     D+
Sbjct  591  KGVITLSFDGYDECHNSDEVIQKIKYKKESDR  622

>WP_016466269.1 elongation factor G [Streptococcus sp. HPH0090]
 EPD85418.1 elongation factor G [Streptococcus sp. HPH0090]
Length=693

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_088116363.1 elongation factor G [Bacillus atrophaeus]
 ARW05191.1 Elongation factor G [Bacillus atrophaeus]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 317/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++RD+L A                               
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLRDRLQANAHAIQLPIGAEDNFEGIIDLVENVAYFYED  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW--



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +      PE   E+  ++ +   +AV E +++L+EKY+ GE I+ ++L    
++  
Sbjct  189  
DLGTRSDAKEIPEEYKEQAEELRSSLIEAVAELDEELMEKYLEGEEITIDELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVEAIKGILPDSNEEVVRESSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVRNSSKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
             TAY G+I    + +V L D     T    K        E P P++   I PK+ A 
+++
Sbjct  366  STAYAGDI----
AAAVGLKDTSTGDTLCDEKDHVILESMEFPEPVIDVAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALAKLAEEDPTFRTQTNQETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    AA        +      +  + +   P   G+G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSAAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAVQ  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLE
Sbjct  542  
AGLEDALDNGVIAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNT  661



Query  598  NGRSVCLTELKGYQ  611
             GR      +  Y+
Sbjct  662  QGRGTFTMHMDHYE  675

>WP_017327001.1 elongation factor G [Synechococcus sp. PCC 7336]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 193/696 (28%), Positives = 309/696 (44%), Gaps = 
87/696 (13%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI AH+DAGKTT TE +LY SG + + G V +GT   D M  ER+RGITI 
AA  S
Sbjct  10   
IRNIGIAAHIDAGKTTTTERILYYSGIVHKIGEVHEGTAVMDWMDQERERGITITAAAIS  69

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W  C +NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ QT  ++    +  
+P
Sbjct  70   
TDWKDCHINIIDTPGHVDFTIEVERSMRVLDGVIAVFDSVGGVQPQTETVWRQANRYAVP  129

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEE  168
             + F+NK+D+ G D   V+  +RD+L A+ +  Q               V +   I   
+
Sbjct  130  
RMAFVNKMDRTGADYYKVMAQMRDRLQANAVAIQLPIGAEEQFAGLVDLVEMQAYIYTND  189

Query  169  -NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              TDIE  D                  AV + ++ L EK++ GE  +  ++    +
+   
Sbjct  190  
LGTDIEIADIPADMQELAAEYREKLLEAVADFDEALTEKFVEGEAFTTAEIKAALRKATI  249

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQP----------
IGEQGSAA--------LCG  251
               + P   G+A K  G+Q L+DAV                +G+   A+        
L  
Sbjct  250  
ANQIMPTLCGTALKNKGVQTLLDAVVDYLPSPLEVPAIKGYLGDGTEASREANDDLPLAA  309

Query  252  SVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMRI  296
              FKV  TD   R  ++R+YSG L               R+   + +   +++ + 
E+R 
Sbjct  310  LAFKV-



MTDPYGRLTFVRVYSGVLKKGSYVYNSSQDKKERISRLIVMKADDRIDVDELRA  368

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               G I+     + G  +  P   + L  +               P P++   + 
PKT A
Sbjct  369  GDLGAILGLKDTFTGHTLCDPDSPIVLESLY-------------
IPEPVISVAVEPKTKA  415

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E+L  AL  L++ DP  R  +D  T++ ++S +G + LE++   +  ++K+E  
V  P
Sbjct  416  
DLEKLSKALKSLSEEDPTFRVAIDPETNQTVISGMGELHLEILVDRMLREFKVEANVGAP  475

Query  417  SVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E   K A+      +  +      G   +++ P   GSG ++ S++  G + 
+ +
Sbjct  476  
QVAYRETIRKVANKVEGKFIRQSGGKGQYGHVVINLEPGDPGSGFEFVSKIVGGSVPKEY  535

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
             N V  G++   E G L G+ + D +     G Y+   S+   F+    + L +A
+K S 
Sbjct  536  
INPVEAGMKEACESGVLAGYPLIDVRATLVDGSYHEVDSSEMAFKIAGSMALREAVKRSS  595

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P ++L     D       +E+          T ++P   +  
Y TD
Sbjct  596  
PALLEPSMKVEVEVPGDFLGDVIGDLNSRRGQVESMDPGDPVAKVTAKVPLAEMFGYATD  655

Query  593  LAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPN  625
            +   T GR     E   Y+     V + +I   + N
Sbjct  656  IRSKTQGRGTFSMEFGNYEEVPRTVAETIIAKHKGN  691

>CDA30508.1 elongation factor G 1 [Clostridium sp. CAG:492]
Length=693

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 317/670 (47%), Gaps = 
64/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T



Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHEGAATMDWMVQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++LV++AK GVQ Q+  ++    
K  +
Sbjct  70   
TCHWLGHRINIIDTPGHVDFTVEVERSLKVLDGSVLVLAAKGGVQPQSETVWRQADKYQV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P +I++NK+D  G D  + +  V+D+L A                   D+I  +      
Sbjct  130  
PRMIYVNKMDITGADFYACIDQVKDRLGANPVPIQLPIGAEDNFQGIVDLIKMRAFIHKD  189

Query  163  EIVLE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E TDI A              +A  E +D+L+ KY+    +S E++ +  
++  
Sbjct  190  
DLGKEIEETDIPADLKEKAEEYRSKMVEAAAEQDDELMMKYLEEGELSEEEIKKGLRKGT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSA  247
               ++ P+  GS+ K  G+Q L++AV                         +P   
+  A
Sbjct  250  
IANTVVPMTCGSSYKNKGVQELLNAVVDYLPSPVDIPAIKGVDLDGNETDRKPSDSEPFA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTD  306
            AL    FK+       +  ++R+YSGTL    T+  A + +K +I  + +         
+
Sbjct  310  ALA---
FKIATDPFVGKLCFIRVYSGTLDSGSTILNANKGKKDRIGRLLLMHANHREDLN  366

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +    V   D L DP         E P P++   I PK  A  E++  
AL
Sbjct  367  
KVYAGDIAAAVGLKEVSTGDTLCDPNAPVILESMEFPEPVIDIAIEPKDKANSEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  +   +  T + +++ +G + L+++   L  ++K+E  V +P V Y 
E   
Sbjct  427  
AKLAEEDPTFKTYTNHETGQTVIAGMGELHLDIIVDRLKREFKVECNVGKPQVSYKETIR  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              +K     +  +   +  +  + + + PL  GSG+++ES++  G + + +   + 



DGIR
Sbjct  487  NKVKVQGKFVR-
QSGGHGQYGDVWIEMEPLEPGSGIKFESKIVGGAVPKEYIKPIEDGIR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               + G+  G+ V D K     G Y+   S+   F+  A +  ++A K++ + 
+LEP + 
Sbjct  546  
EAADSGILAGYPVIDFKATLVDGSYHEVDSSEMAFKIAASMAFKEACKQAKSVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + K       G IP   +  Y TDL   T 
GR 
Sbjct  606  
VEVTVPEEYMGDVIGDINARRGRLEGMEAKSGNQEIRGFIPLSEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQ  611
                E   Y+
Sbjct  666  TYSMEPSHYE  675

>WP_075397861.1 elongation factor G [Domibacillus antri]
 OLN23110.1 translation elongation factor G [Domibacillus antri]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/667 (29%), Positives = 310/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V+++ D+L A+     + I      S  I L E           
Sbjct  132  
VFVNKMDKLGADFLYSVRTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATMYGNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



            T+IE  D                  AV E +++L+EKY+ GE ++ +++    ++ 
V + 
Sbjct  192  
TEIEVVDIPADYQDQAEEYREKLIEAVAELDEELMEKYLGGEELTNDEIKAAIRKGVINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCGS  252
              FPV  GSA K  G+Q ++DAV   L  P+                       A     
Sbjct  252  
EFFPVMVGSAFKNKGVQLMLDAVIDYLPSPVDVPAIKGTLPDSDEEVERESSDEAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L+    V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGVLQSGSYVQNSTKGKRERVGRILQMHANSREEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++  ++ PKT A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSVEPKTKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFHAHTDQETGEVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRSS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G+G ++E+ +  G + + +  AV+ G+   
+
Sbjct  489  
AQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGSVPREYIPAVQAGLEDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    LLEP +   
+
Sbjct  549  
KNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASMALKNAISKCNPVLLEPLMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P EYL     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPDEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRGNYS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675



>AIL12567.1 elongation factor G [Candidatus Paracaedimonas 
acanthamoebae]
Length=691

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 195/668 (29%), Positives = 303/668 (45%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSYKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K N
+P +
Sbjct  72   
WKNHHINIIDTPGHVDFTIEVERSLRVLDGAVAVFDSVAGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------------------------
TVSL  160
             F+NK+D+ G +    V  + D+L A+ ++ Q                          
+L
Sbjct  132  
CFVNKMDRIGANFYRTVDMIVDRLGANPLVIQLPIGSESDFVGIVDLIEMKAIRWKDENL  191

Query  161  SPEIVLEE-----NTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E V EE         E + A      +E +D+ LE Y+ GE  S E L R  ++    
Sbjct  192  
GAEFVYEEIPAELKDKAEEYRAKLVEQAVELDDQALEAYLGGEQPSVEVLRRCIRKGTLI  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAAL----------CG  251
              L PV  GSA K  G+Q L+D V             +   + G A +          
CG
Sbjct  252  
GKLVPVLCGSAFKNKGVQSLLDGVVEFLPSPNELIEIRGTSQDGDAEIIRKFSDDEPFCG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+          + R+YSG L    TV    +++     ++  M   S+ +I     
Sbjct  312  
LAFKIMTDPFVGSLTFTRIYSGVLESGSTVLNTVKDRKERIGRMLRMHANSREDI---KE  368

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A  G+IV L         + L DP +       E P P++   I PK+ A +E++  



AL+
Sbjct  369  
ARAGDIVALCGLKETTTGETLSDPNKAVVLERMEFPEPVIEIAIEPKSKADQEKMGLALS  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R   D  + + ++  +G + LE+   LL   +K+ETVV +P V Y E   
K
Sbjct  429  
RLASEDPSFRVSTDQESGQTVIKGMGELHLEIKVDLLKRDFKVETVVGQPQVAYRETITK  488

Query  427  AA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            AA   +T   +      +A + +   PL  GSG Q+ES++  G + + +   V+ G
++  
Sbjct  489  
AAEIDYTHKKQSGGAGQFARVIIKFEPLEPGSGYQFESKIVGGSVPKEYIPGVQKGLQSA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L+ G L G+ + D K     G Y+   S+   F   A     + +K+   +LLEP 
+   
Sbjct  549  
LDTGVLAGFPMIDFKATLLDGAYHDVDSSVLAFEIAARAAFREGIKKCTPKLLEPVMKVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       I     + +  V    +P   +  Y   L   + 
GR+  
Sbjct  609  
VVTPEEYMGDVIGDLNSRRGQISGMDQRGNARVVNAMVPLANLFGYVNTLRSMSQGRAQF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  TMHFDHYE  676

>WP_062484676.1 elongation factor G [Candidatus Nitrospira 
inopinata]
 CUQ66701.1 protein chain elongation factor EF-G, GTP-binding 
[Candidatus 
Nitrospira inopinata]
Length=693

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/672 (29%), Positives = 315/672 (47%), Gaps = 
72/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  ER+RGITI AA 
T+  
Sbjct  12   



NIGIMAHIDAGKTTTTERILFYTGLTHKLGEVHEGAATMDWMEQERERGITITAAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNRRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDSVQGVEPQSETVWRQADKYRVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADII-------------------------------  153
             F+NK+D+ G D    VQS+ D+L A+ +                               
Sbjct  132  
AFMNKMDRIGADFYFCVQSMIDRLGANPVPIQIPVGREAEFRGSIDLVSMKAYLYDDETL  191

Query  154  -IKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              K  V   P  +LE+  +   +  ++V E +D+++EKY+ G+ ++ + + R  +     
Sbjct  192  
GAKYVVQEIPSDLLEKAREYREKMIESVAEFDDQVMEKYLNGQALTEDDIRRVIRAGTIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCG  251
              + PV  GSA K  G+Q L+D             AV G+    G+Q       S     
Sbjct  252  
MKITPVLCGSAFKNKGVQQLLDGVVEFLPSPLDIAAVVGIDPATGKQVERKASDSEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  Y R+YSGTL+       V    +E++ ++ +M    + EI   
+ 
Sbjct  312  
LAFKIMSDPFAGQLTYFRVYSGTLKTGTPVLNVTKGTKERIGRLLKMHANKREEI---EA  368

Query  308  AYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            AY G+IV  +        D L D   P  L   ++   P P++   I PKT   +E
++  
Sbjct  369  AYAGDIVAAVGLKGATTGDTLADEKHPVLLEVMKF---
PEPVISMAIEPKTKQDQEKMGF  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  T + I+S +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  426  
ALQKLAQEDPSFRVRTDEETAQTIISGMGELHLEIIVDRLLREFKVEANVGQPEVAYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R  +A +  I  +      +  + L+V P   G G ++ +++  G + + +  
AV  G
Sbjct  486  IRRRAEAEAKYIK-
QTGGRGQYGHVVLTVEPSEPGKGFEFVNKIVGGVIPREYIPAVEKG  544



Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G+  G+ + D ++    G Y+   S    F+  A +    A K++   
LLEP 
Sbjct  545  
VKERMESGVIAGYPLRDIRVTLTDGSYHEVDSNEMAFKIAASMGFADACKKADPVLLEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  PQE++     +       ++  +V+         +P + +  Y TDL   
T G
Sbjct  605  
MKVEVLVPQEFMGDVIGNLNGRRGKVQGMKVRAGAQAIEASVPLKEMFGYATDLRSRTQG  664

Query  600  RSVCLTELKGYQ  611
            R+    E   Y+
Sbjct  665  RATYSMEFDRYE  676

>WP_027969352.1 elongation factor G [Streptococcus castoreus]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+LV   
++  
Sbjct  189  



DLGTDILEEDIPEEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELVAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGINPDTDAEEVRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675



>WP_092034889.1 elongation factor G [Bradyrhizobium sp. OK095]
 SEO19846.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium sp. 
OK095]
Length=690

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 192/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   +  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIIDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D++L  Y+ G+      L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMVEKAKEYREKLLEAAVELDDEVLAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGS---------
AALCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEIVRLPDDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLMSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371



Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKSVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES+V  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKVVGGSVPKEYIPGVEKGLNSVMGAG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVSLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_091075644.1 elongation factor G [Friedmanniella sagamiharensis]
 SDU97850.1 translation elongation factor 2 (EF-2/EF-G) 
[Friedmanniella sagamiharensis]
Length=697

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 193/689 (28%), Positives = 329/689 (48%), Gaps = 
71/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 



+A T
Sbjct  11   
QVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHEGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q++ ++    
+  +
Sbjct  71   
TCHWKNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSQTVWRQADRYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G      V +++++L+A                   D++  + +
+   
Sbjct  131  
PRICFVNKLDRTGASFDFCVSTIKNRLNATPAVLQLPIGSEGGFLGVVDLVNMRALTWRG  190

Query  163  EIVLEENTDI------------EAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQR  206
            E  + E+  +            EA  A+IE    ++D L E Y+  + ++ E L    
+R
Sbjct  191  ETTIGEDYAVEEIPADMVDAAEEAHAALIELVSDHDDVLAEAYLE-
DAVTPELLQAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE--------QGS  246
             V  AS   V  GSA K  G+QPL+DAV               F+P  E          
+
Sbjct  250  
GVLAASFTAVLCGSAFKNKGVQPLLDAVIAYLPSPLDVPAINGFKPGDESTVIERHPDSN  309

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+       R  Y+RLYSG L    TV  +  GR++   KI +M    
+ EI
Sbjct  310  
DPFSALAFKIAADPHLGRLTYIRLYSGKLEAGSTVLNSTKGRKERIGKIYQMHANKREEI  369

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                    G+IV ++        + L D     +    + P P++   I PKT + 
+E+L
Sbjct  370  ASVGA---
GQIVAVMGLKDTTTGETLSDQASPVQLESMDFPAPVIEQAIEPKTKSDQEKL  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  R   D  T + I++ +G + LEV+   +  ++++E  + +P 
V Y 
Sbjct  427  
GTAIQRLAEEDPTFRVHTDEETGQTIIAGMGELHLEVLIDRMKREFRVEANIGKPQVAYR  486

Query  422  E---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   RP++   +T   +   +  +A + +S+ PL  GSG ++ + V+ G + + +  
AV 
Sbjct  487  
ETLRRPVEKVEYTHKKQSGGSGQYARVIVSLEPLEPGSGYEFVNAVTGGRIPREYIPAVD  546

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  ++ G L G+ + D K+    G Y+   S+   F+    +V ++A + +   
LLE
Sbjct  547  
EGIQDAMQFGVLAGYQIEDIKVTLTDGAYHDVDSSELAFKIAGSMVFKEAARRADPALLE  606

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P ++  +  P++YL     D       I++        V +  +P   +  Y  DL   
T
Sbjct  607  
PVMAVEVTTPEDYLGTVIGDLNARRGQIQSMDDMHGNKVVSALVPLSEMFGYVGDLRSKT  666

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            +G++    E   Y     ++   +IQ  R
Sbjct  667  SGQASYSMEFHSYAETPKSISDEIIQKAR  695

>PMP62232.1 elongation factor G [Sulfurihydrogenibium sp.]
Length=693

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 187/683 (27%), Positives = 306/683 (45%), Gaps = 
90/683 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KLRNIGIVAHIDAGKTTTTERILFYTGKTYKIGEVHEGAATMDWMEQEKERGITITSATT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+  LDG I V ++ +GVQ Q+   +    
+   
Sbjct  69   
AAYWKGYQLNIIDTPGHVDFGVEVVRSMKALDGIIFVFASVEGVQPQSEANWRWADRFQK  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT------------------------  157
            P + F+NK+D+ G +   V + ++ KL A+ +  Q                         
Sbjct  129  
PRIAFVNKMDRVGANFFGVYEDIKKKLGANPVPIQIPVGAEDNFVGVVDLFKMKAIIWDG  188

Query  158  ----VSLSPEIVLEENTDI-EAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 + S + +  +  D+ + W     +A++E ++ L+EKY AGE IS E+L +  
++ 
Sbjct  189  
DELGATFSEKEIPADLVDLAQEWREKMIEAIVETDEALMEKYFAGEEISEEELKKALRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAA  248
              D  L P+  G+A K  GIQPL+DA             V G+    GE+          
Sbjct  249  
TIDRKLVPMLCGTAFKNKGIQPLLDAVIDFLPSPVDLPPVKGINPNTGEEVERKASDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
             C   FKV       +  Y R+YSG ++   TV ++ + K     ++  M    + 
EI  
Sbjct  309  
FCALAFKVMADPYAGQLTYFRVYSGVVKTGQTVYISNKGKKERIGRLLRMHANQREEITE  368

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                Y G+I           D L D          E P P++   I PKT + +E
+L   
Sbjct  369  V---
YAGDIAAAVGVDATTGDTLCDEKNPIILEKMEFPEPVIAMAIEPKTKSDQEKLSQV  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +    DP  +  VD  T++ ++  +G + LE++   +  ++KLE  V +P V Y 
E  
Sbjct  426  
LNKFMKEDPTFKVSVDPETNQTLIHGMGELHLEIIIDRMKREHKLEVNVGKPQVAYKETI  485

Query  425  LKAASHT---------------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             K A+                 + IE+ PNP                  ++  ++  
G +
Sbjct  486  RKKATAEGKFIRQSGGRGQYGHVWIEIEPNP--------------
EKEYEFVDKIVGGVI  531

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + F  AV +GIR  +  G+  G+ V + K     G ++   S+   F+    +   
+A+
Sbjct  532  
PKEFIPAVDEGIREAMNHGVVAGYPVINIKATLFDGSFHEVDSSEIAFKIAGSMAFREAM  591

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++   LLEP +   +  P EY+     D  +    I   + K +      E+P   
+  
Sbjct  592  
KKADPVLLEPIMYVEVDTPDEYMGDVMGDLNRRRGRILGMEKKGNTQTIKAEVPLAEMFG  651



Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y TDL   T GR+  +   + Y+
Sbjct  652  YATDLRSLTQGRATFVMTFQRYE  674

>PQC52936.1 hypothetical protein CUN09_04880, partial [Enterococcus 
faecium]
Length=142

 Score = 241 bits (615),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 108/141 (77%), Positives = 124/141 (88%), Gaps = 0/141 
(0%)

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT+LLEPYLSF 
+YAPQEYLSRAY+D
Sbjct  1    
KICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEPYLSFKIYAPQEYLSRAYND  60

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            APKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL F+TNGRSVCLTELKGY    
G+P
Sbjct  61   
APKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTNGRSVCLTELKGYHVTTGEP  120

Query  618  VIQPRRPNSRLDKVRHMFQKV  638
            V QPRRPNSR+DKVR+MF K+
Sbjct  121  VCQPRRPNSRIDKVRYMFNKI  141

>KZK73747.1 elongation factor G [Pelodictyon luteolum]
Length=704

 Score = 259 bits (662),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 194/682 (28%), Positives = 322/682 (47%), Gaps = 
78/682 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGRLHRMGEVHDGGATMDWMDQEKERGITITSAAT  68

Query  62   SFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +  W          + ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q
+  +
Sbjct  69   
TCFWSPKFGNYEGEKHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETV  128



Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---------------------  151
            +    K  +P + ++NK+D+ G D    V+S++++LSA+                     
Sbjct  129  
WRQANKYGVPRIAYVNKMDRTGADFFDTVKSIKERLSANPVPIQIPIGEGEIFAGFVDLI  188

Query  152  -----IIIKQTVSLSPEIVLEENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISREK  199
                 I  K+  S   E+ +  + + EA  W     +AV E ++ LLEKY+ GE I
+  +
Sbjct  189  
RMKGIIYDKEDGSTYEEVAIPHDLENEARTWRINMLEAVSEVDESLLEKYLNGEDITETE  248

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--
GE-------------  243
            + +  ++   + S+ PV  GS+ K  G+Q ++DAV   L  P+  GE             
Sbjct  249  
IRKVLRQATLNVSIIPVLCGSSFKNKGVQFMLDAVVDYLASPLDDGEVEGHHPRTEEPVV  308

Query  244  ---QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRI  296
                      G  FK+       +  + R+YSGTL+    V  ++ G+++   ++ 
+M  
Sbjct  309  
RHPSDEEPFAGLAFKIATDPFVGKLTFFRVYSGTLKAGSYVLNSITGKKERIGRVLQMHS  368

Query  297  PSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAP  352
              + +I   D  Y G+I   +    VR  D L D   P  L +  +   P P+++  
I P
Sbjct  369  NKREDI---DCVYAGDIAAAVGLKEVRTGDTLCDENNPVVLEKMVF---
PEPVIQIAIEP  422

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A  ++L  +L +LA+ DP  R + D  T + +++ +G + LE++   L  ++K
+E  
Sbjct  423  
KTKADSDKLGMSLAKLAEEDPTFRVKTDDETGQTLIAGMGELHLEILVDRLKREFKVEAN  482

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R           +      +  + L+V PL  G G ++   V  
G + 
Sbjct  483  
VGQPQVAYRETIRAKVDFEGKFVRQSGGKGQFGLVNLTVEPLEEGKGYEFVDAVKGGVIP  542

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  GI+  ++ G+  G+ + D K+    G Y+   S+   F+    I  +   
+
Sbjct  543  
REYIPAVNAGIQQAMKDGVVAGYPMQDIKVTLYDGKYHDVDSSEMAFKIAGSIGFKGGAR  602



Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP +   +  P+EYL     D       IE    +        ++P   
+  Y
Sbjct  603  
KASPVLLEPIMKVEVITPEEYLGDVMGDLSSRRGHIEGMGQRAGAQFVHAKVPLSAMFGY  662

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E + Y+
Sbjct  663  STDLRSMTQGRANYSMEFESYR  684

>WP_006515832.1 elongation factor G [Leptolyngbya sp. PCC 7375]
 EKV01435.1 translation elongation factor EF-G [Leptolyngbya sp. PCC 
7375]
Length=691

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 186/678 (27%), Positives = 305/678 (45%), Gaps = 
83/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AHVDAGKTT TE +L+ SG + + G V  G   TD M  E++RGITI 
AA  
Sbjct  9    
KVRNIGIAAHVDAGKTTTTERILFYSGVVHKIGEVHDGNAVTDWMEQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I+V  +  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVIVVFDSVGGVQPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D+ G D   V + V ++L A+ +  Q               V +   
I   
Sbjct  129  
PRIAFVNKMDRTGADFFRVYEQVCERLKANAVPIQMPIGAEDKFRGVVDLVKMRAHIYAN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDIE  D                  A+ E +D L+E+Y+ GE ++ +++    
+  V
Sbjct  189  
DLGTDIEEVDIPEELREQAEEYRTLLIEAIAETDDALMERYLEGEALTAQEITDAVRTGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
                L PV  GSA K  G+Q L+DAV                 P GE G         



L 
Sbjct  249  
TSGGLVPVLCGSAFKNKGVQLLLDAVVNYLPSPLDIPPIQGTLPNGEMGKRPPEDDGPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  ++R+YSG L               R+   + L   E++++ 
E+R
Sbjct  309  ALAFKI-
MSDPYGRLTFIRMYSGVLTKGSYVYNATKDKKERVSRLIVLKADERIEVGELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G ++       G+ +    + + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAVLGLKDTTTGDTICTTDNPIVLESLF-------------
VPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R   D  T++ +++ +G + L+++   +  ++K+E  
+  
Sbjct  415  
QDMEKLAKALQSLSEEDPTFRVFTDPETNQTVIAGMGELHLDILVDRMKREFKVEANIGA  474

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   K  +       +      +  + + V P   GSG ++ES++  G + 
+ +
Sbjct  475  
PQVAYRETIRKTVTTEGKFVRQSGGKGQFGHVVIDVEPGEEGSGFKFESKIVGGTVPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
                  G++   E G+  G+ V D K+    G Y+   S+   F+    + ++ A+ 
++ 
Sbjct  535  
IGPAEAGMKEKCESGILAGYPVIDLKVTLVDGSYHDVDSSEMAFKIAGSMAIQDAVTKAS  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   + AP E+L     D       IE  + +      +  +P   +  
Y TD
Sbjct  595  
PVLLEPMMKIEVEAPDEFLGDIMGDLNSRRGQIEGMESESGLAKVSANVPLAEMFGYATD  654

Query  593  LAFYTNGRSVCLTELKGY  610
            +   T GR +   E   Y
Sbjct  655  IRSKTQGRGIFSMEFSHY  672

>WP_026233180.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 OSI22868.1 elongation factor G [Bradyrhizobium canariense]
 OSI30188.1 elongation factor G [Bradyrhizobium canariense]



 OSI38500.1 elongation factor G [Bradyrhizobium canariense]
 OSI46847.1 elongation factor G [Bradyrhizobium canariense]
 OSI50885.1 elongation factor G [Bradyrhizobium canariense]
 OSI62266.1 elongation factor G [Bradyrhizobium canariense]
 OSI66275.1 elongation factor G [Bradyrhizobium canariense]
 OSI77663.1 elongation factor G [Bradyrhizobium canariense]
 OSI86633.1 elongation factor G [Bradyrhizobium canariense]
 OSI88820.1 elongation factor G [Bradyrhizobium canariense]
 OSJ01274.1 elongation factor G [Bradyrhizobium canariense]
 OSJ05061.1 elongation factor G [Bradyrhizobium canariense]
 OSJ16313.1 elongation factor G [Bradyrhizobium canariense]
 OSJ30284.1 elongation factor G [Bradyrhizobium canariense]
Length=690

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 193/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   +  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D++L  Y+ G+      L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMVEKAKEYREKLLEAAVELDDEVLAAYLDGKEPDEPTLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPDDKEPLALL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKAVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
+  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRSEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES+V  G + + +   V  GI   
L  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIIVEPNEPGKGYEFESKVVGGAVPKEYIPGVEKGINSVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_056978569.1 elongation factor G [Lactobacillus senioris]
 KRM93158.1 elongation factor EF2 [Lactobacillus senioris DSM 24302 
= JCM 
17472]
Length=697

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 



matrix adjust.
 Identities = 185/673 (27%), Positives = 312/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITIQSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+ ++
Sbjct  71   
TAQWKGYRVNIIDTPGHVDFTMEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASEYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    V S+ ++L+A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKMGADFDFSVDSIGERLNANALAIQMPIGAEDDFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     ++ ++EKY+ GE IS  ++    
++
Sbjct  191  DELGTE-
WDTVDIPDEYKEEAQKRRDQMIEKLADIDEDIMEKYLEGEEISVPEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSA  247
                  LFPV  GSA K  G+Q ++DAV                   TG    +    
+A
Sbjct  250  
GTLSLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNATDPETGEEVELKADDNA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       R  ++R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFASLAFKIITDPFVGRLTFIRVYTGTLESGSYVLNSTKDKRERIGRLVQMHSNQRNEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         E P P+++  + PK+ A R
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMEIPDPVIQVAVEPKSKADRDKMD  426

Query  363  



DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  R E +  T E +++ +G +QL+++   +  ++ +E  +  P V 
Y E
Sbjct  427  
VAIQKLAEEDPSFRAETNHETGETLIAGMGELQLDIIIDRMKREFNVEANIGAPQVSYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  S       +      +  + +   P   G G ++E  +  G + + +  
+V  G
Sbjct  487  
AFTKKTSAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+ A F+  A + L  A K + + 
+LEP 
Sbjct  547  
LKEAMENGVLAGYPMVDLKAKLYDGSYHEVDSSEAAFKVAASMALRNAAKTADSVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + +    V    +P   +  Y T L   
+ G
Sbjct  607  
MKVDISVPEEYMGDIMGQVTARRGRLDGMEDRAGAKVIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>KFD41249.1 elongation factor G [Peptococcaceae bacterium 
SCADC1_2_3]
 KFI35016.1 elongation factor G [Peptococcaceae bacterium 
SCADC1_2_3]
Length=695

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 201/685 (29%), Positives = 326/685 (48%), Gaps = 
67/685 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI+AH+DAGKTT+TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
NIRNIGIMAHIDAGKTTVTERILFYTGRVHKIGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W  C +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K  I



Sbjct  69   
TCRWKECYINIIDTPGHVDFTMEVERSLRVLDGAIAVFCAVGGVEPQSETVWRQADKYGI  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G +     + +R  L+A                   D++ ++      
Sbjct  129  
PRLTYINKMDRIGANFFRSCEMMRTHLNANPVAIQLPLGAEDKFGGVIDLVQQKAFIYQD  188

Query  163  EIVLEEN-----TDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  E+      TD++           +A  E +++++EKY+ GE  S +++ R  
++  
Sbjct  189  
ELGTEQEEIAIPTDMKELVAEYREKLLEACAETDEEIMEKYLKGEEPSVKEIKRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---GEQG---------------
SAAL  249
             +  + PV  G+A K  G+QPL+ A+   L  P    G QG                   
Sbjct  249  
LEVKITPVLCGTAFKNKGVQPLITAICDYLPAPTDVNGVQGINPNTDAIEVRLPKDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
            C  VFK+       R  +LR+YSG +    TV       RE++ +I  M    + E    
Sbjct  309  
CALVFKIMTDPYVGRLTFLRVYSGEISTGTTVYNPTKYKRERISRILRMHANRREE---A  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T   G+IV ++        D L D          E P P++   I PKT A +++
+  A
Sbjct  366  
NTMCTGDIVAVVGIKESFTGDTLCDENHPLVLEAMEFPAPVISVAIEPKTKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L +L   DP  +   D  T +II+S +G + +E++   L  ++K+E  V +P+V Y 
E  
Sbjct  426  
LLKLTVEDPTFKAHTDVETGQIIISGMGELHIEIIIDRLLREFKVEANVGKPNVAYKETI  485

Query  424  PLKAASHTIHI-EVPPNPFWASIGLSVTP-
LSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S   +I +   +  +  + L + P  S GSG +++ + + G + + +  AV  
G+
Sbjct  486  
KEKVRSEGKYIRQTGGHGQYGHVVLEIEPAASPGSGYEFKDKTTGGVVPKEYLPAVEAGV  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ +TD K+    G Y+   S+   F+  A    +   +++   
LLEP +
Sbjct  546  



REAMETGVLAGYPMTDLKVSLIDGSYHEVDSSEVAFKIAASQGFKNGAQKARPVLLEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  +  A IE    +    +  G +P   +  Y TDL   
T GR
Sbjct  606  
KIEVVVPEEYVGDVLGDLQQRRARIEGLSFQGKIQIVRGYVPLAEMFGYATDLRSATKGR  665

Query  601  SVCLTELKGYQAA---VGQPVIQPR  622
                 +   Y  A   V + +I  R
Sbjct  666  GTYTMQFSYYAEASSNVAEKIINQR  690

>WP_047000990.1 GTP-binding protein [Clostridium sp. C8]
 KLE15844.1 elongation factor G [Clostridium sp. C8]
Length=651

 Score = 258 bits (658),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 174/630 (28%), Positives = 302/630 (48%), Gaps = 
23/630 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  DT  +E+ RGIT+ +   
+F  
Sbjct  5    
IGILAHVDAGKTTFSEQILYHTKSIRNRGRVDHKNSFLDTHDIEKSRGITVFSEQATFAI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R+L++LD AIL+IS  +G+Q  T  +++ LRK 
NIPT I
Sbjct  65   
QDSTYYLIDTPGHIDFSTEMERALSILDYAILLISGVEGIQGHTETIWNLLRKYNIPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS-
LSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G DL+ V++ + + L+ D     +++ +S E++          + + E 
N+ 
Sbjct  125  FINKMDRTGADLEKVIEEIEENLANDTCYIDSINGMSEELI----------
EFISERNED  174

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLEKY+ GE    E  + E +  +++  +FP   GSA +  GI   ++    L      
+
Sbjct  175  LLEKYLNGE-
YEEEIWINELKNLIKENKVFPCLSGSALQDEGIDNFLNIFNELTYTNYNE  233

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGRE-
KLKITEMRIPSKGE  301
             S    G V+K+ Y   G R  +++  SG+L++RD  T  +A  E   K++ +RI 



+  +
Sbjct  234  DS-
EFSGRVYKIRYDINGTRITFIKAISGSLKVRDEVTYGIAAEEVTEKVSSIRIYNGSK  292

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +    G++  +   +  +    G+     R+  R + +P L + +        
+ +
Sbjct  293  FSTIEKVSAGDVFAITGITKAM---
PGEGVGKIRESIRFNMIPTLMSKVIFDKFYNVKEV  349

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L + DP L    +    EI +S +G++QLEV+  +   ++ L+       
++Y 
Sbjct  350  
LGYFRILENEDPALNIIWNEKHQEIQVSIMGKIQLEVLKEVALNRFNLKIEFGPCEIMYK  409

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P   G G+ +E++     L    QN +
+  I
Sbjct  410  ETIDNNTYGYGHFE--
PLKHYAEVHLKIEPNKRGEGITFENKCHADDLTTGNQNLIKTHI  467

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD KI    G  ++  +   DFR      + Q L+++   
LLEP+ 
Sbjct  468  
FERNHHGLLSGSPITDIKITLLTGRAHNKHTEGGDFREATFRAIRQGLEKANNILLEPFY  527

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +Y+ +   D  +     ++ + K ++V  TG  P      Y +++  
+T G+
Sbjct  528  
KFKIDVELDYMGKVISDIQRLNGEFDSPETKLNKVSITGRGPVATFMDYSSEILTFTKGK  587

Query  601  SVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                    GY      + VI+    N   D
Sbjct  588  GNITLVFDGYDVCHNTEEVIEKIGYNKNAD  617

>WP_049439864.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (660),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ +RDKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLRDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  W                +AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTVTPWEQATRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481



Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>EHL72128.1 small GTP-binding protein domain protein [Bacillus sp. 
7_6_55CFAA_CT2]
Length=305

 Score = 247 bits (631),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 130/300 (43%), Positives = 199/300 (66%), Gaps = 
11/300 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF     KVN++DTPGH DF+AEV RS  VLDGAILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFFIDAVKVNVIDTPGHADFIAEVERSFRVLDGAILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT++F+NKID++G + + V++ +++ LS +     +V    +    ++E  +  +  
+ 
Sbjct  121  



IPTILFVNKIDRSGANSEKVMKQIKEVLSNEAFPFYSVLNEGMKEARIIEYKSYDDCMEL  180

Query  178  VIENNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            +   N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L++ 
+  
Sbjct  181  LAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKLPA  239

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREKLK  290
            L   +       L G VFK+E    G++  Y+R++SG+L +R  V      +L  
+EK+K
Sbjct  240  
LIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEKIK  299

>EJX54514.1 elongation factor G, partial [Enterococcus faecium R497]
 EJX68906.1 elongation factor G, partial [Enterococcus faecium 
P1190]
 EJX74771.1 elongation factor G, partial [Enterococcus faecium 
P1137]
 EJX80281.1 elongation factor G, partial [Enterococcus faecium 
P1139]
 EJX85574.1 elongation factor G, partial [Enterococcus faecium 
P1123]
 EJY16747.1 elongation factor G, partial [Enterococcus faecium 
C1904]
 EJY21658.1 elongation factor G, partial [Enterococcus faecium C497]
 EJY48600.1 elongation factor G, partial [Enterococcus faecium 506]
Length=147

 Score = 241 bits (616),  Expect = 2e-73, Method: Composition-based 
stats.
 Identities = 108/146 (74%), Positives = 123/146 (84%), Gaps = 0/146 
(0%)

Query  493  
NVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLS  552
            NVTDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF 
+YAPQEYLS
Sbjct  1    
NVTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLS  60

Query  553  
RAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
            RAY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL 
ELKGYQ 
Sbjct  61   
RAYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQV  120

Query  613  AVGQPVIQPRRPNSRLDKVRHMFQKV  638
              G+PV Q RR NSR+DKVR+MF K+
Sbjct  121  TTGEPVCQTRRLNSRIDKVRYMFNKI  146



>PLX46385.1 elongation factor G [Desulfobulbaceae bacterium]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 316/672 (47%), Gaps = 
69/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  GT   D M  E++RGITI 
+A T
Sbjct  9    
KLRNIGIMAHIDAGKTTTTERILYYTGRSYKMGEVHDGTAVMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  K+NI+DTPGH+DF  EV RSL VLDG+I V  A  GV+ Q+  ++      
++
Sbjct  69   
TCTWHDHKINIIDTPGHVDFTIEVERSLRVLDGSIAVFCAVGGVEPQSETVWRQADHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P + F+NK+D+ G D    V+ +R++L A                   D+I ++ +    
Sbjct  129  
PRIAFVNKMDRIGADYWHCVEMMRERLGANPVPIQIPVGSEASFKGVIDLIAEKMLVFDE  188

Query  162  ------------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                        PE   EE++ +     + + + +++++EKY+  + +S + + +  
+R 
Sbjct  189  
ESKGSQYREEDIPEEFTEESSAVRMALLEKLADFDEEVMEKYLEEQAVSADVIHKAIRRA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---EQG--------------
SAAL  249
                 L PV  GSA K  G+QPL+DAV   L  P+     QG              
S   
Sbjct  249  
TLKLQLVPVLCGSAFKNKGVQPLLDAVIAYLPSPLDVPPVQGLNSNDEIETRKASESENF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-ALAGREKLKITEMRI----
PSKGEIVR  304
            CG VFK+          ++R+YSG L++   V     R+K KI   RI     +K 
E V+
Sbjct  309  CGLVFKIVTDSFVGNLAFIRVYSGVLKVGSQVYNPTKRKKEKIG--
RIVKLHANKREDVQ  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + +A     ++ P  +    D L   GD  RL    +   P P++   I PK+ A   



+L
Sbjct  367  SISAGDIGALVGPRFTT-TGDTLCQSGDSIRLETMDF---
PEPVISIAIEPKSKADEVKL  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             ++L ++   DP    + D  T + ILS +G + LEV+   L  ++K+   + +P 
V Y 
Sbjct  423  
RESLDKIEKEDPSFHVKTDVDTGQTILSGMGELHLEVIVDRLVREFKVAANIGKPQVAYK  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E       A     +       +  + L + P+  G+G  +ESR++   +   F  
A++ 
Sbjct  483  
ESIEATGRAEGKFEVLAGGKQQYGHVWLELEPVPRGAGFSFESRITSDKIPAQFLEAIQR  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  L+ G L G+ + D K+    G Y+   ST   F   A + + +    +   
LLEP
Sbjct  543  
GVKDSLDSGPLIGFPLVDLKVSLVDGSYHDEDSTEMAFGVAATMAMRKGAAAASPILLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P EYL     D     A I   + +++  V    +P   +  Y TDL   
T 
Sbjct  603  
IMDLEVIVPDEYLGDVMSDLNSKRAKINGVESRRNVQVVKAHVPLAEMFGYSTDLRSGTQ  662

Query  599  GRSVCLTELKGY  610
            GR+    +   Y
Sbjct  663  GRATFTMQFVSY  674

>WP_050341610.1 MULTISPECIES: elongation factor G [Selenomonas]
 AKT53393.1 elongation factor G [Selenomonas sp. oral taxon 478]
 AME03998.1 elongation factor G [Selenomonas sp. oral taxon 136]
Length=692

 Score = 259 bits (661),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 185/671 (28%), Positives = 321/671 (48%), Gaps = 
67/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V++A+ GV+ QT  ++    
+ N+
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVLTARGGVEPQTETVWRQAERYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + ++NK+D  G D  +V++ +R++L+A+ +  Q + +  E   +   D+   DA
++  
Sbjct  129  PRMAYVNKMDITGADFFNVMKMMRERLNANPVAIQ-
LPIGAEDEFKGIIDLVKMDAIVYE  187

Query  180  --------------------------------
ENNDKLLEKYIAGEPISREKLVREEQRR  207
                                            E +D+L+EKY+ GE ++ E++    
++ 
Sbjct  188  
DDLGKVTDEVEIPAEYKEQAAEYRDKLLEACAETDDELMEKYLGGEELTEEEIRGAIRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAA  248
                 + PV  G++ +  G+QPL+DA             + G+    GE+       
SA 
Sbjct  248  
TIACEMTPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPDTGEEDHRPASDSAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSGTL     V  A    +E++ +I +M   ++ 
EI  
Sbjct  308  
FSALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVYNATKDSKERIGRILQMHANNRKEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G+I   +   +    D L D          E P P++   + P T   +E
++  
Sbjct  366  -
DIVYSGDIAAAVGLKNTTTGDTLCDENNPIILESMEFPDPVISVAVEPATKNDQEKMGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D+ T ++I+S +G + L+++   +  ++K++  V EP V 
Y E 
Sbjct  425  
ALQKLAEEDPTFRVHTDAETGQVIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +KA    +  +   +  +    L + P   G G  +E++V  G + + F N 
+  G
Sbjct  485  IRKQVKAEGKFVR-



QSGGHGQYGHCWLELIPQEAGEGFSFENKVVGGVIPKEFINPIEAG  543

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  +E G+  G+ + D K+    G ++   S+ A F+    +  +   +++   
LLEPY
Sbjct  544  
VRQAMESGVVAGYPMVDIKVIVYDGSFHEVDSSEAAFKVAGSMAFKAGAEKANPVLLEPY  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       I+  + +    V    +P   +  Y TDL   
T G
Sbjct  604  
VKVEVTVPEEYMGDVIGDLNSRRGRIDGMEPRNGVQVINAYVPLSEMFGYSTDLRSKTQG  663

Query  600  RSVCLTELKGY  610
            R     E+  Y
Sbjct  664  RGNYSMEVSFY  674

>SEH36212.1 small GTP-binding protein domain-containing protein 
[Olsenella 
umbonata]
Length=678

 Score = 258 bits (660),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 189/618 (31%), Positives = 297/618 (48%), Gaps = 
43/618 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVDAGKTTL E+LLY +GAI + G V+   +  D   +ER+RGITI ++      
Sbjct  20   
VGMLAHVDAGKTTLAEALLYRAGAIRKLGRVDHVDSFLDASSMERERGITIFSSQAVLDH  79

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + +VDTPGH+DF AE  R+L VLD A+LV+ A DGV+  T  L+  L +  
+PTVI
Sbjct  80   
DGVHLMLVDTPGHVDFGAEAERTLQVLDCAVLVVGANDGVRGHTLTLWRLLERYGVPTVI  139

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D    D ++ + S+RD+LS   +    +            D EA +A+   
++  
Sbjct  140  FVNKCDLESPDREATMVSLRDRLSQGCVDCACL-----------
FDTEAQEAMAILDESA  188

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L++Y+    +S    V   +R V +    PV++GSA +  G+   +D + GL  P   



+ 
Sbjct  189  LDEYLDAGVLS----
VATVRRLVAERRAHPVFFGSALRLEGVDEFLDGLCGLVAP--REH  242

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-----
KITEMRIPSKG  300
                   V+KV +   G+R  +L++  G LR RD V   GR        K++++RI 
S  
Sbjct  243  
PKEFAARVYKVTHEARGERVSWLKVTGGCLRTRDLVKGVGRRDGRSWADKVSQLRIYSGA  302

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    D    G++         LP D++       +PT            P+L  +
+ P 
Sbjct  303  KFDSVDRVGAGQVCAACGLAHALPGDALGAEPQGSEPTL----------
APVLSYSVEPG  352

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                  R+ +AL +LA+ DPLL    +    E+ L  +G +QLEVV   L E++ +
+   
Sbjct  353  Q-
VDAHRVHEALARLAEEDPLLGVVWNEQLQEVRLQLMGPIQLEVVRQELEERFGMKVGF  411

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               S++Y E   +A     H E  P   +A + L + PL  GSGV + +R S   L
++++
Sbjct  412  GPGSIMYRETIAEAVRGVGHFE--
PLRHYAEVQLLIEPLPRGSGVVFGTRASEDDLDRNW  469

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +          G L G  +TD ++    G  +S  +   DFR      + QAL  
+ 
Sbjct  470  
QRLILTNAMERPHLGVLTGSPLTDVRVTLLGGRAHSKHTEGGDFRQATYRAVRQALMGAR  529

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEP+  F L  PQ+ L R   D  +  A+     +        G +PA   Q 
Y   
Sbjct  530  
SVLLEPWYRFSLELPQDQLGRGMSDLQRMGASFGAPAMCGGFAALEGRVPASECQEYAIQ  589

Query  593  LAFYTNGRSVCLTELKGY  610
            ++ Y++GR        GY
Sbjct  590  VSAYSSGRGHFSLAFDGY  607

>WP_071062267.1 elongation factor G [Andreesenia angusta]
 OHW62417.1 elongation factor G [[Eubacterium] angustum]
Length=688



 Score = 258 bits (660),  Expect = 2e-73, Method: Compositional 
matrix adjust.
 Identities = 199/701 (28%), Positives = 321/701 (46%), Gaps = 
95/701 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG + V  AK GVQ Q+  ++    
K  +
Sbjct  69   
TAQWKNHRINIIDTPGHVDFTVEVERSLRVLDGTVAVFDAKSGVQPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + FINK+D  G +  + +Q++ D+L A+ +                            
Sbjct  129  
PRIAFINKMDATGANFLNSIQTMVDRLRANAVPVQLPVGEESEHIGFVDLIEMNATIFKD  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             + Q V ++ EI  E     E +     +AV E +++L+EKY+ GE IS  +L    
++ 
Sbjct  189  DLGQEVEVT-
EIPAELKDKAEEYREKLLEAVAEQDEELMEKYLEGEEISNAELKTAIRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
                S+ PV  GSA K  G+Q L+DAV                +P  E+         
A 
Sbjct  248  
TIALSIVPVLCGSAYKNKGVQALLDAVVEYMPSPLDIPPVEGTKPGSEEKDVRESSDEAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI  
Sbjct  308  
FAALAFKIMTDPYVGKLGFFRVYSGTLDSGSYVLNSTKGKKERVGRILQMHANKREEI--  365

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRE  359
              T Y G+I    + +V L D     T             E P P++   I PKT 
A ++
Sbjct  366  -STVYSGDI----
AAAVGLKDTTTGDTLCAESAPIILESMEFPEPVISIAIEPKTKAGQD  420



Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++   L +LA+ DP  R   D  T + I++ +G + LEV+   L  ++ +E  V  
P V 
Sbjct  421  
KMGMGLAKLAEEDPTFRTYTDQETGQTIIAGMGELHLEVIVDRLLREFNVEANVGNPQVA  480

Query  420  YMERPLKAASHTIHIEVP--------
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            Y E      + T ++EV             +  + + + P   G+G ++ + V+ G 
+ +
Sbjct  481  YKE------
TITKNVEVDCKYARQSGGRGQYGHVKIRMFPQEPGAGYEFVNAVTGGAIPR  534

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  +V +GI+   E G+  G+ V D K+    G Y+   S+   F+    +  + 
A+K+
Sbjct  535  
EYIPSVDNGIKEAAESGVIAGYPVLDFKVELYDGSYHDVDSSEMAFKIAGSMAFKDAMKK  594

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY+   +  P+EY+     D       +E  + +    +    +P   +  
Y 
Sbjct  595  
ASPVILEPYMKVEVTIPEEYMGDVIGDLNSRRGRVEGMESRSGAQIVNAFVPLSEMFGYA  654

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            TDL   T GR     E   Y+A           PNS  +K+
Sbjct  655  TDLRSNTQGRGQYAMEFDHYEAV----------PNSIAEKI  685

>WP_098623170.1 GTP-binding protein [Bacillus aryabhattai]
 PFW71956.1 elongation factor G [Bacillus aryabhattai]
Length=653

 Score = 258 bits (658),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 181/640 (28%), Positives = 311/640 (49%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I   G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKHRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GVQ  T  ++  L+K  
+P   
Sbjct  68   



NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVQGHTETVWQLLQKHCVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS +++          +   
E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEDLI----------
EFTAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL+ ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L 
+  
Sbjct  178  DEELLDAFMEGKN-
DQAYWRAAMQKLIQTNHLFPCACGSALQDIGIESFLEKLDLLTETH  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
              Q   A  G V+K+ + + G R  +++  SG L++RD V+     +L   KIT+
+R  +
Sbjct  237  YSQ-
EEAFSGRVYKIRHDENGMRITFIKALSGALQVRDEVSYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 
Sbjct  296  GNTFKNVNKGSAGELFAVTGLTSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +    E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHVTWEERNQELHMHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+ 
Sbjct  406  QFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++    +++ + TG++P      



Y 
Sbjct  524  
AENVVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPVTIENKAIITGKVPVATFMTYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            + LA +T+G+        GY+     + VI+  R N   D
Sbjct  584  STLASFTHGKGAMSLLFGGYERCHNEEEVIEQIRYNKEAD  623

>WP_075712786.1 elongation factor G [Eubacterium sp. 68-3-10]
 OLR55794.1 translation elongation factor G [Eubacterium sp. 
68-3-10]
Length=689

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/690 (28%), Positives = 322/690 (47%), Gaps = 
73/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGKTHKIGETHDGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++       
+
Sbjct  70   
TAQWKGNRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEGYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   +++  
EI   
Sbjct  130  
PRMIFVNKMDIMGADFFRVVDMVKDRLKANAVPVQLPIGKEETFKGIIDLITMKAEIYED  189

Query  166  -LEENTDIEA-----------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L    D EA           W     +AV E ++ L+ K++ GE ++ +++    
+++ 
Sbjct  190  
QLGTQIDEEAIPDDMLELAQEWRDKMLEAVAECDEDLMMKFLEGEELTEQEIKATIRKQT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GSA K  G+Q L+D +              G+    GE+        
A  
Sbjct  250  
IANEMVPVMCGSAYKNKGVQMLLDGIVDYMPAPIDIPPIKGVDPETGEEVDRPSDDKAPF  309



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT+     V       +E++ +I +M    + 
EI R 
Sbjct  310  
SALAFKIMTDPYVGKLAFFRVYSGTMDSGSYVYNSTKGQKERVGRILQMHANKRQEISRV  369

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   +    D L D          E P P++   I PKT A +E+
+  A
Sbjct  370  ---
YSGDIAAAVGLKNTTTGDTLCDEDHEVILESMEFPDPVIEIAIEPKTKAGQEKMGVA  426

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   ++ T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  427  
LAKLAEEDPTFKTYTNADTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKETI  486

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               A   H    +   +  +  + + V P   GSG ++ + +  G + + +   + 
+GI+
Sbjct  487  
TATADVDHKYAKQSGGHGQYGHVKIKVYPREPGSGFEFVNSIVGGAIPKEYIGPIEEGIK  546

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G + G+ V D  +    G Y+   S+   F+  A +   +A +++   
LLEP   
Sbjct  547  
SAMEVGPVAGYQVVDVGVELYDGSYHEVDSSEMAFKVAASMAFREAAQKAKPVLLEPVFK  606

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE + +    V     +P   +  Y TDL   T 
GR 
Sbjct  607  
VEVTVPEEYMGDVIGDISGRRGRIEGSDMNNGAVAVRAMVPLSEMFGYATDLRSRTQGRG  666

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            + + +   ++          + P+S ++KV
Sbjct  667  IYVMQFDHFE----------KLPDSLVEKV  686

>WP_065178578.1 elongation factor G [Stenotrophomonas maltophilia]
 OBU53592.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.



 Identities = 200/670 (30%), Positives = 311/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            + ++P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHHVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  + L    
+R
Sbjct  189  
QWQEGGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIGADMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424



            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVAVGAPRVAYHETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L VTP      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVTPRD-
DDLVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                +L GY+
Sbjct  664  SSEAQLHGYE  673

>WP_021623682.1 elongation factor G [Aneurinibacillus 
aneurinilyticus]
 ERI11017.1 translation elongation factor G [Aneurinibacillus 
aneurinilyticus 
ATCC 12856]
Length=693

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/679 (28%), Positives = 315/679 (46%), Gaps = 
80/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+



Sbjct  69   
TAQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D    V+++ ++L A                   D++ K+T   
+ 
Sbjct  129  
PRIVFVNKMDKTGADFLYSVRTLHERLQANAHPIQLPIGAEDNFRGIIDLVEKKTYIYTN  188

Query  163  EIVLEENTDIEAW-------------------
DAVIENNDKLLEKYIAGEPISREKLVRE  203
            ++     TDIE                     +AV + +++L+ KY+ GE +S E
+L   
Sbjct  189  DL----
GTDIEITEGFPAEFAEQAEELRGQLIEAVADFDEELMMKYLEGEEVSVEELKAA  244

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------  244
             ++       FPV  GSA K  G+QP++DAV              G+     EQ      
Sbjct  245  
IRQATISVKFFPVTCGSAFKNKGVQPMLDAVIDYLPAPIDVPAIQGVVPDSDEQVTRESS  304

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              A      FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ 
Sbjct  305  
DEAPFSALAFKIMTDPYVGKLTFFRVYSGTLESGSYVLNSTKGKRERIGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTA  355
            EI      Y G+I    +  V L D     T    K        E P P++   I 
PKT 
Sbjct  365  EI---KIVYSGDI----
AAGVGLKDTTTGDTLCDEKNPVILESMEFPEPVIDIAIEPKTK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  +   +  T + I+  +G + L+++   +  ++K+E  
+  
Sbjct  418  
ADQDKMGMALAKLAEEDPTFKTHTNEETGQTIIRGMGELHLDIIVDRMKREFKVEANIGA  477

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R           +      +  + +   P   GSG  +E+++  G + 
+ +
Sbjct  478  
PQVAYKEAFRQGAKVESKYAKQSGGKGQYGHVVVEFEPGEPGSGYVFENKIVGGAIPREY  537

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV+ GI   +  G L G+ + D K    +G Y+   S+   F+    + L++A 



K++ 
Sbjct  538  
IPAVQAGIEESMANGVLAGYPILDLKATLVHGSYHEVDSSEMAFKIAGSMALKEAGKKAN  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EY+     D       IE  + + +  V  G +P   +  
Y T+
Sbjct  598  
PAILEPMMKVEVTVPEEYMGDIMGDINSRRGRIEGMEARGNAQVVRGFVPLSEMFGYATN  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>WP_005814361.1 GTP-binding protein [Desulfitobacterium hafniense]
 BAE82920.1 hypothetical protein DSY1131 [Desulfitobacterium 
hafniense Y51]
 EHL05678.1 putative translation elongation factor G 
[Desulfitobacterium 
hafniense DP7]
 KTE90457.1 translation elongation factor G [Desulfitobacterium 
hafniense]
Length=882

 Score = 262 bits (670),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 186/616 (30%), Positives = 308/616 (50%), Gaps = 
32/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTTL+ES+LY SGAI + G V+      D   LER RGITI 
+  
Sbjct  1    
MKKLVIGLCAHVDAGKTTLSESMLYLSGAIRKMGRVDNKDAHLDNFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+ R+L VLD A+LVI+  DGVQ  T+ L+H L    
Sbjct  61   
AMLEVAHTQITLLDTPGHVDFSLEMERTLQVLDYAVLVINGADGVQGHTKTLWHLLDIYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
             P  +FINK+DQ G D + ++  ++ +LS   I         +    E+ D   +D 
+  
Sbjct  121  TPVFLFINKMDQVGTDREKLINELKSQLSDGCI---------DFGQPESADF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ LL+ Y+    I    L+RE  R+ +   ++P ++GSA K  G++ L+  +      



Sbjct  170  CDEMLLDAYVDTGHIEL-PLIREGIRKRK---
VYPCFFGSALKLEGVEELLQGIVDYAHL  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   +   A    VFK+   + G R  YL++  G L++R++++  G  + K+ +
+RI S 
Sbjct  226  PAYPESFGA---KVFKIGRDEQGNRLTYLKITGGRLKVRESLS-
NGVWEEKVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVILPSDSV-RLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
             +    +    G +  +   ++ +  + LG  T          PL  P+L   +      
Sbjct  282  KKFEAVNEVEAGSVCAVTGLTLTKPGEGLGTETAA------
HAPLLEPVLAYQMILPEGC  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                ++  L QL + DP L+   D    EI +  +G VQLE++ +L+  ++ LE      
Sbjct  336  
DPRVMMPKLRQLEEEDPGLQVVWDEELREIQVQMMGEVQLEILQSLIRSRFGLEVSFGSG  395

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A     H E  P   +A + L + P   GSG+Q+ ++ S   L++S
+Q  
Sbjct  396  RIVYKETIGNAVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFGAQCSEDSLSKSWQRL  453

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q L E+ 
+ L
Sbjct  454  
VLSHLEEKVHKGVLTGSPITDLKITLVSGRAHTKHTDGGDFREATYRAVRQGLMEAESIL  513

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F L  P++ + RA +D  K   T + A+++ +    TG  P   ++ Y+ 
++  
Sbjct  514  
LEPYYAFQLELPEKMVGRAMNDVEKMHGTCQLARIEGERATLTGSAPVATMRNYQQEVMA  573

Query  596  YTNGRSVCLTELKGYQ  611
            Y+ G       LKGY+
Sbjct  574  YSKGLGRLFCSLKGYE  589

>WP_056635998.1 elongation factor G [Paenibacillus sp. Soil522]
 KRE44352.1 elongation factor G [Paenibacillus sp. Soil522]
Length=691

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.



 Identities = 193/666 (29%), Positives = 316/666 (47%), Gaps = 
62/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFFTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             ++NK+D  G D  +V++ +R++L A+ +                          K    
Sbjct  132  
AYVNKMDIIGADFLNVIKDMRERLQANAVAIQIPIGAESDFVGVIDIVERVAYKYKDDTG  191

Query  160  LSP---EIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              P   EI  E     E    E  + V E +++L  KY+ GE IS  ++    ++ 
V + 
Sbjct  192  
KDPIQVEIPSEYADQVEELRTELIEKVAELDEELTMKYLEGEEISIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQG------
SAALCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  P+           GE+G      S +     
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVVDYLPSPLDVPAIKGTLEDGEEGERPSSDSESFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L+    V       RE++ +I +M   ++ EI      
Y
Sbjct  312  FKIMTDPYVGRLTFFRVYSGILKSGSYVLNSTKGKRERIGRILQMHANARQEI---
SEVY  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D   +        P P++   I PKT A +++L  A
+++L
Sbjct  369  
AGDIAAAVGLKDTTTGDTLCDEKNIIILESMNFPEPVISVAIEPKTKADQDKLGIAISKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V Y E   
+AA



Sbjct  429  
AEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMFREFKVETNVGKPQVAYRETFREAA  488

Query  429  SHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +    +  +PL  GSG  +E++   G + + F   ++ GI   
++
Sbjct  489  
KVEGKFVRQSGGKGQFGHCWVEFSPLEAGSGFIFENKTVGGSIPREFIAPIQAGIEESMK  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K     G Y+   S+   F+    + L+ A ++    LLEP +   
+ 
Sbjct  549  
NGVVAGFPLVDVKAVVVDGSYHDVDSSEMAFKIAGSMALKAAKEKCKPVLLEPIMKVEVT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+             IE    +    +   ++P   +  Y T L   T GR 
V   
Sbjct  609  
VPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRSKVPLSEMFGYSTTLRSGTQGRGVFSM  668

Query  606  ELKGYQ  611
            EL  Y+
Sbjct  669  ELSHYE  674

>WP_007505930.1 elongation factor G [Caldalkalibacillus thermarum]
 EGL82018.1 translation elongation factor G [Caldalkalibacillus 
thermarum 
TA2.A1]
Length=691

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/676 (28%), Positives = 316/676 (47%), Gaps = 
71/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ ++ AK GV+ QT  ++      
++
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAILDAKSGVEPQTETVWRQATTYHV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++++NK+D  G D  + V+S+ ++L A                   D++I +      
Sbjct  129  
PRIVYVNKMDAVGADFLASVKSLEERLQAKPVPVQLPIGAEDTFEGIIDLVIMKAYYYLD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E W     + V E +++L+ KY+ GE ++ E++    
++  
Sbjct  189  
DLGTRSEAREIPDEYKELAEEWRTYLLETVAETDEELMMKYLEGEELTVEEIKAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------GE------------
QGSAAL  249
             +   +PV+ GS+ K  G+Q L+D V   L  P+      GE              
+A  
Sbjct  249  
CNLEFYPVFCGSSYKNKGVQLLLDGVVDYLPSPLDIPAIKGELPDSKEEVTREADDNAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V       RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMSDPYVGKLTFFRVYSGTLKSGSYVLNSTKGKRERIGRILQMHANHREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K          P P+++  I PKT A 
+E+
Sbjct  366  SEVYAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMTFPEPVIKLAIEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E D  T +  ++ +G + L+++   L  ++K+E  V  P 
V Y
Sbjct  422  
MAIALAKLAEEDPTFRTETDEETGQTTIAGMGELHLDIIVDRLKREFKVEANVGNPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    +A        +      +  + +   PL  G G ++ +++  G + + +  
AV+
Sbjct  482  
KETFTTSAKVEGKFIRQSGGRGQYGHVWIEFEPLERGQGFEFVNKIVGGVVPKEYIPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ + D +     G Y+   S+   F+  A + L++A K+    
LLE
Sbjct  542  
QGIEEAMQNGVLAGYPMVDLRATLFDGSYHDVDSSEMAFKIAASMALKEAAKKCNPVLLE  601



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E    + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVVPEEYMGDVMGDINARRGRVEGMDTRGNAQVIRAMVPLSEMFGYATTLRSKT  661

Query  598  NGRSVCLTELKGYQAA  613
             GR         Y+ A
Sbjct  662  QGRGTYTMVFDHYEEA  677

>AMP51642.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=178

 Score = 243 bits (619),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 114/178 (64%), Positives = 147/178 (83%), Gaps = 0/178 
(0%)

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            TEM +P+ GE+  +DTA  G+IVILP+D ++LN +LG+   LP++++ E+PLPML
+TTIA
Sbjct  1    
TEMCVPTNGELYSSDTACSGDIVILPNDVLQLNSILGNEILLPQRKFIENPLPMLQTTIA  60

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             K + QRE LL ALT+++D DPLL+  VD+ THEIILSFLG VQ+EV+ A+L EKY 
+E 
Sbjct  61   
VKKSEQREILLGALTEISDGDPLLKYYVDTTTHEIILSFLGNVQMEVICAILEEKYHVEA  120

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             +KEP+VIYMERPL+ A +TIHIEVPPNPFWAS+GLS+ PL 
+GSGVQYESRVSLGYL
Sbjct  121  
EIKEPTVIYMERPLRKAEYTIHIEVPPNPFWASVGLSIEPLPIGSGVQYESRVSLGYL  178

>WP_018399485.1 elongation factor G [filamentous cyanobacterium 
ESFC-1]
Length=691

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 181/680 (27%), Positives = 308/680 (45%), Gaps = 
85/680 (13%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG   + G V +GT   D M  E++RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIAHKLGEVHEGTAIMDWMAQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W  CK+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STNWRDCKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS---------  161
            P + F+NK+D+ G +   V   VRD+L A+ +            +  V L          
Sbjct  129  
PRIAFVNKMDRTGANFYKVCDQVRDRLKANAVPIQIPIGSETEFRGIVDLVRMRAKLYTN  188

Query  162  -----------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       PE V E   +  A   +A+ E ++ LLEK++A E  + +++    
++  
Sbjct  189  
DLGTEIEDAEIPEDVQELAQEYRAKLIEAIAETDEALLEKFMAEEEFTEDEIRVALRQGA  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQGS------
AALC  250
             D S+ P+  GSA K  G+Q L+DAV                 P G + +          
Sbjct  249  
VDGSIMPMLCGSAFKNKGVQLLLDAVVDYLPSPLEVPSIKGILPDGTEATRKASDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+     G R  ++R+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKISADQFG-
RLTFMRVYSGVLAKGSYVYNATKDQKERISRLIVLKSNDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +    + V L  +               P P++   + 
PK+ 
Sbjct  368  AGDLGAAIGLKNTITGDTLCDEDNPVILESLY-------------
IPEPVISVAVEPKSK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L+D DP  R   DS T++ +++ +G + LE++   +  ++K+E  
+ +
Sbjct  415  
QDMDKLSKALQTLSDEDPTFRVSTDSETNQTVIAGMGELHLEILVDRMLREFKVEANIGQ  474

Query  416  PSVIYME---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P  A    I  +      +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPAHAEGKFIR-
QSGGKGQYGHVVIDIEPGDTGSGFEFVSKIVGGSIPRE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + ++V  GI+   E G+  G+ + D K+    G Y+   S+   F+    + +  A
+ ++
Sbjct  534  
YISSVEQGIKESCESGILSGYPLIDLKVTLVDGSYHDVDSSEMAFKIAGSMGIRNAVTKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+ ++     D       IE    ++     + ++P   +  
Y T
Sbjct  594  
APALLEPMMKVEVEVPENFIGDVIGDLNSRRGQIEGMNTEEGLSTVSAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            D+   T GR +   E   Y+
Sbjct  654  DIRSKTQGRGIFSMEFSNYE  673

>WP_016288260.1 GTP-binding protein [Lachnospiraceae bacterium 3-1]
 EOS22761.1 small GTP-binding protein domain protein 
[Lachnospiraceae bacterium 
3-1]
Length=904

 Score = 263 bits (671),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 188/617 (30%), Positives = 302/617 (49%), Gaps = 
36/617 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I++G+LAHVDAGKTTL+E LLY SG+I + G V+ G    DT  LER RGITI 
+  
Sbjct  10   
VKYISMGLLAHVDAGKTTLSEGLLYTSGSIRKLGRVDSGNAFLDTYELERARGITIFSKQ  69

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q     V ++DTPGH+DF AE+ R+L VLD  ILVIS  DGVQ  TR L+  L
+K  
Sbjct  70   
ALLQTGDMVVTLLDTPGHVDFSAEMERTLQVLDYGILVISGADGVQGHTRTLWRLLKKYQ  129

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D + ++  +R  L  + +             + +T+ E ++    
Sbjct  130  IPVFLFVNKMDQPGTDKEVLLGQLRAGLDENCL----------DFTQADTE-



EFYENAAM  178

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              +  LE ++    +  E++    +R +    +FP ++GSA K  GI   ++ +     
P
Sbjct  179  CEEGALEYFLEHGRLEEEQI----
KRLIAKRKIFPCFFGSALKLTGILEFLEGLEKYTCP  234

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +  +        VFK+   + G R  +L++  GTL+++  +     ++ K+ ++RI 
S  
Sbjct  235  M--EYPKEFGAKVFKITRDNQGNRLTWLKITGGTLKVKTPLT---
EKQEKVNQIRIYSGE  289

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQR  358
            +    + A  G I  +      L+D     T + R++    PL  P+L   +    
+   
Sbjct  290  KYESVNEAEAGRICAVTG----LSDTR-
PGTGIGREQHAMPPLLTPVLTYRLNLPESCDT  344

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              +L  L QL + +P L    D    EI +  +G VQLE++ +L++E++ +E      
++
Sbjct  345  
TVMLSNLYQLQEEEPELHIVWDEQLQEIQVQIMGEVQLEILKSLIAERFGIEVTFGVGNI  404

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            +Y E   RP++   H       P   +A + L + P   GSG+ +++  S   L++
++Q 
Sbjct  405  LYKETIGRPVEGVGH-----
YEPLRHYAEVHLFLEPGERGSGLVFDTCCSEDVLDKNWQR  459

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +     +G L G  +TD KI    G  +   +   DFR      L Q L E    
Sbjct  460  
LVLTHLEERKHRGVLTGSEITDLKITLVAGRAHLKHTEGGDFRQATYRALRQGLMEGEAV  519

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F L  P+  + RA  D  +   T E  Q++ D  V  G  P   +  Y+ 
++ 
Sbjct  520  
LLEPYYQFRLEVPESMIGRAMTDIERMHGTTEPPQIQGDMAVLIGNAPVASMGDYQREVI  579

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G       LKGY+
Sbjct  580  SYTRGNGRLFCSLKGYE  596



>WP_071542801.1 GTP-binding protein [Lactobacillus plantarum]
 APB86378.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 302/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416



            +L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
KLHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_034905182.1 elongation factor G [Campylobacter sp. MIT 97-5078]
 KGI56469.1 elongation factor G [Campylobacter sp. MIT 97-5078]
Length=691

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 194/689 (28%), Positives = 319/689 (46%), Gaps = 
74/689 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWGGYQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  



PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P +IF+NK+D+ G +  +V   V+++L A+ +                            
Sbjct  129  
PRIIFVNKMDRIGANFYNVEDQVKNRLKANPVPIQIPIGAEDDFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEDLSEEEIRAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA---
LCGSVFKVEYTDCGQ-  263
                SL P+  G+A K  G+QPL+DAV        E  +       GS   V+ TD 
G+ 
Sbjct  249  
CLSLSLVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGSETSVKSTDDGEF  308

Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAHNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
               Y GEI  +    V L D L   T    K        + P P++   + PKT A 
+E+
Sbjct  366  KVLYAGEIGAV----
VGLKDTLTGDTLASEKDKVILEKMDFPDPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y
Sbjct  422  
MSIALSKLAQEDPSFRVNTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K+         +      +  + L + PL  GSG ++ + +  G + + +  
AV 
Sbjct  482  
RETIRKSVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVD  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LE
Sbjct  542  
KGIQEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILE  601



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T
Sbjct  602  
PMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQT  661

Query  598  NGRSVCLTELKGYQAA---VGQPVIQPRR  623
             GR+    E   Y      V + +I+ R 
Sbjct  662  QGRATYSMEFDHYDEVPKNVSEEIIKKRN  690

>WP_003464697.1 GTP-binding protein [Clostridium perfringens]
 EDT14368.1 putative tetracycline resistance protein [Clostridium 
perfringens 
E str. JGS1987]
Length=646

 Score = 258 bits (658),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 175/610 (29%), Positives = 290/610 (48%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ + Q  +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIQSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G +FKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  



+ 
Sbjct  233  
KDSFRGRIFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVRAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMIPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTVGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDMQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GGLSLKFHGY  595

>WP_099435239.1 elongation factor G [Cyanobacterium aponinum]
 PHV63514.1 elongation factor G [Cyanobacterium aponinum IPPAS 
B-1201]
Length=697

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 201/668 (30%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  70   
WKDHQFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G +  +VV+ V + L+A  ++           K  V L             
Sbjct  130  
IYVNKLDRTGANFYNVVKQVEEILAAKPLVMVLPIGIETEFKGVVDLLTRKAWIWDDSGD  189

Query  162  PEIVLEENT------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE  + E+       D+E +     +  +E +D L+EKY+ GE IS +++    ++   
+
Sbjct  190  
PEKYVIEDVPEDMKEDVEMYREQLIETAVEQDDNLMEKYLEGEEISIDEIKSCIRKGTMN  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAA-------LC  250
             S FP Y GS+ K  G+Q ++DAV            QPI      E G  A       
L 
Sbjct  250  
LSFFPTYCGSSFKNKGVQLVLDAVVDYLPAPNEVPPQPIVDLEGNETGEFAKVDPDESLK  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSG L    TV   A    E++ ++ EM   ++ EI   
D
Sbjct  310  ALAFKI-
MDDRYGALTFTRIYSGVLEKGMTVLNTATGKTERIGRLVEMHANNREEI---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV I+   +V+    L DP           P P++   I PK     E++  
AL
Sbjct  366  
RAQAGDIVAIIGMKNVQTGHTLCDPDHPATLEPMVFPDPVISIAIKPKQKGGNEKMGLAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  426  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESIT  485



Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +      +A I  ++ P   GSG Q+ES+V+ G + + +  AV  
G   
Sbjct  486  
KVVNDSYTHKKQSGGAGQFARIDYTIEPGEPGSGFQFESKVTGGNVPREYWPAVNKGFES  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+   D K+    G ++   S+   +   A     Q+L ++  QLLEP 
++ 
Sbjct  546  
SIDKGVLAGFPCVDLKVTLTDGAFHPVDSSAIAYEIAARAAYRQSLPKASPQLLEPIMNV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+        V    E P   +  Y  DL   T
+GR  
Sbjct  606  
DVFTPEDHVGDVIGDLNRRRGMIKNQNTTPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_074725105.1 elongation factor G [Stenotrophomonas pavanii]
 SDJ99268.1 elongation factor G [Stenotrophomonas pavanii]
Length=678

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 201/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL



Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I AWD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAASITAWDDAARAQWQPQRDALVEAVADHDEQLADAWLEGRVIDAGVLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDDGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSG+L++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGSLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   
Sbjct  365  
DQAVAGDIVAVLGWKDAVSGETLSGCARPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V+P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPHGHPVVGIEVTLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_049399339.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 208/673 (31%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRVIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----



GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +   V        +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKVALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>OKZ87125.1 translation elongation factor G [Clostridium sp. CAG:
245_30_32]
Length=696

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 187/675 (28%), Positives = 309/675 (46%), Gaps = 
74/675 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHDGAATMDWMAQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+LV++AK GVQ Q+  ++    
K  +
Sbjct  72   
TCHWLGNRINIIDTPGHVDFTVEVERSLRVLDGAVLVLAAKGGVQPQSETVWRQADKYMV  131

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN------------  169
            P ++++NK+D  G D    +  ++++L A       V +   I  E+N            
Sbjct  132  PRMVYVNKMDITGADFYGCINQIKERLGA-----
HPVPIQLPIGAEDNFKGIVDLIKMKA  186

Query  170  --------TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVRE  203
                     DIE  D                  A  E +D+L+ KY+ GE +S  +
+   
Sbjct  187  
FIHKDDLGKDIEECDIPEDMKADAEKYRQEMIEAAAEQDDELMMKYLDGEELSEAEIKSG  246

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGS--------  246
             ++     +L  +  GS+ K  G+Q L++A+             + + E G+        
Sbjct  247  
LRKGTLSNALILMTCGSSYKNKGVQELLNAIVDYLPSPLDIPNIKGVDEDGNEVESKTDD  306

Query  247  -AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
             A      FK+       +  + R+YSGT     T+  A ++K     +I  M    
+ +
Sbjct  307  
NAPFAALAFKIMTDPYVGKLCFFRVYSGTCTTGTTILNATKDKKDRIGRILLMHANHRQD  366

Query  302  IVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I   +  Y G+I   +    V   D L DP         E P P++   I PK  A  
E+
Sbjct  367  I---
EKVYAGDIAAAVGLKDVSTGDTLCDPDHPIILESMEFPEPVIDIAIEPKDKANGEK  423

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  + + I++ +G + L+++   L  ++K+E  V +P 
V Y
Sbjct  424  
MGIALAKLAEEDPTFKTWTDQESGQTIIAGMGELHLDIIVDRLKREFKVECTVGKPQVSY  483



Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E     +K     +  +   +  +  +   + PL  GSGVQ+ES++  G + + +   
+
Sbjct  484  KETIRNKVKVQGKFVR-
QSGGHGQYGDVWFEMEPLEPGSGVQFESKIVGGAVPKEYIKPI  542

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             DG+R     G+  G+ V D K     G Y+   S+   F+  A +  ++  K++ 
+ +L
Sbjct  543  
EDGLRESAMSGILAGYPVIDFKATLVDGSYHEVDSSEMAFKIAASMAFKEGCKQAKSVIL  602

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    +  G IP   +  Y 
TDL   
Sbjct  603  
EPIMKVEVTVPEEYMGDVIGDINSRRGRMEGMEARNGNQIIRGFIPLSEMFGYATDLRSK  662

Query  597  TNGRSVCLTELKGYQ  611
            T GR     E   Y+
Sbjct  663  TQGRGTYSMEPSHYE  677

>WP_057776535.1 elongation factor G [Bacillus sp. FJAT-25496]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 187/667 (28%), Positives = 311/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F+NK+D+ G D    V+++ D+L A+                I   V +       
+  
Sbjct  132  



VFVNKMDKLGADFLYSVKTLHDRLQANAAPIQLPIGAEDQFRGIIDLVEMEATFYANDLG  191

Query  170  TDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++L+EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDIEVGEIPAEFVDQAQEYREKLIEAVAELDEELMEKYLGGEEITKEELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQGS------
AALCGS  252
              +PV  G+A K  G+Q ++D             A+ G+     E+ +      A     
Sbjct  252  
EFYPVLCGTAFKNKGVQKMLDAAIDYLPSPVDIPAIKGINPDTEEETTRPSDDEAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M    + EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANHRQEI---SIV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +        D L D   L      E P P+++ +I PKT A ++++  
AL +
Sbjct  369  
HAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQLSIEPKTKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T E+I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRAS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G G ++E+ +  G + + +   V+ G+   
L
Sbjct  489  
AQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIAPVQAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            ++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
DRGVLAGFPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL     +       +E  + + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  



IIPEEYLGDIMGNVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSSTQGRGVFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_038179055.1 MULTISPECIES: elongation factor G [Viridibacillus]
 ETT88668.1 elongation factor G (EF-G) [Viridibacillus arenosi FSL 
R5-213]
 OMC81215.1 elongation factor G [Viridibacillus sp. FSL H8-0123]
 OMC85032.1 elongation factor G [Viridibacillus sp. FSL H7-0596]
 OMC90277.1 elongation factor G [Viridibacillus arenosi]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WEGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD---------------
III-------------KQ  156
            +FINK+D+ G D    V ++ ++L A+                II             
K 
Sbjct  132  
VFINKMDKTGADFLYSVGTLHERLQANAHPVQLPIGAEDQFSAIIDLVEMKATFYGDEKG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T     EI  E     E +     DAV   +++++EKY+ GE I+  +L    +R     
Sbjct  192  
TAVTEGEIPEEHRELAEEYREKLIDAVASVDEEIMEKYLEGEEITVAELKAAIRRATIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
              +PV  G+A K  G++P+++AV                           P  E+  
+AL
Sbjct  252  
EFYPVICGTAFKHKGVRPMLNAVIDYLPSPLDVPAIKGTDIDGDVELERHPSDEEPFSAL  311



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V   +   RE++ +I +M   S+ 
EI + 
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGTLDSGSYVQNSSKGKRERVGRILQMHANSREEISKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSVEPKSKADQDKMGQA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D+ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDTETGQTIISGMGELHLDILVDRMRREFKVEANVGAPMVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV  
G+R
Sbjct  486  
RGSAKVQGKFTRQSGGRGQYGDVTIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEQGLR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G+  G+ + D K    +G Y+   S    F+  A + L++A K+    
+LEP + 
Sbjct  546  
DSLDRGVVAGYPLIDIKAKLVFGSYHDVDSNEMAFKIAASMALKEAAKQCNAVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     +       +E    + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYLGDIMGNITARRGRVEGMDARGNSQVVRAMVPLSEMFGYATTLRSGTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMTFDHYE  675

>WP_018364994.1 elongation factor G [Streptococcus caballi]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   +++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLITMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   +PV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFYPVLCGSAFKNKGVQMMLDAVLDYLPSPLDIPAIKGVNPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  



QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_018380518.1 elongation factor G [Streptococcus thoraltensis]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   



Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEDLMMKYLEGEEITNEELMEGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVINYLPSPLDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINIPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +E G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTVTVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>OGM04931.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
GWB1_37_5]
Length=710

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 201/686 (29%), Positives = 318/686 (46%), Gaps = 
86/686 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            KI NIGI+AH+DAGKTT TE +L+ +G   + GSV++GTT TD M  ER+RGITI  
AA+
Sbjct  13   
KIRNIGIIAHIDAGKTTTTERILFETGKTYKQGSVDEGTTVTDWMAQERERGITIVSAAI  72

Query  61   TSFQWH----------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            T+F W             ++NI+DTPGH+DF AEV RSL VLDGA++V   + GV+
+Q+ 
Sbjct  73   TTF-
WDLQTGSAIENGHYRINIIDTPGHIDFTAEVERSLRVLDGAVMVFDGRTGVESQSE  131

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++    + N+P +  +NK++  G D +  ++S++++L A                   
D
Sbjct  132  
TVWRQADRYNVPRICILNKLNLIGADFEGSIKSIQERLGANAAPVQIPIGLEHDLRGIVD  191

Query  152  IIIKQTVS--------LSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISR  197
            +I  +  +        L+ E V  E T++      E  + V E +D+ L KY+ G+ 
+S 
Sbjct  192  
LIKMKACTYKAIEDNKLTEEEVPAELTEMSKKYRDELIEKVAEFDDEALSKYLEGKELSE  251

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLF  238
              + R  +  V     FP+  G  +    +Q LMDAV                   
TG+ 
Sbjct  252  IDIKRAVRSGVISGKFFPILGGDNRTAT-
VQLLMDAVVEYLPSPVDLPPVEGQNPNTGVI  310



Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +          C   FKV       R VYLR+YSGTL+       AG+  L I+      
Sbjct  311  EKRERTNQEKFCALAFKVVTDPHVGRLVYLRIYSGTLK-------
AGQVILNISRQHQER  363

Query  299  KGEIV--------RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             G++V          D AY GEIV  +        D L DP+          P P+
+   
Sbjct  364  
IGKLVLLHADQRELIDEAYAGEIVAAVGIKDTTTGDSLSDPSGPILLESISFPEPVISLA  423

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P T + +E++  AL +L+D DP  R + +  + + I+S +G +QLEV+   +  
++ +
Sbjct  424  
IEPATKSDQEKMGLALQKLSDEDPTFRIKSNPESGQTIISGMGELQLEVLVDRMKREFNV  483

Query  410  ETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +     P V Y E   R  +     I  +      +    L V P   G G +++S 
+  
Sbjct  484  DAKTGAPQVAYKETIKRSAQGEGKYIR-
QTGGRGQYGHCFLRVEPKGRGEGYEWKSEIKG  542

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G +   F  A+  G+R  +E G+  G+ +TD  +    G Y+   S+   F+    
+ LE
Sbjct  543  
GAIPSEFIPAIEKGVREKMENGILAGFPMTDMLVAVYDGSYHEVDSSEIAFKIAGSLALE  602

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +A K++   LLEP +   +  P E++     D     A I++ + K    V     
P   
Sbjct  603  
EAAKKADMVLLEPIMKIEVSTPDEFMGDIIGDLSSKRAQIQSTEKKGVMTVIDALAPLAE  662

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y T L   + GR+    E   Y+
Sbjct  663  LSGYATKLRSISQGRASFYMEPSHYE  688

>WP_082375085.1 elongation factor G [Pseudonocardia sp. HH130629-09]
Length=700

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 183/675 (27%), Positives = 324/675 (48%), Gaps = 
88/675 (13%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGGATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  72   
TCFWKNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    +Q+++D+L+A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFYFTIQTIKDRLNATPLPLQIPIGSENDFIGVVDLVEMRALTWRG  191

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
+R
Sbjct  192  
EVAKGEDYTVEEIPAELQAKAEEYRTQLLEAVAETDDELMELYLGGEDLTVEQIKNGVRR  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V D + +PV  GSA K  G+QP++DAV                          +P  
++
Sbjct  252  
LVNDRAAYPVLCGSAFKNKGVQPMLDAVIDYLPSPYDVPPVEGFLTDGETPASRKPSKDE  311

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              +AL    FK+       +  Y+R+YSG +        AG + +  T+ R    G
++ +
Sbjct  312  PFSALA---FKISAHPFFGKLTYIRVYSGQV-------
AAGAQVINSTKDRKERIGKLFQ  361

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        D L DP           P P+++  + 
PK+ 
Sbjct  362  
MHSNKENPVDEAVAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSK  421

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  +  +D  T + I++ +G + LEV+   +   YK+E  
+ +



Sbjct  422  
ADQEKLSLAIQKLAEEDPTFQVSLDDETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGK  481

Query  416  PSVIYMERPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLN  470
            P V Y E   KA     +T   +   +  +A + + + PL+ G G   ++E++V+ 
G + 
Sbjct  482  
PQVAYRETIKKAVEKFEYTHKKQTGGSGQFARVIIKLEPLTSGDGALYEFENKVTGGRVP  541

Query  471  QSFQNAV----
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            + +  +V    +D ++YG++    G+ V   K+    G Y+   S+   F+    +  
++
Sbjct  542  REYIPSVDAGAQDAMQYGIQA---
GYPVVGVKLTLLDGQYHEVDSSEMAFKVAGSMAFKE  598

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A +++   +LEP ++  +  P++Y+     D       I+  + +    V    +P   
+
Sbjct  599  
AARKASPAILEPMMAVEVMTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKATVPLSEM  658

Query  587  QAYRTDLAFYTNGRS  601
              Y  DL   T GR+
Sbjct  659  FGYVGDLRSRTQGRA  673

>WP_066397956.1 GTP-binding protein [Bacillus mesonae]
Length=651

 Score = 258 bits (658),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 181/641 (28%), Positives = 314/641 (49%), Gaps = 
32/641 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG+LAHVDAGKTTL+E LLY + AI + G V+   T  DT  +E+QRGIT+ 
A  
Sbjct  1    MKKI-
IGMLAHVDAGKTTLSEQLLYHTKAIRQRGRVDHQDTFLDTHEIEKQRGITVFADQ  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     +  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  
LRK  
Sbjct  60   
AIFTIGDSEYTLIDTPGHVDFSPEMERAIQVMDYAIVIISAVEGIEGHTETVWRLLRKYQ  119

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT  FINK+D+ G D   V++ +R  L+ +I        + E+    N D+   + 



+ E
Sbjct  120  VPTFFFINKVDRIGADPGKVIEEIRINLTGNIFDFTERLRNGEM----NEDL--
IEFIAE  173

Query  181  NNDKLLEKYI-----AGEPI-
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
             ++ LLE Y+     AG  + + ++L+RE Q       +FP +YGSA + +G++  
++ +
Sbjct  174  RDESLLETYMDHGYEAGLWLETLKQLIRENQ-------
IFPSFYGSALQDVGVKGFLEKL  226

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----LK  290
              L          A  G V+K+ Y + G R  +++  SG L++RD +  +  ++     
K
Sbjct  227  D-
LLTETSYVADGAFAGRVYKIRYDENGTRLTFIKALSGNLKVRDEINCSSVDEEYIVEK  285

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            IT++R+ +  +    +  + G++  +   +       GD     +++   + +  L
++ +
Sbjct  286  ITQIRLYNGTKFKTVNQIFAGDLFAVTGMTAA---
AAGDCIGTLKEKVEYEMVSALKSKV  342

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                +   +  L     L   DP L         EI +  +G +QLEV+  ++ E+
+ LE
Sbjct  343  
IFDPSVNIKEALRYFKMLDAEDPALNVTWVEQLQEIHIHVMGTIQLEVLKLIIKERFNLE  402

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                EP ++Y E    + +   H E  P   +A + L + P +  SG+ +ES     
+L 
Sbjct  403  VTFAEPEILYKETISSSVNGYGHFE--
PLGHYAEVHLKIEPAARNSGISFESVCHTDHLL  460

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN +R  I      G+  G  +TD KI    G  +   +T  DFR  A     
Q L+
Sbjct  461  
VGTQNVIRSHIFEREHHGILTGSPLTDVKITLLNGRAHVKHTTGGDFREAAFRAFRQGLE  520

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP+  F +    + L +   D  +   + +T   + ++ + TG++P      
Y
Sbjct  521  
KTKNILLEPFYDFKIKMNLDLLGKVLTDIQQAHGSFDTPITEGNKALITGKVPVSTFMNY  580

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629



             ++ A  T G+ +    + GY     Q  VI+  + N   D
Sbjct  581  GSEFASLTQGKGMLNLVVGGYYPCHNQAEVIEKIQYNKDAD  621

>WP_010720460.1 MULTISPECIES: elongation factor G [Enterococcus]
 AFM69888.1 elongation factor G [Enterococcus hirae ATCC 9790]
 EOF56441.1 elongation factor G [Enterococcus hirae EnGen0127]
 EOH73961.1 elongation factor G [Enterococcus hirae ATCC 9790]
 EOU04295.1 elongation factor G [Enterococcus hirae ATCC 9790]
 KDR93685.1 elongation factor G [Enterococcus hirae]
 KNB99184.1 elongation factor G [Enterococcus faecium]
 AND71359.1 elongation factor G [Enterococcus hirae]
 OJG52302.1 elongation factor G [Enterococcus hirae]
 OQO41814.1 translation elongation factor G [Enterococcus hirae]
 OQO45303.1 translation elongation factor G [Enterococcus hirae]
 OQO47197.1 translation elongation factor G [Enterococcus hirae]
 OQO49984.1 translation elongation factor G [Enterococcus hirae]
 OQO54511.1 translation elongation factor G [Enterococcus hirae]
 OQO57606.1 translation elongation factor G [Enterococcus hirae]
 OQO60817.1 translation elongation factor G [Enterococcus hirae]
 OWW58774.1 elongation factor G [Enterococcus hirae 78-09-C1]
 OWW59976.1 elongation factor G [Enterococcus hirae 88-15-E09]
 OWW63262.1 elongation factor G [Enterococcus hirae 67-03-C5]
 OWW68308.1 elongation factor G [Enterococcus hirae 57-09-G6]
 OWW68682.1 elongation factor G [Enterococcus hirae 57-03-H11]
 OZS40084.1 elongation factor G [Enterococcus hirae]
 ASV81150.1 elongation factor G [Enterococcus hirae]
 PCE02172.1 elongation factor G [Enterococcus hirae]
 PCE07350.1 elongation factor G [Enterococcus hirae]
 PPE98466.1 elongation factor G [Enterococcus hirae]
 PPF00832.1 elongation factor G [Enterococcus hirae]
Length=694

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 314/677 (46%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167



            P ++F NK+D+ G D    V+S+ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVKSLHDRLQANAHPIQLPIGAEENFTGIIDLVKMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E +++L+ KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTDIQETEIPEEYLEQAQEWREKLVEAVAETDEELMMKYLEGEEITQEELIAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPSPVDIEAIKGIDTKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKGKKERIGRILQMHANTRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCALDSPVILESIEF---
PDPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFREATKAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K 
+   
Sbjct  539  
AVEKGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKHARPV  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_061643205.1 elongation factor G [Streptococcus pneumoniae]
 CVO34256.1 elongation factor G [Streptococcus pneumoniae]
 CWK56156.1 elongation factor G [Streptococcus pneumoniae]
 CWH07236.1 elongation factor G [Streptococcus pneumoniae]
 CWI49100.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+  +E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPVEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_053505299.1 elongation factor G [Stenotrophomonas maltophilia]
 KOQ78483.1 translation elongation factor G [Stenotrophomonas 



maltophilia]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 201/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I AWD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAASITAWDDAARAQWQPQRDALVEAVADHDEQLADAWLEGRVIDAGVLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDDGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSG+L++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGSLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   



Sbjct  365  
DQAVAGDIVAVLGWKDAVSGETLSGRARPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V+P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPHGHPVVGIEVTLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_076996498.1 elongation factor G [Streptococcus azizii]
 ONK26186.1 translation elongation factor G [Streptococcus azizii]
 ONK26686.1 translation elongation factor G [Streptococcus azizii]
 ONK27597.1 translation elongation factor G [Streptococcus azizii]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  PI                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPIDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  



VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTVTAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_048690854.1 MULTISPECIES: elongation factor G [Streptococcus]
 AMP67318.1 elongation factor G [Streptococcus sp. A12]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 315/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    



++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     EQ        
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGINPDTDEQEERPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRMEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611



             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_007203554.1 elongation factor G [Fictibacillus macauensis]
 EIT84060.1 elongation factor G [Fictibacillus macauensis ZFHKF-1]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 315/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMPQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            +F+NK+D+ G D    V+++ D+L A                   D+I    V     
L 
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLGANAHPIQLPIGAEDQFSAIIDLIEMNAVFYGNDLG  191

Query  162  PEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI    +  E+ ++ E W     +AV E +++L+EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TEIEVGEIPAEHLELAEEWRAKLVEAVAELDEELMEKYLEGEEITKEELKAGIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++D+V                 P  E+        +A     
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDSVIDFLPSPVDVPAIKGTLPDSEEEVERVSDDNAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M    + EI    
T 
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANHREEI---STV  368



Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K          P P++  +I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKNQVILESMVFPEPVIHLSIEPKSKADQDKMGM  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R E D  T + I+  +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALAKLAEEDPTFRTETDEETGQTIIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +   P   GSG  +E+++  G + + +  AV
+ GI
Sbjct  485  
IRQAAKVEGKFVRQSGGRGQYGHVWIEFEPGEEGSGFVFENKIVGGVVPREYIPAVQSGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
+LEP +
Sbjct  545  
EESMKNGMLAGFPLLDLKARIVDGSYHDVDSNEMAFKIAGSMALKNAKAKCDPAILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVKAMVPLSEMFGYATSLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTYSMHFDHYE  675

>WP_067407706.1 elongation factor G [Sporosarcina sp. HYO08]
 KXH80786.1 elongation factor G [Sporosarcina sp. HYO08]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 195/687 (28%), Positives = 320/687 (47%), Gaps = 
76/687 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   



NIGIMAHIDAGKTTTTERILYYTGKIHKLGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D +  V ++ D+L A+                    I +K T+    
L 
Sbjct  132  
VFVNKMDKTGADFEYAVSTLHDRLQANAHPIQLPIGAEDNFSGIIDLIEMKATIYGNDLG  191

Query  162  PEIVLE----------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +I +E          E    +  +AV++ ++ L+EKY+ GE +S E++    ++     
Sbjct  192  
TDISVEDIPEDMVAKAEEYREKLIEAVVDFDEDLMEKYLGGEEVSVEEIKAAIRKATLAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
              FPV  G+A K  G+Q ++DA                  P  E+         A     
Sbjct  252  
EFFPVVCGTAFKNKGVQLVLDATLDYLPAPTDVEAMKGINPDTEEEEDRPSSDEAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L+    V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGVLQSGSYVKNSTKGKRERVGRILQMHANSREEIAEV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            + GEI    + +V L D     T    K        E P P++   I PKT A ++
++  
Sbjct  369  HAGEI----
AAAVGLKDTGTGDTLCDEKAPIILESMEFPEPVISVAIEPKTKADQDKMGQ  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R   D  T E+I++ +G + L+++   L  ++K+E  V  P V 
Y E 
Sbjct  425  
ALAKLQEEDPTFRAHTDQETGEVIIAGMGELHLDIIVDRLKREFKVEANVGAPQVSYRE-  483

Query  424  PLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +A++      V  +      G   +  +P   G G ++E+ +  G + + +  
AV  G
Sbjct  484  
TFRASAEVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAG  543



Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP 
Sbjct  544  
LRDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKIAASMALKNAVSKVNPVLLEPM  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +E    + +  V    +P   +  Y T L   
T G
Sbjct  604  
MKVEVIIPEEYMGDIMGDITSRRGRVEGMDARGNAQVVRAMVPLAEMFGYATSLRSNTQG  663

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRR  623
            R V       Y+    ++ + VI+  +
Sbjct  664  RGVFSMVFDHYEEVPKSIAEEVIKKNK  690

>WP_019337460.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 204/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSEGGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  



QWQDGAATTMTPWDGAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVNAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQYGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673



>WP_048789970.1 elongation factor G [Streptococcus sp. 1171_SSPC]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 315/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     EQ        
A  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGINPDTDEQEERPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRMEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360



            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_013837835.1 elongation factor G [Isoptericola variabilis]
 AEG43441.1 translation elongation factor G [Isoptericola variabilis 
225]
Length=700

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 192/690 (28%), Positives = 321/690 (47%), Gaps = 
70/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMEQEQERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVERLKAKPLVIQLPIGSENDFIGVVDLVQMKALVWHG  190

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  D+E                  +AV E +++LLEKY+ GE I+ +++    
++
Sbjct  191  
ETKLGEKYDVEEIPAELQERAEEYRNELVEAVAEADEELLEKYLGGEEITVDEIKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGS  246
               ++  FPV  GSA K  G+QP++DAV   L  P+                       
S
Sbjct  251  
LTVNSEAFPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVPPVQGHDVKDEEKVLERHADAS  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +     V       RE++ K+ +M    
+  +
Sbjct  311  
EPFSALAFKVATHPFFGKLTYVRVYSGKVEQGAQVLNTTKGKRERIGKLFQMHSNKENPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                  +    + L    V   D L DP           P P++   I PKT A 
+E+L 
Sbjct  371  PEAQAGHIYAFIGL--
KDVTTGDTLCDPAHPIVLESMTFPEPVIDVAIEPKTKADQEKLS  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++K+E  V +P V 
Y E
Sbjct  429  
TAIQKLAEEDPTFRVKLDEETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYRE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNAV  477
               R  +   +T   +   +  +A + ++  PL    G  YE  + V+ G + + +  
+V
Sbjct  489  



TIRRTAEKVEYTHKKQTGGSGQFAKVQVTFEPLDTTEGELYEFVNEVTGGRIPREYIPSV  548

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++QG L G+ V   K     G Y+   S+   F+    +V ++ +K +   
LL
Sbjct  549  
DAGIQAAMQQGVLAGFPVVGVKATLIDGAYHDVDSSEMAFKIAGSMVFKEGMKRADPVLL  608

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +  P+EY+     D       I++ +      V   ++P   +  Y  
DL   
Sbjct  609  
EPVMAVEVRTPEEYMGDVIGDLNSRRGLIQSMEDATGVKVVRAQVPLSEMFGYIGDLRSK  668

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR+V   +   Y     AV   +I+  R
Sbjct  669  TQGRAVYSMQFDSYAEVPKAVADEIIKKTR  698

>EFM69780.1 elongation factor Tu domain 2, partial [Enterococcus 
faecalis 
TX0109]
Length=249

 Score = 245 bits (625),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 124/249 (50%), Positives = 174/249 (70%), Gaps = 0/249 
(0%)

Query  140  
VVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREK  199
            V Q +++KLS +IIIKQ V L P + +   T+ E WD VIE ND LLEKY++G+ +   
+
Sbjct  1    
VYQDIKEKLSMEIIIKQKVELHPNMCVMSCTEPEQWDVVIEGNDDLLEKYMSGKSLEALE  60

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYT  259
            L +EE RR Q+ SL+PVY+GSAK  +GI+ L++ +T  F     +  + LCG+VFK
+EY+
Sbjct  61   
LEQEEIRRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYS  120

Query  260  
DCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSD  319
            +  QR  Y+RLY G L LRD+V ++ +EK+KITEM     GE+ + D AY 
GEIVIL ++
Sbjct  121  
EERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNE  180

Query  320  
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEV  379



             ++LN VLGD   LP++   E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL
+  V
Sbjct  181  
FLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYV  240

Query  380  DSITHEIIL  388
            DS THEIIL
Sbjct  241  DSTTHEIIL  249

>WP_057746997.1 elongation factor G [Weissella viridescens]
 KRN45820.1 translation elongation factor G [Weissella viridescens]
Length=706

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 186/678 (27%), Positives = 316/678 (47%), Gaps = 
74/678 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ+A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAATTAV  73

Query  65   WHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH           ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  
++  
Sbjct  74   
WHGFHDQYKNDPFRINIIDTPGHVDFTIEVERSLRVLDGAVAVLDGSAGVEPQTETVWRQ  133

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
                ++P ++F+NK+D+ G D    V S++D+L A                   D
+I K+
Sbjct  134  
AETYDVPRIVFVNKMDKMGADFGMSVDSLKDRLDANAKAVQWPIGAEDDFAGIIDLITKE  193

Query  157  ----TVSLSPEI-----------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLV  201
                T  L  E            ++EE  + E  +A+ + +D++++KY+ GE IS 
++L 
Sbjct  194  AWYPTTELGEEWEVRDMPADYADLVEEKYN-
ELVEAIADVDDEIMDKYLGGEEISADELK  252

Query  202  REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIG  242
               +R   +   +PV+ GSA K  G+Q ++D V                   TG    
+ 
Sbjct  253  
AAIRRATLNLEFYPVFAGSAYKDKGVQMVLDGVVDYLPSPLEVKPYVATDPKTGEEVDLT  312



Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPS  298
                       FKV       R  +LR+Y+G+L     V    R+K     ++ +M   
S
Sbjct  313  
ANDEDPFAALAFKVMTDPFVGRLTFLRVYTGSLEAGSYVMNTSRDKRERVGRLLQMHATS  372

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + EI      + G+I   +   +    D L  P R       E P P+++  I P 
T A 
Sbjct  373  RTEIPEV---
FSGDIAAAIGLKATTTGDSLTAPDRPLVLESMEFPDPVIQLAIEPATKAD  429

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++ +AL +LA+ DP  R E +  T + ++S +G + L+++   L  ++ ++  V  
P 
Sbjct  430  
QDKMSNALQKLAEEDPSFRAETNEETGDTLISGMGELHLDIIVDRLKREFGVDANVGAPQ  489

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K   A      +      +  + +  +P   G+G ++E  +  G + + 
+  
Sbjct  490  
VAYREAFTKTVQARGYFKRQSGGKGQYGDVWIEFSPNEEGAGFEFEDAIVGGAVPREYIP  549

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G+R  +  G + G+ + D K     G Y+   S+ A F+  A + L +A K 
+G  
Sbjct  550  
SVEAGLRDSMNAGPIAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALREAAKTAGAV  609

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++ L             +E  + + + ++   ++P   +  Y 
T L 
Sbjct  610  
ILEPIMRVDITVPEDNLGDVMGHVSARRGLLEGQEQRGNSMIIHAKVPLSEMFGYATTLR  669

Query  595  FYTNGRSVCLTELKGYQA  612
              T GR     +   Y+A
Sbjct  670  SSTQGRGTFQMQFDHYEA  687

>CCY77601.1 tetracycline resistance protein TetP [Butyrivibrio 
crossotus 
CAG:259]
Length=869

 Score = 262 bits (670),  Expect = 3e-73, Method: Compositional 
matrix adjust.



 Identities = 185/615 (30%), Positives = 296/615 (48%), Gaps = 
38/615 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GI+AHVDAGKTTL+E+ LY  G+I + G V+K  T  DT  LER+RGITI +   
SF  
Sbjct  30   
LGIVAHVDAGKTTLSENFLYFGGSIRKLGRVDKRDTFFDTENLERERGITIFSKQGSFVT  89

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               KV ++DTPGH DF AE+ R+L VLD A+L+ISA D V A T  L+  L +  
IP  I
Sbjct  90   
GNTKVTLLDTPGHTDFSAEMERTLQVLDYAVLIISAPDKVTAYTVTLWKLLERYGIPVFI  149

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+ G+  + +++ +++KLS + +   T             D E   +V E+    
Sbjct  150  FVNKTDRQGIVKEDILKDIKEKLSRNAVDFTTA------------
DDEEIASVKES---F  194

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            + KY  GE I+ E++     +R     LFPVY+GSA +  G++ LMD +      + 
+  
Sbjct  195  ISKYFDGEKITDEEIGDAIAKR----ELFPVYFGSALRNEGVRELMDGIDVF--
SVAKDY  248

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                  +V+K+     G R  ++++  G+L++R ++   G    K+ ++R+ +       
Sbjct  249  KEEFSATVYKISRDSDGNRLTHMKITGGSLKVRTSIPDYG----
KVNQIRVYNGTSFETK  304

Query  306  DTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRERLL  362
            D    G I  +   +  R   V+G+   L        P+  P+LR  +    A   
+ +L
Sbjct  305  DEVKAGCICAVTGLNDTRAGLVMGNGEELL-------
PVLTPVLRYKVIFPPAVSIQTML  357

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +L +  P L    D    EI +  +G+VQ+EV+  L+ E+  +        +
+Y E
Sbjct  358  
FKLKELTEEIPELNVSYDEEVKEINIELMGQVQIEVIKHLIEERTGINVSFGTGKILYKE  417

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                +     H E  P   +A + L + PL  G G+ +E+  S   L +++Q  V   
+ 



Sbjct  418  TICNSVEGVGHFE--
PLRHYAEVHLLLEPLERGMGLVFETDCSEEILAKNWQRLVLTHLE  475

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G  VTD KI    G  +   +   DFR      +   L  + + 
LLEP+  
Sbjct  476  
EKIHRGVLTGAPVTDMKITLVSGKAHIKHTEGGDFRQATYRAVRNGLMYADSMLLEPFYD  535

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F++  P+  +  A  D  K    I    ++    V TG  P   I +Y+T+L  YT 
G+ 
Sbjct  536  
FVMDIPENAVGHAMMDMEKMSGVINPPLIENGRAVLTGYAPVALIGSYQTELTSYTGGKG  595

Query  602  VCLTELKGYQAAVGQ  616
                   GY+    Q
Sbjct  596  RITLRFHGYEKCHNQ  610

>WP_106052145.1 MULTISPECIES: elongation factor G [Bacillus]
 PRR87984.1 elongation factor G [Bacillus sp. NMCN1]
 PRR95754.1 elongation factor G [Bacillus sp. NMCN6]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVGTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKSLVILESMDFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSSAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665



Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_099679359.1 elongation factor G [Bacillus pumilus]
 PCK23573.1 elongation factor G [Bacillus pumilus]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G      E+        
+  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDTNEEVVRESTDDSPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365



Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKSLVILESMEFPEPVIDVAIEPKSKADQDKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_095224640.1 elongation factor G [Virgibacillus sp. 7505]
 PAE14836.1 elongation factor G [Virgibacillus sp. 7505]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 193/682 (28%), Positives = 320/682 (47%), Gaps = 
72/682 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
            +F+NK+D+ G D    V+++ ++L A                   D+I  +         
Sbjct  132  
VFVNKMDKTGADFLYSVKTMHERLGANAHPVQLPIGAEDDFEGIIDLITMEAHFYLDDLG  191

Query  158  ----VSLSPE----
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                V   PE    +V E  T++   +AV E ++ L+E+Y+ GE IS E+L +  +
+   
Sbjct  192  QNSEVREIPEDMKDLVEEYRTNL--
IEAVAEQDEDLMERYLEGEEISNEELKQAVRKATL  249

Query  210  DASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALC  250
                +PV+ GSA K  G+Q L+D             A+ G+     E+       S    
Sbjct  250  
TVEFYPVFCGSAFKNKGVQLLIDGVVDYLPAPTDVPAIEGIVPGTEEKIVRKSSDSEPFS  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FKV       +  + R+YSGTL     V  + ++K     +I +M   ++ EI 
+  
Sbjct  310  
ALAFKVATDPFVGKLTFFRVYSGTLEAGSYVKNSTKDKRERVGRILQMHANTREEISKV-  368

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   L        P P++   I PKT A ++++  
AL
Sbjct  369  --
YAGDIAGAVGLKDTSTGDTLCDEKSLVILESMVFPEPVISVAIEPKTKADQDKMSVAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E   
Sbjct  427  
GKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQVAYRE-TF  485

Query  426  KAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +AA+      V  +      G   +   P   G+G ++E+++  G + + +  +V  
GI+



Sbjct  486  
RAAAEVEGKFVRQSGGRGQFGHVWIKFEPNEEGAGFEFENKIVGGVVPREYIPSVEAGIK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S    F+  A + L+ A  +    
+LEP + 
Sbjct  546  
EAMQNGVLAGYPLIDVKASLFDGSYHDVDSNEMAFKVAASLALKNAKNKCNPVILEPLVK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E    +    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMDTRGPAQVVNAFVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQ  620
                    Y+    +VG+ +I+
Sbjct  666  TYTMTFDHYEEVPKSVGEEIIK  687

>WP_048930200.1 GTP-binding protein [[Clostridium] citroniae]
 KMW18312.1 hypothetical protein HMPREF9470_03222 [[Clostridium] 
citroniae 
WAL-19142]
Length=911

 Score = 263 bits (671),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 186/617 (30%), Positives = 302/617 (49%), Gaps = 
35/617 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+LAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI +     
Sbjct  13   
ICVGLLAHVDAGKTTLSEALLYLTGSIRKMGRVDNQDAFLDTYALERARGITIFSKQAGI  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L K  
+PT
Sbjct  73   
EWKGMSITLLDTPGHVDFSAEMERTLQVLDYAVLVISGSDGVQGHTATLWRLLSKYRVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ G D  S++  VRD+L    +              +   +E  + V   
++
Sbjct  133  FVFVNKMDQPGTDRDSLLLEVRDRLDDGCVD-----------
FTQAGTMECLEQVAMCDE  181

Query  184  



KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PIG  242
             +LE ++    +   ++     R + +  LFP Y+GSA +  G++ L++ +    + 
P+ 
Sbjct  182  TVLEHFLETGNVEEGEI----
GRLICERKLFPCYFGSALRLKGVEELLEGIRAYGKMPVY  237

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-----
LKITEMRIP  297
                 A    VFK+   D G R  ++++  G+L+++  ++  GREK      K+ +
+R+ 
Sbjct  238  PDQFGA---KVFKITRDDQGGRLTHMKITGGSLKVKSLLS-
GGREKGEEWQEKVNQIRLY  293

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTA  355
            S  +      A  G I  + +  +R     G    L  ++   +PL  P+L   +     
Sbjct  294  SGEKYEPVPEAEAGCICAV-TGLLRTFPGQG----
LGMEQASMEPLLEPVLTYEVKLPQG  348

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              +  +L  L +L + DP L    D    EI +  +G VQ+EV+  L+SE++  E     
Sbjct  349  
CDKAVMLPKLRELEEEDPQLHVAWDEHLQEIQVQLMGEVQIEVLKNLISERFGAEVEFGR  408

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P+++Y E          H E  P   +A + L + P   GSG+Q+ +  S   L++
++Q 
Sbjct  409  PNIVYKETITGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLQFATGCSEDILDRNWQR  466

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +   + +G L G  VTD +I    G  +   +   DFR      L Q L E
+ + 
Sbjct  467  
LVMTHLEEKVHRGVLIGAPVTDMRITLVAGRAHIKHTEGGDFRQATYRALRQGLMEADSL  526

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L  P+  + RA  D  K   +   A  +  +   TG  P   +  Y
+T++ 
Sbjct  527  
LLEPWYDFCLEIPETAIGRAMTDIEKRKGSCVIAHTEGGQARLTGSAPVSAMGDYQTEVT  586

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G        +GY+
Sbjct  587  AYTKGCGHLTCTFRGYE  603

>WP_024626602.1 elongation factor G [Bifidobacterium sp. A11]
Length=708



 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 196/705 (28%), Positives = 339/705 (48%), Gaps = 
92/705 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI  
AA+
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAI  70

Query  61   TSF---QWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            T+F   Q H    R ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  
++
Sbjct  71   
TAFWNRQSHDPEDRYQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVW  130

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------  156
                K  +P + FINK+D+ G D    V +++DKL    ++ Q                 
Sbjct  131  
RQADKYGVPRICFINKMDKLGADFYYSVDTIKDKLGVKPLVMQLPIGAESDFHGVVDLVR  190

Query  157  -----------------TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
                             T+ +  ++  + E    E  +AV E+++ LLEKY+ GE 
IS++
Sbjct  191  
MVAYYWKDEADLGAKYDTIDIPDDLKDKAEQYHTELLEAVAESDEDLLEKYVGGEEISQQ  250

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
            ++    ++   + S FPV+ GSA K  G+QP++DAV                        
Sbjct  251  
EIRTAVRKMTIEQSAFPVFCGSAFKDKGVQPMLDAVVDYLPSPEDVPAIKGYKIGDESVE  310

Query  239  ---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
               +P  ++  +AL    FKV       + +Y+R+YSG +   +TV  + ++K     
K+
Sbjct  311  IDRKPTVDEPFSALA---
FKVATHPFYGKLIYVRVYSGKVAQGETVLDSTKDKKERVGKL  367

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M    +  +   D A  G I   +   +V   D L D   P  L    +   P 
P++ 
Sbjct  368  FQMHSNKENPV---DEAIAGNIYAFVGLKNVTTGDTLCDEKAPLVLESMTF---
PDPVIE  421

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407



              + PKT A +E++  AL +L++ DP  + + D  + + ++S +G +QL+++   +  
++
Sbjct  422  
VAVEPKTKADQEKMGIALQKLSEEDPTFQVKTDEESGQTLISGMGELQLDILVDRMRREF  481

Query  408  KLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--ES  462
             +E  V +P V Y E   +P+    +T   +   +  +A + ++  PL    G  Y  
E+
Sbjct  482  
HVECNVGKPQVAYRETIRKPVMNQEYTHKKQTGGSGQFAKVLMNFEPLDTSEGESYIFEN  541

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +V+ G++ + F  +V  G++  +E G L G+ V   K     G  +   S+   F+    
Sbjct  542  
KVTGGHITKEFIPSVDAGVQEAMESGVLAGFPVVGVKATLTDGQIHEVDSSEMAFKIAGS  601

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +  ++A  ++   +LEP ++  +  P+EY+     D      +I++        V   
++
Sbjct  602  
MCFKEAAPKAKPVILEPIMAVEVRTPEEYMGDVMGDINSRRGSIQSMTDATGVKVIDAKV  661

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            P   +  Y  DL   T GR++   ++  Y     AV   +I+ +R
Sbjct  662  PLSEMFGYIGDLRSKTQGRAMFTMQMDSYAEVPKAVSDEIIKAQR  706

>WP_094001402.1 elongation factor G [Stenotrophomonas sp. 
CC120222-04]
 SNT83466.1 elongation factor G [Stenotrophomonas sp. CC120222-04]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128



Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        + AWD                AV ++++ L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAAATVTAWDDAARAQWQVQRDALVEAVADHDELLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLTGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +  +P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLESI---
QAQMPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  



KGVRAALSEGPQGHPVVGVEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_057779933.1 GTP-binding protein [Lactobacillus vaccinostercus]
 KRM60736.1 translation elongation factor (GTPase) [Lactobacillus 
vaccinostercus 
DSM 20634]
Length=658

 Score = 258 bits (658),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 201/637 (32%), Positives = 306/637 (48%), Gaps = 
66/637 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GI+AHVDAGKTTL+E++LY SG + + G V+KG    D   LE+QRGITI 
+  
Sbjct  1    
MKHITVGIVAHVDAGKTTLSEAMLYHSGQLRKLGRVDKGDAFLDPDDLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q+    + ++DTPGH+DF A+    L+VLD AILVISA DG+Q  TR ++  L 
+  
Sbjct  61   
ASLQYDDLDLTMLDTPGHVDFAAQTESVLSVLDYAILVISATDGIQGYTRTIWRLLARYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--
WDAV  178
            +PT+IF+NK+D  G D   V+  ++ +LSA  I   T         E+ + I A  
++ +
Sbjct  121  VPTMIFVNKMDANGADAAQVMAQLQTELSAGCISFNTT--------
EQESTIPAASYEEM  172

Query  179  IENNDKLLEKYIAGEPISR---
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
               ++ +LE ++    ++    + L+R+ Q       +FP Y+GSA K  G++ LM   
T
Sbjct  173  ALQDETVLEAFLETGTLADNVIQALIRKRQ-------
VFPCYFGSALKLSGVKALM---T  222

Query  236  GLFQPIGEQGSAALCGS-



VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK----  290
            GL     E  + A  G+ VFK+ + D G+R  ++R+  GT  L +   L   +K      
Sbjct  223  GLADWTTEMPTTATFGARVFKISHDDKGERLTWVRVTGGT--
LHNKAVLLDDQKANQLRV  280

Query  291  ------ITEMRIPSKG--
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP  342
                  I    IP+ G   I      YPG+ +   +D+ R           P  +     
Sbjct  281  YNGAKYIISQEIPTGGVCAITGLTDTYPGQGIGAETDAAR-----------
PMMQ-----  324

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P+L   + PK        LDAL +L D DP L     S   EI +  +G VQLE+
+   
Sbjct  325  -PVLNYAVDPKD-
YDIHACLDALRELEDEDPQLHVSWSSHLQEIRVQIMGTVQLEILQQR  382

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L +++ LE    E S++Y E    A     H E  P   ++ + L +      SGV 
+ +
Sbjct  383  LRDRFNLEIGFGEGSILYKETITAAVEGVGHFE--
PLRHYSEVHLLLESQPANSGVSFAT  440

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              S+  L +++Q+ V   ++     G L G  +TD K+    G  +   S   DFR    
Sbjct  441  
NCSVDVLGKNWQHQVLASLKAKEHIGVLTGAPITDMKMTLVTGRSHIKHSEGGDFREATW  500

Query  522  IVLEQAL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET---
AQVKKDE  574
              + Q L         QLLEP+  F L    + + RA +D  K   T ET       
+  
Sbjct  501  
RAVRQGLMMRRASDQCQLLEPWYQFRLEIGADQVGRAMNDIQKMTGTFETPAAGATNQAM  560

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            VV TG  P   +Q Y  ++  YT+G+      + GY+
Sbjct  561  VVLTGTAPVAEMQDYAQEVHAYTHGQGQLECLVDGYR  597

>WP_081184005.1 elongation factor G [Enterococcus villorum]
 OQO70002.1 translation elongation factor G [Enterococcus villorum]
 OQO76454.1 translation elongation factor G [Enterococcus villorum]
Length=694

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 314/677 (46%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+S+ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVKSLHDRLQANAHPIQLPIGSEDNFTGIIDLVKMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E +++L+ KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTDIQETEIPEEYAEQAQEWREKLVEAVAETDEELMMKYLEGEEITQEELIAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPSPVDIEAIKGIDTKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKGKKERIGRILQMHANTRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCALDSPVILESIEF---
PDPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    +      +      +  + +  TP   G G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFREATKSEGKFVRQSGGKGQYGHVWIEFTPNEEGKGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K 
+   
Sbjct  539  
AVEKGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKHARPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_017815360.1 MULTISPECIES: elongation factor G [Paenibacillus]
Length=690

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 320/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIII------------------------------  154
             ++NK+D  G D  +VV+ +RD+L A+ +                               
Sbjct  132  
AYVNKMDIIGADYLNVVKDMRDRLQANAVAIQLPIGAENDFVGIIDIIEMKAIQYKDDLG  191



Query  155  KQTVSLSPEIVLEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            K  V +     L++  D   +E  + V E ++ L+ KY+ GE ++ +++    ++ 
V D 
Sbjct  192  
KDPVDIEIPADLKDTVDELRMELVEKVSELDEDLMMKYLEGEELTVDEIKSALRKGVCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+         E G+  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVIDYLPSPLDVPAINGQLEDGTEEIRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSREEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   +  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
ATALGKLTEEDPTLRASTNEETGQTILAGMGELHLDIIIDRMRREFKVETNVGQPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +  + +   PL  G+G Q+ES++  G + + +     
Sbjct  482  ETFRQPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEAGTGNQFESKIVGGSVPREYVGPAL  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEQMKNGVLAGFPVVDVKATVVDGSYHDVDSNEMAFKIAGSMALKSAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRSGTQIIRAKVPLSEMFGYSTTLRSGT  660



Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_064238509.1 elongation factor G [Stenotrophomonas maltophilia]
 KOO78971.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 201/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I AWD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAASIIAWDDAARAQWQPQRDALVEAVADHDEQLADAWLEGRVIDAGALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDDGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSG+L++ D VA +    GR   ++  ++     



+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGSLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   
Sbjct  365  
DQAAAGDIVAVLGWKDAVSGETLSSRARPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V+P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPHGHPVVGIEVTLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>CDF02722.1 small GTP-binding protein domain [Ruminococcus sp. CAG:
624]
Length=858

 Score = 262 bits (669),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 190/621 (31%), Positives = 292/621 (47%), Gaps = 
40/621 (6%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGI AHVD+GKTTL+E++LY +G   + G V+ G +  DT  +ER RGITI 
A  
Sbjct  1    
MKKITIGITAHVDSGKTTLSEAMLYLTGETRKLGRVDHGNSYLDTDAIERDRGITIFAHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF      + ++DTPGH+DF AE  R++ V+D A+LVIS  DG+Q+ +  L+  
LR+ N
Sbjct  61   
ASFNIDDTCITLLDTPGHVDFSAETERTMQVIDYAVLVISGTDGIQSHSATLWKLLRQYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+D  G D + V+  ++ + S   I     S + E + E         
++  
Sbjct  121  IPVFIFVNKMDLCGADKKKVLSELQKRFSNACI---DFSSNEEDITE---------
SLAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              D+L EKY+ GE IS +++       + +  +FP ++GSA K       MD V    
+ 
Sbjct  169  CCDELAEKYLDGESISDDEI----SNAIAERRIFPCFFGSALK-------
MDGVEDFIKI  217

Query  241  IG-----EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD----
TVALAGREKLKI  291
            IG      Q        VFK+     G R  +L++  G+L+LRD    T A   +   
KI
Sbjct  218  
IGRYAKESQRYNEFGAKVFKISSDAKGNRLTFLKVCGGSLKLRDELTYTNAKGEKRTEKI  277

Query  292  
TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT-TI  350
            + +R  S  +    + A  G+I  +      L++          K      L  + 
T  +
Sbjct  278  STIRFYSGAKYRSAELAEAGDICAVTG----
LSETFAGQGLGCEKNSSNAVLSAVMTYKL  333

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                      +L  + QL D DP L    +S   EI L  +G VQLEV+S ++  +
+   
Sbjct  334  
NYPDNVNVNDVLKNMRQLEDEDPQLNVIWNSQNREIHLQLMGTVQLEVLSRIIENRFGYS  393

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   V Y E     +    H E  P   +A + L + PL  GSG+Q+E R S   
L+
Sbjct  394  VSFGNGEVSYKETIKNISEGIGHYE--
PLRHYAEVHLILEPLERGSGMQFELRCSEDLLD  451



Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   +   + +G L G  +TD KI    G  +   +   DFR      +   
L+
Sbjct  452  
RNWQRLILTHLEEKVHKGVLTGSPITDIKIIVASGKAHLKHTEGGDFRQATYRAVRYGLR  511

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + + LLEPY  F L  P + + RA  D  + C      +V  +  V  G  P   
+  Y
Sbjct  512  
NAESILLEPYYDFELEVPSDCVGRALTDIQRMCGKFNPPEVIGENTVINGTAPVSEMNDY  571

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            + +L+ YT G+      + GY
Sbjct  572  QAELSGYTKGKGRLTLTVSGY  592

>WP_083424310.1 GTP-binding protein [[Clostridium] citroniae]
 SFS14643.1 small GTP-binding protein domain-containing protein 
[[Clostridium] 
citroniae]
Length=911

 Score = 263 bits (671),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 186/617 (30%), Positives = 302/617 (49%), Gaps = 
35/617 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+LAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI +     
Sbjct  13   
ICVGLLAHVDAGKTTLSEALLYLTGSIRKMGRVDNQDAFLDTYALERARGITIFSKQAGI  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L K  
+PT
Sbjct  73   
EWKGMSITLLDTPGHVDFSAEMERTLQVLDYAVLVISGSDGVQGHTATLWRLLSKYRVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ G D  S++  VRD+L    +              +   +E  + V   
++
Sbjct  133  FVFVNKMDQPGTDRDSLLLEVRDRLDDGCVD-----------
FTQAGTMECLEQVAMCDE  181

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PIG  242
             +LE ++    +   ++     R + +  LFP Y+GSA +  G++ L++ +    + 



P+ 
Sbjct  182  TVLEHFLETGNVEEGEI----
GRLICERKLFPCYFGSALRLKGVEELLEGIRAYGKMPVY  237

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-----
LKITEMRIP  297
                 A    VFK+   D G R  ++++  G+L+++  ++  GREK      K+ +
+R+ 
Sbjct  238  PDQFGA---KVFKITRDDQGGRLTHMKITGGSLKVKSLLS-
GGREKGEEWQEKVNQIRLY  293

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTA  355
            S  +      A  G I  + +  +R     G    L  ++   +PL  P+L   +     
Sbjct  294  SGEKYEPVPEAEAGCICAV-TGLLRTFPGQG----
LGMEQASMEPLLEPVLTYEVKLPQG  348

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              +  +L  L +L + DP L    D    EI +  +G VQ+EV+  L+SE++  E     
Sbjct  349  
CDKAVMLPKLRELEEEDPQLHVAWDEHLQEIQVQLMGEVQIEVLKNLISERFGAEVEFGR  408

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P+++Y E          H E  P   +A + L + P   GSG+Q+ +  S   L++
++Q 
Sbjct  409  PNIVYKETITGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLQFATGCSEDILDRNWQR  466

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +   + +G L G  VTD +I    G  +   +   DFR      L Q L E
+ + 
Sbjct  467  
LVMTHLEEKVHRGVLIGAPVTDMRITLVAGRAHIKHTEGGDFRQATYRALRQGLMEADSL  526

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L  P+  + RA  D  K   +   A  +  +   TG  P   +  Y
+T++ 
Sbjct  527  
LLEPWYDFCLEIPETAIGRAMTDIEKRKGSCVIAHTEGGQARLTGSAPVSAMGDYQTEVT  586

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G        +GY+
Sbjct  587  AYTKGCGHLTCTFRGYE  603

>WP_087178859.1 GTP-binding protein [Lachnoclostridium sp. An76]
 OUN33933.1 translation elongation factor G [Lachnoclostridium sp. 
An76]
Length=903



 Score = 263 bits (671),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 186/618 (30%), Positives = 305/618 (49%), Gaps = 
40/618 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K +NIGILAHVDAGKTTL+E +LY SG +   G V+ G    DT  LER+RGITI 
+   
Sbjct  18   
KHLNIGILAHVDAGKTTLSEGMLYLSGRLRSMGRVDHGDAFLDTYELERERGITIFSKQA  77

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             FQW   +V ++DTPGH+DF AE+ R L VLD A+LVISA DGVQ+ T  L+  L+
+  I
Sbjct  78   
MFQWRDMEVTLLDTPGHVDFSAEMERVLQVLDCAVLVISAADGVQSHTMTLWKLLKRYGI  137

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +F+NK+D+   D + +++ +R++LS      +++    E   E+  ++    
AV E 
Sbjct  138  PVFLFVNKMDRDDADREGLMEELRERLSEGCADMESIYAGDE---EKTENM----
AVCE-  189

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QP  240
             + +LE+Y+    + +E L    +R V    +FP ++GSA +  GI  L+D +  L   
P
Sbjct  190  -EAMLEEYLETGAVGKEAL----
RRAVAARKVFPCWFGSALRAEGITELLDGIAELSPSP  244

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-
LAGREKLKITEMRIPSK  299
            +   G  A    V+K+     G R  +L++  G L++++ +  ++G    K+ +
+RI S 
Sbjct  245  VYGPGFGA---KVYKISRDSQGNRLTWLKVTGGALKVKEILPDVSG----
KVNQIRIYSG  297

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +         G +  +   +       +G  + + LP         P+L   I      
Sbjct  298  EKYELVQEVQAGSVCAVTGLEETHPGQGIGCEEASDLPVLE------
PVLTYRIELPDGC  351

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +L  L Q+ + DP L       T EI +  +G VQ EV+  ++  ++ +     
E 
Sbjct  352  
DVHTMLRDLRQIEEEDPQLHVVWAEETAEIHIQLMGEVQTEVLQQMVKARFGVLIGFGEG  411

Query  417  SVIYMER---



PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             ++Y E    P++   H       P   +A + L + P   GSG+Q+ S  S   L
++++
Sbjct  412  KIVYKETIKAPVEGVGH-----
FEPLRHYAEVHLLLEPGERGSGMQFLSECSEDVLDRNW  466

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G  VTD +I    G  +   +   DFR      + Q L
+++ 
Sbjct  467  
QRLILTHLEEREHKGVLTGSAVTDMRITLLTGRAHQKHTEGGDFRQATYRAVRQGLRKAE  526

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F +  P E + RA  D  +   + E  + +  + V TG  P   ++ 
Y+ +
Sbjct  527  
SILLEPYYEFRMELPMENVGRAMSDIQRMSGSFEGPEAENGQAVLTGSAPVSEMRGYQKE  586

Query  593  LAFYTNGRSVCLTELKGY  610
             A YT G       ++GY
Sbjct  587  FAAYTGGFGRMFCTVRGY  604

>WP_014647099.1 elongation factor G [Stenotrophomonas maltophilia]
 CCH12668.1 Translation elongation factor G-related protein 
[Stenotrophomonas 
maltophilia D457]
 KDE88958.1 translation elongation factor G [Stenotrophomonas 
maltophilia 
M30]
 KKF88002.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 OWQ50348.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--



LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTVTPWDQAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL   + +    P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENIQAQA---
PVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 



GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_050114591.1 elongation factor G [Streptococcus pneumoniae]
 CKI31472.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------



GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + LEV+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLEVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_049665521.1 GTP-binding protein [Lysinibacillus xylanilyticus]



 KMY32328.1 elongation factor G [Lysinibacillus xylanilyticus]
Length=646

 Score = 257 bits (657),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 178/614 (29%), Positives = 292/614 (48%), Gaps = 
28/614 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTT +E LL+ + +I   G V+   T  D   LERQRGITI A     
Sbjct  3    
ITIGVLAHVDAGKTTFSEQLLFHTNSIQARGRVDHQDTFLDNHELERQRGITIFAEQGRM  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                   +++DTPGH+DF  E+ R++ V+D AI+++SA +G+Q  T  ++  LR+ 
++PT
Sbjct  63   
SIGNDTYSLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGLQGHTETVWQLLRQYHVPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
              FINKID+ G D+++V+  ++   S D++       S  +    +  +  W A  
E ++
Sbjct  123  FFFINKIDREGADVEAVMAQLQKDCSEDVLFVDEPLRSDYV----SNHMMEWLA--
ERDE  176

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LL+ ++  E +     +      ++    F  + GSA K +GI+  + A   L      
Sbjct  177  QLLDAFL-NEKLDSSSCLTHLHTMIKQEKAFLCFTGSALKDIGIKEFL-
AQLPLLTKTHY  234

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
               A   G VFK+ + D  QR  +++   GTL +RD  +  G    K+TE+R+ +    
V
Sbjct  235  NNKAPFQGEVFKIRH-DGHQRLTFIKALQGTLHVRDEFSF-
GEVTEKVTEIRLYNGSRYV  292

Query  304  RTDTAYPGEIVILPSDS-VRLNDVLG-----
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             T     GEI  +   S   + D++G      P  L         +P L+  +  +    
Sbjct  293  TTQEVEAGEIFAVKGISQANIGDIIGYSGNPQPYEL---------
VPTLQAKVQYEGDQH  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   +P LR        EI +  +G +QLEV+  +L +++ L+    
EP 
Sbjct  344  
IKEVLKIFRTLEAEEPSLRVLWHEKFQEIHVHIMGVIQLEVLIEVLHKRFSLDISFSEPQ  403



Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++YME      +   H E  P   +A + L + P + G+G  + +      L+   
Q  +
Sbjct  404  ILYMETIATTVTGYGHFE--
PLKHYAEVHLLMEPNTRGTGNTFVNACHADDLSVGHQRLI  461

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      GL  G+ VTD +     G  +   +   DFR  A   L Q L+++   
LL
Sbjct  462  
EKHLFERDHHGLLTGFPVTDIRFTLLTGRAHIKHTDGGDFREAAFRALRQGLEQAENVLL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F L AP +++ R   D  +   T +   + +++ + TG  P     +Y T  
A Y
Sbjct  522  
EPYYRFKLKAPSDFIGRMMTDIQQAAGTFDAPTLTENDAILTGRAPVATFMSYSTTFAAY  581

Query  597  TNGRSVCLTELKGY  610
            TNG+ V   +  GY
Sbjct  582  TNGKGVLSLQFDGY  595

>WP_028863565.1 elongation factor G [Psychromonas aquimarina]
Length=697

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 194/672 (29%), Positives = 306/672 (46%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
TCFWDNHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV+  +D L+A+ +++   + +  + V               
Sbjct  126  
ARIIFVNKLDRMGADFYRVVKQTQDVLAANPLVMVLPIGIEDDFVGVVDLLTRKAYVWDE  185



Query  166  --LEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN  +E                  D  +E +D LLE Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYKVEDVPADMVDKVEEYREMLLDTALEQDDDLLEAYMEGEEPSMEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQ------------GSA  247
             +    FP Y GSA K  GIQ ++DAV            QP+ ++               
Sbjct  246  
TRTMDFFPTYCGSAFKNKGIQLILDAVVDYLPCPTDVDPQPLTDEEGEPTGRVATVDAEE  305

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            +L    FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + 
E+ 
Sbjct  306  SLKALAFKITDDRFGS-
LTFVRIYSGTLKKGDTIMNAATGKTERVGRMCEMQADDRNELT  364

Query  304  RTDTAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +A  G+I+ +     +V+    L DP           P P++  ++ PK     
E++
Sbjct  365  ---
SAQAGDIIAIVGMKTNVQTGHTLCDPKDPIILEAMVFPEPVISISVQPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  R E D  + E ILS +G + L++   +L   Y ++ VV EP 
V Y 
Sbjct  422  
GIAIGKMVAEDPTFRVETDEDSGETILSGMGELHLDIKVDILKRTYGVDLVVGEPQVAYR  481

Query  422  ERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +    S+T   +   +  +  I   + P   G+G  + S V  G + + F  
A+  
Sbjct  482  
ETITQEIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGTGFAFTSTVVGGNVPKEFFPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFAGMMDTGVLAGFPVLDVEIELYDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +S  ++ P +++     D  +    I   +     V    ++P   +  Y   L   
T+
Sbjct  602  
IMSVDVFTPDDHVGDVIGDLNRRRGMIAGQEAGATGVRIKADVPLSEMFGYIGSLRTMTS  661



Query  599  GRSVCLTELKGY  610
            GR     E K Y
Sbjct  662  GRGQFSMEFKNY  673

>WP_047876990.1 elongation factor G [Photobacterium aquae]
 KLV08829.1 elongation factor G [Photobacterium aquae]
Length=695

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 200/689 (29%), Positives = 322/689 (47%), Gaps = 
72/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+ N+
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESNV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV+ V+  L A  +++   +    + V               
Sbjct  126  
SRLIFVNKLDRMGADFFNVVEQVKKVLGATPLVMTLPIGREEDFVGVVDVLTRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEVLDVPADMVDDVEAYREEMIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA--  248
             +D + FP + GSA K  GIQ ++DAV                     +P GE  + 
+  
Sbjct  246  
TRDLAFFPTFCGSAYKNKGIQLVLDAVVDYLPSPTEVDPQPLTNPETGEPTGEVATVSAD  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
              L    FK+   D      ++R+YSG L   DT+  A   K     ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-



MDDRFGALTFVRIYSGKLNKGDTILNAATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ I+   +V+    L D            P+P++   +APK     
E++
Sbjct  365  T---
SAQAGDIIAIVGMKNVQTGHTLCDVKHECTLEPMIFPVPVISIAVAPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +  I   + P   GSG ++ S V  G + + F  
AV 
Sbjct  482  ETITQPVE-
DSYTHKKQSGGSGQFGKIDYRIKPGEQGSGFKFTSTVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  541  
KGFEGMMNTGPLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T
Sbjct  601  
PIMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKGDVPLSEMFGYIGTLRTMT  660

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            +GR     E   Y    A V + VI  ++
Sbjct  661  SGRGQFSMEFAHYAPCPANVAEKVIAEQK  689

>KKS33278.1 Elongation factor G [Candidatus Amesbacteria bacterium 
GW2011_GWA2_42_12]
Length=715

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 188/678 (28%), Positives = 314/678 (46%), Gaps = 
69/678 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT +E +L+ +G   + G ++ G T+ D M  E++RGITI 



+A T
Sbjct  17   
QVRNIGIIAHIDAGKTTTSERILFYTGKSYKIGDIDDGDTQMDWMEQEKERGITIVSAAT  76

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W              ++N++DTPGH+DF AEV RSL VLDGA+ V+ A++ VQ
+QT 
Sbjct  77   
TTFWTVKDVNSPVSNEPFRINLIDTPGHVDFTAEVERSLRVLDGAVTVLDAEETVQSQTE  136

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------  151
             ++    K  +P +IF+NK+D+ G + +  V++V ++L A+                   
Sbjct  137  
TVWRQADKYKVPRIIFVNKVDKLGANFEGTVKAVIERLGANPAVMAYPIGAENLFKGVVL  196

Query  152  -----IIIKQTVSLSPEIVLEE-----NTDIEAWDA-----
VIENNDKLLEKYIAGEPIS  196
                  +I Q      +   EE        +E W A     + E +D+LL K++ 
GE  +
Sbjct  197  
LLERKALIWQGDETGAKFTEEEVPADMKEVVEKWRAKLVEQISETDDELLTKFLNGEEPT  256

Query  197  REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGE  243
             ++L    ++ V    L PVY G++ +  G+QPL+DA             V G+    
GE
Sbjct  257  
IKELKVALRKAVIAYKLVPVYSGASLRNKGVQPLLDAIVEYLPSPVDIDHVKGINPQTGE  316

Query  244  Q------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
                      A CG  FKV+      R  Y+R+YSGTL+   ++  A + K  K++ 
M +
Sbjct  317  
VEVRKTINEEAFCGLAFKVQTDPHVGRITYVRIYSGTLKAGQSIYNASKSKDEKMSRMLL  376

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                +    D A+ GEIV L         + L D   L        P P++   I 
PKT 
Sbjct  377  
MHANKREEIDQAFAGEIVTLVGLRETTTGNTLCDKAHLIALESITFPEPVISLAIEPKTK  436

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            + +E++  AL +L D DP  R + +  T + I+S +G + LE++   +  ++ +E     
Sbjct  437  
SDQEKMGYALNKLGDEDPTFRIKTNQETGQTIISGMGELHLEIIVDRMKREFGVEASTGA  496

Query  416  PSVIYMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   K+  S   +I +      +    + + P   G+G ++   +  G +   



F
Sbjct  497  
PQVAYKETIKKSVESEGKYIRQSGGRGQYGHCWIKLEPQVRGAGYEFVDAIKGGSIPNEF  556

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              A+  G+R  +E G L G+   D K+    G Y+   S+   F+    +  +   
K++ 
Sbjct  557  
IPAIEKGVREAMENGVLAGFPTVDMKVTLFDGTYHDVDSSEMAFKIAGSMAFQSGTKQAD  616

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P +++     D     A I     + +  +    +P   +  
Y T 
Sbjct  617  
PTLLEPIMKVEVSTPDDFMGDVIGDLSSKRAQILGTDKRGNLTIINAYVPLAELSGYATK  676

Query  593  LAFYTNGRSVCLTELKGY  610
            L   + GR+    E   Y
Sbjct  677  LRSMSQGRATYYMEPSHY  694

>WP_050237858.1 elongation factor G [Streptococcus pneumoniae]
 CJN57909.1 elongation factor G [Streptococcus pneumoniae]
 CJT12098.1 elongation factor G [Streptococcus pneumoniae]
 CNZ82589.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188



Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+  +E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPVEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 



Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_027518591.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 PSO30492.1 elongation factor G [Bradyrhizobium sp. MOS002]
Length=690

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   +  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D++L  Y+ G+      L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMVEKAKEYREKLLEAAVELDDEVLAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPDDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311



             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKAVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_089862848.1 elongation factor G [Halanaerobium salsuginis]
 SFM13907.1 translation elongation factor 2 (EF-2/EF-G) 
[Halanaerobium salsuginis]
Length=688

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 194/675 (29%), Positives = 311/675 (46%), Gaps = 
69/675 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G + + G    G +  D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRVHKMGETHDGASVMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI +  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCQWRNNRINIIDTPGHVDFTVEVERSLRVLDGAIALFCSVGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + F+NK+D+ G D    V  ++D+L A+ +  Q + +  E   +   D+   DA
++  
Sbjct  129  PRIAFVNKMDRMGADFFRAVDMMKDRLGANAVPIQ-
LPIGSEDNFDGVVDLIEMDAIVYE  187

Query  180  --------------------------------ENNDKLLEKYIAGEPISRE--
KLVREEQ  205
                                            E +D+ + KY+ GE  + +  KL
+R+  
Sbjct  188  
DELGVNFERVEIPEELQEQAEEYRELLMESLSEEDDEFMMKYLEGEVTTDDIKKLLRQA-  246

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGS  246
              V + ++ PV  GSA K  G+Q L+DAV   L  PI                       
Sbjct  247  --
VLNVNVIPVLCGSAFKNKGVQMLLDAVIEYLPSPIDVPAIEGVNPDTDEVEVRHADDD  304

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEI  302
                G  FK+       +  + R YSGTL     V  A AG RE++ +I +M    
+ E 
Sbjct  305  
EPFSGLAFKIMSDPYVGKLAFFRSYSGTLESGSYVYNATAGVRERVGRILQMHANRREER  364

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                    G +V L + S    D + D          E P P++   I PK+ A +
++L 
Sbjct  365  EVIFAGDLGALVGLKNTST--
GDTICDQDHPIVLESMEFPEPVIGVAIEPKSKADQDKLG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +LA+ DP  R   D  T + I+  +G + LEV+   L  ++K++  + +P V 
Y E
Sbjct  423  



EALQRLAEEDPTFRVHTDEETGQTIIQGMGELHLEVIVDRLLREFKVDANIGKPKVAYRE  482

Query  423  RPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               K  ++     +  +      G   + + P   G+G ++E  +  G + + +  
+V D
Sbjct  483  
TITKKVTNVEGKFIRQSGGRGQYGHVVIDIEPQEQGAGFEFEDNIRGGSIPREYIPSVED  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  LE G L G+ V D K+    G Y+   S+   F+    +      K +   
LLEP
Sbjct  543  
GVKEALENGVLAGYPVVDVKVSLNDGSYHDVDSSEMAFKIAGSMGFRAGAKRANPALLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +S  +  P+EY+     D       +E  + + +  V T  +P   +  Y TDL   
T 
Sbjct  603  
VMSVEVVTPEEYMGDVIGDLNGRRGRVEGMEPRANAQVVTAYVPLSEMFGYATDLRSKTQ  662

Query  599  GRSVCLTELKGYQAA  613
            GR+    +   Y+ A
Sbjct  663  GRATYTMQFSHYEQA  677

>WP_080021671.1 GTP-binding protein [Clostridium thermobutyricum]
 OPX50428.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
thermobutyricum DSM 4928]
Length=648

 Score = 257 bits (657),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 179/612 (29%), Positives = 298/612 (49%), Gaps = 
26/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVD GKTT +ESLLY +  I   G V+   T  D+  +E++RGIT+ + +  
F +
Sbjct  5    
IGVFAHVDGGKTTFSESLLYNTNTIRNKGRVDHKDTFLDSHSVEKERGITVFSDIGIFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               K  +VDTPGH+DF  E+ R+++VLD AIL++SA + VQ  T  ++  L+K N
+PT I
Sbjct  65   
KDNKYFLVDTPGHVDFSPEMERAISVLDYAILIVSAVELVQGHTETIWELLKKYNVPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-



IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+ G +++  ++ ++ KL+ D + I+ ++    E       DIE    + E 
++ 
Sbjct  125  FINKIDRVGANIEEAIKDIQMKLTKDGLYIENSIKELKE------DDIE---
FIAERDET  175

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE+Y+ GE +  +K++   ++ +++   F +Y GSA    GI+  +D    L     
E+
Sbjct  176  LLEEYLNGE-
LEEDKIIDAIKKEIKERKAFLIYKGSALLDDGIKEFLDDFDFLTYTKREE  234

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--GREKL-
KITEMRIPSKGE  301
            G     G VFK+ Y + G R  +++  SG ++ ++ +     G EK  KI E+R  
+  +
Sbjct  235  GE--
FKGRVFKIRYDEKGNRVTFIKALSGKIKTKEEIKFKVNGEEKREKINEIREYNGQK  292

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                ++A  G+I  I+    +   D +G   +L       +  P L   +    A     
Sbjct  293  YKLINSAEQGDIFGIVGVQDLTAGDSIGFDEKLNL-----
NTTPALMVKVIYDKALNHTE  347

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   D  L    +    E+ +S +G+VQLEV+  +L E++ L+    +P 
++Y
Sbjct  348  
VLKIFKTLESEDSSLNVLWNEEIKELSISIMGKVQLEVLEGILKERFNLKVEFDKPEIMY  407

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E     A    H E  P   ++ + L +     GSG+ + +     +L    QN 
++  
Sbjct  408  KETIEGTALGCGHFE--
PLGHYSEVHLKLEEGKRGSGIVFFNECHADHLTTGNQNLIKTH  465

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY
Sbjct  466  
IFEREHKGILTGSPITDMKITLLTGRAHNKHTSGGDFREATKRALRQGLEMGKPRLLEPY  525

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCIQAYRTDLAFYTN  598
             SF +    E+L R   D  K     E  +    E+V   G  P +    Y  +   
+T 
Sbjct  526  
YSFNISINVEHLGRVLSDIQKMNGNFEDPENLNSEIVRIKGRGPVKTFMEYPLEFVSFTR  585



Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  586  GKGSLNLIFDGY  597

>PFG27250.1 translation elongation factor 2 (EF-2/EF-G) 
[Corynebacterium 
renale]
Length=723

 Score = 259 bits (662),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 199/705 (28%), Positives = 334/705 (47%), Gaps = 
87/705 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G   TD M  E++RGITI 
+A  
Sbjct  26   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGGATTDWMEQEQERGITITSAAV  85

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  86   
TCFWNGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  145

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  146  
PRICFVNKMDKLGADFYYTVGTIEDRLGARPLVMQLPIGAEDDFDGVVDLLEMKALTWRG  205

Query  157  TVSLSPEIVLEE---------NTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V +  E  +EE         N   E   + V E++++L+EKY  GE ++ E+L    
++
Sbjct  206  
KVEVGTEATVEEIPADLVDKANEYREKLVETVAESDEELMEKYFGGEELTIEELKAGIRK  265

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP----
IGE-----------------QG  245
             V ++ ++PVY G+A +  G+QPL+DAV   F P    IGE                   
Sbjct  266  MVVNSEIYPVYCGTAYRNKGVQPLLDAVVD-
FLPNPLDIGEVHGHKPNHPDEELTRKPSD  324

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
             + L    FK+       +  Y+R+YSGT+   D+VA A +EK     KI +M    
+  
Sbjct  325  
ESPLAALAFKIAVHPFFGKLTYVRIYSGTMTPGDSVANATKEKKERIGKIFQMHANKENP  384



Query  302  IVRTDTAYPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            I   D A+ G I  ++        D L    DP  L    +   P P+++ ++ 
PKT + 
Sbjct  385  I---DVAHAGNIYAVIGLKDTTTGDTLCDANDPIILESMDF---
PDPVIKVSVEPKTKSD  438

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +L++ DP    E+D+ + + I+  +G + L+V+   +  ++K+E  V  
P 
Sbjct  439  
QEKLGVAIQKLSEEDPTFTVELDAESGQTIIGGMGELHLDVLVDRMKREFKVEANVGAPQ  498

Query  418  VIYMERPLKA---ASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVS  465
            V Y E   KA     +T   +   +  +A + +S  P       L  G    Y  E
+ V+
Sbjct  499  
VAYRETIRKAVPSVEYTHKKQTGGSGQFAKVIVSFEPYNPEVETLEEGESATYKFENAVT  558

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+      
L
Sbjct  559  
GGRIPKEYIPSVDAGIQDAMQYGYLAGFPLVNIKATLEDGQYHDVDSSEMAFKIAGSQAL  618

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            +  + ++   LLEP ++  +  P+EY+     D       + + + +    +   +
+P  
Sbjct  619  
KAGVAKAKPVLLEPLMAVEITTPEEYMGEVIGDVNSRRGQVSSMEDRAGAKLVKAKVPLS  678

Query  585  CIQAYRTDLAFYTNGR---SVCLTELKGYQAAVGQPVIQPRRPNS  626
             +  Y  DL   T GR   S+         + V Q +I  R  N+
Sbjct  679  QMFGYVGDLRSKTQGRANYSMVFDSYAEVPSNVAQEIIDERNGNA  723

>OGF83144.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_01_FULL_46_13]
Length=703

 Score = 259 bits (661),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 194/683 (28%), Positives = 318/683 (47%), Gaps = 
76/683 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ +IGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI 



+A T
Sbjct  9    
RVRDIGIIAHIDAGKTTVSERVLFYTGVSHKIGEVHEGEAVMDWMEQERERGITITSAAT  68

Query  62   SFQW-------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQ  108
            +  W             +  ++NI+DTPGH+DF  EV RSL VLDG ++V     
GV+ Q
Sbjct  69   
TCFWTPTYLPQDKKDKSNEYRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVSGVEPQ  128

Query  109  TRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQT  157
            +  ++    K  +P + FINK+D+ G      + S+ ++L+ + +            
K  
Sbjct  129  
SETVWRQADKYKVPRICFINKLDRMGASFVGSLNSILERLTPNAVAVMIPVGLESDFKGL  188

Query  158  VSL------------SPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
            V L               IVLE+       + E W     + + E +D L EKY+ 
G+ I
Sbjct  189  
VDLMRMKFIRFEGEHGENIVLEDIPESHKAEAEEWRHKMVEKIAEQDDTLTEKYLEGKEI  248

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIG  242
            S+E+L +  ++     +L PV+ GSA K  G+Q ++D V              G+    
G
Sbjct  249  
SQEELKKTLRKATLAYNLVPVFAGSALKNKGVQMMLDGVVDYLPSPADLPPVKGVDLKTG  308

Query  243  EQ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKL-KIT  292
            E+       +A      FK++      +  Y R+YSGTL     V  A    +E++ 
+I 
Sbjct  309  
EEILRPADDNAPFTALAFKLQTDPYVGQLTYFRVYSGTLNAGSYVLNANSGDKERIGRIL  368

Query  293  EMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             M    + EI      Y GEI  I+   + R  D L DP +  R      P P++   
I 
Sbjct  369  RMHANHREEI---
KEIYAGEIGAIVGLKNTRTGDTLSDPEKPIRLETITFPEPVVSMRIE  425

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PKT   +ER+  AL +L++ DP  R + D  T E I+S +G + LE++   +  +
+K+E 
Sbjct  426  
PKTKQDQERMGLALKRLSEEDPTFRIKSDEETLETIISGMGELHLEIIVDRMKREFKVEA  485

Query  412  VVKEPSVIYME--



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             V  P V Y E  R    A      +      +  + L   P   G G ++++ +  
G +
Sbjct  486  
NVGRPQVAYKETIRQTAEAEGKYIRQSGGRGQYGHVWLRAEPQERGKGFEFDNAIRGGVV  545

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             Q F   +  G++ GL++G+  G+ + D KI    G Y+   S+   F+  A +  
++  
Sbjct  546  
PQEFIPPIEKGVKEGLDRGVVAGFPMVDLKITLYDGSYHEVDSSEIAFKIAASMATQEVC  605

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K +   LLEP +   +  P +++     D     A IE    + +  V   ++P   
+  
Sbjct  606  
KRAKPVLLEPIMKVEVVVPDKFMGDVTGDLNSKRARIEQISDRLNIKVIEAKVPLSEMFG  665

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y T+L  +T GR+    E   Y+
Sbjct  666  YVTNLRSFTEGRASYSMEFDHYE  688

>WP_009764296.1 elongation factor G [Microvirga lotononidis]
 EIM28246.1 translation elongation factor EF-G [Microvirga 
lotononidis]
Length=691

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 187/668 (28%), Positives = 307/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K +
+P V
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDGNQGVEPQTETVWRQADKYDVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +  + V  +  +++                    D+I  + +  S 
E +
Sbjct  132  



VFVNKMDKTGANFFNCVDDIVKRVAGKPVCLQIPIGAESDFRGMVDLIKMKALVWSGESL  191

Query  166  LEENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 ++E                 +A +E +D  L  Y+ G+      L R  +  
VQ 
Sbjct  192  
GASFDEVEIPADLKDQAAEYRAKLVEAAVEMDDDALAAYLDGQEPDETTLRRLIRTAVQR  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248
             +  PV  GSA K  G+QPL+DAV                          +P  E
+G + 
Sbjct  252  
RAFHPVLCGSAFKNKGVQPLLDAVVDFLPSPADREAIQGIDFKTEEPTTRKPTDEEGFSM  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
            L    FK+          + R+YSG +   DT+  + R+K  ++  M +           
Sbjct  312  LA---
FKIMDDPFVGTITFCRVYSGKVNAGDTLLNSSRDKKERVGRMLLMHANNREDIKE  368

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+IV L     VR  D L DP++       E P P++   I PK+ A +E+L  
AL+
Sbjct  369  
AYAGDIVALAGLKEVRTGDTLCDPSKAVILERMEFPEPVIEIAIEPKSKADQEKLGLALS  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R   D  + + IL  +G + L++   +L   YK++  +  P V Y E   
K
Sbjct  429  
KLAAEDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAYRETITK  488

Query  427  AA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A   +T   +      +A + + V P   G+G  +ES++  G + + +   V  G
++  
Sbjct  489  
KAEVDYTHKKQTGGTGQFARVKIVVQPNDQGAGFAFESKIVGGAVPKEYIPGVEKGLQSV  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +  G+  G+ V D K+    G ++   S+   F   +   L +AL++ G+ LLEP 
+   
Sbjct  549  
VGAGVVAGFPVVDLKVELIDGAFHEVDSSALAFEIASRAALREALQKGGSVLLEPVMKVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P++Y      D       I+   ++ + VV    +P   +  Y   L   + 
GR+  



Sbjct  609  
VTTPEDYTGSVIGDLNSRRGQIQGQDMRGNAVVINAMVPLANMFGYVNTLRGMSQGRASY  668

Query  604  LTELKGYQ  611
              +   Y+
Sbjct  669  TMQFDHYE  676

>WP_022946271.1 elongation factor G [Pseudoalteromonas ruthenica]
Length=695

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 313/672 (47%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMDQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
               IF+NK+D+ G D   VV+ V+  L A+                   ++++   
+  +
Sbjct  126  
ARCIFVNKLDRMGADFYRVVEQVKKVLGANPLVMTLPIGIEDQFSGVVDVLEKKAYVWDD  185

Query  164  IVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +++   A                 +E +D L+E Y+ GE  S E++    
++ 
Sbjct  186  
TGLPENYEVQDVPADMVDKVNEYHEMLVETAVEQDDDLMEAYMEGEEPSLEQIKACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V      
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDKDTGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   
+ E+



Sbjct  306  EPLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L DP           P P++   +APK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYR  481

Query  422  ERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K    S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  
AV  
Sbjct  482  
ETITKEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGYKFSSSVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMEEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+
Sbjct  602  
IMKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGGMGVRIKGEVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGY  610
            GR     E   Y
Sbjct  662  GRGQFSMEFSHY  673

>OGD20006.1 translation elongation factor G, partial [Candidatus 
Aminicenantes 
bacterium RBG_13_64_14]
Length=676

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 190/666 (29%), Positives = 308/666 (46%), Gaps = 
70/666 (11%)

Query  9    



LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V+ GT   D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGMTYKMGEVDDGTAVMDWMVQEQERGITITSAATTSAWRDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF AEV RSL VLDGAI ++    GV+ Q+  ++    K  +P +
+FIN
Sbjct  61   
RINIIDTPGHVDFTAEVERSLRVLDGAIAILCGVGGVEPQSETVWRQADKYRVPRIVFIN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ----------TVS  159
            K+D+ G D +  V  +R +++A                   D+I ++          
T  
Sbjct  121  
KMDRVGADPERAVLQLRTRVAAKPLPIQIPLGREDGFRGVIDLIDRKVYDWGQDILGTDY  180

Query  160  LSPEIVLEENTDIEA-----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
            +  E+  E   D+E       + + E++D L++KY+ G  +S  +L    +R      
+ 
Sbjct  181  
VVREVAAENREDVEKKRQDMLEMLSEHDDSLMQKYLDGVEVSAPELRNAVRRATLALEVV  240

Query  215  PVYYGSAKKGLGIQPLMDAVTGLF------QPIGEQ-------------
GSAALCGSVFK  255
            PV YG++ +  G+ PL+DA+          +P+                  A   G 
VFK
Sbjct  241  
PVLYGASFRNKGVHPLLDAIVDYLPSPADIRPVSGHHPRTQAEETRPASDEAPFSGLVFK  300

Query  256  VEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVRTDTAYPG  311
            +          Y R+YSG  ++   V  + +   EKL ++ EM    + EI      
Y G
Sbjct  301  IASDPFLGNLAYFRVYSGKAKVGQPVYNSTKGEEEKLSRLLEMHANKRKEI---
KEVYAG  357

Query  312  EIVILPS-DSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            +I  + S  ++   D L     P  L   R+   P P++  TI PKT A   +L  
AL +
Sbjct  358  DIAAMGSTKAISTGDTLCLKSHPIVLESIRF---
PEPVIAATIEPKTKADHPKLAAALAK  414

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-PLK  426
            L   DP L+   D +T + +L  +G + LE+V   +  ++ +   + +P V Y E    
+
Sbjct  415  
LTREDPTLKVNQDPMTGQTLLRGMGELHLEIVMDRMEREFGVRANLGKPQVAYKETIRTE  474



Query  427  AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A     +I +      +    L + PL  G G ++  R   G + + F   V +G
+R  +
Sbjct  475  
AEGEGKYIRQAGGKGLFGHCVLHLEPLVRGRGFEFVDRTRGGVIPREFVIDVENGVREAM  534

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G+  G+ VTD +     G Y+   STP  ++    +   +A +++G  +LEP +   
+
Sbjct  535  
EGGIVAGYPVTDLRAALVGGSYHEDDSTPVAYKIAGTLAFREAARKAGPVILEPVMDLEI  594

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             AP +YL     D       IE  +++    V    IP   +  Y T L   T GR 
V  
Sbjct  595  
VAPDDYLGDIVGDINARRGKIEGMEMRSGSRVIKIHIPLAGMFGYATTLRTLTQGRGVFA  654

Query  605  TELKGY  610
             E   Y
Sbjct  655  MEFAQY  660

>WP_105145607.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  PI                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPIDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_018372174.1 elongation factor G [Streptococcus massiliensis]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFSGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIE------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E       W     +AV E +++L+ KY+ GE I++E+L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEWREKLVEAVAETDEELMMKYLEGEEITKEELKEGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_057494214.1 elongation factor G [Stenotrophomonas pavanii]
 KRG80356.1 translation elongation factor G [Stenotrophomonas 
pavanii]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 201/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I AWD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAASITAWDDAARAQWQPQRDALVEAVADHDEQLADAWLEGRVIDAGVLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDDGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSG+L++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGSLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   
Sbjct  365  
DQAVAGDIVAVLGWKDAVSGETLSGRARPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P



Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQEMP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V+P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPHGHPVVGIEVTLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_000090351.1 elongation factor G [Streptococcus pneumoniae]
 CBW33888.1 elongation factor G (EF-G) [Streptococcus pneumoniae 
INV200]
 EIA02923.1 translation elongation factor G [Streptococcus 
pneumoniae England14-9]
 CMY14423.1 elongation factor G [Streptococcus pneumoniae]
 CVW73885.1 elongation factor G [Streptococcus pneumoniae]
 CVX14892.1 elongation factor G [Streptococcus pneumoniae]
 CVT47742.1 elongation factor G [Streptococcus pneumoniae]
 CVT72750.1 elongation factor G [Streptococcus pneumoniae]
 CVM46272.1 elongation factor G [Streptococcus pneumoniae]
 CVP81581.1 elongation factor G [Streptococcus pneumoniae]
 CVU72374.1 elongation factor G [Streptococcus pneumoniae]
 CVR55569.1 elongation factor G [Streptococcus pneumoniae]
 CVK67573.1 elongation factor G [Streptococcus pneumoniae]
 CVW79374.1 elongation factor G [Streptococcus pneumoniae]
 CVU34875.1 elongation factor G [Streptococcus pneumoniae]
 CVU64407.1 elongation factor G [Streptococcus pneumoniae]
 CVR94897.1 elongation factor G [Streptococcus pneumoniae]
 CVN23233.1 elongation factor G [Streptococcus pneumoniae]
 CVV83157.1 elongation factor G [Streptococcus pneumoniae]
 CWE90476.1 elongation factor G [Streptococcus pneumoniae]
 CWM13943.1 elongation factor G [Streptococcus pneumoniae]
 CWE18972.1 elongation factor G [Streptococcus pneumoniae]
 CWA92024.1 elongation factor G [Streptococcus pneumoniae]



 CWE08651.1 elongation factor G [Streptococcus pneumoniae]
 CWC13657.1 elongation factor G [Streptococcus pneumoniae]
 CWB98439.1 elongation factor G [Streptococcus pneumoniae]
 CWB72314.1 elongation factor G [Streptococcus pneumoniae]
 CWF27099.1 elongation factor G [Streptococcus pneumoniae]
 CWH69618.1 elongation factor G [Streptococcus pneumoniae]
 CVY34314.1 elongation factor G [Streptococcus pneumoniae]
 CWJ43275.1 elongation factor G [Streptococcus pneumoniae]
 CVZ60621.1 elongation factor G [Streptococcus pneumoniae]
 CWA29900.1 elongation factor G [Streptococcus pneumoniae]
 SND66920.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +  LFPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVELFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_019157083.1 elongation factor G [Bacillus massiliosenegalensis]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 313/668 (47%), Gaps = 
65/668 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    ++++ D+L A+ +  Q + +  E   E                 
Sbjct  132  VFVNKMDKLGADFLYSLKTLHDRLQANAVAIQ-
LPIGAEDEFEGIIDLVEMKATFYGNDL  190

Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             T+IE                    +AV E +++L+EKY+ GE I+ ++L    ++   
+
Sbjct  191  
GTEIEEREIPAEYMDQAEEYREKLIEAVAELDEELMEKYLGGEEITTDELKAGIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCG  251
              L+PV  GSA K  G+Q ++DAV   L  P+                      +     
Sbjct  251  
VELYPVICGSAFKNKGVQKMLDAVIAYLPSPLDVPAIKGTLPDSDEVIERHSDDNEPFSA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI     
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSREEI---SM  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D L D   L      E P P+++ +I PK+ A ++++  
AL 
Sbjct  368  
VYAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQLSIEPKSKADQDKMTTALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  428  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETIRN  487

Query  425  



LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++E+ +  G + + +  AV+ G
+   
Sbjct  488  
SAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLEDA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L++GL  G+ V D K     G Y+   S+   F+  A + L+ A  +    +LEP 
+   
Sbjct  548  
LDRGLLAGYPVVDIKARLYDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPMMRVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     +       +E  + + +  V    +P   +  Y T L   T 
GR V 
Sbjct  608  
VIIPEEYMGDIMGNITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATTLRSSTQGRGVF  667

Query  604  LTELKGYQ  611
                  Y+
Sbjct  668  SMHFDHYE  675

>WP_089146917.1 GTP-binding protein [Lactobacillus crispatus]
 OXC28728.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 257 bits (657),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 188/625 (30%), Positives = 300/625 (48%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVASYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +      A  G++V L       P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFTTITEAEAGDVVALTGLSKSYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGRDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585



>WP_092651835.1 elongation factor G [Isobaculum melis]
 SER83555.1 elongation factor G [Isobaculum melis]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 200/674 (30%), Positives = 311/674 (46%), Gaps = 
77/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHDGGAQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------IIKQ-----
TVSLS  161
            +F+NK+D+ G D    V ++ D+L A+                   +IK      T  
L 
Sbjct  132  
VFVNKMDKMGADFLYSVGTILDRLQANAHPIQLPIGAEENFTGIIDLIKMKAEMYTNDLG  191

Query  162  PEIVLEENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             EI  E   DI A        W     +AV E ++ L+ KY+ GE IS ++LV+  
+   
Sbjct  192  TEIKEE---
DIPADYQELANEWRDKLVEAVAETDEDLMMKYLEGEEISNDELVKAIRIAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
              A  +PV  GSA K  G+Q ++DAV              G     GE+       
S   
Sbjct  249  
VKAEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPGTGEEVERHADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSGTL     V  A    RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPFVGRLTFFRVYSGTLESGSYVKNATKGKRERVGRILQMHANSREEITQV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360



               Y G+I    + +V L D     T    K        E P P++   I PK+ A 
+++
Sbjct  369  ---YSGDI----
AAAVGLKDTTTGDTLCAEKDEVILESMEFPEPVISVAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E D  T E I+S +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPTFRAETDQETGETIISGMGELHLDIIVDRMRREFKVEASVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +   P   G G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRGSTQAEGKFVRQSGGKGQYGHVWVEFEPNEEGKGFEFENAIVGGVVPREYIPAVK  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S    F+  A + L+ A K++   
+LE
Sbjct  542  
AGLEAAMANGVLAGYPLIDIKAKLYDGSYHDVDSNEMAFKVAASMSLKNAAKKANPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P ++  +  P++ L             +E  + + +  V    +P   + +Y   L   
T
Sbjct  602  
PIMAVEVVCPEDNLGDIMGHVTARRGRVEGMEARGNTQVVRAMVPLAEMFSYSNTLRSST  661

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  662  QGRGTFSMTFDHYE  675

>WP_026565519.1 elongation factor G [Bacillus sp. UNC41MFS5]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 318/671 (47%), Gaps = 
70/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WHGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEEN---------  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++E N         
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFEAIIDLVEMNAVFYGNDLG  191

Query  170  TDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++L+EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDIEVREIPEEYMAQAEEYREKLVEAVAELDEELMEKYLGGEEITKEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI----------------------
GEQGSAA  248
              +PV  GSA K  G+Q ++DAV   L  P+                       E+  
+A
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGHAIDDEDEVIERHSSDEEPFSA  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI +
Sbjct  312  LA---
FKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANSRQEISK  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L D   L      + P P+++ ++ PK+ A ++
++  
Sbjct  369  V---
FAGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIQLSVEPKSKADQDKMTT  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRET  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +   V
+ G+
Sbjct  486  
FRASAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIAPVQAGL  545



Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  546  
EDALQRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILEPMM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  606  
RVEVVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRSMVPLSEMFGYATALRSSTQGR  665

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  666  GVFSMHFDHYE  676

>WP_099728192.1 elongation factor G [Bacillus pumilus]
 PIK26044.1 elongation factor G [Bacillus pumilus]
Length=692

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVGTLRDRLQANAHAIQLPIGAEDQFEGIIDLVENVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPAEYKDKAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTLPDTNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKSLVILESMDFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675



>WP_063995933.1 elongation factor G [Bradyrhizobium sp.]
 CUT15147.1 Translation elongation factor G [Bradyrhizobium sp.]
Length=690

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   +  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D +L  Y+ G    +  L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMVEKAKEYREKLLEAAVELDDDVLAAYLDGNEPDQATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPDDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLMSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370



            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKAVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_054663815.1 elongation factor G [Lactobacillus camelliae]
 KRN18341.1 elongation factor G [Lactobacillus camelliae DSM 22697 = 
JCM 
13995]
Length=696

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 317/672 (47%), Gaps = 
70/672 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+  
Sbjct  14   



NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMPQEQERGITITSAATTAF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V+  + GV+ QT  ++      +
+P +
Sbjct  74   
WKDNRINIIDTPGHVDFTMEVERSLRVLDGAITVLDGQSGVEPQTENVWRQASTYSVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
            +F+NK+D+ G D +  VQ++ D+L A                   D+I  +         
Sbjct  134  
VFVNKMDKIGADFKYSVQTLHDRLGANAHAVQLPIGAEDSFKGVIDLITMKADLYDEDAL  193

Query  158  -----VSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 V   P+ +LEE     A   +AV + +D +++KY+ GE IS +++    ++   
+
Sbjct  194  
GTEWDVVDIPDDMLEEAKAARADLIEAVADVDDGIMDKYLEGEEISNDEIKAAIRKATIN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPI-----
GEQGSAA  248
               FPV  GSA K  G+Q L+DAV                      P+      +Q  
AA
Sbjct  254  
LEFFPVLAGSAFKNKGVQMLLDAVVDYLPSPLDVKPYNAKDPDTGDPVELRAGDDQNFAA  313

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
            L    FK+       R  Y+R+YSGTL     V  A    RE++ ++ +M    + 
EI  
Sbjct  314  LA---
FKIATDPFVGRLTYIRVYSGTLEAGSYVLNASKNNRERVGRLLQMHSNHREEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          E P P+++ +I P +   ++
+L  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDVDHPLILESLEVPEPVIQVSIEPDSKEDQDKLDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L++ DP  + E +  T E +++ +G + L+++   +  ++K+   + EP V 
Y E 
Sbjct  428  
ALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIMVDRMKREFKVAAKIGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + +  TP   G G ++E  +  G + + +  AV  
G+



Sbjct  488  
FTKTAQAEGRFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPAVEAGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L  A+K++G  
+LEP +
Sbjct  548  
KDAMKNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALRNAVKDAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP+EYL            ++E  + + +  +    +P   +  Y T L   
T GR
Sbjct  608  
HVEVVAPEEYLGDIMGQINARRGSVEGMEQRGNAQLVNAMVPLAEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQA  612
                     Y A
Sbjct  668  GTFTMTFDHYTA  679

>WP_053463179.1 elongation factor G [Stenotrophomonas maltophilia]
 KOO75686.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 201/670 (30%), Positives = 309/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------



AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I AWD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAASITAWDDAARAQWQPQRDALVEAVADHDEQLADAWLEGRVIDAGVLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDDGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++R+YSG+L++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRVYSGSLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   
Sbjct  365  
DQAVAGDIVAVLGWKDAVSGETLSGRARPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V+P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL 
ESGTQLLEP ++
Sbjct  544  
RAALSEGPHGHPVVGIEVTLVDGQTHAKDSSEMAFHRAGAEAIKAALVESGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663



Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_100666547.1 elongation factor G [Kyrpidia sp. EA-1]
 ATY83690.1 elongation factor G [Kyrpidia sp. EA-1]
Length=691

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 193/685 (28%), Positives = 316/685 (46%), Gaps = 
75/685 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D    V  ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFYRAVSQMKERLGANAVPIQLPIGAEDTFEGMIDLVGMQAYYYLD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E +     +AV E ++ L+ KY+ GE I+ +++    
+   
Sbjct  189  
DLGTRSEAREIPAEYKDRAEEYRQNLLEAVAEVDEDLMMKYLEGEEITVDEIKGALRAGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG--------
EQGSAA---------LC  250
                + PV  GS+ +  G+Q L+DA+      P+          +G+             
Sbjct  249  
ISGKIVPVLCGSSYRNKGVQLLLDAIVDFLPSPVDIPPVRGTDSEGNEVERHSGDDEPFS  308

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT-----  305
               FK+       +  + R+YSGTL        +G   L  T+ +    G IVR      
Sbjct  309  ALAFKIMTDPYVGKLAFFRVYSGTLS-------
SGSYVLNSTKNKRERIGRIVRMHANHR  361



Query  306  ---DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               DT Y G+I   +        D L D   +      E P P++R  I PKT A 
++++
Sbjct  362  
EDIDTVYAGDIAAAVGLKDTSTGDTLCDDKNVVILESMEFPEPVIRVAIEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P 
V Y 
Sbjct  422  
GLALQKLAEEDPTFRTWTDQETGQTIIAGMGELHLEIIVDRLQREFKVEANVGKPQVAYK  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   + +K     +  +      +  + L + PL  G G  +E+++  G + + +  
AV 
Sbjct  482  ETIRKKVKVEGKFVR-
QSGGRGQYGHVWLELEPLERGQGYVFENKIVGGVVPKEYVPAVD  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  ++ G+  G+ + D K     G Y+   S+   F+    + L+    ++   
LLE
Sbjct  541  
EGIQEAMQNGVVAGYPLIDMKATLVDGSYHDVDSSEMAFKIAGSMALKSGAAKADPYLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE  + +    V  G +P   +  Y T+L   
T
Sbjct  601  
PIMKVEVIVPEEYMGDIMGDINSRRGRIEGMETRAGAQVIRGYVPLAEMFGYATNLRSRT  660

Query  598  NGRSVCLTELKGYQ---AAVGQPVI  619
             GR V   E   Y+    +V Q +I
Sbjct  661  QGRGVYSMEFYSYEEVPKSVAQEII  685

>WP_057162622.1 elongation factor G [Lysobacter sp. Root916]
 KRD38860.1 translation elongation factor G [Lysobacter sp. Root916]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 310/673 (46%), Gaps = 
72/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AHVDAGKTTLTE LL+ +GAI   G V  G   TD   +E+ RGITI AA     
Sbjct  11   
NLGIIAHVDAGKTTLTERLLWKTGAIHRTGEVHDGAATTDFSPIEKDRGITIGAAAVQTH  70



Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + I+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPQDRAEHR--
LTIIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G  L  V+  +RDKL A                   D + 
++ V
Sbjct  129  
RHGVPMIAFVNKMDRVGASLDFVLAQMRDKLDAQPWPLGQAIGAEGELRGWVDYVAREIV  188

Query  159  SLSPEIVLE----ENTDIEAW--------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
               P+  +     +  D  A+        +AV +++D+L + Y+    I    L    
+R
Sbjct  189  
LWGPDDAIARRPWDGDDSRAYEPLRQRLIEAVADHDDELAQAYLEARAIDAGLLKAALRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  GSA K  G++PL+DA+   L  P+         EQG        
S  L
Sbjct  249  
GTLLGAGTPVLAGSAFKNKGVEPLLDAIVDYLPSPLDRPWVRAESEQGELALAPDASGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTA  308
             G VFK+ + D G    ++RLYSGTLR+ DTV  + RE+ L++  + +         
+ A
Sbjct  309  AGLVFKIVHKDHGALS-
FVRLYSGTLRVGDTVWASRRERALRVGRLVVVQADRGRDVEAA  367

Query  309  YPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            Y GEIV +    D+V    +     +L     +  P  +L   ++   A    RL   
L 
Sbjct  368  YAGEIVAVQGWKDAVSGETLSAVDRKLVLDAIQAQP-
AVLSWRLSAANAGDLIRLGQGLA  426

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
             LA  DP      D  T E ++  +G + LEV+   L +++K+E     P V Y E 
P +
Sbjct  427  
SLAQEDPSFHVGSDEDTGETLIWGMGELHLEVMVERLRQEWKVEVRTGSPRVAYQETPSR  486

Query  427  AASHTIHIEVPPNPFWASIG------
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            A    + +E   +     IG      + V P + G   ++  R S G + ++F NA   
G



Sbjct  487  A---VMGVEGKLSKQNGGIGQFARVLIDVEPRTDGR-
FEFVDRTSGGVVPRNFVNATEKG  542

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +R  L +G  G+ V    +    G  ++  S+   F+  A   L+ AL  SGT 
+LEP +
Sbjct  543  
LRSALTEGPRGYPVVGLTVTLVDGETHAVDSSELAFQRAAGEALKAALVLSGTTVLEPVM  602

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            + ++  P   +     D  +    +     +      +   P   +  Y T L   
T GR
Sbjct  603  
TLVVDTPAGNVGDVVGDLQRRSGRVLAIDDRGTRADVSARAPLAQLSGYTTALRSLTQGR  662

Query  601  SVCLTELKGYQAA  613
            +       GY+AA
Sbjct  663  ASASLVFNGYEAA  675

>WP_020613353.1 elongation factor G [Sediminispirochaeta 
bajacaliforniensis]
Length=678

 Score = 258 bits (659),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 314/669 (47%), Gaps = 
58/669 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V+ G    D M  E+ RGITI +A 
T+  
Sbjct  8    
NIGIMAHIDAGKTTTTERILFYTGKSHKIGEVDDGEAIMDWMEQEQDRGITITSAATTCF  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLD AI +  A  GV+ Q+  ++H      
IP +
Sbjct  68   
WKETQINIIDTPGHVDFTAEVERSLRVLDSAIAIFCAVGGVEPQSETVWHQADHYKIPRI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP---  162
             +INK+D+ G D   V++ +++KL A                   D+I +Q +S  
P   
Sbjct  128  
AYINKMDRLGADFFGVIEEIKEKLKANPVPLYLPIGKESDFTGIIDLIEEQEISFEPTNY  187

Query  163  ------EIVLEENTDIEA-W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210



                    + EE+ ++ A W     D +   +D++ E+Y+ GE + +E +    ++    
Sbjct  188  
GSEMHHSPLSEEHKELCAQWREHLIDQLSAFSDEITERYLEGEDVPKEMIKAAIRKGTIS  247

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAAL------CG  251
              + P++ G++ K +G+QPL+D V              GL     +  + A+       
G
Sbjct  248  
REIIPIFVGASLKNVGVQPLLDGVVDYLPSPWEAPPIEGLHLKHDKMVTVAIDEQQQPLG  307

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTDTAYP  310
             VFK+++        ++R+YSGTL+   TV  +  R++ +I  +           D
+   
Sbjct  308  
LVFKIQFDREMGALSFVRMYSGTLKKGQTVYNITKRKRERINRILRMHSNRSEAMDSISA  367

Query  311  GEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+I VI+     +  D +G           + P P++   I PKTA+ +E+L   L 
QL 
Sbjct  368  
GDIAVIVGFKLAQTGDTIGSEGYQVSLEPMQFPEPVISVAIEPKTASDQEKLHKVLDQLH  427

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
              DP      +  T ++++S +G + L+V+   + + + ++  +  P V Y E   
K   
Sbjct  428  
REDPTFTVRENVDTGQLLISGMGELHLDVLVTRVIKDFNVDARIGNPQVTYRESISKEHI  487

Query  430  HTIHIE--
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            HT H    V      A I L V P+  G+G  +E  V      + F++AV+ G+      
Sbjct  488  
HTEHFHKVVSGKETNAVITLKVQPVKQGAGNVFECLVDEKEFPREFRDAVQRGVMNAFGG  547

Query  488  G-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G ++G+ V D K+      +    +T A + ++  +  + A +++   LLEP +   
+  
Sbjct  548  
GIMYGYPVFDVKVTLLSVEFDEMTATAAAYEAVGSLGFDAACRDADPILLEPVMKVDVMC  607

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+E++             IE+ + K+       E+P   +  Y T+L   T GR     
E
Sbjct  608  
PKEFVGEVMSQITSRGGMIESLESKQSIEHIRAEVPMIKMFGYSTNLRSVTQGRGTFAME  667

Query  607  LKGYQAAVG  615
               +Q   G



Sbjct  668  FSHFQPKEG  676

>WP_105114182.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---



PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_101887225.1 GTP-binding protein [Lactobacillus crispatus]
 PLA30019.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 257 bits (656),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 190/625 (30%), Positives = 297/625 (48%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY  G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKVGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D   V+  ++  LS   I    +            D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMVLVDIQKNLSESCIDFSKI------------
DDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    IS + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAISDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +      A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFTTITEAAAGEIVAATGLAKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 



Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGRDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_026395054.1 elongation factor G [Acetobacterium dehalogenans]
Length=690

 Score = 258 bits (660),  Expect = 3e-73, Method: Compositional 
matrix adjust.
 Identities = 193/690 (28%), Positives = 324/690 (47%), Gaps = 
76/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ SG I + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYSGKIHKIGETHDGVSQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W++ ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCFWNKNRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P + +INK+D  G D  +V++ + D+LS +                         
+I K 
Sbjct  129  
PRMAYINKMDITGADFYNVLKMMEDRLSTNPVPIQLPIGKESDFVGIIDLLIMKAMIYKD  188

Query  157  TVSLSPEIV-----LEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
             +    EIV     + E  D E  + +IE+    ++ ++EK++ GE I  ++L    
+  
Sbjct  189  DLGEEIEIVDIPEDMRELAD-
EYREKLIESISDYDEAIMEKFLEGEEIGLDELKAAIRLA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQGS------AA  248
              +  + PV  GS+ K  G+Q ++D             A+TG+     E+ S        



Sbjct  248  
TLNVDIIPVVCGSSYKNKGVQLVLDAIVDYMPCPLDVPAITGINPDTEEEDSRKASDDEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG++     V   +   RE+L +I +M    + 
EI  
Sbjct  308  
FSALAFKIMTDPFVGKLAFFRVYSGSIESGSYVFNSSKGKRERLGRILQMHANHREEIT-  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRE  359
              T Y G+I    + +V L D     T    K        E P P++   I PKT 
A +E
Sbjct  367  --TVYTGDI----
AAAVGLKDTSTGDTLCSDKAPIILESMEFPEPVIHVAIEPKTKAGQE  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  V  
P V 
Sbjct  421  
KMSTALAKLAEEDPTFRTRTDEETGQTIISGMGELHLDIIVDRMLREFKVEANVGAPQVA  480

Query  420  YMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   KA  A      +      +    + + P+  G+G  +E++   G + + F 
N +
Sbjct  481  
YKESITKAVDAEGKFARQSGGRGQYGHCLIRMEPVEPGTGYIFENKTVGGSIPKEFINPI  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI   +  G L G+ V D K+    G Y+   S+   F+    +  +  ++++   
+L
Sbjct  541  
NQGIEEAMRNGVLAGYPVLDLKVIVYDGSYHDVDSSEMAFKVAGSMAFKNGMRKADPVIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP     +  P+EY+     D       +E  +++    +  G +P   +  Y T 
L   
Sbjct  601  
EPVFKLEVVIPEEYMGDVMGDISSRRGRVEGMEMRGGAQIIKGMVPLSEMFGYATTLRSK  660

Query  597  TNGRSVCLTELKGYQAA---VGQPVIQPRR  623
            T GR V   +   Y+A    + + +I+ R+
Sbjct  661  TQGRGVYTMQFSHYEAVPKFISEEIIEGRK  690

>WP_060791163.1 GTP-binding protein [Lactobacillus gasseri]
 KXA26120.1 putative translation elongation factor G [Lactobacillus 
gasseri]
Length=640



 Score = 257 bits (656),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 185/630 (29%), Positives = 301/630 (48%), Gaps = 
62/630 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D   LE++RGITI 
+ +
Sbjct  1    
MKKVTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIKTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKSHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    D + V+  +              +L    V   + D + ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKADKEKVLHDLS-------------
TLDDSCVEFGDEDSDFYEKIAT  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    I      +E Q  +    +FPVY+G+A K  G+   +  +    
+ 
Sbjct  168  ADEAILEEYLESGQIKD----
KEIQDLISQRKVFPVYFGAALKLKGVAEFLQGLDKWTKK  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS--  298
            I  + S      +FK+ + + G+R  +L++  G LR +  +        K+ E+R+ 
+  
Sbjct  224  I--EYSEKFASRIFKISHDEKGERLTWLKVTGGELRAKSELM----
PDEKVNEIRLYNGN  277

Query  299  ---------KGEIVRTD---
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                      GEIV      T YPG+ +    D +                      
P+L
Sbjct  278  KYEVVSSVQAGEIVAVSGLKTTYPGQDIGFEKDQMNFT-----------------
MQPVL  320

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               +   T  +    L AL QL D +P L  + D  T EI +  +G++QLE++  
+L ++
Sbjct  321  NYAVQT-
TPDKTHATLAALRQLEDENPQLHVKWDKQTEEISIDVMGKIQLEILQQILHDR  379



Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE    +  ++Y E    +     H E  P   +A + L + P  LGSG+ +++  
SL
Sbjct  380  FNLEVEFTQGKILYQESIRNSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSL  437

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L + +Q+ V + +      G L G  +TD +I    G   +  +   DFR      
+ 
Sbjct  438  
EVLPKKWQDQVMESLANKEHLGVLTGSPLTDVEITLIGGRGSNVHTVGGDFREATYRAVR  497

Query  526  QALKESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            Q L E   Q    LLEP+  F L   Q+ + RA +D  K     +  +   D V  
TG+ 
Sbjct  498  
QGLMELKAQNQVSLLEPWYQFTLRINQDQVGRAINDIEKMGGKFKIGESDHDIVTITGQA  557

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   +Q Y T++  Y++G         GYQ
Sbjct  558  PVAQMQDYATEVRNYSHGSGQLECLFAGYQ  587

>WP_007603010.1 elongation factor G [Bradyrhizobium sp. WSM1253]
 EIG62994.1 translation elongation factor EF-G [Bradyrhizobium sp. 
WSM1253]
Length=690

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 192/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   I  



EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIIDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVIWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D++L  Y+ G+      L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMVEKAKEYREKLLEAAVELDDEVLAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPDDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKAVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  



QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_092516563.1 elongation factor G [Afipia sp. GAS231]
 SDP36604.1 translation elongation factor 2 (EF-2/EF-G) [Afipia sp. 
GAS231]
Length=690

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 194/666 (29%), Positives = 303/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEE---  168
            +F NK+D+ G D    +Q + D+L A  I            K  V L     +V 
EE   
Sbjct  132  
VFANKMDKTGADFYKCMQDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  169  -----NTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 + DI A              +A +E +D++L  Y+ G+      L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPADMVEKAKEYREKLLEAAVELDDEVLSAYLDGKEPDEATLKRMIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  



GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPNDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIIVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_044906613.1 GTP-binding protein [[Clostridium] innocuum]
 KGJ52152.1 translation elongation factor G [ [[Clostridium] 
innocuum]
Length=867



 Score = 262 bits (669),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 182/618 (29%), Positives = 295/618 (48%), Gaps = 
30/618 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIG+LAHVDAGKTTL+ESLLY SG+I + G V+ G    D    E+ RGITI 
A  
Sbjct  2    
MNNINIGMLAHVDAGKTTLSESLLYVSGSIRQLGRVDHGNAFLDYDAQEKDRGITIYAKQ  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   ++ ++DTPGH+DF AE+ R L VLD A+++I+A DG+Q+ T  ++  L
+  +
Sbjct  62   
AIFDWKDTRITLLDTPGHVDFSAEMERVLQVLDYAVVIINALDGIQSHTETIWKLLQHYH  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D +  +   +++ ++  L    +    V+L  E   E+         
+  
Sbjct  122  VPALVFVNKMDVSHTERTQIMEDLKRHLDEHCV---
DVTLQDEACQEQ---------LAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LLE Y+    I+ E+L     +R    +++P  +GSA K  GIQ  +D +    
+ 
Sbjct  170  CSDELLESYMETGGITDEQLADAVAQR----
TIYPCCFGSALKMEGIQEFLDMLNSCTKA  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                   A    +FK+   + G R  ++++  G+L+++  +A    E  K+ ++R+ 
S  
Sbjct  226  PAY--PEAFGARIFKISRDENGNRLTHMKITGGSLKVKTKLA----
EDEKVDQIRLYSGT  279

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 + A  G +  +         D LG      R R        +   +         
Sbjct  280  RYQLCEEACSGCVCAVKGLTGFHAGDGLG----
FERSRQEVQLTSFMNYRVQLPAGCDPF  335

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  L QLA+ DP L    D+   E+ +  +G +Q EV+   + E+Y       E 
SV+
Sbjct  336  
VMLKQLRQLAEEDPQLYVSYDTHLKELHVRLMGDIQTEVLKHTIQERYHTAVDFDEGSVV  395

Query  420  



YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   +A + L + PL  GSG+ +ES      L++ +Q  
+  
Sbjct  396  YKETILNTVEGIGHYE--
PLRHYAEVHLLLEPLPRGSGLLFESDCKDEVLDRHWQRLILS  453

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             ++     G L G  +TD KI    G  +   +   DFR      L   L+ + + 
LLEP
Sbjct  454  
HLQETEHVGVLSGSPITDMKITLLCGRAHQKHTEGGDFRQATYRALRHGLRSAESILLEP  513

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F L  P   +SRA  D  ++  T    +   +  V +G  P R +Q+Y  ++  
YT 
Sbjct  514  
YYEFTLRIPPSCVSRAVFDIERFHGTFTLQEDSGEMSVISGSAPVRKLQSYPQEVYAYTK  573

Query  599  GRSVCLTELKGYQAAVGQ  616
            G+      LKGY+A   +
Sbjct  574  GKGRLFCTLKGYEACADE  591

>WP_070990078.1 elongation factor G [Pseudoalteromonas byunsanensis]
 OHU97527.1 translation elongation factor G [Pseudoalteromonas 
byunsanensis]
Length=695

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 313/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV+ V+D L+A+ +++   + +  E      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVKQVKDVLAANPLVMTLPIGIEDEFCGVVDVLEKKAYV--



WDDT  186

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E + R  
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHELLIESAVEQDDDLMEAYMEGEIPSIEDIKRCIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE---  257
            +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V
+   
Sbjct  247  
RDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDAEQ  306

Query  258  ---------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                       D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
EI  
Sbjct  307  
PLKALAFKIMDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADDRNEISE  366

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               A  G+I+ ++   +V+    L DP           P P++   + PK     E
++  
Sbjct  367  ---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVQPKDKGGNEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E 
Sbjct  424  
AIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRET  483

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  AV  
G 
Sbjct  484  
ITQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSTVVGGNVPKEFWPAVEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KSMMETGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++ +     D  +    I+  +     V   G++P   +  Y   L   



T+GR
Sbjct  604  
KVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGLTGVRIKGDVPLSEMFGYIGHLRTITSGR  663

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  664  GQFSMEFSHY  673

>WP_100450026.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL76362.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFHGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTVTPWDQAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----



GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL   + +    P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENIQAQA---
PVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_086284177.1 elongation factor G [Enterococcus sp. 10A9_DIV0425]
 OTP10849.1 elongation factor G [Enterococcus sp. 10A9_DIV0425]
Length=694

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 313/674 (46%), Gaps = 
77/674 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V+S+ D+L A+                I   V +  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVKSLHDRLQANAHPIQLPIGSEENFTGIIDLVKMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E +++L+ KY+ GE I++E+L+   +R   
+ 
Sbjct  192  
TDIQETEIPEEYVDLANEWREKLVEAVAETDEELMMKYLEGEEITQEELIAGIRRATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVLAGSAFKNKGVQLMLDAVLDYLPSPVDIEAIKGIDTKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A + K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKGKKERIGRILQMHANTRQEI---DKV  368

Query  309  YPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D         L  P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  YSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  



MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFREATKAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K +   
+LE
Sbjct  542  
KGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKHARPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++YL             +E  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_099811378.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   



Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_011356943.1 elongation factor G [Pelodictyon luteolum]
 Q3B6G4.1 RecName: Full=Elongation factor G; Short=EF-G
 ABB23067.1 translation elongation factor 2 (EF-2/EF-G) [Chlorobium 
luteolum 
DSM 273]
Length=704

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 195/682 (29%), Positives = 321/682 (47%), Gaps = 
78/682 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGRLHRMGEVHDGGATMDWMDQEKERGITITSAAT  68

Query  62   SFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +  W          + ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q
+  +
Sbjct  69   
TCFWAPKFGNYEGEKHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETV  128

Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---------------------  151
            +    K  +P V ++NK+D+ G D    V+S++++LSA+                     
Sbjct  129  
WRQANKYGVPRVAYVNKMDRTGADFFDTVKSIKERLSANPVPIQIPIGEGEIFAGFVDLI  188

Query  152  -----IIIKQTVSLSPEIVLEENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISREK  199
                 I  K+  S   E+ +  + + EA  W     +AV E ++ LLEKY+ GE I
+  +
Sbjct  189  
RMKGIIYDKEDGSTYEEVAIPHDLENEARTWRINMLEAVSEVDESLLEKYLNGEDITEME  248

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--
GE-------------  243
            + +  ++     S+ PV  GS+ K  G+Q ++DAV   L  P+  GE             
Sbjct  249  
IRKVLRQATLKVSIIPVLCGSSFKNKGVQFMLDAVVDYLASPLDDGEVEGHHPRTEEPVV  308



Query  244  ---QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRI  296
                      G  FK+       +  + R+YSGTL+    V  ++ G+++   ++ 
+M  
Sbjct  309  
RHPNDDEPFAGLAFKIATDPFVGKLTFFRVYSGTLKAGSYVLNSITGKKERIGRVLQMHS  368

Query  297  PSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAP  352
              + +I   D  Y G+I   +    VR  D L D   P  L +  +   P P+++  
I P
Sbjct  369  NKREDI---DCVYAGDIAAAVGLKEVRTGDTLCDENNPVVLEKMVF---
PEPVIQIAIEP  422

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A  ++L  +L +LA+ DP  R + D  T + +++ +G + LE++   L  ++K
+E  
Sbjct  423  
KTKADSDKLGMSLAKLAEEDPTFRVKTDDETGQTLIAGMGELHLEILVDRLKREFKVEAN  482

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R           +      +  + L+V PL  G G ++   V  
G + 
Sbjct  483  
VGQPQVAYRETIRAKVDFEGKFVRQSGGKGQFGLVNLTVEPLEEGKGYEFVDAVKGGVIP  542

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  GI+  ++ G+  G+ + D K+    G Y+   S+   F+    I  +   
+
Sbjct  543  
REYIPAVNAGIQQAMKDGVVAGYPMQDIKVTLYDGKYHDVDSSEMAFKIAGSIGFKGGAR  602

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP +   +  P+EYL     D       IE    +        ++P   
+  Y
Sbjct  603  
KASPVLLEPIMKVEVVTPEEYLGDVMGDLSSRRGHIEGMGQRAGAQFVHAKVPLSAMFGY  662

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E + Y+
Sbjct  663  STDLRSMTQGRANYSMEFESYR  684

>WP_105302359.1 elongation factor G [Anaerotruncus sp. Marseille-
P4302]
Length=692

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.



 Identities = 197/711 (28%), Positives = 318/711 (45%), Gaps = 
112/711 (16%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDGA+ V+ +K GV+ QT  ++    
+  +
Sbjct  69   
TCHWRDCQINIIDTPGHVDFTAEVERSLRVLDGAVTVLDSKAGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQ-----  156
            P ++F NK+D  G D    V S+ ++L A                     + +KQ     
Sbjct  129  
PRIVFSNKMDATGADFDMSVASIGNRLGAKAAAIQMPVGSEASFRGIIDLVTMKQEMYEN  188

Query  157  -------TVSLSPEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   T  + PE + +     +A  +A+ + +D ++ K + GE  + E++ R  
++ V
Sbjct  189  
DLGTDIHTEEIQPEFLDKAKEMHQAMLEAIADYDDDVMMKVLEGEEPTIEEVKRAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSA  247
              +  FPV  GSA K  G+Q L+DAV                          P  
+Q  +
Sbjct  249  
LTSEFFPVLCGSAYKNKGVQLLLDAVVDYLPAPTDVPSIMGHTEDGKEEARHPRDDQPFS  308

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
            +L    FK+       R  Y R+YSG        A AG   L  T+ +    G 
+VR   
Sbjct  309  SLA---FKIAADPFVGRLTYFRVYSGH-------
AAAGSYVLNSTKNKKERFGRLVRMHA  358

Query  308  AYPGEIVILPSDSV---------RLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTA  355
             +  +I  + +  +            D L D   P  L    +   P P+++ ++ 
PKT 
Sbjct  359  NHRADITDVYTGDIAGAVGLKYTTTGDTLCDENAPIVLESMVF---
PDPVIQMSVEPKTK  415

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A  +++  AL +LA+ DP  +   D  T + I++ +G +QL+++   +  ++K+E     



Sbjct  416  
ADAQKMDSALQKLAEEDPTFKTYTDEETGQTIIAGVGELQLDIILDRMKREFKVEATAGA  475

Query  416  PSVIYMERPLKAAS---------------
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            P V Y E   K A                  + I   PNP              G 
G ++
Sbjct  476  PQVAYRETIKKQAEVEGRFIRQSGGHGQYGDVWIRFIPNP--------------
GKGFEF  521

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            E     G + + F    + G+   L  GL  G+ V D K     G Y+   S+   
++  
Sbjct  522  
EDVTVGGSVPKEFIKPTQQGLEDALNNGLVAGYPVVDIKAQLFDGSYHEVDSSEQAYKIA  581

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            A + L++A K     +LEP ++  + AP EYL     D  K    I   +   + +    
Sbjct  582  
ASLALKEAAKHCDPTILEPIMAVDITAPSEYLGAVMGDITKRRGQIREQEETGNAIKVKA  641

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSR  627
             +P   +  Y TDL  +T GR V +  +  Y+    ++ + +I+ R   S+
Sbjct  642  FVPLAEMFGYITDLRSFTQGRGVYMMHMDHYEEVPKSIAKTIIESRSTESK  692

>WP_014459970.1 GTP-binding protein [Bacillus megaterium]
 AEN89625.1 Tetracycline resistance protein TetP [Bacillus 
megaterium WSH-002]
Length=653

 Score = 257 bits (657),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 181/640 (28%), Positives = 310/640 (48%), Gaps = 
40/640 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHAIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181



            FINKID+ G D + V+  ++  L+ D+  I    +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVYNITSDLMDGSLSEELI----------
EFIAEK  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL  ++ G+   +       Q+ +Q   LFP   GSA + +GI+  ++ +  L    
Sbjct  178  DEELLNAFMEGKN-DQAYWRAAMQKLIQANQLFPCACGSALQDIGIESFLEKLD-
LLTET  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                  A  G V+K+ + + G R  +++  SGT+++RD V      +L   KIT+
+R  +
Sbjct  236  
RYSKEEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVGYEKNGELYEEKITQIRAYN  295

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRT------TIA  351
                   +    GE+  +    S  + D LG    L   R  E  LP L++      
++ 
Sbjct  296  GSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSRVVFEPSVH  351

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK   +  +LLDA       DP L    +  T E+ +  +G +QLEV+  L+ E++ 
+  
Sbjct  352  PKEGIKLFQLLDA------
EDPSLHMTWEERTQELHIHVMGAIQLEVLEKLIKERFNINV  405

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              +EP ++Y E          H E  P   +A + L +      S + +E+      
L+ 
Sbjct  406  QFEEPEILYKESIENTVMGYGHFE--
PLKHYAEVHLKIEAAERNSRITFENACHTDDLSV  463

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L Q 
L++
Sbjct  464  
GYQNLVRQHIFEKPHHGLLTGSPITDLKVTLCTGRAHNKHTSGGDFREATYRALRQGLEK  523

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEPY  F +    + + R   D        ++ Q  +++ + TG++P      
Y 
Sbjct  524  
AKNIVLEPYYDFKIKVDIDQMGRVLADVQSAHGRFDSPQTTENKAIITGKVPVATFMNYG  583

Query  591  TDLAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629



            + LA +T+G+        GY+     + VI+  R N   D
Sbjct  584  STLASFTHGKGSMSLLFGGYEHCHNEEEVIERIRYNKDAD  623

>WP_012843348.1 elongation factor G [Rhodothermus marinus]
 ACY47736.1 translation elongation factor G [Rhodothermus marinus 
DSM 4252]
Length=706

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 188/676 (28%), Positives = 309/676 (46%), Gaps = 
67/676 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +L+ +G +   G V +G    D M  E++RGITI 
AA T
Sbjct  12   
RIRNIGIMAHIDAGKTTTTERILFYTGRVHRIGEVHEGAATMDWMEQEKERGITITAAAT  71

Query  62   SFQWHRCK-------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            +  W   K       +NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  
++ 
Sbjct  72   
TCFWSGSKKDRPVHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETVWR  131

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLS  161
               K  +P + FINK+D+ G + +  ++ ++ +L A+ +  Q              
+ L+
Sbjct  132  
QANKYRVPRIAFINKMDRTGANFEGTIEQMKQRLKANPVPVQIPIGSGEMFRGVIDLVLN  191

Query  162  PEIVLEENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKL  200
              I+  + T    WD                     A+ E+ND+LL KY+ GEPI+ 
E++
Sbjct  192  
KAIIWHDETQGATWDEIDIPEDLKKEARHWRILMLEAIAEHNDELLMKYLEGEPITPEEI  251

Query  201  VREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQ---  244
                ++      + PV+ GSA K  G+Q L+D             A+ G      E
+   
Sbjct  252  
RETIRKATLSLDITPVFCGSAFKNKGVQRLLDGILDYLPSPVDIPAIKGHHPDTHEELER  311

Query  245  ---GSAALCGSVFKVEYTDCGQRRVYLRLYSGTL-
RLRDTVALAGREKLKITEMRIPSKG  300
                    C   FK+       +  + R+YSG L + +  +     +K +I  +      
Sbjct  312  
HPSPDEPFCALAFKIMTDPYVGKLTFFRVYSGRLTKGQQVLNTTTGKKERIGRLLFMHAN  371



Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 D    G+I   +    VR  D L DP    +    + P P++R  I PKT 
A  E
Sbjct  372  
HREDVDEVMAGDIAAAVGLKEVRTGDTLCDPDHPIQLEKMDFPEPVIRIAIEPKTKADSE  431

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L   L +LA+ DP  +  VD  T + I++ +G + LE++   L  ++K+E  V  
P V 
Sbjct  432  
KLSTGLQKLAEEDPTFQVSVDPETGQTIIAGMGELHLEIIVDRLRREFKVEANVGRPQVA  491

Query  420  YMERPLKAA--SHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E  ++A    H +H  +      +A + +   P   G+G+++ + +  G + + 
F  A
Sbjct  492  YRE-
AIRATVDEHYVHKKQTGGRGQFAEVYIEFGPNESGTGLEFINDIHGGVIPREFIPA  550

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GIR  + +G L G+ V   +     G  +   S    F     +    A + +   
L
Sbjct  551  
VEKGIREAMNRGPLAGYPVEGVRARLYDGKTHPVDSDAISFEIAGRMAFRNAARRANPVL  610

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            +EP +   +  P+EYL     D       I + + +++  V    +P   +  Y 
TDL  
Sbjct  611  
MEPIMRVEVITPEEYLGDVIGDLNSRRGRILSMEQRQEAQVVRALVPLAEMFGYSTDLRS  670

Query  596  YTNGRSVCLTELKGYQ  611
             T GR++   + + Y+
Sbjct  671  LTQGRAIYTMQFETYE  686

>WP_048764138.1 elongation factor G [Streptococcus cristatus]
 KXT70808.1 Translation elongation factor G [Streptococcus 
cristatus]
Length=692

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 200/692 (29%), Positives = 328/692 (47%), Gaps = 
80/692 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
              T GR   +     Y+    +V + +I+  R
Sbjct  659  SATQGRGTFMMVFDHYEDVPKSVQEEIIKKHR  690

>WP_089748259.1 MULTISPECIES: elongation factor G [Candidatus 
Frackibacter]
 SDC21925.1 elongation factor G [Candidatus Frackibacter sp. WG11]
 SFL51389.1 elongation factor G [Candidatus Frackibacter sp. WG13]
Length=689

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 182/673 (27%), Positives = 312/673 (46%), Gaps = 
65/673 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRVHKMGETHDGASQMDWMEQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V  +  GV+ Q+  ++    + N
+P +
Sbjct  72   
WQDYRINIIDTPGHVDFTVEVERSLRVLDGAIGVFCSVGGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             FINK+D+ G D  +VV  + +++ A+                         I+    
+ 



Sbjct  132  
AFINKMDRTGADFYNVVDMMDERIDANPVPIQLPIGKEDNFAGVVDLVGMKAIVYDDELG  191

Query  160  LS------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +       PE ++EE  +      +A+ + +++ + KY+ GE I+ +++    ++ 
V D 
Sbjct  192  
IEYEEQEIPEDLVEEAEEYRELLLEAIADVDEEFMMKYLEGEEITEDEIKDGIRKGVLDI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQGS------
AALCGS  252
               PV  G+A K  G+QP++DAV              G+     E+ +      A     
Sbjct  252  
EFTPVLCGTALKNKGVQPILDAVVDYLPSPVDIPPVEGIIPRTEEKATRPADDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R YSG L     V  + +E+     +I +M    + E    
D  
Sbjct  312  AFKIMTDPYVGKLAFFRAYSGVLEAGSYVYNSIKEEKERVGRILQMHANHREE---
RDQV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G++   +   +    D L D          E P  ++   I PKT   +++L  
AL  
Sbjct  369  
YAGDLAAAVGLKNTTTGDTLCDADDPIILESMEFPDTVIDVAIEPKTQKDQDKLGQALQS  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  +   D  T + ++S +G + LEV+   L  ++ +E  V +P V Y E   
+ 
Sbjct  429  
LAEEDPTFKVRTDDETGQTVISGMGELHLEVIVDRLMREFSVEANVGQPQVAYRETIKKK  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +A    I  +      +  + + + PL  G G ++E  +  G + + + ++V 
DGI   
Sbjct  489  TEAEGKFIR-
QSGGRGQYGHVIIEMEPLPAGEGFEFEDNIVGGVVPRDYISSVEDGIEEA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G+  G+ V D K+    G Y+   S+   F+    +  +   K++   LLEP 
+   
Sbjct  548  
MENGILAGYPVVDIKVSLNDGSYHEVDSSEMAFKVAGSMAFKNGAKQAKPVLLEPIMEVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D     A +E  + + +  V   ++P   +  Y TDL   T 



GR+  
Sbjct  608  
VVTPEEYMGDVIGDLNGRRAKVEGMEQRGNAKVIKADVPLSEMFGYATDLRSNTQGRANY  667

Query  604  LTELKGYQAAVGQ  616
            + +   Y    G 
Sbjct  668  VMQFSHYGEVPGN  680

>CCX51027.1 small GTP-binding protein domain [Clostridium sp. CAG:
226]
Length=875

 Score = 262 bits (669),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 184/604 (30%), Positives = 292/604 (48%), Gaps = 
28/604 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVD+GKTTL+E++LYASG + + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRLTIGILAHVDSGKTTLSEAMLYASGTLRKLGRVDHGNAFLDTHALEKQRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +  C   ++DTPGH+DF AE  R+L  +D AILVISA DGVQ+ T  LF  L
++  
Sbjct  61   
AELNYSGCTFTLLDTPGHVDFSAETERALGAMDYAILVISAPDGVQSHTETLFRLLKRAG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK D +      ++  +  KLSA  I       S +  +      + ++ 
+  
Sbjct  121  VPTFVFVNKTDISSKSRSEILGELT-KLSAGFI-----DFSADRPIN-----
DFYEELAT  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +L +Y+A   IS EK+    + R+    +FP  +GSA K  G+   +D +     
P
Sbjct  170  CSEDMLNEYLAEGIISDEKIASAVKSRL----
VFPCCFGSALKLSGVDGFLDCIARYTLP  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297
            I   G+A     VFK+     G R  ++++ SG+L+++  ++     K    K  +
+RI 
Sbjct  226  I--
TGNAKFGAKVFKIATDAQGARLTFIKVTSGSLKVKSILSGTDGSKTWNEKADQLRIY  283

Query  298  SKGEIVRTDTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            S  +    D A+ G +  +      +  D LG     P+        P+L  ++      
Sbjct  284  SGAKFRTVDEAFAGSVCAVCGLTRAKPGDGLGIEPPAPKPMLE----
PVLTYSVQLGNGL  339

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               + L AL +L D DP L    D    EI +  +G +QLEV+ +L+  ++ ++    
+ 
Sbjct  340  
DAAKALAALKRLEDEDPELHIIWDERLKEIHVRLMGEIQLEVLQSLMKSRFNMDISFSQG  399

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E          H E  P   +A + L + PL  GSG+ + S+     L+++
+Q  
Sbjct  400  GILYKETIANKVEGVGHYE--
PLRHYAEVHLILEPLKRGSGLVFASKCPEDKLDKNWQRL  457

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      G L G  +TD KI    G  +   +   DFR      + Q L ++   
L
Sbjct  458  
ILTHLMEKTHIGVLTGSPITDMKITLVSGRSHIKHTEGGDFRQATYRAVRQGLMQAENVL  517

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+  F L  P EY+ RA +D    CA     +  +      G  P   +Q Y + 
LA 
Sbjct  518  
LEPWYEFSLTIPAEYIGRALNDMQLMCADFSAPEQGESSATIRGFAPVSAMQGYSSQLAL  577

Query  596  YTNG  599
            YT G
Sbjct  578  YTRG  581

>CDA59535.1 elongation factor G [Clostridium sp. CAG:245]
Length=696

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 187/675 (28%), Positives = 309/675 (46%), Gaps = 
74/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHDGAATMDWMAQEQERGITITSAAT  71

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+LV++AK GVQ Q+  ++    
K  +
Sbjct  72   
TCHWLGNRINIIDTPGHVDFTVEVERSLRVLDGAVLVLAAKGGVQPQSETVWRQADKYMV  131

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN------------  169
            P ++++NK+D  G D    +  ++++L A       V +   I  E+N            
Sbjct  132  PRMVYVNKMDITGADFYGCINQIKERLGA-----
HPVPIQLPIGAEDNFKGIVDLIKMKA  186

Query  170  --------TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVRE  203
                     DIE  D                  A  E +D+L+ KY+ GE +S  +
+   
Sbjct  187  
FIHKDDLGKDIEECDIPEDMKADAEKYRQEMIEAAAEQDDELMMKYLDGEELSEAEIKSG  246

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGS--------  246
             ++     +L  +  GS+ K  G+Q L++A+             + + E G+        
Sbjct  247  
LRKGTISNALILMTCGSSYKNKGVQELLNAIVDYLPSPLDIPNIKGVDEDGNEVESKTDD  306

Query  247  -AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
             A      FK+       +  + R+YSGT     T+  A ++K     +I  M    
+ +
Sbjct  307  
NAPFAALAFKIMTDPYVGKLCFFRVYSGTCTTGTTILNATKDKKDRIGRILLMHANHRQD  366

Query  302  IVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I   +  Y G+I   +    V   D L DP         E P P++   I PK  A  
E+
Sbjct  367  I---
EKVYAGDIAAAVGLKDVSTGDTLCDPDHPIILESMEFPEPVIDIAIEPKDKANGEK  423

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  + + I++ +G + L+++   L  ++K+E  V +P 
V Y
Sbjct  424  
MGIALAKLAEEDPTFKTWTDQESGQTIIAGMGELHLDIIVDRLKREFKVECTVGKPQVSY  483

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E     +K     +  +   +  +  +   + PL  GSGVQ+ES++  G + + +   
+
Sbjct  484  KETIRNKVKVQGKFVR-
QSGGHGQYGDVWFEMEPLEPGSGVQFESKIVGGAVPKEYIKPI  542

Query  478  RDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             DG+R     G+  G+ V D K     G Y+   S+   F+  A +  ++  K++ 
+ +L
Sbjct  543  
EDGLRESAMSGILAGYPVIDFKATLVDGSYHEVDSSEMAFKIAASMAFKEGCKQAKSVIL  602

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       +E  + +    +  G IP   +  Y 
TDL   
Sbjct  603  
EPIMKVEVTVPEEYMGDVIGDINSRRGRMEGMEARNGNQIIRGFIPLSEMFGYATDLRSK  662

Query  597  TNGRSVCLTELKGYQ  611
            T GR     E   Y+
Sbjct  663  TQGRGTYSMEPSHYE  677

>OGP34241.1 translation elongation factor G [Deltaproteobacteria 
bacterium 
GWC2_65_14]
Length=679

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 197/671 (29%), Positives = 311/671 (46%), Gaps = 
62/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE LL+ SG   + G V  G ++ D +  ER+RGITI 
AAVT
Sbjct  6    
RVRNIGIIAHIDAGKTTFTERLLFYSGVSHKMGEVHDGDSQMDYLPQERERGITITAAVT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W   +V+++DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+ +++    
+  I
Sbjct  66   
QFAWMDAEVHLIDTPGHVDFTIEVERSLRVLDGAVAIFCAVGGVEPQSEVVWRQADRHRI  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + F+NK+D+ G D   V+  +  KLS                   AD++  + V
+ S 
Sbjct  126  
PRLAFVNKLDRPGADFDRVLSEMGSKLSARGVAATVPLFSGGECTAVADLVTMERVAFSG  185

Query  163  E----------IVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E          +  EE   +  +     +A  + +D + E Y+AGEP+  E L R  
++ 
Sbjct  186  



EDQGATVSRNPLTEEETAGVARYREALLEAAADADDAVAESYLAGEPVPAEMLRRAIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   FPV+ G+A +  GIQP MD +                   TG+         
A 
Sbjct  246  
TIEVRFFPVFAGAALRNKGIQPAMDGIVHYLPSPREVPPASGDDPRTGVPATRDPSPDAP  305

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTL---
RLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                 FKV+  + G+R VYLR+YSG +   +L    +  G E+L     RI + G+  
R 
Sbjct  306  FSALAFKVKIEE-GRRTVYLRVYSGKVSEGQLVHNASAGGEERLARL-FRIHA-
GKRERI  362

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  GEIV      S R  D L DP         +   P++   + P+   + 
+RL +A
Sbjct  363  
AQAQAGEIVGARGVKSARTGDTLCDPAAPILFEAIDIRKPVVSVVVEPRALREMDRLREA  422

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++ + DP L  + D+ T +I+LS +G + LE++   L  ++ L     +P V+Y 
E  
Sbjct  423  
IGKMVEEDPTLATKDDADTGQIVLSGMGELHLEILVDRLEREFGLVVRTGKPQVVYRETV  482

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +  AA      E+        I L V P   GSG++   R+ +  L++   + V 
+GIR
Sbjct  483  
SEPGAAETVFEREIAERLVSVKIALKVFPGPRGSGIRVSDRLRMLELSREAADGVEEGIR  542

Query  483  
YGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             G   G+ G+ V D  +  E   + S  + P   +  A      A       LLEP 
++ 
Sbjct  543  
EGAFTGVLGYPVDDLSVEVERVEFLSGTAIPLAAKVAAVRAFLAAYGNGKPYLLEPLMAV  602

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P E+      D       I     +K+  + +  +P + +  Y T L   + 
GR  
Sbjct  603  
EVNVPDEFTGGVIGDVNARRGRITLVDRRKEASLLSALVPLKEMFGYVTSLRSLSQGRGT  662

Query  603  CLTELKGYQAA  613
             + +   Y  A
Sbjct  663  FMMKFSHYDRA  673



>WP_039663069.1 elongation factor G [Campylobacter subantarcticus]
 AJC90361.1 translation elongation factor EF-G [Campylobacter 
subantarcticus 
LMG 24374]
 AJC92023.1 translation elongation factor EF-G [Campylobacter 
subantarcticus 
LMG 24377]
Length=691

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 325/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   I+  +AV E +D+L+EKY+ GE +++E++    
+  
Sbjct  189  
ENKPTDYVEKEIPAELMEKAEEYRIKMIEAVSETSDELMEKYLGGEELTQEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
              + S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLNLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  



AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVDQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>WP_031551436.1 elongation factor G [Gemella sanguinis]
Length=691

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 184/662 (28%), Positives = 313/662 (47%), Gaps = 
73/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ +



Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKKHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
            +F+NK+D+ G D    V ++ D+L A                   D++  + +       
Sbjct  132  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDQFEGVIDLVEMKAIYNEGSVG  191

Query  160  ---LSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  E     E +     +AV E +++ +EKY+ GE IS E+L    ++     
Sbjct  192  
ENLVEKEIPAELQDQAEEYREKLIEAVAEFDEEFMEKYLGGEEISVEELKAAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+QP++DAV              G+     E+              
Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVEYLPSPLDVPAIKGIDPSTDEEVERHSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   ++ EI      
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGILSSGSYVKNSTKGKRERVGRILQMHANTRNEISEV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDKMAT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSYRET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P +        +      +  + +  TP   G+G ++E+ +  G + + +  
AV  G
Sbjct  485  FKQPAQVQGKFTR-
QSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYIPAVEAG  543



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  544  
LKDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCNPVILEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL     D       +E  + + +  V + ++P   +  Y T L   
T G
Sbjct  604  
MKVEVVMPEEYLGDIMGDITSRRGRVEGMEARGNAQVVSAQVPLSEMFGYATSLRSSTQG  663

Query  600  RS  601
            R 
Sbjct  664  RG  665

>WP_089088067.1 GTP-binding protein [Lactobacillus pentosiphilus]
 GAX03092.1 elongation factor G [Lactobacillus pentosiphilus]
Length=643

 Score = 257 bits (656),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 198/617 (32%), Positives = 311/617 (50%), Gaps = 
53/617 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +S  G V+ G    D   LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIAHVDAGKTTLSEALLYKAGTLSHLGRVDNGDAFLDPDDLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q+ +  + ++DTPGH DF A+  + L+VLD AILV+SA DGVQ  TR L+  L 
+ N
Sbjct  61   
ASLQYDQLNLTLLDTPGHADFGAQTEQVLSVLDDAILVVSATDGVQGYTRTLWRLLSRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  GVD ++++  ++ +LS              +  + ++  ++++ 
+  
Sbjct  121  IPTFIFVNKMDAPGVDREALLTQLQTELSPGC-----------
LAFDGDSIADSYEDIAL  169

Query  181  NNDKLLEKYIAGEPISREKLVRE--
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +D +L+ Y+A E +S + ++R+   QR+V     FP Y+G+A K  G+  LM    
GL 



Sbjct  170  QDDSVLDGYVASETLS-DDVIRQLIGQRKV-----FPTYFGAALKLNGVDTLM---
AGLQ  220

Query  239  QPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                E+ +  + G+ +FKV + + G+R  ++R+  G L  RD V      + KI +
+R  
Sbjct  221  HWTTERKANQVFGARIFKVSHDEKGERLTWVRVTGGELHPRDEVL----
PEQKINQLRQY  276

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +     T   GE+  +      R    LGD          +   P+L+  +  
K   
Sbjct  277  NGTKYTVNQTITAGEVCAITGLTGTRPGQGLGD--------
LADSQAPVLQPVLTYKVDP  328

Query  357  QRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            Q   L   L AL QL D DP L     +   EI +  +G +QLEV+  LL ++++L
+   
Sbjct  329  
QGNDLHACLTALQQLEDEDPQLHVTWSNQLQEIRVQLMGAMQLEVIQQLLEQQFQLDVSF  388

Query  414  KEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             E S++Y E    P++   H       P   +A + L + P   G GV + S  SL  
L+
Sbjct  389  DEGSILYKETITDPIEGVGH-----
FEPLRHYAEVHLLMAPTERGDGVSFASDCSLEVLD  443

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL-  528
            +++Q+ +   ++     G L G  +TD +I    G      +   DFR      + 
Q L 
Sbjct  444  
KNWQHQIMTSLKAKQHLGVLTGAPITDMQITLIGGRGSIVHTVGGDFRQATWRAVRQGLM  503

Query  529  --KESGT-QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPAR  584
              K+ GT QLLEP+  F L   Q+ + RA +D  +     ET       VV  TG  
P  
Sbjct  504  
MTKQQGTAQLLEPWYQFRLTVTQDQVGRAMNDIQRMAGEFETPDNTAGAVVTLTGSAPVA  563

Query  585  CIQAYRTDLAFYTNGRS  601
             +Q Y   +  YT+G+ 
Sbjct  564  EMQGYAQTVNAYTHGQG  580

>WP_065858854.1 elongation factor G [Paenibacillus pectinilyticus]
 OCT10847.1 translation elongation factor G [Paenibacillus 
pectinilyticus]
Length=691



 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 319/670 (48%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K N
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
             ++NK+D  G D   VV+S+R KL A+ +            K  + L  ++      
D  
Sbjct  132  
AYVNKMDIIGADFLQVVESMRQKLGANAVAIQLPIGAESDFKGIIDLVDQVAYMYKDDLG  191

Query  172  --------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                +E  + V E +++L  KY+ GE ++ +++    ++ 
V + 
Sbjct  192  
KDIEKVEIPAEFADQVAELRLELIEKVAELDEELTMKYLEGEELTVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV             + + + G+  +  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVINYLPSPLDVPDIKGVLDDGTEVVRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL     V+ A    RE++ +I +M   ++ EI      
Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGTLNSGSYVSNATKGKRERVGRILQMHANARQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L +  +   P P+++  + PKT A ++++  
AL
Sbjct  369  AGDIAAAVGLKDTTTGDTLCDEKHPVILEKMVF---
PEPVIQLAVEPKTKADQDKMGIAL  425



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
QKLAEEDPTFRASTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRE-TF  484

Query  426  KAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +AA+      V  +      G   +   P   G G  +E++V  G + + +   ++ 
GI 
Sbjct  485  
RAAAKVEGKFVRQSGGRGQYGHCWVEFEPQEAGVGFVFENKVVGGAIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDSRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VYSMELSHYE  674

>WP_006455436.1 elongation factor G [Synechococcus sp. PCC 7335]
 EDX85682.1 translation elongation factor G [Synechococcus sp. PCC 
7335]
Length=691

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 190/699 (27%), Positives = 316/699 (45%), Gaps = 
96/699 (14%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  E++RGITI AA  
S  
Sbjct  12   
NIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHDGNAVTDWMEQEKERGITITAAAISTT  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDG + V  +  GVQ Q+  ++    +  
+P +



Sbjct  72   
WREHQINIIDTPGHVDFTIEVERSMRVLDGVVAVFCSVGGVQPQSETVWRQADRYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
             F+NK+D+ G D   V + V+D+L A  I              +   V +   I   
+  
Sbjct  132  
AFVNKMDRTGADFFKVYEQVKDRLKAKAIPIQIPIGAEDQFRGVVDLVQMKAHIYENDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+  D                  A+ E ND L+E+Y+ GE  S + L++  ++     
Sbjct  192  
TDIQVTDIPEEMRSQAEEYRTLLVEAIAETNDDLMERYLEGEEFSADVLMKGIRQATIKD  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQG---------
SAAL  249
            +L P+  GSA K  G+Q L+D             A+ G+  P GE G         
+AAL
Sbjct  252  NLVPMLCGSAFKNKGVQLLLDGVVDYLPSPPEVPAIEGIL-
PNGETGVRPASDETPAAAL  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FK+   D   R  ++R+YSG L               R+   + L   E+ +
+ EM
Sbjct  311  A---FKI-
MADPYGRLTFIRVYSGVLKKGSYVYNATKDKKERISRLIILKADERTEVEEM  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G  +     + G+ +  P   + L  +               P P++   + 
PKT
Sbjct  367  RAGDLGAALGLKDTFTGDTICDPDAPIVLESLY-------------
IPEPVISVAVEPKT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E+L  AL  L++ DP  +  +DS T++ +++ +G + L+++   +  ++K+E  
+ 
Sbjct  414  
KQDMEKLSKALQSLSEEDPTFKVSIDSETNQTVIAGMGELHLDILVNRMLREFKVEANIG  473

Query  415  EPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E   +P  A S  I  +      +  + + + P   GSG ++ S++  G 
+ +
Sbjct  474  APQVAYRETVLKPSTAESKFIR-
QSGGKGQYGHVVIELEPGEQGSGFEFISKIVGGTIPR  532

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F      G++     G+  G+ + D K+    G Y+   S+   F+    + ++



+A+ +
Sbjct  533  
EFIGPAEQGMKEACGSGILAGYPLIDVKVTLVDGSYHDVDSSEMAFKIAGSMAVKEAVMK  592

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   + AP+++L     D       IE    +      T  +P   +  
Y 
Sbjct  593  
ASPVLLEPMMKVEVEAPEDFLGDVMGDLNSRRGQIEGMGSESGVTKVTSRVPLAEMFGYA  652

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            TD+   T GR     E   Y+     V + +I   + N+
Sbjct  653  TDIRSKTQGRGSFSMEFSQYEEVPRNVAEAIIARNKGNA  691

>CCZ90208.1 putative uncharacterized protein [Clostridium sp. CAG:
167]
Length=866

 Score = 261 bits (668),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 184/609 (30%), Positives = 298/609 (49%), Gaps = 
38/609 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I IG+LAHVDAGKTTL+E +L+ +G + + G V+KG    DT  LE+ RGITI 
+   
Sbjct  9    
KNICIGLLAHVDAGKTTLSEEMLHRTGVLEQAGRVDKGNAFLDTYELEKSRGITIFSKQA  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W+  +  ++DTPGH+DF AE+ R+L VLD  ILVISA DGVQ  T  L+  L
+K  I
Sbjct  69   
VFEWNEIQFTMLDTPGHVDFSAEMERTLQVLDYGILVISAMDGVQGHTMTLWQLLKKHEI  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  IF+NK+DQ G   Q ++  +R +LS  I+   T             D + +++
+   
Sbjct  129  PCFIFVNKMDQPGAKKQEILGKLRTELSEGIVDFDT-----------
EDDADRYESIALC  177

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--  239
            +++ LE+++  E +     V   Q+ +    +FP ++GSA +G G++ L+D +  L 
+  
Sbjct  178  DEEALEQFLEQEKVD----
VWTVQKLLCKRKIFPCFFGSALQGYGVEKLLDIMAELVEEK  233

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-



LAGREKLKITEMRIPS  298
              GE+  A     VFK+     G R  ++++  G+L+ R+ ++  A     K+ E
+RI S
Sbjct  234  SYGEEFGA----
RVFKITRDAKGNRLTHVKITGGSLKAREEISDRAKTWSQKVNEIRIYS  289

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +      A  G I  L      R  + LG           +  LP+L   +  + 
A  
Sbjct  290  GEKYKAVQKAEAGMICALTGLTETRAGEGLGKEI--------
DGELPLLEPVLTYRIALP  341

Query  358  RE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
             E     +L  L  L + +P L    D    EI +  +G VQ+E++   + +++ +
+T  
Sbjct  342  
EEVAPAVMLPKLRMLEEEEPQLHIVWDEKNQEIQVQVMGDVQIEILQHEIKQRFGIDTAF  401

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               +++Y E          H E  P   +A + L + P   GSG+  ESR S   L
++++
Sbjct  402  DAGAIVYKETIKTTVHGAGHFE--
PLRHYAEVHLLMEPGEAGSGITVESRCSEDMLDKNW  459

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   I     +G L    +TD KI    G  +   +   DFR      + Q L 
++ 
Sbjct  460  
QRLIFTHILEKEHKGVLTSSTLTDVKITLMGGRAHLKHTEGGDFRQATYRAVRQGLMQAE  519

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  + L  P E + RA  D  +  A+ E  Q +       G+ P   ++ 
Y  +
Sbjct  520  
SVLLEPYYHYQLEVPDEMMGRAMTDLEQMQASFELDQSRSGITKIEGDAPVARMRNYARE  579

Query  593  LAFYTNGRS  601
            +  YT G+ 
Sbjct  580  VTAYTRGQG  588

>WP_074828473.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 SDH49470.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium ottawaense]
 SEE28503.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium lablabi]
 SHM24951.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium lablabi]
Length=690



 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 192/666 (29%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   +  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D++L  Y+ G       L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMVEKAKEYREKLLEAAVELDDEVLAAYLDGNEPDEATLKRMIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + I E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGIDEDGNEVVRLPNDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLMSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431



Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIIVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_054171727.1 elongation factor G [Stenotrophomonas maltophilia]
 KPG81062.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 258 bits (658),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   



R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ + DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLHDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTMTPWDGAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVNAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVLPRE-
DDLVVFNDRIVGGVVPRSFIAAVE  540

Query  479  



DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_043395678.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (658),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGAPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  E+L    
+R
Sbjct  189  
QWQDGAATTMTPWDGAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAEQLRAAIRR  248



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+     G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITRQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  EMPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKTALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673



>WP_060536436.1 elongation factor G [Paenibacillus bovis]
 ANF98388.1 translation elongation factor G [Paenibacillus bovis]
Length=690

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 321/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIII------------------------------  154
             ++NK+D  G D  +VV+ +RD+L A+ +                               
Sbjct  132  
AYVNKMDIIGADYLNVVKDMRDRLQANAVAIQLPIGAENDFVGIIDIIEMKAIQYKDDLG  191

Query  155  KQTVSLSPEIVLEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            K  V +     L++  D   +E  + V E ++ L+ KY+ GE ++ +++    ++ 
V D 
Sbjct  192  
KDPVDIEIPADLKDTVDELRMELVEKVSELDEDLMMKYLEGEELTVDEIKAALRKGVCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  P+         E G+  +  S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVIDYLPSPLDVPAINGQLEDGTEEIRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSREEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---



PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   +  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
ATALGKLTEEDPTLRASTNEETGQTILAGMGELHLDIIIDRMRREFKVETNVGQPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +  + +   PL  G+G Q+ES++  G + + +     
Sbjct  482  ETFRQPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEAGTGNQFESKIVGGSVPREYVGPAL  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEQMKNGVLAGFPVVDVKATVVDGSYHDVDSNEMAFKIAGSMALKSAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRSGTQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_043277197.1 MULTISPECIES: elongation factor G [Pseudonocardia]
 OLM10538.1 Translation elongation factor G [Pseudonocardia sp. 
Ae505_Ps2]
Length=700

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 183/675 (27%), Positives = 324/675 (48%), Gaps = 
88/675 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGGATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    



K ++
Sbjct  72   
TCFWKNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    +Q+++D+L+A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFYFTIQTIKDRLNATPLPLQIPIGSENDFIGVVDLVEMRALTWRG  191

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
+R
Sbjct  192  
EVAKGEDYTVEEIPAELQAKAEEYRTQLIEAVAETDDELMELYLGGEDLTVEQIKNGVRR  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V D + +PV  GSA K  G+QP++DAV                          +P  
++
Sbjct  252  
LVNDRAAYPVLCGSAFKNKGVQPMLDAVIDYLPSPYDVPPVEGFLTDGETPASRKPSKDE  311

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              +AL    FK+       +  Y+R+YSG +        AG + +  T+ R    G
++ +
Sbjct  312  PFSALA---FKIAAHPFFGKLTYIRVYSGQV-------
AAGAQVINSTKDRKERIGKLFQ  361

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        D L DP           P P+++  + 
PK+ 
Sbjct  362  
MHSNKENPVDEAVAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSK  421

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  +  +D  T + I++ +G + LEV+   +   YK+E  
+ +
Sbjct  422  
ADQEKLSLAIQKLAEEDPTFQVSLDDETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGK  481

Query  416  PSVIYMERPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLN  470
            P V Y E   KA     +T   +   +  +A + + + PL+ G G   ++E++V+ 
G + 
Sbjct  482  
PQVAYRETIKKAVEKFEYTHKKQTGGSGQFARVIIKLEPLTSGDGALYEFENKVTGGRVP  541

Query  471  QSFQNAV----



RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            + +  +V    +D ++YG++    G+ V   K+    G Y+   S+   F+    +  
++
Sbjct  542  REYIPSVDAGAQDAMQYGIQA---
GYPVVGVKLTLLDGQYHEVDSSEMAFKVAGSMAFKE  598

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A +++   +LEP ++  +  P++Y+     D       I+  + +    V    +P   
+
Sbjct  599  
AARKASPAILEPMMAVEVMTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKATVPLSEM  658

Query  587  QAYRTDLAFYTNGRS  601
              Y  DL   T GR+
Sbjct  659  FGYVGDLRSRTQGRA  673

>WP_006902830.1 elongation factor G [Thermaerobacter subterraneus]
 EKP94845.1 translation elongation factor 2 (EF-2/EF-G) 
[Thermaerobacter 
subterraneus DSM 13965]
Length=698

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 317/673 (47%), Gaps = 
74/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G +   G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTTERILYYTGRVHRMGEVHEGAATMDWMVQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG I + +A+ GV+ Q+  ++    K  
+P +
Sbjct  72   
WRDHRINIIDTPGHVDFTVEVERSLRVLDGVIAIFAARGGVEPQSETVWRQANKYRVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             F+NK+D  G +   V+  +R++L A+ +  Q                            
Sbjct  132  
AFVNKMDVVGANFYRVLDQMRERLGANPVAIQLPIGAEDSFQGIIDLVEMKAIFYRDDLG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T   + EI  E       +     +AV E +++L+ KY+ GEPIS  ++    ++   
+ 
Sbjct  192  



TRYEAAEIPAEMQEQAAEYREKLLEAVAEVDEELMMKYLEGEPISTGEIRAALRKGTVNL  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAALCGS---------------  252
             L PV  GSA +  G+Q L+DAV   L  P+     +G+    G                
Sbjct  252  
QLVPVLCGSAYRNKGVQLLLDAVVDYLPSPLDIAAVRGTDPKTGQEIERKVSDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTDTA  308
            VFK+       +  + R+YSG L+    V  +  GR++   +I  M    + E+   
D  
Sbjct  312  
VFKIMTDPYVGKLAFFRVYSGHLKAGSYVYNSNKGRQERIGRIVRMHANHREEV---DEV  368

Query  309  YPGEIVILPSDSVRLND-----
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I    + +V L D      L DP         E P P++   I PKT A ++
+L +
Sbjct  369  WTGDI----
AAAVGLKDTITGETLCDPNAPIVLESMEFPEPVISVAIEPKTQADQDKLGE  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            +L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K++  V +P V 
Y E 
Sbjct  425  
SLNKLAEEDPTFRVHTDEETGQTIISGMGELHLEIIVDRLMREFKVQANVGKPQVAYKET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              RP +A    I  +      +  + L + P+  GSG ++ +++  G + + +  
AV  G
Sbjct  485  ITRPARAEGKYIR-
QTGGRGQYGHVVLEIEPMEPGSGFEFVNKIVGGVVPKEYIPAVEAG  543

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  LE G+  G+ + D ++    G Y+   S+   F+    + L  A +++G  
LLEP 
Sbjct  544  
VREALENGILAGYPMLDVRVTLVDGSYHEVDSSEMAFKIAGSMGLRNAAQQAGPVLLEPI  603

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTN  598
            +   +  P++Y+     D       +E  +     + V    +P   +  Y TDL   
T 
Sbjct  604  
MKVEVVVPEQYMGDVIGDINARRGRVEGMEPDAGGLQVIRALVPLAEMFGYATDLRSKTQ  663

Query  599  GRSVCLTELKGYQ  611
            GR     +   Y+
Sbjct  664  GRGTYTMQFSHYE  676



>OGI29469.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYA12_FULL_44_15]
 OGI34252.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYA2_FULL_43_15]
Length=696

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 191/678 (28%), Positives = 316/678 (47%), Gaps = 
76/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTTTERVLFYTGITHKIGEVHEGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG ++V   K+GV+ Q+  ++    
K ++
Sbjct  69   
TCYWKDHQINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGKEGVEPQSETVWRQADKYSV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + FINKID+ G D    ++++ D+L+                    D+I  +  
+ S 
Sbjct  129  
PRICFINKIDKEGADFYYALRTIWDRLTPNAVAIQIPIGERGDFAGVVDLIKMKAYTFSG  188

Query  163  EI---VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+   V+E     E  D            V E +DKL+EKY+ GE IS  +L    
++ V
Sbjct  189  
EMGEKVIEGEVPAELLDKAKEWRDKMVEKVSETDDKLIEKYLGGEEISEAELKAAIRQGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------------------
IGEQGSAA  248
             D  L PV+ G+A +  G+Q ++DAV                          I  +  
A 
Sbjct  249  
IDTKLVPVFTGTALRNKGVQLVLDAVVDYLPSPLDVPAIKATDIKDETKEIEIKYEDDAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL+    V   +   +E++ +I +M    + 
EI  
Sbjct  309  



FAALAFKVATDPFVGQLTFFRVYSGTLKAGSYVLNSSKGEKERVGRILQMHSNHREEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G I  ++   +    D L DP +         P P++   + PKT A +E
++  
Sbjct  367  -
DEIYTGGIGALVGMKNTTTGDTLCDPDQPVLLESITFPEPVISIAVEPKTKADQEKMGM  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  +   D  T + I+S +G + L+++   +  ++K+E  + +P V 
Y E 
Sbjct  426  
ALRKLAEEDPTFKVRTDEETAQTIISGMGELHLDIIVDRMKREFKVEANIGQPQVAYRET  485

Query  424  -PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
               KA +   +I +      +    + V P   G+G ++   +  G + Q +   +  
GI
Sbjct  486  
IKAKAEAEGKYIKQSGGRGQYGHCWVKVEPQEPGAGFEFVDEIKGGVIPQEYITPIGKGI  545

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G+  G+ + D K     G ++   S+ A FR    +  ++A + +   
+LEP +
Sbjct  546  
KDAMDSGVVAGYPMVDVKATVYDGSFHEVDSSEAAFRIAGSMAFKEATRRANPIILEPIM  605

Query  541  SFILYAPQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRTD  592
              ++  P++++     D       I          A+VK+ E     E P   +  
Y T 
Sbjct  606  KVVVTTPEQFMGDVVGDLNSKRGIIREMNDRGEGNARVKEIEA----
EAPLASMFGYATQ  661

Query  593  LAFYTNGRSVCLTELKGY  610
            L   T GR+    E   Y
Sbjct  662  LRSMTQGRANYTMEFAHY  679

>WP_031450709.1 elongation factor G [Desulfobacula sp. TS]
Length=676

 Score = 258 bits (658),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 199/660 (30%), Positives = 318/660 (48%), Gaps = 
72/660 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT+ +



Sbjct  12   
NIGIMAHIDAGKTTVTERILYYTGKSYKIGEVHDGEAVMDWMQDEQDRGITITSAVTTCE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W +  + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    + +
+P +
Sbjct  72   
WDKSLIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYSVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIII----------------------------KQ  156
             FINK+D+ G D  + V S+++KL+A+ ++                             
Q
Sbjct  132  
AFINKMDRTGADFFAAVSSIQEKLAANPVMLQLPMGAEDKFVGVIDLVHMKQITWVDETQ  191

Query  157  TVSLSPEIVLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                S + +  E  ++ A       +A+ E ND+++EKY++ E IS  +L+   +     
Sbjct  192  
GTEYSTDDIAPEFEEMAAEYREKLLEAISEVNDEIMEKYLSEEEISAVELISAIRSATIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCG  251
              + PV+ GSA K  GIQPL+D              V GL     E+          
L  
Sbjct  252  
RQIVPVFCGSALKNKGIQPLLDGIASYLPSPLDVPPVKGLHPDTEEELEFLPKKDGPLAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
             +FKV   + G++  + R+YSG +     V    L  +EKL +I +M   +K E +
+  T
Sbjct  312  LIFKVSMIE-GRKLSFARIYSGKMEAGSEVFNPLLKKKEKLSRILQMH-
ANKRERLKEAT  369

Query  308  AYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            A  G+I+ I+        D L     P  L +  + +   P++   I PKT A +E
+L  
Sbjct  370  A--GDIIGIVGLKDSGTGDTLCSSDHPVFLEKMEYED---
PVISIAIEPKTHADQEKLDT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L +    DP L+   D  T + ILS +G + LE++ + + +++K    V  P V
+Y E 
Sbjct  425  
VLEKFTIEDPTLKVSKDEETGQTILSGMGELHLEIIISRMLKEFKTNVNVGNPQVVYREI  484

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                A  S     E+     +AS+ +S+ PL+ G GV +ES+ +   + + +  A+  



GI
Sbjct  485  
LTAKAKGSAVFEREISGKSHYASVSISLAPLNRGEGVTFESKATEDQVPEQYIPAIEKGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  L+ G L G+ + D  I  E G +    S  A F   A +  + AL+++   
LLEP +
Sbjct  545  RESLDGGYLKGYPLVDVAIVLEGGGFDDRSSELA-
FSVGASMACKNALEKASLGLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P  ++  A  D       +E+   K    V    +P   +  Y T L   
+ GR
Sbjct  604  
EVEVFVPDAHMGDAISDLNARGGKVESINPKAGIQVVKAVVPLAKMFGYSTALRSASQGR  663

>WP_057788353.1 elongation factor G [Weissella minor]
 KRN76532.1 translation elongation factor G [Weissella minor]
Length=706

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 189/677 (28%), Positives = 315/677 (47%), Gaps = 
72/677 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ+A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAATTAV  73

Query  65   WHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH           ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  
++  
Sbjct  74   
WHGFFEQYKNDPFRINIIDTPGHVDFTIEVERSLRVLDGAVAVLDGSAGVEPQTETVWRQ  133

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
                ++P ++F+NK+D+ G D    V S++++L A                   D
+I K+
Sbjct  134  
AETYDVPRIVFVNKMDKMGADFGMSVDSLKERLDANAKAVQWPIGAEDDFAGLIDLITKE  193

Query  157  ----TVSLSPE----------
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVR  202
                T  L  E          + L E    E  +A+ + +D+++EKY+ GE IS +
+L  
Sbjct  194  



AWFPTTELGEEWEVRDMPADYVDLVEEKYNELVEAIADVDDEIMEKYLGGEEISADELKA  253

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQ-----  244
              +R   +   +PV+ GSA K  G+Q ++D V   L  P+            GE+     
Sbjct  254  
AIRRATLNLEFYPVFAGSAYKDKGVQMVLDGVVDYLPSPLEVKPYVANDPDSGEEIDLIA  313

Query  245  -GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
                      FKV       R  +LR+Y+G+L     V    R K     ++ +M   
S+
Sbjct  314  
NDDDPFAALAFKVMTDPFVGRLTFLRVYTGSLESGSYVMNTSRGKRERVGRLLQMHATSR  373

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             EI      + G+I   +   +    D L  P R       E P P+++  I P T 
A +
Sbjct  374  TEIPEV---
FSGDIAAAIGLKATTTGDSLTSPDRQLILESMEFPDPVIQLAIEPATKADQ  430

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + ++S +G + L+++   L  ++ +E  V  
P V
Sbjct  431  
DKMSTALQKLAEEDPSFRAETNEETGDTLISGMGELHLDIIVDRLKREFSVEANVGAPQV  490

Query  419  IYMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   K   A      +      +  + +  +P   G+G ++E  +  G + + 
+  +
Sbjct  491  
AYREAFTKDVQARGFFKRQSGGKGQYGDVWIEFSPNEEGAGFEFEDAIVGGAVPREYIPS  550

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R  +  G + G+ + D K     G Y+   S+ A F+  A + L +A K 
+G  +
Sbjct  551  
VEAGLRDSMNNGPIAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALREAAKTAGAVI  610

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P++ L             +E  + + + ++   ++P   +  Y T 
L  
Sbjct  611  
LEPIMRVDIVVPEDNLGDVMGHVSARRGMLEGQEQRGNSMIIHAKVPLSEMFGYATTLRS  670

Query  596  YTNGRSVCLTELKGYQA  612
             T GR     +   Y+A
Sbjct  671  STQGRGTFQMQFDHYEA  687



>WP_027119723.1 elongation factor G [Mycoplasma testudinis]
Length=693

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 318/672 (47%), Gaps = 
70/672 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT +E +L+ SG   + G V +G    D M  E++RGITI +A 
TS  
Sbjct  12   
NFGIMAHIDAGKTTTSERILFHSGKTHKLGEVHEGQATMDWMEQEKERGITITSAATSVT  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C +N++DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    + +
+P +
Sbjct  72   
WKNCHLNLIDTPGHVDFTVEVERSLRVLDGAVAVLDAQMGVEPQTETVWRQASRYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEIV--------------
LEEN  169
            +F+NK+D+ G + +  V S+  +L    + I+  +    + V               
+E+
Sbjct  132  
VFVNKMDKTGANFERAVASIHSRLGVKAVPIQLPIGAENDFVGIIDLVEMRALFFDGKEH  191

Query  170  TDIE------------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             D E                    + V+  +D  +EKY+ G+ ++ +++ R  ++ 
V  A
Sbjct  192  
EDYEIKEIPADLLDHAKQMRSHMIEEVVNFDDASMEKYLEGKELTVDEIKRCIRKGVITA  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAALCGS  252
            +LFPV  G+A +  G++PL+DAV                   TG    +    +    
G 
Sbjct  252  
TLFPVLCGTAYRNKGVKPLLDAVVDYLPSPVDVPPAKGTDLTTGEESIVKNDDNEPFVGL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  ++R+YSG L     V    ++K     ++ +M    + EI   
D  
Sbjct  312  
AFKVATDPFVGRLTFVRVYSGVLTAGSYVTNVRKDKKERVSRLVKMHAQQRTEI---DEV  368

Query  309  YPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              G+I  I+        D L   G  T+L    + E   P++   + PKT A +E+



+  A
Sbjct  369  RAGDICAIVGLKDTTTGDTLAKEGVETQLEAMVFAE---
PVISLAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L++LA+ DP  +   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLAEEDPTFKTFTDEETGQTIIAGMGELHLDILVDRMRREFKVEVNVGAPQVSYRETF  485

Query  425  LKAAS-HTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K A     +I+       +  + +  +P +   G ++E ++  G + + +   V+ 
G+ 
Sbjct  486  TKEADVEGKYIKQSGGRGQYGHVVIVFSP-
NHDKGFEFEDKIVGGKIPKEYIKPVKAGLE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L  G L G+ + D K     G Y+   S    FR  A + L++A K+    
LLEP +S
Sbjct  545  
DALNTGPLAGYPMIDIKATLHDGSYHEVDSNEMAFRIAASLALKEAGKKCNPVLLEPVMS  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y      D      +IE  + + +  V   ++P R +  Y TDL  +T 
GR 
Sbjct  605  
IEVTVPEQYFGDTMGDISSRRGSIEGTEQRDNVQVIKAKVPLREMFGYATDLRSFTQGRG  664

Query  602  VCLTELKGYQAA  613
              + +   Y  A
Sbjct  665  NYIMQFSHYAEA  676

>WP_006037952.1 elongation factor G [Paenibacillus curdlanolyticus]
 EFM11496.1 translation elongation factor G [Paenibacillus 
curdlanolyticus 
YK9]
Length=691

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 197/671 (29%), Positives = 321/671 (48%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WDGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             ++NK+D  G D  +VV+ +R++L A+ +                          K  
+ 
Sbjct  132  
AYVNKMDIIGADFLNVVKDMRERLQANAVAIQLPIGAENEFLGMIDIVERKAYKYKDDLG  191

Query  160  LSPEIV-----LEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE++     L E  +   +E  + V+E +++L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
KEPEVIEIPAELAEQVEELRMELVEKVVELDEELTMKYLEGEEITIEELKATLRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+     S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVVDYLPAPIDVPDIKGTLEDGTETTRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLSSGSYVVNATKGKRERVGRILQMHANSRQEITEV---Y  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPDPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V  P V Y 
E  
Sbjct  425  
LQKLAEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGAPQVAYRE-T  483

Query  425  LKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             KAA+      V  +      G   +   P   G+G  +E++V  G + + F   +
+ GI
Sbjct  484  



FKAAAKVEGKFVRQSGGRGQFGHCWVEFEPQEPGAGFTFENKVVGGAIPREFIGPIQAGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP +
Sbjct  544  
EESMKNGVIAGFPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAKEKCSPVLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+             IE +  K   ++   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVSVPEEYMGDVMGMLSSRRGRIEGSDTKHGSLIVRAKVPLAEMFGYSTVLRSGTQGR  663

Query  601  SVCLTELKGYQ  611
             V   EL  Y+
Sbjct  664  GVFSMELSHYE  674

>WP_069662406.1 elongation factor G [Enterococcus termitis]
 OEG18935.1 translation elongation factor G [Enterococcus termitis]
 OJG97365.1 elongation factor G [Enterococcus termitis]
Length=694

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 198/675 (29%), Positives = 314/675 (47%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P V
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGAEDSFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLEGEEITIEELKAGIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRQEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  YSGDI----AAAVGLKDTTTGDTLCAVDAPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    PL  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLSEAMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611



            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_036660355.1 GTP-binding protein [Paenibacillus sp. FSL H8-457]
 ETT67779.1 small GTP-binding protein [Paenibacillus sp. FSL H8-457]
Length=651

 Score = 257 bits (657),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 177/624 (28%), Positives = 301/624 (48%), Gaps = 
17/624 (3%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LLY +  I E G V+  +   D   +E++RGIT+ A   
+  
Sbjct  4    
TIGMFAHVDAGKTTLAEQLLYTTHTIQERGRVDHQSAYLDRHDIEKERGITVFADQATMH  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            ++     ++DTPGH+DF  E+ R++ V+D A++VISA +GV+  T  ++  LRK  
+P+ 
Sbjct  64   
FNGSTYYLIDTPGHVDFSPEMERAIQVMDAAVVVISAVEGVEGHTETVWQLLRKHGVPSF  123

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN-
TDIEAWDAVIENND  183
            +FINKID+ G D+  V+  +R +L+ D+       ++ E VL+E        + + 
E ++
Sbjct  124  LFINKIDRVGADVPRVLAEIRSELAEDVCW-----
ITEEDVLQEGLMQSSLIEFIAERDE  178

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            KLLE Y+  E     + +      V+   LFP + GSA + +G+   M+ +  L      
Sbjct  179  KLLELYME-EGYEASRWLDAMIAMVRKGKLFPCFSGSALQNVGVTHFMNQLD-
LLTVTDY  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKG  300
               AA  G  +K+ + + G R  Y++   GTL++RD +  ++G E +  K+T +R+ 
+ G
Sbjct  237  
DPEAAFAGRAYKIRHDEQGARLTYIKATGGTLQVRDEITYVSGTETITEKVTHIRLINGG  296

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                 D  + G++  +   S     V          R   + +P L++ +  +++   
+ 
Sbjct  297  RATPVDRVHAGDLFAVTGISAAAAGVG---
MGALSGRTVYELVPTLKSKVQFESSIHPKD  353



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L  + D     I +  +G +QLEV+  ++ E++       EP 
++Y
Sbjct  354  
MLRCFRLLDAEDPSLSVQWDEPAQAIHIHVMGIIQLEVLERIVFERFGYRIAFGEPEILY  413

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E   +A   + H E  P   +A + L + P    SG+ + +      L  ++Q+ 
V   
Sbjct  414  KETITEAVVGSGHFE--
PLKHYAEVHLRLEPGERNSGIVFANACHPDMLPVNYQHLVAQH  471

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      GL  G  VTD KI    G  ++  +   DFR      L Q L+++ + 
LLEPY
Sbjct  472  
VGERDHHGLLTGSPVTDMKITLLKGRAHNKHTHGGDFREATYRALRQGLEKTTSLLLEPY  531

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    E++ R   D  +  A+ +  +   D+V  TG  P   +  Y  +LA 
YT G
Sbjct  532  
YHFKVKVDAEFIGRLMSDLTQAKASFDPPETVGDKVTVTGSAPVSTMMKYGMELAAYTKG  591

Query  600  RSVCLTELKGYQAAVGQPVIQPRR  623
            R        GY     +  +  R+
Sbjct  592  RGTISLVYGGYDRCHNEAEVIERK  615

>WP_077869462.1 GTP-binding protein [Clostridium beijerinckii]
 OOM21317.1 tetracycline resistance protein TetM [Clostridium 
beijerinckii]
Length=678

 Score = 258 bits (658),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 184/652 (28%), Positives = 314/652 (48%), Gaps = 
39/652 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I+  G V+   +  D+  +E++RGIT+ +   
+F+ 
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSITNRGRVDHKDSFLDSHNIEKERGITVFSDQGTFEL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ ++D AI++IS  +GVQ  T+ +++ LRK  
IPT+ 



Sbjct  65   
NGSTYYLIDTPGHIDFSTEMERSIEIMDYAIIIISGVEGVQGHTKTVWNLLRKYKIPTIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDA-------  177
            FINK+D+ G D   V++ ++  LS+D   I        +   +E  DI  +D        
Sbjct  125  FINKLDRTGADKDRVIREIKRDLSSDACYIDNNFIYDSK---
KEIDDINKFDEFNLNEYL  181

Query  178  ---
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               + E+ND LLEKYI G     +  ++     +++  +FP + GSA +  GI   
++ +
Sbjct  182  IEFISEHNDGLLEKYIEG-
NYDYDLWIKTFISLIKENKVFPCFGGSALQDDGIIEFLNII  240

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR--
EKL---  289
              L      + +    G V+K+ + + G R  +++   G L++R+ V+  G   +
+L   
Sbjct  241  DKL-
TYTEYKSNEKFSGRVYKIRHDENGNRVTFIKALKGKLKIREEVSYGGEFVKELDHV  299

Query  290  ---------KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWR  339
                     KI+ +RI +  +    D    G++  +   S  +  D +GD   L  
K   
Sbjct  300  QENSNEITEKISSIRIYNGKKFKAVDVVEAGDLFAVTGISKAVAGDGIGD---
LKEKTQY  356

Query  340  
EDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVV  399
            E    ++   I  K    RE +L     L   DP L    + I  EI +  +G+
+QLEV+
Sbjct  357  EMTPALMSKVIFDKNCNARE-
ILRYFKVLESEDPSLNVTWNEILQEIHVHVMGKIQLEVL  415

Query  400  
SALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ  459
              L+ E++ L     +  +IY E   + +    H E  P   +A + L +  L   
SG+ 
Sbjct  416  KELVKERFGLVVDFGKCQIIYKETIAEESIGRGHFE--
PLRHYAEVHLKLESLPRNSGIV  473

Query  460  YESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRS  518
            +E++     L Q  QN +R  I      G+  G ++TD K+    G  ++  +   
DFR 
Sbjct  474  
FENKCHDDDLTQGNQNLIRTHIFEREHHGILTGSSITDIKLTLLTGRAHNKHTCGGDFRE  533

Query  519  
LAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
                 L Q L+++   LLEPY  F++ A  E++ R   D  K   T E  ++ ++



+V+  
Sbjct  534  
ATFRALRQGLEKAYNILLEPYYKFVIGASNEHVGRILADIQKLSGTFEPIEMLENKVIIN  593

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  
629
            G  P      Y  ++  +T G+        GY      + VI+ +  N   D
Sbjct  594  GRGPVSTFMDYSMEVIAFTRGKGSINLIYDGYDLCHNSEEVIETKAYNKNAD  
645

>WP_004634174.1 elongation factor G [Gemella morbillorum]
 EFV34832.1 translation elongation factor G [Gemella morbillorum 
M424]
Length=691

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 188/664 (28%), Positives = 315/664 (47%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
            +F+NK+D+ G D    V ++ D+L A                   D++  + +       
Sbjct  132  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDLFEGVIDLVEMKAIYNEGSVG  191

Query  160  ---LSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  E     E +     +AV E ++  +EKY+ GE I+ ++L    ++     
Sbjct  192  
ENLVEKEIPAEYQEQAEEYREKLIEAVAEFDEDFMEKYLGGEEITIDELKAAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+QP++DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVEYLPSPLDVPAIKGIDPNTDEEVERHSSDEEPFAAL  311



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   ++ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGILSSGSYVKNSTKGKRERVGRILQMHANTRNEIAEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MSTALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSY  481

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +AA        +      +  + +  TP   G+G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFKQAAQVQGKFTRQSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LE
Sbjct  542  
AGLKDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCNPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V + ++P   +  Y T L   
T
Sbjct  602  
PIMKVEVVMPEEYLGDIMGDITARRGRVEGMEARGNAQVVSAQVPLSEMFGYATSLRSST  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_089282911.1 elongation factor G [Anaerovirgula multivorans]
 SNS39082.1 translation elongation factor 2 (EF-2/EF-G) 
[Anaerovirgula multivorans]
Length=691

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.



 Identities = 187/690 (27%), Positives = 323/690 (47%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYAGRIRKLGETHEGASQMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWQEHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P + F+NK+D  G D    ++ ++++L A+                         I
+ K 
Sbjct  129  
PRMAFVNKMDILGADFFQAIKMMKERLGANAIPIQLPIGAEDTFRGIIDLVKMNAIMYKD  188

Query  157  TVSLSPEI--VLEENTDIEAW------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +    EI  + EE  D+         +AV E +++L+ +Y+ GE ++ E ++   
+R  
Sbjct  189  
DLGQDVEITAIPEEMMDVANEYREILVEAVAETDEELMMRYLEGEELTEEDIINGIRRGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI-----------GEQG-------
SAAL  249
                + PV  GS+ K  G+Q L+DA+      P+           GEQ        
S   
Sbjct  249  
IATQMTPVTCGSSYKNKGVQRLLDAIVAYMPSPLDIPAIKGVSEDGEQDIERHADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     +  + + K     +I +M   ++ 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGKLESGSYILNSTKGKKERIGRILQMHANTREEIT--  366

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L DP  +      E P P++   + PKT A +E+
+  A
Sbjct  367  -
IVYAGDIAAAVGLKDTTTGDTLCDPNNVVVLESMEFPEPVIHVAVEPKTKAGQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424



            L +LA+ DP  +   D  T + I++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFKTYTDEDTGQTIIAGMGELHLEIIVDRMLREFKVEANVGKPQVAYKE--  483

Query  425  LKAASHTIHIE------
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
                + T+ +E            +  + + + P   G G  ++++V  G + + +  
AV 
Sbjct  484  --
TITQTVEVEGKYARQSGGRGQYGHVKIRMFPQEPGQGYSFDNKVVGGAIPREYIPAVD  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  ++ G L G+   D K+    G Y+   S+   F+    +  ++ +K+    
LLE
Sbjct  542  
AGIQEAMKNGVLAGYETVDFKVELYDGSYHEVDSSEMAFKIAGSMAFKEGIKKGKPALLE  601

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFY  596
            PY+   +  P++Y+     D       IE  + +   V V    +P   +  Y 
TDL   
Sbjct  602  
PYMRVEVTTPEDYMGDVMGDLNSRRGKIEGMEPRTGGVQVIRSHVPLSEMFGYATDLRSK  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR+V       ++   A++ + ++  R+
Sbjct  662  TQGRAVYSMHFSHFEQVPASIAEKIVAGRQ  691

>WP_075521567.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=691

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 188/655 (29%), Positives = 305/655 (47%), Gaps = 
58/655 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WREHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----VSLSPEI-------



VLEENTDI  172
             F+NK+D+ G D    V  ++D+L A  ++ Q       SL   +       ++ 
+N D+
Sbjct  132  
CFVNKLDRTGADFFRCVGMIKDRLGAKPLVMQVPIGIEASLKGVVDLIKMKAIIWKNEDL  191

Query  173  EA-WD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             A W+                       +E ++KL+E Y+ GE IS+E L+   ++   
+
Sbjct  192  
GAEWEEQDIPEDLKEICDKYRQELVETAVEQDEKLMEAYLGGEEISQEDLIECVRKGCLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIG-----EQGS-----------
AALCG  251
                PV  GSA K  G+QPL+DAV       + IG     +QGS           A    
Sbjct  252  
FDFVPVLTGSAFKNKGVQPLLDAVVDYLPSPKDIGSITGTKQGSDDEMEMKFEDNAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    +    ++K  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGSLTFIRIYSGTVKSGTGIYNTSKDKEERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L    +      L +          E P P++   + PKT A +E++ +AL 
+LA
Sbjct  372  
GDIVALAGLKNTITGHTLANKDTPVLLEPMEFPDPVIEIAVEPKTKADQEKMGEALGRLA  431

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-  428
              DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E  L 
AA 
Sbjct  432  
KEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETILSAAE  491

Query  429  -
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              +T   +      +A + LSV PL  G G + ES++  G + + F   V  G+    
+ 
Sbjct  492  
FDYTHKKQSGGAGQFARVKLSVEPLEPGKGREVESKIKGGAIPKEFIPGVEKGVETVADG  551

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ + D K+    GL++   S+   F   +    ++A      +LLEP +   
+  
Sbjct  552  
GILAGFPLIDYKVTILDGLHHDVDSSVLAFELASRQCFKEACTRGTLKLLEPIMRVEVVT  611



Query  547  PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
            P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR+
Sbjct  612  PEDYMGDVIGDLNSRRGQINTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_063489172.1 GTP-binding protein [Lactobacillus plantarum]
 KZU40031.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 258 bits (658),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L  L QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAVLRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E  ++A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETIIQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQAGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>OIP57978.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
CG2_30_37_29]
 PIR79419.1 elongation factor G [Candidatus Levybacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_36_30]
 PIZ97818.1 elongation factor G [Candidatus Levybacteria bacterium 
CG_4_10_14_0_2_um_filter_36_16]
 PJA90498.1 elongation factor G [Candidatus Levybacteria bacterium 
CG_4_9_14_3_um_filter_36_7]
Length=715

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 195/688 (28%), Positives = 326/688 (47%), Gaps = 
85/688 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT +E +L+ +G   + G +++G T  D M  ER+RGITI 
+A T
Sbjct  12   
KIRNIGIIAHIDAGKTTTSERILFYTGKSYKIGDIDEGNTVMDWMDQERERGITIVSAAT  71

Query  62   SFQWHRC------------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            +  W               ++N++DTPGH+DF AEV RSL VLDGA+ V+ A+
+GVQ+Q+
Sbjct  72   
TTFWTHTPIGKSSDQDAPYRINLIDTPGHVDFTAEVERSLRVLDGAVTVLDAEEGVQSQS  131

Query  110  RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTV  158
              ++    K  +P + FINK+D+ G D    V S+  +L A+ II           
K  V
Sbjct  132  
ETVWRQADKYKVPRICFINKMDKLGADFLKTVASIEKRLGANPIIMVLPIGAEQDFKGIV  191

Query  159  SL-------------------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEP  194
             L                   S EI       +E +     + + EN+D+LL+KY+ 
G  
Sbjct  192  
DLLNMKTITWTGEELGAKYDVSDEIPENMKKLVEEYRHKMIEKIAENDDELLDKYLNGTE  251

Query  195  ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPI  241
            ++ E+L    ++ V    + P+Y GS+ +  G+QPL+DAV              GL    
Sbjct  252  
LTVEELKAGLRKAVVGYKVVPIYAGSSLRNKGVQPLLDAVVDYLPSPMDLKEVKGLSPKT  311

Query  242  GEQG------SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEM  294
            G +         +  G  FKV+      +  ++RLYSG +     +  + +  K +
+  +
Sbjct  312  
GAEEIRQLVPEESFAGFAFKVQIDPHVGKITFVRLYSGKIDSGSYIYNSSKGIKERVGRL  371

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPML  346
             +    +      AY GEIV +    V L D V GD       P  L +  +   P 
P++
Sbjct  372  LLMHSNQREEIKVAYSGEIVAV----VGLKDTVTGDTLCDEAKPIILEKISF---
PEPVI  424

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               I PKT   +E++  AL +L + DP    + +  T + I+S +G +QLE++   
+  +
Sbjct  425  
SLAIEPKTKNDQEKMGLALKRLMEEDPTFSVKTNHETGQTIMSGIGELQLEIMVDRMKRE  484



Query  407  YKLETVVKEPSVIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            + ++  V  P V Y E   ++A     +I +      +    L + P+  G G ++ 
+ +
Sbjct  485  
FGVDANVGAPQVAYKETIAIEATGEGKYIKQTGGRGQYGHCLLRIAPVPRGEGYEFVNAI  544

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              G +   F  ++  G++  LE+G L G+ + D K+    G Y+   S+   F+  
A + 
Sbjct  545  
KGGAIPAEFIGSIEKGVKETLEKGILLGYPMVDMKVTVYDGSYHDVDSSDIAFKIAASMA  604

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L+ A K++  QLLEP +   +  P+E++     D     A I   + + +  +  G 
+P 
Sbjct  605  
LQTASKKANLQLLEPIMKIEVTTPEEFMGDVIGDLSSKRAQITGTEERGNARIILGLVPL  664

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +  Y T L   + GR+    E   Y+
Sbjct  665  SELSGYATTLRSMSQGRATYYMEPSHYE  692

>WP_091757741.1 GTP-binding protein [Butyrivibrio sp. INlla18]
 SDA60812.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 
sp. INlla18]
Length=898

 Score = 262 bits (670),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 187/616 (30%), Positives = 305/616 (50%), Gaps = 
34/616 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+E LLY SGA+ + G V+   T  DT  LER RGITI 
+   
Sbjct  3    
KQLTIGILAHVDAGKTTLSEGLLYLSGALRKLGRVDHRDTFLDTYELERTRGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      ++DTPGH DF  E+ R+L VLD AIL+ISA D V AQ +IL+  L   
++
Sbjct  63   
LFEYENTHFTLLDTPGHSDFSPEMERTLQVLDAAILLISASDKVTAQAKILWKLLSHYHV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181



            PT IF+NK+DQ G D   +++ +R+ LS+  +  +    S E+  E          
+   
Sbjct  123  PTFIFVNKMDQDGADKALLLKDIRENLSSHCVPFEDGFDSDEVQEE----------
LAVC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +DKLL  ++ G+ ++++ +    +  + D   +PV +GSA K  G++ L+  +       
Sbjct  173  DDKLLTAFLDGQKVTKDNV----
KTLIADCKCYPVLFGSALKMDGVKELLSVIKDYAPDS  228

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                +A     VFK+     G R  ++++ SG LR+RD +     +  KI ++R+ 
S  +
Sbjct  229  KYDETAPFAARVFKISRDANGNRLTHIKITSGKLRVRDLI-----
DDEKIDQIRLYSGEK  283

Query  302  IVRTDTAYPGEIVILP--
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                  A  G +  +   SDS +  D LG   +L      E   P+L +T+     
A   
Sbjct  284  FEMVQEAVAGTVCAIAGLSDS-KAGDGLG---
KLKNDTTAEILQPILSSTLILPEDADPV  339

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +   L  L + +P+L+  +   +  I +  +G VQ E++  L+  ++ L+       
++
Sbjct  340  
VVYRKLKALEEEEPMLQVSLKEGSGIIEVKIMGEVQKEILKHLIKTRFDLDVDFGPGHIV  399

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P++   H       P   +A + + + P   GSG+ +   VS   L+ +
+Q  
Sbjct  400  YKETIAGPVEGVGH-----
FEPLRHYAEVHILLEPAEPGSGMSFACDVSTDDLSLNWQRL  454

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   ++     G L G  +TD KI    G  +   +   DFR      + Q L E+ 
+ L
Sbjct  455  
ILTHLQEKKHLGVLTGSELTDVKITLIGGRSHEKHTEGGDFRQATYRAVRQGLMEADSIL  514

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP   + +  P+E + RA  D  +   T+    +  D+ V +G IPA  + +Y  
+L+ 
Sbjct  515  
LEPVYEYRIELPKESVGRALTDIQRMHGTVGLPDIVGDKNVLSGTIPAASLGSYAQELSS  574

Query  596  YTNGRSVCLTELKGYQ  611



            +T+G     T LKGYQ
Sbjct  575  FTHGEGHITTTLKGYQ  590

>WP_094496403.1 GTP-binding protein [Lactobacillus taiwanensis]
 OYR88005.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYR91478.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYR91626.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYR94983.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
Length=642

 Score = 257 bits (656),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 192/618 (31%), Positives = 308/618 (50%), Gaps = 
38/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E++LY SG + + G+V+KGT   D   LE++RGITI 
+ +
Sbjct  1    
MKKLTIGILAHVDAGKTTLSEAMLYKSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIQNENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSAGEGVTAYTQTLWNLLKNHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NKID    D + V+ ++              +L    V  EN D + ++ 
+  
Sbjct  121  IPTFIFVNKIDTLKADKEKVLHNLS-------------
TLDDNCVEFENEDSDFYEKIAI  167

Query  181  NNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ +LE+Y+ +G+   +E      QRR+     FPVY+G+A K  G+   +  +    
+
Sbjct  168  ADESILEEYLESGQIKDKEIKGLIFQRRI-----
FPVYFGAALKLKGVAEFLQELDKWTK  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             I  +        +FK+ + +  +R  +L++  G L+ +    L   E  K+ E+R
+ + 
Sbjct  223  KI--EYPEKFASRIFKISHDEKDERLTWLKVTGGELKAK--TELMPDE--
KVNEIRLYNG  276



Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +      A  GEIV +   S       G      R +      P+L  T A +TA  
+ 
Sbjct  277  TKYQVVPRAQAGEIVAV---SGLRTTYPGQGLGFERDQTNFTMQPVL--
TYAVQTALDKT  331

Query  360  R-
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
               L AL QL D +P L  + D    EI +  +G++QLE++  +L +++ LE    
+  +
Sbjct  332  
HATLTALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILYDRFNLEVEFTQGKI  391

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E    +     H E  P   +A + L + P  LGSG+ +++  SL  L + +Q
+ V 
Sbjct  392  LYQESIKSSVEGVGHFE--
PLRHYAEVHLLLKPSKLGSGLVFKNECSLEVLPKKWQDQVM  449

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ---  534
            + +      G L G  +TD +I    G   +  +   DFR      + Q L E   
Q   
Sbjct  450  
ESLANKEHLGVLIGSPLTDVEIILIGGRGSNVHTVGGDFREATYRAVRQGLMELKMQNQV  509

Query  535  -
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   QE + RA +D  K     E  +   + V  TG+ P   +Q Y 
T++
Sbjct  510  
SLLEPWYQFTLRINQEQVGRAINDIEKMGGKFEIGESSANIVTITGQAPVAQMQDYATEV  569

Query  594  AFYTNGRSVCLTELKGYQ  611
              Y++GR        GYQ
Sbjct  570  RNYSHGRGQLECLFTGYQ  587

>WP_073274859.1 GTP-binding protein [Anaerocolumna jejuensis]
 SHK11633.1 small GTP-binding protein domain-containing protein 
[Anaerocolumna 
jejuensis DSM 15929]
Length=887

 Score = 262 bits (669),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 196/622 (32%), Positives = 300/622 (48%), Gaps = 
45/622 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      D   LE+ RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESMLYLSGKIGKLGRVDNKDAFLDNYELEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L    
Sbjct  61   
AILDIGETQITLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTKTLWRLLNMYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVR--
DKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            IP  +FINK+DQ G D   +++ ++  D    +    +T S   ++ + E   +EA
+   
Sbjct  121  
IPVFLFINKMDQNGTDKNKLMKEMKQLDDGCVEFGGVKTDSFYEQLAMCEEDMLEAF---  177

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
                  L   +I    I  +K VRE  RRV     FP ++GSA K  G++ L++      
Sbjct  178  ------LETGHIEASQI--KKAVRE--RRV-----
FPCFFGSALKLEGVEQLLEG-----  217

Query  239  QPIGEQGS-----
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
              IGE            G +FK+   + G R  +L+L  G LR++D +   G  + 
K+ +
Sbjct  218  --IGEYAMLPSYPKEFGGRIFKITRDEQGNRLTHLKLTGGILRVKDALK-
GGSWEEKVNQ  274

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSV-RLNDVLG--
DPTRLPRKRWREDPLPMLRTTI  350
            +RI S  +    +    G +  +   ++ R  + LG  + +  P         P+L   
I
Sbjct  275  IRIYSGQKYETVNELEAGAVCAVTGLTLSRAGEGLGTEEASYAPVLE------
PVLSYQI  328

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                      +L  L Q+ + +P L    +    EI    +G VQ+E++S+L+  +
+ ++
Sbjct  329  
ILPEGCDPREMLPKLRQIEEEEPELHIVWEEQLQEIQAQIMGEVQIEILSSLIRNRFGIQ  388

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E          H E  P   +A + L + P   GSGVQ+    S   
L 
Sbjct  389  VAFGDGRIVYKETIKDTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGVQFGINCSEDILG  446

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



            +S+Q  V   +     +G L G  +TD KI    G  ++  +   DFR      + 
Q LK
Sbjct  447  
KSWQRLVLTHLEEKEHKGVLTGSAITDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLK  506

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+   LLEPY +F L  P++ + RA  D  K C T E AQ     V+ TG  P   
++ Y
Sbjct  507  
EAEAVLLEPYYAFQLEVPEKMVGRAMTDIEKMCGTSEIAQTNAGMVLLTGSAPVITMRNY  566

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
            + ++A YT G       LKGY+
Sbjct  567  QKEVAAYTQGLGRLFCSLKGYE  588

>WP_099596737.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (658),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 204/680 (30%), Positives = 312/680 (46%), Gaps = 
90/680 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHNGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLERLQDKLRARPWALGVPLGSESGFHGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQEGAATTVIPWDEAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-



LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKT  354
            + A  G+IV +    D+V    + G          RE PL         P+L   + 
P  
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSG----------
REQPLRLENIQAQAPVLAWRLEPAR  414

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA   R+   L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  
V 
Sbjct  415  
AADLIRMAQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVAVG  474

Query  415  EPSVIYMERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E P++A +  +     +      +A + L V P      V +  R+  G 
+ +
Sbjct  475  APRVAYQETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDRIVGGVVPR  533

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SF  AV  G+R  L +G  G  V   ++    G  ++  S+   F       ++ 
AL E 
Sbjct  534  
SFIAAVEKGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEG  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GTQLLEP ++  +++P   +     D  +    I   + +      +G  P   +  
Y T
Sbjct  594  
GTQLLEPVMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTT  653

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   + GR+     L GY+
Sbjct  654  SLRSLSQGRASSEAHLHGYE  673

>WP_049412827.1 elongation factor G [Stenotrophomonas maltophilia]



Length=678

 Score = 258 bits (658),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 205/680 (30%), Positives = 312/680 (46%), Gaps = 
90/680 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHNGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFHGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQEGAATTVIPWDEAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKT  354
            + A  G+IV +    D+V    + G          RE PL         P+L   + 
P  
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSG----------



REQPLRLENIQAQAPVLAWRLEPAR  414

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA   R+   L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  
V 
Sbjct  415  
AADLIRMAQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVAVG  474

Query  415  EPSVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E P++A +  +   V        +A + L V P      V +  R+  G 
+ +
Sbjct  475  APRVAYQETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDRIVGGVVPR  533

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SF  AV  G+R  L +G  G  V   ++    G  ++  S+   F       ++ 
AL E 
Sbjct  534  
SFIAAVEKGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEG  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GTQLLEP ++  +++P   +     D  +    I   + +      +G  P   +  
Y T
Sbjct  594  
GTQLLEPVMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTT  653

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   + GR+     L GY+
Sbjct  654  SLRSLSQGRASSEAHLHGYE  673

>WP_049618591.1 elongation factor G [Streptococcus sp. X13SY08]
Length=692

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +



Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILVQDIPAEYLEQAEEYREKLVEAVAETDEDLMMKYLEGEEITNEELMAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVISYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R   +A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENGIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_040636155.1 elongation factor G [Mitsuokella multacida]
Length=692

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 185/672 (28%), Positives = 312/672 (46%), Gaps = 
69/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++      
N+
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLTARGGVEPQTETVWRQAENYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P + ++NK+D  G D  +V++ ++++L+A+ +            K  + L          
Sbjct  129  
PRMAYVNKMDITGADFYNVIKMMKERLNANAVAIQLPIGAEDDFKGIIDLVKMEAIVYED  188

Query  161  -----SPEIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   E+ + +N   +A        +A+ E +D  +EKY+ GE I+ +++    
++  
Sbjct  189  
DLGKVEDEVAIPDNMKDQAEEYREILLEALSELDDDFMEKYLGGEEITEDEIKAVIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAAL  249



                L PV  G++ +  G+QPL+DA+              G+    GE+        
A  
Sbjct  249  
VACKLCPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPETGEEDHRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     +I +M    + 
EI R 
Sbjct  309  
SALAFKIMTDPYVGKLAFFRVYSGILDGGSYVYNSTKGKKERIGRILQMHANHRKEIERV  368

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +        D L D   P  L    +   P P++   + P T   
+E++
Sbjct  369  ---YSGDIAAAVGLKDTTTGDTLCDEEHPIILESMVF---
PDPVISVAVEPSTKNDQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K++  V EP 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVRTDQETGQTIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYR  482

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K+  A      +   +  +    L + P   G G  +E++V  G + + F   
+ D
Sbjct  483  
ETIRKSVEAEGKFVRQSGGHGQYGHCWLKLEPQEPGEGFAFENKVVGGAIPKEFIKPIED  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G+  G+ + D K     G ++   S+ A F+    +      +++   
LLEP
Sbjct  543  
GVKQAMEAGVVAGYPMVDIKATVFDGSFHEVDSSEAAFKVAGSMAFRNGAEKANPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y+   +  P+EY+     D       I+  + +    V TG +P   +  Y TDL   
T 
Sbjct  603  
YVKVEVTVPEEYMGDVIGDLNSRRGRIDGMEARNGSQVITGFVPLSEMFGYSTDLRSKTQ  662

Query  599  GRSVCLTELKGY  610
            GR     E+  Y
Sbjct  663  GRGNYSMEVAYY  674

>AMP54214.1 elongation factor G, domain IV [uncultured bacterium]
Length=195



 Score = 243 bits (619),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 118/176 (67%), Positives = 140/176 (80%), Gaps = 0/176 
(0%)

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  6    
NGELCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  65

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E LLDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV  ALL EKY +E  
+KEP+V
Sbjct  66   
EMLLDALLEISDSDPLLRYYVDSATHEIILSFLGKVQMEVTCALLQEKYHVEIEIKEPTV  125

Query  419  IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  
474
            IYMERPLK A +TIHIEVPPNPFWASIGLSV  L LGSGVQYES VSLGYLNQSFQ
Sbjct  126  IYMERPLKKAEYTIHIEVPPNPFWASIGLSVAQLPLGSGVQYESSVSLGYLNQSFQ  
181

>WP_068698246.1 elongation factor G [Paenibacillus yonginensis]
 ANS76004.1 elongation factor G [Paenibacillus yonginensis]
Length=692

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 199/674 (30%), Positives = 324/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLS-----  161
             ++NK+D  G D  +VV+ +RD+L A+                   I+ Q   +      
Sbjct  132  



AYVNKMDIIGADFLNVVKDMRDRLQANAVAIQLPIGAENDFVGIIDIVGQKAYMYKDDLG  191

Query  162  --------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    PE  L++  ++  E  + V E ++ L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QNIEEIEIPEQYLDQVEELRNELVEKVAELDEDLTMKYLEGEEITVEELKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E GS A+  S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVIDYLPAPVDVPAIKGHLEDGSEAVRHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALSKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  ER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  G+G Q++S++  G + + +    
+
Sbjct  482  ETITVPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFDSKIVGGSVPREYIGPAQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ V D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEAMKNGMLAGFPVVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T



Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGTQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_047399143.1 elongation factor G [Bacillus anthracis]
 KHA20053.1 elongation factor G [Bacillus anthracis]
Length=692

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 193/660 (29%), Positives = 311/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +GT++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGTSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   



Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_007611610.1 elongation factor G [Bradyrhizobium sp. WSM471]
 EHR04086.1 translation elongation factor EF-G [Bradyrhizobium sp. 
WSM471]
Length=690

 Score = 258 bits (659),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   



NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   +  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D +L  Y+ G    +  L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMVEKAKEYREKLLEAAVELDDDVLAAYLDGNEPDQATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPDDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKAVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   



+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>OIP03492.1 translation elongation factor G [Candidatus 
Beckwithbacteria 
bacterium CG2_30_44_31]
Length=713

 Score = 258 bits (660),  Expect = 4e-73, Method: Compositional 
matrix adjust.
 Identities = 197/682 (29%), Positives = 323/682 (47%), Gaps = 
76/682 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  18   
KIRNIGIIAHIDAGKTTTTERILFYTGKTYKLGDIDEGTTQMDWMAQERERGITIVSAAT  77

Query  62   SFQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            +  W             ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ
+Q+  
Sbjct  78   
TAFWTPVIAGAVSQAEYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSET  137

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-----IVL  166
            ++H   K N+P + F+NK+D+ G D  + VQ +RD+L A+  I  T+ +  E     
IVL
Sbjct  138  VWHQADKYNVPRLCFVNKMDKLGADFLATVQDIRDRLGANPAI-
MTLPIGVESSFKGIVL  196



Query  167  EENTDIEAW------------------------------
DAVIENNDKLLEKYIAGEPIS  196
              +     W                              + + E++D LL KY+ 
GE  +
Sbjct  197  
LLDQKAFIWKGDETGAKYDIVDIPEDMADQVKEYRAKLIEQISEHDDALLNKYLTGEEPT  256

Query  197  REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQ-----------  244
              +L    ++      L PV+ GS+ +  G+QPL+DAV   L  P+              
Sbjct  257  
VVELKTALRKATIAYKLVPVFCGSSLRNKGVQPLLDAVVEYLPSPVDLHEVKGVHPKTKA  316

Query  245  -------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRI  296
                     A  CG  FK++      R  Y+R+YSGTL+    V  + ++K  ++  
+ +
Sbjct  317  
EEIRLCNSEAPFCGLAFKIQSDPHVGRLTYVRIYSGTLKSGSYVYNSTKDKKERVGRLLL  376

Query  297  PSKGEIVRTDTAYPGEIVILPS--DSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAP  352
                +      A+ GEIV L    D+   N +  D  P  L    + E   P++   
I P
Sbjct  377  MHANDREEIPEAFSGEIVALVGLKDTTTGNTLTDDSHPIILEGITFTE---
PVISLAIEP  433

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +L + DP    + D  T + I+S +G + LE++   +  ++ 
+   
Sbjct  434  
KTKADQEKMGFALKRLGEEDPTFTIKSDPETGQTIISGMGELHLEILVDRMKREFHISVN  493

Query  413  VKEPSVIYMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
              +P V Y E   K A +   +I +      +    L + P S G G ++ S ++ 
G + 
Sbjct  494  
TGQPQVAYKETIKKVAEAEGKYIRQSGGRGQYGHCFLRIEPKSRGEGFEFISEITGGDIP  553

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + F   +  G +   E G+  G+ V D  +    G ++   S+   F+    +  + 
A++
Sbjct  554  
REFIPPIGKGAKEAAENGVIAGFPVVDILVAVYDGSFHDVDSSEIAFKIAGSMAFQSAVR  613

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP +   + +P+E++     D  K  A I     +   ++   E+P   
+  Y
Sbjct  614  
QADPILLEPIMKLEVSSPEEFMGEIIGDLSKKRAHILGTGKRGRMLIINAEVPLAEMPQY  673



Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             T L   T GR+    E   Y+
Sbjct  674  ATILRSMTQGRASFYLEPSHYE  695

>WP_013355092.1 MULTISPECIES: GTP-binding protein [Lactobacillus]
 ADN97288.1 elongation factor G [Lactobacillus plantarum subsp. 
plantarum 
ST-III]
 ERO41857.1 elongation factor G [Lactobacillus plantarum WJL]
 ETF13155.1 elongation factor G [Lactobacillus plantarum 4_3]
 KPN43391.1 Ribosome protection-type tetracycline resistance related 
protein 
group 2 [Lactobacillus plantarum WJL]
 KRU19591.1 elongation factor G [Lactobacillus plantarum]
 ALV13324.1 elongation factor G [Lactobacillus plantarum]
 KYK07569.1 elongation factor G [Lactobacillus plantarum]
 AMX09100.1 elongation factor G [Lactobacillus plantarum]
 KZT90625.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU08522.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU14026.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU26282.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU98021.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZV02275.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 OAP53537.1 Ribosome protection-type tetracycline resistance related 
protein 
group 2 [Lactobacillus plantarum]
 OAX73510.1 elongation factor G [Lactobacillus paraplantarum]
 AOB18631.1 elongation factor G [Lactobacillus plantarum]
 AOB22289.1 elongation factor G [Lactobacillus plantarum]
 ODO60156.1 Elongation factor G [Lactobacillus plantarum]
 APC99867.1 elongation factor G [Lactobacillus plantarum]
 ARO05450.1 elongation factor G [Lactobacillus plantarum]
 ARW15073.1 Elongation factor G [Lactobacillus plantarum subsp. 
plantarum]
 ASL37884.1 elongation factor G [Lactobacillus plantarum]
 ASZ34223.1 elongation factor G [Lactobacillus plantarum]
 PCE86536.1 elongation factor G [Lactobacillus plantarum]
 ATL77438.1 elongation factor G [Lactobacillus plantarum]
 AVE83981.1 GTP-binding protein [Lactobacillus plantarum]
 PTM32580.1 GTP-binding protein [Lactobacillus plantarum]



Length=672

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402



Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_095322600.1 GTP-binding protein [Bacillus circulans]
 PAE11185.1 GTP-binding protein [Bacillus circulans]
Length=646

 Score = 257 bits (656),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 176/609 (29%), Positives = 296/609 (49%), Gaps = 
21/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I++ G V+   +  D+  +E+QRGIT+ A     
+ 
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSITKRGRVDHKNSFLDSHIIEKQRGITVFADQGIIEH  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++ LRK  
IPT  
Sbjct  65   
GDSTYYLIDTPGHIDFSPEMERAIQVMDFAIVIISAVEGIEGHTETVWNLLRKHQIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D   V++ +R + + D+      SL    + E   +      + E 
+++L



Sbjct  125  FINKTDRTGADAARVLEEIRSQFTTDVY--DISSLDNSSMSEAQIEF-----
IAERDEEL  177

Query  186  LEKYIAG--EPI-
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            L+ Y+    +PI   EK+    Q  +  + LFP  YGSA + +GI+   D    L 
+ I 
Sbjct  178  LDYYMDNGYQPILWMEKI----
QEMIISSRLFPCGYGSALQDIGIKEFFDQFHQLTKTIY  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
             +      G VFK+ Y   G R  +L+  SGTL +RD +        KIT++R  +  
+ 
Sbjct  234  RK-
DQPFAGRVFKIRYEQGGTRITFLKAISGTLHVRDELPYGDGMVEKITQIRKYNGKQF  292

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             + +    GEI  +   +     ++GD      ++   + +P LR+ +  +    +
+ +L
Sbjct  293  QQVNEVGAGEIFAVTGLT---
EAIVGDGVGAMLEKAVYELVPTLRSKVVVEDGVNKKEVL  349

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L+   +    +I L  +G++QLEV+  L+ E++ L     +P +
+Y E
Sbjct  350  
KLFRILEAEDPSLQITWEEKQQDIHLHVMGKIQLEVLQELVLERFSLNVHFGQPEILYKE  409

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                A     H E  P   +A + L + P    +G+ +ESR     L+ + Q+ +   
+ 
Sbjct  410  TIETATVGYGHFE--
PLRHYAEVHLRIEPGKRNTGITFESRCHTDDLSIANQHLICQHLF  467

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G  +TD K+    G  ++  +   DFR      L Q L++   
+LLEPY +
Sbjct  468  
ERDHHGILTGSPLTDIKVTLLTGRAHNKHTHGGDFREATFRALRQGLEKVQNRLLEPYYA  527

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    E + R   D        +T +   ++ + TG+ P      Y T LA +T 
G+ 
Sbjct  528  
FKIKVAIEQMGRVLADIQMAHGAFDTPETIDNKAIITGKAPVATFMEYSTILASFTQGKG  587

Query  602  VCLTELKGY  610
                   GY



Sbjct  588  QLSFTFAGY  596

>WP_075572878.1 elongation factor G [Colibacter massiliensis]
Length=690

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 189/677 (28%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       
+
Sbjct  69   
TAHWKDHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEI---  164
            P + FINK+D  G D  + V  ++D+L A+ +  Q               V++  
EI   
Sbjct  129  
PRIAFINKMDTTGADFLNCVDMMKDRLQANAVAIQLPIGAENDFTGIIDLVTMKAEIYGD  188

Query  165  -------VLEENTDIE---------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   V+E   D++           +A+ E +D L+EKY+ GE ++ +++ +  
++ V
Sbjct  189  
DLGKEINVVEIPDDMKDRAEEYHQIMIEAICETDDALMEKYLEGEELTVDEMKKAIRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++FPV  GSA K  G+Q L+DAV              G+     E            
Sbjct  249  
VTNAMFPVLCGSAYKNKGVQMLLDAVVDYMPSPLDIPPVKGIIPETEEPAERKADDKEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-----  304
                FK+       +  + R+YSGTL        AG      T+ +    G I+R     
Sbjct  309  SALAFKIMADPFVGKLAFFRVYSGTLE-------
AGTYVFNSTKGKKERVGRILRMHANH  361

Query  305  ---TDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                 TAY G+I  I+        D L D   P  L +  +   P P++   + 



PKT A 
Sbjct  362  REEVQTAYTGDIGAIVGLKDTTTGDTLCDEKAPIILEKMEF---
PEPVISVAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL++LA+ DP  + + D+ T + I+S +G + L+++   +S ++K++  V 
+P 
Sbjct  419  
QEKMGVALSRLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMSREFKVDCNVGKPQ  478

Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K          +      +    L + P   G+G ++E+++  G + + 
+  
Sbjct  479  
VAYRETIRKTVKQEGRFVRQSGGRGQYGDCWLELIPQEPGTGFEFENKIVGGAIPREYIG  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ V D K+    G Y+   S+   F+    +  ++  ++
+   
Sbjct  539  
SVEAGVKEAMETGVLAGFPVVDVKVVVFDGSYHDVDSSEMAFKIAGSMGFKEGARKADPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+   +  P++Y+     D       ++  +++         +P   +  Y 
TDL 
Sbjct  599  
LLEPYVKVEVVVPEDYMGDVIGDLNSRRGRVDGMEMRSGAEHINAFVPLAEMFGYATDLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR V       Y+
Sbjct  659  SKTQGRGVYTMTFDHYE  675

>WP_077714674.1 GTP-binding protein [Desulfotomaculum ferrireducens]
 AQS59609.1 translation elongation factor G [Desulfotomaculum 
ferrireducens]
Length=880

 Score = 262 bits (669),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 189/619 (31%), Positives = 298/619 (48%), Gaps = 
38/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESMLYLSGKIGKLGRVDNKDAYLDTYELERARGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEIGDTQITLLDTPGHIDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLDLYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IFINK+DQ G D   +++ ++ +L    I         +I+ E     + +D 
+  
Sbjct  121  IPVFIFINKMDQMGADKDRLIKELKSQLDDGCI------EFGQIMTE-----
DFYDQLAL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE Y+A   I  E++    +  + +  +FP ++GSA K  GI+P M  +      
Sbjct  170  RDEIMLEDYLATGYIEPEQI----
KTAIYERKVFPCFFGSALKLEGIEPFMQGIEKY--T  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +     A     +FK+   + G R  ++++  G L+++D +   G  K K+ ++RI 
S  
Sbjct  224  LIPSYPAEFGAKIFKIARDEQGTRLTHMKITGGRLKVKDVIT-
NGNWKEKVNQIRIYSGP  282

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    +    G I  +       P + + + +    P   P   ++          
I P+
Sbjct  283  KFEAVNEIEAGSICAVTGLSQTRPGEGLGIEEASDKPVLEPVLSYQ---------
IILPE  333

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  +L  L  + +  P L+   D    EI +  +G VQ+E++ +L+   + 
+E   
Sbjct  334  GCDPR-
VMLPKLRLIEEEQPELQIVWDEQLQEIQVQIMGEVQIEILQSLIKSYFDVEVAF  392

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                ++Y E          H E  P   +A + L + P   GSG+Q+ +  S   L 
+S+
Sbjct  393  DAGKIVYKETIANMVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLQFGTVCSEDVLGKSW  450

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V   +   + +G L G  +TD KI    G  +   +   DFR      + Q L 
E+ 
Sbjct  451  
QGLVLTYLEEKVHKGVLTGSAITDMKITLVSGKAHPKHTESGDFREATYRAVRQGLMEAE  510



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY  F L  P++ + RA  D  K   T E A+   +  V  G  P   ++ 
Y+ +
Sbjct  511  
SILLEPYYDFQLELPKKMVGRAMADIEKMHGTCELAETDGEMAVLVGSAPVVNMRNYQKE  570

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT GR      LKGYQ
Sbjct  571  VIAYTQGRGRLFCSLKGYQ  589

>WP_068105954.1 elongation factor G [Nocardioides dokdonensis]
 ANH36932.1 Elongation factor G [Nocardioides dokdonensis FR1436]
Length=703

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 192/680 (28%), Positives = 326/680 (48%), Gaps = 
73/680 (11%)

Query  1    MKII-
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAA  59
            +K++ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E+
+RGITI +A
Sbjct  9    
LKVVRNIGIMAHIDAGKTTTTERILFYTGITYKIGEVHDGGATMDWMEQEQERGITITSA  68

Query  60   
VTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             T+  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V     GV+ QT  ++    
K 
Sbjct  69   
ATTCWWKDHQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGVAGVEPQTMTVWRQANKY  128

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSL  160
             +P + F+NK+D+ G D    VQ++ D+L++                   D++  + 
++ 
Sbjct  129  
AVPRMCFVNKLDRTGSDFFHCVQTMVDRLNSTPLVLQLPIGAEGDFLGVVDLVGMRALTW  188

Query  161  SPEIVLEENTDIEAWDAVI----------------
ENNDKLLEKYIAGEPISREKLVREE  204
              E  + E+  IE   A +                E++D  +EKY+ GE  + E++    
Sbjct  189  
RGETTMGEDYTIEEIPADLAEQAAEYRVKLLETLSESDDDFMEKYLEGEDFTVEEVEAAI  248

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA------------  248
            +R      + PV  G+A K  G+QPL+DAV   L  P+   G QG A             
Sbjct  249  
RRATLADKINPVLCGTAFKNKGVQPLLDAVVKYLPSPLDVDGIQGHAVNNEDEPVVRKPS  308



Query  249  ----LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKG  300
                  G  +K+       +  Y+R+YSG L    TV  ++ GR++   K+ +M    
+ 
Sbjct  309  
DDEPFSGLAYKIAADPHLGKLTYVRVYSGKLAAGATVTNSVNGRKERIGKVYQMHANKRE  368

Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI    +   G+IV ++     +    L DP           P P++   I PKT 
+ +E
Sbjct  369  EIA---
SVGAGQIVAVMGLKDTKTGHTLCDPQHQVVLESMTFPAPVIEVAIEPKTKSDQE  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +L+D DP      D  T + I++ +G + LE++   +  ++++E  V 
+P V 
Sbjct  426  
KLGTAIQRLSDEDPTFTVNTDEETGQTIIAGMGELHLEILVDRMRREFRVEATVGKPQVA  485

Query  420  YME---RPLKAASHTIHIEVPPNPFWASIGLSVTP-----
LSLGSGVQYESRVSLGYLNQ  471
            Y E   +P+K  S+T   +   +  +A + +SV P      + G+G  + + V+ G 
+ +
Sbjct  486  
YRETIRKPVKNHSYTHKKQTGGSGQFAKVVISVEPNIDPETNTGAGYLFSNNVTGGRIPK  545

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  +V  G + GL+ G L G+ + D K+  E G Y+   S+   F+       +
+A++ 
Sbjct  546  
EYIPSVDQGAQEGLQFGVLAGFPMVDVKMSLEDGAYHDVDSSELAFKIAGLQAFKEAVRM  605

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP  +  +  P+ +L     D       I+  + +  ++V    +P   +  
Y 
Sbjct  606  
AKPVLLEPVFAVEVTTPESFLGTVIGDINSRRGQIQNQEERHGDMVIDALVPLSEMFGYV  665

Query  591  TDLAFYTNGRSVCLTELKGY  610
             DL   T+G++    E   Y
Sbjct  666  GDLRSKTSGQASYSMEFDSY  685

>WP_023606956.1 elongation factor G [Vagococcus lutrae]
 EST89203.1 elongation factor G [Vagococcus lutrae LBD1]
Length=696

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 199/673 (30%), Positives = 315/673 (47%), Gaps = 



73/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHDGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +FINK+D+ G D    V ++ D+L A+                I   + +  EI   
+  
Sbjct  132  
VFINKMDKIGADFLYAVGTLHDRLQANAHPVQLPIGSEDNFTGIIDLIKMKAEIYTNDLG  191

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             + W     +AV E +++L+ +Y+ GE IS ++L    +R     
Sbjct  192  
TDIREEEIPEEYAELAQEWREKLVEAVAETDEELMMRYLEGEEISEDELKAAIRRATIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PVY GSA K  G+Q ++D V             TG+     E+        A     
Sbjct  252  
EFYPVYCGSAFKNKGVQLMLDGVIDYLPSPTEVADITGIIPDTEEEVVRESSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A    RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVKNATKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P++   I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKHPVILESMEFPEPVIEVAIEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L++ DP  R   ++ T E I++ +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  425  



ALQKLSEEDPTFRASTNTETGETIIAGMGELHLDVIVDRMKREFKVEANVGAPQVSYRET  484

Query  424  ---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               P+  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV  G
Sbjct  485  
FRAPVVQAEGKFVRQSGGKGQYGHVWIEFTPNEEGGGFEFENAIVGGVVPREYIPAVEAG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G+  G+ + D K     G Y+   S+   FR  A + L  A K++   
+LEP 
Sbjct  545  
LKASMENGILAGYPLVDIKAKLYDGSYHDVDSSETAFRVAASMALRAAAKKAQPAILEPI  604

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTN  598
            ++  +  P++YL             +E  + +   + V    IP   +  Y T L   
T 
Sbjct  605  
MAVEIVIPEDYLGDIMGHVTARRGRVEGMEARTGGLQVVRAMIPLSEMFGYATTLRSSTQ  664

Query  599  GRSVCLTELKGYQ  611
            GR V       Y+
Sbjct  665  GRGVFTMVFDHYE  677

>WP_067618685.1 elongation factor G [Dissulfuribacter thermophilus]
 OCC15125.1 Translation elongation factor G-related protein 
[Dissulfuribacter 
thermophilus]
Length=679

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 194/662 (29%), Positives = 317/662 (48%), Gaps = 
67/662 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTTLTE +LY +G     G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
KIRNIGIIAHIDAGKTTLTERILYYTGKTHRIGEVHDGQATMDWMPEEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +++I+DTPGH+DF  EV RSL VLDGAI V  A   V+ Q+  ++H   
K  +
Sbjct  69   
TCFWRDSEIHIIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGCVEPQSETVWHQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTV----  158
            P + FINK+D+ G +    ++ +++KL A                   D+I K+ +    
Sbjct  129  
PKMAFINKMDRLGANFWGAIEEMKEKLGANPLVLTIPYGAEDDFKGVFDVIKKKLILWDE  188

Query  159  ----------SLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                       + P+   E E    E  +++ + N+ ++EKY+  EPI  +KL+    
+ 
Sbjct  189  ESLGQKFEELPVPPDFEEEVEKAHQELLESLADLNEDIMEKYLNEEPIE-
DKLI---HKA  244

Query  208  VQDASL----FPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS----  246
            +++A++     PV+ GSA K  G+QP++D ++             G     GE+ +    
Sbjct  245  
IREATIGLKGVPVFCGSALKNKGVQPVLDGISRYLPSPLDIPPVKGTDPKTGEEITRPSK  304

Query  247  --AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIV  303
              A L    FKV+  D G++  ++R+YSG L+  + V   G+ +K ++  +      
+  
Sbjct  305  FDAPLSALAFKVQM-
DQGRKMTFVRVYSGVLKAGEEVFNPGKNKKERVARLLQMHANKRE  363

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            R   A  G IV ++        D + DP         E   P++   + PKT+  +
+++ 
Sbjct  364  
RIQEAGAGSIVAVMGLKHTVTGDTICDPKNPILLEPIEAYQPVISVAVEPKTSKDQDKVD  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL++LA+ DP  +   D  T + I+S +G + L+V++  L  ++     V +P V
+Y E
Sbjct  424  
LALSKLAEEDPTFKVRYDEDTGQTIISGMGELHLDVLTHRLLREFNAPVRVGKPQVVYRE  483

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A  S     E+      ASI +   P   GSG    S +    L + ++  
+ D 
Sbjct  484  
TITKEAEVSEQFDREIAGTRQVASIVIRAVPRPRGSGNLVRSEIDPSLLPEGYEELILDA  543

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R GLE G+  G+ + D ++  +   ++  +ST   FR+ A   L +AL++    
LLEP 
Sbjct  544  
LRQGLESGVLRGYPMEDVEVVLKDATFHEGLSTEIAFRAAASQALRKALEDGDPVLLEPM  603

Query  540  



LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P E+L     D       IE    +    V     P   +  Y T L   
T G
Sbjct  604  
MKLEILVPDEFLGDCIGDLNSRNGKIEEISPRGAVQVVKAICPLANLFGYSTALRSLTQG  663

Query  600  RS  601
            R+
Sbjct  664  RA  665

>WP_048695560.1 elongation factor G [Catenovulum maritimum]
 KMT63790.1 elongation factor G [Catenovulum maritimum]
Length=695

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 199/674 (30%), Positives = 315/674 (47%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHKTGEVHDGAATTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCFWNEHRLNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
               IF+NK+D+ G D   VV  VR+ L+A+ +++   + +  + V               
Sbjct  126  
ARCIFVNKLDRMGADFYRVVDQVRNVLAANPLVMTLPIGIEDDFVGVVDVLSQKAYIWDD  185

Query  166  --LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN   TDI A              +  +E +D+L+  Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEVTDIPADLVEKAAEYREQLIETAVEQDDELMMAYMDGEEPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI--
GEQGSAA---------  248
             +D + FP Y GSA K  GIQ ++DAV            QP+  GE G A          
Sbjct  246  
TRDLAFFPTYCGSAFKNKGIQLVLDAVVDYLPSPTEVDPQPLTDGETGEATGETALVSID  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-



KITEMRIPSKGEI  302
              L    FK+     G    ++R+YSG +R  DT+  +  G+ E++ ++ EM    
+ E+
Sbjct  306  EPLRALAFKIMDDRFGA-
LTFIRIYSGVMRKGDTILNSFTGKTERIGRMVEMHADDRTEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D A  G+I+ ++   +V+    L DP           P P++   +APK     
E++
Sbjct  365  ---
DYAQAGDIIAVVGMKNVQTGHTLCDPKNPCTLEPMIFPEPVISIAVAPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELTVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
A+  
Sbjct  482  
ETITREVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFFPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  +E G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFKGMMETGTLAGFPVLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  +     V    ++P   +  Y   L   
T+
Sbjct  602  
IMKVDVFTPEDHVGDVIGDINRRRGMIKDQEAGATGVRVKADVPLSEMFGYIGHLRTMTS  661

Query  599  GRSVCLTELKGYQA  612
            GR     E   Y A
Sbjct  662  GRGQFSMEFSHYAA  675

>WP_099435968.1 elongation factor G [Cyanobacterium aponinum]
 PHV62332.1 elongation factor G [Cyanobacterium aponinum IPPAS 
B-1201]
Length=691

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 187/676 (28%), Positives = 309/676 (46%), Gaps = 



85/676 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI AA  
S  
Sbjct  12   
NIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAISTS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    + +
+P +
Sbjct  72   
WKEHRVNIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
             F+NK+D+ G +   V Q V+D+L A                   D++ ++         
Sbjct  132  
AFVNKMDRTGANFFKVYQQVKDRLRAPAIPVQIPIGSEDDFRGIVDLVAQKAYIYKDDLG  191

Query  158  ----VSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                V   P+ V E   +   +  +A+ E+++ LLEKY+A E I+ +++    ++     
Sbjct  192  
QDIEVVEIPDEVKELAQEYRGYLLEAIAESDESLLEKYLAEEEITEDEIKAVIRKGTIAG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQGS------
AALCGS  252
            +L P+  GSA K  G+Q L+DAV              GL  P GE+ +            
Sbjct  252  TLVPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPAIKGLL-
PSGEEETRHSSDEEPFSAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMRIP  297
             FK+  +D   R  +LR+YSG L               R+   + L   E++++ E
+R  
Sbjct  311  AFKIA-
SDPFGRLTFLRVYSGVLTKGSYVYNSTKDTKERMSRLIVLKANERIEVDELRAG  369

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              G  +       G+ +   +  + L  +               P P++   + 
PKT   
Sbjct  370  DLGAAIGLRKTITGDTLCDENHPIILESLYV-------------
PEPVISVAVEPKTTQD  416

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             ++L  AL  L+D DP  +  VD  T++ +++ +G + LE++   +  ++K+E  V 
+P 
Sbjct  417  
MDKLSKALQSLSDEDPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGQPQ  476



Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA +       +      +  + + V P   GSG ++ S++  G + + 
F  
Sbjct  477  
VAYRETIRKATTVEGKFIRQSGGKGQYGHVVIEVEPAEAGSGFEFNSKIVGGTIPKEFIP  536

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+   + G+  G+ V D K+    G Y+   S+   F+    + +   +++
+   
Sbjct  537  
AVEQGIKEACDSGIIAGYPVIDLKVTLIDGSYHDVDSSEMAFKIAGSMAIRDGVEKADPV  596

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+ +L     D       IE    +      T ++P   +  Y 
TD+ 
Sbjct  597  
LLEPMMKVEVEVPENFLGDVMGDLNSRRGMIEGMNNEDGLAKVTAKVPLETMFGYATDIR  656

Query  595  FYTNGRSVCLTELKGY  610
              T GR +   E   Y
Sbjct  657  SKTQGRGIFSMEFSNY  672

>WP_045924656.1 elongation factor G [Bifidobacterium asteroides]
 KJY49753.1 Elongation factor G [Bifidobacterium asteroides]
Length=708

 Score = 258 bits (660),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 196/705 (28%), Positives = 339/705 (48%), Gaps = 
92/705 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI  
AA+
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAI  70

Query  61   TSF---QWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            T+F   Q H    R ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  
++
Sbjct  71   
TAFWNRQSHDPEDRYQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVW  130

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------  156
                K  +P + FINK+D+ G D    V +++DKL    ++ Q                 
Sbjct  131  



RQADKYGVPRICFINKMDKLGADFYYSVDTIKDKLGVKPLVMQLPIGAESDFHGVVDLVR  190

Query  157  -----------------TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
                             T+ +  ++  + E    E  +AV E+++ LLEKY+ GE 
IS++
Sbjct  191  
MVAYYWKDEADLGAKYETIDIPDDLKDKAEQYHTELLEAVAESDEDLLEKYLGGEEISQQ  250

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
            ++    ++   + S FPV+ GSA K  G+QP++DAV                        
Sbjct  251  
EIRTAVRKMTIEQSAFPVFCGSAFKDKGVQPMLDAVVDYLPSPEDVPAIKGYKIGDESVE  310

Query  239  ---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
               +P  ++  +AL    FKV       + +Y+R+YSG +   +TV  + ++K     
K+
Sbjct  311  IDRKPTVDEPFSALA---
FKVATHPFYGKLIYVRVYSGKVAQGETVLDSTKDKKERVGKL  367

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M    +  +   D A  G I   +   +V   D L D   P  L    +   P 
P++ 
Sbjct  368  FQMHSNKENPV---DEAIAGNIYAFVGLKNVTTGDTLCDEKAPLVLESMTF---
PDPVIE  421

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PKT A +E++  AL +L++ DP  + + D  + + ++S +G +QL+++   +  
++
Sbjct  422  
VAVEPKTKADQEKMGIALQKLSEEDPTFQVKTDEESGQTLISGMGELQLDILVDRMRREF  481

Query  408  KLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--ES  462
             +E  V +P V Y E   +P+    +T   +   +  +A + ++  PL    G  Y  
E+
Sbjct  482  
HVECNVGKPQVAYRETIRKPVMNQEYTHKKQTGGSGQFAKVLMNFEPLDTSEGESYIFEN  541

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +V+ G++ + F  +V  G++  +E G L G+ V   K     G  +   S+   F+    
Sbjct  542  
KVTGGHITKEFIPSVDAGVQEAMESGVLAGFPVVGVKATLTDGQIHEVDSSEMAFKIAGS  601

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +  ++A  ++   +LEP ++  +  P+EY+     D      +I++        V   
++
Sbjct  602  



MCFKEAAPKAKPVILEPIMAVEVRTPEEYMGDVMGDINSRRGSIQSMTDATGVKVIDAKV  661

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            P   +  Y  DL   T GR++   ++  Y     AV   +I+ +R
Sbjct  662  PLSEMFGYIGDLRSKTQGRAMFTMQMDSYAEVPKAVSDEIIKAQR  706

>GBD01351.1 Elongation factor G [bacterium HR18]
Length=706

 Score = 258 bits (660),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 195/683 (29%), Positives = 316/683 (46%), Gaps = 
81/683 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +L+ +G +   G V +G    D M  E++RGITI 
AA T
Sbjct  12   
RIRNIGIMAHIDAGKTTTTERILFYTGRVHRIGEVHEGAATMDWMEQEKERGITITAAAT  71

Query  62   SFQWHRCK-------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            +  W   K       +NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  
++ 
Sbjct  72   
TCFWSGSKKDRPVHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETVWR  131

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLS  161
               K N+P + FINK+D+AG + +  ++ +R++L A+ +  Q              
+ L 
Sbjct  132  
QANKYNVPRIAFINKMDRAGANFEGTIEQMRERLKANPVPVQIPIGTGEMFRGVIDLVLD  191

Query  162  PEIVLEENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKL  200
              I+  + T    WD                     A+ E+ND+LL KY+ GEPI+ 
+++
Sbjct  192  
KAIIWHDETQGATWDEIEIPEDLKKEARHWRILMLEAIAEHNDELLMKYLEGEPITPDEI  251

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------  238
                ++      + PV+ GSA K  G+Q L+D V                          
Sbjct  252  
RATIRKATLKLDITPVFCGSAFKNKGVQRLLDGVLDYLPSPVDIPAIKGHHPETQEELER  311

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEM  294
             P  ++  +AL    FK+       +  + R+YSG L     V       RE++ +
+  M
Sbjct  312  HPSIDEPFSALA---



FKIMTDPYVGKLTFFRVYSGKLTKGQQVLNTTTGKRERIGRLLFM  368

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
                + ++   D    G+I   +    VR  D L DP   P +  R D P P++R  
I P
Sbjct  369  HANHREDV---DEVMAGDIAAAVGLKEVRTGDTLCDPDH-
PIQLERMDFPEPVIRIAIEP  424

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A  ++L + L +LA+ DP  R  VD  T + +++ +G + LE++   L  ++K
+E  
Sbjct  425  
KTKADSDKLANGLQKLAEEDPTFRVSVDPETGQTLIAGMGELHLEIIVDRLRREFKVEAN  484

Query  413  VKEPSVIYMERPLKAA--SHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            V  P V Y E  ++A    H +H  +      +A + +   P   G+G+++ + +  
G +
Sbjct  485  VGRPQVAYRE-
AIRAVVQEHYVHKKQTGGRGQFAEVYIEFGPNESGTGLEFINDIHGGVI  543

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + F  AV  GIR  + +G L G+ V   +     G  +   S    F     +    
A 
Sbjct  544  
PREFIPAVEKGIREAMNRGPLAGYPVEGVRARLYDGKTHPVDSDALSFEIAGRMAFRHAA  603

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +   L EP +   +  P+EYL     D       I +   ++D  V    +P   
+  
Sbjct  604  
RRADPVLKEPIMLVEVVTPEEYLGEVIGDLNSRRGRILSMSQRQDAQVVRALVPLAEMFG  663

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y TDL   T GR++   + + Y+
Sbjct  664  YSTDLRSLTQGRAIYTMQFETYE  686

>CDN15846.1 Translation elongation factor G [Richelia 
intracellularis]
Length=692

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 198/692 (29%), Positives = 319/692 (46%), Gaps = 
75/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 



AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWQDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-  166
            P ++F+NK+D+ G +   V++ VR++L  + I              I   V +   
I   
Sbjct  129  
PRIVFVNKMDRTGANFYRVLEQVRERLRTNAIAIQLPIGSENEFRGIVDLVRMCAYIYTN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++  ++ +  
++ V
Sbjct  189  
DQGTDIQQTDIPDEMQALVEESRTKLVEAVAETDDDLMGKYFEGEELTETEISKALRQGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P GE         
A L 
Sbjct  249  
LAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPPIQGKLPSGETVERYADDDAPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FK+   D   R  ++R+YSG  +    V  A +EK  +I  + +    E +  
D   
Sbjct  309  ALAFKI-
MADPYGRLTFIRVYSGIFKKGSYVYNATKEKKERIARLVVMKADERIDVDELR  367

Query  310  PGEIVILPSDSVRLNDVL-GD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G++      +V L D L GD       P RL        P P++   + PKT    
++L
Sbjct  368  AGDL----GAAVGLKDTLTGDTLCDKDSPVRLESLYI---
PEPVISVAVEPKTKNDMDKL  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL  L++ DP  R  +D  T++ +++ +G + LE++   +  ++K+E  +  P 
V Y 
Sbjct  421  
SKALQTLSEEDPTFRVSIDPETNQTVIAGMGELHLEILVDRMLREFKVEANIGAPQVAYR  480

Query  422  ERPLKAASHTIHIEVPPNPFWASIG---



LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E  LKAA+      +  +      G   + + P    SG ++ S++  G + + +   
V 
Sbjct  481  
ETILKAANKVEGKFIRQSGGKGQYGHVVVDIEPAEPESGFEFISKIVGGSVPKEYIGPVE  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++   E G+  G+ + D K     G Y+   S+   F+    + + +A  ++   
LLE
Sbjct  541  
AGMKETCESGILAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAMREAAMKASPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+ +L     D       IE    +      T ++P   +  Y TD+   
T
Sbjct  601  
PMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEDGLSKVTAKVPLAEMFGYATDIRSKT  660

Query  598  NGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             GR V   E   Y+     V + +I   + N+
Sbjct  661  QGRGVFSMEFSHYEEVPRNVSEAIIAKSKGNA  692

>WP_079561098.1 MULTISPECIES: GTP-binding protein [Lysinibacillus]
 SKB61219.1 small GTP-binding protein domain-containing protein 
[Lysinibacillus 
sp. AC-3]
 OXS74983.1 elongation factor G [Lysinibacillus sp. KCTC 33748]
Length=646

 Score = 257 bits (656),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 178/609 (29%), Positives = 294/609 (48%), Gaps = 
18/609 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IG+LAHVDAGKTT +E LL+ + +I   G V+   T  D   LERQRGITI A     
Sbjct  3    
VTIGVLAHVDAGKTTFSEQLLFHTNSIQARGRVDHQDTFLDNHELERQRGITIFAEQGRM  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                    ++DTPGH+DF  E+ R++ V+D AI+++SA +G+Q  T  ++  LR+ 
++PT
Sbjct  63   
TLGNDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGIQGHTETVWQLLRQYHVPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
              FINKID+ G ++++V+ +++   SAD++       S  +    + DI  W A  
E ++



Sbjct  123  FFFINKIDREGANVEAVMAALQKDCSADVLFVDEPLCSDYV----SNDIMEWLA--
ERDE  176

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL+ ++     S   L+   Q   Q+ + F  + GSA K  GI+  +     L      
Sbjct  177  HLLDAFLNETLDSSSCLIHLSQMIKQEKA-FLCFSGSALKDSGIKEFLTQFP-
LLTETQF  234

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
              +A   G VFK+ + D  QR  +++   GTL +RD ++  G    K+TE+R+ +     
Sbjct  235  NNNAPFQGEVFKIRH-DGHQRLTFIKALQGTLHVRDELSF-
GDVTEKVTEIRLYNGSRYE  292

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             +     GEI  +   S   + D++G            + +P L+  +  + A   
+ +L
Sbjct  293  TSQEVEAGEIFAVKGISQANIGDIIG----
CSSNSQPFELVPTLQAKVHYEGAQHIKDVL  348

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   +P LR        EI +  +G +QLEV+  +L +++ L+    EP +
+YME
Sbjct  349  
KTFRILEAEEPSLRVLWHEKFQEIHVHIMGVIQLEVLIEVLHDRFSLDISFSEPQILYME  408

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                  +   H E  P   +A + L + P + G+G  + +      L+   Q  +   
+ 
Sbjct  409  TIATTVTGYGHFE--
PLKHYAEVHLLMEPNTRGTGNTFINACHADDLSIGHQRLIEKHLF  466

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G+ VTD +     G  ++  +   DFR      L Q L+++   
LLEPY  
Sbjct  467  
ERDHHGLLTGFPVTDIRFTLLTGRAHNKHTEGGDFREATFRALRQGLEQAENVLLEPYYR  526

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F L AP +++ R   D  +   T +T  + + + + TG  P     +Y T  A 
YTNG+ 
Sbjct  527  
FKLKAPSDFIGRMMTDIQQVAGTFDTPIITEHDAIVTGRAPVSTFMSYSTTFAAYTNGKG  586

Query  602  VCLTELKGY  610
            V   +  GY
Sbjct  587  VLSLQFDGY  595



>WP_047876445.1 elongation factor G [Photobacterium aphoticum]
 KLU98738.1 elongation factor G [Photobacterium aphoticum]
 PSU55982.1 elongation factor G [Photobacterium aphoticum]
Length=695

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 199/689 (29%), Positives = 321/689 (47%), Gaps = 
72/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV+ V+  L A  +++   +    + V               
Sbjct  126  
SRLIFVNKLDRMGADFFNVVEQVKKVLGATPLVMTLPIGREEDFVGVVDVLTRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEVQDVPADMVDDVEAYREEMIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA--  248
             +D + FP + GSA K  GIQ ++DAV                     +P GE  + 
+  
Sbjct  246  
TRDLAFFPTFCGSAYKNKGIQLVLDAVVDYLPSPTEVDPQPLTNPETGEPTGEVATVSAD  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
              L    FK+   D      ++R+YSG +   DT+  A   K     ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFVRIYSGKIAKGDTILNAATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



                +A  G+I+ I+   +V+    L DP           P+P++   +APK     
E++
Sbjct  365  T---
SAQAGDIIAIVGMKNVQTGHTLCDPKHECTLEPMIFPVPVISIAVAPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P++  S+T   +   +  +  I   + P   GSG ++ S V  G + + F  
AV 
Sbjct  482  ETITTPVE-
DSYTHKKQSGGSGQFGKIDYRIKPGEQGSGFKFTSTVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  541  
KGFEGMMNTGPLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T
Sbjct  601  
PIMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKGDVPLSEMFGYIGTLRTMT  660

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            +GR     E   Y    A V + VI  ++
Sbjct  661  SGRGQFSMEFAHYAPCPANVAEKVIAEQK  689

>WP_088555345.1 elongation factor G [Calderihabitans maritimus]
 GAW94399.1 elongation factor G [Calderihabitans maritimus]
Length=693

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 312/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMIQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCYWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAIFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    V+ ++++L A                   D+I  + +    
Sbjct  129  
PRIAYINKMDRVGADFFRGVRMIKERLGANPVPIQLPIGAEESFRGVVDLISNKAIIYVD  188

Query  163  EI--------VLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++        + E+  D+ A       +AV E++++L+ KY+ GE +S E++    
++  
Sbjct  189  
DLGTRSEETEIPEDMVDLVAEYREKLLEAVAESDEELMIKYLEGEELSVEEIKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+D             AV G+    GE+           
Sbjct  249  
LAVKMIPVLCGSSFKNKGVQPLLDAIIDYLPSPTDVPAVRGIDPETGEEDRRISSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG LR    V       RE++ +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLTFFRVYSGVLRSGSYVYNSTKGKRERVGRILQMHANHREEI---  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A+ G+IV  +        D L +          E P P++   I PKT A +E+
+  A
Sbjct  366  
PEAFAGDIVAAVGLKETTTGDTLCEENHPIVLESMEFPEPVISVAIEPKTKADQEKMSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +  VD  T + I+S +G + LE++   L  ++K++  V  P V Y 
E  
Sbjct  426  
LQRLAEEDPTFKVHVDQETGQTIISGMGELHLEIIVDRLMREFKVDANVGRPQVAYKETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            L +         +      +  + L + PL  G G ++  ++  G + + +  AV  
G+R
Sbjct  486  
LSSTKVEGKFIRQTGGRGQYGHVWLELEPLERGKGFEFVDKIVGGVVPKEYIPAVEAGVR  545



Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+ V D ++    G Y+   S+   F+  A    +   +++   
LLEP + 
Sbjct  546  
EAMENGVIAGYPVVDVRVTLYDGSYHEVDSSEMAFKIAASQAFKAGAQKANPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVIGDLNARRGKVEGMEPRSGAQVIRGYVPLAEMFGYATDLRSRTQGRG  665

Query  602  VCLTELKGYQ  611
              + +   YQ
Sbjct  666  NYVMQFSHYQ  675

>WP_101640209.1 elongation factor G [Bacillus deserti]
 PLT31324.1 elongation factor G [Bacillus deserti]
Length=692

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 193/667 (29%), Positives = 308/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V+++ D+L A+     I I         I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLQANAHPIQIPIGAEDEFEAIIDLVEMNAVFYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++L+EKY+ GE +++E+L    ++   
D 
Sbjct  192  
TDIEVREIPAEHMDLALEYREKLIEAVAELDEELMEKYLGGEELTKEELKAAIRKGTVDV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G      E+              
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTDEEVIRHSDDKEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI +    
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEISQV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L        P P++  +I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMVFPEPVISLSIEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T +II++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQIIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRES  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G G ++E+ +  G + + +  AV+ G+   
L
Sbjct  489  
ARVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLEDSL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            ++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
DRGVLAGFPLVDVKAKLFDGSYHDVDSSEMAFKVAASLALKNAASKCKPVILEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P EYL     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRGTFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_058015803.1 elongation factor G [Bacillus pumilus]
 KRU14918.1 elongation factor G [Bacillus pumilus]



 AMM95962.1 elongation factor G [Bacillus pumilus]
Length=692

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLASGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D          E P P++   I PK+ A +++
+  A
Sbjct  366  



STVYAGDIAAAVGLKDTSTGDTLCDEKDTVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_047401463.1 elongation factor G [Bacillus anthracis]
 KHG63248.1 elongation factor G [Bacillus anthracis]
Length=692

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 311/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L    + E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILEFMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    



+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>OWV27159.1 GTP-binding protein [Fibrobacter sp. UWB1]
Length=142

 Score = 240 bits (613),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 113/137 (82%), Positives = 126/137 (92%), Gaps = 0/137 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIIN+GILAHVDAGKTTLTESLLY SGAI+E GSV++GTTRTDTM 
LERQRGITIQ AV
Sbjct  1    
MKIINLGILAHVDAGKTTLTESLLYTSGAIAELGSVDEGTTRTDTMNLERQRGITIQTAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGA+L++SAKDG+QAQTRILFHAL
+ M 
Sbjct  61   
TSFQWEDVKVNIIDTPGHMDFLAEVYRSLSVLDGAVLLVSAKDGIQAQTRILFHALQIMK  120

Query  121  IPTVIFINKIDQAGVDL  137
            IPT+ FINKIDQ G+DL
Sbjct  121  IPTIFFINKIDQEGIDL  137

>WP_093797719.1 elongation factor G [Sporomusa acidovorans]
 SDF74486.1 translation elongation factor 2 (EF-2/EF-G) [Sporomusa 
acidovorans]
 OZC13909.1 elongation factor G [Sporomusa acidovorans DSM 3132]
Length=691

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 193/675 (29%), Positives = 313/675 (46%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D   VV  ++ +L A+ +  Q                         
Sbjct  129  
PRMAYVNKMDITGADFYRVVDMMKSRLGANAVPIQLPIGFEDTFKGFVDLIEMKAVVYTD  188

Query  157  ---TVSLSPEIV--LEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS + EI   + EN ++      DAV E++D+L+ KY+ GE +S E++    
+   
Sbjct  189  
DLGKVSEATEIPEDMVENAELYHQNLLDAVAESDDELMMKYLEGEELSIEEIKAAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DAV              G+    GE+       
S   
Sbjct  249  
IACKMTPVLCGSSYKNKGVQPLLDAVVDYMPAPTDIPAIKGVHPETGEEDERKADDSLPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGQLASGSYVYNSTKGKRERIGRILQMHANHREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D     T    K          P P++   + PKT A 
+E+
Sbjct  366  ETVYTGDI----
AAAVGLKDTTTGDTLCDEKNAIILESMVFPDPVISIAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  V +P 
V Y
Sbjct  422  
MGVALNRLAEEDPTFRMRTDQETGQTIISGMGELHLDIIVDRMLREFKVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + +KA    +  +      +    L + PL  G G  +E++V  G + + +   



V
Sbjct  482  RETIRKTVKAEGKFVR-
QSGGRGQYGHCWLEIQPLEPGQGFIFENKVVGGAIPREYIGPV  540

Query  478  RDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G+  G+ + D K+    G Y+   S+   F+    +  +    ++   
+L
Sbjct  541  
EAGVKEAMETGVSAGYPMVDIKVTVYDGSYHDVDSSEMAFKIAGSMGFKAGAAKANPVIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY+   +  P++Y+     D       IE  + +         +P   +  Y 
TDL   
Sbjct  601  
EPYMKVEVIVPEDYMGDVIGDLNSRRGRIEGMEARAGAQSIKAFVPLSEMFGYATDLRSR  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     E   Y+
Sbjct  661  TQGRGNYSMEFDHYE  675

>WP_003648118.1 GTP-binding protein [Lactobacillus gasseri]
 ABJ59445.1 translation elongation factor 2 (EF-2/EF-G) 
[Lactobacillus gasseri 
ATCC 33323 = JCM 1131]
 EEQ26596.1 putative translation elongation factor G [Lactobacillus 
gasseri 
202-4]
 EFQ47048.1 putative translation elongation factor G [Lactobacillus 
gasseri 
MV-22]
 EQB84240.1 translation elongation factor [Lactobacillus gasseri 
2016]
 KFL95245.1 putative tetracycline resistance protein TetP 
[Lactobacillus 
gasseri SJ-9E-US]
 KFL97033.1 putative tetracycline resistance protein TetP 
[Lactobacillus 
gasseri SV-16A-US]
 PKZ70235.1 GTP-binding protein [Lactobacillus gasseri]
 PKZ71988.1 GTP-binding protein [Lactobacillus gasseri]
 PMB87166.1 GTP-binding protein [Lactobacillus gasseri]
Length=640

 Score = 256 bits (655),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 185/630 (29%), Positives = 301/630 (48%), Gaps = 
62/630 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D   LE++RGITI 



+ +
Sbjct  1    
MKKVTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIKTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKSHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    D + V+  +              +L    V   + D + ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKADKEKVLHDLS-------------
TLDDSCVEFGDEDSDFYEKIAT  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    I      +E Q  +    +FPVY+G+A K  G+   +  +    
+ 
Sbjct  168  ADEAILEEYLESGQIKD----
KEIQDLISQRKVFPVYFGAALKLKGVAEFLQGLDKWTKK  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS--  298
            I  + S      +FK+ + + G+R  +L++  G LR +  +        K+ E+R+ 
+  
Sbjct  224  I--EYSEKFASRIFKISHDEKGERLTWLKVTGGELRAKSELM----
PDEKVNEIRLYNGN  277

Query  299  ---------KGEIVRTD---
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                      GEIV      T YPG+ +    D +                      
P+L
Sbjct  278  KYEVVSSVQAGEIVAVSGLKTTYPGQGIGFEKDQMNFT-----------------
MQPVL  320

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               +   T  +    L AL QL D +P L  + D  T EI +  +G++QLE++  
+L ++
Sbjct  321  NYAVQT-
TPDKTHATLAALRQLEDENPQLHVKWDKQTEEISIDVMGKIQLEILQQILHDR  379

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE    +  ++Y E    +     H E  P   +A + L + P  LGSG+ +++  
SL
Sbjct  380  FNLEVEFTQGKILYQESIRNSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSL  437

Query  467  GYLNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L + +Q+ V + +      G L G  +TD +I    G   +  +   DFR      
+ 
Sbjct  438  
EVLPKKWQDQVMESLANKEHLGVLTGSPLTDVEITLIGGRGSNVHTVGGDFREATYRAVR  497

Query  526  QALKESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            Q L E   Q    LLEP+  F L   Q+ + RA +D  K     +  +   D V  
TG+ 
Sbjct  498  
QGLMELKAQNQVSLLEPWYQFTLRINQDQVGRAINDIEKMGGKFKIGESDHDIVTITGQA  557

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   +Q Y T++  Y++G         GYQ
Sbjct  558  PVAQMQDYATEVRNYSHGSGQLECLFAGYQ  587

>AVK85207.1 elongation factor G [Lysinibacillus sp. B2A1]
Length=646

 Score = 257 bits (656),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 182/607 (30%), Positives = 292/607 (48%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LL+ + +I   G V+   T  D   LERQRGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQLLFHTKSIQARGRVDHQDTFLDNHELERQRGITIFAEQGRLTI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+VISA +G+Q  T  ++H LR+ 
+IPT  
Sbjct  65   
GNDTYTLIDTPGHVDFSPEMERAIRVMDYAIIVISAVEGLQGHTETVWHLLRQYHIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G  +  V+  ++   S D+++   +  S  +     ++I  W A  E 
+D L
Sbjct  125  FINKIDREGAAVDHVMAQLQKDYSEDVLLVNEMFHSDYM----PSNIMEWLA--
ERDDNL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +     +   Q  ++    F  + GSA K +GIQ  + A   L        
Sbjct  179  LDAFL-NETLDNTHCLAHLQALIKQEKAFLCFTGSALKDMGIQEFL-
AQLPLLTETHFDA  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305



            +A   G VFK+ + D  QR  +++   GTL +RD  +  G    K+TE+R+ +       
Sbjct  237  AAPFQGEVFKIRH-DGHQRLTFIKALQGTLHIRDEFSF-
GDVTEKVTEIRLYNGHRFEAV  294

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   S+  +  +LG  +  P+     + +P L+  +  +     + 
+L  
Sbjct  295  QEVTAGEIFAVKGLSLANIGAILGSSSN-PQPY---
ELVPTLQAKVQYEGEQHIKEVLKI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV+  +L++++ L     EP +
+YME  
Sbjct  351  
FRILEAEEPSLRVIWHEKFQEIQVHIMGVIQLEVLIDVLNKRFSLAISFGEPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P + G+G+ + +      L+   Q  +   
+   
Sbjct  411  ASTVTGYGHFE--
PLKHYAEVHLLMEPSARGTGITFVNACHTDDLSVGHQRLIEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  
EHHGLLTGFPVTDIRFTLVTGRAHIKHTEGGDFREATFRALRQGLEQAENVLLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            L A  +++ R   D  +   T +   + +D+VV TG  P     +Y T  A YTNG
+ V 
Sbjct  529  
LKASTDFIGRMMTDIQQAFGTFDPPIISEDDVVITGRAPVATFMSYSTTFAAYTNGKGVL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  SLQFDGY  595

>WP_105109217.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_057138417.1 GTP-binding protein [Lactobacillus plantarum]
 KPU87642.1 elongation factor G [Lactobacillus plantarum]
 ARO08265.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 257 bits (657),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  



Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L  L QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAVLRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR +    L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQAGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREVTWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607



>WP_095246001.1 elongation factor G [Bacillus sp. 7894-2]
 PAE22982.1 elongation factor G [Bacillus sp. 7894-2]
Length=692

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 309/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    ++++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKIGADFLYSLKTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLIEMKATFYGNDL  190

Query  169  NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE  D                  AV E +++L+EKY+ GE I+ E+L    ++   
+
Sbjct  191  
GTDIEDRDIPAEYMDQAEEYREKLIEAVAELDEELMEKYLGGEEITNEELKAAIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV              G      E+        A    
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPSIKGTLPDTEEEVTRPSSDDAPFSA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI     
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI---SV  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D   L      E P P++  +I PK+ A ++++  
AL 



Sbjct  368  
VHSGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSIEPKSKADQDKMTTALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  428  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRG  487

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++E+ +  G + + +  AV+ G
+   
Sbjct  488  
SAKVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLEDS  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP 
+   
Sbjct  548  
LDRGVLAGFPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR   
Sbjct  608  
VVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTF  667

Query  604  LTELKGYQ  611
                  Y+
Sbjct  668  SMHFDHYE  675

>WP_022782312.1 GTP-binding protein [Lachnospiraceae bacterium 
NK4A136]
Length=880

 Score = 261 bits (668),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 185/636 (29%), Positives = 309/636 (49%), Gaps = 
33/636 (5%)

Query  7    
GILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWH  66
            GILAHVDAGKTTL+ESLL+ +G I   G V+   T  DT  +ER RGITI +        
Sbjct  8    
GILAHVDAGKTTLSESLLFNTGVIKSAGRVDSKNTYLDTDQVERSRGITIYSKNARLPIS  67

Query  67   R-
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF  E  R+L+VLD AIL+IS   GVQ  T+ L++ L+  



NIPT+I
Sbjct  68   
DLSDLILIDTPGHVDFSTETERALSVLDFAILLISGSSGVQPHTKTLWNLLKIYNIPTLI  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D  G D   ++  ++ KLS  ++     S    I   E +    ++ V   
++ +
Sbjct  128  FVNKMDMPGTDSDKLLSEIKSKLSGSVVAFSDFSNEEYITRAEES---
VYEDVASCDETV  184

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE--  243
            ++K+++   ++ + +     +   +  +FP+++GSA K  G+   +D +  +  PI 
E  
Sbjct  185  MDKFLSDGSLNNDDI----NKLFYERKIFPLFFGSALKNQGVDIFIDFLRKI-
NPINEAN  239

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            Q        V+K+ + D G+R  YL++ SG+L+++   ++ G E  K+ E+R  S  
+  
Sbjct  240  QNQDEFGAMVYKISHDDQGKRLTYLKVTSGSLKVK---SMLGEE--
KVNELRAYSGIKYT  294

Query  304  RTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G++V +P     LN+   GD     + R+     P L   +         
R+L
Sbjct  295  SLSEATKGDVVAIPG----
LNNTHAGDTFGCAKNRFSSVLAPALSYAVHYPKDMDNTRML  350

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              LT+L D DP L    +S T EI +S +G +Q EV+   L  +Y ++    +  + 
Y E
Sbjct  351  
QILTELQDEDPSLNVAYNSETREINVSLMGDIQTEVLKNTLITRYGVDVTFSDGKICYKE  410

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                +A    H E  P   +A   + + PL  G+G++Y++ +S   L++++Q  +   
++
Sbjct  411  TIDGSAIGVGHFE--
PLRHYAEAQIKLEPLERGAGMEYDADLSTDLLDKNWQRLILTHMQ  468

Query  483  YGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---LKESGT-
QLLE  537
                +G L G  +TD K+    G  +   +   DFR      + Q    L+E G  
++LE
Sbjct  469  
ERWHRGVLIGAPLTDVKLTLVAGKAHVKHTEGGDFRQATYRSIRQGLMKLREMGACRILE  528

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCAT--



IETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            PY  + L  P   + RA  D      T  I     + +    TG+ P   +  Y  
++  
Sbjct  529  
PYYEYTLKIPDNLVGRAMTDIASMNGTSSITDNDYENNLTTLTGKAPVSTMNGYLKEVTA  588

Query  596  YTNGRSVCLTELKGYQAAVGQPVI---QPRRPNSRL  628
            Y+ G       L GY+    +  +    P  P S +
Sbjct  589  YSKGLGELSLSLAGYELCHNEEEVIASHPYNPESDI  624

>WP_072152530.1 elongation factor G [Weissella viridescens]
 SOB43963.1 elongation factor G [Weissella viridescens]
Length=706

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 188/678 (28%), Positives = 319/678 (47%), Gaps = 
74/678 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ+A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAATTAV  73

Query  65   WHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH           ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  
++  
Sbjct  74   
WHGFHDQYKNDPFRINIIDTPGHVDFTIEVERSLRVLDGAVAVLDGSAGVEPQTETVWRQ  133

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
                ++P ++F+NK+D+ G D    V S++D+L A                   D
+I K+
Sbjct  134  
AETYDVPRIVFVNKMDKMGADFGMSVDSLKDRLDANAKAVQWPIGAEDDFAGIIDLITKE  193

Query  157  ----TVSLSPEI-----------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLV  201
                T  L  E            ++EE  + E  +A+ + +D++++KY+ GE IS 
++L 
Sbjct  194  AWYPTTELGEEWEVRDMPADYADLVEEKYN-
ELVEAIADVDDEIMDKYLGGEEISADELK  252

Query  202  REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQ----  244
               +R   +   +PV+ GSA K  G+Q ++D V   L  P+            GE+    
Sbjct  253  
AAIRRATLNLEFYPVFAGSAYKDKGVQMVLDGVVDYLPSPLEVKPYVATDPKTGEEVDLI  312



Query  245  --GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPS  298
                       FKV       R  +LR+Y+G+L     V    R+K     ++ +M   
S
Sbjct  313  
ANDEDPFAALAFKVMTDPFVGRLTFLRVYTGSLEAGSYVMNTSRDKRERVGRLLQMHATS  372

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + EI      + G+I   +   +    D L  P R       E P P+++  I P 
T A 
Sbjct  373  RTEIPEV---
FSGDIAAAIGLKATTTGDSLTAPDRPLVLESMEFPDPVIQLAIEPATKAD  429

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++ +AL +LA+ DP  R E +  T + ++S +G + L+++   L  ++ ++  V  
P 
Sbjct  430  
QDKMSNALQKLAEEDPSFRAETNEETGDTLISGMGELHLDIIVDRLKREFGVDANVGAPQ  489

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K   A      +      +  + +  +P   G+G ++E  +  G + + 
+  
Sbjct  490  
VAYREAFTKTVQARGYFKRQSGGKGQYGDVWIEFSPNEEGAGFEFEDAIVGGAVPREYIP  549

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G+R  +  G + G+ + D K     G Y+   S+ A F+  A + L +A K 
+G  
Sbjct  550  
SVEAGLRDSMNAGPIAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALREAAKTAGAV  609

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++ L             +E  + + + ++   ++P   +  Y 
T L 
Sbjct  610  
ILEPIMRVDITVPEDNLGDVMGHVSARRGLLEGQEQRGNSMIIHAKVPLSEMFGYATTLR  669

Query  595  FYTNGRSVCLTELKGYQA  612
              T GR     +   Y+A
Sbjct  670  SSTQGRGTFQMQFDHYEA  687

>WP_090076423.1 GTP-binding protein [Lachnospiraceae bacterium C7]
 SFG19500.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium C7]
Length=926

 Score = 262 bits (670),  Expect = 5e-73, Method: Compositional 



matrix adjust.
 Identities = 204/661 (31%), Positives = 314/661 (48%), Gaps = 
55/661 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILAHVDAGKTTL+E+LLY +G I + G V+      DT  +ER RGITI 
+  
Sbjct  1    
MKKINIGILAHVDAGKTTLSEALLYKTGQIRKLGRVDHKDAFLDTDSMERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVIS  D VQ+ TR ++  L
+  N
Sbjct  61   
ARIKTQEMDITLLDTPGHVDFSAEMERTLEVLDYAILVISGTDKVQSHTRTVWKLLKHYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-------DIE  173
            +PT IF+NK+D  G D + V++ ++  LS      + V  S  ++ EEN+       
D E
Sbjct  121  VPTFIFVNKMDLVGADKEEVLKDLKSGLS-----NECVDFS--
VLFEENSGNSDKLNDFE  173

Query  174  AWDAVIENNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
               AV  ++++LL+ Y+    +S E +     QR+V     FP  +GSA K  G++ 
L  
Sbjct  174  EEIAV--SDEQLLDTYMESGELSLEDIATVISQRKV-----
FPCVFGSALKVEGVEELYS  226

Query  233  AVTGL-
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
             +     QP   +  +     ++K+ + D G+R  +L++  G+L+++D +  A   
K   
Sbjct  227  IIEKYTIQP---
KYQSEFGAKIYKIGHDDSGKRLTFLKVTGGSLKVKDLIEYADLSKKES  283

Query  290  --------------
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPR  335
                          KI ++RI S  +    D    G +  +    + L            
Sbjct  284  TEESVKDEIATIAEKIDQIRIYSGEKFEAVDMVEAGTVCAV----
IGLTKTQAGMGLGFE  339

Query  336  KRWREDPL-
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
            K  RE  L P+L   +       + ++L  L  L + DP L    +    EI +  
+G V
Sbjct  340  
KNERETILEPVLNYQVFFPDNITKTQMLQNLRVLEEEDPKLNVVWNEELKEIHVQLMGPV  399

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454



            Q+EV++ L+ E++ +     E S++Y E   +      H E  P   +A + L + 
P   
Sbjct  400  QIEVLTHLVKERFDINVSFGEGSIVYKETVAEPVEGVGHFE--
PLRHYAEVHLLIEPGER  457

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            GSGV   S  S   L  ++Q  +   I     +G L G  +TD KI    G  +   
+  
Sbjct  458  
GSGVTVASSCSTDILELNWQRLITTHIEEKEHKGVLTGSGLTDVKITILTGRAHQKHTEG  517

Query  514  ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI---
ETAQV  570
             DFR      +   L ++   LLEPY  F +  P+E L RA  D  +  A     E  
Q+
Sbjct  518  
GDFRQATYRAIRNGLMKAQNVLLEPYFKFEIEVPKENLGRALSDMEQNFAKYNSPEFLQI  577

Query  571  KKDEVV-FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-
QPVIQPRRPNSRL  628
              +E    TG++P   +  Y++ L  YT+GR   +  L GY      + VI  R  
N  +
Sbjct  578  
NGEEWTRLTGKVPVSTVTNYKSILNEYTSGRGKIMLNLDGYDICHNPEEVIAKRAYNPEM  637

Query  629  D  629
            D
Sbjct  638  D  638

>WP_066192178.1 MULTISPECIES: elongation factor G [Bacillus]
 PKG28740.1 elongation factor G [Bacillus horneckiae]
Length=692

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 310/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPE----
IVLEE----------N  169
            +F+NK+D+ G D    + ++ D+L A+   I+  +    E    I L E           
Sbjct  132  
VFVNKMDKLGADFLYSLGTLHDRLQANAAAIQLPIGAEDEFKGIIDLIEMKATFYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E ++ L+EKY+ GE IS E+L    ++   
+ 
Sbjct  192  
TDIEEREIPAEYMDQAEEYREKLIEAVAELDEDLMEKYLGGEEISNEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV                 P  E+         A     
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVIAYLPSPLDVPAIKGTTPDTEEEVTRPSSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSTKGKRERVGRILQMHANSREEI---SVV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +        D L D   L      E P P+++ +I PK+ A ++++  
AL +
Sbjct  369  
HAGDIAAAVGLKDTTTGDTLCDEKDLVILESMEFPEPVIQLSIEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRAS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G G ++E+ +  G + + +  AV+ G+   
L
Sbjct  489  
ANVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
ERGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILEPVMKIEV  608

Query  545  



YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL     +       +E    + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
IIPEEYLGDIMGNVTSRRGRVEGMDARGNAQVVRAMVPLSEMFGYATSLRSSTQGRGVFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_012993096.1 elongation factor G [Mageeibacillus indolicus]
 ADC91029.1 translation elongation factor G [Mageeibacillus 
indolicus UPII9-5]
 PNH19979.1 elongation factor G [Mageeibacillus indolicus]
Length=688

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 184/668 (28%), Positives = 313/668 (47%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G +  D M  E++RGITIQ+A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLFYTGKIHKIGETHEGASTMDFMAQEQERGITIQSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+P +
Sbjct  72   
WKGCRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKGGVEPQTETVWRQADHYGVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE---  167
             ++NK+D  G D    VQS++D+L  + +  Q               +S+  E+  
+   
Sbjct  132  
AYVNKMDILGADFFRSVQSMKDRLHTNAVPIQIPIGKEENFRGLVDLMSMKAEVYADELG  191

Query  168  ---ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E  DI A        W     +++ E ++ L  +++ GE IS + LV   ++     
Sbjct  192  
TKPETVDIPADLLDLAKEWREKMVESICETDEDLTMRFLEGEEISVKDLVAALRKATIAC  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
             + PV  GS+ K  G+Q ++DAV                           P  ++   
AL
Sbjct  252  



KITPVVCGSSYKNKGVQRMLDAVVDYLPSPVDIPGIKGINPDTDEEVIRHPSDDEPFTAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSKGEIVRTDTA  308
                FK+       +  + R+Y+GTL     V  +  R+K +I  + +         
D  
Sbjct  312  A---
FKIMVDPFVGKLCFFRVYAGTLESGSYVLNSTKRKKERIGRILLMHANHREEIDKV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D+L D          E P P++   I PK+ A +++++ 
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTADILCDEDHPIIMDSMEFPEPVISVAIEPKSKASQDKMMIALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP      D+ T + I++ +G + L+++   L  ++K+E  V  P V Y E   
+ 
Sbjct  429  
LAEEDPTFHTYTDAETGQTIIAGMGELHLDIIVDRLFREFKVEANVGAPQVAYKETIRKS  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +KA    +        +   I L +TP+  G G  +E++V  G + + +   +  
GI+  
Sbjct  489  VKAEGKFVRQSGGRGQYGHCI-
LELTPVEPGQGYSFENKVVGGAIPKEYIAPIDQGIQEA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ V D K+    G Y+   S+   F+    +  ++ ++++   LLEP 
+   
Sbjct  548  
MQSGVLGGYPVVDVKVAVIDGSYHDVDSSEMAFKIAGSMGFKEGMRKADPVLLEPIMRVD  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       IE  +      +    +P   +  Y T L   T 
GR V 
Sbjct  608  
ITVPEEYMGDVMGDISSRRGRIEGMEALNGAQIIRAFVPLSQMFGYATALRSRTQGRGVF  667

Query  604  LTELKGYQ  611
            + ++  ++
Sbjct  668  VMQIDHFE  675

>WP_075075974.1 elongation factor G [Stenotrophomonas maltophilia]
 KZE54351.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678



 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTVTPWDQAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
RGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_090003432.1 elongation factor G [Candidatus Frackibacter sp. 
WG12]
 SEM49935.1 elongation factor G [Candidatus Frackibacter sp. WG12]
Length=689

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 182/673 (27%), Positives = 312/673 (46%), Gaps = 
65/673 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRVHKMGETHDGASQMDWMEQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V  +  GV+ Q+  ++    + N
+P +



Sbjct  72   
WQDYRINIIDTPGHVDFTVEVERSLRVLDGAIGVFCSVGGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             FINK+D+ G D  +VV  + +++ A+                         I+    
+ 
Sbjct  132  
AFINKMDRTGADFYNVVDMMDERIDANPVPIQLPIGKEDNFAGVVDLVGMKAIVYDDELG  191

Query  160  LS------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +       PE ++EE  +      +A+ + +++ + KY+ GE I+ +++    ++ 
V D 
Sbjct  192  
IEYEEQEIPEDLVEEAEEYRELLLEAIADVDEEFMMKYLEGEEITEDEIKDGIRKGVLDI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQGS------
AALCGS  252
               PV  G+A K  G+QP++DAV              G+     E+ +      A     
Sbjct  252  
EFTPVLCGTALKNKGVQPILDAVVDYLPSPVDIPPVEGIIPRTEEKATRPADDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK----
ITEMRIPSKGEIVRTDTA  308
             FK+       +  + R YSG L     V  + +E+ +    I +M    + E    
D  
Sbjct  312  AFKIMTDPYVGKLAFFRAYSGVLEAGSYVYNSIKEEKERVGLILQMHANHREE---
RDQV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G++   +   +    D L D          E P  ++   I PKT   +++L  
AL  
Sbjct  369  
YAGDLAAAVGLKNTTTGDTLCDADDPIILESMEFPDTVIDVAIEPKTQKDQDKLGQALQS  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  +   D  T + ++S +G + LEV+   L  ++ +E  V +P V Y E   
+ 
Sbjct  429  
LAEEDPTFKVRTDDETGQTVISGMGELHLEVIVDRLMREFSVEANVGQPQVAYRETIKKK  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +A    I  +      +  + + + PL  G G ++E  +  G + + + ++V 
DGI   
Sbjct  489  TEAEGKFIR-
QSGGRGQYGHVIIEMEPLPAGEGFEFEDNIVGGVVPRDYISSVEDGIEEA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G+  G+ V D K+    G Y+   S+   F+    +  +   K++   LLEP 



+   
Sbjct  548  
MENGILAGYPVVDIKVSLNDGSYHEVDSSEMAFKVAGSMAFKNGAKQAKPVLLEPIMEVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D     A +E  + + +  V   ++P   +  Y TDL   T 
GR+  
Sbjct  608  
VVTPEEYMGDVIGDLNGRRAKVEGMEQRGNAKVIKADVPLSEMFGYATDLRSNTQGRANY  667

Query  604  LTELKGYQAAVGQ  616
            + +   Y    G 
Sbjct  668  VMQFSHYGEVPGN  680

>WP_044963795.1 GTP-binding protein [Clostridiaceae bacterium MS3]
Length=898

 Score = 262 bits (669),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 189/635 (30%), Positives = 313/635 (49%), Gaps = 
63/635 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E +LY SG + + G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGILYRSGMLRKIGRVDNGDAFLDTYALEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W   +V+++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFRWKNMEVSLLDTPGHVDFSAEMERTLQVLDAAVLVISGADGVQGHTQTLWQLLKRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D +++ + ++ +L    +              E    + ++    
Sbjct  121  IPVFLFINKMDQNGTDKEALKRELKARLDEGCVD-----------
FGEGFTEDFYEQCAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++  L+ ++       E+L    +R +++  LFP +YGSA K  G+   +D   
GL + 
Sbjct  170  CDETALDFFLEKGEFPEEEL----RRLIRERKLFPCFYGSALKLTGVDEFLD---
GLERF  222

Query  241  IGEQGSAALCGS-VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------
KLKITE  293
            +       + G+ VFK+   D G R  Y+++  G+L+++  +   G+       + 



K+ +
Sbjct  223  
VSVPVYGKIFGAKVFKIARDDQGNRLTYMKITGGSLQVKAVLTNEGKAGEKEVWEEKVNQ  282

Query  294  MRIPS--KGEIVRT------------DTAYPGEIVILPSDSVR--
LNDVLGDPTRLPRKR  337
            +RI S  K E+V              +  +PGE +   + S    L  VL    
RLP   
Sbjct  283  
IRIYSGDKYELVNEVQAGSVCAVTGLNHTHPGEGLGAEAASAAPVLEPVLTYSIRLP---  339

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
             +E P+P+               +L  L QL + +P L    D    EI    +G 
VQ+E
Sbjct  340  -QECPVPV---------------
MLPRLRQLEEEEPELHIVWDERLQEIQAQVMGEVQIE  383

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++ +L+ E+++        +++Y E          H E  P   +A + L + P   
GSG
Sbjct  384  ILKSLIQERFQTAVEFGAGNIVYKETITDTVEGVGHFE--
PLRHYAEVHLLLEPGERGSG  441

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            +Q+++  S   L++++Q  V   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  442  
LQFDTDCSEDILDRNWQRLVITHLEEKDHRGVLTGSVITDMKITLLTGRSHIKHTEGGDF  501

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      +   L ++ + LLEP+  F L  P++ + +A  D  K   T E  + +
+D  V
Sbjct  502  
RQATYRAVRHGLMQAHSILLEPWYQFRLEVPEKMVGKAMTDIEKMHGTFEAPRTEEDMAV  561

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             TGE P   ++ Y+ ++  YT G       L GY+
Sbjct  562  LTGEAPVFTMRDYQKEVIAYTKGYGRLFCTLLGYR  596

>WP_003495873.1 GTP-binding protein [Clostridium sporogenes]
 EHN13396.1 putative tetracycline resistance protein [Clostridium 
sporogenes 
PA 3679]
Length=651

 Score = 257 bits (656),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 166/614 (27%), Positives = 297/614 (48%), Gaps = 
27/614 (4%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPEI+          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKPLNSDELSPEII----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++ + LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKSELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYISVDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L + P    SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--



PLKHYCEVHLKLEPGERNSGITFESTCHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  +      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHVFEKDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_100478086.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL73012.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 204/680 (30%), Positives = 311/680 (46%), Gaps = 
90/680 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    



+R
Sbjct  189  
QWQEGAATTVIPWDQAARAQWQARREALVEAVADHDEELADAWLEGRVIGAGMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKT  354
            + A  G+IV +    D+V    + G          RE PL         P+L   + 
P  
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSG----------
REQPLRLENIQAQAPVLAWRLEPAR  414

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA   R+   L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  
V 
Sbjct  415  
AADLIRMAQGLASLAQEDPSFRVETDRDTAETLIWGMGELHLEVMVERLRSEWKVDVAVG  474

Query  415  EPSVIYMERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E P++A +  +     +      +A + L V P      V +  R+  G 
+ +
Sbjct  475  APRVAYQETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDRIVGGVVPR  533

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SF  AV  G+R  L +G  G  V   ++    G  ++  S+   F       ++ 
AL E 
Sbjct  534  
SFIAAVEKGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEG  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GTQLLEP ++  +++P   +     D  +    I   + +      +G  P   +  
Y T
Sbjct  594  
GTQLLEPVMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTT  653

Query  592  DLAFYTNGRSVCLTELKGYQ  611



             L   + GR+     L GY+
Sbjct  654  SLRSLSQGRASSEAHLHGYE  673

>WP_063851738.1 GTP-binding protein [Lactobacillus plantarum]
 KZU55761.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 257 bits (657),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 302/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDALEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +  +      A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDQPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE



Sbjct  291  KYATTSALTVGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_087370265.1 GTP-binding protein [Pseudoflavonifractor sp. An44]
 OUN97657.1 translation elongation factor G [Pseudoflavonifractor 
sp. An44]
Length=847

 Score = 261 bits (667),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 191/626 (31%), Positives = 304/626 (49%), Gaps = 
31/626 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +  GI+AHVDAGKTTLTE++LY +G I   G V+ G    DT  LER+RGITI 
A  
Sbjct  1    
MKRLTTGIMAHVDAGKTTLTEAMLYLTGNIRHLGRVDHGDAFLDTQELERERGITIYAKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



               +    ++ +VDTPGH+DF AE  R+L VLD AILV+SA DGVQ  T  L+  L 
+  
Sbjct  61   
AILRRGDLELTLVDTPGHVDFSAETERALQVLDCAILVVSAADGVQGHTETLWQLLEEAG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NK+DQ      ++++ +  +L    +       +PE   E             
Sbjct  121  VPVFLFVNKMDQPNEGKDAILKQLEGRLGHGFVDMA----NPEARGE---------
GAAL  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
             +++L+E+Y++GE  ++E+L       V    LFPVY+GSA +  G++ L+D +     
+
Sbjct  168  CSEELMERYLSGEEFTQEELA----
ALVVQRQLFPVYFGSALQVEGVEELLDGIEAYTLE  223

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   Q   A    VFK+   + G+R  +L++  G LR+R+ +     E+ K+ ++R
+ S 
Sbjct  224  PEWPQDFGA---RVFKITRDERGERLTWLKVTGGQLRVREVLHGPNWEE-
KVNQIRLYSG  279

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL-
PMLRTTIAPKTAAQR  358
             +    D A  G +  +      L            + W    L P+L   + P      
Sbjct  280  AKFTAVDVAPAGTVCAVTG----
LTRTTAGEGLGAEENWTGPRLEPVLSYQVIPPEGVDA  335

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              LL+ L +L + DP L+ E +    ++ +  +G+V  EV+   L  ++ L+      
S+
Sbjct  336  
STLLERLRRLEEEDPQLQVEWEPHAEQVRVKLMGQVHREVLERELRRRFDLDVTFGPGSI  395

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y+E   K      H E  P   +A + L + PL  G+G+Q ++  S   L+ ++Q  
+ 
Sbjct  396  VYLETLAKPVEGVGHFE--
PLRHYAEVHLLLEPLERGAGLQIDTVCSEDVLDGNWQRLIL  453

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +      G L G  +TD K+    G  +   +   DFR      + Q L    T 
LLE
Sbjct  454  
THLVERQHVGVLTGSPITDLKLTLLTGKGHLKHTEGGDFRQATYRAIRQGLMMGETILLE  513

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597



            P+ +F L  P E + RA  D  + C   E  Q++ +  V TG +P   +  Y + 
+A YT
Sbjct  514  
PWYTFRLEVPGESVGRAMTDVQRMCGEFEGPQMRGEMAVLTGSLPVSEVGDYWSQVAAYT  573

Query  598  NGRSVCLTELKGYQAAVG-QPVIQPR  622
             GR      L GY+     Q V++ R
Sbjct  574  QGRGRFSCRLDGYRPCHNTQQVVEER  599

>WP_098533578.1 MULTISPECIES: GTP-binding protein [Bacillus]
 PFN76457.1 elongation factor G [Bacillus sp. AFS076308]
 PGV54852.1 elongation factor G [Bacillus sp. AFS037270]
Length=650

 Score = 257 bits (656),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 171/630 (27%), Positives = 305/630 (48%), Gaps = 
20/630 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E +LY + AI + G V+   T  DT  +E+QRGIT+ A    
F +
Sbjct  5    
IGLFAHVDAGKTTLAEQILYQTKAIRQKGRVDHKDTFLDTHEIEKQRGITVFADQAMFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  L+K +
+PT  
Sbjct  65   
NGSNYYLIDTPGHVDFSPEMERAIQVMDFAIIIISAVEGIEGHTETVWRLLQKHHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G +  +V++ +R +L+ D+  I  T       +L E+   E  + + E 
++ 
Sbjct  125  FINKVDRVGANAVNVMEEIRTQLTEDVCDINNT-------
LLHEDMCEELIEFIAERHED  177

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLEKY+  +    E      +    +  +FP  YGSA +G+GI+  ++ +  L       
Sbjct  178  LLEKYME-DGYEAELWFNTMKTLFNNNQIFPCTYGSALQGVGIESFLEKLN-
LLTEANYD  235

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMRIPSKGE  301
                  G V+K+ Y + G R  +++  +G+L++RD +   +G E L  K+T++R+ 
+  +
Sbjct  236  
KDEPFAGRVYKIRYDEKGTRLTFIKALAGSLKVRDEIYYDSGEETLCEKVTQLRLYNGTK  295



Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                D    G++  +   S   +   GD     +K+   + +  L++ +        
+ +
Sbjct  296  FQTVDHVSAGDLFAVTGLS---
SASAGDGLGTLKKKAHFELISALKSKVIHDPTLNVKEV  352

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    EI +  +G +QLEV+  ++ E++ L     EP 
++Y 
Sbjct  353  
LRYFQILNSEDPALNVTWEERAQEIHIHVMGTIQLEVLQQVVKERFNLNVSFAEPEILYK  412

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P    +G+ ++S     +L    QN +
+  +
Sbjct  413  ETITSEVMGYGHFE--
PLGHYAEVHLKLEPAERNNGITFKSVCHTDHLPVGTQNVIQTHL  470

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G  +TD KI    G  ++  ++  DFR  A   L Q L+++   
LLEP+ 
Sbjct  471  
FEREHHGILTGSPLTDLKITLVTGRAHNKHTSGGDFREAAFRALRQGLEKADNILLEPFY  530

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    + + +  +D  +     ET   +  +   +G++P      Y  + A  
T G+
Sbjct  531  
DFKIKIDLDLIGKVLNDIQQAHGIFETPVTEGTKAFLSGQVPVATFMNYGPEFASLTQGK  590

Query  601  SVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
                  + GY     Q  V++ R+ N   D
Sbjct  591  GTMNLVVGGYYPCHNQEEVLEKRQYNKDAD  620

>WP_024333613.1 elongation factor G [Desulfotignum balticum]
Length=677

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 194/664 (29%), Positives = 308/664 (46%), Gaps = 
71/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
KIRNIGIMAHIDAGKTTVTERILYYTGKSHKIGEVHDGEAVMDWMQDEQERGITISSAVT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW +  + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
+  +
Sbjct  69   
TCQWEQSTIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----WD  176
            P + FINK+D+ G D    V S+++KL A  ++ Q V +  E   +   D+       
WD
Sbjct  129  PRMAFINKMDRTGADFFGAVASIKEKLGAHPVLLQ-
VPMGAEDQFDGVIDLIDMKQIRWD  187

Query  177  ------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                          +V E +D ++EKY+  E I+R  L+   
++
Sbjct  188  
DESLGATYVVDEIPSEYADLAMEYREKLLESVSEEDDAIMEKYLGEEEITRADLIAAVRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSA  247
               +  L PV  GSA K  GIQPL++A+              G+    G+      
+ + 
Sbjct  248  
ATINHKLVPVLCGSALKNKGIQPLLNAIAHFLPSPLDVPPVRGIHPETGDPLDFPPEKNG  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKLKITEMRIPSKGEIVR  304
             L   +FKV   + G++  + R+YSG +     V    L  +EKL    +   +K 
E  R
Sbjct  308  PLAALIFKVSMIE-
GRKLSFARIYSGKIEAGSDVYNPVLKKKEKLSRILLMHANKRE--R  364

Query  305  TDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               A  G+IV I+        D L     P  L + ++ +   P++   I PKT A 
+E+
Sbjct  365  LKEASAGDIVGIVGLKDSGTGDTLCSVDHPVFLEKMKYED---
PVISIAIEPKTHADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L +    DP L+   D  T + ILS +G + LE++ + + +++  +  V  P 
V+Y
Sbjct  422  
LDMVLEKFTIEDPTLKVSKDEETGQTILSGMGELHLEIIISRMRKEFNTQVNVGNPQVVY  481

Query  421  MERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     A+       E+     +A + + + P   G+GV + ++     +   F   
+ 



Sbjct  482  
REVVTAPATGEAVFDREISGKSHYAKVRIQLKPQDRGTGVLFRNKAPETQIPPQFVPGIE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR  LE G L G+ + D +I    G +    ST   F     +  ++AL+ +   
LLE
Sbjct  542  
QGIRESLEGGYLKGYPLVDVEIVLLGGAFEEGKSTELGFSVCGSMACKEALESASLALLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P  Y+  A  D       +E+   K +  +    +P   +  Y T L   
T
Sbjct  602  
PIMQVEVFVPDTYMGDAIADLNSRGGKVESIAPKANIQIIHAVVPLAKMFGYSTALRSAT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>ALP53439.1 elongation factor G [Candidatus Tenderia electrophaga]
Length=694

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 202/675 (30%), Positives = 310/675 (46%), Gaps = 
70/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  ER+RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGAATTDFMDQERERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+
Sbjct  66   
TCFWKDHRFNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
              +I++NK+D+ G D   VV  V++ L+A  ++           K  + L          
Sbjct  126  
ARIIYVNKLDRIGADFYRVVDQVKNVLAARPLVMTLPIGIEDDFKGVIDLLNMKAWIWDE  185

Query  161  SPEIVLEENTDI-EAWDA------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
            S + +  E  DI EA+ A             +E +D L+EKY+ GE  S E L R  
++ 



Sbjct  186  
SGDPLNYEIVDIPEAYKAKAEEYRAELVETAVEQDDDLMEKYLEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIGEQG  245
                  FP + GS+ K  G+Q ++D V                      TG F  +   
G
Sbjct  246  
TIHLDFFPTFCGSSFKNKGVQLVLDGVVDYLPSPTEVNPQPEVDLEGNETGKFAIVDPNG  305

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGE  301
               L    FK+     G    ++R+Y+G +   DTV     G+ E++ +I EM   
S+ E
Sbjct  306  P--LRALAFKIMDDRFGA-
LTFMRVYTGKMNKGDTVMNTFTGKTERIGRIVEMHADSREE  362

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D+A  G+IV ++   +V+    L DP           P P++   IAPK  A  
E+
Sbjct  363  ---
RDSAQAGDIVAVVGMKNVQTGHTLADPKNPATLEPMVFPEPVISIAIAPKDKASAEK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  A+ ++   DP  R E D  + E I+  +G + L++   +L   + +E  V +P 
V Y
Sbjct  420  
MGIAIGKMIAEDPSFRVETDEDSGETIIKGMGELHLDIKVDILKRTHGIEVNVGKPQVAY  479

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +    S+T   +   +  +A I   + P   GSG ++ES+V+ G + + F  
AV 
Sbjct  480  
RETITQRTEDSYTHKKQTGGSGQFAKIDYVIEPGEPGSGFEFESKVTGGNVPREFWPAVE  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G R    +G L G+   D K+    G +++  S+   +   A     Q + ++G 
QLLE
Sbjct  540  
KGFRESTAKGVLAGFPCLDFKVILMDGAFHAVDSSAVAYEIAARAAYRQTMPKAGPQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +++     D  +    I+  +     V    E P   +  Y  DL   
T
Sbjct  600  
PIMKVDVFTPDDHVGDVIGDLNRRRGMIQGQESGPTGVRIKAECPLSEMFGYIGDLRTMT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A



Sbjct  660  SGRGQFSMEFAHYSA  674

>WP_066578407.1 GTP-binding protein [Clostridium sp. Marseille-
P2538]
Length=899

 Score = 262 bits (669),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 186/625 (30%), Positives = 298/625 (48%), Gaps = 
63/625 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAH DAGKTTL+E +LY SGA+   G V+      DT  +E++RGITI 
+  
Sbjct  1    
MKRIVLGILAHADAGKTTLSEGMLYISGALRRMGRVDHKDAFLDTYEMEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   ++ ++DTPGH+DF AE+ R+L VLD A+LV+S  DG+Q  T  L+  L 
+  
Sbjct  61   
AVFSFGELEITLMDTPGHVDFSAEMERTLQVLDYAVLVVSGADGIQGHTETLWRLLARYG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVI  179
            IP  +FINK+DQ G D + +++ ++D+        + V   PE       D+E + 
+ + 
Sbjct  121  IPVFLFINKMDQEGTDQERLLKELQDRFGG-----ECVDFGPE------
RDVEEFREQIA  169

Query  180  ENNDKLLEKYIAGEPISREK---
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
              +++LLE+Y++GE    E    L+RE +       ++P Y+GSA +  G++ L+  
+  
Sbjct  170  MCDEELLERYLSGEYADEEDIAGLIRERK-------
VYPCYFGSALRLSGVEELLKGIAQ  222

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-------
ALAGREKL  289
              +        A    V+K+     G R  Y+++  G+L++++ V        +A 
REK 
Sbjct  223  YTRRPAR--
PEAFGAKVYKIARDRQGSRLTYMKITGGSLKVKEAVEIRDCEGGVAAREKA  280

Query  290  KITEMRIPSKGEIVRTDTA------------
YPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
                +   ++ E V    A            YPG+   L ++S     VL          
Sbjct  281  DQIRIYSGTRYEAVEEAEAGMACAVTGLAGTYPGQ--
GLGTESASDMPVL----------  328

Query  338  



WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                  P+L   +     A    +L  L QL + +P L    +    EI    +G 
VQ+ 
Sbjct  329  -----
EPVLNYRVVLPDGADAHTMLANLKQLEEEEPELHIVWNERLGEIHAKLMGEVQIG  383

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++  ++ E++ +        V+Y E   + A    H E  P   +A + L + PL  
GSG
Sbjct  384  IIKRIIQERFGVSVQFDTGHVVYKETIQRQAEGVGHFE--
PLRHYAEVHLLLEPLEEGSG  441

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            + ++S V    L+ ++Q  +   +      G L G  +TD KI    G  +   +   
DF
Sbjct  442  
LVFDSAVGEDELDGNWQRLILTHLEEREHPGVLTGSAITDMKITLIAGKGHLKHTEGGDF  501

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      + Q LK +G+ LLEPY  F +  P E + RA  D  +     E  Q + 
D  V
Sbjct  502  
RQATYRAVRQGLKRAGSILLEPYYKFRMEVPAESVGRAMSDIQRMNGDFEAPQTQGDMSV  561

Query  577  FTGEIPARCIQAYRTDLAFYTNGRS  601
             TG +P   +Q Y+T+L  YT GR 
Sbjct  562  LTGNVPVASMQGYQTELNAYTRGRG  586

>WP_041823244.1 GTP-binding protein [Lactobacillus salivarius]
 OQR12478.1 elongation factor G [Lactobacillus salivarius]
Length=639

 Score = 256 bits (655),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 181/618 (29%), Positives = 307/618 (50%), Gaps = 
44/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLLNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E+         
+  
Sbjct  121  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----
DFSSDNMIED---------IAT  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
+ 
Sbjct  167  CNESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDKFLQGFNQWTKK  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    +      VFK+ + D G+R  +LR+  G+L+ RD +      + KI+++R+ 
+  
Sbjct  223  LHYPNN--FQAKVFKISHNDKGERLTWLRILGGSLKTRDELL----
PEQKISQIRVYNGE  276

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK---
TAAQ  357
            +     T   G++  +P        ++     L   + + D +P++   ++         
Sbjct  277  KFSTYPTVTAGQVCTIPG-------
LVNTYPGLSIGKKQVDTIPIVTPVLSYALDLNGND  329

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L     
+ +
Sbjct  330  
IQACLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTFTKGN  389

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  LN++
+Q+ +
Sbjct  390  ILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLNKNWQHQI  447

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               ++     G L G  +TD KI    G   +  +   DFR      + Q L    
+ + 
Sbjct  448  
IYNLKSKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLRENNN  507

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   +  
Y T+
Sbjct  508  CQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---



EGILTGIAPVSEMYNYATN  564

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT+G      E+ GY
Sbjct  565  VRAYTHGNGTLELEIAGY  582

>WP_053994762.1 GTP-binding protein [Lysinibacillus macroides]
 KOY83516.1 elongation factor G [Lysinibacillus macroides]
Length=645

 Score = 256 bits (655),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 180/606 (30%), Positives = 294/606 (49%), Gaps = 
16/606 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKT+ +E +L+ + +I   G V+   T  D   LERQRGITI A    
F  
Sbjct  5    
IGVLAHVDAGKTSFSEQVLFHTKSIQARGRVDHQDTFLDNHELERQRGITIFAEQGRFML  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +G+Q  T  ++  LRK +
+PT  
Sbjct  65   
GEDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGMQGHTETVWQLLRKYHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+ +V+  +R   S  I++     L  + V   ++ I  W A  E 
+++L
Sbjct  125  FINKIDREGADVAAVMAQLRKDCSEHILLVDE-PLQADYV---SSSIMEWLA--
ERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E+ + + Q  ++D   FP + GSA K +GIQ L+  +  L     
+Q 
Sbjct  179  LDAFLQ-
ETLDPEQCLAQLQAMIKDERAFPCFTGSALKDIGIQELLAQLPLLTVTYFKQ-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +A+  G VFK+ + D  QR  +L+   G+L +RD + + G    KITE+R+ +       
Sbjct  237  NASFQGEVFKIRH-DGHQRVTFLKALQGSLHIRDELTV-
GEVTEKITEIRLYNGSRFDTV  294

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 GEI  +   S      +GD           + +P L+  +  +     + 
+L   



Sbjct  295  QQVEAGEIFAVKGLSAA---
NIGDQIGSTAYTQPYELMPTLQAKVQYQGDQHMKEVLKIF  351

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   +P LR        EI +  +G +QLEV+  +L  ++ LE     P +
+YME   
Sbjct  352  
RLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLIDVLMRRFSLEVSFGAPQILYMETIA  411

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               +   H E  P   +A + + + P + G+G  + +      L+   Q  V   +    
Sbjct  412  NTVTGYGHFE--
PLKHYAEVHVLMEPNARGTGNTFSNACHADALSVGNQRLVEQHLFERD  469

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G+ VTD       G  ++  ++  DFR      L Q L+++   LLEPY  
F +
Sbjct  470  
HHGLLTGFPVTDIHFTLLTGRGHNEHTSGGDFREATFRALRQGLEQAHNILLEPYYRFKM  529

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             A  +++ R   D  +   T     + + +V+ TG  P     +Y T  A YTNG+    
Sbjct  530  
KASNDFIGRMMTDIQQMAGTFNDPILTETDVLLTGRAPVATFMSYSTTFAAYTNGKGALT  589

Query  605  TELKGY  610
             +  GY
Sbjct  590  LQFDGY  595

>WP_088784845.1 elongation factor G [Streptococcus pneumoniae]
 SNE60447.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +



Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKSILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_002940034.1 elongation factor G [Streptococcus suis]
 EHC03655.1 elongation factor G (EF-G) [Streptococcus suis R61]
 ATZ02666.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675



>WP_096721131.1 elongation factor G [Chondrocystis sp. NIES-4102]
 BAZ45546.1 translation elongation factor G [Chondrocystis sp. 
NIES-4102]
Length=695

 Score = 258 bits (659),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 198/668 (30%), Positives = 319/668 (48%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G   + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKTHKIGEVHEGEATTDFMDQEKERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DIIIKQT----
VSLS  161
            I++NK+D+ G D  SVV+ V++ L A                   D++ ++      
S  
Sbjct  129  
IYVNKLDRTGADFFSVVKQVKEILVATPLVMVLPIGIENDFIGVVDLLTRKAWVWDNSGD  188

Query  162  PE----------IVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE          +V E EN   +  +  +E +D L+EKY+ GE I+ E + R  ++  
++
Sbjct  189  
PEKYEIQDVPADMVDEVENYREQLIETAVEQDDDLMEKYLEGEEIAVEDIKRCIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQGSAALCGS-----  252
             + FP Y GS+ K  G+Q ++DAV   L  P+             E GS A+        
Sbjct  249  
LAFFPTYCGSSFKNKGVQLVLDAVVDYLPNPMEVNPQPEIDLEGHETGSYAIVDPEKPLR  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSGTL   ++V   A    E++ ++ EM   S+ EI   
+
Sbjct  309  ALAFKI-
MDDRYGALTFTRIYSGTLNKGESVLNTATGKTERVGRMVEMHANSREEI---E  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365



            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGLKNVQTGHTLCDPKVPATLEPMVFPDPVISIAVSPKKKGDAEKMGMAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   Y +E  V +P V Y 
E   
Sbjct  425  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAYRESIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  ++ P   GSG +++S+V+ G + + +  AV  
G   
Sbjct  485  
KVIQDSYTHKKQSGGSGQFGKIDYTIEPGEPGSGFEFQSKVTGGNVPREYWPAVEKGFAS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L++G L G+   D KI    G ++   S+   F   A     Q++ ++G Q+LEP 
++ 
Sbjct  545  
SLDKGVLAGYPCVDLKITLNDGSFHPVDSSAIAFEIAAKSGYRQSIPKAGPQILEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V    E P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPEDHMGDVIGDLNRRRGMIKSQNTNPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAHY  672

>WP_049463343.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL49777.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 207/673 (31%), Positives = 310/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSEIERERGITIGAAAVQAQ  70



Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFECVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRVIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVEVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-



DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAVKAALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>AKI05344.1 Tetracycline resistance protein (plasmid) [Lactobacillus 
salivarius 
str. Ren]
Length=644

 Score = 256 bits (655),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 180/618 (29%), Positives = 308/618 (50%), Gaps = 
44/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  6    
LKHIVTGIIANVDAGKTTLSEALLYQTGNLLNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  66   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E+         
+  
Sbjct  126  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----
DFSSDNMIED---------IAT  171

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             N+ L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
+ 
Sbjct  172  CNESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDKFLQGFNQWTKK  227

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    +      VFK+ + D G+R  +LR+  G+L+ RD +      + KI+++R+ 
+  
Sbjct  228  LHYPNN--FQAKVFKISHNDKGERLTWLRILGGSLKTRDELL----
PEQKISQIRVYNGE  281

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK---
TAAQ  357
            +     T   G++  +P        ++     L   + + D +P++   ++         
Sbjct  282  KFSTYPTVTAGQVCTIPG-------
LVNTYPGLSIGKKQVDTIPIVTPVLSYALDLNGND  334

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L     
+ +
Sbjct  335  
IQACLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTFTKGN  394

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  LN++
+Q+ +
Sbjct  395  ILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLNKNWQHQI  452

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               ++     G L G+ +TD KI    G   +  +   DFR      + Q L    
+ + 
Sbjct  453  
IYNLKSKEHLGVLTGFPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLRENNN  512

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   +  
Y T+
Sbjct  513  CQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGILTGIAPVSEMYNYATN  569

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT+G      E+ GY
Sbjct  570  VRAYTHGNGTLELEIAGY  587

>WP_087378537.1 GTP-binding protein [Anaeromassilibacillus sp. 
An172]
 OUP77328.1 elongation factor G [Anaeromassilibacillus sp. An172]



Length=647

 Score = 257 bits (656),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 172/613 (28%), Positives = 311/613 (51%), Gaps = 
25/613 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + +G+LAHVDAGKTT  E LLY SG+I + G V+   T  D+  +ER RGIT+ +    
F
Sbjct  3    
VTLGLLAHVDAGKTTFAERLLYHSGSIRKAGRVDHRDTFLDSHEIERARGITVFSQEACF  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +       ++DTPGH DF++E  R + V++ A+L+IS  +G+Q+ T  L+  L K  
IP 
Sbjct  63   
ELGEKTFFLLDTPGHTDFVSETERGVKVMNYAVLIISCVEGIQSHTETLWKLLDKHKIPV  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK D+ G + + V+  ++ K S + ++      S E ++E  + +E    + 
+ ++
Sbjct  123  FIFLNKSDRNGAEPERVLNHIKRKFSENAVLFD----SCENIVENKSLLE---
ELAQRDE  175

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LLE Y + +  + E +++   + +++  +FP + GSA + +GI   + A+   F     
Sbjct  176  VLLENYFS-DSCTEELVLKRTAQMIKERKVFPCFVGSALQDIGIDCFIKALE-
TFALGNN  233

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            + +     SV+KV Y   G R  YL++ SG++++++ +       +KI EM I    
+++
Sbjct  234  KENEDFSASVYKVRYDGKGTRMTYLKIRSGSIKVKEEIIPG----
VKINEMYICHGEKLI  289

Query  304  RTDTAYPGEI--VILPSDSVRLNDV-LGDPTRLPRKRWREDPLPMLRTTIA-
PKTAAQRE  359
                A  G +  V  P + V  +++  G  T+ P + +     PML   +   K+    
+
Sbjct  290  PASKAVCGGLYAVTGPGELVCGDEIEKGKVTKSPYEFY-----
PMLSAGLEFDKSKCSDK  344

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             ++  L  L   +P+L    +  T +I +  +G +QLEV+  +L +++ ++    E  
++
Sbjct  345  
TMMGYLNILQAEEPMLMALREESTRQITVRVMGEIQLEVLKFVLKQRFNIDVYFGECKIL  404



Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y+E          H E  P   +A + L + P   GSG+ + S+ SL  L +SFQN 
VR 
Sbjct  405  YLETIKNPVVGRGHFE--
PLRHYAEVHLRLVPTERGSGISFSSQCSLEVLEKSFQNLVRT  462

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +   + +G L G  +TD +     G  +   +   DFR      + Q L+++ + 
LLEP
Sbjct  463  
HVFEKVHKGVLTGSPITDIEFVLLTGRTHLKHTEGGDFREAVYRAIRQGLRKAESVLLEP  522

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            + SF + A   +  R   D  +   +    + + + V+  GE P    ++Y  +L  
+T+
Sbjct  523  
WYSFEIEADSGFTGRIMSDIQRMYGSFLPPETEGNNVIIKGEAPVESFRSYPKELMSFTS  582

Query  599  GRSVCLTELKGYQ  611
            GR+V      GY+
Sbjct  583  GRAVISLRFCGYK  595

>WP_049402997.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 257 bits (657),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 203/670 (30%), Positives = 307/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++D+L A           +      V L  
E VL
Sbjct  129  



RHRVPLIAFVNKMDRVGASFERVLEQLQDRLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
HWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLSGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVLLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    R  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSGRARPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            L+A S  +     +      +A + L V P      V +  R+  G + +SF  AV  
G+
Sbjct  485  LRAMSGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 



GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SGEAHLHGYE  673

>WP_063205721.1 GTP-binding protein [Lactobacillus plantarum]
 KZD97345.1 Ribosome protection-type tetracycline resistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 257 bits (657),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTMP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290



Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>OCQ92869.1 translation elongation factor G [Nostoc sp. MBR 210]
Length=692

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 192/698 (28%), Positives = 317/698 (45%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDYQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYAV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVL----  166
            P + FINK+D+ G +   V + +RD+L A+ I            K  V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYRVHEQMRDRLRANAIAIQLPIGSENDFKGIVDLVRKRAYIYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++ E++    
++  
Sbjct  189  
DQGTDIQETDIPDDMQDKAEEYYTKLVEAVAETDDALMTKYFDGEALTEEEIRAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAA--------------LC  250
             D ++ PV  GSA K  G+Q ++DAV        E    QG+ A              
L 
Sbjct  249  
IDGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPTEVPPIQGTLANGDTVERRADDNEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V +   ++  + 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVLMKADDRQDVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +      V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTLTGDTITDEGAPVILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   KA S+     +  +      G   +++ P   GSG ++ S++  G 
+ + 
Sbjct  475  



PQVAYRETIRKAVSNVEGKFIRQSGGKGQYGHVVINLEPGEPGSGFEFVSKIVGGVVPKE  534

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ + D K    +G Y+   S+   F+    + L++A
+ ++
Sbjct  535  
YIGPAEQGMKESCESGILAGYPLIDVKATLVHGSYHDVDSSEMAFKIAGSMALKEAVLKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P++Y+     D       IE+   ++       ++P   +  
Y T
Sbjct  595  
SPVLLEPMMKVEVEVPEDYIGNVIGDLISRRGQIESQSTEQGLAKVASKVPLATMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            D+   T GR +   E   Y+    +V + +I   + N+
Sbjct  655  DIRSKTQGRGIFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_099605732.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 257 bits (657),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 204/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T + +WD                AV +++++L + ++ G  I  E+L    
+R



Sbjct  189  
HWQDGAVTTVTSWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGLAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRLAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E    T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETGRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL   
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHAVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAGGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+



Sbjct  661  GRASSEAHLHGYE  673

>WP_061647819.1 elongation factor G [Streptococcus pneumoniae]
 CVM18409.1 elongation factor G [Streptococcus pneumoniae]
 CVR32672.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365



Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAHVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_027306276.1 elongation factor G [Campylobacter cuniculorum]
 ARJ56270.1 translation elongation factor EF-G [Campylobacter 
cuniculorum 
DSM 23162 = LMG 24588]
Length=691

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 323/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  SV + +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRVGANFYSVEEQIRNRLKANAVPIQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSVEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
              + S+ P+  G+A K  G+QPL+DAV         +         G    V+ TD 
G+ 
Sbjct  249  
CLNLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGKEVSVKSTDDGEF  308

Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G+L        + ++K     ++ +M    + 
+I   
Sbjct  309  
AALAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREDI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>ADE56759.1 translation elongation factor G [Aminobacterium 
colombiense DSM 
12261]
Length=687

 Score = 258 bits (658),  Expect = 5e-73, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ +G   + G   +G+   D M  ER+RGITI 
+A T
Sbjct  8    
KIRNIGIAAHIDAGKTTTTERILFYTGRNYKMGETHEGSATMDWMEQERERGITISSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C VNI+DTPGH+DF  EV RS+ VLDGA+ V  A  GV+ Q+  ++    
K ++
Sbjct  68   
TCIWRDCFVNIIDTPGHVDFTVEVERSMRVLDGAVAVFCAVGGVEPQSETVWRQADKYHV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DII------IKQ  156
            P + F+NK+D+ G D   VV  +R +L A                   D+I       
+ 
Sbjct  128  



PRIAFVNKMDRVGADFYQVVNGIRTRLGARSVPLQLPIGSEDRFSGIVDLIQMKAVFFQD  187

Query  157  TVSLSP---EIVLEENTDIE-AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
             +  +P   EI  E   D++ A D +IEN    ++ ++E Y+ G+ +  E L R  
+   
Sbjct  188  
DLGTAPVVGEIPGELMADVKKARDLLIENLADFDESVMESYLEGQDVPEETLRRAIRENT  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQG-------
SAAL  249
                + PV  GSA K  GIQ L+DAV                 P  E+        
+  L
Sbjct  248  
IQQRIVPVLCGSAFKNKGIQLLLDAVVDYLPSPLDLPPIIGVDPKTEETVERHSDMNEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R VY R+YSG L    TV       RE++ +I  M    + E
+   
Sbjct  308  
TALGFKIMVDPFVGRLVYTRIYSGKLVKGSTVYNPVTNTRERVGRILRMHANKREEL---  364

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G IV LP   + R  D L D +        + P P++   + P T   + 
+L   
Sbjct  365  
DEAGAGMIVALPGLKATRTGDTLCDESHPVVLESLQFPDPVISLAVEPATKNDKIKLTKG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L  LA+ DP  +   D  T + I+S +G + LE++   L  ++ ++  V  P V Y 
E  
Sbjct  425  
LVALAEEDPTFKVRTDEETAQTIISGMGELHLEIIVDRLKREFGVDVKVGRPQVSYRETI  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  +   + PL  G G  +E ++  G + + +  AV+ 
G+ 
Sbjct  485  
RKSSRAEGRFVRQSGGRGQYGHVVFEMAPLEDGKGFAFEDKIVGGVVPKEYIAAVQKGLD  544

Query  483  YGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+ G + V   K+    G Y+   S+   F+  A +  ++A+K++   L
+EP +S
Sbjct  545  
EAVNNGILGGFPVIGVKVALVDGSYHEVDSSEMAFKIAASMGFKEAMKKADPVLMEPIMS  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       IE  + K +  V    +P   +  Y TDL   T



+GR+
Sbjct  605  
VEVVTPEDYVGDVIGDISSRRGRIEGMETKTNTRVIRSFVPLSEMFGYATDLRSKTSGRA  664

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  665  TYSMQFDHYE  674

>SCB31424.1 ribosomal protection tetracycline resistance protein 
[Rhizobium 
miluonense]
Length=586

 Score = 255 bits (651),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 173/585 (30%), Positives = 277/585 (47%), Gaps = 
13/585 (2%)

Query  60   
VTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
            + SF      VN++DTPGH DF+AEV R L +LD AI+V+SA +GVQ QTR+L  
ALR++
Sbjct  1    
MVSFTIGDLVVNLIDTPGHPDFIAEVERVLQLLDAAIVVVSAVEGVQPQTRVLVRALRQL  60

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-
SLSPEIVLEENTDIEA----  174
             +P + FINKID+ G   + V+Q +  +L    I    +     ++   E  D       
Sbjct  61   
GVPFLFFINKIDRLGARYEEVLQEIASQLCTHPIAMSLIHDAGSKLAKVEAADTAKEPHL  120

Query  175  ---WDAVIENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL  230
                +A+   ++ +++ YI A + ++ ++L      +V    + P + G A  G G
+  L
Sbjct  121  
GAICEALAAGDEGIMDDYILAPDRLTPQRLEHALADQVARGLIHPAFAGVAMSGAGVPAL  180

Query  231  
MDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK  290
            + A+  L           + G +FK+E    G++  YL + SGT+ +RD + L  +   
K
Sbjct  181  ISAIKTLLPSRRPDPDGPVSGKIFKIERGWGGEKLAYLCVTSGTITVRDYLDLP-
KGPAK  239

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            ++ +++   G + +      G I  +      R+ D +G      R      P P 
L T 
Sbjct  240  VSSIQLFDDGHVDKVTRVGAGRIAKIGGLAGARIGDSIGGENST-RGNLHFQP-
PTLETR  297

Query  350  



IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P   A    L  AL QL+D DPL+    +    EI +S  G VQ EV+ A L+  
+ L
Sbjct  298  
VRPSRPADNAALWLALMQLSDQDPLINLRTNEGATEIFVSLYGEVQKEVIQATLANDFGL  357

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E + +E ++I+ ERP+        I   PNPF A++GL V P   G+G ++   V 
+G +
Sbjct  358  
EALFEESTIIHAERPIGIGGAIEIIFKEPNPFLATVGLRVEPRPPGAGNRFAFEVDIGQM  417

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              SF  AV + +   L++G+FGW V DC +        SP +T  DFR L P+VL  
AL 
Sbjct  418  
PASFYRAVEETVFETLKEGIFGWQVIDCHVAMTAARQSSPATTAVDFRRLTPLVLAAALT  477

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             + T + EP   F L  P   L+       K  A+   + +        G + +  
IQ  
Sbjct  478  
SAQTVVCEPIDRFQLEVPTAALTGILTLLAKSGASTRESVITAGIARLEGTVASALIQGI  537

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHM  634
            +  L   T+G  V       Y    G P ++ R   +  D+  ++
Sbjct  538  QKQLPGLTSGAGVLDHTFDHYAPIEGSPPLRQRASANPFDRADYL  582

>WP_049421977.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 257 bits (657),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128



Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV ++++ L + ++ G  I  E+L    
+R
Sbjct  189  
QWEDGAVTAVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRAIDAEQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P +A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPQRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  



KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKVALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_057704896.1 GTP-binding protein [Lactobacillus plantarum]
 KRN36503.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 257 bits (657),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSAQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 



+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_104968575.1 elongation factor G [Streptococcus pluranimalium]
 AUW97267.1 elongation factor G [Streptococcus pluranimalium]
Length=692

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEDLMMKYLEGEEITNEELMEGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGTNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +E G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTVTVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_044139654.1 elongation factor G [Bacillus pumilus]
 KIL23247.1 hypothetical protein B4127_0098 [Bacillus pumilus]
 OBS86600.1 translation elongation factor G [Bacillus pumilus]
 PRS26589.1 elongation factor G [Bacillus pumilus]
 PRS58341.1 elongation factor G [Bacillus pumilus]
Length=692

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156



            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVSTLRDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLASGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D          E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDTVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_034574717.1 elongation factor G [Mageeibacillus indolicus]
 KFA57383.1 elongation factor G [Mageeibacillus indolicus 0009-5]
Length=688

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 184/668 (28%), Positives = 313/668 (47%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G +  D M  E++RGITIQ+A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLFYTGKIHKIGETHEGASTMDFMAQEQERGITIQSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+P +
Sbjct  72   
WKGCRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKGGVEPQTETVWRQADHYGVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE---  167
             ++NK+D  G D    VQS++D+L  + +  Q               +S+  E+  
+   
Sbjct  132  
AYVNKMDILGADFFRSVQSMKDRLHTNAVPIQIPIGKEENFRGLIDLMSMKAEVYADELG  191

Query  168  ---ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E  DI A        W     +++ E ++ L  +++ GE IS + LV   ++     
Sbjct  192  
TKPETVDIPADLLDLAKEWREKMVESICETDEDLTMRFLEGEEISVKDLVAALRKATIAC  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
             + PV  GS+ K  G+Q ++DAV                           P  ++   
AL
Sbjct  252  
KITPVVCGSSYKNKGVQRMLDAVVDYLPSPVDIPGIKGINPDTDEEVIRHPSDDEPFTAL  311



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSKGEIVRTDTA  308
                FK+       +  + R+Y+GTL     V  +  R+K +I  + +         
D  
Sbjct  312  A---
FKIMVDPFVGKLCFFRVYAGTLESGSYVLNSTKRKKERIGRILLMHANHREEIDKV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D+L D          E P P++   I PK+ A +++++ 
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTADILCDEDHPIIMDSMEFPEPVISVAIEPKSKASQDKMMIALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP      D+ T + I++ +G + L+++   L  ++K+E  V  P V Y E   
+ 
Sbjct  429  
LAEEDPTFHTYTDAETGQTIIAGMGELHLDIIVDRLFREFKVEANVGAPQVAYKETIRKS  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +KA    +        +   I L +TP+  G G  +E++V  G + + +   +  
GI+  
Sbjct  489  VKAEGKFVRQSGGRGQYGHCI-
LELTPVEPGQGYSFENKVVGGAIPKEYIAPIDQGIQEA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ V D K+    G Y+   S+   F+    +  ++ ++++   LLEP 
+   
Sbjct  548  
MQSGVLGGYPVVDVKVAVIDGSYHDVDSSEMAFKIAGSMGFKEGMRKADPVLLEPIMRVD  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       IE  +      +    +P   +  Y T L   T 
GR V 
Sbjct  608  
ITVPEEYMGDVMGDISSRRGRIEGMEALNGAQIIRAFVPLSQMFGYATALRSRTQGRGVF  667

Query  604  LTELKGYQ  611
            + ++  ++
Sbjct  668  VMQIDHFE  675

>WP_099495648.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 257 bits (657),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 204/680 (30%), Positives = 312/680 (46%), Gaps = 
90/680 (13%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFHGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQEGAATTVIPWDEAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKT  354
            + A  G+IV +    D+V    + G          RE PL         P+L   + 
P  
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSG----------
REQPLRLENIQAQAPVLAWRLEPAR  414

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA   R+   L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  
V 



Sbjct  415  
AADLIRMAQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVAVG  474

Query  415  EPSVIYMERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E P++A +  +     +      +A + L V P      V +  R+  G 
+ +
Sbjct  475  APRVAYQETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDRIVGGVVPR  533

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SF  AV  G+R  L +G  G  V   ++    G  ++  S+   F       ++ 
AL E 
Sbjct  534  
SFIAAVEKGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEG  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GTQLLEP ++  +++P   +     D  +    I   + +      +G  P   +  
Y T
Sbjct  594  
GTQLLEPVMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTT  653

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   + GR+     L GY+
Sbjct  654  SLRSLSQGRASSEAHLHGYE  673

>PIR01470.1 elongation factor G [Nitrospinae bacterium 
CG11_big_fil_rev_8_21_14_0_20_45_15]
Length=701

 Score = 258 bits (659),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 197/673 (29%), Positives = 317/673 (47%), Gaps = 
67/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTTTERVLYYTGRSHKIGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C+VNI+DTPGH+DF AEV RSL VLDGA+ V  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWGGCQVNIIDTPGHVDFTAEVERSLRVLDGAVGVFCAVGGVEPQSETVWRQASKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLE  167



            P + F+NK+D+AG D   VV  +R++LSA+ ++ Q               V++   
+  E
Sbjct  129  
PRIGFVNKMDRAGADFLKVVGQMRERLSANPVLIQLPLGSESNFIGIIDLVTMKANVYSE  188

Query  168  ENTDIEAW-----------------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            E    E +                 DA++E      + L+EKY+ GE IS EK VR   
R
Sbjct  189  EKDRGETFETVEIPAEYKEQAALYHDALLEAISDVEESLMEKYLGGEEIS-
EKEVRAALR  247

Query  207  R-VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGE------------------QGS  246
            +   +    P+  GSA K  G+Q L+DAV   L  PI                    
+ S
Sbjct  248  
KGALELRFTPMLCGSAFKNKGVQQLLDAVVSYLPSPIESPDIVGVDPNTQEPSSRRAEDS  307

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEI  302
              L    FK+       +  ++R+YSG L     V  +    RE++ ++  M    
+ E+
Sbjct  308  
QPLSALAFKIMTDPFVGQLAFVRIYSGVLTSGSYVYNSTKNQRERVGRLLRMHANKREEV  367

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+   G+I   +        D L D  +         P P++   I PKT ++
+++L
Sbjct  368  ---
DSVSSGDIAAAIGLKKTFTGDTLCDQDKQIILETISFPEPVISVAIEPKTKSEQDKL  424

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             D L +L   DP    +VD  T++ ++S +G + LE++   +  ++ L+  V +P 
V Y 
Sbjct  425  
SDCLQKLLQEDPTFSVKVDPETNQTVISGMGELHLEILVDRMRREFALDVSVSKPQVAYK  484

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA         +      +  + + V P   G+G ++ +++  G + + +  
AV+ 
Sbjct  485  
ETITKAVEGEYRYVKQTGGRGQYGHVKVLVEPNEAGAGFEFVNKIVGGAIPREYIPAVQK  544

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   + +G L G+NV D ++    G Y+   S+   F+  A +   +  K++   
LLEP
Sbjct  545  
GMEEAMGRGILCGYNVVDVRVSLLDGSYHEVDSSEMAFKMAASLAFREVAKKAAPVLLEP  604



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E++             I+    +    V   E+P   +  Y TDL   
T 
Sbjct  605  
VMDVEVVTPEEFMGDVIGRLNSKRGRIKDLSDRSGAKVIRAEVPLAGMFGYSTDLRSATQ  664

Query  599  GRSVCLTELKGYQ  611
            GR+    E   Y+
Sbjct  665  GRANYTMEFTKYE  677

>WP_089150635.1 GTP-binding protein [Lactobacillus crispatus]
 OXC44246.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 256 bits (655),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 189/628 (30%), Positives = 297/628 (47%), Gaps = 
61/628 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY  G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKVGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---



KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D                P  +L+  
+  K
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---------------
PAALLKPVLTYK  322

Query  354  TAAQRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               Q   L   L AL  L D DP L         EI +  +G++QLE++  L+ E+
+ L 
Sbjct  323  
VNPQDNDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFDLN  382

Query  411  TVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             V ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL 
Sbjct  383  IVFEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLE  437

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ +   ++     G+   + +TD KI    G      S   DFR      
+ Q
Sbjct  438  
VLTKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQ  497

Query  527  ALKESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L E      T LLEP+  F L   ++ + RA +D  +      T +   +  V 
+G  P
Sbjct  498  
GLMEEKLRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAP  557

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               +Q Y T++  YT+G       + GY
Sbjct  558  VAEMQDYATEVRNYTHGEGNLECVVSGY  585

>WP_045980256.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 KJY95400.1 elongation factor G [Pseudoalteromonas ruthenica]
 KJY96986.1 elongation factor G [Pseudoalteromonas ruthenica]
 GAP76866.1 translation elongation factor G paralog 
[Pseudoalteromonas sp. 
SW0106-04]
Length=695

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 312/669 (47%), Gaps = 



67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMDQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV+ V+  L A+                   ++++   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVEQVKKVLGANPLVMTLPIGIEDQFSGVVDVLEKKAYVWDDTGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +++   A                 +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEVQDVPADMVDKVNEYHEMLVETAVEQDDDLMEAYMEGEEPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V         
Sbjct  249  
LAFFPTYCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDKDTGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  



Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  AV  
G  
Sbjct  485  
TKEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGYKFSSSVVGGNVPKEFWPAVEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMEEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGGMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_055069751.1 GTP-binding protein [Clostridium sp. ND2]
Length=651

 Score = 257 bits (656),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 167/615 (27%), Positives = 297/615 (48%), Gaps = 
26/615 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+ AHVDAGKTT +E LLY   AI  PG V+   +  D  ++E+ RGIT+ + 
+  F
Sbjct  3    
ITVGVFAHVDAGKTTFSEQLLYHGDAIRNPGRVDHKNSYLDNHYIEKDRGITVFSDIGIF  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++  K  ++DTPGH+DF  E+ R+++VLD AIL+IS+ +G+Q  +  ++  LRK  
IPT
Sbjct  63   
NYNNKKYYLIDTPGHIDFSPEMERAISVLDYAILIISSVEGIQGHSETIWEILRKNKIPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+D+ G D + +++ ++ KLS +II      LS E  LE+  D    + + 



+ ++
Sbjct  123  CIFVNKMDREGSDFEKIIEEIKLKLSENII-----CLSNEFNLEKWND-
SNIEELAQCDE  176

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             LL  Y+  E  S++   +   +  +   +FP++ G+A    GI+  +D    +F  
I E
Sbjct  177  DLLVTYLE-EGYSKDLWNKSLIKLFKKEKIFPIFSGAALLDKGIKEFLD----
IFSEITE  231

Query  244  QG---SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297
                  +   G VFK++Y + G+R  ++++ +G ++ +D ++ +  +     KI  
+R+ 
Sbjct  232  
SNYNEKSNFTGKVFKIKYDEKGERLTFIKVLTGEIKPKDIISYSQGDSFIEEKINSIRLY  291

Query  298  SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +    + +  G+IV +L   S+   D +G  +    K      +P L++ +      
Sbjct  292  NGNKFDVLEKSVAGDIVAVLGISSLEAGDGIGIESNKEYKM-----
VPTLKSKVIFNDKI  346

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +L     L   D  L    +    EI +S +G VQLEV+  +L E++K++ +   
P
Sbjct  347  
NPREILKYFKILESEDKSLGVTWNEEAKEINISIMGAVQLEVLKEILKERFKVDIIFGTP  406

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            +++Y E  L       H E  P   +A + + +     G G+++ ++    +L    
QN 
Sbjct  407  TILYKETALGETMGCGHFE--
PLGHYAEVIMKIKEGERGRGIKFINKCHADHLTVGHQNL  464

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            ++  I      G+  G  VTD +I    G  ++  ++  DFR      L Q L+    
+L
Sbjct  465  
IKTHIYECEHNGILTGAPVTDLEITLLTGRAHNKHTSGGDFREATKRALRQGLENMDNKL  524

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+  F +      + R   D  K        +   + V   G  P      Y  
+   
Sbjct  525  
LEPFYKFKIDVNMNLMGRVISDIQKMKGEFLEPKNNGERVTIEGRGPVATFMNYALEFQS  584

Query  596  YTNGRSVCLTELKGY  610
            +T G+        GY



Sbjct  585  FTKGKGALSLVFDGY  599

>WP_067393995.1 elongation factor G [Enterococcus canis]
 OJG18769.1 elongation factor G [Enterococcus canis]
Length=694

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 315/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P V+F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRVVFCNKMDKIGADFLYSVSTLHDRLGANAHPIQLPIGSEEDFSGIIDLVTMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  T+I             + W     +AV E ++ L+ KY+ GE ++  +L    
++  
Sbjct  189  
DLGTEILETEIPEEYLEQAQEWREKLVEAVAETDEDLMMKYLDGEELTEAELKAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVDFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDVEAIKGIDPKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---  365



Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D   GD       P  L    +   P P+++  + PK
+ A 
Sbjct  366  DRVYSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PDPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G+G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFRAATQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +E G L G+ + D K     G Y+   S    FR  A + L  A K+
+   
Sbjct  539  
AVEKGLVDAMENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMSLRAAAKKAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTARRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_012057172.1 elongation factor G [Thermosipho melanesiensis]
 A6LLL0.1 RecName: Full=Elongation factor G; Short=EF-G
 ABR30811.1 translation elongation factor G [Thermosipho 
melanesiensis BI429]
 APT73931.1 elongation factor G [Thermosipho melanesiensis]
 OOC35868.1 elongation factor G [Thermosipho melanesiensis]
 OOC38370.1 elongation factor G [Thermosipho melanesiensis]
 OOC38831.1 elongation factor G [Thermosipho melanesiensis]
 OOC41470.1 elongation factor G [Thermosipho melanesiensis]
 OOC43959.1 elongation factor G [Thermosipho melanesiensis]
Length=691

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.



 Identities = 198/668 (30%), Positives = 312/668 (47%), Gaps = 
62/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILFYTGRKHNIGSVDDGTATMDWMVQEKERGITIVSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCMWKDHRINIIDTPGHVDFTIEVERALRVLDGAIAVFDAAAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV-----
SLSPEIVLEENT-----D  171
            P + F+NK+D+ G D    V+S+  KL A+ I  Q       S    I L E       
D
Sbjct  133  
PRIAFMNKMDKIGADFDMAVKSMEKKLKANPIPVQMPMGAEDSFEGVIDLIEMKAIRWLD  192

Query  172  IEAWDAVIEN-----------------------
NDKLLEKYIAGEPISREKLVREEQRRV  208
            +E  + V E                        +D+++E Y+ GE IS E + +  
+   
Sbjct  193  
VEGTEMVYEEIPEKYLAKAEEMREDLLEKLAELDDEIMEMYLEGEEISNELIKKALREAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAALC  250
             +    PV+ GSAK   G+QPL+D V   L  P+           GE+       +    
Sbjct  253  
LENKATPVFCGSAKMNRGVQPLLDGVLEYLPSPLDMPPVKGWNSDGEEIEVLPDENEPFT  312

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK++      +  + R+YSG L     V  + + +K +I+ +      +  R 
D  Y
Sbjct  313  ALAFKIQADPYVGKLTFFRVYSGRLEKGSYVYNSTKGKKERISRLIFMHADK--
REDVEY  370

Query  310  --PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G+IV  +     +  D L D  R       E P P++   I P+T   +++L  
ALT
Sbjct  371  
VRAGDIVAAIGLKDTKTGDTLCDEKRPVILEKMEFPEPVISIAIEPETKKDQDKLSKALT  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER---  423
             L+D DP  R  VD+ T E I+S +G + LE++   L  ++     V +P V Y E    



Sbjct  431  
LLSDEDPSFRAYVDNETGETIISGMGELHLEIIVDRLKREFNTNVRVGQPQVAYRETIQV  490

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            P +A    I  +      +  + +   P+ L    ++E R+  G + + +  AV 
+G+R 
Sbjct  491  PAEAEGKYIR-
QSGGRGQYGHVVMRFEPIDLSKTFEFEDRIVGGVIPKEYIPAVEEGVRE  549

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              + G L G+ +   K     G Y+   S+   F+  A +  ++A+K++   LLEP 
+S 
Sbjct  550  
AAQSGYLSGYPMVGIKAILLDGSYHEVDSSEMAFKIAASMAFKEAVKKAQPVLLEPVMSV  609

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D     A +E+   +    +    +P   +  Y TDL   + 
GR+ 
Sbjct  610  
EITTPEEYMGNIIADLNSRRAHVESLDSRGHLRIIKALVPLSEMFGYATDLRSQSQGRAT  669

Query  603  CLTELKGY  610
                L  Y
Sbjct  670  YTMVLAKY  677

>SCJ31224.1 Elongation factor G [uncultured Clostridium sp.]
Length=933

 Score = 262 bits (670),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 187/636 (29%), Positives = 306/636 (48%), Gaps = 
61/636 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVD+GKTTL+ES+LY  G+I + G V+ G    D   LER RGITI 
+   
Sbjct  15   
KNICLGILAHVDSGKTTLSESILYLCGSIRKLGRVDHGDAFLDNFELERSRGITIFSKQA  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F     +  ++DTPGH+DF AE+ R+L VLD A+LV+S  DGVQ  TR L++ L+
+  I
Sbjct  75   
VFDLGNTRFTLLDTPGHVDFSAEMERTLQVLDCAVLVVSGADGVQGHTRTLWNLLKRYQI  134

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +F+NK+DQAG D + +++ ++ +LS + +             EE  D  +W+ 



V   
Sbjct  135  PTFLFVNKMDQAGADEEKILEELKKRLSDNCV---------RFNGEEQEDT-
SWENVAVC  184

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-----TG  236
             +  LE+Y+    ++ + ++    R + +  +FP Y+GSA K  G+Q  +D +      
G
Sbjct  185  EEAALEEYLEEGRLADQTII----
RMIAERKVFPCYFGSALKVQGVQEFLDGLEKYTGEG  240

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKIT  292
              +    +        V+K+     G R  Y+++ SGTL+++D ++  G++    + 
K+ 
Sbjct  241  
FLKWNAVEEGDKFGAKVYKISRDGQGSRLTYMKIVSGTLKVKDILSGRGKDGEAWEEKVN  300

Query  293  EMRIPS--KGEIVRT------------DTAYPGE--
IVILPSDSVRLNDVLGDPTRLPRK  336
            ++R+ S  K E+V+             +  YPGE   ++  S+   L  VL    
RLP  
Sbjct  301  
QIRVYSGEKYELVQEAHKGMVCAATGLNATYPGEGLGIVCASEEPVLEPVLNYQVRLPE-  359

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                                    +L  L QL + DP+LR   +    EI +  +G 
VQ 
Sbjct  360  ------------------
GCDIHNMLQNLRQLEEEDPMLRTTWNEELGEIHVQLMGEVQT  401

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            E++  ++ E++ +E      +++Y E          H E  P   +A + L + P   
GS
Sbjct  402  EILQDIIKERFGVEVTFGTGNIVYKETIGTTVEGVGHFE--
PLRHYAEVHLVMEPGDPGS  459

Query  457  GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPAD  515
            G+   S  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
D
Sbjct  460  
GMVLASDCSEDMLDKNWQRLILTHLAEKSHRGVLIGAELTDVKITLAAGRAHLKHTEGGD  519

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR      + Q L ++ + LLEPY  F L  P E + RA  D  +        +   
+  
Sbjct  520  
FRQATYRAVRQGLMQAESILLEPYYEFRLEIPAETVGRALTDIQRMSGEFHPPETVGEMA  579

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611



            V TG  P   +Q Y+ ++  YT G+       +GY+
Sbjct  580  VITGSAPVAEMQGYQMEVTGYTKGQGRLACIFRGYK  615

>WP_010998476.1 MULTISPECIES: elongation factor G [Nostocaceae]
 Q8YP62.1 RecName: Full=Elongation factor G; Short=EF-G
 BAB76037.1 translation elongation factor EF-G [Nostoc sp. PCC 7120]
 BAY69953.1 translation elongation factor EF-G [Trichormus 
variabilis NIES-23]
Length=692

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 187/698 (27%), Positives = 315/698 (45%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDYQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVL----  166
            P + FINK+D+ G +   V + +RD+L A+ I            K  V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYRVHEQMRDRLRANAIAIQLPIGSENDFKGIVDLVRKRAYMYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDIE  D                  AV E +D L+ KY  GEP++ E++    
++  
Sbjct  189  
DQGTDIEETDIPADLQDQVEEYYTKLVEAVAETDDDLMSKYFDGEPLTEEEIRSALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ PV  GSA K  G+Q ++DAV                 P G+        +  
L 
Sbjct  249  
IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPTEVPPIQGTLPNGDAIERRADDNEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V +   ++  + 
E+R



Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVLMKADDRQDVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +      V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTLTGDTITDEGAPVILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P+         +      +  + +++ P   G+G ++ S++  G 
+ + 
Sbjct  475  
PQVAYRETIRKPVTNVEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIVGGVVPKE  534

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ + D K    +G Y+   S+   F+    + L++A
+ ++
Sbjct  535  
YIGPAEQGMKESCESGILAGYPLIDVKATLVHGSYHDVDSSEMAFKIAGSMALKEAVLKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P++Y+     D       IE+   ++       ++P   +  
Y T
Sbjct  595  
SPVLLEPMMKVEVEVPEDYIGNVIGDLISRRGQIESQSTEQGLAKVASKVPLATMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            D+   T GR +   E   Y+    +V + +I   + N+
Sbjct  655  DIRSKTQGRGIFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_006526016.1 elongation factor G [Solobacterium moorei]
 EFW24277.1 translation elongation factor G [Solobacterium moorei 
F0204]
Length=690

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 190/688 (28%), Positives = 312/688 (45%), Gaps = 
101/688 (15%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGASQMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDGA+ V+ +K GV+ QT  ++    
+  +
Sbjct  69   
TCHWQDCQINIIDTPGHVDFTAEVERSLRVLDGAVTVLDSKAGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D  G D +  V S+ ++L A     Q               V++   
+   
Sbjct  129  
PRIVFSNKMDATGADFEMSVASIGNRLGAKAAAIQMPIGAESSFRGIIDLVTMKQHMYTN  188

Query  168  EN-TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +N TDI+                    +AV + +D+L+ K + GE  + E++    
++ V
Sbjct  189  
DNGTDIQVSEIDEQFKAKAEEMHLAMLEAVADYDDELMMKVLDGEEPTVEEVKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSA  247
              +  FPV  GSA K  G+Q L+DAV                          P  +
+  +
Sbjct  249  
MTSEFFPVMCGSAYKNKGVQLLLDAVVDYLPAPTDIEAIKGTLEDGTPSERHPSDDEPFS  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
            AL    FKV       R  Y R+YSG  +    +  A +EK     ++  M    + 
+I 
Sbjct  309  ALA---
FKVATDPFVGRLTYFRVYSGVAKAGSYILNASKEKRERFGRLVRMHANHRADI-  364

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              +  Y G+I   +   +    D L D   P  L    +   P P+++ ++ PKT    
+
Sbjct  365  --EEVYAGDIAGAVGLKNTTTGDTLCDEEHPIVLESMVF---
PEPVIQMSVEPKTKGDSQ  419

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++ +AL +LA+ DP  R   D  T + I++ +G +QL+++   +  ++K+E     
P V 
Sbjct  420  
KMDEALAKLAEEDPTFRTYTDEETGQTIIAGVGELQLDIIMDRMRREFKVEATSGAPQVA  479



Query  420  YMERPLKAAS---------------
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            Y E   K A                  + I   PNP              G G ++    
Sbjct  480  YRETIRKEAEVQGKFVRQSGGHGQYGDVWIRFSPNP--------------
GKGFEFVDET  525

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              G + + F    + G+   L  GL  G+ + D K     G Y+   S+   ++  
A + 
Sbjct  526  
VGGSVPKEFIKPTQQGLEESLNNGLVAGYPIVDIKAVLFDGSYHDVDSSEQAYKIAASLA  585

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L++A K+    +LEP ++  + AP +YL     D  K    I   +   + +     
+P 
Sbjct  586  
LKEAAKKCDPAILEPIMAVDVTAPADYLGSVMGDITKRRGQIREQEETGNAIKVRAFVPL  645

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +  Y TDL  +T GR +   ++  Y+
Sbjct  646  AEMFGYVTDLRSFTQGRGIYSMQMDHYE  673

>WP_047941806.1 GTP-binding protein [Bacillus circulans]
 KLV26831.1 hypothetical protein ABW02_09825 [Bacillus circulans]
Length=646

 Score = 256 bits (655),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 176/609 (29%), Positives = 296/609 (49%), Gaps = 
21/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I++ G V+   +  D+  +E+QRGIT+ A     
+ 
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSITKRGRVDHKNSFLDSHIIEKQRGITVFADQGIIEH  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++ LRK  
IPT  
Sbjct  65   
GDSTYYLIDTPGHIDFSPEMERAIQVMDFAIVIISAVEGIEGHTETVWNLLRKHQIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D   V++ +R + + D+      SL    + E   +      + E 
+++L
Sbjct  125  FINKTDRTGADAARVLEEIRSQFTTDVY--DISSLDNSSMSEAQIEF-----



IAERDEEL  177

Query  186  LEKYIAG--EPI-
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            L+ Y+    +PI   EK+    Q  +  + LFP  YGSA + +GI+   D    L 
+ I 
Sbjct  178  LDYYMDNGYQPILWMEKI----
QEMIISSRLFPCGYGSALQDIGIKEFFDQFHQLTKTIY  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
             +      G VFK+ Y   G R  +L+  SGTL +RD +        KIT++R  +  
+ 
Sbjct  234  RK-
DQPFAGRVFKIRYEQGGTRITFLKAISGTLHVRDELPYGDVMVEKITQIRKYNGKQF  292

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             + +    GEI  +   +     ++GD      ++   + +P LR+ +  +    +
+ +L
Sbjct  293  QQVNEVGAGEIFAVTGLT---
EAIVGDGVGAMLEKAVYELVPTLRSKVVVEDGVNKKEVL  349

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L+   +    +I L  +G++QLEV+  L+ E++ L     +P +
+Y E
Sbjct  350  
KLFRILEAEDPSLQITWEEKQQDIHLHVMGKIQLEVLQELVLERFSLNVHFGQPEILYKE  409

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                A     H E  P   +A + L + P    +G+ +ESR     L+ + Q+ +   
+ 
Sbjct  410  TIETATVGYGHFE--
PLRHYAEVHLRIEPGKRNTGITFESRCHTDDLSIANQHLICQHLF  467

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G  +TD K+    G  ++  +   DFR      L Q L++   
+LLEPY +
Sbjct  468  
ERDHHGILTGSPLTDIKVTLLTGRAHNKHTHGGDFREATFRALRQGLEKVQNRLLEPYYA  527

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    E + R   D        +T +   ++ + TG+ P      Y T LA +T 
G+ 
Sbjct  528  
FKIKVAIEQMGRVLADIQMAHGAFDTPETIDNKAIITGKAPVATFMEYSTILASFTQGKG  587

Query  602  VCLTELKGY  610
                   GY
Sbjct  588  QLSFTFAGY  596



>WP_087922518.1 elongation factor G [Stenotrophomonas sp. WZN-1]
 ARZ74566.1 elongation factor G [Stenotrophomonas sp. WZN-1]
Length=678

 Score = 257 bits (657),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 206/673 (31%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSENGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     I AWD                AV +++++L + ++ G  I  E L    
+R
Sbjct  189  
HWQDAAVATITAWDDAARIQWQPQRDALVEAVADHDEQLADAWLEGRVIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D V+ +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVSSSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-ILPSDSVRLNDVLGD---



PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +L        + L D   P RL  +  +  P P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSDRAQPLRL--ENIQAQP-
PVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDLVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +       G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVNGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_066462912.1 elongation factor G [Caryophanon latum]
 OCS91901.1 translation elongation factor G [Caryophanon latum]
Length=693

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 191/668 (29%), Positives = 313/668 (47%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGGSQMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGNRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSL---SPE  163
            +FINK+D+ G D    V ++ D+L A+                   +IK  V+       
Sbjct  132  
VFINKMDKMGADFLYSVGTLHDRLQANAHPIQLPIGAEDEFSGIIDLIKMDVTYYDNEEG  191

Query  164  IVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              L E   I             +  DAV   ++ L+EKY+ GE IS E+L    ++    
Sbjct  192  
TALREGQPIPESHQELADEYREKLIDAVASVDEDLMEKYLEGEEISNEELKAAIRKATIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMD-AVTGLFQPI-----------GEQ-------
GSAALCG  251
               +PV  G+A K  G++ ++D AV  L  P+           GE+         A    
Sbjct  252  
VEFYPVLCGTAFKHKGVRKMLDAAVDYLPSPVDVPAIKGTDIDGEEEIIRESSDEAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V   +   RE++ +I +M   S+ EI 
+   
Sbjct  312  
LAFKVMTDPFVGKLTFFRVYSGTLESGSYVQNSSKGKRERVGRILQMHANSREEISKV--  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D   L      E P P++  ++ PK+ A ++++  
AL 
Sbjct  370  -
FAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSVEPKSKADQDKMGQALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D+ T + I+S +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  429  
KLQEEDPTFRAHTDTETGQTIISGMGELHLDILVDRMRREFKVEANVGAPMVSYRETFRG  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++E+ +  G + + +  AV  G
+R  
Sbjct  489  
EAKVQGKFTRQSGGRGQYGDVTIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAGLRDS  548



Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L++G+  G+ + D K    +G Y+   S    F+  A + L++A K+    +LEP 
+   
Sbjct  549  
LDRGVVAGYPLIDIKAKLVFGSYHDVDSNEMAFKIAASMALKEAAKKCNPVILEPMMKVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL     +       +E  + + +  V    +P   +  Y T L   T 
GR V 
Sbjct  609  
VVIPEEYLGDIMGNITARRGRVEGMEARGNSQVVRAMVPLSEMFGYATTLRSATQGRGVF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  SMTFDHYE  676

>WP_105452529.1 elongation factor G [Lactobacillus sp. CBA3605]
 AVK62139.1 elongation factor G [Lactobacillus sp. CBA3605]
Length=699

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 187/680 (28%), Positives = 311/680 (46%), Gaps = 
82/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAEWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQSGVEPQTETVWRQASTYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D +  V ++ D+L A+    Q               + +  +
+  E
Sbjct  131  
PRIVFVNKMDKIGADFKYSVSTIGDRLQANAHAIQLPIGAEDNFEGVIDLIEMKADLYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                     A+ + +D ++EKY+ GE +S+ ++    
++
Sbjct  191  DKLGTE-



WDTVDVPDEYKEEAQAARDDLIEALADIDDGIMEKYLNGEEVSKAEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS--  252
                   FPV  GSA K  G+Q LMDAV                 P  ++    + 
G   
Sbjct  250  
GTLSLEFFPVLAGSAFKNKGVQMLMDAVVDYLPSPLDVKPYKATDPETDEAIDLIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  ++R+Y GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTFIRVYQGTLESGSYVLNATKDKRERVGRLLQMHSNQRKEIP  369

Query  304  RTDTAYPGEIVILPSDSVRL-NDVLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTA  355
                 + G+I      ++ L N   GD       P  L    +   P P+++  + 
PKT 
Sbjct  370  EV---FSGDIAA----AIGLKNTTTGDSLTSIEHPYHLESMEF---
PDPVIQVAVEPKTK  419

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  
V  
Sbjct  420  
ADQDKMNVALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFNVEATVGA  479

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +  K     +H +      +  + +  TP   G G ++E  +  G 
+ + 
Sbjct  480  PQVSYRESFTKATKVQGKFVH-
QSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPRE  538

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  G+R  +  G L G+ + D K     G Y+   S+ A F+  A I L  A 
K +
Sbjct  539  
YIPSVEQGLRESMANGVLAGYPLVDVKAKLYDGSYHDVDSSEAAFKIAASIALRNATKSA  598

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  +LEP +   +  P++YL             IE  + + +       +P   +  
Y T
Sbjct  599  
GPVILEPIMKVDIVTPEDYLGDIMGHVTARRGKIEGMEERGNAQEVHAFVPLAEMFGYAT  658

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T GR         Y+
Sbjct  659  TLRSATQGRGTFTMAFDHYE  678



>WP_068131188.1 MULTISPECIES: elongation factor G [Nosocomiicoccus]
 OFL49026.1 elongation factor G [Nosocomiicoccus sp. HMSC067E10]
 OFO52391.1 elongation factor G [Nosocomiicoccus sp. HMSC059G07]
 OFS62127.1 elongation factor G [Nosocomiicoccus sp. HMSC09A07]
 PMB80823.1 elongation factor G [Nosocomiicoccus massiliensis]
Length=693

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 193/687 (28%), Positives = 321/687 (47%), Gaps = 
81/687 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLD A+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDSAVTVLDAQSGVEPQTETVWRQATNYEVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSL------  160
            +F+NK+D+ G D    + ++RD+L A+                   ++K    L      
Sbjct  132  
VFVNKMDKIGADFDYAIGTIRDRLQANAHAVQYPIGAEDEFRGIIDLVKMKTYLYHDDLG  191

Query  161  ----SPEIVLE-ENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E E+   E  +A+IE     N+ ++E Y+ GE +S E L    ++   
D 
Sbjct  192  
QDVEEVEIPAEFEDKAQEMREALIEGLADVNEDVMEAYLGGEELSEETLKAAIRKATCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-----------------------
LFQPIGEQGSAA  248
              FPV+ G+A K  G+Q L+D +                         + +P  ++   
A
Sbjct  252  
EFFPVFCGTAFKNKGVQLLLDGIIDYLPSPLEVKPIVGHMANDPEEEYIAKPGDDEPFTA  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---LAGREKL-
KITEMRIPSKGEIVR  304
            L    FKV       +  + R+YSG+L     V+      RE++ +I +M   S+ 
EI  
Sbjct  312  LA---
FKVMTDPFVGKLTFFRVYSGSLDSGSYVSNTTKGKRERIGRILQMHANSREEI--  366



Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRE  359
              T Y G+I      +V L D     T    K        E P P++  ++ PK+ 
A ++
Sbjct  367  -STVYSGDIAA----
AVGLKDTGTGDTLTEEKLGVILESMEFPEPVIHLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP      D+ T ++I+  +G + L+V+   +  ++ +E  V  
P V 
Sbjct  422  
KMSTALVKLQEEDPTFTAYTDNETGQVIIGGMGELHLDVLVHRMKSEFNVECNVGAPMVS  481

Query  420  YMERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   ++A        +      +  + +  TP   G+G ++E  +  G + + +  
+V
Sbjct  482  
YRETFTQSAQVQGKFSRQSGGRGQYGDVHIEFTPNEQGAGFEFEDAIVGGVVPREYIPSV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             +G++  LE G L G+ + D K     G Y+   S+   F+  A + L++A K+    
LL
Sbjct  542  
EEGLKNALENGVLAGYPLVDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCKPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL     D       +E  + + +  V    +P   +  Y T 
L   
Sbjct  602  
EPVMKVEIVMPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVNAFVPLSEMFGYATSLRSN  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQ  620
            T GR         Y+   A++ + +I+
Sbjct  662  TQGRGTYSMVFDHYEEVPASISEEIIK  688

>WP_041459518.1 elongation factor G [Aminobacterium colombiense]
Length=682

 Score = 257 bits (657),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 306/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ +G   + G   +G+   D M  ER+RGITI 
+A T
Sbjct  3    



KIRNIGIAAHIDAGKTTTTERILFYTGRNYKMGETHEGSATMDWMEQERERGITISSAAT  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C VNI+DTPGH+DF  EV RS+ VLDGA+ V  A  GV+ Q+  ++    
K ++
Sbjct  63   
TCIWRDCFVNIIDTPGHVDFTVEVERSMRVLDGAVAVFCAVGGVEPQSETVWRQADKYHV  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D   VV  +R +L A                   D+I  + V    
Sbjct  123  
PRIAFVNKMDRVGADFYQVVNGIRTRLGARSVPLQLPIGSEDRFSGIVDLIQMKAVFFQD  182

Query  163  ---------EIVLEENTDIE-AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E   D++ A D +IEN    ++ ++E Y+ G+ +  E L R  
+   
Sbjct  183  
DLGTAPVVGEIPGELMADVKKARDLLIENLADFDESVMESYLEGQDVPEETLRRAIRENT  242

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQG-------
SAAL  249
                + PV  GSA K  GIQ L+DAV                 P  E+        
+  L
Sbjct  243  
IQQRIVPVLCGSAFKNKGIQLLLDAVVDYLPSPLDLPPIIGVDPKTEETVERHSDMNEPL  302

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R VY R+YSG L    TV       RE++ +I  M    + E
+   
Sbjct  303  
TALGFKIMVDPFVGRLVYTRIYSGKLVKGSTVYNPVTNTRERVGRILRMHANKREEL---  359

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G IV LP   + R  D L D +        + P P++   + P T   + 
+L   
Sbjct  360  
DEAGAGMIVALPGLKATRTGDTLCDESHPVVLESLQFPDPVISLAVEPATKNDKIKLTKG  419

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L  LA+ DP  +   D  T + I+S +G + LE++   L  ++ ++  V  P V Y 
E  
Sbjct  420  
LVALAEEDPTFKVRTDEETAQTIISGMGELHLEIIVDRLKREFGVDVKVGRPQVSYRETI  479

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  +   + PL  G G  +E ++  G + + +  AV+ 
G+ 



Sbjct  480  
RKSSRAEGRFVRQSGGRGQYGHVVFEMAPLEDGKGFAFEDKIVGGVVPKEYIAAVQKGLD  539

Query  483  YGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+ G + V   K+    G Y+   S+   F+  A +  ++A+K++   L
+EP +S
Sbjct  540  
EAVNNGILGGFPVIGVKVALVDGSYHEVDSSEMAFKIAASMGFKEAMKKADPVLMEPIMS  599

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       IE  + K +  V    +P   +  Y TDL   T
+GR+
Sbjct  600  
VEVVTPEDYVGDVIGDISSRRGRIEGMETKTNTRVIRSFVPLSEMFGYATDLRSKTSGRA  659

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  660  TYSMQFDHYE  669

>WP_075485272.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=692

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 187/656 (29%), Positives = 301/656 (46%), Gaps = 
60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  ++D+L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIKDRLGAKPLVLQ-
VPIGIEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E ++KL+E Y+ G+ I  E LV+  +
+   



Sbjct  191  
LGAEWEYKDIPDDLKEITEKYRTELIETAVEQDEKLMESYLNGDEIKEEDLVKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------QPIGEQG--------
SAALC  250
            D S  PV  GSA K  G+QPL+DAV                 +G +         S
++  
Sbjct  251  
DFSFVPVLTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGTKVGSEDEIEMKFDDSSSFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            G  FKV          ++R+YSGT++    V  +  +K  ++  M +           
A 
Sbjct  311  
GLAFKVANDPFVGSLTFVRIYSGTIKSGTAVYNSSSDKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L    +      L D          E P P++   + PKT   +E++ 
+AL +L
Sbjct  371  
AGDIVSLAGLKNTMTGHTLCDKENPVLLEPMEFPDPVIEIAVEPKTKGDQEKMGEALARL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E   
K+A
Sbjct  431  
AKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETIEKSA  490

Query  429  SHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             +  IH +       +A + L V P   G G + ES +  G + + F   V  GI    
+
Sbjct  491  
EYEYIHKKQSGGAGQFAKVKLFVEPQEPGKGREVESAIKGGAIPKEFIPGVEKGIETVSD  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    GL++   S+   F   +    ++A  + G +LLEP +   
+ 
Sbjct  551  
SGILAGFPMIDYKVTIVDGLHHDVDSSVLAFELASRACFKEACTQGGLKLLEPIMRVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR+
Sbjct  611  TPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_049452888.1 elongation factor G [Stenotrophomonas maltophilia]
 OWQ55827.1 elongation factor G [Stenotrophomonas maltophilia]



Length=678

 Score = 257 bits (657),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 204/673 (30%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAATTVAPWDDAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLSGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSG+L++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGSLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---



QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A S  +     +      +A + L V P      V +  R+  G + +SF  
A  
Sbjct  482  ETPLRAMSGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVVPRSFIAAAE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
++
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSH  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_050945820.1 elongation factor G [Bacillus pumilus]
 KMY19016.1 elongation factor G [Bacillus pumilus]
 SNU93646.1 elongation factor G [Bacillus pumilus]
 PRS10989.1 elongation factor G [Bacillus pumilus]
 PRS26972.1 elongation factor G [Bacillus pumilus]
 PRS57742.1 elongation factor G [Bacillus pumilus]
Length=692

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVGTLRDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLASGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D          E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDTVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  



RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMHMDHYE  675

>WP_071132294.1 elongation factor G [Ileibacterium massiliense]
Length=688

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 187/669 (28%), Positives = 315/669 (47%), Gaps = 
69/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGETHDGAATMDFMAQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+SAK+GV+ Q+  ++    + N
+P +
Sbjct  73   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVMVLSAKEGVEPQSETVWRQAERYNVPRI  132

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
            IF+NK+D  G +   V+ +++D+L    +  Q                            
Sbjct  133  
IFVNKMDVLGANFFHVIDTIQDRLKVKPVPVQLPIGSENQFTGIIDLLKMKAEVYKDDLG  192

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                V   PE +LEE    EAW     +AV + ++ L+  Y+ GE +  E + +  
++  
Sbjct  193  KVIEVEEIPEDMLEE---



AEAWRDKLLEAVADTDEDLMMLYLEGEELPIEDVKKALRKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLF----
QPIGEQGS--AAL  249
                LFP++ GSA K  G+Q L+D             A++G+     +P   + S     
Sbjct  250  
IAGELFPMFCGSAYKNKGVQMLLDGVVEYMPSPLDIPAISGVTPDTEEPDERKASDKEPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  A  G RE++ +I +M    + 
EI   
Sbjct  310  
SALAFKIVADPYVGKLAFFRVYSGVLTTGSYVYNATKGKRERIGRILQMHANHRQEI---  366

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          + P P++   I PKT A +E+
+  A
Sbjct  367  
DKVYSGDIAAAVGLKTTTTGDTLCDEDNPIILESMDFPDPVIEIAIEPKTKAGQEKMGIA  426

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  427  
LNKLAEEDPTFKTYTNRDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKETI  486

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K     H    +   +  +  + + V P   GSG +++  ++ G + + +   ++
+GI 
Sbjct  487  
TKGVDVDHKYAKQSGGHGQYGHVKIKVYPTEAGSGFEFKDSITGGAIPKEYIPKIQEGII  546

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G + G+ V D  +    G Y+   S+   F+  A +   +A+ ++   
LLEP   
Sbjct  547  
EAMQTGPVAGYQVVDVGVELYDGSYHEVDSSDMAFKIAASMAFREAVLKANPVLLEPIFK  606

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+ ++     D       IE   +    V   G +P   +  Y TDL   T 
GR 
Sbjct  607  
VEVTVPENHMGDIIGDISSRRGKIEGTDMNNGVVNVRGLVPLSEMFGYATDLRSKTQGRG  666

Query  602  VCLTELKGY  610
              + ++  +
Sbjct  667  TYVMQMDHF  675



>WP_071854647.1 elongation factor G [Enterococcus ratti]
 OJG83477.1 elongation factor G [Enterococcus ratti]
Length=694

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 314/677 (46%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVKTLHDRLQANAHPIQLPIGSEENFTGIIDLVKMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E +++L+ KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTDIQETEIPEEYLEQAQEWREKLVEAVAETDEELMMKYLEGEEITQEELIAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPSPVDIEAIKGIDTKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKGKKERIGRILQMHANTRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357



            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFRETTKAEGKFVRQSGGKGQYGHVWIEFTPNEEGKGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K 
+   
Sbjct  539  
AVEKGLEESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKHARPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>EFP63302.1 putative translation elongation factor G 
[Erysipelotrichaceae 
bacterium 3_1_53]
Length=862

 Score = 261 bits (667),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 189/638 (30%), Positives = 305/638 (48%), Gaps = 
64/638 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIG+LAHVDAGKTTL+E LLYA G+I + G V+ G    D    E+ RGITI 
+  
Sbjct  1    
MKYINIGLLAHVDAGKTTLSEGLLYACGSIRQMGRVDHGNAFLDYDVQEKDRGITIYSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                W   ++ ++DTPGH+D  AE+ R L VLD A+L+I+A DGVQ+ T  ++  L
+  N
Sbjct  61   
AVISWKDTQITLLDTPGHVDLSAEMERVLQVLDYAVLIINALDGVQSHTETIWKLLKHYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++FINK+D +    ++++  V+  L    +     SL  E + E+         
+  
Sbjct  121  IPVLVFINKMDVSYTQREALMTDVKRLLDERCV---
DFSLCDEQLQEQ---------LAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D+LL+ Y+    I +E++     +R+    LFP  +GSA K  GIQ L+D +    
+P
Sbjct  169  CSDELLDTYMEAGSIPKEQIAEAVSQRI----
LFPCCFGSALKMEGIQELLDILDCYTKP  224

Query  241  --
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                E+  A     +FK+   + G R  ++++  GTL+++  +     E+ K+ +
+R+ S
Sbjct  225  RLYPEEFGA----RIFKISRDENGNRLTHMKITGGTLKVKTKLG----
EEEKVDQIRLYS  276

Query  299  KGEIVRTDTAYPGEIVIL----------------
PSDSVRLNDVLGDPTRLPRKRWREDP  342
                   + A  G +  +                 ++ V+L+  +     LP+ R   
D 
Sbjct  277  
GNRYQLCEEAASGRVCAVKGLHGFHAGDGLGFEQSNNEVQLSSFMNYRVLLPQGR---DA  333

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
              M            R++LL    QLA+ DP L    D+   E+ +  +G +Q EV
+   
Sbjct  334  FVM------------RKQLL----
QLAEEDPQLHVSYDTHLKELHVRLMGDIQTEVLKHT  377

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            + E++  E    E  V+Y E  L+      H E  P   +A + L + PL  GSG
+Q+ S
Sbjct  378  IWERFHTEVEFDEGRVVYKETILEPVEGVGHYE--
PLRHYAEVHLLLEPLPRGSGLQFAS  435

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
                  L++ +Q  +   ++     G L G  +TD KI    G  +   +   DFR    
Sbjct  436  



DCKEDALDRHWQRLILSHLQEREHIGVLSGSPITDMKITLLCGRAHQKHTEGGDFRQATY  495

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              +   L+ + + LLEPY  F L  P   +SRA  D  ++  T +  +      V 
+G  
Sbjct  496  
RAVRHGLRNAKSILLEPYYEFTLQVPASCVSRAVFDIERFNGTFQLEEEANGLSVISGCA  555

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            P R +Q Y  ++  YT G+      LKGY+    Q  +
Sbjct  556  PVRWLQGYPQEVYAYTRGKGRLFCSLKGYEECANQSEV  593

>WP_084947309.1 elongation factor G [Streptococcus mitis]
 ORO88030.1 elongation factor G [Streptococcus mitis]
Length=693

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      



E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_073076115.1 elongation factor G [Sporobacter termitidis]
 SHH64141.1 translation elongation factor 2 (EF-2/EF-G) [Sporobacter 
termitidis 



DSM 10068]
Length=693

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 317/673 (47%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G+   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTYKIGEVHEGSATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    
K ++
Sbjct  69   
TCFWNDHRINIIDTPGHVDFTVEVERSLRVLDGSVTVMCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +I++NK+D  G D  +V++ V D+L A+ +              I   V +  
+I  +
Sbjct  129  
PRMIYVNKMDIMGADFFNVLKMVEDRLKANAVPIQLPIGAESDFRGIIDLVEMKADIYYD  188

Query  168  E-------------------
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E                      I+  +AV + ++ ++E+Y+ G+ IS E +    
++  
Sbjct  189  
ELGKDMRVEPIPDNMLELANEYHIKLLEAVSDFDEDIMERYLEGQEISVEAVKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                + PV  G++ +  G+Q L+DA+              G+     E  S      
A  
Sbjct  249  
VAVQMIPVVCGTSYRNKGVQKLLDAIVDYMPSPLDIPDIQGVVPGTDEVDSRPASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSGT     TV       RE+L +I +M    + 
+I   
Sbjct  309  
SALAFKIMTDPYVGRLSFFRVYSGTAEAGATVLNSTKGNRERLGRILQMHANHREDI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
            +  Y G+I    + +V L +     T    K        E P P++R  I PKT A 
+E+



Sbjct  366  NMVYSGDI----
AAAVGLKNTTTGDTLCSEKAPIILESMEFPEPVIRVAIEPKTKAGQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P 
V Y
Sbjct  422  
MGIALSKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R      H    +      +  + + V P   G G ++ +++  G + + +  
AV 
Sbjct  482  
KETIRGTADVDHKYARQSGGKGQYGHVKIIVEPNESGKGYEFINKIVGGAIPKEYIPAVD  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  ++ G+  G+ V D K+    G Y+   S+   F+    +  ++A++++   
LLE
Sbjct  542  
QGIQGAMQAGILAGYQVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEAMQKADPILLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +  ++  P++Y+     D       I   + +    V    +P   +  Y TDL   
T
Sbjct  602  
PIMKVVVTVPEDYMGDVIGDLNSRRGQITGMETRSGAAVVNSFVPLSTMFGYSTDLRSRT  661

Query  598  NGRSVCLTELKGY  610
             GR     E   Y
Sbjct  662  QGRGTYAMEPSHY  674

>WP_069129668.1 elongation factor G [Streptococcus pneumoniae]
 ODJ85432.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_019244373.1 elongation factor G [Bacillus massilioanorexius]
Length=692

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 194/672 (29%), Positives = 310/672 (46%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P V+F+NK+D+ G D    V ++ D+L A                   D++  + +    
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLPIGAEDQFTGIIDLVEMKAIMYGN  188

Query  162  --------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E +++L+EKY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDITETEIPAEYQDQAEEYREKLIEAVAELDEELMEKYLGGEEITVDELKAAIRKGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSV--------------  253
             +   +PV  GSA K  G+QP++DAV   L  P+      A+ G+V              
Sbjct  249  VNVEFYPVICGSAFKNKGVQPMLDAVIDYLPSPL---
DVPAIKGTVPQSDEEVTRPSSDD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FKV       +  + R+YSGTL     V       RE++ +I +M   S
+ EI
Sbjct  306  
EPFAALAFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSREEI  365

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                       V L   +    D L D   L      E P P++  +I PKT A  
+++ 
Sbjct  366  SEVHAGDIAAAVGLKDTTT--
GDTLCDEKNLVILESMEFPEPVISLSIEPKTKADLDKMS  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  R   D  T E+I++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  424  
TALQKLQEEDPTFRAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRE  483

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R           +      +  + +   P   G G ++E+ +  G + + +  
AV+ G
Sbjct  484  
TFRQSAQVEGKFARQSGGRGQYGHVWIEFAPNEEGKGFEFENAIVGGVVPREYIPAVQAG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP 
Sbjct  544  
LEDALERGVLAGFPMVDVKAKLFDGSYHDVDSSEMAFKVAASLALKNAASKCKPVILEPV  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL     +       +E  + + +  V    +P   +  Y T L   
T G
Sbjct  604  
MKVEVVMPEEYLGDIMGNITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATTLRSATQG  663

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  664  RGTFSMHFDHYE  675



>WP_107742108.1 elongation factor G [Opitutaceae bacterium EW11]
 PTY07732.1 elongation factor G [Opitutaceae bacterium EW11]
Length=730

 Score = 258 bits (660),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 204/671 (30%), Positives = 309/671 (46%), Gaps = 
80/671 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SGA+ + G V +GTT TD M  ER+RGITI AA  
S  
Sbjct  35   
NIGIAAHIDAGKTTTTERILFYSGAVHKMGEVHEGTTVTDWMEQERERGITITAAAISCA  94

Query  65   WH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W+         + ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  
++  
Sbjct  95   
WNASCGPWKGIKQRINIIDTPGHVDFTAEVERSLRVLDGAVAVFCAVAGVQPQSETVWRQ  154

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEI------  164
              K  +P + FINK+D+ G D    V+ +R+KL A+     I I +  + S  I      
Sbjct  155  
ANKYRVPRIAFINKMDRTGADFFRAVKEMREKLKANAHPLFIPIGKEENFSGVIDLVQNV  214

Query  165  --VLEENTD------------IEAWDAVIENNDKLL-----------
EKYIAGEPISREK  199
              + +E  D             E  D   E  DKL+           EKY+ GE 
IS  +
Sbjct  215  
AYIFDETKDPLGMNPITSEIPAELKDQAKEYRDKLIEAVSDFDDVIAEKYLGGEEISVNE  274

Query  200  L---VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------
QPIGEQGS----  246
            L   VR+    +Q   + P   GSA K  GIQ L+D V           P+  Q S    
Sbjct  275  LMLGVRKATISLQFTGVVP---
GSAFKKKGIQRLLDCVVNYLPSPIDVPPMQGQNSDGKP  331

Query  247  --------AALCGSVFKVEYTDCGQRRVYLRLYSGTL----
RLRDTVALAGREKLKITEM  294
                    A +CG  FK+       + V+ R+Y+G L     L +          +
+  M
Sbjct  332  
VEAVVDDKAKMCGLAFKLWTDPFVGKIVFFRVYTGKLPKGMSLYNPRTRRSERVSRLVLM  391

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            R   + EI   D AY G+I  L     V   D L D     R      P P++  
+I P 
Sbjct  392  RAMDREEI---



DLAYSGDICALVGIKDVITGDTLCDEDLDIRLEPPSFPEPVISMSIEPN  448

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            + A +E++  AL +L   DP LR + D  T + IL+ +G + L+++   +  ++K
+E   
Sbjct  449  
SKADQEKMGTALQRLVAEDPTLRVKTDPDTGQTILAGMGELHLDIIRDRMKREFKVEATA  508

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P + Y E   KAA        +      +  + + + P   G GV+  + +  G 
+ +
Sbjct  509  
GKPQIAYRETISKAADGEGKFIRQSGGKGQYGHVIVKIEPNEKGKGVEVLNEIVGGVIPK  568

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F     DGI  G   G + G+ V D K+    G ++   S+   F+       +
+A+K+
Sbjct  569  
EFIKPATDGILEGANNGTVAGYPVVDVKVHIVDGSFHEVDSSELAFKMAGIFAFKEAMKK  628

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP ++  +  P+EY      D  +    I+  + K    + T  +P   +  
Y 
Sbjct  629  
ANPILLEPIMAVEVTTPEEYQGDLMGDINRRRGQIQGMENKAGACIITASVPLEMLFGYV  688

Query  591  TDLAFYTNGRS  601
            TD+   + GR+
Sbjct  689  TDIRSLSKGRA  699

>OGX17584.1 translation elongation factor G [Omnitrophica WOR_2 
bacterium 
GWC2_44_8]
 OGX20307.1 translation elongation factor G [Omnitrophica WOR_2 
bacterium 
GWF2_43_52]
 OGX57341.1 translation elongation factor G [Omnitrophica WOR_2 
bacterium 
RIFOXYC2_FULL_43_9]
Length=699

 Score = 258 bits (658),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 190/675 (28%), Positives = 321/675 (48%), Gaps = 
62/675 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 



+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTTTERILFYTGKSYKIGEVHEGTAIMDWMVQEQERGITITSACT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDGA+++    +GV+ Q+  ++    
+ N+
Sbjct  69   
TCFWQDCRINIIDTPGHVDFTIEVERSLKVLDGAVVLFDGVNGVEPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSL--S  161
            P + F+NK+D+    +   V+ + ++L A+                   II+  + 
L   
Sbjct  129  
PRLCFVNKMDRPAASITETVKQIHERLGANAAAVQVPYGSEDNFMGMVDIIEDKLYLYND  188

Query  162  PEIVLEENTDI---------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            P     E  D+         EA D + E+    +D++++ ++ G+ + +E L +  
+R+V
Sbjct  189  
PAGKTFETQDVPEELAASVKEAKDKLFEHLAEADDEVMQYFVEGKSVPKELLKKAIRRQV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG-------------------
SAAL  249
             ++   PV+ G++ K  GIQPL+DAV        ++G                   
SA  
Sbjct  249  
INSKFVPVFCGASFKNKGIQPLLDAVCAYLPSPFDRGKVKGINPSTDQYEEREINDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-REKLKITEMRI--
PSKGEIVRTD  306
            CG  FKV       R  Y+R+YSGTL     +  A  REK ++T++ +   +K 
EIV  +
Sbjct  309  
CGLCFKVASDPYVGRLNYVRVYSGTLSSGSYIYNASKREKERVTKIVLMHANKQEIV--E  366

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                G+I  L      +  D L +            P P++  +I PKT + +E+L  
+L
Sbjct  367  
KVATGDICALVGLKETKTGDTLCEEKDAIILESMHFPDPVISQSIEPKTKSDQEKLGMSL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L D DP  R + +  T + I+S +G++ L+++   L  ++ + ++V +P V Y 
E   
Sbjct  427  
KRLTDEDPSFRVKYNQETGQTIISGMGQLHLDIIVDRLLREFNVASMVGQPQVAYKETLT  486

Query  426  KAASHTIHI--EVPPNPFWASIGLSVTPLSL-



GSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            K    T     +      +    L + P    G GV +E ++  G + + F  AV+
+G+ 
Sbjct  487  
KKVISTGKFIQQSGGRGQYGHCVLEMKPQETPGMGVTFEDKLKGGAIPREFIPAVKNGVM  546

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               + G+  G+ VTD  +    G ++   S+   F+    I     L+ +   L
+EP + 
Sbjct  547  
ASAKSGILAGYPVTDVSVTLIDGSFHDVDSSELAFQMAGSIAFSDGLRHASCILMEPIMD  606

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E++     D     A I +   + +  V    +P   I  Y T +   T 
GR+
Sbjct  607  
MEVIVPEEFMGTIIGDMNSRRAKIASLGQRANVKVIRCHVPLAEIFNYATVIRSLTQGRA  666

Query  602  VCLTELKGYQAAVGQ  616
                E   Y    G 
Sbjct  667  TYSMEPSFYHEVPGH  681

>WP_055282914.1 GTP-binding protein [Dorea longicatena]
 CUP60602.1 Elongation factor G [Dorea longicatena]
Length=916

 Score = 262 bits (669),  Expect = 6e-73, Method: Compositional 
matrix adjust.
 Identities = 190/636 (30%), Positives = 305/636 (48%), Gaps = 
44/636 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+E +LY SG I + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKHITIGILAHVDAGKTTLSECMLYLSGQIRKLGRVDHKDAFLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L
++  
Sbjct  61   
AELKMGNLGITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWRLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D   V+  ++++L    I    ++             E +D
++  
Sbjct  121  IPTFIFINKMDQMGTDKAKVLADLQNRLDEGCIDFSEITE------------
ETYDSLAM  168



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++K +E+Y+  E I  + +       + +  ++P Y+GSA K  G+Q  MD +T   
+ 
Sbjct  169  CDEKAMEEYLESEKIEEDTIA----
EIIGNRKVYPCYFGSALKMEGVQEFMDGMTAYVEK  224

Query  241  IGEQ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKI--  291
              EQ       ++     VFK+     G R  YL++ SGTL+++DT+  +AG+++ 
K   
Sbjct  225  -
NEQINSTDTNTSNFGAKVFKISRDPVGSRLTYLKVTSGTLKVKDTLTGIAGKQQSKKES  283

Query  292  ------TEMRIPSKGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRW-----  338
                  +E  + S  E V     Y GE   ++  + S  +  V G     P +       
Sbjct  284  
DLAQDRSETVMNSWEEKVNQIRIYSGEKYEMVQEAKSGMVCAVTGLNYTYPGEGLGIECD  343

Query  339  REDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             E P   P+L   I         ++L  L  L + DP+L+   +    EI    +G 
VQ+
Sbjct  344  
SEAPALEPVLSYKIELPEGCDVHKMLGNLRILEEEDPMLKIVWNEELGEIHAKLMGAVQI  403

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            E++ +L+ +++ ++      +++Y E          H E  P   +A + L + P   
GS
Sbjct  404  EILKSLIKDRFGVDVEFDTGNIVYKETIQNTVEGVGHFE--
PLRHYAEVHLKMEPGERGS  461

Query  457  GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPAD  515
            G+   +  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
D
Sbjct  462  
GIVIGTDCSEDMLDKNWQRLILTHLLEKEHRGVLTGSVITDMKITLTAGRAHLKHTEGGD  521

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR      + Q L ++ + LLEPY  F L  P   + RA  D  +      T Q + 
+  
Sbjct  522  
FRQATYRAVRQGLMQAESMLLEPYYDFQLEIPSGMIGRALTDIQRMNGETGTPQTEGEMT  581

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               G  P   ++ Y+ ++  YT G+       +GY+
Sbjct  582  TIEGYAPVTGMRDYQMEVNSYTRGQGHLTCTFRGYE  617



>WP_088805962.1 elongation factor G [Streptococcus pneumoniae]
 SNL57576.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPVGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK



+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIKFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_013074221.1 elongation factor G [Kyrpidia tusciae]
 ADG04928.1 translation elongation factor G [Kyrpidia tusciae DSM 
2912]
Length=691

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 193/685 (28%), Positives = 315/685 (46%), Gaps = 
75/685 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D    V  ++++L A+ +  Q                         
Sbjct  129  
PRIAYVNKMDIIGADFYRAVSQMKERLGANAVPIQLPIGAEDAFEGMIDLVSMQAYYYLD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E +     +AV E ++ L+ KY+ GE I+ +++    
+   
Sbjct  189  
DLGTRSEAREIPAEYKDRAEEYRQNLLEAVAEVDEDLMMKYLEGEEITVDEIKGALRAGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI--------
GEQGSAA---------LC  250
                + PV  GS+ +  G+Q L+DA+      P+          +G+             
Sbjct  249  
ISGKIVPVLCGSSYRNKGVQLLLDAIVDFLPSPVDIPPVRGTDSEGNEVERHSGDDEPFS  308

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT-----  305
               FK+       +  + R+YSGTL        +G   L  T+ +    G IVR      
Sbjct  309  ALAFKIMTDPYVGKLAFFRVYSGTLS-------
SGSYVLNSTKNKRERIGRIVRMHANHR  361

Query  306  ---DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               DT Y G+I   +        D L D   +      E P P++R  I PKT A 
++++
Sbjct  362  
EDIDTVYAGDIAAAVGLKDTSTGDTLCDDKNVVILESMEFPEPVIRVAIEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P 
V Y 
Sbjct  422  
GLALQKLAEEDPTFRTWTDQETGQTIIAGMGELHLEIIVDRLQREFKVEANVGKPQVAYK  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   + +K     +  +      +  + L + PL  G G  +E+++  G + + +  
AV 
Sbjct  482  ETIRKKVKVEGKFVR-
QSGGRGQYGHVWLELEPLERGQGYVFENKIVGGVVPKEYVPAVD  540

Query  479  DGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI   ++ G+  G+ + D K     G Y+   S+   F+    + L+    ++   
LLE
Sbjct  541  
EGIHEAMQNGVVAGYPLIDMKATLVDGSYHDVDSSEMAFKIAGSMALKSGAAKADPYLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE  + +    V  G +P   +  Y T+L   
T
Sbjct  601  
PIMKVEVIVPEEYMGDIMGDINSRRGRIEGMETRAGAQVIRGYVPLAEMFGYATNLRSRT  660

Query  598  NGRSVCLTELKGYQ---AAVGQPVI  619
             GR V   E   Y+    +V Q +I
Sbjct  661  QGRGVYSMEFYSYEEVPKSVAQEII  685

>WP_007858906.1 GTP-binding protein [[Clostridium] citroniae]
 EHF00776.1 hypothetical protein HMPREF9469_00534 [ [[Clostridium] 
citroniae 
WAL-17108]
Length=911

 Score = 262 bits (669),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 186/617 (30%), Positives = 301/617 (49%), Gaps = 
35/617 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+LAHVDAGKTTL+E+LLY +G+I + G V+      DT  LER RGITI +     
Sbjct  13   
ICVGLLAHVDAGKTTLSEALLYLTGSIRKMGRVDNQDAFLDTYALERARGITIFSKQAGI  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L K  
+PT
Sbjct  73   
EWKGMSITLLDTPGHVDFSAEMERTLQVLDYAVLVISGSDGVQGHTATLWRLLSKYRVPT  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ G D  S++  VRD+L    +              +   +E  + V   
++
Sbjct  133  FVFVNKMDQPGTDRDSLLLEVRDRLDDGCVD-----------
FTQAGTMECLEQVAMCDE  181

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-PIG  242
             +LE ++    +   ++     R + +  LFP Y+GSA +  G++ L++ +    + 
P+ 
Sbjct  182  TVLEHFLETGNVEEGEI----



GRLICERKLFPCYFGSALRLKGVEELLEGIRAYGKMPVY  237

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-----
LKITEMRIP  297
                 A    VFK+   D G R  ++++  G L+++  ++  GREK      K+ +
+R+ 
Sbjct  238  PDQFGA---KVFKITRDDQGGRLTHMKITGGRLKVKSLLS-
GGREKGDEWQEKVNQIRLY  293

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTA  355
            S  +      A  G I  + +  +R     G    L  ++   +PL  P+L   +     
Sbjct  294  SGEKYEPVPEAEAGCICAV-TGLLRTFPGQG----
LGMEQASMEPLLEPVLTYEVKLPQG  348

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              +  +L  L +L + DP L    D    EI +  +G VQ+EV+  L+SE++  E     
Sbjct  349  
CDKAVMLPKLRELEEEDPQLHVAWDEHLQEIQVQLMGEVQIEVLKNLISERFGAEVEFGR  408

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P+++Y E          H E  P   +A + L + P   GSG+Q+ +  S   L++
++Q 
Sbjct  409  PNIVYKETITGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLQFATGCSEDILDRNWQR  466

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +   + +G L G  VTD +I    G  +   +   DFR      L Q L E
+ + 
Sbjct  467  
LVMTHLEEKVHRGVLIGAPVTDMRITLVAGRAHIKHTEGGDFRQATYRALRQGLMEADSL  526

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L  P+  + RA  D  K   +   A  +  +   TG  P   +  Y
+T++ 
Sbjct  527  
LLEPWYDFCLEIPETAIGRAMTDIEKRKGSCVIAHTEGGQARLTGSAPVSAMGDYQTEVT  586

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G        +GY+
Sbjct  587  AYTKGCGHLTCTFRGYE  603

>OGV91364.1 translation elongation factor G [Microgenomates group 
bacterium 
RIFCSPHIGHO2_01_FULL_45_11]
 OGV95122.1 translation elongation factor G [Microgenomates group 
bacterium 
RIFCSPLOWO2_01_FULL_46_13]
Length=715



 Score = 258 bits (659),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 206/703 (29%), Positives = 324/703 (46%), Gaps = 
85/703 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
+A T
Sbjct  17   
RIRNIGIIAHIDAGKTTTTERILYYTGKTYKLGDIDEGTTQMDWMAQEKERGITIVSAAT  76

Query  62   SFQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            +  W             ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ
+Q+  
Sbjct  77   
TTFWTPVFEGVLPPELFRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSET  136

Query  112  LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----
DIIIKQTVSLSPEIVL  166
            ++H   K  +P + F+NK+D+ G +    V  + +KL A      + I Q  S    
++L
Sbjct  137  
VWHQADKYKVPRLCFVNKMDKLGANFLRTVDDIAEKLGATPAIMTLPIGQESSFKGVVLL  196

Query  167  EENTDIEAW------------------------------
DAVIENNDKLLEKYIAGEPIS  196
             +   I  W                              +A+   +DKL EK++ 
GE IS
Sbjct  197  LDEKAI-
IWEGDETGAKYRMEEVPADMAGEVTKYREKLIEAIAGTSDKLTEKFLKGESIS  255

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT---------------------  235
              +L +  +       L PV+ GS+ +  G+QPL+DAV                      
Sbjct  256  
VNELKQALREATIAYKLVPVFCGSSLRNKGVQPLLDAVVEYLPSPLDVIEIFGMNPRSQE  315

Query  236  -GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITE  293
              L + + E+  +AL    FKV+      R  YLR+YSG L     V   G REK 
+I  
Sbjct  316  EELRKLVPEEKFSALA---
FKVQTDPHVGRLTYLRIYSGKLEAGSYVLNVGKREKERIGR  372

Query  294  MRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTT  349
            + +    +     +A  GEIV  +        D L    DP       + E   P+
+   
Sbjct  373  LLLMHANQREDIASASAGEIVAAVGLKKTATGDTLTFESDPILYEGIEFTE---
PVISLA  429



Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PKT A +E++  AL +L + DP LR +V+  T + ILS +G + LE+V   +  
++ +
Sbjct  430  
IEPKTKADQEKMGLALNKLLEEDPTLRVKVNPDTGQTILSGMGELHLEIVVDRMKREFGV  489

Query  410  ETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
               V  P V Y E     A+       +      +    L V P + G G ++++ 
+  G
Sbjct  490  
VANVGNPQVAYKETVTGVATAEGKYIRQTGGRGQYGHCYLRVEPKNRGEGYEFKNEIKGG  549

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + F  A+  G++  +E G L G+ + D       G Y+   S+   F+    I 
L+ 
Sbjct  550  
AIPREFIPAIEKGVKEAMENGVLAGYPLVDVAAAVYDGSYHEVDSSEIAFKIAGSIALQA  609

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A+K++   LLEP +   +  P+E++     D     A I     +    + T  +P   
+
Sbjct  610  
AVKQAKPVLLEPIMKVEVTTPEEFMGEVIGDLSSKRAQILGTASRGTARIITALVPLAEL  669

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQP---VIQPRRPNS  626
              Y T L   T GR+    E   YQ   G     +I+ ++P S
Sbjct  670  TRYATILRSMTQGRASYYMEPSHYQEVPGNIAALIIEKQKPES  712

>WP_102170194.1 elongation factor G [Streptococcus sp. UMB1385]
 PMC47927.1 elongation factor G [Streptococcus sp. UMB1385]
Length=691

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 188/664 (28%), Positives = 317/664 (48%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   



WKNHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            +F+NK+D+ G D    V ++ D+L A                   D++  + +    
S+ 
Sbjct  132  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDLFEGVIDLVEMKAIYNEGSVG  191

Query  162  PEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +V++E         E +     +AV E ++  +EKY+ GE I+ ++L    ++     
Sbjct  192  
ENLVVKEIPAEYQDQAEEYREKLIEAVAEFDEDFMEKYLGGEEITIDELKAAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+QP++DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVEYLPSPLDVPAIKGIDPNTDEETERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   ++ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGILSSGSYVKNSTKGKRERVGRILQMHANTRNEIAEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MSTALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSY  481

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +AA        +      +  + +  TP   G+G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFKQAAQVQGKFTRQSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LE



Sbjct  542  
AGLKDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCNPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V +  +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVMPEEYLGDIMGDITSRRGRVEGMEARGNAQVVSASVPLSEMFGYATSLRSST  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_010249729.1 GTP-binding protein [Acetivibrio cellulolyticus]
Length=896

 Score = 261 bits (668),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 190/632 (30%), Positives = 301/632 (48%), Gaps = 
51/632 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL ES+LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLAESMLYLSGRIRKLGRVDHKNAYLDTFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +    ++++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L 
+ +
Sbjct  61   
AEFTFKDRNISLLDTPGHVDFSAEMERTLQVLDYAILVISGSDGVQGHTETLWRLLVQYS  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  G D  S++  ++  L+        V  S     E+    E  + 
+  
Sbjct  121  IPTFIFVNKMDMNGTDRSSLLAELKKLLN-----DGCVDFS-----
EDQNRNEFMENLAI  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +++ LLEKYI    +  + +       + D  +FP Y+G+A K  G++  ++ +    
+ 
Sbjct  171  HDEVLLEKYIESGVVETKDIT----
ALIWDRKIFPCYFGAALKLNGVEAFLNGLEQYTRY  226

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-------------  287
               Q S      V+K+   + G R  Y+++  G+LR++    L+ R+             



Sbjct  227  --PQFSEKFGAKVYKIARDEQGNRLTYMKITGGSLRVK--
TLLSNRKENGSVQNYENTLW  282

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWRE  340
            + K+ ++RI S  +    D    GE+  +       P + + +    G P          
Sbjct  283  
EEKVDQIRIYSGSKYETVDEVKAGEVCAVMGLSRTYPGEGLGVEAASGMPVL--------  334

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P+   R  + P+  A    +L  L QL + DP L         EI +  +G +Q
+E++ 
Sbjct  335  RPVLSYRIVLPPECDAH--
NMLTKLRQLEEEDPQLHIVWSEQLKEIHVQLMGEIQIEILK  392

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            +L+ E++ +       +++Y E  L+      H E  P   +A + L + P   
GSG+ +
Sbjct  393  SLILERFSVNVEFGSGNIVYKESILEPVEGVGHFE--
PLRHYAEVHLLMEPNEPGSGLIF  450

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
             S  S   L++++Q  +   +      G L G ++TD KI    G  +   +   
DFR  
Sbjct  451  
TSNCSEDLLDRNWQRLILTHLEEKDHTGVLTGSSITDMKITLIAGRAHPKHTEGGDFRQA  510

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
                + Q LK++   LLEPY +F L  P E + RA  D  +        +++ D  
V  G
Sbjct  511  
TYRAVRQGLKKAKCVLLEPYYNFKLEIPSESVGRAMSDLQRMSGDFTPPELEGDMAVLIG  570

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              P   +Q Y+ ++  YT GR      LKGYQ
Sbjct  571  FAPVSAMQGYQKEVNAYTRGRGRLFCTLKGYQ  602

>WP_087323053.1 GTP-binding protein [Faecalibacterium sp. An58]
 OUN75715.1 translation elongation factor G [Faecalibacterium sp. 
An58]
Length=859

 Score = 261 bits (666),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 191/614 (31%), Positives = 300/614 (49%), Gaps = 
47/614 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K + +G+LAHVD+GKTTL+E++LY SGAI + G V+      DT  LER RGITI 
+   
Sbjct  6    
KRLVVGVLAHVDSGKTTLSEAMLYRSGAIRKLGRVDHRDAFLDTDSLERARGITIFSKQA  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F     +V  +DTPGH+DF AE  R++ VLD A+LVIS  DGVQ+ T  L+  LR
+ ++
Sbjct  66   
LFTAGDTQVAWLDTPGHVDFSAEAERTVQVLDYAVLVISGPDGVQSHTETLWALLRRCHV  125

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+D  G   ++++  +R +L    +         +   EE+   E   A
+   
Sbjct  126  PTFLFINKMDLPGPGREALLDQLRSRLGEGFV---------DFGAEESARDE---
ALALC  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--  239
            +++L+E Y+AG+P+ RE +V    RR     +FP ++GSA K  G+  L++ +    
+  
Sbjct  174  DEQLMEGYLAGQPLPREDIVTAIARR----
HVFPCWFGSALKLEGVDALLEGLDRWTRPA  229

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMR  295
            P GE   A     VFKV   + G R  +LR+  G L+++DT++  G E      K  
++R
Sbjct  230  PAGEHFGA----RVFKVSQDEQGARLTWLRVTGGALKVKDTLS-
GGPEGQPWSAKADQLR  284

Query  296  IPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            + S           PG++  +       P + +      G P             P
+L  
Sbjct  285  LYSGARYTLASQVLPGQVCAVTGLADAKPGEGLGAERDAGSPML----------
EPVLTY  334

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +     A     L  L ++ +  P L    D    +I L  +G +QLEV+ ++L+ 
++ 
Sbjct  335  
QVLLPEGADVHTALAQLRRIQEEVPELHVVWDEALGQIHLRLMGEIQLEVLQSMLARRFG  394

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            LE    E  ++Y E   +      H E  P   +A + L + PL  GSG+QY++      
Sbjct  395  LEVSFGEGGILYKETIAEPVEGVGHYE--
PLRHYAEVHLKLEPLPPGSGIQYDTDCREEV  452

Query  469  LNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L +++Q  V   +     +G L G  +TD +I    G  +   +   DFR  A   
+ Q 
Sbjct  453  
LARNWQRLVIANLEEKEHRGVLTGAPLTDVRITLIAGRAHLKHTEGGDFRQAALRAVRQG  512

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + + LLEP+  F L  P + L RA +D  +   T   A+   D  V  G  P   
++
Sbjct  513  
LMMTKSVLLEPWYHFRLELPAQNLGRAMNDIQQMEGTFGPAEQTGDSAVLEGSAPVSGLR  572

Query  588  AYRTDLAFYTNGRS  601
            +Y   LA YT+GR 
Sbjct  573  SYPRQLAGYTHGRG  586

>WP_075230781.1 elongation factor G [Streptococcus sp. HMSC071D03]
 OFK05617.1 elongation factor G [Streptococcus sp. HMSC071D03]
Length=693

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>OGC47285.1 translation elongation factor G [candidate division WWE3 
bacterium 
RIFCSPHIGHO2_01_FULL_42_13]
Length=692

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 190/688 (28%), Positives = 325/688 (47%), Gaps = 
89/688 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +GT + D M  E++RGITI 
+A T
Sbjct  11   
KIRNIGIIAHIDAGKTTTTERVLFYTGKSHKIGEVHEGTAQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++H   
K N+
Sbjct  71   
TCFWDNHRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGSQGVEPQSETVWHQAEKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSP------------------  162
            P V F+NK+D+ G D    + S+ ++L+ + + I+  V L                    
Sbjct  131  
PLVAFVNKMDKVGGDFYMTLSSIHERLTPNAVAIQLPVGLENDFHAIIDLIERKAYKFEG  190

Query  163  ---------EIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  +    +E + A     + E++D L+EK++ GE +S E++    
++  
Sbjct  191  
NLGSEISEVEIPEDMKEKVEKYRAAMVEKIAESDDTLIEKFLNGEELSVEEIKGGIRKLT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTG---------
LFQPIGEQGS  246
                ++PV  GSA   +G+Q ++D             AVTG         + +P      
Sbjct  251  
TATKIYPVLCGSALGNIGVQKMLDAVVDYLPSPKDVGAVTGHKVDSDEEIILEPDENGPF  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
            +AL    FK++      R  Y R+YSG L+    V  + R EK +++ + +         
Sbjct  311  SALA---
FKIQTDAYVGRLTYFRVYSGKLKAGSYVLNSTRGEKERVSRILLMHANHREEI  367

Query  306  DTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            +    GEI         +  D++   D   +P  L    + E   P++   I PKT   
R



Sbjct  368  EEVKAGEIAAGVGLGQTITGDTLTSED---NPIVLESISFAE---
PVIGLVIEPKTKGDR  421

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++L  +L +  + DP  + + D  T + ++  +G + LE++   L  ++K+E    
+P V
Sbjct  422  
DKLGMSLKKFMEEDPTFQVKSDPETGQTLIYGMGELHLEIIVDRLKREFKVEVNTGKPQV  481

Query  419  IYMERPLKAASHTIHIEVPPNPF---------
WASIGLSVTPLSLGSGVQYESRVSLGYL  469
             Y E    +  + + +E   N +         +  + + + PL LGSGV++E+ V  
G +
Sbjct  482  AYRE----SIKNKVEVE---
NKYIRQSGGRGQYGHVVIILEPLPLGSGVEFENGVVGGSI  534

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  AV  G+R   E G+  G+ V D KI    G ++   S+   F+       
+ A 
Sbjct  535  
PREYIPAVEKGVREAAETGVVAGYPVVDVKITLTDGSFHEVDSSENAFKIAGSGAFKDAQ  594

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++   LLEP ++  +  P++++     +       IE  + +   VV + ++P   
+  
Sbjct  595  
RKAKPYLLEPIMNVEVVTPEDFMGDVIGNLSSKRGKIEGTKQRGSAVVVSAKVPLAEMFG  654

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            Y TDL   T GR+    E   Y+   G 
Sbjct  655  YATDLRGMTQGRASFNMEPSHYEEVPGN  682

>WP_048011519.1 elongation factor G [Bacillus firmus]
 KML36711.1 elongation factor G [Bacillus firmus]
Length=692

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 309/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    ++++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKIGADFLYSLKTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLIEMKATFYGNDL  190

Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE                    +AV E +++L+EKY+ GE I+ E+L    ++   
+
Sbjct  191  
GTDIEDREIPAEYMDQAEEYREKLIEAVAELDEELMEKYLGGEEITNEELKAAIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV              G      E+        A    
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPSIKGTLPDTEEEVTRPSSDDAPFSA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI     
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI---SV  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D   L      E P P++  +I PK+ A ++++  
AL 
Sbjct  368  
VHAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISLSIEPKSKADQDKMTTALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  428  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRG  487

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++E+ +  G + + +  AV+ G
+   
Sbjct  488  
SAQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLEDS  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP 



+   
Sbjct  548  
LERGVLAGFPMVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR   
Sbjct  608  
VVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTF  667

Query  604  LTELKGYQ  611
                  Y+
Sbjct  668  SMHFDHYE  675

>WP_029690723.1 elongation factor G [Streptococcus hyovaginalis]
Length=692

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEDLMMKYLEGEEITNEELMESIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +E G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTVTVPEENLGDVMGHVTARRGRVDGMEAHGTSQIVRAYVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_003649710.1 GTP-binding protein [Lactobacillus gasseri]
 EFJ69514.1 putative translation elongation factor G [Lactobacillus 



gasseri 
JV-V03]
Length=640

 Score = 256 bits (654),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 189/617 (31%), Positives = 302/617 (49%), Gaps = 
36/617 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D   LE++RGITI 
+ +
Sbjct  1    
MKKVTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIQTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKSHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    +   V+Q +              +L    +   + D + ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKANKGKVLQDLS-------------
TLDDNCIEFGDEDSDFYEKIAT  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    I  E++    +  V    +FPVY+G+A K  G+   +  +    
+ 
Sbjct  168  ADEAILEEYLESGQIKDEEI----
KDLVFQRKIFPVYFGAALKLNGVAEFLQGLDKWTKK  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I  + S      VFK+ Y + G+R  +L++  G LR +    L   E  K+ E+R+ 
+  
Sbjct  224  I--EYSEKFASRVFKISYDEKGERLTWLKVTGGELRAK--TELMPDE--
KVNEIRLYNGT  277

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR-E  359
            +     +A  GEI  +           G      R +      P+L  T A +T   
+  
Sbjct  278  KYQVVPSAQAGEIAAISGLKTTYP---GQGLGFERDQTNFTMQPVL--
TYAVQTVPDKMH  332

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L AL QL D +P L  + D    EI +  +G++QLE++  +L +++ L+    +  



++
Sbjct  333  
ATLTALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILHDRFGLKAEFAQGKIL  392

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E    +     H E  P   +A + L + P  LGSG+ +++  SL  L + +Q+ 
V +
Sbjct  393  YQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSLEVLPKKWQDQVME  450

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ----  534
             +      G L G  +TD +I    G   +  +   DFR      L Q L E   Q    
Sbjct  451  
SLANKEHLGVLTGSPLTDMEITLVGGRGSNVHTVGGDFREATYRALRQGLMELKAQNQVS  510

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L   QE + RA +D  K     E  +   D V  TG+ P   +Q Y 
T++ 
Sbjct  511  
LLEPWYQFTLRINQEQVGRAINDIEKMGGKFEIGERDHDVVTITGQAPVAQMQDYATEVR  570

Query  595  FYTNGRSVCLTELKGYQ  611
             YT+G         GY+
Sbjct  571  NYTHGSGQLECLFAGYR  587

>WP_013085625.1 GTP-binding protein [Lactobacillus crispatus]
 CBL49496.1 Translation elongation factor, homologous to 
tetracycline resistance 
protein [Lactobacillus crispatus ST1]
Length=641

 Score = 256 bits (654),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 189/628 (30%), Positives = 297/628 (47%), Gaps = 
61/628 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY  G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKVGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ + + G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDNKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D                P  +L+  
+  K
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---------------
PAALLKPVLTYK  322

Query  354  TAAQRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               Q   L   L AL  L D DP L         EI +  +G++QLE++  L+ E+
+ L 
Sbjct  323  
VNPQDNDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLN  382

Query  411  TVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             V ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL 
Sbjct  383  IVFEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLE  437

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ +   ++     G+   + +TD KI    G      S   DFR      
+ Q
Sbjct  438  
VLTKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQ  497

Query  527  ALKESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L E      T LLEP+  F L   ++ + RA +D  +      T +   +  V 
+G  P
Sbjct  498  



GLMEEKLRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAP  557

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               +Q Y T++  YT+G       + GY
Sbjct  558  VAEMQDYATEVRNYTHGEGNLECVVSGY  585

>WP_009253943.1 GTP-binding protein [Lachnospiraceae bacterium 
3_1_57FAA_CT1]
 EGN37567.1 small GTP-binding protein domain protein 
[Lachnospiraceae bacterium 
3_1_57FAA_CT1]
Length=898

 Score = 261 bits (668),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 196/639 (31%), Positives = 310/639 (49%), Gaps = 
71/639 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E +LY SG + + G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGILYRSGMLRKIGRVDNGDAFLDTYALEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W   +V+++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFRWKNMEVSLLDTPGHVDFSAEMERTLQVLDAAVLVISGADGVQGHTQTLWQLLKRYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +FINK+DQ G D +++ + +  +L     D     T     +  + + T +     
Sbjct  121  
IPVFLFINKMDQNGTDKEALKRELEARLDEGCVDFGEGFTEDFYEQCAMCDETAL-----  175

Query  178  VIENNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
                 D  LEK   G P        EE RR +++  LFP +YGSA K  G+   +D 
+  
Sbjct  176  -----DFFLEK--GGLP-------
EEELRRLIRERKLFPCFYGSALKLTGVDEFLDGLER  221

Query  237  LFQ-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------KL  289
                P+  +   A    VFK+   D G R  Y+++  G+L+++  +   G+       
+ 
Sbjct  222  FVSVPVYGKTFGA---
KVFKIARDDQGNRLTYMKITGGSLQVKAVLTNEGKAGEKEVWEE  278

Query  290  KITEMRIPS--KGEIVRT------------DTAYPGEIVILPSDSVR--



LNDVLGDPTRL  333
            K+ ++RI S  K E+V              +  +PGE +   + S    L  VL    
RL
Sbjct  279  
KVNQIRIYSGDKYELVNEVQAGSVCAVTGLNHTHPGEGLGAEAASAAPVLEPVLTYSIRL  338

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
            P    +E P+P+               +L  L QL + +P L    D    EI    
+G 
Sbjct  339  P----QECPVPV---------------
MLPRLRQLEEEEPELHIVWDERLQEIQAQVMGE  379

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+E++ +L+ E+++        +++Y E          H E  P   +A + L + 
P  
Sbjct  380  VQIEILKSLIQERFQTAVEFGAGNIVYKETITDTVEGVGHFE--
PLRHYAEVHLLLEPGE  437

Query  454  LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVST  512
             GSG+Q+++  S   L++++Q  V   +     +G L G  +TD KI    G  +   
+ 
Sbjct  438  
RGSGLQFDTDCSEDILDRNWQRLVITHLEEKDHRGVLTGSVITDMKITLLTGRSHLKHTE  497

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR      +   L ++   LLEP+  F L  P++ + +A  D  K   T E  
+ ++
Sbjct  498  
GGDFRQATYRAVRHGLMQAHNILLEPWYQFRLEVPEKMVGKAMTDIEKMHGTFEAPRTEE  557

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            D  V TGE P   ++ Y+ ++  YT G       L GY+
Sbjct  558  DMAVLTGEAPVFTMRDYQKEVIAYTKGYGRLFCTLLGYR  596

>WP_079571025.1 elongation factor G [Bradyrhizobium erythrophlei]
 SHH51057.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium erythrophlei]
Length=690

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 193/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   



NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WSGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   +  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D++L  Y+ G+      L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMREKAKEYREKLLEAAVELDDEVLAAYLDGKEPDEPTLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPNDTEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDLESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES+V  G + + +   V  G+   



L  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIIVEPNEPGKGFEFESKVVGGAVPKEYIPGVEKGLNSVLTSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_102210835.1 elongation factor G [Streptococcus sp. UMB0029]
 PMC00530.1 elongation factor G [Streptococcus sp. UMB0029]
Length=693

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKSKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658



Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_050307884.1 elongation factor G [Streptococcus pneumoniae]
 CMV36516.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGGTHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI



Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_022374856.1 GTP-binding protein [Anaerostipes hadrus]
 CDD72903.1 small GTP-binding protein domain [Firmicutes bacterium 
CAG:270]
 CUO50382.1 Tetracycline resistance protein tetM [Anaerostipes 
hadrus]
Length=878

 Score = 261 bits (667),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 187/613 (31%), Positives = 311/613 (51%), Gaps = 
32/613 (5%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E++LY +G + + G V+ G    DT  LER RGITI 
+   
Sbjct  5    
KHICVGILAHVDAGKTTLSEAILYTAGNLRKFGRVDNGDAFLDTYELERSRGITIFSKQA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                    + ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L+
+  I
Sbjct  65   
EVSMEDMDLTLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTLTLWSLLKRYEI  124

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+DQ G D  ++++ ++++LS+  I   T          +N+D E +
+AV   
Sbjct  125  PTFLFINKMDQNGTDKTALLEELQERLSSGCIDFGT----------KNSD-
EFYEAVAME  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++LL++Y+    I  E++    ++ + +  +FP ++GSA K  G++  ++   G 
+   
Sbjct  174  DEELLDQYLESGEIEDEQI----RKMITERKIFPCFFGSALKLQGVEEFLNDF-
GYYTEE  228

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             E         VFK+   + G R  +L++    L+++ TV  +  E  KI ++RI 
S  +
Sbjct  229  KEY-PEQFGARVFKITRDESGNRLTHLKVTGKDLKVK-TVITSSDE--
KINQIRIYSGEK  284

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVL-GDPTRLPRKRWRE--
DPLPMLRTTIAPKTAAQR  358
                +    G I  +      L+D   G    + +  +    +P+   +  +  +T
+A  
Sbjct  285  YETVNELEAGRICAVTG----
LSDTYPGQCLGVEQGGYEPVLEPVLTYQMILPEQTSAT-  339

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              +L  L QL + +P L    +    EI +  +G VQ+E++ +L+ E++ ++    
+ ++
Sbjct  340  -
VMLPKLRQLEEEEPELHIIWNEELQEIQVQIMGEVQIEILKSLIKERFDVDVEFGQGNI  398

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + PL  GSGV  +++ S   L++++Q  
+ 



Sbjct  399  VYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPLERGSGVVIDTQCSEDILDKNWQRLIL  456

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +G L G  +TD KI    G  +   +   DFR      + Q L+ + + 
LLE
Sbjct  457  
THLLEKEHRGVLTGAPITDIKITLAAGRAHQKHTEGGDFRQATYRAVRQGLRMAESILLE  516

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F L  PQ+ + RA  D  K   T ET    K+  V  G  P   +Q Y+ ++  
Y+
Sbjct  517  
PYYKFRLEIPQQMVGRAMTDIEKMHGTFETPDTSKEMAVLQGVAPVSTMQGYQKEVLAYS  576

Query  598  NGRSVCLTELKGY  610
             G     T L GY
Sbjct  577  KGMGRLFTTLNGY  589

>WP_048603305.1 elongation factor G [Enterococcus massiliensis]
Length=694

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 310/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V ++ D+L A+                I   V +  E+   
+  
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQIPIGAEDDFTGIIDLVKMKAEMYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E +++L  KY+ GE I+  +L    +R     



Sbjct  192  
TEIEETEIPEEYRELAEEWREKLVEAVAETDEELTMKYLEGEEITEAELKEGIRRATTAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
EFYPVLCGSAFKNKGVQLLLDAVIDYLPSPLDIPAIKGINPKTDEEVERPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     +  A ++K     +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYIRNATKDKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P+++  I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKDQVILESMEFPEPVIQVAIEPKSKADQDKMGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLSEEDPTFRAETNPETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G+
Sbjct  485  
FRSSTDAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G L G+ + D K     G Y+   S+   FR  A + L  A K++   
+LEP +
Sbjct  545  
KDSMENGVLAGYPMVDIKAKLHDGSYHDVDSSETAFRVAASMALRAAAKKANPVILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            S  + AP++YL             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
SVEIVAPEDYLGDVMGHVTARRGRVEGMEARGNTQVVRAMVPLAEMFGYATTLRSATQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVFTMTFDHYE  675



>WP_045613413.1 elongation factor G [Streptococcus infantis]
 KJQ78117.1 elongation factor G [Streptococcus infantis]
Length=693

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357



               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_084002095.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L +   V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLPVSSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_050222825.1 elongation factor G [Streptococcus pneumoniae]
 CIO76330.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  



Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALKKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+



Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090345.1 MULTISPECIES: elongation factor G [Streptococcus]
 AEL09865.1 elongation factor G [Streptococcus pseudopneumoniae 
IS7493]
 EID25090.1 translation elongation factor G [Streptococcus 
pseudopneumoniae 
ATCC BAA-960 = CCUG 49455]
 EID70316.1 translation elongation factor G [Streptococcus 
pseudopneumoniae 
SK674]
 ETD93060.1 elongation factor P [Streptococcus pseudopneumoniae 
1321]
 ETE07110.1 elongation factor P [Streptococcus pseudopneumoniae 
22725]
 CEV49304.1 elongation factor G [Streptococcus pneumoniae]
 CEY32738.1 elongation factor G [Streptococcus pneumoniae]
 CEY56054.1 elongation factor G [Streptococcus pneumoniae]
 CIN61528.1 elongation factor G [Streptococcus pneumoniae]
 CON41630.1 elongation factor G [Streptococcus pneumoniae]
 CJN84992.1 elongation factor G [Streptococcus pneumoniae]
 CKI53234.1 elongation factor G [Streptococcus pneumoniae]
 CKI45238.1 elongation factor G [Streptococcus pneumoniae]
 CKI47908.1 elongation factor G [Streptococcus pneumoniae]
 CKI39863.1 elongation factor G [Streptococcus pneumoniae]
 CKI34003.1 elongation factor G [Streptococcus pneumoniae]
 CKI76438.1 elongation factor G [Streptococcus pneumoniae]
 CJT81162.1 elongation factor G [Streptococcus pneumoniae]
 CJY28782.1 elongation factor G [Streptococcus pneumoniae]
 CJY66015.1 elongation factor G [Streptococcus pneumoniae]
 CKA78213.1 elongation factor G [Streptococcus pneumoniae]
 CJV88009.1 elongation factor G [Streptococcus pneumoniae]
 COC62027.1 elongation factor G [Streptococcus pneumoniae]
 COC74465.1 elongation factor G [Streptococcus pneumoniae]
 ALD67084.1 elongation factor G [Streptococcus mitis]
 KXT91296.1 Translation elongation factor G [Streptococcus mitis]
 ODO49097.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OOR82041.1 elongation factor G [Streptococcus pseudopneumoniae]
 OOR86834.1 elongation factor G [Streptococcus pseudopneumoniae]
 ORC41939.1 elongation factor G [Streptococcus pseudopneumoniae ATCC 
BAA-960 
= CCUG 49455]
 ORP05302.1 elongation factor G [Streptococcus mitis]
 PKZ98251.1 elongation factor G [Streptococcus mitis]
 PLV80462.1 elongation factor G [Streptococcus pneumoniae]
 PMB85467.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 



77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  



P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_045008218.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 KJC34676.1 elongation factor G [Bradyrhizobium sp. LTSP857]
 KJC40625.1 elongation factor G [Bradyrhizobium sp. LTSP849]
Length=690

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WEGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
            +F NK+D+ G D    +Q + D+L A  I  Q               V +   +  
EE  
Sbjct  132  
VFANKMDKTGADFYKCMQDIIDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEEEKL  191

Query  171  DIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            D +  D                    A +E +D++L  Y+ G       L R  ++ 
V  
Sbjct  192  
DAKFVDIDIPEDMVEKAKEYREKLLEAAVELDDEVLAAYLDGNEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPDDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKAVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  



VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_075674500.1 elongation factor G [Stenotrophomonas sp. TD3]
Length=678

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 309/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARTLWQSQRDALVEAVADHDELLADAWLEGRAIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L



Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_085114381.1 elongation factor G [Candidatus Pelagibacter sp. 
HIMB1321]
 SMF76175.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Pelagibacter 



sp. HIMB1321]
Length=692

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 190/664 (29%), Positives = 305/664 (46%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WQDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  +RD+L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIRDRLGAKPLVLQ-
VPIGIEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E ++KL+E Y+ GE I  E LV+  +
+   
Sbjct  191  
LGAEWEYKEIPDDLKEISQKYRTELVEMAVEQDEKLMESYLNGEEIKEEDLVKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALC  250
            + S  PV  GSA K  G+QPL+DAV   L  PI                    + 
SA   
Sbjct  251  
NFSFVPVLTGSAFKNKGVQPLLDAVINYLPSPIDIGSIKGTKLGSEDELEMKFEDSAPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    V  + +EK  ++  M +           
A 
Sbjct  311  
ALAFKVATDPFVGSLTFIRIYSGTIKTGTAVFNSSKEKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPS--DSV-------
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             G+IV L    +++       + N VL +P   P         P++   + PKT A 
+E+
Sbjct  371  AGDIVALAGLKNTITGHTLCDKDNSVLLEPMEFPE--------



PVIEIAVEPKTKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  423  
MGEALGRLAKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAY  482

Query  421  MERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    A+   +T   +      +A + L V P   G G + ES++  G + + F   
V 
Sbjct  483  
RETIENASEVEYTHKKQSGGAGQFAKVKLLVEPQEPGKGREVESKIKGGAIPKEFIPGVE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI    + G+  G+ + D K+    GL++   S+   F   +    ++A  + G 
+LLE
Sbjct  543  
KGIETVSDTGILAGFPMIDYKVTILDGLHHDVDSSVLAFELASRSCFKEACTKGGLKLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       I T + + +  V T  +P   +  Y  +L   
+
Sbjct  603  
PVMRVEVVTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMS  662

Query  598  NGRS  601
             GR+
Sbjct  663  QGRA  666

>WP_086950531.1 elongation factor G [Vagococcus fluvialis]
 SLM84885.1 Translation elongation factor G [Vagococcus fluvialis 
bH819]
Length=695

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 199/675 (29%), Positives = 312/675 (46%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKLGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V+S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVKSLHDRLQANAHPIQLPIGAEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIEA-------------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI               W     +AV E ++ L+ KY+ GE IS E+L    +R   
+ 
Sbjct  192  
TDIREEEIPEEYMEQAIEWREKLVEAVAETDEDLMMKYLDGEEISIEELKAGIRRATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIGEQG------------------
SAALCGS  252
              FPV  GSA K  G+Q ++DAV   L  P   +                   +A     
Sbjct  252  
EFFPVMAGSAFKNKGVQLMLDAVLDYLPAPTDVEAIKGTDTKTEEETTRPADDTAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL     V  A ++K     +I +M   S+ EI   
+  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGTLESGSYVLNASKDKKERIGRILQMHANSREEI---NQV  368

Query  309  YPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D         L  P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  YSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++++E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFRVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    PL  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAQPAIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTVTVPEEYLGDIMGHVTSRRGRVEGMEAHGNSQIVNALVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFNHYE  676

>COO07927.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_026678037.1 elongation factor G [Fictibacillus gelatini]
Length=692

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 313/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------IIKQ-----
TVSLS  161
            +F+NK+D+ G D    V ++ D+L A+                   +++Q     T  
L 
Sbjct  132  
VFVNKMDKIGADFLYSVSTLHDRLGANAHAIQLPIGAEDQFEGIIDLVEQKAYFYTNDLG  191

Query  162  PEI----VLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +I    + EE  D  E +     +AV E +++L+EKY+ GE ++ E+L    ++   
+ 
Sbjct  192  
TDIQEREIPEEYKDQAEEYRNKLIEAVAELDEELMEKYLEGEELTVEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G     GE+              
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVLDYLPSPVDVPAIKGTLPDSGEEVTRESADEGPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGT+     V       RE+L +I +M    + EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTVNAGSYVLNSTKGKRERLGRILQMHANHREEI---SVV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P++  +I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMEFPEPVIHLSIEPKSKADQDKMGM  424



Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R + D  T + I+S +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALAKLAEEDPTFRTKTDEETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KAA        +      +  + +   P   GSG  +E+++  G + + +  AV
+ GI
Sbjct  485  
IRKAAKVEGKFVRQSGGRGQYGHVWIEFEPAEEGSGFTFENKIVGGVVPREYIPAVQAGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S    F+    + L+ A       
+LEP +
Sbjct  545  
EEAMKNGMLAGFPLLDMKATIVDGSYHDVDSNEMAFKIAGSMALKNAKAYCDPAILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVVPEEYMGDIMGDVTSRRGRVEGMEARGNSQVVRAMVPLAEMFGYATSLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTYSMHFDHYE  675

>PIU55416.1 elongation factor G [Chloroflexi bacterium 
CG07_land_8_20_14_0_80_51_10]
Length=691

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 189/665 (28%), Positives = 312/665 (47%), Gaps = 
59/665 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIG++AH+DAGKTT+TE +L+ SG   + G V+ GT   D M  ER+RGITI AA 
TS  
Sbjct  12   
NIGVIAHIDAGKTTMTEMILHHSGRTYKIGRVDDGTAEMDWMDQERERGITITAAATSCD  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDG +++     GV++Q+ +++    K  
+P +



Sbjct  72   
WRDHRINIIDTPGHVDFTAEVERSLRVLDGGVVIFDGVAGVESQSEMVWRQANKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             F+NK+D+ G +    V  ++ +L A                   D+I ++ +  S 
E  
Sbjct  132  
CFVNKMDRMGANFLRTVDMMKKRLHANPAPIQLPIGAESSFVGVIDLIEEKALMFSGESN  191

Query  166  LE------ENTDIEAW------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            LE      E  D+         + V EN+D+++  YI    I    L    +R    
A +
Sbjct  192  
LEPAEIPDEYRDMAVQYRHALIENVAENDDEVMLAYITDGEIDVPTLKAGLRRATVSAKI  251

Query  214  FPVYYGSAKKGLGIQPLMDAVTGL------------FQP-IGEQ------
GSAALCGSVF  254
             PV  GSA K +G+QP++DAV               F+P  G +        A      
F
Sbjct  252  
VPVLCGSALKDMGVQPVLDAVVDYLPSPLDMPPIQGFEPKTGREELRHPDDDAPFSALAF  311

Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
            K+       R VYLR+YSGT++    +    +  +E++ ++ +M    + EI    
+   
Sbjct  312  
KIVTDPFVGRLVYLRVYSGTIKSGAQIYNATMGKKERIGRLYQMHANDREEIQEIGSGSI  371

Query  311  
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
               V L + S    + L D  R         P P++   I PK+   ++R++DAL 
+LA+
Sbjct  372  AAAVGLRNTST--
GNTLCDSKRPIILESITFPEPVISVAIEPKSRTDQDRIIDALAKLAE  429

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP L+ + +  T + ++S +G +QLEVV   L  ++K++  V +P V Y E    
+A  
Sbjct  430  
EDPTLKVQYNRETGQTLISGMGELQLEVVVVRLLREFKVKANVSKPRVAYKETITTSAKA  489

Query  431  TIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
                  +      +  + L + PL  G G ++ SR+  G + + +  AV  G++  
L +G
Sbjct  490  
EGRFVRQTGGRGQYGHVWLEIEPLESGKGFEFISRIGGGVIPREYIPAVEAGVKETLAEG  549

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547



            +  G+ V D +     G Y+   S+   F+    I     ++++   +LEP +   
+  P
Sbjct  550  
VIAGYPVVDVRATLVDGSYHEVDSSEPAFKMAGAIAARGCVRKAAPVILEPIMKLEVTTP  609

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            +E+L             I+  +  +   +    +P      Y TDL   + GR+      
Sbjct  610  
EEFLGDVISGLNARRGNIDGIEPHEGFTIIQCYLPLAESFGYATDLRSISQGRASFFMGF  669

Query  608  KGYQA  612
              YQA
Sbjct  670  DRYQA  674

>PID40615.1 elongation factor G [Proteobacteria bacterium]
 PIE66752.1 elongation factor G [Deltaproteobacteria bacterium]
Length=677

 Score = 257 bits (656),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 196/660 (30%), Positives = 304/660 (46%), Gaps = 
65/660 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT+
Sbjct  10   
IRNIGIIAHIDAGKTTVTERVLYYTGRSHKIGEVHDGEAVMDWMADEQERGITITSAVTT  69

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             QW  C + I+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P
Sbjct  70   
CQWKGCDIQIIDTPGHVDFTIEVERSLRVLDGAVGVFCAVGGVEPQSETVWRQADRYQVP  129

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE  163
             + FINK+D+ G D    VQ +RD+L+A                   D+I  Q +S   
+
Sbjct  130  
KIAFINKLDRIGADFLGTVQMMRDRLNAKPLILQLPVGAEDGFRGVIDLIHMQQISWDDD  189

Query  164  IVLEE----NTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
             +  +    + D +  D  +   D+LLE            Y+A E I  + ++    
+  
Sbjct  190  
SLGADYRPGDIDSDLMDDAVSYRDQLLETLAEVDDGIMDAYLADEAIEAQAILDAVHKAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------



QGSAAL  249
                L PV  GSA K  G+QPL+DA+              G+    GE         
A L
Sbjct  250  
VGLELVPVLCGSALKNKGVQPLLDAIVRYLPSPLEVPAIKGVNPDTGEDVVCCPDEKAPL  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL-
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
               +FKV   + G++  Y+R+YSG L    D    +  +K K++ +      +  R 
+ A
Sbjct  310  AALIFKVSMIE-
GRKLSYVRVYSGKLIAGSDAYNSSRNKKEKMSRILKMHANKRERVNEA  368

Query  309  YPGEI---VILPSDSVRLNDVLGD-
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             PG I   V L   S   +  L + P  L +  + E   P++   + PKT + +E
+L   
Sbjct  369  GPGAIVGVVGLKGSSTGESLCLPEQPVLLEKMDFYE---
PVISVAVEPKTHSDQEKLQQV  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +    DP LR   D  T + ILS +G + LEV+++ +  ++  +  V +P V+Y 
E  
Sbjct  426  
LDKFMAEDPTLRVREDEDTGQTILSGMGELHLEVITSRMQREFNTQVNVGKPQVVYRETI  485

Query  425  LKAASHT--
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              AA+       EV     +  + L + PL+ G G ++ SR+    L  +F  AV  
G+ 
Sbjct  486  
ESAATGNAVFDKEVAGTRHYGEVSLLLEPLARGEGNRFTSRLDEEALPSAFVGAVEKGVM  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ V D        +      T   F   A + + +AL      LL
+P ++
Sbjct  546  
ESLESGILMGYPVVDVNAVLTGAMTKESSGTELAFTVAASMAVREALSVGSAFLLDPIMA  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++++     D       IE+ + +         +P   +  Y T L   T 
GR 
Sbjct  606  
VEVIVPEDFMGDVIGDLNARGGKIESIEPRLGVQTIKATVPLARMFGYSTSLRSATQGRG  665

>WP_075105326.1 elongation factor G [Streptococcus cuniculi]
 OLF47327.1 translation elongation factor G [Streptococcus cuniculi]
Length=693

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 



matrix adjust.
 Identities = 199/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_072935384.1 elongation factor G [Schwartzia succinivorans]
 SHE83956.1 elongation factor G [Schwartzia succinivorans DSM 10502]
Length=692

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 188/673 (28%), Positives = 315/673 (47%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++    
K N+
Sbjct  69   
TCHWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLTARGGVEPQTETVWRQAEKYNV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + ++NK+D  G D  +V++ ++++L+A                   D+I    +    
Sbjct  129  
PRMAYVNKMDSTGADFFNVIKMIKERLNANPVAIQIPIGVEDTFRGVVDLIKMDAIIYED  188

Query  159  ---SLSPEIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +S E+ + E+    A        +AV E +D L+EKY+ GE I+  +L +  
++  
Sbjct  189  
DLGKVSDEVEIPEDLKEMAEEYHEKMLEAVAETDDVLMEKYLGGEEITEAELKKAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GS+ K  G+QP++DAV              G+     E+       
S   
Sbjct  249  
VECKMTPVTCGSSFKNKGVQPMLDAVVDYMPAPTDIPPIKGVNPDTDEEDCRPSSDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT+     V       +E+L +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTIDAGSYVFNSTKGKKERLGRILQMHANHRAEI---  365

Query  306  DTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            +  Y G+I   +        D L D   P  L    +   P P++   + PKT   
+E++
Sbjct  366  EKVYSGDIAAAVGLKFTTTGDTLCDEEHPIILESMVF---
PDPVISVAVEPKTKDDQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K++  V  P 
V Y 
Sbjct  423  
GIALQRLAEEDPTFRVHTDQETGQTIISGMGELHLQIIVDRMLREFKVDCAVGNPQVAYR  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   + +KA    +  +   +  +    L + P   G G  +E++V  G + + F   
+ 
Sbjct  483  ETIRKTVKAEGKFVR-
QSGGHGQYGHCWLELEPQEPGQGFSFENKVVGGAIPKEFIGPIE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R  +E G+  G+ + D K     G ++   S+   F+    +      +++   
LLE
Sbjct  542  



AGVREAMENGVVAGYPMVDIKATVYDGSFHEVDSSEMAFKIAGSMAFRNGAEKATPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY    +  P++Y+     D       IE  + +    V +G +P   +  Y TDL   
T
Sbjct  602  
PYCKVEVTVPEDYMGDVIGDLNSRRGRIEGMEPRNGVQVISGYVPLGEMFGYSTDLRSKT  661

Query  598  NGRSVCLTELKGY  610
             GR     E+  Y
Sbjct  662  QGRGNYSMEVAYY  674

>WP_027092004.1 elongation factor G [Cohnella thermotolerans]
Length=691

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 319/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-------------------------
IIKQTVS  159
             ++NK+D  G D   VV+ +R +L A+                          I K  
+ 
Sbjct  132  
AYVNKMDIIGADFLQVVEDMRTRLQANAVAIQLPIGAENDFVGMIDLIERVAYIYKDDLG  191

Query  160  LSP---EIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              P   EI  E     E   +E  + V E +++L+ KY+ GE ++ +++ +  ++ 
V + 
Sbjct  192  
KEPIKSEIPAELADKAEELRLELVEKVAELDEELMMKYLEGEELTVDEIKKALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAALC  250
             +FPV  GS+ +  G+QP++DAV                         +   +Q  
AAL 



Sbjct  252  
KIFPVVCGSSYRNKGVQPMLDAVVDYLPAPTDVPDIKGHLEDGTETTRKSGDDQPFAALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI    
Sbjct  312  ---
FKIMTDPFVGKLTFFRVYSGVLSSGSYVLNATKGKRERIGRILQMHANSRQEI---S  365

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I    + +V L D     T    K          P P+++  + PKT A 
++++
Sbjct  366  EVYAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
AIALQKLAEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   ++A        +      +  + +   PL  GSG  +E+++  G + + +   
V+ 
Sbjct  482  
ETFRQSAKVEGKFVRQSGGRGQYGHVWIEFEPLEPGSGFVFENKIVGGVVPREYIAPVQA  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
LLEP
Sbjct  542  
GIEEAMKNGVLAGYPIVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE +  +   V+   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMISSRRGRIEGSDSRHGAVIVRAKVPLAEMFGYSTVLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>WP_087642000.1 elongation factor G [Enterococcus sp. 9D6_DIV0238]
 OUZ30667.1 elongation factor G [Enterococcus sp. 9D6_DIV0238]
Length=694

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 



matrix adjust.
 Identities = 198/678 (29%), Positives = 316/678 (47%), Gaps = 
78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAEWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P V+F NK+D+ G D    V S+ D+L A+                I   +++  
EI   
Sbjct  129  
PRVVFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDSFTGIIDLITMKAEIYTN  188

Query  168  E-NTDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+              W     +AV E ++ L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLEGEEITIDELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            DT Y G+I    + +V L D   GD       P  L    +   P P+++  + PK
+ A 
Sbjct  366  DTVYSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    PL  A      +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
VSYRETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K
++  
Sbjct  539  
PAVEKGLSEAMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L
Sbjct  599  
VILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTL  658

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   +     Y+
Sbjct  659  RSATQGRGTFMMVFDHYE  676

>WP_049543655.1 elongation factor G [Streptococcus pseudopneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  



AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090355.1 MULTISPECIES: elongation factor G [Streptococcus]
 EHD48027.1 translation elongation factor G [Streptococcus 
pneumoniae GA49138]
 KEQ37776.1 translation elongation factor G [Streptococcus mitis]
 KEQ42427.1 translation elongation factor G [Streptococcus mitis]
Length=693

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_060745564.1 GTP-binding protein [Bacillus megaterium]
 KWU63832.1 elongation factor G [Bacillus megaterium]
Length=653

 Score = 256 bits (655),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 176/622 (28%), Positives = 308/622 (50%), Gaps = 
41/622 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+   +  DT  +E++RGIT+ A   
+F +
Sbjct  8    
IGIVAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKDSFLDTHTIEKERGITVFADQGTFSY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  L+K  
+P   
Sbjct  68   
NGSTYYLIDTPGHVDFSPEMERSIQVMDYAIVILSAVEGVEGHTETVWQLLQKHRVPVFF  127

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIKQTV--
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G D + V+  ++  L+ D+  I  + +  SLS E++          + 
+ E 
Sbjct  128  FINKIDRVGADPERVINDIKHNLTPDVFDITSELIDGSLSEELI----------
EFIAEK  177

Query  182  NDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +++LL+ ++ G+  + +   R   ++ +Q   LFP   GSA + +GI+  ++ +  
L + 
Sbjct  178  DEELLDVFMEGK--
NDQAYWRAAMKKLIQTNQLFPCACGSALQDIGIESFLEKLDLLTET  235

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297
               +   A  G V+K+ + + G R  +++  SGT+++RD VA     +L   KIT+
+R  
Sbjct  236  CYSK-
EEAFSGRVYKIRHDENGMRITFIKALSGTMQVRDEVAYEKNGELYEEKITQIRAY  294

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR------TTI  350
            +       +    GE+  +    S  + D LG    L   R  E  LP L+      
+++
Sbjct  295  NGSTFKNVNEGSAGELFAVTGLSSASIGDGLG---TLKESRSYE-
LLPTLKSKVVFESSV  350

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK   +  +LLDA       DP L    +    E+ +  +G +QLEV+  L+ E+



+ + 
Sbjct  351  HPKEGIKLFQLLDA------
EDPSLHVTWEERAQELHIRVMGAIQLEVLEKLIKERFNIN  404

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
               +EP ++Y E          H E  P   +A + L +      SG+ +E+      
L+
Sbjct  405  VQFEEPEILYKESIQNTVMGYGHFE--
PLKHYAEVHLKIEAAERNSGITFENACHADDLS  462

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +QN VR  I      GL  G  +TD K+    G  ++  ++  DFR      L 
Q L+
Sbjct  463  
AGYQNLVRQHIFEKPHHGLLTGSPITDIKVTLCTGRAHNKHTSGGDFREATYRALRQGLE  522

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   +LEPY  F +    + + R   D        ++    +++ + TG++P      
Y
Sbjct  523  
KAENIVLEPYYDFKIKVDIDQMGRVLADVQSAHGHFDSPVTTENKAIITGKVPVATFMNY  582

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             + LA  T+G+        GY+
Sbjct  583  GSTLASLTHGKGAMSLLFGGYE  604

>WP_015022139.1 elongation factor G [Bifidobacterium asteroides]
 AFU71701.1 translation elongation factor G [Bifidobacterium 
asteroides PRL2011]
 ATO41543.1 translation elongation factor G [Bifidobacterium 
asteroides DSM 
20089]
Length=708

 Score = 258 bits (658),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 198/705 (28%), Positives = 338/705 (48%), Gaps = 
92/705 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI  
AA+
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAI  70

Query  61   TSF---QWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            T+F   Q H    R ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  
++



Sbjct  71   
TAFWNRQSHDPEDRYQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVW  130

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------  156
                K  +P + FINK+D+ G D    V +++DKL    ++ Q                 
Sbjct  131  
RQADKYGVPRICFINKMDKLGADFYYSVDTIKDKLGVKPLVMQLPIGAESDFHGVVDLVR  190

Query  157  -----------------TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
                             T+ +  ++  + E    E  +AV E+++ LLEKY+ GE 
IS++
Sbjct  191  
MVAYYWKDEADLGAKYDTIDIPDDLKDKAEQYHTELLEAVAESDEDLLEKYLGGEEISQQ  250

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
            ++ +  ++   + + FPV+ GSA K  G+QP++DAV                        
Sbjct  251  
EIRKAVRKMTIEQTAFPVFCGSAFKDKGVQPMLDAVVDYLPSPEDVPAIKGYKIGDESVE  310

Query  239  ---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
               +P  ++  +AL    FKV       + +Y+R+YSG +   DTV  + + K     
K+
Sbjct  311  IDRKPTVDEPFSALA---
FKVATHPFYGKLIYVRVYSGKVAQGDTVLDSTKGKKERVGKL  367

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M    +  +   D A  G I   +   SV   D L D   P  L    +   P 
P++ 
Sbjct  368  FQMHSNKENPV---DEAIAGNIYAFVGLKSVTTGDTLCDEKEPVVLESMTF---
PDPVIE  421

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PKT A +E++  AL +L++ DP  + + D  + + ++S +G +QL+++   +  
++
Sbjct  422  
VAVEPKTKADQEKMGIALQKLSEEDPTFQVKTDEESGQTLISGMGELQLDILVDRMRREF  481

Query  408  KLETVVKEPSVIYMERPLKAA---
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--ES  462
             +E  V +P V Y E   KA     +T   +   +  +A + ++  PL    G  Y  
E+
Sbjct  482  
HVECNVGKPQVAYRETIRKAVMNQEYTHKKQTGGSGQFAKVLMNFEPLDTTEGETYVFEN  541

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +V+ G++ + F  +V  G++  +E G L G+ V   K     G  +   S+   F+    
Sbjct  542  



KVTGGHITKEFIPSVDAGVQEAMESGVLAGFPVVGVKATLTDGQIHEVDSSEMAFKIAGS  601

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +  ++A  ++   +LEP ++  +  P+EY+     D      +I++        V   
++
Sbjct  602  
MCFKEAAPKAKPVILEPIMAVEVRTPEEYMGDVMGDINSRRGSIQSMTDATGVKVIDAKV  661

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            P   +  Y  DL   T GR++   ++  Y     AV   +I+ +R
Sbjct  662  PLSEMFGYIGDLRSKTQGRAMFTMQMDSYAEVPKAVSDEIIKAQR  706

>WP_033679614.1 MULTISPECIES: elongation factor G [Streptococcus]
 KEQ38790.1 translation elongation factor G [Streptococcus mitis]
 CIY52836.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090348.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFN95396.1 translation elongation factor G [Streptococcus mitis 



NCTC 12261]
 EFN98532.1 translation elongation factor G [Streptococcus mitis 
SK564]
 EFN99852.1 translation elongation factor G [Streptococcus mitis 
SK597]
 EGP69793.1 translation elongation factor G [Streptococcus mitis 
SK1073]
 EOB32270.1 elongation factor G [Streptococcus mitis 13/39]
 EPR95088.1 elongation factor P [Streptococcus mitis 29/42]
 ETD97408.1 elongation factor P [Streptococcus mitis 27/7]
 KEQ32162.1 translation elongation factor G [Streptococcus mitis]
 KEQ34227.1 translation elongation factor G [Streptococcus mitis]
 KER08762.1 translation elongation factor G [Streptococcus mitis]
 KJQ72449.1 elongation factor G [Streptococcus mitis]
 COP25766.1 elongation factor G [Streptococcus pneumoniae]
 KXU11489.1 Translation elongation factor G [Streptococcus mitis]
 KYF35073.1 Translation elongation factor G [Streptococcus mitis]
 KYF37181.1 Translation elongation factor G [Streptococcus mitis]
 OAN11884.1 elongation factor G [Streptococcus sp. CCUG 49591]
 OFL51960.1 elongation factor G [Streptococcus sp. HMSC073F11]
 OFN94054.1 elongation factor G [Streptococcus sp. HMSC077D04]
 OFO02082.1 elongation factor G [Streptococcus sp. HMSC070B10]
 OOR81289.1 elongation factor G [Streptococcus mitis]
 OOS16191.1 elongation factor G [Streptococcus mitis]
 ORO90691.1 elongation factor G [Streptococcus mitis]
 ORO91365.1 elongation factor G [Streptococcus mitis]
 ORO96488.1 elongation factor G [Streptococcus mitis]
 ORO96944.1 elongation factor G [Streptococcus mitis]
 ORO98272.1 elongation factor G [Streptococcus mitis]
 ORP05026.1 elongation factor G [Streptococcus mitis]
 ORP07197.1 elongation factor G [Streptococcus mitis]
 OXT13151.1 elongation factor G [Streptococcus sp. KR]
Length=693

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>KRK48933.1 elongation factor G [Lactobacillus kimchicus JCM 15530]
Length=682

 Score = 257 bits (657),  Expect = 7e-73, Method: Compositional 
matrix adjust.
 Identities = 183/665 (28%), Positives = 310/665 (47%), Gaps = 
66/665 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A T+ 
+W   
Sbjct  1    
MAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAATTAEWKGH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      N+P +
+F N
Sbjct  61   
RINIIDTPGHVDFTIEVERSLRVLDGAVAVLDAQAGVEPQTETVWRQASDYNVPRIVFAN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEENTDIEA  174
            K+D+ G D  + V+S++D+L A+ +  Q               + +  +I  E+    
E 
Sbjct  121  
KMDKLGADFDASVESLKDRLQANALAIQMPIGAEDDFEGIIDLIEMKADIYDEDELGTE-  179

Query  175  W-----------------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            W                 DA+IE     +D ++EKY+ GE I   ++    ++   
+  +
Sbjct  180  
WDVVDVPEAYREEAQKRRDAMIEQIADVDDSIMEKYLDGEEIPIPEIKAAIRKATLNLEM  239

Query  214  FPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------GEQ------
GSAALCGSVF  254
            FPV  GSA K  G+Q ++DAV      P+            GEQ        A      
F
Sbjct  240  



FPVLAGSAFKNKGVQMMLDAVVDFLPSPLDVKPYPATDPDTGEQVDLIANDDAPFAALAF  299

Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYP  310
            K+       R  ++R+Y GTL     V  A ++K     ++ +M   S+ EI      
+ 
Sbjct  300  
KIATDPFVGRLTFIRVYQGTLESGSYVLNATKDKRERVGRLLQMHSNSRQEIPEV---FS  356

Query  311  GEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+I   +   +    D L D          E P P+++  + PKT A ++++ +AL 
+L+
Sbjct  357  
GDIAATIGLKNTVTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMNNALQKLS  416

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--  427
            + DP  R E +  T E +++ +G + L+++   +  ++K+E  V  P V Y E   
KA  
Sbjct  417  
EEDPSFRAETNPETGETLIAGMGELHLDIIIDRMKREFKVEATVGAPQVAYREAFTKATK  476

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A      +      +  + +   P   G G ++E  +  G + + +  +V  G++  
+E 
Sbjct  477  
AQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREYIPSVEQGLKESMEN  536

Query  488  G-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G L G+ + D K     G Y+   S+ A F+  A I L  A K +G  +LEP +   
+  
Sbjct  537  
GVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASIALRNAAKSAGPVILEPIMKVDIVV  596

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+EY+             ++  + + +  +    +P   +  Y T L   + GR      
Sbjct  597  
PEEYMGDIMGQVTARRGRVDGMEARGNAQLIHSFVPLSEMFGYATTLRSASQGRGTFTMV  656

Query  607  LKGYQ  611
               Y+
Sbjct  657  FDHYE  661

>WP_003646156.1 GTP-binding protein [Lactobacillus plantarum]
 AGE37828.1 Elongation factor G [Lactobacillus plantarum ZJ316]
 EMP43391.1 Elongation factor G [Lactobacillus plantarum UCMA 3037]
 EPD24917.1 Elongation factor G [Lactobacillus plantarum IPLA88]
 AGO06787.1 elongation factor G [Lactobacillus plantarum 16]
 KZE01625.1 Ribosome protection-type tetracycline resistance related 



protein 
group 2 [Lactobacillus plantarum]
 KZU37753.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 ANI96202.1 elongation factor G [Lactobacillus plantarum]
 ANJ14523.1 elongation factor G [Lactobacillus plantarum]
 PKX51857.1 GTP-binding protein [Lactobacillus plantarum]
 SPD89961.1 Tetracycline resistance protein TetO [Lactobacillus 
plantarum]
Length=672

 Score = 257 bits (656),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359



            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_068507460.1 elongation factor G [Leptolyngbya sp. O-77]
 BAU40500.1 Elongation factor G [Leptolyngbya sp. O-77]
Length=706

 Score = 258 bits (658),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 189/712 (27%), Positives = 318/712 (45%), Gaps = 
101/712 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   SFQWHR---------------



CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQ  106
            S  W R                ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  
GVQ
Sbjct  69   
STAWTRRDPKDPTQPLAGEPEHRINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQ  128

Query  107  
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IK  155
             QT  ++    +  +P ++F+NK+D+ G D   V   VRD+L A+ +           
+K
Sbjct  129  
PQTETVWRQADRYKVPRIVFVNKMDRTGADFFKVYNQVRDRLRANAVPAQLPIGSEDNLK  188

Query  156  QTVSLS--------------------PEIV--
LEENTDIEAWDAVIENNDKLLEKYIAGE  193
              V L                     PE +  L E   ++  +A  E +D L EKY
+ GE
Sbjct  189  
GIVDLVRMRAYIYTNDLGTDIQETEIPEEIRELAEEYRVKLVEAAAETDDALTEKYLEGE  248

Query  194  PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQ  244
             ++ +++    ++      + P++ GSA K  G+Q L+DAV             Q     
Sbjct  249  
ELTEDEIRAALRKGTISGQIVPMFCGSAFKNKGVQLLLDAVVDYLPSPLEVPPIQGTLPD  308

Query  245  GSAA---------LCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDT  280
            GS A         L    FK+   D   R  ++R+YSG L               R
+   
Sbjct  309  GSVASRNADDDEPLAALAFKI-
MADPYGRLTFIRVYSGVLTKGSYVYNATKGKKERISRL  367

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            + L   ++ ++ E+R    G  +     + G+ +   ++ + L  +              
Sbjct  368  
IVLKADDRQEVEELRAGDLGAALGLKDTFTGDTICDEANPIILESLF-------------  414

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P++   + PKT    E+L  AL  LA+ DP  R  VD+ T++ +++ +G + L
+++ 
Sbjct  415  
IPEPVISVAVEPKTKQDMEKLSKALQALAEEDPTFRVHVDAETNQTVIAGMGELHLDILV  474

Query  401  ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGV  458
              +  +YK+E  V  P V Y E   KA         +      +  + + V P   
G+G 
Sbjct  475  
DRMKREYKVEANVGAPQVAYRETIRKAVREEGKFVRQSGGKGQYGHVVIEVEPGEPGTGF  534

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFR  517
            ++ S++  G + + +      G++   E G+  G+ V D K+    G Y+   S+   
F+
Sbjct  535  
EFVSKIVGGAVPKEYVGPAEQGMKEACESGILAGYPVIDLKVTLVDGSYHEVDSSEMAFK  594

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
                + ++ A+ ++   LLEP +   +  P++++     D       IE    ++     
Sbjct  595  
IAGSMAVKNAVLKAAPVLLEPMMKVEVEVPEDFIGSVIGDLNSRRGQIEGQDTEQGTAKV  654

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  
626
            T ++P   +  Y TD+   T GR +   E   Y+     V + +I   + N+
Sbjct  655  TAKVPLAEMFGYATDIRSKTQGRGIFTMEFSHYEEVPRNVAETIIAKSKGNA  
706

>WP_034998433.1 GTP-binding protein [Lactobacillus salivarius]
Length=639

 Score = 256 bits (654),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 183/618 (30%), Positives = 304/618 (49%), Gaps = 
44/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  121  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---
DIAMCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  222



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  223  --PHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  276

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA---
PKTAAQ  357
            +     T   G++  +P        ++     L     + D +P++   ++         
Sbjct  277  KFSTYPTVSAGQVCTIPG-------
LINTYPGLSIGENQADTIPIITPVLSYALDPNGND  329

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L     
+ +
Sbjct  330  
IQTCLKALHELEDEDPKLHVTWSEHLQEISVQIMGEIQLEILEQILLDRYNLNVTFTKGN  389

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E   K      H E  P   ++ + L + P   GSG+Q+E++ SL  LN++
+Q+ +
Sbjct  390  ILYKETITKTIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLNKNWQHQI  447

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               ++     G L G  +TD KI    G   +  +   DFR      + Q L    
+ + 
Sbjct  448  
ISNLKSKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLRENNN  507

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   +  
Y T+
Sbjct  508  CQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGLLTGIAPVSEMYNYATN  564

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT+G      E+ GY
Sbjct  565  VRAYTHGNGTLELEIAGY  582

>WP_089147968.1 MULTISPECIES: GTP-binding protein [Lactobacillus]
 OXC46662.1 elongation factor G [Lactobacillus crispatus]
 OXC46851.1 elongation factor G [Lactobacillus crispatus]
 OXC52076.1 elongation factor G [Lactobacillus crispatus]
 OXC52473.1 elongation factor G [Lactobacillus crispatus]
 OXC53550.1 elongation factor G [Lactobacillus crispatus]
 OXC53817.1 elongation factor G [Lactobacillus crispatus]
 PEG84333.1 elongation factor G [Lactobacillus sp. UMNPBX15]



Length=641

 Score = 256 bits (654),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 188/625 (30%), Positives = 298/625 (48%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTNNSEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVASYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++         FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFYDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-



NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T L EP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKLRQQTILFEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_054435075.1 elongation factor G [Streptococcus pneumoniae]
 CTP45231.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164



            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFCGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>OQY33846.1 elongation factor G [Anaerolineaceae bacterium 4572_5.2]
Length=691

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIG++AH+DAGKTT TE +LY +G     GSV+ GTT TD M  ER+RGITI 
+A  
Sbjct  9    
KYRNIGVIAHIDAGKTTTTERILYYTGMTHRIGSVDDGTTVTDWMEQERERGITIVSAAV  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W +  +N++DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++       
+
Sbjct  69   
SAEWKKHLINVIDTPGHIDFTAEVQRSLRVLDGGVVVFDAVQGVEPQSETVWRQADLFKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + FINK+D+ G   +  V+ + D+L A+ ++ Q                         
Sbjct  129  
PRICFINKMDRVGASFERAVEMIADRLGANPVMVQLPIGAEDSFEGAVDLFTNRAYIWED  188

Query  157  TVSLSPEIVLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQ  205
            T+   P   +E++   E  D V +  D+L+E           KY+ G+ I+ E+L    
+
Sbjct  189  TIGSDP---
VEKDIPSELQDKVSQMRDRLVEQISETDDDLTLKYLEGQEITVEELKVALR  245

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQG------S  246
            R V    L PVY GS+ +  G+Q L+DAV              G+    G+        
+
Sbjct  246  
RAVIANQLTPVYCGSSLQSRGVQLLLDAVVDFLPSPLDIPPVQGIEPKTGKNAERKATEN  305



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
              L   VFK+       R  Y+RLYSGT+  R TV   G+ K     ++  M    
+ +I
Sbjct  306  
EPLSALVFKIVTDPYVGRLAYIRLYSGTISQRTTVYNPGKGKKERVGRLIRMYADRREDI  365

Query  303  VRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWRED---
PLPMLRTTIAPKTAAQR  358
               + A+ G+I  IL   +    D L     +      ED   P P++   I PKT 
A +
Sbjct  366  ---EEAHAGDIAAILGLKNSFTGDTL---
CSVDHPLILEDISFPDPVISVAIEPKTTADQ  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +RL DAL +LA+ DP  +   D  T + ++S +G + LEV+   +  ++ +   V  
P V
Sbjct  420  
DRLADALHKLAEEDPTFKVRTDPDTGQTLISGMGELHLEVLVDRMLREFNVHARVGRPRV  479

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   RP++  ++    +      +  + L +     GSG+++E+ +  G + + 
+ +
Sbjct  480  
AYRESITRPVEEVNYRYAKQTGGRGQYGHVVLELQLGEPGSGIEFENDIYGGAIPKEYIS  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            A+  GIR   E G L G+ VTD K+    G Y+   S+   F + A +  ++ ++     
Sbjct  540  
AIEKGIRGAAESGTLAGYPVTDVKVRLFDGSYHEVDSSDLAFTTAASMAFQEGMRRGRPV  599

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDL  593
            L EP +   +   +E+L             +   +++          +P   +  Y 
T+L
Sbjct  600  
LQEPVMKVEVIISEEFLGDVIGQLNSRRGNVLGMELRPGGTQAIRAMVPLAEMFGYTTEL  659

Query  594  AFYTNGRSVCLTELKGY  610
               T GR V   E   Y
Sbjct  660  RSATQGRGVFTMEFDHY  676

>KOS31159.1 elongation factor G [Bacillus anthracis]
Length=692

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 193/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M LER+RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDCMDLERERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIFDTPGHVDFGVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DAVKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_040286092.1 GTP-binding protein [Sporosarcina koreensis]
Length=655

 Score = 256 bits (655),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 174/613 (28%), Positives = 294/613 (48%), Gaps = 
24/613 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ +  + + G V+      D   +ER RGIT+ A      
+
Sbjct  5    
IGILAHVDAGKTTFSEQLLFNTNHLRKRGRVDHRDAFLDNHSIERDRGITVFAEQAELAY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH DF  E+ R+L V+D AIL+IS  DGVQ  T  ++  LR  
NIPT +
Sbjct  65   
NGRAFTLIDTPGHADFSPEMERALHVMDAAILLISGADGVQGHTERVWELLRARNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D+   D  ++   +   LS +I       L+P+  + +  ++  W  + E 
+D+L
Sbjct  125  FLNKMDRETADATALFGEMASLLSDNIF--DLSHLNPDGTMSD--ELAEW--
LAERDDEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+           R     +++  +FP   GSA    GI     A    F  + 



EQ 
Sbjct  179  LEQYL-DSGYDAALWHRSLLSAIREGRVFPCGQGSALHNSGIDEFFAA----
FSELTEQD  233

Query  246  ------
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                  SA    +V+K+ +   G+R  +L++++G L +RD +A++G E  K+T++R
+ + 
Sbjct  234  
EQPALRSAPFAATVYKIRHDSDGRRMTFLKVHAGVLDVRDELAVSGGEPAKVTQLRLFNG  293

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             + V T  AYPG++V +L        DV+G    +P K+     +P L+  +  + 
+   
Sbjct  294  SQFVTTAEAYPGDLVAVLGLSKPAAGDVIG--AVIPPKQ-
DGSSVPALKAAVRHEPSVPG  350

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +      L   DP L    +  + E+ +  +G +QLEV+  ++ E++ +     
EP++
Sbjct  351  
KEVWRLFRMLDAEDPTLHASWNEHSQEVEIRVMGVIQLEVLQYVVLERFGISVTFGEPAI  410

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E      +   H E  P   +A + + + P    SG+++ES     +L+   Q  
+ 
Sbjct  411  LYKETIAAPVTGYGHFE--
PLKHYAEVHILLVPAERDSGIRFESVCHTDHLSPGHQRVIE  468

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +      GL  G  +TD  +    G  ++  ++  DFR      L Q L+++   
LLE
Sbjct  469  
KHLSERDHHGLLTGSPLTDVTVTLLTGRAHNEHTSGGDFREALFRALRQGLEQAENVLLE  528

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY SF + A  E   R   D      +    +     +  TG +P      Y ++ 
A YT
Sbjct  529  
PYYSFKIKASAELTGRVLTDIQAAHGSFSPPESDGQTMTVTGRVPVATFLNYGSEFASYT  588

Query  598  NGRSVCLTELKGY  610
             G+ +      GY
Sbjct  589  GGKGLLTLTFGGY  601

>WP_062436629.1 elongation factor G [Synechococcus sp. PCC 73109]
 AMA10561.1 elongation factor G [Synechococcus sp. PCC 73109]
Length=693



 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 186/699 (27%), Positives = 314/699 (45%), Gaps = 
86/699 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
QVRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   KVNI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWRNHKVNIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D+ G +   V + +RD+L A+ I  Q               V +   
I  +
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQIRDRLKANAIAIQIPIGSESEFQGIIDLVKMRAHIYKD  188

Query  168  E-NTDIE------------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +   DIE                    +A+ E+++ LLEKY+ GE  +  +++   
++  
Sbjct  189  
DIGQDIEITEIPAELQDKAAEYRTIMIEAIAESDESLLEKYLEGEAFTEAEIMAALRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQGS------
AALC  250
               ++ P+  GSA K  G+Q L+DAV                 P G  G       
A   
Sbjct  249  
IAGTIVPLLCGSAFKNKGVQLLLDAVVDYLPSPLDVPPIQGELPDGTLGDRPADDEAPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  ++R+YSG +               R+   + L   E++++ 
E+R
Sbjct  309  ALAFKI-
ASDPYGRLSFIRVYSGVIEKGSYVYNSTKDQKERISRLIVLKSNERIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G ++       G+ +   +D + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAVIGMRDTMTGDTLCEANDPIILESLY-------------
IPEPVISVAVEPKTK  414



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L+D DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V +
Sbjct  415  
QDMEKLSKALQALSDEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMLREFKVEADVGQ  474

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +      +  + + + P   GSG  +ES++  G + 
+ +
Sbjct  475  
PQVAYRETIRQKADAEGKFIRQSGGKGQYGHVVIQIEPGDEGSGFAFESKIVGGAIPREY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G++   E G+  G+ + D K     G ++   S+   F+    I +  A+ 
++ 
Sbjct  535  
IPSVEQGMKEACESGIIAGYPMIDLKATLLDGSFHDVDSSEMAFKIAGSIAIRNAVDQAS  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+E+L     D       I+    ++     + ++P   +  
Y TD
Sbjct  595  
PVVLEPVMQVEVEVPEEFLGDIMGDLNARRGNIQGMNSEEGLAKVSAKVPLAEMFGYATD  654

Query  593  LAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNSRL  628
            +   T GR +   E   Y      V + +I   + N+  
Sbjct  655  IRSKTQGRGIFSMEFSNYDEVPRHVAEAIIAKNKGNANF  693

>WP_090117919.1 elongation factor G [Cohnella sp. OV330]
 SFB61336.1 elongation factor G [Cohnella sp. OV330]
Length=691

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 315/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +



Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D  +VV+ +R +L A+ +  Q                            
Sbjct  132  
AYVNKMDIIGADFLNVVRDMRLRLQANAVAIQLPIGAENGFVGMIDLIERVAYVYEDDLG  191

Query  157  ----TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                TV +  ++  + E   +E  + V E +D L+ KY+ GE +S  ++    ++ 
V + 
Sbjct  192  
KDPKTVEIPADLADQAEELRLELVEKVAELDDDLMAKYLEGEELSVAEIKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI-----------GEQ------
GSAALCGSV  253
             +FPV  GS+ +  G+QP++DAV      PI           GE+       S       
Sbjct  252  
RIFPVVCGSSYRNKGVQPMLDAVVDFLPAPIDVPAIKGTTEDGEETVRHSSDSEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A + K     +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGVLNSGSYVINATKNKRERIGRILQMHANSRQEI---
SIVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LQKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRE-T  483

Query  425  LKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             K A+      V  +      G   +   PL  GSG  +E++V  G + + +   V
+ GI
Sbjct  484  
FKTAAKVEGKFVRQSGGRGQYGHCWVEFEPLEAGSGFVFENKVVGGVVPREYIAPVQAGI  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP +



Sbjct  544  
EESMKNGVLAGFPLVDIKATIFDGSYHDVDSNEMAFKIAGSMALKAAKDKCNPILLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+             IE +  +   ++   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDVMGMLSSRRGRIEGSDTRHGALIVRAKVPLAEMFGYSTVLRSGTQGR  663

Query  601  SVCLTELKGYQ  611
             V   EL  Y+
Sbjct  664  GVFSMELSHYE  674

>WP_009201490.1 elongation factor G [Acetomicrobium 
hydrogeniformans]
 KRT35808.1 translation elongation factor G [Acetomicrobium 
hydrogeniformans 
ATCC BAA-1850]
Length=691

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 194/675 (29%), Positives = 306/675 (45%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G I   G V +G    D M  ER+RGITI 
+A T
Sbjct  10   
KIRNIGIAAHIDAGKTTTSERILFYTGKIHRIGEVHEGAATMDFMDQERERGITISSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++  L 
K  +
Sbjct  70   
TCYWKEYMINLIDTPGHVDFTMEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQLDKYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G +   V++ ++++L A                   D+I  Q +  
+ 
Sbjct  130  
PRIAFVNKMDRVGANFFDVMKQIKERLGANPVPIQLPMGAEDAFKGIIDLITMQAIEYAD  189

Query  163  E----IVLEEN-----TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E    + LEE       + + W     +A+ E +D+++E Y+ G  IS E + R  
+   
Sbjct  190  
ELGTRLELEEIPQAFLAEAKKWRERLIEALAEVDDEIMESYLEGREISEESIKRALRFGT  249



Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
                L P+  GSA K  GIQ L+DA             V G+    GE+        
A  
Sbjct  250  
ISLKLVPMLCGSALKNKGIQLLLDAVIDYLPSPLDIPPVKGVDPRTGEEVIRHTDAEAPF  309

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FKV       R VY R+YSG L         G   L     +    G I+R     
Sbjct  310  TALAFKVLVDPYVGRVVYTRIYSGKLH-------
TGMSVLNTNTGKKERIGRILRVHANK  362

Query  306  ----DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                ++A  G IV +P   + R  D L D            P P++   I P + A 
+ +
Sbjct  363  
REDIESALAGTIVAIPGLKNTRTGDTLCDEKGPVVLEGMNIPEPVISLAIEPASKADQVK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L  LA+ DP  R  +D  T + I+S +G + LE++   L  ++ ++  V +P 
V Y
Sbjct  423  
LSKGLAALAEEDPTFRVAIDHETGQTIISGMGELHLEIIVDRLRREFGVDVRVGKPQVAY  482

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   RP +     I  +      +  + L +  L   +G ++E R+  G + + F  
AV
Sbjct  483  REAIKRPARGEGKFIR-
QSGGRGQYGHVVLEIEALPGHTGYEFEDRIVGGVIPKEFIPAV  541

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            + G+   L  G+  G+ V   K+    G ++   S+   F+  A +  ++A+K++   
L+
Sbjct  542  
QKGVEEALTSGVVGGYPVIGIKVALVDGSFHEVDSSEMAFKIAASMAFKEAMKKADPVLM  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL     D       IE    +    V    +P   +  Y + 
L   
Sbjct  602  
EPIMEVEVVTPEEYLGDVMGDLSSRRGRIEGMATRSGAKVVKAYVPLSEMFGYASALRNK  661

Query  597  TNGRSVCLTELKGYQ  611
            T+GR+    +   Y+
Sbjct  662  TSGRATFTMKFSHYE  676



>WP_000090339.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFE57532.1 translation elongation factor G [Streptococcus oralis 
ATCC 35037]
 EFO02905.1 translation elongation factor G [Streptococcus oralis 
ATCC 35037]
 EFX57489.1 translation elongation factor G [Streptococcus sp. C300]
 EIC75130.1 translation elongation factor G [Streptococcus oralis 
SK610]
 EKA15602.1 elongation factor G [Streptococcus sp. GMD2S]
 EKA17674.1 elongation factor G [Streptococcus sp. GMD1S]
 AHZ48407.1 elongation factor G [Streptococcus sp. VT 162]
 KEQ44243.1 translation elongation factor G [Streptococcus oralis]
 KEQ49607.1 translation elongation factor G [Streptococcus oralis]
 KJQ64366.1 elongation factor G [Streptococcus oralis subsp. oralis]
 KJQ72150.1 elongation factor G [Streptococcus oralis subsp. oralis]
 KXT80473.1 Translation elongation factor G [Streptococcus oralis]
 KXT92650.1 Translation elongation factor G [Streptococcus oralis]
 KXT94183.1 Translation elongation factor G [Streptococcus oralis]
 KXU05169.1 Translation elongation factor G [Streptococcus oralis]
 KXU07296.1 Translation elongation factor G [Streptococcus oralis]
 KZX03781.1 elongation factor G [Streptococcus oralis]
 KZX04913.1 elongation factor G [Streptococcus oralis]
 OFO21863.1 elongation factor G [Streptococcus sp. HMSC072D05]
 OJG02097.1 translation elongation factor G [Streptococcus oralis]
 AQA08598.1 translation elongation factor G [Streptococcus oralis]
 OOR77662.1 elongation factor G [Streptococcus oralis]
 ORJ32132.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORO55150.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ORO56153.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ORO61215.1 elongation factor G [Streptococcus oralis subsp. oralis]
 PNK71941.1 elongation factor G [Streptococcus sp. FDAARGOS_256]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_032077838.1 GTP-binding protein [Clostridium drakei]
Length=887

 Score = 261 bits (667),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 190/626 (30%), Positives = 307/626 (49%), Gaps = 
44/626 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+ES+LY SG I + G V+      DT  LE++RGITI 
+  
Sbjct  1    
MKKIVVGILAHVDAGKTTLSESMLYLSGKIRKLGRVDNKDAYLDTYSLEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              FQ    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DG+Q  T+ L+  L    
Sbjct  61   
AIFQADEVQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGIQGHTQTLWRLLSIYK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDAVI  179
            IP  IFINK+DQ G D + +++ ++D+L+ +            I  +EN D+E  
+D V 
Sbjct  121  IPVFIFINKMDQVGTDKEKLMKELKDRLNDEC-----------IEFQEN-
DMEIFYDQVA  168

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++K++E +I    I +  L+ E    ++   +FP Y+GSA K  G++  ++ +    
+
Sbjct  169  MCDEKVMENFIETGEI-KSALISE---
LIKSRKVFPCYFGSALKLEGVEEFINGIVKYSE  224

Query  240  -
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-----------  287
             P     S      VFK+   D G R  ++++  G+L+++   AL  +            
Sbjct  225  RPF---YSEEFGAKVFKISRDDQGNRLTFMKITGGSLKVK--
TALTNKTADMENSTYNIW  279



Query  288  
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--PM  345
            + KI ++RI S  +      A  G I ++   +    D       L  +R    PL  
P+
Sbjct  280  EEKINQIRIYSGQKFELVSEAEAGAICVVTGLTKTYPD-----
EGLGAERASSKPLLEPV  334

Query  346  
LRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
            L   +  K       +L  L ++ + +P L    +    EI +  +G VQ+E++ +
++ +
Sbjct  335  
LSYKVILKEGCDPRIMLPKLREIEEEEPELHIIWEENLQEIQVQIMGEVQIEILQSIIKD  394

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ ++      +++Y E  L       H E  P   ++ + L + P  LGSG+Q+    
S
Sbjct  395  RFDIDVTFDSGTILYKETILNTVEGVGHFE--
PLRHYSEVHLLMEPGELGSGLQFFINCS  452

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L +++Q  +   +     +G L G  +TD KI    G  +   +   DFR      
+
Sbjct  453  
EDCLEKNWQRLILTHLEEKAHKGVLTGSMITDMKITLVAGRAHKKHTEGGDFREATYRAV  512

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             Q L ++ + LLEPY  F L  P++ + RA  D  K   T E   V  D     G  
P  
Sbjct  513  
RQGLMQANSILLEPYYEFQLELPEKMVGRAMTDVEKMHGTCEITGVNGDIATVVGSAPVV  572

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             ++ Y+ D+  YT G+      LKGY
Sbjct  573  TMRNYQRDVISYTKGKGRLFYSLKGY  598

>WP_015466081.1 elongation factor G [Psychromonas sp. CNPT3]
 AGH82202.1 elongation factor G [Psychromonas sp. CNPT3]
Length=697

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 194/682 (28%), Positives = 313/682 (46%), Gaps = 
70/682 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    



NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKEHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+     L A+ +I+   + +  + V                 
L
Sbjct  129  
IFVNKLDRIGADFYRVVKQTETVLGANPLIMVLPIGIEDKFVGVVDLLTRKAWIWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              D  +E +D LLE Y+ GE  S E + R  ++  
+ 
Sbjct  189  
PENYEVTDVPADMVDKVEEYRELLLDTALEQDDDLLEAYMEGEEPSIEDIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQG----
SAALC  250
               FP Y GSA K  G+Q ++DAV                    +P GE      +    
Sbjct  249  
LEFFPTYCGSAFKNKGVQNILDAVVDYLPAPNEVDPQPLTDEEGEPTGEHAIVSENETFK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKITDDRFGA-
LTFVRIYSGTLKKGDTIMNAATGKTERVGRMCEMQADDRNELT---  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAKAGDIIAIVGMKTNVQTGHTLCDPKHPVILEAMVFPNPVISISVTPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E ILS +G + L++   +L   Y ++ +V EP V Y 
E  
Sbjct  425  
IGKMVAEDPTFKVETDIDSGETILSGMGELHLDIKVDILKRTYGVDLIVGEPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I  ++ P   G+G  + S V+ G + + F  A+  
G +
Sbjct  485  



TQEIEDSYTHKKQSGGSGQFGKIDYTIKPGEPGTGFVFTSVVTGGNVPKEFFPAIEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
GMMDTGVLAGFPVLDVEIVLTDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLLEPIMA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I   +     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLSRRRGMIAGQEAGVSGVRIKADVPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGYQ---AAVGQPVIQ  620
                E K Y    +++ + VI+
Sbjct  665  QFSMEFKNYMPCPSSIAEGVIE  686

>KFI37745.1 elongation factor G [Peptococcaceae bacterium 
SCADC1_2_3]
Length=695

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 201/685 (29%), Positives = 326/685 (48%), Gaps = 
67/685 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI+AH+DAGKTT+TE +L+ +G + + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
NIRNIGIMAHIDAGKTTVTERILFYTGRVHKIGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W  C +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K  I
Sbjct  69   
TCRWKECYINIIDTPGHVDFTMEVERSLRVLDGAIAVFCAVGGVEPQSETVWRQADKYGI  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G +     + +R  L+A                   D++ ++      
Sbjct  129  
PRLTYINKMDRIGANFFRSCEMMRTHLNANPVAIQLPLGAEDKFGGVIDLVQQKAFIYQD  188

Query  163  EIVLEEN-----TDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  E+      TD++           +A  E +++++EKY+ GE  S +++ R  
++  



Sbjct  189  
ELGTEQEEIAIPTDMKELVAEYREKLLEACAETDEEIMEKYLKGEEPSVKEIKRAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---GEQG---------------
SAAL  249
             +  + PV  G+A K  G+QPL+ A+   L  P    G QG                   
Sbjct  249  
LEVKITPVLCGTAFKNKGVQPLITAICDYLPAPTDVNGVQGINPNTDAIEVRLPKDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
            C  VFK+       R  +LR+YSG +    TV       RE++ +I  M    + E    
Sbjct  309  
CALVFKIMTDPYVGRLTFLRVYSGEISTGTTVYNPTKYKRERISRILRMHANRREE---A  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T   G+IV ++        D L D          E P P++   I PKT A +++
+  A
Sbjct  366  
NTMCTGDIVAVVGIKESFTGDTLCDENHPLVLEAMEFPAPVISVAIEPKTKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L +L   DP  +   D  T +II+S +G + +E++   L  ++K+E  V +P+V Y 
E  
Sbjct  426  
LLKLTVEDPTFKAHTDVETGQIIISGMGELHIEIIIDRLLREFKVEANVGKPNVAYKETI  485

Query  424  PLKAASHTIHI-EVPPNPFWASIGLSVTP-
LSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S   +I +   +  +  + L + P  S GSG +++ + + G + + +  AV  
G+
Sbjct  486  
KEKVRSEGKYIRQTGGHGQYGHVVLEIEPAASPGSGYEFKDKTTGGVVPKEYLPAVEAGV  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ +TD K+    G Y+   S+   F+  A    +   +++   
LLEP +
Sbjct  546  
REAMETGVLAGYPMTDLKVSLIDGSYHEVDSSEVAFKIAASQGFKNGAQKARPVLLEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  +  A IE    +    +  G +P   +  Y TDL   
T GR
Sbjct  606  
KIEVVVPEEYVGDVLGDLQQRRARIEGLFFQGKIQIVRGYVPLAEMFGYATDLRSATKGR  665

Query  601  SVCLTELKGYQAA---VGQPVIQPR  622
                 +   Y  A   V + +I  R
Sbjct  666  GTYTMQFSYYAEASSNVAEKIINQR  690



>WP_088813858.1 elongation factor G [Streptococcus pneumoniae]
 SNG53504.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357



               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR+  +     Y+
Sbjct  659  SASQGRATFMMVFDHYE  675

>WP_000090350.1 MULTISPECIES: elongation factor G [Streptococcus]
 EID28099.1 translation elongation factor G [Streptococcus mitis 
SK575]
 KEQ43577.1 translation elongation factor G [Streptococcus mitis]
 KXA59121.1 translation elongation factor G [Streptococcus mitis]
 PLA03756.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_045612723.1 MULTISPECIES: elongation factor G [Streptococcus]
 KJQ66553.1 elongation factor G [Streptococcus mitis]
 OHP91257.1 elongation factor G [Streptococcus sp. HMSC063B03]
 ORO93932.1 elongation factor G [Streptococcus mitis]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  



EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090357.1 MULTISPECIES: elongation factor G [Streptococcus]
 YP_003445403.1 elongation factor G [Streptococcus mitis B6]
 B8ZKU0.1 RecName: Full=Elongation factor G; Short=EF-G
 CAR68119.1 elongation factor G (EF-G) [Streptococcus pneumoniae 
ATCC 700669]
 CBJ21535.1 elongation factor G [Streptococcus mitis B6]
 EFN96505.1 translation elongation factor G [Streptococcus mitis 
SK321]
 EHD78398.1 translation elongation factor G [Streptococcus 
pneumoniae GA44378]
 EHD81290.1 translation elongation factor G [Streptococcus 
pneumoniae NP170]
 EHE25806.1 translation elongation factor G [Streptococcus 
pneumoniae GA41565]
 EHE78922.1 translation elongation factor G [Streptococcus 
pneumoniae GA11663]
 EHZ18369.1 translation elongation factor G [Streptococcus 
pneumoniae GA13430]
 EIC51803.1 translation elongation factor G [Streptococcus 
pneumoniae SV36]
 EIC59620.1 translation elongation factor G [Streptococcus 
pneumoniae SV35]
 EIC60588.1 translation elongation factor G [Streptococcus 
pneumoniae 459-5]
 EID32215.1 translation elongation factor G [Streptococcus mitis 
SK579]
 EOB29793.1 elongation factor G [Streptococcus pneumoniae 357]
 EPR91201.1 elongation factor P [Streptococcus mitis 17/34]
 EPR96055.1 elongation factor P [Streptococcus pneumoniae 
1779n23_04]
 EPR97004.1 elongation factor P [Streptococcus mitis 18/56]
 KEQ42858.1 translation elongation factor G [Streptococcus mitis]
 CEV55156.1 elongation factor G [Streptococcus pneumoniae]
 CEV94138.1 elongation factor G [Streptococcus pneumoniae]
 CEX13818.1 elongation factor G [Streptococcus pneumoniae]
 CEZ06293.1 elongation factor G [Streptococcus pneumoniae]
 CRF32122.1 elongation factor G [Streptococcus pneumoniae]
 COD54367.1 elongation factor G [Streptococcus pneumoniae]
 CON57434.1 elongation factor G [Streptococcus pneumoniae]
 CGF30507.1 elongation factor G [Streptococcus pneumoniae]
 CIP83435.1 elongation factor G [Streptococcus pneumoniae]
 CJV72335.1 elongation factor G [Streptococcus pneumoniae]
 COF62768.1 elongation factor G [Streptococcus pneumoniae]



 CIT80756.1 elongation factor G [Streptococcus pneumoniae]
 CIX54313.1 elongation factor G [Streptococcus pneumoniae]
 CIU04773.1 elongation factor G [Streptococcus pneumoniae]
 CJA78902.1 elongation factor G [Streptococcus pneumoniae]
 CJP35483.1 elongation factor G [Streptococcus pneumoniae]
 CJD04971.1 elongation factor G [Streptococcus pneumoniae]
 CJH98392.1 elongation factor G [Streptococcus pneumoniae]
 CJQ89439.1 elongation factor G [Streptococcus pneumoniae]
 CJI06392.1 elongation factor G [Streptococcus pneumoniae]
 CJK22773.1 elongation factor G [Streptococcus pneumoniae]
 CJN47487.1 elongation factor G [Streptococcus pneumoniae]
 CJE58605.1 elongation factor G [Streptococcus pneumoniae]
 CJZ27196.1 elongation factor G [Streptococcus pneumoniae]
 CJU75939.1 elongation factor G [Streptococcus pneumoniae]
 CJU03442.1 elongation factor G [Streptococcus pneumoniae]
 CKD41096.1 elongation factor G [Streptococcus pneumoniae]
 CON37482.1 elongation factor G [Streptococcus pneumoniae]
 COJ41067.1 elongation factor G [Streptococcus pneumoniae]
 COF16192.1 elongation factor G [Streptococcus pneumoniae]
 COM39651.1 elongation factor G [Streptococcus pneumoniae]
 COK43642.1 elongation factor G [Streptococcus pneumoniae]
 CTO63378.1 elongation factor G (EF-G) [Streptococcus pneumoniae]
 CTO89071.1 elongation factor G (EF-G) [Streptococcus pneumoniae]
 CTO90999.1 elongation factor G (EF-G) [Streptococcus pneumoniae]
 CZC61732.1 elongation factor G [Streptococcus pneumoniae]
 CYO36297.1 elongation factor G [Streptococcus pneumoniae]
 CYH84321.1 elongation factor G [Streptococcus pneumoniae]
 CZC62040.1 elongation factor G [Streptococcus pneumoniae]
 OAB64146.1 elongation factor G [Streptococcus pneumoniae]
 ODO22187.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO29590.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO30208.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OEC74160.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OOS17403.1 elongation factor G [Streptococcus mitis]
 ORP00984.1 elongation factor G [Streptococcus mitis]
 SNO97169.1 elongation factor G [Streptococcus pneumoniae]
 SNJ38223.1 elongation factor G [Streptococcus pneumoniae]
 AVD74292.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 



F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090354.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFX58333.1 translation elongation factor G [Streptococcus sp. M334]
 EGP68355.1 translation elongation factor G [Streptococcus mitis 
SK1080]
 EGU70036.1 translation elongation factor G [Streptococcus mitis 
SK569]
 EID23641.1 translation elongation factor G [Streptococcus mitis 
SK616]
 CEX13065.1 elongation factor G [Streptococcus pneumoniae]
 COO38540.1 elongation factor G [Streptococcus pneumoniae]
 CIW41263.1 elongation factor G [Streptococcus pneumoniae]
 CIU30233.1 elongation factor G [Streptococcus pneumoniae]
 CIU39393.1 elongation factor G [Streptococcus pneumoniae]
 CJR52937.1 elongation factor G [Streptococcus pneumoniae]
 COB42070.1 elongation factor G [Streptococcus pneumoniae]
 COE04134.1 elongation factor G [Streptococcus pneumoniae]
 CWE87027.1 elongation factor G [Streptococcus pneumoniae]
 AMH88030.1 elongation factor G [Streptococcus mitis]
 CZD57521.1 elongation factor G [Streptococcus pneumoniae]
 KXT99740.1 Translation elongation factor G [Streptococcus mitis]
 KXW05272.1 elongation factor G [Streptococcus pneumoniae]
 KXW19585.1 elongation factor G [Streptococcus pneumoniae]
 KXW22818.1 elongation factor G [Streptococcus pneumoniae]
 KXW38227.1 elongation factor G [Streptococcus pneumoniae]
 KXW45573.1 elongation factor G [Streptococcus pneumoniae]
 ORP01486.1 elongation factor G [Streptococcus mitis]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 



77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  



P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_101432624.1 elongation factor G [Bifidobacterium asteroides]
 PKV09539.1 Protein Translation Elongation Factor G (EF-G) 
[Bifidobacterium 
asteroides]
Length=708

 Score = 258 bits (658),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 196/705 (28%), Positives = 339/705 (48%), Gaps = 
92/705 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI  
AA+
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAI  70

Query  61   TSF---QWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            T+F   Q H    R ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  
++
Sbjct  71   
TAFWNRQSHDPEDRYQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVW  130



Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------  156
                K  +P + FINK+D+ G D    V +++DKL    ++ Q                 
Sbjct  131  
RQADKYGVPRICFINKMDKLGADFYYSVDTIKDKLGVKPLVMQLPIGAESDFHGVVDLVR  190

Query  157  -----------------TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
                             T+ +  ++  + E    E  +AV E+++ LLEKY+ GE 
IS++
Sbjct  191  
MVAYYWKDEADLGAKYETIDIPDDLKDKAEQYHTELLEAVAESDEDLLEKYLGGEEISQQ  250

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
            ++    ++   + S FPV+ GSA K  G+QP++DAV                        
Sbjct  251  
EIRTAVRKMTIEQSAFPVFCGSAFKDKGVQPMLDAVVDYLPSPEDVPAIKGYKIGDESVE  310

Query  239  ---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
               +P  ++  +AL    FKV       + +Y+R+YSG +   +TV  + ++K     
K+
Sbjct  311  IDRKPTVDEPFSALA---
FKVATHPFYGKLIYVRVYSGKVAQGETVLDSTKDKKERVGKL  367

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M    +  +   D A  G I   +   +V   D L D   P  L    +   P 
P++ 
Sbjct  368  FQMHSNKENPV---DEAIAGNIYAFVGLKNVTTGDTLCDEKAPLVLESMTF---
PDPVIE  421

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PKT A +E++  AL +L++ DP  + + D  + + ++S +G +QL+++   +  
++
Sbjct  422  
VAVEPKTKADQEKMGIALQKLSEEDPTFQVKTDEESGQTLISGMGELQLDILVDRMRREF  481

Query  408  KLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--ES  462
             +E  V +P V Y E   +P+    +T   +   +  +A + ++  PL    G  Y  
E+
Sbjct  482  
HVECNVGKPQVAYRETIRKPVMNQEYTHKKQTGGSGQFAKVLMNFEPLDTSEGEPYIFEN  541

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +V+ G++ + F  +V  G++  +E G L G+ V   K     G  +   S+   F+    
Sbjct  542  
KVTGGHITKEFIPSVDAGVQEAMESGVLAGFPVVGVKATLTDGQIHEVDSSEMAFKIAGS  601



Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +  ++A  ++   +LEP ++  +  P+EY+     D      +I++        V   
++
Sbjct  602  
MCFKEAAPKAKPVILEPIMAVEVRTPEEYMGDVMGDINSRRGSIQSMTDATGVKVIDAKV  661

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            P   +  Y  DL   T GR++   ++  Y     AV   +I+ +R
Sbjct  662  PLSEMFGYIGDLRSKTQGRAMFTMQMDSYAEVPKAVSDEIIKAQR  706

>WP_075891010.1 elongation factor G [Limnothrix rosea]
 OKH18307.1 translation elongation factor G [Limnothrix rosea IAM 
M-220]
Length=696

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 199/673 (30%), Positives = 308/673 (46%), Gaps = 
70/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G   +G+  TD M  E++RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGETHEGSATTDFMDQEQERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+
Sbjct  66   
SCFWKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEIV-----
LEENTDIEAW  175
              +I++NK+D+ G D   VV  V + L A  +++   +    E V     L E   
I  W
Sbjct  126  
ARIIYVNKLDRLGADFYKVVDQVDNILDARPLVMVLPIGREEEFVGVVDLLTEKAWI--W  183

Query  176  D------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQ  205
            D                                +E +D L+EKY+ GE +S +++    
+
Sbjct  184  
DESGDPMNYEITDVPEDMADKVAEYREKLIETAVEQDDNLMEKYLEGEEVSIDEIKECIR  243

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-
IGEQGSAA--------  248
            +  ++   FP Y GS+ K  G+Q ++DAV            QP   E+G+          
Sbjct  244  



KGTRNLDFFPTYCGSSFKNKGVQLVLDAVVDYLPNPKEVNPQPETDEEGNETGKYAIVDP  303

Query  249  ---LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
               L    FK+     G    + R+YSGTL   DT+   A    E++ ++ EM   
S+ E
Sbjct  304  EKPLRALAFKIMDDRFGA-
LTFTRIYSGTLNKGDTILNTATGKTERIGRMVEMHADSREE  362

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I   DTA  G+I+ I+   +V+    L D            P P++   I+PK     
E+
Sbjct  363  I---
DTAQAGDIIAIVGMKNVQTGHTLCDKDNPATLEAMVFPDPVISIAISPKNKGGNEK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL ++   DP  + E DS + E I+  +G + L++   +L   Y +E  V +P 
V Y
Sbjct  420  
MGVALGKMMKEDPSFQVETDSDSGETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAY  479

Query  421  MERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K  + S+T   +   +  +  I   + P   GSG Q+ES+V+ G + + F  
AV 
Sbjct  480  
RESITKQLSDSYTHKKQSGGSGQFGKIDYIIEPGEPGSGFQFESKVTGGNVPREFWPAVE  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E+G L G+   D K+    G ++   S+   F   A     Q++ ++  
Q+LE
Sbjct  540  
KGFAQSIEKGVLAGFPCVDLKVTLMDGSFHPVDSSAIAFEIAAKSGYRQSVPKAAPQILE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +Y+     D  +    I+             E+P   +  Y  DL   
T
Sbjct  600  
PIMKVDVFTPDDYVGDVIGDLNRRRGMIQGQDAASTGARIKAEVPLSEMFGYIGDLRTMT  659

Query  598  NGRSVCLTELKGY  610
            +GR     E   Y
Sbjct  660  SGRGQFSMEFDHY  672

>WP_053496663.1 MULTISPECIES: elongation factor G [Stenotrophomonas]
 KOQ67763.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 OFU99959.1 translation elongation factor G [Stenotrophomonas sp. 
HMSC10F07]



Length=678

 Score = 257 bits (656),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 200/670 (30%), Positives = 309/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRIGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  + L    
+R
Sbjct  189  
QWQEGGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIGADMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  



EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVAVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L VTP      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVTPRD-
DDLVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_048802540.1 elongation factor G [Staphylococcus pasteuri]
Length=691

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 188/664 (28%), Positives = 314/664 (47%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +



Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
            +F+NK+D+ G D    V ++ D+L A                   D++  + +       
Sbjct  132  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDLFEGVIDLVEMKAIYNEGSVG  191

Query  160  ---LSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  E     E +     +AV E ++  +EKY+ GE I+ ++L    ++     
Sbjct  192  
ENLVEKEIPAEYQDQAEEYREKLIEAVAEFDEDFMEKYLGGEEITIDELKAAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+QP++DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVEYLPSPLDVPAIKGIDPNTDEETERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   ++ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGILSSGSYVKNSTKGKRERVGRILQMHANTRNEIAEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MSTALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSY  481

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +AA        +      +  + +  TP   G+G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFKQAAQVQGKFTRQSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LE



Sbjct  542  
AGLKDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCNPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V +  +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVMPEEYLGDIMGDITSRRGRVEGMEARGNAQVVSASVPLSEMFGYATSLRSST  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_105450095.1 elongation factor G [Lactobacillus sp. CBA3606]
 AVK64748.1 elongation factor G [Lactobacillus sp. CBA3606]
Length=699

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 187/680 (28%), Positives = 311/680 (46%), Gaps = 
82/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
N+
Sbjct  71   
TAEWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQSGVEPQTETVWRQASTYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G D +  V ++ D+L A+    Q               + +  +
+  E
Sbjct  131  
PRIVFVNKMDKIGADFKYSVSTIGDRLQANAHAIQLPIGAEDNFEGVIDLIEMKADLYDE  190

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                     A+ + +D ++EKY+ GE +S+ ++    
++
Sbjct  191  DKLGTE-
WDTVDVPDEYKEEAQAARDDLIEALADIDDGIMEKYLNGEEVSKAEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS--  252



                   FPV  GSA K  G+Q LMDAV                 P  ++    + 
G   
Sbjct  250  
GTLSLEFFPVLAGSAFKNKGVQMLMDAVVDYLPSPLDVKPYKATDPETDEAIDLIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  ++R+Y GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTFIRVYQGTLESGSYVLNATKDKRERVGRLLQMHSNQRKEIP  369

Query  304  RTDTAYPGEIVILPSDSVRL-NDVLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTA  355
                 + G+I      ++ L N   GD       P  L    +   P P+++  + 
PKT 
Sbjct  370  EV---FSGDIAA----AIGLKNTTTGDSLTSIEHPYHLESMEF---
PDPVIQVAVEPKTK  419

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +L++ DP  + E +  T E +++ +G + L+++   +  ++ +E  
V  
Sbjct  420  
ADQDKMNVALQKLSEEDPTFKAETNPETGETLIAGMGELHLDIIVDRMRREFNVEATVGA  479

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +  K     +H +      +  + +  TP   G G ++E  +  G 
+ + 
Sbjct  480  PQVSYRESFTKATKVQGKFVH-
QSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPRE  538

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  G+R  +  G L G+ + D K     G Y+   S+ A F+  A I L  A 
K +
Sbjct  539  
YIPSVEQGLRESMANGVLAGYPLVDVKAKLYDGSYHDVDSSEAAFKIAASIALRNATKTA  598

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  +LEP +   +  P++YL             IE  + + +       +P   +  
Y T
Sbjct  599  
GPVILEPIMKVDIVTPEDYLGDIMGHVTARRGKIEGMEERGNAQEVHAFVPLAEMFGYAT  658

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T GR         Y+
Sbjct  659  TLRSATQGRGTFTMAFDHYE  678

>WP_050216661.1 elongation factor G [Streptococcus pneumoniae]
 CIY77743.1 elongation factor G [Streptococcus pneumoniae]



 COM88484.1 elongation factor G [Streptococcus pneumoniae]
Length=697

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 



Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_003217255.1 elongation factor G [Bacillus pumilus]
 EDW20466.1 translation elongation factor G [Bacillus pumilus ATCC 
7061]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 193/688 (28%), Positives = 317/688 (46%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P ++F+NK+D+ G D    V ++RD+L A+    Q                         
Sbjct  129  
PRIVFVNKMDKTGADFLYSVGTLRDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E       +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAQEIPAEYKDKAEELRNSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGILPDSNEEVVRESTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + + K     +I +M   S+ 
EI   
Sbjct  309  
AALAFKVMTDPYVGKLTFFRVYSGTLASGSYVKNSSKNKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D          E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDTVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++++ +  G + + +  A++ 
G+ 
Sbjct  486  
RSGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLE  545



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNS  626
                 +  Y+    ++ + +I+  + N+
Sbjct  666  TFTMHMDHYEEVPKSISEEIIKKIKVNN  693

>WP_034467410.1 GTP-binding protein [Butyrivibrio proteoclasticus]
Length=878

 Score = 261 bits (667),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 190/614 (31%), Positives = 298/614 (49%), Gaps = 
29/614 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVD+GKTTL+E LLY +GAI + G V+      DT  LE+ RGITI 
+   
Sbjct  3    
KHITMGILAHVDSGKTTLSEGLLYTAGAIRKLGRVDHKDAFLDTYELEKARGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      I+DTPGH DF  E+ R+L VLD A+L+ISA DGV  Q RIL+  L    
+
Sbjct  63   
IFEYEDKDFTILDTPGHTDFSPEMERTLQVLDLAVLLISASDGVTGQVRILWKLLEHYQV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PTVIF+NK+DQ       +   +R +LS+  +       SP+I  E     EA       
Sbjct  123  
PTVIFVNKMDQTQEQPAQIADRIRKELSSSCVSFAEGIDSPQIQEELALCEEA-------  175

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
               LL  +  G+ ++   +    QR   +   FP+ +GSA K  G++ L+D +T  
+   
Sbjct  176  ---LLTGFFEGQAVTTADV----QRLFSERKCFPIAFGSALKMEGVKELLDLIT-
TYCIS  227



Query  242  GEQGSAA--
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            G++ S +      VFK+     G R  +L+L+ GTL +RD +   G E  KI ++R
+ S 
Sbjct  228  GKEDSVSNEFSARVFKISRDQSGNRLTHLKLFGGTLSVRDQL---GDE--
KIDQIRLYSG  282

Query  300  GEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +     TA  G+I  +   S  R    LG    L   +  E   P+   ++        
Sbjct  283  EKFETVKTAEAGQICAVTGLSDTRPGQGLG---
ALSGDQVSEILQPIFSCSVVLPEEVDT  339

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
                  L  L + +P+L   ++  + +I +  +G VQ +++  L+  +Y  +    
E  +
Sbjct  340  
VVAYRQLKVLEEEEPMLLVSLNEASKQIEIKLMGEVQKDILKNLVKTRYGYDIEFGEGHI  399

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E     A    H E  P   +A + L + P   GSG+ +++      LN ++Q  
+ 
Sbjct  400  VYKETIASKAVGVGHFE--
PLRHYAEVHLLLEPAEPGSGISFDNLCRTDNLNLNWQRLIL  457

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +      G L G  +TD KI    G  +   +   DFR      + Q L ++ + 
LLE
Sbjct  458  
THLGEKKHLGVLTGSEITDIKISLLTGRAHEKHTEGGDFRQATYRAVRQGLMQADSVLLE  517

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P L + +  P +Y+ RA  D  +   T+    ++  + V TG +PA C++ Y  +L
+ YT
Sbjct  518  
PVLEYRIDLPGDYVGRALSDIQRMNGTVGLPDMENGKSVLTGSVPAACLKDYARELSAYT  577

Query  598  NGRSVCLTELKGYQ  611
            +G     T LKGY+
Sbjct  578  HGEGHITTTLKGYE  591

>WP_063992118.1 elongation factor G [Streptococcus pneumoniae]
 OAG99888.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 322/674 (48%), Gaps = 
71/674 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               DT Y G+I   +   D+   + +  + +++  +  +  P P+++  + PK+ A 
+++
Sbjct  366  ---DTVYSGDIAAAVGLKDTTTGDSLTDEKSKIILESIKV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y



Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_072524777.1 GTP-binding protein [Clostridium sp. Marseille-
P3244]
Length=937

 Score = 262 bits (669),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 187/637 (29%), Positives = 306/637 (48%), Gaps = 
54/637 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            +N+GILAHVDAGKTTL+E +LY SG +   G V+ G    DT  LER+RGITI +     
Sbjct  20   
LNVGILAHVDAGKTTLSEGMLYLSGRLRNMGRVDHGNAFLDTYELERERGITIFSKQAVI  79

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             W+  ++ ++DTPGH+DF AE+ R L VLD A+LVISA DGVQ+ T  L+  L++  
+P 
Sbjct  80   
SWNDTEITLLDTPGHVDFSAEMERVLQVLDCAVLVISAADGVQSHTVTLWRLLKRYGVPV  139

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADII-------------------
IKQTVSLSPEI  164
             +F+NK+D+   D + ++  ++++LS + +                    + + +   



E 
Sbjct  140  
FLFVNKMDREDADQERILAELKERLSENCVDMSGLICRAAEDGEGPSVRAESSGTAGTEQ  199

Query  165  
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
             L   T  E  + +   +++++E+Y     ISRE +    +  V   ++FP +
+GSA K 
Sbjct  200  ELPAETRKEHLENLAACDERMMEEYFENGTISREAV----
RGAVAARNVFPCWFGSALKA  255

Query  225  
LGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA  284
             GI  L+D +T  + P+     A     V+K+     G+R  +L++  G LR+++T  
L 
Sbjct  256  RGITGLLDGLT-EYVPV-
PLYPAEFGAKVYKISRDGQGERLTWLKVTGGRLRVKET--LP  311

Query  285  GREKLKITEMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKR  337
            G E  K+ ++RI S  +         G + ++       P   + +    G P       
Sbjct  312  GIEG-
KVNQIRIYSGEKYQMFPEVEAGRVCVVTGLEGTSPGQGIGVEKASGIPV------  364

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
                  P+L   +          +L  L QL + +P L  E +    EI +  +G 
VQ E
Sbjct  365  ----
LEPVLTYCVELPQGCDAHVMLQNLRQLEEEEPELHVEWEEELAEIHIQLMGEVQTE  420

Query  398  VVSALLSEKYKLETVVKEPSVIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            V+  L+ E++ +     E +++Y   +E P + A H       P   +A + L + 
P   
Sbjct  421  VLQRLVKERFGVLIEFGEGNIVYKETIEAPTEGAGH-----
FEPLRHYAEVHLLLEPGER  475

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            GSG+Q+ +      L++++Q  +   +     +G L G  VTD KI    G  +   
+  
Sbjct  476  
GSGMQFAADCREDVLDRNWQRLILTHLEERDHKGALTGSTVTDLKITLLSGRAHQKHTEG  535

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR  A   + Q L+++   LLEPY  F +  P E + RA  D  K C      + 
+  
Sbjct  536  
GDFRQAAYRAVRQGLRKAKGVLLEPYYEFRMELPLESVGRAMTDVQKMCGQFRGPETENG  595

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
              V TG+ P   ++ Y+ + A YT G       LKGY



Sbjct  596  LAVLTGQAPVSEMRGYQKEFAAYTGGFGRMFCTLKGY  632

>WP_087391517.1 GTP-binding protein [Pseudoflavonifractor sp. An187]
 OUP45142.1 translation elongation factor G [Pseudoflavonifractor 
sp. An187]
Length=847

 Score = 260 bits (665),  Expect = 8e-73, Method: Compositional 
matrix adjust.
 Identities = 191/627 (30%), Positives = 304/627 (48%), Gaps = 
33/627 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +  GI+AHVDAGKTTLTE++LY +G I   G V+ G    DT  LER+RGITI 
A  
Sbjct  1    
MKRLTTGIMAHVDAGKTTLTEAMLYLTGNIRRLGRVDHGDAFLDTQELERERGITIYAKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ +VDTPGH+DF AE  R+L VLD AILV+SA DGVQ  T  L+  L 
+  
Sbjct  61   
AILRRGDLELTLVDTPGHVDFSAETERALQVLDCAILVVSAADGVQGHTETLWQLLEEAG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDAVI  179
            +P  +F+NK+DQ      ++++ +  +L    +              +  D EA  
+   
Sbjct  121  VPVFLFVNKMDQPNEGKAAILKQLEGRLGHGFV--------------
DMADPEARGEGAA  166

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-F  238
              ++ L+E+Y++GE  ++E+L       V    LFPVY+GSA +  G++ L+D +     
Sbjct  167  LCSEALMERYLSGEEFTQEELA----
ALVVQRQLFPVYFGSALQVEGVEELLDGIQAYTL  222

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +P   Q   A    VFK+   + G+R  +L++  G LR+R+ +     E+ K+ +
+R+ S
Sbjct  223  EPEWPQDFGA---RVFKITRDERGERLTWLKVTGGQLRVREVLHGPDWEE-
KVNQIRLYS  278

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL-
PMLRTTIAPKTAAQ  357
              +    D A  G +  +      L            + W    L P+L   + P     
Sbjct  279  GAKFTAVDVAPAGTVCAVTG----
LTRTAAGEGLGAEENWTGPRLEPVLSYQVIPPEGVD  334

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               LL+ L +L + DP L+ E +    ++ +  +G+V  EV+   L  ++ L+      
S
Sbjct  335  
ASTLLERLRRLEEEDPQLQVEWEPHAEQVRVKLMGKVHREVLERELRRRFDLDVTFGPGS  394

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y+E   K      H E  P   +A + L + PL  G+G+Q ++  S   L+ +
+Q  +
Sbjct  395  IVYLETLAKPVEGVGHFE--
PLRHYAEVHLLLEPLERGAGLQIDTVCSEDVLDGNWQRLI  452

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      G L G  +TD K+    G  +   +   DFR      + Q L    
T LL
Sbjct  453  
LTHLVERQHVGVLTGSPITDLKLTLLTGKGHLKHTEGGDFRQATYRAIRQGLMMGETILL  512

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP+ +F L  P E + RA  D  + C   E  Q++ +  V TG +P   +  Y + 
+A Y
Sbjct  513  
EPWYAFRLEVPGESVGRAMTDVQRMCGEFEGPQMRGETAVLTGSLPVSEVGDYWSQVAAY  572

Query  597  TNGRSVCLTELKGYQAAVG-QPVIQPR  622
            T GR      L GY+     Q V++ R
Sbjct  573  TQGRGRFSCRLDGYRPCHNTQQVVEER  599

>WP_050247722.1 elongation factor G [Streptococcus pneumoniae]
 CJI64258.1 elongation factor G [Streptococcus pneumoniae]
 CKA69545.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   



TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKTGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 



+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>ODT62745.1 translation elongation factor G [Phenylobacterium sp. 
SCN 69-14]
Length=692

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 189/656 (29%), Positives = 304/656 (46%), Gaps = 
59/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILFYTGKNHKMGETHDGASTMDWMDQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K N
+P +
Sbjct  72   
WRGKRLNIIDTPGHVDFTIEVERSLRVLDGAVTVLDGNAGVEPQTETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
            +F+NK+D+ G D +  V+S+RD+L A  +           +K  + L     L   
TD  
Sbjct  132  
VFVNKMDKLGADFEKSVESIRDRLGAKAVPIQLPIGAESALKGVIDLVTMKALVWETDQV  191

Query  172  -------------IEAWDA----VIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
                         +EA D+    +IEN    +D  +E Y+ G+  S E + +  ++ 
V  
Sbjct  192  
GAEAEVRDIPADMVEAVDSARQYLIENAVELDDDAMEAYLGGDEPSEETIKKCIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------



QPIGEQGSAALCGSV  253
             + +P+  GSA K  G+QPL+DAV                     +P+  + S     
SV
Sbjct  252  
GAFYPILCGSAFKNKGVQPLLDAVVDYLPSPVDIPPTPGIDFKTEEPVERKASDDEPLSV  311

Query  254  --FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG L    ++  + R+K  ++  M +           
A+ 
Sbjct  312  
LAFKIMDDPFVGSLTFCRIYSGKLETGMSLMNSSRDKRERVGRMLLMHSNNREDIKEAFA  371

Query  311  GEIVILPS-DSVRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            G+IV L      R  D L DP + P    + E P P++   + PK+ A +E+L  
AL +L
Sbjct  372  
GDIVALAGLKETRTGDTLCDPNKSPVILEKMEFPAPVIEIAVEPKSKADQEKLGVALAKL  431

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP      D  + + IL  +G + L++   +L   YK+E  +  P V Y E   
K A
Sbjct  432  
AAEDPSFTVSTDHESGQTILKGMGELHLDIKIDILKRTYKVEANIGAPQVAYRESLGKKA  491

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + L   P   GSG  +ES +  G + + +   V  G+    
+
Sbjct  492  
EIDYTHKKQTGGTGQFARVKLVFEPGEPGSGFVFESAIVGGAVPKEYVPGVEKGLNSAKD  551

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             GL  G+ + D K     G Y+   S+   F   +    ++  ++   +LLEP ++  
+ 
Sbjct  552  
NGLLAGFPLIDFKATLIDGAYHDVDSSVLAFEIASRAAFKELREKGAPKLLEPIMAVEVV  611

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P+EYL     D       I+   V+ + +V    +P   +  Y   L   + GR+
Sbjct  612  TPEEYLGSVIGDLNGRRGMIQGQDVRGNAIVVNAFVPLANMFGYVNTLRGMSQGRA  
667

>WP_050074157.1 elongation factor G [Streptococcus pneumoniae]
 CKJ76899.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.



 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_108072413.1 elongation factor G [Bacillus sporothermodurans]
 PTY77747.1 elongation factor G [Bacillus sporothermodurans]
Length=692

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 193/681 (28%), Positives = 319/681 (47%), Gaps = 
64/681 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +    
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHAIQLPIGAEDQFEGIIDLVEMKAIMYGNDLG  191

Query  166  LE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E E T+I A              +AV E +++L+EKY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TEIEETEIPAEYKDQAEEYREKLIEAVAELDEELMEKYLGGEEITVEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAALCGSV--------------  253
              +PV  GSA K  G+Q ++DAV   L  P+     +G+A     V              
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTAPDSDEVIEKHSSDDEPFAAL  311

Query  254  -FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M    + EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANHRAEITEVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P+++ ++ PK+ A ++++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDEKDLVILESMEFPEPVIQLSVEPKSKADQDKMTTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRSSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  +P   G G ++E+ +  G + + +  AV  G+   
LE
Sbjct  490  
QVQGKFARQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAGLVDALE  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            +G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+ 
Sbjct  550  
RGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKIAASLALKNAASKCNPVILEPTMRVEVV  609



Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EYL             +E  + + +  V    +P   +  Y T L   T GR 
V   
Sbjct  610  
IPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRGVFTM  669

Query  606  ELKGYQ---AAVGQPVIQPRR  623
                Y+    A+ + +I+  +
Sbjct  670  HFDHYEEVPKAIAEEIIKKNK  690

>WP_088811705.1 elongation factor G [Streptococcus pneumoniae]
 SNJ73085.1 elongation factor G [Streptococcus pneumoniae]
Length=695

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPVGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  



INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_042981369.1 elongation factor G [Bacillus mycoides]
 KFM99318.1 translation elongation factor G [Bacillus mycoides]
Length=692

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 



matrix adjust.
 Identities = 189/667 (28%), Positives = 308/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGILPDTDEEVERKSSDEEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL++
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  



Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
KNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>AEJ38522.1 translation elongation factor G [Sulfobacillus 
acidophilus TPY]
 AEW03853.1 translation elongation factor G [Sulfobacillus 
acidophilus DSM 
10332]
Length=691

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 194/684 (28%), Positives = 320/684 (47%), Gaps = 
69/684 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKLGEVHEGTATMDWMVQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WRGHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFDAKGGVEPQSETVWRQADKYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSP---------------------  162
             +INK+D  G D    V  +R +L A+ + I+  V                         
Sbjct  132  
AYINKMDIVGADFAMCVDQIRTRLGANPVAIQWPVGAEDTFRGIVDLVRMEAYFYLDDLG  191

Query  163  -----EIVLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 E + EE  D+         +A  + +D L+EKY+ GE ++ E++ +  ++     
Sbjct  192  
TRGEYEPIPEELVDVCNERRQLLLEACADVDDALMEKYLDGEELTTEEIRQALRKGTLSG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
             L PV  GS+ +  G+QPL+DAV              G     GE+        A     
Sbjct  252  
QLVPVLCGSSYRNKGVQPLLDAVVDYLPSPLDIGATRGTDPNTGEEIYREVSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGTL        V    RE++ ++ +M    + EI   
DT 
Sbjct  312  
AFKIMTDPFVGKLAFFRVYSGTLSSGSYVYNVTKGRRERIGRVLQMHANHREEI---DTV  368

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D +          P P++   I PKT A ++++  
AL +
Sbjct  369  
YTGDIAAAVGLKDTGTGDTLADESHPILLESMVFPEPVISVAIEPKTKADQDKMGTALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  R   D  T + I++ +G + LE++   L  ++K++  V +P V Y E   
+ 
Sbjct  429  
LAEEDPTFRMYTDQETGQTIIAGMGELHLEIIVDRLLREFKVQANVGKPQVAYKETIRKQ  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            ++A    I  +      +  + L + PL  G G ++ +++  G + + +  AV  G
++  
Sbjct  489  VEAEGKFIR-
QSGGRGQYGHVWLRLEPLEPGQGFEFVNKIVGGVVPKEYIPAVEAGVKEA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+   D +     G ++   S+   F+  A +  ++  +++   LLEP 
++  
Sbjct  548  
MQSGVLAGYPTIDVRATLFDGSFHEVDSSEMAFKIAASMGFKEGARKADPVLLEPIMAVE  607

Query  544  LYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-



VFTGEIPARCIQAYRTDLAFYTNGRSV  602
            +  P+EY+     D       IE    +   V    G +P   +  Y TDL   T 
GR  
Sbjct  608  
VVVPEEYMGDIIGDLNARRGRIEGMDPRPGGVQAIRGFVPLAEMFGYATDLRSKTQGRGT  667

Query  603  CLTELKGYQAA---VGQPVIQPRR  623
               +   Y+ A   + + VI+ +R
Sbjct  668  YTMQFSHYEEAPRHITEQVIKAKR  691

>WP_063490702.1 GTP-binding protein [Lactobacillus plantarum]
 KZU61017.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 257 bits (656),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDMLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  



Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_000090358.1 elongation factor G [Streptococcus pneumoniae]
 EHD33313.1 translation elongation factor G [Streptococcus 
pneumoniae GA11184]
 EHE53988.1 translation elongation factor G [Streptococcus 
pneumoniae Netherlands15B-37]
 EHZ13597.1 translation elongation factor G [Streptococcus 
pneumoniae GA06083]
 EHZ67604.1 translation elongation factor G [Streptococcus 
pneumoniae GA47522]
 EHZ96540.1 translation elongation factor G [Streptococcus 
pneumoniae EU-NP05]
 EJH23744.1 translation elongation factor G [Streptococcus 



pneumoniae GA62681]
 KGI25207.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 CTH97133.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH81386.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH87648.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH38647.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ09935.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI13070.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH77766.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH37593.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI94860.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ20223.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH49578.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH51468.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH83082.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH60026.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH67200.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI87940.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH88731.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH97465.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH39974.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH69512.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH46052.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH71829.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH75176.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH74616.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH79206.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH68067.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTM53369.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH36919.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH25276.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH34575.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH35998.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH59099.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH59905.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH87407.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI41648.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH78974.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI02659.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI29416.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH98188.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH94140.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI97047.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ09568.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH54685.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH54068.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH44071.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH73101.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH43752.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH52627.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH56788.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH69256.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI64433.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH52686.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH86527.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CVP05911.1 elongation factor G [Streptococcus pneumoniae]
 CVN15396.1 elongation factor G [Streptococcus pneumoniae]
 CVL48325.1 elongation factor G [Streptococcus pneumoniae]
 CVQ35421.1 elongation factor G [Streptococcus pneumoniae]
 CVT58220.1 elongation factor G [Streptococcus pneumoniae]
 CVS18640.1 elongation factor G [Streptococcus pneumoniae]
 CVM68364.1 elongation factor G [Streptococcus pneumoniae]
 CVP26226.1 elongation factor G [Streptococcus pneumoniae]
 CVU14194.1 elongation factor G [Streptococcus pneumoniae]
 CVY17816.1 elongation factor G [Streptococcus pneumoniae]
 CVN06567.1 elongation factor G [Streptococcus pneumoniae]
 CVX11495.1 elongation factor G [Streptococcus pneumoniae]
 CVN27647.1 elongation factor G [Streptococcus pneumoniae]
 CVX12842.1 elongation factor G [Streptococcus pneumoniae]
 CVM79219.1 elongation factor G [Streptococcus pneumoniae]
 CVS83560.1 elongation factor G [Streptococcus pneumoniae]
 CVV72275.1 elongation factor G [Streptococcus pneumoniae]
 CVU26854.1 elongation factor G [Streptococcus pneumoniae]
 CVN77828.1 elongation factor G [Streptococcus pneumoniae]
 CWF80328.1 elongation factor G [Streptococcus pneumoniae]
 CWJ18746.1 elongation factor G [Streptococcus pneumoniae]
 CWL08142.1 elongation factor G [Streptococcus pneumoniae]
 CVY19782.1 elongation factor G [Streptococcus pneumoniae]
 CWJ16775.1 elongation factor G [Streptococcus pneumoniae]
 CVZ32427.1 elongation factor G [Streptococcus pneumoniae]
 CWJ02959.1 elongation factor G [Streptococcus pneumoniae]
 CWG00147.1 elongation factor G [Streptococcus pneumoniae]
 CWF61326.1 elongation factor G [Streptococcus pneumoniae]
 CWL43805.1 elongation factor G [Streptococcus pneumoniae]
 CWB04791.1 elongation factor G [Streptococcus pneumoniae]
 CWH73129.1 elongation factor G [Streptococcus pneumoniae]
 CWB22709.1 elongation factor G [Streptococcus pneumoniae]
 CWE57419.1 elongation factor G [Streptococcus pneumoniae]
 CWG78011.1 elongation factor G [Streptococcus pneumoniae]
 CWA23720.1 elongation factor G [Streptococcus pneumoniae]
 CWE49264.1 elongation factor G [Streptococcus pneumoniae]
 CWI84090.1 elongation factor G [Streptococcus pneumoniae]
 CVY68043.1 elongation factor G [Streptococcus pneumoniae]
 CVY50523.1 elongation factor G [Streptococcus pneumoniae]
 CWG75005.1 elongation factor G [Streptococcus pneumoniae]
 CWC78960.1 elongation factor G [Streptococcus pneumoniae]
 CWF97696.1 elongation factor G [Streptococcus pneumoniae]
 CWJ41670.1 elongation factor G [Streptococcus pneumoniae]
 CWJ77398.1 elongation factor G [Streptococcus pneumoniae]
 CVY82324.1 elongation factor G [Streptococcus pneumoniae]
 CWB51369.1 elongation factor G [Streptococcus pneumoniae]
 CWF99177.1 elongation factor G [Streptococcus pneumoniae]
 CWH49590.1 elongation factor G [Streptococcus pneumoniae]
 CWL40462.1 elongation factor G [Streptococcus pneumoniae]
 CYL52773.1 elongation factor G [Streptococcus pneumoniae]
 CYN27441.1 elongation factor G [Streptococcus pneumoniae]
 CYO58088.1 elongation factor G [Streptococcus pneumoniae]
 CYH86367.1 elongation factor G [Streptococcus pneumoniae]



 CXH05044.1 elongation factor G [Streptococcus pneumoniae]
 CYL72387.1 elongation factor G [Streptococcus pneumoniae]
 CYH96478.1 elongation factor G [Streptococcus pneumoniae]
 CYL72153.1 elongation factor G [Streptococcus pneumoniae]
 CYM30762.1 elongation factor G [Streptococcus pneumoniae]
 CYI94180.1 elongation factor G [Streptococcus pneumoniae]
 CYN78938.1 elongation factor G [Streptococcus pneumoniae]
 CYN75869.1 elongation factor G [Streptococcus pneumoniae]
 CYM61356.1 elongation factor G [Streptococcus pneumoniae]
 CYG47843.1 elongation factor G [Streptococcus pneumoniae]
 CYJ06731.1 elongation factor G [Streptococcus pneumoniae]
 CYO24597.1 elongation factor G [Streptococcus pneumoniae]
 CXF81915.1 elongation factor G [Streptococcus pneumoniae]
 CXG04449.1 elongation factor G [Streptococcus pneumoniae]
 CYI52777.1 elongation factor G [Streptococcus pneumoniae]
 CYI02044.1 elongation factor G [Streptococcus pneumoniae]
 CXF56075.1 elongation factor G [Streptococcus pneumoniae]
 SBW16741.1 Elongation factor G [Streptococcus pneumoniae]
 SBO78841.1 Elongation factor G [Streptococcus pneumoniae]
 SBQ25049.1 Elongation factor G [Streptococcus pneumoniae]
 SBU08090.1 Elongation factor G [Streptococcus pneumoniae]
 SBU02393.1 Elongation factor G [Streptococcus pneumoniae]
 SBP94064.1 Elongation factor G [Streptococcus pneumoniae]
 SBP95454.1 Elongation factor G [Streptococcus pneumoniae]
 SBP93280.1 Elongation factor G [Streptococcus pneumoniae]
 SBV76685.1 Elongation factor G [Streptococcus pneumoniae]
 SBO84843.1 Elongation factor G [Streptococcus pneumoniae]
 SBV70178.1 Elongation factor G [Streptococcus pneumoniae]
 SBU02633.1 Elongation factor G [Streptococcus pneumoniae]
 SBV76449.1 Elongation factor G [Streptococcus pneumoniae]
 SBO58848.1 Elongation factor G [Streptococcus pneumoniae]
 SBP94882.1 Elongation factor G [Streptococcus pneumoniae]
 SBP93376.1 Elongation factor G [Streptococcus pneumoniae]
 SBV72483.1 Elongation factor G [Streptococcus pneumoniae]
 SBP93281.1 Elongation factor G [Streptococcus pneumoniae]
 SBP93499.1 Elongation factor G [Streptococcus pneumoniae]
 SBU01987.1 Elongation factor G [Streptococcus pneumoniae]
 SBU08381.1 Elongation factor G [Streptococcus pneumoniae]
 SBW19791.1 Elongation factor G [Streptococcus pneumoniae]
 SCA93376.1 Elongation factor G [Streptococcus pneumoniae]
 SNP95210.1 elongation factor G [Streptococcus pneumoniae]
 SNK85022.1 elongation factor G [Streptococcus pneumoniae]
 SNQ11452.1 elongation factor G [Streptococcus pneumoniae]
 SNK93339.1 elongation factor G [Streptococcus pneumoniae]
 SNP57904.1 elongation factor G [Streptococcus pneumoniae]
 SNP87755.1 elongation factor G [Streptococcus pneumoniae]
 SNH51653.1 elongation factor G [Streptococcus pneumoniae]
 SNQ04291.1 elongation factor G [Streptococcus pneumoniae]
 SNI67803.1 elongation factor G [Streptococcus pneumoniae]
 SNL53177.1 elongation factor G [Streptococcus pneumoniae]
 SNJ99068.1 elongation factor G [Streptococcus pneumoniae]
 SNI65596.1 elongation factor G [Streptococcus pneumoniae]
 SNN00949.1 elongation factor G [Streptococcus pneumoniae]
 SNJ96060.1 elongation factor G [Streptococcus pneumoniae]



 SNH43835.1 elongation factor G [Streptococcus pneumoniae]
 SND97714.1 elongation factor G [Streptococcus pneumoniae]
 SNI14992.1 elongation factor G [Streptococcus pneumoniae]
 SNG79980.1 elongation factor G [Streptococcus pneumoniae]
 SNI80939.1 elongation factor G [Streptococcus pneumoniae]
 SNL03646.1 elongation factor G [Streptococcus pneumoniae]
 SNI59986.1 elongation factor G [Streptococcus pneumoniae]
 SNL09874.1 elongation factor G [Streptococcus pneumoniae]
 SNI30988.1 elongation factor G [Streptococcus pneumoniae]
 SNO79130.1 elongation factor G [Streptococcus pneumoniae]
 SNG23582.1 elongation factor G [Streptococcus pneumoniae]
 SND98170.1 elongation factor G [Streptococcus pneumoniae]
 SNF18400.1 elongation factor G [Streptococcus pneumoniae]
 SNI59114.1 elongation factor G [Streptococcus pneumoniae]
 SNP03658.1 elongation factor G [Streptococcus pneumoniae]
 SNO31616.1 elongation factor G [Streptococcus pneumoniae]
 SNM92963.1 elongation factor G [Streptococcus pneumoniae]
 SNH29991.1 elongation factor G [Streptococcus pneumoniae]
 SNL87212.1 elongation factor G [Streptococcus pneumoniae]
 SNN28842.1 elongation factor G [Streptococcus pneumoniae]
 SNG85786.1 elongation factor G [Streptococcus pneumoniae]
 SND81254.1 elongation factor G [Streptococcus pneumoniae]
 SNI54572.1 elongation factor G [Streptococcus pneumoniae]
 SNH15250.1 elongation factor G [Streptococcus pneumoniae]
 SNN35790.1 elongation factor G [Streptococcus pneumoniae]
 SNL75718.1 elongation factor G [Streptococcus pneumoniae]
 SNJ70263.1 elongation factor G [Streptococcus pneumoniae]
 SNM72792.1 elongation factor G [Streptococcus pneumoniae]
 SNC80642.1 elongation factor G [Streptococcus pneumoniae]
 SNK10790.1 elongation factor G [Streptococcus pneumoniae]
 SNP38379.1 elongation factor G [Streptococcus pneumoniae]
 SNJ03236.1 elongation factor G [Streptococcus pneumoniae]
 SNJ97160.1 elongation factor G [Streptococcus pneumoniae]
 SNI55243.1 elongation factor G [Streptococcus pneumoniae]
 SNE06400.1 elongation factor G [Streptococcus pneumoniae]
 SNG89491.1 elongation factor G [Streptococcus pneumoniae]
 SNO04003.1 elongation factor G [Streptococcus pneumoniae]
 SND90500.1 elongation factor G [Streptococcus pneumoniae]
 SNC96833.1 elongation factor G [Streptococcus pneumoniae]
 SNF10775.1 elongation factor G [Streptococcus pneumoniae]
 SNJ29298.1 elongation factor G [Streptococcus pneumoniae]
 SNK48742.1 elongation factor G [Streptococcus pneumoniae]
 SNJ75875.1 elongation factor G [Streptococcus pneumoniae]
 SNC85677.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPVGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_017068221.1 elongation factor G [Vibrio crassostreae]
 OEE91822.1 translation elongation factor G [Vibrio crassostreae 
9ZC88]
Length=694

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 196/668 (29%), Positives = 314/668 (47%), Gaps = 
67/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+AV
+ F 
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAVSCF-  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  68   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  128  



IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  187

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  188  
PENYEIKDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  247

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  248  
IAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLMDENGEETGEHAIVSTDETFK  307

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  308  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  363

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  364  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  423

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++ VV  P V Y 
E   
Sbjct  424  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLVVGAPQVAYRETIT  483

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  484  
KAVEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAS  543

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  544  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  603

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  604  



DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  663

Query  603  CLTELKGY  610
               E   Y
Sbjct  664  FSMEFAQY  671

>WP_006364511.1 elongation factor G [Gemella sanguinis]
 EGF87179.1 elongation factor G [Gemella sanguinis M325]
Length=691

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 186/665 (28%), Positives = 317/665 (48%), Gaps = 
79/665 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKKHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
            +F+NK+D+ G D    V ++ D+L A                   D++  + +       
Sbjct  132  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDQFEGVIDLVEMKAIYNEGSVG  191

Query  160  ---LSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  E     E +     +AV E +++ +EKY+ GE I+ ++L    ++     
Sbjct  192  
ENLVEKEIPAELQDQAEEYREKLIEAVAEFDEEFMEKYLGGEEITVDELKDTIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+QP++DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVAYLPSPLDVPAIKGIDPNTDEETERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   ++ 
EI   
Sbjct  312  A---



FKVMTDPFVGKLTFFRVYSGILSSGSYVKNSTKGKRERVGRILQMHANTRNEISEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MATALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P +        +      +  + +  TP   G+G ++E+ +  G + + +  
AV
Sbjct  482  RETFKQPAQVQGKFTR-
QSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+L
Sbjct  541  
EAGLKDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCNPVIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL     D       +E  + + +  V + ++P   +  Y T 
L   
Sbjct  601  
EPIMKVEVVMPEEYLGDIMGDITSRRGRVEGMEARGNAQVVSAQVPLSEMFGYATSLRSS  660

Query  597  TNGRS  601
            T GR 
Sbjct  661  TQGRG  665

>WP_006155877.1 elongation factor G [Streptococcus infantis]
 EIG39216.1 translation elongation factor G [Streptococcus infantis 
ATCC 
700779]
Length=693

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_004275220.1 elongation factor G [Campylobacter upsaliensis]
 EAL53497.1 translation elongation factor G [Campylobacter 
upsaliensis RM3195]
Length=691

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 318/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + +R++L A                   D++         



Sbjct  129  
PRIVFVNKMDRIGANFYNVEEQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  155  --KQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   ++  +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
ESKPTDYVEKEIPAELKEKAEEYRVKMIEAVSETSDELMEKYLGGEDLSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGS---------AAL  249
                S+ P+  G+A K  GIQPL+DAV             +   E GS            
Sbjct  249  
CLSLSIIPMLCGTAFKNKGIQPLLDAVVAYLPAPDEVVNIKGEYEDGSEVSVTSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    V T   P   +  Y TDL   



T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKVITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_100733100.1 GTP-binding protein [Lactobacillus crispatus]
 PJZ16023.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 256 bits (654),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 186/622 (30%), Positives = 298/622 (48%), Gaps = 
49/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYTAGNLRNLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  K+ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++ N
Sbjct  61   
AKLTTNNSKITLLDTPGHVDFSAQTEETLSVLDYAILVISIMDGVTSYTRTLWHLLKRNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NKID  G D +  +  ++  LS + +    +            D + ++ 
V  
Sbjct  121  VPVFIFVNKIDTVGADKEKALADLQQNLSENCVDFSKI------------
DDDFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    IS   +    Q  + D   FPVY+GSA K  GI+  +    G  
Q 
Sbjct  169  CDDSLLEKYLDHGEISEHDV----QHEIIDRKTFPVYFGSALKLTGIKEFL---
AGFEQW  221

Query  241  IGEQ-
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              EQ  +       FK+ +   G+R  ++++  G L+ +  ++       KI ++R
+ + 
Sbjct  222  TLEQTHTEDFMARCFKISHDKNGERLTWVKILGGKLKAKTELS-----
DEKINQIRLYNG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDV---



LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             +      A  G++V L   S   +     +GD      K       P+L   + P
+   
Sbjct  277  EKFTTITEAEAGDVVALTGLSKSYSGQGFGVGDAQTALLK-------
PVLTYKVNPQD-N  328

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  V 
++ 
Sbjct  329  
DLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVFEQG  388

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ S   L 
+++
Sbjct  389  SILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSSEVLTKNW  443

Query  474  QNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q+ +   ++     G+   + +TD KI    G      S   DFR      + Q L 
E  
Sbjct  444  
QHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLMEEK  503

Query  533  ----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
                T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  P   
+Q 
Sbjct  504  
IRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAEMQD  563

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  Y +G       + GY
Sbjct  564  YATEVRNYAHGEGNLECVVSGY  585

>WP_088849708.1 elongation factor G [Streptococcus pneumoniae]
 SNH48260.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSALKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  



Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_054363045.1 elongation factor G [Streptococcus pneumoniae]
 CTL90667.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM55567.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM19203.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM22890.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM22831.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM49969.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM09559.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    



+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSSSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090349.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFA24095.1 translation elongation factor G [Streptococcus sp. M143]
 ORO84440.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  



Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+



Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_021152596.1 elongation factor G [Streptococcus salivarius]
 EQC73076.1 Translation elongation factor G [Streptococcus sp. 
HSISS3]
 KXU58982.1 translation elongation factor G [Streptococcus 
salivarius]
Length=693

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 196/673 (29%), Positives = 313/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---



FKIMTDPFVGRLTFIRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANSRHEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D          E P P+++  + PKT A 
++++
Sbjct  366  ---
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 
Sbjct  423  
GIGLQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLEESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_028559475.1 elongation factor G [Paenibacillus pinihumi]
Length=692

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 320/671 (48%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             ++NK+D  G D  +V+QS+RD+L A+ +                          K  
+ 
Sbjct  132  
AYVNKMDIIGADFLNVIQSMRDRLQANAVAIQLPIGAENDYVGLVDIVERKAYRYKDDLG  191

Query  160  LSPEIV-----LEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE +     L+E  +   +E  + V E ++ L  KY+ GE I+  ++    ++ 
V + 
Sbjct  192  
KDPEEIEIPADLKEKVEELRVELVEKVAELDEDLTMKYLEGEEITIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGSV---------  253
             +FPV  GS+ +  G+Q ++DAV             + I E G+  +  S          
Sbjct  252  
KIFPVVCGSSYRNKGVQFVLDAVVDYLPAPIDVPDIKGILEDGTETVRKSADDQPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   ++ EI      
Y
Sbjct  312  FKIATDPFVGKLTFFRVYSGVLSSGSYVLNATKGKRERIGRILQMHANTRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D +   T    K          P P++   I PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTITGDTLCDEKNPVILESMNFPDPVIEIAIEPKTKADQDKMGVA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L++LA+ DP  R   D  T++ I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LSKLAEEDPTFRAYTDEETNQTIIAGMGELHLEIIVDRMRREFKVETNVGKPQVAYRETF  484

Query  424  --
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P K     +  +      +  + +   P   G+G  +E+++  G + + +  AV



+ GI
Sbjct  485  RVPAKVEGKFVR-
QSGGRGQYGHVWIEFEPQEPGAGFVFENKIVGGVVPREYVPAVQAGI  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G L G+ + D K     G Y+   S+   F+    + L+ A  + G  
LLEP +
Sbjct  544  
EESMKNGVLAGFPLVDIKARIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCGPCLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+             IE    +    +   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRAGAQIIRAKVPLAEMFGYSTTLRSGTQGR  663

Query  601  SVCLTELKGYQ  611
             V   EL  Y+
Sbjct  664  GVFAMELSHYE  674

>WP_003061460.1 elongation factor G [Streptococcus dysgalactiae]
 EGR88435.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis SK1250]
Length=692

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188



Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRTSTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 



Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_022667421.1 elongation factor G [Desulfospira joergensenii]
Length=683

 Score = 257 bits (656),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 200/671 (30%), Positives = 312/671 (46%), Gaps = 
73/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT+ Q
Sbjct  18   
NIGIMAHIDAGKTTVTERILYYTGKSHKIGEVHDGEAVMDWMQDEQDRGITITSAVTTCQ  77

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W++  + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    +  
+P +
Sbjct  78   
WNQSVIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYAVPRM  137

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             FINK+D+ G D    V S+  KL A+ ++ Q                            
Sbjct  138  
AFINKMDRTGADFFKAVDSIIKKLGANPVMIQIPVGAEDNFTGVIDLINMMQIRWDDESL  197

Query  157  ----TVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                T S   E +L++  +   +  +AV E +D+++EKY++ E IS ++L    ++    
Sbjct  198  
GAEYTRSEIDETLLDKALEFREKLLEAVSELDDEIMEKYLSEEEISSQELTAAIRKATIA  257

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------------IGEQ------
GSAALC  250
              + PV  GSA K  GIQPL+DA+ GLF P               GE+       +  
L 
Sbjct  258  RKMVPVLCGSALKNKGIQPLLDAI-
GLFLPSPLDVPPVKGIHPETGEEMEFLPRKNDPLA  316

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKLKITEMRIPSKGEIVRTDT  307
              +FKV   + G++  + R+YSG L     V    L  +EKL    +   +K E  
R   
Sbjct  317  ALIFKVSMIE-GRKLSFARIYSGKLVAGSEVFNPLLNKKEKLSRILLMHANKKE--



RLQE  373

Query  308  AYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            A  G+I+ I+        + L     P  L +   ++   P++   I PKT A +E
+L D
Sbjct  374  ASAGDIIGIVGLKESGTGETLCSQEHPVFLEKMDVQD---
PVISIAIEPKTHADQEKLDD  430

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
             L +    DP LR   D  T + ILS +G + LE++ + + +++K    V  P V
+Y E 
Sbjct  431  
VLEKFTIEDPTLRFSKDEETGQTILSGMGELHLEIIISRMLKEFKTNVNVGNPQVVYREV  490

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               P +  +     E+     +A + + + PL  G+GV + S+     + + +  
AV  G
Sbjct  491  ITAPARGQA-
VFEREITGKSHFAEVRIRLEPLDRGAGVSFISKAPGEDIPEQYIPAVEQG  549

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            IR  LE G   G+ + D  I  E G +     +   F     +  + AL+ +   
LLEP 
Sbjct  550  
IRESLEGGFLKGYPLVDLGIVLEGGRFEEGSGSELAFSVCGAMACKNALESASIALLEPI  609

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P  Y+  A  D       +E+     D  V    +P   +  Y T L   
T G
Sbjct  610  
MDVEVFVPDAYMGEAISDLNSRGGKVESISPNADIQVIKAVVPLAKMFGYSTALRSATQG  669

Query  600  RSVCLTELKGY  610
            R     +   +
Sbjct  670  RGTFTMQFSAF  680

>KRL26843.1 elongation factor EF2 [Lactobacillus mucosae DSM 13345]
Length=677

 Score = 257 bits (656),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 181/664 (27%), Positives = 312/664 (47%), Gaps = 
63/664 (9%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A T+  
W   



Sbjct  1    
MAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAATTAVWKDY  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      ++P +
+F N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFDVPRIVFAN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEENTDIEAW  175
            K+D+ G D    VQ+++D+L+   + I+  +    +             V +E+ + 
+ W
Sbjct  121  
KMDKMGADFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGVIDLVKMVAYVYDEDAEGKNW  180

Query  176  DAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLF  214
            D V                      + +D ++EKY+ GE +S E++    ++      
LF
Sbjct  181  
DTVEIPADLKDEAESRHDALLETLADVDDNIMEKYLGGEELSVEEIKAAIRKATLSEELF  240

Query  215  PVYYGSAKKGLGIQPLMDAVTGL---------FQPIGEQGSAA---------
LCGSVFKV  256
            PV  GSA K  GIQ ++DAV            F+   E G                 
FK+
Sbjct  241  
PVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFEATDENGEKVELTAGDDKPFAALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAYPGE  312
                   R  +LR+Y+G+L+    V  A  G RE++ ++ +M    + EI      
+ G+
Sbjct  301  ATDPFVGRLTFLRVYTGSLQSGSYVLNATKGKRERVGRLLQMHSNQQHEIPEV---
FSGD  357

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +   +    D L DP    +    + P P+++ ++ PK+ A ++++   L 
+LA+ 
Sbjct  358  
IAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKGLQKLAEE  417

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y E    
AAS  
Sbjct  418  
DPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAFTTAASAQ  477

Query  432  IHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-  488



                 +      +  + +  TPL  G+G ++E  +  G + + +  AV  G++  +
+ G 
Sbjct  478  
GKFVRQSGGKGQYGDVWIEFTPLEEGAGFEFEDAIVGGVVPREYIPAVEQGLKEAMQNGV  537

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L G+ + D K     G Y+   S+ A F+  A + L+ A K++   +LEP +   +  
PQ
Sbjct  538  
LAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKANPVILEPIMKVDIVVPQ  597

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            + +            TI+  + + +       +P   +  Y T L   T GR        
Sbjct  598  
DNMGDVMGQVTARRGTIDGMEERGNAQEIHSFVPLSEMFGYATALRSATQGRGTFTMTFD  657

Query  609  GYQA  612
             Y A
Sbjct  658  HYSA  661

>WP_087583697.1 elongation factor G [Campylobacter concisus]
 OUT06958.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 191/695 (27%), Positives = 317/695 (46%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207



               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITEM  294
                          +  ++R+Y G+L         ++D+    GR       ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655



Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_077620213.1 elongation factor G [Bacillus sinesaloumensis]
Length=692

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKLGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P ++F+NK+D+ G D    V ++ D+L A+     + I      S  I L E        
Sbjct  129  
PRIVFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLPIGAEDQFSGIIDLVEMNATFYGN  188

Query  169  --NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE                    +AV E ++ L+E+Y+ GE IS ++L +  
+   
Sbjct  189  
DLGTDIEVGEIPEEYQDQANEYREKLVEAVAELDEDLMERYLGGEEISNDELRKAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 +PV  G+A K  G+Q ++DAV              G     GE+       
S   
Sbjct  249  
LSVEFYPVMCGTAFKNKGVQKVLDAVIDYLPAPTDVASIQGHLPDTGEEVERHSDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERIGRILQMHANSREEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L        P P+++ ++ PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKELVILESMTFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RQSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DALDRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKIAASMALKNAASKCQPVILEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVMPEEYMGDIMGGITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMHFDHYE  675

>WP_011955948.1 elongation factor G [Roseiflexus sp. RS-1]
 A5USJ2.1 RecName: Full=Elongation factor G; Short=EF-G
 ABQ89595.1 translation elongation factor 2 (EF-2/EF-G) [Roseiflexus 
sp. 
RS-1]
Length=701

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 201/699 (29%), Positives = 331/699 (47%), Gaps = 
84/699 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            +I NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  ER+RGITI 
AA T
Sbjct  9    
RIRNIGIIAHIDAGKTTTTERILFYTGRTYKLGEVHEGTAVMDWMEQERERGITITAAAT  68

Query  62   SFQWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            + +W       ++NI+DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    
Sbjct  69   
TAEWTVEGVPYRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAVAGVEPQSETVWRQAD  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            K ++P + F+NK+D+ G + +  V+ +R++L A                   D+I  
+ V
Sbjct  129  
KYHVPRICFVNKMDRIGANFERTVEMIRERLGAKPVPIQFPIGSEDRFRGIVDLITNKAV  188

Query  159  -------------SLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREE  204
                         ++  EI  E E    E  +A+ E +D+L+  Y+ GE +S E+L 
R  
Sbjct  189  
LYVDDQGKREELDAIPTEIADEVERLRNEMIEAIAETDDELMLLYLEGEELSVEELRRAL  248

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------
QPIGEQG----  245
            ++      L PV  G+A +  G+Q L+DA+                   Q  G+ G    
Sbjct  249  
RKATIKGQLVPVLCGAALRNKGVQRLLDAIVHYLPSPVDIPPVRGTRPGQVAGDDGVEMI  308

Query  246  ------SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMR  295
                   A   G VFK+       +  Y R+YSG L     V  + R +     ++ 
+M 
Sbjct  309  
TRPTSEDAPFTGLVFKIVSDPFVGKLAYFRVYSGKLETGSYVLNSTRNQRERIGRLLQMH  368

Query  296  IPSKGEIVRTDTAYPGEIVIL--PSDSVRLNDVL--
GDPTRLPRKRWREDPLPMLRTTIA  351
               + EI      Y G+I  +  P  S   + +    DP  L   R+   P P+++  
I 
Sbjct  369  ANHREEI---KEVYAGDIAAMVGPKQSYTGDTICDPNDPIVLESIRF---
PEPVIQLAIE  422

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PKT A ++++  AL++LA+ DP  R   D  T + I++ +G + LEV+   +  
+YK+E 
Sbjct  423  
PKTKADQDKMAVALSKLAEEDPTFRVFTDQETGQTIIAGMGELHLEVIVDRMRREYKVEA  482

Query  412  VVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468



               +P V Y E    P    S  +  +      +  + L V PL  G G ++ + +  
G 
Sbjct  483  NQGKPQVAYRESITVPADVDSKFVR-
QTGGKGQYGHVKLQVEPLERGKGFEFINAIVGGV  541

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  AV  G++  +  G+  G+ V D K+    G Y+   S+   F+  A + 
L++A
Sbjct  542  
IPREYIPAVEAGVKEAMASGVIAGYPVVDLKVTLYDGSYHEVDSSEMAFKIAASMGLKEA  601

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            +++    LLEP +   +  P+++L     D       +E  + + +  V    +P   
+ 
Sbjct  602  
VRKGRPILLEPVMKVEIVTPEDFLGTVLGDINSRRGHVEGMEARGNAQVIRAYVPLASMF  661

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
             Y TDL   T GR+    E   YQ    A+ + +++ RR
Sbjct  662  GYTTDLRSATQGRATSSMEFAYYQPLPEALAKEIVEKRR  700

>WP_045151885.1 elongation factor G [Photobacterium angustum]
 KJG38868.1 elongation factor G [Photobacterium angustum]
 PSX11763.1 elongation factor G [Photobacterium angustum]
Length=695

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 193/688 (28%), Positives = 320/688 (47%), Gaps = 
70/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWKNHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A                    I+++   
+  +
Sbjct  126  
ARIIFVNKLDRMGADFFNVVDQVKNVLGATPLVMTLPIGREDDFVGVVDILERKAYVWDD  185



Query  164  IVLEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKDVPADMLDDLEAYREELVETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA--  248
             +D S FP + GSA K  G+Q ++DAV                     +P GE  + 
+  
Sbjct  246  
TRDCSFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVSAD  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
              L    FK+     G    ++R+YSG ++  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLKALAFKIMDDRFGA-
LTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L D            P P++   ++PK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVSPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K    S+T   +   +  +  I   + P   GSG ++ S V  G + + F  
AV  
Sbjct  482  
ETITKPVEDSYTHKKQSGGSGQFGKIDYRIKPGEQGSGFKFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  +E G L G+   D ++    G +++  S+   F   +     Q++ ++G 
QLLEP
Sbjct  542  
GFQGMMEHGVLAGFPTLDVEVELFDGAFHAVDSSAIAFEIASKGAFRQSMPKAGPQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T+



Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKGDVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVIQPRR  623
            GR     E   Y    A V + VI  ++
Sbjct  662  GRGQFSMEFAHYAPCPANVAEKVIAEQK  689

>WP_072587180.1 GTP-binding protein [Clostridium botulinum]
 APH16702.1 small GTP-binding domain protein [Clostridium botulinum]
Length=651

 Score = 256 bits (654),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 170/615 (28%), Positives = 302/615 (49%), Gaps = 
29/615 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVS---
LSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + Q+VV+ ++   + +  +I +++S   LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANPQNVVEDIKLNFTKNAFLIDKSLSNEDLSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   +E  ++  ++ ++ + +FP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DECLLEKYLE-
DNYDKELWLKSMKKLIKSSEIFPCFIGSALQDIGIEDFLEDLHILTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQSNRLTYVKALSGSLKVKDEIALPNIENDFCEKVNEIRIY  291

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356



            +  + +  D    G+I  +      LN   +GD     + +   + +P L++ +    
A 
Sbjct  292  NGDKYINVDKVEAGQIFAVAG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDEAL  347

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +       
Sbjct  348  
NVKDVLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPC  407

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E  L       H E  P   ++ + L + P    SG+ +E+      L    
QN 
Sbjct  408  EILYKETILYTVIGYGHFE--
PLGHYSEVHLKLEPAERNSGITFENLCHTDDLTVGNQNL  465

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V+  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
L
Sbjct  466  
VKTHIFEREHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVL  525

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY SF +  P + + R   D  K   +    +   + V+  G  P      Y  
+   
Sbjct  526  
LEPYYSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIDNRVIIKGRGPVATFMHYSVEFIS  585

Query  596  YTNGRSVCLTELKGY  610
            +T G+        GY
Sbjct  586  FTKGKGKFNFIFDGY  600

>WP_073073405.1 elongation factor G [Thermosipho atlanticus]
 SHH50412.1 translation elongation factor 2 (EF-2/EF-G) [Thermosipho 
atlanticus 
DSM 15807]
Length=691

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 196/667 (29%), Positives = 308/667 (46%), Gaps = 
60/667 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILYYTGRKHILGSVDDGTATMDWMIQEKERGITIVSAAT  72



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCMWKDHRINIIDTPGHVDFTIEVERALRVLDGAIAVFDAAAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------
IKQTV  158
            P + F+NK+D+ G D    V+S+ ++L A+ I                       
IK   
Sbjct  133  
PRIAFMNKMDKIGADFDMSVKSMIERLGANPIPIQMPMGAEDKFEGVIDLIQMKAIKWLN  192

Query  159  SLSPEIVLE----------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                E+V E          E    E  + + E +D+++E Y+ GE IS+E + +  
+R  
Sbjct  193  
EDGTEMVYEEIPEEYLARAEEMREEMLEKIAEIDDEVMELYLEGEEISQELIKKALRRAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAALC  250
             +    PV  GSAK   G+QPL+DAV   L  P+           GE+       +    
Sbjct  253  
IENKATPVLCGSAKMNKGVQPLLDAVLDYLPSPLDMPPLKGWTKDGEEIEIKPDENEPFT  312

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY-  309
               FK++      +  + R+YSG L     V  + + K +     I    +  R D  
Y 
Sbjct  313  ALAFKIQADPYVGKLTFFRVYSGRLEKGSYVYNSSKGKKERVSRLIFMHAD-
KREDVEYV  371

Query  310  -PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+IV  +     +  D L D  R       E P P++   + P T   +++L  
ALT 
Sbjct  372  
RAGDIVAAIGLKETKTGDTLCDEKRPVILEKMEFPEPVISIAVEPATKNDQDKLSRALTM  431

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER---P  424
            L+D DP  R  VD  T E I+S +G + LE++   L  ++     V +P V Y E    
P
Sbjct  432  
LSDEDPSFRAYVDHETGETIISGMGELHLEIIVDRLKREFNTSVRVGKPQVAYRETIQVP  491

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +A    I  +      +  + +   PL L    ++E R   G + + +  A+ +G
++  
Sbjct  492  AEAEGKYIR-



QSGGRGQYGHVKMRFEPLELTKTFEFEDRTVGGVIPKEYVPAIEEGVKEA  550

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             + G + G+ +   K     G Y+   S+   F+  A +  ++AL+ +   LLEP 
+   
Sbjct  551  
AQSGYIAGYPMVGIKAILLDGSYHEVDSSEMAFKIAASMAFKEALRHAKPVLLEPIMKVE  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D     A I++ + K    +    +P   +  Y TDL   + 
GR+  
Sbjct  611  
ITTPEEYMGNIIADLNSRRAHIDSLETKGHLRIIKALVPLSEMFGYATDLRSLSQGRATY  670

Query  604  LTELKGY  610
               L  Y
Sbjct  671  TMVLSHY  677

>WP_054747205.1 elongation factor G [Lactobacillus rapi]
Length=699

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 188/672 (28%), Positives = 308/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMPQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    V S+ D+L+A  + I+  +    +      ++E   
DI   
Sbjct  131  
PRIVFVNKMDKVGANFDFSVSSIADRLNAKPLPIQMPIGAEDDFEGVIDLIEMKADIYDE  190

Query  173  ----EAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  WD V                 IE     +D ++ KY+ GE IS  ++    
++ 



Sbjct  191  
DKLGSNWDTVDVPDEYKEEAQKRRDQLIETLADVDDDIMNKYLEGEEISIPEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +  LFPV  GSA K  G+Q LMDA                    TG    +     
A+
Sbjct  251  
TLNLELFPVLAGSAFKNKGVQMLMDATIDYLPSPLDVKPYNATDPETGDKVELKANDDAS  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       R  Y+R+YSGTL     +  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAALAFKVATDPFVGRLTYIRVYSGTLESGSYILNATKDKRERVGRLLQMHSNHRQEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          + P P+++  + PKT A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMDFPDPVIQVAVEPKTKADQDKMNV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  +   +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E 
Sbjct  428  
ALQKLSEEDPTFKATTNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVSYREA  487

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P KA    I  +      +  + +  TP   G G ++E  +  G + + +  
AV  G
Sbjct  488  FTKPTKAQGKFIR-
QSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K +   
+LEP 
Sbjct  547  
LKESLSNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASLALRNAAKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  + +    V    +P   +  Y T L   
+ G
Sbjct  607  
MKVDINVPEEYMGDIMGQVTARRGRVEGMESRSGAEVIHSYVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+



Sbjct  667  RGTFTMTFDHYE  678

>WP_081014872.1 elongation factor G [Propionibacterium 
freudenreichii]
 CEI46833.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CUW20843.1 Elongation factor G [Propionibacterium freudenreichii 
subsp. 
shermanii]
 SCQ46694.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ53863.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
Length=699

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 188/675 (28%), Positives = 311/675 (46%), Gaps = 
71/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNHKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ QT  ++    
K N+
Sbjct  71   
TCFWNNYQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQTMNVWRQASKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G      VQ++R++L A                   D+I     
+   
Sbjct  131  
PRICYINKLDRTGASFDWCVQTIRERLHAVPVLLQLPIGAEADFIGIIDLIDMDAKTWRG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E+ ++E   A                V EN+D  +E Y+ GE  + E L    
+R
Sbjct  191  
ETELGEHYEVEEIPAELAEKAKATRAEMIETVAENDDTFMELYLGGEDWTNEDLKAAIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
             V   +   V  G++ K  G+QPL+DA+                            
P  +
Sbjct  251  



GVLANAFTAVVCGTSFKNKGVQPLLDAIVDYLPSPLDIPAVVGFKPGDESVEIDRHPAKD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
            Q  AAL    FK+       R  ++R+YSG L   ++V       +E++ KI +M    
+
Sbjct  311  QPLAALA---
FKIAADPHLGRLTFVRVYSGVLTTGESVLNSTKGNKERIGKIYQMHANKR  367

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             E+          ++ L +      D L DP           P P++   I PK+ 
A +E
Sbjct  368  QEVEEMPAGMICAVMGLKNTGT--
GDTLCDPQNPIALESMTFPDPVIEQAIEPKSKADQE  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+++LA+ DP  +   D  T + I++ +G + L+V+   +  ++ +E  +  
P V 
Sbjct  426  
KLGVAISRLAEEDPTFQVHTDEETGQTIIAGMGELHLDVLIDRMKREFHVEANIGTPQVA  485

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   RP+    +T   +   +  +A + + + P   G+G ++ + V+ G + + 
+  A
Sbjct  486  
YRETLRRPVTGIDYTHKKQSGGSGQYAKVIIDLEPQPAGTGYEFVNAVTGGRIPKEYIPA  545

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++ G L G+ V D K+    G Y+   S+   F+    +V ++A + +   
L
Sbjct  546  
VDAGIQEAMQFGVLAGYPVEDIKVTLTDGAYHDVDSSELAFKIAGSMVFKEAARRADPAL  605

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP  +  +  P+EYL     D       ++    +    V    +P   +  Y  
DL  
Sbjct  606  
LEPEFAVEVTTPEEYLGTVIGDLNGRRGRVKEMADEHGNKVIRATVPLAEMFGYVNDLRA  665

Query  596  YTNGRSVCLTELKGY  610
             T+G++    E + Y
Sbjct  666  KTSGQATYTMEFESY  680

>WP_013160482.1 elongation factor G [Propionibacterium 
freudenreichii]
 CBL56093.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii 
subsp. shermanii CIRM-BIA1]



 CDP47962.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii 
subsp. freudenreichii]
 CEH02305.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEG85553.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEH09368.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEG89815.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEG99829.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEH05165.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEH07196.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEG95481.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEG89490.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEG92593.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEG97499.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEP25599.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii 
subsp. freudenreichii]
 AJQ90251.1 Translation elongation factor G [Propionibacterium 
freudenreichii 
subsp. freudenreichii]
 CEI25373.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEI30140.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEI49246.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEI24367.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEI32884.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 CEI22474.1 Elongation factor G (EF-G) [Propionibacterium 
freudenreichii]
 SBM43824.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SBN41433.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SBN43288.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SBN60616.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SBN52912.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SBN96122.1 Translation elongation factor G [Propionibacterium 



freudenreichii]
 SBW77362.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCC97708.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ49410.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ54802.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ57162.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ64687.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ60207.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ63669.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ70183.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ63414.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ72703.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ71978.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ80551.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ74973.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
 SCQ82817.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
Length=699

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 188/675 (28%), Positives = 311/675 (46%), Gaps = 
71/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNHKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ QT  ++    
K N+
Sbjct  71   
TCFWNNYQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQTMNVWRQASKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162



            P + +INK+D+ G      VQ++R++L A                   D+I     
+   
Sbjct  131  
PRICYINKLDRTGASFDWCVQTIRERLHAVPVLLQLPIGAEADFIGIIDLIDMDAKTWRG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E+ ++E   A                V EN+D  +E Y+ GE  + E L    
+R
Sbjct  191  
ETELGEHYEVEEIPAELAEKAKATRAEMIETVAENDDTFMELYLGGEDWTNEDLKAAIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
             V   +   V  G++ K  G+QPL+DA+                            
P  +
Sbjct  251  
GVLANAFTAVVCGTSFKNKGVQPLLDAIVDYLPSPLDIPAVVGFKPGDESVEIDRHPAKD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
            Q  AAL    FK+       R  ++R+YSG L   ++V       +E++ KI +M    
+
Sbjct  311  QPLAALA---
FKIAADPHLGRLTFVRVYSGVLTTGESVLNSTKGNKERIGKIYQMHANKR  367

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             E+          ++ L +      D L DP           P P++   I PK+ 
A +E
Sbjct  368  QEVEEMPAGMICAVMGLKNTGT--
GDTLCDPQNPIALESMTFPDPVIEQAIEPKSKADQE  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+++LA+ DP  +   D  T + I++ +G + L+V+   +  ++ +E  +  
P V 
Sbjct  426  
KLGVAISRLAEEDPTFQVHTDEETGQTIIAGMGELHLDVLIDRMKREFHVEANIGTPQVA  485

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   RP+    +T   +   +  +A + + + P   G+G ++ + V+ G + + 
+  A
Sbjct  486  
YRETLRRPVTGIDYTHKKQSGGSGQYAKVIIDLEPQPAGTGYEFVNAVTGGRIPKEYIPA  545

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++ G L G+ V D K+    G Y+   S+   F+    +V ++A + +   
L
Sbjct  546  
VDAGIQEAMQFGVLAGYPVEDIKVTLTDGAYHDVDSSELAFKIAGSMVFKEAARRADPAL  605



Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP  +  +  P+EYL     D       ++    +    V    +P   +  Y  
DL  
Sbjct  606  
LEPEFAVEVTTPEEYLGTVIGDLNGRRGRVKEMADEHGNKVIRATVPLAEMFGYVNDLRA  665

Query  596  YTNGRSVCLTELKGY  610
             T+G++    E + Y
Sbjct  666  KTSGQATYTMEFESY  680

>WP_005828865.1 MULTISPECIES: elongation factor G [Bacillales]
 EJL39259.1 translation elongation factor EF-G [Brevibacillus sp. 
CF112]
 ELK42917.1 elongation factor G [Brevibacillus agri BAB-2500]
Length=692

 Score = 257 bits (657),  Expect = 9e-73, Method: Compositional 
matrix adjust.
 Identities = 189/664 (28%), Positives = 310/664 (47%), Gaps = 
75/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ QT  ++    +  
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVFDAKGGVEPQTETVWRQADRYGVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             +INK+D  G +    ++ ++ +L A+ +  Q                            
Sbjct  132  
CYINKMDILGANFDMCLEQIKTRLGANPVAVQYPIGAEDQFKGMVDLIEMKAIIYTDDLG  191

Query  157  TVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              S + EI  E     E   +   +A  E +++L+ KY+ GE ++ +++    ++   
+ 
Sbjct  192  
KTSDATEIPAELKDKCEELRLALVEAAAEQDEELMMKYLEGEELTNDEIRAALRKGTIEC  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLF--------
QPIGEQGSAALC  250
             L PV  GS+ +  G+QP++D             A+ G          +P  + G     
Sbjct  252  



KLTPVMCGSSYRNKGVQPMLDNVVRYLPSPVDIPAIKGTLPDTEDEVERPADDNGP--FS  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       R  + R+YSG L     V       RE++ +I +M    + EI    
Sbjct  310  
ALAFKIMTDPYVGRLTFFRVYSGVLNSGSYVLNSTKGKRERVGRILQMHANHREEI---Q  366

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERL  361
            T Y G+I    + +V L D     T    K        E P P++   I PK+ A 
++++
Sbjct  367  TVYSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMEFPEPVISVAIEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L++LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E+ V  P 
V Y 
Sbjct  423  
GIGLSKLAEEDPTFRTRTDEETGQTIISGMGELHLEIIVDRLKREFKVESNVGAPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KAA        +      +  + +   PL  G G Q+E+++  G + + +  
AV+ 
Sbjct  483  
ETFRKAAKVEGKFVRQSGGRGQYGHVWVEFEPLEPGQGFQFENKIVGGVVPREYIPAVQA  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S+   F+    + L++A K+ G  
LLEP
Sbjct  543  
GIEEAMKNGVLAGFPLVDIKATIVDGSYHDVDSSEMAFKVAGSLALKEAAKKCGAVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       IE  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
IMKVEVTMPEEYMGDVMGDLNSRRGRIEGMEARANAQVIRAMVPLSEMFGYSTVLRSRTQ  662

Query  599  GRSV  602
            GR V
Sbjct  663  GRGV  666

>KXK53096.1 elongation factor EF-G [Chlorobi bacterium OLB7]
Length=704

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 189/683 (28%), Positives = 313/683 (46%), Gaps = 



77/683 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIMAHIDAGKTTTTERILYYTGVLHRIGEVHDGAATMDYMEQEQERGITITSAAT  68

Query  62   SFQWHRCK-------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            +  W   K       +NI+DTPGH+DF  EV RSL VLDGA+ +  +  GV+ Q+  
++ 
Sbjct  69   
TCFWKGSKSHFPEHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCSVGGVEPQSETVWR  128

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS--  161
               K N+P + F+NK+D+ G D   VV  + D+L A+ +            K  V 
L   
Sbjct  129  
QADKYNVPRIAFVNKMDRVGADFLKVVGMIHDRLGANAVPLQLPVGQGDMFKGIVDLIEW  188

Query  162  PEIVLEENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKL  200
               + ++++    WD                     AV E +D LL KY+ GE IS 
E++
Sbjct  189  
KAYIFDDSSQGAKWDIIDIPHDIEEQAKEYRTKMLEAVAEVDDTLLMKYLEGEEISPEEI  248

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA-------------  247
             +  +       + PV  GS+ K  G+Q L+DAV        + G+              
Sbjct  249  
RKVLREACLQVKIIPVMLGSSFKNKGVQQLLDAVLEFLPSPMDVGTTPGHHMDSDDHIER  308

Query  248  ------ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIP  297
                     G  FK+       +  ++RLYSGTL     V   + G+++   ++  
M   
Sbjct  309  
QPSDTEKFAGLAFKIITDKFVGKLTFVRLYSGTLSAGSYVLNTITGKKERVGRLLRMHAN  368

Query  298  SKGEIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPK  353
             + +I   D AY G+I+ ++   + +  D L    DP  L +  +   P P++   
I PK
Sbjct  369  HREDI---DEAYTGDIIAVVGLKATKTGDTLSDEADPIVLEKMEF---
PDPVIDQAIEPK  422

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +++L +AL +L++ DP  R + D  T + I+S +G + L+++   +  +++
+E  V



Sbjct  423  
TKADQDKLGEALAKLSEEDPTFRVKTDEETGQTIISGVGELHLDIIVDRIRREFRVEANV  482

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   +          +      +  + +   P   G G ++ + +  G 
+ +
Sbjct  483  
GKPQVAYRETIRETVDQDTKFVRQSGGKGQYGHVVIEFGPNEPGKGFEFTNAIVGGVIPK  542

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +   V  GI   L  G L G+ V D K    +G Y+   S+   F+  A +  +
+A ++
Sbjct  543  
EYIKPVEQGITEALRNGVLAGFPVVDIKAKLHFGSYHDVDSSEMAFKIAASMAFKEACRK  602

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP ++  +  P+EY+     D       IE    + D  V    +P   +  
Y 
Sbjct  603  
AKPVLLEPIMAVEVVTPEEYMGDVMGDLSSRRGRIEGMVQRHDAQVIRAMVPLAEMFGYV  662

Query  591  TDLAFYTNGRSVCLTELKGYQAA  613
            T L   T GR++       Y+ A
Sbjct  663  TTLRSITQGRAIPSMTFDHYEPA  685

>WP_000090332.1 MULTISPECIES: elongation factor G [Streptococcus]
 EIF37648.1 translation elongation factor G [Streptococcus sp. 
SK140]
 AMD96402.1 elongation factor G [Streptococcus sp. oral taxon 431]
 OFP42932.1 elongation factor G [Streptococcus sp. HMSC067H01]
Length=693

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   



Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_039668128.1 elongation factor G [Campylobacter lari]
 AJC88893.1 translation elongation factor EF-G [Campylobacter lari 
subsp. 
concheus LMG 11760]
Length=691

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 323/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   ++  +AV E +D+L+EKY+ GE +++E++    
+  
Sbjct  189  
ESKPTDYVEKEIPAELKEKAEEYRVKMIEAVSETSDELMEKYLGGEELTQEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------



GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
GI
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>SCH53814.1 Elongation factor G [uncultured Clostridium sp.]
Length=869



 Score = 261 bits (666),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 192/617 (31%), Positives = 295/617 (48%), Gaps = 
30/617 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVD+GKTTL+E LLY SGA+ + G V+      DT   ER+RGITI +    
F +
Sbjct  1    
MGVLAHVDSGKTTLSEGLLYLSGALRKLGRVDHRDAFLDTDTQERERGITIFSKQAEFSY  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF AE+ RSL VLD A+LV+S  DG+Q  TR L+  L K  
IPT +
Sbjct  61   
GGTAFTLLDTPGHVDFSAEMERSLQVLDCAVLVVSGTDGIQGHTRTLWKLLDKHKIPTFL  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D AG D  +++  ++ +L +  +   Q +    E       D+ A D      
+ 
Sbjct  121  FINKMDLAGSDRDALLAQLQARLDSGCLDFSQGIGSIQE-------
DLAACD------EA  167

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+ G  ++ E       RR+    +FP ++GSA K  G+  L+D +         
Q
Sbjct  168  LLEHYLEGMEVTEEDAADLVTRRL----
IFPCFFGSALKLEGVGELLDGLAAYAS--APQ  221

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                    VFK+   D   R  Y+++  GTLR+R  +   G ++ K+ ++RI S  
+   
Sbjct  222  YGPEFGARVFKIA-RDGSDRLTYVKVTGGTLRVRTALGGEGWQE-
KVNQIRIYSGPKYQT  279

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A  G +  L      R  D LG        RW  +  P L   +          
+L 
Sbjct  280  VDEAPAGTVCALTGLTHTRPGDGLGGEA----
GRWEPELEPPLTYQVILPHGCDVHAMLR  335

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L QL + DP LR   +    EI L  +G +QLEV++ L+ E++ +E      S+
+Y E 
Sbjct  336  
NLRQLEEEDPQLRVVWNEALGEIHLRLMGEIQLEVMTRLIRERFGVEVSFGAGSIVYRET  395



Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     H E  P   +A + L + P   GSG+++ S  S   L+ ++Q  +   
+  
Sbjct  396  ISGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLRFASSCSADQLDLNWQRLILTHLEE  453

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G L G  +TD KI    G  +   +   DFR      + Q L ++ + LLEP
+  F
Sbjct  454  
KEHLGVLTGSPITDMKITLVAGRAHLKHTEGGDFRQATYRAVRQGLMQAESILLEPHYEF  513

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             L  P + + RA  D       ++  + + + V+ +G  P   ++ Y  ++A YT 
GR  
Sbjct  514  
QLELPPDCVGRAMTDLQAMGGIVDAPEQEGELVLLSGHGPVAGLRNYWREVASYTRGRGR  573

Query  603  CLTELKGYQAAVGQPVI  619
                L+GY+    Q  I
Sbjct  574  LNCALRGYEPCADQESI  590

>WP_050150886.1 elongation factor G [Streptococcus agalactiae]
 CNJ25372.1 elongation factor G [Streptococcus agalactiae]
Length=692

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQS+ D+L A+                I   + +  
EI   



Sbjct  129  
PRIVFANKMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+    +  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAVKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_079543870.1 elongation factor G [Bradyrhizobium lablabi]
 SHL76183.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium lablabi]
Length=690

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 190/666 (29%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFFKCLDDIVDRLGAKPIAIQLPIGAENNFKGLVDLVRMKGVVWEDEAL  191

Query  166  LEENTDIE---------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DI+                 +A +E +D  L  Y+ G+      L R  ++ 
V  
Sbjct  192  
GANFKDIDIPADLVDKAKEYREKMLEAAVELDDDALAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPNDKEPLALL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKSVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERITKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + F   V  G+   
L  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEFIPGVEKGLNSVLTSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_020090162.1 GTP-binding protein [Lactobacillus parabrevis]
 KRO05107.1 translation elongation factor (GTPase) [Lactobacillus 
parabrevis]
Length=663

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 



matrix adjust.
 Identities = 195/626 (31%), Positives = 304/626 (49%), Gaps = 
40/626 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY SGA+ + G V+ G    D   LE+QRGITI 
+  
Sbjct  1    
MKHIVTGIVAHVDAGKTTLSEAMLYRSGALRQLGRVDNGDAFLDPDDLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q     + ++DTPGH+DF ++  + L+VLD AILV+SA DG+Q  TR L+  L    
Sbjct  61   
ASLQHGDLDLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGIQGYTRTLWRLLDHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D    D   V+  ++   SA  I     + +   +        A++ 
+  
Sbjct  121  VPTFIFVNKMDADTADRDRVLAQLQQVFSAGCIAFNDATTAAGTI-----
PAGAYEDIAM  175

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +LE ++    ++ +  VR+  RR +   +FP Y+G+A K  GI  L+    
GL Q 
Sbjct  176  QNDDVLENFLDAGTVA-DDTVRQMIRRRE---VFPCYFGAALKLDGIDDLL---
AGLEQW  228

Query  241  IGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E + SA     VFK+ + D G+R  ++R+  G L  +D +     ++ K+ ++R
+ + 
Sbjct  229  TREPEYSAEFGAKVFKISHDDKGERLTWVRVTGGVLANKDVIL----
DEQKVNQLRVYNG  284

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT--
RLPRKRWREDPLPMLRTTIAPKTAA  356
             +     +   GE+  +P+         LG+    R P  +      P+L  T+ P
+   
Sbjct  285  AKFTIRPSVAAGEVCAIPNLTGTHPGQGLGEQAAGRSPEIQ------
PVLNYTLDPQGHD  338

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E  L  L QL D DP L     S   EI +  +G VQLE++  +L E++ L+    
E 
Sbjct  339  IHE-
CLTILQQLEDEDPQLHVAWSSHLQEIRVQIMGAVQLEILQQILRERFNLDVGFGEG  397

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476



            S++Y E   +A     H E  P   +A + L + P   GSGV + +   L  L ++
+Q+ 
Sbjct  398  SILYKETLTRAVEGVGHFE--
PLRHYAEVHLLMQPAPRGSGVTFAADCDLEVLGKNWQHQ  455

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   +R     G L G  +TD KI    G      S   DFR      + Q L     
++
Sbjct  456  
VLTSLRAKEHLGVLTGSPLTDVKITLISGRASIVHSVGGDFREATWRAVRQGLMMAKSQN  515

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV------
VFTGEIPARC  585
             T+LLEP+  F L   Q+ + RA  D  +   + ET              + TG  
P   
Sbjct  516  
QTELLEPWYRFRLEVGQDQVGRAMTDIQRMHGSFETPDATAPSATGDGMSILTGTAPVAE  575

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +Q Y  ++  YT+G+      + GY+
Sbjct  576  MQGYVQEVNAYTHGQGQLECLIDGYR  601

>WP_005727117.1 GTP-binding protein [Lactobacillus crispatus]
 EFD98668.1 putative translation elongation factor G [Lactobacillus 
crispatus 
214-1]
 EFQ45451.1 putative translation elongation factor G [Lactobacillus 
crispatus 
CTV-05]
 EKB60514.1 small GTP-binding protein domain protein [Lactobacillus 
crispatus 
FB049-03]
 EKB62608.1 small GTP-binding protein domain protein [Lactobacillus 
crispatus 
FB077-07]
 ETW73030.1 translation elongation factor [Lactobacillus crispatus 
2029]
 KFL93156.1 putative tetracycline resistance protein TetP 
[Lactobacillus 
crispatus SJ-3C-US]
 CPR86009.1 Protein translation elongation factor G (EF-G) 
[Chlamydia trachomatis]
 KWU13867.1 elongation factor G [Lactobacillus crispatus]
 KWX58338.1 elongation factor G [Lactobacillus crispatus]
 KWX58888.1 elongation factor G [Lactobacillus crispatus]
 PKZ27025.1 GTP-binding protein [Lactobacillus crispatus]
Length=641

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 190/625 (30%), Positives = 298/625 (48%), Gaps = 
55/625 (9%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    I  + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAIYDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFVTITEAAAGEIVAATGLTKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMKERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 



Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EKKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_017054076.1 elongation factor G [Vibrio genomosp. F6]
 OEE76025.1 translation elongation factor G [Vibrio genomosp. F6 
str. FF-238]
Length=694

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 314/670 (47%), Gaps = 
66/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA------------
DIIIKQTVSLSPEIVLEENT--  170
            IF+NK+D+ G D  +VV  V++ L A            D  +     LS +  + +
+T  
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDDTGL  188

Query  171  ---------------DIEAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                           D+EA+     +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIKDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQIVLDAVVDYLPAPTEVDPQPLMNEEGEETGDHAIVSADETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNAYTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGETGSGFKFSSSVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMAV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTMTSGRGQ  664

Query  603  CLTELKGYQA  612



               E   Y A
Sbjct  665  FSMEFAHYAA  674

>SCJ81780.1 Tetracycline resistance protein tetM [uncultured 
Eubacterium 
sp.]
Length=856

 Score = 260 bits (665),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/614 (31%), Positives = 292/614 (48%), Gaps = 
41/614 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGILAHVDAGKTTL+E +LY +G     G V+ G    DT  LER RGITI +    
F
Sbjct  10   
LTIGILAHVDAGKTTLSEGILYLNGITRSLGRVDHGDAFLDTFELERARGITIFSKQAVF  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
               + +V ++DTPGHMDF AE+ R L VLD AILVIS  DG+Q Q + L+  L +  
IPT
Sbjct  70   
PLDQKEVTLLDTPGHMDFSAEMERVLQVLDYAILVISGPDGIQGQVQTLWKLLERYEIPT  129

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +FINK+DQ G DL  ++  +R++LS   I            L +  D   ++     
++
Sbjct  130  FLFINKMDQEGADLSHIMVELRNRLSERCI------------
LADKKDESFFEQAALCDE  177

Query  184  KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIG  242
             LLEKY+    ++ E++  +  +R     LFP + GSA K  G+Q  +D    L F 
P  
Sbjct  178  ALLEKYLETGIVTDEEITHQTAKR----
RLFPCFSGSALKMQGVQEFLDEFGKLTFCP--  231

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
               S A    VFK+   + G R  ++++  G LR++D V      + K+ ++RI S    
Sbjct  232  -SYSEAFSARVFKITRDEQGNRLTHMKITGGVLRVKDLVG-----
EDKVNQIRIYSGARF  285

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA-----
PKTAAQ  357
               + A  G I  +   +   N  +G      +  +     P+L T I      P+   
Q
Sbjct  286  QSIEKAEAGTICAVTGLA---NTHIGQGLGACKGGFD----
PLLDTVITYQVLLPEGYDQ  338



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
                +  L  L +  P L    +    +I +  +G VQ E++  L++E++ ++      
+
Sbjct  339  HSAYM-
KLKLLEEEIPELHVVWNETKRQIHIQMMGEVQGEILKKLVAERFDMQIDYGSET  397

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            +IY E          H E  P   +A + L + PL  GSG+   +  S   L+++
+Q  +
Sbjct  398  IIYKETIADMVEGVGHFE--
PLRHYAEVHLLLEPLPPGSGMVTTASCSEDVLDRNWQRLI  455

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      G L G  +TD KI    G  +   +   DFR      + Q L+++ 
+ LL
Sbjct  456  
LSHLTEKPHLGVLTGSEITDIKITLAAGKAHVKHTEGGDFRQATYRAVRQGLRKAKSILL  515

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  + L  PQE + RA  D  K   T    +   +  V TG+ P   +  Y+ +
+  Y
Sbjct  516  
EPYYEYRLEIPQELVGRAMSDVQKMYGTCNPPESFGETTVLTGDAPVATMNGYQKEVVSY  575

Query  597  TNGRSVCLTELKGY  610
            T G       LKGY
Sbjct  576  TKGVGRLFCFLKGY  589

>WP_018374688.1 elongation factor G [Streptococcus merionis]
 SNU90884.1 elongation factor G [Streptococcus merionis]
Length=693

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +



Sbjct  69   
TAQWNEHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEDLMMKYLEGEEITNEELKEGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAYVPLAEMFGYATILR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_079907273.1 elongation factor G [Carboxydocella sp. JDF658]
 GAW31956.1 elongation factor G [Carboxydocella sp. JDF658]
Length=691

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/670 (27%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D  +VV+ ++D+L A                   D++  + +  
+ 
Sbjct  129  
PRIAFVNKMDRIGADFFNVVKQIKDRLGANPVPIQVPIGAEDQFQGVVDLVTGKAIIYTD  188

Query  163  EIVLEEN-TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  +   TD+ A              +AV E +++L+ KY+ GE ++ E++ +  
+   
Sbjct  189  
DLGTQSAVTDVPADMVDLVAEYREKLIEAVAETDEELMMKYLDGEELTVEEIKKALRAAC  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                L PV  GSA K  G+QP++DAV              G+    GE+       
+ + 
Sbjct  249  
CSVKLIPVLCGSAFKNKGVQPMLDAVVDYLPSPLDIAAVKGINPDTGEEDIRRVDDNESF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGHLPAGSYVLNSTKGKKERIGRILQMHANHREEISEV  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T      V L   +    D L D  +       + P P++   I PKT A +E++  
AL
Sbjct  369  WTGDIAAAVGLKDTTT--
GDTLCDEKKPIVLESMQFPDPVISVAIEPKTKADQEKMGTAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  427  
QRLAEEDPTFRMHTDPETGQTIISGMGELHLEIIVDRLVREFKVEANVGRPQVAYKETIR  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + +KA    +  +      +    +   PL  G G ++ +++  G + + +  A+  
GIR
Sbjct  487  KSVKAEGKFVR-
QSGGRGQYGHCWVEFEPLEPGKGYEFVNKIVGGVIPKEYIPAIDAGIR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+   D +     G Y+   S+   F+    +  +    ++   
+LEP + 
Sbjct  546  
EAMENGILAGYPAIDIRATVYDGSYHDVDSSEMAFKIAGSMAFKAGAPKADPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVIGDINSRRGRIEGMEPRGNAQVIRGFVPMAEMFGYATDLRSRTQGRG  665

Query  602  VCLTELKGYQ  611
              + +   Y+
Sbjct  666  TYVMQFSHYE  675



>WP_085912590.1 elongation factor G [Pseudonocardia autotrophica]
 OSY40973.1 Elongation factor G [Pseudonocardia autotrophica]
Length=700

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/675 (27%), Positives = 325/675 (48%), Gaps = 
88/675 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGINYKLGEVHDGAATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  72   
TCFWNNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V++++D+L+A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFYFTVRTIKDRLNATPLPLQIPIGSEHEFIGVVDLVEMRALTWRG  191

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
+ 
Sbjct  192  
EVAKGEDYAVEEIPADLQERANEYRTMLVEAVAETDDELMELYLGGEELTTEQIKTGIRA  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V + + +PV  GSA K  G+QP++DAV                          +P  
++
Sbjct  252  
LVTNRAAYPVLCGSAFKNKGVQPMLDAVIDYLPSPYDVPPVEGFLTDGETPASRKPSKDE  311

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              AAL    FK+       +  Y+R+YSG +        +G + +  T+ R    G
++ +
Sbjct  312  PFAALA---FKIAAHPFFGKLTYVRVYSGRV-------
ASGAQIINSTKDRKERIGKLFQ  361

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        D L DP           P P+++  + 



PK+ 
Sbjct  362  
MHSNKENPVDEAIAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSK  421

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  +  +D  T + I++ +G + LEV+   +   +K+E  
+ +
Sbjct  422  
ADQEKLSLAIQKLAEEDPTFQVSLDDETGQTIIAGMGELHLEVLVNRMKSDFKVEANIGK  481

Query  416  PSVIYMERPLKAAS---HTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLN  470
            P V Y E   +A S   +T   +   +  +A + +SV PL+ G G   ++E++V+ 
G + 
Sbjct  482  
PQVAYRETIRQAVSKYEYTHKKQTGGSGQFARVIISVEPLTGGDGALYEFENKVTGGRIP  541

Query  471  Q----
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            +    S    V+D ++YG++    G+ V   K+    G Y+   S+   F+    +  
++
Sbjct  542  REYIPSVDQGVQDAMQYGIQA---
GYPVVGVKLTLLDGQYHEVDSSEMAFKVAGSMAFKE  598

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A +++   +LEP ++  +  P++Y+     D       I+  + +    V    +P   
+
Sbjct  599  
AARKASPAILEPMMAVEVMTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKATVPLSEM  658

Query  587  QAYRTDLAFYTNGRS  601
              Y  DL   T GR+
Sbjct  659  FGYVGDLRSRTQGRA  673

>WP_081367762.1 GTP-binding protein [Ruminococcus flavefaciens]
 SFW15580.1 small GTP-binding protein domain-containing protein 
[Ruminococcus 
flavefaciens]
Length=856

 Score = 260 bits (665),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/636 (29%), Positives = 298/636 (47%), Gaps = 
68/636 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GI AHVD+GKTTL E++LY SG+I   G V+ G T  DT  +ER+RGITI 
+A 
Sbjct  1    
MKKITVGITAHVDSGKTTLAEAMLYKSGSIRNLGRVDSGNTALDTNSIERERGITIFSAQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DFLAE  R++ VLD AILVIS  DGVQ+ T  L++ 
LRK  
Sbjct  61   
AELFTNDSRITLLDTPGHVDFLAETERTMCVLDYAILVISGTDGVQSHTSTLWNMLRKYE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------
IKQTVSLSPEIVLEENTDI  172
            +P  IF+NK+D  G D   V+  +R++LS +I+        I + VSL  E         
Sbjct  121  
VPVFIFVNKMDLIGADQSFVINDLRNRLSQNIVDFTGDFGDIAENVSLCSE---------  171

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
                       +++ KY+    + +  +++     + +  +FP ++GSA K  G+   
+ 
Sbjct  172  -----------EIMNKYLESGTVDKNDIIQA----
ITERRIFPCFFGSALKMQGVDEFLS  216

Query  233  
AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG----REK  288
             +         Q  +     ++K+ Y   G R  ++++  G+L++RD +         
+K
Sbjct  217  VLDEF--
TCERQYKSDFGAKIYKISYDPKGSRLTHMKITGGSLKMRDELCYLDSDEIEQK  274

Query  289  LKITEMRIPSKGEIVRT-DTAYPGEIVILP-----------
SDSVRLNDVLGDPTRLPRK  336
             KI+ +R  + GE  RT D A  GEI  +                  +DVL +P      
Sbjct  275  SKISSIRFYT-
GEKFRTADNAEAGEICAVTGLIGTYAGQGIGSEHNSHDVLFEPV-----  328

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                    M    I PK     + +L  +  L D DP L    +    +I +  +G 
VQL
Sbjct  329  --------MTYRVIYPKDKNAFD-
VLKEMRLLEDEDPQLHICWNEQNRDIHIQIMGAVQL  379

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            EV+  L+SE++      +  +V Y E          H E  P   +A   + + P+  
GS
Sbjct  380  EVLVKLISERFGYTVSFENGAVTYKETIKATVEGVGHYE--
PLRHYAEAHILLEPMPRGS  437

Query  457  GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPAD  515
            GV +++  S   L++++Q  +   +      G L G  +TD K+    G  +   +   
D
Sbjct  438  
GVSFDTVCSEDELDRNWQRLILTHLSEKTHIGVLTGSPITDMKLTLVAGKAHLKHTEGGD  497



Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR      + Q L+ + + LLEPY  + +  P E + +A  D    CA  E  +   
+  
Sbjct  498  
FRQATYRAVRQGLRLAESVLLEPYYDYEIELPTENVGKAIADLQHMCAEFEAPESHGEMS  557

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  G  P   I  YR++L  YT+G       L GY+
Sbjct  558  IIRGNAPVSEINDYRSELIAYTHGNGNISFTLSGYK  593

>WP_061826366.1 elongation factor G [Streptococcus pneumoniae]
 CYM77381.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEEDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  



Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090335.1 MULTISPECIES: elongation factor G [Streptococcus]
 EIC76909.1 translation elongation factor G [Streptococcus oralis 
SK100]
 EKA05970.1 elongation factor G [Streptococcus sp. GMD6S]



 KZX08879.1 elongation factor G [Streptococcus oralis]
 ANR75266.1 translation elongation factor G [Streptococcus sp. oral 
taxon 
064]
 OHQ22069.1 elongation factor G [Streptococcus sp. HMSC066F01]
 ORO72915.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ATF57346.1 elongation factor G [Streptococcus oralis]
 PLA07836.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI



Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_084974052.1 elongation factor G [Streptococcus oralis]
 ORO78354.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_042453948.1 elongation factor G [Bacillus dielmoensis]
Length=693

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 314/671 (47%), Gaps = 
70/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI--------------
IIKQTVSLSPEIVLEE-N  169
            +F+NK+D+ G D    V+++ D+L A+                I   V +       
+  
Sbjct  132  



VFVNKMDKIGADFLYSVKTIHDRLQANAHPIQLPIGAEDQFEAIIDLVEMKAHFYTNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++L+EKY+ GE IS E+L    ++   
+ 
Sbjct  192  
TDIEVKEIPEEYRAQADEYHEKLLEAVAELDEELMEKYLGGEEISVEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG----------------EQGSA---
ALCG  251
              FPV  GSA K  G+Q ++DAV   L  P+                 E+ S+       
Sbjct  252  
EFFPVICGSAFKNKGVQLMLDAVIEYLPSPLDVPSIKGHAVDDEDEVLERHSSDDEPFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M    + EI 
+   
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANHRQEISKV--  369

Query  308  AYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             Y G+I   +        D L D   P  L   ++   P P+++ ++ PK+ A ++
++  
Sbjct  370  -YAGDIAAAVGLKDTTTGDTLCDDKNPVILESMQF---
PEPVIQLSVEPKSKADQDKMTT  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMKREFKVEANVGAPQVAYRET  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +  AV  
G+
Sbjct  486  
FRASAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVEAGL  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  546  
KDALERGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASLALKNAASKCSPVILEPMM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL             +E  + + +  V    +P   +  Y T L   
T GR



Sbjct  606  
RVEVVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGR  665

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  666  GVFSMHFDHYE  676

>WP_004277750.1 elongation factor G [Campylobacter upsaliensis]
 EFU71546.1 elongation factor G [Campylobacter upsaliensis JV21]
Length=691

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 318/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + +R++L A                   D++         
Sbjct  129  
PRIVFVNKMDRIGANFYNVEEQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  155  --KQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   ++  +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
ESKPTDYVEKEIPAELKEKAEEYRVKMIEAVSETSDELMEKYLGGEDLSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGS---------AAL  249
                S+ P+  G+A K  GIQPL+DAV             +   E GS            
Sbjct  249  
CLSLSIIPMLCGTAFKNKGIQPLLDAVVAYLPAPDEVANIKGEYEDGSEVSVTSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   



Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    V T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKVITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_023920905.1 GTP-binding protein [Ruminococcus lactaris]
 ETD25316.1 hypothetical protein HMPREF1202_00512 [Ruminococcus 
lactaris 
CC59_002D]
Length=904

 Score = 261 bits (667),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 188/639 (29%), Positives = 307/639 (48%), Gaps = 
43/639 (7%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +++N+G+LAHVDAGKTTL+ES+LY SGAI   G V+      DT  +ER+RGITI 
+   
Sbjct  11   
RVLNVGLLAHVDAGKTTLSESILYQSGAIRNLGRVDHQDAFLDTDEMERERGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W   ++ ++DTPGH+DF AE+ R L VLD A+LVIS  DGVQ  T  L+  L 
+  I
Sbjct  71   
VLTWKDTEITLLDTPGHVDFSAEMERVLQVLDCAVLVISGADGVQGHTETLWKLLTRYGI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +F+NK+DQ G D   ++  ++ + S   I    V    E V+EE         
+   
Sbjct  131  PVFLFVNKMDQEGTDCGKLLAELKSRFSEGCIDFGRVETGAEEVIEE---------
IAVC  181

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++ +E+Y+    ++   +    +R V +  +FP Y+GSA    G++ LM+ +   
+Q +
Sbjct  182  DEQTMEEYLEKGSVAAASI----RRLVAERKIFPCYFGSALHLQGVEELMNGIC-
TYQ-M  235

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             ++  A     V+K+     G R  YL++  GTL+++D +   G    K+ ++R+     
Sbjct  236  QKEYPAVFGAKVYKIARDGQGNRLTYLKVTGGTLKVKDVIGENGD---
KVNQIRV-----  287

Query  302  IVRTDTAYPGEIVILPS--DSVRLNDVLGDPTRLPRKRW---
REDPLPMLRTTIAPKTAA  356
                   Y GE   L S  D+ ++  V G     P +     ++  LP+L   +  
+   
Sbjct  288  -------
YSGEKYELLSEADAGKVCAVTGLAETYPGQGLGAEKDSELPILEPVLTYRIIL  340

Query  357  QRERLLDALTQLADTDPLLRCEVDSI----
THEIILSFLGRVQLEVVSALLSEKYKLETV  412
              +  +  + +          E+  +    + EI +  +G VQ+E++  ++ E++ 
+   
Sbjct  341  
PDDCNVHTMLRDLKLLEEEEPELHVVWIEKSQEIHVQLMGDVQIEILQRIIKERFGVLVE  400

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E S++Y E          H E  P   +A + L + P   GSG+Q++S  S   
L+++
Sbjct  401  FGEGSIVYKETIAAPVEDVGHFE--
PLRHYAEVHLRLEPGERGSGIQFDSECSEDVLDRN  458



Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +     +G L G  +TD KI    G  +   +   DFR      + Q 
LK++
Sbjct  459  
WQRLVLTHLEEKEHKGVLTGSVITDMKITLTSGKAHLKHTEGGDFRQATYRAVRQGLKKA  518

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F +  P E + RA  D        E  +   +  V TG  P   +  
Y+ 
Sbjct  519  
ESVLLEPYYEFRIELPSENVGRAMTDIQNRFGKFEAPETLGEMTVLTGIAPVSTLSGYQK  578

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
            D+  YT GR      LKGY     Q  V+  R  +S LD
Sbjct  579  DVIAYTGGRGRISLTLKGYDLCHNQEEVVAARGYDSELD  617

>WP_072910152.1 elongation factor G [Malonomonas rubra]
 SHJ96928.1 translation elongation factor 2 (EF-2/EF-G) [Malonomonas 
rubra 
DSM 5091]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 199/688 (29%), Positives = 313/688 (45%), Gaps = 
79/688 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVSHKIGEVHDGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDG++ V  +  GV+ Q+  ++    
K N+
Sbjct  69   
TCFWREHRVNIIDTPGHVDFTIEVERSLKVLDGSVAVFCSVGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G + Q+ V  +RD+L A                   D++  + +    
Sbjct  129  
PRIAFINKMDRTGANFQNGVDMIRDRLGANPLPLQLPIGAEENFRGLVDLVTMEAIVWDD  188

Query  163  E----------IVLEENTDIE-AWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRR  207
            E          I  +   D+E A +A++E    ++D+L+EKY+ GE ++ +++    



++ 
Sbjct  189  
ETMGAKYDVIDIPADMADDVEMAREALLEEISSHDDELMEKYLGGEDLTLDEIKAAIRKG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
             QD +  PV  GSA K  G+Q L+DAV              G+    GE+        
A 
Sbjct  249  
TQDLNFTPVLCGSAFKNKGVQTLLDAVVDYMPSPLDVPAIKGIHPDTGEEIARPAADDAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG      TVA + + K     +I +M    + 
EI +
Sbjct  309  
FASLAFKIMTDPFVGQLSFFRVYSGVAESGSTVANSTKGKKERFGRILKMHANKREEIKQ  368

Query  305  TDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +        D L D          E P P++  ++ PKT   +E
++  
Sbjct  369  V---
YAGDIAAAVGLKHTTTGDTLCDLNNQVILESMEFPEPVIHLSVEPKTKTDQEKMGV  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L   DP L    D  T + ILS +G + L+V+   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLLSEDPSLGVRTDEETGQTILSGMGELHLDVIVDRMKREFKVECNVGAPQVAYRE-  484

Query  424  PLKAASHTIHIEVPPNPFWASIG--------
LSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 S T  +EV       S G        L + P   G G  +   +  G + + 
+  
Sbjct  485  -----
SITKTVEVQGKFVRQSGGRGQYGDCWLRLEPGEPGDGFTFVDEIKGGVIPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G     EQG L G+ + D K+    G Y+   S+   F+    +  ++  K+
+G  
Sbjct  540  
AVGKGAEEASEQGVLAGFPIVDVKVTCYDGSYHDVDSSEMAFKIAGSMGFKEGAKKAGPT  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P+EY+     D       +   + +    V    +P   +  Y 
TDL 
Sbjct  600  
LLEPIMAVEVVVPEEYMGDVIGDLNSRRGRVMGMEARGAAQVVNSHVPLSSMFGYATDLR  659

Query  595  FYTNGRSVCLTELKGYQ---AAVGQPVI  619



              T GR+        Y+    A+G  +I
Sbjct  660  SATQGRATYTMTFDHYEQVPKAIGDEII  687

>WP_003328292.1 MULTISPECIES: elongation factor G [Bacillus subtilis 
group]
 ADP34751.1 elongation factor G [Bacillus atrophaeus 1942]
 EIM09470.1 elongation factor G [Bacillus atrophaeus C89]
 AIK47263.1 translation elongation factor G [Bacillus atrophaeus 
subsp. globigii]
 KFK81028.1 translation elongation factor G [Bacillus subtilis 
subsp. niger]
 AJF87240.1 elongation factor G [Bacillus atrophaeus]
 AKL87168.1 FusA [Bacillus atrophaeus UCMB-5137]
 KXZ16927.1 elongation factor G [Bacillus atrophaeus]
 KYD06983.1 hypothetical protein B4144_0124 [Bacillus vallismortis]
 AMR64379.1 elongation factor G [Bacillus subtilis subsp. globigii]
 ASS69615.1 elongation factor G [Bacillus atrophaeus]
 ATO26801.1 elongation factor G [Bacillus atrophaeus]
 PRR87101.1 elongation factor G [Bacillus atrophaeus]
 PRR94750.1 elongation factor G [Bacillus atrophaeus]
 PRS03529.1 elongation factor G [Bacillus atrophaeus]
 PSA88775.1 elongation factor G [Bacillus atrophaeus]
 PSA89206.1 elongation factor G [Bacillus atrophaeus]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 316/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++RD+L A                               
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLRDRLQANAHAIQLPIGAEDNFEGIIDLVENVAYFYED  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +      PE   E+  ++ +   +AV E +++L+EKY+ GE I+ ++L    



++  
Sbjct  189  
DLGTRSDAKEIPEEYKEQAEELRSSLIEAVAELDEELMEKYLEGEEITIDELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVEAIKGILPDSNEEVVRESSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVRNSSKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
             T Y G+I    + +V L D     T    K        E P P++   I PK+ A 
+++
Sbjct  366  STVYAGDI----
AAAVGLKDTSTGDTLCDEKDHVILESMEFPEPVIDVAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALAKLAEEDPTFRTQTNQETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    AA        +      +  + +   P   G+G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSAAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAVQ  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLE
Sbjct  542  
AGLEDALDNGVIAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNT  661

Query  598  NGRSVCLTELKGYQ  611



             GR      +  Y+
Sbjct  662  QGRGTFTMHMDHYE  675

>WP_091008012.1 GTP-binding protein [Olsenella umbonata]
Length=657

 Score = 256 bits (654),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/616 (30%), Positives = 295/616 (48%), Gaps = 
43/616 (7%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            +LAHVDAGKTTL E+LLY +GAI + G V+ G +  D   +ER+RGITI ++        
Sbjct  1    
MLAHVDAGKTTLAEALLYRAGAIRKLGRVDHGDSFLDASSMERERGITIFSSQAVLDHDG  60

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
              + +VDTPGH+DF AE  R+L VLD A+LV+ A DGV+  T  L+  L +  
+PTVIF+
Sbjct  61   
VHLMLVDTPGHVDFGAEAERTLQVLDCAVLVVGANDGVRGHTLTLWRLLERYGVPTVIFV  120

Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NK D    D ++ +  +RD+LS   +    +            D EA +A+   ++  
L+
Sbjct  121  NKCDLESPDREATMVLLRDRLSQGCVDCACL-----------
FDTEAQEAMAILDESALD  169

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            +Y+    +S    V   +R V +    PV++GSA +  G+   +D + GL  P   
+   
Sbjct  170  EYLDAGVLS----VATVRRLVAERRAHPVFFGSALRLEGVDEFLDGLCGLVAP--
REHPK  223

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-----
KITEMRIPSKGEI  302
                 V+KV +   G+R  +L++  G LR RD V   GR        K++++RI S  
+ 
Sbjct  224  
EFAARVYKVTHEARGERVSWLKVTGGCLRTRDLVKGVGRRDGRSWADKVSQLRIYSGAKF  283

Query  303  VRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               D    G++         LP D++       +PT            P+L  ++ 
P   
Sbjct  284  DSVDRVGAGQVCAACGLVHALPGDALGAEPQGSEPTL----------
APVLSYSVEPGQ-  332

Query  356  



AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
             +  R+ +AL +LA+ DPLL    +    E+ L  +G +QLEVV   L E++ ++     
Sbjct  333  
VEAHRVHEALARLAEEDPLLGVVWNEQLQEVRLQLMGPIQLEVVRQELEERFGMKVGFGP  392

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
              ++Y E   +A     H E  P   +A + L + PL  GSGV + +R S   L++
++Q 
Sbjct  393  GGIMYRETIAEAVRGVGHFE--
PLRHYAEVQLLIEPLPRGSGVVFGTRASEDDLDRNWQR  450

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +          G L G  +TD ++    G  +S  +   DFR      + QAL  
+ + 
Sbjct  451  
LILTNAMERPHLGVLTGSPLTDVRVTLLGGRAHSKHTEGGDFRQATYRAVRQALMGARSV  510

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L  PQ+ L R   D  +  A+     +        G +PA   Q Y   
++
Sbjct  511  
LLEPWYRFSLELPQDQLGRGMSDLQRMGASFGAPAMCGGFAALEGRVPASECQEYAIQVS  570

Query  595  FYTNGRSVCLTELKGY  610
             Y++GR        GY
Sbjct  571  AYSSGRGHFSLAFDGY  586

>WP_077894121.1 GTP-binding protein [Clostridium felsineum]
 OOL89795.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
felsineum DSM 794]
Length=643

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 166/608 (27%), Positives = 294/608 (48%), Gaps = 
21/608 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTTL E +LY + +I + G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGLLAHVDAGKTTLAEQILYHTKSIRKRGRVDHKDSFLDNSSVEKERGITVFSEQAVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               K  +VDTPGHMDF  E+ R++ V+D A+L+IS  DGVQ+QT  ++  LRK 
NIPT+ 
Sbjct  65   



KDSKYFLVDTPGHMDFSPEMERAIEVMDYAVLIISGVDGVQSQTENIWTILRKHNIPTIF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+   + ++V++ ++D  + +I       LS E++          + + E 
+D +
Sbjct  125  FINKMDRVNANKENVIKEIKDNFTENIFCISEGELSEEVI----------
EFIAEKDDDV  174

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             E Y+      +E      ++ ++ + +FP + GSA +  GI+  +D +  L        
Sbjct  175  CEAYLTS-GYEKELWFNSMKKLIKKSKIFPCFMGSALEDSGIEVFLDGLHNL-
TYTEYNA  232

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                 G V+K+ Y +   + ++++   G+L+++  V +  +   KI E+R  +  +    
Sbjct  233  VEKFVGLVYKIRYDETRNKIIHIKALKGSLKVKQEVIIKNQSN-
KINEIRFYNGNKYTTA  291

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  GEI   +    V++ D +G+      +  + + +P L++ +          
+ + 
Sbjct  292  GLAEAGEIFAAIGIKEVKVGDFIGNNV----
ENIKYNMIPTLKSKVIFDEKLNSNEVFEY  347

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L + +P L    +     + +  +G+++LE++  ++ E++KL+       V+Y 
E  
Sbjct  348  
FKILEEEEPSLNVLWNEKLKSLEIHVMGKIELEILKTIVMERFKLKVDFGACEVLYKETI  407

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             K A+   H E  P   +A + L + P  L SG+ ++S+     L    QN V+  
I   
Sbjct  408  TKKANGYGHFE--
PLRHYAEVCLELEPAPLNSGITFKSKCKTESLTIGEQNLVKTHIFER  465

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G L G +VTD  I    G ++   ++  DFR      L Q L+ +   LLEP+  
F 
Sbjct  466  
EHHGILIGASVTDINIILIDGRHHIKHTSGGDFREATLRALRQGLESTDNILLEPFYDFR  525

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +      + R   D  K        Q+K D  +  G+ P      Y + LA +T 
GR   
Sbjct  526  



IEVNIGEIGRVISDINKMSGEFYEPQMKGDTCIIKGKGPVVEFMDYPSALASFTKGRGKI  585

Query  604  LTELKGYQ  611
                 GY+
Sbjct  586  SLAFSGYE  593

>WP_003058029.1 elongation factor G [Streptococcus dysgalactiae]
 BAH82419.1 elongation factor EF-2 [Streptococcus dysgalactiae 
subsp. equisimilis 
GGS_124]
 ADX25349.1 elongation factor G [Streptococcus dysgalactiae subsp. 
equisimilis 
ATCC 12394]
 EGL47929.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis SK1249]
 BAM61880.1 elongation factor EF-2 [Streptococcus dysgalactiae 
subsp. equisimilis 
RE378]
 CCI63506.1 K02355 elongation factor EF-G [Streptococcus 
dysgalactiae subsp. 
equisimilis AC-2713]
 BAN94376.1 elongation factor G [Streptococcus dysgalactiae subsp. 
equisimilis 
167]
 KKC18932.1 elongation factor G [Streptococcus dysgalactiae subsp. 
equisimilis]
 KKC19499.1 elongation factor G [Streptococcus dysgalactiae subsp. 
equisimilis]
 KKC21744.1 elongation factor G [Streptococcus dysgalactiae subsp. 
equisimilis]
 KKC23506.1 elongation factor G [Streptococcus dysgalactiae subsp. 
equisimilis]
 OBY99104.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OBZ00194.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OBZ00471.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OBZ05139.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OBZ05310.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OBZ06660.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OCX00398.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 



equisimilis]
 OCX02514.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OCX03441.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OCX07215.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis]
 OCX07338.1 translation elongation factor G [Streptococcus 
dysgalactiae subsp. 
equisimilis AKSDE4288]
 SLM20368.1 elongation factor G [Streptococcus dysgalactiae subsp. 
equisimilis]
 ORJ90645.1 elongation factor G [Streptococcus dysgalactiae subsp. 
equisimilis]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_019506413.1 elongation factor G [Pleurocapsa sp. PCC 7319]
Length=695



 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 314/670 (47%), Gaps = 
66/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G   + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKSHKIGEVHDGEATTDFMDQEKERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            I++NK+D+ G D  SV   V+D L+A  +++   + +  + V                 
L
Sbjct  129  
IYVNKLDRTGADFYSVCNQVKDILAATPLVMVLPIGIENDFVGVVDLLTEKAWIWDDSGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I+   A                 IE +D ++EKY+ GE +S +++    ++  
++
Sbjct  189  
PENYEIQDVPADMVEKVAEYREQLIETAIEQDDDMMEKYLEGEELSIDEIKACIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GS+ K  G+Q ++DA+            QP       E G+ A+        
Sbjct  249  
LAFFPTYCGSSFKNKGVQLVLDAIVDYLPDPTEVNPQPEIDLEGHETGNYAIVDPEKPLR  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSGTL   ++V   A    E++ ++ EM   S+ EI    
Sbjct  309  ALAFKI-
MDDRYGALTFTRIYSGTLNKGESVLDTATGKTERVGRMVEMHADSREEI---S  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
AL
Sbjct  365  
SAQAGDIIAIVGLKNVQTGHTLCDPKEPATLEPMVFPDPVISIAVTPKNKGASEKMGTAL  424

Query  366  



TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   +K+E  V +P V Y 
E   
Sbjct  425  
SKMVQEDPSFYVETDHESGETIIKGMGELHLDIKVDILKRTHKVEVEVGKPQVAYRESIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  ++ P   GSG ++ES+V+ G + + F  AV  
G   
Sbjct  485  
KTITDSYTHKKQSGGSGQFGKIDYTIAPGEPGSGFEFESKVTGGNVPREFWPAVEKGFTN  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             LE+G L G+   D K+    G ++   S+   F   A     Q++ ++  Q+LEP 
++ 
Sbjct  545  
SLEKGVLAGFPCVDLKVTLTDGAFHPVDSSAIAFEIAAKSAYRQSIPKAAPQILEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V    E P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPEDHMGDVIGDLNRRRGMIKSQNSTPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGYQA  612
               E   Y A
Sbjct  665  FSMEFSHYAA  674

>WP_062470812.1 elongation factor G [Jeotgalibaca dankookensis]
 AQS53837.1 Elongation factor G [Jeotgalibaca dankookensis]
Length=694

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 314/673 (47%), Gaps = 
73/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHDGGAQMDWMAQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEEN-  169
            + INK+D+ G D      ++ D+L A+                I   V +  EI   
E+ 
Sbjct  133  
VLINKMDKIGADFLYSNSTLHDRLDANAHPIQLPIGSEDNFTGIIDLVQMKAEIYDSEDG  192

Query  170  -----TDI--------EAWD-----
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  DI        E W+     AV E +++++ KY+ GE I+ ++L    +R   
+ 
Sbjct  193  
REYHEEDIPAEYLEIAEEWNTKLIEAVAETDEEMMMKYLEGEEITIDELKAGIRRATVNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV   SA K  G+Q  +DAV             TG+     E+              
Sbjct  253  
EFFPVLCASAFKNKGVQLALDAVIDYLPAPTDVAAITGIIPETDEEVAVPSDDDEPFAAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL+    V  A  G RE++ +I +M   S+ EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYSGTLQSGSYVYNATKGKRERVGRILQMHANSRSEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I    + +V L D     T    KR       E P P++   I PK+ A ++
++  
Sbjct  370  FSGDI----
AAAVGLKDTGTGDTLCDEKRHIILETMEFPEPVIEVAIEPKSKADQDKMGV  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  R   +  T + +++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLSEEDPTFRAHTNVETGQTVIAGMGELHLDIIVDRMLREFKVEASVGAPQVSYREA  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + ++A    +        F   + +  +P   G+G ++E+ +  G + + +  
AV  G
Sbjct  486  FRKTVQAEGKFVRQSGGKGQF-
GHVWIEFSPNEEGAGFEFENAIVGGVVPREYVPAVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKADPAILEPM  604



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P+EYL             IE    + +  +  G IP   +  Y T +   
T G
Sbjct  605  
MAVEITVPEEYLGDVMGHVSARRGRIEGTTARGNAQIVKGSIPLSEMFGYATTIRSATQG  664

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  665  RGTFTMTFDHYEA  677

>WP_023853698.1 elongation factor G [Candidatus Pelagibacter ubique]
 ETA69550.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Pelagibacter 
ubique HIMB083]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 188/664 (28%), Positives = 302/664 (45%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  +RD+L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIRDRLGAKPLVLQ-
VPIGIEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E ++KL+E Y+ G+ I  E LV+  +
+   
Sbjct  191  
LGAEWEYKDIPDDLKEITEKYRTELIETAVEQDEKLMESYLNGDEIKEEDLVKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALC  250
            + S  PV  GSA K  G+QPL+DAV        + GS                   



++  
Sbjct  251  
NFSFVPVLTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGTKVGSEDEIEMKFDDGSSFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            G  FKV          ++R+YSGT++    V  +  +K  ++  M +           
A 
Sbjct  311  
GLAFKVANDPFVGSLTFVRIYSGTIKSGTAVYNSSSDKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPSDSVRL---------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             G+IV L      +         N VL +P   P         P++   + PKT   
+E+
Sbjct  371  AGDIVSLAGLKNTMTGHTLCDKENPVLLEPMEFPE--------
PVIEIAVEPKTKGDQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  423  
MGEALARLAKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAY  482

Query  421  MERPLKAASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K+A +  IH +       +A + L V P   G G + ES +  G + + F   
V 
Sbjct  483  
RETIEKSAEYEYIHKKQSGGAGQFAKVKLFVEPQEPGKGREVESAIKGGAIPKEFIPGVE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI    + G+  G+ + D K+    GL++   S+   F   +    ++A  + G 
+LLE
Sbjct  543  
KGIETVSDSGILAGFPMIDYKVTIVDGLHHDVDSSVLAFELASRACFKEACTQGGLKLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       I T + + +  V T  +P   +  Y  +L   
+
Sbjct  603  
PIMRVEVVTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMS  662

Query  598  NGRS  601
             GR+
Sbjct  663  QGRA  666

>KUK58938.1 Elongation factor G [Synergistales bacterium 53_16]
Length=687



 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 316/672 (47%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI AH+DAGKTT TE +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  8    
NIRNIGIAAHIDAGKTTTTERILFYTGRKHKMGEVHEGAATMDWMEQERERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GV+ Q+  ++    
K  +
Sbjct  68   
TCFWRDHQINIIDTPGHVDFTVEVERSMRVLDGAVAVFCAVGGVEPQSETVWRQADKYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------
DIIIKQ  156
            P + F+NK+D+ G D  SVV  +R+KL A                          +
+   
Sbjct  128  
PRIAFVNKMDRVGADFASVVSQMREKLGARAVPIQMPIGVEDSFIGIVDLVKFKAVVYHD  187

Query  157  TVSLSPEIV------LEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
             +   P+IV      LEE   + A + ++E     +++++  ++ GE I  E L R  
+ 
Sbjct  188  ELGSQPKIVDIPPELLEEA--
LFAREVLVETLADFDEEIMVSFLEGETIPEETLRRAIRE  245

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSA  247
               + ++FPV  GSA K  G+QPL+D V              G+    GE        
+ 
Sbjct  246  
NTINLNIFPVACGSAFKNKGVQPLLDCVVDYLPSPLDLPPVKGVHPDTGETVFLEPDVNE  305

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+       R VY R+YSG+++  D++      G+E++ +I  M    + 
++ 
Sbjct  306  
PFSALAFKIVVDPFVGRLVYCRIYSGSVKSGDSLLNTTTGGKERVGRILRMHANKREDL-  364

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              + A  G I+ LP   S +  D L    +         P P++  ++ P + A + 
+L 
Sbjct  365  --
EIAETGMIIALPGLKSTKTGDTLCSDKKPVVLETLAFPEPVISLSVEPMSKADQVKLS  422



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L+ LA+ DP  R + D  T + I+S +G + LE++   L  +Y ++  V  P V 
Y E
Sbjct  423  
KGLSGLAEEDPTFRVKTDEETGQTIISGMGELHLEIIVDRLKREYGVDVKVGRPQVAYRE  482

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               + +S       +      +  + L + PL  G G ++E+++  G + + F  
AV+ G
Sbjct  483  
AIKRQSSAEGRFVRQSGGRGQYGHVVLELEPLPEGKGFEFENKIVGGAIPKEFIPAVQKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I   +  G L G+ V   K     G ++   S+   F+  A +  ++A+K++   L
+EP 
Sbjct  543  
IEEAIGTGVLGGYPVIGVKAVLVDGSFHEVDSSEMAFKIAASMAFKEAMKKAEPVLMEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL     D       +E  +++ +  +    +P   +  Y TDL   
T+G
Sbjct  603  
MDVEVATPEEYLGDVMGDLSGRRGHVEGMEMRGNTRIVKAFVPLSEMFGYATDLRSKTSG  662

Query  600  RSVCLTELKGYQ  611
            R+        Y+
Sbjct  663  RASYSMHFSHYE  674

>WP_056172417.1 elongation factor G [Lysobacter sp. Root604]
 KRA19846.1 translation elongation factor G [Lysobacter sp. Root604]
Length=678

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 310/673 (46%), Gaps = 
72/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AHVDAGKTTLTE LL+ +GAI   G V  G   TD   +E+ RGITI AA     
Sbjct  11   
NLGIIAHVDAGKTTLTERLLWKTGAIHRTGEVHDGAATTDFSPIEKDRGITIGAAAVQTH  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + I+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPQGRAEHR--
LTIIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128



Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G  L  V+  +RDKL A                   D + 
++ V
Sbjct  129  
RHGVPMIAFVNKMDRVGASLDFVLAQMRDKLDAQPWPLGQAIGAEGELRGWVDYVAREIV  188

Query  159  SLSPEIVLE----ENTDIEAW--------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
               P+  +     +  D  A+        +AV +++D+L + Y+    I    L    
+R
Sbjct  189  
LWGPDDAIARRPWDGDDSRAYEPLRQRLIEAVADHDDELAQAYLEARAIDAGLLKAALRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  GSA K  G++PL+DA+   L  P+         EQG        
S  L
Sbjct  249  
ATLLGAGTPVLAGSAFKNKGVEPLLDAIVDYLPSPLDRPWVRAESEQGEVALAPDASGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTA  308
             G VFK+ + + G    ++RLYSGTLR+ DTV  + RE+ L++  + +         
+ A
Sbjct  309  AGLVFKIVHKEHGALS-
FVRLYSGTLRVGDTVWASRRERALRVGRLVVVQADRGRDVEAA  367

Query  309  YPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            Y GEIV +    D+V    +     +L     +  P  +L   ++   A    RL   
L 
Sbjct  368  YAGEIVAVQGWKDAVSGETLSAVDRKLVLDAIQAQP-
AVLSWRLSAANAGDLIRLGQGLA  426

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
             LA  DP      D  T E ++  +G + LEV+   L +++K+E     P V Y E 
P +
Sbjct  427  
SLAQEDPSFHVGSDEDTGETLIWGMGELHLEVMVERLRQEWKVEVRTGSPRVAYQETPSR  486

Query  427  AASHTIHIEVPPNPFWASIG------
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            A    + +E   +     IG      + V P + G   ++  R S G + ++F NA   
G
Sbjct  487  A---VMGVEGKLSKQNGGIGQFARVLIDVEPRTDGR-
FEFVDRTSGGVVPRNFVNATEKG  542

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +R  L +G  G+ V    +    G  ++  S+   F+  A   L+ AL  SGT 
+LEP +



Sbjct  543  
LRSALTEGPRGYPVVGLTVTLVDGETHAVDSSELAFQRAAGEALKAALALSGTTVLEPVM  602

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            + ++  P   +     D  +    +     +      +   P   +  Y T L   
T GR
Sbjct  603  
TLVVDTPAGNVGDVVGDLQRRSGRVLAIDDRGTRADVSARAPLAQLSGYTTALRSLTQGR  662

Query  601  SVCLTELKGYQAA  613
            +       GY+AA
Sbjct  663  ASASLVFNGYEAA  675

>CBK81843.1 small GTP-binding protein domain [Coprococcus catus GD/
7]
Length=950

 Score = 262 bits (669),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/637 (29%), Positives = 304/637 (48%), Gaps = 
64/637 (10%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+ES+LY +G+I + G V+      DT  LER+RGITI +     
+ 
Sbjct  6    
LGILAHVDAGKTTLSESILYLTGSIRKLGRVDNKDAFLDTYSLERERGITIFSKQAEIEM  65

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L +  
+PT I
Sbjct  66   
RGRSYTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTQTLWRLLARYEVPTFI  125

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN----  181
            F+NK+DQ G D +++++ +R +L    I       S E            DA  EN    
Sbjct  126  FVNKMDQNGTDRRALMEEIRQRLGDSCI-----DFSEEA-----------
DARNENLAMC  169

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++K+LE Y+    ++ E++     R V    +FP ++GSA K  G+Q L+D +    
+  
Sbjct  170  DEKVLETYLEKGTVTDEQVC----
RMVTGRKVFPCFFGSALKLTGVQELLDGIAKWTEE-  224

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------------
DTV--  281
             +Q        VFK+     G R  Y+++  G+L+++                  



DT+  
Sbjct  225  -
KQYPETFGARVFKIARDAQGGRLTYMKITGGSLKVKAQLRGHIRRRQEAGGEAEDTLSG  283

Query  282  --ALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRW  338
              A AG  + K+ ++RI +  +    D    G +  +      +  D LG          
Sbjct  284  
KDASAGEWEEKVNQIRIYNGTKFETVDAVSAGTVCAVTGLTQTQAGDGLGAEA-------  336

Query  339  REDPLPMLRTTIAPKT----
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
             E  +P+L   +  +      +   ++L  L QL + +P L    D I+ ++++  
+G +
Sbjct  337  -
EQVVPLLEPVLTYRVELPEGSDLHKVLHQLRQLEEEEPELHIVWDDISGQVLVQLMGEI  395

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q E++  ++ E++ LE       ++Y E          H E  P   +A + L + 
PL  
Sbjct  396  QTEILQQMIHERFGLEVKFGTGQIVYKETIAAPVEGVGHFE--
PLRHYAEVHLLMEPLEA  453

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            GSG+ +++  S   L++++Q  +   +   + +G L G  +TD +I    G  +   
+  
Sbjct  454  
GSGLVFDTVCSENMLDRNWQRLILTHLEEKVHRGVLTGAPITDMRITLIAGRAHQKHTEG  513

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR      + Q L+++ + LLEPY  F L  PQ  +  A  D  K     E  + 
+ +
Sbjct  514  
GDFRQATYRAVRQGLQKAESVLLEPYYRFRLELPQRLVGHAMTDIEKMSGRFELGENEGE  573

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
              V TG  P   ++ Y+ D+A YT G       + GY
Sbjct  574  TAVLTGMAPVSEMREYQKDVAAYTGGTGRLFCTMAGY  610

>WP_097850867.1 elongation factor G [Propionibacterium 
freudenreichii]
 SBT29815.1 Translation elongation factor G [Propionibacterium 
freudenreichii]
Length=699

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 188/675 (28%), Positives = 311/675 (46%), Gaps = 
71/675 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNHKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ QT  ++    
K N+
Sbjct  71   
TCFWNNYQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQTMNVWRQASKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G      VQ++R++L A                   D+I     
+   
Sbjct  131  
PRICYINKLDRTGASFDWCVQTIRERLHAVPVLLQLPIGAEADFIGILDLIDMDAKTWRG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E+ ++E   A                V EN+D  +E Y+ GE  + E L    
+R
Sbjct  191  
ETELGEHYEVEEIPAELAEKAKATRAEMIETVAENDDTFMELYLGGEDWTNEDLKAAIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
             V   +   V  G++ K  G+QPL+DA+                            
P  +
Sbjct  251  
GVLANAFTAVVCGTSFKNKGVQPLLDAIVDYLPSPLDIPAVVGFKPGDESVEIDRHPAKD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
            Q  AAL    FK+       R  ++R+YSG L   ++V       +E++ KI +M    
+
Sbjct  311  QPLAALA---
FKIAADPHLGRLTFVRVYSGVLTTGESVLNSTKGNKERIGKIYQMHANKR  367

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             E+          ++ L +      D L DP           P P++   I PK+ 
A +E
Sbjct  368  QEVEEMPAGMICAVMGLKNTGT--
GDTLCDPQNPIALESMTFPDPVIEQAIEPKSKADQE  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+++LA+ DP  +   D  T + I++ +G + L+V+   +  ++ +E  +  
P V 
Sbjct  426  



KLGVAISRLAEEDPTFQVHTDEETGQTIIAGMGELHLDVLIDRMKREFHVEANIGTPQVA  485

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   RP+    +T   +   +  +A + + + P   G+G ++ + V+ G + + 
+  A
Sbjct  486  
YRETLRRPVTGIDYTHKKQSGGSGQYAKVIIDLEPQPAGTGYEFVNAVTGGRIPKEYIPA  545

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++ G L G+ V D K+    G Y+   S+   F+    +V ++A + +   
L
Sbjct  546  
VDAGIQEAMQFGVLAGYPVEDIKVTLTDGAYHDVDSSELAFKIAGSMVFKEAARRADPAL  605

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP  +  +  P+EYL     D       ++    +    V    +P   +  Y  
DL  
Sbjct  606  
LEPEFAVEVTTPEEYLGTVIGDLNGRRGRVKEMADEHGNKVIRATVPLAEMFGYVNDLRA  665

Query  596  YTNGRSVCLTELKGY  610
             T+G++    E + Y
Sbjct  666  KTSGQATYTMEFESY  680

>WP_057726854.1 GTP-binding protein [Lactobacillus crispatus]
 KRK33514.1 tetracycline resistance protein Tet (M) [Lactobacillus 
crispatus 
DSM 20584 = JCM 1185]
 ORE84067.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 190/625 (30%), Positives = 298/625 (48%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    I  + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAIYDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDAKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQEFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFDLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  



EEKLRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_071442000.1 GTP-binding protein [Traorella massiliensis]
Length=848

 Score = 260 bits (665),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/619 (30%), Positives = 310/619 (50%), Gaps = 
46/619 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+ESLLY +GAI + G V+      D    ER RGITI +    
F W
Sbjct  6    
IGILAHVDAGKTTLSESLLYLTGAIRKKGRVDHQDAFLDYDPQERDRGITIFSKQARFSW  65

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF +E+ RSL+VLD AILV++  DGVQ+ T  ++  L    
IP  I
Sbjct  66   
KNTRFTLIDTPGHVDFSSEMERSLSVLDAAILVVNGCDGVQSHTETIWRLLMHYQIPVFI  125

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI----
IIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            F+NK+D + +         +DKL  D+    +    V+LS E         EA + 
+  +
Sbjct  126  FVNKMDISYLS--------KDKLMEDLHQLDMRITDVTLSME---------
EAIEQMATS  168

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D++ +KY+  +   R       Q+ +    LF   +GSA KG  ++ L+D +      
+
Sbjct  169  SDEMFQKYMDHKIDDRTI-----
QQEIASLHLFGCVFGSALKGDHVERLLDLLDTY--TV  221

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             +   +     VFK+ + D  ++ V+L++  G+L++++ +      + K  ++R+ 
S   
Sbjct  222  KKTYPSQFGARVFKITHED-HKKWVHLKITGGSLKVKEKI-----
NEEKADQIRLYSGDR  275

Query  302  IVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                 +   GEI  +   + V+++D LG   P+  P           ++  +    
A   



Sbjct  276  YESVQSVEAGEICAVSGLNEVQIHDALGYEKPSHAPL------
LTSYMKYRLILPEACDV  329

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              ++  L  L++ DP L    +  + +I L  +G VQ+E++  L+ +++ +E    
+ SV
Sbjct  330  
LNMVRNLKMLSEEDPQLMVSYEEASKQIYLQVMGEVQIEILKNLILDRFSVEVEFDQGSV  389

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            I+ E   ++     H E  P   +A + L + PL  G G+ +++R S   L +++Q  
V 
Sbjct  390  IFKETITESVEGVGHFE--
PLRHYAEVHLLLEPLQRGEGLIFDNRCSEDVLAKNWQRLVM  447

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +   + +G L G ++TD KI    G  +   +   DFR      L Q L+ + + 
LLE
Sbjct  448  
THLEEKVHKGVLTGSSITDMKITLVTGKAHPKHTEGGDFREATYRALRQGLRSTTSLLLE  507

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY +F L  P   LSRA +D  K   T +  + + +  V +G+ P R ++ Y+ ++  
YT
Sbjct  508  
PYYAFQLTLPANVLSRAIYDIEKMHGTFQVEENQGEMSVLSGKAPVRLMRNYQLEVLNYT  567

Query  598  NGRSVCLTELKGYQAAVGQ  616
             GR   +  L GY+  V Q
Sbjct  568  KGRGKMICSLAGYEECVDQ  586

>WP_061568474.1 elongation factor G [Caldibacillus debilis]
 KYD20725.1 hypothetical protein B4135_0107 [Caldibacillus debilis]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 310/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G+ + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGSAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAITVLDAQSGVEPQTETVWRQATNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D    V+++ D+L A                   D++  +T     
Sbjct  129  
PRIVFVNKMDKIGADFLYSVKTLHDRLDANAHPIQLPIGAEDQFKGIIDLVEMRTHFYKD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  ++E TD+             +  +AV E +D+L+ KY+ GE IS E+L    
++  
Sbjct  189  
ELGTVDEVTDVPDEYKEMAEEYRNKLIEAVAEFDDELMMKYLEGEEISVEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
                 +PV  GSA K  GIQ ++DAV   L  P+                       
A  
Sbjct  249  
VSVQFYPVLCGSAFKNKGIQLMLDAVIDYLPAPVDIPDIKGVDPQTDSETTRPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ ++ +M    + 
EI   
Sbjct  309  
AALAFKVMSDPYVGKLTFFRVYSGVLSSGSYVLNSTKGKRERIGRLLQMHANHRSEISEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P++   I PKT A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVIHVAIEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V +P 
V Y
Sbjct  422  
MAAALQKLQEEDPTFRAHTDPETGQTIIAGMGELHLDIIVDRMRREFKVEANVGQPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSSAQVEGKFIRQSGGRGQYGHVWIEFSPNERGKGFEFENAIVGGVVPKEYIPAVQ  541

Query  479  DGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   ++ G L G+ V D K     G Y+   S+   F+  A I L+ A K     
LLE
Sbjct  542  
AGLEDAMQNGVLAGYPVIDIKAKLFDGSYHDVDSSEMAFKIAASIALKNAAKVCDPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYLGDIMGDITSRRGKVEGMEARGNAQVVRAMVPLAEMFGYATALRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  662  QGRGTFTMVFDHYE  675

>WP_087245441.1 GTP-binding protein [Faecalibacterium sp. An77]
 OUN40666.1 translation elongation factor G [Faecalibacterium sp. 
An77]
Length=858

 Score = 260 bits (665),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 188/610 (31%), Positives = 303/610 (50%), Gaps = 
39/610 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + +G+LAHVD+GKTTL+E++LY +GAI + G V+      DT  LER RGITI 
+   
Sbjct  6    
KRLVVGVLAHVDSGKTTLSEAMLYRAGAIRKLGRVDHRDAFLDTDSLERARGITIFSKQA  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+    ++  +DTPGH+DF AE  R++ VLD A+LVIS  DGVQ+ T  ++  LR
+  +
Sbjct  66   
LFETENARITWLDTPGHVDFSAEAERTVQVLDYAVLVISGPDGVQSHTETIWSLLRRCRV  125

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+D  G    +++  +R +L    +         +   +E+   E   A
+   
Sbjct  126  PTFLFINKMDLPGPGRDALLDQLRRRLGEGFV---------DFGADEDQRNE---
ALALC  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--  239
            ++ L++ Y+AGEP++   +V    RR     +FP ++GSA K  G+  L++ +    
+  
Sbjct  174  DEHLMDAYLAGEPLAETDIVTAIARR----



HVFPCWFGSALKVDGVDALLEGLDRWTRPA  229

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMR  295
            P GE   A     VFKV   D G R  +LR+  G L+++DT++  G E      K  
++R
Sbjct  230  PAGEHFGA----KVFKVSQDDQGARLTWLRVTGGVLKVKDTLS-
GGPEGEGWSAKADQLR  284

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAP  352
            + S  +    +   PG++  +      +  + LG       +R   DPL  P+L   
+  
Sbjct  285  LYSGAKYTLANEVVPGQVCAVTGLTGAKPGEGLG------
AERDAGDPLLEPVLTYQVIL  338

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A     L  L ++ + +P L    D    +I +  +G +QLEV+ +LLS ++ 
L+  
Sbjct  339  
PQGADVHTALANLRRIEEEEPELHVVWDETLGQIHIRLMGEIQLEVLQSLLSRRFGLDVT  398

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E  ++Y E   +A     H E  P   +A + L + PL  GSG+QY+       
L ++
Sbjct  399  FGEGGILYKETIAEAVEGVGHYE--
PLRHYAEVHLKMEPLPPGSGIQYDIDCREEVLARN  456

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +     +G+  G  +TD KI    G  +   +   DFR  A   + Q 
L  +
Sbjct  457  
WQRLVIANLEEKEHRGILTGAPLTDVKITLIAGRAHLKHTEGGDFRQAALRAVRQGLMMT  516

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP+  F L  P + L RA +D  +   T   A  + +  +  G  P   ++ 
Y  
Sbjct  517  
KNVLLEPWYHFRLELPAQNLGRAMNDIQQMEGTFGPAGQEGEIAILEGSAPVSGLRGYPR  576

Query  592  DLAFYTNGRS  601
            +LA YT+GR 
Sbjct  577  ELAGYTHGRG  586

>WP_075980746.1 GTP-binding protein [Bacillus massilionigeriensis]
Length=647

 Score = 256 bits (654),  Expect = 1e-72, Method: Compositional 
matrix adjust.



 Identities = 167/609 (27%), Positives = 303/609 (50%), Gaps = 
20/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTTL+E LLY + +I + G V+      D+  +E+QRGIT+ A    
F++
Sbjct  5    
IGILAHVDAGKTTLSEQLLYHTKSIRKRGRVDHQNAFLDSHEIEKQRGITVFADQGIFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +G++  T  +++ L+K  
+PT  
Sbjct  65   
GNSTYYMIDTPGHVDFSPEMERAIQVMDFAIIIVSAVEGIEGHTETVWNLLKKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+  V+  +R++L+ +I     +S S    + EN  IE    V E 
+++L
Sbjct  125  FINKIDRTGADVNQVLNELRNELTENIC---DISASFHDGIMENELIE---
FVAERDEEL  178

Query  186  LEKYIAG--EP-
ISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            L+ Y+    EP +  EK+    Q       ++P   GSA + +G+Q  ++ +  L     
Sbjct  179  LDHYMEKGYEPNLWLEKM----QNMFLSNQIYPCCSGSAIQDVGVQNFLEKLDQL-
TVTQ  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
                    G ++K+ + + G R  +++  SG++R RD ++    E  K+T++R  +  
+ 
Sbjct  234  
FDSHEPFSGRIYKIRHDETGTRVTFIKALSGSIRTRDEISFGVGETEKVTQIRKYNGNQF  293

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             + + AY GE++ +   +   N  +GD     R     + +P L++ +  ++    
+ +L
Sbjct  294  QQVNEAYAGELIAVTGLT---
NASVGDGVGTLRDNAVYEMIPTLKSKVVFESEVNAKEVL  350

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    +    +I L  +G++QLEV+  +L ++++L+    +P +
+Y E
Sbjct  351  
KYFRMLEAEDPSLNVTWEERLQKIYLHVMGKIQLEVLEQILLDRFQLKVTFGQPEILYKE  410

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                  +   H E  P   +A   L + P     G+ +E++    +L    QN ++  



I 
Sbjct  411  TIESEVTGYGHFE--
PLRHYAEAHLKIEPGIRDGGIVFENQCHTDHLPVGIQNLIKQHIF  468

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G  +TD KI    G  +   ++  DFR      L Q L+++   
LLEP+  
Sbjct  469  
EREHHGILTGSPLTDVKITLLTGNAHDKHTSGGDFREATYRALRQGLEKAQNILLEPFYH  528

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    + + R   D        ++ +++ +  + +G  P      Y + LA +T
+GR 
Sbjct  529  
FKIRVDMDDMGRVLSDVQALYGRFDSPEIEGERAMISGIAPVATFMDYPSTLASFTHGRG  588

Query  602  VCLTELKGY  610
                   G+
Sbjct  589  RIHLSYAGF  597

>CDD01808.1 putative uncharacterized protein [Clostridium sp. CAG:
91]
Length=893

 Score = 261 bits (667),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 189/624 (30%), Positives = 300/624 (48%), Gaps = 
33/624 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   +GILAHVDAGKTTL ESLL A G I + G V+ G    D   +ER+RGITI 
+  
Sbjct  1    
MKKSIVGILAHVDAGKTTLAESLLCACGVIEKAGRVDHGDAFLDNGDMERKRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +W    + ++DTPGH+DF AE+ R+L VLD A+LVI   DGVQ     L+  L
++  
Sbjct  61   
ARIRWKDVDITLLDTPGHVDFSAEMERTLQVLDAAVLVIDGSDGVQGDVHTLWRLLKRYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NK+DQ G   + V+  ++ KL ++I     +    +   E  T++E      
E
Sbjct  121  
VPVFLFVNKMDQPGTYPEKVLTELQKKLDSNITSVGKLLQPGDNEGERETELEHAAMCSE  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
                L+E+Y+    +S E +       V +  LFP ++GSA K  GI  L+D +   
L Q
Sbjct  181  ---ALMEEYLETGELSAENI----
SDTVAERKLFPCFFGSALKQWGITELLDGLNAYLPQ  233

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR----DTVALAGRE--
KLKITE  293
            P   +        V+K+   + G R  YL++  G+LR++    ++ + AG E  + 
K  +
Sbjct  234  P---
EYPEEFGARVYKIGRDNAGIRLSYLKVTGGSLRVKMPVGNSRSGAGEEIWEEKCDQ  290

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +R+ + G     DT   GE+  +   +       LG  +        E+  P+L   
+  
Sbjct  291  LRLYNGGSYEAVDTVKAGEVCAVTGLTKTFAGQGLGYES--------
ENSTPILEPVLTY  342

Query  353  KTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            +     E      L  L QL + +P L         EI +  +G+VQ+E++  +L 
E++ 
Sbjct  343  
RLLLPPEVDPVVALGKLRQLEEEEPQLHVLWQEENREIHMQVMGQVQMEILKNILWERFG  402

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            LE      S++Y E   +      H E  P   +A + L + P   GSG+Q+ S  
S   
Sbjct  403  LEVEFDAGSIVYKETLAEPVEGIGHFE--
PLRHYAEVHLLLEPGERGSGLQFASLCSEDM  460

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++Q  +   +      G L G  +TD +I    G  ++  +   DFR      
+ Q 
Sbjct  461  
LDRNWQRLILTHLEEKRHVGVLTGSELTDLRILLIAGKAHTKHTEGGDFRQATYRAVRQG  520

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++   + LLEP+ SF L  P E L RA  D  +   + E  + + +  V TG +P   
+ 
Sbjct  521  
MRSGKSILLEPWFSFRLEVPTENLGRAMSDITRMNGSFEAPETEGNNSVLTGSVPVASMG  580

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  ++A YT G       LKGY+
Sbjct  581  DYGKEVASYTKGHGRLSCTLKGYE  604

>WP_024753212.1 elongation factor G [Treponema phagedenis]



 CEM61026.1 Elongation factor G 1 [Treponema phagedenis]
Length=685

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 317/673 (47%), Gaps = 
80/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I   G ++ G    D M  E++RGITIQ
+A T
Sbjct  4    
KMRNIGIMAHIDAGKTTTTERILFYTGKIHRIGEIDDGAATMDWMAQEQERGITIQSAAT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V+ A  GVQ QT  ++    
+  +
Sbjct  64   
TTYWRDFQINIIDTPGHVDFTAEVERSLRVLDGAVAVLCAVGGVQPQTETVWRQADRYKV  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------
IVLEE-----  168
            P + F+NK+D+ G D  SV++ V  K + + +  Q    S E        I +EE     
Sbjct  124  
PRICFVNKMDRIGADFFSVMEDVHKKFAIETVPLQIPIGSAESFSGVIDLITMEEITWDE  183

Query  169  -------------NTDIEA---W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                         +T+ EA   W     D +   +D++ E  + GE  S E + +E 
++ 
Sbjct  184  
ASEGEKFERKPISDTNREAAENWREKMLDVISSYSDEVTELLLEGEEPSAELIKKELRKA  243

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE-------------------
QGSAA  248
            V +    P   GSA+   G+QPL+DA+        E                   + 
S  
Sbjct  244  
VLNRQYIPFLCGSARHNTGVQPLIDAIVDYLPAPDEVAPAEGIQIKKEETVSIPCKESGV  303

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G VFK++Y        Y+R+YSG +R  + V   G++K     +I  M   +K 
E + 
Sbjct  304  PLGLVFKIQYDREAGSLCYVRMYSGKIRAGEQVMNIGKKKRERVNRILRMH-
SNKSESM-  361

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             DT   G+I V +   + +  D LG    P  L    +   P P++   I P + +
+R +
Sbjct  362  -DTVQAGDIAVFIGLKTAQTGDTLGSEGMPILLESMHF---



PEPVISVAIEPSSLSERAK  417

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L + L  L+  DP      D+ T ++I+S +G + LEV++  + + +K+   V  P 
V Y
Sbjct  418  
LKETLEILSREDPTFTAREDAETGQLIISGMGELHLEVLTTRMLDDFKVSARVGNPQVTY  477

Query  421  MERPLKAASHTIHIE--VPPNPFWASIGLSVTPLSLGSGVQYESR----
VSLGYLNQSFQ  474
             E    +  HT      +      A + L + P   G G  + S     VS  Y + 
+  
Sbjct  478  
RESVTASVEHTEAFSKMLGGKENTAKLTLKIEPRKRGEGNLFTSNVKEAVSGAYSSHAVP  537

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEYGL------
YYSPVSTPADFRSLAPIVLEQAL  528
              + + I++G+E G FG  +     C + G+      Y    STP  F + + +  
++A 
Sbjct  538  KEILEAIKHGIE-
GAFGSGIQYGYPCVDVGVTLLSAEYDELSSTPFAFEAASAMGFDEAC  596

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++  +LLEP ++  + +P+E++  A     +    I     K D  V   + P   
+  
Sbjct  597  
RKASPELLEPVMNVDIASPKEFVGDAMSLVTQRGGLILGMDSKTDIDVVHAQAPMAKMFG  656

Query  589  YRTDLAFYTNGRS  601
            + TDL   + GR+
Sbjct  657  FSTDLRSVSQGRA  669

>WP_041092028.1 GTP-binding protein [Lactobacillus hokkaidonensis]
 BAP84627.1 elongation factor G [Lactobacillus hokkaidonensis JCM 
18461]
 KRO07980.1 translation elongation factor (GTPase) [Lactobacillus 
hokkaidonensis]
Length=657

 Score = 256 bits (654),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/620 (31%), Positives = 304/620 (49%), Gaps = 
34/620 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY +GA+ + G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKHIVAGIVAHVDAGKTTLSEAMLYQTGALRQLGRVDNGDAFLDTDKLEKKRGITIFSHQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q++  ++ ++DTPGH+DF  +  + L+VLD A+LVISA DGVQ  TR L+  L 
+  
Sbjct  61   
ASLQYNDFELTLLDTPGHVDFATQTEQVLSVLDYAVLVISATDGVQGYTRTLWRLLTRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT IF+NK+D  GVD + ++  ++  LS   I   T     E+V   +TDI  E+
++ +
Sbjct  121  VPTFIFVNKMDANGVDRKQILNQLQTILSPGCIAFNT----DEVV---
STDIPAESYEEI  173

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND +LE+++    ++ + + +   RR     +FP Y+G+A K  GI  LM   
+GL 
Sbjct  174  ALRNDAILEQFMDAGSLNDDTVRQMISRR----EVFPCYFGAALKVAGIDTLM---
SGLE  226

Query  239  QPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            +   E Q        VFK+ +   G+R  ++R+  G L  +D +        K  +
+RI 
Sbjct  227  RWTNETQHQQKFGARVFKISHDAKGERLTWVRVTGGILHSKDVLL----
NDQKANQLRIY  282

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  + V +     G I  +    +      LG+         R    P++   + P    
Sbjct  283  NGAKFVISQEISAGGICAITGLTNTYSGQGLGNEVDGGTPEIR----
PVINYALEPND-N  337

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L AL QL D DP L     S   EI +  +G VQLE++  ++ E++KL     
+ 
Sbjct  338  
DVHACLTALQQLEDEDPQLHVSWSSELQEIRVQIMGEVQLEIIQQIMLERFKLNVSFGKG  397

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S +Y E   +A     H E  P   +A + L   P   GSG+ +++  S+  L  +
+Q+ 
Sbjct  398  STLYKETITQAMEGVGHFE--
PLRHYAEVHLLFRPAPRGSGLTFDADCSVDVLGSNWQHQ  455

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   +      G L G  +TD +I    G      S   DF+      + Q L    
+  
Sbjct  456  
VLTNLNAKEHLGVLTGAPITDMRITLIGGKASIVHSVGGDFKEATWRAVRQGLMMLKQND  515



Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G QLLEP+  F L   Q+ + RA +D  +   + +   V  +    TG  P   +Q 
Y  
Sbjct  516  
GCQLLEPWYRFRLEIGQDQVGRAINDIQRMNGSFDAPAVNGELATITGVAPVAEMQDYTK  575

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            ++  YT+G+      + GY+
Sbjct  576  EVRAYTHGQGQLECIIDGYR  595

>WP_068708485.1 elongation factor G [Tetragenococcus solitarius]
Length=694

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/673 (29%), Positives = 315/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIVAHVDAGKTTTTERVLYYTGRIHKLGETHEGASQMDWMSQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAHWKGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+ D+L A+                I   V +  E   
+
Sbjct  129  
PRIVFCNKMDKVGADYLYSVQSLHDRLQANAQPIQLPIGAEDSFEGIIDLVKMKAEFYKD  188

Query  168  ------ENTDI--EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
                  + T+I  E  +A  E +DKL+E           KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTTFDETEIPDEYKEAAQEWHDKLIEAVADVDEDIMMKYLEGEEITSEELKAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                 +PV  GSA K  G+Q ++DAV              G+    GE+           
Sbjct  249  
LSVDFYPVLCGSAFKNKGVQMMLDAVVDYLPSPIDVPPIKGIDPKTGEETEHPADDDQPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+Y+GTL     V  A    RE++ +I +M   ++ 
EI + 
Sbjct  309  
SSLAFKVMTDPYVGRLTFFRVYAGTLDSGSYVLNATKDSRERIGRILQMHANTRSEIQKV  368

Query  306  DTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +   +    D L D   P  L    +   P P++   + PK+ A 
++++
Sbjct  369  ---YSGDIAAAVGLKNTTTGDTLCDEKNPVILETIHF---
PDPVIEVAVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E ++ T E +++ +G +QL+V+   + +++K++  +  P 
V Y 
Sbjct  423  
GVALQKLAEEDPSFRVESNAETGETVIAGMGELQLDVLIDRMKQEFKVDANIGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G+G ++E+++  G + + +  
AV+ 
Sbjct  483  
ETFRSSTQAEGKFIRQSGGKGQYGHVWIEYTPNEEGAGFEFENKIVGGVVPREYIPAVQK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +E G L G+ + D K     G Y+   S    FR  A + L +A K++   
+LEP
Sbjct  543  
GLEDAMENGVLAGYPLVDIKATLYDGSYHDVDSNETAFRIAASMSLREAAKKADPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL             +E      +       +P   +  Y T L   
T 
Sbjct  603  
MMKVTITVPEEYLGDIMGHVTARRGRVEGMDAHGNAQTVNAFVPLAEMFGYATTLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMTFDHYE  675

>WP_082199267.1 elongation factor G [Campylobacter helveticus]
 ARE79998.1 translation elongation factor EF-G [Campylobacter 
helveticus]
 SMC21245.1 translation elongation factor 2 (EF-2/EF-G) 
[Campylobacter helveticus]
Length=691



 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 188/686 (27%), Positives = 320/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDFQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ I                            
Sbjct  129  
PRIVFVNKMDRIGANFFNVEDQIRNRLKANPIPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   ++  +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
ESKPTDYVEKEIPAELKEKAEEYRVKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  GIQPL+DAV                   G    +        
Sbjct  249  
CLSLSIIPMLCGTAFKNKGIQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVTSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    V T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKVITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>WP_065970328.1 elongation factor G [Acidiferrobacter thiooxydans]
 OCX45385.1 translation elongation factor G [Acidiferrobacter 
thiooxydans]
Length=699

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/679 (28%), Positives = 309/679 (46%), Gaps = 
74/679 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVSHKIGEVHEGAAVMDWMEQEQERGITITSAATTCF  71

Query  65   W---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W         HR  +NI+DTPGH+DF  EV RSL VLDGA  +  A  GV+ Q+  
++  
Sbjct  72   WKGMAANYPEHR--



INIIDTPGHVDFTIEVERSLRVLDGACALFCAVGGVEPQSETVWRQ  129

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
              K  +P + F+NK+D+AG +   VV+ VR +L A                   D+
+  +
Sbjct  130  
ANKYGVPRIAFVNKMDRAGANFLRVVEQVRVRLGATPVPIQLPIGAEDRFQGVVDLVKMK  189

Query  157  TVSLSP----------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLV  201
             +              EI  E   + E W     +A  E N+ L++KY+ GE ++ 
E++ 
Sbjct  190  
AIYWDDATQGMRFEEREIPAEMRAECEKWRERMIEAAAEANETLMDKYLGGETLTVEEIK  249

Query  202  REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE-----------
QGSAALC  250
               + R   + +     GSA K  G+Q ++DAV        E           +G+   
C
Sbjct  250  
AGLRARSLASQIVVTLCGSAFKNKGVQSMLDAVIDYLPSPREKKAIVGHLDDKEGTTVEC  309

Query  251  GS---------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIP  297
             +          FK+       + VY R+YSG L+  D+V     + +E++ ++ 
+M   
Sbjct  310  
PADDDAPFAALAFKIATDPFVGQLVYFRVYSGVLKSGDSVFNPVKSKKERVGRLLQMHAN  369

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             + EI           V L   ++   D L DP R+      E P P++   + 
PKT A 
Sbjct  370  HRDEIKEVRAGDIAAAVGL--
KNMTTGDTLCDPERVVTLERMEFPEPVISQAVEPKTKAD  427

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++ +E  V 
+P 
Sbjct  428  
QEKMGLALGRLAQEDPSFRVRTDEESGQTIISGMGELHLEIIVDRMKREFGVEASVGKPQ  487

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R      H    +      +  + L + P   G G ++   +  G + + 
+  
Sbjct  488  
VAYRETIRKKVEQEHKFAKQSGGRGQYGHVFLRIEPQEPGKGFEFVDEIKGGVIPREYIP  547

Query  476  AVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+R  LE+G+  G+ V D K+   YG Y+   S+   F+  A +   +   +



+   
Sbjct  548  
AVEKGVREALERGIQAGFPVVDVKVALYYGSYHEVDSSENAFKMAASMAFREGCLKADPA  607

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P++Y+     D       I+  +      V   E+P   +  Y 
T L 
Sbjct  608  
LLEPIMAVEVVTPEDYMGSVNGDLSSRRGVIQAMEDAPAGKVVRAEVPLAEMFGYATSLR  667

Query  595  FYTNGRSVCLTELKGYQAA  613
              T GR+    E K Y  A
Sbjct  668  SATQGRATYAMEFKRYAVA  686

>WP_069790140.1 elongation factor G [Cyanobacterium sp. IPPAS 
B-1200]
 OEJ79553.1 elongation factor G [Cyanobacterium sp. IPPAS B-1200]
Length=697

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 199/668 (30%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V  A  GV+ Q+   +       
+  V
Sbjct  70   
WKDHQFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCASGGVEPQSETNWRYANDSKVARV  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G D  SVV+ V++ L+A  ++           K  V L             
Sbjct  130  
IYVNKLDRTGADFYSVVKQVKEILAATPLVMVLPIGLETEFKGVVDLLTRKAWVWDDSGD  189

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      E+  +   D+E +     +  +E ++ L+EKY+ GE IS + + R  ++  
+D
Sbjct  190  
PLNYTIEEVPADMVDDVEIYREQLIETAVEQDEVLMEKYLEGEEISVDDIKRCIRKGTRD  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----



GEQGSAA-------LC  250
             + FP Y GS+ K  G+Q ++DAV            QPI      E G+ A         
Sbjct  250  
LAFFPTYCGSSFKNKGVQLVLDAVVDYLPAPDEVNPQPIVDLEGNETGTFAKVDPEEPFR  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSG L    TV   A    E++ +I EM    + E+   
D
Sbjct  310  ALAFKI-
MDDRYGALTFTRVYSGKLEKGMTVLNTATGKTERVGRIVEMHANDRIEV---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV I+   +++    + DP           P P++   I P      E++  
AL
Sbjct  366  
SAQAGDIVAIVGMKNIQTGHTICDPNHPATLEPMVFPEPVISIAIKPTQKGGNEKMGMAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  426  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESIT  485

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  ++ P   GSG  +ES+V+ G + + F  AV  
G   
Sbjct  486  
KVINDSYTHKKQSGGSGQFGRIDYTIEPGETGSGFLFESKVTGGNVPREFWPAVNKGFES  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+   D K+    G ++   S+   F   A     Q++ ++G Q+LEP 
++ 
Sbjct  546  
SIDKGVLAGYPCVDLKVTLTDGAFHPVDSSAIAFEIAARAGYRQSIPKAGPQILEPIMNV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V    E P   +  Y  DL   T
+GR  
Sbjct  606  
DVFTPEDHIGDVIGDINRRRGMIKSQNTTPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_087190456.1 elongation factor G [Gordonibacter urolithinfaciens]
 OUO88260.1 elongation factor G [Gordonibacter urolithinfaciens]



Length=705

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/678 (28%), Positives = 310/678 (46%), Gaps = 
72/678 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RG+TI AA 
T+  
Sbjct  11   
NIGIMAHIDAGKTTTTERILYYTGKTHKIGEVHDGAATMDWMVQEQERGVTITAAATTCF  70

Query  65   WH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W            +  I+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  
++  
Sbjct  71   
WKYPGGADNGKEYRFQIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVQPQSETVWRQ  130

Query  116  
LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---  172
              K  +P + +INK D+ G D  + +Q+++D+L A  +  Q V +  E       D
+   
Sbjct  131  ASKYGVPRIAYINKYDRVGADFFNAIQTMKDRLGAPAVAAQ-
VPMGAEDNFWGVIDLVTM  189

Query  173  EAWD----------------------------------
AVIENNDKLLEKYIAGEPISRE  198
             AWD                                  A  + +D L+EK +  E 
++ E
Sbjct  190  
TAWDFKADDKGMTYPEPMDAIPAEFVEEAELRRQELLEAAADCDDDLMEKVLMEEEVTVE  249

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQ  239
            +L    ++      + PV+ GS+ K  G+Q L+DAV                   
TG   
Sbjct  250  
ELKAALRKGTIACQIHPVFVGSSYKNKGVQELLDAVVDYMPSPVDIPAIKGTNPDTGAED  309

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPS  298
                   A      FK+       +  YLR+YSG+L     +  A ++K  +I  +    
Sbjct  310  
ERPSDVKAPFSALAFKIMTDPFVGKLTYLRVYSGSLDSGSYILNASKDKKERIGRLLQMH  369

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              + V  D    G+IV ++    V   D L D          E   P++   + 
PKT A+
Sbjct  370  
SNQRVDIDACQAGDIVAVVGLKDVSTGDTLCDEKHPIILESMEFADPVIDIAVEPKTKAE  429



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R   +  T + I++ +G + LE++   L  ++K+E  V 
+P 
Sbjct  430  
QDKMGVALQKLAEEDPTFRVSTNHETGQTIIAGMGELHLEIIIDRLLREFKVEANVGKPQ  489

Query  418  VIYMERPLKAASHTIHIEVPPNPFWASIGLSVT---
PLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y ERP K   +     V         G +V    P   G G  +E+++  G + 
+ + 
Sbjct  490  
VAYRERPGKEVMNAEGKFVRQTGGRGQYGHAVINMYPQEAGEGYLFENKIVGGVVPKEYI  549

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             ++  GI+  L  G L G+ V D ++    G Y+   S+ A F+    + +++AL+
+S  
Sbjct  550  
PSIDKGIQEALNSGVLAGYPVEDVRVELVDGSYHDVDSSEAAFKVAGSMAIKEALRKSSP  609

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP ++  +  P+EY      D P     I+  + + + +V + ++P   +  Y 
TDL
Sbjct  610  
VILEPVMAVEIETPEEYTGFVMGDIPSRRGMIQGQEKRGNAIVVSAKVPLGNMFGYATDL  669

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR+V   +   Y+
Sbjct  670  RSGTQGRAVYTMQFDSYE  687

>OQY48703.1 elongation factor G [Desulfobacteraceae bacterium 
4572_87]
Length=678

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 311/674 (46%), Gaps = 
68/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N+GI+AH+DAGKTT+TE +L+ SG + + G V  G    D M  E++RGITI 
+AVT
Sbjct  11   
KTRNLGIIAHIDAGKTTVTERVLFYSGRVHKMGEVHNGEATMDWMVEEKERGITITSAVT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W    +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
+  +



Sbjct  71   
SCDWRGHIINIIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGGVEPQSETVWRQADRYRV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P + FINK+D+ G D   VV+ +  +L A                   D++  +T+    
Sbjct  131  
PKIAFINKLDRVGADFYRVVEMIEKRLEAVPLILQIPWGTEDQFKGVIDLMGMETILWED  190

Query  162  ------------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                        PE + EE ++      + + +N+D+++EKY++ E I  ++L    
+  
Sbjct  191  
DTLGAEYNTIPIPEEMAEEASEYRERLLETLADNDDQVMEKYLSEEEIPIQELKEAVRNA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAA  248
                +L P++ G+A +  GIQPL+D              + G+    GE      + 
S  
Sbjct  251  
TIKMALVPIFCGTALRNKGIQPLLDGLVDYLPSPLDVPPIAGIHPVTGEAETRPAKPSGP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            L    FKV   D G++  YLR+YSGTL++ +T    G+  K K + +      +  
R   
Sbjct  311  LSALAFKV-
MMDQGRKMTYLRIYSGTLKVGETFFNPGKNIKEKPSRLLKMHSNKRERIGA  369

Query  308  AYPGEIVILPSDSV-RLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               G+IV      +    D L    DP  L   ++ E   P++   + PK     
+RLLD
Sbjct  370  VSAGDIVAAMGLKITTTGDTLCTENDPILLEPIQFNE---
PVISVAVEPKKVQDHDRLLD  426

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L++ DP  + ++D  T + ++S +G + LE+++  L  ++ +E    +P V+  
E 
Sbjct  427  
ALKKLSEEDPTFKTKIDDETGQTLISGMGELHLEILTGRLKREFSVEINQGKPQVVQRET  486

Query  424  ---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               P+         E+     +A + + ++PL  GSG ++ S+ S   L   F  A
+R G
Sbjct  487  ITAPI-
IQEEIFQRELGGQQHFAGVKIEISPLKRGSGNKFVSQCSAEGLTDEFLEAIRQG  545

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G + G+ V D +      +     S    FR  A +  +QA  ++   



LLEP 
Sbjct  546  INEAEGGGFVMGYPVVDVRATL-
LKVQIKESSDAMAFRVAANMTFKQAFVKAQPILLEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+ +      D       I     K    V T  +P   +  Y T L   
+ G
Sbjct  605  
METEVLMPEAFTGDVIGDLNARKGKISQIVSKGSTQVVTANVPLSKMFGYSTALRSASQG  664

Query  600  RSVCLTELKGYQAA  613
            R     +   Y  A
Sbjct  665  RGTFSMQFSHYDQA  678

>WP_070535927.1 elongation factor G [Streptococcus sp. HMSC077F03]
 OFJ65234.1 elongation factor G [Streptococcus sp. HMSC077F03]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------



TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDDKPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090347.1 MULTISPECIES: elongation factor G [Streptococcus]
 B2ISJ9.1 RecName: Full=Elongation factor G; Short=EF-G



 C1CPE5.1 RecName: Full=Elongation factor G; Short=EF-G
 EDK69343.1 elongation factor G [Streptococcus pneumoniae SP18-BS74]
 EDK78184.1 elongation factor G [Streptococcus pneumoniae SP9-BS68]
 EDK82509.1 elongation factor G [Streptococcus pneumoniae SP23-BS72]
 EDT50620.1 translation elongation factor G [Streptococcus 
pneumoniae CDC1873-00]
 ACB89536.1 elongation factor EF-2 [Streptococcus pneumoniae CGSP14]
 EDT92385.1 translation elongation factor G [Streptococcus 
pneumoniae SP195]
 EDT96613.1 translation elongation factor G [Streptococcus 
pneumoniae CDC3059-06]
 ACO22559.1 translation elongation factor G [Streptococcus 
pneumoniae Taiwan19F-14]
 CBW35915.1 elongation factor G (EF-G) [Streptococcus pneumoniae 
INV104]
 EFL64883.1 elongation factor G [Streptococcus pneumoniae BS455]
 EFL68460.1 elongation factor G [Streptococcus pneumoniae SP14-
BS292]
 EFL69774.1 elongation factor G [Streptococcus pneumoniae SP-BS293]
 EFL72853.1 elongation factor G [Streptococcus pneumoniae BS458]
 EFL74914.1 elongation factor G [Streptococcus pneumoniae BS457]
 EFL77462.1 elongation factor G [Streptococcus pneumoniae BS397]
 ADM90420.1 translation elongation factor G [Streptococcus 
pneumoniae 670-6B]
 EGE89028.1 translation elongation factor G [Streptococcus 
pneumoniae GA04375]
 EGI86404.1 translation elongation factor G [Streptococcus 
pneumoniae GA17570]
 EGI87181.1 translation elongation factor G [Streptococcus 
pneumoniae GA17545]
 EGJ17505.1 translation elongation factor G [Streptococcus 
pneumoniae GA47368]
 EGJ18359.1 translation elongation factor G [Streptococcus 
pneumoniae GA47901]
 EHD29490.1 translation elongation factor G [Streptococcus 
pneumoniae 4027-06]
 EHD34907.1 translation elongation factor G [Streptococcus 
pneumoniae 6735-05]
 EHD41259.1 translation elongation factor G [Streptococcus 
pneumoniae GA47281]
 EHD44972.1 translation elongation factor G [Streptococcus 
pneumoniae GA43265]
 EHD46819.1 translation elongation factor G [Streptococcus 
pneumoniae GA44452]
 EHD52353.1 translation elongation factor G [Streptococcus 
pneumoniae 6901-05]
 EHD52665.1 translation elongation factor G [Streptococcus 
pneumoniae GA16531]
 EHD58180.1 translation elongation factor G [Streptococcus 
pneumoniae NP070]
 EHD61971.1 translation elongation factor G [Streptococcus 
pneumoniae GA41410]
 EHD64961.1 translation elongation factor G [Streptococcus 
pneumoniae GA49447]



 EHD67100.1 translation elongation factor G [Streptococcus 
pneumoniae GA41538]
 EHD68931.1 translation elongation factor G [Streptococcus 
pneumoniae 5787-06]
 EHD72049.1 translation elongation factor G [Streptococcus 
pneumoniae 6963-05]
 EHD73448.1 translation elongation factor G [Streptococcus 
pneumoniae GA18523]
 EHD81498.1 translation elongation factor G [Streptococcus 
pneumoniae GA44511]
 EHD87661.1 translation elongation factor G [Streptococcus 
pneumoniae GA13455]
 EHD88744.1 translation elongation factor G [Streptococcus 
pneumoniae GA11304]
 EHD96599.1 translation elongation factor G [Streptococcus 
pneumoniae GA13637]
 EHD98204.1 translation elongation factor G [Streptococcus 
pneumoniae GA14798]
 EHD98883.1 translation elongation factor G [Streptococcus 
pneumoniae GA16121]
 EHE02795.1 translation elongation factor G [Streptococcus 
pneumoniae GA16242]
 EHE05959.1 translation elongation factor G [Streptococcus 
pneumoniae GA16833]
 EHE11044.1 translation elongation factor G [Streptococcus 
pneumoniae GA17328]
 EHE12122.1 translation elongation factor G [Streptococcus 
pneumoniae GA17971]
 EHE13172.1 translation elongation factor G [Streptococcus 
pneumoniae GA17371]
 EHE16383.1 translation elongation factor G [Streptococcus 
pneumoniae GA19077]
 EHE18882.1 translation elongation factor G [Streptococcus 
pneumoniae GA19451]
 EHE23693.1 translation elongation factor G [Streptococcus 
pneumoniae GA41437]
 EHE27107.1 translation elongation factor G [Streptococcus 
pneumoniae GA41688]
 EHE30146.1 translation elongation factor G [Streptococcus 
pneumoniae GA43380]
 EHE35632.1 translation elongation factor G [Streptococcus 
pneumoniae GA47373]
 EHE38306.1 translation elongation factor G [Streptococcus 
pneumoniae GA47388]
 EHE46889.1 translation elongation factor G [Streptococcus 
pneumoniae GA47976]
 EHE50636.1 translation elongation factor G [Streptococcus 
pneumoniae GA54644]
 EHE56071.1 translation elongation factor G [Streptococcus 
pneumoniae NP127]
 EHE57858.1 translation elongation factor G [Streptococcus 
pneumoniae GA47751]
 EHE63180.1 translation elongation factor G [Streptococcus 
pneumoniae NP112]



 EHE63900.1 translation elongation factor G [Streptococcus 
pneumoniae 3063-00]
 EHE69852.1 translation elongation factor G [Streptococcus 
pneumoniae GA08780]
 EHE74736.1 translation elongation factor G [Streptococcus 
pneumoniae NorthCarolina6A-23]
 EHE79502.1 translation elongation factor G [Streptococcus 
pneumoniae GA11426]
 EHE81734.1 translation elongation factor G [Streptococcus 
pneumoniae GA13338]
 AFC94014.1 elongation factor G [Streptococcus pneumoniae ST556]
 EHY99231.1 translation elongation factor G [Streptococcus 
pneumoniae GA02270]
 EHZ00156.1 translation elongation factor G [Streptococcus 
pneumoniae GA02714]
 EHZ06546.1 translation elongation factor G [Streptococcus 
pneumoniae GA13499]
 EHZ12640.1 translation elongation factor G [Streptococcus 
pneumoniae GA05248]
 EHZ18893.1 translation elongation factor G [Streptococcus 
pneumoniae GA11856]
 EHZ20274.1 translation elongation factor G [Streptococcus 
pneumoniae GA13224]
 EHZ24998.1 translation elongation factor G [Streptococcus 
pneumoniae GA13723]
 EHZ25770.1 translation elongation factor G [Streptococcus 
pneumoniae GA14373]
 EHZ27195.1 translation elongation factor G [Streptococcus 
pneumoniae GA14688]
 EHZ33448.1 translation elongation factor G [Streptococcus 
pneumoniae GA17719]
 EHZ46887.1 translation elongation factor G [Streptococcus 
pneumoniae GA40410]
 EHZ47605.1 translation elongation factor G [Streptococcus 
pneumoniae GA40563]
 EHZ47934.1 translation elongation factor G [Streptococcus 
pneumoniae GA43257]
 EHZ53530.1 translation elongation factor G [Streptococcus 
pneumoniae GA44128]
 EHZ54271.1 translation elongation factor G [Streptococcus 
pneumoniae GA43264]
 EHZ55388.1 translation elongation factor G [Streptococcus 
pneumoniae GA44386]
 EHZ60952.1 translation elongation factor G [Streptococcus 
pneumoniae GA47210]
 EHZ68063.1 translation elongation factor G [Streptococcus 
pneumoniae GA47628]
 EHZ78219.1 translation elongation factor G [Streptococcus 
pneumoniae GA49542]
 EHZ89643.1 translation elongation factor G [Streptococcus 
pneumoniae 4075-00]
 EIA00763.1 translation elongation factor G [Streptococcus 
pneumoniae GA05578]
 EIA04548.1 translation elongation factor G [Streptococcus 



pneumoniae GA02506]
 EIA06857.1 translation elongation factor G [Streptococcus 
pneumoniae GA08825]
 EJG37177.1 translation elongation factor G [Streptococcus 
pneumoniae 2070005]
 EJG38308.1 translation elongation factor G [Streptococcus 
pneumoniae 2090008]
 EJG46108.1 translation elongation factor G [Streptococcus 
pneumoniae 2070335]
 EJG51224.1 translation elongation factor G [Streptococcus 
pneumoniae 2070531]
 EJG51612.1 translation elongation factor G [Streptococcus 
pneumoniae 2070425]
 EJG57725.1 translation elongation factor G [Streptococcus 
pneumoniae 2072047]
 EJG58825.1 translation elongation factor G [Streptococcus 
pneumoniae 2061376]
 EJG64178.1 translation elongation factor G [Streptococcus 
pneumoniae 2061617]
 EJG70808.1 translation elongation factor G [Streptococcus 
pneumoniae 2080913]
 EJG71743.1 translation elongation factor G [Streptococcus 
pneumoniae 2081074]
 EJG75284.1 translation elongation factor G [Streptococcus 
pneumoniae 2082239]
 EJG88559.1 translation elongation factor G [Streptococcus 
pneumoniae SPAR55]
 EJG94236.1 translation elongation factor G [Streptococcus 
pneumoniae GA17301]
 EJG95531.1 translation elongation factor G [Streptococcus 
pneumoniae GA04216]
 EJH01220.1 translation elongation factor G [Streptococcus 
pneumoniae GA54354]
 EJH07527.1 translation elongation factor G [Streptococcus 
pneumoniae GA56113]
 EJH07850.1 translation elongation factor G [Streptococcus 
pneumoniae GA56348]
 EJH08582.1 translation elongation factor G [Streptococcus 
pneumoniae GA58581]
 EJH12035.1 translation elongation factor G [Streptococcus 
pneumoniae GA19998]
 EJH15320.1 translation elongation factor G [Streptococcus 
pneumoniae GA60080]
 EJH17559.1 translation elongation factor G [Streptococcus 
pneumoniae GA62331]
 EJH24790.1 translation elongation factor G [Streptococcus 
pneumoniae GA58981]
 ELU54554.1 translation elongation factor G [Streptococcus 
pneumoniae PCS8106]
 ELU55587.1 translation elongation factor G [Streptococcus 
pneumoniae PCS8203]
 EMQ93137.1 translation elongation factor G [Streptococcus 
pneumoniae PCS8235]
 EOB30185.1 elongation factor G [Streptococcus pneumoniae 1542]



 EOB33765.1 elongation factor G [Streptococcus pneumoniae 845]
 EPD21078.1 elongation factor G [Streptococcus pneumoniae MNZ41]
 AGZ47090.1 elongation factor P [Streptococcus pneumoniae A026]
 ESP67469.1 elongation factor G [Streptococcus pneumoniae BHN418]
 ESP68941.1 elongation factor G [Streptococcus pneumoniae BHN237]
 ESP69481.1 elongation factor G [Streptococcus pneumoniae BHN191]
 ESP71945.1 elongation factor G [Streptococcus pneumoniae BHN427]
 ETE26748.1 elongation factor P [Streptococcus pneumoniae 1719]
 KAA00102.1 elongation factor P [Streptococcus pneumoniae DAR3264]
 KAA02228.1 elongation factor P [Streptococcus pneumoniae DAR831]
 KDA38500.1 elongation factor G [Streptococcus pneumoniae]
 KGI27424.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 KGI29527.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 KGI33969.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 AJD71220.1 Elongation factor G [Streptococcus pneumoniae]
 CEO79515.1 elongation factor G [Streptococcus pneumoniae]
 CEO63355.1 elongation factor G [Streptococcus pneumoniae]
 CEO78936.1 elongation factor G [Streptococcus pneumoniae]
 CEO76366.1 elongation factor G [Streptococcus pneumoniae]
 CEO67475.1 elongation factor G [Streptococcus pneumoniae]
 COT00978.1 elongation factor G [Streptococcus pneumoniae]
 CEV44695.1 elongation factor G [Streptococcus pneumoniae]
 CEV44158.1 elongation factor G [Streptococcus pneumoniae]
 CEV47423.1 elongation factor G [Streptococcus pneumoniae]
 CEV57797.1 elongation factor G [Streptococcus pneumoniae]
 CEV58913.1 elongation factor G [Streptococcus pneumoniae]
 CEV69080.1 elongation factor G [Streptococcus pneumoniae]
 CEV71829.1 elongation factor G [Streptococcus pneumoniae]
 CEV77157.1 elongation factor G [Streptococcus pneumoniae]
 CEV79177.1 elongation factor G [Streptococcus pneumoniae]
 CEV81273.1 elongation factor G [Streptococcus pneumoniae]
 CEV84458.1 elongation factor G [Streptococcus pneumoniae]
 CEV87600.1 elongation factor G [Streptococcus pneumoniae]
 CEV89704.1 elongation factor G [Streptococcus pneumoniae]
 CEV90697.1 elongation factor G [Streptococcus pneumoniae]
 CEV96121.1 elongation factor G [Streptococcus pneumoniae]
 CEV97038.1 elongation factor G [Streptococcus pneumoniae]
 CEW07069.1 elongation factor G [Streptococcus pneumoniae]
 CEW14010.1 elongation factor G [Streptococcus pneumoniae]
 CEW32944.1 elongation factor G [Streptococcus pneumoniae]
 CEW32314.1 elongation factor G [Streptococcus pneumoniae]
 CEW38120.1 elongation factor G [Streptococcus pneumoniae]
 CEW41281.1 elongation factor G [Streptococcus pneumoniae]
 CEW42409.1 elongation factor G [Streptococcus pneumoniae]
 CEW44366.1 elongation factor G [Streptococcus pneumoniae]
 CEW52786.1 elongation factor G [Streptococcus pneumoniae]
 CEW55691.1 elongation factor G [Streptococcus pneumoniae]
 CEW57314.1 elongation factor G [Streptococcus pneumoniae]
 CEW62873.1 elongation factor G [Streptococcus pneumoniae]
 CEW67415.1 elongation factor G [Streptococcus pneumoniae]
 CEW76536.1 elongation factor G [Streptococcus pneumoniae]



 CEW77802.1 elongation factor G [Streptococcus pneumoniae]
 CEX04479.1 elongation factor G [Streptococcus pneumoniae]
 CEX05627.1 elongation factor G [Streptococcus pneumoniae]
 CEX14084.1 elongation factor G [Streptococcus pneumoniae]
 CEX17918.1 elongation factor G [Streptococcus pneumoniae]
 CEX21543.1 elongation factor G [Streptococcus pneumoniae]
 CEX25105.1 elongation factor G [Streptococcus pneumoniae]
 CEX29821.1 elongation factor G [Streptococcus pneumoniae]
 CEX30268.1 elongation factor G [Streptococcus pneumoniae]
 CEX34870.1 elongation factor G [Streptococcus pneumoniae]
 CEX44584.1 elongation factor G [Streptococcus pneumoniae]
 CEX45991.1 elongation factor G [Streptococcus pneumoniae]
 CEX55341.1 elongation factor G [Streptococcus pneumoniae]
 CEX57239.1 elongation factor G [Streptococcus pneumoniae]
 CEX67008.1 elongation factor G [Streptococcus pneumoniae]
 CEX64170.1 elongation factor G [Streptococcus pneumoniae]
 CEX68888.1 elongation factor G [Streptococcus pneumoniae]
 CEX74523.1 elongation factor G [Streptococcus pneumoniae]
 CEX80231.1 elongation factor G [Streptococcus pneumoniae]
 CEX85425.1 elongation factor G [Streptococcus pneumoniae]
 CEX82643.1 elongation factor G [Streptococcus pneumoniae]
 CEX84360.1 elongation factor G [Streptococcus pneumoniae]
 CEX89739.1 elongation factor G [Streptococcus pneumoniae]
 CEX99966.1 elongation factor G [Streptococcus pneumoniae]
 CEX97415.1 elongation factor G [Streptococcus pneumoniae]
 CEX99072.1 elongation factor G [Streptococcus pneumoniae]
 CEY00653.1 elongation factor G [Streptococcus pneumoniae]
 CEY00258.1 elongation factor G [Streptococcus pneumoniae]
 CEY11693.1 elongation factor G [Streptococcus pneumoniae]
 CEY16883.1 elongation factor G [Streptococcus pneumoniae]
 CEY22388.1 elongation factor G [Streptococcus pneumoniae]
 CEY27685.1 elongation factor G [Streptococcus pneumoniae]
 CEY43785.1 elongation factor G [Streptococcus pneumoniae]
 CEY50961.1 elongation factor G [Streptococcus pneumoniae]
 CEY51559.1 elongation factor G [Streptococcus pneumoniae]
 CEY58522.1 elongation factor G [Streptococcus pneumoniae]
 CEY65152.1 elongation factor G [Streptococcus pneumoniae]
 CEY75130.1 elongation factor G [Streptococcus pneumoniae]
 CEY84281.1 elongation factor G [Streptococcus pneumoniae]
 CEY77479.1 elongation factor G [Streptococcus pneumoniae]
 CEY85490.1 elongation factor G [Streptococcus pneumoniae]
 CEY91888.1 elongation factor G [Streptococcus pneumoniae]
 CEY92764.1 elongation factor G [Streptococcus pneumoniae]
 CEZ03496.1 elongation factor G [Streptococcus pneumoniae]
 CEZ11258.1 elongation factor G [Streptococcus pneumoniae]
 CEZ17499.1 elongation factor G [Streptococcus pneumoniae]
 CEZ63375.1 elongation factor G [Streptococcus pneumoniae]
 CFA00357.1 elongation factor G [Streptococcus pneumoniae]
 CFA12766.1 elongation factor G [Streptococcus pneumoniae]
 CFE05356.1 elongation factor G [Streptococcus pneumoniae]
 CFE10257.1 elongation factor G [Streptococcus pneumoniae]
 CFK36607.1 elongation factor G [Streptococcus pneumoniae]
 CEV53290.1 elongation factor G [Streptococcus pneumoniae]
 CEW58750.1 elongation factor G [Streptococcus pneumoniae]



 CEW60995.1 elongation factor G [Streptococcus pneumoniae]
 CEW73252.1 elongation factor G [Streptococcus pneumoniae]
 CEW82132.1 elongation factor G [Streptococcus pneumoniae]
 CEX08184.1 elongation factor G [Streptococcus pneumoniae]
 CEX29820.1 elongation factor G [Streptococcus pneumoniae]
 CEX39745.1 elongation factor G [Streptococcus pneumoniae]
 CEY04200.1 elongation factor G [Streptococcus pneumoniae]
 CEY34984.1 elongation factor G [Streptococcus pneumoniae]
 CEY41296.1 elongation factor G [Streptococcus pneumoniae]
 CEY69426.1 elongation factor G [Streptococcus pneumoniae]
 CEY88862.1 elongation factor G [Streptococcus pneumoniae]
 CEY89059.1 elongation factor G [Streptococcus pneumoniae]
 CEZ09336.1 elongation factor G [Streptococcus pneumoniae]
 CEZ66244.1 elongation factor G [Streptococcus pneumoniae]
 CFB58012.1 elongation factor G [Streptococcus pneumoniae]
 CFB67101.1 elongation factor G [Streptococcus pneumoniae]
 CFB97761.1 elongation factor G [Streptococcus pneumoniae]
 CFE04573.1 elongation factor G [Streptococcus pneumoniae]
 CFP78980.1 elongation factor G [Streptococcus pneumoniae]
 CFP82780.1 elongation factor G [Streptococcus pneumoniae]
 CFP84302.1 elongation factor G [Streptococcus pneumoniae]
 CFP85020.1 elongation factor G [Streptococcus pneumoniae]
 CFP88308.1 elongation factor G [Streptococcus pneumoniae]
 CFP89953.1 elongation factor G [Streptococcus pneumoniae]
 CFP90761.1 elongation factor G [Streptococcus pneumoniae]
 CFP96472.1 elongation factor G [Streptococcus pneumoniae]
 CFP98428.1 elongation factor G [Streptococcus pneumoniae]
 CFP98465.1 elongation factor G [Streptococcus pneumoniae]
 CFQ02087.1 elongation factor G [Streptococcus pneumoniae]
 CFQ04999.1 elongation factor G [Streptococcus pneumoniae]
 CFQ11791.1 elongation factor G [Streptococcus pneumoniae]
 CFQ20091.1 elongation factor G [Streptococcus pneumoniae]
 CFQ31932.1 elongation factor G [Streptococcus pneumoniae]
 CFQ33380.1 elongation factor G [Streptococcus pneumoniae]
 CFU72113.1 elongation factor G [Streptococcus pneumoniae]
 CFU85848.1 elongation factor G [Streptococcus pneumoniae]
 CFU93890.1 elongation factor G [Streptococcus pneumoniae]
 CRB88688.1 elongation factor G [Streptococcus pneumoniae]
 CRC29178.1 elongation factor G [Streptococcus pneumoniae]
 CRC75741.1 elongation factor G [Streptococcus pneumoniae]
 CRC81881.1 elongation factor G [Streptococcus pneumoniae]
 CRC83422.1 elongation factor G [Streptococcus pneumoniae]
 CRD13972.1 elongation factor G [Streptococcus pneumoniae]
 CRC96859.1 elongation factor G [Streptococcus pneumoniae]
 CRD14242.1 elongation factor G [Streptococcus pneumoniae]
 CRD21612.1 elongation factor G [Streptococcus pneumoniae]
 CRD23502.1 elongation factor G [Streptococcus pneumoniae]
 CRD24376.1 elongation factor G [Streptococcus pneumoniae]
 CRD25561.1 elongation factor G [Streptococcus pneumoniae]
 CRD27661.1 elongation factor G [Streptococcus pneumoniae]
 CRD30832.1 elongation factor G [Streptococcus pneumoniae]
 CRD31795.1 elongation factor G [Streptococcus pneumoniae]
 CRD32497.1 elongation factor G [Streptococcus pneumoniae]
 CRD36344.1 elongation factor G [Streptococcus pneumoniae]



 CRD43174.1 elongation factor G [Streptococcus pneumoniae]
 CRE62519.1 elongation factor G [Streptococcus pneumoniae]
 CRE48427.1 elongation factor G [Streptococcus pneumoniae]
 CRE88106.1 elongation factor G [Streptococcus pneumoniae]
 CRF89905.1 elongation factor G [Streptococcus pneumoniae]
 CRF91424.1 elongation factor G [Streptococcus pneumoniae]
 CRF94222.1 elongation factor G [Streptococcus pneumoniae]
 CRF96367.1 elongation factor G [Streptococcus pneumoniae]
 CRG70709.1 elongation factor G [Streptococcus pneumoniae]
 CRG69337.1 elongation factor G [Streptococcus pneumoniae]
 CRG72471.1 elongation factor G [Streptococcus pneumoniae]
 CRG69552.1 elongation factor G [Streptococcus pneumoniae]
 CRG69219.1 elongation factor G [Streptococcus pneumoniae]
 CRG68535.1 elongation factor G [Streptococcus pneumoniae]
 CGG79899.1 elongation factor G [Streptococcus pneumoniae]
 COG89374.1 elongation factor G [Streptococcus pneumoniae]
 COO86276.1 elongation factor G [Streptococcus pneumoniae]
 COP01576.1 elongation factor G [Streptococcus pneumoniae]
 COI68675.1 elongation factor G [Streptococcus pneumoniae]
 CIW39271.1 elongation factor G [Streptococcus pneumoniae]
 CIZ28719.1 elongation factor G [Streptococcus pneumoniae]
 COG38298.1 elongation factor G [Streptococcus pneumoniae]
 CJL28690.1 elongation factor G [Streptococcus pneumoniae]
 CJJ27970.1 elongation factor G [Streptococcus pneumoniae]
 CGE69836.1 elongation factor G [Streptococcus pneumoniae]
 CNZ68731.1 elongation factor G [Streptococcus pneumoniae]
 CGE87641.1 elongation factor G [Streptococcus pneumoniae]
 CJF83235.1 elongation factor G [Streptococcus pneumoniae]
 COA77168.1 elongation factor G [Streptococcus pneumoniae]
 CIY76997.1 elongation factor G [Streptococcus pneumoniae]
 CGF03901.1 elongation factor G [Streptococcus pneumoniae]
 CIW47978.1 elongation factor G [Streptococcus pneumoniae]
 COR71474.1 elongation factor G [Streptococcus pneumoniae]
 CKF24414.1 elongation factor G [Streptococcus pneumoniae]
 COH08898.1 elongation factor G [Streptococcus pneumoniae]
 CGE68470.1 elongation factor G [Streptococcus pneumoniae]
 CNA68452.1 elongation factor G [Streptococcus pneumoniae]
 CNA63463.1 elongation factor G [Streptococcus pneumoniae]
 CGF89357.1 elongation factor G [Streptococcus pneumoniae]
 CGG85567.1 elongation factor G [Streptococcus pneumoniae]
 CON77918.1 elongation factor G [Streptococcus pneumoniae]
 CIO33720.1 elongation factor G [Streptococcus pneumoniae]
 CIU26390.1 elongation factor G [Streptococcus pneumoniae]
 COL22064.1 elongation factor G [Streptococcus pneumoniae]
 CGG13772.1 elongation factor G [Streptococcus pneumoniae]
 COI50891.1 elongation factor G [Streptococcus pneumoniae]
 CON94346.1 elongation factor G [Streptococcus pneumoniae]
 CIS68159.1 elongation factor G [Streptococcus pneumoniae]
 CNA41318.1 elongation factor G [Streptococcus pneumoniae]
 CJM66022.1 elongation factor G [Streptococcus pneumoniae]
 CGG33975.1 elongation factor G [Streptococcus pneumoniae]
 COO07878.1 elongation factor G [Streptococcus pneumoniae]
 COP80291.1 elongation factor G [Streptococcus pneumoniae]
 CIU68032.1 elongation factor G [Streptococcus pneumoniae]



 CIX97440.1 elongation factor G [Streptococcus pneumoniae]
 CJQ44133.1 elongation factor G [Streptococcus pneumoniae]
 CMX94637.1 elongation factor G [Streptococcus pneumoniae]
 CNA17590.1 elongation factor G [Streptococcus pneumoniae]
 CON17264.1 elongation factor G [Streptococcus pneumoniae]
 CNZ83169.1 elongation factor G [Streptococcus pneumoniae]
 CGG93385.1 elongation factor G [Streptococcus pneumoniae]
 CMZ27482.1 elongation factor G [Streptococcus pneumoniae]
 CJT19085.1 elongation factor G [Streptococcus pneumoniae]
 CJW86717.1 elongation factor G [Streptococcus pneumoniae]
 CMW11875.1 elongation factor G [Streptococcus pneumoniae]
 CMV72692.1 elongation factor G [Streptococcus pneumoniae]
 CIT74295.1 elongation factor G [Streptococcus pneumoniae]
 CMU84746.1 elongation factor G [Streptococcus pneumoniae]
 CJD99961.1 elongation factor G [Streptococcus pneumoniae]
 COC50608.1 elongation factor G [Streptococcus pneumoniae]
 CMV98139.1 elongation factor G [Streptococcus pneumoniae]
 COQ54355.1 elongation factor G [Streptococcus pneumoniae]
 COK75619.1 elongation factor G [Streptococcus pneumoniae]
 CIY02649.1 elongation factor G [Streptococcus pneumoniae]
 CIY01832.1 elongation factor G [Streptococcus pneumoniae]
 COF01956.1 elongation factor G [Streptococcus pneumoniae]
 COF60279.1 elongation factor G [Streptococcus pneumoniae]
 CGG47676.1 elongation factor G [Streptococcus pneumoniae]
 COM56840.1 elongation factor G [Streptococcus pneumoniae]
 CMY01263.1 elongation factor G [Streptococcus pneumoniae]
 CJK20796.1 elongation factor G [Streptococcus pneumoniae]
 CJV89258.1 elongation factor G [Streptococcus pneumoniae]
 COH72981.1 elongation factor G [Streptococcus pneumoniae]
 CON08658.1 elongation factor G [Streptococcus pneumoniae]
 CKB06176.1 elongation factor G [Streptococcus pneumoniae]
 CKF08762.1 elongation factor G [Streptococcus pneumoniae]
 COF89366.1 elongation factor G [Streptococcus pneumoniae]
 CGG25959.1 elongation factor G [Streptococcus pneumoniae]
 CMW54550.1 elongation factor G [Streptococcus pneumoniae]
 COL74349.1 elongation factor G [Streptococcus pneumoniae]
 COC87268.1 elongation factor G [Streptococcus pneumoniae]
 CJQ83687.1 elongation factor G [Streptococcus pneumoniae]
 COC99737.1 elongation factor G [Streptococcus pneumoniae]
 CIP86784.1 elongation factor G [Streptococcus pneumoniae]
 CKE09032.1 elongation factor G [Streptococcus pneumoniae]
 CKH72141.1 elongation factor G [Streptococcus pneumoniae]
 COE65573.1 elongation factor G [Streptococcus pneumoniae]
 CMY42296.1 elongation factor G [Streptococcus pneumoniae]
 COD86226.1 elongation factor G [Streptococcus pneumoniae]
 CJH76306.1 elongation factor G [Streptococcus pneumoniae]
 COH96540.1 elongation factor G [Streptococcus pneumoniae]
 CJH85496.1 elongation factor G [Streptococcus pneumoniae]
 CGF87855.1 elongation factor G [Streptococcus pneumoniae]
 COP32812.1 elongation factor G [Streptococcus pneumoniae]
 CIY28549.1 elongation factor G [Streptococcus pneumoniae]
 COQ28446.1 elongation factor G [Streptococcus pneumoniae]
 CGG77107.1 elongation factor G [Streptococcus pneumoniae]
 CKC58006.1 elongation factor G [Streptococcus pneumoniae]



 COD46393.1 elongation factor G [Streptococcus pneumoniae]
 CGG48952.1 elongation factor G [Streptococcus pneumoniae]
 COE15296.1 elongation factor G [Streptococcus pneumoniae]
 CMW38814.1 elongation factor G [Streptococcus pneumoniae]
 COR88648.1 elongation factor G [Streptococcus pneumoniae]
 CJI09979.1 elongation factor G [Streptococcus pneumoniae]
 CJB78965.1 elongation factor G [Streptococcus pneumoniae]
 COC69734.1 elongation factor G [Streptococcus pneumoniae]
 CJK07798.1 elongation factor G [Streptococcus pneumoniae]
 CGG25114.1 elongation factor G [Streptococcus pneumoniae]
 COC90784.1 elongation factor G [Streptococcus pneumoniae]
 CJH94017.1 elongation factor G [Streptococcus pneumoniae]
 CJV00860.1 elongation factor G [Streptococcus pneumoniae]
 COB53914.1 elongation factor G [Streptococcus pneumoniae]
 CGF17213.1 elongation factor G [Streptococcus pneumoniae]
 CIO83277.1 elongation factor G [Streptococcus pneumoniae]
 CJR97996.1 elongation factor G [Streptococcus pneumoniae]
 CKB14474.1 elongation factor G [Streptococcus pneumoniae]
 CJY55556.1 elongation factor G [Streptococcus pneumoniae]
 CJQ44793.1 elongation factor G [Streptococcus pneumoniae]
 CJL09626.1 elongation factor G [Streptococcus pneumoniae]
 COH26781.1 elongation factor G [Streptococcus pneumoniae]
 CJY30053.1 elongation factor G [Streptococcus pneumoniae]
 CKE80120.1 elongation factor G [Streptococcus pneumoniae]
 COP35731.1 elongation factor G [Streptococcus pneumoniae]
 CKA75415.1 elongation factor G [Streptococcus pneumoniae]
 CON76124.1 elongation factor G [Streptococcus pneumoniae]
 COB95413.1 elongation factor G [Streptococcus pneumoniae]
 CJJ05926.1 elongation factor G [Streptococcus pneumoniae]
 COB78918.1 elongation factor G [Streptococcus pneumoniae]
 CMV73889.1 elongation factor G [Streptococcus pneumoniae]
 CJB43930.1 elongation factor G [Streptococcus pneumoniae]
 CJN53649.1 elongation factor G [Streptococcus pneumoniae]
 CIS82522.1 elongation factor G [Streptococcus pneumoniae]
 CMY14398.1 elongation factor G [Streptococcus pneumoniae]
 COD10646.1 elongation factor G [Streptococcus pneumoniae]
 CJE85167.1 elongation factor G [Streptococcus pneumoniae]
 COL16043.1 elongation factor G [Streptococcus pneumoniae]
 CJI28943.1 elongation factor G [Streptococcus pneumoniae]
 COL59210.1 elongation factor G [Streptococcus pneumoniae]
 CJO49725.1 elongation factor G [Streptococcus pneumoniae]
 CMW81227.1 elongation factor G [Streptococcus pneumoniae]
 CGF92096.1 elongation factor G [Streptococcus pneumoniae]
 COF36704.1 elongation factor G [Streptococcus pneumoniae]
 CKE15517.1 elongation factor G [Streptococcus pneumoniae]
 CGG15721.1 elongation factor G [Streptococcus pneumoniae]
 CJK15679.1 elongation factor G [Streptococcus pneumoniae]
 CNA35896.1 elongation factor G [Streptococcus pneumoniae]
 CJP85544.1 elongation factor G [Streptococcus pneumoniae]
 CJX13784.1 elongation factor G [Streptococcus pneumoniae]
 CMY80874.1 elongation factor G [Streptococcus pneumoniae]
 CKC83737.1 elongation factor G [Streptococcus pneumoniae]
 CMV46012.1 elongation factor G [Streptococcus pneumoniae]
 CON02571.1 elongation factor G [Streptococcus pneumoniae]



 CGG69657.1 elongation factor G [Streptococcus pneumoniae]
 CJM55147.1 elongation factor G [Streptococcus pneumoniae]
 COH58662.1 elongation factor G [Streptococcus pneumoniae]
 CJD82443.1 elongation factor G [Streptococcus pneumoniae]
 CON90651.1 elongation factor G [Streptococcus pneumoniae]
 CGF72362.1 elongation factor G [Streptococcus pneumoniae]
 CJD06956.1 elongation factor G [Streptococcus pneumoniae]
 CKB51356.1 elongation factor G [Streptococcus pneumoniae]
 CGG37396.1 elongation factor G [Streptococcus pneumoniae]
 CGG78952.1 elongation factor G [Streptococcus pneumoniae]
 CKF70623.1 elongation factor G [Streptococcus pneumoniae]
 CJH87504.1 elongation factor G [Streptococcus pneumoniae]
 CGG29140.1 elongation factor G [Streptococcus pneumoniae]
 CJW42694.1 elongation factor G [Streptococcus pneumoniae]
 CKE95023.1 elongation factor G [Streptococcus pneumoniae]
 COH16255.1 elongation factor G [Streptococcus pneumoniae]
 CJV73613.1 elongation factor G [Streptococcus pneumoniae]
 CMW05154.1 elongation factor G [Streptococcus pneumoniae]
 CON39604.1 elongation factor G [Streptococcus pneumoniae]
 CIW26215.1 elongation factor G [Streptococcus pneumoniae]
 CGF52184.1 elongation factor G [Streptococcus pneumoniae]
 CJA39004.1 elongation factor G [Streptococcus pneumoniae]
 COF67600.1 elongation factor G [Streptococcus pneumoniae]
 COB63006.1 elongation factor G [Streptococcus pneumoniae]
 CMY69759.1 elongation factor G [Streptococcus pneumoniae]
 CKC38474.1 elongation factor G [Streptococcus pneumoniae]
 CGG79755.1 elongation factor G [Streptococcus pneumoniae]
 CGE86408.1 elongation factor G [Streptococcus pneumoniae]
 COD63226.1 elongation factor G [Streptococcus pneumoniae]
 CIV19703.1 elongation factor G [Streptococcus pneumoniae]
 CJY13354.1 elongation factor G [Streptococcus pneumoniae]
 CON54555.1 elongation factor G [Streptococcus pneumoniae]
 COR09961.1 elongation factor G [Streptococcus pneumoniae]
 CGE61771.1 elongation factor G [Streptococcus pneumoniae]
 COF77935.1 elongation factor G [Streptococcus pneumoniae]
 COQ19369.1 elongation factor G [Streptococcus pneumoniae]
 CIO78545.1 elongation factor G [Streptococcus pneumoniae]
 CJG41360.1 elongation factor G [Streptococcus pneumoniae]
 CJC45526.1 elongation factor G [Streptococcus pneumoniae]
 CIX91911.1 elongation factor G [Streptococcus pneumoniae]
 CJC48513.1 elongation factor G [Streptococcus pneumoniae]
 CJN85723.1 elongation factor G [Streptococcus pneumoniae]
 CMV81809.1 elongation factor G [Streptococcus pneumoniae]
 CGG59824.1 elongation factor G [Streptococcus pneumoniae]
 CKB11708.1 elongation factor G [Streptococcus pneumoniae]
 COG95080.1 elongation factor G [Streptococcus pneumoniae]
 CMX76279.1 elongation factor G [Streptococcus pneumoniae]
 CJE54023.1 elongation factor G [Streptococcus pneumoniae]
 CJC64612.1 elongation factor G [Streptococcus pneumoniae]
 CGF99392.1 elongation factor G [Streptococcus pneumoniae]
 COP99930.1 elongation factor G [Streptococcus pneumoniae]
 CJT66488.1 elongation factor G [Streptococcus pneumoniae]
 COC81377.1 elongation factor G [Streptococcus pneumoniae]
 CIT54073.1 elongation factor G [Streptococcus pneumoniae]



 CGF03911.1 elongation factor G [Streptococcus pneumoniae]
 CGG23698.1 elongation factor G [Streptococcus pneumoniae]
 CJE86290.1 elongation factor G [Streptococcus pneumoniae]
 CGE87596.1 elongation factor G [Streptococcus pneumoniae]
 COM74076.1 elongation factor G [Streptococcus pneumoniae]
 CIR15801.1 elongation factor G [Streptococcus pneumoniae]
 CNZ02051.1 elongation factor G [Streptococcus pneumoniae]
 CJZ53225.1 elongation factor G [Streptococcus pneumoniae]
 CIW96857.1 elongation factor G [Streptococcus pneumoniae]
 COG93190.1 elongation factor G [Streptococcus pneumoniae]
 CNZ85887.1 elongation factor G [Streptococcus pneumoniae]
 CNZ70991.1 elongation factor G [Streptococcus pneumoniae]
 COD44568.1 elongation factor G [Streptococcus pneumoniae]
 COE37364.1 elongation factor G [Streptococcus pneumoniae]
 COJ57810.1 elongation factor G [Streptococcus pneumoniae]
 CIZ48035.1 elongation factor G [Streptococcus pneumoniae]
 COK09934.1 elongation factor G [Streptococcus pneumoniae]
 COP75488.1 elongation factor G [Streptococcus pneumoniae]
 CMY41680.1 elongation factor G [Streptococcus pneumoniae]
 CJZ15789.1 elongation factor G [Streptococcus pneumoniae]
 CGF41622.1 elongation factor G [Streptococcus pneumoniae]
 COA83366.1 elongation factor G [Streptococcus pneumoniae]
 COB95110.1 elongation factor G [Streptococcus pneumoniae]
 CIV24470.1 elongation factor G [Streptococcus pneumoniae]
 COS35567.1 elongation factor G [Streptococcus pneumoniae]
 CJC89081.1 elongation factor G [Streptococcus pneumoniae]
 COG97620.1 elongation factor G [Streptococcus pneumoniae]
 COK50035.1 elongation factor G [Streptococcus pneumoniae]
 CKD85176.1 elongation factor G [Streptococcus pneumoniae]
 CGF51919.1 elongation factor G [Streptococcus pneumoniae]
 COJ14170.1 elongation factor G [Streptococcus pneumoniae]
 CIR61779.1 elongation factor G [Streptococcus pneumoniae]
 COG49002.1 elongation factor G [Streptococcus pneumoniae]
 CGG90386.1 elongation factor G [Streptococcus pneumoniae]
 CJC61654.1 elongation factor G [Streptococcus pneumoniae]
 COC98556.1 elongation factor G [Streptococcus pneumoniae]
 COI52566.1 elongation factor G [Streptococcus pneumoniae]
 CGF84297.1 elongation factor G [Streptococcus pneumoniae]
 COG80510.1 elongation factor G [Streptococcus pneumoniae]
 CKC54657.1 elongation factor G [Streptococcus pneumoniae]
 CGG36750.1 elongation factor G [Streptococcus pneumoniae]
 CGF12653.1 elongation factor G [Streptococcus pneumoniae]
 CGH02956.1 elongation factor G [Streptococcus pneumoniae]
 COS53179.1 elongation factor G [Streptococcus pneumoniae]
 COP07278.1 elongation factor G [Streptococcus pneumoniae]
 CGH00774.1 elongation factor G [Streptococcus pneumoniae]
 CIQ31732.1 elongation factor G [Streptococcus pneumoniae]
 COR36173.1 elongation factor G [Streptococcus pneumoniae]
 COL92375.1 elongation factor G [Streptococcus pneumoniae]
 CKI63489.1 elongation factor G [Streptococcus pneumoniae]
 CGH05892.1 elongation factor G [Streptococcus pneumoniae]
 CGF23770.1 elongation factor G [Streptococcus pneumoniae]
 COP10695.1 elongation factor G [Streptococcus pneumoniae]
 COC43031.1 elongation factor G [Streptococcus pneumoniae]



 CNB18133.1 elongation factor G [Streptococcus pneumoniae]
 CJH80166.1 elongation factor G [Streptococcus pneumoniae]
 CJP48633.1 elongation factor G [Streptococcus pneumoniae]
 CGG89531.1 elongation factor G [Streptococcus pneumoniae]
 CGG09153.1 elongation factor G [Streptococcus pneumoniae]
 COE52683.1 elongation factor G [Streptococcus pneumoniae]
 COP55111.1 elongation factor G [Streptococcus pneumoniae]
 CMZ43955.1 elongation factor G [Streptococcus pneumoniae]
 CJI11684.1 elongation factor G [Streptococcus pneumoniae]
 CGF28479.1 elongation factor G [Streptococcus pneumoniae]
 CGG21660.1 elongation factor G [Streptococcus pneumoniae]
 COO46939.1 elongation factor G [Streptococcus pneumoniae]
 CJB00074.1 elongation factor G [Streptococcus pneumoniae]
 CMY96088.1 elongation factor G [Streptococcus pneumoniae]
 CGF63330.1 elongation factor G [Streptococcus pneumoniae]
 CGG23898.1 elongation factor G [Streptococcus pneumoniae]
 COL09065.1 elongation factor G [Streptococcus pneumoniae]
 CIO55996.1 elongation factor G [Streptococcus pneumoniae]
 COD13624.1 elongation factor G [Streptococcus pneumoniae]
 CMY83925.1 elongation factor G [Streptococcus pneumoniae]
 CJT54803.1 elongation factor G [Streptococcus pneumoniae]
 COB10756.1 elongation factor G [Streptococcus pneumoniae]
 CON87726.1 elongation factor G [Streptococcus pneumoniae]
 COC42234.1 elongation factor G [Streptococcus pneumoniae]
 CJX27793.1 elongation factor G [Streptococcus pneumoniae]
 COK47549.1 elongation factor G [Streptococcus pneumoniae]
 COE83226.1 elongation factor G [Streptococcus pneumoniae]
 CNA41875.1 elongation factor G [Streptococcus pneumoniae]
 CMY86592.1 elongation factor G [Streptococcus pneumoniae]
 CJD17077.1 elongation factor G [Streptococcus pneumoniae]
 CJE40531.1 elongation factor G [Streptococcus pneumoniae]
 CNZ97660.1 elongation factor G [Streptococcus pneumoniae]
 CKF80124.1 elongation factor G [Streptococcus pneumoniae]
 CGF91167.1 elongation factor G [Streptococcus pneumoniae]
 CNA05092.1 elongation factor G [Streptococcus pneumoniae]
 CMX21420.1 elongation factor G [Streptococcus pneumoniae]
 CNZ45948.1 elongation factor G [Streptococcus pneumoniae]
 CNA87328.1 elongation factor G [Streptococcus pneumoniae]
 COB14245.1 elongation factor G [Streptococcus pneumoniae]
 CJT11943.1 elongation factor G [Streptococcus pneumoniae]
 CJG31986.1 elongation factor G [Streptococcus pneumoniae]
 COK92537.1 elongation factor G [Streptococcus pneumoniae]
 COQ76753.1 elongation factor G [Streptococcus pneumoniae]
 CKJ31799.1 elongation factor G [Streptococcus pneumoniae]
 CMZ34570.1 elongation factor G [Streptococcus pneumoniae]
 CMZ86932.1 elongation factor G [Streptococcus pneumoniae]
 CJH79698.1 elongation factor G [Streptococcus pneumoniae]
 CON96795.1 elongation factor G [Streptococcus pneumoniae]
 CGE93796.1 elongation factor G [Streptococcus pneumoniae]
 CNA65334.1 elongation factor G [Streptococcus pneumoniae]
 COJ28708.1 elongation factor G [Streptococcus pneumoniae]
 COC06954.1 elongation factor G [Streptococcus pneumoniae]
 CJR76933.1 elongation factor G [Streptococcus pneumoniae]
 CGG41612.1 elongation factor G [Streptococcus pneumoniae]



 CMX11988.1 elongation factor G [Streptococcus pneumoniae]
 CMZ09771.1 elongation factor G [Streptococcus pneumoniae]
 CMV11402.1 elongation factor G [Streptococcus pneumoniae]
 CJX75667.1 elongation factor G [Streptococcus pneumoniae]
 CGF62005.1 elongation factor G [Streptococcus pneumoniae]
 CNA30792.1 elongation factor G [Streptococcus pneumoniae]
 CMW86007.1 elongation factor G [Streptococcus pneumoniae]
 CMU19659.1 elongation factor G [Streptococcus pneumoniae]
 CMX73401.1 elongation factor G [Streptococcus pneumoniae]
 CMY81017.1 elongation factor G [Streptococcus pneumoniae]
 CJL28971.1 elongation factor G [Streptococcus pneumoniae]
 COB40552.1 elongation factor G [Streptococcus pneumoniae]
 COS62001.1 elongation factor G [Streptococcus pneumoniae]
 CMZ17576.1 elongation factor G [Streptococcus pneumoniae]
 CMZ61877.1 elongation factor G [Streptococcus pneumoniae]
 CJB63980.1 elongation factor G [Streptococcus pneumoniae]
 CMV16141.1 elongation factor G [Streptococcus pneumoniae]
 CGG86402.1 elongation factor G [Streptococcus pneumoniae]
 CMX63184.1 elongation factor G [Streptococcus pneumoniae]
 CJA83935.1 elongation factor G [Streptococcus pneumoniae]
 CMW81085.1 elongation factor G [Streptococcus pneumoniae]
 CMZ41562.1 elongation factor G [Streptococcus pneumoniae]
 CGG48042.1 elongation factor G [Streptococcus pneumoniae]
 COO48140.1 elongation factor G [Streptococcus pneumoniae]
 COO85127.1 elongation factor G [Streptococcus pneumoniae]
 CJF25674.1 elongation factor G [Streptococcus pneumoniae]
 KKW85812.1 elongation factor G [Streptococcus pneumoniae]
 KKW86175.1 elongation factor G [Streptococcus pneumoniae]
 CRI60980.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 CGF36379.1 elongation factor G [Streptococcus pneumoniae]
 CGF11907.1 elongation factor G [Streptococcus pneumoniae]
 CGG59459.1 elongation factor G [Streptococcus pneumoniae]
 CGF06117.1 elongation factor G [Streptococcus pneumoniae]
 CGG21074.1 elongation factor G [Streptococcus pneumoniae]
 CGF69095.1 elongation factor G [Streptococcus pneumoniae]
 CGF68678.1 elongation factor G [Streptococcus pneumoniae]
 CGG15780.1 elongation factor G [Streptococcus pneumoniae]
 CGG70262.1 elongation factor G [Streptococcus pneumoniae]
 CGF09797.1 elongation factor G [Streptococcus pneumoniae]
 CGG94206.1 elongation factor G [Streptococcus pneumoniae]
 CGG16416.1 elongation factor G [Streptococcus pneumoniae]
 CEO61661.1 elongation factor G [Streptococcus pneumoniae]
 CGF80703.1 elongation factor G [Streptococcus pneumoniae]
 CIY32042.1 elongation factor G [Streptococcus pneumoniae]
 CIS69617.1 elongation factor G [Streptococcus pneumoniae]
 CIO78074.1 elongation factor G [Streptococcus pneumoniae]
 CIO98497.1 elongation factor G [Streptococcus pneumoniae]
 CIY98275.1 elongation factor G [Streptococcus pneumoniae]
 CIQ14141.1 elongation factor G [Streptococcus pneumoniae]
 CIU39796.1 elongation factor G [Streptococcus pneumoniae]
 CIU93096.1 elongation factor G [Streptococcus pneumoniae]
 CIP99402.1 elongation factor G [Streptococcus pneumoniae]
 CIQ16236.1 elongation factor G [Streptococcus pneumoniae]



 CIV64820.1 elongation factor G [Streptococcus pneumoniae]
 CIX10758.1 elongation factor G [Streptococcus pneumoniae]
 CIT52155.1 elongation factor G [Streptococcus pneumoniae]
 CIY98792.1 elongation factor G [Streptococcus pneumoniae]
 CIQ06483.1 elongation factor G [Streptococcus pneumoniae]
 CIY98566.1 elongation factor G [Streptococcus pneumoniae]
 CIO31666.1 elongation factor G [Streptococcus pneumoniae]
 CIR28269.1 elongation factor G [Streptococcus pneumoniae]
 CIW23116.1 elongation factor G [Streptococcus pneumoniae]
 CIU23124.1 elongation factor G [Streptococcus pneumoniae]
 CIU24083.1 elongation factor G [Streptococcus pneumoniae]
 CIR35065.1 elongation factor G [Streptococcus pneumoniae]
 CIV27419.1 elongation factor G [Streptococcus pneumoniae]
 CIR00686.1 elongation factor G [Streptococcus pneumoniae]
 CIT25795.1 elongation factor G [Streptococcus pneumoniae]
 CIS51378.1 elongation factor G [Streptococcus pneumoniae]
 CIU84695.1 elongation factor G [Streptococcus pneumoniae]
 CIW59104.1 elongation factor G [Streptococcus pneumoniae]
 CIZ13650.1 elongation factor G [Streptococcus pneumoniae]
 CIX32828.1 elongation factor G [Streptococcus pneumoniae]
 CIR14271.1 elongation factor G [Streptococcus pneumoniae]
 CIT08022.1 elongation factor G [Streptococcus pneumoniae]
 CIT37774.1 elongation factor G [Streptococcus pneumoniae]
 CIV11719.1 elongation factor G [Streptococcus pneumoniae]
 CIX42062.1 elongation factor G [Streptococcus pneumoniae]
 CIX62368.1 elongation factor G [Streptococcus pneumoniae]
 CIO50678.1 elongation factor G [Streptococcus pneumoniae]
 CIZ32840.1 elongation factor G [Streptococcus pneumoniae]
 CIR54127.1 elongation factor G [Streptococcus pneumoniae]
 CIW77171.1 elongation factor G [Streptococcus pneumoniae]
 CIQ05197.1 elongation factor G [Streptococcus pneumoniae]
 CIO46030.1 elongation factor G [Streptococcus pneumoniae]
 CIU71522.1 elongation factor G [Streptococcus pneumoniae]
 CIP77746.1 elongation factor G [Streptococcus pneumoniae]
 CIO97859.1 elongation factor G [Streptococcus pneumoniae]
 CIV84739.1 elongation factor G [Streptococcus pneumoniae]
 CIN44271.1 elongation factor G [Streptococcus pneumoniae]
 CIW72649.1 elongation factor G [Streptococcus pneumoniae]
 CIV49943.1 elongation factor G [Streptococcus pneumoniae]
 CIY08677.1 elongation factor G [Streptococcus pneumoniae]
 CIW71283.1 elongation factor G [Streptococcus pneumoniae]
 CIT57803.1 elongation factor G [Streptococcus pneumoniae]
 CIW09337.1 elongation factor G [Streptococcus pneumoniae]
 CIY57154.1 elongation factor G [Streptococcus pneumoniae]
 CIQ79332.1 elongation factor G [Streptococcus pneumoniae]
 CIV18374.1 elongation factor G [Streptococcus pneumoniae]
 CIS66738.1 elongation factor G [Streptococcus pneumoniae]
 CIV38096.1 elongation factor G [Streptococcus pneumoniae]
 CIS38813.1 elongation factor G [Streptococcus pneumoniae]
 CIP99815.1 elongation factor G [Streptococcus pneumoniae]
 CIT08992.1 elongation factor G [Streptococcus pneumoniae]
 CIP95024.1 elongation factor G [Streptococcus pneumoniae]
 CIX64341.1 elongation factor G [Streptococcus pneumoniae]
 CIS15407.1 elongation factor G [Streptococcus pneumoniae]



 CIX08546.1 elongation factor G [Streptococcus pneumoniae]
 CIY47934.1 elongation factor G [Streptococcus pneumoniae]
 CIS61104.1 elongation factor G [Streptococcus pneumoniae]
 CIW31011.1 elongation factor G [Streptococcus pneumoniae]
 CIR02987.1 elongation factor G [Streptococcus pneumoniae]
 CIX22251.1 elongation factor G [Streptococcus pneumoniae]
 CIU73248.1 elongation factor G [Streptococcus pneumoniae]
 CIU32906.1 elongation factor G [Streptococcus pneumoniae]
 CIR12074.1 elongation factor G [Streptococcus pneumoniae]
 CIR50631.1 elongation factor G [Streptococcus pneumoniae]
 CIT26689.1 elongation factor G [Streptococcus pneumoniae]
 CIZ03756.1 elongation factor G [Streptococcus pneumoniae]
 CIR39747.1 elongation factor G [Streptococcus pneumoniae]
 CIT89494.1 elongation factor G [Streptococcus pneumoniae]
 CIW04014.1 elongation factor G [Streptococcus pneumoniae]
 CIX13370.1 elongation factor G [Streptococcus pneumoniae]
 CIY32734.1 elongation factor G [Streptococcus pneumoniae]
 CIQ52747.1 elongation factor G [Streptococcus pneumoniae]
 CIQ21957.1 elongation factor G [Streptococcus pneumoniae]
 CIX89435.1 elongation factor G [Streptococcus pneumoniae]
 CIW36391.1 elongation factor G [Streptococcus pneumoniae]
 CIO89239.1 elongation factor G [Streptococcus pneumoniae]
 CIZ69593.1 elongation factor G [Streptococcus pneumoniae]
 CIY09668.1 elongation factor G [Streptococcus pneumoniae]
 CIP73563.1 elongation factor G [Streptococcus pneumoniae]
 CIS07624.1 elongation factor G [Streptococcus pneumoniae]
 CIW57499.1 elongation factor G [Streptococcus pneumoniae]
 CIU16682.1 elongation factor G [Streptococcus pneumoniae]
 CIY51216.1 elongation factor G [Streptococcus pneumoniae]
 CIP77101.1 elongation factor G [Streptococcus pneumoniae]
 CIS13394.1 elongation factor G [Streptococcus pneumoniae]
 CIY49536.1 elongation factor G [Streptococcus pneumoniae]
 CIW77515.1 elongation factor G [Streptococcus pneumoniae]
 CIX88553.1 elongation factor G [Streptococcus pneumoniae]
 CIQ71519.1 elongation factor G [Streptococcus pneumoniae]
 CIY73396.1 elongation factor G [Streptococcus pneumoniae]
 CIZ03598.1 elongation factor G [Streptococcus pneumoniae]
 CIV77793.1 elongation factor G [Streptococcus pneumoniae]
 CIZ63385.1 elongation factor G [Streptococcus pneumoniae]
 CIX31295.1 elongation factor G [Streptococcus pneumoniae]
 CIS31200.1 elongation factor G [Streptococcus pneumoniae]
 CIZ33031.1 elongation factor G [Streptococcus pneumoniae]
 CIT41220.1 elongation factor G [Streptococcus pneumoniae]
 CIP81934.1 elongation factor G [Streptococcus pneumoniae]
 CIX15165.1 elongation factor G [Streptococcus pneumoniae]
 CIR42948.1 elongation factor G [Streptococcus pneumoniae]
 CIZ24954.1 elongation factor G [Streptococcus pneumoniae]
 CIS47279.1 elongation factor G [Streptococcus pneumoniae]
 CIV02410.1 elongation factor G [Streptococcus pneumoniae]
 CIV73839.1 elongation factor G [Streptococcus pneumoniae]
 CIU25299.1 elongation factor G [Streptococcus pneumoniae]
 CIY26950.1 elongation factor G [Streptococcus pneumoniae]
 CIY15014.1 elongation factor G [Streptococcus pneumoniae]
 CIZ62954.1 elongation factor G [Streptococcus pneumoniae]



 CIX82885.1 elongation factor G [Streptococcus pneumoniae]
 CIP24786.1 elongation factor G [Streptococcus pneumoniae]
 CIU89448.1 elongation factor G [Streptococcus pneumoniae]
 CIV11673.1 elongation factor G [Streptococcus pneumoniae]
 CIX78097.1 elongation factor G [Streptococcus pneumoniae]
 CIW03494.1 elongation factor G [Streptococcus pneumoniae]
 CIX84255.1 elongation factor G [Streptococcus pneumoniae]
 CIT16491.1 elongation factor G [Streptococcus pneumoniae]
 CIY77296.1 elongation factor G [Streptococcus pneumoniae]
 CIO66149.1 elongation factor G [Streptococcus pneumoniae]
 CIX22099.1 elongation factor G [Streptococcus pneumoniae]
 CIX56274.1 elongation factor G [Streptococcus pneumoniae]
 CIY48948.1 elongation factor G [Streptococcus pneumoniae]
 CIU34233.1 elongation factor G [Streptococcus pneumoniae]
 CIU78472.1 elongation factor G [Streptococcus pneumoniae]
 CIX41866.1 elongation factor G [Streptococcus pneumoniae]
 CIZ01396.1 elongation factor G [Streptococcus pneumoniae]
 CIW46110.1 elongation factor G [Streptococcus pneumoniae]
 CIS55869.1 elongation factor G [Streptococcus pneumoniae]
 CIP92195.1 elongation factor G [Streptococcus pneumoniae]
 CIW93568.1 elongation factor G [Streptococcus pneumoniae]
 CIZ01721.1 elongation factor G [Streptococcus pneumoniae]
 CIP74364.1 elongation factor G [Streptococcus pneumoniae]
 CIY66953.1 elongation factor G [Streptococcus pneumoniae]
 CIQ27417.1 elongation factor G [Streptococcus pneumoniae]
 CIY53298.1 elongation factor G [Streptococcus pneumoniae]
 CIX53017.1 elongation factor G [Streptococcus pneumoniae]
 CIT00394.1 elongation factor G [Streptococcus pneumoniae]
 CIO94854.1 elongation factor G [Streptococcus pneumoniae]
 CIX39603.1 elongation factor G [Streptococcus pneumoniae]
 CIW76655.1 elongation factor G [Streptococcus pneumoniae]
 CIX06768.1 elongation factor G [Streptococcus pneumoniae]
 CIY89890.1 elongation factor G [Streptococcus pneumoniae]
 CIT15587.1 elongation factor G [Streptococcus pneumoniae]
 CIZ74175.1 elongation factor G [Streptococcus pneumoniae]
 CIP54689.1 elongation factor G [Streptococcus pneumoniae]
 CIP16061.1 elongation factor G [Streptococcus pneumoniae]
 CIS85850.1 elongation factor G [Streptococcus pneumoniae]
 CIW70740.1 elongation factor G [Streptococcus pneumoniae]
 CIW82861.1 elongation factor G [Streptococcus pneumoniae]
 CIY68451.1 elongation factor G [Streptococcus pneumoniae]
 CIV08270.1 elongation factor G [Streptococcus pneumoniae]
 CIY23522.1 elongation factor G [Streptococcus pneumoniae]
 CIZ47861.1 elongation factor G [Streptococcus pneumoniae]
 CIR74317.1 elongation factor G [Streptococcus pneumoniae]
 CIR92642.1 elongation factor G [Streptococcus pneumoniae]
 CIV85488.1 elongation factor G [Streptococcus pneumoniae]
 CIW61592.1 elongation factor G [Streptococcus pneumoniae]
 CIU31991.1 elongation factor G [Streptococcus pneumoniae]
 CIZ81350.1 elongation factor G [Streptococcus pneumoniae]
 CIY52804.1 elongation factor G [Streptococcus pneumoniae]
 CIP60600.1 elongation factor G [Streptococcus pneumoniae]
 CIU95078.1 elongation factor G [Streptococcus pneumoniae]
 CIX84166.1 elongation factor G [Streptococcus pneumoniae]



 CIU41550.1 elongation factor G [Streptococcus pneumoniae]
 CIO87972.1 elongation factor G [Streptococcus pneumoniae]
 CIQ91568.1 elongation factor G [Streptococcus pneumoniae]
 CIQ96157.1 elongation factor G [Streptococcus pneumoniae]
 CJA21435.1 elongation factor G [Streptococcus pneumoniae]
 CIU51708.1 elongation factor G [Streptococcus pneumoniae]
 CIX70715.1 elongation factor G [Streptococcus pneumoniae]
 CIS00823.1 elongation factor G [Streptococcus pneumoniae]
 CIY40930.1 elongation factor G [Streptococcus pneumoniae]
 CIX17790.1 elongation factor G [Streptococcus pneumoniae]
 CIW28018.1 elongation factor G [Streptococcus pneumoniae]
 CIT28646.1 elongation factor G [Streptococcus pneumoniae]
 CIV12070.1 elongation factor G [Streptococcus pneumoniae]
 CIR29029.1 elongation factor G [Streptococcus pneumoniae]
 CIO78600.1 elongation factor G [Streptococcus pneumoniae]
 CIZ10144.1 elongation factor G [Streptococcus pneumoniae]
 CIU76496.1 elongation factor G [Streptococcus pneumoniae]
 CIV64614.1 elongation factor G [Streptococcus pneumoniae]
 CIT83207.1 elongation factor G [Streptococcus pneumoniae]
 CIR33733.1 elongation factor G [Streptococcus pneumoniae]
 CIQ75074.1 elongation factor G [Streptococcus pneumoniae]
 CIZ65026.1 elongation factor G [Streptococcus pneumoniae]
 CIR13298.1 elongation factor G [Streptococcus pneumoniae]
 CIR51152.1 elongation factor G [Streptococcus pneumoniae]
 CIV86583.1 elongation factor G [Streptococcus pneumoniae]
 CIR83747.1 elongation factor G [Streptococcus pneumoniae]
 CIW29836.1 elongation factor G [Streptococcus pneumoniae]
 CIX49268.1 elongation factor G [Streptococcus pneumoniae]
 CIQ79790.1 elongation factor G [Streptococcus pneumoniae]
 CIR98242.1 elongation factor G [Streptococcus pneumoniae]
 CIQ05411.1 elongation factor G [Streptococcus pneumoniae]
 CIO74197.1 elongation factor G [Streptococcus pneumoniae]
 CIT83803.1 elongation factor G [Streptococcus pneumoniae]
 CIZ29323.1 elongation factor G [Streptococcus pneumoniae]
 CIY27899.1 elongation factor G [Streptococcus pneumoniae]
 CIQ85374.1 elongation factor G [Streptococcus pneumoniae]
 CIR91385.1 elongation factor G [Streptococcus pneumoniae]
 CIQ36489.1 elongation factor G [Streptococcus pneumoniae]
 CIY97126.1 elongation factor G [Streptococcus pneumoniae]
 CIR50183.1 elongation factor G [Streptococcus pneumoniae]
 CIY01833.1 elongation factor G [Streptococcus pneumoniae]
 CIP08543.1 elongation factor G [Streptococcus pneumoniae]
 CIP91261.1 elongation factor G [Streptococcus pneumoniae]
 CIU47414.1 elongation factor G [Streptococcus pneumoniae]
 CIW31067.1 elongation factor G [Streptococcus pneumoniae]
 CIO53324.1 elongation factor G [Streptococcus pneumoniae]
 CIV29086.1 elongation factor G [Streptococcus pneumoniae]
 CIT04231.1 elongation factor G [Streptococcus pneumoniae]
 CIV18284.1 elongation factor G [Streptococcus pneumoniae]
 CIV52488.1 elongation factor G [Streptococcus pneumoniae]
 CIV89105.1 elongation factor G [Streptococcus pneumoniae]
 CIQ08741.1 elongation factor G [Streptococcus pneumoniae]
 CIY22481.1 elongation factor G [Streptococcus pneumoniae]
 CIO83547.1 elongation factor G [Streptococcus pneumoniae]



 CIU07618.1 elongation factor G [Streptococcus pneumoniae]
 CIT26250.1 elongation factor G [Streptococcus pneumoniae]
 CIZ06794.1 elongation factor G [Streptococcus pneumoniae]
 CIX59382.1 elongation factor G [Streptococcus pneumoniae]
 CIZ54352.1 elongation factor G [Streptococcus pneumoniae]
 CIP92508.1 elongation factor G [Streptococcus pneumoniae]
 CIX21615.1 elongation factor G [Streptococcus pneumoniae]
 CIY10050.1 elongation factor G [Streptococcus pneumoniae]
 CIV94331.1 elongation factor G [Streptococcus pneumoniae]
 CIX07470.1 elongation factor G [Streptococcus pneumoniae]
 CIS65921.1 elongation factor G [Streptococcus pneumoniae]
 CIT57549.1 elongation factor G [Streptococcus pneumoniae]
 CIU40817.1 elongation factor G [Streptococcus pneumoniae]
 CIT36410.1 elongation factor G [Streptococcus pneumoniae]
 CIZ10625.1 elongation factor G [Streptococcus pneumoniae]
 CIO59337.1 elongation factor G [Streptococcus pneumoniae]
 CIS76429.1 elongation factor G [Streptococcus pneumoniae]
 CIW63561.1 elongation factor G [Streptococcus pneumoniae]
 CIZ60947.1 elongation factor G [Streptococcus pneumoniae]
 CIO76958.1 elongation factor G [Streptococcus pneumoniae]
 CIR25779.1 elongation factor G [Streptococcus pneumoniae]
 CIX19467.1 elongation factor G [Streptococcus pneumoniae]
 CIY60682.1 elongation factor G [Streptococcus pneumoniae]
 CIV14678.1 elongation factor G [Streptococcus pneumoniae]
 CIO59892.1 elongation factor G [Streptococcus pneumoniae]
 CIT74449.1 elongation factor G [Streptococcus pneumoniae]
 CIR42509.1 elongation factor G [Streptococcus pneumoniae]
 CIN81021.1 elongation factor G [Streptococcus pneumoniae]
 CIU96695.1 elongation factor G [Streptococcus pneumoniae]
 CIS38421.1 elongation factor G [Streptococcus pneumoniae]
 CIX16434.1 elongation factor G [Streptococcus pneumoniae]
 CIY89476.1 elongation factor G [Streptococcus pneumoniae]
 CIN65967.1 elongation factor G [Streptococcus pneumoniae]
 CIU51291.1 elongation factor G [Streptococcus pneumoniae]
 CIZ66013.1 elongation factor G [Streptococcus pneumoniae]
 CIR03493.1 elongation factor G [Streptococcus pneumoniae]
 CIQ75545.1 elongation factor G [Streptococcus pneumoniae]
 CIU04128.1 elongation factor G [Streptococcus pneumoniae]
 CIR03109.1 elongation factor G [Streptococcus pneumoniae]
 CIQ04025.1 elongation factor G [Streptococcus pneumoniae]
 CIT34265.1 elongation factor G [Streptococcus pneumoniae]
 CIP88464.1 elongation factor G [Streptococcus pneumoniae]
 CIV44758.1 elongation factor G [Streptococcus pneumoniae]
 CIR10303.1 elongation factor G [Streptococcus pneumoniae]
 CIN81052.1 elongation factor G [Streptococcus pneumoniae]
 CIS37633.1 elongation factor G [Streptococcus pneumoniae]
 CIQ85228.1 elongation factor G [Streptococcus pneumoniae]
 CIT06551.1 elongation factor G [Streptococcus pneumoniae]
 CIS08685.1 elongation factor G [Streptococcus pneumoniae]
 CIR99009.1 elongation factor G [Streptococcus pneumoniae]
 CIY16212.1 elongation factor G [Streptococcus pneumoniae]
 CIN67151.1 elongation factor G [Streptococcus pneumoniae]
 CIQ04043.1 elongation factor G [Streptococcus pneumoniae]
 CIR23433.1 elongation factor G [Streptococcus pneumoniae]



 CIQ12260.1 elongation factor G [Streptococcus pneumoniae]
 CIT28927.1 elongation factor G [Streptococcus pneumoniae]
 CIO77268.1 elongation factor G [Streptococcus pneumoniae]
 CIR98149.1 elongation factor G [Streptococcus pneumoniae]
 CIO34874.1 elongation factor G [Streptococcus pneumoniae]
 CIY40547.1 elongation factor G [Streptococcus pneumoniae]
 CIS77333.1 elongation factor G [Streptococcus pneumoniae]
 CIS36138.1 elongation factor G [Streptococcus pneumoniae]
 CIP65989.1 elongation factor G [Streptococcus pneumoniae]
 CIY40526.1 elongation factor G [Streptococcus pneumoniae]
 CJP29018.1 elongation factor G [Streptococcus pneumoniae]
 CJA51381.1 elongation factor G [Streptococcus pneumoniae]
 CJO34578.1 elongation factor G [Streptococcus pneumoniae]
 CJJ12899.1 elongation factor G [Streptococcus pneumoniae]
 CJP85195.1 elongation factor G [Streptococcus pneumoniae]
 CJC33723.1 elongation factor G [Streptococcus pneumoniae]
 CJQ55418.1 elongation factor G [Streptococcus pneumoniae]
 CJN50814.1 elongation factor G [Streptococcus pneumoniae]
 CJP33815.1 elongation factor G [Streptococcus pneumoniae]
 CJM42110.1 elongation factor G [Streptococcus pneumoniae]
 CJF25386.1 elongation factor G [Streptococcus pneumoniae]
 CJA44621.1 elongation factor G [Streptococcus pneumoniae]
 CJE05160.1 elongation factor G [Streptococcus pneumoniae]
 CJF18985.1 elongation factor G [Streptococcus pneumoniae]
 CJP21354.1 elongation factor G [Streptococcus pneumoniae]
 CJK63328.1 elongation factor G [Streptococcus pneumoniae]
 CJR38564.1 elongation factor G [Streptococcus pneumoniae]
 CJL24773.1 elongation factor G [Streptococcus pneumoniae]
 CJD78460.1 elongation factor G [Streptococcus pneumoniae]
 CJK23286.1 elongation factor G [Streptococcus pneumoniae]
 CJJ33937.1 elongation factor G [Streptococcus pneumoniae]
 CJA29558.1 elongation factor G [Streptococcus pneumoniae]
 CJG01274.1 elongation factor G [Streptococcus pneumoniae]
 CJM82902.1 elongation factor G [Streptococcus pneumoniae]
 CJT36842.1 elongation factor G [Streptococcus pneumoniae]
 CJR22289.1 elongation factor G [Streptococcus pneumoniae]
 CJK81138.1 elongation factor G [Streptococcus pneumoniae]
 CJP76869.1 elongation factor G [Streptococcus pneumoniae]
 CJM02820.1 elongation factor G [Streptococcus pneumoniae]
 CJA74970.1 elongation factor G [Streptococcus pneumoniae]
 CJH59299.1 elongation factor G [Streptococcus pneumoniae]
 CJS30013.1 elongation factor G [Streptococcus pneumoniae]
 CJC21563.1 elongation factor G [Streptococcus pneumoniae]
 CJE65730.1 elongation factor G [Streptococcus pneumoniae]
 CJS58208.1 elongation factor G [Streptococcus pneumoniae]
 CJB09028.1 elongation factor G [Streptococcus pneumoniae]
 CJT58306.1 elongation factor G [Streptococcus pneumoniae]
 CJQ28916.1 elongation factor G [Streptococcus pneumoniae]
 CJD82201.1 elongation factor G [Streptococcus pneumoniae]
 CJQ96004.1 elongation factor G [Streptococcus pneumoniae]
 CJS79815.1 elongation factor G [Streptococcus pneumoniae]
 CJO90437.1 elongation factor G [Streptococcus pneumoniae]
 CJS21401.1 elongation factor G [Streptococcus pneumoniae]
 CJI77389.1 elongation factor G [Streptococcus pneumoniae]



 CJR15460.1 elongation factor G [Streptococcus pneumoniae]
 CJA52823.1 elongation factor G [Streptococcus pneumoniae]
 CJB25786.1 elongation factor G [Streptococcus pneumoniae]
 CJP88141.1 elongation factor G [Streptococcus pneumoniae]
 CJD70368.1 elongation factor G [Streptococcus pneumoniae]
 CJM59216.1 elongation factor G [Streptococcus pneumoniae]
 CJQ92507.1 elongation factor G [Streptococcus pneumoniae]
 CJN87798.1 elongation factor G [Streptococcus pneumoniae]
 CJJ37253.1 elongation factor G [Streptococcus pneumoniae]
 CJR11762.1 elongation factor G [Streptococcus pneumoniae]
 CJK42038.1 elongation factor G [Streptococcus pneumoniae]
 CJT11506.1 elongation factor G [Streptococcus pneumoniae]
 CJS33548.1 elongation factor G [Streptococcus pneumoniae]
 CJL60396.1 elongation factor G [Streptococcus pneumoniae]
 CJR73146.1 elongation factor G [Streptococcus pneumoniae]
 CJN55057.1 elongation factor G [Streptococcus pneumoniae]
 CJH41472.1 elongation factor G [Streptococcus pneumoniae]
 CJC24166.1 elongation factor G [Streptococcus pneumoniae]
 CJQ81658.1 elongation factor G [Streptococcus pneumoniae]
 CJN79491.1 elongation factor G [Streptococcus pneumoniae]
 CJR78446.1 elongation factor G [Streptococcus pneumoniae]
 CJE00755.1 elongation factor G [Streptococcus pneumoniae]
 CJF24308.1 elongation factor G [Streptococcus pneumoniae]
 CJE88920.1 elongation factor G [Streptococcus pneumoniae]
 CJK30201.1 elongation factor G [Streptococcus pneumoniae]
 CJD07247.1 elongation factor G [Streptococcus pneumoniae]
 CJS57644.1 elongation factor G [Streptococcus pneumoniae]
 CJR52994.1 elongation factor G [Streptococcus pneumoniae]
 CJS17460.1 elongation factor G [Streptococcus pneumoniae]
 CJN73145.1 elongation factor G [Streptococcus pneumoniae]
 CJS61675.1 elongation factor G [Streptococcus pneumoniae]
 CJE06033.1 elongation factor G [Streptococcus pneumoniae]
 CJK45532.1 elongation factor G [Streptococcus pneumoniae]
 CJR56955.1 elongation factor G [Streptococcus pneumoniae]
 CJA66563.1 elongation factor G [Streptococcus pneumoniae]
 CJR00678.1 elongation factor G [Streptococcus pneumoniae]
 CJA57852.1 elongation factor G [Streptococcus pneumoniae]
 CJD40286.1 elongation factor G [Streptococcus pneumoniae]
 CJI19909.1 elongation factor G [Streptococcus pneumoniae]
 CJF61752.1 elongation factor G [Streptococcus pneumoniae]
 CJB78678.1 elongation factor G [Streptococcus pneumoniae]
 CJR30744.1 elongation factor G [Streptococcus pneumoniae]
 CJS23871.1 elongation factor G [Streptococcus pneumoniae]
 CJE18189.1 elongation factor G [Streptococcus pneumoniae]
 CJM07013.1 elongation factor G [Streptococcus pneumoniae]
 CJE96403.1 elongation factor G [Streptococcus pneumoniae]
 CJK14772.1 elongation factor G [Streptococcus pneumoniae]
 CJI20390.1 elongation factor G [Streptococcus pneumoniae]
 CJD96455.1 elongation factor G [Streptococcus pneumoniae]
 CJI97641.1 elongation factor G [Streptococcus pneumoniae]
 CJS53687.1 elongation factor G [Streptococcus pneumoniae]
 CJO83672.1 elongation factor G [Streptococcus pneumoniae]
 CIZ79199.1 elongation factor G [Streptococcus pneumoniae]
 CJN67449.1 elongation factor G [Streptococcus pneumoniae]



 CJC72069.1 elongation factor G [Streptococcus pneumoniae]
 CJJ11505.1 elongation factor G [Streptococcus pneumoniae]
 CJS86687.1 elongation factor G [Streptococcus pneumoniae]
 CJF20294.1 elongation factor G [Streptococcus pneumoniae]
 CJS89652.1 elongation factor G [Streptococcus pneumoniae]
 CJO51837.1 elongation factor G [Streptococcus pneumoniae]
 CJI03129.1 elongation factor G [Streptococcus pneumoniae]
 CJN34123.1 elongation factor G [Streptococcus pneumoniae]
 CJP38042.1 elongation factor G [Streptococcus pneumoniae]
 CJC68951.1 elongation factor G [Streptococcus pneumoniae]
 CJD78926.1 elongation factor G [Streptococcus pneumoniae]
 CJT34591.1 elongation factor G [Streptococcus pneumoniae]
 CJK79072.1 elongation factor G [Streptococcus pneumoniae]
 CJE31858.1 elongation factor G [Streptococcus pneumoniae]
 CJI47664.1 elongation factor G [Streptococcus pneumoniae]
 CJI40266.1 elongation factor G [Streptococcus pneumoniae]
 CJN41317.1 elongation factor G [Streptococcus pneumoniae]
 CJJ26477.1 elongation factor G [Streptococcus pneumoniae]
 CJR13464.1 elongation factor G [Streptococcus pneumoniae]
 CJS75095.1 elongation factor G [Streptococcus pneumoniae]
 CJO40735.1 elongation factor G [Streptococcus pneumoniae]
 CJI96072.1 elongation factor G [Streptococcus pneumoniae]
 CJS36027.1 elongation factor G [Streptococcus pneumoniae]
 CJT25036.1 elongation factor G [Streptococcus pneumoniae]
 CJP36246.1 elongation factor G [Streptococcus pneumoniae]
 CJL13151.1 elongation factor G [Streptococcus pneumoniae]
 CJS15211.1 elongation factor G [Streptococcus pneumoniae]
 CJE46618.1 elongation factor G [Streptococcus pneumoniae]
 CJQ56601.1 elongation factor G [Streptococcus pneumoniae]
 CJG84009.1 elongation factor G [Streptococcus pneumoniae]
 CJN08898.1 elongation factor G [Streptococcus pneumoniae]
 CJI11136.1 elongation factor G [Streptococcus pneumoniae]
 CJL15669.1 elongation factor G [Streptococcus pneumoniae]
 CJQ87725.1 elongation factor G [Streptococcus pneumoniae]
 CJD63063.1 elongation factor G [Streptococcus pneumoniae]
 CJR01040.1 elongation factor G [Streptococcus pneumoniae]
 CJK04157.1 elongation factor G [Streptococcus pneumoniae]
 CJS20115.1 elongation factor G [Streptococcus pneumoniae]
 CJA87556.1 elongation factor G [Streptococcus pneumoniae]
 CJF26251.1 elongation factor G [Streptococcus pneumoniae]
 CJK32519.1 elongation factor G [Streptococcus pneumoniae]
 CJF44185.1 elongation factor G [Streptococcus pneumoniae]
 CJC19714.1 elongation factor G [Streptococcus pneumoniae]
 CJS52482.1 elongation factor G [Streptococcus pneumoniae]
 CJC09167.1 elongation factor G [Streptococcus pneumoniae]
 CJA45916.1 elongation factor G [Streptococcus pneumoniae]
 CJP49249.1 elongation factor G [Streptococcus pneumoniae]
 CJR76427.1 elongation factor G [Streptococcus pneumoniae]
 CJK04692.1 elongation factor G [Streptococcus pneumoniae]
 CJJ31252.1 elongation factor G [Streptococcus pneumoniae]
 CJM53599.1 elongation factor G [Streptococcus pneumoniae]
 CJS27192.1 elongation factor G [Streptococcus pneumoniae]
 CJH04700.1 elongation factor G [Streptococcus pneumoniae]
 CJP46417.1 elongation factor G [Streptococcus pneumoniae]



 CJJ77224.1 elongation factor G [Streptococcus pneumoniae]
 CJO54712.1 elongation factor G [Streptococcus pneumoniae]
 CJD74545.1 elongation factor G [Streptococcus pneumoniae]
 CJK21313.1 elongation factor G [Streptococcus pneumoniae]
 CJC18842.1 elongation factor G [Streptococcus pneumoniae]
 CIZ66296.1 elongation factor G [Streptococcus pneumoniae]
 CJM25121.1 elongation factor G [Streptococcus pneumoniae]
 CJL18709.1 elongation factor G [Streptococcus pneumoniae]
 CJG82219.1 elongation factor G [Streptococcus pneumoniae]
 CJH94905.1 elongation factor G [Streptococcus pneumoniae]
 CJD78692.1 elongation factor G [Streptococcus pneumoniae]
 CJM72821.1 elongation factor G [Streptococcus pneumoniae]
 CJC48816.1 elongation factor G [Streptococcus pneumoniae]
 CJK10635.1 elongation factor G [Streptococcus pneumoniae]
 CJA56836.1 elongation factor G [Streptococcus pneumoniae]
 CJH03341.1 elongation factor G [Streptococcus pneumoniae]
 CJD91554.1 elongation factor G [Streptococcus pneumoniae]
 CJQ93450.1 elongation factor G [Streptococcus pneumoniae]
 CJR61517.1 elongation factor G [Streptococcus pneumoniae]
 CJQ19264.1 elongation factor G [Streptococcus pneumoniae]
 CJK34458.1 elongation factor G [Streptococcus pneumoniae]
 CJL80183.1 elongation factor G [Streptococcus pneumoniae]
 CJN25454.1 elongation factor G [Streptococcus pneumoniae]
 CJD76660.1 elongation factor G [Streptococcus pneumoniae]
 CJG31253.1 elongation factor G [Streptococcus pneumoniae]
 CJQ41252.1 elongation factor G [Streptococcus pneumoniae]
 CJJ73156.1 elongation factor G [Streptococcus pneumoniae]
 CJG19853.1 elongation factor G [Streptococcus pneumoniae]
 CJT16143.1 elongation factor G [Streptococcus pneumoniae]
 CJJ21633.1 elongation factor G [Streptococcus pneumoniae]
 CJO08975.1 elongation factor G [Streptococcus pneumoniae]
 CJD74685.1 elongation factor G [Streptococcus pneumoniae]
 CJG91845.1 elongation factor G [Streptococcus pneumoniae]
 CJK24675.1 elongation factor G [Streptococcus pneumoniae]
 CJJ52223.1 elongation factor G [Streptococcus pneumoniae]
 CJF80286.1 elongation factor G [Streptococcus pneumoniae]
 CJB07532.1 elongation factor G [Streptococcus pneumoniae]
 CJH99921.1 elongation factor G [Streptococcus pneumoniae]
 CJO99773.1 elongation factor G [Streptococcus pneumoniae]
 CJF17580.1 elongation factor G [Streptococcus pneumoniae]
 CJD29994.1 elongation factor G [Streptococcus pneumoniae]
 CJA97596.1 elongation factor G [Streptococcus pneumoniae]
 CJA01686.1 elongation factor G [Streptococcus pneumoniae]
 CJN21519.1 elongation factor G [Streptococcus pneumoniae]
 CJS62430.1 elongation factor G [Streptococcus pneumoniae]
 CJF00968.1 elongation factor G [Streptococcus pneumoniae]
 CJA34825.1 elongation factor G [Streptococcus pneumoniae]
 CJR43357.1 elongation factor G [Streptococcus pneumoniae]
 CJL47189.1 elongation factor G [Streptococcus pneumoniae]
 CJE59819.1 elongation factor G [Streptococcus pneumoniae]
 CJF81247.1 elongation factor G [Streptococcus pneumoniae]
 CJS04640.1 elongation factor G [Streptococcus pneumoniae]
 CJI99794.1 elongation factor G [Streptococcus pneumoniae]
 CJF38975.1 elongation factor G [Streptococcus pneumoniae]



 CJG05123.1 elongation factor G [Streptococcus pneumoniae]
 CJH33657.1 elongation factor G [Streptococcus pneumoniae]
 CJL54151.1 elongation factor G [Streptococcus pneumoniae]
 CJK44064.1 elongation factor G [Streptococcus pneumoniae]
 CJK81461.1 elongation factor G [Streptococcus pneumoniae]
 CIZ86894.1 elongation factor G [Streptococcus pneumoniae]
 CJT11118.1 elongation factor G [Streptococcus pneumoniae]
 CJH16669.1 elongation factor G [Streptococcus pneumoniae]
 CJG08408.1 elongation factor G [Streptococcus pneumoniae]
 CJC57353.1 elongation factor G [Streptococcus pneumoniae]
 CJE62834.1 elongation factor G [Streptococcus pneumoniae]
 CJG90644.1 elongation factor G [Streptococcus pneumoniae]
 CJQ91889.1 elongation factor G [Streptococcus pneumoniae]
 CJG77787.1 elongation factor G [Streptococcus pneumoniae]
 CJC84821.1 elongation factor G [Streptococcus pneumoniae]
 CJL22896.1 elongation factor G [Streptococcus pneumoniae]
 CJA26828.1 elongation factor G [Streptococcus pneumoniae]
 CJC18961.1 elongation factor G [Streptococcus pneumoniae]
 CJQ34277.1 elongation factor G [Streptococcus pneumoniae]
 CJE98507.1 elongation factor G [Streptococcus pneumoniae]
 CJJ06350.1 elongation factor G [Streptococcus pneumoniae]
 CJJ03900.1 elongation factor G [Streptococcus pneumoniae]
 CJM70406.1 elongation factor G [Streptococcus pneumoniae]
 CJJ35449.1 elongation factor G [Streptococcus pneumoniae]
 CJO17189.1 elongation factor G [Streptococcus pneumoniae]
 CJF14479.1 elongation factor G [Streptococcus pneumoniae]
 CJF84370.1 elongation factor G [Streptococcus pneumoniae]
 CJN43610.1 elongation factor G [Streptococcus pneumoniae]
 CJD23750.1 elongation factor G [Streptococcus pneumoniae]
 CJI40276.1 elongation factor G [Streptococcus pneumoniae]
 CJD73561.1 elongation factor G [Streptococcus pneumoniae]
 CJD66906.1 elongation factor G [Streptococcus pneumoniae]
 CJK62506.1 elongation factor G [Streptococcus pneumoniae]
 CIZ72714.1 elongation factor G [Streptococcus pneumoniae]
 CJR50133.1 elongation factor G [Streptococcus pneumoniae]
 CJL05761.1 elongation factor G [Streptococcus pneumoniae]
 CJS78120.1 elongation factor G [Streptococcus pneumoniae]
 CJB84960.1 elongation factor G [Streptococcus pneumoniae]
 CJD43276.1 elongation factor G [Streptococcus pneumoniae]
 CJI07881.1 elongation factor G [Streptococcus pneumoniae]
 CJN46452.1 elongation factor G [Streptococcus pneumoniae]
 CJF81903.1 elongation factor G [Streptococcus pneumoniae]
 CJS09815.1 elongation factor G [Streptococcus pneumoniae]
 CJI76535.1 elongation factor G [Streptococcus pneumoniae]
 CJO88280.1 elongation factor G [Streptococcus pneumoniae]
 CJP41589.1 elongation factor G [Streptococcus pneumoniae]
 CJP54626.1 elongation factor G [Streptococcus pneumoniae]
 CJQ05572.1 elongation factor G [Streptococcus pneumoniae]
 CJE87952.1 elongation factor G [Streptococcus pneumoniae]
 CJA41285.1 elongation factor G [Streptococcus pneumoniae]
 CJI12285.1 elongation factor G [Streptococcus pneumoniae]
 CJQ79290.1 elongation factor G [Streptococcus pneumoniae]
 CJM52136.1 elongation factor G [Streptococcus pneumoniae]
 CJR89771.1 elongation factor G [Streptococcus pneumoniae]



 CJA31443.1 elongation factor G [Streptococcus pneumoniae]
 CJR00096.1 elongation factor G [Streptococcus pneumoniae]
 CJB91588.1 elongation factor G [Streptococcus pneumoniae]
 CJJ08250.1 elongation factor G [Streptococcus pneumoniae]
 CJA17304.1 elongation factor G [Streptococcus pneumoniae]
 CJS90569.1 elongation factor G [Streptococcus pneumoniae]
 CJR42601.1 elongation factor G [Streptococcus pneumoniae]
 CJI61951.1 elongation factor G [Streptococcus pneumoniae]
 CJL38125.1 elongation factor G [Streptococcus pneumoniae]
 CJM49589.1 elongation factor G [Streptococcus pneumoniae]
 CJB46125.1 elongation factor G [Streptococcus pneumoniae]
 CJQ49574.1 elongation factor G [Streptococcus pneumoniae]
 CJL30496.1 elongation factor G [Streptococcus pneumoniae]
 CJG94404.1 elongation factor G [Streptococcus pneumoniae]
 CJF95491.1 elongation factor G [Streptococcus pneumoniae]
 CJB60457.1 elongation factor G [Streptococcus pneumoniae]
 CJO35430.1 elongation factor G [Streptococcus pneumoniae]
 CJM27424.1 elongation factor G [Streptococcus pneumoniae]
 CJJ35077.1 elongation factor G [Streptococcus pneumoniae]
 CJH92183.1 elongation factor G [Streptococcus pneumoniae]
 CJG92526.1 elongation factor G [Streptococcus pneumoniae]
 CJN51195.1 elongation factor G [Streptococcus pneumoniae]
 CJA33535.1 elongation factor G [Streptococcus pneumoniae]
 CJP88482.1 elongation factor G [Streptococcus pneumoniae]
 CJS96758.1 elongation factor G [Streptococcus pneumoniae]
 CJA76476.1 elongation factor G [Streptococcus pneumoniae]
 CJS02105.1 elongation factor G [Streptococcus pneumoniae]
 CJA42447.1 elongation factor G [Streptococcus pneumoniae]
 CJF09594.1 elongation factor G [Streptococcus pneumoniae]
 CJF76410.1 elongation factor G [Streptococcus pneumoniae]
 CJA84303.1 elongation factor G [Streptococcus pneumoniae]
 CJP63416.1 elongation factor G [Streptococcus pneumoniae]
 CJQ67828.1 elongation factor G [Streptococcus pneumoniae]
 CJD84102.1 elongation factor G [Streptococcus pneumoniae]
 CJL19618.1 elongation factor G [Streptococcus pneumoniae]
 CJS30709.1 elongation factor G [Streptococcus pneumoniae]
 CJE58147.1 elongation factor G [Streptococcus pneumoniae]
 CJS63757.1 elongation factor G [Streptococcus pneumoniae]
 CJC89603.1 elongation factor G [Streptococcus pneumoniae]
 CJG93226.1 elongation factor G [Streptococcus pneumoniae]
 CJI10895.1 elongation factor G [Streptococcus pneumoniae]
 CJP98006.1 elongation factor G [Streptococcus pneumoniae]
 CJO02502.1 elongation factor G [Streptococcus pneumoniae]
 CJC36325.1 elongation factor G [Streptococcus pneumoniae]
 CJB51034.1 elongation factor G [Streptococcus pneumoniae]
 CJA49851.1 elongation factor G [Streptococcus pneumoniae]
 CJB68422.1 elongation factor G [Streptococcus pneumoniae]
 CJL25883.1 elongation factor G [Streptococcus pneumoniae]
 CJB71947.1 elongation factor G [Streptococcus pneumoniae]
 CJA76364.1 elongation factor G [Streptococcus pneumoniae]
 CJC08255.1 elongation factor G [Streptococcus pneumoniae]
 CJP59192.1 elongation factor G [Streptococcus pneumoniae]
 CJJ61833.1 elongation factor G [Streptococcus pneumoniae]
 CJN03795.1 elongation factor G [Streptococcus pneumoniae]



 CJO54581.1 elongation factor G [Streptococcus pneumoniae]
 CJM96429.1 elongation factor G [Streptococcus pneumoniae]
 CJS44120.1 elongation factor G [Streptococcus pneumoniae]
 CJN78725.1 elongation factor G [Streptococcus pneumoniae]
 CJM16714.1 elongation factor G [Streptococcus pneumoniae]
 CJO99811.1 elongation factor G [Streptococcus pneumoniae]
 CJK87071.1 elongation factor G [Streptococcus pneumoniae]
 CJQ91650.1 elongation factor G [Streptococcus pneumoniae]
 CJL50004.1 elongation factor G [Streptococcus pneumoniae]
 CJK54030.1 elongation factor G [Streptococcus pneumoniae]
 CJJ20037.1 elongation factor G [Streptococcus pneumoniae]
 CJK38727.1 elongation factor G [Streptococcus pneumoniae]
 CJH22757.1 elongation factor G [Streptococcus pneumoniae]
 CJP00231.1 elongation factor G [Streptococcus pneumoniae]
 CJJ07375.1 elongation factor G [Streptococcus pneumoniae]
 CJR07396.1 elongation factor G [Streptococcus pneumoniae]
 CJP42531.1 elongation factor G [Streptococcus pneumoniae]
 CJO22857.1 elongation factor G [Streptococcus pneumoniae]
 CJR75992.1 elongation factor G [Streptococcus pneumoniae]
 CJE91473.1 elongation factor G [Streptococcus pneumoniae]
 CJA50679.1 elongation factor G [Streptococcus pneumoniae]
 CJI95410.1 elongation factor G [Streptococcus pneumoniae]
 CJK37446.1 elongation factor G [Streptococcus pneumoniae]
 CJF53741.1 elongation factor G [Streptococcus pneumoniae]
 CJS03619.1 elongation factor G [Streptococcus pneumoniae]
 CJM42473.1 elongation factor G [Streptococcus pneumoniae]
 CJC73019.1 elongation factor G [Streptococcus pneumoniae]
 CJJ26085.1 elongation factor G [Streptococcus pneumoniae]
 CJO35955.1 elongation factor G [Streptococcus pneumoniae]
 CJP84759.1 elongation factor G [Streptococcus pneumoniae]
 CJE29402.1 elongation factor G [Streptococcus pneumoniae]
 CJO66481.1 elongation factor G [Streptococcus pneumoniae]
 CJM39200.1 elongation factor G [Streptococcus pneumoniae]
 CJB08934.1 elongation factor G [Streptococcus pneumoniae]
 CJK29094.1 elongation factor G [Streptococcus pneumoniae]
 CJM48659.1 elongation factor G [Streptococcus pneumoniae]
 CJD19327.1 elongation factor G [Streptococcus pneumoniae]
 CJP83508.1 elongation factor G [Streptococcus pneumoniae]
 CJO87599.1 elongation factor G [Streptococcus pneumoniae]
 CJL17119.1 elongation factor G [Streptococcus pneumoniae]
 CJS00947.1 elongation factor G [Streptococcus pneumoniae]
 CJO20448.1 elongation factor G [Streptococcus pneumoniae]
 CJG98140.1 elongation factor G [Streptococcus pneumoniae]
 CJJ34081.1 elongation factor G [Streptococcus pneumoniae]
 CJL41800.1 elongation factor G [Streptococcus pneumoniae]
 CJN70685.1 elongation factor G [Streptococcus pneumoniae]
 CJG05396.1 elongation factor G [Streptococcus pneumoniae]
 CJG05479.1 elongation factor G [Streptococcus pneumoniae]
 CJT02705.1 elongation factor G [Streptococcus pneumoniae]
 CJO68924.1 elongation factor G [Streptococcus pneumoniae]
 CJB72273.1 elongation factor G [Streptococcus pneumoniae]
 CJS76112.1 elongation factor G [Streptococcus pneumoniae]
 CJA41730.1 elongation factor G [Streptococcus pneumoniae]
 CJI47598.1 elongation factor G [Streptococcus pneumoniae]



 CJF53211.1 elongation factor G [Streptococcus pneumoniae]
 CJM34336.1 elongation factor G [Streptococcus pneumoniae]
 CJE78113.1 elongation factor G [Streptococcus pneumoniae]
 CJL21025.1 elongation factor G [Streptococcus pneumoniae]
 CJC15321.1 elongation factor G [Streptococcus pneumoniae]
 CJO66576.1 elongation factor G [Streptococcus pneumoniae]
 CJP89038.1 elongation factor G [Streptococcus pneumoniae]
 CJN62056.1 elongation factor G [Streptococcus pneumoniae]
 CJM13892.1 elongation factor G [Streptococcus pneumoniae]
 CJH01444.1 elongation factor G [Streptococcus pneumoniae]
 CJM07640.1 elongation factor G [Streptococcus pneumoniae]
 CJQ48534.1 elongation factor G [Streptococcus pneumoniae]
 CJI03464.1 elongation factor G [Streptococcus pneumoniae]
 CJG10806.1 elongation factor G [Streptococcus pneumoniae]
 CJH58532.1 elongation factor G [Streptococcus pneumoniae]
 CJP05095.1 elongation factor G [Streptococcus pneumoniae]
 CJG89245.1 elongation factor G [Streptococcus pneumoniae]
 CJN46044.1 elongation factor G [Streptococcus pneumoniae]
 CJP63721.1 elongation factor G [Streptococcus pneumoniae]
 CJN92881.1 elongation factor G [Streptococcus pneumoniae]
 CJS64429.1 elongation factor G [Streptococcus pneumoniae]
 CJD73902.1 elongation factor G [Streptococcus pneumoniae]
 CJH09229.1 elongation factor G [Streptococcus pneumoniae]
 CJD98026.1 elongation factor G [Streptococcus pneumoniae]
 CJS74406.1 elongation factor G [Streptococcus pneumoniae]
 CJE13972.1 elongation factor G [Streptococcus pneumoniae]
 CJC70948.1 elongation factor G [Streptococcus pneumoniae]
 CJF70350.1 elongation factor G [Streptococcus pneumoniae]
 CJI99912.1 elongation factor G [Streptococcus pneumoniae]
 CJB61970.1 elongation factor G [Streptococcus pneumoniae]
 CJI54168.1 elongation factor G [Streptococcus pneumoniae]
 CJE96760.1 elongation factor G [Streptococcus pneumoniae]
 CJF79645.1 elongation factor G [Streptococcus pneumoniae]
 CJR78557.1 elongation factor G [Streptococcus pneumoniae]
 CJB88552.1 elongation factor G [Streptococcus pneumoniae]
 CJA37075.1 elongation factor G [Streptococcus pneumoniae]
 CJO40181.1 elongation factor G [Streptococcus pneumoniae]
 CJH12024.1 elongation factor G [Streptococcus pneumoniae]
 CJO37592.1 elongation factor G [Streptococcus pneumoniae]
 CJG93130.1 elongation factor G [Streptococcus pneumoniae]
 CJC41627.1 elongation factor G [Streptococcus pneumoniae]
 CJP74578.1 elongation factor G [Streptococcus pneumoniae]
 CKD79441.1 elongation factor G [Streptococcus pneumoniae]
 CKA17717.1 elongation factor G [Streptococcus pneumoniae]
 CJX04950.1 elongation factor G [Streptococcus pneumoniae]
 CKB81341.1 elongation factor G [Streptococcus pneumoniae]
 CJX73868.1 elongation factor G [Streptococcus pneumoniae]
 CKD56367.1 elongation factor G [Streptococcus pneumoniae]
 CJU27631.1 elongation factor G [Streptococcus pneumoniae]
 CJY70484.1 elongation factor G [Streptococcus pneumoniae]
 CJW57932.1 elongation factor G [Streptococcus pneumoniae]
 CJV19594.1 elongation factor G [Streptococcus pneumoniae]
 CKD56489.1 elongation factor G [Streptococcus pneumoniae]
 CJU36852.1 elongation factor G [Streptococcus pneumoniae]



 CJW95995.1 elongation factor G [Streptococcus pneumoniae]
 CKG26457.1 elongation factor G [Streptococcus pneumoniae]
 CKD22315.1 elongation factor G [Streptococcus pneumoniae]
 CJW03886.1 elongation factor G [Streptococcus pneumoniae]
 CJV22764.1 elongation factor G [Streptococcus pneumoniae]
 CKH63915.1 elongation factor G [Streptococcus pneumoniae]
 CJW62417.1 elongation factor G [Streptococcus pneumoniae]
 CKI90396.1 elongation factor G [Streptococcus pneumoniae]
 CKF28421.1 elongation factor G [Streptococcus pneumoniae]
 CKD43977.1 elongation factor G [Streptococcus pneumoniae]
 CKG18150.1 elongation factor G [Streptococcus pneumoniae]
 CKB72459.1 elongation factor G [Streptococcus pneumoniae]
 CJZ49860.1 elongation factor G [Streptococcus pneumoniae]
 CJX20294.1 elongation factor G [Streptococcus pneumoniae]
 CJY53409.1 elongation factor G [Streptococcus pneumoniae]
 CJZ27552.1 elongation factor G [Streptococcus pneumoniae]
 CKB76161.1 elongation factor G [Streptococcus pneumoniae]
 CKC42400.1 elongation factor G [Streptococcus pneumoniae]
 CKC92982.1 elongation factor G [Streptococcus pneumoniae]
 CKF21988.1 elongation factor G [Streptococcus pneumoniae]
 CJX32566.1 elongation factor G [Streptococcus pneumoniae]
 CKC10064.1 elongation factor G [Streptococcus pneumoniae]
 CKF16892.1 elongation factor G [Streptococcus pneumoniae]
 CKC79869.1 elongation factor G [Streptococcus pneumoniae]
 CKH97715.1 elongation factor G [Streptococcus pneumoniae]
 CKD92600.1 elongation factor G [Streptococcus pneumoniae]
 CJW07630.1 elongation factor G [Streptococcus pneumoniae]
 CJU97844.1 elongation factor G [Streptococcus pneumoniae]
 CJV21150.1 elongation factor G [Streptococcus pneumoniae]
 CJV26361.1 elongation factor G [Streptococcus pneumoniae]
 CJY21155.1 elongation factor G [Streptococcus pneumoniae]
 CKA72714.1 elongation factor G [Streptococcus pneumoniae]
 CJU27033.1 elongation factor G [Streptococcus pneumoniae]
 CJX14903.1 elongation factor G [Streptococcus pneumoniae]
 CKC80710.1 elongation factor G [Streptococcus pneumoniae]
 CKH99927.1 elongation factor G [Streptococcus pneumoniae]
 CKD25394.1 elongation factor G [Streptococcus pneumoniae]
 CJU88315.1 elongation factor G [Streptococcus pneumoniae]
 CKD39767.1 elongation factor G [Streptococcus pneumoniae]
 CJX52951.1 elongation factor G [Streptococcus pneumoniae]
 CJU77278.1 elongation factor G [Streptococcus pneumoniae]
 CJU25560.1 elongation factor G [Streptococcus pneumoniae]
 CJU61110.1 elongation factor G [Streptococcus pneumoniae]
 CKC40732.1 elongation factor G [Streptococcus pneumoniae]
 CKE48454.1 elongation factor G [Streptococcus pneumoniae]
 CKF29796.1 elongation factor G [Streptococcus pneumoniae]
 CKC36164.1 elongation factor G [Streptococcus pneumoniae]
 CKB38882.1 elongation factor G [Streptococcus pneumoniae]
 CKF61181.1 elongation factor G [Streptococcus pneumoniae]
 CKA70912.1 elongation factor G [Streptococcus pneumoniae]
 CKC17967.1 elongation factor G [Streptococcus pneumoniae]
 CKD94832.1 elongation factor G [Streptococcus pneumoniae]
 CJX61057.1 elongation factor G [Streptococcus pneumoniae]
 CKB39608.1 elongation factor G [Streptococcus pneumoniae]



 CKC95475.1 elongation factor G [Streptococcus pneumoniae]
 CJX25880.1 elongation factor G [Streptococcus pneumoniae]
 CJU73425.1 elongation factor G [Streptococcus pneumoniae]
 CJW64919.1 elongation factor G [Streptococcus pneumoniae]
 CJZ00304.1 elongation factor G [Streptococcus pneumoniae]
 CJZ26299.1 elongation factor G [Streptococcus pneumoniae]
 CKG20171.1 elongation factor G [Streptococcus pneumoniae]
 CKD98474.1 elongation factor G [Streptococcus pneumoniae]
 CKF03587.1 elongation factor G [Streptococcus pneumoniae]
 CJX79070.1 elongation factor G [Streptococcus pneumoniae]
 CKE88367.1 elongation factor G [Streptococcus pneumoniae]
 CJY19231.1 elongation factor G [Streptococcus pneumoniae]
 CJX26630.1 elongation factor G [Streptococcus pneumoniae]
 CKE18316.1 elongation factor G [Streptococcus pneumoniae]
 CKF55495.1 elongation factor G [Streptococcus pneumoniae]
 CJY35399.1 elongation factor G [Streptococcus pneumoniae]
 CKD09768.1 elongation factor G [Streptococcus pneumoniae]
 CJZ98786.1 elongation factor G [Streptococcus pneumoniae]
 CKD47804.1 elongation factor G [Streptococcus pneumoniae]
 CKG16661.1 elongation factor G [Streptococcus pneumoniae]
 CJX44640.1 elongation factor G [Streptococcus pneumoniae]
 CJY27399.1 elongation factor G [Streptococcus pneumoniae]
 CJU93312.1 elongation factor G [Streptococcus pneumoniae]
 CJW95254.1 elongation factor G [Streptococcus pneumoniae]
 CJZ04498.1 elongation factor G [Streptococcus pneumoniae]
 CKD95808.1 elongation factor G [Streptococcus pneumoniae]
 CKB88265.1 elongation factor G [Streptococcus pneumoniae]
 CKA15142.1 elongation factor G [Streptococcus pneumoniae]
 CJT74889.1 elongation factor G [Streptococcus pneumoniae]
 CJX40800.1 elongation factor G [Streptococcus pneumoniae]
 CKG30082.1 elongation factor G [Streptococcus pneumoniae]
 CJW51062.1 elongation factor G [Streptococcus pneumoniae]
 CJX32553.1 elongation factor G [Streptococcus pneumoniae]
 CKD85476.1 elongation factor G [Streptococcus pneumoniae]
 CJX52581.1 elongation factor G [Streptococcus pneumoniae]
 CJW04165.1 elongation factor G [Streptococcus pneumoniae]
 CJX37766.1 elongation factor G [Streptococcus pneumoniae]
 CKA62557.1 elongation factor G [Streptococcus pneumoniae]
 CJZ23020.1 elongation factor G [Streptococcus pneumoniae]
 CJZ01623.1 elongation factor G [Streptococcus pneumoniae]
 CKC53524.1 elongation factor G [Streptococcus pneumoniae]
 CJT55661.1 elongation factor G [Streptococcus pneumoniae]
 CJV30975.1 elongation factor G [Streptococcus pneumoniae]
 CKB45603.1 elongation factor G [Streptococcus pneumoniae]
 CKD24344.1 elongation factor G [Streptococcus pneumoniae]
 CKE85136.1 elongation factor G [Streptococcus pneumoniae]
 CKD03370.1 elongation factor G [Streptococcus pneumoniae]
 CKC51589.1 elongation factor G [Streptococcus pneumoniae]
 CJV10273.1 elongation factor G [Streptococcus pneumoniae]
 CKF62547.1 elongation factor G [Streptococcus pneumoniae]
 CKE46104.1 elongation factor G [Streptococcus pneumoniae]
 CKB45720.1 elongation factor G [Streptococcus pneumoniae]
 CJT48214.1 elongation factor G [Streptococcus pneumoniae]
 CKD45165.1 elongation factor G [Streptococcus pneumoniae]



 CJV64715.1 elongation factor G [Streptococcus pneumoniae]
 CKB09062.1 elongation factor G [Streptococcus pneumoniae]
 CKE94250.1 elongation factor G [Streptococcus pneumoniae]
 CJY08629.1 elongation factor G [Streptococcus pneumoniae]
 CKE84186.1 elongation factor G [Streptococcus pneumoniae]
 CKC06848.1 elongation factor G [Streptococcus pneumoniae]
 CKB30239.1 elongation factor G [Streptococcus pneumoniae]
 CKG12849.1 elongation factor G [Streptococcus pneumoniae]
 CKF02814.1 elongation factor G [Streptococcus pneumoniae]
 CKF54636.1 elongation factor G [Streptococcus pneumoniae]
 CJU07556.1 elongation factor G [Streptococcus pneumoniae]
 CJT66170.1 elongation factor G [Streptococcus pneumoniae]
 CKC23933.1 elongation factor G [Streptococcus pneumoniae]
 CKE24904.1 elongation factor G [Streptococcus pneumoniae]
 CJY72841.1 elongation factor G [Streptococcus pneumoniae]
 CJW00498.1 elongation factor G [Streptococcus pneumoniae]
 CKB39096.1 elongation factor G [Streptococcus pneumoniae]
 CJZ94663.1 elongation factor G [Streptococcus pneumoniae]
 CJW62778.1 elongation factor G [Streptococcus pneumoniae]
 CJY36781.1 elongation factor G [Streptococcus pneumoniae]
 CJW03023.1 elongation factor G [Streptococcus pneumoniae]
 CKB16244.1 elongation factor G [Streptococcus pneumoniae]
 CJY64770.1 elongation factor G [Streptococcus pneumoniae]
 CJV46841.1 elongation factor G [Streptococcus pneumoniae]
 CJU99338.1 elongation factor G [Streptococcus pneumoniae]
 CJV68409.1 elongation factor G [Streptococcus pneumoniae]
 CKB55356.1 elongation factor G [Streptococcus pneumoniae]
 CJW26184.1 elongation factor G [Streptococcus pneumoniae]
 CJU13026.1 elongation factor G [Streptococcus pneumoniae]
 CJX99504.1 elongation factor G [Streptococcus pneumoniae]
 CKF08026.1 elongation factor G [Streptococcus pneumoniae]
 CKD60941.1 elongation factor G [Streptococcus pneumoniae]
 CKG09361.1 elongation factor G [Streptococcus pneumoniae]
 CJV99203.1 elongation factor G [Streptococcus pneumoniae]
 CKG54648.1 elongation factor G [Streptococcus pneumoniae]
 CKH14793.1 elongation factor G [Streptococcus pneumoniae]
 CKF45493.1 elongation factor G [Streptococcus pneumoniae]
 CKE97969.1 elongation factor G [Streptococcus pneumoniae]
 CKG44228.1 elongation factor G [Streptococcus pneumoniae]
 CKE07061.1 elongation factor G [Streptococcus pneumoniae]
 CKC84308.1 elongation factor G [Streptococcus pneumoniae]
 CJT67719.1 elongation factor G [Streptococcus pneumoniae]
 CKI04035.1 elongation factor G [Streptococcus pneumoniae]
 CJV45850.1 elongation factor G [Streptococcus pneumoniae]
 CJY97679.1 elongation factor G [Streptococcus pneumoniae]
 CKG98874.1 elongation factor G [Streptococcus pneumoniae]
 CKC07768.1 elongation factor G [Streptococcus pneumoniae]
 CKC98097.1 elongation factor G [Streptococcus pneumoniae]
 CKI20428.1 elongation factor G [Streptococcus pneumoniae]
 CJY16781.1 elongation factor G [Streptococcus pneumoniae]
 CJZ03176.1 elongation factor G [Streptococcus pneumoniae]
 CJV84795.1 elongation factor G [Streptococcus pneumoniae]
 CJY32757.1 elongation factor G [Streptococcus pneumoniae]
 CKG13659.1 elongation factor G [Streptococcus pneumoniae]



 CKH00967.1 elongation factor G [Streptococcus pneumoniae]
 CKE48903.1 elongation factor G [Streptococcus pneumoniae]
 CJW01376.1 elongation factor G [Streptococcus pneumoniae]
 CJV81758.1 elongation factor G [Streptococcus pneumoniae]
 CKC64317.1 elongation factor G [Streptococcus pneumoniae]
 CKD01086.1 elongation factor G [Streptococcus pneumoniae]
 CKC57467.1 elongation factor G [Streptococcus pneumoniae]
 CKH38776.1 elongation factor G [Streptococcus pneumoniae]
 CKC70505.1 elongation factor G [Streptococcus pneumoniae]
 CKF00758.1 elongation factor G [Streptococcus pneumoniae]
 CKL67103.1 elongation factor G [Streptococcus pneumoniae]
 CKH43954.1 elongation factor G [Streptococcus pneumoniae]
 CJU98327.1 elongation factor G [Streptococcus pneumoniae]
 CJW28313.1 elongation factor G [Streptococcus pneumoniae]
 CKC60786.1 elongation factor G [Streptococcus pneumoniae]
 CKA56969.1 elongation factor G [Streptococcus pneumoniae]
 CKB99807.1 elongation factor G [Streptococcus pneumoniae]
 CJV95843.1 elongation factor G [Streptococcus pneumoniae]
 CKH21742.1 elongation factor G [Streptococcus pneumoniae]
 CJW35149.1 elongation factor G [Streptococcus pneumoniae]
 CJW25484.1 elongation factor G [Streptococcus pneumoniae]
 CKA20295.1 elongation factor G [Streptococcus pneumoniae]
 CKF61524.1 elongation factor G [Streptococcus pneumoniae]
 CKC67229.1 elongation factor G [Streptococcus pneumoniae]
 CJX45998.1 elongation factor G [Streptococcus pneumoniae]
 CKB51888.1 elongation factor G [Streptococcus pneumoniae]
 CKD13718.1 elongation factor G [Streptococcus pneumoniae]
 CJZ68447.1 elongation factor G [Streptococcus pneumoniae]
 CJW96183.1 elongation factor G [Streptococcus pneumoniae]
 CKF05503.1 elongation factor G [Streptococcus pneumoniae]
 CJZ17452.1 elongation factor G [Streptococcus pneumoniae]
 CKF20354.1 elongation factor G [Streptococcus pneumoniae]
 CJZ63385.1 elongation factor G [Streptococcus pneumoniae]
 CJY89370.1 elongation factor G [Streptococcus pneumoniae]
 CKF21322.1 elongation factor G [Streptococcus pneumoniae]
 CJX82146.1 elongation factor G [Streptococcus pneumoniae]
 CKA50938.1 elongation factor G [Streptococcus pneumoniae]
 CKI84752.1 elongation factor G [Streptococcus pneumoniae]
 CJY68898.1 elongation factor G [Streptococcus pneumoniae]
 CJU25566.1 elongation factor G [Streptococcus pneumoniae]
 CKD94987.1 elongation factor G [Streptococcus pneumoniae]
 CKJ30979.1 elongation factor G [Streptococcus pneumoniae]
 CKE90100.1 elongation factor G [Streptococcus pneumoniae]
 CJT81327.1 elongation factor G [Streptococcus pneumoniae]
 CJZ58724.1 elongation factor G [Streptococcus pneumoniae]
 CKD84279.1 elongation factor G [Streptococcus pneumoniae]
 CJU31608.1 elongation factor G [Streptococcus pneumoniae]
 CKI20794.1 elongation factor G [Streptococcus pneumoniae]
 CJW64481.1 elongation factor G [Streptococcus pneumoniae]
 CKL44184.1 elongation factor G [Streptococcus pneumoniae]
 CKD85710.1 elongation factor G [Streptococcus pneumoniae]
 CKD19175.1 elongation factor G [Streptococcus pneumoniae]
 CKA96102.1 elongation factor G [Streptococcus pneumoniae]
 CKI72751.1 elongation factor G [Streptococcus pneumoniae]



 CKH34074.1 elongation factor G [Streptococcus pneumoniae]
 CKC43728.1 elongation factor G [Streptococcus pneumoniae]
 CJT99603.1 elongation factor G [Streptococcus pneumoniae]
 CJU99742.1 elongation factor G [Streptococcus pneumoniae]
 CKI58313.1 elongation factor G [Streptococcus pneumoniae]
 CJZ01732.1 elongation factor G [Streptococcus pneumoniae]
 CJY02377.1 elongation factor G [Streptococcus pneumoniae]
 CKA78118.1 elongation factor G [Streptococcus pneumoniae]
 CKJ36919.1 elongation factor G [Streptococcus pneumoniae]
 CJU66246.1 elongation factor G [Streptococcus pneumoniae]
 CKH28433.1 elongation factor G [Streptococcus pneumoniae]
 CJY69594.1 elongation factor G [Streptococcus pneumoniae]
 CJY37689.1 elongation factor G [Streptococcus pneumoniae]
 CKI71692.1 elongation factor G [Streptococcus pneumoniae]
 CKI68842.1 elongation factor G [Streptococcus pneumoniae]
 CKI49745.1 elongation factor G [Streptococcus pneumoniae]
 CKH14187.1 elongation factor G [Streptococcus pneumoniae]
 CJX66486.1 elongation factor G [Streptococcus pneumoniae]
 CKE39488.1 elongation factor G [Streptococcus pneumoniae]
 CJY08005.1 elongation factor G [Streptococcus pneumoniae]
 CJX03772.1 elongation factor G [Streptococcus pneumoniae]
 CKB07978.1 elongation factor G [Streptococcus pneumoniae]
 CKJ40359.1 elongation factor G [Streptococcus pneumoniae]
 CKF31766.1 elongation factor G [Streptococcus pneumoniae]
 CKI64952.1 elongation factor G [Streptococcus pneumoniae]
 CJW51052.1 elongation factor G [Streptococcus pneumoniae]
 CKH21906.1 elongation factor G [Streptococcus pneumoniae]
 CJZ36504.1 elongation factor G [Streptococcus pneumoniae]
 CKI66684.1 elongation factor G [Streptococcus pneumoniae]
 CKE96350.1 elongation factor G [Streptococcus pneumoniae]
 CKL62895.1 elongation factor G [Streptococcus pneumoniae]
 CKB40267.1 elongation factor G [Streptococcus pneumoniae]
 CKE11280.1 elongation factor G [Streptococcus pneumoniae]
 CKI38541.1 elongation factor G [Streptococcus pneumoniae]
 CJZ29339.1 elongation factor G [Streptococcus pneumoniae]
 CKI53539.1 elongation factor G [Streptococcus pneumoniae]
 CKL47473.1 elongation factor G [Streptococcus pneumoniae]
 CKI59566.1 elongation factor G [Streptococcus pneumoniae]
 CKH59596.1 elongation factor G [Streptococcus pneumoniae]
 CKI56365.1 elongation factor G [Streptococcus pneumoniae]
 CKI90299.1 elongation factor G [Streptococcus pneumoniae]
 CJY74106.1 elongation factor G [Streptococcus pneumoniae]
 CKI48969.1 elongation factor G [Streptococcus pneumoniae]
 CKJ39762.1 elongation factor G [Streptococcus pneumoniae]
 CKI57964.1 elongation factor G [Streptococcus pneumoniae]
 CKH20965.1 elongation factor G [Streptococcus pneumoniae]
 CKH38841.1 elongation factor G [Streptococcus pneumoniae]
 CKH47250.1 elongation factor G [Streptococcus pneumoniae]
 CKH12679.1 elongation factor G [Streptococcus pneumoniae]
 CKH33907.1 elongation factor G [Streptococcus pneumoniae]
 CJY03072.1 elongation factor G [Streptococcus pneumoniae]
 CKI84111.1 elongation factor G [Streptococcus pneumoniae]
 CKC82093.1 elongation factor G [Streptococcus pneumoniae]
 CKI65816.1 elongation factor G [Streptococcus pneumoniae]



 CKI95453.1 elongation factor G [Streptococcus pneumoniae]
 CKI35174.1 elongation factor G [Streptococcus pneumoniae]
 CJX32284.1 elongation factor G [Streptococcus pneumoniae]
 CKA52489.1 elongation factor G [Streptococcus pneumoniae]
 CJZ86441.1 elongation factor G [Streptococcus pneumoniae]
 CKE86934.1 elongation factor G [Streptococcus pneumoniae]
 CKA50572.1 elongation factor G [Streptococcus pneumoniae]
 CKH26741.1 elongation factor G [Streptococcus pneumoniae]
 CKE50408.1 elongation factor G [Streptococcus pneumoniae]
 CJY23075.1 elongation factor G [Streptococcus pneumoniae]
 CJX00392.1 elongation factor G [Streptococcus pneumoniae]
 CKA21071.1 elongation factor G [Streptococcus pneumoniae]
 CKF30044.1 elongation factor G [Streptococcus pneumoniae]
 CJT84191.1 elongation factor G [Streptococcus pneumoniae]
 CJY18653.1 elongation factor G [Streptococcus pneumoniae]
 CKA13965.1 elongation factor G [Streptococcus pneumoniae]
 CJW76098.1 elongation factor G [Streptococcus pneumoniae]
 CJU38473.1 elongation factor G [Streptococcus pneumoniae]
 CKH52312.1 elongation factor G [Streptococcus pneumoniae]
 CKE42200.1 elongation factor G [Streptococcus pneumoniae]
 CKE62683.1 elongation factor G [Streptococcus pneumoniae]
 CKH69532.1 elongation factor G [Streptococcus pneumoniae]
 CKB13380.1 elongation factor G [Streptococcus pneumoniae]
 CJV03995.1 elongation factor G [Streptococcus pneumoniae]
 CKL83647.1 elongation factor G [Streptococcus pneumoniae]
 CKC83820.1 elongation factor G [Streptococcus pneumoniae]
 CIZ66373.1 elongation factor G [Streptococcus pneumoniae]
 CKF27224.1 elongation factor G [Streptococcus pneumoniae]
 CMU04110.1 elongation factor G [Streptococcus pneumoniae]
 CMU23126.1 elongation factor G [Streptococcus pneumoniae]
 CMU35485.1 elongation factor G [Streptococcus pneumoniae]
 CMU48869.1 elongation factor G [Streptococcus pneumoniae]
 CMU79027.1 elongation factor G [Streptococcus pneumoniae]
 CMU26441.1 elongation factor G [Streptococcus pneumoniae]
 CMU10287.1 elongation factor G [Streptococcus pneumoniae]
 CMU20327.1 elongation factor G [Streptococcus pneumoniae]
 CMU96517.1 elongation factor G [Streptococcus pneumoniae]
 CMU60914.1 elongation factor G [Streptococcus pneumoniae]
 CMU73927.1 elongation factor G [Streptococcus pneumoniae]
 CMV04489.1 elongation factor G [Streptococcus pneumoniae]
 CMV10878.1 elongation factor G [Streptococcus pneumoniae]
 CMU49483.1 elongation factor G [Streptococcus pneumoniae]
 CMU37337.1 elongation factor G [Streptococcus pneumoniae]
 CMU98856.1 elongation factor G [Streptococcus pneumoniae]
 CMU50743.1 elongation factor G [Streptococcus pneumoniae]
 CMV05221.1 elongation factor G [Streptococcus pneumoniae]
 CMU91220.1 elongation factor G [Streptococcus pneumoniae]
 CMU49774.1 elongation factor G [Streptococcus pneumoniae]
 CMU18283.1 elongation factor G [Streptococcus pneumoniae]
 CMU45343.1 elongation factor G [Streptococcus pneumoniae]
 CMU23663.1 elongation factor G [Streptococcus pneumoniae]
 CMU69852.1 elongation factor G [Streptococcus pneumoniae]
 CMU60601.1 elongation factor G [Streptococcus pneumoniae]
 CMU39100.1 elongation factor G [Streptococcus pneumoniae]



 CMU26053.1 elongation factor G [Streptococcus pneumoniae]
 CMU81947.1 elongation factor G [Streptococcus pneumoniae]
 CMT85183.1 elongation factor G [Streptococcus pneumoniae]
 CMU35499.1 elongation factor G [Streptococcus pneumoniae]
 CMT98217.1 elongation factor G [Streptococcus pneumoniae]
 CMU52672.1 elongation factor G [Streptococcus pneumoniae]
 CMU86892.1 elongation factor G [Streptococcus pneumoniae]
 CMT74798.1 elongation factor G [Streptococcus pneumoniae]
 CMU67889.1 elongation factor G [Streptococcus pneumoniae]
 CMU96324.1 elongation factor G [Streptococcus pneumoniae]
 CMV09908.1 elongation factor G [Streptococcus pneumoniae]
 CMV17458.1 elongation factor G [Streptococcus pneumoniae]
 CMU32898.1 elongation factor G [Streptococcus pneumoniae]
 CMU66933.1 elongation factor G [Streptococcus pneumoniae]
 CMU98700.1 elongation factor G [Streptococcus pneumoniae]
 CMV16975.1 elongation factor G [Streptococcus pneumoniae]
 CMU45852.1 elongation factor G [Streptococcus pneumoniae]
 CMU03466.1 elongation factor G [Streptococcus pneumoniae]
 CMV07126.1 elongation factor G [Streptococcus pneumoniae]
 CMU68104.1 elongation factor G [Streptococcus pneumoniae]
 CMT92069.1 elongation factor G [Streptococcus pneumoniae]
 CMU43716.1 elongation factor G [Streptococcus pneumoniae]
 CMU04082.1 elongation factor G [Streptococcus pneumoniae]
 CMU65906.1 elongation factor G [Streptococcus pneumoniae]
 CMU72945.1 elongation factor G [Streptococcus pneumoniae]
 CMU36419.1 elongation factor G [Streptococcus pneumoniae]
 CMT63018.1 elongation factor G [Streptococcus pneumoniae]
 CMU57167.1 elongation factor G [Streptococcus pneumoniae]
 CMU39668.1 elongation factor G [Streptococcus pneumoniae]
 CMT96613.1 elongation factor G [Streptococcus pneumoniae]
 CMV28391.1 elongation factor G [Streptococcus pneumoniae]
 CMX66070.1 elongation factor G [Streptococcus pneumoniae]
 CNA40404.1 elongation factor G [Streptococcus pneumoniae]
 CMX98332.1 elongation factor G [Streptococcus pneumoniae]
 CMY30653.1 elongation factor G [Streptococcus pneumoniae]
 CMX35116.1 elongation factor G [Streptococcus pneumoniae]
 CMX08968.1 elongation factor G [Streptococcus pneumoniae]
 CMZ44005.1 elongation factor G [Streptococcus pneumoniae]
 CMV59327.1 elongation factor G [Streptococcus pneumoniae]
 CMY74919.1 elongation factor G [Streptococcus pneumoniae]
 CMY00734.1 elongation factor G [Streptococcus pneumoniae]
 CMV30883.1 elongation factor G [Streptococcus pneumoniae]
 CMW26875.1 elongation factor G [Streptococcus pneumoniae]
 CMX96764.1 elongation factor G [Streptococcus pneumoniae]
 CMW94724.1 elongation factor G [Streptococcus pneumoniae]
 CNA35071.1 elongation factor G [Streptococcus pneumoniae]
 CMW33100.1 elongation factor G [Streptococcus pneumoniae]
 CNA59243.1 elongation factor G [Streptococcus pneumoniae]
 CMV61532.1 elongation factor G [Streptococcus pneumoniae]
 CMY35324.1 elongation factor G [Streptococcus pneumoniae]
 CMV62601.1 elongation factor G [Streptococcus pneumoniae]
 CMY57475.1 elongation factor G [Streptococcus pneumoniae]
 CNA60164.1 elongation factor G [Streptococcus pneumoniae]
 CMW77276.1 elongation factor G [Streptococcus pneumoniae]



 CMV37605.1 elongation factor G [Streptococcus pneumoniae]
 CMZ09564.1 elongation factor G [Streptococcus pneumoniae]
 CMV72406.1 elongation factor G [Streptococcus pneumoniae]
 CMZ65316.1 elongation factor G [Streptococcus pneumoniae]
 CMW83074.1 elongation factor G [Streptococcus pneumoniae]
 CMV92947.1 elongation factor G [Streptococcus pneumoniae]
 CMY26532.1 elongation factor G [Streptococcus pneumoniae]
 CMW94953.1 elongation factor G [Streptococcus pneumoniae]
 CMW86329.1 elongation factor G [Streptococcus pneumoniae]
 CMW44806.1 elongation factor G [Streptococcus pneumoniae]
 CMW67140.1 elongation factor G [Streptococcus pneumoniae]
 CMZ80913.1 elongation factor G [Streptococcus pneumoniae]
 CMX04947.1 elongation factor G [Streptococcus pneumoniae]
 CMZ49998.1 elongation factor G [Streptococcus pneumoniae]
 CMV36530.1 elongation factor G [Streptococcus pneumoniae]
 CMZ21386.1 elongation factor G [Streptococcus pneumoniae]
 CMW03708.1 elongation factor G [Streptococcus pneumoniae]
 CMX67650.1 elongation factor G [Streptococcus pneumoniae]
 CMW47086.1 elongation factor G [Streptococcus pneumoniae]
 CMX00228.1 elongation factor G [Streptococcus pneumoniae]
 CMZ17430.1 elongation factor G [Streptococcus pneumoniae]
 CNB15020.1 elongation factor G [Streptococcus pneumoniae]
 CMZ19147.1 elongation factor G [Streptococcus pneumoniae]
 CMW89432.1 elongation factor G [Streptococcus pneumoniae]
 CMV49357.1 elongation factor G [Streptococcus pneumoniae]
 CNA20171.1 elongation factor G [Streptococcus pneumoniae]
 CMX78077.1 elongation factor G [Streptococcus pneumoniae]
 CMY37430.1 elongation factor G [Streptococcus pneumoniae]
 CMY44571.1 elongation factor G [Streptococcus pneumoniae]
 CNA27737.1 elongation factor G [Streptococcus pneumoniae]
 CMW21825.1 elongation factor G [Streptococcus pneumoniae]
 CMW50649.1 elongation factor G [Streptococcus pneumoniae]
 CMZ04376.1 elongation factor G [Streptococcus pneumoniae]
 CNA47049.1 elongation factor G [Streptococcus pneumoniae]
 CMZ57157.1 elongation factor G [Streptococcus pneumoniae]
 CMZ17957.1 elongation factor G [Streptococcus pneumoniae]
 CNA11023.1 elongation factor G [Streptococcus pneumoniae]
 CMV81954.1 elongation factor G [Streptococcus pneumoniae]
 CMY98382.1 elongation factor G [Streptococcus pneumoniae]
 CMV53992.1 elongation factor G [Streptococcus pneumoniae]
 CNA67463.1 elongation factor G [Streptococcus pneumoniae]
 CMW86121.1 elongation factor G [Streptococcus pneumoniae]
 CMZ48095.1 elongation factor G [Streptococcus pneumoniae]
 CNA59489.1 elongation factor G [Streptococcus pneumoniae]
 CMZ45092.1 elongation factor G [Streptococcus pneumoniae]
 CMW26243.1 elongation factor G [Streptococcus pneumoniae]
 CMZ35463.1 elongation factor G [Streptococcus pneumoniae]
 CMV50781.1 elongation factor G [Streptococcus pneumoniae]
 CMZ36917.1 elongation factor G [Streptococcus pneumoniae]
 CMW98383.1 elongation factor G [Streptococcus pneumoniae]
 CMV98486.1 elongation factor G [Streptococcus pneumoniae]
 CMW87703.1 elongation factor G [Streptococcus pneumoniae]
 CMW01982.1 elongation factor G [Streptococcus pneumoniae]
 CNA59720.1 elongation factor G [Streptococcus pneumoniae]



 CMY71777.1 elongation factor G [Streptococcus pneumoniae]
 CMV71506.1 elongation factor G [Streptococcus pneumoniae]
 CMX85521.1 elongation factor G [Streptococcus pneumoniae]
 CMV86775.1 elongation factor G [Streptococcus pneumoniae]
 CMY14003.1 elongation factor G [Streptococcus pneumoniae]
 CMY61732.1 elongation factor G [Streptococcus pneumoniae]
 CMW33920.1 elongation factor G [Streptococcus pneumoniae]
 CNA11954.1 elongation factor G [Streptococcus pneumoniae]
 CMZ61310.1 elongation factor G [Streptococcus pneumoniae]
 CMX83899.1 elongation factor G [Streptococcus pneumoniae]
 CMV87759.1 elongation factor G [Streptococcus pneumoniae]
 CMZ84427.1 elongation factor G [Streptococcus pneumoniae]
 CMW40131.1 elongation factor G [Streptococcus pneumoniae]
 CMX15324.1 elongation factor G [Streptococcus pneumoniae]
 CMX69677.1 elongation factor G [Streptococcus pneumoniae]
 CMV84230.1 elongation factor G [Streptococcus pneumoniae]
 CMW65154.1 elongation factor G [Streptococcus pneumoniae]
 CMW33642.1 elongation factor G [Streptococcus pneumoniae]
 CMY90761.1 elongation factor G [Streptococcus pneumoniae]
 CMY38004.1 elongation factor G [Streptococcus pneumoniae]
 CMV54099.1 elongation factor G [Streptococcus pneumoniae]
 CMX06023.1 elongation factor G [Streptococcus pneumoniae]
 CMW86637.1 elongation factor G [Streptococcus pneumoniae]
 CMX45418.1 elongation factor G [Streptococcus pneumoniae]
 CMX02525.1 elongation factor G [Streptococcus pneumoniae]
 CMZ36317.1 elongation factor G [Streptococcus pneumoniae]
 CMZ54512.1 elongation factor G [Streptococcus pneumoniae]
 CMW59971.1 elongation factor G [Streptococcus pneumoniae]
 CMV43908.1 elongation factor G [Streptococcus pneumoniae]
 CMY30262.1 elongation factor G [Streptococcus pneumoniae]
 CNA94495.1 elongation factor G [Streptococcus pneumoniae]
 CMX95311.1 elongation factor G [Streptococcus pneumoniae]
 CMV45872.1 elongation factor G [Streptococcus pneumoniae]
 CMZ69756.1 elongation factor G [Streptococcus pneumoniae]
 CMV53589.1 elongation factor G [Streptococcus pneumoniae]
 CMV29206.1 elongation factor G [Streptococcus pneumoniae]
 CMX53004.1 elongation factor G [Streptococcus pneumoniae]
 CMZ74745.1 elongation factor G [Streptococcus pneumoniae]
 CMZ24509.1 elongation factor G [Streptococcus pneumoniae]
 CMZ49796.1 elongation factor G [Streptococcus pneumoniae]
 CMZ88310.1 elongation factor G [Streptococcus pneumoniae]
 CMX37174.1 elongation factor G [Streptococcus pneumoniae]
 CNA23126.1 elongation factor G [Streptococcus pneumoniae]
 CNA31820.1 elongation factor G [Streptococcus pneumoniae]
 CMY04915.1 elongation factor G [Streptococcus pneumoniae]
 CMY74556.1 elongation factor G [Streptococcus pneumoniae]
 CMX89605.1 elongation factor G [Streptococcus pneumoniae]
 CMY82326.1 elongation factor G [Streptococcus pneumoniae]
 CMY01464.1 elongation factor G [Streptococcus pneumoniae]
 CMW87505.1 elongation factor G [Streptococcus pneumoniae]
 CMV26486.1 elongation factor G [Streptococcus pneumoniae]
 CMX83488.1 elongation factor G [Streptococcus pneumoniae]
 CNA48336.1 elongation factor G [Streptococcus pneumoniae]
 CMZ15754.1 elongation factor G [Streptococcus pneumoniae]



 CNB16053.1 elongation factor G [Streptococcus pneumoniae]
 CMX49896.1 elongation factor G [Streptococcus pneumoniae]
 CNA37239.1 elongation factor G [Streptococcus pneumoniae]
 CMW22576.1 elongation factor G [Streptococcus pneumoniae]
 CMY15462.1 elongation factor G [Streptococcus pneumoniae]
 CMY12881.1 elongation factor G [Streptococcus pneumoniae]
 CMX69157.1 elongation factor G [Streptococcus pneumoniae]
 CMY06734.1 elongation factor G [Streptococcus pneumoniae]
 CMX82111.1 elongation factor G [Streptococcus pneumoniae]
 CMZ56687.1 elongation factor G [Streptococcus pneumoniae]
 CMW16807.1 elongation factor G [Streptococcus pneumoniae]
 CMV49589.1 elongation factor G [Streptococcus pneumoniae]
 CMW68911.1 elongation factor G [Streptococcus pneumoniae]
 CMY97452.1 elongation factor G [Streptococcus pneumoniae]
 CNA06923.1 elongation factor G [Streptococcus pneumoniae]
 CMV90132.1 elongation factor G [Streptococcus pneumoniae]
 CMZ66036.1 elongation factor G [Streptococcus pneumoniae]
 CNA70311.1 elongation factor G [Streptococcus pneumoniae]
 CMX38810.1 elongation factor G [Streptococcus pneumoniae]
 CNA57568.1 elongation factor G [Streptococcus pneumoniae]
 CMW21967.1 elongation factor G [Streptococcus pneumoniae]
 CMX59293.1 elongation factor G [Streptococcus pneumoniae]
 CMZ69620.1 elongation factor G [Streptococcus pneumoniae]
 CNA80758.1 elongation factor G [Streptococcus pneumoniae]
 CMW39585.1 elongation factor G [Streptococcus pneumoniae]
 CMZ56001.1 elongation factor G [Streptococcus pneumoniae]
 CMV50255.1 elongation factor G [Streptococcus pneumoniae]
 CMX76266.1 elongation factor G [Streptococcus pneumoniae]
 CMX22374.1 elongation factor G [Streptococcus pneumoniae]
 CNA16016.1 elongation factor G [Streptococcus pneumoniae]
 CMY75718.1 elongation factor G [Streptococcus pneumoniae]
 CMV22478.1 elongation factor G [Streptococcus pneumoniae]
 CMW06741.1 elongation factor G [Streptococcus pneumoniae]
 CMW16356.1 elongation factor G [Streptococcus pneumoniae]
 CNA74830.1 elongation factor G [Streptococcus pneumoniae]
 CMV83317.1 elongation factor G [Streptococcus pneumoniae]
 CNA78651.1 elongation factor G [Streptococcus pneumoniae]
 CMY08029.1 elongation factor G [Streptococcus pneumoniae]
 CMX91926.1 elongation factor G [Streptococcus pneumoniae]
 CMX91326.1 elongation factor G [Streptococcus pneumoniae]
 CMY88654.1 elongation factor G [Streptococcus pneumoniae]
 CMX31335.1 elongation factor G [Streptococcus pneumoniae]
 CMY56199.1 elongation factor G [Streptococcus pneumoniae]
 CMX17859.1 elongation factor G [Streptococcus pneumoniae]
 CMV78261.1 elongation factor G [Streptococcus pneumoniae]
 CMZ30220.1 elongation factor G [Streptococcus pneumoniae]
 CNA74890.1 elongation factor G [Streptococcus pneumoniae]
 CMZ09372.1 elongation factor G [Streptococcus pneumoniae]
 CNA91197.1 elongation factor G [Streptococcus pneumoniae]
 CMW01211.1 elongation factor G [Streptococcus pneumoniae]
 CNA30209.1 elongation factor G [Streptococcus pneumoniae]
 CNA00907.1 elongation factor G [Streptococcus pneumoniae]
 CNA14380.1 elongation factor G [Streptococcus pneumoniae]
 CMW91761.1 elongation factor G [Streptococcus pneumoniae]



 CMZ05209.1 elongation factor G [Streptococcus pneumoniae]
 CMW18423.1 elongation factor G [Streptococcus pneumoniae]
 CMW22654.1 elongation factor G [Streptococcus pneumoniae]
 COB01854.1 elongation factor G [Streptococcus pneumoniae]
 COB12163.1 elongation factor G [Streptococcus pneumoniae]
 COL99581.1 elongation factor G [Streptococcus pneumoniae]
 COC24856.1 elongation factor G [Streptococcus pneumoniae]
 COG38462.1 elongation factor G [Streptococcus pneumoniae]
 COC64637.1 elongation factor G [Streptococcus pneumoniae]
 COR66524.1 elongation factor G [Streptococcus pneumoniae]
 CNZ49367.1 elongation factor G [Streptococcus pneumoniae]
 COG31477.1 elongation factor G [Streptococcus pneumoniae]
 COM40804.1 elongation factor G [Streptococcus pneumoniae]
 COJ76225.1 elongation factor G [Streptococcus pneumoniae]
 COA76538.1 elongation factor G [Streptococcus pneumoniae]
 COJ23714.1 elongation factor G [Streptococcus pneumoniae]
 COG22184.1 elongation factor G [Streptococcus pneumoniae]
 COI96781.1 elongation factor G [Streptococcus pneumoniae]
 COG68534.1 elongation factor G [Streptococcus pneumoniae]
 COL77994.1 elongation factor G [Streptococcus pneumoniae]
 COJ19027.1 elongation factor G [Streptococcus pneumoniae]
 COB98058.1 elongation factor G [Streptococcus pneumoniae]
 COH70502.1 elongation factor G [Streptococcus pneumoniae]
 COJ07952.1 elongation factor G [Streptococcus pneumoniae]
 COF27405.1 elongation factor G [Streptococcus pneumoniae]
 COF23733.1 elongation factor G [Streptococcus pneumoniae]
 COQ04698.1 elongation factor G [Streptococcus pneumoniae]
 COO69666.1 elongation factor G [Streptococcus pneumoniae]
 COH22989.1 elongation factor G [Streptococcus pneumoniae]
 COO01300.1 elongation factor G [Streptococcus pneumoniae]
 COF56631.1 elongation factor G [Streptococcus pneumoniae]
 COG73035.1 elongation factor G [Streptococcus pneumoniae]
 COD38832.1 elongation factor G [Streptococcus pneumoniae]
 CNY86232.1 elongation factor G [Streptococcus pneumoniae]
 COK98750.1 elongation factor G [Streptococcus pneumoniae]
 COK03645.1 elongation factor G [Streptococcus pneumoniae]
 COI34966.1 elongation factor G [Streptococcus pneumoniae]
 COQ05414.1 elongation factor G [Streptococcus pneumoniae]
 COJ53593.1 elongation factor G [Streptococcus pneumoniae]
 COJ37737.1 elongation factor G [Streptococcus pneumoniae]
 COR61883.1 elongation factor G [Streptococcus pneumoniae]
 COH80548.1 elongation factor G [Streptococcus pneumoniae]
 COK83425.1 elongation factor G [Streptococcus pneumoniae]
 COQ77851.1 elongation factor G [Streptococcus pneumoniae]
 CNZ69013.1 elongation factor G [Streptococcus pneumoniae]
 COI42234.1 elongation factor G [Streptococcus pneumoniae]
 COH96232.1 elongation factor G [Streptococcus pneumoniae]
 COF13656.1 elongation factor G [Streptococcus pneumoniae]
 COM98916.1 elongation factor G [Streptococcus pneumoniae]
 COI97190.1 elongation factor G [Streptococcus pneumoniae]
 COK18244.1 elongation factor G [Streptococcus pneumoniae]
 COB35400.1 elongation factor G [Streptococcus pneumoniae]
 COE44938.1 elongation factor G [Streptococcus pneumoniae]
 COI98011.1 elongation factor G [Streptococcus pneumoniae]



 COH80884.1 elongation factor G [Streptococcus pneumoniae]
 CNY93225.1 elongation factor G [Streptococcus pneumoniae]
 COG86420.1 elongation factor G [Streptococcus pneumoniae]
 CON50586.1 elongation factor G [Streptococcus pneumoniae]
 COC46978.1 elongation factor G [Streptococcus pneumoniae]
 COE72726.1 elongation factor G [Streptococcus pneumoniae]
 COQ22320.1 elongation factor G [Streptococcus pneumoniae]
 COC21587.1 elongation factor G [Streptococcus pneumoniae]
 COI24851.1 elongation factor G [Streptococcus pneumoniae]
 COI64986.1 elongation factor G [Streptococcus pneumoniae]
 COL92941.1 elongation factor G [Streptococcus pneumoniae]
 COD00897.1 elongation factor G [Streptococcus pneumoniae]
 COG92659.1 elongation factor G [Streptococcus pneumoniae]
 COL88626.1 elongation factor G [Streptococcus pneumoniae]
 COB10309.1 elongation factor G [Streptococcus pneumoniae]
 COP48314.1 elongation factor G [Streptococcus pneumoniae]
 COP25205.1 elongation factor G [Streptococcus pneumoniae]
 COM67245.1 elongation factor G [Streptococcus pneumoniae]
 COL97422.1 elongation factor G [Streptococcus pneumoniae]
 COB86617.1 elongation factor G [Streptococcus pneumoniae]
 COO30717.1 elongation factor G [Streptococcus pneumoniae]
 COD50518.1 elongation factor G [Streptococcus pneumoniae]
 COC16523.1 elongation factor G [Streptococcus pneumoniae]
 COF15915.1 elongation factor G [Streptococcus pneumoniae]
 COI63590.1 elongation factor G [Streptococcus pneumoniae]
 COM54299.1 elongation factor G [Streptococcus pneumoniae]
 COJ43927.1 elongation factor G [Streptococcus pneumoniae]
 COE45491.1 elongation factor G [Streptococcus pneumoniae]
 COR37284.1 elongation factor G [Streptococcus pneumoniae]
 COA47094.1 elongation factor G [Streptococcus pneumoniae]
 COB81748.1 elongation factor G [Streptococcus pneumoniae]
 COJ53362.1 elongation factor G [Streptococcus pneumoniae]
 COL19696.1 elongation factor G [Streptococcus pneumoniae]
 CNZ85366.1 elongation factor G [Streptococcus pneumoniae]
 CNZ55626.1 elongation factor G [Streptococcus pneumoniae]
 CON36244.1 elongation factor G [Streptococcus pneumoniae]
 COM24792.1 elongation factor G [Streptococcus pneumoniae]
 COG80220.1 elongation factor G [Streptococcus pneumoniae]
 CNZ45658.1 elongation factor G [Streptococcus pneumoniae]
 COP51543.1 elongation factor G [Streptococcus pneumoniae]
 COR03924.1 elongation factor G [Streptococcus pneumoniae]
 COJ46196.1 elongation factor G [Streptococcus pneumoniae]
 COM53668.1 elongation factor G [Streptococcus pneumoniae]
 COQ51522.1 elongation factor G [Streptococcus pneumoniae]
 COL95870.1 elongation factor G [Streptococcus pneumoniae]
 COK84112.1 elongation factor G [Streptococcus pneumoniae]
 COI20412.1 elongation factor G [Streptococcus pneumoniae]
 COH85634.1 elongation factor G [Streptococcus pneumoniae]
 CNZ98490.1 elongation factor G [Streptococcus pneumoniae]
 COM87547.1 elongation factor G [Streptococcus pneumoniae]
 COP45881.1 elongation factor G [Streptococcus pneumoniae]
 COL47475.1 elongation factor G [Streptococcus pneumoniae]
 COH50284.1 elongation factor G [Streptococcus pneumoniae]
 COF08834.1 elongation factor G [Streptococcus pneumoniae]



 COQ69654.1 elongation factor G [Streptococcus pneumoniae]
 COH62645.1 elongation factor G [Streptococcus pneumoniae]
 COQ50406.1 elongation factor G [Streptococcus pneumoniae]
 COR03695.1 elongation factor G [Streptococcus pneumoniae]
 COJ59997.1 elongation factor G [Streptococcus pneumoniae]
 CON65129.1 elongation factor G [Streptococcus pneumoniae]
 COE83725.1 elongation factor G [Streptococcus pneumoniae]
 COO94455.1 elongation factor G [Streptococcus pneumoniae]
 COO95173.1 elongation factor G [Streptococcus pneumoniae]
 COF86615.1 elongation factor G [Streptococcus pneumoniae]
 COL84665.1 elongation factor G [Streptococcus pneumoniae]
 COO35827.1 elongation factor G [Streptococcus pneumoniae]
 COP97464.1 elongation factor G [Streptococcus pneumoniae]
 COH18739.1 elongation factor G [Streptococcus pneumoniae]
 COB93437.1 elongation factor G [Streptococcus pneumoniae]
 COH12182.1 elongation factor G [Streptococcus pneumoniae]
 COL53214.1 elongation factor G [Streptococcus pneumoniae]
 COH66942.1 elongation factor G [Streptococcus pneumoniae]
 COG02511.1 elongation factor G [Streptococcus pneumoniae]
 COK33995.1 elongation factor G [Streptococcus pneumoniae]
 COL69918.1 elongation factor G [Streptococcus pneumoniae]
 CON84103.1 elongation factor G [Streptococcus pneumoniae]
 COG72450.1 elongation factor G [Streptococcus pneumoniae]
 COE58406.1 elongation factor G [Streptococcus pneumoniae]
 COL15087.1 elongation factor G [Streptococcus pneumoniae]
 CNZ95404.1 elongation factor G [Streptococcus pneumoniae]
 COA51060.1 elongation factor G [Streptococcus pneumoniae]
 COP91201.1 elongation factor G [Streptococcus pneumoniae]
 COB56555.1 elongation factor G [Streptococcus pneumoniae]
 COC91225.1 elongation factor G [Streptococcus pneumoniae]
 COM89960.1 elongation factor G [Streptococcus pneumoniae]
 CNY94647.1 elongation factor G [Streptococcus pneumoniae]
 COG15346.1 elongation factor G [Streptococcus pneumoniae]
 COQ51796.1 elongation factor G [Streptococcus pneumoniae]
 CON75311.1 elongation factor G [Streptococcus pneumoniae]
 COE49830.1 elongation factor G [Streptococcus pneumoniae]
 COP17711.1 elongation factor G [Streptococcus pneumoniae]
 COI19312.1 elongation factor G [Streptococcus pneumoniae]
 COJ80117.1 elongation factor G [Streptococcus pneumoniae]
 COF55523.1 elongation factor G [Streptococcus pneumoniae]
 COL42680.1 elongation factor G [Streptococcus pneumoniae]
 COJ10733.1 elongation factor G [Streptococcus pneumoniae]
 CON89004.1 elongation factor G [Streptococcus pneumoniae]
 COD28270.1 elongation factor G [Streptococcus pneumoniae]
 COD49310.1 elongation factor G [Streptococcus pneumoniae]
 COM94639.1 elongation factor G [Streptococcus pneumoniae]
 COM69655.1 elongation factor G [Streptococcus pneumoniae]
 COB92246.1 elongation factor G [Streptococcus pneumoniae]
 COH79424.1 elongation factor G [Streptococcus pneumoniae]
 COO07732.1 elongation factor G [Streptococcus pneumoniae]
 COR62814.1 elongation factor G [Streptococcus pneumoniae]
 COC68318.1 elongation factor G [Streptococcus pneumoniae]
 COH43633.1 elongation factor G [Streptococcus pneumoniae]
 COE86229.1 elongation factor G [Streptococcus pneumoniae]



 COM22345.1 elongation factor G [Streptococcus pneumoniae]
 COH54740.1 elongation factor G [Streptococcus pneumoniae]
 COE60616.1 elongation factor G [Streptococcus pneumoniae]
 CNZ29360.1 elongation factor G [Streptococcus pneumoniae]
 COA81258.1 elongation factor G [Streptococcus pneumoniae]
 COF34014.1 elongation factor G [Streptococcus pneumoniae]
 COE65665.1 elongation factor G [Streptococcus pneumoniae]
 COL44845.1 elongation factor G [Streptococcus pneumoniae]
 COG30792.1 elongation factor G [Streptococcus pneumoniae]
 COE68045.1 elongation factor G [Streptococcus pneumoniae]
 COC91913.1 elongation factor G [Streptococcus pneumoniae]
 COD48344.1 elongation factor G [Streptococcus pneumoniae]
 COL40106.1 elongation factor G [Streptococcus pneumoniae]
 COR63489.1 elongation factor G [Streptococcus pneumoniae]
 COQ56807.1 elongation factor G [Streptococcus pneumoniae]
 CNZ92740.1 elongation factor G [Streptococcus pneumoniae]
 COR55996.1 elongation factor G [Streptococcus pneumoniae]
 COI25722.1 elongation factor G [Streptococcus pneumoniae]
 COI88130.1 elongation factor G [Streptococcus pneumoniae]
 CNZ84850.1 elongation factor G [Streptococcus pneumoniae]
 COR21650.1 elongation factor G [Streptococcus pneumoniae]
 COE60597.1 elongation factor G [Streptococcus pneumoniae]
 COK66351.1 elongation factor G [Streptococcus pneumoniae]
 COK50424.1 elongation factor G [Streptococcus pneumoniae]
 COP20978.1 elongation factor G [Streptococcus pneumoniae]
 CON79468.1 elongation factor G [Streptococcus pneumoniae]
 COI97012.1 elongation factor G [Streptococcus pneumoniae]
 CON75802.1 elongation factor G [Streptococcus pneumoniae]
 COD89722.1 elongation factor G [Streptococcus pneumoniae]
 CON42277.1 elongation factor G [Streptococcus pneumoniae]
 COI57161.1 elongation factor G [Streptococcus pneumoniae]
 COB29186.1 elongation factor G [Streptococcus pneumoniae]
 CON47438.1 elongation factor G [Streptococcus pneumoniae]
 CNY94030.1 elongation factor G [Streptococcus pneumoniae]
 COR24469.1 elongation factor G [Streptococcus pneumoniae]
 COM56504.1 elongation factor G [Streptococcus pneumoniae]
 CON66018.1 elongation factor G [Streptococcus pneumoniae]
 COL36846.1 elongation factor G [Streptococcus pneumoniae]
 COH63624.1 elongation factor G [Streptococcus pneumoniae]
 COJ83004.1 elongation factor G [Streptococcus pneumoniae]
 COK99500.1 elongation factor G [Streptococcus pneumoniae]
 COF20629.1 elongation factor G [Streptococcus pneumoniae]
 COE82731.1 elongation factor G [Streptococcus pneumoniae]
 COF35815.1 elongation factor G [Streptococcus pneumoniae]
 COB95757.1 elongation factor G [Streptococcus pneumoniae]
 CNZ50511.1 elongation factor G [Streptococcus pneumoniae]
 COE73673.1 elongation factor G [Streptococcus pneumoniae]
 COB59468.1 elongation factor G [Streptococcus pneumoniae]
 COF51618.1 elongation factor G [Streptococcus pneumoniae]
 COF63789.1 elongation factor G [Streptococcus pneumoniae]
 COJ98622.1 elongation factor G [Streptococcus pneumoniae]
 CNZ32703.1 elongation factor G [Streptococcus pneumoniae]
 COI33101.1 elongation factor G [Streptococcus pneumoniae]
 COD87802.1 elongation factor G [Streptococcus pneumoniae]



 COK22119.1 elongation factor G [Streptococcus pneumoniae]
 COG47059.1 elongation factor G [Streptococcus pneumoniae]
 COF84789.1 elongation factor G [Streptococcus pneumoniae]
 COH40061.1 elongation factor G [Streptococcus pneumoniae]
 COC67728.1 elongation factor G [Streptococcus pneumoniae]
 COO37825.1 elongation factor G [Streptococcus pneumoniae]
 COJ69745.1 elongation factor G [Streptococcus pneumoniae]
 COL87066.1 elongation factor G [Streptococcus pneumoniae]
 COH62147.1 elongation factor G [Streptococcus pneumoniae]
 COM53000.1 elongation factor G [Streptococcus pneumoniae]
 COK71348.1 elongation factor G [Streptococcus pneumoniae]
 COB63022.1 elongation factor G [Streptococcus pneumoniae]
 COA25631.1 elongation factor G [Streptococcus pneumoniae]
 COB06100.1 elongation factor G [Streptococcus pneumoniae]
 CNZ56337.1 elongation factor G [Streptococcus pneumoniae]
 COH02284.1 elongation factor G [Streptococcus pneumoniae]
 CNY90970.1 elongation factor G [Streptococcus pneumoniae]
 COQ74011.1 elongation factor G [Streptococcus pneumoniae]
 COO32356.1 elongation factor G [Streptococcus pneumoniae]
 COI01857.1 elongation factor G [Streptococcus pneumoniae]
 COR91230.1 elongation factor G [Streptococcus pneumoniae]
 COO19749.1 elongation factor G [Streptococcus pneumoniae]
 COJ02501.1 elongation factor G [Streptococcus pneumoniae]
 COR40360.1 elongation factor G [Streptococcus pneumoniae]
 COQ03183.1 elongation factor G [Streptococcus pneumoniae]
 COL35311.1 elongation factor G [Streptococcus pneumoniae]
 COM28055.1 elongation factor G [Streptococcus pneumoniae]
 CON17790.1 elongation factor G [Streptococcus pneumoniae]
 COA94831.1 elongation factor G [Streptococcus pneumoniae]
 COF50992.1 elongation factor G [Streptococcus pneumoniae]
 COH04538.1 elongation factor G [Streptococcus pneumoniae]
 COI33725.1 elongation factor G [Streptococcus pneumoniae]
 COJ47644.1 elongation factor G [Streptococcus pneumoniae]
 COB90536.1 elongation factor G [Streptococcus pneumoniae]
 COE56598.1 elongation factor G [Streptococcus pneumoniae]
 COR37865.1 elongation factor G [Streptococcus pneumoniae]
 COA83914.1 elongation factor G [Streptococcus pneumoniae]
 COM64545.1 elongation factor G [Streptococcus pneumoniae]
 COB38738.1 elongation factor G [Streptococcus pneumoniae]
 COI34109.1 elongation factor G [Streptococcus pneumoniae]
 COG94985.1 elongation factor G [Streptococcus pneumoniae]
 COF82485.1 elongation factor G [Streptococcus pneumoniae]
 COF37900.1 elongation factor G [Streptococcus pneumoniae]
 COO27075.1 elongation factor G [Streptococcus pneumoniae]
 COL36109.1 elongation factor G [Streptococcus pneumoniae]
 COR71434.1 elongation factor G [Streptococcus pneumoniae]
 COA50692.1 elongation factor G [Streptococcus pneumoniae]
 COB81033.1 elongation factor G [Streptococcus pneumoniae]
 COL00763.1 elongation factor G [Streptococcus pneumoniae]
 COP03931.1 elongation factor G [Streptococcus pneumoniae]
 COG35847.1 elongation factor G [Streptococcus pneumoniae]
 COQ90625.1 elongation factor G [Streptococcus pneumoniae]
 CON13436.1 elongation factor G [Streptococcus pneumoniae]
 COR52208.1 elongation factor G [Streptococcus pneumoniae]



 COE74233.1 elongation factor G [Streptococcus pneumoniae]
 COA09978.1 elongation factor G [Streptococcus pneumoniae]
 COK76171.1 elongation factor G [Streptococcus pneumoniae]
 COD35822.1 elongation factor G [Streptococcus pneumoniae]
 COB41051.1 elongation factor G [Streptococcus pneumoniae]
 COL95485.1 elongation factor G [Streptococcus pneumoniae]
 COE24989.1 elongation factor G [Streptococcus pneumoniae]
 COQ58741.1 elongation factor G [Streptococcus pneumoniae]
 COA06357.1 elongation factor G [Streptococcus pneumoniae]
 COO91147.1 elongation factor G [Streptococcus pneumoniae]
 COC45785.1 elongation factor G [Streptococcus pneumoniae]
 COK78747.1 elongation factor G [Streptococcus pneumoniae]
 COI93823.1 elongation factor G [Streptococcus pneumoniae]
 COB09626.1 elongation factor G [Streptococcus pneumoniae]
 COG21651.1 elongation factor G [Streptococcus pneumoniae]
 COM94098.1 elongation factor G [Streptococcus pneumoniae]
 COH71939.1 elongation factor G [Streptococcus pneumoniae]
 COB84057.1 elongation factor G [Streptococcus pneumoniae]
 COR54608.1 elongation factor G [Streptococcus pneumoniae]
 COO24376.1 elongation factor G [Streptococcus pneumoniae]
 CNZ12680.1 elongation factor G [Streptococcus pneumoniae]
 CON11624.1 elongation factor G [Streptococcus pneumoniae]
 COL33428.1 elongation factor G [Streptococcus pneumoniae]
 COG60157.1 elongation factor G [Streptococcus pneumoniae]
 CON87796.1 elongation factor G [Streptococcus pneumoniae]
 COQ74335.1 elongation factor G [Streptococcus pneumoniae]
 COA99418.1 elongation factor G [Streptococcus pneumoniae]
 COA91303.1 elongation factor G [Streptococcus pneumoniae]
 COR18760.1 elongation factor G [Streptococcus pneumoniae]
 COC03386.1 elongation factor G [Streptococcus pneumoniae]
 COE51019.1 elongation factor G [Streptococcus pneumoniae]
 COC08060.1 elongation factor G [Streptococcus pneumoniae]
 COD78944.1 elongation factor G [Streptococcus pneumoniae]
 COC05037.1 elongation factor G [Streptococcus pneumoniae]
 COQ74250.1 elongation factor G [Streptococcus pneumoniae]
 COR50089.1 elongation factor G [Streptococcus pneumoniae]
 COG13766.1 elongation factor G [Streptococcus pneumoniae]
 CON48875.1 elongation factor G [Streptococcus pneumoniae]
 COD19067.1 elongation factor G [Streptococcus pneumoniae]
 COD54026.1 elongation factor G [Streptococcus pneumoniae]
 COO43039.1 elongation factor G [Streptococcus pneumoniae]
 COE09392.1 elongation factor G [Streptococcus pneumoniae]
 COC86750.1 elongation factor G [Streptococcus pneumoniae]
 COD73416.1 elongation factor G [Streptococcus pneumoniae]
 COF99621.1 elongation factor G [Streptococcus pneumoniae]
 COC48473.1 elongation factor G [Streptococcus pneumoniae]
 COB47580.1 elongation factor G [Streptococcus pneumoniae]
 COQ46205.1 elongation factor G [Streptococcus pneumoniae]
 COA85191.1 elongation factor G [Streptococcus pneumoniae]
 CON72997.1 elongation factor G [Streptococcus pneumoniae]
 COE34155.1 elongation factor G [Streptococcus pneumoniae]
 COO62137.1 elongation factor G [Streptococcus pneumoniae]
 COP62756.1 elongation factor G [Streptococcus pneumoniae]
 COL99445.1 elongation factor G [Streptococcus pneumoniae]



 COS31267.1 elongation factor G [Streptococcus pneumoniae]
 COL45401.1 elongation factor G [Streptococcus pneumoniae]
 COC10118.1 elongation factor G [Streptococcus pneumoniae]
 COA90086.1 elongation factor G [Streptococcus pneumoniae]
 CNY78385.1 elongation factor G [Streptococcus pneumoniae]
 COC71661.1 elongation factor G [Streptococcus pneumoniae]
 COL15824.1 elongation factor G [Streptococcus pneumoniae]
 COI83443.1 elongation factor G [Streptococcus pneumoniae]
 COQ64268.1 elongation factor G [Streptococcus pneumoniae]
 CON04467.1 elongation factor G [Streptococcus pneumoniae]
 COH71464.1 elongation factor G [Streptococcus pneumoniae]
 COF50369.1 elongation factor G [Streptococcus pneumoniae]
 COQ75208.1 elongation factor G [Streptococcus pneumoniae]
 COI86531.1 elongation factor G [Streptococcus pneumoniae]
 COR62277.1 elongation factor G [Streptococcus pneumoniae]
 COD82793.1 elongation factor G [Streptococcus pneumoniae]
 COA75092.1 elongation factor G [Streptococcus pneumoniae]
 COK35667.1 elongation factor G [Streptococcus pneumoniae]
 COK99384.1 elongation factor G [Streptococcus pneumoniae]
 COL44798.1 elongation factor G [Streptococcus pneumoniae]
 CON70247.1 elongation factor G [Streptococcus pneumoniae]
 COO28128.1 elongation factor G [Streptococcus pneumoniae]
 COM60290.1 elongation factor G [Streptococcus pneumoniae]
 CNZ85367.1 elongation factor G [Streptococcus pneumoniae]
 COO61708.1 elongation factor G [Streptococcus pneumoniae]
 CNZ67611.1 elongation factor G [Streptococcus pneumoniae]
 COG85967.1 elongation factor G [Streptococcus pneumoniae]
 COD98762.1 elongation factor G [Streptococcus pneumoniae]
 CON37025.1 elongation factor G [Streptococcus pneumoniae]
 COB22534.1 elongation factor G [Streptococcus pneumoniae]
 COD41214.1 elongation factor G [Streptococcus pneumoniae]
 CON38941.1 elongation factor G [Streptococcus pneumoniae]
 COA56857.1 elongation factor G [Streptococcus pneumoniae]
 COH30679.1 elongation factor G [Streptococcus pneumoniae]
 COR83170.1 elongation factor G [Streptococcus pneumoniae]
 COM78502.1 elongation factor G [Streptococcus pneumoniae]
 COH65525.1 elongation factor G [Streptococcus pneumoniae]
 COE19356.1 elongation factor G [Streptococcus pneumoniae]
 COM64551.1 elongation factor G [Streptococcus pneumoniae]
 CNY78408.1 elongation factor G [Streptococcus pneumoniae]
 COE98364.1 elongation factor G [Streptococcus pneumoniae]
 COB87313.1 elongation factor G [Streptococcus pneumoniae]
 COI63197.1 elongation factor G [Streptococcus pneumoniae]
 COE07079.1 elongation factor G [Streptococcus pneumoniae]
 COD56326.1 elongation factor G [Streptococcus pneumoniae]
 COG23724.1 elongation factor G [Streptococcus pneumoniae]
 CNZ61058.1 elongation factor G [Streptococcus pneumoniae]
 COK41224.1 elongation factor G [Streptococcus pneumoniae]
 COP77445.1 elongation factor G [Streptococcus pneumoniae]
 COB16005.1 elongation factor G [Streptococcus pneumoniae]
 COM52001.1 elongation factor G [Streptococcus pneumoniae]
 COH21342.1 elongation factor G [Streptococcus pneumoniae]
 COI05118.1 elongation factor G [Streptococcus pneumoniae]
 COE36005.1 elongation factor G [Streptococcus pneumoniae]



 COO59940.1 elongation factor G [Streptococcus pneumoniae]
 COI46460.1 elongation factor G [Streptococcus pneumoniae]
 COE16305.1 elongation factor G [Streptococcus pneumoniae]
 COR27165.1 elongation factor G [Streptococcus pneumoniae]
 COT09129.1 elongation factor G [Streptococcus pneumoniae]
 COP76019.1 elongation factor G [Streptococcus pneumoniae]
 COR96921.1 elongation factor G [Streptococcus pneumoniae]
 COR99840.1 elongation factor G [Streptococcus pneumoniae]
 COR89020.1 elongation factor G [Streptococcus pneumoniae]
 COR90556.1 elongation factor G [Streptococcus pneumoniae]
 COS04208.1 elongation factor G [Streptococcus pneumoniae]
 COS07915.1 elongation factor G [Streptococcus pneumoniae]
 COS49607.1 elongation factor G [Streptococcus pneumoniae]
 COS29123.1 elongation factor G [Streptococcus pneumoniae]
 COS30417.1 elongation factor G [Streptococcus pneumoniae]
 COS33518.1 elongation factor G [Streptococcus pneumoniae]
 COS41398.1 elongation factor G [Streptococcus pneumoniae]
 COS79888.1 elongation factor G [Streptococcus pneumoniae]
 COS43870.1 elongation factor G [Streptococcus pneumoniae]
 COS50650.1 elongation factor G [Streptococcus pneumoniae]
 COS52108.1 elongation factor G [Streptococcus pneumoniae]
 COS77015.1 elongation factor G [Streptococcus pneumoniae]
 COS58814.1 elongation factor G [Streptococcus pneumoniae]
 COS55746.1 elongation factor G [Streptococcus pneumoniae]
 COS75182.1 elongation factor G [Streptococcus pneumoniae]
 COS64199.1 elongation factor G [Streptococcus pneumoniae]
 COS64458.1 elongation factor G [Streptococcus pneumoniae]
 COS73619.1 elongation factor G [Streptococcus pneumoniae]
 COS78005.1 elongation factor G [Streptococcus pneumoniae]
 COS73372.1 elongation factor G [Streptococcus pneumoniae]
 COS81508.1 elongation factor G [Streptococcus pneumoniae]
 COS91484.1 elongation factor G [Streptococcus pneumoniae]
 COT30921.1 elongation factor G [Streptococcus pneumoniae]
 CTO49846.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CRY51008.1 elongation factor G [Streptococcus pneumoniae]
 KNB75553.1 elongation factor G [Streptococcus pneumoniae 13856]
 CTG75776.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG09279.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM12790.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ80752.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ87969.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC68105.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK31283.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG10528.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ79870.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTJ04363.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG98393.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG48235.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG51749.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP45206.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP18589.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM68525.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG51481.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG33343.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ37799.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG97306.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN84120.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH62085.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN07347.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN71373.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ86045.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG51748.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP23534.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM89640.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK12678.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO21587.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK16410.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP50190.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN57159.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM90887.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG62986.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM39877.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTI95652.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG61583.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO98875.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ82292.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO28592.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG28968.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN02523.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG64795.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG45373.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ83203.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG38596.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG75118.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG26095.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK28676.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN52805.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO03367.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO53930.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG46128.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ59086.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ64573.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ44516.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ55811.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM94435.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO23457.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN82499.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ47559.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK13353.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTK40053.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK31918.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG06879.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK27457.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK60313.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC85041.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG16303.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD22143.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM46333.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK64708.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG83665.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM88333.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK19507.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP50411.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM70680.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH96360.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ74176.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO04407.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ75115.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK12392.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM63339.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN33882.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG23419.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK50663.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG69850.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG78916.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG25543.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTO31543.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK41724.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG36445.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF70468.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM07165.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM10264.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP22925.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM13449.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CRZ36075.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI15935.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO95564.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ86872.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP15282.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF95062.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ92065.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO19580.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM14271.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ97326.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI18588.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM68661.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM74959.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI39819.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG68063.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI93488.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK02489.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG61234.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF96974.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTP39594.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF76201.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN94779.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP00890.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN55726.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ59303.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG44830.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL83936.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI47349.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF80183.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP20804.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN21901.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI88845.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM20014.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG20901.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF98916.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG31280.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM92421.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG15087.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO14106.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ63381.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO76944.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN91316.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG49158.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD36314.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG13082.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN66881.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTG49896.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN59694.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK76191.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF98390.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ05516.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC99464.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK67006.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG67172.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG09123.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN45914.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM38369.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF82885.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH17839.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG34080.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG70205.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP34948.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO49734.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ74385.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN18388.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN10560.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI83132.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ53368.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ07177.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH12523.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ26065.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO50758.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ88224.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTJ28371.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF93080.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG42058.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG39186.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI63073.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH53440.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN40911.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ55190.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ19786.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ39538.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN62377.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG82753.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ81685.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF91600.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN71657.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI64275.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ84528.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG91177.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG70829.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM44880.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK07466.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH80892.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG57065.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG61167.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ86462.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN76891.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG45083.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTJ35954.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO62454.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH24727.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF90567.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG52592.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CKH30952.1 elongation factor G [Streptococcus pneumoniae]
 CKI85629.1 elongation factor G [Streptococcus pneumoniae]
 KPL39139.1 elongation factor G [Streptococcus pseudopneumoniae]
 KPL42360.1 elongation factor G [Streptococcus pseudopneumoniae]
 KPL42542.1 elongation factor G [Streptococcus pseudopneumoniae]
 KWX81724.1 elongation factor G [Streptococcus pneumoniae]
 CVV83098.1 elongation factor G [Streptococcus pneumoniae]
 CVX82425.1 elongation factor G [Streptococcus pneumoniae]
 CVW05689.1 elongation factor G [Streptococcus pneumoniae]
 CVQ00698.1 elongation factor G [Streptococcus pneumoniae]
 CVR78044.1 elongation factor G [Streptococcus pneumoniae]
 CVT83678.1 elongation factor G [Streptococcus pneumoniae]
 CVO28650.1 elongation factor G [Streptococcus pneumoniae]
 CVW53256.1 elongation factor G [Streptococcus pneumoniae]
 CVV24173.1 elongation factor G [Streptococcus pneumoniae]
 CVU29994.1 elongation factor G [Streptococcus pneumoniae]
 CVK41567.1 elongation factor G [Streptococcus pneumoniae]
 CVN24299.1 elongation factor G [Streptococcus pneumoniae]
 CVU16093.1 elongation factor G [Streptococcus pneumoniae]
 CVO35754.1 elongation factor G [Streptococcus pneumoniae]
 CVT47594.1 elongation factor G [Streptococcus pneumoniae]
 CVQ55730.1 elongation factor G [Streptococcus pneumoniae]
 CVT82995.1 elongation factor G [Streptococcus pneumoniae]
 CVL25204.1 elongation factor G [Streptococcus pneumoniae]
 CVV89093.1 elongation factor G [Streptococcus pneumoniae]
 CVX48945.1 elongation factor G [Streptococcus pneumoniae]
 CVQ11058.1 elongation factor G [Streptococcus pneumoniae]
 CVU15657.1 elongation factor G [Streptococcus pneumoniae]
 CVT47644.1 elongation factor G [Streptococcus pneumoniae]
 CVO73684.1 elongation factor G [Streptococcus pneumoniae]
 CVX84229.1 elongation factor G [Streptococcus pneumoniae]
 CVT19398.1 elongation factor G [Streptococcus pneumoniae]
 CVV42490.1 elongation factor G [Streptococcus pneumoniae]
 CVW24602.1 elongation factor G [Streptococcus pneumoniae]
 CVX70481.1 elongation factor G [Streptococcus pneumoniae]
 CVS80633.1 elongation factor G [Streptococcus pneumoniae]
 CVM27161.1 elongation factor G [Streptococcus pneumoniae]
 CVL23919.1 elongation factor G [Streptococcus pneumoniae]
 CVP91515.1 elongation factor G [Streptococcus pneumoniae]
 CVR04653.1 elongation factor G [Streptococcus pneumoniae]
 CVL44642.1 elongation factor G [Streptococcus pneumoniae]
 CVX83440.1 elongation factor G [Streptococcus pneumoniae]
 CVT35852.1 elongation factor G [Streptococcus pneumoniae]



 CVS08419.1 elongation factor G [Streptococcus pneumoniae]
 CVU06426.1 elongation factor G [Streptococcus pneumoniae]
 CVX36317.1 elongation factor G [Streptococcus pneumoniae]
 CVU63039.1 elongation factor G [Streptococcus pneumoniae]
 CVQ76674.1 elongation factor G [Streptococcus pneumoniae]
 CVX90612.1 elongation factor G [Streptococcus pneumoniae]
 CVQ59564.1 elongation factor G [Streptococcus pneumoniae]
 CVU27675.1 elongation factor G [Streptococcus pneumoniae]
 CVL17312.1 elongation factor G [Streptococcus pneumoniae]
 CVT77479.1 elongation factor G [Streptococcus pneumoniae]
 CVV53782.1 elongation factor G [Streptococcus pneumoniae]
 CVW21942.1 elongation factor G [Streptococcus pneumoniae]
 CVQ79864.1 elongation factor G [Streptococcus pneumoniae]
 CVM22183.1 elongation factor G [Streptococcus pneumoniae]
 CVQ01408.1 elongation factor G [Streptococcus pneumoniae]
 CVU99570.1 elongation factor G [Streptococcus pneumoniae]
 CVU61091.1 elongation factor G [Streptococcus pneumoniae]
 CVR22591.1 elongation factor G [Streptococcus pneumoniae]
 CVK74084.1 elongation factor G [Streptococcus pneumoniae]
 CVX02525.1 elongation factor G [Streptococcus pneumoniae]
 CVW49222.1 elongation factor G [Streptococcus pneumoniae]
 CVL21264.1 elongation factor G [Streptococcus pneumoniae]
 CVW56090.1 elongation factor G [Streptococcus pneumoniae]
 CVR85021.1 elongation factor G [Streptococcus pneumoniae]
 CVM16042.1 elongation factor G [Streptococcus pneumoniae]
 CVM24701.1 elongation factor G [Streptococcus pneumoniae]
 CVL17669.1 elongation factor G [Streptococcus pneumoniae]
 CVP31983.1 elongation factor G [Streptococcus pneumoniae]
 CVM94555.1 elongation factor G [Streptococcus pneumoniae]
 CVY04054.1 elongation factor G [Streptococcus pneumoniae]
 CVX84481.1 elongation factor G [Streptococcus pneumoniae]
 CVO11738.1 elongation factor G [Streptococcus pneumoniae]
 CVW16836.1 elongation factor G [Streptococcus pneumoniae]
 CVT20426.1 elongation factor G [Streptococcus pneumoniae]
 CVV27820.1 elongation factor G [Streptococcus pneumoniae]
 CVV96060.1 elongation factor G [Streptococcus pneumoniae]
 CVU56249.1 elongation factor G [Streptococcus pneumoniae]
 CVR29241.1 elongation factor G [Streptococcus pneumoniae]
 CVQ84685.1 elongation factor G [Streptococcus pneumoniae]
 CVK52664.1 elongation factor G [Streptococcus pneumoniae]
 CVO18921.1 elongation factor G [Streptococcus pneumoniae]
 CVM96048.1 elongation factor G [Streptococcus pneumoniae]
 CVO25240.1 elongation factor G [Streptococcus pneumoniae]
 CVX05843.1 elongation factor G [Streptococcus pneumoniae]
 CVU12274.1 elongation factor G [Streptococcus pneumoniae]
 CVW79060.1 elongation factor G [Streptococcus pneumoniae]
 CVL87620.1 elongation factor G [Streptococcus pneumoniae]
 CVM53278.1 elongation factor G [Streptococcus pneumoniae]
 CVX64757.1 elongation factor G [Streptococcus pneumoniae]
 CVT53507.1 elongation factor G [Streptococcus pneumoniae]
 CVK45455.1 elongation factor G [Streptococcus pneumoniae]
 CVO53132.1 elongation factor G [Streptococcus pneumoniae]
 CVR67160.1 elongation factor G [Streptococcus pneumoniae]
 CVN55563.1 elongation factor G [Streptococcus pneumoniae]



 CVW60810.1 elongation factor G [Streptococcus pneumoniae]
 CVX79545.1 elongation factor G [Streptococcus pneumoniae]
 CVN44280.1 elongation factor G [Streptococcus pneumoniae]
 CVR58184.1 elongation factor G [Streptococcus pneumoniae]
 CVN24508.1 elongation factor G [Streptococcus pneumoniae]
 CVT92088.1 elongation factor G [Streptococcus pneumoniae]
 CVS61018.1 elongation factor G [Streptococcus pneumoniae]
 CVU69348.1 elongation factor G [Streptococcus pneumoniae]
 CVR45158.1 elongation factor G [Streptococcus pneumoniae]
 CVN34300.1 elongation factor G [Streptococcus pneumoniae]
 CVK48300.1 elongation factor G [Streptococcus pneumoniae]
 CVU47414.1 elongation factor G [Streptococcus pneumoniae]
 CVL90004.1 elongation factor G [Streptococcus pneumoniae]
 CVN58518.1 elongation factor G [Streptococcus pneumoniae]
 CVO14852.1 elongation factor G [Streptococcus pneumoniae]
 CVQ99006.1 elongation factor G [Streptococcus pneumoniae]
 CVN94392.1 elongation factor G [Streptococcus pneumoniae]
 CVM48892.1 elongation factor G [Streptococcus pneumoniae]
 CVQ30123.1 elongation factor G [Streptococcus pneumoniae]
 CVP07980.1 elongation factor G [Streptococcus pneumoniae]
 CVK50814.1 elongation factor G [Streptococcus pneumoniae]
 CVX95608.1 elongation factor G [Streptococcus pneumoniae]
 CVP01902.1 elongation factor G [Streptococcus pneumoniae]
 CVU95133.1 elongation factor G [Streptococcus pneumoniae]
 CVM12268.1 elongation factor G [Streptococcus pneumoniae]
 CVR68443.1 elongation factor G [Streptococcus pneumoniae]
 CVW06228.1 elongation factor G [Streptococcus pneumoniae]
 CVW12473.1 elongation factor G [Streptococcus pneumoniae]
 CVN69179.1 elongation factor G [Streptococcus pneumoniae]
 CVU64156.1 elongation factor G [Streptococcus pneumoniae]
 CVP42565.1 elongation factor G [Streptococcus pneumoniae]
 CVS98317.1 elongation factor G [Streptococcus pneumoniae]
 CVO14125.1 elongation factor G [Streptococcus pneumoniae]
 CVO09585.1 elongation factor G [Streptococcus pneumoniae]
 CVL23305.1 elongation factor G [Streptococcus pneumoniae]
 CVR87337.1 elongation factor G [Streptococcus pneumoniae]
 CVT51311.1 elongation factor G [Streptococcus pneumoniae]
 CVM08808.1 elongation factor G [Streptococcus pneumoniae]
 CVT41288.1 elongation factor G [Streptococcus pneumoniae]
 CVQ49279.1 elongation factor G [Streptococcus pneumoniae]
 CVP34668.1 elongation factor G [Streptococcus pneumoniae]
 CVK38745.1 elongation factor G [Streptococcus pneumoniae]
 CVP64897.1 elongation factor G [Streptococcus pneumoniae]
 CVS92808.1 elongation factor G [Streptococcus pneumoniae]
 CVO88647.1 elongation factor G [Streptococcus pneumoniae]
 CVP22733.1 elongation factor G [Streptococcus pneumoniae]
 CVS69166.1 elongation factor G [Streptococcus pneumoniae]
 CVS55099.1 elongation factor G [Streptococcus pneumoniae]
 CVR13065.1 elongation factor G [Streptococcus pneumoniae]
 CVT73029.1 elongation factor G [Streptococcus pneumoniae]
 CVX83171.1 elongation factor G [Streptococcus pneumoniae]
 CVM96908.1 elongation factor G [Streptococcus pneumoniae]
 CVM60935.1 elongation factor G [Streptococcus pneumoniae]
 CVX62899.1 elongation factor G [Streptococcus pneumoniae]



 CVL73867.1 elongation factor G [Streptococcus pneumoniae]
 CVV90400.1 elongation factor G [Streptococcus pneumoniae]
 CVU24075.1 elongation factor G [Streptococcus pneumoniae]
 CVN85881.1 elongation factor G [Streptococcus pneumoniae]
 CVT92543.1 elongation factor G [Streptococcus pneumoniae]
 CVQ02448.1 elongation factor G [Streptococcus pneumoniae]
 CVP71909.1 elongation factor G [Streptococcus pneumoniae]
 CVO96306.1 elongation factor G [Streptococcus pneumoniae]
 CVR59973.1 elongation factor G [Streptococcus pneumoniae]
 CVM10298.1 elongation factor G [Streptococcus pneumoniae]
 CVV93329.1 elongation factor G [Streptococcus pneumoniae]
 CVM09426.1 elongation factor G [Streptococcus pneumoniae]
 CVT93571.1 elongation factor G [Streptococcus pneumoniae]
 CVL23618.1 elongation factor G [Streptococcus pneumoniae]
 CVS25742.1 elongation factor G [Streptococcus pneumoniae]
 CVP96339.1 elongation factor G [Streptococcus pneumoniae]
 CVS03587.1 elongation factor G [Streptococcus pneumoniae]
 CVM93071.1 elongation factor G [Streptococcus pneumoniae]
 CVR09161.1 elongation factor G [Streptococcus pneumoniae]
 CVO91494.1 elongation factor G [Streptococcus pneumoniae]
 CVM52710.1 elongation factor G [Streptococcus pneumoniae]
 CVW11156.1 elongation factor G [Streptococcus pneumoniae]
 CVS93984.1 elongation factor G [Streptococcus pneumoniae]
 CVV09797.1 elongation factor G [Streptococcus pneumoniae]
 CVW08847.1 elongation factor G [Streptococcus pneumoniae]
 CVX70498.1 elongation factor G [Streptococcus pneumoniae]
 CVM29414.1 elongation factor G [Streptococcus pneumoniae]
 CVT41743.1 elongation factor G [Streptococcus pneumoniae]
 CVN24495.1 elongation factor G [Streptococcus pneumoniae]
 CVQ72454.1 elongation factor G [Streptococcus pneumoniae]
 CVW10443.1 elongation factor G [Streptococcus pneumoniae]
 CVU15798.1 elongation factor G [Streptococcus pneumoniae]
 CVU45474.1 elongation factor G [Streptococcus pneumoniae]
 CVW54197.1 elongation factor G [Streptococcus pneumoniae]
 CVS73526.1 elongation factor G [Streptococcus pneumoniae]
 CVL27438.1 elongation factor G [Streptococcus pneumoniae]
 CVN34009.1 elongation factor G [Streptococcus pneumoniae]
 CVP05518.1 elongation factor G [Streptococcus pneumoniae]
 CVP35461.1 elongation factor G [Streptococcus pneumoniae]
 CVO86216.1 elongation factor G [Streptococcus pneumoniae]
 CVQ09354.1 elongation factor G [Streptococcus pneumoniae]
 CVU11574.1 elongation factor G [Streptococcus pneumoniae]
 CVM67135.1 elongation factor G [Streptococcus pneumoniae]
 CVQ88897.1 elongation factor G [Streptococcus pneumoniae]
 CVR98240.1 elongation factor G [Streptococcus pneumoniae]
 CVU71639.1 elongation factor G [Streptococcus pneumoniae]
 CVW67374.1 elongation factor G [Streptococcus pneumoniae]
 CVV77122.1 elongation factor G [Streptococcus pneumoniae]
 CVR73524.1 elongation factor G [Streptococcus pneumoniae]
 CVR79599.1 elongation factor G [Streptococcus pneumoniae]
 CVO03123.1 elongation factor G [Streptococcus pneumoniae]
 CVW47120.1 elongation factor G [Streptococcus pneumoniae]
 CVW49898.1 elongation factor G [Streptococcus pneumoniae]
 CVS06850.1 elongation factor G [Streptococcus pneumoniae]



 CVS25982.1 elongation factor G [Streptococcus pneumoniae]
 CVW02830.1 elongation factor G [Streptococcus pneumoniae]
 CVR17597.1 elongation factor G [Streptococcus pneumoniae]
 CVU79381.1 elongation factor G [Streptococcus pneumoniae]
 CVM46315.1 elongation factor G [Streptococcus pneumoniae]
 CVN87477.1 elongation factor G [Streptococcus pneumoniae]
 CVT33478.1 elongation factor G [Streptococcus pneumoniae]
 CVN35775.1 elongation factor G [Streptococcus pneumoniae]
 CVL91382.1 elongation factor G [Streptococcus pneumoniae]
 CVT37210.1 elongation factor G [Streptococcus pneumoniae]
 CVM14123.1 elongation factor G [Streptococcus pneumoniae]
 CVM95141.1 elongation factor G [Streptococcus pneumoniae]
 CVV07811.1 elongation factor G [Streptococcus pneumoniae]
 CVW72355.1 elongation factor G [Streptococcus pneumoniae]
 CVP94590.1 elongation factor G [Streptococcus pneumoniae]
 CVW51716.1 elongation factor G [Streptococcus pneumoniae]
 CVY61616.1 elongation factor G [Streptococcus pneumoniae]
 CVX38884.1 elongation factor G [Streptococcus pneumoniae]
 CVP79503.1 elongation factor G [Streptococcus pneumoniae]
 CVR18545.1 elongation factor G [Streptococcus pneumoniae]
 CVL15385.1 elongation factor G [Streptococcus pneumoniae]
 CVV74815.1 elongation factor G [Streptococcus pneumoniae]
 CVR97917.1 elongation factor G [Streptococcus pneumoniae]
 CVQ03335.1 elongation factor G [Streptococcus pneumoniae]
 CVW34146.1 elongation factor G [Streptococcus pneumoniae]
 CVK62018.1 elongation factor G [Streptococcus pneumoniae]
 CVU97911.1 elongation factor G [Streptococcus pneumoniae]
 CVU08841.1 elongation factor G [Streptococcus pneumoniae]
 CVX34644.1 elongation factor G [Streptococcus pneumoniae]
 CVX43753.1 elongation factor G [Streptococcus pneumoniae]
 CVO05975.1 elongation factor G [Streptococcus pneumoniae]
 CVV53156.1 elongation factor G [Streptococcus pneumoniae]
 CVO79760.1 elongation factor G [Streptococcus pneumoniae]
 CVX46256.1 elongation factor G [Streptococcus pneumoniae]
 CVL30060.1 elongation factor G [Streptococcus pneumoniae]
 CVS58888.1 elongation factor G [Streptococcus pneumoniae]
 CVO89284.1 elongation factor G [Streptococcus pneumoniae]
 CVP34791.1 elongation factor G [Streptococcus pneumoniae]
 CVL34662.1 elongation factor G [Streptococcus pneumoniae]
 CVQ94488.1 elongation factor G [Streptococcus pneumoniae]
 CVQ34024.1 elongation factor G [Streptococcus pneumoniae]
 CVX91533.1 elongation factor G [Streptococcus pneumoniae]
 CVP59173.1 elongation factor G [Streptococcus pneumoniae]
 CVT08604.1 elongation factor G [Streptococcus pneumoniae]
 CVS14249.1 elongation factor G [Streptococcus pneumoniae]
 CVL44791.1 elongation factor G [Streptococcus pneumoniae]
 CVS26473.1 elongation factor G [Streptococcus pneumoniae]
 CVW12381.1 elongation factor G [Streptococcus pneumoniae]
 CVM33998.1 elongation factor G [Streptococcus pneumoniae]
 CVK45615.1 elongation factor G [Streptococcus pneumoniae]
 CVL84671.1 elongation factor G [Streptococcus pneumoniae]
 CVP20069.1 elongation factor G [Streptococcus pneumoniae]
 CVU64338.1 elongation factor G [Streptococcus pneumoniae]
 CVQ72659.1 elongation factor G [Streptococcus pneumoniae]



 CVM16613.1 elongation factor G [Streptococcus pneumoniae]
 CVR09363.1 elongation factor G [Streptococcus pneumoniae]
 CVR02190.1 elongation factor G [Streptococcus pneumoniae]
 CVU74348.1 elongation factor G [Streptococcus pneumoniae]
 CVS03347.1 elongation factor G [Streptococcus pneumoniae]
 CVX00306.1 elongation factor G [Streptococcus pneumoniae]
 CVP62455.1 elongation factor G [Streptococcus pneumoniae]
 KXB94393.1 elongation factor G [Streptococcus pneumoniae]
 CXF39801.1 elongation factor G [Streptococcus pneumoniae]
 CXF30540.1 elongation factor G [Streptococcus pneumoniae]
 CWF03859.1 elongation factor G [Streptococcus pneumoniae]
 CWM04554.1 elongation factor G [Streptococcus pneumoniae]
 CWD34228.1 elongation factor G [Streptococcus pneumoniae]
 CWB09271.1 elongation factor G [Streptococcus pneumoniae]
 CWK38058.1 elongation factor G [Streptococcus pneumoniae]
 CVZ61703.1 elongation factor G [Streptococcus pneumoniae]
 CWC89785.1 elongation factor G [Streptococcus pneumoniae]
 CWI06689.1 elongation factor G [Streptococcus pneumoniae]
 CWF61249.1 elongation factor G [Streptococcus pneumoniae]
 CWB26170.1 elongation factor G [Streptococcus pneumoniae]
 CWD90895.1 elongation factor G [Streptococcus pneumoniae]
 CWL78691.1 elongation factor G [Streptococcus pneumoniae]
 CWA63975.1 elongation factor G [Streptococcus pneumoniae]
 CWH92181.1 elongation factor G [Streptococcus pneumoniae]
 CWC37783.1 elongation factor G [Streptococcus pneumoniae]
 CWJ18935.1 elongation factor G [Streptococcus pneumoniae]
 CWE63615.1 elongation factor G [Streptococcus pneumoniae]
 CWK46643.1 elongation factor G [Streptococcus pneumoniae]
 CWF10557.1 elongation factor G [Streptococcus pneumoniae]
 CWD18433.1 elongation factor G [Streptococcus pneumoniae]
 CWI40109.1 elongation factor G [Streptococcus pneumoniae]
 CWB54458.1 elongation factor G [Streptococcus pneumoniae]
 CWM05030.1 elongation factor G [Streptococcus pneumoniae]
 CWG72360.1 elongation factor G [Streptococcus pneumoniae]
 CWB13056.1 elongation factor G [Streptococcus pneumoniae]
 CWK59787.1 elongation factor G [Streptococcus pneumoniae]
 CWA22494.1 elongation factor G [Streptococcus pneumoniae]
 CWE56533.1 elongation factor G [Streptococcus pneumoniae]
 CWB03418.1 elongation factor G [Streptococcus pneumoniae]
 CWF41292.1 elongation factor G [Streptococcus pneumoniae]
 CWF29815.1 elongation factor G [Streptococcus pneumoniae]
 CWG30677.1 elongation factor G [Streptococcus pneumoniae]
 CWH70752.1 elongation factor G [Streptococcus pneumoniae]
 CWB51249.1 elongation factor G [Streptococcus pneumoniae]
 CWH36629.1 elongation factor G [Streptococcus pneumoniae]
 CWH60382.1 elongation factor G [Streptococcus pneumoniae]
 CVX92219.1 elongation factor G [Streptococcus pneumoniae]
 CWD85014.1 elongation factor G [Streptococcus pneumoniae]
 CWC01943.1 elongation factor G [Streptococcus pneumoniae]
 CWG28631.1 elongation factor G [Streptococcus pneumoniae]
 CWF10099.1 elongation factor G [Streptococcus pneumoniae]
 CWG74859.1 elongation factor G [Streptococcus pneumoniae]
 CWE99315.1 elongation factor G [Streptococcus pneumoniae]
 CWA17250.1 elongation factor G [Streptococcus pneumoniae]



 CWG45270.1 elongation factor G [Streptococcus pneumoniae]
 CWC64203.1 elongation factor G [Streptococcus pneumoniae]
 CWG25819.1 elongation factor G [Streptococcus pneumoniae]
 CWA99039.1 elongation factor G [Streptococcus pneumoniae]
 CWI51479.1 elongation factor G [Streptococcus pneumoniae]
 CWE27350.1 elongation factor G [Streptococcus pneumoniae]
 CWF62396.1 elongation factor G [Streptococcus pneumoniae]
 CWA40659.1 elongation factor G [Streptococcus pneumoniae]
 CWI25519.1 elongation factor G [Streptococcus pneumoniae]
 CWK23413.1 elongation factor G [Streptococcus pneumoniae]
 CWM68776.1 elongation factor G [Streptococcus pneumoniae]
 CWH46372.1 elongation factor G [Streptococcus pneumoniae]
 CWD93280.1 elongation factor G [Streptococcus pneumoniae]
 CVY80452.1 elongation factor G [Streptococcus pneumoniae]
 CWD54944.1 elongation factor G [Streptococcus pneumoniae]
 CWK14563.1 elongation factor G [Streptococcus pneumoniae]
 CWD65152.1 elongation factor G [Streptococcus pneumoniae]
 CWH60598.1 elongation factor G [Streptococcus pneumoniae]
 CWC18048.1 elongation factor G [Streptococcus pneumoniae]
 CWF71229.1 elongation factor G [Streptococcus pneumoniae]
 CWE90621.1 elongation factor G [Streptococcus pneumoniae]
 CWA63084.1 elongation factor G [Streptococcus pneumoniae]
 CWJ29111.1 elongation factor G [Streptococcus pneumoniae]
 CWF46398.1 elongation factor G [Streptococcus pneumoniae]
 CVY73888.1 elongation factor G [Streptococcus pneumoniae]
 CWB04734.1 elongation factor G [Streptococcus pneumoniae]
 CWA57139.1 elongation factor G [Streptococcus pneumoniae]
 CWH61186.1 elongation factor G [Streptococcus pneumoniae]
 CWB42034.1 elongation factor G [Streptococcus pneumoniae]
 CVZ11948.1 elongation factor G [Streptococcus pneumoniae]
 CWB78857.1 elongation factor G [Streptococcus pneumoniae]
 CWB20706.1 elongation factor G [Streptococcus pneumoniae]
 CWF55786.1 elongation factor G [Streptococcus pneumoniae]
 CWL57686.1 elongation factor G [Streptococcus pneumoniae]
 CWB33944.1 elongation factor G [Streptococcus pneumoniae]
 CWG70873.1 elongation factor G [Streptococcus pneumoniae]
 CWK14135.1 elongation factor G [Streptococcus pneumoniae]
 CWG69477.1 elongation factor G [Streptococcus pneumoniae]
 CWD18926.1 elongation factor G [Streptococcus pneumoniae]
 CWK77306.1 elongation factor G [Streptococcus pneumoniae]
 CWI95313.1 elongation factor G [Streptococcus pneumoniae]
 CWJ17354.1 elongation factor G [Streptococcus pneumoniae]
 CVY49294.1 elongation factor G [Streptococcus pneumoniae]
 CWF30189.1 elongation factor G [Streptococcus pneumoniae]
 CWC31072.1 elongation factor G [Streptococcus pneumoniae]
 CWJ93439.1 elongation factor G [Streptococcus pneumoniae]
 CWA66377.1 elongation factor G [Streptococcus pneumoniae]
 CWC99721.1 elongation factor G [Streptococcus pneumoniae]
 CWC21785.1 elongation factor G [Streptococcus pneumoniae]
 CWC04849.1 elongation factor G [Streptococcus pneumoniae]
 CWD29736.1 elongation factor G [Streptococcus pneumoniae]
 CWF85599.1 elongation factor G [Streptococcus pneumoniae]
 CWJ67002.1 elongation factor G [Streptococcus pneumoniae]
 CWK16280.1 elongation factor G [Streptococcus pneumoniae]



 CWJ70926.1 elongation factor G [Streptococcus pneumoniae]
 CWB84981.1 elongation factor G [Streptococcus pneumoniae]
 CWC52500.1 elongation factor G [Streptococcus pneumoniae]
 CWJ38193.1 elongation factor G [Streptococcus pneumoniae]
 CWJ61399.1 elongation factor G [Streptococcus pneumoniae]
 CWE95472.1 elongation factor G [Streptococcus pneumoniae]
 CVZ92941.1 elongation factor G [Streptococcus pneumoniae]
 CWD73657.1 elongation factor G [Streptococcus pneumoniae]
 CWG61007.1 elongation factor G [Streptococcus pneumoniae]
 CWA17006.1 elongation factor G [Streptococcus pneumoniae]
 CWB69894.1 elongation factor G [Streptococcus pneumoniae]
 CWJ04297.1 elongation factor G [Streptococcus pneumoniae]
 CWJ42481.1 elongation factor G [Streptococcus pneumoniae]
 CWH88193.1 elongation factor G [Streptococcus pneumoniae]
 CWB91352.1 elongation factor G [Streptococcus pneumoniae]
 CWK63639.1 elongation factor G [Streptococcus pneumoniae]
 CVZ58272.1 elongation factor G [Streptococcus pneumoniae]
 CWH02689.1 elongation factor G [Streptococcus pneumoniae]
 CWK93921.1 elongation factor G [Streptococcus pneumoniae]
 CWI73425.1 elongation factor G [Streptococcus pneumoniae]
 CVY48659.1 elongation factor G [Streptococcus pneumoniae]
 CVY55228.1 elongation factor G [Streptococcus pneumoniae]
 CWL28911.1 elongation factor G [Streptococcus pneumoniae]
 CWB17388.1 elongation factor G [Streptococcus pneumoniae]
 CWG00430.1 elongation factor G [Streptococcus pneumoniae]
 CWF41928.1 elongation factor G [Streptococcus pneumoniae]
 CVZ48212.1 elongation factor G [Streptococcus pneumoniae]
 CWL61025.1 elongation factor G [Streptococcus pneumoniae]
 CWF65658.1 elongation factor G [Streptococcus pneumoniae]
 CVY21915.1 elongation factor G [Streptococcus pneumoniae]
 CWE22356.1 elongation factor G [Streptococcus pneumoniae]
 CWL37423.1 elongation factor G [Streptococcus pneumoniae]
 CWL89724.1 elongation factor G [Streptococcus pneumoniae]
 CWI57619.1 elongation factor G [Streptococcus pneumoniae]
 CWH33120.1 elongation factor G [Streptococcus pneumoniae]
 CWD36837.1 elongation factor G [Streptococcus pneumoniae]
 CWI10092.1 elongation factor G [Streptococcus pneumoniae]
 CVZ10258.1 elongation factor G [Streptococcus pneumoniae]
 CWH68838.1 elongation factor G [Streptococcus pneumoniae]
 CWH76813.1 elongation factor G [Streptococcus pneumoniae]
 CWK14903.1 elongation factor G [Streptococcus pneumoniae]
 CVY63707.1 elongation factor G [Streptococcus pneumoniae]
 CWB41659.1 elongation factor G [Streptococcus pneumoniae]
 CWA92498.1 elongation factor G [Streptococcus pneumoniae]
 CWB16731.1 elongation factor G [Streptococcus pneumoniae]
 CWD01449.1 elongation factor G [Streptococcus pneumoniae]
 CWH62161.1 elongation factor G [Streptococcus pneumoniae]
 CWI65779.1 elongation factor G [Streptococcus pneumoniae]
 CWJ15504.1 elongation factor G [Streptococcus pneumoniae]
 CWD41846.1 elongation factor G [Streptococcus pneumoniae]
 CWI93173.1 elongation factor G [Streptococcus pneumoniae]
 CWL46426.1 elongation factor G [Streptococcus pneumoniae]
 CWE88786.1 elongation factor G [Streptococcus pneumoniae]
 CWG07989.1 elongation factor G [Streptococcus pneumoniae]



 CVZ13476.1 elongation factor G [Streptococcus pneumoniae]
 CWL58017.1 elongation factor G [Streptococcus pneumoniae]
 CWB28082.1 elongation factor G [Streptococcus pneumoniae]
 CVZ43545.1 elongation factor G [Streptococcus pneumoniae]
 CWD78227.1 elongation factor G [Streptococcus pneumoniae]
 CWF61330.1 elongation factor G [Streptococcus pneumoniae]
 CVZ38815.1 elongation factor G [Streptococcus pneumoniae]
 CWD54313.1 elongation factor G [Streptococcus pneumoniae]
 CWL97931.1 elongation factor G [Streptococcus pneumoniae]
 CWD49060.1 elongation factor G [Streptococcus pneumoniae]
 CWL87086.1 elongation factor G [Streptococcus pneumoniae]
 CWK86284.1 elongation factor G [Streptococcus pneumoniae]
 CVY55157.1 elongation factor G [Streptococcus pneumoniae]
 CWG03312.1 elongation factor G [Streptococcus pneumoniae]
 CWJ14253.1 elongation factor G [Streptococcus pneumoniae]
 CWH66331.1 elongation factor G [Streptococcus pneumoniae]
 CWA06499.1 elongation factor G [Streptococcus pneumoniae]
 CWF90389.1 elongation factor G [Streptococcus pneumoniae]
 CWK21837.1 elongation factor G [Streptococcus pneumoniae]
 CWG64294.1 elongation factor G [Streptococcus pneumoniae]
 CWA65935.1 elongation factor G [Streptococcus pneumoniae]
 CWB64936.1 elongation factor G [Streptococcus pneumoniae]
 CVZ32004.1 elongation factor G [Streptococcus pneumoniae]
 CWF20157.1 elongation factor G [Streptococcus pneumoniae]
 CWD89248.1 elongation factor G [Streptococcus pneumoniae]
 CWI69917.1 elongation factor G [Streptococcus pneumoniae]
 CWE15463.1 elongation factor G [Streptococcus pneumoniae]
 CWD20660.1 elongation factor G [Streptococcus pneumoniae]
 CWJ75488.1 elongation factor G [Streptococcus pneumoniae]
 CWB13027.1 elongation factor G [Streptococcus pneumoniae]
 CWL49333.1 elongation factor G [Streptococcus pneumoniae]
 CWK81982.1 elongation factor G [Streptococcus pneumoniae]
 CWA12891.1 elongation factor G [Streptococcus pneumoniae]
 CWF16507.1 elongation factor G [Streptococcus pneumoniae]
 CWJ35534.1 elongation factor G [Streptococcus pneumoniae]
 CWC89076.1 elongation factor G [Streptococcus pneumoniae]
 CVZ16239.1 elongation factor G [Streptococcus pneumoniae]
 CWH29728.1 elongation factor G [Streptococcus pneumoniae]
 CWC03857.1 elongation factor G [Streptococcus pneumoniae]
 CWL33597.1 elongation factor G [Streptococcus pneumoniae]
 CWD71517.1 elongation factor G [Streptococcus pneumoniae]
 CWC39684.1 elongation factor G [Streptococcus pneumoniae]
 CWK97205.1 elongation factor G [Streptococcus pneumoniae]
 CWC62288.1 elongation factor G [Streptococcus pneumoniae]
 CWD80899.1 elongation factor G [Streptococcus pneumoniae]
 CVZ87083.1 elongation factor G [Streptococcus pneumoniae]
 CWL71631.1 elongation factor G [Streptococcus pneumoniae]
 CWB95077.1 elongation factor G [Streptococcus pneumoniae]
 CWB66330.1 elongation factor G [Streptococcus pneumoniae]
 CWA57642.1 elongation factor G [Streptococcus pneumoniae]
 CWE02350.1 elongation factor G [Streptococcus pneumoniae]
 CWD70616.1 elongation factor G [Streptococcus pneumoniae]
 CWB12774.1 elongation factor G [Streptococcus pneumoniae]
 CWE56157.1 elongation factor G [Streptococcus pneumoniae]



 CVY09931.1 elongation factor G [Streptococcus pneumoniae]
 CWK94165.1 elongation factor G [Streptococcus pneumoniae]
 CWG37442.1 elongation factor G [Streptococcus pneumoniae]
 CWF55300.1 elongation factor G [Streptococcus pneumoniae]
 CWC66064.1 elongation factor G [Streptococcus pneumoniae]
 CWE39398.1 elongation factor G [Streptococcus pneumoniae]
 CWJ71507.1 elongation factor G [Streptococcus pneumoniae]
 CWE46117.1 elongation factor G [Streptococcus pneumoniae]
 CVY57494.1 elongation factor G [Streptococcus pneumoniae]
 CWC12745.1 elongation factor G [Streptococcus pneumoniae]
 CVZ29987.1 elongation factor G [Streptococcus pneumoniae]
 CWC48296.1 elongation factor G [Streptococcus pneumoniae]
 CWB40454.1 elongation factor G [Streptococcus pneumoniae]
 CWD39138.1 elongation factor G [Streptococcus pneumoniae]
 CWL08602.1 elongation factor G [Streptococcus pneumoniae]
 CWD67192.1 elongation factor G [Streptococcus pneumoniae]
 CWJ60766.1 elongation factor G [Streptococcus pneumoniae]
 CWF36924.1 elongation factor G [Streptococcus pneumoniae]
 CWI21030.1 elongation factor G [Streptococcus pneumoniae]
 CWL44347.1 elongation factor G [Streptococcus pneumoniae]
 CWK09045.1 elongation factor G [Streptococcus pneumoniae]
 CWL72028.1 elongation factor G [Streptococcus pneumoniae]
 CVZ70110.1 elongation factor G [Streptococcus pneumoniae]
 CWA63604.1 elongation factor G [Streptococcus pneumoniae]
 CWD85428.1 elongation factor G [Streptococcus pneumoniae]
 CWH52969.1 elongation factor G [Streptococcus pneumoniae]
 CWC93056.1 elongation factor G [Streptococcus pneumoniae]
 CWI54897.1 elongation factor G [Streptococcus pneumoniae]
 CWL64977.1 elongation factor G [Streptococcus pneumoniae]
 CWG27442.1 elongation factor G [Streptococcus pneumoniae]
 CWG62382.1 elongation factor G [Streptococcus pneumoniae]
 CWI17502.1 elongation factor G [Streptococcus pneumoniae]
 CWK80695.1 elongation factor G [Streptococcus pneumoniae]
 CXE78886.1 elongation factor G [Streptococcus pneumoniae]
 CWC79252.1 elongation factor G [Streptococcus pneumoniae]
 CWE42305.1 elongation factor G [Streptococcus pneumoniae]
 CVZ30970.1 elongation factor G [Streptococcus pneumoniae]
 CVZ22952.1 elongation factor G [Streptococcus pneumoniae]
 CWF23612.1 elongation factor G [Streptococcus pneumoniae]
 CWC30718.1 elongation factor G [Streptococcus pneumoniae]
 CVY25915.1 elongation factor G [Streptococcus pneumoniae]
 CWD14223.1 elongation factor G [Streptococcus pneumoniae]
 CWH36969.1 elongation factor G [Streptococcus pneumoniae]
 CWF55748.1 elongation factor G [Streptococcus pneumoniae]
 CWC84881.1 elongation factor G [Streptococcus pneumoniae]
 CWL11850.1 elongation factor G [Streptococcus pneumoniae]
 CWB95272.1 elongation factor G [Streptococcus pneumoniae]
 CVZ29612.1 elongation factor G [Streptococcus pneumoniae]
 CWE21508.1 elongation factor G [Streptococcus pneumoniae]
 CVX97505.1 elongation factor G [Streptococcus pneumoniae]
 CYO04765.1 elongation factor G [Streptococcus pneumoniae]
 CYL83584.1 elongation factor G [Streptococcus pneumoniae]
 CYL43674.1 elongation factor G [Streptococcus pneumoniae]
 CYH54803.1 elongation factor G [Streptococcus pneumoniae]



 CYN51109.1 elongation factor G [Streptococcus pneumoniae]
 CYN03573.1 elongation factor G [Streptococcus pneumoniae]
 CYO61074.1 elongation factor G [Streptococcus pneumoniae]
 CYG60128.1 elongation factor G [Streptococcus pneumoniae]
 CYH48129.1 elongation factor G [Streptococcus pneumoniae]
 CYN68287.1 elongation factor G [Streptococcus pneumoniae]
 CZC55302.1 elongation factor G [Streptococcus pneumoniae]
 CYL67187.1 elongation factor G [Streptococcus pneumoniae]
 CZC75398.1 elongation factor G [Streptococcus pneumoniae]
 CYM93063.1 elongation factor G [Streptococcus pneumoniae]
 CYM34076.1 elongation factor G [Streptococcus pneumoniae]
 CYL85731.1 elongation factor G [Streptococcus pneumoniae]
 CYN30133.1 elongation factor G [Streptococcus pneumoniae]
 CYN78704.1 elongation factor G [Streptococcus pneumoniae]
 CYG82658.1 elongation factor G [Streptococcus pneumoniae]
 CXG94020.1 elongation factor G [Streptococcus pneumoniae]
 CYM64672.1 elongation factor G [Streptococcus pneumoniae]
 CYO38759.1 elongation factor G [Streptococcus pneumoniae]
 CYL71664.1 elongation factor G [Streptococcus pneumoniae]
 CYM80940.1 elongation factor G [Streptococcus pneumoniae]
 CYI12097.1 elongation factor G [Streptococcus pneumoniae]
 CYN31567.1 elongation factor G [Streptococcus pneumoniae]
 CYM92128.1 elongation factor G [Streptococcus pneumoniae]
 CYH74698.1 elongation factor G [Streptococcus pneumoniae]
 CYN32871.1 elongation factor G [Streptococcus pneumoniae]
 CYS37126.1 elongation factor G [Streptococcus pneumoniae]
 CYK34188.1 elongation factor G [Streptococcus pneumoniae]
 CYM16664.1 elongation factor G [Streptococcus pneumoniae]
 CYQ88990.1 elongation factor G [Streptococcus pneumoniae]
 CYL00700.1 elongation factor G [Streptococcus pneumoniae]
 CYQ12160.1 elongation factor G [Streptococcus pneumoniae]
 CYP52956.1 elongation factor G [Streptococcus pneumoniae]
 CYN62749.1 elongation factor G [Streptococcus pneumoniae]
 CYR34961.1 elongation factor G [Streptococcus pneumoniae]
 CYT57568.1 elongation factor G [Streptococcus pneumoniae]
 CYN32873.1 elongation factor G [Streptococcus pneumoniae]
 CYP60503.1 elongation factor G [Streptococcus pneumoniae]
 CYP64538.1 elongation factor G [Streptococcus pneumoniae]
 CYQ93806.1 elongation factor G [Streptococcus pneumoniae]
 CYL00342.1 elongation factor G [Streptococcus pneumoniae]
 CXG17958.1 elongation factor G [Streptococcus pneumoniae]
 CYT67080.1 elongation factor G [Streptococcus pneumoniae]
 CYM74186.1 elongation factor G [Streptococcus pneumoniae]
 CYS93653.1 elongation factor G [Streptococcus pneumoniae]
 CYR11694.1 elongation factor G [Streptococcus pneumoniae]
 CYP18735.1 elongation factor G [Streptococcus pneumoniae]
 CYS41580.1 elongation factor G [Streptococcus pneumoniae]
 CYS92724.1 elongation factor G [Streptococcus pneumoniae]
 CYN62246.1 elongation factor G [Streptococcus pneumoniae]
 CYH63892.1 elongation factor G [Streptococcus pneumoniae]
 CYS91946.1 elongation factor G [Streptococcus pneumoniae]
 CYG37423.1 elongation factor G [Streptococcus pneumoniae]
 CYI54058.1 elongation factor G [Streptococcus pneumoniae]
 CYT63314.1 elongation factor G [Streptococcus pneumoniae]



 CYQ85822.1 elongation factor G [Streptococcus pneumoniae]
 CYP91049.1 elongation factor G [Streptococcus pneumoniae]
 CYS80639.1 elongation factor G [Streptococcus pneumoniae]
 CYP78748.1 elongation factor G [Streptococcus pneumoniae]
 CXF84472.1 elongation factor G [Streptococcus pneumoniae]
 CYR63799.1 elongation factor G [Streptococcus pneumoniae]
 CYP96314.1 elongation factor G [Streptococcus pneumoniae]
 CYT27715.1 elongation factor G [Streptococcus pneumoniae]
 CXG18580.1 elongation factor G [Streptococcus pneumoniae]
 CYQ65262.1 elongation factor G [Streptococcus pneumoniae]
 CYP73617.1 elongation factor G [Streptococcus pneumoniae]
 CYT02648.1 elongation factor G [Streptococcus pneumoniae]
 CYK09221.1 elongation factor G [Streptococcus pneumoniae]
 CYR84080.1 elongation factor G [Streptococcus pneumoniae]
 CYS34461.1 elongation factor G [Streptococcus pneumoniae]
 CYP66899.1 elongation factor G [Streptococcus pneumoniae]
 CYN60711.1 elongation factor G [Streptococcus pneumoniae]
 CYS73226.1 elongation factor G [Streptococcus pneumoniae]
 CYR40127.1 elongation factor G [Streptococcus pneumoniae]
 CYM44375.1 elongation factor G [Streptococcus pneumoniae]
 CYR29283.1 elongation factor G [Streptococcus pneumoniae]
 CYT22978.1 elongation factor G [Streptococcus pneumoniae]
 CYP97417.1 elongation factor G [Streptococcus pneumoniae]
 CYM32239.1 elongation factor G [Streptococcus pneumoniae]
 CYS19445.1 elongation factor G [Streptococcus pneumoniae]
 CYQ62849.1 elongation factor G [Streptococcus pneumoniae]
 CYL51914.1 elongation factor G [Streptococcus pneumoniae]
 CYQ28426.1 elongation factor G [Streptococcus pneumoniae]
 CYQ25724.1 elongation factor G [Streptococcus pneumoniae]
 CYR97859.1 elongation factor G [Streptococcus pneumoniae]
 CYS60082.1 elongation factor G [Streptococcus pneumoniae]
 CYS98286.1 elongation factor G [Streptococcus pneumoniae]
 CXG50293.1 elongation factor G [Streptococcus pneumoniae]
 CYS84950.1 elongation factor G [Streptococcus pneumoniae]
 CYR63878.1 elongation factor G [Streptococcus pneumoniae]
 CYP18538.1 elongation factor G [Streptococcus pneumoniae]
 CYS85564.1 elongation factor G [Streptococcus pneumoniae]
 CYS49818.1 elongation factor G [Streptococcus pneumoniae]
 CYG59065.1 elongation factor G [Streptococcus pneumoniae]
 CYN70128.1 elongation factor G [Streptococcus pneumoniae]
 CYP53636.1 elongation factor G [Streptococcus pneumoniae]
 CYT45100.1 elongation factor G [Streptococcus pneumoniae]
 CYT66634.1 elongation factor G [Streptococcus pneumoniae]
 CYQ77840.1 elongation factor G [Streptococcus pneumoniae]
 CYT51270.1 elongation factor G [Streptococcus pneumoniae]
 CYL50151.1 elongation factor G [Streptococcus pneumoniae]
 CYT42089.1 elongation factor G [Streptococcus pneumoniae]
 CYM28301.1 elongation factor G [Streptococcus pneumoniae]
 CYI84121.1 elongation factor G [Streptococcus pneumoniae]
 CYR46991.1 elongation factor G [Streptococcus pneumoniae]
 CYT50790.1 elongation factor G [Streptococcus pneumoniae]
 CYQ71388.1 elongation factor G [Streptococcus pneumoniae]
 CYQ79969.1 elongation factor G [Streptococcus pneumoniae]
 CYP66650.1 elongation factor G [Streptococcus pneumoniae]



 CYQ97326.1 elongation factor G [Streptococcus pneumoniae]
 CYS37876.1 elongation factor G [Streptococcus pneumoniae]
 CYT54285.1 elongation factor G [Streptococcus pneumoniae]
 CYS58630.1 elongation factor G [Streptococcus pneumoniae]
 CYS90014.1 elongation factor G [Streptococcus pneumoniae]
 CYQ40218.1 elongation factor G [Streptococcus pneumoniae]
 CYT39618.1 elongation factor G [Streptococcus pneumoniae]
 CYT72165.1 elongation factor G [Streptococcus pneumoniae]
 CYQ12180.1 elongation factor G [Streptococcus pneumoniae]
 CYT61575.1 elongation factor G [Streptococcus pneumoniae]
 CYP59599.1 elongation factor G [Streptococcus pneumoniae]
 CYS06389.1 elongation factor G [Streptococcus pneumoniae]
 CYS28847.1 elongation factor G [Streptococcus pneumoniae]
 CYR69305.1 elongation factor G [Streptococcus pneumoniae]
 CYP80130.1 elongation factor G [Streptococcus pneumoniae]
 CYP35863.1 elongation factor G [Streptococcus pneumoniae]
 CYQ03512.1 elongation factor G [Streptococcus pneumoniae]
 CYR35190.1 elongation factor G [Streptococcus pneumoniae]
 CYR76998.1 elongation factor G [Streptococcus pneumoniae]
 CYR88072.1 elongation factor G [Streptococcus pneumoniae]
 CYP25995.1 elongation factor G [Streptococcus pneumoniae]
 CYN27834.1 elongation factor G [Streptococcus pneumoniae]
 CYR71860.1 elongation factor G [Streptococcus pneumoniae]
 CYP65022.1 elongation factor G [Streptococcus pneumoniae]
 CYS13238.1 elongation factor G [Streptococcus pneumoniae]
 CYR14793.1 elongation factor G [Streptococcus pneumoniae]
 CYS75730.1 elongation factor G [Streptococcus pneumoniae]
 CYP73028.1 elongation factor G [Streptococcus pneumoniae]
 CYQ96752.1 elongation factor G [Streptococcus pneumoniae]
 CYT17804.1 elongation factor G [Streptococcus pneumoniae]
 CYQ00790.1 elongation factor G [Streptococcus pneumoniae]
 CXG18424.1 elongation factor G [Streptococcus pneumoniae]
 CYL42650.1 elongation factor G [Streptococcus pneumoniae]
 CYP34590.1 elongation factor G [Streptococcus pneumoniae]
 CYQ64379.1 elongation factor G [Streptococcus pneumoniae]
 CYQ36186.1 elongation factor G [Streptococcus pneumoniae]
 CYT59220.1 elongation factor G [Streptococcus pneumoniae]
 CYQ14299.1 elongation factor G [Streptococcus pneumoniae]
 CYS36982.1 elongation factor G [Streptococcus pneumoniae]
 CYT26647.1 elongation factor G [Streptococcus pneumoniae]
 CYQ01941.1 elongation factor G [Streptococcus pneumoniae]
 CYK75419.1 elongation factor G [Streptococcus pneumoniae]
 CYQ38585.1 elongation factor G [Streptococcus pneumoniae]
 CYQ03125.1 elongation factor G [Streptococcus pneumoniae]
 CYR94813.1 elongation factor G [Streptococcus pneumoniae]
 CYT66123.1 elongation factor G [Streptococcus pneumoniae]
 CYP40426.1 elongation factor G [Streptococcus pneumoniae]
 CYQ57111.1 elongation factor G [Streptococcus pneumoniae]
 CYR28253.1 elongation factor G [Streptococcus pneumoniae]
 CYP02615.1 elongation factor G [Streptococcus pneumoniae]
 CYP41707.1 elongation factor G [Streptococcus pneumoniae]
 CYQ81240.1 elongation factor G [Streptococcus pneumoniae]
 CYP46963.1 elongation factor G [Streptococcus pneumoniae]
 CYR26282.1 elongation factor G [Streptococcus pneumoniae]



 CYS56562.1 elongation factor G [Streptococcus pneumoniae]
 CYT44754.1 elongation factor G [Streptococcus pneumoniae]
 CYS70818.1 elongation factor G [Streptococcus pneumoniae]
 CYR89623.1 elongation factor G [Streptococcus pneumoniae]
 CYQ85892.1 elongation factor G [Streptococcus pneumoniae]
 CYQ56870.1 elongation factor G [Streptococcus pneumoniae]
 CYK38982.1 elongation factor G [Streptococcus pneumoniae]
 CYN09977.1 elongation factor G [Streptococcus pneumoniae]
 CYN86868.1 elongation factor G [Streptococcus pneumoniae]
 CXG45918.1 elongation factor G [Streptococcus pneumoniae]
 CYS12008.1 elongation factor G [Streptococcus pneumoniae]
 CXG99045.1 elongation factor G [Streptococcus pneumoniae]
 CYQ64205.1 elongation factor G [Streptococcus pneumoniae]
 CYQ78927.1 elongation factor G [Streptococcus pneumoniae]
 CYQ65357.1 elongation factor G [Streptococcus pneumoniae]
 CYT18801.1 elongation factor G [Streptococcus pneumoniae]
 CYT41479.1 elongation factor G [Streptococcus pneumoniae]
 CYR10786.1 elongation factor G [Streptococcus pneumoniae]
 CYL90731.1 elongation factor G [Streptococcus pneumoniae]
 CYS58961.1 elongation factor G [Streptococcus pneumoniae]
 CYR29762.1 elongation factor G [Streptococcus pneumoniae]
 CYR17144.1 elongation factor G [Streptococcus pneumoniae]
 CYS18393.1 elongation factor G [Streptococcus pneumoniae]
 CYQ76962.1 elongation factor G [Streptococcus pneumoniae]
 CYR61916.1 elongation factor G [Streptococcus pneumoniae]
 CYS27924.1 elongation factor G [Streptococcus pneumoniae]
 CYR24178.1 elongation factor G [Streptococcus pneumoniae]
 CYT17027.1 elongation factor G [Streptococcus pneumoniae]
 CYS92057.1 elongation factor G [Streptococcus pneumoniae]
 CYR73196.1 elongation factor G [Streptococcus pneumoniae]
 CYR26383.1 elongation factor G [Streptococcus pneumoniae]
 CYS88228.1 elongation factor G [Streptococcus pneumoniae]
 CYP99110.1 elongation factor G [Streptococcus pneumoniae]
 CYR04203.1 elongation factor G [Streptococcus pneumoniae]
 CYS15390.1 elongation factor G [Streptococcus pneumoniae]
 CYP47802.1 elongation factor G [Streptococcus pneumoniae]
 CYT29249.1 elongation factor G [Streptococcus pneumoniae]
 CYS09072.1 elongation factor G [Streptococcus pneumoniae]
 CYP42333.1 elongation factor G [Streptococcus pneumoniae]
 CYS24821.1 elongation factor G [Streptococcus pneumoniae]
 CYP22222.1 elongation factor G [Streptococcus pneumoniae]
 CYR03866.1 elongation factor G [Streptococcus pneumoniae]
 CYS23840.1 elongation factor G [Streptococcus pneumoniae]
 CYQ06472.1 elongation factor G [Streptococcus pneumoniae]
 CYP30729.1 elongation factor G [Streptococcus pneumoniae]
 CYR41002.1 elongation factor G [Streptococcus pneumoniae]
 CYS48790.1 elongation factor G [Streptococcus pneumoniae]
 CYS10412.1 elongation factor G [Streptococcus pneumoniae]
 CYT18916.1 elongation factor G [Streptococcus pneumoniae]
 CYT49331.1 elongation factor G [Streptococcus pneumoniae]
 CYL92593.1 elongation factor G [Streptococcus pneumoniae]
 CYS91903.1 elongation factor G [Streptococcus pneumoniae]
 CYR91100.1 elongation factor G [Streptococcus pneumoniae]
 CYR35978.1 elongation factor G [Streptococcus pneumoniae]



 CYS83694.1 elongation factor G [Streptococcus pneumoniae]
 CYS61678.1 elongation factor G [Streptococcus pneumoniae]
 CYT76007.1 elongation factor G [Streptococcus pneumoniae]
 CYP68134.1 elongation factor G [Streptococcus pneumoniae]
 CXF94545.1 elongation factor G [Streptococcus pneumoniae]
 CYI41602.1 elongation factor G [Streptococcus pneumoniae]
 CYP75437.1 elongation factor G [Streptococcus pneumoniae]
 CYP17687.1 elongation factor G [Streptococcus pneumoniae]
 CYH21266.1 elongation factor G [Streptococcus pneumoniae]
 CYT54509.1 elongation factor G [Streptococcus pneumoniae]
 CYT40019.1 elongation factor G [Streptococcus pneumoniae]
 CYR46224.1 elongation factor G [Streptococcus pneumoniae]
 CYT21620.1 elongation factor G [Streptococcus pneumoniae]
 CYT49936.1 elongation factor G [Streptococcus pneumoniae]
 CYP03504.1 elongation factor G [Streptococcus pneumoniae]
 CYQ64690.1 elongation factor G [Streptococcus pneumoniae]
 CYR71277.1 elongation factor G [Streptococcus pneumoniae]
 CYL35349.1 elongation factor G [Streptococcus pneumoniae]
 CYI56945.1 elongation factor G [Streptococcus pneumoniae]
 CYP14902.1 elongation factor G [Streptococcus pneumoniae]
 CYQ14643.1 elongation factor G [Streptococcus pneumoniae]
 CYO28470.1 elongation factor G [Streptococcus pneumoniae]
 CYQ91443.1 elongation factor G [Streptococcus pneumoniae]
 CYQ97178.1 elongation factor G [Streptococcus pneumoniae]
 CYT42456.1 elongation factor G [Streptococcus pneumoniae]
 CYM56071.1 elongation factor G [Streptococcus pneumoniae]
 CZC91219.1 elongation factor G [Streptococcus pneumoniae]
 CYP01040.1 elongation factor G [Streptococcus pneumoniae]
 CYT37645.1 elongation factor G [Streptococcus pneumoniae]
 CYL85538.1 elongation factor G [Streptococcus pneumoniae]
 CYI57737.1 elongation factor G [Streptococcus pneumoniae]
 CYP75586.1 elongation factor G [Streptococcus pneumoniae]
 CYJ05563.1 elongation factor G [Streptococcus pneumoniae]
 CYR90364.1 elongation factor G [Streptococcus pneumoniae]
 CYR06451.1 elongation factor G [Streptococcus pneumoniae]
 CYO50594.1 elongation factor G [Streptococcus pneumoniae]
 CYP25288.1 elongation factor G [Streptococcus pneumoniae]
 CYP92003.1 elongation factor G [Streptococcus pneumoniae]
 CYR69152.1 elongation factor G [Streptococcus pneumoniae]
 CYQ31877.1 elongation factor G [Streptococcus pneumoniae]
 CYS43598.1 elongation factor G [Streptococcus pneumoniae]
 CXH01919.1 elongation factor G [Streptococcus pneumoniae]
 CYL22103.1 elongation factor G [Streptococcus pneumoniae]
 CYP22201.1 elongation factor G [Streptococcus pneumoniae]
 CYL36781.1 elongation factor G [Streptococcus pneumoniae]
 CYT35959.1 elongation factor G [Streptococcus pneumoniae]
 CYQ76811.1 elongation factor G [Streptococcus pneumoniae]
 CYS03135.1 elongation factor G [Streptococcus pneumoniae]
 CYS52751.1 elongation factor G [Streptococcus pneumoniae]
 CYS07759.1 elongation factor G [Streptococcus pneumoniae]
 CYR28000.1 elongation factor G [Streptococcus pneumoniae]
 CXG86479.1 elongation factor G [Streptococcus pneumoniae]
 CYS77332.1 elongation factor G [Streptococcus pneumoniae]
 CYR64121.1 elongation factor G [Streptococcus pneumoniae]



 CYP85379.1 elongation factor G [Streptococcus pneumoniae]
 CYH87162.1 elongation factor G [Streptococcus pneumoniae]
 CYR77676.1 elongation factor G [Streptococcus pneumoniae]
 CYN03598.1 elongation factor G [Streptococcus pneumoniae]
 CYL38428.1 elongation factor G [Streptococcus pneumoniae]
 CYR31665.1 elongation factor G [Streptococcus pneumoniae]
 CYP56685.1 elongation factor G [Streptococcus pneumoniae]
 CYS46262.1 elongation factor G [Streptococcus pneumoniae]
 CYR68087.1 elongation factor G [Streptococcus pneumoniae]
 CYP74036.1 elongation factor G [Streptococcus pneumoniae]
 CYS39043.1 elongation factor G [Streptococcus pneumoniae]
 CYQ42872.1 elongation factor G [Streptococcus pneumoniae]
 CYR55112.1 elongation factor G [Streptococcus pneumoniae]
 CYM15620.1 elongation factor G [Streptococcus pneumoniae]
 CYQ72482.1 elongation factor G [Streptococcus pneumoniae]
 CYR94378.1 elongation factor G [Streptococcus pneumoniae]
 CYQ87610.1 elongation factor G [Streptococcus pneumoniae]
 CXF43481.1 elongation factor G [Streptococcus pneumoniae]
 CYS10905.1 elongation factor G [Streptococcus pneumoniae]
 CYR93326.1 elongation factor G [Streptococcus pneumoniae]
 CYN92537.1 elongation factor G [Streptococcus pneumoniae]
 CYQ72887.1 elongation factor G [Streptococcus pneumoniae]
 CYS37520.1 elongation factor G [Streptococcus pneumoniae]
 CXG05022.1 elongation factor G [Streptococcus pneumoniae]
 CYT13977.1 elongation factor G [Streptococcus pneumoniae]
 CYP79737.1 elongation factor G [Streptococcus pneumoniae]
 CYT02673.1 elongation factor G [Streptococcus pneumoniae]
 CYQ24448.1 elongation factor G [Streptococcus pneumoniae]
 CYP30208.1 elongation factor G [Streptococcus pneumoniae]
 CYM95475.1 elongation factor G [Streptococcus pneumoniae]
 CYQ76135.1 elongation factor G [Streptococcus pneumoniae]
 CYQ00249.1 elongation factor G [Streptococcus pneumoniae]
 CYS39403.1 elongation factor G [Streptococcus pneumoniae]
 CYQ41407.1 elongation factor G [Streptococcus pneumoniae]
 CYR10780.1 elongation factor G [Streptococcus pneumoniae]
 CYQ45719.1 elongation factor G [Streptococcus pneumoniae]
 CYT39795.1 elongation factor G [Streptococcus pneumoniae]
 CYM69136.1 elongation factor G [Streptococcus pneumoniae]
 CYQ39576.1 elongation factor G [Streptococcus pneumoniae]
 CYR53387.1 elongation factor G [Streptococcus pneumoniae]
 CYP11814.1 elongation factor G [Streptococcus pneumoniae]
 CYI47666.1 elongation factor G [Streptococcus pneumoniae]
 CYQ38071.1 elongation factor G [Streptococcus pneumoniae]
 CYP40175.1 elongation factor G [Streptococcus pneumoniae]
 CYT48726.1 elongation factor G [Streptococcus pneumoniae]
 CYK24253.1 elongation factor G [Streptococcus pneumoniae]
 CXF66934.1 elongation factor G [Streptococcus pneumoniae]
 CYI10499.1 elongation factor G [Streptococcus pneumoniae]
 CZE11047.1 elongation factor G [Streptococcus pneumoniae]
 CYK22883.1 elongation factor G [Streptococcus pneumoniae]
 CYK78714.1 elongation factor G [Streptococcus pneumoniae]
 CYQ44732.1 elongation factor G [Streptococcus pneumoniae]
 CZC55694.1 elongation factor G [Streptococcus pneumoniae]
 CZC63681.1 elongation factor G [Streptococcus pneumoniae]



 CYL93577.1 elongation factor G [Streptococcus pneumoniae]
 CYO26820.1 elongation factor G [Streptococcus pneumoniae]
 CYO59198.1 elongation factor G [Streptococcus pneumoniae]
 CZD48782.1 elongation factor G [Streptococcus pneumoniae]
 CXG38094.1 elongation factor G [Streptococcus pneumoniae]
 CYO90599.1 elongation factor G [Streptococcus pneumoniae]
 CYH46970.1 elongation factor G [Streptococcus pneumoniae]
 CYP04849.1 elongation factor G [Streptococcus pneumoniae]
 CYI57286.1 elongation factor G [Streptococcus pneumoniae]
 CYL84257.1 elongation factor G [Streptococcus pneumoniae]
 CYO37166.1 elongation factor G [Streptococcus pneumoniae]
 CYN79291.1 elongation factor G [Streptococcus pneumoniae]
 CYM92223.1 elongation factor G [Streptococcus pneumoniae]
 CYK25381.1 elongation factor G [Streptococcus pneumoniae]
 CYI71054.1 elongation factor G [Streptococcus pneumoniae]
 CZD66881.1 elongation factor G [Streptococcus pneumoniae]
 CYL48314.1 elongation factor G [Streptococcus pneumoniae]
 CYO75443.1 elongation factor G [Streptococcus pneumoniae]
 CYI05233.1 elongation factor G [Streptococcus pneumoniae]
 CYN07165.1 elongation factor G [Streptococcus pneumoniae]
 CYL32949.1 elongation factor G [Streptococcus pneumoniae]
 CYJ34213.1 elongation factor G [Streptococcus pneumoniae]
 CZD60725.1 elongation factor G [Streptococcus pneumoniae]
 CYN56077.1 elongation factor G [Streptococcus pneumoniae]
 CYN11267.1 elongation factor G [Streptococcus pneumoniae]
 CYL90040.1 elongation factor G [Streptococcus pneumoniae]
 CZD58207.1 elongation factor G [Streptococcus pneumoniae]
 CYG51956.1 elongation factor G [Streptococcus pneumoniae]
 CYM55980.1 elongation factor G [Streptococcus pneumoniae]
 CYN95886.1 elongation factor G [Streptococcus pneumoniae]
 CYJ45814.1 elongation factor G [Streptococcus pneumoniae]
 CZD69268.1 elongation factor G [Streptococcus pneumoniae]
 CYP07746.1 elongation factor G [Streptococcus pneumoniae]
 CYI05786.1 elongation factor G [Streptococcus pneumoniae]
 CYK83703.1 elongation factor G [Streptococcus pneumoniae]
 CYI43711.1 elongation factor G [Streptococcus pneumoniae]
 CZC78148.1 elongation factor G [Streptococcus pneumoniae]
 CYO16245.1 elongation factor G [Streptococcus pneumoniae]
 CZD53841.1 elongation factor G [Streptococcus pneumoniae]
 CXG09058.1 elongation factor G [Streptococcus pneumoniae]
 CYK91628.1 elongation factor G [Streptococcus pneumoniae]
 CZC61338.1 elongation factor G [Streptococcus pneumoniae]
 CZD60779.1 elongation factor G [Streptococcus pneumoniae]
 CYJ92065.1 elongation factor G [Streptococcus pneumoniae]
 CXG04214.1 elongation factor G [Streptococcus pneumoniae]
 CZD57009.1 elongation factor G [Streptococcus pneumoniae]
 CXG11282.1 elongation factor G [Streptococcus pneumoniae]
 CYK66388.1 elongation factor G [Streptococcus pneumoniae]
 CXF85332.1 elongation factor G [Streptococcus pneumoniae]
 CZD73817.1 elongation factor G [Streptococcus pneumoniae]
 CZC62054.1 elongation factor G [Streptococcus pneumoniae]
 CZC73373.1 elongation factor G [Streptococcus pneumoniae]
 CXF82425.1 elongation factor G [Streptococcus pneumoniae]
 CYJ76277.1 elongation factor G [Streptococcus pneumoniae]



 CYL98978.1 elongation factor G [Streptococcus pneumoniae]
 CXH01835.1 elongation factor G [Streptococcus pneumoniae]
 CZC57502.1 elongation factor G [Streptococcus pneumoniae]
 CYL68311.1 elongation factor G [Streptococcus pneumoniae]
 CZC59835.1 elongation factor G [Streptococcus pneumoniae]
 CZD53005.1 elongation factor G [Streptococcus pneumoniae]
 CYO56448.1 elongation factor G [Streptococcus pneumoniae]
 CYL39058.1 elongation factor G [Streptococcus pneumoniae]
 CZC88772.1 elongation factor G [Streptococcus pneumoniae]
 CZC73043.1 elongation factor G [Streptococcus pneumoniae]
 CYR32430.1 elongation factor G [Streptococcus pneumoniae]
 CZD67519.1 elongation factor G [Streptococcus pneumoniae]
 CZD65060.1 elongation factor G [Streptococcus pneumoniae]
 CZC73628.1 elongation factor G [Streptococcus pneumoniae]
 CZC60722.1 elongation factor G [Streptococcus pneumoniae]
 CYM43528.1 elongation factor G [Streptococcus pneumoniae]
 CYJ68327.1 elongation factor G [Streptococcus pneumoniae]
 CYJ75820.1 elongation factor G [Streptococcus pneumoniae]
 CYG67680.1 elongation factor G [Streptococcus pneumoniae]
 CYO13439.1 elongation factor G [Streptococcus pneumoniae]
 CYJ85578.1 elongation factor G [Streptococcus pneumoniae]
 CZD55463.1 elongation factor G [Streptococcus pneumoniae]
 CYG52844.1 elongation factor G [Streptococcus pneumoniae]
 CZE11839.1 elongation factor G [Streptococcus pneumoniae]
 CZD59143.1 elongation factor G [Streptococcus pneumoniae]
 CYL25090.1 elongation factor G [Streptococcus pneumoniae]
 CYO82529.1 elongation factor G [Streptococcus pneumoniae]
 CYL43008.1 elongation factor G [Streptococcus pneumoniae]
 CZC71905.1 elongation factor G [Streptococcus pneumoniae]
 CYI83757.1 elongation factor G [Streptococcus pneumoniae]
 CZC60242.1 elongation factor G [Streptococcus pneumoniae]
 CYG50314.1 elongation factor G [Streptococcus pneumoniae]
 CZC64881.1 elongation factor G [Streptococcus pneumoniae]
 CZD58409.1 elongation factor G [Streptococcus pneumoniae]
 CZC59726.1 elongation factor G [Streptococcus pneumoniae]
 CZC70018.1 elongation factor G [Streptococcus pneumoniae]
 CYJ26239.1 elongation factor G [Streptococcus pneumoniae]
 CYK52849.1 elongation factor G [Streptococcus pneumoniae]
 CZE04672.1 elongation factor G [Streptococcus pneumoniae]
 CZC53990.1 elongation factor G [Streptococcus pneumoniae]
 CYP28150.1 elongation factor G [Streptococcus pneumoniae]
 CZD59490.1 elongation factor G [Streptococcus pneumoniae]
 CZC57118.1 elongation factor G [Streptococcus pneumoniae]
 CYL72136.1 elongation factor G [Streptococcus pneumoniae]
 CZC63099.1 elongation factor G [Streptococcus pneumoniae]
 CYL73302.1 elongation factor G [Streptococcus pneumoniae]
 CZD60260.1 elongation factor G [Streptococcus pneumoniae]
 CZD60523.1 elongation factor G [Streptococcus pneumoniae]
 CZC90653.1 elongation factor G [Streptococcus pneumoniae]
 CYN36930.1 elongation factor G [Streptococcus pneumoniae]
 CYL71582.1 elongation factor G [Streptococcus pneumoniae]
 CZD57668.1 elongation factor G [Streptococcus pneumoniae]
 CYN39694.1 elongation factor G [Streptococcus pneumoniae]
 CZD66578.1 elongation factor G [Streptococcus pneumoniae]



 CXG75114.1 elongation factor G [Streptococcus pneumoniae]
 CZD54753.1 elongation factor G [Streptococcus pneumoniae]
 CYN95692.1 elongation factor G [Streptococcus pneumoniae]
 CZD58996.1 elongation factor G [Streptococcus pneumoniae]
 CZC56993.1 elongation factor G [Streptococcus pneumoniae]
 CZC57804.1 elongation factor G [Streptococcus pneumoniae]
 CZC59912.1 elongation factor G [Streptococcus pneumoniae]
 CXF86558.1 elongation factor G [Streptococcus pneumoniae]
 CYL55053.1 elongation factor G [Streptococcus pneumoniae]
 CZD66290.1 elongation factor G [Streptococcus pneumoniae]
 CZD69939.1 elongation factor G [Streptococcus pneumoniae]
 CZC65370.1 elongation factor G [Streptococcus pneumoniae]
 CZD53884.1 elongation factor G [Streptococcus pneumoniae]
 CYI78430.1 elongation factor G [Streptococcus pneumoniae]
 CYK31538.1 elongation factor G [Streptococcus pneumoniae]
 CYJ41631.1 elongation factor G [Streptococcus pneumoniae]
 CZD54775.1 elongation factor G [Streptococcus pneumoniae]
 CZG96400.1 elongation factor G [Streptococcus pneumoniae]
 KXV82663.1 elongation factor G [Streptococcus pneumoniae]
 KXV86390.1 elongation factor G [Streptococcus pneumoniae]
 KXV94993.1 elongation factor G [Streptococcus pneumoniae]
 KXV98333.1 elongation factor G [Streptococcus pneumoniae]
 KXW02754.1 elongation factor G [Streptococcus pneumoniae]
 KXW08748.1 elongation factor G [Streptococcus pneumoniae]
 KXW09777.1 elongation factor G [Streptococcus pneumoniae]
 KXW20943.1 elongation factor G [Streptococcus pneumoniae]
 KXW29421.1 elongation factor G [Streptococcus pneumoniae]
 KXW33300.1 elongation factor G [Streptococcus pneumoniae]
 KXW36768.1 elongation factor G [Streptococcus pneumoniae]
 KXW41091.1 elongation factor G [Streptococcus pneumoniae]
 KXW43742.1 elongation factor G [Streptococcus pneumoniae]
 KXW47192.1 elongation factor G [Streptococcus pneumoniae]
 KYA86163.1 elongation factor G [Streptococcus pneumoniae]
 KYA87673.1 elongation factor G [Streptococcus pneumoniae]
 KYQ28353.1 elongation factor G [Streptococcus pneumoniae]
 KYQ29458.1 elongation factor G [Streptococcus pneumoniae]
 KZX07642.1 elongation factor G [Streptococcus pneumoniae]
 OAB65632.1 elongation factor G [Streptococcus pneumoniae]
 OAB68575.1 elongation factor G [Streptococcus pneumoniae]
 ANO36186.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 OBX43642.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OBX46711.1 elongation factor G [Streptococcus pneumoniae]
 OBX92893.1 elongation factor G [Streptococcus pneumoniae]
 OCQ79010.1 elongation factor G [Streptococcus pneumoniae]
 OCQ83649.1 elongation factor G [Streptococcus pneumoniae]
 OCQ83832.1 elongation factor G [Streptococcus pneumoniae]
 OCQ86070.1 elongation factor G [Streptococcus pneumoniae]
 AOG55232.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 AOG57314.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 ODO14574.1 translation elongation factor G [Streptococcus 



pneumoniae]
 ODO16610.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO22965.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO39107.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO40035.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO43846.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO44675.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO46662.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO57197.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OEC67522.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OEH37498.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CXF65360.1 elongation factor G [Streptococcus pneumoniae]
 CXF88881.1 elongation factor G [Streptococcus pneumoniae]
 CXF62589.1 elongation factor G [Streptococcus pneumoniae]
 OHX40435.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB05146.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB08010.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB09531.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB12538.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB13621.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB15092.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB17354.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB19077.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB22049.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB22202.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB24928.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB27203.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB29752.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB31457.1 translation elongation factor G [Streptococcus 
pneumoniae]



 OIB33936.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB34096.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB37702.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB39118.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB40980.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB43132.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB45338.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB49049.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB50288.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB52790.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIB54904.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIN21908.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OIN37823.1 translation elongation factor G [Streptococcus 
pneumoniae]
 APJ29726.1 elongation factor G [Streptococcus pneumoniae]
 OKQ23437.1 translation elongation factor G [Streptococcus 
pneumoniae WU2]
 OKQ28374.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ42711.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ48272.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ55752.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OLG17652.1 elongation factor G [Streptococcus pneumoniae]
 OLG17855.1 elongation factor G [Streptococcus pneumoniae]
 OLG20503.1 elongation factor G [Streptococcus pneumoniae]
 SBO84523.1 Elongation factor G [Streptococcus pneumoniae]
 SBV84148.1 Elongation factor G [Streptococcus pneumoniae]
 SBV79476.1 Elongation factor G [Streptococcus pneumoniae]
 ONG44114.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ONM65296.1 elongation factor G [Streptococcus pneumoniae]
 OOS09640.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OOS09830.1 elongation factor G [Streptococcus pneumoniae]
 OOS15217.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OOS27546.1 elongation factor G [Streptococcus pneumoniae]
 SNM81678.1 elongation factor G [Streptococcus pneumoniae]
 SNO08422.1 elongation factor G [Streptococcus pneumoniae]



 SNN56550.1 elongation factor G [Streptococcus pneumoniae]
 SNI77923.1 elongation factor G [Streptococcus pneumoniae]
 SNN93434.1 elongation factor G [Streptococcus pneumoniae]
 SNP59328.1 elongation factor G [Streptococcus pneumoniae]
 SNO07431.1 elongation factor G [Streptococcus pneumoniae]
 SNO81521.1 elongation factor G [Streptococcus pneumoniae]
 SNO91170.1 elongation factor G [Streptococcus pneumoniae]
 SNN55485.1 elongation factor G [Streptococcus pneumoniae]
 SNG98089.1 elongation factor G [Streptococcus pneumoniae]
 SNP26864.1 elongation factor G [Streptococcus pneumoniae]
 SNO24799.1 elongation factor G [Streptococcus pneumoniae]
 SNN54518.1 elongation factor G [Streptococcus pneumoniae]
 SNN76653.1 elongation factor G [Streptococcus pneumoniae]
 SNO92224.1 elongation factor G [Streptococcus pneumoniae]
 SNN34870.1 elongation factor G [Streptococcus pneumoniae]
 SNP44830.1 elongation factor G [Streptococcus pneumoniae]
 SNN31627.1 elongation factor G [Streptococcus pneumoniae]
 SNE71851.1 elongation factor G [Streptococcus pneumoniae]
 SNH69135.1 elongation factor G [Streptococcus pneumoniae]
 SNK55224.1 elongation factor G [Streptococcus pneumoniae]
 SNM85320.1 elongation factor G [Streptococcus pneumoniae]
 SNH41926.1 elongation factor G [Streptococcus pneumoniae]
 SNI30543.1 elongation factor G [Streptococcus pneumoniae]
 SNN33658.1 elongation factor G [Streptococcus pneumoniae]
 SNK75012.1 elongation factor G [Streptococcus pneumoniae]
 SNM95874.1 elongation factor G [Streptococcus pneumoniae]
 SNF99479.1 elongation factor G [Streptococcus pneumoniae]
 SNM40741.1 elongation factor G [Streptococcus pneumoniae]
 SNG25352.1 elongation factor G [Streptococcus pneumoniae]
 SNN00351.1 elongation factor G [Streptococcus pneumoniae]
 SNJ39310.1 elongation factor G [Streptococcus pneumoniae]
 SNN30395.1 elongation factor G [Streptococcus pneumoniae]
 SNJ96469.1 elongation factor G [Streptococcus pneumoniae]
 SNK83979.1 elongation factor G [Streptococcus pneumoniae]
 SNO27421.1 elongation factor G [Streptococcus pneumoniae]
 SNI64597.1 elongation factor G [Streptococcus pneumoniae]
 SNF15605.1 elongation factor G [Streptococcus pneumoniae]
 SNN05323.1 elongation factor G [Streptococcus pneumoniae]
 SNL13636.1 elongation factor G [Streptococcus pneumoniae]
 SNO51838.1 elongation factor G [Streptococcus pneumoniae]
 SNO61145.1 elongation factor G [Streptococcus pneumoniae]
 SNF16829.1 elongation factor G [Streptococcus pneumoniae]
 SNG17748.1 elongation factor G [Streptococcus pneumoniae]
 SNH54978.1 elongation factor G [Streptococcus pneumoniae]
 SNH54360.1 elongation factor G [Streptococcus pneumoniae]
 SNQ11347.1 elongation factor G [Streptococcus pneumoniae]
 SNP80748.1 elongation factor G [Streptococcus pneumoniae]
 SNG87988.1 elongation factor G [Streptococcus pneumoniae]
 SNO13539.1 elongation factor G [Streptococcus pneumoniae]
 SNK92028.1 elongation factor G [Streptococcus pneumoniae]
 SNF06451.1 elongation factor G [Streptococcus pneumoniae]
 SNK17365.1 elongation factor G [Streptococcus pneumoniae]
 SNE77693.1 elongation factor G [Streptococcus pneumoniae]
 SNK52112.1 elongation factor G [Streptococcus pneumoniae]



 SNG84096.1 elongation factor G [Streptococcus pneumoniae]
 SNE98862.1 elongation factor G [Streptococcus pneumoniae]
 SNI82202.1 elongation factor G [Streptococcus pneumoniae]
 SNG16410.1 elongation factor G [Streptococcus pneumoniae]
 SNP24561.1 elongation factor G [Streptococcus pneumoniae]
 SNF05837.1 elongation factor G [Streptococcus pneumoniae]
 SNH29641.1 elongation factor G [Streptococcus pneumoniae]
 SNP53653.1 elongation factor G [Streptococcus pneumoniae]
 SNK16040.1 elongation factor G [Streptococcus pneumoniae]
 SNO44778.1 elongation factor G [Streptococcus pneumoniae]
 SNG13105.1 elongation factor G [Streptococcus pneumoniae]
 SND80326.1 elongation factor G [Streptococcus pneumoniae]
 SNG19161.1 elongation factor G [Streptococcus pneumoniae]
 SNO08057.1 elongation factor G [Streptococcus pneumoniae]
 SNL62684.1 elongation factor G [Streptococcus pneumoniae]
 SNN94351.1 elongation factor G [Streptococcus pneumoniae]
 SNM03833.1 elongation factor G [Streptococcus pneumoniae]
 SNP18476.1 elongation factor G [Streptococcus pneumoniae]
 SNQ00743.1 elongation factor G [Streptococcus pneumoniae]
 SNP82801.1 elongation factor G [Streptococcus pneumoniae]
 SNH42386.1 elongation factor G [Streptococcus pneumoniae]
 SNK89035.1 elongation factor G [Streptococcus pneumoniae]
 SNJ50109.1 elongation factor G [Streptococcus pneumoniae]
 SNC89907.1 elongation factor G [Streptococcus pneumoniae]
 SNL93084.1 elongation factor G [Streptococcus pneumoniae]
 SNL06157.1 elongation factor G [Streptococcus pneumoniae]
 SNM03301.1 elongation factor G [Streptococcus pneumoniae]
 SNM76211.1 elongation factor G [Streptococcus pneumoniae]
 SNG98568.1 elongation factor G [Streptococcus pneumoniae]
 SNM53118.1 elongation factor G [Streptococcus pneumoniae]
 SNH85178.1 elongation factor G [Streptococcus pneumoniae]
 SNL14440.1 elongation factor G [Streptococcus pneumoniae]
 SNM73553.1 elongation factor G [Streptococcus pneumoniae]
 SNG40273.1 elongation factor G [Streptococcus pneumoniae]
 SNC89338.1 elongation factor G [Streptococcus pneumoniae]
 SNL99075.1 elongation factor G [Streptococcus pneumoniae]
 SNH62191.1 elongation factor G [Streptococcus pneumoniae]
 SND16659.1 elongation factor G [Streptococcus pneumoniae]
 SNN88581.1 elongation factor G [Streptococcus pneumoniae]
 SNP83910.1 elongation factor G [Streptococcus pneumoniae]
 SNJ71752.1 elongation factor G [Streptococcus pneumoniae]
 SNF02813.1 elongation factor G [Streptococcus pneumoniae]
 SNG03555.1 elongation factor G [Streptococcus pneumoniae]
 SNO60602.1 elongation factor G [Streptococcus pneumoniae]
 SNN55449.1 elongation factor G [Streptococcus pneumoniae]
 SNM90345.1 elongation factor G [Streptococcus pneumoniae]
 SNO58634.1 elongation factor G [Streptococcus pneumoniae]
 SNP56776.1 elongation factor G [Streptococcus pneumoniae]
 SNF27347.1 elongation factor G [Streptococcus pneumoniae]
 SNL35035.1 elongation factor G [Streptococcus pneumoniae]
 SNJ51084.1 elongation factor G [Streptococcus pneumoniae]
 SNG78793.1 elongation factor G [Streptococcus pneumoniae]
 SNJ22741.1 elongation factor G [Streptococcus pneumoniae]
 SND91208.1 elongation factor G [Streptococcus pneumoniae]



 SNN14712.1 elongation factor G [Streptococcus pneumoniae]
 SNH28040.1 elongation factor G [Streptococcus pneumoniae]
 SNH58612.1 elongation factor G [Streptococcus pneumoniae]
 SNK56167.1 elongation factor G [Streptococcus pneumoniae]
 SNC94650.1 elongation factor G [Streptococcus pneumoniae]
 SNC83608.1 elongation factor G [Streptococcus pneumoniae]
 SNJ38296.1 elongation factor G [Streptococcus pneumoniae]
 SNI83442.1 elongation factor G [Streptococcus pneumoniae]
 SNL33251.1 elongation factor G [Streptococcus pneumoniae]
 SNF01208.1 elongation factor G [Streptococcus pneumoniae]
 SNI22681.1 elongation factor G [Streptococcus pneumoniae]
 SNM08864.1 elongation factor G [Streptococcus pneumoniae]
 SNP66714.1 elongation factor G [Streptococcus pneumoniae]
 SNC88724.1 elongation factor G [Streptococcus pneumoniae]
 SNH97984.1 elongation factor G [Streptococcus pneumoniae]
 SNN26504.1 elongation factor G [Streptococcus pneumoniae]
 SNF04215.1 elongation factor G [Streptococcus pneumoniae]
 SNH25493.1 elongation factor G [Streptococcus pneumoniae]
 SNM40522.1 elongation factor G [Streptococcus pneumoniae]
 SNQ16252.1 elongation factor G [Streptococcus pneumoniae]
 SNL47106.1 elongation factor G [Streptococcus pneumoniae]
 SNI70714.1 elongation factor G [Streptococcus pneumoniae]
 SNL09337.1 elongation factor G [Streptococcus pneumoniae]
 SNH58942.1 elongation factor G [Streptococcus pneumoniae]
 SNO32282.1 elongation factor G [Streptococcus pneumoniae]
 SNJ56551.1 elongation factor G [Streptococcus pneumoniae]
 SNN74819.1 elongation factor G [Streptococcus pneumoniae]
 SNF00236.1 elongation factor G [Streptococcus pneumoniae]
 SNL00572.1 elongation factor G [Streptococcus pneumoniae]
 SNP51135.1 elongation factor G [Streptococcus pneumoniae]
 SNK70710.1 elongation factor G [Streptococcus pneumoniae]
 SNC91175.1 elongation factor G [Streptococcus pneumoniae]
 SNC81652.1 elongation factor G [Streptococcus pneumoniae]
 SNI76206.1 elongation factor G [Streptococcus pneumoniae]
 SNE99726.1 elongation factor G [Streptococcus pneumoniae]
 SNG24866.1 elongation factor G [Streptococcus pneumoniae]
 SNK02617.1 elongation factor G [Streptococcus pneumoniae]
 SNI73722.1 elongation factor G [Streptococcus pneumoniae]
 SNM16837.1 elongation factor G [Streptococcus pneumoniae]
 SNN86463.1 elongation factor G [Streptococcus pneumoniae]
 SNF12718.1 elongation factor G [Streptococcus pneumoniae]
 SNJ22283.1 elongation factor G [Streptococcus pneumoniae]
 SNP81566.1 elongation factor G [Streptococcus pneumoniae]
 SNG28308.1 elongation factor G [Streptococcus pneumoniae]
 SNF03080.1 elongation factor G [Streptococcus pneumoniae]
 SNE99488.1 elongation factor G [Streptococcus pneumoniae]
 SNG21434.1 elongation factor G [Streptococcus pneumoniae]
 SNN64973.1 elongation factor G [Streptococcus pneumoniae]
 SNF61446.1 elongation factor G [Streptococcus pneumoniae]
 SNJ58287.1 elongation factor G [Streptococcus pneumoniae]
 SNF13301.1 elongation factor G [Streptococcus pneumoniae]
 SNO76395.1 elongation factor G [Streptococcus pneumoniae]
 SND89414.1 elongation factor G [Streptococcus pneumoniae]
 SNJ98615.1 elongation factor G [Streptococcus pneumoniae]



 SNI54125.1 elongation factor G [Streptococcus pneumoniae]
 SNE12016.1 elongation factor G [Streptococcus pneumoniae]
 SNE75634.1 elongation factor G [Streptococcus pneumoniae]
 SND92971.1 elongation factor G [Streptococcus pneumoniae]
 SNM45949.1 elongation factor G [Streptococcus pneumoniae]
 SNH22536.1 elongation factor G [Streptococcus pneumoniae]
 SNH14336.1 elongation factor G [Streptococcus pneumoniae]
 SNG20320.1 elongation factor G [Streptococcus pneumoniae]
 SNO52537.1 elongation factor G [Streptococcus pneumoniae]
 SNG61686.1 elongation factor G [Streptococcus pneumoniae]
 SNJ23103.1 elongation factor G [Streptococcus pneumoniae]
 SNJ49597.1 elongation factor G [Streptococcus pneumoniae]
 SND72807.1 elongation factor G [Streptococcus pneumoniae]
 SNJ27042.1 elongation factor G [Streptococcus pneumoniae]
 SNF04948.1 elongation factor G [Streptococcus pneumoniae]
 SND96709.1 elongation factor G [Streptococcus pneumoniae]
 SNF02153.1 elongation factor G [Streptococcus pneumoniae]
 SNI25088.1 elongation factor G [Streptococcus pneumoniae]
 SND92766.1 elongation factor G [Streptococcus pneumoniae]
 SNE02347.1 elongation factor G [Streptococcus pneumoniae]
 SNO28323.1 elongation factor G [Streptococcus pneumoniae]
 SNC86801.1 elongation factor G [Streptococcus pneumoniae]
 SNJ48866.1 elongation factor G [Streptococcus pneumoniae]
 SNC83045.1 elongation factor G [Streptococcus pneumoniae]
 SNF12444.1 elongation factor G [Streptococcus pneumoniae]
 SNJ46893.1 elongation factor G [Streptococcus pneumoniae]
 SNO88154.1 elongation factor G [Streptococcus pneumoniae]
 SND80983.1 elongation factor G [Streptococcus pneumoniae]
 SNM23311.1 elongation factor G [Streptococcus pneumoniae]
 SNH62829.1 elongation factor G [Streptococcus pneumoniae]
 SNI51251.1 elongation factor G [Streptococcus pneumoniae]
 SNL21359.1 elongation factor G [Streptococcus pneumoniae]
 SNG15058.1 elongation factor G [Streptococcus pneumoniae]
 SNF09127.1 elongation factor G [Streptococcus pneumoniae]
 SNJ12436.1 elongation factor G [Streptococcus pneumoniae]
 SNI31276.1 elongation factor G [Streptococcus pneumoniae]
 SNK06989.1 elongation factor G [Streptococcus pneumoniae]
 SNC84251.1 elongation factor G [Streptococcus pneumoniae]
 SNE46957.1 elongation factor G [Streptococcus pneumoniae]
 SNN51412.1 elongation factor G [Streptococcus pneumoniae]
 SND06129.1 elongation factor G [Streptococcus pneumoniae]
 SND84236.1 elongation factor G [Streptococcus pneumoniae]
 SND66368.1 elongation factor G [Streptococcus pneumoniae]
 SNI79264.1 elongation factor G [Streptococcus pneumoniae]
 SNO27655.1 elongation factor G [Streptococcus pneumoniae]
 SNG42838.1 elongation factor G [Streptococcus pneumoniae]
 SNE61505.1 elongation factor G [Streptococcus pneumoniae]
 SNH45116.1 elongation factor G [Streptococcus pneumoniae]
 SNH38812.1 elongation factor G [Streptococcus pneumoniae]
 SNI55992.1 elongation factor G [Streptococcus pneumoniae]
 SNE98116.1 elongation factor G [Streptococcus pneumoniae]
 SNG07827.1 elongation factor G [Streptococcus pneumoniae]
 SND77889.1 elongation factor G [Streptococcus pneumoniae]
 SNH27509.1 elongation factor G [Streptococcus pneumoniae]



 SNE58461.1 elongation factor G [Streptococcus pneumoniae]
 SND79038.1 elongation factor G [Streptococcus pneumoniae]
 SNC93480.1 elongation factor G [Streptococcus pneumoniae]
 SND91375.1 elongation factor G [Streptococcus pneumoniae]
 SNL72512.1 elongation factor G [Streptococcus pneumoniae]
 SNO56333.1 elongation factor G [Streptococcus pneumoniae]
 SNM64321.1 elongation factor G [Streptococcus pneumoniae]
 SNE72290.1 elongation factor G [Streptococcus pneumoniae]
 SNC85184.1 elongation factor G [Streptococcus pneumoniae]
 SNK16372.1 elongation factor G [Streptococcus pneumoniae]
 SNL79724.1 elongation factor G [Streptococcus pneumoniae]
 SNF02719.1 elongation factor G [Streptococcus pneumoniae]
 SND74469.1 elongation factor G [Streptococcus pneumoniae]
 SNE18203.1 elongation factor G [Streptococcus pneumoniae]
 SNE75411.1 elongation factor G [Streptococcus pneumoniae]
 SNE69860.1 elongation factor G [Streptococcus pneumoniae]
 SNH78677.1 elongation factor G [Streptococcus pneumoniae]
 SNL55169.1 elongation factor G [Streptococcus pneumoniae]
 SNO96930.1 elongation factor G [Streptococcus pneumoniae]
 SNC92728.1 elongation factor G [Streptococcus pneumoniae]
 SND80103.1 elongation factor G [Streptococcus pneumoniae]
 SNL81834.1 elongation factor G [Streptococcus pneumoniae]
 SNG46066.1 elongation factor G [Streptococcus pneumoniae]
 SND76513.1 elongation factor G [Streptococcus pneumoniae]
 SNF98651.1 elongation factor G [Streptococcus pneumoniae]
 SNF14736.1 elongation factor G [Streptococcus pneumoniae]
 SNE69590.1 elongation factor G [Streptococcus pneumoniae]
 SNO72208.1 elongation factor G [Streptococcus pneumoniae]
 SNC84035.1 elongation factor G [Streptococcus pneumoniae]
 SNN08123.1 elongation factor G [Streptococcus pneumoniae]
 SNC84455.1 elongation factor G [Streptococcus pneumoniae]
 SNC80474.1 elongation factor G [Streptococcus pneumoniae]
 SNC80878.1 elongation factor G [Streptococcus pneumoniae]
 SND95674.1 elongation factor G [Streptococcus pneumoniae]
 SNJ69502.1 elongation factor G [Streptococcus pneumoniae]
 SNG28537.1 elongation factor G [Streptococcus pneumoniae]
 SNH34120.1 elongation factor G [Streptococcus pneumoniae]
 SNI16506.1 elongation factor G [Streptococcus pneumoniae]
 SNF19017.1 elongation factor G [Streptococcus pneumoniae]
 SND96672.1 elongation factor G [Streptococcus pneumoniae]
 SNQ08874.1 elongation factor G [Streptococcus pneumoniae]
 SND17575.1 elongation factor G [Streptococcus pneumoniae]
 SNH23974.1 elongation factor G [Streptococcus pneumoniae]
 SNG20157.1 elongation factor G [Streptococcus pneumoniae]
 SND96288.1 elongation factor G [Streptococcus pneumoniae]
 SNI69698.1 elongation factor G [Streptococcus pneumoniae]
 SNH19988.1 elongation factor G [Streptococcus pneumoniae]
 SNM73183.1 elongation factor G [Streptococcus pneumoniae]
 SNC85174.1 elongation factor G [Streptococcus pneumoniae]
 SNH71582.1 elongation factor G [Streptococcus pneumoniae]
 SNQ23612.1 elongation factor G [Streptococcus pneumoniae]
 SND81030.1 elongation factor G [Streptococcus pneumoniae]
 SNC93024.1 elongation factor G [Streptococcus pneumoniae]
 SND83346.1 elongation factor G [Streptococcus pneumoniae]



 OXL13988.1 elongation factor G [Streptococcus pneumoniae]
 OYL03067.1 elongation factor G [Streptococcus pneumoniae K2521]
 OYL03212.1 elongation factor G [Streptococcus pneumoniae E709]
 OZS29042.1 elongation factor G [Streptococcus pneumoniae]
 OZS32717.1 elongation factor G [Streptococcus pneumoniae]
 OZS35462.1 elongation factor G [Streptococcus pneumoniae]
 PAV94638.1 elongation factor G [Streptococcus pneumoniae]
 BBA58460.1 elongation factor G [Streptococcus pneumoniae]
 PDQ25032.1 elongation factor G [Streptococcus pneumoniae]
 PDQ26682.1 elongation factor G [Streptococcus pneumoniae]
 PIA77032.1 elongation factor G [Streptococcus pneumoniae]
 AUC46710.1 translation elongation factor G [Streptococcus 
pneumoniae]
 PKF48415.1 elongation factor G [Streptococcus pneumoniae]
 PLV64531.1 elongation factor G [Streptococcus pneumoniae]
 PLV74021.1 elongation factor G [Streptococcus pneumoniae]
 PLV76491.1 elongation factor G [Streptococcus pneumoniae]
 PLV85064.1 elongation factor G [Streptococcus pneumoniae]
 PLV87471.1 elongation factor G [Streptococcus pneumoniae]
 PLV93614.1 elongation factor G [Streptococcus pneumoniae]
 PLV94953.1 elongation factor G [Streptococcus pneumoniae]
 PLV96426.1 elongation factor G [Streptococcus pneumoniae]
 SPL67212.1 elongation factor G [Streptococcus pneumoniae]
 AVV90684.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658



Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_044727750.1 elongation factor G [Streptococcus pneumoniae]
 CEO66157.1 elongation factor G [Streptococcus pneumoniae]
 CEW25398.1 elongation factor G [Streptococcus pneumoniae]
 CEW83994.1 elongation factor G [Streptococcus pneumoniae]
 CEX27069.1 elongation factor G [Streptococcus pneumoniae]
 CEX62748.1 elongation factor G [Streptococcus pneumoniae]
 CEY95782.1 elongation factor G [Streptococcus pneumoniae]
 CRE42306.1 elongation factor G [Streptococcus pneumoniae]
 COL62016.1 elongation factor G [Streptococcus pneumoniae]
 CIZ26739.1 elongation factor G [Streptococcus pneumoniae]
 CJU38375.1 elongation factor G [Streptococcus pneumoniae]
 CJZ91316.1 elongation factor G [Streptococcus pneumoniae]
 CJU60916.1 elongation factor G [Streptococcus pneumoniae]
 CJG58001.1 elongation factor G [Streptococcus pneumoniae]
 CJW52481.1 elongation factor G [Streptococcus pneumoniae]
 CGG01654.1 elongation factor G [Streptococcus pneumoniae]
 CIZ76732.1 elongation factor G [Streptococcus pneumoniae]
 CIX59140.1 elongation factor G [Streptococcus pneumoniae]
 CIT13829.1 elongation factor G [Streptococcus pneumoniae]
 CJE80904.1 elongation factor G [Streptococcus pneumoniae]
 CJJ12333.1 elongation factor G [Streptococcus pneumoniae]
 CJS06717.1 elongation factor G [Streptococcus pneumoniae]
 CJQ01960.1 elongation factor G [Streptococcus pneumoniae]
 CJK13163.1 elongation factor G [Streptococcus pneumoniae]
 CJF99786.1 elongation factor G [Streptococcus pneumoniae]
 CJM26364.1 elongation factor G [Streptococcus pneumoniae]
 CJM49503.1 elongation factor G [Streptococcus pneumoniae]
 CJJ24949.1 elongation factor G [Streptococcus pneumoniae]
 CJN68685.1 elongation factor G [Streptococcus pneumoniae]
 CJQ30092.1 elongation factor G [Streptococcus pneumoniae]
 CJF95927.1 elongation factor G [Streptococcus pneumoniae]
 CJK00713.1 elongation factor G [Streptococcus pneumoniae]
 CJG17635.1 elongation factor G [Streptococcus pneumoniae]
 CJO09122.1 elongation factor G [Streptococcus pneumoniae]
 CJI01319.1 elongation factor G [Streptococcus pneumoniae]
 CJF07041.1 elongation factor G [Streptococcus pneumoniae]
 CJB66604.1 elongation factor G [Streptococcus pneumoniae]
 CJG06898.1 elongation factor G [Streptococcus pneumoniae]
 CKC49055.1 elongation factor G [Streptococcus pneumoniae]
 CKA25705.1 elongation factor G [Streptococcus pneumoniae]
 CKC77561.1 elongation factor G [Streptococcus pneumoniae]
 CKA52027.1 elongation factor G [Streptococcus pneumoniae]
 CJW14104.1 elongation factor G [Streptococcus pneumoniae]
 CKA61328.1 elongation factor G [Streptococcus pneumoniae]
 CKB32148.1 elongation factor G [Streptococcus pneumoniae]
 CKA10460.1 elongation factor G [Streptococcus pneumoniae]
 CKA42347.1 elongation factor G [Streptococcus pneumoniae]
 CJU25552.1 elongation factor G [Streptococcus pneumoniae]
 CJV04598.1 elongation factor G [Streptococcus pneumoniae]



 CJX05545.1 elongation factor G [Streptococcus pneumoniae]
 CJW37096.1 elongation factor G [Streptococcus pneumoniae]
 CKA39658.1 elongation factor G [Streptococcus pneumoniae]
 CKB52342.1 elongation factor G [Streptococcus pneumoniae]
 CNA07484.1 elongation factor G [Streptococcus pneumoniae]
 COH72340.1 elongation factor G [Streptococcus pneumoniae]
 COE91371.1 elongation factor G [Streptococcus pneumoniae]
 COM82949.1 elongation factor G [Streptococcus pneumoniae]
 CNY90468.1 elongation factor G [Streptococcus pneumoniae]
 COI99533.1 elongation factor G [Streptococcus pneumoniae]
 CNZ82409.1 elongation factor G [Streptococcus pneumoniae]
 COJ31878.1 elongation factor G [Streptococcus pneumoniae]
 COQ87321.1 elongation factor G [Streptococcus pneumoniae]
 COE26007.1 elongation factor G [Streptococcus pneumoniae]
 COO40035.1 elongation factor G [Streptococcus pneumoniae]
 COM26566.1 elongation factor G [Streptococcus pneumoniae]
 COJ43498.1 elongation factor G [Streptococcus pneumoniae]
 COE39645.1 elongation factor G [Streptococcus pneumoniae]
 CNY94176.1 elongation factor G [Streptococcus pneumoniae]
 CNZ95627.1 elongation factor G [Streptococcus pneumoniae]
 COD81406.1 elongation factor G [Streptococcus pneumoniae]
 COH08930.1 elongation factor G [Streptococcus pneumoniae]
 CON80949.1 elongation factor G [Streptococcus pneumoniae]
 CTN34292.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CVT06150.1 elongation factor G [Streptococcus pneumoniae]
 CVM24364.1 elongation factor G [Streptococcus pneumoniae]
 CVR29581.1 elongation factor G [Streptococcus pneumoniae]
 CWA24658.1 elongation factor G [Streptococcus pneumoniae]
 CYL10186.1 elongation factor G [Streptococcus pneumoniae]
 CZD86912.1 elongation factor G [Streptococcus pneumoniae]
 CYK37413.1 elongation factor G [Streptococcus pneumoniae]
 SNK03426.1 elongation factor G [Streptococcus pneumoniae]
 SNL51417.1 elongation factor G [Streptococcus pneumoniae]
 SNM62728.1 elongation factor G [Streptococcus pneumoniae]
 SNJ51065.1 elongation factor G [Streptococcus pneumoniae]
 SNL81686.1 elongation factor G [Streptococcus pneumoniae]
 SNJ03413.1 elongation factor G [Streptococcus pneumoniae]
 SNL25548.1 elongation factor G [Streptococcus pneumoniae]
 SNL49604.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  



VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090331.1 MULTISPECIES: elongation factor G [Streptococcus]
 EGR92909.1 translation elongation factor G [Streptococcus mitis bv. 
2 str. 
F0392]
 KXT60235.1 Translation elongation factor G [Streptococcus oralis]
 OFK85127.1 elongation factor G [Streptococcus sp. HMSC056C01]
 SDP58672.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus sp. 
NLAE-zl-C503]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  



EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_088780524.1 elongation factor G [Streptococcus pneumoniae]
 SNE09298.1 elongation factor G [Streptococcus pneumoniae]
 SNP05114.1 elongation factor G [Streptococcus pneumoniae]
 SNK53575.1 elongation factor G [Streptococcus pneumoniae]
 SNJ90532.1 elongation factor G [Streptococcus pneumoniae]
 SNI97974.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V +++D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLQDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>CAQ63495.1 tetracycline resistance protein Tet(S), partial 
[Streptococcus 



thermophilus]
Length=199

 Score = 242 bits (617),  Expect = 1e-72, Method: Composition-based 
stats.
 Identities = 121/196 (62%), Positives = 153/196 (78%), Gaps = 2/196 
(1%)

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            KVNIVDTPGHMDFLA+VYRSL+VLDGAIL+ISAKDGVQ+QTRILFHALRKMNIP + 
FIN
Sbjct  5    
KVNIVDTPGHMDFLADVYRSLSVLDGAILLISAKDGVQSQTRILFHALRKMNIPIIFFIN  64

Query  129  
KIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEK  188
            KIDQ G++L  V Q ++DKLS DIIIKQTV+L+ +  + + T+ E W+ VI  ND 
LLEK
Sbjct  65   
KIDQNGINLPDVYQDIKDKLSDDIIIKQTVNLNLKPYVIDYTEPEQWETVIVGNDYLLEK  124

Query  189  YIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSA  247
            Y  G+ ++  +L +EE  R+Q  SL+PVY+GSAK  +GI+ L++ +T  LF P  +  
S 
Sbjct  125  YTIGKTLNIAELEKEENERIQSCSLYPVYHGSAKNNIGIKQLIEVITSKLFSPT-
QLNSD  183

Query  248  ALCGSVFKVEYTDCGQ  263
             LCG+VFKVEY+D GQ
Sbjct  184  KLCGNVFKVEYSDDGQ  199

>WP_025640187.1 elongation factor G [[Clostridium] ultunense]
Length=689

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 319/669 (48%), Gaps = 
61/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHKVGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   



TCHWRDHRINVIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P + FINK+D  G D   V+  ++D+L A+ +              +   V+++  
I   
Sbjct  129  
PRMAFINKMDIVGADFFRVIDMIKDRLKANPVPIQLPIGKEDHFVGVVDLVNMNARIYRD  188

Query  166  -LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L EN D+                   + + E ++ L+ KY+ GE I+ E+++   
+   
Sbjct  189  
DLGENIDVVDIPEDLKDLAEEYRENLLEKIAEYDEDLMIKYLEGEEITPEEIINAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------------
EQGSA---AL  249
                + PV  GS+ K  G+QPL+DA+   L  P+                E+ S+     
Sbjct  249  
VKVEITPVLCGSSYKNKGVQPLLDAIVDYLPSPLDIPSIKGLAVDSDETEERRSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-
REKLKITEMRIPSKGEIVRTD  306
                FK+       +  Y R+YSGTL     V   + G RE++    +   +K E 
V+  
Sbjct  309  
SALAFKIVTDPYVGKLAYFRVYSGTLESGSYVYNPIKGKRERIGRILLMHANKREEVKE-  367

Query  307  TAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D          E P P++   I PKT A +E++  
AL
Sbjct  368  -
VYAGDIAAAVGLKDTSTGDTLCDIDNPIILETMEFPEPVIEVAIEPKTKASQEKMSIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   +  T +II++ +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  427  
AKLAEEDPTFRTFTNEETGQIIIAGMGELHLEIIVDRLLREFKVEANVGNPQVAYKESIS  486

Query  426  KAAS-HTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +A   T ++ +      +  + + + P   G+G ++ + +  G + + +  +V 
+GI+ 
Sbjct  487  
ASAEVDTRYVRQSGGRGQYGHVKIRIEPQEPGAGYEFVNNIVGGVIPKEYIPSVDNGIQE  546

Query  484  GLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G+ G + V D K+    G Y+   S+   F+    +  +QA++++   LLEP 
+  



Sbjct  547  
AMQSGIIGGYPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKQAMEKAKPILLEPIMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   T 
GR+V
Sbjct  607  
EVIMPEEYMGDVIGDINSRRGRIEGMEPRSGVQVVRGYVPLAEMFGYATDLRSNTQGRAV  666

Query  603  CLTELKGYQ  611
               +   Y+
Sbjct  667  YSMQFDHYE  675

>WP_002845990.1 elongation factor G [Peptostreptococcus anaerobius]
 EKX93713.1 translation elongation factor G [Peptostreptococcus 
anaerobius 
VPI 4330 = DSM 2949]
Length=688

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 312/661 (47%), Gaps = 
66/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYAGRTHKIGETHDGASQMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDG++ V  A+ GV+ Q+  ++       
+
Sbjct  69   
TCQWNGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCARSGVEPQSENVWRQAETYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-  166
            P + F+NK+D+ G D  +VV+ ++++L A+ +              I   +++   
I   
Sbjct  129  
PRIAFVNKMDRQGADFLNVVEMMKERLKANAVAIQLPIGAEDNFTGIVNLMTMKAHIYKN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +E TDIE  D                  +V E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DEGTDIEITDIPADMVDQANEYREILVESVAETDEELMMKYLEGEEITEDELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAAL  249
                + PV  G+A K  G+Q L+DAV              G+ +  GE+       
+   
Sbjct  249  IACEMNPVLCGTAYKNKGVQLLLDAVIDYLPAPTDIESIKGVLED-
GEESERHASDNEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  308  
SALAFKIMTDPFVGKLAFFRVYSGKLESGSYVLNATKKKRERIGRILQMHANTREEI---  364

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L DP         E P P++   I P + A +E+
+  A
Sbjct  365  
NEVYAGDIAAAVGLKDTTTGDSLCDPANPIVLESMEFPEPVIFVAIEPSSKAAQEKMGVA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L +LA+ DP      D+ T + I+  +G + LE++   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LQKLAEEDPTFTVRTDAETGQTIIGGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETI  484

Query  424  --
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P+    +    +      +  + + V PL  G G ++E++   G + + +   V  
GI
Sbjct  485  TVPVD-
VEYKYSKQSGGRGQYGHVKIRVNPLEPGEGYKFENKTVGGSVPKEYVGPVDQGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G+  G+ V D  +    G Y+   S+   F+  A +  + A+K+  + 
LLEP  
Sbjct  544  
QGAMQSGIVAGYPVVDVGVELYDGSYHEVDSSEMAFKMAASMAFKDAMKKGNSVLLEPVF  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P++Y+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  604  
AVEVVTPEDYMGDVMGDLNSRRGMIQGMEARNGAQVIKAHVPLSEMFGYSTDLRSATQGR  663

Query  601  S  601
            +
Sbjct  664  A  664



>WP_049039725.1 GTP-binding protein [Clostridium perfringens]
Length=646

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/629 (29%), Positives = 296/629 (47%), Gaps = 
28/629 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +ER RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIERDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-KITEMRI--
PSKG  300
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI   
SK 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+V    A  G+I  ++    +   D +G            D +P L++ +  +     
+
Sbjct  293  ELVNEVNA--GDIFTVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPK  345

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     
P ++



Sbjct  346  
EVLSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEIL  405

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +      H E  P   ++ + L + PL   SGV +E++     L    QN 
+R 
Sbjct  406  YKETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGVVFENKCHADDLTPGNQNLIRT  463

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I     +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEP
Sbjct  464  
HIFECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALSQGLESGENKLLEP  523

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T 
Sbjct  524  
YYKFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTK  583

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
            G+     +  GY     +  I  +    R
Sbjct  584  GKGGLSLKFHGYDLCHNEEEIIEKMAYDR  612

>WP_061644257.1 elongation factor G [Streptococcus pneumoniae]
 CYL92846.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164



            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_002889328.1 elongation factor G [Streptococcus salivarius]
 EIC80642.1 Elongation factor G (EF-G) [Streptococcus salivarius 
PS4]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/673 (29%), Positives = 313/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  



INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRHEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D          E P P+++  + PKT A 
++++
Sbjct  366  ---
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 
Sbjct  423  
GIGLQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLEESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_084945608.1 elongation factor G [Streptococcus oralis]
 ORO78789.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693



 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_076764338.1 elongation factor G [Domibacillus epiphyticus]
 OMP67951.1 translation elongation factor G [Domibacillus 
epiphyticus]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V



Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V ++ D+L A+                    I +K T+    
L 
Sbjct  132  
VFVNKMDKLGADFLYSVGTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATMYGNDLG  191

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             EI   E  DI A              +AV E +++L+EKY+ GE ++ E++    
++ V
Sbjct  192  TEI---
EVVDIPADYQDQAEEYREKLIEAVAELDEELMEKYLGGEELTNEEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G      E+        
+  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPVDVPAIKGTLPDSDEEVERESSDESPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLSSGSYVQNSTKGKRERVGRILQMHANSREEISEV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PKT A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSVEPKTKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFHAHTDQETGEVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RSSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGSVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DAMKNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASMALKNAISKCNPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPDEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  NYSMHFDHYE  675

>WP_063846677.1 GTP-binding protein [Lactobacillus plantarum]
 KZU86151.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----



EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLKELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_050086604.1 elongation factor G [Streptococcus pneumoniae]
 CFP92933.1 elongation factor G [Streptococcus pneumoniae]
 CFQ01514.1 elongation factor G [Streptococcus pneumoniae]
 CIW66321.1 elongation factor G [Streptococcus pneumoniae]
 CIP30043.1 elongation factor G [Streptococcus pneumoniae]
 COA64526.1 elongation factor G [Streptococcus pneumoniae]



 CMX89922.1 elongation factor G [Streptococcus pneumoniae]
 CNA20495.1 elongation factor G [Streptococcus pneumoniae]
 CIY54068.1 elongation factor G [Streptococcus pneumoniae]
 CKH49334.1 elongation factor G [Streptococcus pneumoniae]
 CMU42539.1 elongation factor G [Streptococcus pneumoniae]
 CMX15463.1 elongation factor G [Streptococcus pneumoniae]
 CMW64936.1 elongation factor G [Streptococcus pneumoniae]
 CNA82640.1 elongation factor G [Streptococcus pneumoniae]
 CMY16318.1 elongation factor G [Streptococcus pneumoniae]
 COD46669.1 elongation factor G [Streptococcus pneumoniae]
 OLG23034.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_045617709.1 elongation factor G [Streptococcus oralis]
 KJQ77602.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 



77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKASIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIDVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  



P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_100332788.1 elongation factor G [Bacillus sp. FJAT-46582]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162



            P ++F+NK+D+ G D    V ++ ++L A                   D+I  +      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVGTLHNRLMANAHPIQLPIGAEDEFRGIIDLIEMKATFYGN  188

Query  163  EIVLE-ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E  DI A              +AV E +++L+EKY+ GE ++ E++    
++  
Sbjct  189  
DLGTEIEVADIPAEYQEQAEEYREKLIEAVAEIDEELMEKYLGGEELTNEEIKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  G+A K  G+Q ++DAV                +P G++         
A  
Sbjct  249  
LNVEFFPVLCGTAFKNKGVQLMLDAVIDYLPAPTDVPAIKGTRPDGDEEISRPSTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLHSGSYVQNSTKGKRERVGRILQMHANSRQEISEV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PK+ A + +
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKDLVILESMEFPEPVISLSVEPKSKADQAKMSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R E +  T ++I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAETNQETGQVIISGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RSSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGAGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DAMQNGILAGYPMVDIKAKLYDGSYHDVDSSEMAFKIAASMALKNAASKCNPVLLEPMMK  605

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPDEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATTLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TYSMHFDHYE  675

>WP_096605351.1 elongation factor G [Calothrix sp. NIES-2100]
 BAY26222.1 elongation factor G [Calothrix sp. NIES-2100]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/698 (27%), Positives = 315/698 (45%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDYQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVL----  166
            P V FINK+D+ G +   V + +RD+L A+ I            K  V L  +       
Sbjct  129  
PRVAFINKMDRTGANFYRVHEQMRDRLRANAIAIQLPIGSENDFKGIVDLVRKRAYMYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDIE  D                  AV E +D L+ KY  GEP++ E++    
++  
Sbjct  189  
DQGTDIEETDIPADLQDQVEEYYTKLVEAVAETDDALMTKYFDGEPLTEEEIRAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----QGS--------------
AALC  250
               ++ PV  GSA K  G+Q ++DAV        E    QG+                
L 
Sbjct  249  
IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPTEVPPIQGTLLNGDTVERRADDNEPLA  308



Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V +   ++  + 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVLMKADDRQDVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +      V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTLTGDTITDEGSPVILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   K  ++     +  +      G   +++ P   GSG ++ S++  G 
+ + 
Sbjct  475  
PQVAYRETIRKTVTNVEGKFIRQSGGKGQYGHVVINLEPGEPGSGFEFVSKIVGGVVPKE  534

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ + D K    +G Y+   S+   F+    + L++A
+ ++
Sbjct  535  
YIGPAEQGMKESCESGILAGYPLIDVKATLVHGSYHDVDSSEMAFKIAGSMALKEAVLKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P++Y+     D       IE+   ++       ++P   +  
Y T
Sbjct  595  
SPVLLEPMMKVEVEVPEDYIGNVIGDLISRRGQIESQSTEQGLAKVASKVPLATMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            D+   T GR +   E   Y+    +V + +I   + N+
Sbjct  655  DIRSKTQGRGIFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>CCQ95441.1 elongation factor G [[Clostridium] ultunense Esp]
 SHD75417.1 elongation factor G [[Clostridium] ultunense Esp]
Length=689

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 319/669 (48%), Gaps = 



61/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHKVGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCHWRDHRINVIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P + FINK+D  G D   V+  ++D+L A+ +              +   V+++  
I   
Sbjct  129  
PRMAFINKMDIVGADFFRVIDMIKDRLKANPVPIQLPIGKEDHFVGVVDLVNMNARIYRD  188

Query  166  -LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L EN D+                   + + E ++ L+ KY+ GE I+ E+++   
+   
Sbjct  189  
DLGENIDVVDIPEDLKDLAEEYRENLLEKIAEYDEDLMIKYLEGEEITPEEIINAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------------
EQGSA---AL  249
                + PV  GS+ K  G+QPL+DA+   L  P+                E+ S+     
Sbjct  249  
VKVEITPVLCGSSYKNKGVQPLLDAIVDYLPSPLDIPSIKGLAVDSDETEERRSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-
REKLKITEMRIPSKGEIVRTD  306
                FK+       +  Y R+YSGTL     V   + G RE++    +   +K E 
V+  
Sbjct  309  
SALAFKIVTDPYVGKLAYFRVYSGTLESGSYVYNPIKGKRERIGRILLMHANKREEVKE-  367

Query  307  TAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D          E P P++   I PKT A +E++  
AL
Sbjct  368  -
VYAGDIAAAVGLKDTSTGDTLCDIDNPIILETMEFPEPVIEVAIEPKTKASQEKMSIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R   +  T +II++ +G + LE++   L  ++K+E  V  P V Y 
E   



Sbjct  427  
AKLAEEDPTFRTFTNEETGQIIIAGMGELHLEIIVDRLLREFKVEANVGNPQVAYKESIS  486

Query  426  KAAS-HTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +A   T ++ +      +  + + + P   G+G ++ + +  G + + +  +V 
+GI+ 
Sbjct  487  
ASAEVDTRYVRQSGGRGQYGHVKIRIEPQEPGAGYEFVNNIVGGVIPKEYIPSVDNGIQE  546

Query  484  GLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G+ G + V D K+    G Y+   S+   F+    +  +QA++++   LLEP 
+  
Sbjct  547  
AMQSGIIGGYPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKQAMEKAKPILLEPIMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   T 
GR+V
Sbjct  607  
EVIMPEEYMGDVIGDINSRRGRIEGMEPRSGVQVVRGYVPLAEMFGYATDLRSNTQGRAV  666

Query  603  CLTELKGYQ  611
               +   Y+
Sbjct  667  YSMQFDHYE  675

>EGV03539.1 translation elongation factor G [Streptococcus infantis 
SK970]
Length=698

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164



            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_087366411.1 GTP-binding protein [Faecalibacterium sp. An192]
 OUP27992.1 translation elongation factor G [Faecalibacterium sp. 
An192]
Length=858

 Score = 260 bits (665),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/610 (31%), Positives = 304/610 (50%), Gaps = 
39/610 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + +G+LAHVD+GKTTL+E++LY +GAI + G V+      DT  LER RGITI 
+   
Sbjct  6    
KRLVVGVLAHVDSGKTTLSEAMLYRAGAIRKLGRVDHRDAFLDTDSLERARGITIFSKQA  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+    ++  +DTPGH+DF AE  R++ VLD A+LVIS  DGVQ+ T  ++  LR
+  +
Sbjct  66   
LFETENARITWLDTPGHVDFSAEAERTVQVLDYAVLVISGPDGVQSHTETIWSLLRRCRV  125

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+D  G    +++  +R +L    +         +   +E+   +  +A
+   
Sbjct  126  PTFLFINKMDLPGPGRDALLDQLRRRLGEGFV---------DFGADED---
QCNEALALC  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--  239
            ++ L++ Y+AGEP++   +V    RR     +FP ++GSA K  G+  L++ +    
+  
Sbjct  174  DEHLMDAYLAGEPLAETDIVTAIARR----
HVFPCWFGSALKVDGVDALLEGLDRWTRPA  229

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMR  295
            P GE   A     VFKV   D G R  +LR+  G L+++DT++  G E      K  
++R



Sbjct  230  PAGEHFGA----KVFKVSQDDQGARLTWLRVTGGVLKVKDTLS-
GGPEGEGWSAKADQLR  284

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAP  352
            + S  +    +   PG++  +      +  + LG       +R   DPL  P+L   
+  
Sbjct  285  LYSGAKYTLANEVVPGQVCAVTGLTGAKPGEGLG------
AERDAGDPLLEPVLTYQVIL  338

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A     L  L ++ + +P L    D    +I +  +G +QLEV+ +LLS ++ 
L+  
Sbjct  339  
PQGADVHTALANLRRIEEEEPELHVVWDETLGQIHIRLMGEIQLEVLQSLLSRRFGLDVT  398

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E  ++Y E   +A     H E  P   +A + L + PL  GSG+QY+       
L ++
Sbjct  399  FGEGGILYKETIAEAVEGVGHYE--
PLRHYAEVHLKMEPLPPGSGIQYDIDCREEVLARN  456

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +     +G+  G  +TD KI    G  +   +   DFR  A   + Q 
L  +
Sbjct  457  
WQRLVIANLEEKEHRGILTGAPLTDVKITLIAGRAHLKHTEGGDFRQAALRAVRQGLMMT  516

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP+  F L  P + L RA +D  +   T   A  + +  +  G  P   ++ 
Y  
Sbjct  517  
KNVLLEPWYHFRLELPAQNLGRAMNDIQQMEGTFGPADQEGEIAILEGSAPVSGLRGYPR  576

Query  592  DLAFYTNGRS  601
            +LA YT+GR 
Sbjct  577  ELAGYTHGRG  586

>WP_096071607.1 GTP-binding protein [Clostridium perfringens]
 ATD48831.1 elongation factor G [Clostridium perfringens]
Length=646

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 179/627 (29%), Positives = 294/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65



            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNQIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
ILSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFRGRVFKVRHDENGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SGV +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGVVFENKCHADDLTPGNQNLIRTHI  465



Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRSLRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +R   R
Sbjct  586  GGLSLKFHGYDLCHNEEEIIEKRAYDR  612

>WP_107379573.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 202/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EENTDIEA----WD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      A    WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAATVAPWDDAARAQWQAQRDALLEAVADHDEQLADAWLEGRVIDAGMLRAAIRR  248



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P+++ +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRSMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + ++     +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQEGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673



>WP_027304870.1 elongation factor G [Campylobacter upsaliensis]
Length=691

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 318/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDYQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + +R++L A                   D++         
Sbjct  129  
PRIVFVNKMDRIGANFYNVEEQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  155  --KQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   ++  +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
ESKPTDYVEKEIPAELKEKAEEYRVKMIEAVSETSDELMEKYLGGEDLSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGS---------AAL  249
                S+ P+  G+A K  G+QPL+DAV             +   E GS            
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVIAYLPAPDEVANIKGEYEDGSEVSVTSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-



DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    V T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKVITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_009319930.1 MULTISPECIES: GTP-binding protein [unclassified 
Lachnospiraceae]
 EFV18715.1 tetracycline resistance protein [Lachnospiraceae 
bacterium 8_1_57FAA]
 EGG87946.1 hypothetical protein HMPREF1025_00738 [Lachnospiraceae 
bacterium 
3_1_46FAA]
 CCZ26098.1 putative uncharacterized protein [Ruminococcus torques 
CAG:61]
Length=921

 Score = 261 bits (668),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 188/625 (30%), Positives = 307/625 (49%), Gaps = 
51/625 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I IG++AHVDAGKTTL+E +LY SG I   G V+ G T  D    ER+RGITI 



+  
Sbjct  17   
LKHICIGLVAHVDAGKTTLSEGMLYLSGQIRNMGRVDHGDTFLDNYETERERGITIFSKQ  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+   + I+DTPGH+DF AE+ R L VLD A+LV+SA DGVQA T  L+  L
++  
Sbjct  77   
AEFIWNDTSITILDTPGHVDFSAEMERVLQVLDCAVLVVSAVDGVQAHTVTLWRLLKQYK  136

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NK+D+   D + +++ ++++     +     S       EEN      +
++  
Sbjct  137  IPTMIFVNKMDRQEADREKLLEELKNRFGDGCVEMDMQS-------EENK-----
ESLAM  184

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---  237
             ++ +LE+Y++G  I +E +    ++ V    +FP ++GSA K  GI+ LM  +      
Sbjct  185  CDETMLEEYLSGGKIEKETV----
KKAVAARKVFPCWFGSALKAQGIEALMSGLCEYAPS  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMR  295
             +P+ E G+      V+K+     G R  YL++  G LR++D V  A  +    K+ 
++R
Sbjct  241  AEPLPEFGA-----KVYKIARDPQGNRLTYLKVTGGQLRVKD-
VPFAAEQSCTGKVNQIR  294

Query  296  IPS--KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK---
RWREDPLPMLRTTI  350
              S  K E+V+T +A  GE+            V G     P +     +E  LP+L   
+
Sbjct  295  KYSGEKYELVQTVSA--GEVCA----------
VTGLEGTYPGQGIGAQKESLLPVLEPVM  342

Query  351  APK----
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              +          ++   L  L + DP L    +  T EI +  +G VQ EV+  +
+ ++
Sbjct  343  
TYRIELPDGCDAHKMFQNLRCLEEEDPQLHVIRNEETSEIHIRLMGEVQTEVLQKMVKDR  402

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +     E  ++Y E    +     H E  P   +A + L + P   GSG+Q+ +  
S 
Sbjct  403  FGVLIHFGEGRIVYKETIKNSVEGAGHFE--
PLRHYAEVHLRLEPGERGSGMQFAADCSE  460

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525



              L++++Q  +   +     +G L G  +TD +I    G  +   +   DFR      
+ 
Sbjct  461  
DVLDRNYQRLILTHLEEREHKGVLTGSALTDVRITLLSGKAHKKHTEGGDFRQATYRAVR  520

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L+++ + LLEPY  F +  P E + +A  D  +     E  + +    V  G 
+PA  
Sbjct  521  
QGLRKAESVLLEPYYEFRMELPLENVGKAMTDIKRMSGEFEGPETENGMAVLKGSVPAAE  580

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +  Y+ +   YT G       LKGY
Sbjct  581  MNGYQKEFTAYTGGYGRLFCSLKGY  605

>WP_019617175.1 elongation factor G [Psychromonas ossibalaenae]
Length=697

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/682 (29%), Positives = 311/682 (46%), Gaps = 
70/682 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WDNHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+     L+A+ +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVKQTETVLAANPLVMVLPIGIEEDFVGVVDLLTRKAYVWDETGL  188

Query  167  EENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN  +E                  D  +E +D LLE Y+ GE  S E++ R  ++  
+ 
Sbjct  189  
PENYKVEDVPADMVDKVEEYREMLLDTALEQDDDLLEAYMEGEEPSLEEIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ------------



GSAALC  250
               FP Y GSA K  GIQ ++DAV            QP+ ++               
+L 
Sbjct  249  
MDFFPTYCGSAFKNKGIQLILDAVVDYLPCPTDVDPQPLTDEEGEPTGRVATVSAEESLK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKITDDRFGS-
LTFVRIYSGTLKKGDTIMNAATGKTERVGRMCEMQADDRNELT---  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAQAGDIIAIVGMKTNVQTGHTLCDPKDPIILEAMVFPEPVISISVQPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  R E D  + E ILS +G + L++   +L   Y ++ VV EP V Y 
E  
Sbjct  425  
IGKMVAEDPTFRVETDEDSGETILSGMGELHLDIKVDILKRTYGVDLVVGEPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +A   S+T   +   +  +  I   + P   G+G  + S V  G + + F  A+  
G  
Sbjct  485  
TQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGTGFAFTSTVVGGNVPKEFFPAIEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP +S
Sbjct  545  
GMMDTGVLAGFPVLDVEIELYDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLLEPIMS  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I   +     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLNRRRGMIAGQEAGATGVRIKADVPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGYQ---AAVGQPVIQ  620
                E K Y     +V + VI+
Sbjct  665  QFSMEFKNYMPCPNSVAEAVIE  686

>WP_056969368.1 GTP-binding protein [Lactobacillus thailandensis]
Length=644



 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/628 (31%), Positives = 306/628 (49%), Gaps = 
37/628 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I  GILAHVDAGKTTL+E+LLY +G + + G V+KG    D   LE++RGITI 
A  
Sbjct  1    
MTSITAGILAHVDAGKTTLSEALLYRTGTVRQLGRVDKGDAFLDPDALEKRRGITIFAHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +H   + ++DTPGH+DF A+  R L+VLD AILV++A DGVQ  TR L+  L
++  
Sbjct  61   
AQLHYHNLALTLLDTPGHVDFAAQTERVLSVLDYAILVVAAPDGVQGYTRTLWRLLQRYE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT IF+NK+D  G D  +++ +++  L A  +             E N  +  +A 
+ V
Sbjct  121  VPTFIFVNKMDAPGTDRAAIMAALQRDLGAGCV----------
DFTEANGQLHDDAVEQV  170

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D +L  Y+    +S   +    Q  VQ   +FP Y+G+A K  G+  L+  +    
Sbjct  171  AVQDDTVLADYLEQGTLSDTTV----
QTLVQQRRVFPCYFGAALKLRGVDALLAGIARWA  226

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +P     +A     VFKV +   G+R  +LR+  GTLR +D  AL   EK    +
+R+ +
Sbjct  227  RPTAW--AADFGARVFKVSHDAHGERLTWLRVTGGTLRAKD--ALVDGEKAN--
QLRVYN  280

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
              +         G++  + +  V      G    L   +    PL  P+L  T+AP 
T A
Sbjct  281  GAKYTVVPAVRAGDVCAV-TGLVHTTPGQG----
LGTAKAAVTPLMQPVLTYTLAPGT-A  334

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L A+ +LAD DPLL  +     +EI +  +G +QLEV+  LL++++ L+    
+ 
Sbjct  335  
DIHTCLQAMEELADEDPLLHVQWLRELNEIHVQVMGTIQLEVLQQLLADRFGLQVDFVQG  394



Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E          H E  P   +A + L +TPL  G+G+ + S  S+  L ++
+Q+ 
Sbjct  395  SILYQETITAPVEGVGHFE--
PLRHYAEVHLLLTPLPRGAGLHFTSDCSVDVLPRNWQHQ  452

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT--  533
            V   +     +G L G  +TD +I    G   +  S   DFR      + Q L  + 
T  
Sbjct  453  
VLTSLAAKEHRGVLTGAPITDMEIKLVNGRASNVHSVGGDFREATWRAVRQGLMMARTQG  512

Query  534  --
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
              QLLEP+ +F L    + + RA +D  +              V  TG  P   ++ 
Y  
Sbjct  513  
QCQLLEPWYAFQLTVGADQVGRALNDIQQMDGDFAAPAAAAQMVTITGHAPVATMRDYSQ  572

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVI  619
             +  YT+ +      + GYQ    + V+
Sbjct  573  RIRAYTHRQGQLDCVVAGYQPCHNEEVV  600

>WP_099476086.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 313/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFHGWVDLVDERVL  188



Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTVTPWDQAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLLRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL   + +    P+L   + P  AA+  
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENIQAQA---
PVLAWRLEPARAAELIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P +A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPTRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 



Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_012727681.1 MULTISPECIES: elongation factor G [Exiguobacterium]
 C4KZQ0.1 RecName: Full=Elongation factor G; Short=EF-G
 ACQ70563.1 translation elongation factor G [Exiguobacterium sp. 
AT1b]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 192/679 (28%), Positives = 313/679 (46%), Gaps = 
86/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ D+L A                   D++  +T   + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHDRLQANAYAIQLPIGAEDDFKGIIDLVEMKTYMYNNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                    V + N++L+ KY+ GE IS ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADMADQAEELRGQLIEGVADFNEELMMKYLEGEEISIDELKAAIRQ  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                   +PV  GSA K  G+Q +++AV                          +P  
E 
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLNAVVDYLPSPVDVESIKGINLDTEEEITREPSDEA  307



Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              +AL    FKV       +  + R+YSGT      V       RE+L +I +M   
S+ 
Sbjct  308  PFSALA---
FKVMTDPYVGKLTFFRVYSGTAEAGSYVKNSTKGKRERLGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTA  355
            EI      + G+I    + +V   D     T    K          P P++   I 
PK+ 
Sbjct  365  EI---PMVFAGDI----
AAAVGFKDTTTGDTLCSEKDNIVLESMTFPEPVISVAIEPKSK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDILVDRMRREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E    AA        +      +  + +   P   G+G ++E+++  G + 
+ +
Sbjct  478  
PQVAYRETIRGAAKIDSKFVRQSGGRGQYGHVVVEFEPNEEGAGFEFENKIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV++GI   LE G+  G+ V D K    +G Y+   S    F+  A + ++Q   
++ 
Sbjct  538  
VPAVQNGIEEALENGILAGYPVVDVKARLVFGSYHDVDSNEMAFKVAASMAVKQLKDQAK  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EY+     D       +E  + + +  V    IP   +  
Y T 
Sbjct  598  
AVILEPMMRVEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVKAMIPLSEMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>WP_053494712.1 elongation factor G [Stenotrophomonas maltophilia]
 KOQ64724.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.



 Identities = 202/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDK-----------
LSADIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DK           L ++      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKPRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTVTPWDQAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+      A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVGAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL   + +    P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENIQAQA---
PVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421



               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_057894291.1 elongation factor G [Lactobacillus brantae]
 KRM72016.1 elongation factor G [Lactobacillus brantae DSM 23927]
Length=699

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 315/673 (47%), Gaps = 
72/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  74   
WKDNRVNIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQSGVEPQTENVWRQATTYGVPRL  133



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G +    V ++ ++L A+                   +I+    L  
E  L
Sbjct  134  
VFVNKMDKMGANFAYSVDTLHERLLANAHPIQLPIGAEDEFDGVIDLIEMKADLYDEDDL  193

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                DI                E  +AV + +D +++KY+ GE IS+++L    ++   
+
Sbjct  194  
GTKWDIVDIPDDYKEAAEKAHNELIEAVADVDDGIMDKYLDGEEISKDELKAAIRKATIN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS------  252
               +PV  GSA K  G+Q L+DAV                 P   +      G       
Sbjct  254  
LEFYPVLAGSAFKNKGVQMLLDAVVDYLPSPLDVRPYNATDPASGEAVELTAGDDKPFAA  313

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       R  ++R+YSGTL     V  A    RE++ ++ +M    + EI     
Sbjct  314  
LAFKVATDPFVGRLTFIRVYSGTLEAGSYVLNASKDNRERVGRLLQMHSNHREEIPEV--  371

Query  308  AYPGEIVILPSDSVRL-NDVLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQRERLL  362
             + G+I      ++ L N   GD  T +      E    P P+++ +I P +   R
++L 
Sbjct  372  -FSGDIAA----
AIGLKNTTTGDSLTAVDHPLILESLEVPDPVIQVSIEPDSKEDRDKLD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R E +  T E ++S +G + L+++   +  ++K+   V EP V 
Y E
Sbjct  427  
VALQKLAEEDPTFRAETNPETGETLISGMGELHLDIMVDRMKREFKVAAKVGEPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++E+ +  G + + +  
+V  G
Sbjct  487  
SFTKQASAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFENAIVGGVVPREYIPSVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +  G L G+ + D K     G Y+   S+ A F+  A I L+ A K++G  
+LEP 
Sbjct  547  
LKESMANGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASIALKNAAKQAGAVILEPI  606



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP+EYL             +E  + + +  +    +P   +  Y T L   
T G
Sbjct  607  
MHVEVVAPEEYLGDIMGQVTARRGRVEGMEARGNAQIVNAMVPLSEMFGYATTLRSATQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_022940178.1 elongation factor G [Psychromonas hadalis]
Length=698

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/682 (29%), Positives = 318/682 (47%), Gaps = 
70/682 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WNEHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+     L A+ +I+   + +  E V                  
Sbjct  129  
IFVNKLDRMGADFYRVVKQTETVLGANPLIMVLPIGIEDEFVGVVDLLTRKAWIWDDSGE  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              D  +E +D LLE Y+ G+  S E + R  +   
+ 
Sbjct  189  
PENYEITDVPADMVDKVEEYRELLLDTALEQDDDLLEAYMEGDEPSIEDIKRCIRAGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS-----  252
               FP Y GSA K  G+Q +++AV            QP+ ++     G  A+  +     
Sbjct  249  
MDFFPTYCGSAFKNKGVQNILNAVVDYLPCPTDVDPQPLTDEEGEPNGEFAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKITDDRFGA-
LTFVRIYSGTLKKGDTIMNAATGKTERIGRMCEMQADERKEL---S  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAQAGDIIAIVGMKTNVQTGHTLCDPKNPVVLEAMVFPNPVISISVTPKDKGSTEKMGVA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E ILS +G + L++   +L   Y +E +V EP V Y 
E  
Sbjct  425  
IGKMVAEDPTFKVETDIDSGETILSGMGELHLDIKVDILKRTYGVELIVGEPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +A   S+T   +   +  +  I  ++ P   G+G  ++S V+ G + + F  A+  
G +
Sbjct  485  
TQAVEDSYTHKKQSGGSGQFGKIDYNIKPGEPGTGFVFKSTVTGGNVPKEFFPAIEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
GMMDNGVLAGFPVLDVEIELTDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLLEPIMA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I   +     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLSRRRGMIAGQEAGVTGVRIKADVPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGYQ---AAVGQPVIQ  620
                E K Y    A+V + VI+
Sbjct  665  QFSMEFKNYMPCPASVAEGVIE  686

>WP_057890202.1 GTP-binding protein [Lactobacillus oligofermentans]
 KRL55673.1 translation elongation factor (GTPase) [Lactobacillus 
oligofermentans 
DSM 15707 = LMG 22743]
 CUS25337.1 Putative ribosome protection protein [Lactobacillus 
oligofermentans 
DSM 15707 = LMG 22743]
Length=644



 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 189/622 (30%), Positives = 298/622 (48%), Gaps = 
42/622 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG +AHVDAGKTTL+E++LY +G   + G V+KG    D   LE++RGITI 
+  
Sbjct  1    
MKQIVIGTVAHVDAGKTTLSEAMLYQTGETRQLGRVDKGDAFLDPDVLEKKRGITISSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF+     + ++DTPGH+DF  +  + L VLD AILVISA DGVQ+ TR L+  L
++  
Sbjct  61   
ASFKTEASAITLLDTPGHVDFSNQTEQVLDVLDYAILVISATDGVQSNTRTLWRLLKQYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  G D   V+  ++  LS   I   T +L+            ++D 
+  
Sbjct  121  IPTFIFVNKMDANGTDKNQVLSDLKVSLSQGCIEFNTTNLAS-----------
SYDEIAL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND + +KY+    ++ + +    Q+ +    +FPVY+GSA K  G+   M   
+GL + 
Sbjct  170  YNDNMFDKYMETGELADQDI----QQMINQREVFPVYFGSALKLDGVNDFM---
SGLDRW  222

Query  241  IGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+         VFK+ + D G+R  ++R+  GTL+ +  V + G+   K  +
+RI + 
Sbjct  223  CVEKKVPNDFKARVFKISHDDQGERLTWVRVMGGTLKNK-AVLIDGQ---
KANQLRIYNG  278

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAA  356
             +   +     G +  +   +         P +         PL   P+L   +      
Sbjct  279  AKFSISQEVNAGGVCAITGLTATY------
PGQGLGMAENSQPLTMQPVLNYALNLNGND  332

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             ++ L  AL QL D +P L     +   EI +  +G VQLE++   L  +Y+L     
E 
Sbjct  333  VKDCLF-
ALRQLEDENPQLHVAWSTHLQEIHIQIMGEVQLEILQQNLLNQYQLNVSFGES  391

Query  417  



SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   K      H E  P   +A + L + P  LGSG+ +++  S+ +L  
+FQ  
Sbjct  392  SILYKETITKKVEAVGHFE--
PLRHYAEVHLLMEPAKLGSGITFDTNCSVDFLGNNFQQQ  449

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   +R     G L G+ +TD KI    G      S   DFR      + Q L      
+
Sbjct  450  
VMTSLRAKEHLGVLTGFPITDMKITLISGRASIKHSVGGDFREATWRAVRQGLMMLKSST  509

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETA--
QVKKDEVVFTGEIPARCIQAY  589
              QLLEP+  F L   Q ++ RA +D       ++ +   ++    V TG  P   
++ Y
Sbjct  510  
DLQLLEPWYQFRLEIEQSHVGRAMNDVQMMNGLLDNSGMTIEGGMTVLTGTAPVAEMREY  569

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
               +  YT+G+        GY+
Sbjct  570  AQIVNNYTHGQGQFECSFAGYR  591

>WP_046388351.1 elongation factor G [Streptococcus uberis]
 KKF40336.1 elongation factor P [Streptococcus uberis Ab71]
 KKF40737.1 elongation factor P [Streptococcus uberis C9359]
 KKF46034.1 elongation factor P [Streptococcus uberis C5072]
 KKF46819.1 elongation factor P [Streptococcus uberis S6261]
 KKF47243.1 elongation factor P [Streptococcus uberis C8329]
 KKF51592.1 elongation factor P [Streptococcus uberis C5388]
 KKF52044.1 elongation factor P [Streptococcus uberis B190]
 KKF57143.1 elongation factor P [Streptococcus uberis 6736]
 KKF59333.1 elongation factor P [Streptococcus uberis C6344]
 AUC25659.1 elongation factor G [Streptococcus uberis]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 317/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +



Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E +++L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDIREEDIPAEYVDQANEYREKLVEAVAETDEELMMKYLEGEEITNEELMAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +   +    D L D          E P P+++  + PK+ A 
++++
Sbjct  366  ---
ETVYSGDIAAAVGLKNTTTGDSLTDEKAQVILESIEVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538



            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLIESMANGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPSILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAYVPLAEMFGYATILRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_068387248.1 elongation factor G [Leptolyngbya sp. NIES-3755]
 BAU13686.1 translation elongation factor G [Leptolyngbya sp. 
NIES-3755]
Length=673

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 198/675 (29%), Positives = 318/675 (47%), Gaps = 
69/675 (10%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTT--
RTDTMFLERQRGITIQAA  59
            ++ NIGI AH+D+GKTTL+E +LY +G I +   +  G      D M LE+Q
+GITI AA
Sbjct  6    
RVRNIGISAHIDSGKTTLSERILYYTGKIHKIEEIRGGGNGPTLDFMPLEQQKGITITAA  65

Query  60   
VTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             T+  W   ++N++DTPGH+DF  EV R+L VLDGA++V+ A  GVQ+Q+  +   
+++ 
Sbjct  66   
ATTCDWKETQINLIDTPGHVDFTIEVERALRVLDGAVMVLCAVAGVQSQSVTVDRQMKRY  125

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIV  165
             +P + FINK+D++G +   VVQ++RD+L  + ++ Q               + ++    
Sbjct  126  
RVPRIAFINKMDRSGANPFRVVQAMRDRLHLNAVLLQYPIGSEADFEGVIDLIEMTAHTF  185

Query  166  LEENTDIEA--------WDAVIENNDKLL-----------
EKYIAGEPISREKLVREEQR  206
              +  +IE+        WD   +  +KLL           E  +  +P+  E +    
++
Sbjct  186  
TGKQGEIESIDAISGELWDEAEQAREKLLDALSMFSEPMTELLLNNQPVPPELIWNTIRQ  245



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQ------------------GSA  247
                  L PV  GSA K  G+QPL+DA+   L  P+  +                   
+A
Sbjct  246  
ATLSLELTPVLLGSAFKNKGVQPLLDAIVRYLPSPVDRERVQATEIRTEETVGIDADPTA  305

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             +    FK+     GQ   Y RLYSG+L+  DTV       R ++ ++  M    + 
E+ 
Sbjct  306  LVVALAFKLTVESFGQ-
LTYTRLYSGSLKPGDTVYNTRTGARVQIGRMVRMHADKREEV-  363

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+  L  D    +      T L  +R    P P++   I PK  A  
+RL 
Sbjct  364  --KLAVAGDIIAFLGVDCASGDTFCSAGTELALERMYV-
PDPVITLAIVPKQQADSDRLS  420

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +    DP  R  +D  ++E ++S +G + LE+    +  +Y +E  V +P+V 
Y E
Sbjct  421  
KALNRFCREDPTFRVSIDPESNETLISGMGELHLEIYVERMKLEYGVEVYVGQPAVAYRE  480

Query  423  RPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +AA+  + +  +      +A +   + P        +E+RV  G   + F  A   
G
Sbjct  481  TITQAATFDYRLKKQTGGTGQFAHVVGRIEPTD--
QPFVFENRVVGGASPKEFIPACEKG  538

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             R  +E GL  G+ V   K+    G Y+S  S+   FRS A    EQ   ++  
QLLEP 
Sbjct  539  
FREAIESGLLKGYPVVGAKVILTGGSYHSVDSSDFAFRSAAKEAFEQVFPKAAPQLLEPV  598

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P +YL R   D       +  +Q + D+VV   E+P   +  Y T+L   
T G
Sbjct  599  
MRVEVETPIDYLGRVQGDLSSRRGLLLGSQTQLDQVVIEAEVPLVQMFGYSTELRSLTAG  658

Query  600  RSVCLTELKGYQAAV  614
             +    E   Y+ AV
Sbjct  659  MATFSMEFANYRPAV  673



>WP_041977005.1 elongation factor G [Pyrinomonas 
methylaliphatogenes]
 CDM66110.1 translation elongation factor 2 (EF-2/EF-G) [Pyrinomonas 
methylaliphatogenes]
Length=698

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 201/695 (29%), Positives = 317/695 (46%), Gaps = 
104/695 (15%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  11   
NIGIMAHIDAGKTTTTERILYYTGVSHKLGEVHEGTATMDWMPQEQERGITITSAATTCF  70

Query  65   WHRC----
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            W R     ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
K  
Sbjct  71   
WRRFGQEYRINIIDTPGHVDFTMEVERSLRVLDGAVAVFDGVAGVEPQSETVWRQADKYR  130

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPE------------
IVLE  167
            +P + FINK+D+AG      V+S+ ++L A+ + I+  + L  E            
+V +
Sbjct  131  
VPRICFINKLDRAGASFTRSVESIVNRLGANPVPIQIPIGLEDEFRGVVDLIGMRGLVWK  190

Query  168  ENT--------DI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            + T        DI             +  +AV   +D L+ KY+ GE I+ +++    
+R
Sbjct  191  
DETKGAEYVVIDIPEELKEEAAAAREKLLEAVASIDDDLMVKYLEGEEITEDEIRAALRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------A  247
               +  L PV  G+A K  G+QPL+DAV              G     GE+ +      
A
Sbjct  251  
GTIEQKLVPVLGGAAFKNKGVQPLLDAVVDYLPSPLDIPPVEGTNPKTGEKETRPADENA  310

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTL--------
RLRDTVALAGREKLKITEMRIPSK  299
               G VFK+       +  Y+R+YSG +          +D+    GR    +  M    
+
Sbjct  311  PFSGLVFKIMTDRHLGQLSYVRIYSGKISAGTYVYNSTKDSKERVGR----
LMRMHANKR  366

Query  300  GEIVRTDTAYPGEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +I   + A  GEIV +    +V   D + D          E P P++R  + PKT 
A +
Sbjct  367  EDI---
EEASAGEIVAIGGMKNVTTGDTICDEAHPIVLEAMEFPTPVIRVAVEPKTRADQ  423

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++L  AL +LA  DP      D  T + I++ +G + LE++   +  ++ +E  V 
+P V
Sbjct  424  
DKLSTALQRLAQEDPSFNVSTDQETGQTIIAGMGELHLEIIVDRMRREFGVEANVGQPQV  483

Query  419  IYMERPLKAASHT---------------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             Y E   + A                  + IE+ P P              G G  
+E+ 
Sbjct  484  AYRETITQPAQGKAIYKRQTGGRGQYGHVEIEIEPAP--------------
GQGFVFENL  529

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
            ++ G + + F     +GIR  +E+G L G+ + D K+   +G Y+   S    F     
+
Sbjct  530  
ITGGVIPKEFIKPTEEGIRDAMERGYLAGYEMVDIKVKLVFGSYHEVDSDERSFHIAGSL  589

Query  523  VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEI  581
              + A+K++   LLEP +   +  P+EY+     D       IE  + +   V V 
T  +
Sbjct  590  
AFQDAVKKAAPVLLEPIMRVEIVTPEEYMGAVNGDLMSRRGRIEKMEARPGGVQVITALV  649

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            P   +  Y TDL   T GR+      + Y+ A  Q
Sbjct  650  PLAEMFGYTTDLRSLTQGRATSTMHFERYEQAPKQ  684

>WP_005609896.1 GTP-binding protein [Ruminococcus lactaris]
 EDY33874.1 putative translation elongation factor G [Ruminococcus 
lactaris 
ATCC 29176]
Length=904

 Score = 261 bits (667),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 188/639 (29%), Positives = 307/639 (48%), Gaps = 
43/639 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +++N+G+LAHVDAGKTTL+ES+LY SGAI   G V+      DT  +ER+RGITI 
+   



Sbjct  11   
RVLNVGLLAHVDAGKTTLSESILYQSGAIRNLGRVDHQDAFLDTDEMERERGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W   ++ ++DTPGH+DF AE+ R L VLD A+LVIS  DGVQ  T  L+  L 
+  I
Sbjct  71   
VLTWKDTEITLLDTPGHVDFSAEMERVLQVLDCAVLVISGADGVQGHTETLWKLLTRYGI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +F+NK+DQ G D   ++  ++ + S   I    V    E V+EE         
+   
Sbjct  131  PVFLFVNKMDQEGTDCGKLLAELKSRFSEGCIDFGRVETGAEEVIEE---------
IAVC  181

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++ +E+Y+    ++   +    +R V +  +FP Y+GSA    G++ LM+ +   
+Q +
Sbjct  182  DEQTMEEYLEKGSVAAASI----RRLVAERKIFPCYFGSALHLQGVEELMNGIC-
TYQ-M  235

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             ++  A     V+K+     G R  YL++  GTL+++D +   G    K+ ++R+     
Sbjct  236  QKEYPAVFGAKVYKIARDGQGNRLTYLKVTGGTLKVKDVIGENGD---
KVNQIRV-----  287

Query  302  IVRTDTAYPGEIVILPS--DSVRLNDVLGDPTRLPRKRW---
REDPLPMLRTTIAPKTAA  356
                   Y GE   L S  D+ ++  V G     P +     ++  LP+L   +  
+   
Sbjct  288  -------
YSGEKYELLSEADAGKVCAVTGLAETYPGQGLGAEKDSELPILEPVLTYRIIL  340

Query  357  QRERLLDALTQLADTDPLLRCEVDSI----
THEIILSFLGRVQLEVVSALLSEKYKLETV  412
              +  +  + +          E+  +    + EI +  +G VQ+E++  ++ E++ 
+   
Sbjct  341  
PDDCNVHTMLRDLKLLEEEEPELHVVWIEKSQEIHVQLMGDVQIEILQRIIKERFGVLVE  400

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E S++Y E          H E  P   +A + L + P   GSG+Q++S  S   
L+++
Sbjct  401  FGEGSIVYKETIAAPVEGVGHFE--
PLRHYAEVHLRLEPGERGSGIQFDSECSEDVLDRN  458

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +     +G L G  +TD KI    G  +   +   DFR      + Q 



LK++
Sbjct  459  
WQRLVLTHLEEKEHKGVLTGSVITDMKITLTSGKAHLKHTEGGDFRQATYRAVRQGLKKA  518

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F +  P E + RA  D        E  +   +  V TG  P   +  
Y+ 
Sbjct  519  
ESVLLEPYYEFRIELPSENVGRAMTDIQNRFGKFEAPETLGEMTVLTGIAPVSTLSGYQK  578

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
            D+  YT GR      LKGY     Q  V+  R  +S LD
Sbjct  579  DVIAYTGGRGRISLTLKGYDLCHNQEEVVAARGYDSELD  617

>WP_105202637.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_023511459.1 elongation factor G [Sporolactobacillus 
laevolacticus]



 EST10615.1 elongation factor P [Sporolactobacillus laevolacticus 
DSM 442]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/670 (27%), Positives = 312/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ SG I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYSGRIHKIGETHEGASQMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G +     +++ ++L A                   D++  Q      
Sbjct  129  
PRIVFVNKMDKIGANFLYSCKTLHERLQANAHPIQLPMGAEDNYQGEIDLVTMQAYVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               ++  + EI  E     E +     +AV + +D+L+EKY+ GE IS E+L    
++  
Sbjct  189  
DQGSIVDAEEIPAEYKEQAEEYHEKLIEAVADVDDELMEKYLNGEEISVEELKTAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQG------
SAAL  249
                 +PV  G+A K  G+Q ++D             A+ G     GE+           
Sbjct  249  
CAVKFYPVLCGTAFKNKGVQHVLDACIDYLPSPLDVPAIKGTLPDSGEEALRPADDDGPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGT+     V  +    RE++ +I +M    + 
EI + 
Sbjct  309  
AALAFKVMTDPFVGKLTFFRVYSGTIEAGSYVQNSTKDNRERMGRILQMHANHRSEIKKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   +    D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  369  ---



YSGDIAAAVGLKNTTTGDTLCDENNLIVLESMEFPDPVIHVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K++  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRMRREFKVDANVGNPQVAYRETL  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA  A      +      +  + +   P   G G  +E+++  G + + +  AV  
G++
Sbjct  486  
TKAGRAEGKFIRQSGGRGQYGHVWIEFEPQKEGEGFVFENKIVGGVVPREYIPAVEVGLK  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ GL  G+ + D K     G Y+   S+   F+  A + L+ A       
+LEP + 
Sbjct  546  
DALQNGLLAGYPLIDVKASLVDGSYHDVDSSEMAFKIAASMALKAAKSVCAPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       ++  + ++   V +  +P   +  Y T+L   T 
GR 
Sbjct  606  
VEVSMPEEYLGDIMGDITSRRGRVDGMEARQGVQVVSAHVPLAEMFGYATNLRSATQGRG  665

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  666  TFTMQFDHYE  675

>WP_106342792.1 elongation factor G [Laceyella sediminis]
 PRZ13322.1 translation elongation factor 2 (EF-2/EF-G) [Laceyella 
sediminis]
Length=691

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 313/664 (47%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFCAKGGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D    V+ +R++L A+ +  Q                            
Sbjct  132  
AYVNKMDILGADFYGAVEQMRERLGANAVPIQIPIGAEDQFEGVIDLITMKAIIYTDDLG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T S S EI  E     E +     +AV E +++L+ KY+ GE +++E++V   ++   
+ 
Sbjct  192  
TTSESREIPAEYADKAEEYRNNLVEAVAELDEELMMKYLEGEELTQEEIVSALRKGTCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAALC  250
             + PV  GS+ K  G+QPL+DAV                         Q   E+  
AAL 
Sbjct  252  
KITPVLCGSSYKNKGVQPLLDAVVAYLPSPLDVPAIQGTLPDGTEIARQSSDEEPFAALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FKV       +  + R+YSGTL     V       RE++ +I +M    + EI 
+  
Sbjct  312  ---
FKVMTDPYVGKLTFFRVYSGTLESGSYVMNTTKGKRERIGRILQMHANHREEISKV-  367

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I    + +V L D     T    K        E P P+++  I PK+ A 
++++
Sbjct  368  --YAGDI----
AAAVGLKDTTTGETLSDEKNPIILESMEFPEPVIKIAIEPKSKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              ALT+LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  P 
V Y 
Sbjct  422  
GLALTKLAEEDPTFKTWTDEETGQTIIAGMGELHLEIIVDRLKREFKVEANVGAPQVAYK  481

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E    AA        +      +  + +   PL  G+G ++ +++  G + + +  
AV+ 
Sbjct  482  
ETFRSAAKVEGKFVRQSGGRGQYGHVWIEFEPLEEGAGFEFVNKIVGGVVPKEYIPAVQA  541

Query  480  GIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D +     G Y+   S+   F+    + L+ A  +    
LLEP
Sbjct  542  
GIEEAMQNGVLAGFPLVDVRATIVDGSYHDVDSSEMAFKIAGSMALKAAKSKCNPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++Y+     D       +E  + +    V    +P   +  Y ++L   
T 
Sbjct  602  
MMKVEVTVPEDYMGDVMGDINSRRGRVEGMEARGGAQVIRAMVPLAEMFGYVSNLRSRTQ  661

Query  599  GRSV  602
            GR V
Sbjct  662  GRGV  665

>WP_003641688.1 MULTISPECIES: GTP-binding protein [Lactobacillus]
 EFK28694.1 putative translation elongation factor G [Lactobacillus 
plantarum 
subsp. plantarum ATCC 14917 = JCM 1149 = CGMCC 1.2437]
 KPN86508.1 Ribosome protection-type tetracycline resistance related 
protein 
group 2 [Lactobacillus plantarum]
 KRL36287.1 elongation factor G [Lactobacillus plantarum subsp. 
plantarum 
ATCC 14917 = JCM 1149 = CGMCC 1.2437]
 KWT46147.1 elongation factor G [Lactobacillus plantarum]
 KWT53042.1 elongation factor G [Lactobacillus plantarum]
 AMR18175.1 elongation factor G [Lactobacillus plantarum]
 KZU57685.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU70751.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU73544.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 OAH20396.1 elongation factor G [Lactobacillus plantarum]
 AQX92253.1 elongation factor G [Lactobacillus plantarum]
 ARN99517.1 elongation factor G [Lactobacillus plantarum]
 ARO02462.1 elongation factor G [Lactobacillus plantarum]
 ASI64242.1 elongation factor G [Lactobacillus plantarum subsp. 
plantarum]
 OYL12718.1 elongation factor G [Lactobacillus plantarum]
 PHV54590.1 elongation factor G [Lactobacillus plantarum]
 PHY16160.1 elongation factor G [Lactobacillus plantarum]
 PHY22068.1 elongation factor G [Lactobacillus plantarum]
 PHY25762.1 elongation factor G [Lactobacillus plantarum]
 PHY29308.1 elongation factor G [Lactobacillus plantarum]
 PHY30745.1 elongation factor G [Lactobacillus plantarum]
 PHY34835.1 elongation factor G [Lactobacillus plantarum]



 PHY37508.1 elongation factor G [Lactobacillus plantarum]
 PHY40170.1 elongation factor G [Lactobacillus plantarum]
 PHY42338.1 elongation factor G [Lactobacillus plantarum]
 PHY45279.1 elongation factor G [Lactobacillus plantarum]
 PHY51432.1 elongation factor G [Lactobacillus plantarum]
 PHY54245.1 elongation factor G [Lactobacillus plantarum]
 PHY57093.1 elongation factor G [Lactobacillus plantarum]
 PHY58268.1 elongation factor G [Lactobacillus plantarum]
 PKX73919.1 GTP-binding protein [Lactobacillus plantarum]
 PKX80438.1 GTP-binding protein [Lactobacillus plantarum]
 PNW64770.1 elongation factor G [Lactobacillus sp. ATCC 15578]
 AUV73016.1 GTP-binding protein [Lactobacillus plantarum subsp. 
plantarum]
 POO13680.1 Tetracycline resistance protein TetQ [Lactobacillus 
plantarum]
 PSR51268.1 GTP-binding protein [Lactobacillus plantarum]
 AVW03569.1 GTP-binding protein [Lactobacillus plantarum]
 PTS10157.1 GTP-binding protein [Lactobacillus plantarum]
 PTS20003.1 GTP-binding protein [Lactobacillus plantarum]
 PTS21815.1 GTP-binding protein [Lactobacillus plantarum]
 PTS41403.1 GTP-binding protein [Lactobacillus plantarum]
 PTV13920.1 GTP-binding protein [Lactobacillus plantarum]
 PTV16703.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     



P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L  L QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAVLRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQAGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_029068954.1 elongation factor G [Jonesia quinghaiensis]
Length=699

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 



matrix adjust.
 Identities = 195/690 (28%), Positives = 323/690 (47%), Gaps = 
71/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCYWKNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    + ++ ++L A                   D+I ++      
Sbjct  131  
PRICFVNKMDKLGADFYFTIDTIVNRLKAKPLVVQLPIGSENDFIGMVDLIEQKAYVWHG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  D+E   A                V E++++L+EKY+ GE ++  ++    
++
Sbjct  191  
ETKLGEAYDVEEIPADLKEKAEEYRNQLIEDVAESDEELMEKYLNGEELTVAEIKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSA---------------  247
                   FPV  GSA K  G+QP++DAV   L  P+     QG+A               
Sbjct  251  
LTIAGEAFPVLCGSAFKNKGVQPMLDAVIDYLPTPLDVPSVQGTALDGETEILRHPDATE  310

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       +  Y+R+YSG +     V  + + K     K+ +M    +  
+ 
Sbjct  311  
PFSALAFKVATHPFFGKLTYVRVYSGKVSSGAQVVNSTKGKKERIGKLFQMHSNKENPV-  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D A  G I   +    V   D L DP           P P++   I PKT A 
+E+L 
Sbjct  370  --
DEAAAGHIYAFIGLKDVTTGDTLCDPQNQVILESMTFPEPVIDVAIEPKTKADQEKLS  427

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++K+E  V +P V 



Y E
Sbjct  428  
TAIQKLAEEDPTFRVKLDDETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYRE  487

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNAV  477
               R  +   +T   +   +  +A + ++  P+    G  YE  + V+ G + + +  
+V
Sbjct  488  
TIRRTAEKIDYTHKKQTGGSGQFAKVLVTFEPMDTSEGELYEFSNEVTGGRIPREYIPSV  547

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+ GL+QG L G+ +   K     G Y+   S+   F+    +VL + +K +   
LL
Sbjct  548  
DAGIQAGLQQGVLAGFPLVGVKARLIDGAYHDVDSSEMAFKIAGTMVLREGIKRADPVLL  607

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +  P+EY+     D       I++ +      V   ++P   +  Y  
DL   
Sbjct  608  
EPVMAVEVRTPEEYMGEVIGDLNSRRGMIQSMEDATGVKVIRAQVPLSEMFGYIGDLRSK  667

Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRR  623
            T GR+V   +   Y     AV + +I+  R
Sbjct  668  TQGRAVYSMQFDSYAEVPRAVAEEIIKKTR  697

>WP_061421415.1 elongation factor G [Streptococcus oralis]
 KXT97627.1 Translation elongation factor G [Streptococcus oralis]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_049535536.1 elongation factor G [Streptococcus pseudopneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  



INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_050208495.1 elongation factor G [Streptococcus pneumoniae]
 CJU52641.1 elongation factor G [Streptococcus pneumoniae]
 CJC52329.1 elongation factor G [Streptococcus pneumoniae]
 CJR08003.1 elongation factor G [Streptococcus pneumoniae]
 CJQ94091.1 elongation factor G [Streptococcus pneumoniae]



 COR28308.1 elongation factor G [Streptococcus pneumoniae]
 COP81814.1 elongation factor G [Streptococcus pneumoniae]
 COJ11245.1 elongation factor G [Streptococcus pneumoniae]
 COF05299.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----



PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_095371227.1 elongation factor G [Bacillus kochii]
 ASV67656.1 elongation factor G [Bacillus kochii]
Length=692

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/668 (28%), Positives = 308/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    + ++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKIGADFLYSLGTIHDRLQANAAAIQ-
LPIGAEDEFEGIIDLIEMKATFYGNDL  190

Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE                    +A+ E +++L+EKY+ GE IS E++    ++   
+
Sbjct  191  
GTDIETREIPEEYMDQAQEYREKLIEALAELDEELMEKYLGGEEISNEEIKAAIRQGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV                 P  E+              
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVHAIKGINPDTEEEVTRPSSDEEPFSA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ EI    
T
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSTKDKRERVGRILQMHANSREEI---ST  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D L D   L      E P P++  +I PK+ A ++++  
AL 
Sbjct  368  
VYAGDIAAAVGLKDTSTGDTLCDEKSLVILESMEFPEPVISLSIEPKSKADQDKMTTALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  428  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRA  487

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G+G ++ + +  G + + +  AV+ G
+   
Sbjct  488  
SANIEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFVNGIVGGVVPREYIPAVQSGLEDA  547



Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP 
+   
Sbjct  548  
MERGVLAGYPMVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR   
Sbjct  608  
VVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTF  667

Query  604  LTELKGYQ  611
                  Y+
Sbjct  668  SMHFDHYE  675

>WP_046791256.1 elongation factor G [Salinicoccus halodurans]
 AKG75079.1 elongation factor G [Salinicoccus halodurans]
 SFK65477.1 translation elongation factor 2 (EF-2/EF-G) 
[Salinicoccus halodurans]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 194/676 (29%), Positives = 321/676 (47%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N+GI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNLGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P V+F+NK+D+ G D +  V ++R++L A                   D+I  +  
+   
Sbjct  129  
PRVVFVNKMDKVGADFEYSVGTIRERLQANAHPIQYPIGAEDNFTGIIDLIDMKAYNYGN  188

Query  163  EIVL--------EENTDI--EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208



            ++          +E  D   E  +++IE     N+ ++EKY+ GE ISR++L+   
++  
Sbjct  189  
DLGTEIEEIEIPDEYKDKAQELKESLIEGLADVNEDIMEKYLGGEDISRDELMAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQ-------------
GSAA  248
             D   +PV  G+A K  G+Q L++AV          +PI G +              
SA 
Sbjct  249  
CDVEFYPVMCGTAFKNKGVQLLLNAVIDYLPSPLDVKPIVGHKKDNEDEEIIAKPDDSAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----LRDTVALAGREKL-
KITEMRIPSKGEIV  303
                 FKV       +  + R+YSGTL     +R+T +   RE++ +I +M   S+ 
EI 
Sbjct  309  FAALAFKVMTDPFVGKLTFFRVYSGTLDSGSYIRNT-
SKDKRERVGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQR  358
               + + G+I      +V L D     T    K        E P P++  ++ PK+ 
A +
Sbjct  367  --SSVHAGDIAA----
AVGLKDTGTGDTLCDEKNQVILESMEFPEPVIHLSVEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D+ T ++I+  +G + L+V+   +  ++K+E  V  
P V
Sbjct  421  
DKMTTALVKLQEEDPTFTARTDNETGQVIIGGMGELHLDVLVDRMKREFKVECNVGAPMV  480

Query  419  IYMERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E     AS       +      +  + +  TP   G+G ++   +  G + + 
+  +
Sbjct  481  
SYRETFKTGASVQGKFSRQSGGRGQYGDVHIEFTPNEQGAGFEFIDNIVGGVVPREYIPS  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R  L+ G L G+ + D K     G Y+   S+   F+  A + L++A K     
L
Sbjct  541  
VEAGLRDSLDNGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKVAASLALKEAAKVCQPVL  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       +E    + +  V    +P   +  Y T 
L  
Sbjct  601  
LEPMMKVEIVMPEEYMGDIMGDVTSRRGRVEGMAARGNAQVVNAFVPLSEMFGYATSLRS  660



Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  NTQGRGTYTMAFDHYE  676

>WP_057541402.1 elongation factor G [Streptococcus pneumoniae]
 CJL12833.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---



FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMHREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_092910280.1 elongation factor G [Hydrogenimonas thermophila]
 SFO94314.1 translation elongation factor 2 (EF-2/EF-G) 
[Hydrogenimonas thermophila]
Length=691

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 312/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            ++ NIGI AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGLSHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINIIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLE-  167
            P + F+NK+D+ G D   V + ++++L ++ +            K  V L     I
+ E 
Sbjct  129  
PRMAFVNKMDRVGADFFEVERQIKERLKSNAVPIQIPIGAEDDFKGVVDLVTMKAIIWED  188

Query  168  -------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   E TDI A              +AV E +++L+EKY  GE ++ E++ +  
++ 
Sbjct  189  
EGFGQKFEVTDIPADLVDKANEYREKLIEAVAETSEELMEKYFGGEELTEEEIKKGIKQA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCG--  262
              D S+ P+  G+A K  G+QP++DAV         +       + G+  +V+ TD 
G  
Sbjct  249  
TLDMSMVPMLCGTAFKNKGVQPMLDAVVDYLPAPTEVKNIHGEDMDGNPVEVKSTDNGPF  308

Query  263  -------------QRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G +     V  + + K     ++ +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGQLTFIRVYRGIIEAGSYVYNSTKGKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y GEI   +   S    D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
KELYAGEIGACVGLKSTLTGDTLCDEKEKVVLERMEFPDPVISVAVEPKTKADQEKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPSFRVHTDEESGQTIISGMGELHLEIIVDRMMREFKVEAEVGQPQVAYRETI  485



Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              A         +      +  + L + P+  GSG ++   +  G + + +  AV  
G++
Sbjct  486  
KTAVEQEYKYAKQSGGRGQYGHVFLKIEPVEAGSGYEFVDAIKGGVVPREYIPAVDKGVQ  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D K+    G Y+   S+   F+    +  ++  K++   
+LEP + 
Sbjct  546  
EAMQNGILAGYPVEDVKVTLYDGSYHDVDSSEMAFKLAGSMCFKEGAKKANPVILEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D  +    I + + +    +    +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVEVPEEYMGDVIGDLNRRRGQINSMEDRHGNKIVNAFVPLAEMFGYSTDLRSATQGRG  665

Query  602  VCLTELKGYQ  611
                E   Y+
Sbjct  666  TYAMEFDHYE  675

>WP_063488688.1 GTP-binding protein [Lactobacillus plantarum]
 KZU50821.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSAADGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 



+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L  L QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAVLRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQAGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+



Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>OZB48273.1 elongation factor G [Cellulomonas sp. 14-74-6]
Length=700

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 189/675 (28%), Positives = 315/675 (47%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGITYKIGEVHEGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ D+L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVDRLKARPLVIQLPIGSESQFIGVVDLVENRALVWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  D+E                  +AV E +++LLEKY++GE ++  ++    
++
Sbjct  191  
ETALGEKYDVEEIPADLVERAEQYRAELIEAVAETDEELLEKYLSGEELTVAEIKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGS  246
                +  +PV  GSA K  G+QP++DAV   L  P+                       
+
Sbjct  251  
LTISSEAYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVPSIEGHDVKDESIVVERHADAT  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +     V  + + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAAHPFFGKLTYVRVYSGKVAQGAQVLNSTKGKKERIGKLFQMHSNKENPV  370

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



               + A  G I   +    V   D L DP           P P++   I PKT A 
+E+L
Sbjct  371  ---
EEAQAGHIYAFIGLKDVTTGDTLCDPGSPVVLESMTFPEPVIDVAIEPKTKADQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  R  +D  T + ++  +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  428  
STAIQKLAEEDPTFRVRLDDETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   R +    +    +   +  +A + LS  PL    G  YE  + V+ G + + 
+  +
Sbjct  488  
ETIRRKVDKIEYVHKKQTGGSGQYAKVQLSFEPLDTAEGEVYEFQNAVTGGRIPREYIPS  547

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++QG L G+ +   K     G Y+   S+   F+    +VL++A +++   
L
Sbjct  548  
VDQGIQSAMQQGVLAGFPMVGVKAVLLDGAYHEVDSSEMAFKIAGSMVLKEAARKADPAL  607

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P+EY+     D       I++ +      V    +P   +  Y  
DL  
Sbjct  608  
LEPIMAVEVRTPEEYMGDVIGDLNSRRGMIQSMEDATGVKVVRAHVPLSEMFGYVGDLRS  667

Query  596  YTNGRSVCLTELKGY  610
             T GR+V   +   Y
Sbjct  668  KTQGRAVYSMQFDSY  682

>WP_084672283.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVRCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_055158730.1 GTP-binding protein [[Ruminococcus] torques]
 CUN73426.1 Elongation factor G [[Ruminococcus] torques]
 SCH69619.1 Elongation factor G [uncultured Ruminococcus sp.]
Length=921

 Score = 261 bits (667),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 188/625 (30%), Positives = 307/625 (49%), Gaps = 
51/625 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I IG++AHVDAGKTTL+E +LY SG I   G V+ G T  D    ER+RGITI 
+  
Sbjct  17   
LKHICIGLVAHVDAGKTTLSEGMLYLSGQIRNMGRVDHGDTFLDNYETERERGITIFSKQ  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W+   + I+DTPGH+DF AE+ R L VLD A+LV+SA DGVQA T  L+  L
++  
Sbjct  77   
AEFIWNDTSITILDTPGHVDFSAEMERVLQVLDCAVLVVSAVDGVQAHTVTLWRLLKQYK  136

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+IF+NK+D+   D + +++ ++++     +     S       EEN      +
++  
Sbjct  137  IPTMIFVNKMDRQEADREKLLEELKNRFGDGCVEMDMQS-------EENR-----
ESLAM  184

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---  237
             ++ +LE+Y++G  I +E +    ++ V    +FP ++GSA K  GI+ LM  +      



Sbjct  185  CDETMLEEYLSGGKIEKETV----
KKAVAARKVFPCWFGSALKAQGIEALMSGLCEYAPS  240

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--
KITEMR  295
             +P+ E G+      V+K+     G R  YL++  G LR++D V  A  +    K+ 
++R
Sbjct  241  AEPLPEFGA-----KVYKIARDPQGNRLTYLKVTGGQLRVKD-
VPFAAEQSCTGKVNQIR  294

Query  296  IPS--KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK---
RWREDPLPMLRTTI  350
              S  K E+V+T +A  GE+            V G     P +     +E  LP+L   
+
Sbjct  295  KYSGEKYELVQTVSA--GEVCA----------
VTGLEGTYPGQGIGAQKESLLPVLEPVM  342

Query  351  APK----
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              +          ++   L  L + DP L    +  T EI +  +G VQ EV+  +
+ ++
Sbjct  343  
TYRIELPDGCDAHKMFQNLRCLEEEDPQLHVIRNEETSEIHIRLMGEVQTEVLQKMVKDR  402

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +     E  ++Y E    +     H E  P   +A + L + P   GSG+Q+ +  
S 
Sbjct  403  FGVLIHFGEGRIVYKETIKNSVEGAGHFE--
PLRHYAEVHLRLEPGERGSGMQFAADCSE  460

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L++++Q  +   +     +G L G  +TD +I    G  +   +   DFR      
+ 
Sbjct  461  
DVLDRNYQRLILTHLEEREHKGVLTGSALTDVRITLLSGKAHKKHTEGGDFRQATYRAVR  520

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L+++ + LLEPY  F +  P E + +A  D  +     E  + +    V  G 
+PA  
Sbjct  521  
QGLRKAESVLLEPYYEFRMELPLENVGKAMTDIKRMSGEFEGPETENGMAVLKGSVPAAE  580

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +  Y+ +   YT G       LKGY
Sbjct  581  MNGYQKEFTAYTGGYGRLFCSLKGY  605

>WP_002844198.1 elongation factor G [Peptostreptococcus anaerobius]
 EFD04577.1 translation elongation factor G [Peptostreptococcus 
anaerobius 
653-L]



 KXB70083.1 translation elongation factor G [Peptostreptococcus 
anaerobius]
 SFM84224.1 elongation factor G [Peptostreptococcus anaerobius]
Length=688

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 183/660 (28%), Positives = 310/660 (47%), Gaps = 
64/660 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYAGRTHKIGETHDGASQMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDG++ V  A+ GV+ Q+  ++       
+
Sbjct  69   
TCQWNGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCARSGVEPQSENVWRQAETYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-  166
            P + F+NK+D+ G D  +VV+ ++++L A+ +              I   +++   
I   
Sbjct  129  
PRIAFVNKMDRQGADFLNVVEMMKERLKANAVAIQLPIGAEDNFTGIVNLMTMKAHIYKN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +E TDIE  D                  +V E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DEGTDIEITDIPADMVDQANEYREILVESVAETDEELMMKYLEGEEITEDELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------LC  250
                + PV  G+A K  G+Q L+DAV             + + E G  +           
Sbjct  249  
IACEMNPVLCGTAYKNKGVQLLLDAVIDYLPAPTDIESIKGVLEDGEESERHASDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V  A ++K     +I +M   ++ EI   
+
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGKLESGSYVLNATKKKRERIGRILQMHANTREEI---N  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L DP         E P P++   I P + A +E++  



AL
Sbjct  366  
EVYAGDIAAAVGLKDTTTGDSLCDPANPIVLESMEFPEPVIFVAIEPSSKAAQEKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +LA+ DP      D+ T + I+  +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
QKLAEEDPTFTVRTDAETGQTIIGGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETIT  485

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    +    +      +  + + V PL  G G ++E++   G + + +   V  
GI+
Sbjct  486  VPVD-
VEYKYSKQSGGRGQYGHVKIRVNPLEPGEGYKFENKTVGGSVPKEYVGPVDQGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D  +    G Y+   S+   F+  A +  + A+K+  + 
LLEP  +
Sbjct  545  
GAMQSGIVAGYPVVDVGVELYDGSYHEVDSSEMAFKMAASMAFKDAMKKGNSVLLEPVFA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       I+  + +    V    +P   +  Y TDL   T 
GR+
Sbjct  605  
VEVVTPEDYMGDVMGDLNSRRGMIQGMEARNGAQVIKAHVPLSEMFGYSTDLRSATQGRA  664

>OQX01858.1 translation elongation factor G [Desulfobacteraceae 
bacterium 
IS3]
Length=677

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/658 (30%), Positives = 309/658 (47%), Gaps = 
67/658 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT+ +
Sbjct  12   
NIGIIAHIDAGKTTVTERILYYTGRSHKMGEVHDGEAVMDWMPDEQERGITITSAVTTCE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++ I+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    K +
+P +



Sbjct  72   
WKNSEIQIIDTPGHVDFTIEVERSLRVLDGAVGVFCAVGGVEPQSETVWRQADKYHVPKI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----
TVSLSPEIVLEENTDIEAWDA--  177
             FINK+D+ G D    V  + ++L A  +I Q       + S  I L E   I  
WDA  
Sbjct  132  AFINKLDRIGADFFRTVNMMTERLHARPLILQLPAGTEDNFSGVIDLLEMKQI-
IWDADT  190

Query  178  -----------------VIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQ  209
                               E  +KL+E            Y+A EPIS E L+   
+R   
Sbjct  191  
LGATYSSGDISPDDLDLAQEYREKLIETLADADDEIADAYLAEEPISTENLIAAIRRATV  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAALC  250
               L PV  GSA K  GIQ L+DA+              G+    GE      + 
+A L 
Sbjct  251  
SLKLVPVLCGSALKNKGIQLLLDAIVQFLPSPTEVPPTRGVHPETGEPIECLSKDNAPLA  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
              +FKV   + G++  ++R+YSG ++  + V  + R +K K++ +      +  R 
D A 
Sbjct  311  ALIFKVSMIE-
GRKLCFIRVYSGKMKAGEDVYNSSRNKKEKLSRILRMHANKRERVDIAE  369

Query  310  PGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G IV ++        + L    +P  L +  + E   P++   + PKT   +E+L   
L
Sbjct  370  AGSIVGVVGLKDSSTGETLCSAANPVLLEKIEFYE---
PVISVAVEPKTHGDQEKLDQVL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +    DP LR   D  T +IILS +G + LE++ + +  ++     V +P V+Y 
E   
Sbjct  427  
EKFMAEDPTLRVRRDEDTGQIILSGMGELHLEIIVSRMLREFNTSVNVGKPQVVYRETIA  486

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +  AS     EV  +  +  + L + P+S G+G  ++S ++   +   F  A++ 
G+  
Sbjct  487  
VVSQASAVFDKEVAGHHHFGEVRLKLKPVSRGAGNSFKSEITDETIPAVFIPAIQKGVME  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542



             LE G L G+ V D +     G Y   + T   +   A +  ++AL      LL+P 
++ 
Sbjct  547  
SLESGSLMGYPVADVEAVLVGGSYKDSIGTELAYTVSASMACKEALAAGQPFLLDPIMNV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             ++ P+ ++     D       IE    ++   V    +P   +  Y T L   T 
GR
Sbjct  607  
EIFIPESFMGEVIGDLNSRSGKIEAIDSQRGFQVIKATVPLASMFGYSTSLRSATQGR  664

>WP_012344663.1 GTP-binding protein [Clostridium botulinum]
 ACA56850.1 GTP-binding elongation factor, TetM/TetO family 
[Clostridium 
botulinum A3 str. Loch Maree]
Length=651

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 169/612 (28%), Positives = 299/612 (49%), Gaps = 
23/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTRSIKSRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +GVQ  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGVQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+ G + ++V++ ++   +    +I +++S        E+   E  + + E 
++ 
Sbjct  125  FINKIDRVGANCENVIEEIKLNFTKKAFLIDKSLS-------
NEDLSSELIEFIAEQDEY  177

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLEKY+  +   +E  ++  ++ ++   +FP + GSA + +GI+  ++ +  L +    
E
Sbjct  178  LLEKYLE-
DNYDKELWLKSMKKLIKSGEIFPCFSGSALQDIGIEDFLENLHILTYTEYNE  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKG  300



            +      G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  
Sbjct  237  E--
EKFSGRVYKIRHDEQRNRLTYVKALSGSLKVKDEIALPNIEDDFCEKVNEIRIYNGD  294

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            + +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+
Sbjct  295  KYINVDKAEAGQIFAVTG----
LNSANVGDGIGALKDKATYNMVPTLKSKVIFDETLNVK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++
Sbjct  351  
DVLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   ++ + L + P    SG+ +E+      L    QN 
V+ 
Sbjct  411  YKESILDKVIGYGHFE--
PLGHYSEVHLKLEPAERNSGITFENLCHTDDLTVGNQNLVKT  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEP
Sbjct  469  
HIFEREHHGILTGSPMTDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y SF + AP +Y+ R   D  K   +    +   + V+  G  P      Y  +   
+T 
Sbjct  529  
YYSFKMEAPLDYMGRVLSDIQKLKGSFNPPETIDNRVIIKGRGPVATFMNYSVEFISFTK  588

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  589  GKGKFNFIFDGY  600

>WP_068805403.1 elongation factor G [Pediococcus parvulus]
 OAD64640.1 translation elongation factor G [Pediococcus parvulus]
Length=699

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAAWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQ+++D+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQTIKDRLQANALPIQMPIGAEDDFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ GE IS+E++    
++
Sbjct  191  DQLGTE-
WDTVDVPDQYKEEAEKRRTEMIEQLADIDDDIMEKYLGGEEISKEEIKDAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT------------
GLFQPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q L+DAV                 P  ++      
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMLLDAVVDYLPSPLDVKPYNAINPETDEAVELTAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         E P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMEFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  



IALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKPASAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A I L  A K++   
+LEP 
Sbjct  547  
LREALNNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASISLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHAFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_068816985.1 elongation factor G [Phormidesmis priestleyi]
Length=696

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 193/691 (28%), Positives = 323/691 (47%), Gaps = 
69/691 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ N+GI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNVGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTATTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWKDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWKQANRYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V + VRD+L A+ +  Q + +  E  L               
Sbjct  129  PRIVFVNKMDRTGANFYKVYEQVRDRLRANAVPIQ-



IPIGSEDKLRGIVDLVKMRAYIYN  187

Query  167  -EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             +  TDIE  D                  +V E +D L+EKY AGE ++ E+ VR+  
RR
Sbjct  188  NDAGTDIEETDIPDDVKDLANEYRTKLIESVAETSDALMEKYFAGEELTEEE-
VRKAIRR  246

Query  208  -----VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---
EQG-------------  245
                 V      P+  GSA K  G+Q ++DAV   L  P+     QG             
Sbjct  247  
GTIEGVNGEFFVPMLCGSAFKNKGVQLMLDAVIDYLPSPLDVPPVQGLLADGTTVERRAD  306

Query  246  -SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIV  303
             S  +    FKV       R  ++R+YSG L+    V  + + +K +++ + I    
+ +
Sbjct  307  
DSLPMSALAFKVMSDKFVGRLTFVRVYSGVLKKGSYVLNSSKGKKERVSRLIILKADDRI  366

Query  304  RTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D    G++  +P  S  L  D L D            P P++   + PKT    
E+L 
Sbjct  367  
DVDELRAGDLGAVPGLSDTLTGDTLCDENAPVILETLFIPEPVISVAVEPKTKQDMEKLS  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL  L++ DP  R  +D  T++ I++ +G + LE++   +  ++K+E  V  P V 
Y E
Sbjct  427  
KALKALSEEDPTFRVNIDQETNQTIIAGMGELHLEILVDRMMREFKVEANVGAPQVAYRE  486

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               + +KA    +  +      +  + ++V P   G+G ++ S++  G + + +      
Sbjct  487  TIRKAVKAEGRFVR-
QSGGKGQYGHVVITVEPGEPGTGFEFVSKIVGGTVPKEYVGPAEQ  545

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++   E G+  G+ + D +     G Y+   S    F+    + ++  + ++   
LLEP
Sbjct  546  
GMKEACESGILAGYPLIDVRATLIDGSYHEVDSNEMAFKIAGSMAIKDGVMKASPVLLEP  605

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+++L     +       IE+   ++     + ++P   +  Y TD+   
T 
Sbjct  606  



VMKVEVEVPEDFLGPVMGNLISRRGHIESQGAERGIAKVSTKVPLAEMFGYATDIRSMTQ  665

Query  599  GRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            GR     E   Y+     V + +I   + N+
Sbjct  666  GRGTFTMEFSHYEEVPRNVAETIIAKNKGNA  696

>WP_060795457.1 GTP-binding protein [Clostridium perfringens]
 KXA12238.1 putative translation elongation factor G [Clostridium 
perfringens]
Length=646

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 178/627 (28%), Positives = 293/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +ER RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIERDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPSMIKEVKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTVGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +    R
Sbjct  586  GGLSLKFHGYDLCHNEEEIIEKMAYDR  612

>WP_057231358.1 GTP-binding protein [Clostridium perfringens]
 KQC93135.1 elongation factor G [Clostridium perfringens CP4]
 AQW26549.1 elongation factor G [Clostridium perfringens]
Length=646

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 182/612 (30%), Positives = 292/612 (48%), Gaps = 
28/612 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +ER RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIERDRGITIYSEVGKFSI  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-KITEMRI--
PSKG  300
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI   
SK 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+V    A  G+I  ++    +   D +G            D +P L++ +  +     
+
Sbjct  293  ELVNEVNA--GDIFTVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPK  345

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     
P ++
Sbjct  346  
EVLSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEIL  405

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +      H E  P   ++ + L + PL   SGV +E++     L    QN 
+R 
Sbjct  406  YKETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGVVFENKCHADDLTPGNQNLIRT  463

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I     +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEP



Sbjct  464  
HIFECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEP  523

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T 
Sbjct  524  
YYKFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTK  583

Query  599  GRSVCLTELKGY  610
            G+     +  GY
Sbjct  584  GKGGLSLKFHGY  595

>WP_024833279.1 GTP-binding protein [[Clostridium] josui]
Length=883

 Score = 261 bits (666),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 183/621 (29%), Positives = 300/621 (48%), Gaps = 
42/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLIIGILAHVDAGKTTLSESILYLSGKIGKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+     + ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L   
N
Sbjct  61   
AVFETEGVNITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLDMYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G D   +++ ++ +L               +   E    E ++ 
+  
Sbjct  121  IPAFIFVNKMDQNGTDRSKLIKDMKKQLGDGC-----------
VEFGETETTEFYEQLSM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++ +LE Y+    I     + +  + V+++ LFP ++GSA K  G++ L+ A+      
Sbjct  170  CDESILETYLEKGDIE----
IWQISKAVRESKLFPCFFGSALKLEGVEQLIQAIAKYATI  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                E+  A     +FK+   + G R  +L++  G L+++D +   G+ + K+ +
+RI S



Sbjct  226  PSYPEEFGA----KIFKITRDEQGNRLTHLKITGGKLKVKDLLT-
NGKWEEKVNQIRIYS  280

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +         G +  +       P + + +    G P   P   +R          
I 
Sbjct  281  
GKKYEAVSEVEAGSVCAVTGLNQTRPGEGLGIESATGSPLLEPVLFYR---------IIL  331

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+    R  +L  L Q+ + +P L    D    EI    +G VQ+E++ +++  ++ 
+E 
Sbjct  332  PEGCDPR-
MMLPKLRQIEEEEPELNIVWDEQLQEIHAQIMGEVQIEILQSIIKSRFGVEV  390

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  ++Y E          H E  P   +A + L + P   GSG+++    S   
L +
Sbjct  391  SFDAGRIVYKETIKNTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLEFGLECSEDILGK  448

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            S+Q  +   +   + +G L G  +TD KI    G  ++  +   DFR+     + Q 
L E
Sbjct  449  
SWQRLILTHLAEKVHKGVLTGSALTDVKITLVSGRAHNKHTEGGDFRAATYRAVRQGLME  508

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEPY +F L  P++ + RA  D  K   T + +Q   + VV  G  P   +
+ Y+
Sbjct  509  
AESILLEPYYAFQLELPEKMVGRAMTDIEKMHGTSQISQTNGETVVLVGSAPVVTMRNYQ  568

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  YT G       +KGY+
Sbjct  569  KEVNAYTKGEGRLFCSVKGYE  589

>WP_063721126.1 GTP-binding protein [Lactobacillus plantarum]
 KZU05054.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU86936.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.



 Identities = 195/627 (31%), Positives = 303/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L  L QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAVLRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A +   H E  P   +A + L +TP   GSG+Q+ +  SL  L ++



+Q+ 
Sbjct  403  SILYQETITQAVAGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQAGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPK----YCATIETAQVKKDE---
VVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +    + A +    V  D       TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVSNTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>PIT88850.1 elongation factor G [Candidatus Levybacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_36_7]
Length=705

 Score = 257 bits (657),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 194/678 (29%), Positives = 321/678 (47%), Gaps = 
62/678 (9%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++G T  D M  ER+RGITI 
+A T+
Sbjct  15   
IRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGNTVMDWMDQERERGITIVSAATT  74

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++N++DTPGH+DF AEV R+L VLDGA+ V+ A++GVQ+Q+  ++    K  
+P
Sbjct  75   
TFWKDYRINLIDTPGHVDFTAEVERALRVLDGAVTVLDAEEGVQSQSETVWRQADKYKVP  134

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE  163
             + F+NK+D+ G D    V+S+ D+L A                   D++ ++++    
E
Sbjct  135  
RICFVNKMDKLGADFLKTVKSIEDRLGANPIIMVLPIGAENDFVGVVDLLTRKSIVWGGE  194

Query  164  IV---LEENTDIEAW--DAV-----------



IENNDKLLEKYIAGEPISREKLVREEQRR  207
             +    E   DI A   DAV            E +D +LE+Y+  E I  E L +  
+  
Sbjct  195  
ELGAKFEVGDDIPAHMKDAVEEYRHKMVEKIAETDDAILERYLNNEEIPAEDLKKALRAA  254

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG-------SAA  248
            V    + P+Y GS+ +  G+QPL+DAV                 P  E+          
+
Sbjct  255  
VVGYKVVPIYAGSSLRNKGVQPLLDAVIDYLPSPVDLKEVKGINPKTEEEEIRQLVPEES  314

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
              G  FKV+      +  ++R+YSG L        + +  K ++  + +    +      
Sbjct  315  
FTGFAFKVQIDPHVGKINFVRIYSGKLTSGSYAYNSTKGVKERVGRLLLMHSNQREEIKE  374

Query  308  AYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            AY GEIV +    D+V   D L D T+       + P P++   I PKT + +E+L  
AL
Sbjct  375  AYAGEIVAVVGLKDTV-
TGDTLCDETKPIILEQIKFPEPVISLAIEPKTKSDQEKLGLAL  433

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L + DP    + D  T + I+S +G +QLE++   +  ++ +   V    V Y 
E   
Sbjct  434  
RRLMEEDPTFSVKTDHETGQTIISGVGELQLEIMVDRMKREFNVLANVGAAQVAYKETIA  493

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K A+       +      +    L V P+  G G  + + +  G +   F  +V  
G+R 
Sbjct  494  
KEANGEGKYIKQTGGRGQYGHCLLKVEPMGRGEGFVFVNAIKGGAIPAEFITSVEKGVRE  553

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L++G L G+ + D K+    G ++   S+   F+    + L+ A K++   LLEP 
+  
Sbjct  554  
TLDRGILLGYPMVDIKVTLYDGSFHDVDSSDIAFKIAGSMALQAASKKADLTLLEPIMKV  613

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+E++     D     A I  ++ + +  +   ++P   +  Y T L   T 
GR+ 
Sbjct  614  
EVTTPEEFMGDVMGDLSSKRAQITGSEERGNSRIILAQVPLAELSGYVTTLRSMTQGRAT  673



Query  603  CLTELKGYQAAVGQPVIQ  620
               E   Y   V Q ++Q
Sbjct  674  PYMEPSHYD-PVPQGIVQ  690

>OGO41753.1 translation elongation factor G [Chloroflexi bacterium 
RBG_16_57_9]
Length=695

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 193/680 (28%), Positives = 311/680 (46%), Gaps = 
71/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  ER+RGITI AA 
T  +
Sbjct  12   
NIGIIAHIDAGKTTTTERILFFTGRTYKMGEVHEGTAVMDWMAQERERGITITAAATQAR  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    +  
+P +
Sbjct  72   
WRDHQINIIDTPGHIDFTVEVQRSLRVLDGGVVVFDGVAGVEPQSETVWRQADRFGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------DII  153
             F+NK+D+ G DL   ++ + D+L A                               
D+ 
Sbjct  132  
CFVNKMDRPGADLWRTIEMIEDRLKARPIAVQIPIGIEADFKGVIDLLRSEAIIYTDDLG  191

Query  154  IKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +   S  PE +  E  +   +  + + E ++ L  KY+ GE I+ ++L    +R     
Sbjct  192  
TRHEGSQIPEDLKTEAAERREKMVEMIAETDEALTMKYLEGEEITVDELRMALRRATITG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGL--------
FQPIGEQGSAALC  250
            +L PV  GSA K  G+QPL+DA             + G+         +P+ E  
+A   
Sbjct  252  ALVPVLCGSALKNKGVQPLLDAAVDYLPSPLDVPPIKGINPVTKIEEIRPVDE--
NAPFA  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
              VFK+       R  YLR+YSG L     V  A +++     ++ +M    + EI    
Sbjct  310  
ALVFKIVADPFVGRLAYLRVYSGKLEAGSAVYNASKDRKERIGRLLQMHANHREEI---Q  366



Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I  ++        D L DP           P P++   I P+T   ++++ 
+AL
Sbjct  367  
EVYSGDIAAVVGLKQTFTGDTLCDPAAPIELESITFPEPVISVAIEPRTKVDQDKMSEAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R   DS T + ++S +G + LEV+   +  ++K+   V  P V Y 
E   
Sbjct  427  
RRLAEEDPTFRVRTDSETGQTLISGMGELHLEVLVDRMMREFKVWANVGRPQVAYRETIT  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            RP++     +  +      +  + L + P   G G ++E+ +  G + + +   V 
DG+R
Sbjct  487  RPVQVEGRFVR-
QTGGKGQYGHVVLELEPNEKGKGFEFENAIKQGAIPKEYIRPVEDGVR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ V D K+    G Y+   S+   F+    + L++ +++    
LLEP + 
Sbjct  546  
EAMESGVLAGYPVVDVKVRLIDGSYHEVDSSEMAFKIAGSMALKEGVQKGSPILLEPIMK  605

Query  542  FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI-
PARCIQAYRTDLAFYTNGR  600
                AP+ Y      +     A I     +   +     + P   +  Y TDL   
T GR
Sbjct  606  
VEAVAPEAYTGDIIGNLNARRAQILGMNPRTGGISAVDALAPLGGMFGYATDLRSMTQGR  665

Query  601  SVCLTELKGYQAAVGQPVIQ  620
                 E   Y A V Q + Q
Sbjct  666  GTFTMEFDHY-AEVPQTIAQ  684

>WP_075218816.1 elongation factor G [Streptococcus pneumoniae]
 OLG17219.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGMDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 



F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_069155479.1 GTP-binding protein [Eisenbergiella tayi]
 ODM12536.1 Tetracycline resistance protein TetO [Eisenbergiella 
tayi]
 OIZ60025.1 translation elongation factor G [Eisenbergiella tayi]
Length=898

 Score = 261 bits (666),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/638 (31%), Positives = 310/638 (49%), Gaps = 
69/638 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E +LY SG + + G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEGILYRSGMLRKIGRVDNGDAFLDTYALEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +F+W    V ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L
++  
Sbjct  61   
ANFRWKNMDVCLLDTPGHVDFSAEMERTLQVLDAAVLVISGADGVQGHTQTLWQLLKRYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IP  +FINK+DQ G D +++ + ++ +L     D     T     +  + + T +     
Sbjct  121  
IPVFLFINKMDQNGTDKEALKRELKARLDEGCVDFGEGFTEDFYEQCAMCDETAL-----  175



Query  178  VIENNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
                 D  LEK   GE      L  EE RR +++  LFP +YGSA K  G+   +D 
+  
Sbjct  176  -----DFFLEK---GE------
LPEEELRRLIRERKLFPCFYGSALKLTGVDEFLDGLE-  220

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------KLK  290
             F  +   G       VFK+   D G R  Y+++  G+L+++  +   G+       
+ K
Sbjct  221  RFVSVPVYGK-
TFGTKVFKIARDDQGNRLTYMKITGGSLQVKAVLTNEGKAGEKEVWEEK  279

Query  291  ITEMRIPS--KGEIVRT------------DTAYPGEIVILPSDSVR--
LNDVLGDPTRLP  334
            + ++RI S  K E+V              +  +PGE +   + S    L  VL    
RLP
Sbjct  280  
VNQIRIYSGDKYELVNEVQAGSVCAVTGLNHTHPGEGLGAEAASAAPVLEPVLTYSIRLP  339

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                +E P+P+               +L  L QL + +P L    D    EI    
+G V
Sbjct  340  ----QECPVPV---------------
MLPRLRQLEEEEPELHIVWDERLQEIQAQVMGEV  380

Query  395  
QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            Q+E++ +L+ E+++        +++Y E          H E  P   +A + L + 
P   
Sbjct  381  QIEILKSLIQERFQTAVEFGAGNIVYKETITDTVEGVGHFE--
PLRHYAEVHLLLEPGER  438

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            GSG+Q+++  S   L++++Q  V   +     +G L G  +TD KI    G  +   
+  
Sbjct  439  
GSGLQFDTDCSEDILDRNWQRLVITHLEEKDHRGVLTGSVITDMKITLLTGRSHIKHTEG  498

Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
             DFR      +   L ++ + LLEP+  F L  P++ + +A  D  K   T E  + 
++D
Sbjct  499  
GDFRQATYRAVRHGLMQAHSILLEPWYQFRLEVPEKMVGKAMTDIEKMHGTFEAPRTEED  558

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              V TGE P   ++ Y+ ++  YT G       L GY+
Sbjct  559  MAVLTGEAPVFTMRDYQKEVIAYTKGYGRLFCTLLGYR  596



>WP_011592075.1 GTP-binding protein [Clostridium perfringens]
 ABG85344.1 putative translation elongation factor G [Clostridium 
perfringens 
SM101]
Length=646

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 177/627 (28%), Positives = 293/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTNSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
IPT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKIPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII       S E+      + E  + V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKHKLSEDIIF-----FSSEL------
EDETIEEVVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFISWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SG LR+++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKGNRLTFIKALSGILRIKEELTYLKEGKEFLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSISWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTVGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGKAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G  P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGNGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +R   R
Sbjct  586  GGLSLKFHGYDLCHNEEEIIKKRAYDR  612

>WP_078666624.1 MULTISPECIES: elongation factor G [Carboxydocella]
 GAW28908.1 elongation factor G [Carboxydocella sp. ULO1]
 SKA27280.1 translation elongation factor 2 (EF-2/EF-G) 
[Carboxydocella sporoproducens 
DSM 16521]
 AVX21810.1 translation elongation factor 2 (EF-2/EF-G) 
[Carboxydocella thermautotrophica]
 AVX32214.1 translation elongation factor 2 (EF-2/EF-G) 
[Carboxydocella thermautotrophica]
Length=691

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/670 (27%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCEWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D  +VV+ ++D+L A                   D++  + +  
+ 
Sbjct  129  
PRIAFVNKMDRIGADFFNVVKQIKDRLGANPVPIQVPIGAEDQFQGVVDLVTGKAIIYTD  188

Query  163  EIVLEEN-TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  +   TD+ A              +AV E +++L+ KY+ GE ++ E++ +  
+   
Sbjct  189  
DLGTQSAVTDVPADMVDLVAEYREKLIEAVAETDEELMMKYLDGEELTVEEIKKALRAAC  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                L PV  GSA K  G+QP++DAV              G+    GE+       
+ + 
Sbjct  249  
CSVKLIPVLCGSAFKNKGVQPMLDAVVDYLPSPLDIAAVKGINPDTGEEDIRRVDDNESF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGHLPAGSYVLNSTKGKKERIGRILQMHANHREEISEV  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             T      V L   +    D L D  +       + P P++   I PKT A +E++  
AL
Sbjct  369  WTGDIAAAVGLKDTTT--
GDTLCDEKKPIVLESMQFPDPVISVAIEPKTKADQEKMGTAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  427  
QRLAEEDPTFRMHTDPETGQTIISGMGELHLEIIVDRLVREFKVEANVGRPQVAYKETIR  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + +KA    +  +      +    +   PL  G G ++ +++  G + + +  A+  
GIR



Sbjct  487  KSVKAEGKFVR-
QSGGRGQYGHCWVEFEPLEPGKGYEFVNKIVGGVIPKEYIPAIDAGIR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+   D +     G Y+   S+   F+    +  +    ++   
+LEP + 
Sbjct  546  
EAMENGILAGYPAIDIRATVYDGSYHDVDSSEMAFKIAGSMAFKAGAPKADPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVIGDINSRRGRIEGMEPRGNAQVIRGFVPLAEMFGYATDLRSRTQGRG  665

Query  602  VCLTELKGYQ  611
              + +   Y+
Sbjct  666  TYVMQFSHYE  675

>OGX26546.1 translation elongation factor G [Omnitrophica WOR_2 
bacterium 
RIFCSPHIGHO2_02_FULL_45_21]
Length=698

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 319/671 (48%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA T
Sbjct  9    
KIRNIGIVAHIDAGKTTTTERVLFYTGKTYKIGEVHEGTAIMDWMPQEQERGITITAACT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDGA+++    +GV+ Q+  ++    
+ N+
Sbjct  69   
TCFWQDCRINIIDTPGHVDFTIEVERSLKVLDGAVVLFDGVNGVEPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPE  163
            P + F+NK+D+    +   V+ +  +L A+                   II+  + 
L  +
Sbjct  129  
PRICFVNKMDRPAASISETVKQIHQRLGANAAAVQIPYGSEENFRGIIDIIEDRLYLYED  188

Query  164  IVLEENTDIEA---------------



WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               +E T ++                 + + E++D+L++ ++  +P+ ++ + +  
+R V
Sbjct  189  
PTGKEYTTLDVPEELKAEVKEAKAQLLEHLAESDDELMQYFVENKPVPKDLIKKTIRRTV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG-------------------
SAAL  249
                  PV+ GSA K  GIQPL+DAV        ++G                    
A  
Sbjct  249  
VAGKFVPVFCGSAFKNKGIQPLLDAVCAYLPSPLDRGQIKGIDPDTQQYEERVVNDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-REKLKITEMRI--
PSKGEIVRTD  306
            CG  FKV       R  ++R+YSG L     +  A  R K ++T++ +   +K 
EIV  +
Sbjct  309  
CGLCFKVASDPYVGRLSFVRIYSGVLSAGSYIYNASKRTKERVTKIVLMHANKQEIV--E  366

Query  307  TAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                G+I  V+   DS +  D L D            P P++  +I PKT A +E
+L  A
Sbjct  367  RVATGDICAVVGLKDS-
KTGDTLCDEDTAIILESMHFPEPVISQSIEPKTKADQEKLGMA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L+D DP  R + D  T + I+S +G++ LE++   L  ++ + + V +P V Y 
E  
Sbjct  426  
LRRLSDEDPSFRVKYDHETGQTIISGMGQLHLEIIVDRLLREFTVASTVGQPQVAYKETL  485

Query  425  LKAASHTIHI--EVPPNPFWASIGLSVTPLSL-
GSGVQYESRVSLGYLNQSFQNAVRDGI  481
             K    T     +      +    L + P    G+GV +E ++  G + + F  AV
++G+
Sbjct  486  
TKKVISTGKFIQQSGGRGQYGHCVLEMKPQEAPGAGVTFEDKLKGGVIPREFIPAVKNGV  545

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                + G+  G+ V D  +    G ++   S+   F+    I     L+++  
+LLEP +
Sbjct  546  
MASAKTGILAGYPVIDVAVTLIDGSFHDVDSSELAFQMAGSIAFSDGLRQASCRLLEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E++     D     A I +   + +  V    +P   I  Y T +   
+ GR
Sbjct  606  
DMEVVVPEEFMGSIIGDLNSRRAKIVSLGQRANTRVIRAHVPLAEIFNYATIIRSASQGR  665



Query  601  SVCLTELKGYQ  611
            +    E   YQ
Sbjct  666  ATYSMEPSFYQ  676

>WP_021746413.1 elongation factor G [Leptotrichia wadei]
 ERK54400.1 translation elongation factor G [Leptotrichia wadei 
F0279]
Length=694

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 192/692 (28%), Positives = 321/692 (46%), Gaps = 
84/692 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHEGAATMDYMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ V SA DGVQ Q+  ++    K N
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAVDGVQPQSETVWRQADKYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE--  168
             F+NK+D+ G D    V  +++KL  + +              I   V++   +  
+E  
Sbjct  132  
AFLNKMDRVGADFDMCVNDIKEKLGGNGVPIQLPIGAEDNFEGIIDLVTMKEYLFKDETM  191

Query  169  NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              D E  D                  +V+E +D+L+EKY  GE I+ +++ R  +     
Sbjct  192  
GADYEVVDIRAELADAAQEAREHMIESVVETDDELMEKYFGGEEITEDEIKRALRVATIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIGEQGSAA--------------------L  249
             ++ PV  G+A K  GIQPL+DAV      P+   G                        
Sbjct  252  
GTVVPVLCGTAFKNKGIQPLLDAVVAYMPSPVDINGGKVNGADPKTEEPIQRTISDDEPF  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V       +E++ ++ +M    + E
+   
Sbjct  312  



SALAFKIITDPFVGRLSFFRVYSGVLEKGSYVLNSTKGKKERMGRLLQMHANKREEL---  368

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            DT Y G+I    + +V L D   GD       P  L +  +   P  +++  + 
PKT A 
Sbjct  369  DTVYSGDI----AAAVGLKDTTTGDTLCAENAPIILEKMEF---
PDTVIQIAVEPKTKAD  421

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL++LA+ DP  +   +  T + ++S +G + LE++   +  ++K+E  V 
+P 
Sbjct  422  
QEKMGTALSKLAEEDPTFKVTTNQETGQTLISGMGELHLEIIVDRMKREFKVEANVGKPQ  481

Query  418  VIYMERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E    A         +      +  + + V   + G G ++ + ++ G + + 
+  
Sbjct  482  VAYRETINGATDVEEKYAKQSGGRGQYGHVKMKVEA-
NHGKGYEFINEITGGAIPREYIP  540

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+  LE G+  G+ V D K+    G Y+   S+   F+    + +++ L+ 
+   
Sbjct  541  
AVDKGIQEALEAGVVAGYPVQDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKKGLRAANPV  600

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP     +  P+EY+     D       +     + +  +   E+P   +  Y 
TDL 
Sbjct  601  
LLEPIFKVEVTTPEEYMGDVIGDLNSRRGQVSGMTDRNNAKIIDAEVPLSQMFGYATDLR  660

Query  595  FYTNGRSVCLTELKGY---QAAVGQPVIQPRR  623
              T GR+    E + Y      + Q VI  R+
Sbjct  661  SKTQGRASYSMEFEKYVEVPKNIAQQVIDERQ  692

>WP_032127341.1 elongation factor G [Stenotrophomonas maltophilia]
 KGM25446.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 207/673 (31%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                   T +  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
HWQDGAVTTVTPWDDAARTLWQPQRDALVEAVADHDELLADAWLEGRVIDAELLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRVQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVESDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481



Query  422  ERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E PL+A +  +   V        +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPLRAMAGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKVALVEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I   + +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_088784084.1 elongation factor G [Streptococcus pneumoniae]
 SND90946.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G+  G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLEGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_003094680.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFQ59548.1 translation elongation factor G [Streptococcus 
vestibularis F0396]
 EFX96875.1 translation elongation factor G [Streptococcus 
vestibularis ATCC 
49124]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 314/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +  D           AV E ++ L+ KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTDILEEDIPADYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  



INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D          E P P+++  + PKT A 
++++
Sbjct  366  ---
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 
Sbjct  423  
GIGLQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLEESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_087542695.1 elongation factor G [Nostocales cyanobacterium 
HT-58-2]
 ARV61392.1 translation elongation factor G [Nostocales 
cyanobacterium HT-58-2]
Length=692



 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/698 (27%), Positives = 312/698 (45%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWKNHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL----
SPEIVL  166
            P ++F+NK+D+ G D   V   VRD+L A+ I            K  V L    +     
Sbjct  129  
PRIVFVNKMDRTGADFYKVYGQVRDRLRANAIAIQLPIGSESDFKGIVDLVRMRAYMYTN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++ E++    
++  
Sbjct  189  
DQGTDIQETDVPEDMAAQVEEYRTKLIEAVAETDDALMSKYFDGEELTEEEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               S+ P+  GSA K  G+Q L+DAV                 P GE        +  
L 
Sbjct  249  
IAGSIVPMLCGSAFKNKGVQLLLDAVVDYLPAPIDVPAIQGTLPNGEAVERHADDNEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V L   +++ + 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVVLRADDRIDVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +      V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTLTGDTLSDEGSPVILESLF-------------
IPEPVISVAVEPKTK  414



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVSVDQETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P+         +      +  + + + P   G+G ++ S++  G 
+ + 
Sbjct  475  
PQVAYRETIRKPVTRVEGKFIRQSGGKGQYGHVVIDLEPGQPGTGFEFVSKIVGGVVPKE  534

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G L G+ + D K     G Y+   S+   F+    + +++A
+ ++
Sbjct  535  
YIGPAEQGMKESCESGVLAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAMKEAVMKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+ +L     D       IE    ++     T ++P   +  
Y T
Sbjct  595  
APVLLEPMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEQGLAKVTAKVPLAEMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  655  DIRSKTQGRGIFSMEFSNYEEVPRNVAEAIIAKSKGNA  692

>WP_003146926.1 elongation factor G [Gemella haemolysans]
 EGF88649.1 elongation factor G [Gemella haemolysans M341]
Length=691

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 310/661 (47%), Gaps = 
71/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   



WKNHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
            +F+NK+D+ G D    V ++ D+L A                   D++  + +       
Sbjct  132  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDLFEGVIDLVEMKAIYNEGSVG  191

Query  160  ---LSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  E     E +     +AV E ++  +EKY+ GE I+ ++L    ++     
Sbjct  192  
ENLVEKEIPAEYQDQAEEYREKLIEAVAEFDEDFMEKYLGGEEITIDELKAAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+QP++DAV              G+     E+              
Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVEYLPSPLDVPAIKGINPDTDEEVERHSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   ++ EI      
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGILSSGSYVKNSTKGKRERVGRILQMHANTRNEIAEV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDKMST  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSYRET  484

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G+
Sbjct  485  
FKQAAQVQGKFTRQSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYIPAVEAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP +
Sbjct  545  
KDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCNPVILEPIM  604



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     D       +E  + + +  V +  +P   +  Y T L   
T GR
Sbjct  605  
KVEVVMPEEYLGDIMGDITSRRGRVEGMEARGNAQVVSASVPLSEMFGYATSLRSATQGR  664

Query  601  S  601
             
Sbjct  665  G  665

>WP_105128343.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DVVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_106287279.1 elongation factor G [Merismopedia glauca]
 PSB04507.1 elongation factor G [Merismopedia glauca CCAP 1448/3]
Length=690

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.



 Identities = 186/680 (27%), Positives = 314/680 (46%), Gaps = 
85/680 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGLVHKMGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STNWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G D   V   +RD++ A+ +              I   V++   
+ L+
Sbjct  129  
PRIVFVNKMDRTGADFYKVYGQIRDRVRANAVPIQLPIGSESDFKGIVDLVTMRALMYLD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI A              ++V E +D L EKY+ GE ++++++    
++  
Sbjct  189  
DQGKEFEETDIPADMADKVQEFRLKLIESVAETDDALTEKYLEGEELTQDEIKTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GE------
QGSAALC  250
               ++ P+  GSA K  G+QPL+DAV   L  PI           GE           
L 
Sbjct  249  
ILGTIVPMICGSAFKNKGVQPLLDAVLDYLPSPIEVPPIQGTLLNGEPTERRASDEEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGILKKGSYVLNSTKNKKERISRLIVLRADDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +     + G+ +   +  V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTFTGDTLCDDAKPVILESLFV-------------
PEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



               ++L  AL  L++ DP  R   D  T++ +++ +G + L+++   +  +YK+E  
V  
Sbjct  415  
QDMDKLSKALQALSEEDPTFRVNTDPETNQTVIAGMGELHLDILVDRMKREYKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P KA    I  +      +  + L V P    +G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETISKPAKAEGKYIR-
QTGGKGQYGHVVLEVAPGEPATGFEFVSKIVGGSIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + N V  GI+   E G+  G+ + D K+    G Y+   S+   F+    + +++A
+ ++
Sbjct  534  
YINPVEQGIKEACESGILAGYPMIDLKVTLIDGSYHDVDSSEMAFKIAGSMGIKEAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P ++L     D       +E    ++       ++P   +  
Y T
Sbjct  594  
APILLEPMMKIEVEVPDDFLGDIIGDLNSRRGQVEGMDSEQAIAKVKAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             +   T GR +   E   Y+
Sbjct  654  VIRSKTQGRGIFTMEFSHYE  673

>CDB45226.1 elongation factor G [Phascolarctobacterium sp. CAG:207]
Length=694

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 192/675 (28%), Positives = 318/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHDGGATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWDGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSP  162
            P + ++NK+D  G D  +VVQ ++D+L+A                   D+I  + +  
S 
Sbjct  129  
PRMAYVNKMDITGADFYNVVQMMKDRLNANAVPIQLPIGFEDTFQGMVDLIKMKAIVYSD  188

Query  163  EIVLEEN-TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +  EE   DI A              +AV E++D+L+ KY+ GE ++ E+++   
+++ 
Sbjct  189  
ALGKEEEFVDIPADMVEKANEYRQALMEAVAESDDELMMKYLEGEELTEEEVMAGIRKQT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAALCGS---  252
                + PV  GS+ K  G+QPL+DAV              G+    GE+     C 
S   
Sbjct  249  
IACKMTPVCCGSSYKNKGVQPLLDAVVAFMPAPTDIPHIKGVNPETGEEDERPSCDSEPF  308

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V       RE++ +I +M    + 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGTLGSGSYVYNSTKGKRERIGRILQMHANHREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V L D     T    K          P P++   + PKT A 
+E+
Sbjct  366  DMVYSGDI----
AAAVGLKDTTTGDTLCDEKAPIILESMVFPDPVISVAVEPKTKADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I+S +G + L+++   L  ++K+   V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVHTDPETAQTIISGMGELHLDIIVDRLLREFKVGCTVGNPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + +K+    +  +      +    L ++P   G G  +E++V  G + + +   
+
Sbjct  482  RETIRKSVKSEGKFVR-
QSGGKGQYGHCWLEISPREAGEGFLFENKVVGGAIPKEYIGPI  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             +G++  +E G+  G+ + D K+    G Y+   S+   F+    +       ++   
+L
Sbjct  541  
ENGVKEAMENGVVAGYPMVDIKVTVYDGSYHEVDSSEMAFKIAGSMGFRSGATKADPVIL  600



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY+   +  P++Y+     D       IE  + +    V    +P   +  Y 
TDL   
Sbjct  601  
EPYMKVEVTVPEDYMGDVIGDLNSRRGRIEGMEARNGAQVINAFVPLSEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     E+  Y+
Sbjct  661  TQGRGNYSMEVDHYE  675

>WP_000090353.1 elongation factor G [Streptococcus pneumoniae]
 B1I8Z9.1 RecName: Full=Elongation factor G; Short=EF-G
 ACA35557.1 translation elongation factor G [Streptococcus 
pneumoniae Hungary19A-6]
 ARD33961.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ARD36162.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  



DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_040928643.1 elongation factor G [Nosocomiicoccus massiliensis]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/684 (29%), Positives = 320/684 (47%), Gaps = 
75/684 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLD A+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDSAVTVLDAQSGVEPQTETVWRQATNYEVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSL------  160
            +F+NK+D+ G D    + ++RD+L A+                   ++K    L      
Sbjct  132  
VFVNKMDKIGADFDYAIGTIRDRLQANAHAVQYPIGAEDEFRGIIDLVKMKTYLYHDDLG  191

Query  161  ----SPEIVLE-ENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E E+   E  +A+IE     N+ ++E Y+ GE +S E L    ++   
D 
Sbjct  192  
QDIEEVEIPAEYEDKAQEMREALIEGLADVNEDVMEAYLGGEELSEETLKAAIRKATCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-------
GEQGSAALCGS------  252
              FPV+ G+A K  G+Q L+D +          +PI        E+   A  G       
Sbjct  252  
EFFPVFCGTAFKNKGVQLLLDGIIDYLPSPLEVKPIVGHMANDPEEEYIAKPGDDEPFTA  311

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---LAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSG+L     V+      RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPFVGKLTFFRVYSGSLDSGSYVSNTTKGKRERIGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 



Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLTEEKLGVILESMEFPEPVIHLSVEPKSKADQDKMS  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D+ T ++I+  +G + L+V+   +  ++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFTAYTDNETGQVIIGGMGELHLDVLVHRMKSEFNVECNVGAPMVSYRE  484

Query  423  RPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               + A        +      +  + +  TP   G+G ++E  +  G + + +  
+V +G
Sbjct  485  
TFTQPAQVQGKFSRQSGGRGQYGDVHIEFTPNEQGAGFEFEDAIVGGVVPREYIPSVEEG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  LE G L G+ + D K     G Y+   S+   F+  A + L++A K+    
LLEP 
Sbjct  545  
LKNALENGVLAGYPLVDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCKPVLLEPV  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVEIVMPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RSVCLTELKGYQ---AAVGQPVIQ  620
            R         Y+   A++ + +I+
Sbjct  665  RGTYSMVFDHYEEVPASISEEIIK  688

>WP_084233660.1 elongation factor G [Papillibacter cinnamivorans]
 SMC46968.1 elongation factor G [Papillibacter cinnamivorans DSM 
12816]
Length=694

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 192/688 (28%), Positives = 319/688 (46%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVNYKMGEVHDGNATMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++      
++
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGSVTVMCAKGGVEPQSETVWRQADHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P ++++NK+D  G D  +V++ + ++L  + +              I   V +  
+I   
Sbjct  129  
PRLVYVNKMDIMGADFFNVLRMIEERLKCNAVPIQLPIGSEDTFKGIIDLVEMKADIYYD  188

Query  166  -----------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                             L E   I+  +AV + +D+++EKY+ GE +  + + +  
+   
Sbjct  189  
DLGKDMRVEEIPADMKELAEEYHIKLLEAVSDFDDEIMEKYLEGETVPMDSVRKAIRAAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+Q L+DAV              G+    GE+       
SA  
Sbjct  249  
VAVKMIPVTCGSSYKNKGVQKLLDAVVDYLPSPLDVPDIKGVDPETGEEDSRPSDDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSGTL    +V       RE+  +I +M    + 
+I   
Sbjct  309  
SALAFKIMTDPYVGRLSFFRVYSGTLTTGSSVLNSTKGHRERFGRILQMHANHREDI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++R  I PKT A +E+
+  A
Sbjct  366  
DIVYSGDIAAAVGLKNTTTGDTLCDEKHPIILESMEFPEPVIRVAIEPKTKAGQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LMKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETI  485

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A   +    +      +  + +   P   G G ++ ++V  G + + F  AV  
GI+
Sbjct  486  
RKSADVDNKYARQSGGKGQYGHVKIIAEPNESGKGYEFINKVVGGAIPKEFIPAVDQGIQ  545



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D K+    G Y+   S+   F+  A +  ++A +++   
LLEP + 
Sbjct  546  
GAMQAGVLAGYPVVDVKVTLYDGSYHEVDSSEMAFKIAASMAFKEACRKADPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       I+  + +         +P   +  Y TDL   T 
GR 
Sbjct  606  
VSVIVPEEYMGDVIGDLNSRRGQIQGMEARTGAQQIDAFVPLSEMFGYATDLRSRTQGRG  665

Query  602  VCLTELKGY---QAAVGQPVIQPRRPNS  626
                E   Y     ++ + +I  R P +
Sbjct  666  QYSMEPSHYVEIPKSIQEKIIDKRFPQN  693

>WP_107630402.1 GTP-binding protein [Intestinibacillus sp. 
Marseille-P4005]
Length=860

 Score = 260 bits (664),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 200/629 (32%), Positives = 305/629 (48%), Gaps = 
54/629 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL E++LY +G +   G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKRIVVGILAHVDAGKTTLAEAMLYRAGVLRRLGRVDHRDAFLDTAALERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQA T  L+  L 
+  
Sbjct  61   
AVFDLAGTSVTLLDTPGHVDFSAEMERTLQVLDYAVLVISGTDGVQAHTHTLWRLLARHQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP V+F+NK+D A  +   ++  ++ +L    +       +     EEN  +        
Sbjct  121  IPVVVFVNKMDLASTERAGLLAELKKQLGEGCV--
DFNGNAARQAFEENLAV--------  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE+Y+ G+ + R+K +      ++  ++FP Y+GSA    G++ L+D +   
+  
Sbjct  171  CDETLLERYLDGQAV-RDKDI---AALIRTRTVFPCYFGSALHLQGVEDLLDGLD-



RYTD  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEMRIPS  298
            +   G AA    VFKV   + G R  YL+L  GTLR+R+ V+ +  G  + K+ +
+RI S
Sbjct  226  MPADG-
AAFGARVFKVARDEQGNRLTYLKLTGGTLRVREVVSGSEDGGWQEKVNQLRIYS  284

Query  299  KGEIVRTDTAYPGEIV-------ILPSDSVRLNDVLG------
DPTRLPRKRWRE--DPL  343
              +    +TA  G +         +P   + L  V G      +P    R R  +  
DP 
Sbjct  285  GMKYRTVETAECGMVCAATGLTHTMP--
GMGLGSVAGALSPALEPVLTYRMRLPDGCDPH  342

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
             ML          Q  RLL+      + DP LR   +  + EI L  +G VQLE++
+ L+
Sbjct  343  AML----------QNMRLLE------
EEDPQLRVSWNEASAEIHLQLMGEVQLEILARLI  386

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             E++          ++Y E     A    H E  P   +A + L + P   GSG+ 
+ S 
Sbjct  387  EERFGAAVQFDTGRIVYKETIASPAVGIGHFE--
PLRHYAEVHLLLEPGERGSGLVFASA  444

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
                 L+ ++Q  +   +      G L G  VTD KI    G  +   +   DFR     
Sbjct  445  
CPTDVLDLNWQRLILTHLGEKTHIGVLTGAPVTDMKITLLTGRAHVKHTEGGDFREATYR  504

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             + Q L ++ + LLEPY +F L  P+  + RA  D  +   + E  + K    V 
TG+ P
Sbjct  505  
AVRQGLMQADSILLEPYYAFRLEVPESCVGRAMSDIQRLDGSFEIPESKDGRAVLTGKAP  564

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               ++ Y T++A YT G      EL GY+
Sbjct  565  VSTLRDYWTEVAAYTRGEGRLSCELSGYE  593

>WP_050223623.1 elongation factor G [Streptococcus pneumoniae]
 CGG36739.1 elongation factor G [Streptococcus pneumoniae]
 CJQ29242.1 elongation factor G [Streptococcus pneumoniae]
 CJX78014.1 elongation factor G [Streptococcus pneumoniae]
Length=693



 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATILR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090352.1 elongation factor G [Streptococcus sp. oral taxon 
058]
 EHI77593.1 translation elongation factor G [Streptococcus sp. oral 
taxon 
058 str. F0407]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_021357392.1 GTP-binding protein [Lactobacillus plantarum]
 ERJ63172.2 elongation factor G [Lactobacillus plantarum 2025]
Length=672

 Score = 256 bits (654),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----



EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E  ++A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETIIQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP   F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPLYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_025434532.1 elongation factor G [Peptoclostridium 
acidaminophilum]
 AHM55487.1 elongation factor G [Peptoclostridium acidaminophilum 
DSM 3953]
Length=689



 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/681 (27%), Positives = 320/681 (47%), Gaps = 
65/681 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGGAQMDWMEQEKERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K N
+P +
Sbjct  72   
WKENRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSENVWRQANKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE-N  169
             F+NK+D  G +   VV  ++D+LSA+ +  Q               + +   + +
++  
Sbjct  132  
AFVNKMDITGANFIRVVDMMKDRLSANAVAMQLPIGAEDTFKGIIDLLEMKAIMYMDDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +IE  D                  A +E++++L  KY+ GE I+ +++    ++ 
V   
Sbjct  192  
NEIEIVDIPEDMVALAEERREMLVEAAVESDEELTMKYLEGEEITIDEIKSGVRKGVIAC  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI-----------GEQG------
SAALCGSV  253
            +L PV+ GSA K  G+  L+DAV      P+           GE+       S       
Sbjct  252  
TLNPVFCGSAYKNKGVPLLLDAVVAYMPSPLDVPAIQGITMDGEEDQRPSSDSEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  + ++K     +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPFVGKLAFFRVYSGVLESGSYVLNSTKDKKERIGRILQMHANSREEITHV---Y  368

Query  310  PGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +   S    D L D  +       E P P++   I PK+ A +E++  
AL +L
Sbjct  369  
SGDIAAAVGLKSTTTGDTLCDMDKPIILESMEFPEPVIHVAIEPKSKAAQEKMGVALQKL  428

Query  369  



ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  R   D  T + I+  +G + LE++   L  ++K+E  V  P V Y E   
+ A
Sbjct  429  
AEEDPTFRVRTDEETGQTIIGGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETITQGA  488

Query  429  S--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +    +      +  + + + P   G G +++++   G + + +   +  G++  
+E
Sbjct  489  
DIDNKYAKQSGGRGQYGHVKIRMIPNEPGKGYEFKNQTVGGSIPREYIGPIDAGLQSAME  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ V D  +    G Y+   S+   F+  A +  ++ +K+  + LLEPY    
+ 
Sbjct  549  
AGIVAGYPVVDVIVELYDGSYHEVDSSEMAFKVAASMAFKEGMKKGNSVLLEPYFKVEVV  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P++Y+     D       IE  + +    V    +P   +  Y T L   + GR+    
Sbjct  609  
TPEDYMGDVMGDLNSRRGRIEGMEAQTGAQVIRSLVPLSEMFGYSTQLRSMSQGRATYTM  668

Query  606  ELKGYQ---AAVGQPVIQPRR  623
                Y+   A++ + +++  R
Sbjct  669  IFDHYEQVPASIAKKIMEQGR  689

>WP_010485812.1 elongation factor G [[Pseudomonas] geniculata]
 KOF00286.1 translation elongation factor G [[Pseudomonas] 
geniculata N1]
Length=678

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 202/673 (30%), Positives = 310/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128



Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAATTVTPWDDAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGTLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP



Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_070458525.1 elongation factor G [Streptococcus sp. HMSC074B11]
 OFN95649.1 elongation factor G [Streptococcus sp. HMSC074B11]
Length=693

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_032462601.1 elongation factor G [Streptococcus pyogenes]
 EZM52429.1 elongation factor G [Streptococcus pyogenes 



ABC020047506]
Length=692

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 



Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFNHYE  675

>WP_006445772.1 MULTISPECIES: elongation factor G [Alicyclobacillus]
 EJY56852.1 translation elongation factor G [Alicyclobacillus 
hesperidum 
URH17-3-68]
 KRW91181.1 elongation factor G [Alicyclobacillus tengchongensis]
 SDW68254.1 elongation factor G [Alicyclobacillus hesperidum]
Length=691

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 314/672 (47%), Gaps = 
68/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA  V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGACAVFDAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  + V  ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIAYVNKMDIIGADFLACVDQMKERLGAKAVPIQLPIGAEDEFRGMIDLVEMKAIIYTD  188

Query  163  EIVLE-ENTDI-------------EAWDAVIENNDKLLEKYIAGEPISREKL---
VREEQ  205
            ++  + +NT+I             E  +AV E N++L+ KY+ GE ++ +++   
+RE  
Sbjct  189  
DLGTQAQNTEIPEELKDLAEEKRAELIEAVAEVNEELMMKYLEGEELTVDEIKAGLREGT  248

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ------GSA  247
             +VQ   LFPV  GS+ +  G+Q ++DAV                 P GE+         
Sbjct  249  CKVQ---
LFPVLCGSSYRNKGVQLMLDAVVDYLPAPTDVPAIKGVTPDGEEIERHSSDEE  305

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+       +  + R+YSG L     V       RE++ +I +M    + 
EI 
Sbjct  306  
PFSALAFKIMTDPFVGKLAFFRVYSGILESGSYVLNSTKGKRERIGRILQMHANHREEIS  365

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            R    Y G+I   +        D L D   +      E P P++  +I PKT A +
+++ 
Sbjct  366  RV---
YAGDIAAAVGLKDTTTGDTLCDEKNVVLLESMEFPEPVISVSIEPKTKADQDKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL++LA+ DP  +   D  T + I+  +G + LEV+   +  ++K+E  V  P V 
Y E
Sbjct  423  
IALSKLAEEDPTFKTYTDPETGQTIIQGMGELHLEVIVDRMQREFKVECNVGMPQVAYRE  482

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K          +      +  + +   PL  G G  +E+++  G + + +  
AV +G



Sbjct  483  
TITKRVDQEGKFVRQSGGRGQYGHVKVIFEPLERGQGFVFENKIVGGVIPKEYIPAVEEG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  +  G L G+ + D K     G Y+   S+   F+    + L+   +++   
LLEP 
Sbjct  543  
IQEAMRNGVLAGYPLVDVKATLYDGSYHDVDSSEMAFKIAGSMALKAGAEKAAPVLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +E    + +  +  G +P   +  Y T L   
T G
Sbjct  603  
MRVEVTVPEEYMGDILGDINSRRGRVEGMDTRNNASIVRGFVPLSEMFGYSTSLRSRTQG  662

Query  600  RSVCLTELKGYQ  611
            R     EL  Y+
Sbjct  663  RGTYSMELAAYE  674

>OIN96725.1 translation elongation factor G [Deltaproteobacteria 
bacterium 
CG1_02_45_11]
Length=681

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 199/665 (30%), Positives = 315/665 (47%), Gaps = 
71/665 (11%)

Query  10   
AHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCK  69
            AH+DAGKTT TE +LY +G   + G V+ G    D M  E++RGITI +AVT+ QW   
+
Sbjct  17   
AHIDAGKTTATERILYYTGRSHKIGEVDNGEAIMDWMPDEQERGITITSAVTTCQWQGSE  76

Query  70   
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINK  129
            + I+DTPGH+DF  EV RSL VLDGAI +  A  GV+ Q+  ++    K  +P + 
FINK
Sbjct  77   
IQIIDTPGHVDFTVEVERSLRVLDGAIGIFCAVGGVEPQSETVWRQADKYLVPKIAFINK  136

Query  130  IDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------------
IVLEEN------T  170
            +D+ G      ++ +++KL A+ +I Q    + E             IV +++      
T
Sbjct  137  
LDRVGASFFGAIEMMQEKLKANPLILQLPVGAEEEFAGVIDLINMKQIVWDDDTLGATYT  196

Query  171  DIEAWDAVIEN---------------



NDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            D E + A +E                +D+++E Y++  PI  EKL+   +R      
L P
Sbjct  197  
DEEIFPAYLEKAEEYREKLIETIAEVDDEIMEAYLSEIPIPSEKLLAAIRRATIALKLVP  256

Query  216  VYYGSAKKGLGIQPLMDAVTGLF------QPIG----EQGSAALCGS---------
VFKV  256
            V  GSA K  GIQPL+DA+           PI     E G+   C +         
+FKV
Sbjct  257  
VLCGSALKNKGIQPLLDAIVQFLPSPADVPPIKGIHPETGATLECRASDTDPLAALIFKV  316

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVRTDTAYPGE  312
              T+ G++  ++R+YSG +  ++ V    R   EKL +I  M    K    R D A  
G 
Sbjct  317  SMTE-GRKLSFVRIYSGRMNSKENVYNPYRKTQEKLSRIFRMHANKKE---
RIDAAGAGS  372

Query  313  IV----
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            IV    +  S +      +  P  L +  + E   P++   + PKT A +E+L   
+ + 
Sbjct  373  IVGVVGLKESSTGETLCSIDHPVLLEKIEFYE---
PVISIAVEPKTHADQEKLDQVIEKF  429

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK--  426
               DP L+C+ D  T + ILS +G + LE++ + +  ++K    V +P V+Y E   
K  
Sbjct  430  
IAEDPTLKCKKDEDTGQTILSGMGELHLEIIISRMRREFKTSVNVGKPQVVYRETIDKET  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             AS     E+     +  + L + P+S G+G ++ S ++   + ++F  A+  GI   
LE
Sbjct  490  
EASAVFDREISGQRHFGDVRLRLRPMSRGAGNRFGSEITDEIIPKAFIAAIEKGIMESLE  549

Query  487  QGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G   G+ V D ++    G     +ST   +   A +   QALK+    LLEP ++  
++
Sbjct  550  
SGAQMGYPVVDVEVVLIGGSSKESLSTDLAYTVSASMACNQALKDGRPFLLEPIMNVEVF  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P  ++     D       IE+ + K D  V    +P   +  Y T L   T GR     
Sbjct  610  
VPDSFMGDIIGDINSRGGKIESLEHKMDVGVIKAIVPLSSMFGYSTSLRSATQGRGTFTM  669



Query  606  ELKGY  610
            +   +
Sbjct  670  QFSHF  674

>WP_087233304.1 GTP-binding protein [Pseudoflavonifractor sp. An176]
 OUP63101.1 translation elongation factor G [Pseudoflavonifractor 
sp. An176]
Length=847

 Score = 260 bits (664),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 189/630 (30%), Positives = 306/630 (49%), Gaps = 
39/630 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +  GI+AHVDAGKTTLTE++LY +G I   G V+ G    DT  LER+RGITI 
A  
Sbjct  1    
MKRLTTGIMAHVDAGKTTLTEAMLYLTGNIRRLGRVDHGDAFLDTQELERERGITIYAKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ +VDTPGH+DF AE  R+L VLD AILV+S+ DGVQ  T  L+  L 
+  
Sbjct  61   
AILRRGDLELTLVDTPGHVDFSAETERALQVLDCAILVVSSADGVQGHTETLWQLLEEAG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDAVI  179
            +P  +F+NK+DQ      ++++ +  +L    +              +  D EA  
+   
Sbjct  121  VPVFLFVNKMDQPNEGKTAILKQLEGRLGHGFV--------------
DMADPEARGEGAA  166

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-F  238
              ++ L+E+Y++GE  ++E+L       V    LFPVY+GSA +  G++ L+D +     
Sbjct  167  LCSEALMERYLSGEEFTQEELA----
ALVVQRQLFPVYFGSALQVEGVEELLDGIEAYTL  222

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +P   Q   A    VFK+   + G+R  +L++  G +R+R+ +     E+ K+ +
+R+ S
Sbjct  223  EPEWPQDFGA---RVFKITRDERGERLTWLKVTGGQMRVREVLHGPNWEE-
KVNQIRLYS  278

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL-
PMLRTTIAPKTAAQ  357
              +    D A  G +  +      L            + W    L P+L   + P     
Sbjct  279  GAKFTAVDVAPAGTVCAVTG----
LTHTTAGEGLGAEENWTGPRLEPVLSYQVIPPEGVN  334



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               LL+ L +L + DP L+ E +    ++ +  +G+V  EV+   L  ++ L+      
S
Sbjct  335  
ASTLLERLRRLEEEDPQLQVEWEPHAEQVRVKLMGQVHREVLERELRRRFDLDVTFGPGS  394

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            ++Y+E   RP++   H       P   +A + L + PL  G+G+Q ++  S   L+ 
++Q
Sbjct  395  IVYLETLARPVEGVGH-----
FEPLRHYAEVHLLLEPLERGAGLQIDTVCSEDVLDGNWQ  449

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +      G L G  +TD K+    G  +   +   DFR      + Q L    
T
Sbjct  450  
RLILTHLVERQHVGVLTGSPITDLKLTLLTGKGHLKHTEGGDFRQATYRAIRQGLMMGET  509

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+ +F L  P E + RA  D  + C   E  Q++ +  V TG +P   +  Y 
+ +
Sbjct  510  
ILLEPWYTFRLEVPGESVGRAMTDVQRMCGEFEGPQMRGETAVLTGSLPVSEVGEYWSQV  569

Query  594  AFYTNGRSVCLTELKGYQAAVG-QPVIQPR  622
            A YT GR      L GY+     Q V++ R
Sbjct  570  AAYTQGRGRFSCRLDGYRPCHNTQQVVEER  599

>KPK86886.1 elongation factor G [Deltaproteobacteria bacterium 
SM23_61]
Length=685

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/680 (29%), Positives = 314/680 (46%), Gaps = 
85/680 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +LY SG   + G V  G    D M  E++RGITI 
+AVT
Sbjct  10   
RIRNIGIMAHIDAGKTTVTERILYYSGRSHKIGEVHDGEATMDWMRQEQERGITITSAVT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W   +++++DTPGH+DF  EV RSL VLDGAI V  A +GV+ Q+  ++H   
+  +



Sbjct  70   
SFPWGGHEIHLIDTPGHVDFTIEVERSLRVLDGAIAVFDAVNGVEPQSETVWHQADRYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + F+NK+D+ G D  + V+ +++KL A                   D+I  + V    
Sbjct  130  
PRLTFVNKMDRVGADFFNTVEMMKEKLGANPALIQIPLGAEDRFRGIIDLIRMKAVIWDE  189

Query  159  ----------SLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                       + PE   E E    +  +A+ E +D L+EKY+  + I  E++ R  
+  
Sbjct  190  
ETLGATFREEDIPPECTAEAERYREKLLEALAERSDSLMEKYLGAQEIPAEEIHRVLREA  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSA-------A  248
                 + PV  G+A +  GIQPL+DAV G             F P  ++  +        
Sbjct  250  
TLKFDMVPVLSGAALRNKGIQPLLDAVVGYLPSPLDVPPIQGFNPKTKEAESRRSSDQEP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRL-----------RDTVA----
LAGREKLKITE  293
                 FK+  TD G++  Y R+YSG L+            R+ VA    +   +K 
++ E
Sbjct  310  FSALAFKI-
MTDEGRKLTYFRVYSGVLKAEQEIYNSTKGKRERVARLFRMHANKKERVPE  368

Query  294  
MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +R    G+IV       G       D++   D    P  L R  + E   P+    
I PK
Sbjct  369  VR---AGDIV----GAAGLKETATGDTLCAED---HPITLERIDFYE---
PVTSVAIEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            +   +E+L   L +LA+ DP  R + D  T + ++S +G + LEV+   L + + +   
V
Sbjct  416  
SRQDQEKLDFFLQKLAEEDPTFRVKFDEDTGQTVISGMGELHLEVIVRRLLDDFHVSVNV  475

Query  414  KEPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V+Y E   +A  A      E+     +  + L V P S G+G +++ + S G 
+  
Sbjct  476  
GKPQVVYRETVTEAAEAEGKFEREIDGAMNYGHVRLRVEPRSRGAGFEFDGKSSDGTIPA  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F   +  G +     G L G+ V D ++    G +    STP  ++  + +   
+A ++



Sbjct  536  
EFIPGIETGAKESTGNGPLAGYPVVDLRVILLGGTFREGTSTPLAYQVASAMAFREACQK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
                LLEP +   +  P++++     D     A IE    K    +    +  + +  
Y 
Sbjct  596  
GCPVLLEPIMKTEVVVPEDFVGEVIGDLGARKARIEQIVAKGKVSLVEAFVSLKEMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGY  610
            TDL   T GR     +   +
Sbjct  656  TDLRSLTQGRGTFTMQFHRF  675

>WP_050279077.1 elongation factor G [Streptococcus pneumoniae]
 CJK06199.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_101356114.1 elongation factor G [Bacillus camelliae]
 PKR83110.1 elongation factor G [Bacillus camelliae]



Length=692

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 314/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ D+L A                   D++  + +    
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHDRLQANAHAIQLPIGAEDQFEGIIDLVEMKAIMYGNDLG  191

Query  166  LE-ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E E  +I A              +AV E +++L+EKY+ GE I+ ++L    ++   
+ 
Sbjct  192  
TEIEEVEIPAEYKDQAEEYHEKLVEAVAELDEELMEKYLGGEEITVDELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAALCGSV--------------  253
              +PV  GSA K  G+Q ++DAV   L  P+     +G+A     V              
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTAPDSDEVIEKHSSDDEPFAAL  311

Query  254  -FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL+    V       RE++ +I +M    + EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLQSGSYVTNSTKGKRERVGRILQMHANHRAEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++  ++ PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIELSVEPKSKADQDKMTTALQK  428



Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMKREFKVEANVGAPQVSYRETFRSS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G G ++E+ +  G + + +  AV+ G+   
L
Sbjct  489  
AQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
ERGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKIAASLALKNAASKCNPVILEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL             +E  + + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
VIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSSTQGRGVFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_046865358.1 elongation factor G [Microvirga massiliensis]
Length=691

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 185/667 (28%), Positives = 304/667 (46%), Gaps = 
62/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILFYTGKSHKLGETHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K +
+P +
Sbjct  72   
WHDKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDGNQGVEPQTETVWRQADKYDVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V  + D++                     D+I  + +  S 
E +
Sbjct  132  
VFVNKMDKTGANFFKCVSDIVDRVGGKPVCLQLPVGSESDFRGAVDLIKMKAIVWSGEAL  191

Query  166  LEENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              +  +IE                 +A +E +D  +  Y+ GE      L R  +  
VQ 
Sbjct  192  
GAKYDEIEIPAELQDQAAEYRQKLVEAAVELDDDAMTAYLDGEEPDENTLRRLVRLAVQK  251

Query  211  
ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRR-----  265
             +  PV  GSA K  GIQPL+DAV        ++   A+ G  +K E     + R     
Sbjct  252  RAFHPVLCGSAFKNKGIQPLLDAVVDFLPSPADR--
EAIKGIDYKTEEEVVRRPRDDEPF  309

Query  266  ----------------VYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
                             + R+YSG +    ++  + R+K  ++  M +           
A
Sbjct  310  
SMLAFKIMDDPFVGTITFCRVYSGKVESGASLLNSTRDKRERVGRMLLMHANNREDVKEA  369

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+IV L     VR  D L DP +       E P P++   I PK+ A +E+L  
AL +
Sbjct  370  
FAGDIVALAGLKDVRTGDTLCDPNKPVILERMEFPEPVIEIAIEPKSKADQEKLGVALAK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA  DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + E+  
+ 
Sbjct  430  
LAAEDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFREKISRR  489

Query  428  A--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A   +T   +   +  +A + L V P   G+G  +ES++  G + + +   V  G+   
L
Sbjct  490  
AEVDYTHKKQTGGSGQFARVKLVVEPNEPGAGFVFESQIVGGSVPKEYIPGVEKGLESVL  549

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G+  G+ V D K+    G Y+   S+   F   A   L + L++  + LLEP +   
+
Sbjct  550  



GAGVVAGFPVVDLKVTLTDGAYHEVDSSALAFEIAARAALREGLQKGNSVLLEPIMKVEV  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY      D       I+   ++ + VV    +P   +  Y  +L  ++ GR
+   
Sbjct  610  
VTPEEYTGSVIGDLNSRRGQIQGQDMRGNAVVVNAMVPLMNMFGYVNNLRSFSQGRATFT  669

Query  605  TELKGYQ  611
             +   Y+
Sbjct  670  MQFDHYE  676

>WP_094834521.1 GTP-binding protein [Bacillaceae bacterium SAS-127]
 OZI12633.1 elongation factor G [Bacillaceae bacterium SAS-127]
Length=651

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 177/606 (29%), Positives = 290/606 (48%), Gaps = 
15/606 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I + G V+      D   LERQRGIT+ A      
+
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKSIKQRGRVDHQEAFLDHHELERQRGITVFADQAVMSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF AE+ RS+ VLD AI++ISA +G++  T  ++  LRK 
NIPT  
Sbjct  65   
RDSTYYLIDNPGHVDFSAEMERSIQVLDYAIVLISAVEGIEGHTETVWQLLRKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D++ V++ +R + S D I +   S  P        D E  + + E 
+++L
Sbjct  125  FINKIDRVGADVEGVLEELRSEFSPD-ICEMLDSFHP-----
TEMDEEMLEFLAERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+  E    +  + + +  +Q   LF    GSA + +G+    D    L      
+ 
Sbjct  179  LERYM-
DEGYQPDLWLVKMKELIQSGELFLCASGSALQDVGVSKFFDVFDQLTDTNFPE-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   V+KV + D G R  +++  SGTLR+RD +   G  + K+T++R  S  +    



Sbjct  237  VEPFSSRVYKVRHEDNGTRITFMKALSGTLRVRDEIHYGGMTE-
KVTQIRKYSGQKFQAV  295

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            D    GE+  +   +       GD      ++   + +P L++ +  +T    + 
+L   
Sbjct  296  DQVGAGELFAVVGLT---
KAAAGDGVGTLTEKAVYEMVPTLKSKVMVETNVHMKEVLRCF  352

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L    D    +I +  +G +QLEV+  ++ E++  +    EP+++Y 
E   
Sbjct  353  
QILDAEDPALAVTWDESLQQIHIHVMGPIQLEVLKQVVKERFGFDVSFAEPNILYKETIE  412

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             A     H E  P   +A + L + P +  SG+ +E+      L    QN VR  +    
Sbjct  413  TAVIGYGHFE--
PLGHYAEVQLKLEPAASNSGIHFENACHPNDLPVGNQNLVRHHLFEKE  470

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             +GL  G  +TD K+    G  +S  ++  DFR      L Q L+++   LLEP+  
F +
Sbjct  471  
HRGLLTGSPLTDFKVTLLNGRAHSQHTSGGDFREATIRALRQGLEKARNVLLEPFYQFKI  530

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                + + +   D      + E    + ++    G++P      Y T+LA +T G+    
Sbjct  531  
KVDLDQMGKVLADIQTAHGSFEPPITEGNKATLIGKVPVVTFMHYSTELAAFTQGKGRIH  590

Query  605  TELKGY  610
                GY
Sbjct  591  LSFGGY  596

>WP_092276970.1 elongation factor G [Brevibacillus sp. OK042]
 SFK96897.1 translation elongation factor 2 (EF-2/EF-G) 
[Brevibacillus sp. 
OK042]
Length=692

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 312/673 (46%), Gaps = 
75/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ QT  ++    +  
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVFDAKGGVEPQTETVWRQADRYGVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             +INK+D  G + +  +  ++ +L A+ +  Q                            
Sbjct  132  
CYINKMDILGANFEMTLGQIKTRLGANPVAIQYPIGAEDHFKGMVDLIEMKAIVYTDDLG  191

Query  157  TVSLSPEIV--LEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              S S EI   L+E  D   +   +A  E +++L+ KY+ GE ++ +++    ++   
+ 
Sbjct  192  
KTSDSTEIPADLKERCDELRLALVEAAAEQDEELMMKYLEGEELTNDEIRAALRKGTIEC  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAALC  250
             L PV  GS+ +  G+QP++D V                         +P  + G     
Sbjct  252  
KLTPVMCGSSYRNKGVQPMLDNVVAYLPSPVDIPAIKGTLPDTEDEVERPADDNGP--FS  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       R  + R+YSG L     V       RE++ +I +M    + EI    
Sbjct  310  
ALAFKIMTDPYVGRLTFFRVYSGVLNSGSYVLNSTKGKRERVGRILQMHANHREEI---Q  366

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERL  361
            T Y G+I    + +V L D     T    K        E P P++   I PK+ A 
++++
Sbjct  367  TVYSGDI----
AAAVGLKDTTTGDTLCDEKSPVILESMEFPEPVISVAIEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L++LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E+ V  P 
V Y 
Sbjct  423  
GIGLSKLAEEDPTFRTRTDEETGQTIISGMGELHLEIIVDRLKREFKVESNVGAPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K A        +      +  + +   PL  G G Q+E+++  G + + +  



AV+ 
Sbjct  483  
ETFRKEAKVEGKFVRQSGGRGQYGHVWVEFAPLEPGQGFQFENKIVGGVVPREYIPAVQA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G+  G+ + D K     G Y+   S+   F+    + L++A K+ G  
LLEP
Sbjct  543  
GIEESMKNGVIAGFPLVDIKATIVDGSYHDVDSSEMAFKVAGSLALKEAAKKCGAVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       IE  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
IMKVEVTMPEEYMGDVMGDLNSRRGRIEGMEARANAQVIRAMVPLSEMFGYSTILRSRTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR V    L  Y+
Sbjct  663  GRGVYSMVLDHYE  675

>WP_042213600.1 GTP-binding protein [Paenibacillus borealis]
 AIQ58565.1 elongation factor G [Paenibacillus borealis]
Length=652

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 186/643 (29%), Positives = 307/643 (48%), Gaps = 
37/643 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I +G+LAHVDAGKTT  E LLY + AI   G V+   T  DT  +E+ RGIT+ 
A  
Sbjct  1    
MNNITVGLLAHVDAGKTTFAEQLLYHTEAIRSRGRVDHQDTFLDTHEIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   +  ++DTPGH+DF  E+ R L VLD A++++SA +GV++ T  ++  
LR+ N
Sbjct  61   
AEFVYKNTRYFLLDTPGHVDFSPEMERCLQVLDYAVVILSAVEGVESHTETVWQLLRQHN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINK D+ G D Q V++ +R +LS + +      + P++  E  T+ E    
+ E
Sbjct  121  IPTLFFINKTDRTGADPQRVLEEIRQQLSGNAL------MLPQLPGEALTE-
EMRAFIAE  173

Query  181  NNDKLLEKYIAG---



EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D LLE Y+ G   + + R  L       V+   +FP   GSA   LG+   ++ 
+  L
Sbjct  174  RDDALLEMYLEGALADNVCRSAL----
PDMVKRGGIFPCMQGSALLDLGVDEFLEYLDAL  229

Query  238  -FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITE  293
             F     Q      G V+K+ + + G R  Y++   G L+ R+++       R   
++T 
Sbjct  230  TFSEYDHQ--
LPFAGRVYKIRHDEKGTRITYIKALQGVLKNRESLEYGHAPERASGRVTG  287

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAP  352
            +R  +  +    D A  GE+  +    V L++ L G              +P L++ 
+  
Sbjct  288  IRKYNGTKYASADWAAAGELFAV----
VGLSEALPGTGVGELADHQESGLIPTLKSKVLF  343

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K     + LL A  QL   DP L    D    E+ +  +G +QLE++  +++E+++
+   
Sbjct  344  
KPPVHLKELLHAFGQLGAEDPSLNVSWDEELQELHIHVMGAIQLEILEQIMAERFRIRIA  403

Query  413  VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR-----
VSLG  467
               P ++Y E          H E  P   +A + L +     GSG+ Y +      
+++G
Sbjct  404  FGPPEILYKETITGTVYGCGHFE--
PLGHYAEVHLKLEAGERGSGITYINNCHPDDLAVG  461

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            Y +Q  Q+ +  G  +GL   L G  +TD KI    G  ++  ++  DFR  A   
L Q 
Sbjct  462  YQHQIGQHLLESG-HHGL---
LTGSPLTDLKIILLSGRAHNKHTSGGDFREAAYRALRQG  517

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+++   LLEP     +    +Y+ +   D  +   +    ++ + + V +G +PA    
Sbjct  518  
LEQAENLLLEPVYDLKIRIDSDYVGKVMSDIQQASGSFNPPEITESKAVISGTVPAASFM  577

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             Y   LA  T G+      + GYQ     + V+Q R  N   D
Sbjct  578  NYGVRLASMTQGKGSLSLRVAGYQPCHQTESVVQQRNYNKNAD  620

>WP_096411629.1 elongation factor G [Thermus thermophilus]
 BAW02257.1 elongation factor G [Thermus thermophilus]



Length=691

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 198/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +GT   D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGKIHKIGEVHEGTATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKGHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE           L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPCPLDIPPIKGTTPEGEVVEIHPDPDGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---



RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDLKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_088795084.1 elongation factor G [Streptococcus pneumoniae]
 SNL96461.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   



Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_038538444.1 elongation factor G [Bacillus sp. X1(2014)]
 AIM16666.1 elongation factor G [Bacillus sp. X1(2014)]
Length=693

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 315/671 (47%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P ++F+NK+D+ G D    V ++ ++L A                   D++    V    
Sbjct  129  
PRIVFVNKMDKIGADFLYSVNTLHERLQANAHAIQLPIGAEDQFHGIIDLVEMHAVFYGN  188

Query  159  SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI + E         E +     +AV E +++L+EKY+ GE I++E+L    
++  
Sbjct  189  
DLGTEIEVREIPEEYRAQAEEYREKLIEAVAELDEELMEKYLGGEEITKEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG----------------
EQGSA---A  248
             +   +PV  GSA K  G+Q ++DAV   L  P+                 E+ S+    



Sbjct  249  
VNVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPVDVPAIKGHVPDAEDEVIERHSSDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V       RE++ +I +M    + 
EI +
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANHRQEISK  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +        D L D   L      + P P+++ ++ PK+ A ++
++  
Sbjct  369  V---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIQLSVEPKSKADQDKMAT  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D+ T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLQEEDPTFRAHTDAETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRET  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +  AV  
G+
Sbjct  486  
FRASAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEQGL  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  546  
KDAMERGVLAGYPMVDIKAKLFDGSYHDVDSSEMAFKIAASLALKNAASKCQPVILEPVM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL             +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  606  
KVEVVIPEEYLGDIMGSITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSATQGR  665

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  666  GVFTMHFDHYE  676

>WP_094369384.1 GTP-binding protein [Romboutsia weinsteinii]
 OYO32719.1 elongation factor G [Romboutsia weinsteinii]
Length=659



 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 167/638 (26%), Positives = 301/638 (47%), Gaps = 
25/638 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTT  E +L+ +  I + G V+   T  D+  LE+ RGITI +   
+F +
Sbjct  5    
VGILAHVDAGKTTFCEQVLFHTNTIRKRGRVDHRDTFLDSHILEKNRGITIFSEQGNFVY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ ++D A+L+IS  + VQ+ T  +F  L K N
+P  I
Sbjct  65   
NDSNYYLIDTPGHIDFSPEMERAIKIMDYAVLIISGVEKVQSHTETVFRLLEKYNVPAFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D+ G +   V++ +   LS D+I  +      E  L EN      + + + 
N+ L
Sbjct  125  FVNKMDRDGANKDEVLKEIHRSLSEDVI--EITEDFNENSLSEN----
LIEFIADRNNDL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LE Y+ G     E  +   +  ++ + ++P Y+GSA + +GI   +D +  + +    
+ 
Sbjct  179  LELYLDGN-
YEEELWIDSMKSMIKKSKIYPCYFGSALQDVGISKFIDILDKMTYTSYKKD  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKL--
KITEMRIPSKGE  301
            G     G+V+K+++ + G+R  Y++   G+++ RD V  +   EK+  KI+ +R+ 
+  +
Sbjct  238  GD--
FVGTVYKIKHDENGKRLTYIKALEGSIKPRDEVKYIKNNEKIYNKISNIRLYNGSK  295

Query  302  IVRTDTAYPGEIVI-------
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
                +    G++         +P D + + D      +L      E  +P +++ +   
+
Sbjct  296  FTMQNYVQAGQLFTVLGITDAIPGDYITIGDTENTLDKLTSSNKVE-
LIPNMKSKLLFDS  354

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            +     +      L   +P L  + +    EI +  +G++QLE++  ++ E++ +     
Sbjct  355  
SLNINDVFRYFKILESEEPALNIDYEDTLKEIHIHVMGKIQLEILKEIMKERFGIYVDFG  414

Query  415  



EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               ++Y E   +      H E  P   +A + L + P    SG+ ++S   +  L    
Q
Sbjct  415  PCEILYKETICENTVGYGHFE--
PLGHYAEVHLKIEPAPRSSGITFKSIAHVDNLQLGHQ  472

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N V+  I   + +G+  G+ +TD  I    G  ++  ++  DFR      L Q ++
+   
Sbjct  473  
NLVKTHIFEKVHRGILGGFELTDLNITLLNGRAHNKHTSGGDFREATLRALRQGIEQVEN  532

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEPY  F +    EYL R   D  KY    E  ++  D+    G  P      Y  
+L
Sbjct  533  
IILEPYYKFRIEVNTEYLGRVLSDIQKYFGEFEPPELYNDKSTINGRGPVATFMDYSMEL  592

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRP-NSRLDK  630
              +T GR        GY        I  R+  N  LD 
Sbjct  593  TSFTKGRGSVSFIFDGYDKCHNHEEIIKRKAYNKNLDN  630

>WP_029178041.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188



Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  



ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_075503646.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=692

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/656 (29%), Positives = 300/656 (46%), Gaps = 
60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  ++D+L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIKDRLGAKPLVLQ-
VPIGIEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E ++KL+E Y+ GE I  E LV+  +
+   
Sbjct  191  
LGAEWEYKDIPDDLKEITEKYRTELVETAVEQDEKLMESYLNGEEIKEEDLVKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALC  250
            + S  PV  GSA K  G+QPL+DAV        + GS                   
++  
Sbjct  251  
NFSFVPVLTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGTKVGSEDEVEMKFDDGSSFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            G  FKV          ++R+YSGT++    V  +  +K  ++  M +           
A 
Sbjct  311  



GLAFKVANDPFVGSLTFVRIYSGTIKSGTAVYNSSSDKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L    +      L D          E P P++   + PKT   +E++ 
+AL +L
Sbjct  371  
AGDIVSLAGLKNTMTGHTLCDKENPVLLEPMEFPDPVIEIAVEPKTKGDQEKMGEALARL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E   
K+A
Sbjct  431  
AKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETIEKSA  490

Query  429  SHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             +  IH +       +A + L V P   G G + ES +  G + + F   V  GI    
+
Sbjct  491  
EYEYIHKKQSGGAGQFAKVKLFVEPQEPGKGREVESAIKGGAIPKEFIPGVEKGIETVSD  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    GL++   S+   F   +    ++A  + G +LLEP +   
+ 
Sbjct  551  
SGILAGFPMIDYKVTIVDGLHHDVDSSVLAFELASRACFKEACTQGGLKLLEPIMRVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR+
Sbjct  611  TPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_070109889.1 GTP-binding protein [Clostridium acetireducens]
 OFI06604.1 tetracycline resistance protein TetM [Clostridium 
acetireducens 
DSM 10703]
Length=651

 Score = 256 bits (653),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 169/598 (28%), Positives = 284/598 (47%), Gaps = 
17/598 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+  +   D+  +E++RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKSAFLDSHSIEKERGITVFSDQGFFEY  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R++ V+D AI++IS  +GVQ  T  ++H LRK 
NIPT  
Sbjct  65   
NSSNYYLIDTPGHIDFSSEMERAIEVMDYAIIIISGVEGVQGHTETVWHLLRKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++++V+  +R  L+ D+          E    +N   E  + + E 
+D+L
Sbjct  125  FINKIDRVGANVENVLDEIRLNLTKDL------
CFITESFDGQNMKDELIEFIAEKDDEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             EKYI  E   ++  +   ++ +++  +FP   GSA + + I   +  +  +        
Sbjct  179  FEKYI-DENYEKDLWLNSMKKMIKENKIFPCISGSALQDINIDSFLKKLD-
ILTYTDYND  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
                 G V K+ + + G R  Y++  SGTL++++ + L   +     KI E+RI +  
+ 
Sbjct  237  
KKEFSGQVCKIHHNEKGNRITYIKALSGTLKVKENLCLCSYKDNFYEKINEIRIYNGIKF  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    GEI  +       N  +GD     RK+   + +P L++ +    +   
+ +L
Sbjct  297  KSVDKVSAGEIFAVTG---
LKNASIGDGVGTLRKKSNYEMVPTLKSKVIFDKSINAKDIL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    D    EI +  +G +QLEV+  L+ E++ L        +
+Y E
Sbjct  354  
SYFKILEAEDPALNIIWDENLQEIQVHIMGIIQLEVLKELVEERFYLSIDFGPCEILYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                 +    H E  P   +A + + + P    +G+ +++      L    QN VR  
I 
Sbjct  414  TISTESIGYGHFE--
PLGHYAEVHIKLEPTKRNTGIIFDNVCHTDDLTIGNQNLVRTHIY  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G+  G  +TD KI    G  ++  +T  DFR      L Q L+ +   
LLEPY  
Sbjct  472  



EREHRGILTGSPITDLKITLLTGRAHNKHTTGGDFREATFRALRQGLENTKNILLEPYYR  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            F +    +Y+ R   D  K   + E  Q   ++ +  G  P      Y  +    T 
G
Sbjct  532  
FKIKVDIDYMGRVLSDIQKLNGSFEPPQTNCNKAIIIGRGPVSTFMNYSMEFISLTKG  589

>WP_051635853.1 GTP-binding protein [Lachnospiraceae bacterium 
AC2012]
Length=870

 Score = 260 bits (665),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 190/624 (30%), Positives = 306/624 (49%), Gaps = 
44/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+ES+LY +G I   G V+   T  DT  +ER RGIT+ 
+ +
Sbjct  1    
MKKIVAGILAHVDAGKTTLSESMLYLTGEIRSLGRVDHRDTFLDTDDIERARGITVLSKM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  +   ++  VDTPGH+DF AE+ R+L VLD AILVIS  DGVQ+ TR L+  L 
+  
Sbjct  61   
ASLTYKDLEITFVDTPGHVDFSAEMERTLPVLDYAILVISGLDGVQSHTRTLWKLLSRYE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV-
LEENTDIEAWDAVI  179
            IPT +F+NK+D        +    ++++ ADI+ K    LS   V   + +  +  
+ + 
Sbjct  121  IPTFLFVNKMD--------ITHRTKEEIQADIMEK----
LSDNCVDFSDASRNDTAEHLA  168

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-  238
              +D L E++ A   +  E + +  Q+R     +FPV YGSA K  G++  +D +     
Sbjct  169  MCSDLLFEEFDAMGNVQEESIRKAIQKR----
EVFPVLYGSALKMEGVEAFLDILEKYVD  224

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMR  295
             P+      A  G V+K+       R+ +L++  GTL+ +D V   G    E  K+ 
E+R
Sbjct  225  NPV---
FGDAFGGKVYKINRDKNHARQTFLKVTGGTLKAKDLVLPYGAYPDEAEKVNEIR  281

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW---



REDPLPMLRTTIAP  352
                  I + D   P + V    ++  L  V G     P +      +  +P L   
++ 
Sbjct  282  ------IYKGDKYEPAQFV----
NAGELCAVTGLENTYPGQGLGAEEDSDVPSLEPVLSY  331

Query  353  KTAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
            +      +    +L+ L +L D DP+L  E +    EI +  +G+VQ+EV+   +  
+++
Sbjct  332  
QVLLSENQNPHLILEDLRELEDEDPMLHIEWNEKLQEIHVHLMGKVQIEVLKERMRTRFQ  391

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
             E      +++Y E   +      H E  P   +A + L++ PL   SG+  E+   
+  
Sbjct  392  EEVDFGTGNIMYKETIAEPTMGHGHYE--
PLKHFADVVLTMEPLPENSGIVVETECPVDN  449

Query  469  LNQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            LN+++Q+ V + +    + G+   + +TD KI    G  +   +   DFR    I 
+   
Sbjct  450  
LNKNYQHQVMNQLMRREQAGVLTCSPLTDVKITLVDGKSHKKHTEGGDFRKATGIAVRDG  509

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  +   LLEPY    L  PQ  + RA  D  K   T+ + ++  +  V  G++P  
C  
Sbjct  510  
LLRTDCVLLEPYYHVTLEIPQSSVGRAMMDIEKMHGTMASPEIHGEHCVLEGDVPVVCAM  569

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y +++A YT G      EL GY+
Sbjct  570  DYASEVAAYTGGVGEIRMELSGYK  593

>WP_057906205.1 elongation factor G [Lactobacillus aviarius]
 KRM53088.1 elongation factor G [Lactobacillus aviarius subsp. 
araffinosus 
DSM 20653]
Length=697

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 320/671 (48%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T



Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQANTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    V ++RD+L A+ + ++  +    E      ++E   D
+   
Sbjct  131  
PRIVFVNKMDKIGANFDYSVDTIRDRLQANPLPVQMPIGAEDEFEGVIDLIEMKADLYDE  190

Query  173  ----EAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  WD V                 IE     +D+++EKY+ GE IS ++L    
+R 
Sbjct  191  
DKLGSKWDTVDIPEEYREEAEKRREEMIEQIADVDDEIMEKYLGGEEISNDELRAAIRRG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GEQ------
GSAA  248
                 LFPV+ GSA K  G+Q ++D V   L  P+            GE+       
S  
Sbjct  251  
TLALDLFPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYTATDPDTGEEVDLIADDSKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVR  304
              G  FK+       R  YLR+Y+GTL     V  A  G RE++ ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTYLRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRTEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L DP         E P P+++ ++ PK+ A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKDTTTGDSLTDPDHPLILESMEFPDPVIQVSVEPKSKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPSFKAETNQETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481



              K  S       +      +  + +  TP   G G ++E  +  G + + +  +V  
G+
Sbjct  488  
FTKQVSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L+ A  ++G  
+LEP +
Sbjct  548  
KEAMQNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALKNAAAKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++ L             ++  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVEIVCPEDNLGDVMGHVTARRGRVDGMEARGGSEVVNAYVPLAEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQ  611
                  +  Y+
Sbjct  668  GTFTMTMDHYE  678

>WP_071306134.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (654),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 202/673 (30%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGAPLGSEGGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------



AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTMTPWDDAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660



Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_061390990.1 elongation factor G [Streptococcus pneumoniae]
 CVM38731.1 elongation factor G [Streptococcus pneumoniae]
 CWI56495.1 elongation factor G [Streptococcus pneumoniae]
 CYO69341.1 elongation factor G [Streptococcus pneumoniae]
 SNG18219.1 elongation factor G [Streptococcus pneumoniae]
 SNM41853.1 elongation factor G [Streptococcus pneumoniae]
 SNH90644.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRTSTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_015911930.1 elongation factor G [Streptococcus uberis]
 B9DVS2.1 RecName: Full=Elongation factor G; Short=EF-G
 CAR43484.1 elongation factor G (EF-G) [Streptococcus uberis 0140J]
Length=692

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 



matrix adjust.
 Identities = 195/673 (29%), Positives = 317/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E +++L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDIREEDIPAEYVDQANEYREKLVEAVAETDEELMMKYLEGEEITNEELMAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +   +    D L D          E P P+++  + PK+ A 
++++
Sbjct  366  ---
ETVYSGDIAAAVGLKNTTTGDSLTDEKAQVILESIEVPEPVIQLMVEPKSKADQDKM  422

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLIESMANGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPSILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNIQVVRAYVPLAEMFGYATILRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>CCY47774.1 elongation factor G [Peptostreptococcus anaerobius CAG:
621]
Length=688

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 183/660 (28%), Positives = 310/660 (47%), Gaps = 
64/660 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYAGRTHKIGETHDGASQMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDG++ V  A+ GV+ Q+  ++       
+
Sbjct  69   
TCQWNGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCARSGVEPQSENVWRQAETYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-  166
            P + F+NK+D+ G D  +VV+ ++++L A+ +              I   +++   
I   
Sbjct  129  
PRIAFVNKMDRQGADFLNVVEMMKERLKANAVAIQLPIGAEDNFTGIVNLMTMKAHIYKN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +E TDIE  D                  +V E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DEGTDIEITDIPADMVDQANEYREILVESVAETDEELMMKYLEGEEITEAELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------LC  250
                + PV  G+A K  G+Q L+DAV             + + E+G  +           
Sbjct  249  
IACEMNPVLCGTAYKNKGVQLLLDAVIDYLPAPTDIESIKGVLEEGEESERHASDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V  A ++K     +I +M   ++ EI   
+
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGKLESGSYVLNATKKKRERIGRILQMHANTREEI---N  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L DP         E P P++   I P + A +E++  
AL
Sbjct  366  
EVYAGDIAAAVGLKDTTTGDSLCDPANPIVLESMEFPEPVIFVAIEPSSKAAQEKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +LA+ DP      D+ T + I+  +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
QKLAEEDPTFTVRTDAETGQTIIGGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETIT  485

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    +    +      +  + + V PL  G G ++E++   G + + +   V  
GI+
Sbjct  486  VPVD-
VEYKYSKQSGGRGQYGHVKIRVNPLEPGEGYKFENKTVGGSVPKEYVGPVDQGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D  +    G Y+   S+   F+  A +  + A+K+  + 
LLEP  +
Sbjct  545  



GAMQSGIVAGYPVVDVGVELYDGSYHEVDSSEMAFKMAASMAFKDAMKKGNSVLLEPVFA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       I+  + +    V    +P   +  Y TDL   T 
GR+
Sbjct  605  
VEVVTPEDYMGDVMGDLNSRRGMIQGMEARNGAQVIKAHVPLSEMFGYSTDLRSATQGRA  664

>WP_099297988.1 elongation factor G [Corynebacterium sp. Marseille-
P4122]
Length=705

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 187/699 (27%), Positives = 334/699 (48%), Gaps = 
78/699 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGINRKVGETHDGASTMDWMEQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKEGVEPQSEQVWRQADKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P + F+NK+D+ G D    V ++ D+L A                               
Sbjct  131  
PRICFVNKMDKLGADFYFTVDTIVDRLGAKPLVMELPIGAEDDFDGVVDLLQMKALTWRG  190

Query  151  --DIIIKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
              +I  + T+   PE + E+  +   +  + V E++++L+++Y AGE I+ ++L  
+ ++
Sbjct  191  
VTEIGTEATIEEIPEDLKEKAEEYREKLIETVAESDEELMDRYFAGEEITEDELKAQIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
               ++ ++PVY GSA K  G+QP++DAV                           
QP  +
Sbjct  251  
LTVNSEIYPVYCGSAYKNKGVQPMLDAVIEFLPNPMDVGSIKGLDVNDPEKALTRQPSAD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL----



RLRDTVALAGREKLKITEMRIPSK  299
            +  +AL    FKV       R +Y+R+YSG++    ++ +TV        K+ +M    
+
Sbjct  311  EPFSALA---
FKVATHPFFGRLIYIRVYSGSVESGAQVYNTVKGKKERIGKMFQMHSNKE  367

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              + +    +    + L   +    D L D          + P P+++ +I PKT 
+ +E
Sbjct  368  QPVEKASAGHIYAFIGLKDTTT--
GDTLCDMNNQIVLESMDFPDPVIKVSIEPKTKSDQE  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +L + DP    E+D  T + ++  +G + L+V    +  ++K+E  V 
EP V 
Sbjct  426  
KLGTAIQKLTEEDPTFTVELDEETGQTVIGGMGELHLDVFVDRMKREFKVEANVGEPQVA  485

Query  420  YME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ----
YESRVSLGYLNQS  472
            Y E   +P++   +T   +   +  +A + + + P +   G +    +E+ V+ G 
+ + 
Sbjct  486  
YRETIRKPVEKLEYTHKKQTGGSGQFARVIVGIEPYNPEEGSEENYLFENAVTGGRIPKE  545

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI+  ++ G L G+ + + K     G Y+   S+   F+     VL++A
+ ++
Sbjct  546  
YIPSVDAGIQDAMQYGYLAGYPLVNIKATLLDGAYHDVDSSEMAFKLAGSQVLKEAVAKA  605

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  +  P++Y+     D       I +   +    V T ++P   +  
Y  
Sbjct  606  
KPVLLEPLMAVEVITPEDYMGDVIGDLNSRRGQISSMDDRSGAKVVTAKVPLSQMFGYIG  665

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSR  627
            DL   T GR+        Y    + V Q +I+ R   S 
Sbjct  666  DLRSRTAGRANFTMIFDSYAEVPSNVAQEIIEERTGGSN  704

>WP_057983436.1 GTP-binding protein [Bacillus cecembensis]
Length=642

 Score = 255 bits (652),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 172/607 (28%), Positives = 290/607 (48%), Gaps = 
23/607 (4%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LLY + AI + G V+      D   +ERQRGITI A    
F++
Sbjct  5    
IGVLAHVDAGKTTFCEQLLYHTAAIKKRGRVDHQDAYLDNHTIERQRGITIFAEQGRFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AIL++SA DG++  T  ++  L+K  
IPT I
Sbjct  65   
NNTMYTLIDTPGHVDFAPEMERAVQVMDAAILIVSAVDGIEGHTETVWQLLKKHQIPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G  L +V++++   L+ + ++      + +I    +T ++ W  V E 
++ L
Sbjct  125  FINKTDREGAILHTVMEAITRDLTQNALL-----FNHKI----DTTVKEW--
VAERDEAL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +E Y A + +   + ++  ++ ++         GSA K  G+      +   F       
Sbjct  174  MELYFA-DQLEDTECIQALRKLIEKQQAVICMAGSALKDEGVIEFFQWLDQ-
FTFSNYDS  231

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            ++   G VFK+ + D  QR  +L+  SGT+++RD     G    KITE+R+ +    
V  
Sbjct  232  TSDFQGKVFKIRH-DGQQRLTFLKALSGTMKVRDEFTF-
GEVVEKITEIRLYNGSHFVTV  289

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  L   S   + DV+G      ++    + +P L+  +        + 
+   
Sbjct  290  QQVNAGDIFALKGLSTPEIGDVIGS----
EQQSITFEMIPTLQAKVLYNGPLHMKEVTGI  345

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
              +L   +P L         EI +  +G +QLEV++ ++ E++ +  +   P ++Y 
E  
Sbjct  346  
FRELEAEEPSLHVVWSEQFQEISVHVMGVIQLEVLTEVVKERFDINVLFGRPQILYKETI  405

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +      H E  P   +A + L +TP   G G+ + +     +L+   Q  +   
+   
Sbjct  406  CEKTVGYGHFE--
PLKHYAEVHLQLTPNPRGQGITFMNVCHADHLSVGHQRVIEQHLFEQ  463



Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD ++    G  ++  +   DFR      L Q L++   +LLEPY  
F 
Sbjct  464  
EHHGLLTGFPVTDIEVTLLTGRAHNQYTAGGDFREATWRALRQGLEQVENRLLEPYYRFK  523

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  K   T E   + +  V+ TG  P      Y T  A YTNG
+   
Sbjct  524  
MKATNDHIGRMMSDIQKANGTFEAPILTEQTVIITGRAPVATFMDYSTHFAAYTNGKGAL  583

Query  604  LTELKGY  610
              +  GY
Sbjct  584  SMQFDGY  590

>WP_000090346.1 elongation factor G [Streptococcus pneumoniae]
 C1CC62.1 RecName: Full=Elongation factor G; Short=EF-G
 EDK71709.1 elongation factor G [Streptococcus pneumoniae SP19-BS75]
 EDK77551.1 elongation factor G [Streptococcus pneumoniae SP6-BS73]
 EDT91386.1 translation elongation factor G [Streptococcus 
pneumoniae CDC1087-00]
 ACO18370.1 translation elongation factor G [Streptococcus 
pneumoniae JJA]
 EGI88035.1 translation elongation factor G [Streptococcus 
pneumoniae GA41301]
 EHE06730.1 translation elongation factor G [Streptococcus 
pneumoniae GA17227]
 EHE32524.1 translation elongation factor G [Streptococcus 
pneumoniae GA47283]
 EHZ07044.1 translation elongation factor G [Streptococcus 
pneumoniae GA05245]
 EHZ40451.1 translation elongation factor G [Streptococcus 
pneumoniae GA40028]
 EHZ43956.1 translation elongation factor G [Streptococcus 
pneumoniae GA40183]
 EHZ99363.1 translation elongation factor G [Streptococcus 
pneumoniae NP141]
 EJG42624.1 translation elongation factor G [Streptococcus 
pneumoniae 2070108]
 EJG43338.1 translation elongation factor G [Streptococcus 
pneumoniae 2070109]
 EJH21062.1 translation elongation factor G [Streptococcus 
pneumoniae GA60132]
 EOB28419.1 elongation factor G [Streptococcus pneumoniae 3051]
 CEO74426.1 elongation factor G [Streptococcus pneumoniae]
 CEO70844.1 elongation factor G [Streptococcus pneumoniae]
 CEV49514.1 elongation factor G [Streptococcus pneumoniae]
 CEV61241.1 elongation factor G [Streptococcus pneumoniae]
 CEV73911.1 elongation factor G [Streptococcus pneumoniae]



 CEV86321.1 elongation factor G [Streptococcus pneumoniae]
 CEW04172.1 elongation factor G [Streptococcus pneumoniae]
 CEW20250.1 elongation factor G [Streptococcus pneumoniae]
 CEW23281.1 elongation factor G [Streptococcus pneumoniae]
 CEW31387.1 elongation factor G [Streptococcus pneumoniae]
 CEW42766.1 elongation factor G [Streptococcus pneumoniae]
 CEW48873.1 elongation factor G [Streptococcus pneumoniae]
 CEW51828.1 elongation factor G [Streptococcus pneumoniae]
 CEW79837.1 elongation factor G [Streptococcus pneumoniae]
 CEW85599.1 elongation factor G [Streptococcus pneumoniae]
 CEW88264.1 elongation factor G [Streptococcus pneumoniae]
 CEW89494.1 elongation factor G [Streptococcus pneumoniae]
 CEW91680.1 elongation factor G [Streptococcus pneumoniae]
 CEW98606.1 elongation factor G [Streptococcus pneumoniae]
 CEX61603.1 elongation factor G [Streptococcus pneumoniae]
 CEX79114.1 elongation factor G [Streptococcus pneumoniae]
 CEX94074.1 elongation factor G [Streptococcus pneumoniae]
 CEX96344.1 elongation factor G [Streptococcus pneumoniae]
 CEY08898.1 elongation factor G [Streptococcus pneumoniae]
 CEY10961.1 elongation factor G [Streptococcus pneumoniae]
 CEY19639.1 elongation factor G [Streptococcus pneumoniae]
 CEY53350.1 elongation factor G [Streptococcus pneumoniae]
 CEY78206.1 elongation factor G [Streptococcus pneumoniae]
 CEZ14267.1 elongation factor G [Streptococcus pneumoniae]
 CEW21742.1 elongation factor G [Streptococcus pneumoniae]
 CEW75693.1 elongation factor G [Streptococcus pneumoniae]
 CEX68629.1 elongation factor G [Streptococcus pneumoniae]
 CEY59039.1 elongation factor G [Streptococcus pneumoniae]
 CFP79406.1 elongation factor G [Streptococcus pneumoniae]
 CFU93421.1 elongation factor G [Streptococcus pneumoniae]
 CFV11461.1 elongation factor G [Streptococcus pneumoniae]
 CRE40847.1 elongation factor G [Streptococcus pneumoniae]
 CRG73719.1 elongation factor G [Streptococcus pneumoniae]
 CIS32418.1 elongation factor G [Streptococcus pneumoniae]
 CNA31313.1 elongation factor G [Streptococcus pneumoniae]
 CIO61684.1 elongation factor G [Streptococcus pneumoniae]
 COK15830.1 elongation factor G [Streptococcus pneumoniae]
 CGF34979.1 elongation factor G [Streptococcus pneumoniae]
 CJO99656.1 elongation factor G [Streptococcus pneumoniae]
 CGF49809.1 elongation factor G [Streptococcus pneumoniae]
 CJD38480.1 elongation factor G [Streptococcus pneumoniae]
 COM32653.1 elongation factor G [Streptococcus pneumoniae]
 CJR09845.1 elongation factor G [Streptococcus pneumoniae]
 CJN28176.1 elongation factor G [Streptococcus pneumoniae]
 CKB36201.1 elongation factor G [Streptococcus pneumoniae]
 COQ91968.1 elongation factor G [Streptococcus pneumoniae]
 CJL09371.1 elongation factor G [Streptococcus pneumoniae]
 CIT04194.1 elongation factor G [Streptococcus pneumoniae]
 COI80337.1 elongation factor G [Streptococcus pneumoniae]
 CJV12972.1 elongation factor G [Streptococcus pneumoniae]
 CGF56423.1 elongation factor G [Streptococcus pneumoniae]
 COL77697.1 elongation factor G [Streptococcus pneumoniae]
 CJS87014.1 elongation factor G [Streptococcus pneumoniae]
 CIZ42320.1 elongation factor G [Streptococcus pneumoniae]



 CJU06739.1 elongation factor G [Streptococcus pneumoniae]
 CJJ94695.1 elongation factor G [Streptococcus pneumoniae]
 CON03970.1 elongation factor G [Streptococcus pneumoniae]
 CIQ10965.1 elongation factor G [Streptococcus pneumoniae]
 COF76881.1 elongation factor G [Streptococcus pneumoniae]
 CJO95989.1 elongation factor G [Streptococcus pneumoniae]
 CIR14190.1 elongation factor G [Streptococcus pneumoniae]
 CJA47285.1 elongation factor G [Streptococcus pneumoniae]
 CJG69897.1 elongation factor G [Streptococcus pneumoniae]
 COQ43950.1 elongation factor G [Streptococcus pneumoniae]
 CIX34951.1 elongation factor G [Streptococcus pneumoniae]
 COP27675.1 elongation factor G [Streptococcus pneumoniae]
 COH28023.1 elongation factor G [Streptococcus pneumoniae]
 COQ23202.1 elongation factor G [Streptococcus pneumoniae]
 CKJ13213.1 elongation factor G [Streptococcus pneumoniae]
 CIY80249.1 elongation factor G [Streptococcus pneumoniae]
 CGF39352.1 elongation factor G [Streptococcus pneumoniae]
 COG77432.1 elongation factor G [Streptococcus pneumoniae]
 COE10599.1 elongation factor G [Streptococcus pneumoniae]
 CMZ77438.1 elongation factor G [Streptococcus pneumoniae]
 COH16998.1 elongation factor G [Streptococcus pneumoniae]
 COM16787.1 elongation factor G [Streptococcus pneumoniae]
 CIR55770.1 elongation factor G [Streptococcus pneumoniae]
 COA99723.1 elongation factor G [Streptococcus pneumoniae]
 CKB20993.1 elongation factor G [Streptococcus pneumoniae]
 COJ41880.1 elongation factor G [Streptococcus pneumoniae]
 CKA63311.1 elongation factor G [Streptococcus pneumoniae]
 COB02647.1 elongation factor G [Streptococcus pneumoniae]
 CJL22194.1 elongation factor G [Streptococcus pneumoniae]
 CJE59442.1 elongation factor G [Streptococcus pneumoniae]
 CKC60796.1 elongation factor G [Streptococcus pneumoniae]
 CGF17201.1 elongation factor G [Streptococcus pneumoniae]
 CJP71531.1 elongation factor G [Streptococcus pneumoniae]
 CJO19795.1 elongation factor G [Streptococcus pneumoniae]
 CJQ78927.1 elongation factor G [Streptococcus pneumoniae]
 CGF60263.1 elongation factor G [Streptococcus pneumoniae]
 COH89304.1 elongation factor G [Streptococcus pneumoniae]
 CKL22455.1 elongation factor G [Streptococcus pneumoniae]
 COC96661.1 elongation factor G [Streptococcus pneumoniae]
 COO59236.1 elongation factor G [Streptococcus pneumoniae]
 COM39415.1 elongation factor G [Streptococcus pneumoniae]
 CON54981.1 elongation factor G [Streptococcus pneumoniae]
 CIS58415.1 elongation factor G [Streptococcus pneumoniae]
 CJG47662.1 elongation factor G [Streptococcus pneumoniae]
 CIS92457.1 elongation factor G [Streptococcus pneumoniae]
 COP35051.1 elongation factor G [Streptococcus pneumoniae]
 CJV97756.1 elongation factor G [Streptococcus pneumoniae]
 CJR96069.1 elongation factor G [Streptococcus pneumoniae]
 CIR85648.1 elongation factor G [Streptococcus pneumoniae]
 CKF45960.1 elongation factor G [Streptococcus pneumoniae]
 CGE75941.1 elongation factor G [Streptococcus pneumoniae]
 CMZ02241.1 elongation factor G [Streptococcus pneumoniae]
 COH87035.1 elongation factor G [Streptococcus pneumoniae]
 CGG86700.1 elongation factor G [Streptococcus pneumoniae]



 CMU36678.1 elongation factor G [Streptococcus pneumoniae]
 CIW48917.1 elongation factor G [Streptococcus pneumoniae]
 CNZ89021.1 elongation factor G [Streptococcus pneumoniae]
 CGE57387.1 elongation factor G [Streptococcus pneumoniae]
 CJD83552.1 elongation factor G [Streptococcus pneumoniae]
 COD85885.1 elongation factor G [Streptococcus pneumoniae]
 CIP32278.1 elongation factor G [Streptococcus pneumoniae]
 CJH40545.1 elongation factor G [Streptococcus pneumoniae]
 COB77884.1 elongation factor G [Streptococcus pneumoniae]
 CGF28985.1 elongation factor G [Streptococcus pneumoniae]
 CJM76136.1 elongation factor G [Streptococcus pneumoniae]
 CIZ44820.1 elongation factor G [Streptococcus pneumoniae]
 COL59368.1 elongation factor G [Streptococcus pneumoniae]
 CIV11773.1 elongation factor G [Streptococcus pneumoniae]
 CJX90984.1 elongation factor G [Streptococcus pneumoniae]
 CON32226.1 elongation factor G [Streptococcus pneumoniae]
 CIW83204.1 elongation factor G [Streptococcus pneumoniae]
 CIZ49184.1 elongation factor G [Streptococcus pneumoniae]
 CIQ92382.1 elongation factor G [Streptococcus pneumoniae]
 CGH09368.1 elongation factor G [Streptococcus pneumoniae]
 COA71649.1 elongation factor G [Streptococcus pneumoniae]
 CON73501.1 elongation factor G [Streptococcus pneumoniae]
 CON26901.1 elongation factor G [Streptococcus pneumoniae]
 CIZ51241.1 elongation factor G [Streptococcus pneumoniae]
 CGF00660.1 elongation factor G [Streptococcus pneumoniae]
 CGF45722.1 elongation factor G [Streptococcus pneumoniae]
 CGF27875.1 elongation factor G [Streptococcus pneumoniae]
 CIW73553.1 elongation factor G [Streptococcus pneumoniae]
 CIV11372.1 elongation factor G [Streptococcus pneumoniae]
 CIO26686.1 elongation factor G [Streptococcus pneumoniae]
 CIV35691.1 elongation factor G [Streptococcus pneumoniae]
 CIT53192.1 elongation factor G [Streptococcus pneumoniae]
 CIO04557.1 elongation factor G [Streptococcus pneumoniae]
 CIO44912.1 elongation factor G [Streptococcus pneumoniae]
 CIX86821.1 elongation factor G [Streptococcus pneumoniae]
 CIO80388.1 elongation factor G [Streptococcus pneumoniae]
 CIO64479.1 elongation factor G [Streptococcus pneumoniae]
 CIP66553.1 elongation factor G [Streptococcus pneumoniae]
 CIP68198.1 elongation factor G [Streptococcus pneumoniae]
 CIT48346.1 elongation factor G [Streptococcus pneumoniae]
 CIZ52270.1 elongation factor G [Streptococcus pneumoniae]
 CIX48717.1 elongation factor G [Streptococcus pneumoniae]
 CIY79195.1 elongation factor G [Streptococcus pneumoniae]
 CIO62879.1 elongation factor G [Streptococcus pneumoniae]
 CIU41000.1 elongation factor G [Streptococcus pneumoniae]
 CIO01716.1 elongation factor G [Streptococcus pneumoniae]
 CIW17198.1 elongation factor G [Streptococcus pneumoniae]
 CIW24435.1 elongation factor G [Streptococcus pneumoniae]
 CIS43975.1 elongation factor G [Streptococcus pneumoniae]
 CIN90277.1 elongation factor G [Streptococcus pneumoniae]
 CIQ48816.1 elongation factor G [Streptococcus pneumoniae]
 CIS31288.1 elongation factor G [Streptococcus pneumoniae]
 CIT63550.1 elongation factor G [Streptococcus pneumoniae]
 CIX29491.1 elongation factor G [Streptococcus pneumoniae]



 CIZ63934.1 elongation factor G [Streptococcus pneumoniae]
 CIO30941.1 elongation factor G [Streptococcus pneumoniae]
 CIO74130.1 elongation factor G [Streptococcus pneumoniae]
 CIV23683.1 elongation factor G [Streptococcus pneumoniae]
 CIZ63285.1 elongation factor G [Streptococcus pneumoniae]
 CIP51402.1 elongation factor G [Streptococcus pneumoniae]
 CIP47191.1 elongation factor G [Streptococcus pneumoniae]
 CIZ54594.1 elongation factor G [Streptococcus pneumoniae]
 CIR83817.1 elongation factor G [Streptococcus pneumoniae]
 CIN35503.1 elongation factor G [Streptococcus pneumoniae]
 CIS40034.1 elongation factor G [Streptococcus pneumoniae]
 CIV11883.1 elongation factor G [Streptococcus pneumoniae]
 CIQ00332.1 elongation factor G [Streptococcus pneumoniae]
 CIO31905.1 elongation factor G [Streptococcus pneumoniae]
 CIX42629.1 elongation factor G [Streptococcus pneumoniae]
 CIW65914.1 elongation factor G [Streptococcus pneumoniae]
 CIS39049.1 elongation factor G [Streptococcus pneumoniae]
 CIW12358.1 elongation factor G [Streptococcus pneumoniae]
 CIP08857.1 elongation factor G [Streptococcus pneumoniae]
 CIP53714.1 elongation factor G [Streptococcus pneumoniae]
 CIZ27842.1 elongation factor G [Streptococcus pneumoniae]
 CIX79655.1 elongation factor G [Streptococcus pneumoniae]
 CIV91924.1 elongation factor G [Streptococcus pneumoniae]
 CIQ05958.1 elongation factor G [Streptococcus pneumoniae]
 CIW41990.1 elongation factor G [Streptococcus pneumoniae]
 CIS19447.1 elongation factor G [Streptococcus pneumoniae]
 CIV15967.1 elongation factor G [Streptococcus pneumoniae]
 CIO33187.1 elongation factor G [Streptococcus pneumoniae]
 CIY86554.1 elongation factor G [Streptococcus pneumoniae]
 CIP82762.1 elongation factor G [Streptococcus pneumoniae]
 CIT24622.1 elongation factor G [Streptococcus pneumoniae]
 CIT91741.1 elongation factor G [Streptococcus pneumoniae]
 CIQ23462.1 elongation factor G [Streptococcus pneumoniae]
 CIS35314.1 elongation factor G [Streptococcus pneumoniae]
 CIT28625.1 elongation factor G [Streptococcus pneumoniae]
 CIO07060.1 elongation factor G [Streptococcus pneumoniae]
 CIU78646.1 elongation factor G [Streptococcus pneumoniae]
 CIS26811.1 elongation factor G [Streptococcus pneumoniae]
 CIX87650.1 elongation factor G [Streptococcus pneumoniae]
 CIO73003.1 elongation factor G [Streptococcus pneumoniae]
 CIQ91427.1 elongation factor G [Streptococcus pneumoniae]
 CIW84142.1 elongation factor G [Streptococcus pneumoniae]
 CIY20229.1 elongation factor G [Streptococcus pneumoniae]
 CIM98273.1 elongation factor G [Streptococcus pneumoniae]
 CIP08929.1 elongation factor G [Streptococcus pneumoniae]
 CIT70119.1 elongation factor G [Streptococcus pneumoniae]
 CIW68572.1 elongation factor G [Streptococcus pneumoniae]
 CIU26712.1 elongation factor G [Streptococcus pneumoniae]
 CIT34250.1 elongation factor G [Streptococcus pneumoniae]
 CIU36037.1 elongation factor G [Streptococcus pneumoniae]
 CIT90936.1 elongation factor G [Streptococcus pneumoniae]
 CIU77390.1 elongation factor G [Streptococcus pneumoniae]
 CIQ09917.1 elongation factor G [Streptococcus pneumoniae]
 CIO82476.1 elongation factor G [Streptococcus pneumoniae]



 CIP84060.1 elongation factor G [Streptococcus pneumoniae]
 CIQ15082.1 elongation factor G [Streptococcus pneumoniae]
 CIR69616.1 elongation factor G [Streptococcus pneumoniae]
 CIP02436.1 elongation factor G [Streptococcus pneumoniae]
 CIQ14411.1 elongation factor G [Streptococcus pneumoniae]
 CIP14772.1 elongation factor G [Streptococcus pneumoniae]
 CIS25513.1 elongation factor G [Streptococcus pneumoniae]
 CIV08988.1 elongation factor G [Streptococcus pneumoniae]
 CIP72640.1 elongation factor G [Streptococcus pneumoniae]
 CIV71883.1 elongation factor G [Streptococcus pneumoniae]
 CIT46259.1 elongation factor G [Streptococcus pneumoniae]
 CIO03792.1 elongation factor G [Streptococcus pneumoniae]
 CIV00666.1 elongation factor G [Streptococcus pneumoniae]
 CIQ26815.1 elongation factor G [Streptococcus pneumoniae]
 CJQ43457.1 elongation factor G [Streptococcus pneumoniae]
 CJO54498.1 elongation factor G [Streptococcus pneumoniae]
 CJP08316.1 elongation factor G [Streptococcus pneumoniae]
 CJJ95929.1 elongation factor G [Streptococcus pneumoniae]
 CJK51939.1 elongation factor G [Streptococcus pneumoniae]
 CJE93973.1 elongation factor G [Streptococcus pneumoniae]
 CJM72077.1 elongation factor G [Streptococcus pneumoniae]
 CJH03589.1 elongation factor G [Streptococcus pneumoniae]
 CJA88191.1 elongation factor G [Streptococcus pneumoniae]
 CJF06726.1 elongation factor G [Streptococcus pneumoniae]
 CJQ17459.1 elongation factor G [Streptococcus pneumoniae]
 CJL44033.1 elongation factor G [Streptococcus pneumoniae]
 CJP80507.1 elongation factor G [Streptococcus pneumoniae]
 CJD40439.1 elongation factor G [Streptococcus pneumoniae]
 CJI40905.1 elongation factor G [Streptococcus pneumoniae]
 CJD09094.1 elongation factor G [Streptococcus pneumoniae]
 CJL18918.1 elongation factor G [Streptococcus pneumoniae]
 CJC28328.1 elongation factor G [Streptococcus pneumoniae]
 CJN77876.1 elongation factor G [Streptococcus pneumoniae]
 CJK81868.1 elongation factor G [Streptococcus pneumoniae]
 CJL55620.1 elongation factor G [Streptococcus pneumoniae]
 CJH41933.1 elongation factor G [Streptococcus pneumoniae]
 CJM50925.1 elongation factor G [Streptococcus pneumoniae]
 CJQ18524.1 elongation factor G [Streptococcus pneumoniae]
 CJJ44980.1 elongation factor G [Streptococcus pneumoniae]
 CJQ64617.1 elongation factor G [Streptococcus pneumoniae]
 CJF50073.1 elongation factor G [Streptococcus pneumoniae]
 CJE34527.1 elongation factor G [Streptococcus pneumoniae]
 CJS46428.1 elongation factor G [Streptococcus pneumoniae]
 CJQ96172.1 elongation factor G [Streptococcus pneumoniae]
 CJC52588.1 elongation factor G [Streptococcus pneumoniae]
 CJQ40753.1 elongation factor G [Streptococcus pneumoniae]
 CJB55183.1 elongation factor G [Streptococcus pneumoniae]
 CJB56807.1 elongation factor G [Streptococcus pneumoniae]
 CJS49514.1 elongation factor G [Streptococcus pneumoniae]
 CJH60476.1 elongation factor G [Streptococcus pneumoniae]
 CJD54271.1 elongation factor G [Streptococcus pneumoniae]
 CJJ24172.1 elongation factor G [Streptococcus pneumoniae]
 CJT36184.1 elongation factor G [Streptococcus pneumoniae]
 CJC53419.1 elongation factor G [Streptococcus pneumoniae]



 CJS42935.1 elongation factor G [Streptococcus pneumoniae]
 CJS94197.1 elongation factor G [Streptococcus pneumoniae]
 CJD54737.1 elongation factor G [Streptococcus pneumoniae]
 CJG05384.1 elongation factor G [Streptococcus pneumoniae]
 CJD66650.1 elongation factor G [Streptococcus pneumoniae]
 CJN11799.1 elongation factor G [Streptococcus pneumoniae]
 CJH45869.1 elongation factor G [Streptococcus pneumoniae]
 CJJ01807.1 elongation factor G [Streptococcus pneumoniae]
 CJD61668.1 elongation factor G [Streptococcus pneumoniae]
 CJE49652.1 elongation factor G [Streptococcus pneumoniae]
 CJR67386.1 elongation factor G [Streptococcus pneumoniae]
 CJK68409.1 elongation factor G [Streptococcus pneumoniae]
 CJO42344.1 elongation factor G [Streptococcus pneumoniae]
 CJE56338.1 elongation factor G [Streptococcus pneumoniae]
 CJO53957.1 elongation factor G [Streptococcus pneumoniae]
 CJL13921.1 elongation factor G [Streptococcus pneumoniae]
 CJS32695.1 elongation factor G [Streptococcus pneumoniae]
 CJJ17413.1 elongation factor G [Streptococcus pneumoniae]
 CJN48651.1 elongation factor G [Streptococcus pneumoniae]
 CJD10496.1 elongation factor G [Streptococcus pneumoniae]
 CJJ95729.1 elongation factor G [Streptococcus pneumoniae]
 CJF28957.1 elongation factor G [Streptococcus pneumoniae]
 CJE10067.1 elongation factor G [Streptococcus pneumoniae]
 CJE28289.1 elongation factor G [Streptococcus pneumoniae]
 CJC14163.1 elongation factor G [Streptococcus pneumoniae]
 CJI34171.1 elongation factor G [Streptococcus pneumoniae]
 CJK22757.1 elongation factor G [Streptococcus pneumoniae]
 CJF65761.1 elongation factor G [Streptococcus pneumoniae]
 CJL43368.1 elongation factor G [Streptococcus pneumoniae]
 CJT07622.1 elongation factor G [Streptococcus pneumoniae]
 CJL32613.1 elongation factor G [Streptococcus pneumoniae]
 CJI48974.1 elongation factor G [Streptococcus pneumoniae]
 CJF66605.1 elongation factor G [Streptococcus pneumoniae]
 CJC42740.1 elongation factor G [Streptococcus pneumoniae]
 CJL13716.1 elongation factor G [Streptococcus pneumoniae]
 CJM43102.1 elongation factor G [Streptococcus pneumoniae]
 CJF77991.1 elongation factor G [Streptococcus pneumoniae]
 CIZ71287.1 elongation factor G [Streptococcus pneumoniae]
 CJM43254.1 elongation factor G [Streptococcus pneumoniae]
 CJB54263.1 elongation factor G [Streptococcus pneumoniae]
 CJI05525.1 elongation factor G [Streptococcus pneumoniae]
 CJN48570.1 elongation factor G [Streptococcus pneumoniae]
 CJO65007.1 elongation factor G [Streptococcus pneumoniae]
 CJM35918.1 elongation factor G [Streptococcus pneumoniae]
 CJO31897.1 elongation factor G [Streptococcus pneumoniae]
 CJJ47651.1 elongation factor G [Streptococcus pneumoniae]
 CJR41763.1 elongation factor G [Streptococcus pneumoniae]
 CJQ96829.1 elongation factor G [Streptococcus pneumoniae]
 CJS72145.1 elongation factor G [Streptococcus pneumoniae]
 CJP49958.1 elongation factor G [Streptococcus pneumoniae]
 CJT28310.1 elongation factor G [Streptococcus pneumoniae]
 CJD19033.1 elongation factor G [Streptococcus pneumoniae]
 CJJ24429.1 elongation factor G [Streptococcus pneumoniae]
 CJD16688.1 elongation factor G [Streptococcus pneumoniae]



 CJD70662.1 elongation factor G [Streptococcus pneumoniae]
 CJN08304.1 elongation factor G [Streptococcus pneumoniae]
 CJF31613.1 elongation factor G [Streptococcus pneumoniae]
 CJK34655.1 elongation factor G [Streptococcus pneumoniae]
 CJJ65181.1 elongation factor G [Streptococcus pneumoniae]
 CJT03102.1 elongation factor G [Streptococcus pneumoniae]
 CJO58102.1 elongation factor G [Streptococcus pneumoniae]
 CJN69710.1 elongation factor G [Streptococcus pneumoniae]
 CJG84417.1 elongation factor G [Streptococcus pneumoniae]
 CJG31522.1 elongation factor G [Streptococcus pneumoniae]
 CJS39448.1 elongation factor G [Streptococcus pneumoniae]
 CJQ89960.1 elongation factor G [Streptococcus pneumoniae]
 CJP63678.1 elongation factor G [Streptococcus pneumoniae]
 CJA84421.1 elongation factor G [Streptococcus pneumoniae]
 CJE64707.1 elongation factor G [Streptococcus pneumoniae]
 CJG91448.1 elongation factor G [Streptococcus pneumoniae]
 CJH04827.1 elongation factor G [Streptococcus pneumoniae]
 CJD52363.1 elongation factor G [Streptococcus pneumoniae]
 CJN36330.1 elongation factor G [Streptococcus pneumoniae]
 CJE92231.1 elongation factor G [Streptococcus pneumoniae]
 CJE06923.1 elongation factor G [Streptococcus pneumoniae]
 CJT71098.1 elongation factor G [Streptococcus pneumoniae]
 CJC34737.1 elongation factor G [Streptococcus pneumoniae]
 CJT73048.1 elongation factor G [Streptococcus pneumoniae]
 CJM25741.1 elongation factor G [Streptococcus pneumoniae]
 CJR40432.1 elongation factor G [Streptococcus pneumoniae]
 CJG87344.1 elongation factor G [Streptococcus pneumoniae]
 CJE19699.1 elongation factor G [Streptococcus pneumoniae]
 CJH94861.1 elongation factor G [Streptococcus pneumoniae]
 CJO88152.1 elongation factor G [Streptococcus pneumoniae]
 CJK73747.1 elongation factor G [Streptococcus pneumoniae]
 CJR92014.1 elongation factor G [Streptococcus pneumoniae]
 CJS29416.1 elongation factor G [Streptococcus pneumoniae]
 CJO75570.1 elongation factor G [Streptococcus pneumoniae]
 CJA74696.1 elongation factor G [Streptococcus pneumoniae]
 CJQ41148.1 elongation factor G [Streptococcus pneumoniae]
 CJM93498.1 elongation factor G [Streptococcus pneumoniae]
 CJG86251.1 elongation factor G [Streptococcus pneumoniae]
 CJL02570.1 elongation factor G [Streptococcus pneumoniae]
 CJO95638.1 elongation factor G [Streptococcus pneumoniae]
 CJK60140.1 elongation factor G [Streptococcus pneumoniae]
 CJM95277.1 elongation factor G [Streptococcus pneumoniae]
 CJG70515.1 elongation factor G [Streptococcus pneumoniae]
 CJS25560.1 elongation factor G [Streptococcus pneumoniae]
 CJL56407.1 elongation factor G [Streptococcus pneumoniae]
 CJD23351.1 elongation factor G [Streptococcus pneumoniae]
 CJE90555.1 elongation factor G [Streptococcus pneumoniae]
 CJC30088.1 elongation factor G [Streptococcus pneumoniae]
 CJB85497.1 elongation factor G [Streptococcus pneumoniae]
 CJL07663.1 elongation factor G [Streptococcus pneumoniae]
 CJD82164.1 elongation factor G [Streptococcus pneumoniae]
 CJA98426.1 elongation factor G [Streptococcus pneumoniae]
 CJI55259.1 elongation factor G [Streptococcus pneumoniae]
 CJI24120.1 elongation factor G [Streptococcus pneumoniae]



 CJI97765.1 elongation factor G [Streptococcus pneumoniae]
 CJR42831.1 elongation factor G [Streptococcus pneumoniae]
 CJM43490.1 elongation factor G [Streptococcus pneumoniae]
 CJC65322.1 elongation factor G [Streptococcus pneumoniae]
 CJB59003.1 elongation factor G [Streptococcus pneumoniae]
 CJL91131.1 elongation factor G [Streptococcus pneumoniae]
 CJE22572.1 elongation factor G [Streptococcus pneumoniae]
 CJB79346.1 elongation factor G [Streptococcus pneumoniae]
 CJH67341.1 elongation factor G [Streptococcus pneumoniae]
 CJE87875.1 elongation factor G [Streptococcus pneumoniae]
 CJG13003.1 elongation factor G [Streptococcus pneumoniae]
 CJR56038.1 elongation factor G [Streptococcus pneumoniae]
 CJH01777.1 elongation factor G [Streptococcus pneumoniae]
 CJN38868.1 elongation factor G [Streptococcus pneumoniae]
 CJM57093.1 elongation factor G [Streptococcus pneumoniae]
 CJO95856.1 elongation factor G [Streptococcus pneumoniae]
 CJQ29876.1 elongation factor G [Streptococcus pneumoniae]
 CJQ61679.1 elongation factor G [Streptococcus pneumoniae]
 CJS03397.1 elongation factor G [Streptococcus pneumoniae]
 CJS33824.1 elongation factor G [Streptococcus pneumoniae]
 CJG01082.1 elongation factor G [Streptococcus pneumoniae]
 CJI69132.1 elongation factor G [Streptococcus pneumoniae]
 CJF62829.1 elongation factor G [Streptococcus pneumoniae]
 CJA72310.1 elongation factor G [Streptococcus pneumoniae]
 CIZ76307.1 elongation factor G [Streptococcus pneumoniae]
 CJM26887.1 elongation factor G [Streptococcus pneumoniae]
 CJM19803.1 elongation factor G [Streptococcus pneumoniae]
 CJH53620.1 elongation factor G [Streptococcus pneumoniae]
 CJI56123.1 elongation factor G [Streptococcus pneumoniae]
 CJC95999.1 elongation factor G [Streptococcus pneumoniae]
 CKI44046.1 elongation factor G [Streptococcus pneumoniae]
 CKI48170.1 elongation factor G [Streptococcus pneumoniae]
 CKD92664.1 elongation factor G [Streptococcus pneumoniae]
 CKD26726.1 elongation factor G [Streptococcus pneumoniae]
 CKG06024.1 elongation factor G [Streptococcus pneumoniae]
 CKE95682.1 elongation factor G [Streptococcus pneumoniae]
 CKF90677.1 elongation factor G [Streptococcus pneumoniae]
 CKE31948.1 elongation factor G [Streptococcus pneumoniae]
 CJY85054.1 elongation factor G [Streptococcus pneumoniae]
 CJY94627.1 elongation factor G [Streptococcus pneumoniae]
 CJZ23339.1 elongation factor G [Streptococcus pneumoniae]
 CKC26106.1 elongation factor G [Streptococcus pneumoniae]
 CKB94796.1 elongation factor G [Streptococcus pneumoniae]
 CKG32449.1 elongation factor G [Streptococcus pneumoniae]
 CKE36556.1 elongation factor G [Streptococcus pneumoniae]
 CJX25728.1 elongation factor G [Streptococcus pneumoniae]
 CKG52375.1 elongation factor G [Streptococcus pneumoniae]
 CJU43708.1 elongation factor G [Streptococcus pneumoniae]
 CKB90637.1 elongation factor G [Streptococcus pneumoniae]
 CKC65497.1 elongation factor G [Streptococcus pneumoniae]
 CKC31328.1 elongation factor G [Streptococcus pneumoniae]
 CKC01519.1 elongation factor G [Streptococcus pneumoniae]
 CJU98462.1 elongation factor G [Streptococcus pneumoniae]
 CKA80648.1 elongation factor G [Streptococcus pneumoniae]



 CJW03648.1 elongation factor G [Streptococcus pneumoniae]
 CKD86016.1 elongation factor G [Streptococcus pneumoniae]
 CKG21029.1 elongation factor G [Streptococcus pneumoniae]
 CJV96156.1 elongation factor G [Streptococcus pneumoniae]
 CKG46043.1 elongation factor G [Streptococcus pneumoniae]
 CJY08961.1 elongation factor G [Streptococcus pneumoniae]
 CJZ63415.1 elongation factor G [Streptococcus pneumoniae]
 CKG52727.1 elongation factor G [Streptococcus pneumoniae]
 CKA43401.1 elongation factor G [Streptococcus pneumoniae]
 CKE65338.1 elongation factor G [Streptococcus pneumoniae]
 CJU92908.1 elongation factor G [Streptococcus pneumoniae]
 CKC72974.1 elongation factor G [Streptococcus pneumoniae]
 CJV06663.1 elongation factor G [Streptococcus pneumoniae]
 CKE26450.1 elongation factor G [Streptococcus pneumoniae]
 CKB10596.1 elongation factor G [Streptococcus pneumoniae]
 CKA05635.1 elongation factor G [Streptococcus pneumoniae]
 CKB59694.1 elongation factor G [Streptococcus pneumoniae]
 CJZ50188.1 elongation factor G [Streptococcus pneumoniae]
 CJY65411.1 elongation factor G [Streptococcus pneumoniae]
 CKA03705.1 elongation factor G [Streptococcus pneumoniae]
 CJV88200.1 elongation factor G [Streptococcus pneumoniae]
 CJU96514.1 elongation factor G [Streptococcus pneumoniae]
 CJZ80021.1 elongation factor G [Streptococcus pneumoniae]
 CKD68377.1 elongation factor G [Streptococcus pneumoniae]
 CJW44476.1 elongation factor G [Streptococcus pneumoniae]
 CKE05849.1 elongation factor G [Streptococcus pneumoniae]
 CJW68366.1 elongation factor G [Streptococcus pneumoniae]
 CKA58175.1 elongation factor G [Streptococcus pneumoniae]
 CJU50056.1 elongation factor G [Streptococcus pneumoniae]
 CKG55782.1 elongation factor G [Streptococcus pneumoniae]
 CKE28829.1 elongation factor G [Streptococcus pneumoniae]
 CJZ30891.1 elongation factor G [Streptococcus pneumoniae]
 CKA80943.1 elongation factor G [Streptococcus pneumoniae]
 CJU96626.1 elongation factor G [Streptococcus pneumoniae]
 CKE02918.1 elongation factor G [Streptococcus pneumoniae]
 CKA50420.1 elongation factor G [Streptococcus pneumoniae]
 CJV39246.1 elongation factor G [Streptococcus pneumoniae]
 CKE44882.1 elongation factor G [Streptococcus pneumoniae]
 CKE70036.1 elongation factor G [Streptococcus pneumoniae]
 CJZ78671.1 elongation factor G [Streptococcus pneumoniae]
 CJW75911.1 elongation factor G [Streptococcus pneumoniae]
 CJV56727.1 elongation factor G [Streptococcus pneumoniae]
 CKD94751.1 elongation factor G [Streptococcus pneumoniae]
 CKF77805.1 elongation factor G [Streptococcus pneumoniae]
 CKD07945.1 elongation factor G [Streptococcus pneumoniae]
 CKC95925.1 elongation factor G [Streptococcus pneumoniae]
 CKD07757.1 elongation factor G [Streptococcus pneumoniae]
 CJZ59456.1 elongation factor G [Streptococcus pneumoniae]
 CKD09909.1 elongation factor G [Streptococcus pneumoniae]
 CKI19408.1 elongation factor G [Streptococcus pneumoniae]
 CJX60748.1 elongation factor G [Streptococcus pneumoniae]
 CKC47849.1 elongation factor G [Streptococcus pneumoniae]
 CJT89105.1 elongation factor G [Streptococcus pneumoniae]
 CKD36790.1 elongation factor G [Streptococcus pneumoniae]



 CJU63134.1 elongation factor G [Streptococcus pneumoniae]
 CKE44583.1 elongation factor G [Streptococcus pneumoniae]
 CKJ05745.1 elongation factor G [Streptococcus pneumoniae]
 CKD13816.1 elongation factor G [Streptococcus pneumoniae]
 CKC65146.1 elongation factor G [Streptococcus pneumoniae]
 CJV01404.1 elongation factor G [Streptococcus pneumoniae]
 CKI23710.1 elongation factor G [Streptococcus pneumoniae]
 CKG49747.1 elongation factor G [Streptococcus pneumoniae]
 CKB59728.1 elongation factor G [Streptococcus pneumoniae]
 CKG10069.1 elongation factor G [Streptococcus pneumoniae]
 CJZ07503.1 elongation factor G [Streptococcus pneumoniae]
 CKD89861.1 elongation factor G [Streptococcus pneumoniae]
 CJZ53657.1 elongation factor G [Streptococcus pneumoniae]
 CKB79804.1 elongation factor G [Streptococcus pneumoniae]
 CKD02208.1 elongation factor G [Streptococcus pneumoniae]
 CKE07379.1 elongation factor G [Streptococcus pneumoniae]
 CJY04028.1 elongation factor G [Streptococcus pneumoniae]
 CKF76491.1 elongation factor G [Streptococcus pneumoniae]
 CJX86311.1 elongation factor G [Streptococcus pneumoniae]
 CJY62154.1 elongation factor G [Streptococcus pneumoniae]
 CJU22521.1 elongation factor G [Streptococcus pneumoniae]
 CKB31558.1 elongation factor G [Streptococcus pneumoniae]
 CJU48988.1 elongation factor G [Streptococcus pneumoniae]
 CJW02714.1 elongation factor G [Streptococcus pneumoniae]
 CKD87229.1 elongation factor G [Streptococcus pneumoniae]
 CJX92578.1 elongation factor G [Streptococcus pneumoniae]
 CJW49251.1 elongation factor G [Streptococcus pneumoniae]
 CKG54864.1 elongation factor G [Streptococcus pneumoniae]
 CJY07676.1 elongation factor G [Streptococcus pneumoniae]
 CJV46489.1 elongation factor G [Streptococcus pneumoniae]
 CKE29330.1 elongation factor G [Streptococcus pneumoniae]
 CJU84195.1 elongation factor G [Streptococcus pneumoniae]
 CKG32376.1 elongation factor G [Streptococcus pneumoniae]
 CJU68063.1 elongation factor G [Streptococcus pneumoniae]
 CJU51061.1 elongation factor G [Streptococcus pneumoniae]
 CJU33259.1 elongation factor G [Streptococcus pneumoniae]
 CJT48897.1 elongation factor G [Streptococcus pneumoniae]
 CKE80801.1 elongation factor G [Streptococcus pneumoniae]
 CJT71773.1 elongation factor G [Streptococcus pneumoniae]
 CKB06907.1 elongation factor G [Streptococcus pneumoniae]
 CJY15604.1 elongation factor G [Streptococcus pneumoniae]
 CIQ51964.1 elongation factor G [Streptococcus pneumoniae]
 CJV64704.1 elongation factor G [Streptococcus pneumoniae]
 CKG82482.1 elongation factor G [Streptococcus pneumoniae]
 CMY58665.1 elongation factor G [Streptococcus pneumoniae]
 CMX14608.1 elongation factor G [Streptococcus pneumoniae]
 CMY19629.1 elongation factor G [Streptococcus pneumoniae]
 CMW19052.1 elongation factor G [Streptococcus pneumoniae]
 CMW82136.1 elongation factor G [Streptococcus pneumoniae]
 CNA37971.1 elongation factor G [Streptococcus pneumoniae]
 CMZ63954.1 elongation factor G [Streptococcus pneumoniae]
 CMW98863.1 elongation factor G [Streptococcus pneumoniae]
 CNZ59198.1 elongation factor G [Streptococcus pneumoniae]
 CNZ73286.1 elongation factor G [Streptococcus pneumoniae]



 COQ94081.1 elongation factor G [Streptococcus pneumoniae]
 COJ08245.1 elongation factor G [Streptococcus pneumoniae]
 COA08607.1 elongation factor G [Streptococcus pneumoniae]
 COF88559.1 elongation factor G [Streptococcus pneumoniae]
 COI47410.1 elongation factor G [Streptococcus pneumoniae]
 COO69411.1 elongation factor G [Streptococcus pneumoniae]
 CNZ12365.1 elongation factor G [Streptococcus pneumoniae]
 COI05362.1 elongation factor G [Streptococcus pneumoniae]
 COG38848.1 elongation factor G [Streptococcus pneumoniae]
 CNZ69242.1 elongation factor G [Streptococcus pneumoniae]
 COI54428.1 elongation factor G [Streptococcus pneumoniae]
 COJ93351.1 elongation factor G [Streptococcus pneumoniae]
 COP15447.1 elongation factor G [Streptococcus pneumoniae]
 COJ24305.1 elongation factor G [Streptococcus pneumoniae]
 COL92783.1 elongation factor G [Streptococcus pneumoniae]
 COR43828.1 elongation factor G [Streptococcus pneumoniae]
 COJ82318.1 elongation factor G [Streptococcus pneumoniae]
 COM97107.1 elongation factor G [Streptococcus pneumoniae]
 COL98226.1 elongation factor G [Streptococcus pneumoniae]
 COK09964.1 elongation factor G [Streptococcus pneumoniae]
 COP41541.1 elongation factor G [Streptococcus pneumoniae]
 COI57904.1 elongation factor G [Streptococcus pneumoniae]
 COP33833.1 elongation factor G [Streptococcus pneumoniae]
 COI91366.1 elongation factor G [Streptococcus pneumoniae]
 COO60742.1 elongation factor G [Streptococcus pneumoniae]
 COG01907.1 elongation factor G [Streptococcus pneumoniae]
 COQ67644.1 elongation factor G [Streptococcus pneumoniae]
 COE19758.1 elongation factor G [Streptococcus pneumoniae]
 COG04612.1 elongation factor G [Streptococcus pneumoniae]
 COP75602.1 elongation factor G [Streptococcus pneumoniae]
 COC02219.1 elongation factor G [Streptococcus pneumoniae]
 CNZ63832.1 elongation factor G [Streptococcus pneumoniae]
 COC04326.1 elongation factor G [Streptococcus pneumoniae]
 COG14812.1 elongation factor G [Streptococcus pneumoniae]
 COG26690.1 elongation factor G [Streptococcus pneumoniae]
 COG36332.1 elongation factor G [Streptococcus pneumoniae]
 COO79020.1 elongation factor G [Streptococcus pneumoniae]
 CNZ42922.1 elongation factor G [Streptococcus pneumoniae]
 COK47354.1 elongation factor G [Streptococcus pneumoniae]
 COL26726.1 elongation factor G [Streptococcus pneumoniae]
 COE32761.1 elongation factor G [Streptococcus pneumoniae]
 COQ45546.1 elongation factor G [Streptococcus pneumoniae]
 COB25066.1 elongation factor G [Streptococcus pneumoniae]
 COD18129.1 elongation factor G [Streptococcus pneumoniae]
 COJ44161.1 elongation factor G [Streptococcus pneumoniae]
 COK23396.1 elongation factor G [Streptococcus pneumoniae]
 COO04578.1 elongation factor G [Streptococcus pneumoniae]
 COF48689.1 elongation factor G [Streptococcus pneumoniae]
 COQ49803.1 elongation factor G [Streptococcus pneumoniae]
 COP99216.1 elongation factor G [Streptococcus pneumoniae]
 COA01775.1 elongation factor G [Streptococcus pneumoniae]
 COL94226.1 elongation factor G [Streptococcus pneumoniae]
 COH91130.1 elongation factor G [Streptococcus pneumoniae]
 COR65668.1 elongation factor G [Streptococcus pneumoniae]



 CNZ59961.1 elongation factor G [Streptococcus pneumoniae]
 COJ98625.1 elongation factor G [Streptococcus pneumoniae]
 COK39079.1 elongation factor G [Streptococcus pneumoniae]
 COL00890.1 elongation factor G [Streptococcus pneumoniae]
 COR61331.1 elongation factor G [Streptococcus pneumoniae]
 COJ86814.1 elongation factor G [Streptococcus pneumoniae]
 COJ68088.1 elongation factor G [Streptococcus pneumoniae]
 COL65784.1 elongation factor G [Streptococcus pneumoniae]
 COH65500.1 elongation factor G [Streptococcus pneumoniae]
 COF42519.1 elongation factor G [Streptococcus pneumoniae]
 COR68591.1 elongation factor G [Streptococcus pneumoniae]
 COK45519.1 elongation factor G [Streptococcus pneumoniae]
 COP00522.1 elongation factor G [Streptococcus pneumoniae]
 COO03881.1 elongation factor G [Streptococcus pneumoniae]
 COC30550.1 elongation factor G [Streptococcus pneumoniae]
 COI40917.1 elongation factor G [Streptococcus pneumoniae]
 COA72916.1 elongation factor G [Streptococcus pneumoniae]
 COQ33243.1 elongation factor G [Streptococcus pneumoniae]
 COM90218.1 elongation factor G [Streptococcus pneumoniae]
 COD24934.1 elongation factor G [Streptococcus pneumoniae]
 COG85266.1 elongation factor G [Streptococcus pneumoniae]
 COM02220.1 elongation factor G [Streptococcus pneumoniae]
 COD06807.1 elongation factor G [Streptococcus pneumoniae]
 COK35791.1 elongation factor G [Streptococcus pneumoniae]
 COQ47899.1 elongation factor G [Streptococcus pneumoniae]
 COP48006.1 elongation factor G [Streptococcus pneumoniae]
 COB30883.1 elongation factor G [Streptococcus pneumoniae]
 COJ91472.1 elongation factor G [Streptococcus pneumoniae]
 COG48762.1 elongation factor G [Streptococcus pneumoniae]
 COA18474.1 elongation factor G [Streptococcus pneumoniae]
 COR23048.1 elongation factor G [Streptococcus pneumoniae]
 COB69732.1 elongation factor G [Streptococcus pneumoniae]
 COD13470.1 elongation factor G [Streptococcus pneumoniae]
 COR12489.1 elongation factor G [Streptococcus pneumoniae]
 COC18845.1 elongation factor G [Streptococcus pneumoniae]
 COQ77286.1 elongation factor G [Streptococcus pneumoniae]
 COH21642.1 elongation factor G [Streptococcus pneumoniae]
 COD53866.1 elongation factor G [Streptococcus pneumoniae]
 COD81750.1 elongation factor G [Streptococcus pneumoniae]
 COL74159.1 elongation factor G [Streptococcus pneumoniae]
 COM95460.1 elongation factor G [Streptococcus pneumoniae]
 COI59469.1 elongation factor G [Streptococcus pneumoniae]
 COI34002.1 elongation factor G [Streptococcus pneumoniae]
 COA18857.1 elongation factor G [Streptococcus pneumoniae]
 COK44739.1 elongation factor G [Streptococcus pneumoniae]
 COA94625.1 elongation factor G [Streptococcus pneumoniae]
 COB73483.1 elongation factor G [Streptococcus pneumoniae]
 COB70015.1 elongation factor G [Streptococcus pneumoniae]
 COL40249.1 elongation factor G [Streptococcus pneumoniae]
 COI43558.1 elongation factor G [Streptococcus pneumoniae]
 COK97516.1 elongation factor G [Streptococcus pneumoniae]
 COQ07654.1 elongation factor G [Streptococcus pneumoniae]
 COF59718.1 elongation factor G [Streptococcus pneumoniae]
 CON08519.1 elongation factor G [Streptococcus pneumoniae]



 COF73155.1 elongation factor G [Streptococcus pneumoniae]
 COM23134.1 elongation factor G [Streptococcus pneumoniae]
 COO23266.1 elongation factor G [Streptococcus pneumoniae]
 COD84110.1 elongation factor G [Streptococcus pneumoniae]
 CNZ40859.1 elongation factor G [Streptococcus pneumoniae]
 COP38490.1 elongation factor G [Streptococcus pneumoniae]
 COG20022.1 elongation factor G [Streptococcus pneumoniae]
 COP23050.1 elongation factor G [Streptococcus pneumoniae]
 COB59659.1 elongation factor G [Streptococcus pneumoniae]
 COA23266.1 elongation factor G [Streptococcus pneumoniae]
 COC94124.1 elongation factor G [Streptococcus pneumoniae]
 COR06924.1 elongation factor G [Streptococcus pneumoniae]
 COQ49808.1 elongation factor G [Streptococcus pneumoniae]
 COP18349.1 elongation factor G [Streptococcus pneumoniae]
 COA41693.1 elongation factor G [Streptococcus pneumoniae]
 COG76967.1 elongation factor G [Streptococcus pneumoniae]
 COF42073.1 elongation factor G [Streptococcus pneumoniae]
 COB59376.1 elongation factor G [Streptococcus pneumoniae]
 COM16295.1 elongation factor G [Streptococcus pneumoniae]
 COD27172.1 elongation factor G [Streptococcus pneumoniae]
 COI02694.1 elongation factor G [Streptococcus pneumoniae]
 COC09756.1 elongation factor G [Streptococcus pneumoniae]
 COO82665.1 elongation factor G [Streptococcus pneumoniae]
 COE62044.1 elongation factor G [Streptococcus pneumoniae]
 COS25434.1 elongation factor G [Streptococcus pneumoniae]
 COS11759.1 elongation factor G [Streptococcus pneumoniae]
 COS35266.1 elongation factor G [Streptococcus pneumoniae]
 COS50522.1 elongation factor G [Streptococcus pneumoniae]
 COS81358.1 elongation factor G [Streptococcus pneumoniae]
 COS60021.1 elongation factor G [Streptococcus pneumoniae]
 COS65313.1 elongation factor G [Streptococcus pneumoniae]
 COS97642.1 elongation factor G [Streptococcus pneumoniae]
 KNB48697.1 elongation factor G [Streptococcus pneumoniae]
 CTO69270.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH27524.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE91581.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE04045.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO25429.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG81408.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN68922.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE20660.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL88171.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD94688.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL95096.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTK39383.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD85517.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG80685.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO95330.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE33989.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK77849.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO53670.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK82998.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD92553.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO84757.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE40198.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP28123.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE27594.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP08444.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP56200.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM52386.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH25679.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE03215.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP01478.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO99285.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH29601.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO91539.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE06341.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO60602.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO75292.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE14018.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO79920.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTD71655.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD80540.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD85744.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE63371.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG74052.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO49976.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO41600.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK41034.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN81602.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD79070.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD88478.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL20118.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK94032.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL07120.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK63545.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK74617.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK53944.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG88910.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG86354.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH09343.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK44614.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP01546.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG83044.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTG80232.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO24549.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK08799.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP57087.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTK51646.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN69103.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK41670.1 translation elongation factor G [Streptococcus 
pneumoniae]
 KNY52120.1 elongation factor G [Streptococcus pneumoniae]
 CVV88344.1 elongation factor G [Streptococcus pneumoniae]
 CVT14869.1 elongation factor G [Streptococcus pneumoniae]
 CVW50046.1 elongation factor G [Streptococcus pneumoniae]
 CVV88272.1 elongation factor G [Streptococcus pneumoniae]
 CVM94319.1 elongation factor G [Streptococcus pneumoniae]
 CVN77400.1 elongation factor G [Streptococcus pneumoniae]
 CVN48506.1 elongation factor G [Streptococcus pneumoniae]
 CVT71305.1 elongation factor G [Streptococcus pneumoniae]
 CVO85023.1 elongation factor G [Streptococcus pneumoniae]
 CVT94763.1 elongation factor G [Streptococcus pneumoniae]
 CVM03862.1 elongation factor G [Streptococcus pneumoniae]
 CVR31576.1 elongation factor G [Streptococcus pneumoniae]
 CVU39073.1 elongation factor G [Streptococcus pneumoniae]
 CVL18088.1 elongation factor G [Streptococcus pneumoniae]
 CVV82655.1 elongation factor G [Streptococcus pneumoniae]
 CVU57799.1 elongation factor G [Streptococcus pneumoniae]
 CVO45899.1 elongation factor G [Streptococcus pneumoniae]
 CVW78945.1 elongation factor G [Streptococcus pneumoniae]
 CVY37328.1 elongation factor G [Streptococcus pneumoniae]
 CVO71489.1 elongation factor G [Streptococcus pneumoniae]
 CVM91002.1 elongation factor G [Streptococcus pneumoniae]
 CVR98105.1 elongation factor G [Streptococcus pneumoniae]
 CVQ73723.1 elongation factor G [Streptococcus pneumoniae]
 CVP26420.1 elongation factor G [Streptococcus pneumoniae]
 CVO59053.1 elongation factor G [Streptococcus pneumoniae]
 CVK81097.1 elongation factor G [Streptococcus pneumoniae]
 CVU94562.1 elongation factor G [Streptococcus pneumoniae]
 CVV68513.1 elongation factor G [Streptococcus pneumoniae]
 CVY29564.1 elongation factor G [Streptococcus pneumoniae]
 CVX92204.1 elongation factor G [Streptococcus pneumoniae]
 CVP60448.1 elongation factor G [Streptococcus pneumoniae]
 CVP11044.1 elongation factor G [Streptococcus pneumoniae]
 CVT77417.1 elongation factor G [Streptococcus pneumoniae]
 CVL85040.1 elongation factor G [Streptococcus pneumoniae]
 CVN89929.1 elongation factor G [Streptococcus pneumoniae]
 CVO84317.1 elongation factor G [Streptococcus pneumoniae]
 CVW04863.1 elongation factor G [Streptococcus pneumoniae]
 CVT60821.1 elongation factor G [Streptococcus pneumoniae]
 CVU56572.1 elongation factor G [Streptococcus pneumoniae]
 CVN06502.1 elongation factor G [Streptococcus pneumoniae]
 CVX03082.1 elongation factor G [Streptococcus pneumoniae]
 CVK38385.1 elongation factor G [Streptococcus pneumoniae]
 CVK72095.1 elongation factor G [Streptococcus pneumoniae]
 CVY31091.1 elongation factor G [Streptococcus pneumoniae]
 CVP79122.1 elongation factor G [Streptococcus pneumoniae]
 CVQ84408.1 elongation factor G [Streptococcus pneumoniae]



 CVM85808.1 elongation factor G [Streptococcus pneumoniae]
 CVR53218.1 elongation factor G [Streptococcus pneumoniae]
 CVV75242.1 elongation factor G [Streptococcus pneumoniae]
 CVS78144.1 elongation factor G [Streptococcus pneumoniae]
 CVU26309.1 elongation factor G [Streptococcus pneumoniae]
 CVX25413.1 elongation factor G [Streptococcus pneumoniae]
 CVT86464.1 elongation factor G [Streptococcus pneumoniae]
 CVO78697.1 elongation factor G [Streptococcus pneumoniae]
 CVX65293.1 elongation factor G [Streptococcus pneumoniae]
 CVS64286.1 elongation factor G [Streptococcus pneumoniae]
 CVX39560.1 elongation factor G [Streptococcus pneumoniae]
 CVO64051.1 elongation factor G [Streptococcus pneumoniae]
 CVV71621.1 elongation factor G [Streptococcus pneumoniae]
 CVO26885.1 elongation factor G [Streptococcus pneumoniae]
 CVN32006.1 elongation factor G [Streptococcus pneumoniae]
 CVV65093.1 elongation factor G [Streptococcus pneumoniae]
 CVS95201.1 elongation factor G [Streptococcus pneumoniae]
 CVS81632.1 elongation factor G [Streptococcus pneumoniae]
 CVO99021.1 elongation factor G [Streptococcus pneumoniae]
 CVL84788.1 elongation factor G [Streptococcus pneumoniae]
 CVK80232.1 elongation factor G [Streptococcus pneumoniae]
 CVP96472.1 elongation factor G [Streptococcus pneumoniae]
 CVY16714.1 elongation factor G [Streptococcus pneumoniae]
 CVR16586.1 elongation factor G [Streptococcus pneumoniae]
 CVP71086.1 elongation factor G [Streptococcus pneumoniae]
 CVW55757.1 elongation factor G [Streptococcus pneumoniae]
 CVX84813.1 elongation factor G [Streptococcus pneumoniae]
 CVX17984.1 elongation factor G [Streptococcus pneumoniae]
 CVR65250.1 elongation factor G [Streptococcus pneumoniae]
 CVN20731.1 elongation factor G [Streptococcus pneumoniae]
 CVR97924.1 elongation factor G [Streptococcus pneumoniae]
 CVX69074.1 elongation factor G [Streptococcus pneumoniae]
 CVP23373.1 elongation factor G [Streptococcus pneumoniae]
 CVT25331.1 elongation factor G [Streptococcus pneumoniae]
 CVN87932.1 elongation factor G [Streptococcus pneumoniae]
 CVV17810.1 elongation factor G [Streptococcus pneumoniae]
 CVO21247.1 elongation factor G [Streptococcus pneumoniae]
 CVM97054.1 elongation factor G [Streptococcus pneumoniae]
 CVT79497.1 elongation factor G [Streptococcus pneumoniae]
 CVT85466.1 elongation factor G [Streptococcus pneumoniae]
 CVR18821.1 elongation factor G [Streptococcus pneumoniae]
 CVR68736.1 elongation factor G [Streptococcus pneumoniae]
 CVM54148.1 elongation factor G [Streptococcus pneumoniae]
 CVX84070.1 elongation factor G [Streptococcus pneumoniae]
 CVQ03048.1 elongation factor G [Streptococcus pneumoniae]
 CVO78074.1 elongation factor G [Streptococcus pneumoniae]
 CVV04196.1 elongation factor G [Streptococcus pneumoniae]
 CVV93840.1 elongation factor G [Streptococcus pneumoniae]
 CVS77330.1 elongation factor G [Streptococcus pneumoniae]
 CVX30790.1 elongation factor G [Streptococcus pneumoniae]
 CVL66489.1 elongation factor G [Streptococcus pneumoniae]
 CVP31904.1 elongation factor G [Streptococcus pneumoniae]
 CVM22136.1 elongation factor G [Streptococcus pneumoniae]
 CVQ61073.1 elongation factor G [Streptococcus pneumoniae]



 CVR21280.1 elongation factor G [Streptococcus pneumoniae]
 CVQ21464.1 elongation factor G [Streptococcus pneumoniae]
 CVS23043.1 elongation factor G [Streptococcus pneumoniae]
 CVS72505.1 elongation factor G [Streptococcus pneumoniae]
 CVK55252.1 elongation factor G [Streptococcus pneumoniae]
 CVS15453.1 elongation factor G [Streptococcus pneumoniae]
 CVT15950.1 elongation factor G [Streptococcus pneumoniae]
 CXF31038.1 elongation factor G [Streptococcus pneumoniae]
 CWA96688.1 elongation factor G [Streptococcus pneumoniae]
 CWJ57900.1 elongation factor G [Streptococcus pneumoniae]
 CXF10069.1 elongation factor G [Streptococcus pneumoniae]
 CWG43316.1 elongation factor G [Streptococcus pneumoniae]
 CWA38979.1 elongation factor G [Streptococcus pneumoniae]
 CXF31882.1 elongation factor G [Streptococcus pneumoniae]
 CVZ08376.1 elongation factor G [Streptococcus pneumoniae]
 CWB85074.1 elongation factor G [Streptococcus pneumoniae]
 CWL13481.1 elongation factor G [Streptococcus pneumoniae]
 CWH54757.1 elongation factor G [Streptococcus pneumoniae]
 CWG80539.1 elongation factor G [Streptococcus pneumoniae]
 CWE08185.1 elongation factor G [Streptococcus pneumoniae]
 CWC16143.1 elongation factor G [Streptococcus pneumoniae]
 CWK87022.1 elongation factor G [Streptococcus pneumoniae]
 CWB97449.1 elongation factor G [Streptococcus pneumoniae]
 CWK34180.1 elongation factor G [Streptococcus pneumoniae]
 CVY77633.1 elongation factor G [Streptococcus pneumoniae]
 CVY82447.1 elongation factor G [Streptococcus pneumoniae]
 CWF16934.1 elongation factor G [Streptococcus pneumoniae]
 CWD12294.1 elongation factor G [Streptococcus pneumoniae]
 CWL51433.1 elongation factor G [Streptococcus pneumoniae]
 CVY93062.1 elongation factor G [Streptococcus pneumoniae]
 CWA06184.1 elongation factor G [Streptococcus pneumoniae]
 CWG64630.1 elongation factor G [Streptococcus pneumoniae]
 CWF26656.1 elongation factor G [Streptococcus pneumoniae]
 CWI17076.1 elongation factor G [Streptococcus pneumoniae]
 CVZ81229.1 elongation factor G [Streptococcus pneumoniae]
 CXF36714.1 elongation factor G [Streptococcus pneumoniae]
 CWL38709.1 elongation factor G [Streptococcus pneumoniae]
 CWE58707.1 elongation factor G [Streptococcus pneumoniae]
 CWE35420.1 elongation factor G [Streptococcus pneumoniae]
 CWI63283.1 elongation factor G [Streptococcus pneumoniae]
 CWF74121.1 elongation factor G [Streptococcus pneumoniae]
 CWH16092.1 elongation factor G [Streptococcus pneumoniae]
 CWA88040.1 elongation factor G [Streptococcus pneumoniae]
 CWD12420.1 elongation factor G [Streptococcus pneumoniae]
 CWF47044.1 elongation factor G [Streptococcus pneumoniae]
 CWG51619.1 elongation factor G [Streptococcus pneumoniae]
 CWF20552.1 elongation factor G [Streptococcus pneumoniae]
 CWG03723.1 elongation factor G [Streptococcus pneumoniae]
 CWG84290.1 elongation factor G [Streptococcus pneumoniae]
 CXF30592.1 elongation factor G [Streptococcus pneumoniae]
 CVZ80841.1 elongation factor G [Streptococcus pneumoniae]
 CWD04371.1 elongation factor G [Streptococcus pneumoniae]
 CWI09626.1 elongation factor G [Streptococcus pneumoniae]
 CWC23747.1 elongation factor G [Streptococcus pneumoniae]



 CWA81693.1 elongation factor G [Streptococcus pneumoniae]
 CWI59420.1 elongation factor G [Streptococcus pneumoniae]
 CWK56473.1 elongation factor G [Streptococcus pneumoniae]
 CWL23577.1 elongation factor G [Streptococcus pneumoniae]
 CWJ16296.1 elongation factor G [Streptococcus pneumoniae]
 CVZ03935.1 elongation factor G [Streptococcus pneumoniae]
 CWE77267.1 elongation factor G [Streptococcus pneumoniae]
 CWJ03887.1 elongation factor G [Streptococcus pneumoniae]
 CWM20332.1 elongation factor G [Streptococcus pneumoniae]
 CWG09094.1 elongation factor G [Streptococcus pneumoniae]
 CWB10057.1 elongation factor G [Streptococcus pneumoniae]
 CWK61768.1 elongation factor G [Streptococcus pneumoniae]
 CWL24316.1 elongation factor G [Streptococcus pneumoniae]
 CWF36748.1 elongation factor G [Streptococcus pneumoniae]
 CWI26300.1 elongation factor G [Streptococcus pneumoniae]
 CWD68481.1 elongation factor G [Streptococcus pneumoniae]
 CWH34333.1 elongation factor G [Streptococcus pneumoniae]
 CWJ97961.1 elongation factor G [Streptococcus pneumoniae]
 CWI16863.1 elongation factor G [Streptococcus pneumoniae]
 CWI87281.1 elongation factor G [Streptococcus pneumoniae]
 CXF44654.1 elongation factor G [Streptococcus pneumoniae]
 CWK95357.1 elongation factor G [Streptococcus pneumoniae]
 CWD30580.1 elongation factor G [Streptococcus pneumoniae]
 CWJ32478.1 elongation factor G [Streptococcus pneumoniae]
 CWI99182.1 elongation factor G [Streptococcus pneumoniae]
 CXF40850.1 elongation factor G [Streptococcus pneumoniae]
 CWH14483.1 elongation factor G [Streptococcus pneumoniae]
 CWI59913.1 elongation factor G [Streptococcus pneumoniae]
 CWC91655.1 elongation factor G [Streptococcus pneumoniae]
 CWH24793.1 elongation factor G [Streptococcus pneumoniae]
 CWG64535.1 elongation factor G [Streptococcus pneumoniae]
 CWA04216.1 elongation factor G [Streptococcus pneumoniae]
 CWH00078.1 elongation factor G [Streptococcus pneumoniae]
 CWD26703.1 elongation factor G [Streptococcus pneumoniae]
 CWL69136.1 elongation factor G [Streptococcus pneumoniae]
 CWE03012.1 elongation factor G [Streptococcus pneumoniae]
 CWD02046.1 elongation factor G [Streptococcus pneumoniae]
 CWB12939.1 elongation factor G [Streptococcus pneumoniae]
 CWI87921.1 elongation factor G [Streptococcus pneumoniae]
 CWF21870.1 elongation factor G [Streptococcus pneumoniae]
 CWH57162.1 elongation factor G [Streptococcus pneumoniae]
 CWD76102.1 elongation factor G [Streptococcus pneumoniae]
 CWH97738.1 elongation factor G [Streptococcus pneumoniae]
 CWG79305.1 elongation factor G [Streptococcus pneumoniae]
 CWK52762.1 elongation factor G [Streptococcus pneumoniae]
 CWC73099.1 elongation factor G [Streptococcus pneumoniae]
 CWB44276.1 elongation factor G [Streptococcus pneumoniae]
 CVZ40976.1 elongation factor G [Streptococcus pneumoniae]
 CWA84455.1 elongation factor G [Streptococcus pneumoniae]
 CWE91365.1 elongation factor G [Streptococcus pneumoniae]
 CWL28357.1 elongation factor G [Streptococcus pneumoniae]
 CWH70912.1 elongation factor G [Streptococcus pneumoniae]
 CWG03102.1 elongation factor G [Streptococcus pneumoniae]
 CWF38982.1 elongation factor G [Streptococcus pneumoniae]



 CWL38656.1 elongation factor G [Streptococcus pneumoniae]
 CWK27934.1 elongation factor G [Streptococcus pneumoniae]
 CWA08328.1 elongation factor G [Streptococcus pneumoniae]
 CWH95394.1 elongation factor G [Streptococcus pneumoniae]
 CWK32675.1 elongation factor G [Streptococcus pneumoniae]
 CWG80331.1 elongation factor G [Streptococcus pneumoniae]
 CWJ39144.1 elongation factor G [Streptococcus pneumoniae]
 CWC40962.1 elongation factor G [Streptococcus pneumoniae]
 CWK39410.1 elongation factor G [Streptococcus pneumoniae]
 CWJ98682.1 elongation factor G [Streptococcus pneumoniae]
 CWJ04853.1 elongation factor G [Streptococcus pneumoniae]
 CWA63536.1 elongation factor G [Streptococcus pneumoniae]
 CWG11002.1 elongation factor G [Streptococcus pneumoniae]
 CWH35751.1 elongation factor G [Streptococcus pneumoniae]
 CWH18918.1 elongation factor G [Streptococcus pneumoniae]
 CWE56236.1 elongation factor G [Streptococcus pneumoniae]
 CVZ16835.1 elongation factor G [Streptococcus pneumoniae]
 CWI92758.1 elongation factor G [Streptococcus pneumoniae]
 CWB27536.1 elongation factor G [Streptococcus pneumoniae]
 CWM39572.1 elongation factor G [Streptococcus pneumoniae]
 CVZ12850.1 elongation factor G [Streptococcus pneumoniae]
 CWL08834.1 elongation factor G [Streptococcus pneumoniae]
 CWC43132.1 elongation factor G [Streptococcus pneumoniae]
 CWA53551.1 elongation factor G [Streptococcus pneumoniae]
 CWD31158.1 elongation factor G [Streptococcus pneumoniae]
 CVY71582.1 elongation factor G [Streptococcus pneumoniae]
 CWG43449.1 elongation factor G [Streptococcus pneumoniae]
 CWE49861.1 elongation factor G [Streptococcus pneumoniae]
 CWG11377.1 elongation factor G [Streptococcus pneumoniae]
 CWL67103.1 elongation factor G [Streptococcus pneumoniae]
 CWL40048.1 elongation factor G [Streptococcus pneumoniae]
 CWH43319.1 elongation factor G [Streptococcus pneumoniae]
 CVZ10090.1 elongation factor G [Streptococcus pneumoniae]
 CWA06992.1 elongation factor G [Streptococcus pneumoniae]
 CVZ31919.1 elongation factor G [Streptococcus pneumoniae]
 CWH86283.1 elongation factor G [Streptococcus pneumoniae]
 CWF26796.1 elongation factor G [Streptococcus pneumoniae]
 CVX84752.1 elongation factor G [Streptococcus pneumoniae]
 CWA30801.1 elongation factor G [Streptococcus pneumoniae]
 CXE82410.1 elongation factor G [Streptococcus pneumoniae]
 CWJ90571.1 elongation factor G [Streptococcus pneumoniae]
 CZD80908.1 elongation factor G [Streptococcus pneumoniae]
 CYL55002.1 elongation factor G [Streptococcus pneumoniae]
 CXG33425.1 elongation factor G [Streptococcus pneumoniae]
 CXG22481.1 elongation factor G [Streptococcus pneumoniae]
 CXH05867.1 elongation factor G [Streptococcus pneumoniae]
 CYJ65140.1 elongation factor G [Streptococcus pneumoniae]
 CYP03574.1 elongation factor G [Streptococcus pneumoniae]
 CYN73324.1 elongation factor G [Streptococcus pneumoniae]
 CXH02965.1 elongation factor G [Streptococcus pneumoniae]
 CYI09368.1 elongation factor G [Streptococcus pneumoniae]
 CYK35058.1 elongation factor G [Streptococcus pneumoniae]
 CYH05880.1 elongation factor G [Streptococcus pneumoniae]
 CXG06980.1 elongation factor G [Streptococcus pneumoniae]



 CXG27583.1 elongation factor G [Streptococcus pneumoniae]
 CYI58574.1 elongation factor G [Streptococcus pneumoniae]
 CYJ14602.1 elongation factor G [Streptococcus pneumoniae]
 CYI25894.1 elongation factor G [Streptococcus pneumoniae]
 CYI48559.1 elongation factor G [Streptococcus pneumoniae]
 CYO66404.1 elongation factor G [Streptococcus pneumoniae]
 CYO38948.1 elongation factor G [Streptococcus pneumoniae]
 CYJ61367.1 elongation factor G [Streptococcus pneumoniae]
 CYJ80354.1 elongation factor G [Streptococcus pneumoniae]
 CYL31281.1 elongation factor G [Streptococcus pneumoniae]
 CXG87847.1 elongation factor G [Streptococcus pneumoniae]
 CYI20780.1 elongation factor G [Streptococcus pneumoniae]
 CYN59160.1 elongation factor G [Streptococcus pneumoniae]
 CYO60977.1 elongation factor G [Streptococcus pneumoniae]
 CXF61548.1 elongation factor G [Streptococcus pneumoniae]
 CYN82635.1 elongation factor G [Streptococcus pneumoniae]
 CYK95117.1 elongation factor G [Streptococcus pneumoniae]
 CYH11183.1 elongation factor G [Streptococcus pneumoniae]
 CYJ31576.1 elongation factor G [Streptococcus pneumoniae]
 CXG04858.1 elongation factor G [Streptococcus pneumoniae]
 CYG47391.1 elongation factor G [Streptococcus pneumoniae]
 CYH69928.1 elongation factor G [Streptococcus pneumoniae]
 CYP61098.1 elongation factor G [Streptococcus pneumoniae]
 CYK31620.1 elongation factor G [Streptococcus pneumoniae]
 CYH33747.1 elongation factor G [Streptococcus pneumoniae]
 CZD59859.1 elongation factor G [Streptococcus pneumoniae]
 CYH54717.1 elongation factor G [Streptococcus pneumoniae]
 CYL48046.1 elongation factor G [Streptococcus pneumoniae]
 CYI48524.1 elongation factor G [Streptococcus pneumoniae]
 CYL55517.1 elongation factor G [Streptococcus pneumoniae]
 CYK20683.1 elongation factor G [Streptococcus pneumoniae]
 CYJ93311.1 elongation factor G [Streptococcus pneumoniae]
 CYH32450.1 elongation factor G [Streptococcus pneumoniae]
 CYO51030.1 elongation factor G [Streptococcus pneumoniae]
 CYI78453.1 elongation factor G [Streptococcus pneumoniae]
 CYH60542.1 elongation factor G [Streptococcus pneumoniae]
 CYI35092.1 elongation factor G [Streptococcus pneumoniae]
 CYN80948.1 elongation factor G [Streptococcus pneumoniae]
 CYK51331.1 elongation factor G [Streptococcus pneumoniae]
 CXG82532.1 elongation factor G [Streptococcus pneumoniae]
 CYM67125.1 elongation factor G [Streptococcus pneumoniae]
 CYL38477.1 elongation factor G [Streptococcus pneumoniae]
 CYH27693.1 elongation factor G [Streptococcus pneumoniae]
 CYJ16275.1 elongation factor G [Streptococcus pneumoniae]
 CYK63264.1 elongation factor G [Streptococcus pneumoniae]
 CYK87622.1 elongation factor G [Streptococcus pneumoniae]
 CZD51826.1 elongation factor G [Streptococcus pneumoniae]
 CYJ44678.1 elongation factor G [Streptococcus pneumoniae]
 CYH51879.1 elongation factor G [Streptococcus pneumoniae]
 CZB47007.1 elongation factor G [Streptococcus pneumoniae]
 CYG63037.1 elongation factor G [Streptococcus pneumoniae]
 CYL36880.1 elongation factor G [Streptococcus pneumoniae]
 CYH12527.1 elongation factor G [Streptococcus pneumoniae]
 CYK04814.1 elongation factor G [Streptococcus pneumoniae]



 CYL55368.1 elongation factor G [Streptococcus pneumoniae]
 CXG81821.1 elongation factor G [Streptococcus pneumoniae]
 CYH25811.1 elongation factor G [Streptococcus pneumoniae]
 CXG64884.1 elongation factor G [Streptococcus pneumoniae]
 CYH30864.1 elongation factor G [Streptococcus pneumoniae]
 CZD57772.1 elongation factor G [Streptococcus pneumoniae]
 CZD52118.1 elongation factor G [Streptococcus pneumoniae]
 CZC56559.1 elongation factor G [Streptococcus pneumoniae]
 CXF72066.1 elongation factor G [Streptococcus pneumoniae]
 CZC84343.1 elongation factor G [Streptococcus pneumoniae]
 CYI59314.1 elongation factor G [Streptococcus pneumoniae]
 CZC65940.1 elongation factor G [Streptococcus pneumoniae]
 CZC65751.1 elongation factor G [Streptococcus pneumoniae]
 CYK56253.1 elongation factor G [Streptococcus pneumoniae]
 CYL32873.1 elongation factor G [Streptococcus pneumoniae]
 CYK94334.1 elongation factor G [Streptococcus pneumoniae]
 CYN39873.1 elongation factor G [Streptococcus pneumoniae]
 CYJ59222.1 elongation factor G [Streptococcus pneumoniae]
 CXG45757.1 elongation factor G [Streptococcus pneumoniae]
 CYJ97736.1 elongation factor G [Streptococcus pneumoniae]
 KXT23291.1 elongation factor G [Streptococcus pneumoniae]
 KXV90555.1 elongation factor G [Streptococcus pneumoniae]
 KXV91785.1 elongation factor G [Streptococcus pneumoniae]
 KXW15560.1 elongation factor G [Streptococcus pneumoniae]
 KXW25288.1 elongation factor G [Streptococcus pneumoniae]
 KXW33741.1 elongation factor G [Streptococcus pneumoniae]
 ODJ78066.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO15079.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO24170.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO28926.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO34630.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO36772.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO53512.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO57245.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OEH38990.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CXF72093.1 elongation factor G [Streptococcus pneumoniae]
 CXG04792.1 elongation factor G [Streptococcus pneumoniae]
 CXF71448.1 elongation factor G [Streptococcus pneumoniae]
 CXF99516.1 elongation factor G [Streptococcus pneumoniae]
 BAW83803.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ONG50506.1 translation elongation factor G [Streptococcus 
pneumoniae]
 BAX34383.1 translation elongation factor G [Streptococcus 
pneumoniae]



 SNO89053.1 elongation factor G [Streptococcus pneumoniae]
 SNP10319.1 elongation factor G [Streptococcus pneumoniae]
 SNI54217.1 elongation factor G [Streptococcus pneumoniae]
 SNL39437.1 elongation factor G [Streptococcus pneumoniae]
 SNM71928.1 elongation factor G [Streptococcus pneumoniae]
 SNL70715.1 elongation factor G [Streptococcus pneumoniae]
 SNJ92768.1 elongation factor G [Streptococcus pneumoniae]
 SNE52951.1 elongation factor G [Streptococcus pneumoniae]
 SNL18111.1 elongation factor G [Streptococcus pneumoniae]
 SNG73393.1 elongation factor G [Streptococcus pneumoniae]
 SNO94671.1 elongation factor G [Streptococcus pneumoniae]
 SNP04204.1 elongation factor G [Streptococcus pneumoniae]
 SNK05372.1 elongation factor G [Streptococcus pneumoniae]
 SNM91512.1 elongation factor G [Streptococcus pneumoniae]
 SNI30652.1 elongation factor G [Streptococcus pneumoniae]
 SNE85322.1 elongation factor G [Streptococcus pneumoniae]
 SNP01457.1 elongation factor G [Streptococcus pneumoniae]
 SNP51007.1 elongation factor G [Streptococcus pneumoniae]
 SNQ03129.1 elongation factor G [Streptococcus pneumoniae]
 SNN35968.1 elongation factor G [Streptococcus pneumoniae]
 SNG54371.1 elongation factor G [Streptococcus pneumoniae]
 SNJ37956.1 elongation factor G [Streptococcus pneumoniae]
 SNO34957.1 elongation factor G [Streptococcus pneumoniae]
 SNM78602.1 elongation factor G [Streptococcus pneumoniae]
 SNK48443.1 elongation factor G [Streptococcus pneumoniae]
 SNN43425.1 elongation factor G [Streptococcus pneumoniae]
 SNH18742.1 elongation factor G [Streptococcus pneumoniae]
 SNP38347.1 elongation factor G [Streptococcus pneumoniae]
 SNL36736.1 elongation factor G [Streptococcus pneumoniae]
 SNP26041.1 elongation factor G [Streptococcus pneumoniae]
 SNN69216.1 elongation factor G [Streptococcus pneumoniae]
 SNP46001.1 elongation factor G [Streptococcus pneumoniae]
 SNF27820.1 elongation factor G [Streptococcus pneumoniae]
 SNN24676.1 elongation factor G [Streptococcus pneumoniae]
 SNL97281.1 elongation factor G [Streptococcus pneumoniae]
 SNH40190.1 elongation factor G [Streptococcus pneumoniae]
 SNK67822.1 elongation factor G [Streptococcus pneumoniae]
 SNN60593.1 elongation factor G [Streptococcus pneumoniae]
 SNH50979.1 elongation factor G [Streptococcus pneumoniae]
 SNP44553.1 elongation factor G [Streptococcus pneumoniae]
 SNN19825.1 elongation factor G [Streptococcus pneumoniae]
 SNO97673.1 elongation factor G [Streptococcus pneumoniae]
 SNN08725.1 elongation factor G [Streptococcus pneumoniae]
 SNP31216.1 elongation factor G [Streptococcus pneumoniae]
 SNG68616.1 elongation factor G [Streptococcus pneumoniae]
 SNL67616.1 elongation factor G [Streptococcus pneumoniae]
 SNG17777.1 elongation factor G [Streptococcus pneumoniae]
 SNK59268.1 elongation factor G [Streptococcus pneumoniae]
 SNF09280.1 elongation factor G [Streptococcus pneumoniae]
 SNO57041.1 elongation factor G [Streptococcus pneumoniae]
 SNH51345.1 elongation factor G [Streptococcus pneumoniae]
 SNE01450.1 elongation factor G [Streptococcus pneumoniae]
 SNE76433.1 elongation factor G [Streptococcus pneumoniae]
 SNP84820.1 elongation factor G [Streptococcus pneumoniae]



 SNO91849.1 elongation factor G [Streptococcus pneumoniae]
 SNG26768.1 elongation factor G [Streptococcus pneumoniae]
 SNM40304.1 elongation factor G [Streptococcus pneumoniae]
 SNC81237.1 elongation factor G [Streptococcus pneumoniae]
 SNO51415.1 elongation factor G [Streptococcus pneumoniae]
 SNF13908.1 elongation factor G [Streptococcus pneumoniae]
 SNG18198.1 elongation factor G [Streptococcus pneumoniae]
 SNK00834.1 elongation factor G [Streptococcus pneumoniae]
 SND99416.1 elongation factor G [Streptococcus pneumoniae]
 SNE70705.1 elongation factor G [Streptococcus pneumoniae]
 SNJ48760.1 elongation factor G [Streptococcus pneumoniae]
 SNJ92738.1 elongation factor G [Streptococcus pneumoniae]
 SNN05640.1 elongation factor G [Streptococcus pneumoniae]
 SNF96200.1 elongation factor G [Streptococcus pneumoniae]
 SND91314.1 elongation factor G [Streptococcus pneumoniae]
 SNF10689.1 elongation factor G [Streptococcus pneumoniae]
 SND87949.1 elongation factor G [Streptococcus pneumoniae]
 SND01118.1 elongation factor G [Streptococcus pneumoniae]
 SNK67958.1 elongation factor G [Streptococcus pneumoniae]
 SNG30705.1 elongation factor G [Streptococcus pneumoniae]
 SNC88815.1 elongation factor G [Streptococcus pneumoniae]
 SNH24105.1 elongation factor G [Streptococcus pneumoniae]
 SNN31538.1 elongation factor G [Streptococcus pneumoniae]
 SNK12305.1 elongation factor G [Streptococcus pneumoniae]
 SNG25057.1 elongation factor G [Streptococcus pneumoniae]
 SNG17065.1 elongation factor G [Streptococcus pneumoniae]
 SNG21259.1 elongation factor G [Streptococcus pneumoniae]
 SNO43302.1 elongation factor G [Streptococcus pneumoniae]
 SNF13686.1 elongation factor G [Streptococcus pneumoniae]
 SNL89658.1 elongation factor G [Streptococcus pneumoniae]
 SNI98076.1 elongation factor G [Streptococcus pneumoniae]
 SNG48386.1 elongation factor G [Streptococcus pneumoniae]
 SND15789.1 elongation factor G [Streptococcus pneumoniae]
 SNI29887.1 elongation factor G [Streptococcus pneumoniae]
 SNG19972.1 elongation factor G [Streptococcus pneumoniae]
 SNP56958.1 elongation factor G [Streptococcus pneumoniae]
 SNM31902.1 elongation factor G [Streptococcus pneumoniae]
 SNI08834.1 elongation factor G [Streptococcus pneumoniae]
 SNG27334.1 elongation factor G [Streptococcus pneumoniae]
 SNH38872.1 elongation factor G [Streptococcus pneumoniae]
 SNH28757.1 elongation factor G [Streptococcus pneumoniae]
 SNE75325.1 elongation factor G [Streptococcus pneumoniae]
 SNC97848.1 elongation factor G [Streptococcus pneumoniae]
 SNG16137.1 elongation factor G [Streptococcus pneumoniae]
 SNE70734.1 elongation factor G [Streptococcus pneumoniae]
 SND88995.1 elongation factor G [Streptococcus pneumoniae]
 SNE31209.1 elongation factor G [Streptococcus pneumoniae]
 SNF87107.1 elongation factor G [Streptococcus pneumoniae]
 SNG36283.1 elongation factor G [Streptococcus pneumoniae]
 SNE16366.1 elongation factor G [Streptococcus pneumoniae]
 SNL92695.1 elongation factor G [Streptococcus pneumoniae]
 OYL15698.1 elongation factor G [Streptococcus pneumoniae]
 PHP25579.1 elongation factor G [Streptococcus pneumoniae]
 AUB33603.1 elongation factor G [Streptococcus pneumoniae]



 PLV83287.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 



Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>KRN65994.1 translation elongation factor G [Pediococcus cellicola]
Length=711

 Score = 257 bits (656),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  23   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  82

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      



++
Sbjct  83   
TAAWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQAGVEPQTETVWRQASDYSV  142

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQ+++D+L A+ +  Q               V +  +
+  E
Sbjct  143  
PRIVFANKMDKIGADFDYSVQTIKDRLQANALPIQMPIGAEDDFEGVIDLVEMKADLYDE  202

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ GE IS+E++    
++
Sbjct  203  DQLGTE-
WDTVDVPDEYKEEAEKRRTEMIEQLADIDDDIMEKYLGGEEISKEEIKAAIRK  261

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++      
G   
Sbjct  262  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNATNPETDEAVELTAGDDK  321

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  A ++K     ++ +M    + 
EI 
Sbjct  322  
PFAALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNATKDKRERVGRLLQMHSNHRQEIP  381

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         E P P+++  + PK+ A +
+++ 
Sbjct  382  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMEFPDPVIQVAVEPKSKADQDKMD  438

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  439  
IALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  498

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++E  +  G + + F  
AV  G
Sbjct  499  
AFTKQASAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  558

Query  481  IRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A I L  A K++   
+LEP 
Sbjct  559  
LREALNNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASISLHNAAKKAAPVILEPV  618

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  619  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHAFVPLSEMFGYATTLRSASQG  678

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  679  RGTFTMTFDHYEA  691

>WP_048715725.1 elongation factor G [Streptococcus sp. 343_SSPC]
Length=693

 Score = 256 bits (655),  Expect = 1e-72, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 314/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     EQ           
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEQEERPASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRMEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_021084241.1 elongation factor G [Campylobacter concisus]



 ERJ22770.1 Translation elongation factor G [Campylobacter concisus 
UNSW3]
 ERJ27296.1 Translation elongation factor G [Campylobacter concisus 
UNSWCS]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/695 (27%), Positives = 316/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353



                 G +V   +   G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKSTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_018376715.1 elongation factor G [Streptococcus orisratti]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 315/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAEEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+           
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEEIRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>KRK35077.1 translation elongation factor (GTPase) [Lactobacillus 
parabrevis 
ATCC 53295]
Length=691

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/626 (31%), Positives = 304/626 (49%), Gaps = 
40/626 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY SGA+ + G V+ G    D   LE+QRGITI 
+  
Sbjct  29   
MKHIVTGIVAHVDAGKTTLSEAMLYRSGALRQLGRVDNGDAFLDPDDLEKQRGITIFSHQ  88

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q     + ++DTPGH+DF ++  + L+VLD AILV+SA DG+Q  TR L+  L    
Sbjct  89   
ASLQHGDLDLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGIQGYTRTLWRLLDHYQ  148

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D    D   V+  ++   SA  I     + +   +        A++ 
+  
Sbjct  149  VPTFIFVNKMDADTADRDRVLAQLQQVFSAGCIAFNDATTAAGTI-----
PAGAYEDIAM  203

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +LE ++    ++ +  VR+  RR +   +FP Y+G+A K  GI  L+    
GL Q 
Sbjct  204  QNDDVLENFLDAGTVA-DDTVRQMIRRRE---VFPCYFGAALKLDGIDDLL---



AGLEQW  256

Query  241  IGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E + SA     VFK+ + D G+R  ++R+  G L  +D +     ++ K+ ++R
+ + 
Sbjct  257  TREPEYSAEFGAKVFKISHDDKGERLTWVRVTGGVLANKDVIL----
DEQKVNQLRVYNG  312

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT--
RLPRKRWREDPLPMLRTTIAPKTAA  356
             +     +   GE+  +P+         LG+    R P  +      P+L  T+ P
+   
Sbjct  313  AKFTIRPSVAAGEVCAIPNLTGTHPGQGLGEQAAGRSPEIQ------
PVLNYTLDPQGHD  366

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E  L  L QL D DP L     S   EI +  +G VQLE++  +L E++ L+    
E 
Sbjct  367  IHE-
CLTILQQLEDEDPQLHVAWSSHLQEIRVQIMGAVQLEILQQILRERFNLDVGFGEG  425

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L + P   GSGV + +   L  L ++
+Q+ 
Sbjct  426  SILYKETLTRAVEGVGHFE--
PLRHYAEVHLLMQPAPRGSGVTFAADCDLEVLGKNWQHQ  483

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   +R     G L G  +TD KI    G      S   DFR      + Q L     
++
Sbjct  484  
VLTSLRAKEHLGVLTGSPLTDVKITLISGRASIVHSVGGDFREATWRAVRQGLMMAKSQN  543

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV------
VFTGEIPARC  585
             T+LLEP+  F L   Q+ + RA  D  +   + ET              + TG  
P   
Sbjct  544  
QTELLEPWYRFRLEVGQDQVGRAMTDIQRMHGSFETPDATAPSATGDGMSILTGTAPVAE  603

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +Q Y  ++  YT+G+      + GY+
Sbjct  604  MQGYVQEVNAYTHGQGQLECLIDGYR  629

>WP_091184632.1 elongation factor G [Friedmanniella flava]
 SER13976.1 elongation factor G [Friedmanniella flava]
Length=697

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 



matrix adjust.
 Identities = 192/689 (28%), Positives = 328/689 (48%), Gaps = 
71/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHEGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q++ ++    
+  +
Sbjct  71   
TCHWKNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSQTVWRQADRYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G      V +++++L+A                   D++  + +
+   
Sbjct  131  
PRICFVNKLDRTGASFDFCVSTIKNRLNATPAVLQLPIGSEGGFLGVVDLVQMRALTWRG  190

Query  163  EIVLEENTDI------------EAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQR  206
            E  + E+  +            EA  A++E    ++D L E Y+  + ++ E L    
+R
Sbjct  191  ETTIGEDYAVEEIPADMVDAAEEAHAALVELVSDHDDVLAEAYLE-
DAVTPELLQAAIRR  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE--------QGS  246
             V  AS   V  GSA K  G+QPL+DAV               F+P  E          
S
Sbjct  250  
GVLSASFTAVLCGSAFKNKGVQPLLDAVIAYLPSPLDVPAINGFKPGDESTVIERHPDSS  309

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+       R  Y+RLYSG L    TV  +  GR++   KI +M    
+ EI
Sbjct  310  
DPFSALAFKIAADPHLGRLTYIRLYSGKLEAGSTVLNSTKGRKERIGKIYQMHANKREEI  369

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                    G+IV ++        + L D     +    + P P++   I PKT + 
+E+L
Sbjct  370  ASVGA---
GQIVAVMGLKDTTTGETLSDQQSPVQLESMDFPAPVIEQAIEPKTKSDQEKL  426

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  R   D  T + I++ +G + LEV+   +  ++++E  + +P 
V Y 
Sbjct  427  
GTAIQRLAEEDPTFRVHTDEETGQTIIAGMGELHLEVLIDRMKREFRVEANIGKPQVAYR  486

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   RP++   +T   +   +  +  + +++ P   GSG ++ + V+ G + + +  
AV 
Sbjct  487  
ETLRRPVEKVEYTHKKQSGGSGQYGRVIINLEPQEAGSGYEFVNAVTGGRIPREYIPAVD  546

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  ++ G L G+ V D K+    G Y+   S+   F+    +V ++A +++   
LLE
Sbjct  547  
EGIQDAMQFGVLAGYPVEDIKVTLVDGAYHDVDSSELAFKIAGSMVFKEAARKADPALLE  606

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P ++  +  P++YL     D       I++        V +  +P   +  Y  DL   
T
Sbjct  607  
PVMAVEVTTPEDYLGTVIGDLNARRGQIQSMDDMHGNKVVSALVPLSEMFGYVGDLRSKT  666

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            +G++    E   Y     ++   +IQ  R
Sbjct  667  SGQASYSMEFHSYAETPKSISDEIIQKAR  695

>WP_101786175.1 elongation factor G [Streptococcus mitis]
 PLA59929.1 elongation factor G [Streptococcus mitis]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   



Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_050227729.1 elongation factor G [Streptococcus pneumoniae]
 CRH95076.1 elongation factor G [Streptococcus pneumoniae]
 CJB96660.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------



GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_057522493.1 elongation factor G [Streptococcus pneumoniae]



 CEW36789.1 elongation factor G [Streptococcus pneumoniae]
 CJE60180.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK



+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+++   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDILVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_068984136.1 GTP-binding protein [Lysinibacillus xylanilyticus]
Length=646

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 180/607 (30%), Positives = 291/607 (48%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LL+ + +I   G V+   T  D   LERQRGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQLLFHTNSIQARGRVDHQDTFLDNHELERQRGITIFAEQGRMTI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R + V+D AI+VISA +GVQ  T  ++  LRK +



+PT  
Sbjct  65   
GNDTYTLIDTPGHVDFSPEMERVIRVMDYAIIVISAVEGVQGHTETVWQLLRKYHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+++V+  ++   S D+++     L  + V   +  +  W A  E 
+++L
Sbjct  125  FINKIDREGADVEAVMTLLQKDCSKDVLLVDE-PLRSDFV---SNHMMEWLA--
ERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +     +   Q  ++    F  + GSA K  GI+  +  +  L        
Sbjct  179  LDAFL-NETLDSVNCLTHIQAMIKQEKAFLCFTGSALKDTGIKEFISQLP-
LLTETHFNN  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +    G VFK+ + D  QR  +++   GTLR+RD  +  G    K+TE+R+ +       
Sbjct  237  NGTFQGEVFKIRH-DGHQRLTFMKALQGTLRVRDEFSF-
GDLTEKVTEIRLYNGNRYETV  294

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   S+  + D++G  T  P+     + +P L+  +        + 
+L  
Sbjct  295  QEVEAGEIFAVKGLSLANIGDIIGSTTN-PQPY---
ELVPTLQAKVQYAGDQHIKEVLKI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L +++ L     EP +
+YME  
Sbjct  351  
FRILEAEEPTLRVVWHEKFQEIHVHIMGVIQLEVLAEVLHKRFSLAVSFGEPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P + G+G+ + +      L+   Q  +   
+   
Sbjct  411  ASTVTGYGHFE--
PLKHYAEVHLLMEPNTRGAGITFVNACHADDLSVGNQRLIEKHVFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  
DHHGLLTGFPVTDIRFTLLTGRAHIKHTEGGDFREATFRALRQGLEQAENILLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            L AP +++ R   D  +   T +   + ++ V+ TG  P      Y T  A YTNG



+ V 
Sbjct  529  
LKAPSDFIGRMMTDIQQASGTFDAPILTENNVILTGRAPVATFMNYSTTFAAYTNGKGVL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  SLQFDGY  595

>WP_046391624.1 elongation factor G [Streptococcus uberis]
 KKF55271.1 elongation factor P [Streptococcus uberis 6780]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 317/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E +++L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDIREEDIPAEYVDQANEYREKLVEAVAETDEELMMKYLEGEEITNEELMAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKAVNPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +   +    D L D          E P P+++  + PK+ A 
++++
Sbjct  366  ---
ETVYSGDIAAAVGLKNTTTGDSLTDEKAQVILESIEVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLIESMANGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPSILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAYVPLAEMFGYATILRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_075904455.1 elongation factor G [Moorea bouillonii]
 OLT62439.1 translation elongation factor G [Moorea bouillonii PNG]
Length=691

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 188/698 (27%), Positives = 315/698 (45%), Gaps = 
88/698 (13%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KTRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STNWREHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + VRD+L ++ +              I   V +  
+I   
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQVRDRLRSNAVPIQIPIGSESEFRGIVDLVRMRAKIYTN  188

Query  168  E-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDIE                    ++V E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTDIEDTEIPEEVKEQAEEYRAKLVESVAETDEALIEKYLEGEEITAEEIREALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALC  250
             +  + P+  GSA K  G+Q L+DAV                 P GE         
A + 
Sbjct  249  
IEGRIVPMLCGSAFKNKGVQLLLDAVIDYLPAPIDVPPIQGTMPKGETVERVADDEAPMS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  +LR+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFLRVYSGVLKKGSYILNSTKGKKERISRLIVLKADDRIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  V       G+ +      + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAVGLKHTITGDTICDEESPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R  +D  T++ +++ +G + LE++   +  ++K+E  
V  



Sbjct  415  
QDMEKLSKALQALSEEDPTFRVSIDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   + ++A    I  +      +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKSVQAEGKFIR-
QSGGKGQYGHVIVELEPGDTGSGFEFVSKIVGGSVPRE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + +    G++   E G+  G+ V D K+    G Y+   S+   F+    + +  A
+ ++
Sbjct  534  
YISPAEQGMKEACESGILAGYPVIDVKVTLVDGSYHDVDSSEMAFKIAGSMAMRNAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       IE    +      T ++P   +  
Y T
Sbjct  594  
APVLLEPMMKVEVEVPEDFLGDVMGDLNSRRGQIEGMGSEDGIAKVTAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E K Y      V + +I   + N+
Sbjct  654  DIRSKTQGRGIFSMEFKTYDEVPRNVAEAIIAKNQGNA  691

>WP_069512387.1 GTP-binding protein [Lysinibacillus sphaericus]
 OEC01216.1 elongation factor G [Lysinibacillus sphaericus]
Length=645

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 176/607 (29%), Positives = 295/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LL+ + +I   G V+   T  D   +E+ RGITI A     
Q 
Sbjct  5    
IGVLAHVDAGKTTFCEQLLFHTNSIQSRGRVDHQDTFLDNHAIEQARGITIFAEQGRMQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  LR+ 
+IPT  
Sbjct  65   
ENDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGVQGHTETVWQLLRQYHIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185



            FINKID+ G D+  V+  ++   S +I++     L  + +    + I  W A  E 
+D L
Sbjct  125  FINKIDREGADINVVINQLQKDCSDNILLID-APLRKDFI---QSYIAEWLA--
ERDDHL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++  + +     + + Q+ +++   FP + G+A K  GI+  +  +  L        
Sbjct  179  LEAFLT-DTLDASTCLLQLQKMIKEERAFPCFVGAALKDFGIKEFVSQLP-
LLTETHFDL  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   GTL  RD  +  G    KITE+R+ +    
+ T
Sbjct  237  QAPFQGEVFKIRH-DGTQRLTFIKALQGTLHTRDDFSF-
GDVTEKITEIRLYNGRRFLTT  294

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   S+ ++ D+LG  T +P+     + +P L+  +  +     + 
+L  
Sbjct  295  QVVQAGDIFAVKGLSLAKIGDILG-STIIPKPY---
ELVPTLQAKVLYEGQQHIKEILQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L  ++ L+    +P +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLAEVLKNRFSLDITFDKPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P S G+G  + +      L+   Q  +   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLFMEPNSRGTGNTFVNACHADDLSVGHQRLIEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  
EHHGLLTGSPVTDIRFTLLTGRAHIKHTEGGDFREATFRALRQGLEQAENILLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R  +D  +   T ++  + +++V+ TG +P      Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMNDIQQADGTFDSPILSEEQVILTGRVPVATFMHYSTTFAAYTNGKGSL  588

Query  604  LTELKGY  610



              +  GY
Sbjct  589  SLQFDGY  595

>WP_083474341.1 elongation factor G [Pseudonocardia sp. AL041005-10]
Length=700

 Score = 257 bits (656),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/675 (27%), Positives = 323/675 (48%), Gaps = 
88/675 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGINYKLGEVHDGAATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  72   
TCFWKNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ+++D+L+A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFYFTVQTIKDRLNATPLPLQIPIGSENDFIGVIDLVEMRALTWRG  191

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
+ 
Sbjct  192  
EVAKGEDYTVEEIPADLQAKAEEYRTALVEAVAETDDELMELYLGGEDLTTEQIKTGVRA  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V + + +PV  GSA K  G+QP++DAV                          +P  
E+
Sbjct  252  
LVTNRAAYPVLCGSAFKNKGVQPMLDAVIDYLPSPYDVPPVEGFLTDGETPASRKPSKEE  311

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              +AL    FK+       +  Y+R+YSG +        AG + +  T+ R    G
++ +
Sbjct  312  PFSALA---FKIAAHPFFGKLTYIRVYSGQV-------
AAGAQVINSTKDRKERIGKLFQ  361



Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        D L DP           P P+++  + 
PK+ 
Sbjct  362  
MHSNKENPVDEAVAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSK  421

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  +  +D  T + I++ +G + LEV+   +   YK+E  
+ +
Sbjct  422  
ADQEKLSLAIQKLAEEDPTFQVSLDDETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGK  481

Query  416  PSVIYMERPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLN  470
            P V Y E   KA     +T   +   +  +A + + + PL+ G G   ++E++V+ 
G + 
Sbjct  482  
PQVAYRETIKKAVEKFEYTHKKQTGGSGQFARVIIKLEPLTSGDGALYEFENKVTGGRVP  541

Query  471  QSFQNAV----
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            + +  +V    +D ++YG++    G+ V   K+    G Y+   S+   F+    +  
++
Sbjct  542  REYIPSVDAGAQDAMQYGIQA---
GYPVVGVKLTLLDGQYHEVDSSEMAFKVAGSMAFKE  598

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A +++   +LEP ++  +  P++Y+     D       I+  + +    V    +P   
+
Sbjct  599  
AARKASPAILEPMMAVEVMTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKATVPLSEM  658

Query  587  QAYRTDLAFYTNGRS  601
              Y  DL   T GR+
Sbjct  659  FGYVGDLRSRTQGRA  673

>EFX35860.1 translation elongation factor G [Streptococcus infantis 
ATCC 
700779]
Length=719

 Score = 257 bits (657),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T



Sbjct  35   
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  94

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  95   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  154

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  155  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  214

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  215  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  274

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  275  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  334

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  335  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  391

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  392  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  444

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  445  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  504

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  505  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  564

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  565  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  624

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  625  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  684

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  685  SASQGRGTFMMVFDHYE  701

>WP_011197193.1 elongation factor G [Symbiobacterium thermophilum]
 Q67JU0.1 RecName: Full=Elongation factor G; Short=EF-G
 BAD42060.1 protein translation elongation factor G [Symbiobacterium 
thermophilum 
IAM 14863]
Length=694

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/690 (28%), Positives = 324/690 (47%), Gaps = 
81/690 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITIQ
+A T
Sbjct  9    
RLRNIGIMAHIDAGKTTTTERILFYTGRTHKLGETHEGAATMDFMVQEQERGITIQSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCSWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-----
DIIIKQTVSLSPEIVLEENTDIEAWD  176
            P + ++NK+D  G D   V++ + ++L A      I I    +    + L  N  I  
+D



Sbjct  129  
PRLAYVNKMDTIGADFFRVIRMMEERLGARPVPIQIPIGAEDTFRGVVDLVRNVAIMYYD  188

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        A  E +D L+EKY+ GE ++ E++ R  
++  
Sbjct  189  
DLGKDIREEPIPEDMRELVEQYRTRMIEAATEADDALMEKYLMGEELTVEEIKRGLRKLT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------
EQGSAA---------L  249
             +  + PV  GS+ K  G+QPL+DA+   L  P+          E G  A          
Sbjct  249  
VECKINPVCCGSSYKNKGVQPLLDAIVDYLPSPLDIPPVQGTDPETGEPAERKADDNEPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY  309
                FKV       +  + R+YSG L+       +G   L  T+ +    G +VR    
+
Sbjct  309  SALAFKVVSDPYVGKLCFFRVYSGQLK-------
SGSYVLNATKGKRERIGRLVRMHANH  361

Query  310  PGEIVILPSD----SVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              E+ ++ +     +V L D   GD       P  L    +   P P+++  + 
PKT A 
Sbjct  362  REEVEVVETGDIAAAVGLKDTGTGDTLCTDAAPVILESMEF---
PEPVIQLAVEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +++L  AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+   V 
+P 
Sbjct  419  
QDKLSTALLKLAEEDPTFRMFTDPETGQTIIAGMGELHLEIIVDRLQREFKVGVNVGKPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E     ++        +      +  + +++ P   GSG  +E+++  G + 
+ F 
Sbjct  479  
VSYRETVRGRVENVEGRFVRQSGGRGQYGHVVINLEPAEPGSGFIFENKIVGGVIPKEFI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V  GI+  L+ G L G+ + D K+   +G Y+   S+ A F+    + L+ A +
++  
Sbjct  539  
GPVEQGIKEALQNGVLAGYPMIDVKVELVFGSYHEVDSSEAAFKIAGSMALKAAAQKAQP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY+   +  P+EY+     D       IE  + + +  V   ++P   +  Y 



TDL
Sbjct  599  
VLLEPYMRVEVTVPEEYMGDVIGDLNARRGRIEGMEARGNAQVIRAQVPLAEMFGYATDL  658

Query  594  AFYTNGRSVCLTELKGYQAA---VGQPVIQ  620
               T GR V   +   Y+     V +P+I+
Sbjct  659  RSRTQGRGVYSMQFDHYEEVPPNVAKPIIE  688

>WP_049403886.1 elongation factor G [Stenotrophomonas maltophilia]
 KOO70507.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 KUP02984.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 OWQ70234.1 elongation factor G [Stenotrophomonas maltophilia]
 AWB78382.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 312/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFHGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTVTPWDQAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                



L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL   + +    P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENIQAQA---
PVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P +A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPTRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_000090334.1 elongation factor G [Streptococcus mitis]
 EFM32139.1 translation elongation factor G [Streptococcus mitis 
ATCC 6249]



Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 318/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-------------
GEQGSAA-----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+              E+   A      
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQRER  360
            DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK+ A 
+++
Sbjct  366  DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKADQDK  421



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_094752520.1 elongation factor G [Psychromonas sp. CD1]
Length=697

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/682 (29%), Positives = 316/682 (46%), Gaps = 
70/682 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   



WKEHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESGVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+     L+A+ +I+   + +  + V                 
L
Sbjct  129  
IFVNKLDRIGADFLRVVKQTETVLAANPLIMVLPIGIEDKFVGVVDLLTRKAWIWDDSGL  188

Query  167  EENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN  IE                  D  +E +D LLE Y+ G+  S E + R  ++  
+ 
Sbjct  189  
PENYVIEDVPADMVDLVEEYREKLLDTALEQDDDLLEAYMDGDEPSIEDIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-
GEQGSA-----------ALC  250
               FP Y GSA K  G+Q ++DAV            QP+  E+G A              
Sbjct  249  
LEFFPTYCGSAFKNKGVQNILDAVVDYLPAPNEVEPQPLTDEEGEATGEYAIVSEKETFK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKITDDRFGA-
LTFVRIYSGTLKKGDTIMNAATGKTERVGRMVEMQADQRNELT---  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ P+     E+
+  A
Sbjct  365  
SAKAGDIIAIVGMKTNVQTGHTLCDPKHPIILEAMVFPNPVISISVTPRDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E ILS +G + L++   +L   Y ++ +V EP V Y 
E  
Sbjct  425  
IGKMVAEDPTFKVETDIDSGETILSGMGELHLDIKVDILRRTYGVDLIVGEPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I  ++TP   G+G  + S+V+ G + + F  A+  
G +
Sbjct  485  
TQTIEDSYTHKKQSGGSGQFGKIDYTITPGEPGTGFVFTSKVTGGNVPKEFFPAIEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D +I    G Y++  S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  



SMMDTGVLAGFPVLDVEITLTDGGYHAVDSSAVAFELAARGAFRQSIPKAGAQLLEPIMA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P  ++     D  +    I   +     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDAHVGDVIGDLSRRRGMIAGQEAGVTGVRIKADVPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGYQ---AAVGQPVIQ  620
                E K Y    +++ + VI+
Sbjct  665  QFSMEFKHYMPCPSSIAEGVIE  686

>WP_000090344.1 elongation factor G [Streptococcus pneumoniae]
 NP_357844.1 elongation factor G [Streptococcus pneumoniae R6]
 P64023.1 RecName: Full=Elongation factor G; Short=EF-G
 P64022.1 RecName: Full=Elongation factor G; Short=EF-G
 Q04MH7.1 RecName: Full=Elongation factor G; Short=EF-G
 B5E6U5.1 RecName: Full=Elongation factor G; Short=EF-G
 C1CB46.1 RecName: Full=Elongation factor G; Short=EF-G
 AAK74451.1 translation elongation factor G [Streptococcus 
pneumoniae TIGR4]
 AAK99054.1 Elongation factor G [Streptococcus pneumoniae R6]
 ABJ55048.1 translation elongation factor G [Streptococcus 
pneumoniae D39]
 EDK64311.1 elongation factor G [Streptococcus pneumoniae SP11-BS70]
 EDK67058.1 elongation factor G [Streptococcus pneumoniae SP14-BS69]
 EDK74938.1 elongation factor G [Streptococcus pneumoniae SP3-BS71]
 EDT95543.1 translation elongation factor G [Streptococcus 
pneumoniae CDC0288-04]
 EDT98388.1 translation elongation factor G [Streptococcus 
pneumoniae MLV-016]
 ACF56720.1 translation elongation factor G [Streptococcus 
pneumoniae G54]
 ACO16355.1 translation elongation factor G [Streptococcus 
pneumoniae 70585]
 ADI68816.1 translation elongation factor G [Streptococcus 
pneumoniae TCH8431/19A]
 CBW31951.1 elongation factor G (EF-G) [Streptococcus pneumoniae 
OXC141]
 ADM83913.1 translation elongation factor [Streptococcus pneumoniae 
AP200]
 EGJ16255.1 translation elongation factor G [Streptococcus 
pneumoniae GA41317]
 EHD32055.1 translation elongation factor G [Streptococcus 
pneumoniae GA47502]
 EHD36359.1 translation elongation factor G [Streptococcus 
pneumoniae GA47033]
 EHD38222.1 translation elongation factor G [Streptococcus 
pneumoniae GA44288]
 EHD54366.1 translation elongation factor G [Streptococcus 
pneumoniae 7286-06]
 EHD59250.1 translation elongation factor G [Streptococcus 



pneumoniae GA44500]
 EHD75296.1 translation elongation factor G [Streptococcus 
pneumoniae GA44194]
 EHD83037.1 translation elongation factor G [Streptococcus 
pneumoniae GA07643]
 EHD91055.1 translation elongation factor G [Streptococcus 
pneumoniae GA13494]
 EHD94179.1 translation elongation factor G [Streptococcus 
pneumoniae GA13856]
 EHE19451.1 translation elongation factor G [Streptococcus 
pneumoniae GA41277]
 EHE34094.1 translation elongation factor G [Streptococcus 
pneumoniae GA47360]
 EHE41056.1 translation elongation factor G [Streptococcus 
pneumoniae GA47439]
 EHE43137.1 translation elongation factor G [Streptococcus 
pneumoniae GA47688]
 EHE45651.1 translation elongation factor G [Streptococcus 
pneumoniae GA47778]
 EHE48950.1 translation elongation factor G [Streptococcus 
pneumoniae GA52306]
 EHE61494.1 translation elongation factor G [Streptococcus 
pneumoniae 5185-06]
 EHE68852.1 translation elongation factor G [Streptococcus 
pneumoniae GA07228]
 EHE70616.1 translation elongation factor G [Streptococcus 
pneumoniae EU-NP01]
 EHE73383.1 translation elongation factor G [Streptococcus 
pneumoniae GA19690]
 EHY98767.1 translation elongation factor G [Streptococcus 
pneumoniae GA02254]
 EHZ06102.1 translation elongation factor G [Streptococcus 
pneumoniae GA04175]
 EHZ13073.1 translation elongation factor G [Streptococcus 
pneumoniae GA07914]
 EHZ32721.1 translation elongation factor G [Streptococcus 
pneumoniae GA18068]
 EHZ33665.1 translation elongation factor G [Streptococcus 
pneumoniae GA17457]
 EHZ36586.1 translation elongation factor G [Streptococcus 
pneumoniae GA19923]
 EHZ38939.1 translation elongation factor G [Streptococcus 
pneumoniae GA19101]
 EHZ61341.1 translation elongation factor G [Streptococcus 
pneumoniae GA47179]
 EHZ61785.1 translation elongation factor G [Streptococcus 
pneumoniae GA47461]
 EHZ68522.1 translation elongation factor G [Streptococcus 
pneumoniae GA47597]
 EHZ71929.1 translation elongation factor G [Streptococcus 
pneumoniae GA49194]
 EHZ74626.1 translation elongation factor G [Streptococcus 
pneumoniae GA47794]
 EHZ75259.1 translation elongation factor G [Streptococcus 



pneumoniae GA47760]
 EHZ80211.1 translation elongation factor G [Streptococcus 
pneumoniae 7879-04]
 EHZ81561.1 translation elongation factor G [Streptococcus 
pneumoniae 8190-05]
 EHZ84118.1 translation elongation factor G [Streptococcus 
pneumoniae 5652-06]
 EHZ85806.1 translation elongation factor G [Streptococcus 
pneumoniae 7533-05]
 EHZ90071.1 translation elongation factor G [Streptococcus 
pneumoniae EU-NP02]
 EHZ93170.1 translation elongation factor G [Streptococcus 
pneumoniae EU-NP03]
 EHZ95720.1 translation elongation factor G [Streptococcus 
pneumoniae EU-NP04]
 EJG36546.1 translation elongation factor G [Streptococcus 
pneumoniae 2070035]
 EJG57509.1 translation elongation factor G [Streptococcus 
pneumoniae 2080076]
 EJG64523.1 translation elongation factor G [Streptococcus 
pneumoniae 2071004]
 EJG65390.1 translation elongation factor G [Streptococcus 
pneumoniae 2071247]
 EJG71216.1 translation elongation factor G [Streptococcus 
pneumoniae 2081685]
 EJG76146.1 translation elongation factor G [Streptococcus 
pneumoniae 2082170]
 EJG80488.1 translation elongation factor G [Streptococcus 
pneumoniae SPAR27]
 EJG81475.1 translation elongation factor G [Streptococcus 
pneumoniae SPAR48]
 EJG83690.1 translation elongation factor G [Streptococcus 
pneumoniae SPAR95]
 EJG86061.1 translation elongation factor G [Streptococcus 
pneumoniae GA52612]
 EJG94715.1 translation elongation factor G [Streptococcus 
pneumoniae GA04672]
 EJG99361.1 translation elongation factor G [Streptococcus 
pneumoniae GA60190]
 EJH02075.1 translation elongation factor G [Streptococcus 
pneumoniae GA58771]
 EJH13883.1 translation elongation factor G [Streptococcus 
pneumoniae GA17484]
 EJH26067.1 translation elongation factor G [Streptococcus 
pneumoniae GA47562]
 CCM09048.1 elongation factor G (EF-G) [Streptococcus pneumoniae 
SPNA45]
 AFS42404.1 elongation factor EF2 [Streptococcus pneumoniae 
gamPNI0373]
 CCP37016.1 elongation factor G (EF-G) [Streptococcus pneumoniae 
SPN034156]
 CCP32007.1 elongation factor G (EF-G) [Streptococcus pneumoniae 
SPN034183]
 CCP33980.1 elongation factor G (EF-G) [Streptococcus pneumoniae 



SPN994039]
 CCP30021.1 elongation factor G (EF-G) [Streptococcus pneumoniae 
SPN994038]
 ELU60989.1 translation elongation factor G [Streptococcus 
pneumoniae PCS125219]
 ELU63368.1 translation elongation factor G [Streptococcus 
pneumoniae PCS70012]
 ELU65329.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0002]
 ELU68273.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0006]
 ELU69060.1 translation elongation factor G [Streptococcus 
pneumoniae PCS81218]
 ELU72914.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0008]
 ELU75724.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0007]
 ELU76461.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0010]
 ELU83016.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0009]
 ELU88512.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0199]
 ELU88622.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0360]
 ELU89833.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0427]
 EMY89287.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0197]
 EOB19339.1 elongation factor G [Streptococcus pneumoniae 801]
 EOB19378.1 elongation factor G [Streptococcus pneumoniae 2009]
 EOB22289.1 elongation factor G [Streptococcus pneumoniae 1488]
 EPD15733.1 elongation factor G [Streptococcus pneumoniae MNZ11b]
 EPD17999.1 elongation factor G [Streptococcus pneumoniae MNZ37]
 CEO71303.1 elongation factor G [Streptococcus pneumoniae]
 CEV63270.1 elongation factor G [Streptococcus pneumoniae]
 CEV65455.1 elongation factor G [Streptococcus pneumoniae]
 CEV75173.1 elongation factor G [Streptococcus pneumoniae]
 CEV99966.1 elongation factor G [Streptococcus pneumoniae]
 CEW06789.1 elongation factor G [Streptococcus pneumoniae]
 CEW10756.1 elongation factor G [Streptococcus pneumoniae]
 CEW11872.1 elongation factor G [Streptococcus pneumoniae]
 CEW17671.1 elongation factor G [Streptococcus pneumoniae]
 CEW24803.1 elongation factor G [Streptococcus pneumoniae]
 CEW27038.1 elongation factor G [Streptococcus pneumoniae]
 CEW67291.1 elongation factor G [Streptococcus pneumoniae]
 CEW89658.1 elongation factor G [Streptococcus pneumoniae]
 CEW92102.1 elongation factor G [Streptococcus pneumoniae]
 CEW99225.1 elongation factor G [Streptococcus pneumoniae]
 CEX11032.1 elongation factor G [Streptococcus pneumoniae]
 CEX15571.1 elongation factor G [Streptococcus pneumoniae]
 CEX42837.1 elongation factor G [Streptococcus pneumoniae]
 CEX50146.1 elongation factor G [Streptococcus pneumoniae]
 CEX53066.1 elongation factor G [Streptococcus pneumoniae]



 CEX57585.1 elongation factor G [Streptococcus pneumoniae]
 CEX94484.1 elongation factor G [Streptococcus pneumoniae]
 CEY09382.1 elongation factor G [Streptococcus pneumoniae]
 CEY24934.1 elongation factor G [Streptococcus pneumoniae]
 CEY36096.1 elongation factor G [Streptococcus pneumoniae]
 CEY42858.1 elongation factor G [Streptococcus pneumoniae]
 CEY48716.1 elongation factor G [Streptococcus pneumoniae]
 CEY55541.1 elongation factor G [Streptococcus pneumoniae]
 CEY57767.1 elongation factor G [Streptococcus pneumoniae]
 CEY73764.1 elongation factor G [Streptococcus pneumoniae]
 CEY79811.1 elongation factor G [Streptococcus pneumoniae]
 CEY96804.1 elongation factor G [Streptococcus pneumoniae]
 CEY98722.1 elongation factor G [Streptococcus pneumoniae]
 CEY99881.1 elongation factor G [Streptococcus pneumoniae]
 CEZ08386.1 elongation factor G [Streptococcus pneumoniae]
 CFE31589.1 elongation factor G [Streptococcus pneumoniae]
 CFE31916.1 elongation factor G [Streptococcus pneumoniae]
 CFE42542.1 elongation factor G [Streptococcus pneumoniae]
 CEV41379.1 elongation factor G [Streptococcus pneumoniae]
 CEW03415.1 elongation factor G [Streptococcus pneumoniae]
 CEX02622.1 elongation factor G [Streptococcus pneumoniae]
 CEX31174.1 elongation factor G [Streptococcus pneumoniae]
 CEX62029.1 elongation factor G [Streptococcus pneumoniae]
 CEY43121.1 elongation factor G [Streptococcus pneumoniae]
 CFE08245.1 elongation factor G [Streptococcus pneumoniae]
 CFQ41567.1 elongation factor G [Streptococcus pneumoniae]
 CFR56214.1 elongation factor G [Streptococcus pneumoniae]
 CFR74245.1 elongation factor G [Streptococcus pneumoniae]
 CFR99151.1 elongation factor G [Streptococcus pneumoniae]
 CFV47355.1 elongation factor G [Streptococcus pneumoniae]
 CRB83771.1 elongation factor G [Streptococcus pneumoniae]
 CRE93721.1 elongation factor G [Streptococcus pneumoniae]
 CNV35862.1 elongation factor G [Streptococcus pneumoniae]
 CNY45044.1 elongation factor G [Streptococcus pneumoniae]
 CJB34044.1 elongation factor G [Streptococcus pneumoniae]
 CNV29732.1 elongation factor G [Streptococcus pneumoniae]
 CNY24465.1 elongation factor G [Streptococcus pneumoniae]
 COT24932.1 elongation factor G [Streptococcus pneumoniae]
 COT26810.1 elongation factor G [Streptococcus pneumoniae]
 COT33545.1 elongation factor G [Streptococcus pneumoniae]
 CJN41273.1 elongation factor G [Streptococcus pneumoniae]
 COF82382.1 elongation factor G [Streptococcus pneumoniae]
 CGF80348.1 elongation factor G [Streptococcus pneumoniae]
 COK16340.1 elongation factor G [Streptococcus pneumoniae]
 CJZ38650.1 elongation factor G [Streptococcus pneumoniae]
 CIX56515.1 elongation factor G [Streptococcus pneumoniae]
 CIT28130.1 elongation factor G [Streptococcus pneumoniae]
 CIO58753.1 elongation factor G [Streptococcus pneumoniae]
 CMW44401.1 elongation factor G [Streptococcus pneumoniae]
 CGG06612.1 elongation factor G [Streptococcus pneumoniae]
 COK07006.1 elongation factor G [Streptococcus pneumoniae]
 CJR96423.1 elongation factor G [Streptococcus pneumoniae]
 CIO72669.1 elongation factor G [Streptococcus pneumoniae]
 CKF40135.1 elongation factor G [Streptococcus pneumoniae]



 CGE62844.1 elongation factor G [Streptococcus pneumoniae]
 CKD38755.1 elongation factor G [Streptococcus pneumoniae]
 CJJ21614.1 elongation factor G [Streptococcus pneumoniae]
 COE13009.1 elongation factor G [Streptococcus pneumoniae]
 CJH93982.1 elongation factor G [Streptococcus pneumoniae]
 CMW94675.1 elongation factor G [Streptococcus pneumoniae]
 CGF88157.1 elongation factor G [Streptococcus pneumoniae]
 CGG91344.1 elongation factor G [Streptococcus pneumoniae]
 COR52192.1 elongation factor G [Streptococcus pneumoniae]
 CIU18773.1 elongation factor G [Streptococcus pneumoniae]
 COQ56297.1 elongation factor G [Streptococcus pneumoniae]
 COJ95301.1 elongation factor G [Streptococcus pneumoniae]
 CGF34663.1 elongation factor G [Streptococcus pneumoniae]
 CJE79215.1 elongation factor G [Streptococcus pneumoniae]
 CJZ63801.1 elongation factor G [Streptococcus pneumoniae]
 CNZ81200.1 elongation factor G [Streptococcus pneumoniae]
 CKB14187.1 elongation factor G [Streptococcus pneumoniae]
 CGG57021.1 elongation factor G [Streptococcus pneumoniae]
 CJN57481.1 elongation factor G [Streptococcus pneumoniae]
 COC37529.1 elongation factor G [Streptococcus pneumoniae]
 CJK93336.1 elongation factor G [Streptococcus pneumoniae]
 CJE65070.1 elongation factor G [Streptococcus pneumoniae]
 CIR98699.1 elongation factor G [Streptococcus pneumoniae]
 CMY25822.1 elongation factor G [Streptococcus pneumoniae]
 CIQ62345.1 elongation factor G [Streptococcus pneumoniae]
 CJX84169.1 elongation factor G [Streptococcus pneumoniae]
 CKE39461.1 elongation factor G [Streptococcus pneumoniae]
 CGE98776.1 elongation factor G [Streptococcus pneumoniae]
 COE49287.1 elongation factor G [Streptococcus pneumoniae]
 CNA92131.1 elongation factor G [Streptococcus pneumoniae]
 CJN43950.1 elongation factor G [Streptococcus pneumoniae]
 COR64626.1 elongation factor G [Streptococcus pneumoniae]
 CIQ64246.1 elongation factor G [Streptococcus pneumoniae]
 COH34584.1 elongation factor G [Streptococcus pneumoniae]
 CJZ38180.1 elongation factor G [Streptococcus pneumoniae]
 CGF10232.1 elongation factor G [Streptococcus pneumoniae]
 COQ32010.1 elongation factor G [Streptococcus pneumoniae]
 CJQ47933.1 elongation factor G [Streptococcus pneumoniae]
 CJX03215.1 elongation factor G [Streptococcus pneumoniae]
 CJD04866.1 elongation factor G [Streptococcus pneumoniae]
 CJD85359.1 elongation factor G [Streptococcus pneumoniae]
 CGG62082.1 elongation factor G [Streptococcus pneumoniae]
 COG49941.1 elongation factor G [Streptococcus pneumoniae]
 CKA64213.1 elongation factor G [Streptococcus pneumoniae]
 COI24116.1 elongation factor G [Streptococcus pneumoniae]
 CJU84604.1 elongation factor G [Streptococcus pneumoniae]
 COB09288.1 elongation factor G [Streptococcus pneumoniae]
 CGF49610.1 elongation factor G [Streptococcus pneumoniae]
 CIO51146.1 elongation factor G [Streptococcus pneumoniae]
 CIU52036.1 elongation factor G [Streptococcus pneumoniae]
 COG37581.1 elongation factor G [Streptococcus pneumoniae]
 CJW82546.1 elongation factor G [Streptococcus pneumoniae]
 COE06512.1 elongation factor G [Streptococcus pneumoniae]
 CGE55612.1 elongation factor G [Streptococcus pneumoniae]



 CIR75335.1 elongation factor G [Streptococcus pneumoniae]
 COH19754.1 elongation factor G [Streptococcus pneumoniae]
 CIR97407.1 elongation factor G [Streptococcus pneumoniae]
 CJF31730.1 elongation factor G [Streptococcus pneumoniae]
 CIU26708.1 elongation factor G [Streptococcus pneumoniae]
 CKB67007.1 elongation factor G [Streptococcus pneumoniae]
 COL51256.1 elongation factor G [Streptococcus pneumoniae]
 CJT36171.1 elongation factor G [Streptococcus pneumoniae]
 CJM28146.1 elongation factor G [Streptococcus pneumoniae]
 CJR60797.1 elongation factor G [Streptococcus pneumoniae]
 CJW98066.1 elongation factor G [Streptococcus pneumoniae]
 CJX12466.1 elongation factor G [Streptococcus pneumoniae]
 COK09708.1 elongation factor G [Streptococcus pneumoniae]
 CGF77129.1 elongation factor G [Streptococcus pneumoniae]
 CJN50465.1 elongation factor G [Streptococcus pneumoniae]
 CJW49237.1 elongation factor G [Streptococcus pneumoniae]
 CJH26570.1 elongation factor G [Streptococcus pneumoniae]
 CJU91164.1 elongation factor G [Streptococcus pneumoniae]
 COP99108.1 elongation factor G [Streptococcus pneumoniae]
 CGF18819.1 elongation factor G [Streptococcus pneumoniae]
 CIU00356.1 elongation factor G [Streptococcus pneumoniae]
 COM11328.1 elongation factor G [Streptococcus pneumoniae]
 CJB31463.1 elongation factor G [Streptococcus pneumoniae]
 CKF67088.1 elongation factor G [Streptococcus pneumoniae]
 CRH98306.1 elongation factor G [Streptococcus pneumoniae]
 CGG64658.1 elongation factor G [Streptococcus pneumoniae]
 CGG75736.1 elongation factor G [Streptococcus pneumoniae]
 CGE75047.1 elongation factor G [Streptococcus pneumoniae]
 CGG31017.1 elongation factor G [Streptococcus pneumoniae]
 CGE91712.1 elongation factor G [Streptococcus pneumoniae]
 CGE97707.1 elongation factor G [Streptococcus pneumoniae]
 CGE91850.1 elongation factor G [Streptococcus pneumoniae]
 CIT73207.1 elongation factor G [Streptococcus pneumoniae]
 CIS27762.1 elongation factor G [Streptococcus pneumoniae]
 CIS57818.1 elongation factor G [Streptococcus pneumoniae]
 CIX95406.1 elongation factor G [Streptococcus pneumoniae]
 CIR13473.1 elongation factor G [Streptococcus pneumoniae]
 CIR15699.1 elongation factor G [Streptococcus pneumoniae]
 CIS06490.1 elongation factor G [Streptococcus pneumoniae]
 CIT95575.1 elongation factor G [Streptococcus pneumoniae]
 CIY25369.1 elongation factor G [Streptococcus pneumoniae]
 CIY72818.1 elongation factor G [Streptococcus pneumoniae]
 CIN09380.1 elongation factor G [Streptococcus pneumoniae]
 CIR47107.1 elongation factor G [Streptococcus pneumoniae]
 CIO11520.1 elongation factor G [Streptococcus pneumoniae]
 CIQ99540.1 elongation factor G [Streptococcus pneumoniae]
 CIQ94342.1 elongation factor G [Streptococcus pneumoniae]
 CIX08843.1 elongation factor G [Streptococcus pneumoniae]
 CIW88890.1 elongation factor G [Streptococcus pneumoniae]
 CIX24463.1 elongation factor G [Streptococcus pneumoniae]
 CIW19841.1 elongation factor G [Streptococcus pneumoniae]
 CIV89021.1 elongation factor G [Streptococcus pneumoniae]
 CIW74254.1 elongation factor G [Streptococcus pneumoniae]
 CIO96960.1 elongation factor G [Streptococcus pneumoniae]



 CIU15963.1 elongation factor G [Streptococcus pneumoniae]
 CIZ61191.1 elongation factor G [Streptococcus pneumoniae]
 CIT72554.1 elongation factor G [Streptococcus pneumoniae]
 CIW22722.1 elongation factor G [Streptococcus pneumoniae]
 CIS28182.1 elongation factor G [Streptococcus pneumoniae]
 CIR69556.1 elongation factor G [Streptococcus pneumoniae]
 CIT92397.1 elongation factor G [Streptococcus pneumoniae]
 CIX41822.1 elongation factor G [Streptococcus pneumoniae]
 CIQ43892.1 elongation factor G [Streptococcus pneumoniae]
 CIZ60473.1 elongation factor G [Streptococcus pneumoniae]
 CIY72377.1 elongation factor G [Streptococcus pneumoniae]
 CIQ96778.1 elongation factor G [Streptococcus pneumoniae]
 CIS51105.1 elongation factor G [Streptococcus pneumoniae]
 CIO94747.1 elongation factor G [Streptococcus pneumoniae]
 CIP38287.1 elongation factor G [Streptococcus pneumoniae]
 CIT79003.1 elongation factor G [Streptococcus pneumoniae]
 CIP02888.1 elongation factor G [Streptococcus pneumoniae]
 CIR14373.1 elongation factor G [Streptococcus pneumoniae]
 CIR89831.1 elongation factor G [Streptococcus pneumoniae]
 CIQ75949.1 elongation factor G [Streptococcus pneumoniae]
 CIS74262.1 elongation factor G [Streptococcus pneumoniae]
 CIZ55361.1 elongation factor G [Streptococcus pneumoniae]
 CIU00636.1 elongation factor G [Streptococcus pneumoniae]
 CIS05746.1 elongation factor G [Streptococcus pneumoniae]
 CIO87665.1 elongation factor G [Streptococcus pneumoniae]
 CIV27029.1 elongation factor G [Streptococcus pneumoniae]
 CIS62590.1 elongation factor G [Streptococcus pneumoniae]
 CIT33928.1 elongation factor G [Streptococcus pneumoniae]
 CIZ35556.1 elongation factor G [Streptococcus pneumoniae]
 CIY47428.1 elongation factor G [Streptococcus pneumoniae]
 CIN62276.1 elongation factor G [Streptococcus pneumoniae]
 CIU56849.1 elongation factor G [Streptococcus pneumoniae]
 CIQ65679.1 elongation factor G [Streptococcus pneumoniae]
 CIZ08172.1 elongation factor G [Streptococcus pneumoniae]
 CIO97360.1 elongation factor G [Streptococcus pneumoniae]
 CIP71459.1 elongation factor G [Streptococcus pneumoniae]
 CIO24060.1 elongation factor G [Streptococcus pneumoniae]
 CIR94307.1 elongation factor G [Streptococcus pneumoniae]
 CIX79636.1 elongation factor G [Streptococcus pneumoniae]
 CIZ61259.1 elongation factor G [Streptococcus pneumoniae]
 CIN63055.1 elongation factor G [Streptococcus pneumoniae]
 CIT96372.1 elongation factor G [Streptococcus pneumoniae]
 CIV44532.1 elongation factor G [Streptococcus pneumoniae]
 CIN54760.1 elongation factor G [Streptococcus pneumoniae]
 CIU48888.1 elongation factor G [Streptococcus pneumoniae]
 CIQ31670.1 elongation factor G [Streptococcus pneumoniae]
 CIS53587.1 elongation factor G [Streptococcus pneumoniae]
 CIU21317.1 elongation factor G [Streptococcus pneumoniae]
 CIU22025.1 elongation factor G [Streptococcus pneumoniae]
 CIN46673.1 elongation factor G [Streptococcus pneumoniae]
 CIR31515.1 elongation factor G [Streptococcus pneumoniae]
 CIN85891.1 elongation factor G [Streptococcus pneumoniae]
 CIU00153.1 elongation factor G [Streptococcus pneumoniae]
 CIZ64129.1 elongation factor G [Streptococcus pneumoniae]



 CIT38260.1 elongation factor G [Streptococcus pneumoniae]
 CIN25084.1 elongation factor G [Streptococcus pneumoniae]
 CIQ84282.1 elongation factor G [Streptococcus pneumoniae]
 CIR46846.1 elongation factor G [Streptococcus pneumoniae]
 CIT36096.1 elongation factor G [Streptococcus pneumoniae]
 CIR73311.1 elongation factor G [Streptococcus pneumoniae]
 CIQ46498.1 elongation factor G [Streptococcus pneumoniae]
 CIR52713.1 elongation factor G [Streptococcus pneumoniae]
 CIV32754.1 elongation factor G [Streptococcus pneumoniae]
 CIZ86199.1 elongation factor G [Streptococcus pneumoniae]
 CJM28871.1 elongation factor G [Streptococcus pneumoniae]
 CJR74692.1 elongation factor G [Streptococcus pneumoniae]
 CJA12314.1 elongation factor G [Streptococcus pneumoniae]
 CJO48212.1 elongation factor G [Streptococcus pneumoniae]
 CJC57728.1 elongation factor G [Streptococcus pneumoniae]
 CJD28193.1 elongation factor G [Streptococcus pneumoniae]
 CJD52218.1 elongation factor G [Streptococcus pneumoniae]
 CJH07596.1 elongation factor G [Streptococcus pneumoniae]
 CJO62328.1 elongation factor G [Streptococcus pneumoniae]
 CJA60006.1 elongation factor G [Streptococcus pneumoniae]
 CJQ87878.1 elongation factor G [Streptococcus pneumoniae]
 CJP45857.1 elongation factor G [Streptococcus pneumoniae]
 CJJ43417.1 elongation factor G [Streptococcus pneumoniae]
 CJC78612.1 elongation factor G [Streptococcus pneumoniae]
 CJA94953.1 elongation factor G [Streptococcus pneumoniae]
 CJS96113.1 elongation factor G [Streptococcus pneumoniae]
 CJB80904.1 elongation factor G [Streptococcus pneumoniae]
 CJL84676.1 elongation factor G [Streptococcus pneumoniae]
 CJP70056.1 elongation factor G [Streptococcus pneumoniae]
 CJQ94691.1 elongation factor G [Streptococcus pneumoniae]
 CJP86932.1 elongation factor G [Streptococcus pneumoniae]
 CJA83636.1 elongation factor G [Streptococcus pneumoniae]
 CJP90921.1 elongation factor G [Streptococcus pneumoniae]
 CJN00721.1 elongation factor G [Streptococcus pneumoniae]
 CJE82984.1 elongation factor G [Streptococcus pneumoniae]
 CJD61078.1 elongation factor G [Streptococcus pneumoniae]
 CJH22034.1 elongation factor G [Streptococcus pneumoniae]
 CJI92804.1 elongation factor G [Streptococcus pneumoniae]
 CJN81499.1 elongation factor G [Streptococcus pneumoniae]
 CJI47193.1 elongation factor G [Streptococcus pneumoniae]
 CJO50879.1 elongation factor G [Streptococcus pneumoniae]
 CJJ07055.1 elongation factor G [Streptococcus pneumoniae]
 CJE51743.1 elongation factor G [Streptococcus pneumoniae]
 CJI30243.1 elongation factor G [Streptococcus pneumoniae]
 CJT02877.1 elongation factor G [Streptococcus pneumoniae]
 CJR99540.1 elongation factor G [Streptococcus pneumoniae]
 CJA53739.1 elongation factor G [Streptococcus pneumoniae]
 CJC64118.1 elongation factor G [Streptococcus pneumoniae]
 CJO73381.1 elongation factor G [Streptococcus pneumoniae]
 CJI26184.1 elongation factor G [Streptococcus pneumoniae]
 CJH31929.1 elongation factor G [Streptococcus pneumoniae]
 CJR77949.1 elongation factor G [Streptococcus pneumoniae]
 CJE08581.1 elongation factor G [Streptococcus pneumoniae]
 CJH71641.1 elongation factor G [Streptococcus pneumoniae]



 CJT16145.1 elongation factor G [Streptococcus pneumoniae]
 CJL32305.1 elongation factor G [Streptococcus pneumoniae]
 CIZ73933.1 elongation factor G [Streptococcus pneumoniae]
 CJL16165.1 elongation factor G [Streptococcus pneumoniae]
 CJK18677.1 elongation factor G [Streptococcus pneumoniae]
 CJO30020.1 elongation factor G [Streptococcus pneumoniae]
 CJL34690.1 elongation factor G [Streptococcus pneumoniae]
 CJP19856.1 elongation factor G [Streptococcus pneumoniae]
 CJI04601.1 elongation factor G [Streptococcus pneumoniae]
 CJL39271.1 elongation factor G [Streptococcus pneumoniae]
 CJL31920.1 elongation factor G [Streptococcus pneumoniae]
 CJL36432.1 elongation factor G [Streptococcus pneumoniae]
 CJG91793.1 elongation factor G [Streptococcus pneumoniae]
 CJL31401.1 elongation factor G [Streptococcus pneumoniae]
 CJP59123.1 elongation factor G [Streptococcus pneumoniae]
 CJA36666.1 elongation factor G [Streptococcus pneumoniae]
 CJR76258.1 elongation factor G [Streptococcus pneumoniae]
 CJB32543.1 elongation factor G [Streptococcus pneumoniae]
 CJS98627.1 elongation factor G [Streptococcus pneumoniae]
 CJG10664.1 elongation factor G [Streptococcus pneumoniae]
 CJC08472.1 elongation factor G [Streptococcus pneumoniae]
 CJR28178.1 elongation factor G [Streptococcus pneumoniae]
 CJL52439.1 elongation factor G [Streptococcus pneumoniae]
 CJS39701.1 elongation factor G [Streptococcus pneumoniae]
 CJD52987.1 elongation factor G [Streptococcus pneumoniae]
 CJE88456.1 elongation factor G [Streptococcus pneumoniae]
 CJB49693.1 elongation factor G [Streptococcus pneumoniae]
 CJO86085.1 elongation factor G [Streptococcus pneumoniae]
 CJL23345.1 elongation factor G [Streptococcus pneumoniae]
 CJP63844.1 elongation factor G [Streptococcus pneumoniae]
 CJO78631.1 elongation factor G [Streptococcus pneumoniae]
 CJG87791.1 elongation factor G [Streptococcus pneumoniae]
 CJG09386.1 elongation factor G [Streptococcus pneumoniae]
 CJO97828.1 elongation factor G [Streptococcus pneumoniae]
 CJM19455.1 elongation factor G [Streptococcus pneumoniae]
 CJC69846.1 elongation factor G [Streptococcus pneumoniae]
 CJA64346.1 elongation factor G [Streptococcus pneumoniae]
 CJS26537.1 elongation factor G [Streptococcus pneumoniae]
 CJE05492.1 elongation factor G [Streptococcus pneumoniae]
 CJT53993.1 elongation factor G [Streptococcus pneumoniae]
 CJQ77164.1 elongation factor G [Streptococcus pneumoniae]
 CJJ96232.1 elongation factor G [Streptococcus pneumoniae]
 CJQ39983.1 elongation factor G [Streptococcus pneumoniae]
 CJI35213.1 elongation factor G [Streptococcus pneumoniae]
 CJO41772.1 elongation factor G [Streptococcus pneumoniae]
 CJG48616.1 elongation factor G [Streptococcus pneumoniae]
 CJK06357.1 elongation factor G [Streptococcus pneumoniae]
 CJI90325.1 elongation factor G [Streptococcus pneumoniae]
 CJM41733.1 elongation factor G [Streptococcus pneumoniae]
 CJK02981.1 elongation factor G [Streptococcus pneumoniae]
 CJC93854.1 elongation factor G [Streptococcus pneumoniae]
 CJJ03717.1 elongation factor G [Streptococcus pneumoniae]
 CJR41591.1 elongation factor G [Streptococcus pneumoniae]
 CJA20818.1 elongation factor G [Streptococcus pneumoniae]



 CJO23619.1 elongation factor G [Streptococcus pneumoniae]
 CJP27172.1 elongation factor G [Streptococcus pneumoniae]
 CJK35966.1 elongation factor G [Streptococcus pneumoniae]
 CJR74077.1 elongation factor G [Streptococcus pneumoniae]
 CJR19560.1 elongation factor G [Streptococcus pneumoniae]
 CJM68038.1 elongation factor G [Streptococcus pneumoniae]
 CJB21000.1 elongation factor G [Streptococcus pneumoniae]
 CJM75482.1 elongation factor G [Streptococcus pneumoniae]
 CJM45234.1 elongation factor G [Streptococcus pneumoniae]
 CJK32945.1 elongation factor G [Streptococcus pneumoniae]
 CJC55556.1 elongation factor G [Streptococcus pneumoniae]
 CJP66175.1 elongation factor G [Streptococcus pneumoniae]
 CJP64762.1 elongation factor G [Streptococcus pneumoniae]
 CJG58379.1 elongation factor G [Streptococcus pneumoniae]
 CJA88489.1 elongation factor G [Streptococcus pneumoniae]
 CJL58716.1 elongation factor G [Streptococcus pneumoniae]
 CJR22192.1 elongation factor G [Streptococcus pneumoniae]
 CJR63579.1 elongation factor G [Streptococcus pneumoniae]
 CJC72990.1 elongation factor G [Streptococcus pneumoniae]
 CJJ44356.1 elongation factor G [Streptococcus pneumoniae]
 CJL30352.1 elongation factor G [Streptococcus pneumoniae]
 CJK12089.1 elongation factor G [Streptococcus pneumoniae]
 CJQ29025.1 elongation factor G [Streptococcus pneumoniae]
 CJK41428.1 elongation factor G [Streptococcus pneumoniae]
 CJE62119.1 elongation factor G [Streptococcus pneumoniae]
 CJF85628.1 elongation factor G [Streptococcus pneumoniae]
 CJM69568.1 elongation factor G [Streptococcus pneumoniae]
 CJH90777.1 elongation factor G [Streptococcus pneumoniae]
 CJT31057.1 elongation factor G [Streptococcus pneumoniae]
 CJK10359.1 elongation factor G [Streptococcus pneumoniae]
 CJP72631.1 elongation factor G [Streptococcus pneumoniae]
 CJP69837.1 elongation factor G [Streptococcus pneumoniae]
 CJT17025.1 elongation factor G [Streptococcus pneumoniae]
 CJB22435.1 elongation factor G [Streptococcus pneumoniae]
 CJM09486.1 elongation factor G [Streptococcus pneumoniae]
 CJI01998.1 elongation factor G [Streptococcus pneumoniae]
 CJO18349.1 elongation factor G [Streptococcus pneumoniae]
 CJL44858.1 elongation factor G [Streptococcus pneumoniae]
 CJE19909.1 elongation factor G [Streptococcus pneumoniae]
 CJF83611.1 elongation factor G [Streptococcus pneumoniae]
 CJD12799.1 elongation factor G [Streptococcus pneumoniae]
 CJL58084.1 elongation factor G [Streptococcus pneumoniae]
 CJH04127.1 elongation factor G [Streptococcus pneumoniae]
 CJM91577.1 elongation factor G [Streptococcus pneumoniae]
 CJK86273.1 elongation factor G [Streptococcus pneumoniae]
 CJN45694.1 elongation factor G [Streptococcus pneumoniae]
 CJD12362.1 elongation factor G [Streptococcus pneumoniae]
 CJO88002.1 elongation factor G [Streptococcus pneumoniae]
 CJP41982.1 elongation factor G [Streptococcus pneumoniae]
 CJA71236.1 elongation factor G [Streptococcus pneumoniae]
 CJJ04285.1 elongation factor G [Streptococcus pneumoniae]
 CKB68150.1 elongation factor G [Streptococcus pneumoniae]
 CJW14828.1 elongation factor G [Streptococcus pneumoniae]
 CJX93303.1 elongation factor G [Streptococcus pneumoniae]



 CKB85298.1 elongation factor G [Streptococcus pneumoniae]
 CJU82857.1 elongation factor G [Streptococcus pneumoniae]
 CKA48506.1 elongation factor G [Streptococcus pneumoniae]
 CKB80005.1 elongation factor G [Streptococcus pneumoniae]
 CJZ51182.1 elongation factor G [Streptococcus pneumoniae]
 CKB64140.1 elongation factor G [Streptococcus pneumoniae]
 CKD90810.1 elongation factor G [Streptococcus pneumoniae]
 CKA00100.1 elongation factor G [Streptococcus pneumoniae]
 CKC77980.1 elongation factor G [Streptococcus pneumoniae]
 CKB70463.1 elongation factor G [Streptococcus pneumoniae]
 CKD43593.1 elongation factor G [Streptococcus pneumoniae]
 CJY60071.1 elongation factor G [Streptococcus pneumoniae]
 CKE03741.1 elongation factor G [Streptococcus pneumoniae]
 CKD20514.1 elongation factor G [Streptococcus pneumoniae]
 CJW90664.1 elongation factor G [Streptococcus pneumoniae]
 CKA20072.1 elongation factor G [Streptococcus pneumoniae]
 CKB50121.1 elongation factor G [Streptococcus pneumoniae]
 CKC54971.1 elongation factor G [Streptococcus pneumoniae]
 CKF16341.1 elongation factor G [Streptococcus pneumoniae]
 CKB91034.1 elongation factor G [Streptococcus pneumoniae]
 CKC89792.1 elongation factor G [Streptococcus pneumoniae]
 CKA25958.1 elongation factor G [Streptococcus pneumoniae]
 CJZ98622.1 elongation factor G [Streptococcus pneumoniae]
 CKD48029.1 elongation factor G [Streptococcus pneumoniae]
 CKA84098.1 elongation factor G [Streptococcus pneumoniae]
 CJT70990.1 elongation factor G [Streptococcus pneumoniae]
 CKA33308.1 elongation factor G [Streptococcus pneumoniae]
 CJU97182.1 elongation factor G [Streptococcus pneumoniae]
 CKG04169.1 elongation factor G [Streptococcus pneumoniae]
 CKB38695.1 elongation factor G [Streptococcus pneumoniae]
 CJW17042.1 elongation factor G [Streptococcus pneumoniae]
 CJT92705.1 elongation factor G [Streptococcus pneumoniae]
 CKC28151.1 elongation factor G [Streptococcus pneumoniae]
 CKD60530.1 elongation factor G [Streptococcus pneumoniae]
 CJX59537.1 elongation factor G [Streptococcus pneumoniae]
 CJZ85751.1 elongation factor G [Streptococcus pneumoniae]
 CJZ63343.1 elongation factor G [Streptococcus pneumoniae]
 CKF41252.1 elongation factor G [Streptococcus pneumoniae]
 CJZ57953.1 elongation factor G [Streptococcus pneumoniae]
 CJZ03447.1 elongation factor G [Streptococcus pneumoniae]
 CJU82031.1 elongation factor G [Streptococcus pneumoniae]
 CKA21190.1 elongation factor G [Streptococcus pneumoniae]
 CJW21052.1 elongation factor G [Streptococcus pneumoniae]
 CKA34842.1 elongation factor G [Streptococcus pneumoniae]
 CJZ73858.1 elongation factor G [Streptococcus pneumoniae]
 CJU61164.1 elongation factor G [Streptococcus pneumoniae]
 CJX19365.1 elongation factor G [Streptococcus pneumoniae]
 CJV35736.1 elongation factor G [Streptococcus pneumoniae]
 CJU66896.1 elongation factor G [Streptococcus pneumoniae]
 CJU08589.1 elongation factor G [Streptococcus pneumoniae]
 CJV51660.1 elongation factor G [Streptococcus pneumoniae]
 CKC52063.1 elongation factor G [Streptococcus pneumoniae]
 CKA14060.1 elongation factor G [Streptococcus pneumoniae]
 CKF70182.1 elongation factor G [Streptococcus pneumoniae]



 CKB32637.1 elongation factor G [Streptococcus pneumoniae]
 CKG44891.1 elongation factor G [Streptococcus pneumoniae]
 CJY44011.1 elongation factor G [Streptococcus pneumoniae]
 CJY32053.1 elongation factor G [Streptococcus pneumoniae]
 CJZ33014.1 elongation factor G [Streptococcus pneumoniae]
 CKC18456.1 elongation factor G [Streptococcus pneumoniae]
 CKB05012.1 elongation factor G [Streptococcus pneumoniae]
 CJZ45828.1 elongation factor G [Streptococcus pneumoniae]
 CKA96565.1 elongation factor G [Streptococcus pneumoniae]
 CJZ72100.1 elongation factor G [Streptococcus pneumoniae]
 CJY99310.1 elongation factor G [Streptococcus pneumoniae]
 CKG41819.1 elongation factor G [Streptococcus pneumoniae]
 CKG10482.1 elongation factor G [Streptococcus pneumoniae]
 CJX54908.1 elongation factor G [Streptococcus pneumoniae]
 CKB89300.1 elongation factor G [Streptococcus pneumoniae]
 CJU10120.1 elongation factor G [Streptococcus pneumoniae]
 CKB29722.1 elongation factor G [Streptococcus pneumoniae]
 CJW78090.1 elongation factor G [Streptococcus pneumoniae]
 CJZ93445.1 elongation factor G [Streptococcus pneumoniae]
 CJT91096.1 elongation factor G [Streptococcus pneumoniae]
 CJZ33247.1 elongation factor G [Streptococcus pneumoniae]
 CJT98081.1 elongation factor G [Streptococcus pneumoniae]
 CKA34726.1 elongation factor G [Streptococcus pneumoniae]
 CJW32237.1 elongation factor G [Streptococcus pneumoniae]
 CKG23664.1 elongation factor G [Streptococcus pneumoniae]
 CJX30313.1 elongation factor G [Streptococcus pneumoniae]
 CJZ01306.1 elongation factor G [Streptococcus pneumoniae]
 CJZ40712.1 elongation factor G [Streptococcus pneumoniae]
 CJV32373.1 elongation factor G [Streptococcus pneumoniae]
 CKC52159.1 elongation factor G [Streptococcus pneumoniae]
 CKG51659.1 elongation factor G [Streptococcus pneumoniae]
 CJU19928.1 elongation factor G [Streptococcus pneumoniae]
 CJW54595.1 elongation factor G [Streptococcus pneumoniae]
 CJT43407.1 elongation factor G [Streptococcus pneumoniae]
 CKG27683.1 elongation factor G [Streptococcus pneumoniae]
 CKF22940.1 elongation factor G [Streptococcus pneumoniae]
 CKA05210.1 elongation factor G [Streptococcus pneumoniae]
 CKF97730.1 elongation factor G [Streptococcus pneumoniae]
 CJW16614.1 elongation factor G [Streptococcus pneumoniae]
 CKB82480.1 elongation factor G [Streptococcus pneumoniae]
 CKC14728.1 elongation factor G [Streptococcus pneumoniae]
 CJU25564.1 elongation factor G [Streptococcus pneumoniae]
 CKF56142.1 elongation factor G [Streptococcus pneumoniae]
 CKF00203.1 elongation factor G [Streptococcus pneumoniae]
 CKE70935.1 elongation factor G [Streptococcus pneumoniae]
 CKE21635.1 elongation factor G [Streptococcus pneumoniae]
 CKA38113.1 elongation factor G [Streptococcus pneumoniae]
 CKF95828.1 elongation factor G [Streptococcus pneumoniae]
 CJW19129.1 elongation factor G [Streptococcus pneumoniae]
 CJZ19406.1 elongation factor G [Streptococcus pneumoniae]
 CJY96138.1 elongation factor G [Streptococcus pneumoniae]
 CJW02380.1 elongation factor G [Streptococcus pneumoniae]
 CJT56550.1 elongation factor G [Streptococcus pneumoniae]
 CJV41367.1 elongation factor G [Streptococcus pneumoniae]



 CJY58905.1 elongation factor G [Streptococcus pneumoniae]
 CJX22814.1 elongation factor G [Streptococcus pneumoniae]
 CKE99974.1 elongation factor G [Streptococcus pneumoniae]
 CKB82109.1 elongation factor G [Streptococcus pneumoniae]
 CJY31752.1 elongation factor G [Streptococcus pneumoniae]
 CJY02942.1 elongation factor G [Streptococcus pneumoniae]
 CJY95264.1 elongation factor G [Streptococcus pneumoniae]
 CKG44585.1 elongation factor G [Streptococcus pneumoniae]
 CKG07320.1 elongation factor G [Streptococcus pneumoniae]
 CJW13804.1 elongation factor G [Streptococcus pneumoniae]
 CJY27612.1 elongation factor G [Streptococcus pneumoniae]
 CKD85887.1 elongation factor G [Streptococcus pneumoniae]
 CKC42336.1 elongation factor G [Streptococcus pneumoniae]
 CJX07866.1 elongation factor G [Streptococcus pneumoniae]
 CKB01644.1 elongation factor G [Streptococcus pneumoniae]
 CJV85554.1 elongation factor G [Streptococcus pneumoniae]
 CJV22410.1 elongation factor G [Streptococcus pneumoniae]
 CKD16240.1 elongation factor G [Streptococcus pneumoniae]
 CJW82678.1 elongation factor G [Streptococcus pneumoniae]
 CKA27908.1 elongation factor G [Streptococcus pneumoniae]
 CJT84655.1 elongation factor G [Streptococcus pneumoniae]
 CKD43777.1 elongation factor G [Streptococcus pneumoniae]
 CJX65318.1 elongation factor G [Streptococcus pneumoniae]
 CJX22711.1 elongation factor G [Streptococcus pneumoniae]
 CJT34126.1 elongation factor G [Streptococcus pneumoniae]
 CKB02737.1 elongation factor G [Streptococcus pneumoniae]
 CJY43758.1 elongation factor G [Streptococcus pneumoniae]
 CMU41530.1 elongation factor G [Streptococcus pneumoniae]
 CNU37643.1 elongation factor G [Streptococcus pneumoniae]
 CNU05362.1 elongation factor G [Streptococcus pneumoniae]
 CNU36665.1 elongation factor G [Streptococcus pneumoniae]
 CNU22154.1 elongation factor G [Streptococcus pneumoniae]
 CNV37962.1 elongation factor G [Streptococcus pneumoniae]
 CNT91590.1 elongation factor G [Streptococcus pneumoniae]
 CNU63008.1 elongation factor G [Streptococcus pneumoniae]
 CNV58301.1 elongation factor G [Streptococcus pneumoniae]
 CNT89343.1 elongation factor G [Streptococcus pneumoniae]
 CNT97903.1 elongation factor G [Streptococcus pneumoniae]
 CNV63629.1 elongation factor G [Streptococcus pneumoniae]
 CNV43338.1 elongation factor G [Streptococcus pneumoniae]
 CNU51785.1 elongation factor G [Streptococcus pneumoniae]
 CNV56877.1 elongation factor G [Streptococcus pneumoniae]
 CNV45063.1 elongation factor G [Streptococcus pneumoniae]
 CNU72597.1 elongation factor G [Streptococcus pneumoniae]
 CNV37566.1 elongation factor G [Streptococcus pneumoniae]
 CNU54914.1 elongation factor G [Streptococcus pneumoniae]
 CNU70761.1 elongation factor G [Streptococcus pneumoniae]
 CNU62026.1 elongation factor G [Streptococcus pneumoniae]
 CNU18584.1 elongation factor G [Streptococcus pneumoniae]
 CNV36079.1 elongation factor G [Streptococcus pneumoniae]
 CNU44811.1 elongation factor G [Streptococcus pneumoniae]
 CNV49901.1 elongation factor G [Streptococcus pneumoniae]
 CNU21037.1 elongation factor G [Streptococcus pneumoniae]
 CNV40604.1 elongation factor G [Streptococcus pneumoniae]



 CNU49155.1 elongation factor G [Streptococcus pneumoniae]
 CMZ13409.1 elongation factor G [Streptococcus pneumoniae]
 CNV51757.1 elongation factor G [Streptococcus pneumoniae]
 CMY19312.1 elongation factor G [Streptococcus pneumoniae]
 CMW99678.1 elongation factor G [Streptococcus pneumoniae]
 CMZ05920.1 elongation factor G [Streptococcus pneumoniae]
 CMZ09030.1 elongation factor G [Streptococcus pneumoniae]
 CNA78388.1 elongation factor G [Streptococcus pneumoniae]
 CMW94406.1 elongation factor G [Streptococcus pneumoniae]
 CNA79556.1 elongation factor G [Streptococcus pneumoniae]
 CMX60049.1 elongation factor G [Streptococcus pneumoniae]
 CMX60012.1 elongation factor G [Streptococcus pneumoniae]
 CNV72086.1 elongation factor G [Streptococcus pneumoniae]
 CNV60015.1 elongation factor G [Streptococcus pneumoniae]
 CNV74182.1 elongation factor G [Streptococcus pneumoniae]
 CNY50581.1 elongation factor G [Streptococcus pneumoniae]
 CNV69266.1 elongation factor G [Streptococcus pneumoniae]
 CNV59732.1 elongation factor G [Streptococcus pneumoniae]
 CNV68024.1 elongation factor G [Streptococcus pneumoniae]
 CNV76898.1 elongation factor G [Streptococcus pneumoniae]
 COG81893.1 elongation factor G [Streptococcus pneumoniae]
 COD96873.1 elongation factor G [Streptococcus pneumoniae]
 CNV68181.1 elongation factor G [Streptococcus pneumoniae]
 COM33483.1 elongation factor G [Streptococcus pneumoniae]
 COJ74612.1 elongation factor G [Streptococcus pneumoniae]
 CNV69470.1 elongation factor G [Streptococcus pneumoniae]
 COJ36427.1 elongation factor G [Streptococcus pneumoniae]
 COG29591.1 elongation factor G [Streptococcus pneumoniae]
 COR33626.1 elongation factor G [Streptococcus pneumoniae]
 COL11133.1 elongation factor G [Streptococcus pneumoniae]
 COQ93612.1 elongation factor G [Streptococcus pneumoniae]
 COP68916.1 elongation factor G [Streptococcus pneumoniae]
 COQ17413.1 elongation factor G [Streptococcus pneumoniae]
 COE91772.1 elongation factor G [Streptococcus pneumoniae]
 COI42246.1 elongation factor G [Streptococcus pneumoniae]
 COB82679.1 elongation factor G [Streptococcus pneumoniae]
 COO64146.1 elongation factor G [Streptococcus pneumoniae]
 COB32605.1 elongation factor G [Streptococcus pneumoniae]
 COP19983.1 elongation factor G [Streptococcus pneumoniae]
 COH13418.1 elongation factor G [Streptococcus pneumoniae]
 CON94945.1 elongation factor G [Streptococcus pneumoniae]
 COI25175.1 elongation factor G [Streptococcus pneumoniae]
 COR34683.1 elongation factor G [Streptococcus pneumoniae]
 CNZ11817.1 elongation factor G [Streptococcus pneumoniae]
 COO78006.1 elongation factor G [Streptococcus pneumoniae]
 COB34992.1 elongation factor G [Streptococcus pneumoniae]
 COF35586.1 elongation factor G [Streptococcus pneumoniae]
 COM24609.1 elongation factor G [Streptococcus pneumoniae]
 COD24507.1 elongation factor G [Streptococcus pneumoniae]
 COC81132.1 elongation factor G [Streptococcus pneumoniae]
 COK35056.1 elongation factor G [Streptococcus pneumoniae]
 COF48913.1 elongation factor G [Streptococcus pneumoniae]
 COK31979.1 elongation factor G [Streptococcus pneumoniae]
 COD07960.1 elongation factor G [Streptococcus pneumoniae]



 COC72173.1 elongation factor G [Streptococcus pneumoniae]
 COJ09312.1 elongation factor G [Streptococcus pneumoniae]
 COG15275.1 elongation factor G [Streptococcus pneumoniae]
 COJ28677.1 elongation factor G [Streptococcus pneumoniae]
 COL99415.1 elongation factor G [Streptococcus pneumoniae]
 COK02404.1 elongation factor G [Streptococcus pneumoniae]
 COF68923.1 elongation factor G [Streptococcus pneumoniae]
 CON51848.1 elongation factor G [Streptococcus pneumoniae]
 CNZ51270.1 elongation factor G [Streptococcus pneumoniae]
 COR46352.1 elongation factor G [Streptococcus pneumoniae]
 COK99693.1 elongation factor G [Streptococcus pneumoniae]
 COI27476.1 elongation factor G [Streptococcus pneumoniae]
 COP87790.1 elongation factor G [Streptococcus pneumoniae]
 COA43849.1 elongation factor G [Streptococcus pneumoniae]
 CON05474.1 elongation factor G [Streptococcus pneumoniae]
 COD74146.1 elongation factor G [Streptococcus pneumoniae]
 CON01542.1 elongation factor G [Streptococcus pneumoniae]
 COD53923.1 elongation factor G [Streptococcus pneumoniae]
 COB09920.1 elongation factor G [Streptococcus pneumoniae]
 COD14776.1 elongation factor G [Streptococcus pneumoniae]
 CON43626.1 elongation factor G [Streptococcus pneumoniae]
 COP79757.1 elongation factor G [Streptococcus pneumoniae]
 COL48380.1 elongation factor G [Streptococcus pneumoniae]
 CON01956.1 elongation factor G [Streptococcus pneumoniae]
 COK14992.1 elongation factor G [Streptococcus pneumoniae]
 COJ51384.1 elongation factor G [Streptococcus pneumoniae]
 CON96431.1 elongation factor G [Streptococcus pneumoniae]
 CON66469.1 elongation factor G [Streptococcus pneumoniae]
 COG32631.1 elongation factor G [Streptococcus pneumoniae]
 COH08677.1 elongation factor G [Streptococcus pneumoniae]
 COJ17137.1 elongation factor G [Streptococcus pneumoniae]
 COB69876.1 elongation factor G [Streptococcus pneumoniae]
 COH92032.1 elongation factor G [Streptococcus pneumoniae]
 COB06953.1 elongation factor G [Streptococcus pneumoniae]
 COC74330.1 elongation factor G [Streptococcus pneumoniae]
 COD64525.1 elongation factor G [Streptococcus pneumoniae]
 COF36677.1 elongation factor G [Streptococcus pneumoniae]
 COQ50679.1 elongation factor G [Streptococcus pneumoniae]
 COD69683.1 elongation factor G [Streptococcus pneumoniae]
 COE49007.1 elongation factor G [Streptococcus pneumoniae]
 COD57012.1 elongation factor G [Streptococcus pneumoniae]
 COA88316.1 elongation factor G [Streptococcus pneumoniae]
 COI14105.1 elongation factor G [Streptococcus pneumoniae]
 COR00343.1 elongation factor G [Streptococcus pneumoniae]
 COP01742.1 elongation factor G [Streptococcus pneumoniae]
 COC03952.1 elongation factor G [Streptococcus pneumoniae]
 COO87840.1 elongation factor G [Streptococcus pneumoniae]
 COI32354.1 elongation factor G [Streptococcus pneumoniae]
 COA24188.1 elongation factor G [Streptococcus pneumoniae]
 COK93823.1 elongation factor G [Streptococcus pneumoniae]
 COC46394.1 elongation factor G [Streptococcus pneumoniae]
 COA62251.1 elongation factor G [Streptococcus pneumoniae]
 COH11401.1 elongation factor G [Streptococcus pneumoniae]
 COJ31767.1 elongation factor G [Streptococcus pneumoniae]



 COO48131.1 elongation factor G [Streptococcus pneumoniae]
 COA57071.1 elongation factor G [Streptococcus pneumoniae]
 COJ43521.1 elongation factor G [Streptococcus pneumoniae]
 CNZ49473.1 elongation factor G [Streptococcus pneumoniae]
 COK86978.1 elongation factor G [Streptococcus pneumoniae]
 COK53971.1 elongation factor G [Streptococcus pneumoniae]
 COC19333.1 elongation factor G [Streptococcus pneumoniae]
 COR67969.1 elongation factor G [Streptococcus pneumoniae]
 COG65094.1 elongation factor G [Streptococcus pneumoniae]
 COH79505.1 elongation factor G [Streptococcus pneumoniae]
 COO84325.1 elongation factor G [Streptococcus pneumoniae]
 COJ69574.1 elongation factor G [Streptococcus pneumoniae]
 CNY74523.1 elongation factor G [Streptococcus pneumoniae]
 COK65994.1 elongation factor G [Streptococcus pneumoniae]
 COL44473.1 elongation factor G [Streptococcus pneumoniae]
 COB62258.1 elongation factor G [Streptococcus pneumoniae]
 COP64298.1 elongation factor G [Streptococcus pneumoniae]
 COF02429.1 elongation factor G [Streptococcus pneumoniae]
 COF41060.1 elongation factor G [Streptococcus pneumoniae]
 COA53447.1 elongation factor G [Streptococcus pneumoniae]
 COI18918.1 elongation factor G [Streptococcus pneumoniae]
 COP35857.1 elongation factor G [Streptococcus pneumoniae]
 COQ53824.1 elongation factor G [Streptococcus pneumoniae]
 COL11908.1 elongation factor G [Streptococcus pneumoniae]
 CON80510.1 elongation factor G [Streptococcus pneumoniae]
 COG30499.1 elongation factor G [Streptococcus pneumoniae]
 COK23404.1 elongation factor G [Streptococcus pneumoniae]
 COB64558.1 elongation factor G [Streptococcus pneumoniae]
 COJ81589.1 elongation factor G [Streptococcus pneumoniae]
 COB66047.1 elongation factor G [Streptococcus pneumoniae]
 COQ00989.1 elongation factor G [Streptococcus pneumoniae]
 COD48229.1 elongation factor G [Streptococcus pneumoniae]
 COF96527.1 elongation factor G [Streptococcus pneumoniae]
 COQ66212.1 elongation factor G [Streptococcus pneumoniae]
 COH22307.1 elongation factor G [Streptococcus pneumoniae]
 COE68245.1 elongation factor G [Streptococcus pneumoniae]
 COC51081.1 elongation factor G [Streptococcus pneumoniae]
 COB36898.1 elongation factor G [Streptococcus pneumoniae]
 COA92905.1 elongation factor G [Streptococcus pneumoniae]
 COF21955.1 elongation factor G [Streptococcus pneumoniae]
 COP86423.1 elongation factor G [Streptococcus pneumoniae]
 COM81996.1 elongation factor G [Streptococcus pneumoniae]
 COB12877.1 elongation factor G [Streptococcus pneumoniae]
 COA05572.1 elongation factor G [Streptococcus pneumoniae]
 COD85997.1 elongation factor G [Streptococcus pneumoniae]
 COR52075.1 elongation factor G [Streptococcus pneumoniae]
 COI39446.1 elongation factor G [Streptococcus pneumoniae]
 COR94578.1 elongation factor G [Streptococcus pneumoniae]
 COS36410.1 elongation factor G [Streptococcus pneumoniae]
 COS19057.1 elongation factor G [Streptococcus pneumoniae]
 COS18538.1 elongation factor G [Streptococcus pneumoniae]
 COS48980.1 elongation factor G [Streptococcus pneumoniae]
 COS78713.1 elongation factor G [Streptococcus pneumoniae]
 COS76769.1 elongation factor G [Streptococcus pneumoniae]



 COT33647.1 elongation factor G [Streptococcus pneumoniae]
 COT24966.1 elongation factor G [Streptococcus pneumoniae]
 COT32347.1 elongation factor G [Streptococcus pneumoniae]
 COT26800.1 elongation factor G [Streptococcus pneumoniae]
 COT24929.1 elongation factor G [Streptococcus pneumoniae]
 COT32833.1 elongation factor G [Streptococcus pneumoniae]
 COT43713.1 elongation factor G [Streptococcus pneumoniae]
 COT35832.1 elongation factor G [Streptococcus pneumoniae]
 COT31399.1 elongation factor G [Streptococcus pneumoniae]
 COT24946.1 elongation factor G [Streptococcus pneumoniae]
 COT26844.1 elongation factor G [Streptococcus pneumoniae]
 COT30195.1 elongation factor G [Streptococcus pneumoniae]
 COT44977.1 elongation factor G [Streptococcus pneumoniae]
 COT43130.1 elongation factor G [Streptococcus pneumoniae]
 COT35345.1 elongation factor G [Streptococcus pneumoniae]
 COT36083.1 elongation factor G [Streptococcus pneumoniae]
 COT28079.1 elongation factor G [Streptococcus pneumoniae]
 COT28561.1 elongation factor G [Streptococcus pneumoniae]
 COT38372.1 elongation factor G [Streptococcus pneumoniae]
 COT31532.1 elongation factor G [Streptococcus pneumoniae]
 COT47548.1 elongation factor G [Streptococcus pneumoniae]
 COT35406.1 elongation factor G [Streptococcus pneumoniae]
 CPR44192.1 elongation factor G [Streptococcus pneumoniae]
 CTJ88097.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP79351.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI90609.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI58630.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM11959.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF65850.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF69761.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF87439.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI63665.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD86958.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF01129.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL56798.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP33048.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE46607.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI59788.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN56435.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTJ04375.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD04628.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE68974.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK11069.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM50577.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL52188.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF23689.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE70527.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC65646.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF17269.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF73938.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD59648.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN84346.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL72700.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE66708.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF82497.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF37629.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF47277.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE45034.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK87491.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK56116.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI68432.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI53999.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK93961.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF54169.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI46096.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI97765.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTN82587.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP69372.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ02779.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN25043.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF46200.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL39221.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF47296.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN60298.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE93596.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK85807.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF12009.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO06396.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK77850.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN87404.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF54036.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL23151.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI85934.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ10853.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF40718.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL51669.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM14840.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE38082.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL37255.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD77892.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN57997.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL64632.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO60298.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTD95012.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF65870.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL51068.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL48447.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD76024.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF30460.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL59742.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ28451.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ53482.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF95040.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM99788.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF42851.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM76721.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD92353.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD96791.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM89864.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM70070.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF73684.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL69445.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF30144.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL61234.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF22687.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD93463.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF37051.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN49601.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI15761.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK95168.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTM74814.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN48297.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM82244.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK86764.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK13623.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD61497.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP60467.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI14099.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN21707.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD96487.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL91188.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM02050.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI17164.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI32581.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD07923.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI41323.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE47319.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN53161.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL08326.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN37638.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE37767.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE49643.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM74852.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE46926.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE19974.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP14187.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN40861.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTM90872.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL15867.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI88134.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF01212.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM21268.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL77019.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE94397.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN29534.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD75396.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ07606.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL26202.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP42925.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO87767.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ41829.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL43613.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM87154.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD02528.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL47314.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE92872.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF65465.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF12665.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTH79747.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF31862.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF03040.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF65460.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF66063.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL53470.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTK53973.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP38922.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI85298.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP23893.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF28255.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE94206.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL43672.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF47069.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL30847.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD55519.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO15412.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE82288.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN58322.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD35355.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF29652.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK72101.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO85224.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL08412.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN81176.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM61253.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM19559.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK55363.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ04901.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ39124.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN62962.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL95865.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL58972.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTF52585.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO01508.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL69313.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF09626.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF50019.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE96973.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL77595.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL71864.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF04515.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD56856.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN96040.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL29267.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM70878.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI78592.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK95975.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE52627.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN50748.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN73263.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP55785.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC99039.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF41887.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM39025.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI52371.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF33818.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF45381.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP25897.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO28475.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTP00846.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN21783.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI52982.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE59838.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO29131.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM70403.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM78875.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE48043.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO39102.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE60780.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL00199.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC88073.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD61544.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL20575.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL06005.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP34915.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL00449.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO54407.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL18392.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTK16914.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI59679.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD00368.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM49019.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD32471.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI77006.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL04998.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE64828.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTL00970.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI81731.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO41178.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL05541.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO33309.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL41372.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI57985.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTI64747.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE73120.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC67512.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE73742.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC78171.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL17036.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE75048.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL04282.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE79588.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM82878.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTN76576.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO61007.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTP25600.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM56657.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTC70894.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTF39195.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL08822.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTJ14035.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO51265.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE85242.1 translation elongation factor G [Streptococcus 



pneumoniae]
 CTE77044.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM92353.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE99722.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTE75994.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTO35497.1 translation elongation factor G [Streptococcus 
pneumoniae]
 KNY49367.1 elongation factor G [Streptococcus pneumoniae]
 CTD38057.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTD48966.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CVN44744.1 elongation factor G [Streptococcus pneumoniae]
 CVW25921.1 elongation factor G [Streptococcus pneumoniae]
 CVN97666.1 elongation factor G [Streptococcus pneumoniae]
 CVV36693.1 elongation factor G [Streptococcus pneumoniae]
 CVX34622.1 elongation factor G [Streptococcus pneumoniae]
 CVT56695.1 elongation factor G [Streptococcus pneumoniae]
 CVN12900.1 elongation factor G [Streptococcus pneumoniae]
 CVP28242.1 elongation factor G [Streptococcus pneumoniae]
 CVN29278.1 elongation factor G [Streptococcus pneumoniae]
 CVO35116.1 elongation factor G [Streptococcus pneumoniae]
 CVK50370.1 elongation factor G [Streptococcus pneumoniae]
 CVN55545.1 elongation factor G [Streptococcus pneumoniae]
 CVT73709.1 elongation factor G [Streptococcus pneumoniae]
 CVK50807.1 elongation factor G [Streptococcus pneumoniae]
 CVU87640.1 elongation factor G [Streptococcus pneumoniae]
 CVP10172.1 elongation factor G [Streptococcus pneumoniae]
 CVX57481.1 elongation factor G [Streptococcus pneumoniae]
 CVW96250.1 elongation factor G [Streptococcus pneumoniae]
 CVP64957.1 elongation factor G [Streptococcus pneumoniae]
 CVL75854.1 elongation factor G [Streptococcus pneumoniae]
 CVW93263.1 elongation factor G [Streptococcus pneumoniae]
 CVM40539.1 elongation factor G [Streptococcus pneumoniae]
 CVV36665.1 elongation factor G [Streptococcus pneumoniae]
 CVQ77286.1 elongation factor G [Streptococcus pneumoniae]
 CVX89141.1 elongation factor G [Streptococcus pneumoniae]
 CVW00485.1 elongation factor G [Streptococcus pneumoniae]
 CVL32418.1 elongation factor G [Streptococcus pneumoniae]
 CVO29844.1 elongation factor G [Streptococcus pneumoniae]
 CVX86132.1 elongation factor G [Streptococcus pneumoniae]
 CVN11193.1 elongation factor G [Streptococcus pneumoniae]
 CVR75488.1 elongation factor G [Streptococcus pneumoniae]
 CVN99358.1 elongation factor G [Streptococcus pneumoniae]
 CVU62188.1 elongation factor G [Streptococcus pneumoniae]
 CVS56398.1 elongation factor G [Streptococcus pneumoniae]
 CVW82982.1 elongation factor G [Streptococcus pneumoniae]
 CVW01373.1 elongation factor G [Streptococcus pneumoniae]
 CVV01864.1 elongation factor G [Streptococcus pneumoniae]
 CVN31378.1 elongation factor G [Streptococcus pneumoniae]



 CVV33737.1 elongation factor G [Streptococcus pneumoniae]
 CVS66671.1 elongation factor G [Streptococcus pneumoniae]
 CVT28411.1 elongation factor G [Streptococcus pneumoniae]
 CVX36747.1 elongation factor G [Streptococcus pneumoniae]
 CVK56696.1 elongation factor G [Streptococcus pneumoniae]
 CVN28650.1 elongation factor G [Streptococcus pneumoniae]
 CVX35637.1 elongation factor G [Streptococcus pneumoniae]
 CVN13878.1 elongation factor G [Streptococcus pneumoniae]
 CVT03619.1 elongation factor G [Streptococcus pneumoniae]
 CVS09566.1 elongation factor G [Streptococcus pneumoniae]
 CVP37151.1 elongation factor G [Streptococcus pneumoniae]
 CVK50182.1 elongation factor G [Streptococcus pneumoniae]
 CVQ19914.1 elongation factor G [Streptococcus pneumoniae]
 CVP13336.1 elongation factor G [Streptococcus pneumoniae]
 CVP27569.1 elongation factor G [Streptococcus pneumoniae]
 CVL43166.1 elongation factor G [Streptococcus pneumoniae]
 CVO95885.1 elongation factor G [Streptococcus pneumoniae]
 CVQ76467.1 elongation factor G [Streptococcus pneumoniae]
 CVL48423.1 elongation factor G [Streptococcus pneumoniae]
 CVL38677.1 elongation factor G [Streptococcus pneumoniae]
 CVX33837.1 elongation factor G [Streptococcus pneumoniae]
 CVN91524.1 elongation factor G [Streptococcus pneumoniae]
 CVS18641.1 elongation factor G [Streptococcus pneumoniae]
 CVP47549.1 elongation factor G [Streptococcus pneumoniae]
 CVR51750.1 elongation factor G [Streptococcus pneumoniae]
 CVO18260.1 elongation factor G [Streptococcus pneumoniae]
 CVW90220.1 elongation factor G [Streptococcus pneumoniae]
 CVV06828.1 elongation factor G [Streptococcus pneumoniae]
 CVR97895.1 elongation factor G [Streptococcus pneumoniae]
 CVV99810.1 elongation factor G [Streptococcus pneumoniae]
 CVQ92775.1 elongation factor G [Streptococcus pneumoniae]
 CVX31920.1 elongation factor G [Streptococcus pneumoniae]
 CVM77596.1 elongation factor G [Streptococcus pneumoniae]
 CVS00010.1 elongation factor G [Streptococcus pneumoniae]
 CVU61766.1 elongation factor G [Streptococcus pneumoniae]
 CVU65568.1 elongation factor G [Streptococcus pneumoniae]
 CVQ45931.1 elongation factor G [Streptococcus pneumoniae]
 CVP24577.1 elongation factor G [Streptococcus pneumoniae]
 CVS52314.1 elongation factor G [Streptococcus pneumoniae]
 CVN67549.1 elongation factor G [Streptococcus pneumoniae]
 CVR66561.1 elongation factor G [Streptococcus pneumoniae]
 CVV42273.1 elongation factor G [Streptococcus pneumoniae]
 CVQ14217.1 elongation factor G [Streptococcus pneumoniae]
 CVK39673.1 elongation factor G [Streptococcus pneumoniae]
 CVM84391.1 elongation factor G [Streptococcus pneumoniae]
 CVK39805.1 elongation factor G [Streptococcus pneumoniae]
 CVM18049.1 elongation factor G [Streptococcus pneumoniae]
 CVT72576.1 elongation factor G [Streptococcus pneumoniae]
 CVT46939.1 elongation factor G [Streptococcus pneumoniae]
 CVV32181.1 elongation factor G [Streptococcus pneumoniae]
 CVP03965.1 elongation factor G [Streptococcus pneumoniae]
 CVW34426.1 elongation factor G [Streptococcus pneumoniae]
 CVN10208.1 elongation factor G [Streptococcus pneumoniae]
 CVL78754.1 elongation factor G [Streptococcus pneumoniae]



 CVN24531.1 elongation factor G [Streptococcus pneumoniae]
 CVO05962.1 elongation factor G [Streptococcus pneumoniae]
 CVQ05444.1 elongation factor G [Streptococcus pneumoniae]
 CVX05479.1 elongation factor G [Streptococcus pneumoniae]
 CVO21466.1 elongation factor G [Streptococcus pneumoniae]
 CVM73755.1 elongation factor G [Streptococcus pneumoniae]
 CVW81066.1 elongation factor G [Streptococcus pneumoniae]
 CVL66880.1 elongation factor G [Streptococcus pneumoniae]
 CVL73054.1 elongation factor G [Streptococcus pneumoniae]
 CVR91584.1 elongation factor G [Streptococcus pneumoniae]
 CVO69589.1 elongation factor G [Streptococcus pneumoniae]
 CVP46209.1 elongation factor G [Streptococcus pneumoniae]
 CVQ08600.1 elongation factor G [Streptococcus pneumoniae]
 CVO08730.1 elongation factor G [Streptococcus pneumoniae]
 CVW21257.1 elongation factor G [Streptococcus pneumoniae]
 CVT27488.1 elongation factor G [Streptococcus pneumoniae]
 CVL40228.1 elongation factor G [Streptococcus pneumoniae]
 CVR17192.1 elongation factor G [Streptococcus pneumoniae]
 CVQ39336.1 elongation factor G [Streptococcus pneumoniae]
 CVL33705.1 elongation factor G [Streptococcus pneumoniae]
 CVT26858.1 elongation factor G [Streptococcus pneumoniae]
 CVW40858.1 elongation factor G [Streptococcus pneumoniae]
 CVO66800.1 elongation factor G [Streptococcus pneumoniae]
 CVU42754.1 elongation factor G [Streptococcus pneumoniae]
 CVR40115.1 elongation factor G [Streptococcus pneumoniae]
 CVQ40600.1 elongation factor G [Streptococcus pneumoniae]
 CVR03400.1 elongation factor G [Streptococcus pneumoniae]
 CVN02819.1 elongation factor G [Streptococcus pneumoniae]
 CVN12365.1 elongation factor G [Streptococcus pneumoniae]
 CVR15660.1 elongation factor G [Streptococcus pneumoniae]
 CVT15124.1 elongation factor G [Streptococcus pneumoniae]
 CVL36574.1 elongation factor G [Streptococcus pneumoniae]
 CVN77069.1 elongation factor G [Streptococcus pneumoniae]
 CVU69199.1 elongation factor G [Streptococcus pneumoniae]
 CVW19367.1 elongation factor G [Streptococcus pneumoniae]
 CVO00834.1 elongation factor G [Streptococcus pneumoniae]
 CVS23539.1 elongation factor G [Streptococcus pneumoniae]
 CVS17548.1 elongation factor G [Streptococcus pneumoniae]
 CVP03063.1 elongation factor G [Streptococcus pneumoniae]
 CVM58889.1 elongation factor G [Streptococcus pneumoniae]
 CVV28979.1 elongation factor G [Streptococcus pneumoniae]
 CVO06571.1 elongation factor G [Streptococcus pneumoniae]
 CVO37252.1 elongation factor G [Streptococcus pneumoniae]
 CVT19038.1 elongation factor G [Streptococcus pneumoniae]
 CVN15310.1 elongation factor G [Streptococcus pneumoniae]
 CVV15097.1 elongation factor G [Streptococcus pneumoniae]
 CVR10493.1 elongation factor G [Streptococcus pneumoniae]
 CVV46344.1 elongation factor G [Streptococcus pneumoniae]
 CVO58875.1 elongation factor G [Streptococcus pneumoniae]
 CVQ89910.1 elongation factor G [Streptococcus pneumoniae]
 CVR97560.1 elongation factor G [Streptococcus pneumoniae]
 CVU68024.1 elongation factor G [Streptococcus pneumoniae]
 CVT57446.1 elongation factor G [Streptococcus pneumoniae]
 CVU38922.1 elongation factor G [Streptococcus pneumoniae]



 CVS47568.1 elongation factor G [Streptococcus pneumoniae]
 CVP10137.1 elongation factor G [Streptococcus pneumoniae]
 CVU22377.1 elongation factor G [Streptococcus pneumoniae]
 CVN57188.1 elongation factor G [Streptococcus pneumoniae]
 CVP73115.1 elongation factor G [Streptococcus pneumoniae]
 CVM07978.1 elongation factor G [Streptococcus pneumoniae]
 CVX00862.1 elongation factor G [Streptococcus pneumoniae]
 CVP34416.1 elongation factor G [Streptococcus pneumoniae]
 CVN15356.1 elongation factor G [Streptococcus pneumoniae]
 CVL94916.1 elongation factor G [Streptococcus pneumoniae]
 CVP42307.1 elongation factor G [Streptococcus pneumoniae]
 CVX23833.1 elongation factor G [Streptococcus pneumoniae]
 CVR05648.1 elongation factor G [Streptococcus pneumoniae]
 CVP91851.1 elongation factor G [Streptococcus pneumoniae]
 CVQ16218.1 elongation factor G [Streptococcus pneumoniae]
 CVR19661.1 elongation factor G [Streptococcus pneumoniae]
 CVK51966.1 elongation factor G [Streptococcus pneumoniae]
 CVO28541.1 elongation factor G [Streptococcus pneumoniae]
 CVL30398.1 elongation factor G [Streptococcus pneumoniae]
 CVX91678.1 elongation factor G [Streptococcus pneumoniae]
 CVV81320.1 elongation factor G [Streptococcus pneumoniae]
 CVT26464.1 elongation factor G [Streptococcus pneumoniae]
 CVP18115.1 elongation factor G [Streptococcus pneumoniae]
 CVK39795.1 elongation factor G [Streptococcus pneumoniae]
 CVS59343.1 elongation factor G [Streptococcus pneumoniae]
 CVU38516.1 elongation factor G [Streptococcus pneumoniae]
 CVS52717.1 elongation factor G [Streptococcus pneumoniae]
 CVR02698.1 elongation factor G [Streptococcus pneumoniae]
 CVQ76544.1 elongation factor G [Streptococcus pneumoniae]
 CVS06477.1 elongation factor G [Streptococcus pneumoniae]
 CVL60829.1 elongation factor G [Streptococcus pneumoniae]
 CVQ12248.1 elongation factor G [Streptococcus pneumoniae]
 CVP80218.1 elongation factor G [Streptococcus pneumoniae]
 CVL70765.1 elongation factor G [Streptococcus pneumoniae]
 CVW08116.1 elongation factor G [Streptococcus pneumoniae]
 CVO38202.1 elongation factor G [Streptococcus pneumoniae]
 CVM12427.1 elongation factor G [Streptococcus pneumoniae]
 CVW80020.1 elongation factor G [Streptococcus pneumoniae]
 CVW24629.1 elongation factor G [Streptococcus pneumoniae]
 CVS29981.1 elongation factor G [Streptococcus pneumoniae]
 CVN36354.1 elongation factor G [Streptococcus pneumoniae]
 CVP42854.1 elongation factor G [Streptococcus pneumoniae]
 CVU20239.1 elongation factor G [Streptococcus pneumoniae]
 CVV40356.1 elongation factor G [Streptococcus pneumoniae]
 CVN13469.1 elongation factor G [Streptococcus pneumoniae]
 CVT97879.1 elongation factor G [Streptococcus pneumoniae]
 CVL14955.1 elongation factor G [Streptococcus pneumoniae]
 CVV63344.1 elongation factor G [Streptococcus pneumoniae]
 CVT58468.1 elongation factor G [Streptococcus pneumoniae]
 CVT36420.1 elongation factor G [Streptococcus pneumoniae]
 CVR15432.1 elongation factor G [Streptococcus pneumoniae]
 CVU76254.1 elongation factor G [Streptococcus pneumoniae]
 CVM73904.1 elongation factor G [Streptococcus pneumoniae]
 CVR71038.1 elongation factor G [Streptococcus pneumoniae]



 CVV13092.1 elongation factor G [Streptococcus pneumoniae]
 CVM08563.1 elongation factor G [Streptococcus pneumoniae]
 CVO62599.1 elongation factor G [Streptococcus pneumoniae]
 CVQ06793.1 elongation factor G [Streptococcus pneumoniae]
 CVL80012.1 elongation factor G [Streptococcus pneumoniae]
 CVU70264.1 elongation factor G [Streptococcus pneumoniae]
 CVP58081.1 elongation factor G [Streptococcus pneumoniae]
 CVV42679.1 elongation factor G [Streptococcus pneumoniae]
 CVS85725.1 elongation factor G [Streptococcus pneumoniae]
 CVQ16823.1 elongation factor G [Streptococcus pneumoniae]
 CVQ20445.1 elongation factor G [Streptococcus pneumoniae]
 CVV54910.1 elongation factor G [Streptococcus pneumoniae]
 CVT75730.1 elongation factor G [Streptococcus pneumoniae]
 CVW22646.1 elongation factor G [Streptococcus pneumoniae]
 CVX23497.1 elongation factor G [Streptococcus pneumoniae]
 CVW67167.1 elongation factor G [Streptococcus pneumoniae]
 CVV81549.1 elongation factor G [Streptococcus pneumoniae]
 CVT65570.1 elongation factor G [Streptococcus pneumoniae]
 CVU42309.1 elongation factor G [Streptococcus pneumoniae]
 CVU25413.1 elongation factor G [Streptococcus pneumoniae]
 CVR95833.1 elongation factor G [Streptococcus pneumoniae]
 CVM25151.1 elongation factor G [Streptococcus pneumoniae]
 CVY47035.1 elongation factor G [Streptococcus pneumoniae]
 CVQ78907.1 elongation factor G [Streptococcus pneumoniae]
 CVX58584.1 elongation factor G [Streptococcus pneumoniae]
 CVW64961.1 elongation factor G [Streptococcus pneumoniae]
 CVU54457.1 elongation factor G [Streptococcus pneumoniae]
 CVM04052.1 elongation factor G [Streptococcus pneumoniae]
 CVS01516.1 elongation factor G [Streptococcus pneumoniae]
 CVP99263.1 elongation factor G [Streptococcus pneumoniae]
 CVP01102.1 elongation factor G [Streptococcus pneumoniae]
 CVR61769.1 elongation factor G [Streptococcus pneumoniae]
 CVU10280.1 elongation factor G [Streptococcus pneumoniae]
 CVM42982.1 elongation factor G [Streptococcus pneumoniae]
 CVP68690.1 elongation factor G [Streptococcus pneumoniae]
 CVQ75495.1 elongation factor G [Streptococcus pneumoniae]
 CVX25247.1 elongation factor G [Streptococcus pneumoniae]
 CVN07715.1 elongation factor G [Streptococcus pneumoniae]
 CVQ30178.1 elongation factor G [Streptococcus pneumoniae]
 CVS88454.1 elongation factor G [Streptococcus pneumoniae]
 CVL22113.1 elongation factor G [Streptococcus pneumoniae]
 CVX41012.1 elongation factor G [Streptococcus pneumoniae]
 CVS65816.1 elongation factor G [Streptococcus pneumoniae]
 CVY01605.1 elongation factor G [Streptococcus pneumoniae]
 CVS12192.1 elongation factor G [Streptococcus pneumoniae]
 CVM24002.1 elongation factor G [Streptococcus pneumoniae]
 CVO13643.1 elongation factor G [Streptococcus pneumoniae]
 CXF35312.1 elongation factor G [Streptococcus pneumoniae]
 CXF32501.1 elongation factor G [Streptococcus pneumoniae]
 CXF25588.1 elongation factor G [Streptococcus pneumoniae]
 CXF24237.1 elongation factor G [Streptococcus pneumoniae]
 CWG80571.1 elongation factor G [Streptococcus pneumoniae]
 CWJ57490.1 elongation factor G [Streptococcus pneumoniae]
 CWJ85294.1 elongation factor G [Streptococcus pneumoniae]



 CWA97402.1 elongation factor G [Streptococcus pneumoniae]
 CWB26914.1 elongation factor G [Streptococcus pneumoniae]
 CWC45000.1 elongation factor G [Streptococcus pneumoniae]
 CWH09462.1 elongation factor G [Streptococcus pneumoniae]
 CWJ35859.1 elongation factor G [Streptococcus pneumoniae]
 CWE40787.1 elongation factor G [Streptococcus pneumoniae]
 CVY40167.1 elongation factor G [Streptococcus pneumoniae]
 CWL33428.1 elongation factor G [Streptococcus pneumoniae]
 CWI37394.1 elongation factor G [Streptococcus pneumoniae]
 CWK85237.1 elongation factor G [Streptococcus pneumoniae]
 CWJ08150.1 elongation factor G [Streptococcus pneumoniae]
 CWJ93663.1 elongation factor G [Streptococcus pneumoniae]
 CXF19384.1 elongation factor G [Streptococcus pneumoniae]
 CWF52921.1 elongation factor G [Streptococcus pneumoniae]
 CWL14295.1 elongation factor G [Streptococcus pneumoniae]
 CWI04105.1 elongation factor G [Streptococcus pneumoniae]
 CWF82792.1 elongation factor G [Streptococcus pneumoniae]
 CWJ22090.1 elongation factor G [Streptococcus pneumoniae]
 CWC28116.1 elongation factor G [Streptococcus pneumoniae]
 CWC57621.1 elongation factor G [Streptococcus pneumoniae]
 CWL39256.1 elongation factor G [Streptococcus pneumoniae]
 CWG23195.1 elongation factor G [Streptococcus pneumoniae]
 CWK30631.1 elongation factor G [Streptococcus pneumoniae]
 CWD39642.1 elongation factor G [Streptococcus pneumoniae]
 CWD36866.1 elongation factor G [Streptococcus pneumoniae]
 CWI40152.1 elongation factor G [Streptococcus pneumoniae]
 CWD97553.1 elongation factor G [Streptococcus pneumoniae]
 CWK41278.1 elongation factor G [Streptococcus pneumoniae]
 CVX96776.1 elongation factor G [Streptococcus pneumoniae]
 CWF33309.1 elongation factor G [Streptococcus pneumoniae]
 CWE34471.1 elongation factor G [Streptococcus pneumoniae]
 CWL32386.1 elongation factor G [Streptococcus pneumoniae]
 CWE72244.1 elongation factor G [Streptococcus pneumoniae]
 CWK72950.1 elongation factor G [Streptococcus pneumoniae]
 CVY34763.1 elongation factor G [Streptococcus pneumoniae]
 CWE72545.1 elongation factor G [Streptococcus pneumoniae]
 CWE75553.1 elongation factor G [Streptococcus pneumoniae]
 CVZ29518.1 elongation factor G [Streptococcus pneumoniae]
 CWF15525.1 elongation factor G [Streptococcus pneumoniae]
 CVX96036.1 elongation factor G [Streptococcus pneumoniae]
 CVZ48973.1 elongation factor G [Streptococcus pneumoniae]
 CWG63927.1 elongation factor G [Streptococcus pneumoniae]
 CWE40711.1 elongation factor G [Streptococcus pneumoniae]
 CWG49477.1 elongation factor G [Streptococcus pneumoniae]
 CWH64462.1 elongation factor G [Streptococcus pneumoniae]
 CWJ74596.1 elongation factor G [Streptococcus pneumoniae]
 CWI24952.1 elongation factor G [Streptococcus pneumoniae]
 CWE60784.1 elongation factor G [Streptococcus pneumoniae]
 CVY16117.1 elongation factor G [Streptococcus pneumoniae]
 CWH62843.1 elongation factor G [Streptococcus pneumoniae]
 CVZ33176.1 elongation factor G [Streptococcus pneumoniae]
 CWH76474.1 elongation factor G [Streptococcus pneumoniae]
 CWI94326.1 elongation factor G [Streptococcus pneumoniae]
 CWC57923.1 elongation factor G [Streptococcus pneumoniae]



 CWA24666.1 elongation factor G [Streptococcus pneumoniae]
 CWK20890.1 elongation factor G [Streptococcus pneumoniae]
 CWF78196.1 elongation factor G [Streptococcus pneumoniae]
 CWI11467.1 elongation factor G [Streptococcus pneumoniae]
 CWI58857.1 elongation factor G [Streptococcus pneumoniae]
 CWJ01978.1 elongation factor G [Streptococcus pneumoniae]
 CWA59435.1 elongation factor G [Streptococcus pneumoniae]
 CWE33548.1 elongation factor G [Streptococcus pneumoniae]
 CWC58849.1 elongation factor G [Streptococcus pneumoniae]
 CWH70273.1 elongation factor G [Streptococcus pneumoniae]
 CWH18841.1 elongation factor G [Streptococcus pneumoniae]
 CWJ76423.1 elongation factor G [Streptococcus pneumoniae]
 CWL66454.1 elongation factor G [Streptococcus pneumoniae]
 CWB95409.1 elongation factor G [Streptococcus pneumoniae]
 CWH33931.1 elongation factor G [Streptococcus pneumoniae]
 CWA19273.1 elongation factor G [Streptococcus pneumoniae]
 CWF42316.1 elongation factor G [Streptococcus pneumoniae]
 CWM10551.1 elongation factor G [Streptococcus pneumoniae]
 CWG18669.1 elongation factor G [Streptococcus pneumoniae]
 CWD30312.1 elongation factor G [Streptococcus pneumoniae]
 CWK78087.1 elongation factor G [Streptococcus pneumoniae]
 CVZ99800.1 elongation factor G [Streptococcus pneumoniae]
 CWL22627.1 elongation factor G [Streptococcus pneumoniae]
 CXF38965.1 elongation factor G [Streptococcus pneumoniae]
 CWK48698.1 elongation factor G [Streptococcus pneumoniae]
 CWE09336.1 elongation factor G [Streptococcus pneumoniae]
 CWK77322.1 elongation factor G [Streptococcus pneumoniae]
 CWD71189.1 elongation factor G [Streptococcus pneumoniae]
 CWJ35345.1 elongation factor G [Streptococcus pneumoniae]
 CWF16859.1 elongation factor G [Streptococcus pneumoniae]
 CVZ54092.1 elongation factor G [Streptococcus pneumoniae]
 CWJ59474.1 elongation factor G [Streptococcus pneumoniae]
 CWC19952.1 elongation factor G [Streptococcus pneumoniae]
 CWL75863.1 elongation factor G [Streptococcus pneumoniae]
 CVZ40625.1 elongation factor G [Streptococcus pneumoniae]
 CWI72910.1 elongation factor G [Streptococcus pneumoniae]
 CWB02370.1 elongation factor G [Streptococcus pneumoniae]
 CWH35734.1 elongation factor G [Streptococcus pneumoniae]
 CWC18360.1 elongation factor G [Streptococcus pneumoniae]
 CVZ30323.1 elongation factor G [Streptococcus pneumoniae]
 CWJ09686.1 elongation factor G [Streptococcus pneumoniae]
 CWC00840.1 elongation factor G [Streptococcus pneumoniae]
 CWD55700.1 elongation factor G [Streptococcus pneumoniae]
 CWD93129.1 elongation factor G [Streptococcus pneumoniae]
 CWG21830.1 elongation factor G [Streptococcus pneumoniae]
 CVY91786.1 elongation factor G [Streptococcus pneumoniae]
 CWK13063.1 elongation factor G [Streptococcus pneumoniae]
 CWD15878.1 elongation factor G [Streptococcus pneumoniae]
 CWB89234.1 elongation factor G [Streptococcus pneumoniae]
 CWA25133.1 elongation factor G [Streptococcus pneumoniae]
 CWE69392.1 elongation factor G [Streptococcus pneumoniae]
 CWC53872.1 elongation factor G [Streptococcus pneumoniae]
 CWA84909.1 elongation factor G [Streptococcus pneumoniae]
 CWA70646.1 elongation factor G [Streptococcus pneumoniae]



 CWJ24725.1 elongation factor G [Streptococcus pneumoniae]
 CWK96615.1 elongation factor G [Streptococcus pneumoniae]
 CWL62190.1 elongation factor G [Streptococcus pneumoniae]
 CWJ09871.1 elongation factor G [Streptococcus pneumoniae]
 CVZ17821.1 elongation factor G [Streptococcus pneumoniae]
 CWG56207.1 elongation factor G [Streptococcus pneumoniae]
 CWE99716.1 elongation factor G [Streptococcus pneumoniae]
 CWK95480.1 elongation factor G [Streptococcus pneumoniae]
 CWH50340.1 elongation factor G [Streptococcus pneumoniae]
 CVZ34599.1 elongation factor G [Streptococcus pneumoniae]
 CVZ43648.1 elongation factor G [Streptococcus pneumoniae]
 CXE66200.1 elongation factor G [Streptococcus pneumoniae]
 CWD45893.1 elongation factor G [Streptococcus pneumoniae]
 CWF53656.1 elongation factor G [Streptococcus pneumoniae]
 CWI57213.1 elongation factor G [Streptococcus pneumoniae]
 CWJ44559.1 elongation factor G [Streptococcus pneumoniae]
 CVY11288.1 elongation factor G [Streptococcus pneumoniae]
 CWH53231.1 elongation factor G [Streptococcus pneumoniae]
 CWG90656.1 elongation factor G [Streptococcus pneumoniae]
 CWJ26977.1 elongation factor G [Streptococcus pneumoniae]
 CWJ00648.1 elongation factor G [Streptococcus pneumoniae]
 CWJ84867.1 elongation factor G [Streptococcus pneumoniae]
 CWG19608.1 elongation factor G [Streptococcus pneumoniae]
 CWK47843.1 elongation factor G [Streptococcus pneumoniae]
 CWF45654.1 elongation factor G [Streptococcus pneumoniae]
 CVZ43804.1 elongation factor G [Streptococcus pneumoniae]
 CWL51605.1 elongation factor G [Streptococcus pneumoniae]
 CVY69613.1 elongation factor G [Streptococcus pneumoniae]
 CXE74408.1 elongation factor G [Streptococcus pneumoniae]
 CVY25202.1 elongation factor G [Streptococcus pneumoniae]
 CWJ76829.1 elongation factor G [Streptococcus pneumoniae]
 CWE49176.1 elongation factor G [Streptococcus pneumoniae]
 CWL03437.1 elongation factor G [Streptococcus pneumoniae]
 CWI28040.1 elongation factor G [Streptococcus pneumoniae]
 CWL41834.1 elongation factor G [Streptococcus pneumoniae]
 CWL25326.1 elongation factor G [Streptococcus pneumoniae]
 CWJ90162.1 elongation factor G [Streptococcus pneumoniae]
 CWC90210.1 elongation factor G [Streptococcus pneumoniae]
 CVY65506.1 elongation factor G [Streptococcus pneumoniae]
 CWC69253.1 elongation factor G [Streptococcus pneumoniae]
 CWB83010.1 elongation factor G [Streptococcus pneumoniae]
 CWJ15511.1 elongation factor G [Streptococcus pneumoniae]
 CXE54184.1 elongation factor G [Streptococcus pneumoniae]
 CWK37345.1 elongation factor G [Streptococcus pneumoniae]
 CXE55158.1 elongation factor G [Streptococcus pneumoniae]
 CWA19557.1 elongation factor G [Streptococcus pneumoniae]
 CWL23232.1 elongation factor G [Streptococcus pneumoniae]
 CWE33141.1 elongation factor G [Streptococcus pneumoniae]
 CWA17826.1 elongation factor G [Streptococcus pneumoniae]
 CWB72386.1 elongation factor G [Streptococcus pneumoniae]
 CWL71392.1 elongation factor G [Streptococcus pneumoniae]
 CWG51190.1 elongation factor G [Streptococcus pneumoniae]
 CWJ70268.1 elongation factor G [Streptococcus pneumoniae]
 CWA37134.1 elongation factor G [Streptococcus pneumoniae]



 CVZ78543.1 elongation factor G [Streptococcus pneumoniae]
 CWA55551.1 elongation factor G [Streptococcus pneumoniae]
 CWB58700.1 elongation factor G [Streptococcus pneumoniae]
 CVZ78815.1 elongation factor G [Streptococcus pneumoniae]
 CWC40629.1 elongation factor G [Streptococcus pneumoniae]
 CWL90963.1 elongation factor G [Streptococcus pneumoniae]
 CWF93406.1 elongation factor G [Streptococcus pneumoniae]
 CVZ95412.1 elongation factor G [Streptococcus pneumoniae]
 CWB96672.1 elongation factor G [Streptococcus pneumoniae]
 CWK33174.1 elongation factor G [Streptococcus pneumoniae]
 CVZ22576.1 elongation factor G [Streptococcus pneumoniae]
 CWC05056.1 elongation factor G [Streptococcus pneumoniae]
 CWD70007.1 elongation factor G [Streptococcus pneumoniae]
 CWH99351.1 elongation factor G [Streptococcus pneumoniae]
 CWG93930.1 elongation factor G [Streptococcus pneumoniae]
 CWL83010.1 elongation factor G [Streptococcus pneumoniae]
 CWK35958.1 elongation factor G [Streptococcus pneumoniae]
 CWE01725.1 elongation factor G [Streptococcus pneumoniae]
 CWC91615.1 elongation factor G [Streptococcus pneumoniae]
 CWD42664.1 elongation factor G [Streptococcus pneumoniae]
 CWI38563.1 elongation factor G [Streptococcus pneumoniae]
 CWG47131.1 elongation factor G [Streptococcus pneumoniae]
 CWC75305.1 elongation factor G [Streptococcus pneumoniae]
 CWJ40439.1 elongation factor G [Streptococcus pneumoniae]
 CWH50703.1 elongation factor G [Streptococcus pneumoniae]
 CWB38964.1 elongation factor G [Streptococcus pneumoniae]
 CWC94208.1 elongation factor G [Streptococcus pneumoniae]
 CWA76956.1 elongation factor G [Streptococcus pneumoniae]
 CWH43399.1 elongation factor G [Streptococcus pneumoniae]
 CWA94443.1 elongation factor G [Streptococcus pneumoniae]
 CWH22002.1 elongation factor G [Streptococcus pneumoniae]
 CWI75758.1 elongation factor G [Streptococcus pneumoniae]
 CWB03410.1 elongation factor G [Streptococcus pneumoniae]
 CWB72597.1 elongation factor G [Streptococcus pneumoniae]
 CWG53133.1 elongation factor G [Streptococcus pneumoniae]
 CWJ23003.1 elongation factor G [Streptococcus pneumoniae]
 CVY96953.1 elongation factor G [Streptococcus pneumoniae]
 CWA69276.1 elongation factor G [Streptococcus pneumoniae]
 CWA80083.1 elongation factor G [Streptococcus pneumoniae]
 CWG30346.1 elongation factor G [Streptococcus pneumoniae]
 CWB39484.1 elongation factor G [Streptococcus pneumoniae]
 CWD38592.1 elongation factor G [Streptococcus pneumoniae]
 CWM38756.1 elongation factor G [Streptococcus pneumoniae]
 CWB96475.1 elongation factor G [Streptococcus pneumoniae]
 CWE26340.1 elongation factor G [Streptococcus pneumoniae]
 CWC60997.1 elongation factor G [Streptococcus pneumoniae]
 CXF30193.1 elongation factor G [Streptococcus pneumoniae]
 CWB35705.1 elongation factor G [Streptococcus pneumoniae]
 CWK37650.1 elongation factor G [Streptococcus pneumoniae]
 CWG60367.1 elongation factor G [Streptococcus pneumoniae]
 CWE82307.1 elongation factor G [Streptococcus pneumoniae]
 CVZ19010.1 elongation factor G [Streptococcus pneumoniae]
 CVY81626.1 elongation factor G [Streptococcus pneumoniae]
 CWL64543.1 elongation factor G [Streptococcus pneumoniae]



 CWB78643.1 elongation factor G [Streptococcus pneumoniae]
 CVY54061.1 elongation factor G [Streptococcus pneumoniae]
 CWL95689.1 elongation factor G [Streptococcus pneumoniae]
 CWF50513.1 elongation factor G [Streptococcus pneumoniae]
 CWM14456.1 elongation factor G [Streptococcus pneumoniae]
 CWE61005.1 elongation factor G [Streptococcus pneumoniae]
 CWL60643.1 elongation factor G [Streptococcus pneumoniae]
 CWC49189.1 elongation factor G [Streptococcus pneumoniae]
 CWB76378.1 elongation factor G [Streptococcus pneumoniae]
 CWG03760.1 elongation factor G [Streptococcus pneumoniae]
 CWG31283.1 elongation factor G [Streptococcus pneumoniae]
 CWA66827.1 elongation factor G [Streptococcus pneumoniae]
 CVZ87253.1 elongation factor G [Streptococcus pneumoniae]
 CWD82880.1 elongation factor G [Streptococcus pneumoniae]
 CWL08313.1 elongation factor G [Streptococcus pneumoniae]
 CWE07935.1 elongation factor G [Streptococcus pneumoniae]
 CWD14685.1 elongation factor G [Streptococcus pneumoniae]
 CWH55266.1 elongation factor G [Streptococcus pneumoniae]
 CWF09190.1 elongation factor G [Streptococcus pneumoniae]
 CWE54821.1 elongation factor G [Streptococcus pneumoniae]
 CWH37934.1 elongation factor G [Streptococcus pneumoniae]
 CWC76481.1 elongation factor G [Streptococcus pneumoniae]
 CWJ80365.1 elongation factor G [Streptococcus pneumoniae]
 CWD69295.1 elongation factor G [Streptococcus pneumoniae]
 CWF36725.1 elongation factor G [Streptococcus pneumoniae]
 CVZ78853.1 elongation factor G [Streptococcus pneumoniae]
 CVZ87706.1 elongation factor G [Streptococcus pneumoniae]
 CWG41630.1 elongation factor G [Streptococcus pneumoniae]
 CWH70407.1 elongation factor G [Streptococcus pneumoniae]
 CXE89474.1 elongation factor G [Streptococcus pneumoniae]
 CWL45618.1 elongation factor G [Streptococcus pneumoniae]
 CYO34807.1 elongation factor G [Streptococcus pneumoniae]
 CYG35733.1 elongation factor G [Streptococcus pneumoniae]
 CXH01760.1 elongation factor G [Streptococcus pneumoniae]
 CYO87259.1 elongation factor G [Streptococcus pneumoniae]
 CYO27431.1 elongation factor G [Streptococcus pneumoniae]
 CYN57914.1 elongation factor G [Streptococcus pneumoniae]
 CYM22833.1 elongation factor G [Streptococcus pneumoniae]
 CYJ46593.1 elongation factor G [Streptococcus pneumoniae]
 CYM97622.1 elongation factor G [Streptococcus pneumoniae]
 CYI86912.1 elongation factor G [Streptococcus pneumoniae]
 CYJ20937.1 elongation factor G [Streptococcus pneumoniae]
 CYP10147.1 elongation factor G [Streptococcus pneumoniae]
 CYG79565.1 elongation factor G [Streptococcus pneumoniae]
 CYK91655.1 elongation factor G [Streptococcus pneumoniae]
 CYN60392.1 elongation factor G [Streptococcus pneumoniae]
 CYM47277.1 elongation factor G [Streptococcus pneumoniae]
 CYG33497.1 elongation factor G [Streptococcus pneumoniae]
 CYL79894.1 elongation factor G [Streptococcus pneumoniae]
 CYN56087.1 elongation factor G [Streptococcus pneumoniae]
 CYM87121.1 elongation factor G [Streptococcus pneumoniae]
 CYH63827.1 elongation factor G [Streptococcus pneumoniae]
 CZD60481.1 elongation factor G [Streptococcus pneumoniae]
 CYM28677.1 elongation factor G [Streptococcus pneumoniae]



 CYI00584.1 elongation factor G [Streptococcus pneumoniae]
 CYN66779.1 elongation factor G [Streptococcus pneumoniae]
 CYO82136.1 elongation factor G [Streptococcus pneumoniae]
 CYH75446.1 elongation factor G [Streptococcus pneumoniae]
 CYO72899.1 elongation factor G [Streptococcus pneumoniae]
 CYM45781.1 elongation factor G [Streptococcus pneumoniae]
 CYO72684.1 elongation factor G [Streptococcus pneumoniae]
 CYN16933.1 elongation factor G [Streptococcus pneumoniae]
 CYM64177.1 elongation factor G [Streptococcus pneumoniae]
 CYO51220.1 elongation factor G [Streptococcus pneumoniae]
 CXG45590.1 elongation factor G [Streptococcus pneumoniae]
 CXG61651.1 elongation factor G [Streptococcus pneumoniae]
 CYM82432.1 elongation factor G [Streptococcus pneumoniae]
 CZC61841.1 elongation factor G [Streptococcus pneumoniae]
 CYL59462.1 elongation factor G [Streptococcus pneumoniae]
 CZC61905.1 elongation factor G [Streptococcus pneumoniae]
 CZC82732.1 elongation factor G [Streptococcus pneumoniae]
 CYH42141.1 elongation factor G [Streptococcus pneumoniae]
 CYO38152.1 elongation factor G [Streptococcus pneumoniae]
 CYM91688.1 elongation factor G [Streptococcus pneumoniae]
 CYO28346.1 elongation factor G [Streptococcus pneumoniae]
 CYO47072.1 elongation factor G [Streptococcus pneumoniae]
 CYI79137.1 elongation factor G [Streptococcus pneumoniae]
 CYO02252.1 elongation factor G [Streptococcus pneumoniae]
 CYK64126.1 elongation factor G [Streptococcus pneumoniae]
 CYN96968.1 elongation factor G [Streptococcus pneumoniae]
 CZC64607.1 elongation factor G [Streptococcus pneumoniae]
 CYI94961.1 elongation factor G [Streptococcus pneumoniae]
 CYJ45032.1 elongation factor G [Streptococcus pneumoniae]
 CYM02439.1 elongation factor G [Streptococcus pneumoniae]
 CYG66194.1 elongation factor G [Streptococcus pneumoniae]
 CYO73963.1 elongation factor G [Streptococcus pneumoniae]
 CXG43274.1 elongation factor G [Streptococcus pneumoniae]
 CYM07650.1 elongation factor G [Streptococcus pneumoniae]
 CYJ34749.1 elongation factor G [Streptococcus pneumoniae]
 KXG42331.1 elongation factor G [Streptococcus pneumoniae]
 CYM23539.1 elongation factor G [Streptococcus pneumoniae]
 CYG46460.1 elongation factor G [Streptococcus pneumoniae]
 CYH38290.1 elongation factor G [Streptococcus pneumoniae]
 CYG74802.1 elongation factor G [Streptococcus pneumoniae]
 CYK59627.1 elongation factor G [Streptococcus pneumoniae]
 CYL96296.1 elongation factor G [Streptococcus pneumoniae]
 CYJ35594.1 elongation factor G [Streptococcus pneumoniae]
 CYN10889.1 elongation factor G [Streptococcus pneumoniae]
 CYL95022.1 elongation factor G [Streptococcus pneumoniae]
 CYK30536.1 elongation factor G [Streptococcus pneumoniae]
 CYL64012.1 elongation factor G [Streptococcus pneumoniae]
 CXG51446.1 elongation factor G [Streptococcus pneumoniae]
 CYK84390.1 elongation factor G [Streptococcus pneumoniae]
 CYO03241.1 elongation factor G [Streptococcus pneumoniae]
 CYK58489.1 elongation factor G [Streptococcus pneumoniae]
 CXG26565.1 elongation factor G [Streptococcus pneumoniae]
 CYH66621.1 elongation factor G [Streptococcus pneumoniae]
 CYM81032.1 elongation factor G [Streptococcus pneumoniae]



 CYN64666.1 elongation factor G [Streptococcus pneumoniae]
 CYK04704.1 elongation factor G [Streptococcus pneumoniae]
 CYM80778.1 elongation factor G [Streptococcus pneumoniae]
 CYH51093.1 elongation factor G [Streptococcus pneumoniae]
 CYM24191.1 elongation factor G [Streptococcus pneumoniae]
 CYK72931.1 elongation factor G [Streptococcus pneumoniae]
 CYG35147.1 elongation factor G [Streptococcus pneumoniae]
 CYK15801.1 elongation factor G [Streptococcus pneumoniae]
 CXG62132.1 elongation factor G [Streptococcus pneumoniae]
 CYK22955.1 elongation factor G [Streptococcus pneumoniae]
 CYG34639.1 elongation factor G [Streptococcus pneumoniae]
 CYG71601.1 elongation factor G [Streptococcus pneumoniae]
 CYO08048.1 elongation factor G [Streptococcus pneumoniae]
 CYI45229.1 elongation factor G [Streptococcus pneumoniae]
 CYM75730.1 elongation factor G [Streptococcus pneumoniae]
 CYJ76850.1 elongation factor G [Streptococcus pneumoniae]
 CYG61712.1 elongation factor G [Streptococcus pneumoniae]
 CXG31713.1 elongation factor G [Streptococcus pneumoniae]
 CYI50721.1 elongation factor G [Streptococcus pneumoniae]
 CYH32984.1 elongation factor G [Streptococcus pneumoniae]
 CYG65967.1 elongation factor G [Streptococcus pneumoniae]
 CYJ91637.1 elongation factor G [Streptococcus pneumoniae]
 CYK73907.1 elongation factor G [Streptococcus pneumoniae]
 CYM49424.1 elongation factor G [Streptococcus pneumoniae]
 CYI88781.1 elongation factor G [Streptococcus pneumoniae]
 CYM93049.1 elongation factor G [Streptococcus pneumoniae]
 CYH41307.1 elongation factor G [Streptococcus pneumoniae]
 CYH13837.1 elongation factor G [Streptococcus pneumoniae]
 CYH91326.1 elongation factor G [Streptococcus pneumoniae]
 CYG29273.1 elongation factor G [Streptococcus pneumoniae]
 CYN86841.1 elongation factor G [Streptococcus pneumoniae]
 CYG34520.1 elongation factor G [Streptococcus pneumoniae]
 CYI39104.1 elongation factor G [Streptococcus pneumoniae]
 CYO87825.1 elongation factor G [Streptococcus pneumoniae]
 CYL28820.1 elongation factor G [Streptococcus pneumoniae]
 CYI80851.1 elongation factor G [Streptococcus pneumoniae]
 CYI87625.1 elongation factor G [Streptococcus pneumoniae]
 CYK11545.1 elongation factor G [Streptococcus pneumoniae]
 CYM00155.1 elongation factor G [Streptococcus pneumoniae]
 CYI65184.1 elongation factor G [Streptococcus pneumoniae]
 CYI52144.1 elongation factor G [Streptococcus pneumoniae]
 CYI17950.1 elongation factor G [Streptococcus pneumoniae]
 CYH84286.1 elongation factor G [Streptococcus pneumoniae]
 CYI19323.1 elongation factor G [Streptococcus pneumoniae]
 CXG20340.1 elongation factor G [Streptococcus pneumoniae]
 CYO43487.1 elongation factor G [Streptococcus pneumoniae]
 CYO65249.1 elongation factor G [Streptococcus pneumoniae]
 CYO62385.1 elongation factor G [Streptococcus pneumoniae]
 CYH73210.1 elongation factor G [Streptococcus pneumoniae]
 CYK29316.1 elongation factor G [Streptococcus pneumoniae]
 CYK04073.1 elongation factor G [Streptococcus pneumoniae]
 CYN11984.1 elongation factor G [Streptococcus pneumoniae]
 CYK89484.1 elongation factor G [Streptococcus pneumoniae]
 CYM08218.1 elongation factor G [Streptococcus pneumoniae]



 CXG57909.1 elongation factor G [Streptococcus pneumoniae]
 CYJ04696.1 elongation factor G [Streptococcus pneumoniae]
 CYI82744.1 elongation factor G [Streptococcus pneumoniae]
 CYH62247.1 elongation factor G [Streptococcus pneumoniae]
 CYJ53485.1 elongation factor G [Streptococcus pneumoniae]
 CXG31631.1 elongation factor G [Streptococcus pneumoniae]
 CXF48218.1 elongation factor G [Streptococcus pneumoniae]
 CXG22343.1 elongation factor G [Streptococcus pneumoniae]
 CYI82813.1 elongation factor G [Streptococcus pneumoniae]
 CYI51873.1 elongation factor G [Streptococcus pneumoniae]
 CYI84060.1 elongation factor G [Streptococcus pneumoniae]
 CYP16634.1 elongation factor G [Streptococcus pneumoniae]
 CYI69403.1 elongation factor G [Streptococcus pneumoniae]
 CYG42277.1 elongation factor G [Streptococcus pneumoniae]
 CYM79211.1 elongation factor G [Streptococcus pneumoniae]
 CYJ45867.1 elongation factor G [Streptococcus pneumoniae]
 CYI57708.1 elongation factor G [Streptococcus pneumoniae]
 CYG52304.1 elongation factor G [Streptococcus pneumoniae]
 CZB55287.1 elongation factor G [Streptococcus pneumoniae]
 CYI37492.1 elongation factor G [Streptococcus pneumoniae]
 CYJ30592.1 elongation factor G [Streptococcus pneumoniae]
 CYJ79270.1 elongation factor G [Streptococcus pneumoniae]
 CXG63511.1 elongation factor G [Streptococcus pneumoniae]
 CYN05589.1 elongation factor G [Streptococcus pneumoniae]
 CYI79495.1 elongation factor G [Streptococcus pneumoniae]
 CZB73489.1 elongation factor G [Streptococcus pneumoniae]
 CYH65761.1 elongation factor G [Streptococcus pneumoniae]
 CYH82307.1 elongation factor G [Streptococcus pneumoniae]
 CZB73867.1 elongation factor G [Streptococcus pneumoniae]
 CYO44258.1 elongation factor G [Streptococcus pneumoniae]
 CYN49614.1 elongation factor G [Streptococcus pneumoniae]
 CYG99604.1 elongation factor G [Streptococcus pneumoniae]
 CYP09175.1 elongation factor G [Streptococcus pneumoniae]
 CZD60096.1 elongation factor G [Streptococcus pneumoniae]
 CYI17711.1 elongation factor G [Streptococcus pneumoniae]
 CYM74312.1 elongation factor G [Streptococcus pneumoniae]
 CXG41083.1 elongation factor G [Streptococcus pneumoniae]
 CYI22154.1 elongation factor G [Streptococcus pneumoniae]
 CYJ43406.1 elongation factor G [Streptococcus pneumoniae]
 CYK38169.1 elongation factor G [Streptococcus pneumoniae]
 CXG03745.1 elongation factor G [Streptococcus pneumoniae]
 CYJ58627.1 elongation factor G [Streptococcus pneumoniae]
 CYJ65893.1 elongation factor G [Streptococcus pneumoniae]
 CYK20715.1 elongation factor G [Streptococcus pneumoniae]
 CYI58827.1 elongation factor G [Streptococcus pneumoniae]
 CYM09572.1 elongation factor G [Streptococcus pneumoniae]
 CYG43532.1 elongation factor G [Streptococcus pneumoniae]
 CYH36864.1 elongation factor G [Streptococcus pneumoniae]
 CZB56578.1 elongation factor G [Streptococcus pneumoniae]
 CXG81760.1 elongation factor G [Streptococcus pneumoniae]
 CZB70584.1 elongation factor G [Streptococcus pneumoniae]
 CZC74972.1 elongation factor G [Streptococcus pneumoniae]
 CYO08499.1 elongation factor G [Streptococcus pneumoniae]
 CZD02074.1 elongation factor G [Streptococcus pneumoniae]



 CYG67158.1 elongation factor G [Streptococcus pneumoniae]
 CYK65343.1 elongation factor G [Streptococcus pneumoniae]
 CXF95977.1 elongation factor G [Streptococcus pneumoniae]
 CZB60916.1 elongation factor G [Streptococcus pneumoniae]
 CYJ47203.1 elongation factor G [Streptococcus pneumoniae]
 CZD66817.1 elongation factor G [Streptococcus pneumoniae]
 CYN89264.1 elongation factor G [Streptococcus pneumoniae]
 CYJ47081.1 elongation factor G [Streptococcus pneumoniae]
 CZB69874.1 elongation factor G [Streptococcus pneumoniae]
 CZB55220.1 elongation factor G [Streptococcus pneumoniae]
 CZB64709.1 elongation factor G [Streptococcus pneumoniae]
 CZB56488.1 elongation factor G [Streptococcus pneumoniae]
 CYH59560.1 elongation factor G [Streptococcus pneumoniae]
 CYK57296.1 elongation factor G [Streptococcus pneumoniae]
 CZB61440.1 elongation factor G [Streptococcus pneumoniae]
 CYG87034.1 elongation factor G [Streptococcus pneumoniae]
 CYM73196.1 elongation factor G [Streptococcus pneumoniae]
 CYG51448.1 elongation factor G [Streptococcus pneumoniae]
 CZB61895.1 elongation factor G [Streptococcus pneumoniae]
 CZB69817.1 elongation factor G [Streptococcus pneumoniae]
 CYG43185.1 elongation factor G [Streptococcus pneumoniae]
 CYG60136.1 elongation factor G [Streptococcus pneumoniae]
 CZB56192.1 elongation factor G [Streptococcus pneumoniae]
 CZB66993.1 elongation factor G [Streptococcus pneumoniae]
 CYM34628.1 elongation factor G [Streptococcus pneumoniae]
 CYH95663.1 elongation factor G [Streptococcus pneumoniae]
 CZB70438.1 elongation factor G [Streptococcus pneumoniae]
 CYG37690.1 elongation factor G [Streptococcus pneumoniae]
 CZB55021.1 elongation factor G [Streptococcus pneumoniae]
 CYJ96862.1 elongation factor G [Streptococcus pneumoniae]
 CZB56625.1 elongation factor G [Streptococcus pneumoniae]
 CZB55193.1 elongation factor G [Streptococcus pneumoniae]
 CYM65689.1 elongation factor G [Streptococcus pneumoniae]
 CYL84003.1 elongation factor G [Streptococcus pneumoniae]
 CZD58715.1 elongation factor G [Streptococcus pneumoniae]
 CZB67731.1 elongation factor G [Streptococcus pneumoniae]
 CZB59354.1 elongation factor G [Streptococcus pneumoniae]
 CZB56919.1 elongation factor G [Streptococcus pneumoniae]
 CZB55191.1 elongation factor G [Streptococcus pneumoniae]
 CZB55764.1 elongation factor G [Streptococcus pneumoniae]
 CZB72866.1 elongation factor G [Streptococcus pneumoniae]
 CZB55996.1 elongation factor G [Streptococcus pneumoniae]
 CYI86815.1 elongation factor G [Streptococcus pneumoniae]
 CZB58694.1 elongation factor G [Streptococcus pneumoniae]
 CYI32445.1 elongation factor G [Streptococcus pneumoniae]
 CYG78689.1 elongation factor G [Streptococcus pneumoniae]
 CZB81763.1 elongation factor G [Streptococcus pneumoniae]
 CZD26704.1 elongation factor G [Streptococcus pneumoniae]
 CYK19037.1 elongation factor G [Streptococcus pneumoniae]
 CZB70484.1 elongation factor G [Streptococcus pneumoniae]
 CYI33424.1 elongation factor G [Streptococcus pneumoniae]
 CZB58543.1 elongation factor G [Streptococcus pneumoniae]
 CZB55460.1 elongation factor G [Streptococcus pneumoniae]
 CZB56466.1 elongation factor G [Streptococcus pneumoniae]



 CZD19306.1 elongation factor G [Streptococcus pneumoniae]
 CYJ28797.1 elongation factor G [Streptococcus pneumoniae]
 CZC56883.1 elongation factor G [Streptococcus pneumoniae]
 CZB58699.1 elongation factor G [Streptococcus pneumoniae]
 CZB59018.1 elongation factor G [Streptococcus pneumoniae]
 CZB77016.1 elongation factor G [Streptococcus pneumoniae]
 CZB69265.1 elongation factor G [Streptococcus pneumoniae]
 CYL11545.1 elongation factor G [Streptococcus pneumoniae]
 CYK33215.1 elongation factor G [Streptococcus pneumoniae]
 CZB56481.1 elongation factor G [Streptococcus pneumoniae]
 CZD52689.1 elongation factor G [Streptococcus pneumoniae]
 CZB73849.1 elongation factor G [Streptococcus pneumoniae]
 CZB76643.1 elongation factor G [Streptococcus pneumoniae]
 CZC57770.1 elongation factor G [Streptococcus pneumoniae]
 CXG64892.1 elongation factor G [Streptococcus pneumoniae]
 CZB55014.1 elongation factor G [Streptococcus pneumoniae]
 CZB93114.1 elongation factor G [Streptococcus pneumoniae]
 CYP14004.1 elongation factor G [Streptococcus pneumoniae]
 CYK29638.1 elongation factor G [Streptococcus pneumoniae]
 CXF97453.1 elongation factor G [Streptococcus pneumoniae]
 CZB55061.1 elongation factor G [Streptococcus pneumoniae]
 CZB58099.1 elongation factor G [Streptococcus pneumoniae]
 CYG50632.1 elongation factor G [Streptococcus pneumoniae]
 CZD69024.1 elongation factor G [Streptococcus pneumoniae]
 CYG97444.1 elongation factor G [Streptococcus pneumoniae]
 CYJ29799.1 elongation factor G [Streptococcus pneumoniae]
 CZB59411.1 elongation factor G [Streptococcus pneumoniae]
 CYJ28273.1 elongation factor G [Streptococcus pneumoniae]
 CYI42226.1 elongation factor G [Streptococcus pneumoniae]
 CZB59515.1 elongation factor G [Streptococcus pneumoniae]
 CYN64206.1 elongation factor G [Streptococcus pneumoniae]
 CYH19553.1 elongation factor G [Streptococcus pneumoniae]
 CXG19339.1 elongation factor G [Streptococcus pneumoniae]
 CYH73755.1 elongation factor G [Streptococcus pneumoniae]
 CXG78763.1 elongation factor G [Streptococcus pneumoniae]
 CYM67997.1 elongation factor G [Streptococcus pneumoniae]
 CXF63480.1 elongation factor G [Streptococcus pneumoniae]
 CYN91982.1 elongation factor G [Streptococcus pneumoniae]
 CYM45199.1 elongation factor G [Streptococcus pneumoniae]
 CZC53082.1 elongation factor G [Streptococcus pneumoniae]
 CYK49491.1 elongation factor G [Streptococcus pneumoniae]
 CYG63472.1 elongation factor G [Streptococcus pneumoniae]
 CYH42249.1 elongation factor G [Streptococcus pneumoniae]
 CZB56067.1 elongation factor G [Streptococcus pneumoniae]
 CYL35609.1 elongation factor G [Streptococcus pneumoniae]
 CZC52574.1 elongation factor G [Streptococcus pneumoniae]
 CZB56633.1 elongation factor G [Streptococcus pneumoniae]
 CXF97117.1 elongation factor G [Streptococcus pneumoniae]
 CXG69940.1 elongation factor G [Streptococcus pneumoniae]
 CZB56992.1 elongation factor G [Streptococcus pneumoniae]
 CYI38833.1 elongation factor G [Streptococcus pneumoniae]
 CYJ44136.1 elongation factor G [Streptococcus pneumoniae]
 CYN96559.1 elongation factor G [Streptococcus pneumoniae]
 CXF85411.1 elongation factor G [Streptococcus pneumoniae]



 CYH21931.1 elongation factor G [Streptococcus pneumoniae]
 CYI11520.1 elongation factor G [Streptococcus pneumoniae]
 CXG94464.1 elongation factor G [Streptococcus pneumoniae]
 CYJ61727.1 elongation factor G [Streptococcus pneumoniae]
 CYG57084.1 elongation factor G [Streptococcus pneumoniae]
 CYP06481.1 elongation factor G [Streptococcus pneumoniae]
 CXG05228.1 elongation factor G [Streptococcus pneumoniae]
 CZC78659.1 elongation factor G [Streptococcus pneumoniae]
 CZD85400.1 elongation factor G [Streptococcus pneumoniae]
 CYK59064.1 elongation factor G [Streptococcus pneumoniae]
 CXG36874.1 elongation factor G [Streptococcus pneumoniae]
 CYO44431.1 elongation factor G [Streptococcus pneumoniae]
 CXF75020.1 elongation factor G [Streptococcus pneumoniae]
 CYJ68454.1 elongation factor G [Streptococcus pneumoniae]
 KXV83795.1 elongation factor G [Streptococcus pneumoniae]
 KXV84852.1 elongation factor G [Streptococcus pneumoniae]
 KXV87484.1 elongation factor G [Streptococcus pneumoniae]
 KXV95364.1 elongation factor G [Streptococcus pneumoniae]
 KXW00361.1 elongation factor G [Streptococcus pneumoniae]
 KXW07710.1 elongation factor G [Streptococcus pneumoniae]
 KXW16416.1 elongation factor G [Streptococcus pneumoniae]
 KXW16948.1 elongation factor G [Streptococcus pneumoniae]
 KXW32204.1 elongation factor G [Streptococcus pneumoniae]
 KXW47866.1 elongation factor G [Streptococcus pneumoniae]
 KXW54526.1 elongation factor G [Streptococcus pneumoniae]
 KXZ77934.1 elongation factor G [Streptococcus pneumoniae]
 KXZ79034.1 elongation factor G [Streptococcus pneumoniae]
 KXZ80530.1 elongation factor G [Streptococcus pneumoniae]
 KXZ83927.1 elongation factor G [Streptococcus pneumoniae]
 KXZ85245.1 elongation factor G [Streptococcus pneumoniae]
 KXZ86479.1 elongation factor G [Streptococcus pneumoniae]
 KXZ88865.1 elongation factor G [Streptococcus pneumoniae]
 KXZ88922.1 elongation factor G [Streptococcus pneumoniae]
 KXZ91251.1 elongation factor G [Streptococcus pneumoniae]
 KXZ94775.1 elongation factor G [Streptococcus pneumoniae]
 KXZ96923.1 elongation factor G [Streptococcus pneumoniae]
 KXZ99109.1 elongation factor G [Streptococcus pneumoniae]
 KYA00509.1 elongation factor G [Streptococcus pneumoniae]
 KYA04676.1 elongation factor G [Streptococcus pneumoniae]
 KYA06504.1 elongation factor G [Streptococcus pneumoniae]
 KYA08057.1 elongation factor G [Streptococcus pneumoniae]
 KYA09370.1 elongation factor G [Streptococcus pneumoniae]
 KYA12326.1 elongation factor G [Streptococcus pneumoniae]
 KYA12930.1 elongation factor G [Streptococcus pneumoniae]
 KYA13460.1 elongation factor G [Streptococcus pneumoniae]
 KYA19391.1 elongation factor G [Streptococcus pneumoniae]
 KYA21567.1 elongation factor G [Streptococcus pneumoniae]
 KYA23296.1 elongation factor G [Streptococcus pneumoniae]
 KYA25230.1 elongation factor G [Streptococcus pneumoniae]
 KYA27760.1 elongation factor G [Streptococcus pneumoniae]
 KYA28110.1 elongation factor G [Streptococcus pneumoniae]
 KYA30451.1 elongation factor G [Streptococcus pneumoniae]
 KYA31212.1 elongation factor G [Streptococcus pneumoniae]
 KYA33105.1 elongation factor G [Streptococcus pneumoniae]



 KYA35445.1 elongation factor G [Streptococcus pneumoniae]
 KYA38902.1 elongation factor G [Streptococcus pneumoniae]
 KYA40510.1 elongation factor G [Streptococcus pneumoniae]
 KYA40520.1 elongation factor G [Streptococcus pneumoniae]
 KYA44701.1 elongation factor G [Streptococcus pneumoniae]
 KYA44999.1 elongation factor G [Streptococcus pneumoniae]
 KYA47270.1 elongation factor G [Streptococcus pneumoniae]
 KYA48038.1 elongation factor G [Streptococcus pneumoniae]
 KYA50138.1 elongation factor G [Streptococcus pneumoniae]
 KYA54202.1 elongation factor G [Streptococcus pneumoniae]
 KYA55944.1 elongation factor G [Streptococcus pneumoniae]
 KYA57732.1 elongation factor G [Streptococcus pneumoniae]
 KYA60143.1 elongation factor G [Streptococcus pneumoniae]
 KYA61767.1 elongation factor G [Streptococcus pneumoniae]
 KYA62940.1 elongation factor G [Streptococcus pneumoniae]
 KYA63010.1 elongation factor G [Streptococcus pneumoniae]
 KYA66224.1 elongation factor G [Streptococcus pneumoniae]
 KYA67356.1 elongation factor G [Streptococcus pneumoniae]
 KYA71384.1 elongation factor G [Streptococcus pneumoniae]
 KYA73347.1 elongation factor G [Streptococcus pneumoniae]
 KYA73710.1 elongation factor G [Streptococcus pneumoniae]
 KYA77560.1 elongation factor G [Streptococcus pneumoniae]
 KYA80187.1 elongation factor G [Streptococcus pneumoniae]
 KYA80912.1 elongation factor G [Streptococcus pneumoniae]
 KYA83180.1 elongation factor G [Streptococcus pneumoniae]
 KYA89199.1 elongation factor G [Streptococcus pneumoniae]
 KYA91915.1 elongation factor G [Streptococcus pneumoniae]
 KYA92850.1 elongation factor G [Streptococcus pneumoniae]
 KYA95600.1 elongation factor G [Streptococcus pneumoniae]
 KYA97241.1 elongation factor G [Streptococcus pneumoniae]
 KYB00956.1 elongation factor G [Streptococcus pneumoniae]
 KYB02471.1 elongation factor G [Streptococcus pneumoniae]
 KYB04419.1 elongation factor G [Streptococcus pneumoniae]
 KYB05937.1 elongation factor G [Streptococcus pneumoniae]
 KYB06290.1 elongation factor G [Streptococcus pneumoniae]
 KYQ24830.1 elongation factor G [Streptococcus pneumoniae]
 KYQ28499.1 elongation factor G [Streptococcus pneumoniae]
 OAB73401.1 elongation factor G [Streptococcus pneumoniae]
 OAB73705.1 elongation factor G [Streptococcus pneumoniae]
 OCQ82004.1 elongation factor G [Streptococcus pneumoniae]
 ODJ79838.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODJ81700.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO25502.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO46820.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ODO55851.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OEH37138.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CXF48464.1 elongation factor G [Streptococcus pneumoniae]
 APJ31805.1 Elongation factor G [Streptococcus pneumoniae]



 APJ33830.1 elongation factor G [Streptococcus pneumoniae]
 OKQ08776.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ10054.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ10289.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ12794.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ22407.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ24014.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ25920.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ28939.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ30970.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ33477.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ34817.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ35933.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ37485.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ45445.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ46931.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ49797.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ51871.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ56142.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ57702.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ62685.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ63151.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ65302.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ66860.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ70011.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ70252.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ73347.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ74264.1 translation elongation factor G [Streptococcus 



pneumoniae]
 OKQ75824.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ77610.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OKQ80321.1 translation elongation factor G [Streptococcus 
pneumoniae]
 SBP95191.1 Elongation factor G [Streptococcus pneumoniae]
 SBV72382.1 Elongation factor G [Streptococcus pneumoniae]
 SBO78458.1 Elongation factor G [Streptococcus pneumoniae]
 SBP93303.1 Elongation factor G [Streptococcus pneumoniae]
 SBV79249.1 Elongation factor G [Streptococcus pneumoniae]
 SBO84539.1 Elongation factor G [Streptococcus pneumoniae]
 SBP93461.1 Elongation factor G [Streptococcus pneumoniae]
 SBO78677.1 Elongation factor G [Streptococcus pneumoniae]
 SBP93414.1 Elongation factor G [Streptococcus pneumoniae]
 SBP93875.1 Elongation factor G [Streptococcus pneumoniae]
 SBP94254.1 Elongation factor G [Streptococcus pneumoniae]
 SBQ19696.1 Elongation factor G [Streptococcus pneumoniae]
 OLV91504.1 Elongation factor G [Streptococcus pneumoniae CCCB]
 SBO58909.1 Elongation factor G [Streptococcus pneumoniae]
 ONG46179.1 translation elongation factor G [Streptococcus 
pneumoniae]
 ONG49828.1 translation elongation factor G [Streptococcus 
pneumoniae]
 OOD00313.1 elongation factor G [Streptococcus pneumoniae]
 OPA70894.1 elongation factor G [Streptococcus pneumoniae]
 BAX32090.1 elongation factor G [Streptococcus pneumoniae]
 SNP92949.1 elongation factor G [Streptococcus pneumoniae]
 SNF28802.1 elongation factor G [Streptococcus pneumoniae]
 SNQ01116.1 elongation factor G [Streptococcus pneumoniae]
 SNI82575.1 elongation factor G [Streptococcus pneumoniae]
 SNG32036.1 elongation factor G [Streptococcus pneumoniae]
 SNJ90096.1 elongation factor G [Streptococcus pneumoniae]
 SNH25130.1 elongation factor G [Streptococcus pneumoniae]
 SNJ24523.1 elongation factor G [Streptococcus pneumoniae]
 SNM71242.1 elongation factor G [Streptococcus pneumoniae]
 SNI60987.1 elongation factor G [Streptococcus pneumoniae]
 SND08881.1 elongation factor G [Streptococcus pneumoniae]
 SNN13430.1 elongation factor G [Streptococcus pneumoniae]
 SNL22872.1 elongation factor G [Streptococcus pneumoniae]
 SNP49845.1 elongation factor G [Streptococcus pneumoniae]
 SNF12430.1 elongation factor G [Streptococcus pneumoniae]
 SNN99317.1 elongation factor G [Streptococcus pneumoniae]
 SNN89101.1 elongation factor G [Streptococcus pneumoniae]
 SNQ06348.1 elongation factor G [Streptococcus pneumoniae]
 SNM23870.1 elongation factor G [Streptococcus pneumoniae]
 SNM07104.1 elongation factor G [Streptococcus pneumoniae]
 SNP47600.1 elongation factor G [Streptococcus pneumoniae]
 SNO39098.1 elongation factor G [Streptococcus pneumoniae]
 SNN73923.1 elongation factor G [Streptococcus pneumoniae]
 SNM84357.1 elongation factor G [Streptococcus pneumoniae]
 SNP29993.1 elongation factor G [Streptococcus pneumoniae]
 SNJ57476.1 elongation factor G [Streptococcus pneumoniae]



 SNJ49473.1 elongation factor G [Streptococcus pneumoniae]
 SNK58862.1 elongation factor G [Streptococcus pneumoniae]
 SNP04199.1 elongation factor G [Streptococcus pneumoniae]
 SNN78354.1 elongation factor G [Streptococcus pneumoniae]
 SNP87448.1 elongation factor G [Streptococcus pneumoniae]
 SNH94042.1 elongation factor G [Streptococcus pneumoniae]
 SNP37166.1 elongation factor G [Streptococcus pneumoniae]
 SNG72504.1 elongation factor G [Streptococcus pneumoniae]
 SNM55312.1 elongation factor G [Streptococcus pneumoniae]
 SND36892.1 elongation factor G [Streptococcus pneumoniae]
 SNG16439.1 elongation factor G [Streptococcus pneumoniae]
 SNP66840.1 elongation factor G [Streptococcus pneumoniae]
 SNN66514.1 elongation factor G [Streptococcus pneumoniae]
 SNH35481.1 elongation factor G [Streptococcus pneumoniae]
 SNJ53486.1 elongation factor G [Streptococcus pneumoniae]
 SNG96658.1 elongation factor G [Streptococcus pneumoniae]
 SNO65569.1 elongation factor G [Streptococcus pneumoniae]
 SND88457.1 elongation factor G [Streptococcus pneumoniae]
 SNN72346.1 elongation factor G [Streptococcus pneumoniae]
 SNN72666.1 elongation factor G [Streptococcus pneumoniae]
 SNJ93220.1 elongation factor G [Streptococcus pneumoniae]
 SNH86265.1 elongation factor G [Streptococcus pneumoniae]
 SNN01526.1 elongation factor G [Streptococcus pneumoniae]
 SNO44418.1 elongation factor G [Streptococcus pneumoniae]
 SNP30136.1 elongation factor G [Streptococcus pneumoniae]
 SNJ47261.1 elongation factor G [Streptococcus pneumoniae]
 SNO30212.1 elongation factor G [Streptococcus pneumoniae]
 SNK96336.1 elongation factor G [Streptococcus pneumoniae]
 SNN30433.1 elongation factor G [Streptococcus pneumoniae]
 SNL80613.1 elongation factor G [Streptococcus pneumoniae]
 SNP59538.1 elongation factor G [Streptococcus pneumoniae]
 SNN36798.1 elongation factor G [Streptococcus pneumoniae]
 SNO65871.1 elongation factor G [Streptococcus pneumoniae]
 SNI81904.1 elongation factor G [Streptococcus pneumoniae]
 SNO25850.1 elongation factor G [Streptococcus pneumoniae]
 SNQ03300.1 elongation factor G [Streptococcus pneumoniae]
 SNO09456.1 elongation factor G [Streptococcus pneumoniae]
 SNM10201.1 elongation factor G [Streptococcus pneumoniae]
 SNG05183.1 elongation factor G [Streptococcus pneumoniae]
 SNI61230.1 elongation factor G [Streptococcus pneumoniae]
 SNP49452.1 elongation factor G [Streptococcus pneumoniae]
 SND86550.1 elongation factor G [Streptococcus pneumoniae]
 SNF19809.1 elongation factor G [Streptococcus pneumoniae]
 SNM45980.1 elongation factor G [Streptococcus pneumoniae]
 SNF16486.1 elongation factor G [Streptococcus pneumoniae]
 SNK02001.1 elongation factor G [Streptococcus pneumoniae]
 SNK82732.1 elongation factor G [Streptococcus pneumoniae]
 SNF16277.1 elongation factor G [Streptococcus pneumoniae]
 SNK47799.1 elongation factor G [Streptococcus pneumoniae]
 SNI42678.1 elongation factor G [Streptococcus pneumoniae]
 SNN84822.1 elongation factor G [Streptococcus pneumoniae]
 SNJ86185.1 elongation factor G [Streptococcus pneumoniae]
 SNF25655.1 elongation factor G [Streptococcus pneumoniae]
 SNM58971.1 elongation factor G [Streptococcus pneumoniae]



 SNI52757.1 elongation factor G [Streptococcus pneumoniae]
 SNF07087.1 elongation factor G [Streptococcus pneumoniae]
 SNG75527.1 elongation factor G [Streptococcus pneumoniae]
 SNI54387.1 elongation factor G [Streptococcus pneumoniae]
 SNM00094.1 elongation factor G [Streptococcus pneumoniae]
 SNO15971.1 elongation factor G [Streptococcus pneumoniae]
 SNN38326.1 elongation factor G [Streptococcus pneumoniae]
 SNG35432.1 elongation factor G [Streptococcus pneumoniae]
 SNO69321.1 elongation factor G [Streptococcus pneumoniae]
 SNM99764.1 elongation factor G [Streptococcus pneumoniae]
 SNI47256.1 elongation factor G [Streptococcus pneumoniae]
 SNL85769.1 elongation factor G [Streptococcus pneumoniae]
 SNM14065.1 elongation factor G [Streptococcus pneumoniae]
 SNL96689.1 elongation factor G [Streptococcus pneumoniae]
 SNO93079.1 elongation factor G [Streptococcus pneumoniae]
 SNP57189.1 elongation factor G [Streptococcus pneumoniae]
 SNJ52380.1 elongation factor G [Streptococcus pneumoniae]
 SNK60560.1 elongation factor G [Streptococcus pneumoniae]
 SNN88098.1 elongation factor G [Streptococcus pneumoniae]
 SNN26221.1 elongation factor G [Streptococcus pneumoniae]
 SND15800.1 elongation factor G [Streptococcus pneumoniae]
 SNK48469.1 elongation factor G [Streptococcus pneumoniae]
 SNH17021.1 elongation factor G [Streptococcus pneumoniae]
 SNE73508.1 elongation factor G [Streptococcus pneumoniae]
 SNP89678.1 elongation factor G [Streptococcus pneumoniae]
 SNM34809.1 elongation factor G [Streptococcus pneumoniae]
 SNI54076.1 elongation factor G [Streptococcus pneumoniae]
 SNM61161.1 elongation factor G [Streptococcus pneumoniae]
 SNP97826.1 elongation factor G [Streptococcus pneumoniae]
 SNI17625.1 elongation factor G [Streptococcus pneumoniae]
 SNM23811.1 elongation factor G [Streptococcus pneumoniae]
 SNM23375.1 elongation factor G [Streptococcus pneumoniae]
 SNK91274.1 elongation factor G [Streptococcus pneumoniae]
 SNI33212.1 elongation factor G [Streptococcus pneumoniae]
 SNN37362.1 elongation factor G [Streptococcus pneumoniae]
 SNI36643.1 elongation factor G [Streptococcus pneumoniae]
 SNN87561.1 elongation factor G [Streptococcus pneumoniae]
 SNE99035.1 elongation factor G [Streptococcus pneumoniae]
 SNK88475.1 elongation factor G [Streptococcus pneumoniae]
 SNC92036.1 elongation factor G [Streptococcus pneumoniae]
 SNO71284.1 elongation factor G [Streptococcus pneumoniae]
 SNL36750.1 elongation factor G [Streptococcus pneumoniae]
 SNK48665.1 elongation factor G [Streptococcus pneumoniae]
 SNF08529.1 elongation factor G [Streptococcus pneumoniae]
 SNE77640.1 elongation factor G [Streptococcus pneumoniae]
 SNL93088.1 elongation factor G [Streptococcus pneumoniae]
 SND08138.1 elongation factor G [Streptococcus pneumoniae]
 SNI53331.1 elongation factor G [Streptococcus pneumoniae]
 SNO19362.1 elongation factor G [Streptococcus pneumoniae]
 SNJ53382.1 elongation factor G [Streptococcus pneumoniae]
 SNL01240.1 elongation factor G [Streptococcus pneumoniae]
 SNF02315.1 elongation factor G [Streptococcus pneumoniae]
 SNK83849.1 elongation factor G [Streptococcus pneumoniae]
 SNH44786.1 elongation factor G [Streptococcus pneumoniae]



 SNP27541.1 elongation factor G [Streptococcus pneumoniae]
 SNK13101.1 elongation factor G [Streptococcus pneumoniae]
 SNL04605.1 elongation factor G [Streptococcus pneumoniae]
 SNI61373.1 elongation factor G [Streptococcus pneumoniae]
 SNK05363.1 elongation factor G [Streptococcus pneumoniae]
 SNF23637.1 elongation factor G [Streptococcus pneumoniae]
 SNK85196.1 elongation factor G [Streptococcus pneumoniae]
 SND17280.1 elongation factor G [Streptococcus pneumoniae]
 SNL44814.1 elongation factor G [Streptococcus pneumoniae]
 SNG01204.1 elongation factor G [Streptococcus pneumoniae]
 SNC85189.1 elongation factor G [Streptococcus pneumoniae]
 SNC92235.1 elongation factor G [Streptococcus pneumoniae]
 SNL79291.1 elongation factor G [Streptococcus pneumoniae]
 SNO12413.1 elongation factor G [Streptococcus pneumoniae]
 SNM15556.1 elongation factor G [Streptococcus pneumoniae]
 SNM05875.1 elongation factor G [Streptococcus pneumoniae]
 SNE11818.1 elongation factor G [Streptococcus pneumoniae]
 SNL11475.1 elongation factor G [Streptococcus pneumoniae]
 SNL72826.1 elongation factor G [Streptococcus pneumoniae]
 SNO22109.1 elongation factor G [Streptococcus pneumoniae]
 SNF07921.1 elongation factor G [Streptococcus pneumoniae]
 SNK09168.1 elongation factor G [Streptococcus pneumoniae]
 SNH41150.1 elongation factor G [Streptococcus pneumoniae]
 SNM98563.1 elongation factor G [Streptococcus pneumoniae]
 SND99666.1 elongation factor G [Streptococcus pneumoniae]
 SNJ51424.1 elongation factor G [Streptococcus pneumoniae]
 SNI38159.1 elongation factor G [Streptococcus pneumoniae]
 SNJ97624.1 elongation factor G [Streptococcus pneumoniae]
 SNF11584.1 elongation factor G [Streptococcus pneumoniae]
 SNK56304.1 elongation factor G [Streptococcus pneumoniae]
 SNF95452.1 elongation factor G [Streptococcus pneumoniae]
 SNI36470.1 elongation factor G [Streptococcus pneumoniae]
 SNK59850.1 elongation factor G [Streptococcus pneumoniae]
 SNF36316.1 elongation factor G [Streptococcus pneumoniae]
 SNC89523.1 elongation factor G [Streptococcus pneumoniae]
 SNI21309.1 elongation factor G [Streptococcus pneumoniae]
 SNK44858.1 elongation factor G [Streptococcus pneumoniae]
 SNG17431.1 elongation factor G [Streptococcus pneumoniae]
 SNC85560.1 elongation factor G [Streptococcus pneumoniae]
 SNL03639.1 elongation factor G [Streptococcus pneumoniae]
 SNH33394.1 elongation factor G [Streptococcus pneumoniae]
 SNH30959.1 elongation factor G [Streptococcus pneumoniae]
 SNE52918.1 elongation factor G [Streptococcus pneumoniae]
 SNH20964.1 elongation factor G [Streptococcus pneumoniae]
 SNE36388.1 elongation factor G [Streptococcus pneumoniae]
 SNM53230.1 elongation factor G [Streptococcus pneumoniae]
 SNF26857.1 elongation factor G [Streptococcus pneumoniae]
 OXL17324.1 elongation factor G [Streptococcus pneumoniae]
 OYL03646.1 elongation factor G [Streptococcus pneumoniae K2527]
 OYL28454.1 elongation factor G [Streptococcus pneumoniae]
 AUF84167.1 elongation factor G [Streptococcus pneumoniae]
 AVN85426.1 Translation elongation factor G [Streptococcus 
pneumoniae]
Length=693



 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_095367452.1 elongation factor G [Pseudoalteromonas sp. NBT06-2]
 PAJ73624.1 elongation factor G [Pseudoalteromonas sp. NBT06-2]
Length=696

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 201/690 (29%), Positives = 314/690 (46%), Gaps = 
77/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +



Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+  +D L+A+ +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVKQTQDVLAANPLVMVLPIGIEEDFVGVVDLLTRKAYIWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI A              D  +E +D LLE Y+ GE  S E++ R  ++  
+ 
Sbjct  189  
PENYEITDIPADMLDKVEEYREMLLDTALEQDDDLLEAYMEGEEPSLEEIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS-----  252
               FP Y GSA K  GIQ ++DAV            QP+ ++     G  AL  +     
Sbjct  249  
MDFFPTYCGSAFKNKGIQLILDAVVDYLPSPTDVDPQPLTDEEGEPTGKFALVSNDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL   DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKISDDRFGA-
LTFVRIYSGTLNKGDTILNAATGKTERIGRMCEMQADDRNELT---  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAQAGDIIAIVGMKSNVQTGHTLCDPKDPIILEAMVFPEPVISISVKPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  R E D  + E ILS +G + L++   +L   Y +E  V +P V Y 
E  
Sbjct  425  
IGKMVAEDPTFRVETDDDSGETILSGMGELHLDIKVDILKRTYGVELEVGQPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              A   S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  
G +
Sbjct  485  
TTAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFVFTSSVVGGNVPKEFFPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D +I    G +++  S+   F   A     Q++ ++G QL
+EP + 



Sbjct  545  
VMMDEGVLAGFPVLDVEIELYDGGFHAVDSSAVAFEIAAKGAFRQSIPKAGAQLIEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I         V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLNRRRGMIAGQDAGATGVRIKADVPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
                E   Y             PNS  +KV
Sbjct  665  QFSMEFGHYMPC----------PNSVSEKV  684

>WP_080066149.1 GTP-binding protein [[Clostridium] hungatei]
 OPX42328.1 tetracycline resistance protein TetO [[Clostridium] 
hungatei]
Length=883

 Score = 260 bits (665),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 180/612 (29%), Positives = 296/612 (48%), Gaps = 
34/612 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +GILAHVDAGKTTL+E +LY +G I + G V+      DT  LER RGITI +    
F  
Sbjct  7    
VGILAHVDAGKTTLSEGMLYLNGKIGKLGRVDNKDAYLDTYELERARGITIFSKQAVFGM  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               ++ ++DTPGH+DF AE+ R+L VLD AILV+S  DGVQ  T+ L+  L    
IP  I
Sbjct  67   
GDMQITLLDTPGHVDFSAEMERTLQVLDYAILVVSGADGVQGHTKTLWRLLDMYRIPVFI  126

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+DQAG D + +++ ++ +L    I             ++ +++  +D +   
N+ +
Sbjct  127  FVNKMDQAGTDRKKLIKELKSQLDEGCI----------DFGQDQSEV-
FYDQLAMCNEAI  175

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--
GLFQPIGE  243
            +E YI  E +   K+    ++ V+D  +FP ++G+A K  GI+  M  +    +     
E
Sbjct  176  MEDYITAESVGLGKI----
RQAVRDRQVFPSFFGAALKLEGIESFMQGIMRYAVIPAYPE  231

Query  244  



QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +  A     VFK+   + G R  +++L  G L++RD V   G E+ K+ ++RI S  
+  
Sbjct  232  EFGA----KVFKISRDEQGNRLTHMKLTGGRLKVRDVVKNKGWEE-
KVNQIRIYSGQKFQ  286

Query  304  RTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRER  360
                   G +  +      R  + LG           + P+  P+L   I          
Sbjct  287  PVTEIEAGSVFAVAGLTQTRPGEGLGAEEE------
SDAPVLEPVLSYRIMLPEGCDPRM  340

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
             +  L Q+ + +P L    D    EI +  +G VQLE++ +L+  ++ +        
++Y
Sbjct  341  
FIPKLRQIEEEEPELHIVWDEELQEIQMQIMGEVQLEIMQSLIQSRFGISVSFDSGRIVY  400

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + L + P   GSG+++ +  S   L +S+Q  
V   
Sbjct  401  KETIANVVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLEFRTDCSEDVLGKSWQRLVLTH  458

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +     +G+  G ++TD KI    G  ++  +   DFR      + Q L E+   
LLEP+
Sbjct  459  
LMEKSHKGILTGADITDMKITLVSGKAHNKHTEGGDFREATYRAVRQGLMEAQPVLLEPF  518

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF L  P++ + RA  D  K   + E +    ++ + TG  P   ++ Y+ ++  
YT G
Sbjct  519  
YSFQLELPEKMVGRAMTDIEKMHGSCEISSTNGEQAILTGSAPVIAMKNYQKEVVAYTRG  578

Query  600  RSVCLTELKGYQ  611
                   LKGY+
Sbjct  579  MGRLFCTLKGYE  590

>WP_010285039.1 elongation factor G [Bacillus timonensis]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P  +F+NK+D+ G D    V+++ D+L A                               
Sbjct  129  
PRAVFVNKMDKIGADFLYSVKTLHDRLQANAHPIQLPIGAEDQFRGIIDLVEMNATFYGN  188

Query  151  DIIIKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +  V   PE   ++  +   +  +AV E ++ L+E+Y+ GE IS E+L +  
+   
Sbjct  189  
DLGTEIEVGEIPEEFQDQANEYREKLVEAVAELDEDLMERYLGGEEISNEELKKAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  G+A K  G+Q ++DAV              G     GE+       
S   
Sbjct  249  
LNVEFYPVMCGTAFKNKGVQKMLDAVIDYLPAPTDVASIQGHLPDTGEEVERHSDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M    + 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERIGRILQMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L        P P+++ ++ PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKDLVILESMTFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETF  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RQSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQSGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DALDRGVLAGFPLVDIKAKLYDGSYHDVDSSEMAFKIAASMALKNAASKCQPVILEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGGITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMHFDHYE  675

>WP_088783115.1 elongation factor G [Streptococcus pneumoniae]
 SNK81115.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSEAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_047208063.1 elongation factor G [Campylobacter lari]
 AKJ53232.1 elongation factor G [Campylobacter lari]
Length=691

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 322/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +++E++    
+  
Sbjct  189  
ENKPTDYVEKEIPTELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELTQEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 



EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>EEM41248.1 GTP-binding elongation factor protein, TetM/TetO 
[Bacillus thuringiensis 
serovar sotto str. T04001]
Length=305

 Score = 245 bits (625),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 132/302 (44%), Positives = 199/302 (66%), Gaps = 
15/302 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  INIGI+AHVDAGKT+LTE +LY +  I E G V+ G T+TD+M LERQRGITI
+A+V
Sbjct  1    
MTTINIGIVAHVDAGKTSLTERILYETNVIKEIGRVDSGNTQTDSMELERQRGITIKASV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +  K+N++DTPGH DF+AEV RS  VLDG ILVISA +GVQAQT+IL   L
+K+N
Sbjct  61   
VSFCINDLKINVIDTPGHADFIAEVERSFRVLDGTILVISAVEGVQAQTKILMRTLQKLN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVI  179
            IPT++FINKID++G + + V + +++ LS +       S+  E   E    + ++
+D  +
Sbjct  121  IPTILFINKIDRSGANTEKVTKQIKEILSNETF--
PFYSVENEGTKEARIFECKSYDDCM  178

Query  180  E----NNDKLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
            E     N+ LLE Y+  E I  + L+RE+ ++++Q A+++P+++GSA  G+G+  L
++ +
Sbjct  179  ELLAPFNESLLESYVNNEIIP-
DALLREKLEQQIQQANVYPIFFGSAMTGMGVTELLEKL  237

Query  235  TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------
ALAGREK  288
              L   +       L G VFK+E    G++  Y+R++SG+L +R  V      +L  
+EK
Sbjct  238  
PALIPALTSAQEEPLSGVVFKIEREPSGEKVAYIRVFSGSLHVRKYVNIQRSKSLFHKEK  297

Query  289  LK  290
            +K
Sbjct  298  IK  299

>WP_024402277.1 elongation factor G [Streptococcus suis]
 AUA18178.1 elongation factor G [Streptococcus suis]
 AUC90610.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_078233635.1 GTP-binding protein [Clostridium perfringens]
 AQW23583.1 elongation factor G [Clostridium perfringens]
Length=646

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 176/610 (29%), Positives = 290/610 (48%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFAI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKKGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTVGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  VTD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPVTDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  ++    G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDINLIGRVMNDIQKMHGEFKDPIIDGEKATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GGLSIKFHGY  595



>WP_025845254.1 elongation factor G [Brevibacillus agri]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 188/664 (28%), Positives = 310/664 (47%), Gaps = 
75/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ QT  ++    +  
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVFDAKGGVEPQTETVWRQADRYGVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             +INK+D  G +    ++ ++ +L A+ +  Q                            
Sbjct  132  
CYINKMDILGANFDMCLEQIKTRLGANPVAVQYPIGAEDQFKGMVDLIEMKAIIYTDDLG  191

Query  157  TVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              S + EI  E     E   +   +A  E +++L+ KY+ GE ++ +++    ++   
+ 
Sbjct  192  
KTSDATEIPAELKDKCEELRLALVEAAAEQDEELMMKYLEGEELTNDEIRAALRKGTIEC  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLF--------
QPIGEQGSAALC  250
             L PV  GS+ +  G+QP++D             A+ G          +P  + G     
Sbjct  252  
KLTPVMCGSSYRNKGVQPMLDNVVRYLPSPVDIPAIKGTLPDTEDEVERPADDNGP--FS  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       R  + R+YSG L     V       RE++ +I +M    + EI    
Sbjct  310  
ALAFKIMTDPYVGRLTFFRVYSGVLNSGSYVLNSTKGKRERVGRILQMHANHREEI---Q  366

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERL  361
            T Y G+I    + +V L D     T    K        E P P++   I PK+ A 
++++
Sbjct  367  TVYSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMEFPEPVISVAIEPKSKADQDKM  422



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L++LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E+ V  P 
V Y 
Sbjct  423  
GIGLSKLAEEDPTFRTRTDEETGQTIISGMGELHLEIIVDRLKREFKVESNVGAPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KAA        +      +  + +   PL  G G Q+E+++  G + + +  
AV+ 
Sbjct  483  
ETFRKAAKVEGKFVRQSGGRGQYGHVWVEFEPLEPGQGFQFENKIVGGVVPREYIPAVQA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G+  G+ + D K     G Y+   S+   F+    + L++A K+ G  
LLEP
Sbjct  543  
GIEEAMKNGVIAGFPLVDIKATIVDGSYHDVDSSEMAFKVAGSLALKEAAKKCGAVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       IE  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
IMKVEVTMPEEYMGDVMGDLNSRRGRIEGMEARANAQVIRAMVPLSEMFGYSTVLRSRTQ  662

Query  599  GRSV  602
            GR V
Sbjct  663  GRGV  666

>WP_057826626.1 elongation factor G [Lactobacillus aviarius]
 KRM39943.1 elongation factor G [Lactobacillus aviarius subsp. 
aviarius DSM 
20655]
 OAP97875.1 elongation factor G [Lactobacillus aviarius]
 OAP98016.1 elongation factor G [Lactobacillus aviarius]
 OAP98986.1 elongation factor G [Lactobacillus aviarius]
 OAQ02012.1 elongation factor G [Lactobacillus aviarius]
 OAQ02046.1 elongation factor G [Lactobacillus aviarius]
 OAQ03660.1 elongation factor G [Lactobacillus aviarius]
 OAQ06739.1 elongation factor G [Lactobacillus aviarius]
 OAQ08516.1 elongation factor G [Lactobacillus aviarius]
 OAS75460.1 elongation factor G [Lactobacillus aviarius]
 OAS76086.1 elongation factor G [Lactobacillus aviarius]
 OAS77790.1 elongation factor G [Lactobacillus aviarius]
 OAS79140.1 elongation factor G [Lactobacillus aviarius]
 OAS81127.1 elongation factor G [Lactobacillus aviarius]
 PEG70370.1 elongation factor G [Lactobacillus aviarius]
 PEG72751.1 elongation factor G [Lactobacillus aviarius]
 PEG73219.1 elongation factor G [Lactobacillus aviarius]
Length=697



 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 320/671 (48%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVVVLDAQSGVEPQTENVWRQASTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    V ++RD+L A+ + ++  +    E      ++E   D
+   
Sbjct  131  
PRIVFVNKMDKIGANFDYSVDTIRDRLQANPLPVQMPIGAEDEFEGVIDLIEMKADLYDE  190

Query  173  ----EAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  WD V                 IE     +D+++EKY+ GE IS ++L    
+R 
Sbjct  191  
DKLGSKWDTVDIPEEYREEAEKRREEMIEQIADVDDEIMEKYLGGEEISNDELRAAIRRG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GEQ------
GSAA  248
                 LFPV+ GSA K  G+Q ++D V   L  P+            GE+       
S  
Sbjct  251  
TLTLDLFPVFAGSAFKNKGVQMMLDGVNDYLPSPLDVKPYTATDPDTGEEVDLIADDSKP  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVR  304
              G  FK+       R  YLR+Y+GTL     V  A  G RE++ ++ +M    + 
EI  
Sbjct  311  
FAGLAFKIATDPFVGRLTYLRVYTGTLEAGSYVLNATKGKRERVGRLLQMHSNHRKEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L DP         E P P+++ ++ PK+ A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKDTTTGDSLTDPDHPLILESMEFPDPVIQVSVEPKSKADQDKMDV  427



Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPSFKAETNQETGETLIAGMGELHLDIIVDRMKREFHVEAKVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  S       +      +  + +  TP   G G ++E  +  G + + +  +V  
G+
Sbjct  488  
FTKQVSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ + D K     G Y+   S+ A F+  A + L+ A  ++G  
+LEP +
Sbjct  548  
KEAMQNGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKVAASLALKNAAAKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++ L             ++  + +    V    +P   +  Y T L   
T GR
Sbjct  608  
KVEIVCPEDNLGDVMGHVTARRGRVDGMEARGGSQVVNAYVPLAEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQ  611
                  +  Y+
Sbjct  668  GTFTMTMDHYE  678

>WP_032510536.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   



TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 



+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_037592623.1 elongation factor G [Streptococcus uberis]
 KHD40454.1 elongation factor G [Streptococcus hongkongensis]
 KKF41215.1 elongation factor P [Streptococcus uberis EF20/0145]
 KKF58148.1 elongation factor P [Streptococcus uberis B362]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 317/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E +++L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDIREEDIPAEYVDQANEYREKLVEAVAETDEELMMKYLEGEEITNEELMAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +   +    D L D          E P P+++  + PK+ A 
++++
Sbjct  366  ---
ETVYSGDIAAAVGLKNTTTGDSLTDEKAQVILESIEVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLIESMANGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPSILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAYVPLAEMFGYATILRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675



>WP_002596948.1 GTP-binding protein [Clostridium colicanis]
 ENZ03258.1 small GTP-binding protein domain protein [Clostridium 
colicanis 
209318]
Length=648

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 176/612 (29%), Positives = 297/612 (49%), Gaps = 
26/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVD GKTT +ESLLY +  I   G V+   T  D+  +E++RGIT+ + +  
F +
Sbjct  5    
IGVFAHVDGGKTTFSESLLYNTNTIRNKGRVDHKDTFLDSHSVEKERGITVFSDIGIFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               K  +VDTPGH+DF  E+ R+++VLD AIL++SA + VQ  T  ++  L+K N
+PT I
Sbjct  65   
KDNKYFLVDTPGHVDFSPEMERAISVLDYAILIVSAVELVQGHTETIWELLKKYNVPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+ G +++  ++ ++ KL+ D + I+ ++    E  +E          + E 
++ 
Sbjct  125  FINKIDRVGANIEEAIKDIQMKLTKDGLYIENSIKELKEDYIE---------
FIAERDET  175

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE+Y+ GE +  +K++   ++ +++   F +Y GSA    GI+  +D    L     
E+
Sbjct  176  LLEEYLNGE-
LEEDKIIDAIKKEIKERKAFLIYKGSALLDDGIKEFLDDFDFLTYTKREE  234

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--GREKL-
KITEMRIPSKGE  301
            G     G VFK+ Y + G R  +++  SG ++ ++ +     G EK  KI E+R  
+  +
Sbjct  235  GE--
FKGRVFKIRYDEKGNRVTFIKALSGKIKTKEEIKFKVNGEEKREKINEIREYNGQK  292

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                ++A  G+I  I+    ++  D +G   +L       +  P L   +    A     
Sbjct  293  YKLINSAEQGDIFGIVGVQDLKAGDSIGFDEKLNL-----
NTTPALMVKVIYDKALNHTE  347

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   D  L    +    E+ +S +G+VQLEV+  +L E++ L+    +P 
++Y
Sbjct  348  
VLKIFRTLESEDSSLNVLWNEEIKELSISIMGKVQLEVLEEILKERFNLKVEFDKPEIMY  407

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   ++ + L +     GSG+ + +     +L    QN 
++  
Sbjct  408  KETIEGTDLGCGHFE--
PLGHYSEVHLKLEEGKRGSGIVFFNECHADHLTTGNQNLIKTH  465

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY
Sbjct  466  
IFERKHKGILTGSPITDMKITLLTGRAHNKHTSGGDFREATKRALRQGLEMGKHRLLEPY  525

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCIQAYRTDLAFYTN  598
             SF +    E+L R   D  K     E  +    E+V   G  P +    Y  +   
+T 
Sbjct  526  
YSFNISINVEHLGRVLSDIQKMNGNFEDPENLNSEIVRIKGRGPVKTFMYYPLEFVSFTR  585

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  586  GKGSLNLIFDGY  597

>OGS22190.1 translation elongation factor G [Elusimicrobia bacterium 
RIFOXYA2_FULL_39_19]
Length=688

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 183/676 (27%), Positives = 309/676 (46%), Gaps = 
78/676 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G I   G V +GT   D M  ER+RGITI 
+A T
Sbjct  9    
KIRNIGIVAHIDAGKTTTTERVLYYTGRIHRIGEVHEGTATMDWMVQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W  C++NI+DTPGH+DF  EV RSL VLDG +++  A +GV+ Q+  ++    
K  +
Sbjct  69   
VCYWKDCEINIIDTPGHVDFTVEVERSLRVLDGCVVIFDAANGVEPQSETVWRQADKYQV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIV--------L  166
            P +IFINK D+ G D    +  ++ +L+A  +I Q       T     +IV        
+
Sbjct  129  
PRLIFINKFDKVGADFHETISQIKKRLAAKPVIVQLPYGNESTFKGVIDIVNEKFYFWEI  188

Query  167  EENTDIEAWDA------------------
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E   + +  D                   + E +D +LEKY+ G+ I   +L+   
++  
Sbjct  189  
ENEKEFKTLDVPEEYKEEVKKYREILIEQLTEIDDVMLEKYLHGQKIENTELMASIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAAL  249
                 FPV+ G++ K  G+QPL+D V               F P  +           
+ 
Sbjct  249  
LTCKYFPVFCGTSFKNKGVQPLLDGVVNFLPAPTDLESVKGFNPETKSPEERKHVPEESF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK++      R V++R+YSG L+   +V    + K+    ++  M   ++ 
EI   
Sbjct  309  
AGYAFKIQTDPYVGRLVFVRIYSGILKSGSSVYNVRKNKVERISRLLRMHANNREEI---  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+IV ++ +      D + D            P P++   + PKT A +E
+L  A
Sbjct  366  
KEGRAGDIVGVIGTKETITGDTICDRDHPIVFEQMHFPEPVVWIAVEPKTKADQEQLSYA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + ++D  T + I+S +G + LE++   L  ++ ++  V +P V Y 
E  
Sbjct  426  
LNKLAEEDPTFKIKIDEETSQTIISGMGELHLEIIVDRLRREFNVDAKVGKPQVAYRETI  485

Query  425  LKAASHTIHIEVPPNPF--------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            LK       +EV             +  +   + P     G ++  +   G +   
+ + 
Sbjct  486  LKK------VEVEGKYIKQSGGRGQYGHVWFEIEP---
HEGFEFVDKTKGGSIPHEYISP  536

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +  G++  +E G L G+ + + K+    G Y+   S+   F+  A + L+   K++   
L



Sbjct  537  
IEKGVKEAMESGPLIGYPLINMKVTLTDGSYHEVDSSEIAFKMAASMALQNGTKKADPVL  596

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +S     P++Y+     +       I + + K +       +P   +  Y T 
+  
Sbjct  597  
LEPIMSVESVTPEDYIGDIMSELNARRGKISSIEHKNNLCYIKCSVPLSDMFGYATTIRS  656

Query  596  YTNGRSVCLTELKGYQ  611
             + GR+    E   Y+
Sbjct  657  LSQGRASYTMEPLNYE  672

>WP_065527575.1 elongation factor G [Planococcus donghaensis]
 ANU24674.1 translation elongation factor G [Planococcus 
donghaensis]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWREHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----  158
            P ++FINK+D+ G D    V ++ ++L A+                   +++        
Sbjct  129  
PRIVFINKMDKIGADFLYSVGTLHERLQANAHPIQLPIGAEDEFSAIIDLVEMNARFYAN  188

Query  159  SLSPEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI    + EE  ++ E W     +AV E +++L+EKY++GE I+ E+L    
++  
Sbjct  189  
DLGTEITEGEIPEEYKELAEEWHTKLVEAVAELDEELMEKYLSGEEITVEELKAGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249



             D   +PV  G+A K  G+Q ++DAV             TG+     E+       
S   
Sbjct  249  
LDVEFYPVVCGTAFKNKGVQLMLDAVIDYLPSPLDVPPMTGVLPDSDEEVLRKPDESEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG+L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGSLKSGSYVQNSSKGKRERVGRILQMHANSREEIAEV  368

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +        D L D      L R  +   P P++  ++ PK+ A 
++++
Sbjct  369  ---YCGDIAAAIGLKDTSTGDTLSDEKHQVILERMVF---
PEPVISLSVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  R   D  T + I++ +G + L+++   +  ++ +E  V EP 
V Y 
Sbjct  423  
GQALAKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMRREFNVEANVGEPQVSYR  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +  K     +        F   + +  +P   G+G ++E+ +  G + + +  
AV 
Sbjct  483  ETFRQSAKVEGKFVRQSGGRGQF-
GHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLE
Sbjct  542  
AGLRDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKVAASMALKNAISKVNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMRVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLAQMFGYATSLRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR V       Y+
Sbjct  662  QGRGVFSMHFDHYE  675

>WP_035602222.1 elongation factor G [Haloferula sp. BvORR071]
Length=696



 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/668 (29%), Positives = 310/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGASTMDFMEQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  V
Sbjct  69   
WKGHQFNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVSRV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DIIIKQT----
VSLS  161
            I++NK+D+ G D   V+  V+  L A                   D++ ++      
S  
Sbjct  129  
IYVNKLDRIGADFYRVIGQVKRILGAHPLVMVLPIGTESEFVGVVDLLTRKAHIWDESGQ  188

Query  162  PEIVLEENTDIEAWDAV-----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE    E+   +  D V           +E +D+++EKY+ G     + + R  ++   
+
Sbjct  189  
PENFKIEDVPADMVDKVEEYRAALIETAVEQDDEVMEKYLEGVEPDIDTIKRCIRKGAIE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIGE---
QGSAA-----------LC  250
             + FP Y GS+ K  G+Q ++DAV          +P+ E   +G+A            
L 
Sbjct  249  
MAFFPTYCGSSFKNKGLQLVLDAVVDFLPSPPEVKPLPEVDAEGNATGEFAVSDPSKPLR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSGT++  DT+  +  G+ +   ++ EM    + E+   
D
Sbjct  309  ALAFKIMDDKFGA-
LTFTRIYSGTIKKGDTILNSFTGKTERVSRMVEMHADDRNEV---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV I+   +V+    L D            P P++   +APK  A  E+L  
A+
Sbjct  365  
SAQAGDIVAIVGLKNVQTGHTLCDEKNPATLEPMVFPDPVISIAVAPKDKANAEKLATAI  424



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R E D  T+E+IL  +G + L++   +L   +K+E  V  P V Y 
E   
Sbjct  425  
GKMVQEDPSFRVETDEETNEMILKGMGELHLDIKIDILKRTHKVEVNVGAPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +A I  ++ P   GSG  +ES+V  G + + F  AV  
G + 
Sbjct  485  
KPVTDSYTHKKQSGGSGQYAKIDYTIEPGEPGSGFIFESKVVGGSIPKEFIPAVDKGFKT  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+   D K+    G +++  S+   F   A     Q + + G Q+LEP 
+  
Sbjct  545  
SVDKGPLAGYPCLDFKVTLNEGGFHAVDSSNIAFEIAAKAAYRQTMPKCGPQILEPMMKL  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++AP+E +     D  +    I+  +     V    E P   +  Y  DL   T
+GR  
Sbjct  605  
DVFAPEEKVGDVIGDLNRRRGMIQGQEPTPGGVRVKAEAPLSAMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_088791654.1 elongation factor G [Streptococcus pneumoniae]
 SNP90250.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +



Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPE  163
            P ++F NK+D+ G D    V ++ D+L A+                   +IK  V 
+   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKVEIYTN  188

Query  164  ----IVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090329.1 elongation factor G [Streptococcus sp. SK643]
 EIF38643.1 translation elongation factor G [Streptococcus sp. 
SK643]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_067621080.1 elongation factor G [Alicyclobacillus acidiphilus]
Length=691

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 192/669 (29%), Positives = 304/669 (45%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA  V  AK GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGACAVFDAKGGVEPQSETVWRQADKYHVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D    V+ +RD+L A  +  Q                            
Sbjct  132  
AYVNKMDIIGADFLGCVEQMRDRLGAKAVPIQLPIGAEDDFRGIIDLVEMKAIIYTDDLG  191

Query  157  TVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T S   EI  E     E    E  +AV E ++ L+ KY+ GE  + E++    +      
Sbjct  192  
TRSEDAEIPAELRELAEQKRAELIEAVAEIDEDLMMKYLEGEEFTIEEIKAALRHGTCTV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIG---------
EQGSAALC  250
             LFPV  GS+ +  G+Q ++DAV                 P G         E+  
AAL 
Sbjct  252  
QLFPVLCGSSYRNKGVQLMLDAVVDYLPAPTDVPAIKGVTPDGQEIERHSSDEEPFAALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V       RE++ +I +M    + EI 
+  
Sbjct  312  ---
FKIMTDPFVGKLAFFRVYSGVLESGSYVLNSTKGKRERIGRILQMHANHREEISQV-  367

Query  307  TAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L D   +      E P P++  +I PKT A ++++  
AL
Sbjct  368  --



YAGDIAAAVGLKDTTTGDTLCDDKNVVLLESMEFPEPVISVSIEPKTKADQDKMGIAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            ++LA+ DP  +   D  T + I+  +G + LEV+   +  ++K+E  V  P V Y 
E   
Sbjct  426  
SKLAEEDPTFKTYTDPETGQTIIQGMGELHLEVIVDRMQREFKVECNVGMPQVAYRETIT  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + +   PL  G G  +E+++  G + + +  AV 
+GI+ 
Sbjct  486  
KRVDQEGKFVRQSGGRGQYGHVKVIFEPLERGQGFVFENKIVGGVIPKEYIPAVEEGIQE  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F+    + L+   +++G  LLEP 
+  
Sbjct  546  
AMRNGVLAGYPLVDVKASLYDGSYHDVDSSEMAFKIAGSMALKAGAEKAGPVLLEPVMRV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E    + +  +  G +P   +  Y T L   T 
GR  
Sbjct  606  
EVTVPEEYMGDILGDINSRRGRVEGMDTRNNASIVRGYVPLSEMFGYSTSLRSRTQGRGT  665

Query  603  CLTELKGYQ  611
               EL  Y+
Sbjct  666  YSMELAAYE  674

>WP_103339151.1 elongation factor G [Amycolatopsis sp. CA-126428]
Length=651

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 206/647 (32%), Positives = 300/647 (46%), Gaps = 
51/647 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTT+TE +L  +GA  + G V  GTT TD    ER RGITI AA  
S  
Sbjct  11   
NLGILAHVDAGKTTVTERILRHTGATHKTGEVHDGTTVTDFDPQERDRGITIFAAAVSCS  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++ ++DTPGH DF AEV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +



Sbjct  71   
WNGHRLTLIDTPGHADFTAEVERSLRVLDGAVAVFDAVAGVEPQSEAVWRQADRHGVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSPEIV  165
             F+NK+D+AG DL + V S+R +L                     D++  +   +  
E+V
Sbjct  131  
AFVNKLDRAGADLDAAVASIRARLHPAPLVVQLPIGREDGFTGVVDLLRLRNEDVPDELV  190

Query  166  LEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKG  224
             E      A  +AV E +   L+++ A   +S E L +  +          V  G
+A + 
Sbjct  191  
AEARRRRHALEEAVAELHPVALDEFCATGTVSAETLEKALRELTLSGDGLVVLCGAAYRD  250

Query  225  LGIQPLMDAVTGLF------QPIGEQGSAALCGS----
VFKVEYTDCGQRRVYLRLYSGT  274
             GI+PL+DAV           P+     A         VFKV  T  G R  YLR
+YSGT
Sbjct  251  RGIEPLLDAVVAYLPSPADVPPVRPDRPADPAAPPAALVFKVVSTATG-
RLTYLRVYSGT  309

Query  275  LRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVL---GDP  330
            LR  D V  AGR +     +R+ +  +    D+A  G+IV +    + R+       
GDP
Sbjct  310  LRKGDQVTDAGRTERIARVLRVQADRQ-
SEVDSAVAGDIVAVAGPKAARVGATFAAPGDP  368

Query  331  TRLPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
              L      E P+   P++   + P+ A   ERL  AL +LA+ DP L   VD  T 
+ +
Sbjct  369  VLL------
EPPVSADPVVSVAVEPRRAGDGERLTAALARLAEEDPSLVVRVDPETGQTV  422

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF---WAS  444
            LS LG + LEV    L     LE  V  PSV Y E  +   +  ++  V  +     
+A 
Sbjct  423  
LSGLGELHLEVAVERLRRDRGLEVAVGRPSVAYRETVVSGVTGLVYRHVKQDGGAGQFAH  482

Query  445  IGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEY  503
            + L V+P     G ++ S V  G + + +  AV  G R  L +G L G  VT  ++    
Sbjct  483  VVLDVSPAP--
EGFEFASAVVGGRVPREYVRAVEAGCRDALAEGPLGGHPVTGLRVTLVD  540

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            G  +   S+   FR+   + L  AL+ S  +LLEP     +  P + +     D      



Sbjct  541  
GATHPKDSSDLAFRTAGRLGLRLALRSSVLRLLEPVAEVAVTVPPDVVGGVLGDLAARRG  600

Query  564  TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  + V+    V T  +P   +  Y   L   T GR        G+
Sbjct  601  RVAGSAVRPGSAVVTATVPVAELFGYANRLQSRTQGRGTFTARPAGF  647

>WP_057751135.1 elongation factor G [Pediococcus cellicola]
Length=699

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAAWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQ+++D+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKIGADFDYSVQTIKDRLQANALPIQMPIGAEDDFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ GE IS+E++    
++
Sbjct  191  DQLGTE-
WDTVDVPDEYKEEAEKRRTEMIEQLADIDDDIMEKYLGGEEISKEEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++      
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNATNPETDEAVELTAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  A ++K     ++ +M    + 



EI 
Sbjct  310  
PFAALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNATKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP         E P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMEFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
IALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKQASAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A I L  A K++   
+LEP 
Sbjct  547  
LREALNNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASISLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHAFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_088780110.1 elongation factor G [Streptococcus pneumoniae]
 SNJ89359.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGSDFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_086142281.1 elongation factor G [Lactobacillus reuteri]
 OTA42488.1 translation elongation factor G [Lactobacillus reuteri]
Length=695

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/688 (27%), Positives = 323/688 (47%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAVWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQADDFDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
            P ++F NK+D+ G +    VQ+++D+L+              D I     +K    
+  E



Sbjct  131  
PRIVFANKMDKVGANFDYSVQTIKDRLNVTPLPIQMPIGAEDDFIGLVDLVKMVAYVYDE  190

Query  164  IVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
              L  N D             +  D ++E     +D L+EKY+ GE IS +++    
++ 
Sbjct  191  
DKLGTNWDTVEIPDDMKEEAQKRHDEMVETLADIDDNLMEKYLEGEEISVDEIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------
GEQGSAALCGS-----  252
              +  +FPV  GSA K  GIQ ++DAV   L  P+          E     L        
Sbjct  251  
TLEEKIFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDAEGNEVELTAGDNKPF  310

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKDKRERVGRLLQMHSNQQQEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDNPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  T L  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKQASAQGKFVRQSGGKGQYGDVWIEFTQLKEGEGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMQNGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  PQ+ +            TI+  + + +  +    +P   +  Y T L   T 



GR 
Sbjct  608  
VDIVVPQDNMGDVMGQVTARRGTIDGMEERGNAQLIHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA---AVGQPVIQPRRPNS  626
                    Y A   +V + +I+    N+
Sbjct  668  TFTMTFDHYSAVPKSVQEDIIKKNGGNN  695

>WP_050283644.1 elongation factor G [Streptococcus pneumoniae]
 CMX66039.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V  ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVFDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_049552296.1 elongation factor G [Streptococcus pseudopneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  



QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_036377666.1 elongation factor G [Mitsuokella jalaludinii]
 CUN41702.1 Vegetative protein 19 [Mitsuokella jalaludinii]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 183/672 (27%), Positives = 312/672 (46%), Gaps = 
69/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++      
N+
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLTARGGVEPQTETVWRQAENYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P + ++NK+D  G D  +V++ ++++L+A+ +            K  + L          



Sbjct  129  
PRMAYVNKMDITGADFFNVIKMMKERLNANAVAIQLPIGAEDTFKGIIDLVKMEAIVYED  188

Query  161  -----SPEIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                   E+ + ++   +A        +A+ E +D  +EKY+ GE I+ +++    
++  
Sbjct  189  
DLGKVEDEVAIPDDMKDQAEEYREILLEALSELDDDFMEKYLGGEEITEDEIKAVIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAAL  249
                L PV  G++ +  G+QPL+DA+              G+    GE+           
Sbjct  249  
VSCKLCPVTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGINPETGEEDHRPSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPYVGKLAFFRVYSGILDGGSYVYNSTKGKKERIGRILQMHANNRKEI---  365

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D  Y G+I   +        D L D   P  L    +   P P++   + P T   
+E++
Sbjct  366  DRVYSGDIAAAVGLKDTTTGDTLCDEEHPIILESMVF---
PDPVISVAVEPSTKNDQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K++  V EP 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVRTDQETGQTIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYR  482

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K+  A      +   +  +    L + P   G G  +E++V  G + + F   
+ D
Sbjct  483  
ETIRKSVEAEGKFVRQSGGHGQYGHCWLKLEPQEPGEGFSFENKVVGGAIPKEFIKPIED  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G+  G+ + D K     G ++   S+ A F+    +      +++   
LLEP
Sbjct  543  
GVKQAMEAGVVAGYPMVDIKATVFDGSFHEVDSSEAAFKVAGSMAFRNGAEKANPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y+   +  P+EY+     D       I+  + +    V TG +P   +  Y TDL   



T 
Sbjct  603  
YVKVEVTVPEEYMGDVIGDLNSRRGRIDGMEARNGSQVITGFVPLSEMFGYSTDLRSKTQ  662

Query  599  GRSVCLTELKGY  610
            GR     E+  Y
Sbjct  663  GRGNYSMEVAYY  674

>WP_057257754.1 GTP-binding protein [Clostridium perfringens]
 CUO01987.1 tetracycline resistant protein [Clostridium perfringens]
Length=646

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 177/610 (29%), Positives = 289/610 (47%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +ER RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIERDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFTVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SGV +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGVVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GGLSLKFHGY  595

>WP_050242575.1 elongation factor G [Streptococcus pneumoniae]
 CJD34284.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-------------
GEQGSAA-----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+              E+   A      
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEETRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQRER  360
            DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK+ A 
+++
Sbjct  366  DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  



RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>ESA45171.1 translation elongation factor G [Streptococcus pyogenes 
GA41039]
 AIG49889.1 elongation factor P [Streptococcus pyogenes STAB901]
Length=695

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 199/696 (29%), Positives = 330/696 (47%), Gaps = 
80/696 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658



Query  595  FYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSR  627
              T GR   +     Y+    +V + +I+  + N+ 
Sbjct  659  SATQGRGTFMMVFDHYEDVPKSVQEEIIKKTKVNNH  694

>WP_049532147.1 elongation factor G [Streptococcus pseudopneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365



Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKLAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_087228095.1 GTP-binding protein [Faecalibacterium sp. An121]
 OUQ40885.1 translation elongation factor G [Faecalibacterium sp. 
An121]
Length=859

 Score = 259 bits (663),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 194/625 (31%), Positives = 302/625 (48%), Gaps = 
49/625 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + +G+LAHVD+GKTTL+E++LY SGAI + G V+      DT  LER RGITI 



+   
Sbjct  6    
KRLVVGVLAHVDSGKTTLSEAMLYRSGAIRKLGRVDHRDAFLDTDSLERARGITIFSKQA  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F     +V  +DTPGH+DF AE  R++ VLD A+LVIS  DGVQ+ T  L+  LR
+ ++
Sbjct  66   
LFTAGDTQVAWLDTPGHVDFSAEAERTVQVLDYAVLVISGPDGVQSHTETLWALLRRCHV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD-
AVIE  180
            PT +FINK+D  G   ++++  +R +L              E  ++   D  A D 
A+  
Sbjct  126  PTFLFINKMDLPGPGREALLDQLRSRLG-------------
EGFVDFGADDAARDEALAL  172

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             +++L+E Y+AG+P+ RE +V    RR     +FP ++GSA K  G+  L++ +    
+ 
Sbjct  173  CDEQLMEGYLAGQPLPREDIVTAIARR----
HVFPCWFGSALKLEGVDALLEGLDRWTRP  228

Query  240  -PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEM  294
             P GE   A     VFKV   + G R  +LR+  G L+++DT++  G E      K  
++
Sbjct  229  APAGEHFGA----RVFKVSQDEQGARLTWLRVTGGALKVKDTLS-
GGPEGQPWSAKADQL  283

Query  295  RIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            R+ S           PG++  +       P + +      G P             
P+L 
Sbjct  284  RLYSGARYTLASQVLPGQVCAVTGLADAKPGEGLGAERDAGSPML----------
EPVLT  333

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              +     A     L  L ++ +  P L    D    +I L  +G +QLEV+ ++L
+ ++
Sbjct  334  
YQVLLPEGADVHTALAQLRRIQEEVPELHVVWDEALGQIHLRLMGEIQLEVLQSMLARRF  393

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             LE    E  ++Y E   +      H E  P   +A + L + PL  GSG+QY++     
Sbjct  394  GLEASFGEGGILYKETIAEPVEGVGHYE--
PLRHYAEVHLKLEPLPPGSGIQYDTDCREE  451

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526



             L +++Q  V   +     +G L G  +TD +I    G  +   +   DFR  A   
+ Q
Sbjct  452  
VLARNWQRLVIANLEEKEHRGVLTGAPLTDVRITLIAGRAHLKHTEGGDFRQAALRAVRQ  511

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L  + + LLEP+  F L  P + L RA +D  +   T   A+   D  V  G  P   
+
Sbjct  512  
GLMMTKSVLLEPWYHFRLELPAQNLGRAMNDIQQMEGTFGPAEQTGDTAVLEGSAPVSGL  571

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
            ++Y   LA YT+GR         YQ
Sbjct  572  RSYPRQLAGYTHGRGRITLTPDSYQ  596

>WP_088776626.1 elongation factor G [Streptococcus pneumoniae]
 SNG29894.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVNVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_084947294.1 elongation factor G [Streptococcus oralis]
 ORO84958.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK



+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_099156799.1 elongation factor G [Virgibacillus ndiopensis]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 307/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G D     +++ D+L A                   D+I  Q      
Sbjct  129  
PRIVFINKMDKIGADFLYSTKTLSDRLGANAHPVQLPIGAEDDFEGIIDLITMQAYYYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + + EI  +     E W     +AV E +++L+ K++ GE IS ++L +  
+   
Sbjct  189  
DLGTRAEAREIPADYKDKAEEWRANLVEAVSELDEELMMKFLEGEEISNDELKKAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV+ GSA K  G+Q ++D V              G+     E+        
A  
Sbjct  249  
LNVEFYPVFVGSAFKNKGVQLMLDGVIDYLPAPTDVPPIEGIVPGTEEEVTRPSDDKAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSVKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y GEI   +        D L D   L      E P P++   I PKT A +++
+  A
Sbjct  366  
STVYSGEIAAAVGLKDTSTGDTLCDEKDLVVLESMEFPEPVIGVAIEPKTKADQDKMAIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  + E +  T + I+S +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LGKLAEEDPTFKTETNVETGQTIISGMGELHLDIIVDRLKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+++  G + + +  +V  
GI+
Sbjct  486  
RGSAEVEGKFVRQSGGRGQYGHVWVKFEPNEEGAGFEFENKIVGGVVPREYIPSVEHGIK  545

Query  483  YGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               E G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP   
Sbjct  546  
EATESGVLAGYPLIDIKATLYDGSYHDVDSNEMAFKIAGSMALKAAKNKCQPVLLEPIER  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDVTSRRGRVEGMEARGPAQVIKAFVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  QFTMHFDHYE  675

>WP_066441588.1 elongation factor G [Bacillus gottheilii]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 191/668 (29%), Positives = 309/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    + ++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKLGADFLYSLGTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLIEMKATFYGNDL  190

Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE                    +AV E +++L+EKY+ GE IS E+L    ++   
+
Sbjct  191  
GTDIEDREIPAEYMDQAEEYREKLIEAVAELDEELMEKYLGGEEISNEELKAVIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------



GSAALCG  251
               +PV  GSA K  G+Q ++DAV              G      E+        A    
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIDYLPSPVDVPAIKGTLPDTDEEVTRPSSDDAPFAA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI     
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI---SI  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D   L      E P P+++ +I PK+ A ++++  
AL 
Sbjct  368  
VHAGDIAAAVGLKDTTTGDTLCDEKELVILESMEFPEPVIQLSIEPKSKADQDKMTTALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  428  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRT  487

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++E+ +  G + + +  AV+ G
+   
Sbjct  488  
SAQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLEDS  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP 
+   
Sbjct  548  
LDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPIMRIE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL     +       +E    + +  V    +P   +  Y T L   T 
GR V 
Sbjct  608  
VIIPEEYLGDIMGNVTSRRGRVEGMDARGNAQVVRAMVPLSEMFGYATSLRSSTQGRGVF  667

Query  604  LTELKGYQ  611
                  Y+
Sbjct  668  SMHFDHYE  675

>KKR08521.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWC2_39_14]
 KKR55465.1 Elongation factor G [Parcubacteria group bacterium 



GW2011_GWA2_40_23]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 314/673 (47%), Gaps = 
64/673 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVSERILFYTGKKHKIGEVHEGAAEMDWMDQERERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++H   K +
+P +
Sbjct  72   
WKGIRINLIDTPGHVDFTAEVERSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-----------IIKQTVSLSPEI--
VLEEN--  169
             FINK+D+ G D  + + S+ D+L+ D              K  + L   +  + E
++  
Sbjct  132  
AFINKMDRMGADFYADLASIHDRLTKDAHPIQLPIGSAETFKGIIDLLTRVAYIFEDDLG  191

Query  170  ---TDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               T+IE                 +A+ EN++ L++KY+ G+ IS E+L     + 
+ D 
Sbjct  192  
VKVTEIEIPADMKDKVEEYRAKLVEAIAENDEVLMDKYLNGQEISIEELKPVLHKAIVDN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQP-------------------
IGEQGSAALCG  251
             + PV  GSA K  GIQ L+DAV   L  P                   I    +A
+  G
Sbjct  252  
KIVPVATGSALKNKGIQQLLDAVVDYLPNPLEIPPLEAIDPKDPEKTITIKPDDTASFAG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  ++R+YSG L+       V    +E++ ++  M    + EI     
Sbjct  312  
LAFKIATDPFVGKLCFVRVYSGVLKSGSYIVNVNTGEKERVGRLVRMHANHREEITEV--  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y GEI  I+   +      L D            P P++   I PKT A +E++  
AL 
Sbjct  370  -



YAGEIAAIIGLKNTFTGHTLCDEDHKVLLEMITFPEPVIDLAIEPKTKADQEKMGIALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  R   D  T + +++ +G + LEV+   +  ++K+E  V +P V + E   
K
Sbjct  429  
KLAEEDPTFRVRTDEETMQTVIAGMGELHLEVLVERMKREFKVEANVGKPQVAFKETIKK  488

Query  427  -AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A +   +I +      +    + V PL  G G Q+   V  G + + +  A+  
GI+  
Sbjct  489  
EAEAEGKYIKQSGGRGQYGHCWIKVAPLERGGGFQFVDEVKGGSIPREYIPAIEKGIKEA  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L +G+  G+ V D K     G ++   S+ A F+    +  ++A +++   +LEP 
+   
Sbjct  549  
LSRGILAGYPVLDIKATVFDGSFHEVDSSEAAFKIAGSMAFQEAARKAEPVVLEPIMKIE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +   ++YL     D     A I   + + +  V     P   +  Y T L   T 
GR   
Sbjct  609  
VVVAEKYLGDVVGDLNSRRAQISEMKDRGNTKVIDATAPLSEMFGYATQLRSITQGRGSY  668

Query  604  LTELKGYQAAVGQ  616
              E K Y    G 
Sbjct  669  SMEFKHYADVPGN  681

>WP_003712477.1 GTP-binding protein [Lactobacillus oris]
 EFQ53370.1 putative translation elongation factor G [Lactobacillus 
oris 
PB013-T2-3]
Length=646

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 202/633 (32%), Positives = 306/633 (48%), Gaps = 
64/633 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I  G++AHVDAGKTTLTE+LLY +G + + G V+KG++  D   LE+QRGITI     
Sbjct  3    
KQIIGGLVAHVDAGKTTLTEALLYQAGQLRQLGRVDKGSSFLDPDQLEKQRGITIFTHQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  + +  + ++DTPGH+DF A+  + L VLD A+LVISA DG+Q  TR L+  L 
+ ++
Sbjct  63   
ALDYQKLHLTLLDTPGHIDFAAQTEQVLQVLDYAVLVISATDGLQGSTRTLWDLLAQYHV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IFINK D  G D+ +V++ ++  LSA  +         +   +  T     +A
+   
Sbjct  123  PTFIFINKTDSVGADVPAVIKQLQSSLSAACV---------
DFTGKTPTTGATAEAIAMQ  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D +LE Y+A + ++ +++    Q  +Q   LFP Y GSA K  GIQ L+D   GL 
Q  
Sbjct  174  DDAVLESYLANDCLTEQQV----QSLIQQRKLFPCYAGSALKLTGIQELLD---
GLAQWT  226

Query  242  GEQGSAA--LCGSVFKVEYTDCGQRRVYLRLYSGTLRLR---------
DTVALAGREKLK  290
             E  S        VFK+ + D G R  ++R+ SG L  +         D + +    
K  
Sbjct  227  
VETPSTGDQFAARVFKISHDDRGNRLSWVRVLSGQLVAKREVLPGEKADQLRVYNGSKFS  286

Query  291  ITEMRIPSKG--
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            I +  IP+ G   I    ++YPG+              LG  T  P+ R +    P
+L  
Sbjct  287  I-QQSIPAGGVCAITGLTSSYPGQ-------------GLGQATTAPQPRLQ----
PVL--  326

Query  349  TIAPKTAAQRER-
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            + A K      R  L AL +LAD +P L+ E  S   E  +  +G VQ EV+  LL
+++Y
Sbjct  327  
SYAAKIDNDNPRPYLAALRELADEEPQLKVEWLSELQEARVQLMGTVQKEVLEQLLAQRY  386

Query  408  KLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
             L+       ++Y E   RP++   H       P   +A + L + P   GSG+ + 
S  
Sbjct  387  GLQVQFTNGQILYRETIDRPVEGVGH-----
FEPLRHYAEVHLRLEPAPRGSGLTFTSHC  441

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
                L+ ++Q  V   +     +G L G  +TD KI    G      S   DFR      
Sbjct  442  
REDILSHNWQQQVMTSLGAKEHRGVLIGAPLTDVKITLVGGKGSIVHSVGGDFREATWRA  501

Query  524  LEQALKESGTQ----



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-VFT  578
            + Q L E   Q    LLEP+  + L  PQE + RA +D  +  A  E  +   D +   
T
Sbjct  502  
VRQGLMELRAQKECVLLEPWYHYHLTVPQEEVGRAINDLQQMGADFELTESGADPLTTIT  561

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G  P   ++ Y   +  Y+ G+      + GY+
Sbjct  562  GSGPVATMRDYAITVRNYSRGQGQLECVVDGYR  594

>WP_053596052.1 elongation factor G [Lysinibacillus sp. FJAT-14222]
 KOS61217.1 elongation factor G [Lysinibacillus sp. FJAT-14222]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 312/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD---------------
III-------------KQ  156
            +FINK+D+ G D    V ++ D+L A+                II             
K 
Sbjct  132  
VFINKMDKTGADFLYSVGTLHDRLQANAHPIQLPIGAEDQFSAIIDLVEMKATFYGDEKG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T     EI  E     E +     DAV   ++ ++EKY+ GE I+  +L    +R     
Sbjct  192  
TAVTEGEIPEEYREQAEEYREKLIDAVASVDEDIMEKYLEGEEITVAELKAAIRRATIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ-------
GSAALCGS  252
              +PV  G+A K  G++P+++AV   L  PI           G++        +      
Sbjct  252  
EFYPVICGTAFKHKGVRPMLNAVVDYLPSPIDVPAINGTSVDGDEELVRKSSDAEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V   +   RE++ +I +M   S+ EI +    
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGTLESGSYVQNSSKGKRERVGRILQMHANSREEISKV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +        D L D   L      E P P++  ++ PK+ A ++++  
AL +
Sbjct  369  
FAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSVEPKSKADQDKMGQALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D+ T + I+S +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDTETGQTIISGMGELHLDILVDRMRREFKVEANVGAPMVSYRETFRSS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G G ++E+ +  G + + +  AV  G
+R  L
Sbjct  489  
AKVQGKFTRQSGGRGQYGDVTIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAGLRDSL  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            ++G+  G+ + D K    +G Y+   S    F+  A + L++A K+    +LEP +   
+
Sbjct  549  
DRGVVAGYPLIDIKAKLVFGSYHDVDSNEMAFKIAASMALKEASKQCDAVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL     +       +E    + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
VIPEEYLGDIMGNITSRRGRVEGMDARGNSQVVRAMVPLAEMFGYATTLRSATQGRGVFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_022852742.1 elongation factor G [Thermodesulfatator atlanticus]
Length=682

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 198/672 (29%), Positives = 319/672 (47%), Gaps = 
87/672 (13%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTTLTE +LY +G I + G V +G    D +  E++RGITI 
AA T
Sbjct  9    
QIRNIGIIAHIDAGKTTLTERILYYTGKIHKIGEVHEGQATMDYLPEEQERGITITAACT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +++I+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++H   
+  I
Sbjct  69   
TCYWRDAEIHIIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGGVEPQSETVWHQAERFKI  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------------  154
            P + FINK+D+ G +    ++ +R+KL A+ II                           
Sbjct  129  
PKMAFINKMDRIGANFWGTIEQMREKLGANPIILTLPYGAEDSFKGVIDVLQEKLILWDE  188

Query  155  -----KQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 K +    P+ + EE + +  E  + V+E ++ L+EKY+A EP++ E++    
+  
Sbjct  189  
ASRGEKYSFHPVPDEMKEEVSKVRQELIETVVEFDEALMEKYLADEPLTTEEIKGLVRTA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
                 + PVY GSA K  G+QPL+D +              G+    G++          
Sbjct  249  
TLSLKVVPVYCGSALKNKGVQPLLDGIVDFLPSPLDVPPIKGINPQTGKEELRYPDEKEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTDT  307
            L    FKV+  + G++ VYLR+YSG L +  TV  +   +K K+  + +    +  
R + 
Sbjct  309  LAALAFKVQLFE-
GRKMVYLRIYSGVLEVGKTVLNVTQNKKEKVARLFLMHAAKRTRLER  367

Query  308  AYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKTAAQ  357
            A  G+IV  +        D L DP         E P+         P++   + 
PKT A+
Sbjct  368  ARVGDIVAAMGLKHTITGDTLSDP---------
EHPILLESIGAYEPVISIAVEPKTRAE  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E++ +AL ++A  DP  R ++D  T + I+S +G + +EV+   L  ++ L+ +V 
+P 
Sbjct  419  
EEKVAEALAKIAQEDPTFRIKIDEDTGQRIISGMGELHIEVILERLRREFGLDLLVGKPQ  478

Query  418  VIYMERPLKAA--



SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V+Y E   K A    T    V      A   + V P   GSG           +++  
+ 
Sbjct  479  
VVYRETITKEAEVEETFDETVGETRLCARGKILVRPRKRGSGNIVGVLCPPEKISEEQKK  538

Query  476  AVRDGIRYGLE-QGLFGWNVTDCKIC-----
FEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             + + I   L+  G  G+ VTD ++      F  G +    +  A  ++     L 
+ALK
Sbjct  539  LLIETIEGQLKASGPLGYPVTDVEVMVLDLDFPAGGFQEMAARAALVKA-----
LNKALK  593

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+  +LLEP +   +  P E+L     D  +    +   + ++   V    +P   
+  Y
Sbjct  594  
EASPKLLEPIMEVEVTVPSEFLGEVISDLNQRQGHVFAIEAREPVQVVRAYVPLAEMFGY  653

Query  590  RTDLAFYTNGRS  601
             TDL   T GR+
Sbjct  654  STDLRSATQGRA  665

>KJS78732.1 elongation factor G [Desulfosporosinus sp. BICA1-9]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G + + G V  G    D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTVTERILFYTGRVHKIGEVHDGAATMDWMIQEQERGITITSAATTCE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K  
+P +
Sbjct  72   
WRNNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYKVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV-----  165
             FINK+D+ G D    V  ++D+L A+ +              I   VS++  I      
Sbjct  132  
AFINKMDRLGADFFRGVSMIKDRLGANPVPIQLPVGSEENFKGIVDLVSMTTTIYTDDLG  191

Query  166  -LEENTDI-------------



EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              EE+  I             +  +AV E +++L+ KY+ G  I+ +++    +R 
V   
Sbjct  192  
KTEEHNQIADDLVEMANEYREKLIEAVAETSEELMMKYLEGTEITEQEIREGIRRGVIGN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
               PV  GSA K  G+QPL+DAV              G+    GE+       S      
Sbjct  252  
KFIPVLCGSAFKNKGVQPLLDAVVDYMPSPLDVPPINGVHPDTGEEDHRTASDSEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V  + + K     +I +M    + +I    
+ 
Sbjct  312  
AFKIMSDPFVGKLAFFRVYSGVLSAGSYVYNSTKGKKERIGRILQMHANHREDIQEVRSG  371

Query  309  YPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 + L   +    D L D   P  L R  +   P P++   I PKT   +E++  
AL
Sbjct  372  DIAAAIGLKDTTT--GDTLCDEKTPIILERMVF---
PEPVIHVAIEPKTKVDQEKMGGAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
            ++LA+ DP  +   D+ T + I+  +G + LE++   L  ++K++  V  P V Y 
E   
Sbjct  427  
SRLAEEDPTFKMHTDTETGQTIIGGMGELHLEIIVDRLQREFKVQCDVGRPQVAYKETIR  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + +KA    +  +      +    + + PL  GSG ++ ++V  G + + + N +  
GI+
Sbjct  487  KTVKAEGKFVR-
QSGGRGQYGHCWVELMPLEPGSGFEFVNKVVGGVIPREYINPIGAGIQ  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ V D +     G Y+   S+   F+    +  +    ++   +
+EP + 
Sbjct  546  
EALQNGILAGYPVLDLRATVYDGSYHDVDSSEMAFKIAGSMAFKAGALKADPAIIEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVTVPEEYMGDVIGDISSRRGRIEGMEARGNTQVVRGFVPLSEMFGYSTDLRSATQGRG  665



Query  602  VCLTELKGYQ  611
            V + +   Y+
Sbjct  666  VYVMQFDHYE  675

>PIE61635.1 elongation factor G, partial [Desulfobacterales 
bacterium]
Length=675

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 200/674 (30%), Positives = 314/674 (47%), Gaps = 
73/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT
Sbjct  9    
QIRNIGIMAHIDAGKTTVTERILYYTGRSHKIGEVHDGEATMDWMQDEQDRGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+   + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
+  +
Sbjct  69   
SCDWNGVNIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYEV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D  + + S+R+KL A                   D+I  Q +    
Sbjct  129  
PRMAFINKMDRTGADFFAAMDSIREKLGANPVALQVPTGAEDQFRGVIDLIHMQQIVWDD  188

Query  163  EIVLEENT------DIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +  E T      + EA          +AV E +D+++EKY+  E I+  +L    
+  
Sbjct  189  
ETLGAEYTAMDITPEFEALAAEYRDKLLEAVSEVDDEIMEKYLGEEEITVHELKAAIRTA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE-------
QGSAA  248
                   PV  GSA K  GIQPL+DA+                 P  E       + 
+  
Sbjct  249  
TIAQDFVPVLCGSALKNKGIQPLLDAIDFYLPSPKDIPPVKGVHPKTEAVLEFLPEKNGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L   +FKV   + G++  + R+YSG +     V    L+ +EKL +I +M    +    
R
Sbjct  309  LAALIFKVSMIE-
GRKLSFARIYSGKIEAGSDVYNPGLSRKEKLSRILKMHANKR---ER  364



Query  305  TDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               A  G+I+ I+        D L    +P  L +  + +   P++   I PKT A 
+E+
Sbjct  365  LTEASAGDIIGIVGLKQSGTGDTLCSQDNPVFLEKMEYED---
PVISIAIEPKTHADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L +    DP L+   D  T + ILS +G + LE++ + + +++  +  V +P 
V+Y
Sbjct  422  
LDSVLEKFLIEDPTLKVSKDEETGQTILSGMGELHLEIIISRMVKEFNTKVNVGKPQVVY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P K  +     ++     +A + +++ PL  G GVQ++S V+   +  ++  
A+
Sbjct  482  REVVKAPAKGQA-
VFERDIQGKAHYADVTVALRPLGRGDGVQFKSEVTDAQIPDAYIPAI  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GIR  LE G L G+ + D +I    G           F   A +  ++ALK +   
LL
Sbjct  541  
EKGIRESLEGGYLKGYPIVDVEIVLLDGGTEEGRGYELGFSVCAAMACKEALKSAEIGLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   ++ P   +  A  D       +E+   K D  V    +P   +  Y T 
L   
Sbjct  601  
EPIMDVEVFVPDANMGDAIADLNTRGGKVESINSKADIQVIKAIVPLARMFGYSTALRSA  660

Query  597  TNGRSVCLTELKGY  610
            T GR     + K +
Sbjct  661  TQGRGTFTMQFKSF  674

>WP_073069226.1 elongation factor G [Phormidesmis priestleyi]
 PSB22205.1 elongation factor G [Phormidesmis priestleyi ULC007]
Length=696

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 191/691 (28%), Positives = 324/691 (47%), Gaps = 
69/691 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  



Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTATTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWKQANRYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V + VRD+L A+ +  Q + +  E  L               
Sbjct  129  PRIVFVNKMDRTGANFYKVYEQVRDRLRANAVPIQ-
IPIGAEDKLRGIVDLVKMRAYIYN  187

Query  167  -EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             +  TDIE  D                  +V E +D L+EKY AGE ++ E+ +R+  
R+
Sbjct  188  NDAGTDIEETDIPDDVKDLADEYRTKLIESVAETSDALMEKYFAGEELTEEE-
IRKAIRK  246

Query  208  -----VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---
EQG-------------  245
                 V      P+  GSA K  G+Q ++DAV   L  P+     QG             
Sbjct  247  
GTIEGVNGEFFVPMLCGSAFKNKGVQLMLDAVIDYLPSPLDVPPVQGLLADGTTVERRAD  306

Query  246  -SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIV  303
             ++ +    FKV       R  ++R+YSG L+    V  + + +K +++ + I    
+ +
Sbjct  307  
DNSPMSALAFKVMSDKFVGRLTFVRVYSGVLKKGSYVMNSSKGKKERVSRLIILKADDRI  366

Query  304  RTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D    G++  +P  S  L  D L D            P P++   + PKT    
E+L 
Sbjct  367  
DVDELRAGDLGAIPGLSDTLTGDTLCDENAQVILETLFIPEPVISVAVEPKTKQDMEKLS  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL  L++ DP  R  +D  T++ I++ +G + LE++   +  ++K+E  V  P V 
Y E
Sbjct  427  
KALKALSEEDPTFRVNIDQETNQTIIAGMGELHLEILVDRMMREFKVEANVGAPQVAYRE  486

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               + +KA    +  +      +  + ++V P   G+G ++ S++  G + + +      
Sbjct  487  TIRKAVKAEGRFVR-



QSGGKGQYGHVVITVEPGEPGTGFEFVSKIVGGTVPKEYVGPAEQ  545

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++   E G+  G+ + D +     G Y+   S    F+    + ++  + ++   
LLEP
Sbjct  546  
GMKEACESGILAGYPLIDVRATLIDGSYHEVDSNEMAFKIAGSMAIKDGVMKASPVLLEP  605

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+++L     +       IE+  V++       ++P   +  Y TD+   
T 
Sbjct  606  
VMKVEVEVPEDFLGPVMGNLISRRGQIESQGVERGIAKVATKVPLAEMFGYATDIRSMTQ  665

Query  599  GRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            GR     E   Y+     V + +I   + N+
Sbjct  666  GRGTFTMEFSHYEEVPRNVAETIIAKNKGNA  696

>WP_070982843.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 OHU91812.1 translation elongation factor G [Pseudoalteromonas sp. 
JW3]
 OHU93138.1 translation elongation factor G [Pseudoalteromonas 
amylolytica]
Length=695

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 313/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V++ L+A+ +++   + +  E      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVGQVKNVLAANPLVMTLPIGIEDEFCGVVDVLEKKAYV--
WDDT  186



Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E + R  
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHEMLIESAVEQDDDLMEAYMEGEVPSLEDIKRCIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA---  248
            +D + FP + GSA K  G+Q ++DAV                     +P GE  + 
+   
Sbjct  247  
RDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVSADE  306

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L    FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
E+ 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNELT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   + PK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVQPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  
AV  G
Sbjct  483  
TITQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFSSTVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKSMMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   G++P   +  Y   L   
T+G



Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGLTGVRIKGDVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>OFX12900.1 translation elongation factor G [Armatimonadetes 
bacterium RBG_19FT_COMBO_69_19]
Length=694

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/689 (28%), Positives = 314/689 (46%), Gaps = 
71/689 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +L+ +G +   G V++G+   D M  ER+RGITI 
+A T+
Sbjct  9    
IRNIGIVAHIDAGKTTTTERILFYTGRVHRIGEVDEGSATMDWMVQERERGITITSAATT  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF  EV RSL VLDGA++V+SA +GVQ Q+  ++    +  
+P
Sbjct  69   
CVWRDHRINIIDTPGHVDFTVEVERSLRVLDGAVVVLSAVEGVQPQSETVWRQADRYRVP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTVSLSP  162
             V+++NK+D+ G D    V+ VR++L A                   D+I +K T+ 
L  
Sbjct  129  
RVLYVNKMDRTGADFLRTVRMVRERLGAHAVPVQLAVGSEDNFQGIIDLIRMKSTLYLDD  188

Query  163  EIVLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                 + TDI        E W     +AV E  D+L  KY+ G  ++ +++ R  +    
Sbjct  189  
LGTRSDETDIPADMRELAEEWRERLVEAVAEMTDELTHKYLEGHALTEDEIRRGLREGTL  248

Query  210  DASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGE------
QGSAALC  250
               + PV+ GS+ +  G+QPL+D             AV G     GE        +    
Sbjct  249  
SYKIVPVFAGSSFRNKGVQPLLDAVVDYLPSPVDVPAVVGRHPKTGEPETRKPDPAEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSGTL+    V  A ++K     +I +M    + +I    
Sbjct  309  



SLAFKIVTDPHVGKLTYFRVYSGTLKAGSYVYNAAKDKKERISRILQMHANHREDIPEVT  368

Query  307  
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
                   V L   +    D L D  R       + P P++   + PK+ A  ++L  
AL 
Sbjct  369  AGNVVAAVGLRDTTT--
GDTLCDADRPIVLEAMQFPEPVIAVAVEPKSKADEDKLTTALA  426

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +LA+ DP  +   D  T + +++ +G + LE++   +  ++ ++  V  P V Y E  
R 
Sbjct  427  
KLAEEDPTFKVRFDQETGQTLIAGMGELHLEIIVDRMLREFNVQANVGRPQVAYKETIRQ  486

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               A      +      +    + + PL  GSGV++E  ++ G + + F   +  
GIR  
Sbjct  487  
TADAEGRYVRQTGGRGQYGHCEIILEPLPRGSGVEFEDEITGGDIPREFIPPIEAGIREA  546

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             E G L G+ V D +     G Y+   S+   F+    +  ++A  ++   LLEP 
+   
Sbjct  547  
AESGVLAGYPVVDFRARLVDGSYHEVDSSEMAFKIAGSLAFKEATAKARPVLLEPVMKVE  606

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
               P+ Y+     D       IE  + + +  V    +P   +  Y T L   T 
GR+  
Sbjct  607  
AVTPEPYMGDVIGDLNARRGRIEGIEQQGNARVIRALVPLAEMFGYATALRSATQGRATH  666

Query  604  LTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
              E   Y+            P S  D+VR
Sbjct  667  TMEPSHYEEV----------PTSIADEVR  685

>WP_021090006.1 elongation factor G [Campylobacter concisus]
 A8Z6I6.1 RecName: Full=Elongation factor G; Short=EF-G
 ABW74766.1 translation elongation factor EF-G [Campylobacter 
concisus 13826]
 ERJ27496.1 Translation elongation factor G [Campylobacter concisus 
ATCC 
51561]
 ERJ31551.1 Translation elongation factor G [Campylobacter concisus 
UNSW2]
 AVX43753.1 Translation elongation factor G [Campylobacter concisus]
Length=692



 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  



TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_003045330.1 elongation factor G [Streptococcus canis]
 EIQ82698.1 elongation factor G [Streptococcus canis FSL Z3-227]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++LV   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNDELVAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   



Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_091459799.1 elongation factor G [Acetomicrobium thermoterrenum]
 SDX64749.1 translation elongation factor 2 (EF-2/EF-G) 
[Acetomicrobium thermoterrenum 
DSM 13490]
Length=691

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 194/675 (29%), Positives = 304/675 (45%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G I   G V +G    D M  ER+RGITI 
+A T
Sbjct  10   
KIRNIGIAAHIDAGKTTTSERILFYTGKIHRIGEVHEGAATMDFMDQERERGITISSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    VN++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++  L 
K  +
Sbjct  70   
TCYWKEYMVNLIDTPGHVDFTMEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQLDKYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G +   V++ ++++L A                   D+I  Q +  
+ 
Sbjct  130  
PRIAFVNKMDRVGANFFDVMEQIKERLGANPVPIQLPMGAEDAFKGIIDLITMQAIEYAD  189

Query  163  E----IVLEEN-----TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E    + LEE       + + W     +A+ E +D+++E Y+ G  IS E + R  
+   
Sbjct  190  
ELGTRLELEEIPQAFLAEAKKWRERLIEALAEVDDEIMESYLEGREISEESIKRALRFGT  249



Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
                L P+  GSA K  GIQ L+DA             V G+    GE+        
A  
Sbjct  250  
ISLKLVPMLCGSALKNKGIQLLLDAVIDYLPSPLDIPPVKGVDPRTGEEVVRHTDAEAPF  309

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT----  305
                FKV       R VY R+YSG L         G   L     +    G I+R     
Sbjct  310  TALAFKVLVDPYVGRVVYTRIYSGKLH-------
TGMSVLNTNTGKKERIGRILRVHANK  362

Query  306  ----DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                ++A  G IV +P   + R  D L D            P P++   I P + A 
+ +
Sbjct  363  
REDIESALAGTIVAIPGLKNTRTGDTLCDEKEPVVLEGMNIPEPVISLAIEPASKADQVK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L  LA+ DP  R  +D  T + I+S +G + LE++   L  ++ ++  V +P 
V Y
Sbjct  423  
LSKGLAALAEEDPTFRVAIDHETGQTIISGMGELHLEIIVDRLRREFGVDVRVGKPQVAY  482

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   RP +     I  +      +  +   +  L    G ++E R+  G + + F  
AV
Sbjct  483  REAIKRPARGEGKFIR-
QSGGRGQYGHVVFEIEALPGHRGYEFEDRIVGGVIPKEFIPAV  541

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            + G+   L  G+  G+ V   K+    G ++   S+   F+  A +  ++A+K++   
L+
Sbjct  542  
QKGVEEALTSGVVGGYPVIGIKVALVDGSFHEVDSSEMAFKIAASMAFKEAMKKADPVLM  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL     D       IE    +    V    +P   +  Y + 
L   
Sbjct  602  
EPIMEVEVVTPEEYLGDVMGDLSSRRGRIEGMATRSGAKVVKAYVPLSEMFGYASALRNK  661

Query  597  TNGRSVCLTELKGYQ  611
            T+GR+    +   Y+
Sbjct  662  TSGRATFTMKFSHYE  676

>WP_028598195.1 elongation factor G [Paenibacillus pasadenensis]



Length=691

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 315/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENTDI-  172
             +INK+D  G D  +V++ +R++L A+ +  Q            V L   +  +   
D+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRERLQANAVAIQLPIGAENDFVGVVDLVERVAYKYKDDLG  191

Query  173  ---------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                 E  + V E +++L+ KY+ GE IS  +L    ++ 
V + 
Sbjct  192  
KDPEQVEIPADLVDQAEVLRAELVERVAELDEELMMKYLEGEEISVPELKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGS---------
AALCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+         A      
Sbjct  252  
KIFPVIAGSSYRNKGVQMMLDAVVDYLPAPIDVPAIKGTLEDGTETTRESSDEAPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A ++K     +I +M   S+ EI    
+ Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGVLNSGSYVVNATKDKRERVGRILQMHANSRQEI---
SSVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LQKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +   PL  GSG  +E++V  G + + F    + 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQFGHVWIEFEPLEPGSGFVFENKVVGGVVPREFIGPTQAGIE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
+LEP + 
Sbjct  545  
EAMKNGVLAGFPLVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTIPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIVRAKVPLAEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>WP_107297717.1 elongation factor G [Photobacterium rosenbergii]
 PSW14474.1 elongation factor G [Photobacterium rosenbergii]
Length=695

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 190/669 (28%), Positives = 313/669 (47%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +



Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPEIVL  166
            IF+NK+D+ G D  +VV  V++ L A             D +     + +   +  
E  L
Sbjct  129  
IFVNKLDRMGADFFNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDETGL  188

Query  167  EEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYTIQDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V         
Sbjct  249  
IAFFPTFCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLTDKETGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMQADDRNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L D            P P++   + PK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVTPKDKGGSEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +A   S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  AV  
G  
Sbjct  485  
TQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFKFSSTVVGGNVPKEFWPAVEKGFE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 



QLLEP + 
Sbjct  545  
GMMDNGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIMH  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKADVPLSEMFGYIGHLRTMTSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFAHY  673

>WP_017095473.1 elongation factor G [Vibrio splendidus]
 SBS68620.1 Elongation factor G 1 [Vibrio splendidus]
 OEF30586.1 translation elongation factor G [Vibrio splendidus 
1S-124]
 PMK44118.1 translation elongation factor G [Vibrio splendidus]
 PMO39399.1 translation elongation factor G [Vibrio splendidus]
 PTQ20287.1 elongation factor G [Vibrio splendidus]
Length=695

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/668 (29%), Positives = 313/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D LLE Y+ GE  S E + R  ++  



+D
Sbjct  189  
PENFEIKDVPADMVDDVEQYREELIETAVEQDDDLLEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+    GE+ G+ A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGNHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672



>WP_006150857.1 elongation factor G [Streptococcus infantis]
 EGL85668.1 translation elongation factor G [Streptococcus infantis 
SK1076]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365



Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_008535635.1 elongation factor G [Streptococcus sp. C150]
 EFX55850.1 translation elongation factor G [Streptococcus sp. C150]
Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 313/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFIRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANSRHEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D          E P P+++  + PKT A 
++++
Sbjct  366  ---
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 
Sbjct  423  
GIGLQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
A+  



Sbjct  483  
ETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPALEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLEESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_075535975.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 186/656 (28%), Positives = 301/656 (46%), Gaps = 
60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  ++D+L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIKDRLGAKPLVLQ-
VPIGIEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E ++KL+E Y+ G+ I  + LV+  +
+   



Sbjct  191  
LGAEWEYKDIPDDLKEITEKYRTELIETAVEQDEKLMESYLNGDEIKEDDLVKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------QPIGEQG--------
SAALC  250
            D S  PV  GSA K  G+QPL+DAV                 +G +         S
++  
Sbjct  251  
DFSFVPVLTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGTKVGSEDEIEMKFDDSSSFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            G  FKV          ++R+YSGT++    V  +  +K  ++  M +           
A 
Sbjct  311  
GLAFKVANDPFVGSLTFVRIYSGTIKSGTAVYNSSSDKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L    +      L D          E P P++   + PKT   +E++ 
+AL +L
Sbjct  371  
AGDIVSLAGLKNTMTGHTLCDKENPVLLEPMEFPDPVIEIAVEPKTKGDQEKMGEALARL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E   
K+A
Sbjct  431  
AKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETIEKSA  490

Query  429  SHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             +  IH +       +A + L V P   G G + ES +  G + + F   V  GI    
+
Sbjct  491  
EYEYIHKKQSGGAGQFAKVKLFVEPQEPGKGREVESAIKGGAIPKEFIPGVEKGIETVSD  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    GL++   S+   F   +    ++A  + G +LLEP +   
+ 
Sbjct  551  
SGILAGFPMIDYKVTIVDGLHHDVDSSVLAFELASRACFKEACTQGGLKLLEPIMRVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR+
Sbjct  611  TPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_012560440.1 elongation factor G [Streptococcus pyogenes]
 B5XJR1.1 RecName: Full=Elongation factor G; Short=EF-G



 ACI60573.1 Elongation factor G [Streptococcus pyogenes NZ131]
Length=692

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQESREKLIEAVAETDEDLMMKYLEGEEITNDELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 



Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_029678608.1 elongation factor G [Bifidobacterium sp. 7101]
Length=708

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 192/689 (28%), Positives = 332/689 (48%), Gaps = 
89/689 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI  
AA+
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAI  70

Query  61   TSF---QWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            T+F   Q H    R ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  



++
Sbjct  71   
TAFWNRQSHDPEDRYQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVW  130

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------  156
                K  +P + FINK+D+ G D    V +++DKL    ++ Q                 
Sbjct  131  
RQADKYGVPRICFINKMDKLGADFYYSVDTIKDKLGVKPLVMQLPIGAESDFHGVVDLVR  190

Query  157  -----------------TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
                             T+ +  ++  + E    E  +AV E+++ LLEKY+ GE 
IS++
Sbjct  191  
MVAYYWKDEADLGAKYDTIEIPDDLKDKAEQYHTELLEAVAESDEDLLEKYLGGEEISQQ  250

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
            ++    ++   + S FPV+ GSA K  G+QP++DAV                        
Sbjct  251  
EIRTAVRKMTIEQSAFPVFCGSAFKDKGVQPMLDAVVDYLPSPEDVPAIKGYKIGDESVE  310

Query  239  ---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
               +P  ++  +AL    FKV       + +Y+R+YSG +   +TV  + ++K     
K+
Sbjct  311  IDRKPTVDEPFSALA---
FKVATHPFYGKLIYVRVYSGKVAQGETVLDSTKDKKERVGKL  367

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M    +  +   D A  G I   +   +V   D L D   P  L    +   P 
P++ 
Sbjct  368  FQMHSNKENPV---DEAIAGNIYAFVGLKNVTTGDTLCDEKAPLVLESMTF---
PDPVIE  421

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PKT A +E++  AL +L++ DP  + + D  + + ++S +G +QL+++   +  
++
Sbjct  422  
VAVEPKTKADQEKMGIALQKLSEEDPTFQVKTDEESGQTLISGMGELQLDILVDRMRREF  481

Query  408  KLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--ES  462
             +E  V +P V Y E   +P+    +T   +   +  +A + ++  PL    G  Y  
E+
Sbjct  482  
HVECNVGKPQVAYRETIRKPVMNQEYTHKKQTGGSGQFAKVLMNFEPLDTSEGESYIFEN  541

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +V+ G++ + F  +V  G++  +E G L G+ V   K     G  +   S+   F+    



Sbjct  542  
KVTGGHITKEFIPSVDAGVQEAMESGVLAGFPVVGVKATLTDGQIHEVDSSEMAFKIAGS  601

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +  ++A  ++   +LEP ++  +  P+EY+     D      +I++        V   
++
Sbjct  602  
MCFKEAAPKAKPVILEPIMAVEVRTPEEYMGDVMGDINSRRGSIQSMTDATGVKVIDAKV  661

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P   +  Y  DL   T GR++   ++  Y
Sbjct  662  PLSEMFGYIGDLRSKTQGRAMFTMQMDSY  690

>WP_066777308.1 elongation factor G [Campylobacter hepaticus]
 OCC26713.1 elongation factor G [Campylobacter hepaticus]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 327/686 (48%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKEHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEE  168
            P ++F+NK+D+ G +  +V + +R++L A+ +            K  + L     
+V E+
Sbjct  129  
PRIVFVNKMDRIGANFYNVEEQIRNRLKANPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  169  NTD---------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +T                      ++  +++ E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPDELKDKAQEYRVKMIESISETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA---
LCGSVFKVEYTDCGQ-  263



              + S+ P+  G+A K  G+QPL+DAV        E  +       GS   V+ TD 
G+ 
Sbjct  249  
CLNLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGSEVSVKSTDDGEF  308

Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
GI
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLDPGSGYEFVNDIKGGVIPKEYIPAVDKGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYNEVPKNVAEEIIKKRN  690

>WP_037614817.1 elongation factor G [Streptococcus sinensis]
 KGM37952.1 Translation elongation factor G [Streptococcus sinensis]



Length=693

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----



AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_057496360.1 elongation factor G [Stenotrophomonas maltophilia]
 KRG51571.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 202/673 (30%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117



            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSESVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T    WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQDGAATTATPWDEAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVSPRG-
DDQVVFNDRIVGGVVPRSFIAAVE  540



Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    +     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRVARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_045935561.1 elongation factor G [Bifidobacterium asteroides]
 KJY50383.1 Elongation factor G [Bifidobacterium asteroides]
Length=708

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 192/689 (28%), Positives = 332/689 (48%), Gaps = 
89/689 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI  
AA+
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAI  70

Query  61   TSF---QWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            T+F   Q H    R ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  
++
Sbjct  71   
TAFWNRQSHDPEDRYQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVW  130

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------  156
                K  +P + FINK+D+ G D    V +++DKL    ++ Q                 
Sbjct  131  
RQADKYGVPRICFINKMDKLGADFYYSVDTIKDKLGVKPLVMQLPIGAESDFHGVVDLVR  190

Query  157  -----------------TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
                             T+ +  ++  + E    E  +AV E+++ LLEKY+ GE 
IS++
Sbjct  191  
MVAYYWKDEADLGAKYDTIDIPDDLKDKAEQYHTELLEAVAESDEDLLEKYLGGEEISQQ  250



Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
            ++    ++   + S FPV+ GSA K  G+QP++DAV                        
Sbjct  251  
EIRSAVRKMTIEQSAFPVFCGSAFKDKGVQPMLDAVVDYLPSPEDVPAIKGYKIGDESVE  310

Query  239  ---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
               +P  ++  +AL    FKV       + +Y+R+YSG +   +TV  + ++K     
K+
Sbjct  311  IDRKPTVDEPFSALA---
FKVATHPFYGKLIYVRVYSGKVAQGETVLDSTKDKKERVGKL  367

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M    +  +   D A  G I   +   +V   D L D   P  L    +   P 
P++ 
Sbjct  368  FQMHSNKENPV---DEAIAGNIYAFVGLKNVTTGDTLCDEKAPLVLESMTF---
PDPVIE  421

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PKT A +E++  AL +L++ DP  + + D  + + ++S +G +QL+++   +  
++
Sbjct  422  
VAVEPKTKADQEKMGIALQKLSEEDPTFQVKTDEESGQTLISGMGELQLDILVDRMRREF  481

Query  408  KLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--ES  462
             +E  V +P V Y E   +P+    +T   +   +  +A + ++  PL    G  Y  
E+
Sbjct  482  
HVECNVGKPQVAYRETIRKPVMNQEYTHKKQTGGSGQFAKVLMNFEPLDTSEGESYIFEN  541

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +V+ G++ + F  +V  G++  +E G L G+ V   K     G  +   S+   F+    
Sbjct  542  
KVTGGHITKEFIPSVDAGVQEAMESGVLAGFPVVGVKATLTDGQIHEVDSSEMAFKIAGS  601

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +  ++A  ++   +LEP ++  +  P+EY+     D      +I++        V   
++
Sbjct  602  
MCFKEAAPKAKPVILEPIMAVEVRTPEEYMGDVMGDINSRRGSIQSMTDATGVKVIDAKV  661

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P   +  Y  DL   T GR++   ++  Y
Sbjct  662  PLSEMFGYIGDLRSKTQGRAMFTMQMDSY  690

>WP_102458232.1 elongation factor G [Vibrio splendidus]



 PMJ69137.1 translation elongation factor G [Vibrio splendidus]
Length=695

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 308/667 (46%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENFEIKDVPADMVDDVEQYREELIETAVEQDDDLLEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-
GEQGSAALCGSVFKVEYT--  259
             + FP Y GSA K  G+Q ++DAV            QP+  E G      +V   E 
T  
Sbjct  249  
LAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGNHAVVSTEETFK  308

Query  260  --------DCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTDT  307
                    D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
+
Sbjct  309  
ALAFKIMDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---S  365

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+ 



Sbjct  366  
AQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAIG  425

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y E   
+
Sbjct  426  
KMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETITQ  485

Query  427  A--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  AV  G    
Sbjct  486  
AIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKGFGGM  545

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++  
Sbjct  546  
MENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNVD  605

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR   
Sbjct  606  
VFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQF  665

Query  604  LTELKGY  610
              E   Y
Sbjct  666  SMEFAQY  672

>WP_092326181.1 GTP-binding protein [Butyrivibrio sp. YAB3001]
 SFC40389.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 
sp. YAB3001]
Length=903

 Score = 260 bits (665),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 179/613 (29%), Positives = 296/613 (48%), Gaps = 
22/613 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I IGILAHVDAGKTTL+E+LLY  GAI + G V+      DT  LER RGITI 
+   
Sbjct  3    
KNITIGILAHVDAGKTTLSEALLYTCGAIRKLGRVDHKDAFLDTYELERSRGITIFSKQA  62

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      ++DTPGH DF  E+ R+L +LD A+L+ISA D V +Q ++L+  L    
+
Sbjct  63   
IFEYQDTTFTLLDTPGHADFSPEMERTLQILDMAVLIISAADKVTSQVKLLWKLLSHYQV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+IF+NK+DQ G D + ++ ++RD L++  I     +  P   L     +E  + 
+   
Sbjct  123  PTLIFVNKMDQPGADKKEIMDALRDNLTSHCICFDAENEDPSSSLS----
LELQEELAVC  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D LLE ++ G+ ++  ++    ++ +     FP  +GSA K  G+Q L+D ++      
Sbjct  179  DDDLLEAFLEGKEMTNSEI----
KQLINSRKCFPCIFGSALKTTGVQKLLDLLSDYSDSK  234

Query  242  GEQGS--
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                S   +    ++K+     G R  ++++ SG LR+RD +        K+ 
+MRI + 
Sbjct  235  QNDVSDDDSFSARIYKISRDIQGTRLTHIKIISGRLRVRDQI-----
HDEKVDQMRIYNG  289

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +      A  G +V +    S R  + LG    L      E   P+L  ++        
Sbjct  290  EKYENLQEACKGMVVAVTGLSSTRSGEGLG---
ALSGSVQSEVIQPILSCSLILPDDTDT  346

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
                  L  L + +P+L   +   + +I +  +G VQ E+++ L+  ++ ++       
+
Sbjct  347  
VSFYRKLKGLEEEEPMLLVSLQGSSDQIQVQIMGDVQKEILTHLIKTRFGIDVKFGPGHI  406

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + P   GSG+ + ++ S   L+ ++Q  
+ 
Sbjct  407  VYKETIADTVEGVGHFE--
PLRHYAEVHLLLEPAEPGSGISFHNKCSTDVLSLNWQRLIL  464

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              ++     G L G  +TD KI    G  +   +   DFR      + Q L ++ + 
LLE
Sbjct  465  
THLQEKKHLGVLTGSELTDVKITLLTGKAHEKHTEGGDFRQATYRAVRQGLMQAHSVLLE  524

Query  538  



PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P L+F +  PQE + R  +D  K    +    +   + V TG IPA C+  Y  +L  
+T
Sbjct  525  
PVLNFRIEVPQENIGRVLNDIQKMYGNVGLPDIINGKSVLTGTIPAACLSDYAQELKSFT  584

Query  598  NGRSVCLTELKGY  610
             G     T L GY
Sbjct  585  KGEGSISTTLSGY  597

>WP_013656980.1 GTP-binding protein [Cellulosilyticum lentocellum]
 ADZ83686.1 small GTP-binding protein [Clostridium lentocellum DSM 
5427]
Length=879

 Score = 260 bits (664),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/629 (31%), Positives = 299/629 (48%), Gaps = 
58/629 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LE+ RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESMLYLSGKIRKLGRVDNQDAYLDTYDLEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L    
Sbjct  61   
AMFEVAEAQITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWRLLATYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D + +++ ++  L    I         E   E       +D 
+  
Sbjct  121  IPVFLFVNKMDQQGTDKEKLIEELKKCLDDRCI---------EFGQERTAAF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ L+E Y+  E I   +++    + +++  +FP ++GSA K  G++  M ++      
Sbjct  170  CDEALMEAYLETEHIDTLQIM----
KGIKERKVFPCFFGSALKLEGVENFMQSIVKYASM  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS--  298
                   A    +FK+   + G R  Y++L  G L++RDT+     E+ K+ ++R+ 
S  
Sbjct  226  --PSYPEAFGSKIFKIARDEQGNRLTYMKLTGGRLKVRDTLINHTWEE-
KVNQIRLYSGQ  282



Query  299  KGEIVR-------------TDTAYPGEIVILPSDSVR--
LNDVLGDPTRLPRKRWREDPL  343
            K E V              T T+ PGE + + SDS    L  VL     LP      
DP 
Sbjct  283  KFEAVNEVEAGSICAVTGLTQTS-
PGEGLGIESDSSAPVLAPVLAYQIMLPEGY---DPR  338

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
             ML     PK           L Q  + DP L    D    EI    +G VQ+E++  
L+
Sbjct  339  LML-----PK-----------
LRQFEEEDPQLHIVWDEQLQEIQAQIMGEVQIEILQTLI  382

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ +        ++Y E          H E  P   +A + L + P   GSG++
+   
Sbjct  383  ESRFGVHVTFDSGRIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGQRGSGLRFALG  440

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             S   L +++Q  V   +   + +G L G  +TD KI    G  +   +   DFR     
Sbjct  441  
CSEDVLEKNWQRLVLSHLEEKVHKGVLTGSAITDMKITLVSGRAHKKHTEGGDFREATFR  500

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             + Q LK++ + LLEPY +F L  P++ + RA  D  K   T E +Q   + V   
G  P
Sbjct  501  
AVRQGLKQAESVLLEPYYTFQLEVPEKMVGRAMTDIEKMFGTCEISQTDGEWVTLVGSAP  560

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               ++ Y+ ++  YT G       LKGY+
Sbjct  561  VVTMRNYQKEVVAYTKGHGRLFCTLKGYE  589

>OUW07943.1 elongation factor G [Cellvibrionales bacterium TMED148]
Length=694

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/668 (29%), Positives = 305/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGAATTDFMEQEQERGITIQSAATTCY  68



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WHXHRLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSGVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
            IF+NK+D+ G D  SVV  V+  L A                   D++ +Q         
Sbjct  129  
IFVNKLDRIGADFYSVVNQVKTVLGAKPVVMCLPIGIEDQFVGVVDLLTRQAYVWDDTGL  188

Query  162  PEI-----VLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE      + +E TDI      E  +  +E +D ++  Y+ GE +S   +    ++    
Sbjct  189  
PENYQIVDIPDEMTDIVXKYREELIETAVEQDDDVMMAYMEGEEVSXXXIKNCIRKGTIS  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GSA K  G+Q ++DAV            QP+      E G  A+        
Sbjct  249  
LDFFPTYCGSAFKNKGVQLVLDAVVDYLPNPKEVDPQPLTDDTGXETGEYAIVAPEESFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG LR  DT+  +  G+ E++ ++ EM    + E+   
+
Sbjct  309  ALAFKIMDDRFGA-
LTFIRIYSGILRRGDTILNSYTGKTERIGRMVEMHADXRNEL---E  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
QAKAGDIIAIIGMKNVQTGHTLCDPKHPVNLESMVFPDPVISIAVKPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--R  423
             ++   DP    E D  + E IL  +G + L+V   +L   Y ++ +V EP V Y 
E   
Sbjct  425  
GKMVAEDPSXHVETDQDSGETILKGMGELHLDVKVDILHRTYGVDLLVGEPQVAYRETIT  484

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             L   S+T   +      +  I   + P   GSG  + S V  G + + F  A+  
G + 
Sbjct  485  
ALVDDSYTHKKQTGGAGQFGKIDFRIKPGEPGSGFAFSSTVVGGNIPKEFXPAIEKGFKS  544

Query  484  GLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+ V D +I    G Y++  S+   F   A     Q + ++G QL+EP 
+  
Sbjct  545  
MMMEGPLAGYPVLDVEIEIYDGAYHAVDSSAVAFELAAKAAYRQTMPKAGPQLIEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+  +  K  V    E+P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKDQEPGKTGVRIKAEVPLSEMFGYXGHLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_068990483.1 elongation factor G [Streptococcus himalayensis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVGTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_053592771.1 GTP-binding protein [Lysinibacillus sp. FJAT-14222]



 KOS64416.1 elongation factor G [Lysinibacillus sp. FJAT-14222]
Length=646

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 177/609 (29%), Positives = 293/609 (48%), Gaps = 
18/609 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IG+LAHVDAGKTT +E LL+ + +I   G V+   T  D   LERQRGITI A     
Sbjct  3    
VTIGVLAHVDAGKTTFSEQLLFHTNSIQARGRVDHQDTFLDNHELERQRGITIFAEQGRM  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                    ++DTPGH+DF  E+ R++ V+D AI+++SA +G+Q  T  ++  LR+ 
++PT
Sbjct  63   
SLGDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGIQGHTETVWQLLRQYHVPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
              FINKID+ G D+++V+  ++   S D++       S  +    +T +  W A  
E ++
Sbjct  123  FFFINKIDREGADVEAVMAQLQKDCSEDVLFVDEPLRSDYV----STHMMEWLA--
ERDE  176

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LL+ ++  E +     +   Q  +   + F  + GSA K +GI+  + A   L      
Sbjct  177  QLLDAFL-NETLDSSNCLTHLQAMINQENAFLCFTGSALKDIGIKEFL-
AQLPLLTETHF  234

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
              + A  G VFK+ + D  QR  +L+   GTL +RD  +  G    K+TE+R+ +     
Sbjct  235  NNNVAFQGEVFKIRH-DGHQRLTFLKGLQGTLHVRDEFSF-
GDVTEKVTEIRLYNGSRYE  292

Query  304  RTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                   GEI ++   S   + D++G   R    +  E  +P L+  +  +     
+ +L
Sbjct  293  TVQEVKAGEIFVVKGISQANIGDIIG---RASNSQPYE-
LVPTLQAKVQYEGDQHIKEVL  348

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   +P LR        EI +  +G +QLEV+  +L++++ L+    EP +
+YME
Sbjct  349  
KTFRMLEAEEPSLRVIWHEKFQEIHVHIMGVIQLEVLIEVLNKRFSLDISFGEPQILYME  408



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                  +   H E  P   +A + L + P + G+G  + +      L+   Q  +   
+ 
Sbjct  409  TISTTVTGYGHFE--
PLKHYAEVHLLMEPNTRGTGNTFVNACHADDLSVGHQRLIEKHLF  466

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G+ VTD +     G  +   +   DFR      L Q L+++   
LLEPY  
Sbjct  467  
ERDHHGLLTGFPVTDIRFTLLTGRAHIKHTEGGDFREATFRALRQGLEQAENVLLEPYYR  526

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F L AP +++ R   D  +   T +   + ++  + TG  P     +Y T  A 
YTNG+ 
Sbjct  527  
FKLKAPSDFIGRMMTDIQQASGTFDAPILTENNAILTGRAPVATFMSYSTTFAAYTNGKG  586

Query  602  VCLTELKGY  610
            V   +  GY
Sbjct  587  VLSLQFDGY  595

>WP_049151171.1 GTP-binding protein [Lactobacillus gasseri]
Length=640

 Score = 255 bits (651),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 187/631 (30%), Positives = 303/631 (48%), Gaps = 
64/631 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D   LE++RGITI 
+ +
Sbjct  1    
MKKLTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIQTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKSHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    D + V+  +              +L    V   + D + ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKADKEKVLHDLS-------------
TLDDNCVEFGDEDSDFYEKIAT  167



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    I  E++    +  +    +FPVY+G+A K  G+   +  +    
+ 
Sbjct  168  ADEAILEEYLESGQIKDEEI----
KDLIFQREIFPVYFGAALKLKGVAEFLQGLDKWTKK  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR-----  295
            I  +        +FK+ + + G+R  +L++  G LR +  +        K+ E+R     
Sbjct  224  I--EYPEKFASRIFKISHDEKGERLTWLKVTGGELRAKSELM----
PDEKVNEIRLYNGT  277

Query  296  ----IPS--KGEIVRTD---
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                +PS   GEIV      T YPG+ +    D                        
P+L
Sbjct  278  KYQVVPSTQAGEIVAVSGLKTTYPGQGIGFEKDQTNFT-----------------
MQPVL  320

Query  347  RTTIAPKTAAQRER-
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              T A +TA  +    + AL QL D +P L  + D    EI +  +G++QLE++  
+L +
Sbjct  321  --
TYAVQTAQDKTHATITALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILHD  378

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ LE    +  ++Y E    +     H E  P   +A + L + P  LGSG+ ++
+  S
Sbjct  379  RFSLEVEFTQGKILYQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECS  436

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            L  L + +Q+ V + +      G L G  +TD +I    G   +  +   DFR      
+
Sbjct  437  
LEVLPKKWQDQVMESLANKEHLGVLIGSPLTDVEITLVGGRGSNVHTVGGDFREATYRAV  496

Query  525  EQALKESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
             Q L E   Q    LLEP+  F L   Q+ + RA +D  K     +  +   D V  
TG+
Sbjct  497  
RQGLMELKAQNQVSLLEPWYQFTLRINQDQVGRAINDIEKMGGKFKIGESDHDIVTITGQ  556

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             P   +Q Y T++  Y++G         GYQ
Sbjct  557  APVAQMQDYATEVRNYSHGSGQLECLFAGYQ  587



>WP_105105711.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/685 (29%), Positives = 323/685 (47%), Gaps = 
93/685 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 



Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYMERPLKAASHTIHIEVPPNPF----------
WASIGLSVTPLSLGSGVQYESRVSLG  467
            V Y E        T H       F          +  + +  TP   G G ++E+ 
+  G
Sbjct  479  VSYRE--------
TFHASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGG  530

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + F  AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + 
L++
Sbjct  531  
VVPREFIPAVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKE  590

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A K +   +LEP +   + AP++ L             ++  + + +  +    +P   
+
Sbjct  591  
AAKSAQPTILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEM  650

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
              Y T L   T GR   +     Y+
Sbjct  651  FGYATVLRSATQGRGTFMMVFDHYE  675

>WP_009754780.1 elongation factor G [Streptococcus sp. oral taxon 
056]
 EGP67201.1 translation elongation factor G [Streptococcus sp. oral 
taxon 
056 str. F0418]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  



Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_103636832.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/695 (27%), Positives = 316/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  



Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRTKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V   +   G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKSTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R



Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_103608424.1 MULTISPECIES: elongation factor G [Campylobacter]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/695 (27%), Positives = 316/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353



                 G +V   +   G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKSTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGIKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>PSD19797.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 200/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------



HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRIGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  + L    
+R
Sbjct  189  
QWQEGGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIGADMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVEVAVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDRIVGGVVPRSFIAAVEKGV  543



Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDFNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_075506811.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 190/665 (29%), Positives = 304/665 (46%), Gaps = 
78/665 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  +RD+L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIRDRLGAKPLVLQ-
VPIGIEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      ++ +E ++KL+E Y+ G+ I  E L++  +
+   
Sbjct  191  
LGAEWEYKDIPDDLKEISEKYRTELIESAVEQDEKLMEAYLNGDEIKEEDLIKCIRKGTL  250



Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGSAAL  249
            + S  PV  GSA K  G+QPL+DAV   L  P+                    E 
GS+  
Sbjct  251  
NFSFVPVLTGSAFKNKGVQPLLDAVINYLPSPVDIGSIKGTKLGSDDEIEMKFEDGSS-F  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             G  FKV          ++R+YSGT++    V  +  +K  ++  M +           
A
Sbjct  310  
SGLAFKVANDPFVGSLTFVRIYSGTIKSGTAVYNSSSDKEERVGRMLLMHANSREDIKEA  369

Query  309  YPGEIVILPSDSVRL---------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              G+IV L      +         N VL +P   P         P++   + PKT   
+E
Sbjct  370  NAGDIVSLAGLKNTMTGHTLCDKENPVLLEPMEFPE--------
PVIEIAVEPKTKGDQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++ +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  
P V 
Sbjct  422  
KMGEALARLAKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVA  481

Query  420  YMERPLKAASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K+A    IH +       +A + L V P   G G + ES +  G + + F   
V
Sbjct  482  
YRETIEKSAEFEYIHKKQSGGAGQFAKVKLFVEPQEPGKGREVESAIKGGAIPKEFIPGV  541

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI    + G+  G+ + D K+    GL++   S+   F   +    ++A  + G 
+LL
Sbjct  542  
EKGIETVSDSGILAGFPMIDYKVTIVDGLHHDVDSSVLAFELASRACFKEACTQGGLKLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       I T + + +  V T  +P   +  Y  
+L   
Sbjct  602  
EPIMRVEVVTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSM  661

Query  597  TNGRS  601
            + GR+
Sbjct  662  SQGRA  666



>WP_030035366.1 GTP-binding protein [Clostridium botulinum]
 GAE02579.1 ribosome protection-type tetracycline resistance related 
proteins, 
group 2 [Clostridium botulinum B str. Osaka05]
Length=651

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 295/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV----
SLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +     +     LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKLLNRDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++ + LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKSELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S      +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLSAA---
NIGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFGISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNSGITFESACHADDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFEKDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_057545214.1 GTP-binding protein [Paeniclostridium sordellii]
 CEJ74201.1 Tetracycline resistance protein Tn5397 [[Clostridium] 
sordellii]
 CEO25523.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
 CEN69744.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
 CEN73012.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
 CEP75395.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 256 bits (653),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 163/612 (27%), Positives = 305/612 (50%), Gaps = 
26/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +



Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS  + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISCVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D++ +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIEGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++  +      ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWISSLIENIKKCNIYPILTGSALKDIGIKEFLEKFDYLTKTY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPS  298
                   L G ++KV+Y +   R  Y+++ SG L ++D +     EK    KI  
+RI +
Sbjct  238  CNNEEDFL-
GKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEEKGIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +    G++  L   +   + D L D +       R  + + + + +P L
++ +
Sbjct  297  
GIKFENINEVCSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMVPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHIFEKEHKGILGGFPITDMEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLMKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRS  601
              +L  +T G S
Sbjct  595  PLELLSFTKGNS  606

>WP_090991416.1 GTP-binding protein [Olsenella umbonata]
Length=657

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 188/616 (31%), Positives = 295/616 (48%), Gaps = 
43/616 (7%)

Query  8    
ILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHR  67
            +LAHVDAGKTTL E+LLY +GAI + G V+   +  D   +ER+RGITI ++        
Sbjct  1    
MLAHVDAGKTTLAEALLYRAGAIRKLGRVDHVDSFLDASSMERERGITIFSSQAVLDHDG  60

Query  68   
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFI  127
              + +VDTPGH+DF AE  R+L VLD A+LV+ A DGV+  T  L+  L +  
+PTVIF+
Sbjct  61   
VHLMLVDTPGHVDFGAEAERTLQVLDCAVLVVGANDGVRGHTLTLWRLLERYGVPTVIFV  120

Query  128  
NKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLE  187
            NK D    D ++ + S+RD+LS   +    +            D EA +A+   ++  
L+
Sbjct  121  NKCDLESPDREATMVSLRDRLSQGCVDCACL-----------
FDTEAQEAMAILDESALD  169

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSA  247
            +Y+    +S    V   +R V +    PV++GSA +  G+   +D + GL  P   
+   
Sbjct  170  EYLDAGVLS----VATVRRLVAERRAHPVFFGSALRLEGVDEFLDGLCGLVAP--
REHPK  223

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-----
KITEMRIPSKGEI  302



                 V+KV +   G+R  +L++  G LR RD V   GR        K++++RI S  
+ 
Sbjct  224  
EFAARVYKVTHEARGERVSWLKVTGGCLRTRDLVKGVGRRDGRSWADKVSQLRIYSGAKF  283

Query  303  VRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               D    G++         LP D++       +PT            P+L  ++ 
P   
Sbjct  284  DSVDRVGAGQVCAACGLAHALPGDALGAEPQGSEPTL----------
APVLSYSVEPGQ-  332

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                R+ +AL +LA+ DPLL    +    E+ L  +G +QLEVV   L E++ ++     
Sbjct  333  
VDAHRVHEALARLAEEDPLLGVVWNEQLQEVRLQLMGPIQLEVVRQELEERFGMKVGFGP  392

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S++Y E   +A     H E  P   +A + L + PL  GSGV + +R S   L++
++Q 
Sbjct  393  GSIMYRETIAEAVRGVGHFE--
PLRHYAEVQLLIEPLPRGSGVVFGTRASEDDLDRNWQR  450

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +          G L G  +TD ++    G  +S  +   DFR      + QAL  
+ + 
Sbjct  451  
LILTNAMERPHLGVLTGSPLTDVRVTLLGGRAHSKHTEGGDFRQATYRAVRQALMGARSV  510

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F L  PQ+ L R   D  +  A+     +        G +PA   Q Y   
++
Sbjct  511  
LLEPWYRFSLELPQDQLGRGMSDLQRMGASFGAPAMCGGFAALEGRVPASECQEYAIQVS  570

Query  595  FYTNGRSVCLTELKGY  610
             Y++GR        GY
Sbjct  571  AYSSGRGHFSLAFDGY  586

>WP_075565740.1 MULTISPECIES: elongation factor G [Streptococcus]
 BAV80496.1 elongation factor G [Streptococcus sp. NPS 308]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 316/674 (47%), Gaps = 
71/674 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQRER  360
            DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK+ A 
+++
Sbjct  366  DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481



Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_077832478.1 GTP-binding protein [Clostridium roseum]
 OOL93703.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
roseum]
 OOM02987.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
roseum]
Length=643

 Score = 255 bits (651),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 164/608 (27%), Positives = 294/608 (48%), Gaps = 
21/608 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTTL E +LY + +I + G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGLLAHVDAGKTTLAEQILYHTKSIRKRGRVDHKDSFLDNSSVEKERGITVFSEQAVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               K  +VDTPGHMDF  E+ R++ V+D A+L+IS  DGVQ+QT  ++  LRK 
NIPT+ 
Sbjct  65   
KDSKYFLVDTPGHMDFSPEMERAIEVMDYAVLIISGVDGVQSQTENIWTILRKHNIPTIF  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+   + ++V++ ++D  + ++       LS E++          + + E 
+D +
Sbjct  125  FINKMDRVNANKENVIKEIKDNFTENLFCISGGELSEEVI----------
EFIAEKDDDV  174

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             E Y+      +E      ++ ++ + +FP + GSA +  GI+  +D +  L        
Sbjct  175  CEAYLTS-GYEKELWFNSMKKLIKKSKIFPCFMGSALEDAGIEIFLDGLHNL-
TYTEYNA  232

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                 G V+K+ Y +   + ++++   G+L+++  V +  +   KI E+R  +  +    
Sbjct  233  VEKFVGLVYKIRYDETRNKIIHIKALKGSLKVKQEVIIKNQSN-
KINEIRFYNGNKYTTA  291

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  GEI   +    V++ D +G+      +  + + +P L++ +          
+ + 
Sbjct  292  GLAEAGEIFAAIGIKEVKVGDFIGNNV----
ENIKYNMIPTLKSKVIFDEKLNSNEVFEY  347

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L + +P L    +     + +  +G+++LE++  ++ E++KL+       V+Y 
E  
Sbjct  348  
FKILEEEEPSLNVLWNEKLKSLEIHVMGKIELEILKTIVMERFKLKVDFGACEVLYKETI  407

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             K A+   H E  P   +A + L + P  L SG+ ++S+     L    QN V+  
I   
Sbjct  408  TKKANGYGHFE--
PLRHYAEVCLELEPAPLNSGITFKSKCKTESLTIGEQNLVKTHIFER  465

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G L G +VTD  +    G ++   ++  DFR      L Q L+ +   LLEP+  
F 
Sbjct  466  
EHHGILIGASVTDINVILIDGRHHIKHTSGGDFREATLRALRQGLESTDNILLEPFYDFR  525

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +      + R   D  K        Q+K D  +  G+ P      Y + LA +T 
GR   
Sbjct  526  
IEVNMGEIGRVISDINKMSGEFYEPQMKGDTCIIKGKGPVVEFMDYPSALASFTKGRGKI  585



Query  604  LTELKGYQ  611
                 GY+
Sbjct  586  SLAFSGYE  593

>WP_092139224.1 elongation factor G [Cupriavidus sp. YR651]
 SDD34150.1 translation elongation factor 2 (EF-2/EF-G) [Cupriavidus 
sp. 
YR651]
Length=702

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/697 (28%), Positives = 315/697 (45%), Gaps = 
82/697 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGISAHIDAGKTTTTERILFYTGVNHKLGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W          ++NI+DTPGH+DF  EV RS+ VLDGA +V  A  GVQ Q+  ++    
Sbjct  72   
WKGMAGNYPEHRINIIDTPGHVDFTIEVERSMRVLDGACMVYDAVGGVQPQSETVWRQAN  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSL------  160
            K  +P + F+NK+D+ G D   V   + D+L  + ++ Q            V L      
Sbjct  132  
KYKVPRIAFVNKMDRVGADFFRVQTQIADRLKGNAVLIQIPVGAEDHFQGVVDLVKMRAI  191

Query  161  ----SPEIVLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVRE  203
                  + V  E TDI        E W     +A  E ++ LLE+Y++GEP++ E+
+   
Sbjct  192  
VWDDESQGVRFEYTDIPTALRATAEEWREKMVEAAAEASEDLLERYLSGEPLTEEEIKTG  251

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIG  242
             ++R     + P+  GSA K  G+Q ++DAV                          
P  
Sbjct  252  
LRKRTIAGEIVPMLCGSAFKNKGVQAMLDAVIDYLPSPADVPAILGHTEDDKEAERHPND  311

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPS  298
            ++  +AL    FK+       + ++ R+YSG +   DTV     + RE+L +I +M    
Sbjct  312  DEPFSALA---
FKIMTDPFVGQLIFFRVYSGVVNSGDTVYNPVKSKRERLGRILQMHANV  368



Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            + EI           V L   +    D L DP ++        P P++   + P+T 
A +
Sbjct  369  RNEIKEVRAGDIAAAVGLKEATT--
GDTLCDPDKVIILERMSFPEPVISQAVEPRTKADQ  426

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++ +E  V 
+P V
Sbjct  427  
EKMGIALNRLAQEDPSFRVATDEESGQTIISGMGELHLEILVDRMRREFGVEASVGKPQV  486

Query  419  IYMERPLKAASHTIHIEVPPNPF----
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             Y E  +KA +  +  +          +  + L+V P+  G G ++   +  G + 
+ F 
Sbjct  487  AYRE-
TIKAVAKDVEGKFIKQSGGRGQYGHVVLNVEPMPQGGGYEFVDAIKGGVVPREFI  545

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  LE G L G+ V D K    +G Y+   S    FR    +  ++ ++ 
+  
Sbjct  546  
PAVDKGIKETLESGVLAGYPVVDVKATLVFGSYHDVDSNENAFRMAGSMAFKEGMRRAKP  605

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ--
VKKDEVVFTGEIPARCIQAYRT  591
             LLEP +S  +  P+E+      D       +   +        +   E+P   +  
Y T
Sbjct  606  
VLLEPMMSVEVETPEEFTGNVMGDLSSRRGMVHGMEDIAGGGGKIVRAEVPLATMFGYST  665

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPN  625
             L   T GR+    E K Y  A   V + VI  R+ N
Sbjct  666  SLRSLTQGRATFTMEFKHYAEAPANVAEAVISSRKAN  702

>WP_012678553.1 elongation factor G [Streptococcus equi]
 C0M937.1 RecName: Full=Elongation factor G; Short=EF-G
 C0MF25.1 RecName: Full=Elongation factor G; Short=EF-G
 CAW92462.1 elongation factor G (EF-G) [Streptococcus equi subsp. 
equi 4047]
 CAX00474.1 elongation factor G (EF-G) [Streptococcus equi subsp. 
zooepidemicus]
 AEJ24500.1 elongation factor G (EF-G) [Streptococcus equi subsp. 
zooepidemicus 
ATCC 35246]
 AIA68132.1 elongation factor P [Streptococcus equi subsp. 
zooepidemicus 
CY]



 KED04307.1 elongation factor G [Streptococcus equi subsp. 
ruminatorum CECT 
5772]
 KIQ75612.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus]
 KIS09598.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
Sz5]
 KIS09821.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
Sz16]
 KIS13569.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
Sz57]
 KIS14753.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
Sz105]
 KIS15954.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
SzAM60]
 KIS20516.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
SzAM35]
 KIS21290.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
Sz35]
 CRS34739.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS35406.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV78619.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU32028.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV95117.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS81589.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV78644.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT64781.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT72956.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU69419.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT67886.1 elongation factor G [Streptococcus equi subsp. equi]
 CRR08465.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV05819.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV33040.1 elongation factor G [Streptococcus equi subsp. equi]
 CRR12380.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW22540.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT36508.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU01353.1 elongation factor G [Streptococcus equi subsp. equi]
 CRR07498.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU10653.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT95056.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS38784.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU46063.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT03131.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT04538.1 elongation factor G [Streptococcus equi subsp. equi]
 CRR26048.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW48769.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV32841.1 elongation factor G [Streptococcus equi subsp. equi]



 CRU61267.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU59941.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS73182.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV46755.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU23906.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU10372.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU53312.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU15090.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU36526.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU61997.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV10787.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV61430.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU96755.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW55438.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU28519.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT12546.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV11129.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS43152.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT04019.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV34770.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU85636.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU37154.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV69696.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW56644.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT93316.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU93423.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU84878.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW02618.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU99699.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV05803.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV69466.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT12580.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU62348.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV04099.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW07209.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT93709.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS37536.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW24558.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW49751.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT03363.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV71192.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV27123.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW18584.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV47937.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU16892.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS99537.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW53700.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV45525.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT05653.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU27617.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT22645.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS40415.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV60611.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS73195.1 elongation factor G [Streptococcus equi subsp. equi]



 CRU00466.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU37136.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT24729.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU06121.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT17693.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU43503.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT08430.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV59375.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT90628.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV24880.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV06018.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU29834.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT02350.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS99410.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT95567.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS97709.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT80591.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU04932.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU46610.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW08233.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV05222.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU51139.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW56752.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT33762.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV69902.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT88328.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU59421.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU71799.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT09805.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS94070.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS86425.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS70149.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS69982.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW58574.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT03963.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV38050.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS72667.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV49067.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW48277.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS37236.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS47354.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT21023.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS37239.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS64850.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT03269.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV92682.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV74881.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW17782.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW08748.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW30205.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW08557.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU70991.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT28318.1 elongation factor G [Streptococcus equi subsp. equi]
 CRQ88014.1 elongation factor G [Streptococcus equi subsp. equi]



 CRW16699.1 elongation factor G [Streptococcus equi subsp. equi]
 CRR11751.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU48118.1 elongation factor G [Streptococcus equi subsp. equi]
 CRR25735.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU53002.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW29334.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU72067.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT15068.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS43071.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU16188.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU32107.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU16505.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW58344.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT70741.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV03080.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW37111.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU59141.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW32408.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV74525.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW37540.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV00984.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV80941.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT30078.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU12224.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS37801.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW22825.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT35080.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV76516.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT34892.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW38727.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW36228.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT32009.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT62230.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS43310.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT70350.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT70743.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT40729.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT74279.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV57596.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU53985.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT59725.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT41229.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV42570.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV58518.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV41503.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV70212.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT66391.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS42455.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV92706.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV75626.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV87390.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV11568.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW52372.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV48878.1 elongation factor G [Streptococcus equi subsp. equi]



 CRT41227.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV88110.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS75620.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV79073.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV82076.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW61243.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS43485.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW60746.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT26745.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU38119.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT28523.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT34027.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT39905.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW32197.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW58576.1 elongation factor G [Streptococcus equi subsp. equi]
 CRW60262.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV73757.1 elongation factor G [Streptococcus equi subsp. equi]
 CRR18681.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV00214.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT33760.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU56653.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU57176.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT35397.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU64364.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU68063.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS74671.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT35234.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV05629.1 elongation factor G [Streptococcus equi subsp. equi]
 CRU61403.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS68527.1 elongation factor G [Streptococcus equi subsp. equi]
 CRS38329.1 elongation factor G [Streptococcus equi subsp. equi]
 CRT86415.1 elongation factor G [Streptococcus equi subsp. equi]
 CRV30722.1 elongation factor G [Streptococcus equi subsp. equi]
 SEO05522.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equi]
 SIQ27518.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equi]
 ASB95980.1 elongation factor G [Streptococcus equi subsp. equi]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+LV   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELVAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGTSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_040225102.1 GTP-binding protein [Bhargavaea cecembensis]
Length=642

 Score = 255 bits (651),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 173/611 (28%), Positives = 302/611 (49%), Gaps = 
28/611 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + AI + G V+      D+  +E+ RGIT+ A    
F++
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTEAIRKRGRVDHQDAFLDSHDIEKSRGITVFADQAVFRF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ R++ V+D AI+++SA DGV+  T  ++  L+K  
+P  +
Sbjct  65   
NGTEYTLIDTPGHVDFSPEMERAIGVMDAAIVIVSAADGVEGHTETVWSLLQKHEVPAFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+   D+ +V++ +R  LS D+ +     LSPE+V         W  + E 
+++L
Sbjct  125  FLNKTDRESADVAAVLREIRRTLSDDVCLLDD-GLSPELV--------EW--
IAERDEEL  173

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL---
MDAVTGLFQPIG  242
            LE Y+  +    ++ +   ++ V++  +FP   GSA +  G+      +D +TG      
Sbjct  174  LESYL-
DDDYDEKRWLEVMKKMVRERRIFPAVSGSALQDTGVTDFLKWLDLLTGAEW---  229



Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
                A     V+K+++ + G+R  +L++ SG L +RD V+L G+ + KITE+R  S  
+ 
Sbjct  230  -NEDAPFAARVYKIQHDEGGRRLTFLKVLSGRLSVRDEVSLHGKTE-
KITEIRKYSGRKF  287

Query  303  VRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +TA  GE++ +      L+DV  G+       R     +P L   +        
+ +
Sbjct  288  AAQNTARAGELIAVTG----
LSDVRAGEQIGTSGDRTGFGLIPALSAAVRFDPVISPKDM  343

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+    L   DP L    D    EI +  +G +QL+V+  ++ E++  +    EP+
++Y 
Sbjct  344  
LEHFMMLDAEDPSLSVIWDPHAREIRIHVMGTIQLDVLKDVVKERFGADISFGEPAILYK  403

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E      +   H E  P   ++ + L + P + G+G+ +ES+     L   +QN V   
+
Sbjct  404  ETIRSGVNGYGHFE--
PLRHYSEVHLGLEPAARGAGISFESKCHPNDLAPGYQNLVGQTL  461

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +GL  G  +TD  I    G  ++  ++  DFR  +   L Q L+++   
LLEP  
Sbjct  462  
TEKPHRGLLTGSPLTDLDITLLTGRAHNEHTSGGDFREASLRALRQGLEKADNVLLEPVY  521

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P E + R   D  +     +  + +    + TG +P      Y    A 
+TNG+
Sbjct  522  
DVKVKIPAELMGRILSDLQQANGRFDPPETEDGLALITGRVPVATFMDYPARFASFTNGK  581

Query  601  SVCLTELKGYQ  611
                    GY+
Sbjct  582  GSLSLRPGGYE  592

>WP_096421647.1 elongation factor G [Streptococcus oralis]
 BBA07900.1 Elongation factor G [Streptococcus oralis subsp. 
tigurinus]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.



 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIDVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_014735306.1 elongation factor G [Streptococcus suis]
 AER20589.1 elongation factor G (EF-G) [Streptococcus suis ST1]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  



AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_108207788.1 elongation factor G [Vibrio splendidus]
 PTP93149.1 elongation factor G [Vibrio splendidus]
Length=695

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 314/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+    GE+ G+ A+  
+  



Sbjct  246  
TRDLAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGNHAIVSTEE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FGGMMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFAQY  672

>WP_091234486.1 elongation factor G [Fontibacillus panacisegetis]
 SDG13618.1 translation elongation factor 2 (EF-2/EF-G) 
[Fontibacillus panacisegetis]
Length=692



 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 315/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
             ++NK+D  G D  +VV+ +R +L A                   DII ++         
Sbjct  132  
AYVNKMDIIGADYLNVVKDMRARLQANAVAIQLPIGAENDFVGIIDIITQKAYMYKDDLG  191

Query  158  -----VSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 V +  +   + E    E  + V E ++ L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QNIEEVEIPADYAAQVEELRAELIEKVAELDEDLTMKYLEGEEITVEELKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  GIQ ++DAV      PI         + GS                
Sbjct  252  
KIFPVVCGSSYRNKGIQLMLDAVIDFLPAPIDVPSIKGHLDDGSEVERHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A + K     +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKNKRERIGRILQMHANSRKEITEV---Y  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKAPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  ER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  G+G Q+ES++  G + + +    
+
Sbjct  482  ETFKTPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEAGTGNQFESKIVGGSVPREYIAPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A  + G  
LLE
Sbjct  541  
QGIEEAMKNGVLAGFPLVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCGAVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDARGGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_062107672.1 elongation factor G [Bacillus niameyensis]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 315/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW---  175
            P ++F+NK+D+ G D    V ++R++L A+    Q + +  E   +   D+   
+AW   
Sbjct  129  PRIVFVNKMDKIGADFIYSVGTLRERLQANAHPIQ-
LPIGAEDTFKGMVDLVEMKAWFYE  187

Query  176  ----------------------------DAVIENNDKLLEKYIAGEPISREKL---
VREE  204
                                        +AV + ++ L+EKY+ GE IS E+L   
+R+ 
Sbjct  188  
SDDPQDPVEGSIPEDLQDQAEELRTSLIEAVADLDENLMEKYLEGEEISVEELKAAIRKA  247

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ------G  245
              RV+    +PV  G+A K  G+Q ++DAV              G+     E+       
Sbjct  248  TLRVE---
FYPVLCGTAFKNKGVQKVLDAVVAYLPAPTDIESIKGIVPDTEEEIARHADD  304

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
            S       FKV       R  + R+YSGTL     V       RE++ +I +M    
+ E
Sbjct  305  
SEPFSALAFKVMTDPYVGRLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANHREE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I    T Y G+I   +        D L D   L      E P P++   + PK+ A 
+++
Sbjct  365  I---
STVYSGDIAAAVGLKDTSTGDTLCDEKELVILESMEFPEPVISVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R E +  T ++++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGMALAKLQEEDPTFRAETNPETGQVVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++++ +  G + + +  
AV+
Sbjct  482  
RETFRETAEVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFQNAIVGGVVPREYIPAVQ  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   ++ G+  G+ + D K     G Y+   S+   F+  A + L+ A K+    
LLE
Sbjct  542  
AGLEDSMQNGIIAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKNAAKKCNPVLLE  601



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMRVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLAEMFGYATSLRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR V       Y+
Sbjct  662  QGRGVYTMFFDHYE  675

>WP_039617755.1 MULTISPECIES: elongation factor G [Campylobacter]
 AJD01347.1 translation elongation factor EF-G [Campylobacter lari 
NCTC 11845]
 AJD03028.1 translation elongation factor EF-G [Campylobacter lari 
CCUG 22395]
 AJD04513.1 translation elongation factor EF-G [Campylobacter lari 
RM16701]
 AJD05992.1 translation elongation factor EF-G [Campylobacter lari 
RM16712]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 322/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +++E++    
+  
Sbjct  189  



ENKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELTQEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690



>WP_087951331.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]
 OTY11485.1 elongation factor G [Bacillus thuringiensis serovar 
muju]
 OUB10015.1 translation elongation factor G [[Bacillus 
thuringiensis] serovar 
konkukian]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_070395710.1 elongation factor G [Moorea producens]
 AOX03328.1 translation elongation factor G [Moorea producens 
PAL-8-15-08-1]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 188/698 (27%), Positives = 315/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KTRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHEGTAVTDWMDQERERGITITAAAI  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STNWREHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + VRD+L ++ +              I   V +  
+I   
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQVRDRLRSNAVPIQIPIGSESEFRGIVDLVRMRAKIYTN  188

Query  168  E-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDIE                    ++V E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTDIEDTEIPEEVKEQAEEYRAKLVESVAETDEALIEKYLEGEEITAEEIREALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALC  250
             +  + P+  GSA K  G+Q L+DAV                 P GE         
A + 
Sbjct  249  
IEGRIVPMLCGSAFKNKGVQLLLDAVIDYLPAPIDVPPIQGTMPKGETVERVADDEAPMS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  +LR+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFLRVYSGVLKKGSYILNSTKGKKERISRLIVLKADDRIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  V       G+ +      + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAVGLKHTITGDTICDEESPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R  +D  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
QDMEKLSKALQALSEEDPTFRVSIDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   + ++A    I  +      +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKSVQAEGKFIR-



QSGGKGQYGHVIVELEPGDTGSGFEFVSKIVGGSVPRE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + +    G++   E G+  G+ V D K+    G Y+   S+   F+    + +  A
+ ++
Sbjct  534  
YISPAEQGMKEACESGILAGYPVIDVKVTLIDGSYHDVDSSEMAFKIAGSMAMRNAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       IE    +      T ++P   +  
Y T
Sbjct  594  
APVLLEPMMKVEVEVPEDFLGDVMGDLNSRRGQIEGMGSEDGIAKVTAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E K Y      V + +I   + N+
Sbjct  654  DIRSKTQGRGIFSMEFKTYDEVPRNVAEAIIAKNQGNA  691

>WP_053566374.1 GTP-binding protein [Lactobacillus plantarum]
 ALC07276.1 Elongation factor G [Lactobacillus plantarum]
Length=662

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     



P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L + P   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLKPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_058919506.1 elongation factor G [Carnobacterium sp. CP1]
 ALV22277.1 Translation elongation factor G [Carnobacterium sp. CP1]
Length=694



 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 314/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGGAQMDWMAQEQERGITITSAATTAA  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA++++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVMLLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEI------  164
            +FINK+D+ G D    V ++ D+L A+              I I   V +  EI      
Sbjct  133  
VFINKMDKTGADFLYSVGTMHDRLQANAHPIQLPMGAETEFIGIIDLVKMKAEIYEDDMG  192

Query  165  --VLEENTDIE------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              V EE+   E       W     +AV E ++ ++E+Y+ GE I+  +L+   ++     
Sbjct  193  
QVVREEDIPAEYQELADEWRTKLIEAVAELDEDMMERYLEGEEITEAELIAGIRKATLSV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCGS  252
              +PV  GSA K  G+Q ++DAV   L  PI                      SA     
Sbjct  253  
EFYPVLCGSAFKNKGVQMMLDAVIDYLPSPIDVKPMEGILPGTEDTVERPADDSAPFAAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL+    +  A + K     +I +M   S+ EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYSGTLQAGSYIQNASKGKRERVGRILQMHANSRSEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I    + +V L D     T    K        + P P+++  I PK+ A ++
++  
Sbjct  370  FAGDI----
AAAVGLKDTTTGDTLCDEKSQVILESMDFPEPVIQVAIEPKSKADQDKMGV  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P V 
Y E 



Sbjct  426  
ALQKLAEEDPTFRAETDHETGETIIAGMGELHLDIIVDRMKREFGVEATVGAPQVSYRET  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  +P   G G ++E  +  G + + +  AV
+ G+
Sbjct  486  
FRGSTQAEGKFVRQSGGKGQYGHVWIEFSPNEEGKGFEFEDAIVGGVVPREYIPAVKAGL  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L+ G L G+ + D K     G Y+   S    F+  A + L+ A K++   
+LEP +
Sbjct  546  
EASLDNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKNAAKKANPVILEPMM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P++YL             IE ++V+ +  +  G IP   +  Y T L   
T GR
Sbjct  606  
AVDITIPEDYLGDVMGHISARRGRIEGSEVRGNTTIVKGTIPLAEMFGYATALRSATQGR  665

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  666  GTFSMTFDHYE  676

>WP_002938501.1 elongation factor G [Streptococcus suis]
 EEF63908.1 translation elongation factor G [Streptococcus suis 
89/1591]
 AEB80638.1 elongation factor G (EF-G) [Streptococcus suis ST3]
 AER16432.1 elongation factor G (EF-G) [Streptococcus suis D9]
 AGL47146.1 Translation elongation factor G [Streptococcus suis 
TL13]
 AGW86525.1 Translation elongation factor G [Streptococcus suis 
YB51]
 AGZ22257.1 translation elongation factor G [Streptococcus suis T15]
 AHF58664.1 Translation elongation factor G [Streptococcus suis 
05HAS68]
 AIG42678.1 elongation factor G [Streptococcus suis 6407]
 ALA27882.1 elongation factor G [Streptococcus suis]
 KPA59663.1 elongation factor G [Streptococcus suis]
 KPA60435.1 elongation factor G [Streptococcus suis]
 KPA60861.1 elongation factor G [Streptococcus suis]
 KPA70735.1 elongation factor G [Streptococcus suis]
 CYU57308.1 elongation factor G [Streptococcus suis]
 CYW42486.1 elongation factor G [Streptococcus suis]
 CYU52477.1 elongation factor G [Streptococcus suis]
 CYU78098.1 elongation factor G [Streptococcus suis]
 CYV11599.1 elongation factor G [Streptococcus suis]
 CYX45351.1 elongation factor G [Streptococcus suis]
 CZA01606.1 elongation factor G [Streptococcus suis]



 CYZ88639.1 elongation factor G [Streptococcus suis]
 CYX20828.1 elongation factor G [Streptococcus suis]
 CZA10821.1 elongation factor G [Streptococcus suis]
 CYV79294.1 elongation factor G [Streptococcus suis]
 CYU97930.1 elongation factor G [Streptococcus suis]
 CYW56867.1 elongation factor G [Streptococcus suis]
 CYV33999.1 elongation factor G [Streptococcus suis]
 CYV05111.1 elongation factor G [Streptococcus suis]
 CYW75959.1 elongation factor G [Streptococcus suis]
 CYW69227.1 elongation factor G [Streptococcus suis]
 CYV23085.1 elongation factor G [Streptococcus suis]
 CYX70049.1 elongation factor G [Streptococcus suis]
 CYU64742.1 elongation factor G [Streptococcus suis]
 CYV74531.1 elongation factor G [Streptococcus suis]
 CYW84846.1 elongation factor G [Streptococcus suis]
 CYV42485.1 elongation factor G [Streptococcus suis]
 CYU78790.1 elongation factor G [Streptococcus suis]
 CYW32731.1 elongation factor G [Streptococcus suis]
 CYU24724.1 elongation factor G [Streptococcus suis]
 CYU24414.1 elongation factor G [Streptococcus suis]
 CYV78493.1 elongation factor G [Streptococcus suis]
 CYW33319.1 elongation factor G [Streptococcus suis]
 CYV13927.1 elongation factor G [Streptococcus suis]
 CYU21260.1 elongation factor G [Streptococcus suis]
 CYU82717.1 elongation factor G [Streptococcus suis]
 CYU33583.1 elongation factor G [Streptococcus suis]
 CYV30418.1 elongation factor G [Streptococcus suis]
 CYU34467.1 elongation factor G [Streptococcus suis]
 CYU29763.1 elongation factor G [Streptococcus suis]
 CYV31397.1 elongation factor G [Streptococcus suis]
 CYU78108.1 elongation factor G [Streptococcus suis]
 CYV87520.1 elongation factor G [Streptococcus suis]
 CYX78701.1 elongation factor G [Streptococcus suis]
 CYW45441.1 elongation factor G [Streptococcus suis]
 CYV68623.1 elongation factor G [Streptococcus suis]
 CYV34894.1 elongation factor G [Streptococcus suis]
 CYT98288.1 elongation factor G [Streptococcus suis]
 CYW62631.1 elongation factor G [Streptococcus suis]
 CYW30798.1 elongation factor G [Streptococcus suis]
 CYX12823.1 elongation factor G [Streptococcus suis]
 CYW94240.1 elongation factor G [Streptococcus suis]
 CYU76083.1 elongation factor G [Streptococcus suis]
 CYU29235.1 elongation factor G [Streptococcus suis]
 CYX34076.1 elongation factor G [Streptococcus suis]
 CYW53381.1 elongation factor G [Streptococcus suis]
 CYV57753.1 elongation factor G [Streptococcus suis]
 CYU23018.1 elongation factor G [Streptococcus suis]
 CYX06029.1 elongation factor G [Streptococcus suis]
 CYV33144.1 elongation factor G [Streptococcus suis]
 CYX07541.1 elongation factor G [Streptococcus suis]
 CYU13891.1 elongation factor G [Streptococcus suis]
 CYX30602.1 elongation factor G [Streptococcus suis]
 CYX47491.1 elongation factor G [Streptococcus suis]
 CYU39430.1 elongation factor G [Streptococcus suis]



 CYV23681.1 elongation factor G [Streptococcus suis]
 CYW66946.1 elongation factor G [Streptococcus suis]
 CYW11988.1 elongation factor G [Streptococcus suis]
 CYV86842.1 elongation factor G [Streptococcus suis]
 CYW45006.1 elongation factor G [Streptococcus suis]
 CYV22276.1 elongation factor G [Streptococcus suis]
 CYW08847.1 elongation factor G [Streptococcus suis]
 CYV11884.1 elongation factor G [Streptococcus suis]
 CYV80410.1 elongation factor G [Streptococcus suis]
 CYW64820.1 elongation factor G [Streptococcus suis]
 CYX62049.1 elongation factor G [Streptococcus suis]
 CYV56560.1 elongation factor G [Streptococcus suis]
 CYT79136.1 elongation factor G [Streptococcus suis]
 CYU37192.1 elongation factor G [Streptococcus suis]
 CYV89867.1 elongation factor G [Streptococcus suis]
 CYU42491.1 elongation factor G [Streptococcus suis]
 CYW21683.1 elongation factor G [Streptococcus suis]
 CYW62609.1 elongation factor G [Streptococcus suis]
 CYU98135.1 elongation factor G [Streptococcus suis]
 CYW40936.1 elongation factor G [Streptococcus suis]
 CYV88648.1 elongation factor G [Streptococcus suis]
 CYT62270.1 elongation factor G [Streptococcus suis]
 CYV74233.1 elongation factor G [Streptococcus suis]
 CYV07338.1 elongation factor G [Streptococcus suis]
 CYV56648.1 elongation factor G [Streptococcus suis]
 CYV26013.1 elongation factor G [Streptococcus suis]
 CYV13656.1 elongation factor G [Streptococcus suis]
 CYV81860.1 elongation factor G [Streptococcus suis]
 CYV81017.1 elongation factor G [Streptococcus suis]
 CYU13813.1 elongation factor G [Streptococcus suis]
 CYV81054.1 elongation factor G [Streptococcus suis]
 CYV85454.1 elongation factor G [Streptococcus suis]
 CYV98400.1 elongation factor G [Streptococcus suis]
 CYV89695.1 elongation factor G [Streptococcus suis]
 CYX98167.1 elongation factor G [Streptococcus suis]
 CYW24843.1 elongation factor G [Streptococcus suis]
 CYX89624.1 elongation factor G [Streptococcus suis]
 CYV30061.1 elongation factor G [Streptococcus suis]
 CYT81879.1 elongation factor G [Streptococcus suis]
 CYU03737.1 elongation factor G [Streptococcus suis]
 CYV13043.1 elongation factor G [Streptococcus suis]
 CYV06499.1 elongation factor G [Streptococcus suis]
 CYV04502.1 elongation factor G [Streptococcus suis]
 AML47413.1 elongation factor G [Streptococcus suis]
 AMU79452.1 elongation factor G [Streptococcus suis]
 ANC99137.1 elongation factor G [Streptococcus suis]
 AOM73857.1 translation elongation factor G [Streptococcus suis]
 GAW39404.1 elongation factor G [Streptococcus suis]
 AUW25160.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 



77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  



P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_002986045.1 elongation factor G [Streptococcus pyogenes]
 NP_268626.1 translation elongation factor G, EF-G [Streptococcus 
pyogenes 
M1 GAS]
 Q5XDW4.3 RecName: Full=Elongation factor G; Short=EF-G
 P69946.2 RecName: Full=Elongation factor G; Short=EF-G
 P69948.2 RecName: Full=Elongation factor G; Short=EF-G
 Q48VB6.1 RecName: Full=Elongation factor G; Short=EF-G
 Q1JNH7.1 RecName: Full=Elongation factor G; Short=EF-G
 Q1JIM6.1 RecName: Full=Elongation factor G; Short=EF-G
 Q1J8I4.1 RecName: Full=Elongation factor G; Short=EF-G
 P0DA84.1 RecName: Full=Elongation factor G; Short=EF-G
 P0DA85.1 RecName: Full=Elongation factor G; Short=EF-G
 AAK33347.1 translation elongation factor G, EF-G [Streptococcus 
pyogenes 
M1 GAS]
 AAL97040.1 elongation factor G [Streptococcus pyogenes MGAS8232]
 AAM78807.1 elongation factor G [Streptococcus pyogenes MGAS315]
 BAC63301.1 putative translation elongation factor G, EF-G 
[Streptococcus 
pyogenes SSI-1]
 AAT86399.1 Translation Elongation Factor G [Streptococcus pyogenes 
MGAS10394]
 AAX71340.1 protein translation elongation factor G [Streptococcus 



pyogenes 
MGAS6180]
 AAZ50851.1 protein translation elongation factor G [Streptococcus 
pyogenes 
MGAS5005]
 ABF31422.1 translation elongation factor G (EF-G) [Streptococcus 
pyogenes 
MGAS9429]
 ABF33297.1 translation elongation factor G (EF-G) [Streptococcus 
pyogenes 
MGAS10270]
 ABF37177.1 translation elongation factor G (EF-G) [Streptococcus 
pyogenes 
MGAS10750]
 EFM32845.1 translation elongation factor G [Streptococcus pyogenes 
ATCC 
10782]
 AEQ23877.1 translation elongation factor G [Streptococcus pyogenes 
Alab49]
 AFC65620.1 translation elongation factor G protein FusA 
[Streptococcus pyogenes 
MGAS15252]
 AFC67494.1 translation elongation factor G protein FusA 
[Streptococcus pyogenes 
MGAS1882]
 CCG26290.1 Translation elongation factor G [Streptococcus pyogenes 
NS88.2]
 EIK42604.1 elongation factor G [Streptococcus pyogenes HKU 
QMH11M0907901]
 BAM31034.1 elongation factor G [Streptococcus pyogenes M1 476]
 AFV37371.1 translation elongation factor G [Streptococcus pyogenes 
A20]
 AGQ27127.1 elongation factor P [Streptococcus pyogenes HSC5]
 EPZ41339.1 translation elongation factor G [Streptococcus pyogenes 
GA41345]
 EPZ46486.1 translation elongation factor G [Streptococcus pyogenes 
GA40634]
 EQL80060.1 translation elongation factor G [Streptococcus pyogenes 
UTMEM-1]
 EQL81637.1 translation elongation factor G [Streptococcus pyogenes 
UTSW-2]
 EQL82682.1 translation elongation factor G [Streptococcus pyogenes 
GA19681]
 ERL18124.1 translation elongation factor G [Streptococcus pyogenes 
GA41046]
 ERL20279.1 translation elongation factor G [Streptococcus pyogenes 
GA06023]
 ESA49540.1 translation elongation factor G [Streptococcus pyogenes 
GA41208]
 ESA51389.1 translation elongation factor G [Streptococcus pyogenes 
GA40056]
 ESA53620.1 translation elongation factor G [Streptococcus pyogenes 
GA19700]
 ESA54326.1 translation elongation factor G [Streptococcus pyogenes 



GA41394]
 ESA57105.1 translation elongation factor G [Streptococcus pyogenes 
GA40377]
 ESA58272.1 translation elongation factor G [Streptococcus pyogenes 
GA03805]
 ESU86521.1 translation elongation factor G [Streptococcus pyogenes 
GA03799]
 ESU86905.1 translation elongation factor G [Streptococcus pyogenes 
GA40884]
 ESU89128.1 translation elongation factor G [Streptococcus pyogenes 
GA03455]
 ESU91389.1 translation elongation factor G [Streptococcus pyogenes 
GA19702]
 ESU94622.1 translation elongation factor G [Streptococcus pyogenes 
GA03747]
 ESU95398.1 translation elongation factor G [Streptococcus pyogenes 
GA16797]
 EZK53734.1 elongation factor G [Streptococcus pyogenes 
ABC020054973]
 EZK53859.1 elongation factor G [Streptococcus pyogenes 
ABC020052558]
 EZK54957.1 elongation factor G [Streptococcus pyogenes 
ABC020060793]
 EZK58155.1 elongation factor G [Streptococcus pyogenes 
ABC020052543]
 EZK59984.1 elongation factor G [Streptococcus pyogenes 
ABC020052291]
 EZK60296.1 elongation factor G [Streptococcus pyogenes 
ABC020048541]
 EZK60465.1 elongation factor G [Streptococcus pyogenes 
ABC020048184]
 EZK64334.1 elongation factor G [Streptococcus pyogenes 
ABC020047959]
 EZK66962.1 elongation factor G [Streptococcus pyogenes 
ABC020047925]
 EZK67273.1 elongation factor G [Streptococcus pyogenes 
ABC020047395]
 EZK68605.1 elongation factor G [Streptococcus pyogenes 
ABC020044010]
 EZK72131.1 elongation factor G [Streptococcus pyogenes 
ABC020044412]
 EZK73274.1 elongation factor G [Streptococcus pyogenes 
ABC020032183]
 EZK73473.1 elongation factor G [Streptococcus pyogenes 
ABC020035427]
 EZK75330.1 elongation factor G [Streptococcus pyogenes 
ABC020031898]
 EZK79521.1 elongation factor G [Streptococcus pyogenes 
ABC020016937]
 EZK79816.1 elongation factor G [Streptococcus pyogenes 
ABC020025676]
 EZK81940.1 elongation factor G [Streptococcus pyogenes 
ABC020026946]
 EZK85773.1 elongation factor G [Streptococcus pyogenes 



ABC020015294]
 EZK86566.1 elongation factor G [Streptococcus pyogenes 
ABC020015292]
 EZK87604.1 elongation factor G [Streptococcus pyogenes 
ABC020015285]
 EZK87758.1 elongation factor G [Streptococcus pyogenes 
ABC020015277]
 EZK88244.1 elongation factor G [Streptococcus pyogenes 
ABC020014690]
 EZK93811.1 elongation factor G [Streptococcus pyogenes 
ABC020010041]
 EZK95955.1 elongation factor G [Streptococcus pyogenes 
ABC020013551]
 EZK96438.1 elongation factor G [Streptococcus pyogenes 
ABC020009156]
 EZK97558.1 elongation factor G [Streptococcus pyogenes 
ABC020007794]
 EZK98225.1 elongation factor G [Streptococcus pyogenes 
ABC020006309]
 EZL02321.1 elongation factor G [Streptococcus pyogenes 
ABC020005405]
 EZL02559.1 elongation factor G [Streptococcus pyogenes 
ABC020006298]
 EZL03598.1 elongation factor G [Streptococcus pyogenes 
ABC020004984]
 EZL07639.1 elongation factor G [Streptococcus pyogenes 
ABC020058759]
 EZL08257.1 elongation factor G [Streptococcus pyogenes 
ABC020056885]
 EZL08565.1 elongation factor G [Streptococcus pyogenes 
ABC020054955]
 EZL11067.1 elongation factor G [Streptococcus pyogenes 
ABC020054871]
 EZL13000.1 elongation factor G [Streptococcus pyogenes 
ABC020052420]
 EZL15018.1 elongation factor G [Streptococcus pyogenes 
ABC020052216]
 EZL15187.1 elongation factor G [Streptococcus pyogenes 
ABC020052203]
 EZL17173.1 elongation factor G [Streptococcus pyogenes 
ABC020050731]
 EZL19946.1 elongation factor G [Streptococcus pyogenes 
ABC020048543]
 EZL21282.1 elongation factor G [Streptococcus pyogenes 
ABC020049250]
 EZL24436.1 elongation factor G [Streptococcus pyogenes 
ABC020048395]
 EZL26776.1 elongation factor G [Streptococcus pyogenes 
ABC020046470]
 EZL28992.1 elongation factor G [Streptococcus pyogenes 
ABC020047993]
 EZL30519.1 elongation factor G [Streptococcus pyogenes 
ABC020044193]
 EZL31078.1 elongation factor G [Streptococcus pyogenes 



ABC020044188]
 EZL31247.1 elongation factor G [Streptococcus pyogenes 
ABC020046264]
 EZL36813.1 elongation factor G [Streptococcus pyogenes 
ABC020039391]
 EZL37500.1 elongation factor G [Streptococcus pyogenes 
ABC020038558]
 EZL40636.1 elongation factor G [Streptococcus pyogenes 
ABC020033799]
 EZL42100.1 elongation factor G [Streptococcus pyogenes 
ABC020032523]
 EZL42460.1 elongation factor G [Streptococcus pyogenes 
ABC020033193]
 EZL42932.1 elongation factor G [Streptococcus pyogenes 
ABC020032182]
 EZL47206.1 elongation factor G [Streptococcus pyogenes 
ABC020030925]
 EZL47902.1 elongation factor G [Streptococcus pyogenes 
ABC020031290]
 EZL50499.1 elongation factor G [Streptococcus pyogenes 
ABC020029793]
 EZL52044.1 elongation factor G [Streptococcus pyogenes 
ABC020029711]
 EZL52716.1 elongation factor G [Streptococcus pyogenes 
ABC020026287]
 EZL55134.1 elongation factor G [Streptococcus pyogenes 
ABC020026799]
 EZL56229.1 elongation factor G [Streptococcus pyogenes 
ABC020017526]
 EZL59635.1 elongation factor G [Streptococcus pyogenes 
ABC020014925]
 EZL60427.1 elongation factor G [Streptococcus pyogenes 
ABC020014897]
 EZL61140.1 elongation factor G [Streptococcus pyogenes 
ABC020014529]
 EZL64654.1 elongation factor G [Streptococcus pyogenes 
ABC020013952]
 EZL65642.1 elongation factor G [Streptococcus pyogenes 
ABC020006103]
 EZL67601.1 elongation factor G [Streptococcus pyogenes 
ABC020005887]
 EZL71237.1 elongation factor G [Streptococcus pyogenes 
ABC020052497]
 EZL71391.1 elongation factor G [Streptococcus pyogenes 
ABC020047619]
 EZL72016.1 elongation factor G [Streptococcus pyogenes 
ABC020057192]
 EZL75189.1 elongation factor G [Streptococcus pyogenes 
ABC020047076]
 EZL79267.1 elongation factor G [Streptococcus pyogenes 
ABC020056898]
 EZL80125.1 elongation factor G [Streptococcus pyogenes 
ABC020056891]
 EZL81448.1 elongation factor G [Streptococcus pyogenes 



ABC020056060]
 EZL82231.1 elongation factor G [Streptococcus pyogenes 
ABC020044203]
 EZL82385.1 elongation factor G [Streptococcus pyogenes 
ABC020057449]
 EZL86993.1 elongation factor G [Streptococcus pyogenes 
ABC020043540]
 EZL87204.1 elongation factor G [Streptococcus pyogenes 
ABC020052378]
 EZL87644.1 elongation factor G [Streptococcus pyogenes 
ABC020057168]
 EZL93095.1 elongation factor G [Streptococcus pyogenes 
ABC020030063]
 EZL93672.1 elongation factor G [Streptococcus pyogenes 
ABC020056064]
 EZL94911.1 elongation factor G [Streptococcus pyogenes 
ABC020033020]
 EZL97128.1 elongation factor G [Streptococcus pyogenes 
ABC020055897]
 EZL98905.1 elongation factor G [Streptococcus pyogenes 
ABC020053240]
 EZL99587.1 elongation factor G [Streptococcus pyogenes 
ABC020052519]
 EZM03399.1 elongation factor G [Streptococcus pyogenes 
ABC020048885]
 EZM05476.1 elongation factor G [Streptococcus pyogenes 
ABC020049540]
 EZM07159.1 elongation factor G [Streptococcus pyogenes 
ABC020041424]
 EZM07200.1 elongation factor G [Streptococcus pyogenes 
ABC020051161]
 EZM07755.1 elongation factor G [Streptococcus pyogenes 
ABC020057288]
 EZM12089.1 elongation factor G [Streptococcus pyogenes 
ABC020039031]
 EZM12260.1 elongation factor G [Streptococcus pyogenes 
ABC020037542]
 EZM13783.1 elongation factor G [Streptococcus pyogenes 
ABC020056020]
 EZM17232.1 elongation factor G [Streptococcus pyogenes 
ABC020033919]
 EZM18776.1 elongation factor G [Streptococcus pyogenes 
ABC020035446]
 EZM19609.1 elongation factor G [Streptococcus pyogenes 
ABC020032186]
 EZM21280.1 elongation factor G [Streptococcus pyogenes 
ABC020033233]
 EZM22577.1 elongation factor G [Streptococcus pyogenes 
ABC020029706]
 EZM25526.1 elongation factor G [Streptococcus pyogenes 
ABC020062474]
 EZM25667.1 elongation factor G [Streptococcus pyogenes 
ABC020062601]
 EZM26166.1 elongation factor G [Streptococcus pyogenes 



ABC020060220]
 EZM30706.1 elongation factor G [Streptococcus pyogenes 
ABC020056794]
 EZM30846.1 elongation factor G [Streptococcus pyogenes 
ABC020048262]
 EZM31517.1 elongation factor G [Streptococcus pyogenes 
ABC020046534]
 EZM35973.1 elongation factor G [Streptococcus pyogenes 
ABC020046158]
 EZM38925.1 elongation factor G [Streptococcus pyogenes 
ABC020046559]
 EZM40586.1 elongation factor G [Streptococcus pyogenes 
ABC020064181]
 EZM41043.1 elongation factor G [Streptococcus pyogenes 
ABC020054184]
 EZM41497.1 elongation factor G [Streptococcus pyogenes 
ABC020053060]
 EZM41687.1 elongation factor G [Streptococcus pyogenes 
ABC020040643]
 EZM46323.1 elongation factor G [Streptococcus pyogenes 
ABC020060777]
 EZM46550.1 elongation factor G [Streptococcus pyogenes 
ABC020056894]
 EZM46911.1 elongation factor G [Streptococcus pyogenes 
ABC020038544]
 EZM50342.1 elongation factor G [Streptococcus pyogenes 
ABC020056884]
 EZM51680.1 elongation factor G [Streptococcus pyogenes 
ABC020047635]
 EZM56408.1 elongation factor G [Streptococcus pyogenes 
ABC020046230]
 EZM56507.1 elongation factor G [Streptococcus pyogenes 
ABC020047086]
 EZM58440.1 elongation factor G [Streptococcus pyogenes 
ABC020052211]
 EZM62756.1 elongation factor G [Streptococcus pyogenes 
ABC020047955]
 EZM64506.1 elongation factor G [Streptococcus pyogenes 
ABC020048503]
 EZM66242.1 elongation factor G [Streptococcus pyogenes 
ABC020049545]
 EZM68024.1 elongation factor G [Streptococcus pyogenes 
ABC020052309]
 EZM69769.1 elongation factor G [Streptococcus pyogenes 
ABC020052313]
 EZM71514.1 elongation factor G [Streptococcus pyogenes 
ABC020052980]
 EZM73646.1 elongation factor G [Streptococcus pyogenes 
ABC020056765]
 EZM75408.1 elongation factor G [Streptococcus pyogenes 
ABC020057442]
 EZM75795.1 elongation factor G [Streptococcus pyogenes 
ABC020047977]
 EZM78627.1 elongation factor G [Streptococcus pyogenes 



ABC020052898]
 EZM80387.1 elongation factor G [Streptococcus pyogenes 
ABC020048387]
 EZM82167.1 elongation factor G [Streptococcus pyogenes 
ABC020059502]
 EZM83922.1 elongation factor G [Streptococcus pyogenes 
ABC020056068]
 EZM85661.1 elongation factor G [Streptococcus pyogenes 
ABC020053250]
 EZM87456.1 elongation factor G [Streptococcus pyogenes 
ABC020005716]
 EZM89203.1 elongation factor G [Streptococcus pyogenes 
ABC020061424]
 EZM91189.1 elongation factor G [Streptococcus pyogenes 
ABC020006345]
 EZM93004.1 elongation factor G [Streptococcus pyogenes 
ABC020006715]
 EZM93722.1 elongation factor G [Streptococcus pyogenes 
ABC020005773]
 EZM95461.1 elongation factor G [Streptococcus pyogenes 
ABC020014764]
 EZM97209.1 elongation factor G [Streptococcus pyogenes 
ABC020030020]
 EZM98578.1 elongation factor G [Streptococcus pyogenes 
ABC020032057]
 EZN00640.1 elongation factor G [Streptococcus pyogenes 
ABC020032535]
 EZN03481.1 elongation factor G [Streptococcus pyogenes 
ABC020038545]
 EZN05936.1 elongation factor G [Streptococcus pyogenes 
ABC020050818]
 EZN06104.1 elongation factor G [Streptococcus pyogenes 
ABC020048606]
 EZN08663.1 elongation factor G [Streptococcus pyogenes 
ABC020052218]
 EZN10699.1 elongation factor G [Streptococcus pyogenes 
ABC020052375]
 EZN12445.1 elongation factor G [Streptococcus pyogenes 
ABC020052553]
 EZN14457.1 elongation factor G [Streptococcus pyogenes 
ABC020056883]
 EZN16204.1 elongation factor G [Streptococcus pyogenes 
ABC020056181]
 EZN19399.1 elongation factor G [Streptococcus pyogenes 
ABC020013256]
 EZN19895.1 elongation factor G [Streptococcus pyogenes 
ABC020017280]
 EZN22659.1 elongation factor G [Streptococcus pyogenes 
ABC020017774]
 EZN24404.1 elongation factor G [Streptococcus pyogenes 
ABC020021452]
 EZN24802.1 elongation factor G [Streptococcus pyogenes 
ABC020046589]
 EZN26915.1 elongation factor G [Streptococcus pyogenes 



ABC020041397]
 EZN28658.1 elongation factor G [Streptococcus pyogenes 
ABC020046688]
 EZN30092.1 elongation factor G [Streptococcus pyogenes 
ABC020047328]
 EZN31971.1 elongation factor G [Streptococcus pyogenes 
ABC020046986]
 EZN35027.1 elongation factor G [Streptococcus pyogenes 
ABC020050193]
 EZN35430.1 elongation factor G [Streptococcus pyogenes 
ABC020052023]
 EZN38966.1 elongation factor G [Streptococcus pyogenes 
ABC020051269]
 CDJ54533.1 Elongation factor G [Streptococcus pyogenes]
 AIG46514.1 elongation factor G [Streptococcus pyogenes STAB902]
 AIG48319.1 elongation factor G [Streptococcus pyogenes STAB1102]
 AIL11635.1 translation elongation factor G [Streptococcus pyogenes]
 AIQ02049.1 Translation elongation factor G [Streptococcus pyogenes]
 KGE56457.1 translation elongation factor G [Streptococcus pyogenes 
AA472]
 KGE57266.1 translation elongation factor G [Streptococcus pyogenes 
AA216]
 KGE60139.1 translation elongation factor G [Streptococcus pyogenes 
SS1447]
 AIT76962.1 elongation factor G [Streptococcus pyogenes]
 AIW11179.1 elongation factor G [Streptococcus pyogenes]
 AIW24115.1 elongation factor G [Streptococcus pyogenes]
 BAQ50701.1 elongation factor G [Streptococcus pyogenes]
 BAQ52443.1 elongation factor G [Streptococcus pyogenes]
 CKG72505.1 elongation factor G [Streptococcus pyogenes]
 BAR43727.1 elongation factor G [Streptococcus pyogenes JRS4]
 AKG27276.1 elongation factor G [Streptococcus pyogenes]
 AKI75606.1 elongation factor G [Streptococcus pyogenes JRS4]
 AKI77277.1 elongation factor G [Streptococcus pyogenes]
 AKI34697.1 elongation factor G [Streptococcus pyogenes]
 AKI36505.1 elongation factor G [Streptococcus pyogenes]
 AKI38116.1 elongation factor G [Streptococcus pyogenes]
 AKJ91952.1 elongation factor G [Streptococcus pyogenes]
 AKK69731.1 elongation factor G [Streptococcus pyogenes]
 AKL62508.1 elongation factor G [Streptococcus pyogenes]
 AKP82568.1 Elongation factor G [Streptococcus pyogenes]
 AKZ49787.1 elongation factor G [Streptococcus pyogenes]
 AKZ51586.1 elongation factor G [Streptococcus pyogenes]
 AMA68369.1 elongation factor G [Streptococcus pyogenes]
 AMA69937.1 elongation factor G [Streptococcus pyogenes]
 AMH03189.1 elongation factor G [Streptococcus pyogenes]
 BAU59638.1 elongation factor G [Streptococcus pyogenes]
 AMY96788.1 Translation elongation factor G [Streptococcus pyogenes]
 ANC23274.1 translation elongation factor G [Streptococcus pyogenes]
 ANC24951.1 translation elongation factor G [Streptococcus pyogenes]
 ANC26555.1 translation elongation factor G [Streptococcus pyogenes]
 OAC48096.1 elongation factor G [Streptococcus pyogenes]
 OAC49478.1 elongation factor G [Streptococcus pyogenes]
 OAC50389.1 elongation factor G [Streptococcus pyogenes]



 OAC51303.1 elongation factor G [Streptococcus pyogenes]
 OAC55243.1 elongation factor G [Streptococcus pyogenes]
 OAC56048.1 elongation factor G [Streptococcus pyogenes]
 OAC58525.1 elongation factor G [Streptococcus pyogenes]
 OAC59352.1 elongation factor G [Streptococcus pyogenes]
 OAC59612.1 elongation factor G [Streptococcus pyogenes]
 OAC62775.1 elongation factor G [Streptococcus pyogenes]
 OAC63098.1 elongation factor G [Streptococcus pyogenes]
 OAC65734.1 elongation factor G [Streptococcus pyogenes]
 OAC68435.1 elongation factor G [Streptococcus pyogenes]
 OAC69977.1 elongation factor G [Streptococcus pyogenes]
 OAC71161.1 elongation factor G [Streptococcus pyogenes]
 OAC72974.1 elongation factor G [Streptococcus pyogenes]
 OAC74800.1 elongation factor G [Streptococcus pyogenes]
 OAC77808.1 elongation factor G [Streptococcus pyogenes]
 OAC78271.1 elongation factor G [Streptococcus pyogenes]
 OAC80435.1 elongation factor G [Streptococcus pyogenes]
 OAC82388.1 elongation factor G [Streptococcus pyogenes]
 OAC83736.1 elongation factor G [Streptococcus pyogenes]
 OAC85977.1 elongation factor G [Streptococcus pyogenes]
 OAC87298.1 elongation factor G [Streptococcus pyogenes]
 OAC88568.1 elongation factor G [Streptococcus pyogenes]
 OAC90787.1 elongation factor G [Streptococcus pyogenes]
 OAC93164.1 elongation factor G [Streptococcus pyogenes]
 OAC93701.1 elongation factor G [Streptococcus pyogenes]
 OAC94950.1 elongation factor G [Streptococcus pyogenes]
 ANC73939.1 elongation factor G [Streptococcus pyogenes]
 AND04309.1 translation elongation factor G [Streptococcus pyogenes]
 OAF75343.1 elongation factor G [Streptococcus pyogenes]
 OAF76236.1 elongation factor G [Streptococcus pyogenes]
 OAF76939.1 elongation factor G [Streptococcus pyogenes]
 OAF79373.1 elongation factor G [Streptococcus pyogenes]
 OAF80574.1 elongation factor G [Streptococcus pyogenes]
 OAF83724.1 elongation factor G [Streptococcus pyogenes]
 OAF83789.1 elongation factor G [Streptococcus pyogenes]
 OAF84563.1 elongation factor G [Streptococcus pyogenes]
 ANP28892.1 elongation factor G [Streptococcus pyogenes]
 BAV54519.1 elongation factor G [Streptococcus pyogenes]
 OLO16613.1 elongation factor G [Streptococcus pyogenes]
 SDV80745.1 Translation elongation factor G [Streptococcus pyogenes]
 SDV88101.1 Translation elongation factor G [Streptococcus pyogenes]
 SDV89318.1 Translation elongation factor G [Streptococcus pyogenes]
 SDV89428.1 Translation elongation factor G [Streptococcus pyogenes]
 SDV79651.1 Translation elongation factor G [Streptococcus pyogenes]
 SDV79377.1 Translation elongation factor G [Streptococcus pyogenes]
 SDV91104.1 Translation elongation factor G [Streptococcus pyogenes]
 SDV94129.1 Translation elongation factor G [Streptococcus pyogenes]
 SDV79431.1 Translation elongation factor G [Streptococcus pyogenes]
 ONG55662.1 translation elongation factor G [Streptococcus pyogenes]
 ONG58611.1 translation elongation factor G [Streptococcus pyogenes]
 OOS05433.1 elongation factor G [Streptococcus pyogenes]
 OOS18234.1 elongation factor G [Streptococcus pyogenes]
 OUI71257.1 elongation factor G [Streptococcus pyogenes]
 OUI72542.1 elongation factor G [Streptococcus pyogenes]



 OUI76324.1 elongation factor G [Streptococcus pyogenes]
 ARV00589.1 translation elongation factor G [Streptococcus pyogenes]
 ASO67699.1 elongation factor G [Streptococcus pyogenes]
 ASO73417.1 elongation factor G [Streptococcus pyogenes]
 ASQ20571.1 elongation factor G [Streptococcus pyogenes]
 ASQ22332.1 elongation factor G [Streptococcus pyogenes]
 OYN73192.1 elongation factor G [Streptococcus pyogenes]
 OZY72820.1 elongation factor G [Streptococcus pyogenes]
 OZY73959.1 elongation factor G [Streptococcus pyogenes]
 OZY75416.1 elongation factor G [Streptococcus pyogenes]
 OZY77726.1 elongation factor G [Streptococcus pyogenes]
 OZY78205.1 elongation factor G [Streptococcus pyogenes]
 OZY80865.1 elongation factor G [Streptococcus pyogenes]
 OZY82476.1 elongation factor G [Streptococcus pyogenes]
 OZY85351.1 elongation factor G [Streptococcus pyogenes]
 ATL56264.1 elongation factor G [Streptococcus pyogenes]
 SOR16290.1 elongation factor G [Streptococcus pyogenes]
 BBB87622.1 elongation factor G [Streptococcus pyogenes]
 AUG49793.1 elongation factor G [Streptococcus pyogenes]
 PMD77731.1 elongation factor G [Streptococcus pyogenes]
 PMD78928.1 elongation factor G [Streptococcus pyogenes]
 PMD83904.1 elongation factor G [Streptococcus pyogenes]
 PNL88549.1 elongation factor G [Streptococcus pyogenes]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   



++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611



              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_011888592.1 elongation factor G [Streptococcus pyogenes]
 A2RCI2.1 RecName: Full=Elongation factor G; Short=EF-G
 CAM29554.1 elongation factor G (EF-G) [Streptococcus pyogenes str. 
Manfredo]
 ESA44639.1 translation elongation factor G [Streptococcus pyogenes 
GA40468]
 SDV82566.1 Translation elongation factor G [Streptococcus pyogenes]
 OYO21189.1 elongation factor G [Streptococcus pyogenes]
 OYO24560.1 elongation factor G [Streptococcus pyogenes]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEKITNDELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_012514927.1 elongation factor G [Streptococcus equi]
 B4U0V9.1 RecName: Full=Elongation factor G; Short=EF-G
 ACG61646.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
MGCS10565]
 EQB24293.1 elongation factor G [Streptococcus equi subsp. 



zooepidemicus 
SzS31A1]
 KIS08586.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
Sz12is]
 KIS19063.1 elongation factor G [Streptococcus equi subsp. 
zooepidemicus 
Sz4is]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+LV   
++  
Sbjct  189  
DLGTDILEEDIPDEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELVAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI



Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGTSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_045763095.1 elongation factor G [Streptococcus infantis]
 KJU93718.1 elongation factor G [Streptococcus infantis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_074032427.1 elongation factor G [Exiguobacterium sp. AT1b]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 192/679 (28%), Positives = 313/679 (46%), Gaps = 
86/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++  +T   + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLQANAYAIQLPIGAEDDFKGIIDLVEMKTYMYNNDL-  190



Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                    V + N++L+ KY+ GE IS ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADMADQAEELRGQLIEGVADFNEELMMKYLEGEEISIDELKAAIRQ  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                   +PV  GSA K  G+Q +++AV                          +P  
E 
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLNAVVDYLPSPVDVESIKGINLDTEEEITREPSDEA  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              +AL    FKV       +  + R+YSGT      V       RE+L +I +M   
S+ 
Sbjct  308  PFSALA---
FKVMTDPYVGKLTFFRVYSGTAEAGSYVKNSTKGKRERLGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTA  355
            EI      Y G+I    + +V   D     T    K          P P++   I 
PK+ 
Sbjct  365  EI---PMVYAGDI----
AAAVGFKDTTTGDTLCTEKDNIVLESMTFPEPVISVAIEPKSK  417

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDILVDRMRREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E    AA        +      +  + +   P   G+G ++E+++  G + 
+ +
Sbjct  478  
PQVAYRETIRGAAKIDSKFVRQSGGRGQYGHVVVEFEPNEEGAGFEFENKIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV++GI   LE G+  G+ V D K    +G Y+   S    F+  A + ++Q   
++ 
Sbjct  538  
VPAVQNGIEEALENGILAGYPVVDVKARLVFGSYHDVDSNEMAFKVAASMAVKQLKDQAK  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EY+     D       +E  + + +  V    IP   +  
Y T 



Sbjct  598  
AVILEPMMRVEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVKAMIPLSEMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>PIZ00262.1 elongation factor G [bacterium (Candidatus 
Howlettbacteria) CG_4_10_14_0_8_um_filter_40_9]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 187/684 (27%), Positives = 319/684 (47%), Gaps = 
65/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI+AH+DAGKTT+TE +LY +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  9    
NIRNIGIIAHIDAGKTTVTEGVLYITGKSHKIGEVHQGEATMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA ++   K GV+ Q+  ++    
K N+
Sbjct  69   
TCFWRDTRINIIDTPGHVDFTVEVERSLRVLDGACVIFDGKMGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------
IIIKQTVSLSPEIV---------  165
            P + FINKI+Q G D    + S+ ++LS +       I  +Q ++   ++V         
Sbjct  129  
PRICFINKINQTGGDFYKSLDSIHERLSKNAFPVHIPIGFEQEINGLVDLVNMKAYTYKD  188

Query  166  --------------LEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                          ++E  D    +  + V+E +D L+EKY+AGE IS E+     
++ V
Sbjct  189  
YKDKVLTEGEAPADMKEKLDTYREKLLEKVVEIDDALMEKYLAGEEISEEEFRTAIRKSV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
                 +PV  G   +G+ ++ ++D              VTG      E+           
Sbjct  249  LKGDFYPVSGGDG-
RGVIVEKMLDLVVDYLPTPLDVPPVTGTDPKTDEELERKADPKEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     +       +E++ +I +M    + 
EI   



Sbjct  308  
AALAFKIATDPFVGKLAFFRVYSGTLESGSYILNTRTGQKERIGRILQMHSNHREEIKDV  367

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                    V L + +    D L DP+          P P++   I PKT A +E++  
AL
Sbjct  368  GAGNIAAAVGLKNTTT--
GDTLCDPSHPIILENIVFPEPVISVAIEPKTKADQEKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            ++LA+ DP  R + D  T + ++S +G + L+V+   +  ++K+E  + +P V Y 
E   
Sbjct  426  
SRLAEEDPTFRIKTDDETMQTLISGMGELHLDVLVDRMKREFKVEANIGKPQVAYKETIT  485

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K   A      +      +  + L + P   G+G  +E+++  G + + + N V  
GI+ 
Sbjct  486  
KTVEAEGKFIKQTGGRGQYGHVWLKLEPGETGTGFVFENKIVGGKIPKEYINPVEQGIKE  545

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G+  G+ V D K+    G ++   S+   F+    + L+  +K++   +LEP 
+  
Sbjct  546  
AMASGVVAGYPVVDVKVTLYDGSFHEVDSSEMAFKIAGSMALQAGVKQASPDILEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+E++     D       I+  + + +  V    +P   +  Y T +   T 
GR+ 
Sbjct  606  
EVVTPEEFMGDVMGDINSKRGRIQKMEDRANAKVVDAHVPLGEMFGYATTVRSMTQGRAS  665

Query  603  CLTELKGYQAA---VGQPVIQPRR  623
             + E   Y+A    V Q +I  R+
Sbjct  666  YVMEFDHYEAVPSNVAQELITKRQ  689

>OEW17830.1 translation elongation factor G [Campylobacter sp. 
BCW_6879]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  GIQPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGIQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKIILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481



              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_013637808.1 elongation factor G [Desulfurobacterium 
thermolithotrophum]
 ADY72848.1 translation elongation factor G [Desulfurobacterium 
thermolithotrophum 
DSM 11699]
Length=699

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/678 (29%), Positives = 316/678 (47%), Gaps = 
78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G I + G V +G    D M  E++RGITI 
+A T
Sbjct  16   
RVRNIGIIAHIDAGKTTTTERILYYTGRIHKIGEVHEGAAEMDWMEQEKERGITITSATT  75

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NIVDTPGH+DF  EV RSL VLDGA+ ++ +  GVQ QT  ++    
K  +
Sbjct  76   
TCFWRDHRINIVDTPGHVDFTIEVERSLRVLDGAVTILCSVGGVQPQTETVWRQADKYGV  135

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P +IF+NK+D+ G D   VV  V +KL A                   D+I  + +    
Sbjct  136  



PRIIFVNKMDRIGADFFKVVADVEEKLGAKPVPLQIPVGAEDEFKGVVDLITMKAIIWEE  195

Query  163  EIV---------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +               L E    +  +A+ + +++++ KY+ GE IS E++ +  
++ 
Sbjct  196  
ETLGAKFHYEEIPEDLKDLAEEYREKMIEALADVDEEIMMKYLEGEEISEEEIKQAIRKG  255

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS--------  246
              +   FP+  GSA K  G+QPL+DAV              G+    GE+          
Sbjct  256  
TIELKFFPMLCGSAFKNKGVQPLLDAVVDYLPSPLDVPPIKGINPKTGEEEERPASYDEP  315

Query  247  -
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             AAL   +    Y   GQ   ++R+YSG +     V  A R+K +    R+     
I+R 
Sbjct  316  FAALAFKILTDPY--VGQ-LTFIRVYSGLMESGSYVYNATRDKKE----RL---
ARILRM  365

Query  306  DTAYPGEIVILPSDSVR---------
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                  EI +L +  +            D L DP         E P P++   + 
PKT A
Sbjct  366  
HANKREEIPVLGAGDIAAAVGLRETYTGDTLCDPNHPILLEAMEFPEPVISVAVEPKTKA  425

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E+L  AL +LA  DP  R   D  T + I+S +G + LE++   L  ++K++  
V  P
Sbjct  426  
DQEKLSLALQKLAKEDPSFRVSTDHETGQTIISGMGELHLEIIVDRLKREFKVDVNVGRP  485

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K  +       +      +  + L + PL  G G ++   +  G + 
+ + 
Sbjct  486  
QVAYRETIRKEVTSEGKFIKQTGGRGQYGHVWLKIEPLEPGKGFEFYETIKGGVVPKEYI  545

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+R  +E G+  G+ +TD K+    G Y+   S+   F+    I  ++  K
++  
Sbjct  546  
PAVEAGVREAMETGVVAGYPMTDIKVTLFDGSYHEVDSSEMAFKIAGSIAFKEGAKKANP  605

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+E++     D  K    ++  + + +  V    +P   +  Y 
TDL



Sbjct  606  
VLLEPIMEVEVTTPEEFMGDVIGDLNKRRGRVQGMEARGNAQVIRALVPLAEMFGYATDL  665

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR+  + +   Y+
Sbjct  666  RSMTQGRATYIMKFSHYE  683

>WP_005368615.1 MULTISPECIES: elongation factor G [Photobacterium]
 EAS65049.1 elongation factor EF-2 [Photobacterium angustum S14]
 KJF81994.1 elongation factor G [Photobacterium damselae subsp. 
damselae]
 KJF95566.1 elongation factor G [Photobacterium angustum]
 KJG02725.1 elongation factor G [Photobacterium angustum]
 KJG05751.1 elongation factor G [Photobacterium angustum]
 KJG18402.1 elongation factor G [Photobacterium angustum]
 KJG20854.1 elongation factor G [Photobacterium angustum]
 KJG29275.1 elongation factor G [Photobacterium angustum]
 KJG33146.1 elongation factor G [Photobacterium angustum]
 KJG38105.1 elongation factor G [Photobacterium angustum]
 KJG45769.1 elongation factor G [Photobacterium angustum]
 KJG49679.1 elongation factor G [Photobacterium angustum]
 KJG51881.1 elongation factor G [Photobacterium angustum]
 PSV68580.1 elongation factor G [Photobacterium angustum]
 PSV95757.1 elongation factor G [Photobacterium angustum]
 PSW82982.1 elongation factor G [Photobacterium angustum]
 PSW89457.1 elongation factor G [Photobacterium angustum]
 PSW95349.1 elongation factor G [Photobacterium angustum]
 PSX04164.1 elongation factor G [Photobacterium angustum]
 PSX07254.1 elongation factor G [Photobacterium angustum]
 PSX15040.1 elongation factor G [Photobacterium angustum]
 PSX23572.1 elongation factor G [Photobacterium angustum]
 PSX37150.1 elongation factor G [Photobacterium angustum]
 PSX42170.1 elongation factor G [Photobacterium angustum]
Length=695

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/688 (28%), Positives = 319/688 (46%), Gaps = 
70/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWKNHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A                    I+++   
+  +
Sbjct  126  
ARIIFVNKLDRMGADFFNVVDQVKNVLGATPLVMTLPIGREDDFVGVVDILERKAYVWDD  185

Query  164  IVLEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKDVPADMLDDLEAYREEMVETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA--  248
             +D S FP + GSA K  G+Q ++DAV                     +P GE  + 
+  
Sbjct  246  
TRDCSFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVSAD  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
              L    FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L D            P P++   ++PK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVSPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K    S+T   +   +  +  I   + P   GSG ++ S V  G + + F  
AV  
Sbjct  482  
ETITKPVEDSYTHKKQSGGSGQFGKIDYRIKPGEQGSGFKFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   F   +     Q++ ++G 
QLLEP



Sbjct  542  
GFAGMMEHGVLAGFPTLDVEVELFDGAFHAVDSSAIAFEIASKGAFRQSMPKAGPQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKGDVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVIQPRR  623
            GR     E   Y    A V + VI  ++
Sbjct  662  GRGQFSMEFAHYAPCPANVAEKVIAEQK  689

>OYT70504.1 elongation factor G [Chloracidobacterium sp. CP2_5A]
Length=704

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/681 (29%), Positives = 314/681 (46%), Gaps = 
78/681 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRNHKLGEVHEGAATMDYMVQEQERGITITSAATTCF  71

Query  65   W--------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
            W         + ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GVQ Q+  +
+   
Sbjct  72   
WRLGGAAEGEQFRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDAVAGVQPQSETVWRQA  131

Query  117  RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT  157
             K  +P + FINK+D+AG D      S+R +L+A                   D+I  
Q 
Sbjct  132  
NKYGVPRIAFINKMDRAGADFYKSADSIRVRLNARPIPIFHPVGAEDAFEGVVDLITMQV  191

Query  158  VSLSPEI-------------VLEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKL  200
            V    E              +L+E     A D +IE+    +D++ EKY+ G  IS  
+L
Sbjct  192  VRWDEESNGQKMLFSPPTGSLLDEAK--
AARDRMIESLADVDDEIAEKYLEGTDISEAQL  249

Query  201  VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS-  246
                +R     ++ PV  GSA K  G+Q L+DAV              G+     E



+ S 
Sbjct  250  
RAVLRRETIAMNIVPVLCGSAFKNKGVQQLLDAVVYYLPSPIDIPPVKGIVPRTEEEDSR  309

Query  247  -----AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIP  297
                       VFK+       +  + R+YSG L     V  + +E      ++ 
+M   
Sbjct  310  
KAADDEPFSALVFKILSDKHIGQLAFCRIYSGVLSSGSYVLNSTKETKERIGRVMQMHAN  369

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             + ++   + AY GEIV +    +V   D + D          E P P++   I 
PKT  
Sbjct  370  KREDL---
EEAYAGEIVAVAGLKNVVTGDTICDEKAPIILEAMEFPTPVIEVAIEPKTRQ  426

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +++L  AL +LA  DP  R + D  T++ +++ +G + LE++   L  ++ ++  
V  P
Sbjct  427  
DQDKLSVALGRLAQEDPSFRVKTDQETNQTLIAGMGELHLEIIVDRLRREFNVDANVGRP  486

Query  417  SVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E    P +     +  +      +    + + PL  GSG  +E+++  G + 
+ +
Sbjct  487  QVAYRETIRVPSEGVGKYVR-
QTGGRGMYGHAEIKLYPLDPGSGFVFENKIVGGVIPREY  545

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  GI+  +E+G+  G+ V D K+   +G Y+   S    F+    +  ++A 
K++ 
Sbjct  546  
IPAVESGIKEAMERGILAGYEVVDVKVELVFGSYHEVDSNEMAFKIAGSMAFQEAAKKAK  605

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP ++  + +P+EY      D       IE    +    V +  +P   +  
Y T 
Sbjct  606  
PVLLEPVMAVEVESPEEYFGSVTGDLSSRRGRIEGFSERAGSRVISAAVPLSEMFGYSTV  665

Query  593  LAFYTNGRSVCLTELKGYQAA  613
            L   + GR++     K Y+ A
Sbjct  666  LRSMSQGRAIYTMHFKSYEEA  686

>WP_000090342.1 MULTISPECIES: elongation factor G [Streptococcus]
 EGL91865.1 translation elongation factor G [Streptococcus oralis 
SK255]



 EGV02182.1 translation elongation factor G [Streptococcus oralis 
SK313]
 EID26436.1 translation elongation factor G [Streptococcus oralis 
SK1074]
 EJO20733.1 translation elongation factor G [Streptococcus sp. 
BS35b]
 EKS18386.1 elongation factor G [Streptococcus sp. F0441]
 EMG35308.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus 1366]
 EPX90010.1 elongation factor P [Streptococcus oralis subsp. 
tigurinus 2425]
 EPX91285.1 elongation factor P [Streptococcus oralis subsp. 
tigurinus 2426]
 ETS89595.1 translation elongation factor G [Streptococcus sp. 
BS29a]
 EUB27210.1 translation elongation factor G [Streptococcus sp. BS21]
 EUC78976.1 translation elongation factor G [Streptococcus sp. SR1]
 EUC81902.1 translation elongation factor G [Streptococcus sp. CM6]
 ORJ28935.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORJ31281.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORO32226.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORO35269.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORO37958.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORO38567.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORO42862.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORO46165.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIDVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   



Sbjct  539  
AVEKGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_018978371.1 elongation factor G [Saccharibacillus kuerlensis]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 199/674 (30%), Positives = 323/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHDGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLS-----  161
             ++NK+D  G D  +VV+ + ++L A+ +                  ++Q   +      
Sbjct  132  
AYVNKMDIIGADFLNVVKDMGERLQANAVAIQLPIGAENDFAGIIDLVEQKAHMYKDDLG  191

Query  162  --------PEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    PE  L +  ++ A   + V E +++L  KY+ GE I+ +++    ++ 
V D 
Sbjct  192  
QNIEVVDIPEEYLGQAEELRAILIEKVSELDEELTMKYLEGEEITVDEIKAALRKGVVDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ K  GIQ ++DAV   L  PI         E G+ A+  S          
Sbjct  252  



KIFPVICGSSYKNKGIQLMLDAVVDYLPAPIDVPAIQGTLEDGTEAVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL+    V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGTLQSGSYVLNASKGKRERIGRILQMHANSRQEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKSPVILESMNF---
PDPVIEIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +  + +   PL  G+G Q+ES+V  G + + +     
Sbjct  482  ETFRQPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFESKVVGGSVPREYVQPAL  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLE
Sbjct  541  
AGIEEQMKSGVIAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKEKCNPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLSSRRGRIEGMDSRSGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_102444415.1 elongation factor G [Vibrio splendidus]
 PMF20677.1 translation elongation factor G [Vibrio splendidus]
 PMG17124.1 translation elongation factor G [Vibrio splendidus]
 PMH06165.1 translation elongation factor G [Vibrio splendidus]
 PMM00749.1 translation elongation factor G [Vibrio splendidus]
 PMO03413.1 translation elongation factor G [Vibrio splendidus]



 PMO20257.1 translation elongation factor G [Vibrio splendidus]
 PMO37605.1 translation elongation factor G [Vibrio splendidus]
 PMO58206.1 translation elongation factor G [Vibrio splendidus]
 PTP03566.1 elongation factor G [Vibrio splendidus]
 PTP20317.1 elongation factor G [Vibrio splendidus]
 PTP57773.1 elongation factor G [Vibrio splendidus]
 PTP64501.1 elongation factor G [Vibrio splendidus]
 PTQ16194.1 elongation factor G [Vibrio splendidus]
Length=695

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/668 (29%), Positives = 313/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENFEIKDVPADMVDDVEQYREELIETAVEQDDDLLEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+    GE+ G+ A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGNHAVVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364



Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKGFGG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_004734469.1 MULTISPECIES: elongation factor G [Vibrio]
 EAP94767.1 elongation factor EF-2 [Vibrio splendidus 12B01]
 KPL93794.1 elongation factor G [Vibrio splendidus]
 OBT32925.1 translation elongation factor G [Vibrio splendidus]
 OCH66213.1 translation elongation factor G [Vibrio splendidus]
 OED73884.1 translation elongation factor G [Vibrio splendidus 
ZF-90]
 OEE68968.1 translation elongation factor G [Vibrio splendidus FF-6]
 OEF16796.1 translation elongation factor G [Vibrio splendidus 
5S-101]
 OEF75327.1 translation elongation factor G [Vibrio splendidus 
1F-157]
 OMO31588.1 translation elongation factor G [Vibrio sp. 10N.



222.47.A9]
 PHX07893.1 Elongation factor G 1 [Vibrio splendidus]
 PMG30121.1 translation elongation factor G [Vibrio splendidus]
 PMG53421.1 translation elongation factor G [Vibrio splendidus]
 PMG60390.1 translation elongation factor G [Vibrio splendidus]
 PMH70717.1 translation elongation factor G [Vibrio splendidus]
 PMI29956.1 translation elongation factor G [Vibrio splendidus]
 PMI49201.1 translation elongation factor G [Vibrio splendidus]
 PMI74213.1 translation elongation factor G [Vibrio splendidus]
 PMJ31153.1 translation elongation factor G [Vibrio splendidus]
 PMK10867.1 translation elongation factor G [Vibrio splendidus]
 PMM10742.1 translation elongation factor G [Vibrio splendidus]
 PMM30558.1 translation elongation factor G [Vibrio splendidus]
 PMM73501.1 translation elongation factor G [Vibrio splendidus]
 PMN05684.1 translation elongation factor G [Vibrio splendidus]
 PMN22375.1 translation elongation factor G [Vibrio splendidus]
 PMN76596.1 translation elongation factor G [Vibrio splendidus]
 PMO74765.1 translation elongation factor G [Vibrio splendidus]
 PMO97769.1 translation elongation factor G [Vibrio splendidus]
 PMP26415.1 translation elongation factor G [Vibrio splendidus]
 PMP33449.1 translation elongation factor G [Vibrio splendidus]
 PMP38629.1 translation elongation factor G [Vibrio splendidus]
 PMP44284.1 translation elongation factor G [Vibrio splendidus]
 PMP55154.1 translation elongation factor G [Vibrio splendidus]
 PMP58695.1 translation elongation factor G [Vibrio splendidus]
 PTO55845.1 elongation factor G [Vibrio splendidus]
 PTO60603.1 elongation factor G [Vibrio splendidus]
 PTO65639.1 elongation factor G [Vibrio splendidus]
 PTO70307.1 elongation factor G [Vibrio splendidus]
 PTO76483.1 elongation factor G [Vibrio splendidus]
 PTO85375.1 elongation factor G [Vibrio splendidus]
 PTO93920.1 elongation factor G [Vibrio splendidus]
 PTP05303.1 elongation factor G [Vibrio splendidus]
 PTP12007.1 elongation factor G [Vibrio splendidus]
 PTP31815.1 elongation factor G [Vibrio splendidus]
 PTP35529.1 elongation factor G [Vibrio splendidus]
 PTP38402.1 elongation factor G [Vibrio splendidus]
 PTP43729.1 elongation factor G [Vibrio splendidus]
 PTP54542.1 elongation factor G [Vibrio splendidus]
 PTP67008.1 elongation factor G [Vibrio splendidus]
 PTP74199.1 elongation factor G [Vibrio splendidus]
 PTP77282.1 elongation factor G [Vibrio splendidus]
 PTP77502.1 elongation factor G [Vibrio splendidus]
 PTP87395.1 elongation factor G [Vibrio splendidus]
 PTP87613.1 elongation factor G [Vibrio splendidus]
 PTQ01967.1 elongation factor G [Vibrio splendidus]
 PTQ08761.1 elongation factor G [Vibrio splendidus]
Length=695

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 314/671 (47%), Gaps = 
66/671 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+    GE+ G+ A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGNHAIVSTEE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481



Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FGGMMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFAQY  672

>WP_000090364.1 MULTISPECIES: elongation factor G [Bacillus]
 NP_842675.1 translation elongation factor G [Bacillus anthracis 
str. Ames]
 YP_026393.1 elongation factor G [Bacillus anthracis str. Sterne]
 YP_034459.1 elongation factor G [[Bacillus thuringiensis] serovar 
konkukian 
str. 97-27]
 Q81VT3.1 RecName: Full=Elongation factor G; Short=EF-G
 Q6HPR1.1 RecName: Full=Elongation factor G; Short=EF-G
 C3P9Q2.1 RecName: Full=Elongation factor G; Short=EF-G
 C1ET36.1 RecName: Full=Elongation factor G; Short=EF-G
 AAP24161.1 translation elongation factor G [Bacillus anthracis str. 
Ames]
 AAT29187.1 translation elongation factor G [Bacillus anthracis str. 
'Ames 
Ancestor']
 AAT52444.1 translation elongation factor G [Bacillus anthracis str. 
Sterne]
 AAT61171.1 protein-synthesizing GTPase (translation elongation 
factor G 
(EF-G)) [[Bacillus thuringiensis] serovar konkukian str. 97-27]
 EDS94545.1 translation elongation factor G [Bacillus anthracis str. 
A0389]
 ACO30699.1 translation elongation factor G [Bacillus cereus 
03BB102]
 ACQ46917.1 translation elongation factor G [Bacillus anthracis str. 
A0248]



 ADK02917.1 elongation factor EF-2 [Bacillus cereus biovar anthracis 
str. 
CI]
 AEW53335.1 Translation elongation factor G [Bacillus cereus 
F837/76]
 EJQ89305.1 elongation factor G [Bacillus cereus ISP3191]
 EJT18693.1 elongation factor G [Bacillus anthracis str. UR-1]
 EJY89592.1 elongation factor G [Bacillus anthracis str. BF1]
 AHE81537.1 translation elongation factor G [Bacillus anthracis str. 
A16R]
 AHE87458.1 translation elongation factor G [Bacillus anthracis str. 
A16]
 GAE95619.1 translation elongation factor G [Bacillus anthracis 
CZC5]
 EVT95032.1 elongation factor P [Bacillus anthracis 8903-G]
 EVU01614.1 elongation factor P [Bacillus anthracis 9080-G]
 EVU07627.1 elongation factor P [Bacillus anthracis 52-G]
 EXJ22218.1 elongation factor P [Bacillus anthracis str. 95014]
 AIF54607.1 elongation factor G [Bacillus anthracis]
 KFJ79028.1 translation elongation factor G [Bacillus anthracis]
 AIK30922.1 translation elongation factor G [Bacillus anthracis]
 AIK60021.1 translation elongation factor G [Bacillus anthracis]
 AIK64591.1 translation elongation factor G [Bacillus anthracis str. 
Vollum]
 AIK53050.1 translation elongation factor G [Bacillus anthracis]
 KFL63130.1 translation elongation factor G [Bacillus anthracis]
 KFL75511.1 translation elongation factor G [Bacillus anthracis]
 KGZ48446.1 elongation factor G [Bacillus anthracis]
 KGZ53970.1 elongation factor G [Bacillus anthracis]
 KGZ67327.1 elongation factor G [Bacillus anthracis]
 KGZ73272.1 elongation factor G [Bacillus anthracis]
 KGZ74567.1 elongation factor G [Bacillus anthracis]
 KGZ90409.1 elongation factor G [Bacillus anthracis]
 KGZ90483.1 elongation factor G [Bacillus anthracis]
 KHA05334.1 elongation factor G [Bacillus anthracis]
 KHA06399.1 elongation factor G [Bacillus anthracis]
 KHA07901.1 elongation factor G [Bacillus anthracis]
 KHA12991.1 elongation factor G [Bacillus anthracis]
 KHA27715.1 elongation factor G [Bacillus anthracis]
 KHA30675.1 elongation factor G [Bacillus anthracis]
 KHA32824.1 elongation factor G [Bacillus anthracis]
 KHA43757.1 elongation factor G [Bacillus anthracis]
 KHG60194.1 elongation factor G [Bacillus anthracis]
 KHG64102.1 elongation factor G [Bacillus anthracis]
 AJA84609.1 elongation factor G [Bacillus anthracis]
 AJF87958.1 elongation factor G [Bacillus anthracis]
 AJG27075.1 elongation factor G [Bacillus anthracis]
 AJG49660.1 translation elongation factor G [Bacillus anthracis str. 
Turkey32]
 AJG53942.1 translation elongation factor G [Bacillus cereus 
03BB102]
 AJG59352.1 translation elongation factor G [Bacillus cereus D17]
 AJG70107.1 translation elongation factor G [Bacillus anthracis]
 AJG79265.1 translation elongation factor G [Bacillus thuringiensis]



 AJG81254.1 translation elongation factor G [Bacillus anthracis]
 AJG88749.1 translation elongation factor G [Bacillus anthracis]
 AJH26918.1 translation elongation factor G [Bacillus anthracis]
 AJH36263.1 translation elongation factor G [Bacillus anthracis]
 AJH38535.1 translation elongation factor G [Bacillus anthracis]
 AJH46908.1 translation elongation factor G [Bacillus anthracis str. 
Sterne]
 AJH49614.1 translation elongation factor G [Bacillus anthracis]
 AJH59679.1 translation elongation factor G [Bacillus anthracis]
 AJH61926.1 translation elongation factor G [Bacillus cereus]
 AJH99422.1 translation elongation factor G [Bacillus anthracis str. 
V770-NP-1R]
 AJH68587.1 translation elongation factor G [Bacillus thuringiensis]
 AJI12782.1 translation elongation factor G [Bacillus cereus 
03BB108]
 AJH82454.1 translation elongation factor G [Bacillus thuringiensis]
 AJH93505.1 translation elongation factor G [Bacillus anthracis]
 AJI34068.1 translation elongation factor G [Bacillus thuringiensis]
 AJI37997.1 translation elongation factor G [Bacillus anthracis]
 AJK34900.1 translation elongation factor G [Bacillus cereus]
 AJM78885.1 elongation factor G [Bacillus anthracis]
 KKM32421.1 elongation factor G [Bacillus anthracis]
 KKM34136.1 elongation factor G [Bacillus anthracis]
 KLA18922.1 hypothetical protein B4087_0072 [Bacillus cereus]
 KLV14688.1 elongation factor G [Bacillus anthracis]
 KMP51319.1 elongation factor G [Bacillus cereus]
 COF20446.1 elongation factor G [Streptococcus pneumoniae]
 KOM60124.1 elongation factor G [Bacillus anthracis]
 KOM65350.1 elongation factor G [Bacillus anthracis]
 KOM71909.1 elongation factor G [Bacillus anthracis]
 KOM75601.1 elongation factor G [Bacillus anthracis]
 KOM82097.1 elongation factor G [Bacillus anthracis]
 KOM91902.1 elongation factor G [Bacillus anthracis]
 KON03219.1 elongation factor G [Bacillus anthracis]
 KON15817.1 elongation factor G [Bacillus anthracis]
 KOR60775.1 elongation factor G [Bacillus anthracis]
 KOR67564.1 elongation factor G [Bacillus anthracis]
 CUB30124.1 Elongation factor G [Bacillus cereus]
 CUB54855.1 Elongation factor G [Bacillus subtilis]
 ALC32476.1 elongation factor G [Bacillus anthracis]
 KWU57967.1 elongation factor G [Bacillus cereus]
 AMC02340.1 elongation factor G [Bacillus anthracis]
 KXX88578.1 elongation factor G [Bacillus cereus]
 KXY61507.1 elongation factor G [Bacillus cereus]
 KXY89264.1 elongation factor G [Bacillus cereus]
 KYZ66473.1 elongation factor G [Bacillus sp. GZT]
 ANH84537.1 translation elongation factor G [Bacillus anthracis]
 OBV01103.1 elongation factor G [Bacillus anthracis]
 OBV01177.1 elongation factor G [Bacillus anthracis]
 ANR02832.1 elongation factor G [Bacillus anthracis]
 ANR08128.1 elongation factor G [Bacillus anthracis]
 ANR13429.1 elongation factor G [Bacillus anthracis]
 ANR18730.1 elongation factor G [Bacillus anthracis]
 ANR24031.1 elongation factor G [Bacillus anthracis]



 ANR29331.1 elongation factor G [Bacillus anthracis]
 ANR34633.1 elongation factor G [Bacillus anthracis]
 ANR39929.1 elongation factor G [Bacillus anthracis]
 ANR45225.1 elongation factor G [Bacillus anthracis]
 ANR50519.1 elongation factor G [Bacillus anthracis]
 ANR55814.1 elongation factor G [Bacillus anthracis]
 OFE34149.1 translation elongation factor G [Bacillus anthracis]
 OHO03190.1 translation elongation factor G [Bacillus anthracis]
 OJD91769.1 translation elongation factor G [Bacillus anthracis]
 OKA53293.1 translation elongation factor G [Bacillus anthracis]
 APT23768.1 elongation factor G [Bacillus anthracis]
 ONH01437.1 translation elongation factor G [Bacillus cereus]
 AQM44209.1 elongation factor G [Bacillus anthracis]
 OON50712.1 elongation factor G [Bacillus anthracis]
 OON83326.1 elongation factor G [Klebsiella pneumoniae]
 OOX79666.1 elongation factor G [Bacillus anthracis]
 OOZ85244.1 translation elongation factor G [Bacillus cereus]
 OOZ96967.1 translation elongation factor G [Bacillus cereus]
 OOZ99716.1 translation elongation factor G [Bacillus cereus]
 OPD55856.1 elongation factor G [Bacillus anthracis]
 OPE62714.1 elongation factor G [Bacillus anthracis]
 OPE63265.1 elongation factor G [Bacillus anthracis]
 OPE73835.1 elongation factor G [Bacillus anthracis]
 OPE76212.1 elongation factor G [Bacillus anthracis]
 OPE85255.1 elongation factor G [Bacillus anthracis]
 OPE87259.1 elongation factor G [Bacillus anthracis]
 OPE95749.1 elongation factor G [Bacillus anthracis]
 OPF00407.1 elongation factor G [Bacillus anthracis]
 OPF06343.1 elongation factor G [Bacillus anthracis]
 OTW55193.1 elongation factor G [Bacillus thuringiensis serovar 
mexicanensis]
 OTX05589.1 elongation factor G [Bacillus thuringiensis serovar 
monterrey]
 OTX38839.1 elongation factor G [Bacillus thuringiensis serovar 
brasilensis]
 OTX62009.1 elongation factor G [Bacillus thuringiensis serovar 
pondicheriensis]
 OTY48132.1 elongation factor G [Bacillus thuringiensis serovar 
pingluonsis]
 OTY77932.1 elongation factor G [Bacillus thuringiensis serovar 
vazensis]
 OUB02732.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
oswaldocruzi]
 SMD59116.1 Elongation factor G [Bacillus cereus]
 SMD61841.1 Elongation factor G [Bacillus cereus]
 ARZ60460.1 elongation factor G [Bacillus thuringiensis]
 OXM05701.1 elongation factor G [Bacillus anthracis]
 PDO95644.1 elongation factor G [Bacillus anthracis]
 PDO98363.1 elongation factor G [Bacillus anthracis]
 PDP06813.1 elongation factor G [Bacillus anthracis]
 PDP12335.1 elongation factor G [Bacillus anthracis]
 PDP17984.1 elongation factor G [Bacillus anthracis]
 PDP23596.1 elongation factor G [Bacillus anthracis]



 PDP29190.1 elongation factor G [Bacillus anthracis]
 PGB52724.1 elongation factor G [Bacillus anthracis]
 AUD23735.1 elongation factor G [Bacillus sp. HBCD-sjtu]
 PMU01696.1 elongation factor G [Bacillus sp. UAEU-H3K6M1]
 PNS47242.1 elongation factor G [Bacillus anthracis]
 PNS52292.1 elongation factor G [Bacillus anthracis]
 PNS57720.1 elongation factor G [Bacillus anthracis]
 PNS63982.1 elongation factor G [Bacillus anthracis]
 PNS69091.1 elongation factor G [Bacillus anthracis]
 PNS74735.1 elongation factor G [Bacillus anthracis]
 PNS80327.1 elongation factor G [Bacillus anthracis]
 ASE30474.2 elongation factor G [Bacillus anthracis]
 PRC95556.1 elongation factor G [Bacillus cereus]
 PRD01147.1 elongation factor G [Bacillus cereus]
 PTR49121.1 elongation factor G [Bacillus anthracis]
 PTR50165.1 elongation factor G [Bacillus anthracis]
 PTR51640.1 elongation factor G [Bacillus anthracis]
 PTR63965.1 elongation factor G [Bacillus anthracis]
 PTR67475.1 elongation factor G [Bacillus anthracis]
 PTR71337.1 elongation factor G [Bacillus anthracis]
 PTR81220.1 elongation factor G [Bacillus anthracis]
 PTR88856.1 elongation factor G [Bacillus anthracis]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_066006856.1 elongation factor G [Campylobacter ornithocola]
 OCX43446.1 translation elongation factor G [Campylobacter 
ornithocola]



Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 322/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +++E++    
+  
Sbjct  189  
ENKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELTQEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424



Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVIVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>GAO62847.1 elongation factor G [Bacillus anthracis]
Length=700

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/688 (28%), Positives = 321/688 (47%), Gaps = 
72/688 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  612



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  672

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNS  626
                    Y+    +V + +I+  + N+
Sbjct  673  TFSMVFDHYEEVPKSVSEEIIKKIKVNN  700

>PIP33490.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG23_combo_of_CG06-09_8_20_14_all_49_15]
 PJA07506.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG_4_10_14_0_2_um_filter_48_10]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/671 (27%), Positives = 311/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N+GI+AH+DAGKTT++E +L+ +G   + G V  G    D M  ER+RGITI 
+A T
Sbjct  9    
KTRNLGIIAHIDAGKTTVSERVLFYTGKKHKIGEVHDGQAEMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++N++DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++H   
K  +
Sbjct  69   
TCFWKDCRLNLIDTPGHVDFTAEVERSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYAV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P + FINK+D+ G D    V S+ ++L+                                
Sbjct  129  
PRICFINKLDRTGADFYKDVASINERLTKKAYPIQLPIGIESGFIGIIDLLERKARIFHD  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+ +K      P  + E+  +  A   + ++ENN+ L+EKY+AGE +    L +  
++ V
Sbjct  189  
DLSVKIEEQEVPADMKEKAEEYRARLVEVIVENNEVLMEKYLAGEDLPVADLKKTLRQAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSAALCGS----  252
                + P+  GSA K  G+Q L+DAV               F+P  E     +  S    



Sbjct  249  
IANRIVPILCGSALKNKGVQMLLDAVVDYLPSPLDLAPIVGFKPGQEDEKITITHSDDEK  308

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  ++R+Y+GTL     V  A    RE++ +I  M    + 
E+  
Sbjct  309  
FAALAFKIATDPYVGKLCFIRVYAGTLASGSYVLNASKGNRERIGRIVRMHANHREEV--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y GEI  ++        + L D  R         P P++   + PKT A +E
++  
Sbjct  367  -
QEVYAGEIAAVIGLKGTTTGNTLTDEARPVILESINFPEPVISVAVEPKTKADQEKMAL  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  +   D  T++ +++ +G + L+++   +  ++K+E  V +P V 
Y E 
Sbjct  426  
ALAKLAEEDPTFKMRTDEETNQTLIAGMGELHLDIIIDRMKREFKVEANVGKPQVAYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               P +A    I  +      +    L + PL +G G ++   V  G + + +  A
+  G
Sbjct  486  IKNPAEAEGKYIK-
QSGGRGQYGHCWLKIEPLPVGGGFEFVDEVKGGVIPREYIPAIEKG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R   E+G L G+ + D K+    G Y+   S+ A F+    +  + A +++   
+LEP 
Sbjct  545  
VREATERGVLAGYPLIDVKVAVFDGSYHEVDSSEAAFKIAGSMAFQDAARKAKLVILEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+ ++     D       IE    ++   +   ++P   +  Y T L   
T G
Sbjct  605  
MKVNVTTPENFMGDVIGDLNSKRGQIEEMIDREQVKLINAKVPIGEMFGYATQLRSMTQG  664

Query  600  RSVCLTELKGY  610
            R+    E   Y
Sbjct  665  RASYSMEFSHY  675

>WP_045605422.1 elongation factor G [Streptococcus mitis]
 KJQ75174.1 elongation factor G [Streptococcus mitis]
Length=693



 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  +P   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_029032356.1 elongation factor G [Salinarimonas rosea]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 194/656 (30%), Positives = 303/656 (46%), Gaps = 
60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILFYTGRSHKIGEVHDGAATMDWMTQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K +
+P +
Sbjct  72   
WRDHRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDGNQGVEPQTETVWRQADKYDVPRI  131



Query  125  IFINKIDQAGVDL------------------------
QSVVQSVRDKLSADIIIKQTVSL  160
            +F+NK+D+ G D                         +S  + V D +    I+    
SL
Sbjct  132  
VFVNKMDKIGADFFKCVADIIKRVAGKPVCLQLPIGSESNFKGVIDLVRMKAIVWLEESL  191

Query  161  SPEIVLEE-NTDIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              + V EE   D++           +A +E +D  +  Y+ G+  S E+LVR  ++ 
VQD
Sbjct  192  
GAKFVEEEIPADLQEQAAEYRTKLVEACVELDDDAMAAYLEGQEPSVEELVRLIRKAVQD  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIGEQG------------------
SAALCG  251
             +  PV  GSA K  G+QPL+DAV   L  PI   G                  SA    
Sbjct  252  
RAFHPVLCGSAFKNKGVQPLLDAVVDYLPSPIDRGGVNGLEPETEEPMTRPADDSAPFSL  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTDTAY  309
              FK+          + R+YSGT+    TV  + +G+ K +I  M +           
A 
Sbjct  312  LAFKIMDDPFVGTITFCRIYSGTILAGSTVLNSTSGK-
KERIGRMLLMHANNREDIKEAG  370

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV +      R  D L DP +       E P P++   I PK+ A +E+L  
AL++L
Sbjct  371  
AGDIVAMAGLKETRTGDTLCDPQKPIILEKMEFPDPVIEIAIEPKSKADQEKLGVALSKL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D+ + + IL  +G + L++   +L   YK++  V  P V Y E   
+ A
Sbjct  431  
AAEDPSFRVSTDAESGQTILKGMGELHLDIKVDILRRTYKVDANVGAPQVAYRETITRKA  490

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + L V P   G G Q+ES++  G + + +   V  GI   
+ 
Sbjct  491  
EIDYTHKKQTGGTGQFARVKLVVEPNEAGGGYQFESKIVGGSVPKEYIPGVEKGINSVMG  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    G ++   S+   F       + +AL++  + LLEP +   
+ 
Sbjct  551  



AGVVAGFPIVDFKVQLIDGAFHEVDSSVLAFEIATRAAMREALQKGASVLLEPVMKVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P+EY      D       I+   ++ + VV    +P   +  Y   L   + GR+
Sbjct  611  TPEEYTGSVIGDLNSRRGQIQGQDMRGNAVVINAFVPLANMFGYVNTLRSMSQGRA  
666

>WP_042236339.1 GTP-binding protein [Paenibacillus sp. FSL R5-0912]
 AIQ41511.1 elongation factor G [Paenibacillus sp. FSL R5-0912]
Length=652

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 188/640 (29%), Positives = 306/640 (48%), Gaps = 
31/640 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I +G+LAHVDAGKTT  E LLY + AI   G V+   T  DT  +E+ RGIT+ 
A  
Sbjct  1    
MNNITVGLLAHVDAGKTTFAEQLLYHTEAIRSRGRVDHQDTFMDTHEIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   +  ++DTPGH+DF  E+ R L VLD A++++SA +GV++ T  ++  
LR+ N
Sbjct  61   
AEFVYKDSRYFLLDTPGHVDFSPEMERCLQVLDYAVVILSAVEGVESHTETVWQLLRQHN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINK D+AG D Q V++ +R +LS +  +   +S  P   L   TD E    
+ E
Sbjct  121  IPTLFFINKTDRAGADTQRVLEEIRQQLSGNAFL---LSQQPGEAL---TD-
EQRAFIAE  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
             +D+LLE Y+ G  +S           ++   +FP   GSA    G+   ++ +  
L F 
Sbjct  174  RDDELLEVYLEG-
TLSDNVFHSALPDMLKRGEIFPCMQGSALLDQGVDGFLEVLNALTFT  232

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKL--
KITEMRI  296
                +      G V+K+ + + G R  Y++   G L+ RD++    G E+L  ++T 
+R 
Sbjct  233  EYDHE--
LPFAGRVYKIRHDEKGTRITYIKALQGVLKNRDSIMYGHGPERLSARVTGIRK  290

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-



GDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             +  + +  D A  GE+  +    V L + L G+             +P L++ +  
+  
Sbjct  291  YNSTKYISADWAAAGELFAV----
VGLTEALPGEGVGELMDSQESGLIPTLKSKVLFEPP  346

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               + L++A  QL   DP L    D    E+ +  +G +QLE++  +++E++++      
Sbjct  347  
VHLKELMNAFGQLGAEDPSLNVSWDEELQELHIHVMGGIQLEILEQIMAERFQIRITFGP  406

Query  416  PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR-----
VSLGYLN  470
            P ++Y E          H E  P   +A + L +     GSG+ Y +      ++
+GY +
Sbjct  407  PEILYKETITGTVYGYGHFE--
PLGHYAEVHLKLEAGERGSGITYINNCHPDDLAVGYQH  464

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            Q  Q+ +  G  +GL   L G  +TD KI    G  ++  +   DFR  A   L Q 
L++
Sbjct  465  QIEQHLLESG-HHGL---
LTGSPLTDLKITLLSGRAHNKHTNGGDFREAAYRALRQGLEQ  520

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP     L    +Y+ +   D  +   +    ++ +   V TG +P      
Y 
Sbjct  521  
AVNLLLEPVYDLKLRIDSDYVGKVMSDIQQASGSFSPPEITESNAVITGTVPVASFMNYG  580

Query  591  TDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
              LA  T G+      + GYQ       VIQ R  N   D
Sbjct  581  VRLASMTQGKGSLSLRVAGYQPCHQTGTVIQQRNYNKNAD  620

>WP_057873827.1 elongation factor G [Lactobacillus rennini]
 KRM98536.1 elongation factor G [Lactobacillus rennini DSM 20253]
 SFZ87511.1 Translation elongation factor G [Lactobacillus rennini]
Length=698

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 185/672 (28%), Positives = 319/672 (47%), Gaps = 
64/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIVAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA++V+ A+ GV+ QT  ++       
+
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVVVLDAQAGVEPQTENVWRQSTTYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    V +++D+L A+ + I+  +    +      ++E   D
+   
Sbjct  131  
PRIVFVNKMDKIGANFDYSVSTIKDRLQANALPIQMPIGAEDKFEGVIDLIEMKADLYDE  190

Query  173  ----EAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  WD V                 IE+    +D ++EKY+ GE I +E++    
++ 
Sbjct  191  
DELGTKWDTVDVPEEYKAEAQKRREQLIESLADVDDGIMEKYLEGEEIPKEEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +   +PV  GSA K  G+Q ++DAV                   TG    +       
Sbjct  251  
TLNLDAYPVLAGSAFKNKGVQMMLDAVNDYLPSPLDVRPYKATDPATGEDVELSAGDDKD  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK+       R  ++R+YSGTL     +  A    RE++ ++ +M    + 
EI  
Sbjct  311  
FAALAFKIATDPFVGRLTFIRVYSGTLESGSYILNATKDSRERVGRLLQMHSNHRKEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          E P P+++ +I PKT A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKNTATGDSLTDTKHPLILESMEFPDPVIQVSIEPKTKADQDKMDV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V EP V 
Y E 
Sbjct  428  
ALQKLAEEDPSFKAETNPETGETLIAGMGELHLDIIVDRMRREFHVEAKVGEPQVAYRET  487

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K AS       +      +  + +  TP   G+G ++++ +  G + + +  AV  
G+
Sbjct  488  



FTKQASAQGKFIRQSGGKGQYGDVWIEFTPNDEGAGFEFKNDIVGGVVPREYVPAVEQGL  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S+ A F+  A + L  A K++G  
+LEP +
Sbjct  548  
KESMANGVLAGYPLVDVKARLYDGSYHDVDSSEAAFKIAASMSLRAAAKKAGAVILEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP++ L             +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  608  
KVEIVAPEDNLGDVMGHVTARRGRVEGMEARGNTQLVKSMVPLSEMFGYATTLRSATQGR  667

Query  601  SVCLTELKGYQA  612
                     Y+A
Sbjct  668  GTFTMTFDHYEA  679

>WP_049455047.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (653),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 202/673 (30%), Positives = 310/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R



Sbjct  189  
QWQDGAATTMTPWDDAVRAQWHAQRDALVEAVADHDEQLADAWLEGRVIDAGTLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+



Sbjct  661  GRASSEAHLHGYE  673

>WP_057766370.1 elongation factor G [Lactobacillus tucceti]
 KRK64213.1 elongation factor G [Lactobacillus tucceti DSM 20183]
Length=698

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 183/668 (27%), Positives = 310/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+ +
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAATTAE  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+P +
Sbjct  74   
WKGNRINIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQASTYGVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLS-----  161
            +F+NK+D+ G +    V+++ ++L A+                   +I+    L      
Sbjct  134  
VFVNKMDKIGANFDYSVETLHERLDANAHAIQMPIGAEDHFEGVIDLIEMKADLYDEDEL  193

Query  162  ---------PEIVLEE--
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     P+  LEE      E  ++V + +D ++EKY+ G  IS ++L +  ++   
D
Sbjct  194  
GTKWDTVDVPDDYLEEAKKKRAELVESVADVDDDIMEKYLDGAEISNDELRKAIRKATID  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCG  251
               FPV  GSA K  G+Q LMDAV   L  P+                      S    
G
Sbjct  254  
LKFFPVLAGSAFKNKGVQMLMDAVVDYLPSPLDVRPYNATNPNDDSQVELIADDSKPFAG  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+       R  Y+R+Y G+L     V  A ++K     ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTYIRVYRGSLESGSYVLNATKDKRERVGRLLQMHSNHRKEIPEV--  371

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366



             + G+I  ++   +    D L DP         + P P+++ +I P +   R+++  
A+ 
Sbjct  372  -
FSGDIAAVIGLKNTTTGDSLTDPDDPLILESLDIPDPVIQVSIEPDSKEDRDKMDIAIQ  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L++ DP  + E +  T E +++ +G + L+++   +  ++K+   V EP V Y E   
+
Sbjct  431  
KLSEEDPTFQAETNPETGETLIAGMGELHLDIMVDRMKREFKVACKVGEPQVAYRETFTQ  490

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              S       +      +  + +  TP   G G ++E  +  G + + +  +V  G
++  
Sbjct  491  
QTSAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGLKES  550

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D K     G Y+   S+ A F+  A I L  A K +G  +LEP 
+   
Sbjct  551  
MENGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKIAASIALRNAAKSAGAVILEPIMKVE  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P++YL             +E  + + +  +    +P   +  Y T L   T 
GR   
Sbjct  611  
IVTPEDYLGDVMGQVTARRGRVEGMEARGNAQLVNSFVPLSEMFGYATTLRSATQGRGTF  670

Query  604  LTELKGYQ  611
                  Y+
Sbjct  671  TMVFDHYE  678

>WP_049409834.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (653),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 202/673 (30%), Positives = 310/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------



HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAATTMTPWDDAVRAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGTLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFIAAVE  540



Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_003102218.1 elongation factor G [Streptococcus iniae]
 EKB52085.1 elongation factor G [Streptococcus iniae 9117]
 AGM99661.1 elongation factor G [Streptococcus iniae SF1]
 ESR10358.1 elongation factor P [Streptococcus iniae IUSA1]
 AHY16572.1 elongation factor G [Streptococcus iniae]
 AHY18438.1 elongation factor G [Streptococcus iniae]
 AJG26704.1 elongation factor G [Streptococcus iniae]
 OAS96439.1 translation elongation factor G [Streptococcus iniae]
 OHX28379.1 translation elongation factor G [Streptococcus iniae]
 APD32597.1 translation elongation factor G [Streptococcus iniae]
 ASL35563.1 elongation factor G [Streptococcus iniae]
 ATX38550.1 Elongation factor G [Streptococcus iniae]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 314/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNEHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFSGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDIREEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVMCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V    ++K     +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKDKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +   +    D L D            P P+++  + PKT A 
++++
Sbjct  366  ---
ETVYAGDIAAAVGLKNTTTGDSLTDEKSKVILESINVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E I++ +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GIALQKLAEEDPTFRVETNVETGETIIAGMGELHLDVLVDRMRREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEASKSAQPAILEP  602



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAFVPLAEMFGYATILRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_054760433.1 GTP-binding protein [Lactobacillus collinoides]
 KRM74858.1 translation elongation factor (GTPase) [Lactobacillus 
collinoides 
DSM 20515 = JCM 1123]
 KZL39357.1 elongation factor G [Lactobacillus collinoides]
Length=661

 Score = 255 bits (652),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 199/655 (30%), Positives = 314/655 (48%), Gaps = 
58/655 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SG + + G V+ G    D+  LE+QRGITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSEALLYRSGELRKLGRVDNGDAFLDSDDLEKQRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              FQ++  +V+++DTPGH+DF ++  + L+VLD A+LV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ARFQYNDLQVDLLDTPGHVDFASQTEQVLSVLDYAVLVVSATDGVQGYTRTLWRLLARYH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--
PEIVLEENTDIEAWDAV  178
            +PT IF+NK+D  G +   V+  ++ +LSA  I   T   +  P  V E+         
V
Sbjct  121  
VPTFIFVNKMDVTGTERDQVLAQLQAELSAGCIAFDTGDDAALPADVYED---------V  171

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND +LE Y+    ++ + + +  QRR     +FP ++G+A K  G+  L+    
GL 
Sbjct  172  AMQNDTVLETYLNAGNLTDDTVRQMIQRR----EVFPCFFGAALKVDGVDSLL---
AGLA  224

Query  239  QPIGE-



QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            Q   E Q        VFK+ + +   R  +LR+  G+L ++DT  L G +K    +
+RI 
Sbjct  225  QWTTEPQFETNFGAQVFKISHDEKDVRLTWLRVTGGSLHVKDT--LFGEQKAN--
QLRIY  280

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV-----LGDPTRLPRKRWREDPL--
PMLRTTI  350
            +  +         G++  +P+    L D      LG+ T        E P+  P+L  
++
Sbjct  281  NGTKFTSVQAVTAGQVCAIPN----LTDTHPGMGLGEATA------
AETPMMQPVLNYSV  330

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK     +  L    +L D DP L         EI +  +G VQLE++  +L ++
+ L+
Sbjct  331  DPK-
GYDIQTCLKVFRELEDEDPQLHVSWSEHLQEIRVQIMGEVQLEILEQILHDRFNLD  389

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E S++Y E   KA     H E  P   ++ + L + P   GSG+ +++   L  
L 
Sbjct  390  VGFGEGSILYRETITKAVEGVGHFE--
PLRHYSEVHLLLRPAPQGSGLIFDADCPLEVLG  447

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL-  528
            ++ Q+ +   +      G L G  +TD  I    G   +  +   DFR      L 
Q L 
Sbjct  448  
KNIQHQILTSLAAKEHLGVLTGAPITDMHITLVTGRSSTVHTVGGDFREATWRALRQGLM  507

Query  529  ---KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE-------
VVFT  578
                  G QLLEP+  F L   Q+ + RA  D  +   T++  +   +           
T
Sbjct  508  
MLRDSGGDQLLEPWYRFRLEVGQDQIGRAMTDITRMTGTLDDPETTSEGTNNNSGMTTLT  567

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI---QPRRPNSRLDK  
630
            G  P   +Q Y  ++  YT+G+      + GY+       +   Q   P S LD 
Sbjct  568  GIAPVSEMQNYAQEVNAYTHGQGQLECVIDGYRPCHNADAVIAAQDYDPVSDLDN  
622

>PIR93683.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_39_11]
Length=696

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.



 Identities = 189/693 (27%), Positives = 318/693 (46%), Gaps = 
71/693 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTVTERILFYTGKKHKIGEVHEGEAEMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG ++V     GV++Q+  ++    
K ++
Sbjct  69   
TCFWDDCRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGVAGVESQSETVWRQADKYSV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P + FINK+D+ G D    + ++ D+L+      Q    + E  +               
Sbjct  129  
PRIGFINKMDRMGADFYHDMDTIYDRLTKKAFPIQLPIGAAETFVGVIDLFERKAHIYKD  188

Query  167  EENTDIE------------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E  TD+E                    +A++EN++ L++KY+AGE +    L R  
++ V
Sbjct  189  
ENGTDVEIIEVPEDMKEKVEEYRSKVIEAIVENDEALMDKYLAGEDVPVVDLKRVLRQAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------------------
IGEQGSAA  248
             D  + P+  G+A K  G+Q L+DAVT                         I  +  
A 
Sbjct  249  
IDNKIVPIMCGTALKNKGVQLLLDAVTEYLPSPLEVPALNAEDWKDPEKKVLIEAKDDAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
              G  FK+       +  + R+Y G L+    V   A   +E++ +I  M    + 
E+  
Sbjct  309  
FVGLAFKIATDPFVGKLCFFRVYQGILKSGSYVLNTATGEKERIGRIVRMHANHREEV--  366

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D  Y GEI   +   +      L D   P  L    +   P P+++  I PKT + 
+E+
Sbjct  367  -DAVYAGEIAAAIGLKNTFTGHTLCDESLPVVLENITF---
PDPVIKIAIEPKTKSDQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  + E D  + + +++ +G + LEV+   +  ++ +E    +P 



V Y
Sbjct  423  
MGIALQKLAEEDPTFQVESDEESMQTVIAGMGELHLEVLIDRMKREFGVEANTGKPQVAY  482

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  + +  A      +      +    L V P   G G ++   +  G + + +  
A++
Sbjct  483  
RETIKKVAEAEGKYVKQSGGRGQYGHCWLRVEPQERGDGFEFADELKGGAIPREYVPAIQ  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  L +G+  G+ + D K+    G ++   S+ + F+    +    A K +   
LLE
Sbjct  543  
KGVKESLSRGVVAGYPIIDVKVTVFDGSFHDVDSSESAFKIAGSMAFRDATKNASPVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++++     D       I     + D  V T ++P   +  Y T L   
T
Sbjct  603  
PVMGVEVVTPEQFMGDVVGDLNARRGQINEMSDRSDNKVITADVPLAEMFGYATQLRSLT  662

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDK  630
             GR+    EL  Y A V   V++  +     DK
Sbjct  663  QGRASFAMELSHY-AEVPNNVVEKIKGEQDPDK  694

>OHA08988.1 translation elongation factor G [Candidatus Sungbacteria 
bacterium 
RIFCSPLOWO2_01_FULL_59_16]
Length=704

 Score = 256 bits (655),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 201/695 (29%), Positives = 317/695 (46%), Gaps = 
78/695 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G   + G V +GTT  D M  ER+RGITI AA 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVTERVLFYAGISHKIGEVHEGTTVMDWMAQERERGITITAAATNVF  71

Query  65   W-------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            W                ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ 
Q+  
Sbjct  72   
WAPSSLSESQKTKEREYRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQSET  131



Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------ADI  152
            ++    K  +P + FINK+D+ G       QS+R++L+                    
D+
Sbjct  132  
VWRQADKYRVPRICFINKLDRTGASFDGSFQSIRERLTPNAVVLVIPIGLEQNLEGVVDL  191

Query  153  IIKQTVSLSPEI--VLEE-------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISRE  198
            +  + V  S E   V+E          + EAW     + + E ++ L EKY+ GE 
+S E
Sbjct  192  
LSMEAVRFSGEHGEVVERAPIPTGLRVNAEAWRHQLIEKIAETDEALTEKYLKGEEMSME  251

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ-  244
            +L    +R      L PV  GSA K  G+Q ++DAVT             G+    
G + 
Sbjct  252  
ELRSALRRATISYRLVPVLCGSALKNKGVQLVLDAVTDYLPSPADMPPVKGINPKSGAEE  311

Query  245  -----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMR  295
                   A      FK++      +  Y R+YSGTL     V   A    E++ +I  
M 
Sbjct  312  
EREVRDDAPFSALAFKLQSDPFVGQLTYFRVYSGTLSAGSYVLNSAKGESERISRILRMH  371

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               + E+        G +V L     R  D L DP           P P++   I 
PKT 
Sbjct  372  ANHREELKEIPAGNIGALVGL--
KGTRTGDTLCDPEHPIVLEKITFPEPVVSLKIEPKTK  429

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  AL +L++ DP  R + D  T E I+S +G + LE++   +  ++ +E     
Sbjct  430  
ADQEKLGLALRRLSEEDPTFRIKGDPETGETIISGMGELHLEIIVDRMRREFSVEASAGR  489

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +      +  + L V     G+G ++ + +  G +   
F
Sbjct  490  
PQVAYKETVRGAAEAEGRYIRQSGGRGQYGHVWLRVEAAERGAGFEFVNAIKGGIIPSEF  549

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              A   G+R  +++G L G+ + D ++    G Y+   S+ A F+    I L++A 
+ +G
Sbjct  550  
IPAAEKGVREAMDKGVLAGYPIVDTRVTLYDGSYHEVDSSEAAFKIAGSIALQEASRRAG  609



Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRT  591
              LLEP +   +  P+++L     D     A IE    +   + V + ++P   +  
Y T
Sbjct  610  
LTLLEPIMRVEVVTPEQFLGEVTGDLNAKRARIEGMTERGQGIKVISAKVPLAEMFGYAT  669

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
             +   T GR+    E   Y+   + + Q +I+ +R
Sbjct  670  AVRSLTQGRASFTMEFDRYEEVPSQIAQGIIEGKR  704

>WP_101168954.1 elongation factor G [Bacillus sp. SN10]
 CUB13533.1 Elongation factor G [Bacillus cereus]
 PKJ52417.1 elongation factor G [Bacillus sp. SN10]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  



EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RSAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_032117908.1 GTP-binding protein [Clostridium sp. CL-2]
Length=649

 Score = 255 bits (651),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 170/607 (28%), Positives = 294/607 (48%), Gaps = 
16/607 (3%)

Query  6    



IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  D+  +E++RGITI +    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTKSIRNRGRVDHKNSFLDSHNIEKERGITIFSDGAVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  +VDTPGH+DF  E+ RS+ V+D AI++ISA +GVQ  T  ++  LRK N
+PT I
Sbjct  65   
KDNTYYLVDTPGHIDFSTEMERSIGVMDYAIVLISAVEGVQGHTETVWQLLRKYNVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+   D   V+  ++  LS DI   +      E + EE    E  + + E 
++ L
Sbjct  125  FINKLDRVNADKDKVINEIKRVLSKDIFYIE------
ENIKEEELSQELIEFISEYDETL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LE+Y  G+   ++  +   +  V++  +FP + GSA +  GI  L++ +  + F    
E+
Sbjct  179  LERYFEGD-
YDKQSWINTFKTLVKENKVFPCFGGSALQDEGIIELLNNLDYITFTEYDEK  237

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
               A    V+K+ +   G R  +++   GTL++RD +   G    KI+ +RI +  
+   
Sbjct  238  SKFAAI--
VYKIRHEANGNRVTFIKALEGTLKVRDEITYRGDISEKISSIRIYNGNKFKT  295

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             D    G+I  +   S R N   G+      K  + + +P L + +        + 
+L+ 
Sbjct  296  VDEVKAGDIFAVTGLS-RAN--
AGEGLGELNKNIKYNMIPTLMSKVIFDPIYNIKDVLEY  352

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    +    EI +  +G++QLE++  ++ +++ L+       ++Y 
E  
Sbjct  353  
FKLLDAEDPALNVVWNESLQEIHVHIMGKIQLEILKEVVKDRFNLDIDFGPCKILYKETI  412

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              +     H E  P   +A + L +  L   SG++++++     L     N +R  
I   
Sbjct  413  RNSVKGYGHFE--
PLKHYAEVHLKLEALERNSGIEFKNKCHADNLTTGHMNLIRTHIFER  470



Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G L G ++TD ++    G  ++  +   DFR      L Q L+++   LLEPY  
F 
Sbjct  471  
EHHGVLTGSSLTDVRVTLLTGRAHNKHTEGGDFREATFRALRQGLEKADNVLLEPYYKFK  530

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    +Y+ R   D  K   T    ++ +D V   G  P +    Y +++  ++ G
+   
Sbjct  531  
IDVQLDYMGRVLSDIQKLSGTFNPPEINEDRVTVIGRGPVKTFMDYSSEVIAFSKGKGSI  590

Query  604  LTELKGY  610
                 GY
Sbjct  591  NLIFDGY  597

>CUO52751.1 Elongation factor G [Dorea longicatena]
Length=917

 Score = 260 bits (665),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/636 (30%), Positives = 300/636 (47%), Gaps = 
44/636 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ I IGILAHVDAGKTTL+E +LY SG I + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MRHITIGILAHVDAGKTTLSECMLYLSGQIRKLGRVDHKDAFLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L
++  
Sbjct  61   
AELKMGNLGITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWSLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D   V+  ++++L    I    +S             E +D
++  
Sbjct  121  IPTFIFINKMDQVGTDKAKVLADLQNRLDEGCIDFSEMSE------------
ETYDSIAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++K +E+Y+  E +  + +       +    ++P Y+GSA K  G+Q  MD ++   
+ 
Sbjct  169  CDEKAMEEYLESEKVEEDTIA----



EMIGSRKVYPCYFGSALKIEGVQKFMDGMSAYIER  224

Query  241  IGEQ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITE  293
              EQ      G+      VFK+     G R  +L++ SGTL+++DT+    GR++ 
K   
Sbjct  225  -
NEQINNTDTGTCNFGAKVFKISRDPSGGRLTHLKVTSGTLKVKDTLTGTTGRQQSKNES  283

Query  294  MRIPSKGEIVRTD--------TAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRW-----  338
             R     E V             Y GE   ++  + S R+  V G     P +       
Sbjct  284  
DRTQDTSETVMNGWEEKVNQIRIYSGEKYEMVQEAGSGRICAVTGLNYTYPGEGLGIECD  343

Query  339  REDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             E P   P+L   I         ++L  L  L + DP+L+   +    EI    +G 
VQ+
Sbjct  344  
SEAPALEPVLSYKIELPEGCDVHKMLGNLRILEEEDPMLKIVWNEELGEIHAKLMGAVQI  403

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
            E++ +L+ +++ +E      +++Y E          H E  P   +A + L + P   
GS
Sbjct  404  EILKSLIKDRFGVEVEFDTGNIVYKETIQNTVEGVGHFE--
PLRHYAEVHLKMEPGERGS  461

Query  457  GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPAD  515
            G+   +  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
D
Sbjct  462  
GIVIGTDCSEDMLDKNWQRLILTHLLEKEHRGVLTGSVITDMKITLTAGRAHLKHTEGGD  521

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR      + Q L ++ + LLEPY  F L  P   + RA  D  +      T Q + 
+  
Sbjct  522  
FRQATYRAVRQGLMQAESVLLEPYYDFQLEVPSGMIGRALTDIQRMNGEAGTPQTEGEMT  581

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               G  P   ++ Y+ ++  YT G+       +GY+
Sbjct  582  TIEGYAPVADMRDYQMEVNSYTRGQGHLTCTFRGYE  617

>WP_068615394.1 elongation factor G [Woeseia oceani]
 ANO51239.1 translation elongation factor G [Woeseia oceani]
Length=694

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.



 Identities = 195/670 (29%), Positives = 309/670 (46%), Gaps = 
66/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGAATTDFMEQEQERGITIQSAATSCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDAGVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G D   VVQ V+D L+A+ ++           K  V L             
Sbjct  129  
IYVNKLDRIGADFMRVVQQVKDVLAANPLVMVLPIGIEENFKGVVDLLTRKAWIWDDSGD  188

Query  162  PEIVLEEN------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P    E++        ++ W     +  +E +D LLEKY+ GE  S   L R  ++    
Sbjct  189  
PTAYTEQDVPADMQAQVDEWREKLIETALEQDDALLEKYLEGEEPSVADLKRCIRKGTIG  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-----
IGEQGSAALC-------  250
               FP Y GS+ K  G+Q +++AV            QP       E G  A+        
Sbjct  249  
LDFFPTYCGSSFKNKGVQNVLNAVVDYLPNPTEVDPQPEIDLEGNETGGHAIVDVNKPLR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSG ++  DTV     G+ E++ +I EM   S+ E+   
+
Sbjct  309  ALAFKIMDDRYGA-
LTFTRIYSGKIKKGDTVLNTFTGKTERIGRIVEMHANSRTEL---E  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ +L   + +    L DP           P P++   IAPK  A  E++  
AL
Sbjct  365  
SAQAGDIIALLGMKNTQTGHTLADPNNPATLEPMVFPDPVISIAIAPKDKAGNEKMGVAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R   D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  425  



NKMVQEDPSFRIMTDEDSGETIMMGMGELHLDIKVDILRRTHHVEVEVGKPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K+   S+T   +   +  +  I   + P    +G ++ESRV+ G + + + +A+      
Sbjct  485  
KSVEDSYTHKKQTGGSGQFGKIDYLIEPAETNAGYEFESRVTGGNVPREYWSAIEKAFGA  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L +G L G+ + D +     G Y++  S+   F         Q++ ++G QLLEP 
+  
Sbjct  545  
CLSEGTLAGFPMLDVRFILLDGSYHAVDSSAMAFELATRAAYRQSIPKAGPQLLEPIMKI  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P E++     D  +    I++       V    + P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDEHVGDVIGDLNRRRGMIKSQDTGPTGVRVKAQAPLAEMFGYIGHLRTMTSGRGQ  664

Query  603  CLTELKGYQA  612
               E   Y A
Sbjct  665  FSMEFDHYAA  674

>WP_105104941.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_074389611.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 324/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +V+ +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEVRGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_000090363.1 elongation factor G [Bacillus anthracis]
 C3LJ79.1 RecName: Full=Elongation factor G; Short=EF-G
 ACP14074.1 translation elongation factor G [Bacillus anthracis str. 
CDC 
684]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.



 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  



Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVADIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>KLU39779.1 elongation factor G [Peptococcaceae bacterium 1109]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 187/664 (28%), Positives = 309/664 (47%), Gaps = 
71/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G   +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGRVHKLGETHEGGATMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K ++
Sbjct  69   
TCHWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + +INK+D+ G + Q  +  +R++L+A+ +              I   V +   
+ ++
Sbjct  129  
PRIAYINKMDRVGANFQRGIDMIRERLAANPVPIQWPIGAEDTFRGIVDLVEMKAHVYVD  188



Query  168  ENTDIEA-------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  +I+                     + + E +++L  KY+ GE IS  +L    
+R  
Sbjct  189  
DLGNIDEEIEIPEEIKDEVMAARELMLEKIAETDEELTMKYLEGEEISTAELKAALRRAC  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             +  L PV  GS+ K  G+Q L+D             AVTG+    G +       
+   
Sbjct  249  
LNVELIPVLCGSSFKNKGVQLLLDAICDYLPSPSDLPAVTGINPRTGAEEVRELNDNQPF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-----  304
             G  FK+       +  + R+YSGTL+       AG     +T  R    G I+R     
Sbjct  309  AGLAFKIMTDPYVGKLTFFRVYSGTLK-------
AGSYVYNVTRGRKERVGRILRMHANH  361

Query  305  ---TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                + A  GEIV           D L            E P P++   + PK+ A 
+++
Sbjct  362  
REEAEQADSGEIVAFVGLKDTSTGDTLAAEDHPILLEALEFPAPVIDLAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL +LA+ DP  +   D  T + I+S +G + LE++   L  ++K+E  + +P 
V Y
Sbjct  422  
LTLALQRLAEEDPTFQVHTDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGKPQVAY  481

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA  A      +      +  + L V P   G+G  +ES++  G + + + 
++V 
Sbjct  482  
RETITKAVKAEGKFVRQSGGRGQYGHVVLEVEPNEPGAGFAFESKIVGGTVPREYWSSVE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  L  G+  G+ V D K+    G Y+   S+   F+    I  ++A  ++   
LLE
Sbjct  542  
QGVKEALLNGVVAGYPVVDVKVALVDGSYHEVDSSEMAFKIAGSIGFKEAAAKADPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E+L     D       IE  + + +  V  G +P   +  Y TDL   
T
Sbjct  602  
PIMRLEVTTPEEFLGDVIGDMNSRRGRIEGMEHRGNTQVVRGYVPLGEMFGYATDLRSLT  661



Query  598  NGRS  601
             GR+
Sbjct  662  QGRA  665

>KPJ57322.1 elongation factor G [Parcubacteria bacterium DG_74_2]
Length=695

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 191/690 (28%), Positives = 332/690 (48%), Gaps = 
78/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+ AGKTT T  +LY +G   + G++EKGTT  D M  ER+R +TI AA 
TS  
Sbjct  12   
NIGIIAHISAGKTTTTVCILYHTGRTHKIGTLEKGTTIMDWMVQERERAMTIMAAATSCY  71

Query  65   WH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            W       ++NI+DTPGH+DF AEV RSL VLDGA++V     GVQ Q+  +++     
+
Sbjct  72   
WKIGEDDFQINIIDTPGHIDFTAEVQRSLRVLDGAVVVFDGGAGVQTQSETVWYQADNFS  131

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSL-  160
            +P + F+NK+D+ G D +  ++S+R +LS                    D++  +T
+   
Sbjct  132  
VPRICFVNKMDKVGADFEVNLESIRKRLSKNAFPVQLPIGVEDNFSGLIDLLKMKTLKFE  191

Query  161  --SPEIVLEENT------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                E V EE+       + + W     + +   + ++LEKY++G+ IS E+L +  
++ 
Sbjct  192  
GEEGETVKEEDIPKELEDEAKKWRKKLVEKIAAEDAEILEKYLSGKEISIEELRKGLRKA  251

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQG  245
                 LFPV++GS  K +G+QPL+D +                          +P+  
+ 
Sbjct  252  
TISCKLFPVFFGSLFKRIGVQPLLDGIIYYLPNPIDLPPIKGTDPKTGKDLERKPLDAEP  311

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--
AGREKLKITEMRIPSKGEIV  303
             +AL    FK++         + R+YSG L+ R +  L  A  EK +I  +      
+  
Sbjct  312  FSALA---FKIQADPYVGTLTFFRVYSGHLK-



RGSYLLNTANGEKERIGRLLRMHADKRE  367

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              + A+ G+I+  +   +      L D   P  L +  +   P P++   + PKT 
A++E
Sbjct  368  EVEEAFAGDILATVGLKNTSTGHTLCDERKPIVLEKITF---
PEPVISVRVEPKTKAEQE  424

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  AL +L+  DP  +   DS T + I+S +G + LE++   +  ++K+E+ + 
+P V 
Sbjct  425  
KLTTALRRLSGEDPTFKAREDSETGQTIISGMGELHLEIIIDRMKREFKVESNIGKPEVA  484

Query  420  YMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  LK A +   +I +      +  + + + P   G G ++   +  G + + F  
AV
Sbjct  485  
YKETILKEAEAEGKYIRQTGGRGQYGHVVIKIEPKKRGEGFKFIDAIKGGTIPKEFIPAV  544

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            R GI    E+G L G+++ D  +    G ++   S+   F+  + I L++A+K++   
+L
Sbjct  545  
RKGILEAREKGVLAGYSLVDFSVTLFDGSFHEVDSSELAFKIASSIALQEAVKKANPVIL  604

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P ++      D       I   + + +  +   ++P   +  Y T 
L   
Sbjct  605  
EPVMKLEVICPSDFFGSVIGDLGARRGKIGETRDRVNVKIIRAKVPLAEMFGYATILRSL  664

Query  597  TNGRSVCLTELKGYQAA---VGQPVIQPRR  623
            T GR     E   Y      + Q +I+ +R
Sbjct  665  TEGRGTFTMEFDHYDIVPQQISQEIIEGKR  694

>WP_000196384.1 MULTISPECIES: elongation factor G [Bacillus]
 B7IT16.1 RecName: Full=Elongation factor G; Short=EF-G
 ACK93224.1 translation elongation factor G [Bacillus cereus G9842]
 EJP81342.1 elongation factor G [Bacillus cereus VD022]
 EJR00740.1 elongation factor G [Bacillus cereus MSX-A1]
 EJS46818.1 elongation factor G [Bacillus cereus BAG1X1-2]
 AFQ17492.1 elongation factor G [Bacillus thuringiensis HD-771]
 AFQ29475.1 elongation factor G [Bacillus thuringiensis HD-789]
 EJV87416.1 elongation factor G [Bacillus cereus HuB1-1]
 EOO04554.1 elongation factor G [Bacillus cereus str. Schrouff]
 EOO81190.1 elongation factor G [Bacillus cereus K-5975c]
 EOQ00243.1 elongation factor G [Bacillus cereus HuB4-4]



 EOQ57697.1 elongation factor G [Bacillus cereus TIAC219]
 EPF09217.1 elongation factor G [Bacillus cereus BAG1O-3]
 EXL34644.1 elongation factor G [Bacillus thuringiensis serovar 
israelensis]
 KIP28365.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
morrisoni]
 AJH08062.1 translation elongation factor G [Bacillus thuringiensis 
HD1002]
 AJQ56898.1 elongation factor G [Bacillus thuringiensis serovar 
morrisoni]
 ALC55073.1 elongation factor G [Bacillus cereus]
 KQB21625.1 elongation factor G [Bacillus thuringiensis]
 KRD85678.1 elongation factor G [Bacillus sp. Root11]
 KRD88488.1 elongation factor G [Bacillus sp. Root131]
 KXX89182.1 elongation factor G [Bacillus cereus]
 KXY59051.1 elongation factor G [Bacillus cereus]
 AMR82623.1 elongation factor G [Bacillus thuringiensis]
 AND05786.1 elongation factor G [Bacillus thuringiensis serovar 
alesti]
 AND22189.1 elongation factor G [Bacillus thuringiensis serovar 
israelensis]
 OBW86964.1 translation elongation factor G [Bacillus cereus]
 AOM08629.1 elongation factor G [Bacillus thuringiensis Bt18247]
 SEG84135.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. ok061]
 SEJ96466.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
thuringiensis]
 SFM20269.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. 5mfcol3.1]
 OJE13617.1 translation elongation factor G [Bacillus thuringiensis]
 SHM82371.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. bc15]
 OLR25634.1 translation elongation factor G [Bacillus cereus]
 OPA18641.1 translation elongation factor G [Bacillus cereus]
 AQY36655.1 elongation factor G [Bacillus thuringiensis]
 OTW56300.1 elongation factor G [Bacillus thuringiensis serovar 
silo]
 OTW64103.1 elongation factor G [Bacillus thuringiensis serovar 
toguchini]
 OTW92037.1 elongation factor G [Bacillus thuringiensis serovar 
sumiyoshiensis]
 OTX04387.1 elongation factor G [Bacillus thuringiensis serovar 
fukuokaensis]
 OTX73488.1 elongation factor G [Bacillus thuringiensis serovar 
novosibirsk]
 OTY38849.1 elongation factor G [Bacillus thuringiensis serovar 
alesti]
 OTY47899.1 elongation factor G [Bacillus thuringiensis serovar 
poloniensis]
 OTZ37704.1 elongation factor G [Bacillus thuringiensis serovar 
thompsoni]
 OTZ46290.1 elongation factor G [Bacillus thuringiensis serovar 
toumanoffi]



 OTZ56506.1 elongation factor G [Bacillus thuringiensis serovar 
israelensis]
 OTZ69964.1 elongation factor G [Bacillus thuringiensis serovar 
kyushuensis]
 OTZ78203.1 elongation factor G [Bacillus thuringiensis serovar 
tohokuensis]
 OTZ91501.1 elongation factor G [Bacillus thuringiensis serovar 
ostriniae]
 OTZ95724.1 elongation factor G [Bacillus thuringiensis serovar 
darmstadiensis]
 OUA91521.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
leesis]
 OUB34769.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
palmanyolensis]
 OUB77308.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
dakota]
 OUB81297.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
zhaodongensis]
 OUB89250.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
indiana]
 PAW38354.1 elongation factor G [Bacillus toyonensis]
 PAW43985.1 elongation factor G [Bacillus toyonensis]
 PDX91194.1 elongation factor G [Bacillus thuringiensis]
 PDY58705.1 elongation factor G [Bacillus thuringiensis]
 PDY96417.1 elongation factor G [Bacillus thuringiensis]
 PDZ61453.1 elongation factor G [Bacillus thuringiensis]
 PDZ93231.1 elongation factor G [Bacillus thuringiensis]
 PEA12190.1 elongation factor G [Bacillus thuringiensis]
 PEA46741.1 elongation factor G [Bacillus thuringiensis]
 PEA58161.1 elongation factor G [Bacillus thuringiensis]
 PEA89003.1 elongation factor G [Bacillus thuringiensis]
 PEB09719.1 elongation factor G [Bacillus thuringiensis]
 PEB53886.1 elongation factor G [Bacillus cereus]
 PEB66736.1 elongation factor G [Bacillus thuringiensis]
 PEB74020.1 elongation factor G [Bacillus thuringiensis]
 PEB83134.1 elongation factor G [Bacillus thuringiensis]
 PEC14192.1 elongation factor G [Bacillus thuringiensis]
 PEC71836.1 elongation factor G [Bacillus thuringiensis]
 PEC94694.1 elongation factor G [Bacillus thuringiensis]
 PED10633.1 elongation factor G [Bacillus thuringiensis]
 PEF00446.1 elongation factor G [Bacillus thuringiensis]
 PEF05148.1 elongation factor G [Bacillus thuringiensis]
 PEF09168.1 elongation factor G [Bacillus thuringiensis]
 PEF26600.1 elongation factor G [Bacillus thuringiensis]
 PEF89338.1 elongation factor G [Bacillus thuringiensis]
 PEN92477.1 elongation factor G [Bacillus cereus]
 PEQ45260.1 elongation factor G [Bacillus thuringiensis]
 PEQ71282.1 elongation factor G [Bacillus thuringiensis]
 PEQ83729.1 elongation factor G [Bacillus cereus]



 PER41553.1 elongation factor G [Bacillus thuringiensis]
 PER42065.1 elongation factor G [Bacillus thuringiensis]
 PER47294.1 elongation factor G [Bacillus thuringiensis]
 PER55181.1 elongation factor G [Bacillus thuringiensis]
 PER85943.1 elongation factor G [Bacillus thuringiensis]
 PES31742.1 elongation factor G [Bacillus thuringiensis]
 PES47623.1 elongation factor G [Bacillus thuringiensis]
 PES48392.1 elongation factor G [Bacillus thuringiensis]
 PES75629.1 elongation factor G [Bacillus thuringiensis]
 PET89460.1 elongation factor G [Bacillus thuringiensis]
 PEU89170.1 elongation factor G [Bacillus thuringiensis]
 PEU93188.1 elongation factor G [Bacillus sp. AFS012607]
 PEV03853.1 elongation factor G [Bacillus thuringiensis]
 PEV12485.1 elongation factor G [Bacillus thuringiensis]
 PEV20613.1 elongation factor G [Bacillus thuringiensis]
 PEV40093.1 elongation factor G [Bacillus thuringiensis]
 PEV45952.1 elongation factor G [Bacillus thuringiensis]
 PEV60906.1 elongation factor G [Bacillus thuringiensis]
 PEW29037.1 elongation factor G [Bacillus thuringiensis]
 PEW37116.1 elongation factor G [Bacillus thuringiensis]
 PEW67785.1 elongation factor G [Bacillus thuringiensis]
 PEW89830.1 elongation factor G [Bacillus thuringiensis]
 PEX43702.1 elongation factor G [Bacillus thuringiensis]
 PEY52296.1 elongation factor G [Bacillus thuringiensis]
 PEY57678.1 elongation factor G [Bacillus thuringiensis]
 PEY72961.1 elongation factor G [Bacillus thuringiensis]
 PEY81813.1 elongation factor G [Bacillus thuringiensis]
 PEZ30258.1 elongation factor G [Bacillus thuringiensis]
 PEZ44723.1 elongation factor G [Bacillus thuringiensis]
 PEZ74098.1 elongation factor G [Bacillus thuringiensis]
 PFA03089.1 elongation factor G [Bacillus thuringiensis]
 PFA25751.1 elongation factor G [Bacillus thuringiensis]
 PFA40384.1 elongation factor G [Bacillus thuringiensis]
 PFA81603.1 elongation factor G [Bacillus thuringiensis]
 PFA99821.1 elongation factor G [Bacillus thuringiensis]
 PFB46070.1 elongation factor G [Bacillus thuringiensis]
 PFB51941.1 elongation factor G [Bacillus thuringiensis]
 PFB80751.1 elongation factor G [Bacillus thuringiensis]
 PFB90032.1 elongation factor G [Bacillus thuringiensis]
 PFB94389.1 elongation factor G [Bacillus thuringiensis]
 PFC24521.1 elongation factor G [Bacillus thuringiensis]
 PFC38159.1 elongation factor G [Bacillus thuringiensis]
 PFC57515.1 elongation factor G [Bacillus thuringiensis]
 PFD29886.1 elongation factor G [Bacillus thuringiensis]
 PFD33282.1 elongation factor G [Bacillus thuringiensis]
 PFD55180.1 elongation factor G [Bacillus thuringiensis]
 PFD66060.1 elongation factor G [Bacillus thuringiensis]
 PFD85725.1 elongation factor G [Bacillus thuringiensis]
 PFE07419.1 elongation factor G [Bacillus thuringiensis]
 PFE23302.1 elongation factor G [Bacillus thuringiensis]
 PFE60655.1 elongation factor G [Bacillus thuringiensis]
 PFE73709.1 elongation factor G [Bacillus thuringiensis]
 PFE84557.1 elongation factor G [Bacillus thuringiensis]
 PFE86906.1 elongation factor G [Bacillus thuringiensis]



 PFE95172.1 elongation factor G [Bacillus thuringiensis]
 PFF25146.1 elongation factor G [Bacillus thuringiensis]
 PFF31276.1 elongation factor G [Bacillus thuringiensis]
 PFF54868.1 elongation factor G [Bacillus thuringiensis]
 PFF65140.1 elongation factor G [Bacillus thuringiensis]
 PFF71216.1 elongation factor G [Bacillus thuringiensis]
 PFG78618.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. YF23]
 PFH72409.1 elongation factor G [Bacillus thuringiensis]
 PFI06208.1 elongation factor G [Bacillus thuringiensis]
 PFI26182.1 elongation factor G [Bacillus thuringiensis]
 PFI29100.1 elongation factor G [Bacillus thuringiensis]
 PFI92696.1 elongation factor G [Bacillus thuringiensis]
 PFJ09836.1 elongation factor G [Bacillus thuringiensis]
 PFJ39582.1 elongation factor G [Bacillus thuringiensis]
 PFJ52744.1 elongation factor G [Bacillus thuringiensis]
 PFJ58698.1 elongation factor G [Bacillus thuringiensis]
 PFK07941.1 elongation factor G [Bacillus thuringiensis]
 PFK56646.1 elongation factor G [Bacillus thuringiensis]
 PFL32933.1 elongation factor G [Bacillus thuringiensis]
 PFM17960.1 elongation factor G [Bacillus thuringiensis]
 PFN05971.1 elongation factor G [Bacillus thuringiensis]
 PFN33573.1 elongation factor G [Bacillus thuringiensis]
 PFN49379.1 elongation factor G [Bacillus thuringiensis]
 PFN52045.1 elongation factor G [Bacillus thuringiensis]
 PFN87845.1 elongation factor G [Bacillus thuringiensis]
 PFN88006.1 elongation factor G [Bacillus thuringiensis]
 PFO23238.1 elongation factor G [Bacillus thuringiensis]
 PFO29280.1 elongation factor G [Bacillus thuringiensis]
 PFO30395.1 elongation factor G [Bacillus thuringiensis]
 PFP77061.1 elongation factor G [Bacillus thuringiensis]
 PFQ85035.1 elongation factor G [Bacillus thuringiensis]
 PFR36426.1 elongation factor G [Bacillus thuringiensis]
 PFR56589.1 elongation factor G [Bacillus thuringiensis]
 PFR65439.1 elongation factor G [Bacillus thuringiensis]
 PFS02827.1 elongation factor G [Bacillus thuringiensis]
 PFS14226.1 elongation factor G [Bacillus thuringiensis]
 PFS16275.1 elongation factor G [Bacillus thuringiensis]
 PFS38170.1 elongation factor G [Bacillus thuringiensis]
 PFS38255.1 elongation factor G [Bacillus thuringiensis]
 PFS56572.1 elongation factor G [Bacillus thuringiensis]
 PFS61635.1 elongation factor G [Bacillus thuringiensis]
 PFS70031.1 elongation factor G [Bacillus thuringiensis]
 PFS87106.1 elongation factor G [Bacillus thuringiensis]
 PFT04760.1 elongation factor G [Bacillus thuringiensis]
 PFT11320.1 elongation factor G [Bacillus thuringiensis]
 PFT14347.1 elongation factor G [Bacillus thuringiensis]
 PFT51552.1 elongation factor G [Bacillus thuringiensis]
 PFT73603.1 elongation factor G [Bacillus thuringiensis]
 PFT96975.1 elongation factor G [Bacillus thuringiensis]
 PFT97035.1 elongation factor G [Bacillus thuringiensis]
 PFU39356.1 elongation factor G [Bacillus thuringiensis]
 PFU53130.1 elongation factor G [Bacillus thuringiensis]
 PFU68296.1 elongation factor G [Bacillus thuringiensis]



 PFU99007.1 elongation factor G [Bacillus thuringiensis]
 PFV32074.1 elongation factor G [Bacillus thuringiensis]
 PFV41851.1 elongation factor G [Bacillus thuringiensis]
 PFV52846.1 elongation factor G [Bacillus thuringiensis]
 PFV57262.1 elongation factor G [Bacillus thuringiensis]
 PFV74224.1 elongation factor G [Bacillus thuringiensis]
 PFV81855.1 elongation factor G [Bacillus thuringiensis]
 PFV89620.1 elongation factor G [Bacillus thuringiensis]
 PFW10801.1 elongation factor G [Bacillus thuringiensis]
 PFW21804.1 elongation factor G [Bacillus thuringiensis]
 PFW36301.1 elongation factor G [Bacillus thuringiensis]
 PFW51384.1 elongation factor G [Bacillus thuringiensis]
 PGF19164.1 elongation factor G [Bacillus thuringiensis]
 PGH68889.1 elongation factor G [Bacillus thuringiensis]
 PGH86408.1 elongation factor G [Bacillus thuringiensis]
 PGK35600.1 elongation factor G [Bacillus thuringiensis]
 PGK63687.1 elongation factor G [Bacillus thuringiensis]
 PGK73778.1 elongation factor G [Bacillus thuringiensis]
 PGK85150.1 elongation factor G [Bacillus thuringiensis]
 PGL00092.1 elongation factor G [Bacillus thuringiensis]
 PGL16633.1 elongation factor G [Bacillus thuringiensis]
 PGL28717.1 elongation factor G [Bacillus thuringiensis]
 PGL47336.1 elongation factor G [Bacillus thuringiensis]
 PGL57902.1 elongation factor G [Bacillus thuringiensis]
 PGL77970.1 elongation factor G [Bacillus thuringiensis]
 PGL83591.1 elongation factor G [Bacillus thuringiensis]
 PGL89161.1 elongation factor G [Bacillus thuringiensis]
 PGM05140.1 elongation factor G [Bacillus thuringiensis]
 PGM13089.1 elongation factor G [Bacillus thuringiensis]
 PGM21994.1 elongation factor G [Bacillus thuringiensis]
 PGM28863.1 elongation factor G [Bacillus thuringiensis]
 PGM39037.1 elongation factor G [Bacillus thuringiensis]
 PGM49319.1 elongation factor G [Bacillus thuringiensis]
 PGM92955.1 elongation factor G [Bacillus thuringiensis]
 PGN02416.1 elongation factor G [Bacillus cereus]
 PGN16728.1 elongation factor G [Bacillus thuringiensis]
 PGN41552.1 elongation factor G [Bacillus thuringiensis]
 PGN52634.1 elongation factor G [Bacillus thuringiensis]
 PGO05565.1 elongation factor G [Bacillus thuringiensis]
 PGO21523.1 elongation factor G [Bacillus thuringiensis]
 PGO49780.1 elongation factor G [Bacillus thuringiensis]
 PGO54823.1 elongation factor G [Bacillus thuringiensis]
 PGO85339.1 elongation factor G [Bacillus thuringiensis]
 PGO86768.1 elongation factor G [Bacillus thuringiensis]
 PGP22992.1 elongation factor G [Bacillus thuringiensis]
 PGP48092.1 elongation factor G [Bacillus thuringiensis]
 PGP84466.1 elongation factor G [Bacillus thuringiensis]
 PGQ23570.1 elongation factor G [Bacillus thuringiensis]
 PGQ31946.1 elongation factor G [Bacillus thuringiensis]
 PGQ36230.1 elongation factor G [Bacillus thuringiensis]
 PGQ50415.1 elongation factor G [Bacillus thuringiensis]
 PGQ54587.1 elongation factor G [Bacillus thuringiensis]
 PGR45722.1 elongation factor G [Bacillus thuringiensis]
 PGR48536.1 elongation factor G [Bacillus thuringiensis]



 PGR69398.1 elongation factor G [Bacillus thuringiensis]
 PGR75231.1 elongation factor G [Bacillus thuringiensis]
 PGR92504.1 elongation factor G [Bacillus thuringiensis]
 PGS41932.1 elongation factor G [Bacillus thuringiensis]
 PGS66875.1 elongation factor G [Bacillus thuringiensis]
 PGS83484.1 elongation factor G [Bacillus thuringiensis]
 PGT24942.1 elongation factor G [Bacillus thuringiensis]
 PGT37211.1 elongation factor G [Bacillus thuringiensis]
 PGT66767.1 elongation factor G [Bacillus thuringiensis]
 PGT78796.1 elongation factor G [Bacillus thuringiensis]
 PGU13096.1 elongation factor G [Bacillus thuringiensis]
 PGU17569.1 elongation factor G [Bacillus thuringiensis]
 PGV56718.1 elongation factor G [Bacillus thuringiensis]
 PGV69406.1 elongation factor G [Bacillus thuringiensis]
 PGV72468.1 elongation factor G [Bacillus thuringiensis]
 PGV85621.1 elongation factor G [Bacillus thuringiensis]
 PGW13879.1 elongation factor G [Bacillus thuringiensis]
 PGW36011.1 elongation factor G [Bacillus thuringiensis]
 PGW39216.1 elongation factor G [Bacillus thuringiensis]
 PGW52554.1 elongation factor G [Bacillus thuringiensis]
 PGW78016.1 elongation factor G [Bacillus thuringiensis]
 PGW80822.1 elongation factor G [Bacillus thuringiensis]
 PGX30565.1 elongation factor G [Bacillus thuringiensis]
 PGX79533.1 elongation factor G [Bacillus thuringiensis]
 PGX92081.1 elongation factor G [Bacillus thuringiensis]
 PGX94053.1 elongation factor G [Bacillus thuringiensis]
 PGY62131.1 elongation factor G [Bacillus thuringiensis]
 PGY69781.1 elongation factor G [Bacillus thuringiensis]
 PGY99881.1 elongation factor G [Bacillus thuringiensis]
 PGZ21367.1 elongation factor G [Bacillus thuringiensis]
 PGZ36542.1 elongation factor G [Bacillus thuringiensis]
 PGZ83825.1 elongation factor G [Bacillus thuringiensis]
 AUB66616.1 elongation factor G [Bacillus cereus]
 PNK45982.1 elongation factor G [Bacillus thuringiensis]
 PRT08991.1 elongation factor G [Bacillus thuringiensis]
 PRT23742.1 elongation factor G [Bacillus thuringiensis]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +



Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 



Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_060914141.1 elongation factor G [Gemella haemolysans]
 KXB59834.1 translation elongation factor G [Gemella haemolysans]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 313/661 (47%), Gaps = 
71/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            +F+NK+D+ G D    V ++ D+L A                   D++  + +    
S+ 
Sbjct  132  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDLFEGVIDLVEMKAIYNEGSVG  191

Query  162  PEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +V++E         E +     +AV E ++  +EKY+ GE I+ ++L    ++     
Sbjct  192  
ENLVVKEIPAEYQDQAEEYREKLIEAVAEFDEDFMEKYLGGEEITIDELKAAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+QP++DAV              G+     E+              



Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVEYLPSPLDVPAIKGVNPDTDEEVERHSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   ++ EI      
Sbjct  312  
AFKVMTDPFVGKLTFFRVYSGILSSGSYVKNSTKGKRERVGRILQMHANTRNEIAEV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDKMST  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSYRET  484

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G+
Sbjct  485  
FKQAAQVQGKFTRQSGGRGQYGDVWIEFTPNEPGAGFEFENAIVGGVVPREYIPAVEAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP +
Sbjct  545  
KDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCNPVILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     D       +E  + + +  V +  +P   +  Y T L   
T GR
Sbjct  605  
KVEVVMPEEYLGDIMGDITSRRGRVEGMEARGNAQVVSASVPLSEMFGYATSLRSSTQGR  664

Query  601  S  601
             
Sbjct  665  G  665

>WP_014703768.1 elongation factor G [Methylophaga frappieri]
 AFJ02348.1 Translation elongation factor G-like protein 
[Methylophaga frappieri]
Length=697



 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 198/670 (30%), Positives = 312/670 (47%), Gaps = 
64/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ
+A T
Sbjct  7    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHEGESTMDFMEQEAERGITIQSAAT  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  67   
TCAWKGHRLNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEV  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
              +I++NK+D+ G D   VV+ V D L+A  ++           K  V L          
Sbjct  127  
SRLIYVNKLDRMGADFYRVVKQVEDVLAATPLVMVLPIGIEDEFKGVVDLLTRKAWYWPD  186

Query  161  --SPE-IVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               PE   +EE        IE W     +  +E +D L+EKY+ GE  S ++L    
++ 
Sbjct  187  
EKDPENYSIEEPPAEMADQIEEWREKLIETAVEQDDDLMEKYLEGEEPSVDELKHCIRKG  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP--------
IGEQGSAALCG  251
              + + FP Y GS+ K  G+Q ++DAV            QP         G+  +  
+ G
Sbjct  247  
TLNLAFFPTYCGSSFKNKGLQLVLDAVVDYLPDPTQVDPQPEVDLEGNETGKVATVDIKG  306

Query  252  SVFKVEYTDCGQR---RVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVR  304
             +  + +     R     ++R+YSG L+  DT+     G+ +   ++ EM    + 
E+  
Sbjct  307  
PLRALAFKIMDDRFGALTFVRIYSGELKKGDTILNTFTGKTERVGRMVEMHADDRNEL--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A+ G+I+ I+    V+    L DP           P P++   IAPK     E
+L  
Sbjct  365  -
DYAHAGDIIAIVGMKDVQTGHTLCDPKDPATLEPMVFPDPVISIAIAPKDKGSAEKLGI  423

Query  364  



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL ++   DP  R E D  + E I+  +G + L++   +L   + ++ +V EP V 
Y E 
Sbjct  424  
ALGKMIKEDPSFRVETDEDSGETIMKGMGELHLDIKVDILKRTHNIDVIVGEPQVAYRET  483

Query  424  PLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +    S+T   +   +  +  I   V P   GSG Q+ES V+ G + + F  AV  
G 
Sbjct  484  
ITQRIEDSYTHKKQSGGSGQFGRIDYIVEPGEPGSGYQFESTVTGGTVPREFWPAVEGGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  + +G L G+ + D KI    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KKMMNRGVLAGFPLLDVKINLFDGAFHAVDSSAIAFELAAMGGFRQSIPKAGPQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++ +     D  +    I++       V    E+P   +  Y   L   
T+GR
Sbjct  604  
KVDVFTPEDNVGDVIGDLNRRRGMIKSQDAGATGVRIKAEVPLSEMFGYIGSLRTMTSGR  663

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  664  GQFSMEFLHY  673

>OYV59010.1 elongation factor G [Actinobacteria bacterium 21-73-9]
Length=695

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/672 (27%), Positives = 308/672 (46%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  10   
KLRNIGIMAHIDAGKTTTTERILFYTGKNYKIGEVHEGAATMDWMVQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ QT  ++    
K ++
Sbjct  70   
TCYWNGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAVAGVEPQTETVWRQANKYSV  129



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P + F+NK+D+ G D    V  + D+L     + Q + +  E   +   D+ A  A
+I +
Sbjct  130  PRICFVNKMDRVGADFFRCVDMIEDRLDCVPAVVQ-
LPIGAEADYQGVVDLTAMKAIIYH  188

Query  182  NDK----------------------------------
LLEKYIAGEPISREKLVREEQRR  207
            ++K                                  L+EK ++ E ++ E L R  
+R 
Sbjct  189  
DEKGESFEVVDVPDHLKDQAAEYHGKLIDVLTTFDDHLMEKVLSDEEVTVEDLRRALRRG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQG  245
              +    P+  G+A K  G+QP++DAV                          +P   
+ 
Sbjct  249  
TIEGHCVPILNGTAFKNKGVQPMLDAVVDFLPSPLDLPPTQGTLPGKEDVVERKPDDAEP  308

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIV  303
             +AL    FK+       +  YLR+YSGTL   +TV     G  K ++  + +       
Sbjct  309  FSALA---
FKIMTDPYVGKLTYLRVYSGTLEKGETVINTTKGSRKERLGRLLLMHANNRE  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D    G+IV  +    V   D L DP +  +    E P P++   + PKT A 
+E+L 
Sbjct  366  
DLDAIRTGDIVAAVGLKQVTTGDTLCDPDQPIQLETLEFPEPVIHVAVEPKTKADQEKLG  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL  L++ DP  R   D  T + ++S +G + LEV+   +  ++ ++  V +P V 
Y E
Sbjct  426  
KALYALSEEDPTFRVRTDQETGQTVISGMGELHLEVLVDRMLREFGVDANVGKPQVAYRE  485

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               + ++        +      +  + +SV P   G G ++   ++ G + + +  
AV  
Sbjct  486  
TVRKTVEKVEEKYVRQTGGKGQYGHVVISVEPTGPGGGYEFLDEITGGVIPKEYIPAVNQ  545

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   L  G L G+ + D ++   +G Y+   S+   F+    + +++A + +   
LLEP
Sbjct  546  
GITESLTSGVLAGYPMVDLRVRLTFGSYHDVDSSEMAFKIAGSLAIKKATRMASPVLLEP  605



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +S  +  P++Y+     D       +E  +   +  V    +P   +  Y TDL   
T 
Sbjct  606  
IMSVEVVTPEDYMGDVIGDLSSRRGRVEGMEQVGNNQVIRALVPLADMFGYATDLRSRTQ  665

Query  599  GRSVCLTELKGY  610
            GR+    +   Y
Sbjct  666  GRATYTMQFHSY  677

>WP_045593079.1 elongation factor G [Streptococcus oralis]
 KJQ62959.1 elongation factor G [Streptococcus oralis subsp. oralis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPADYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  



Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SSSQGRGTFMMVFDHYE  675

>WP_007518588.1 elongation factor G [Streptococcus oralis]
 EMG32647.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus AZ_3a]
Length=693



 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIDVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEATKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_049439636.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (653),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 204/680 (30%), Positives = 312/680 (46%), Gaps = 
90/680 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHCVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--



LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I   +L    
+R
Sbjct  189  
QWQEGAATTVIPWDQAARAQWQAQRDALVEAVADHDEQLADAWLEGRVIDAGQLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKT  354
            + A  G+IV +    D+V    + G          RE PL         P+L   + 
P  
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSG----------
REQPLRLENIQAQAPVLAWRLEPAR  414

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA   R+   L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  
V 
Sbjct  415  
AADLIRMAQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVAVG  474

Query  415  EPSVIYMERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E P++A +  +     +      +A + L V P      V +  R+  G 
+ +
Sbjct  475  APRVAYQETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDRIVGGVVPR  533

Query  472  
SFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            SF  AV  G+R  L +G  G  V   ++    G  ++  S+   F       ++ 



AL E 
Sbjct  534  
SFIAAVEKGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEG  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            GTQLLEP ++  +++P   +     D  +    I   + +      +G  P   +  
Y T
Sbjct  594  
GTQLLEPVMAVTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTT  653

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   + GR+     L GY+
Sbjct  654  SLRSLSQGRASSEAHLHGYE  673

>WP_008432482.1 elongation factor G [Planococcus donghaensis]
 EGA88544.1 elongation factor G [Planococcus donghaensis MPA1U2]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWREHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----  158
            P ++FINK+D+ G D    V ++ ++L A+                   +++        
Sbjct  129  
PRIVFINKMDKIGADFLYSVGTLHERLQANAHPIQLPIGAEDEFSAIIDLVEMNARFYAN  188

Query  159  SLSPEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI    + EE  ++ E W     +AV E +++L+EKY++GE I+ E+L    
++  
Sbjct  189  
DLGTEITEGEIPEEYKELAEEWHTKLVEAVAELDEELMEKYLSGEEITVEELKAGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249



             D   +PV  G+A K  G+Q ++DAV             TG+     E+       
S   
Sbjct  249  
LDVEFYPVVCGTAFKNKGVQLMLDAVIDYLPSPLDVPPMTGVLPDSDEEVLRKPDESEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG+L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGSLKSGSYVQNSSKGKRERVGRILQMHANSREEIAEV  368

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +        D L D      L R  +   P P++  ++ PK+ A 
++++
Sbjct  369  ---YCGDIAAAIGLKDTSTGDTLSDEKHQVILERMVF---
PEPVISLSVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  R   D  T + I++ +G + L+++   +  ++ +E  V EP 
V Y 
Sbjct  423  
GQALGKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMRREFNVEANVGEPQVSYR  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +  K     +        F   + +  +P   G+G ++E+ +  G + + +  
AV 
Sbjct  483  ETFRQSAKVEGKFVRQSGGRGQF-
GHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLE
Sbjct  542  
AGLRDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKVAASMALKNAISKVNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMRVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLAQMFGYATSLRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR V       Y+
Sbjct  662  QGRGVFSMHFDHYE  675

>WP_039462474.1 elongation factor G [Photobacterium gaetbulicola]
 KHT63301.1 elongation factor G [Photobacterium gaetbulicola]



Length=695

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 312/668 (47%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPEIVL  166
            IF+NK+D+ G D  +VV  V++ L A             D +     + +   +  
E  L
Sbjct  129  
IFVNKLDRMGADFFNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDETGL  188

Query  167  EEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIQDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVEYT---  259
             + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V  V+     
Sbjct  249  
IAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVDANEPL  308

Query  260  ---------DCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+YSG ++  DT+   A    E++ ++ EM+   + E+    
Sbjct  309  
RALAFKIMDDRFGALTFIRIYSGKMKKGDTILNSATGKTERIGRMVEMQADERNELTE--  366

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ ++   +V+    L D            P P++   + PK     E++  
A+
Sbjct  367  -
AQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVTPKDKGGSEKMGIAI  425



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  426  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  485

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  AV  
G   
Sbjct  486  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFKFTSTVVGGNVPKEFWPAVEKGFEG  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMDNGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIMHV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKADVPLSEMFGYIGHLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFAHY  673

>WP_066916838.1 elongation factor G [Streptococcus sp. DD12]
 KXT75274.1 Translation elongation factor G [Streptococcus sp. DD12]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   



TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   +++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLITMKAEIYTN  188

Query  165  -----VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D   E  +KL+E           KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPEEYLDQATEYREKLIEAIAETDEDLMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 



+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_009294502.1 MULTISPECIES: elongation factor G [Campylobacter]
 EHL90304.1 elongation factor G [Campylobacter sp. 10_1_50]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 188/695 (27%), Positives = 316/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263



                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V   +   G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKSTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_002921034.1 elongation factor G [Campylobacter jejuni]
 EIB77740.1 elongation factor G [Campylobacter jejuni subsp. jejuni 



1213]
 OEV53509.1 translation elongation factor G [Campylobacter jejuni]
 OEX75096.1 translation elongation factor G [Campylobacter jejuni]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 319/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  



Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMST  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>WP_036973554.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 EWH04809.1 Elongation factor G [Pseudoalteromonas lipolytica SCSIO 
04301]
 SFT89670.1 elongation factor G [Pseudoalteromonas lipolytica]
Length=695

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 190/669 (28%), Positives = 311/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
E  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYVWDETGL  188

Query  167  EENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +++                  ++ +E +D+L+E Y+ GE  S E++ R  ++  
+D
Sbjct  189  
PENYEVQDVPADMVDKVEEYHEMLIESAVEQDDELMEAYMEGEMPSLEEIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  G+Q ++DAV            QP+ +  +    G V         
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDPETGEATGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
EI   
Sbjct  309  KALAFKI-
MDDRFGALTFVRIYSGRMKKGDTVLNSATGKTERIGRMVEMQANDRNEISE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I   + P    SG  + S V  G + + F  AV  
G +
Sbjct  485  



TKEIEDSYTHKKQSGGSGQFGKIDYRIKPGEANSGFTFTSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMDEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_093998891.1 elongation factor G [Streptococcus canis]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++LV   
++  



Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNDELVAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGTNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+



Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_013296974.1 elongation factor G [Thermoanaerobacterium 
thermosaccharolyticum]
 ADL67998.1 translation elongation factor G [Thermoanaerobacterium 
thermosaccharolyticum 
DSM 571]
 OXT05808.1 elongation factor G [Thermoanaerobacterium 
thermosaccharolyticum]
 PHO06170.1 translation elongation factor G [Thermoanaerobacterium 
thermosaccharolyticum]
Length=689

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 318/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCYWKDHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA------------------------
DIIIKQ-  156
            P + ++NK+D  G D  +V++ ++D+L+A                        D 
II + 
Sbjct  129  
PRLAYVNKMDIMGADFFNVIKMMKDRLNANPVAIQLPIGKEDTFVGIIDLIKMDAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T+S   EI      L +    +  +AV E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTISEEVEIPDDLKDLAQEYREKLLEAVSEQDEALMEKYLEGEEITEEEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  L  V  GS+ K  G+QP++DAV   L  PI                      
+   
Sbjct  249  
INNELVCVTCGSSYKNKGVQPMLDAVVRYLPSPIDIPAVKGMKLNSDEEIERKADDNEPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLEAGSYVLNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D  +       E P P++R  I PKT A +++
+  A
Sbjct  366  
DKVYTGDIAAAVGLKDTTTGDTLCDENQPILLESMEFPEPVIRVAIEPKTKAAQDKMAVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   +  ++ +E  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRMRREFNVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P++     I  +      +  + L + PL  G G Q+E+++  G + + +  AV  
G+
Sbjct  486  TKPVRIEGKFIR-
QSGGRGQYGHVWLEMEPLERGQGYQFENKIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+ G + V D K+    G Y+   S+   F+    +  ++ +K+ G  
LLEP +
Sbjct  545  
QEAMENGILGGYEVVDVKVSLVDGSYHEVDSSDMAFKIAGSMAFKEGMKKGGAVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
EVEVVVPEEYMGDVMGDINSRRGRIEGMMDRAGAKVIRGMVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFSHYE  675

>WP_074863934.1 elongation factor G [Lysobacter enzymogenes]
 SDW60215.1 elongation factor G [Lysobacter enzymogenes]
Length=687

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 203/678 (30%), Positives = 312/678 (46%), Gaps = 



74/678 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AHVDAGKTTLTE LL+ +GAI   G V  G   TD   +ER+RGITI AA    
+
Sbjct  16   
NLGIIAHVDAGKTTLTERLLWKTGAIHRTGEVHDGAATTDFDPIERRRGITIGAAAVQAR  75

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V S  DGVQ Q+  ++   
R
Sbjct  76   WTPHDGAEHR--
LTVIDTPGHIDFAIEVERSLRVLDGAVAVFSGVDGVQPQSETVWRQAR  133

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G  L+  +  +RDKL A                   D + 
+++V
Sbjct  134  
RHGVPLIAFVNKMDRVGASLERTLTQMRDKLDAVPWALGETVGAESDLSGWIDYVARESV  193

Query  159  SLSPEIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVR  202
            S      L      +AW                +AV +++D L E ++    I    
L  
Sbjct  194  SWDDAGTLSR----
QAWTSEEAARFEPARQRLIEAVADHDDALAEAFLDARAIDAALLKA  249

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------
GEQG--------  245
              +R     +  PV  GSA K  G++PL+DA+   L  P+         E+G        
Sbjct  250  
ALRRATLAGAGTPVLAGSAFKNKGVEPLLDAIVDYLPSPLDRPAVCAQSERGEVELAPDA  309

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVR  304
            +  L G VFK+   + G  + ++RLYSGTLR+ DTV  + REK L++  +++        
Sbjct  310  NGPLAGLVFKIVQQEHGA-
QTFVRLYSGTLRVGDTVWASRREKALRVGRLQVVQADRGQD  368

Query  305  TDTAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             D AY GEIV +    D++    +     RL     +  P  +L   +    A+   
RL 
Sbjct  369  VDVAYAGEIVAVVGWKDAISGETLSDAGERLALDSIQAQP-
AVLSWRLTAAKASDLIRLG  427

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  LA  DP  R   D+ T E ++  +G + LEV+   L E + ++     P V 
Y E
Sbjct  428  



QGLASLAQQDPSFRVGTDADTGETLVWGMGELHLEVMVDRLRELWNVDVRTGSPRVAYQE  487

Query  423  RPLKA---
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             P +A       +  +   +  +A + + VTP   G   ++  R   G + ++F  
A   
Sbjct  488  TPSRAVRGVEGKLSKQTGGSGQFARVVIDVTPREDGQ-
FEFVDRTVGGVVPRNFVGATEK  546

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            G+R  L +G  G+ V    +    G  ++  S+   F+  A   L+ AL ++GT 
LLEP 
Sbjct  547  
GLRAALAEGPQGFPVVGLTVALTDGETHAVDSSEMAFQRAAAEALKAALAQTGTTLLEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++ ++  P   +     D  +    + + + K      T   P   +  Y T L   
+ G
Sbjct  607  
MALVVDTPAANVGDVVGDLQRRSGRVLSIEDKGGRSDVTARAPLAQLSGYTTTLRSLSQG  666

Query  600  RSVCLTELKGYQAAVGQP  617
            R+       GY+ A G P
Sbjct  667  RASASMVFDGYEVARGLP  684

>WP_061418724.1 elongation factor G [Streptococcus oralis]
 KXT82305.1 Translation elongation factor G [Streptococcus oralis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  



EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIDVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_029752531.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLAQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_018379168.1 elongation factor G [Streptococcus ovis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---DVVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 



Sbjct  419  
QDKMGVALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_050182399.1 elongation factor G [Domibacillus robiginosus]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 314/673 (47%), Gaps = 
75/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V ++ D+L A+                    I +K T+    



L 
Sbjct  132  
VFVNKMDKLGADFLYSVGTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATMYGNDLG  191

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             EI   E  DI A              +AV E +++L+EKY+ GE ++ +++    
++ V
Sbjct  192  TEI---
EVVDIPADYQDQAEEYREKLIEAVAELDEELMEKYLGGEELTNDEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPVDVPAIKGTLPDSDEEVERVSSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            +AL    FKV       +  + R+YSG L     V       RE++ +I +M   S
+ EI
Sbjct  309  SALA---
FKVMTDPYVGKLTFFRVYSGVLSSGSYVQNSTKGKRERVGRILQMHANSREEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             +    Y G+I   +        D L D   L      E P P++  ++ PKT A 
++++
Sbjct  366  SQV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIHLSVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP      D  T E+++S +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  423  
TTALQKLQEEDPTFHARTDQETGEVVISGMGELHLDILVDRMRREFKVEANVGAPQVAYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV+ 
Sbjct  483  
ETFRASAQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGSVPREYIPAVQA  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
LLEP
Sbjct  543  
GLEDAMQNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASMALKNAVSKCNPVLLEP  602

Query  539  



YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P EYL     D       +E  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
LMKVEVVIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATTLRSNTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR         Y+
Sbjct  663  GRGNYSMHFDHYE  675

>WP_077718345.1 elongation factor G [Novibacillus thermophilus]
 AQS54526.1 translation elongation factor G [Novibacillus 
thermophilus]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/660 (29%), Positives = 304/660 (46%), Gaps = 
70/660 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFCAKGGVEPQSETVWRQADKYRVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D    V+ +R++L A+ +  Q                            
Sbjct  132  
AYVNKMDIVGADFFGAVEQMRERLQANAVPIQLPIGKEDTFEGIIDLIENVAYYYLDELG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T S + EI  E     E +     +AV E ++ L+EKY+ GE ++ +++    ++   
+ 
Sbjct  192  
TRSEAREIPDEYKEQAEEYRTALLEAVAELDETLMEKYLEGEELTEDEIKSALRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALCGSV  253
             + PV  GS+ K  G+Q L+DAV                 P GE+          L    
Sbjct  252  
EITPVLCGSSYKNKGVQLLLDAVVNYLPSPLDVPAIKGHLPDGEEAERHSGDDEPLAALA  311



Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  + ++K     +I +M    + E+    
T Y
Sbjct  312  FKIMSDPYVGKLTFFRVYSGMLNSGSYVLNSTKQKRERIGRILQMHANHREEV---
STVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++   I PKT A +E+
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKSPIVLESMVFPEPVIDLAIEPKTKADQEKMATA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + D  T + I+S +G + L+V+   L  +YK+E  + +P V Y 
E  
Sbjct  425  
LAKLAEEDPTFRTKADEETGQTIISGMGELHLDVIVDRLLREYKVEANIGQPQVAYRETF  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   PL  GSG ++E+ +  G + + +  AV+ 
GI 
Sbjct  485  
RTSAEVEGKYIRQSGGRGQYGHVWIRFEPLEEGSGFEFENNIVGGVVPREYIPAVQSGIE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+  A I L++A K     
LLEP + 
Sbjct  545  
EAMQNGVLAGYPLVDIKATLYDGSYHDVDSSEMAFKIAASIALKEAKKHCNPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       IE    +    V    +P   +  Y T L   T 
GR 
Sbjct  605  
VEVDIPEEYLGDIMGDINSRRGRIEGMDDRSGAKVIRAFVPLAEMFGYATTLRSRTQGRG  664

>WP_083992459.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTCLFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_053442993.1 elongation factor G [Stenotrophomonas maltophilia]
 ALA90550.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 ALA86594.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 256 bits (653),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 202/673 (30%), Positives = 310/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  



E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAATTMTPWDDAVRAQWHAQRDALVEAVADHDEQLADAWLEGRVIDAGTLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSADSEGGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  



YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_049481260.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (653),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 202/673 (30%), Positives = 309/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ + DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLHDKLQARPWALGVPLGSEGGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAATTMTPWDDAVRAQWHAQRDALVEAVADHDEQLADAWLEGRVIDAGTLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSADSEGGEVVLPPDPDGPL  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFITAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_103572176.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 189/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  



TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGIKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_071458939.1 elongation factor G [Bacillus mediterraneensis]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 190/677 (28%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P V+F+NK+D+ G D    V ++ D+L A                   D++  + V    
Sbjct  129  



PRVVFVNKMDKLGADFLYSVGTIHDRLQANAHPIQLPIGAEDDFQAIIDLVEMKAVFYGN  188

Query  163  EIVLEENTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREE  204
            ++     TDIE                    +AV E +++L+EKY+ GE ++ +++    
Sbjct  189  DL----
GTDIEVREIPEEHMGLAEEYREKLIEAVAELDEELMEKYLGGEELTIDEIKAAI  244

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI---------------------G  242
            ++   +   +PV  GSA K  G+Q ++DAV   L  P+                      
Sbjct  245  
RKGTLNVEFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPSIKGHTPDTDEEIERHADD  304

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPS  298
            E+  +AL    FKV       +  + R+YSGTL     V       RE++ +I +M   
S
Sbjct  305  EEPFSALA---
FKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANS  361

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + EI +    Y G+I   +        D L D   L      + P P+++ ++ PK
+ A 
Sbjct  362  RQEISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIQLSVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  
P 
Sbjct  419  
QDKMTTALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R           +      +  + +  +P   G G ++E+ +  G + + 
+  
Sbjct  479  
VAYRETFRASAQIEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV+ G+   LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
Sbjct  539  
AVQAGLEDALERGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPVMRVEVVIPEDYLGDIMGQITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALR  658



Query  595  FYTNGRSVCLTELKGYQ  611
              T GR V       Y+
Sbjct  659  SSTQGRGVFSMHFDHYE  675

>WP_008090094.1 elongation factor G [Streptococcus ictaluri]
 EHI69116.1 translation elongation factor G [Streptococcus ictaluri 
707-05]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTGILEEDIPEEYLEQAQEYREKLIEAVAETDEELMMKYLEGEEITNDELIAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S



+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_044777415.1 elongation factor G [Streptococcus suis]
 CYV64308.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>EGM49699.1 Tetracycline resistance protein [Lactobacillus 
salivarius GJ-24]
Length=644

 Score = 255 bits (651),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 182/618 (29%), Positives = 304/618 (49%), Gaps = 
44/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  6    
LKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  66   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  126  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---



DIAMCD----  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  174  --ESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  227

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  228  --PHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  281

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA---
PKTAAQ  357
            +     T   G++  +P        ++     L     + D +P++   ++         
Sbjct  282  KFSTYPTVSAGQVCTIPG-------
LINTYPGLSIGENQADTIPIITPVLSYALDPNGND  334

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L     
+ +
Sbjct  335  
IQTCLKALHELEDEDPKLHVTWSEHLQEISVQIMGEIQLEILEQILLDRYNLNVTFTKGN  394

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E   K      H E  P   ++ + L + P   GSG+Q+E++ SL  LN++
+Q+ +
Sbjct  395  ILYKETITKTIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLNKNWQHQI  452

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               ++     G L G  +TD KI    G   +  +   DFR      + Q L    
+ + 
Sbjct  453  
ISNLKSKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLRENNN  512

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   +  
Y T+
Sbjct  513  CQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGLLTGIAPVSEMYNYATN  569

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT+G      E+ GY
Sbjct  570  VRAYTHGNGTLELEIAGY  587



>WP_055666952.1 GTP-binding protein [Desnuesiella massiliensis]
Length=651

 Score = 255 bits (651),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 177/623 (28%), Positives = 303/623 (49%), Gaps = 
21/623 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  D   +E++RGIT+ +    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQVLYHTRSIKNRGRVDHKNSFLDNHNIEKERGITVFSEQAIFDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     +VDTPGH+DF  E+ R++ V+D AIL+ISA +GVQ  T  L++ LRK 
+IPT  
Sbjct  65   
NTSTYYLVDTPGHVDFSTEMERAIQVMDYAILIISAVEGVQGHTETLWNLLRKYHIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+ G D + V + ++  L+ +   IK + S        E    E  + V E 
++ 
Sbjct  125  FINKIDRIGADEERVFKEIKLNLTKEACFIKDSFS-------
REEMKEELIEFVAEQDEV  177

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            L EKY+  +   ++  ++     +++  +FP   GSA + +GI+  ++ +  L +    
+
Sbjct  178  LFEKYLE-
QGYEKDLWLKAMTELIKENKIFPCLSGSALQDIGIEEFLEILELLTYTEYSD  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKG  300
            +      G V+K+ +   G R  Y++  SGTLR+R+ + +   E     K++++RI 
+  
Sbjct  237  K--
KEFRGRVYKIRHDASGNRITYIKALSGTLRVREEIEIGNNENRIYEKVSQIRIYNGD  294

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    D    GEI  +   S   N  +G    + +++   + +P L++ +  + +   
+ 
Sbjct  295  KFKTVDKVSAGEIFAVTGLS---
NVTIGQGVGILKEKANYEMVPTLKSKVIFENSINVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L         EI +  +G +QLE++  L++E++ L+       



++Y
Sbjct  352  
VLKYFKILEAEDPALNIIWHESLQEIQVHIMGIIQLEILKQLVAERFNLQVEFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  + +     H E  P   +A + L + P    SG+ +ES     +L    QN 
VR  
Sbjct  412  KETIIDSVEGYGHFE--
PLGHYAEVHLKLEPGERNSGITFESLCHTDHLTLGSQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G ++TD KI    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEKEHHGILTGSSITDLKITLLNGRAHNKHTSGGDFREATFRALRQGLEKAKNILLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF + A  EY+ +   D  +        +  +++V+ TG  P      Y  +    
T G
Sbjct  530  
YSFKIEAELEYMGKIISDIQRLKGAFNAPETFENKVIITGRGPVANFMDYSMEFVSTTKG  589

Query  600  RSVCLTELKGYQAAVGQPVIQPR  622
            R        GY A   +  +  R
Sbjct  590  RGKINFIFDGYDACHNEEEVIKR  612

>PLT44147.1 Translation elongation factor G [Paenibacillus 
pasadenensis]
Length=697

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 315/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  18   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  77

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  78   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  137

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------



TVSLSPEIVLEENTDI-  172
             +INK+D  G D  +V++ +R++L A+ +  Q            V L   +  +   
D+ 
Sbjct  138  
AYINKMDIIGADFLNVIKDMRERLQANAVAIQLPIGAENDFVGVVDLVERVAYKYKDDLG  197

Query  173  ---------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                 E  + V E +++L+ KY+ GE IS  +L    ++ 
V + 
Sbjct  198  
KDPEQVEIPADLVDQAEVLRAELVERVAELDEELMMKYLEGEEISVPELKAALRKGVVEV  257

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGS---------
AALCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+         A      
Sbjct  258  
KIFPVIAGSSYRNKGVQMMLDAVVDYLPAPIDVPAIKGTLEDGTETTRESSDEAPFAALA  317

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A ++K     +I +M   S+ EI    
+ Y
Sbjct  318  FKIMTDPFVGKLTFFRVYSGVLNSGSYVVNATKDKRERVGRILQMHANSRQEI---
SSVY  374

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  375  AGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  430

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  431  
LQKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  490

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +   PL  GSG  +E++V  G + + F    + 
GI 
Sbjct  491  
RQAAKVEGKFVRQSGGRGQFGHVWIEFEPLEPGSGFVFENKVVGGVVPREFIGPTQAGIE  550

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
+LEP + 
Sbjct  551  
EAMKNGVLAGFPLVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVILEPIMK  610



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  611  
VEVTIPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIVRAKVPLAEMFGYSTTLRSGTQGRG  670

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  671  VFSMELSHYE  680

>WP_044760201.1 elongation factor G [Streptococcus suis]
 CYV56970.1 elongation factor G [Streptococcus suis]
 CYW40336.1 elongation factor G [Streptococcus suis]
 CYU99063.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      



E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_029174305.1 elongation factor G [Streptococcus suis]
 KPA69129.1 elongation factor G [Streptococcus suis]
 CYX93614.1 elongation factor G [Streptococcus suis]



Length=693

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----



AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_098842438.1 elongation factor G [Bacillus toyonensis]
 PHB72223.1 elongation factor G [Bacillus toyonensis]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    



+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_006828916.1 elongation factor G [Planococcus antarcticus]
 EIM07694.1 elongation factor G [Planococcus antarcticus DSM 14505]
 ANU09267.1 translation elongation factor G [Planococcus antarcticus 
DSM 
14505]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/676 (29%), Positives = 318/676 (47%), Gaps = 
75/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P ++FINK+D+ G D    V ++ D+L A+     + I      S  I L E        
Sbjct  129  
PRIVFINKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDDFSAIIDLVEMNARFYAN  188

Query  169  --NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T+I             E W     +AV E ++ L+EKY+ GE I++E+L    
++  
Sbjct  189  
DLGTEITEGEIPEEYKELAEEWHTKLVEAVAELDEDLMEKYLGGEEITKEELKAGIRKGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLF---------
QPIGEQGS  246
             D   +PV  GSA K  G+Q ++DAV             TG+          +P  
++  
Sbjct  249  
LDVEFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPPMTGVLPDSDEEVLRKPSEDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            +AL    FKV       +  + R+YSG+L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  SALA---
FKVMTDPYVGKLTFFRVYSGSLKSGSYVQNSSKGKRERVGRILQMHANSREEI  365

Query  303  VRTDTAYPGEIVI-LPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQR  358
                  Y G+I   +        D L D  +   L R  +   P P++  ++ PK+ 
A +
Sbjct  366  AEV---YCGDIAAAIGLKDTSTGDTLSDEKQQVILERMVF---
PEPVISLSVEPKSKADQ  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP  R   D  T + I++ +G + L+++   +  ++ +E  V  
P V
Sbjct  420  
DKMGQALGKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMRREFNVEANVGAPQV  479

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E  R           +      +  + +  +P   G+G ++E+ +  G + + 
+  A
Sbjct  480  
SYRETFRESAKVEGKFVRQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPA  539

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G+R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
L
Sbjct  540  
VEAGLRDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKVAASMALKNAISKVRPVL  599

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EYL     D       +E    + +  V    +P   +  Y T 
L  
Sbjct  600  
LEPIMRVEVVIPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRSMVPLAEMFGYATSLRS  659

Query  596  YTNGRSVCLTELKGYQ  611
             T GR V       Y+
Sbjct  660  NTQGRGVFSMHFDHYE  675



>WP_093674103.1 elongation factor G [Sporolactobacillus nakayamae]
 SFG81504.1 elongation factor G [Sporolactobacillus nakayamae]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 184/671 (27%), Positives = 313/671 (47%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ SG I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYSGRIHKIGETHEGASQMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G D      ++ ++L A                   D++  Q      
Sbjct  129  
PRIVFVNKMDKIGADFLYSCNTLHERLQANAHPIQLPMGAEDNYLGEIDLVNMQAYVYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               ++  + EI  E     E +     +AV + +D L+EKY+ G+ IS E+L    
++  
Sbjct  189  
DQGSIVDAEEIPAEYKEQAEEYHEKLVEAVADVDDDLMEKYLNGDEISVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
                 +PV  G+A K  G+Q ++D             A+ G     GE+       
+A  
Sbjct  249  
CAVKFYPVLCGTAFKNKGVQHVLDACIDYLPSPLDVPAIKGTVPDSGEEETRPADDNAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG++     V  +    RE++ +I +M    + 
EI + 
Sbjct  309  
AALAFKVMTDPFVGKLTFFRVYSGSIEAGSYVQNSTKDNRERMGRILQMHANHRSEIKKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   +    D L D   L      E P P++   I PK+ A +++



+  A
Sbjct  369  ---
YSGDIAAAVGLKNTTTGDTLCDEDHLIVLESMEFPDPVIHVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K++  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRMRREFKVDANVGNPQVAYRETL  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA  A      +      +  + +   P   G G  +E+++  G + + +  AV  
G++
Sbjct  486  
TKAGRAEGKFIRQSGGRGQYGHVWIEFEPQKEGEGFVFENKIVGGVVPREYIPAVEAGLK  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ GL  G+ + D K     G Y+   S+   F+  A + L+ +       
+LEP + 
Sbjct  546  
DALQNGLLAGYPLIDVKASLVDGSYHDVDSSEMAFKIAASMALKASKSVCAPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       ++  + ++   V +  +P   +  Y T+L   T 
GR 
Sbjct  606  
VEVSMPEEYLGDIMGDITSRRGRVDGMEARQGVQVVSSHVPLAEMFGYATNLRSATQGRG  665

Query  602  VCLTELKGYQA  612
                +   Y+A
Sbjct  666  TFTMQFDHYEA  676

>WP_032463626.1 elongation factor G [Streptococcus pyogenes]
 EZL34505.1 elongation factor G [Streptococcus pyogenes 
ABC020044173]
 EZN12651.1 elongation factor G [Streptococcus pyogenes 
ABC020052877]
Length=692

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 



F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIIGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_015218285.1 elongation factor G [Cyanobacterium aponinum]
 AFZ52554.1 translation elongation factor 2 (EF-2/EF-G) 
[Cyanobacterium aponinum 
PCC 10605]
Length=691

 Score = 256 bits (654),  Expect = 2e-72, Method: Compositional 
matrix adjust.
 Identities = 186/676 (28%), Positives = 308/676 (46%), Gaps = 
85/676 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI AA  
S  
Sbjct  12   
NIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAISTS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    + +
+P +
Sbjct  72   
WKEHRVNIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
             F+NK+D+ G +   V Q V+++L A                   D++ ++         
Sbjct  132  
AFVNKMDRTGANFFKVYQQVKNRLRAPAIPVQIPIGSEDDFRGIVDLVAQKAYIYKDDLG  191



Query  158  ----VSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                V   P+ V E   +   +  +A+ E+++ LLEKY+A E I+ +++    ++     
Sbjct  192  
QDIEVVEIPDEVKELAQEYRGYLLEAIAESDESLLEKYLAEEEITEDEIKAVIRKGTIAG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
            +L P+  GSA K  G+Q L+DAV              GL  P GE+              
Sbjct  252  TLVPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPAIKGLL-
PSGEEEIRHSSDEEPFSAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMRIP  297
             FK+  +D   R  +LR+YSG L               R+   + L   E++++ E
+R  
Sbjct  311  AFKIA-
SDPFGRLTFLRVYSGVLTKGSYVYNSTKDTKERMSRLIVLKANERIEVDELRAG  369

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              G  +       G+ +   +  + L  +               P P++   + 
PKT   
Sbjct  370  DLGAAIGLRKTITGDTLCDENHPIILESLYV-------------
PEPVISVAVEPKTTQD  416

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             ++L  AL  L+D DP  +  VD  T++ +++ +G + LE++   +  ++K+E  V 
+P 
Sbjct  417  
MDKLSKALQSLSDEDPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGQPQ  476

Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA +       +      +  + + V P   GSG ++ S++  G + + 
F  
Sbjct  477  
VAYRETIRKATTVEGKFIRQSGGKGQYGHVVIEVEPAEAGSGFEFNSKIVGGTIPKEFIP  536

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+   + G+  G+ V D K+    G Y+   S+   F+    + +   +++
+   
Sbjct  537  
AVEQGIKEACDSGIIAGYPVIDLKVTLIDGSYHDVDSSEMAFKIAGSMAIRDGVEKADPV  596

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+ +L     D       IE    +      T ++P   +  Y 
TD+ 
Sbjct  597  
LLEPMMKVEVEVPENFLGDVMGDLNSRRGMIEGMNNEDGLAKVTAKVPLETMFGYATDIR  656



Query  595  FYTNGRSVCLTELKGY  610
              T GR +   E   Y
Sbjct  657  SKTQGRGIFSMEFSNY  672

>WP_070174027.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]
 OFC95400.1 elongation factor G [Bacillus thuringiensis]
 OFD03184.1 elongation factor G [Bacillus thuringiensis]
 PDZ83165.1 elongation factor G [Bacillus toyonensis]
 PEA70648.1 elongation factor G [Bacillus toyonensis]
Length=692

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 



EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_080831988.1 elongation factor G [Cohnella sp. 6021052837]
Length=691

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 314/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D  +VV+ +R++L A+ +  Q                            
Sbjct  132  
AYVNKMDIIGADFLNVVKDMRERLQANAVAIQLPIGAENDFKGMIDLIERVAYVYQDDLG  191

Query  157  TVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               L  EI  E     E   +E  + V E +++L+ KY+ GE ++  ++    ++ 
V + 
Sbjct  192  
KEPLKSEIPAELADKVEELRLELVEKVAELDEELMMKYLEGEELTVPEIKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAALC  250
             +FPV  GS+ +  G+QP++DAV                         +   +Q  
AAL 
Sbjct  252  
KIFPVVCGSSYRNKGVQPMLDAVVDYLPAPTDVPDIKGTLEDGTETTRKSADDQPFAALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V  A + K     +I +M   S+ EI    
Sbjct  312  ---
FKIMTDPFVGKLTFFRVYSGVLNSGSYVINATKNKRERIGRILQMHANSRQEI---S  365

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I    + +V L D     T    K          P P+++  + PKT A 
++++
Sbjct  366  VVYSGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GIALQKLAEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479



            E   +AA        +      +    +   PL  G+G  +E++V  G + + +   
V+ 
Sbjct  482  
ETFRQAAKVEGKFVRQSGGRGQYGHCWIEFEPLEAGAGFVFENKVVGGVVPREYIAPVQA  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP
Sbjct  542  
GIEEAMKNGVLAGFPLVDIKATIFDGSYHDVDSNEMAFKIAGSMALKNAKDKCAPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE +  +   ++   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLSSRRGRIEGSDTRHGALIVRAKVPLAEMFGYSTVLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>OHB26365.1 translation elongation factor G [Desulfuromonadaceae 
bacterium 
GWC2_58_13]
Length=688

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 305/671 (45%), Gaps = 
65/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI++H+DAGKTT++E +LY SG I + G V  G+   D M  E++RGITI A  
T+ +
Sbjct  10   
NIGIISHIDAGKTTVSERILYYSGEIHKMGEVHDGSATMDWMDQEQERGITITATSTTCR  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N++DTPGH+DF  EV RSL VLDGA+ + SA DGVQ Q+  ++H   +  
+P +
Sbjct  70   
WKNLWINLIDTPGHIDFTIEVERSLRVLDGAVAIFSAVDGVQPQSESVWHQADRYRVPRI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------TVSL-
SPEIVLEENTD-  171
              +NK+D+ G D ++V+  +  +L A  ++ Q            V L S + +L + 
TD 
Sbjct  130  
CLLNKMDRIGADYRAVLAQMMQRLKARPVLLQLPIGQEGSFAGVVDLISGQALLFDETDQ  189



Query  172  ---------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                     +   + +D +L  ++ G  +   +L+   +R   
+
Sbjct  190  
GVTVHAGAIPRDMAEEAAAARELLLETAADLDDAILADFLEGRTVEAPRLIAALRRGTLE  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------
QPIGEQGSAALC  250
              LFPV  GSA +  GIQPL+DAV                        +P+       
LC
Sbjct  250  
CRLFPVLLGSALRNKGIQPLLDAVGHFLPSPLDVPPAPARHPQHPEVEEPLPSDPKGPLC  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAY  309
               FKV  +D G++  YLR+YSGTL+  + V ++ R    K+  +         R 
D A 
Sbjct  310  ALAFKV-
LSDEGRKLTYLRIYSGTLKAGEAVWISNRGCHEKVARLFRMHAHRRERLDEAG  368

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV      SV   D L     L        P P++   + PK    R++LL 
+L +L
Sbjct  369  
AGDIVAAAGLKSVLTGDTLCRSDHLLLLAGLSCPEPVVSLAVEPKGVGDRDKLLPSLEKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
               DP  +   D  T + IL  +G + LEV++  L+  + +E     P V+Y E   
+AA
Sbjct  429  
QWEDPTFKVREDKDTGQTILVGMGELHLEVITTRLARDFGVEVKTGRPQVVYRETLCRAA  488

Query  429  S--HTIHIEVPPNPFWASIGLSVTPLSLGSGVQY---
ESRVSLGYLNQSFQNAVRDGIRY  483
                  H EV        + L +TPL+ G G++    E+  +L  L   F+  +R  
+  
Sbjct  489  EWRERFHREVDGRVQEGEVLLRLTPLARGEGLRLVLPEAEGAL--
LPADFRQMLRQSLEA  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G + G+ +TD  +      +   V+T    R+ A   L  A +E    LLEP 
+S 
Sbjct  547  
VCAGGTVAGYPLTDLAVEVAEAPFVPGVTTELGLRAAAQRGLVMAAREGRPLLLEPVMSL  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             L  P +Y  +      +    +E  Q + D  +    +P   +  Y T+L   T 
GR  



Sbjct  607  
ELTVPSDYAGKVLGSLQQMRGRVEGMQSRGDIELIRARVPLVEMFGYMTELRSATKGRGT  666

Query  603  CLTELKGYQAA  613
               E   Y  A
Sbjct  667  FTMEFSHYDDA  677

>WP_062341106.1 GTP-binding protein [Herbidospora sakaeratensis]
Length=596

 Score = 253 bits (647),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 199/623 (32%), Positives = 288/623 (46%), Gaps = 
45/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + NIGILAHVDAGKTT+TE +L+A+GA  + G V  GTT TD    ER RGITI 
AA 
Sbjct  1    
MTLRNIGILAHVDAGKTTVTERILFATGATYKQGEVHHGTTVTDFDSQERDRGITIFAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
+  
Sbjct  61   
VTCHWQGAQINLIDTPGHVDFSDEVERSLRVLDGAVAVFDAVAGVEPQSEAVWRRADRHG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D+ G DL + V+++R +L      +  V  SP++V          D 
V E
Sbjct  121  VPRIVFVNKMDRPGADLGATVEAIRRRLHP----RPLVLGSPDLV----------
DQVAE  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +  +LE+Y    P + ++ +RE   R +   +  V  GSA +  GI+ L+DAV   
+ P
Sbjct  167  LHPDVLEEYPDVSPATLQRALRELTARNE---
VVVVLSGSAYRNQGIEELLDAVVA-YLP  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                      G VFKV      +R   LR+YSGTLR  DTV       L  T  R     
Sbjct  223  EPRVDDRPFAGLVFKV-----AERMALLRVYSGTLRKGDTV-------
LDTTTGRTERVS  270

Query  301  EIVRT--------DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             I+R         D A  G+IV +    SVR    L DP             P++   
+ 



Sbjct  271  
RILRIQADRHSDLDRAEAGDIVAVTGPKSVRTGATLTDPAAPLVLEPPSTTEPVVSVAVE  330

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
              T A+ ++L  AL +LAD DP +R   D  T + ILS LG + LEV    +     
L  
Sbjct  331  
AATGAEHQKLAVALARLADEDPSIRVRTDPETGQTILSGLGELHLEVAVEKIRRDRGLTI  390

Query  412  VVKEPSVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGY  468
             V  P V   E  +   +  ++  V  +     +A + L V P        + S V  
G 
Sbjct  391  RVGAPQVALRETVVTGVTGVLYRHVKQDGGAGQYAHVRLDVEPCD--
EPFVFASTVVGGR  448

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  AV  G R  L +G L G  V   ++    G  +   S+   FR+   + 
L +A
Sbjct  449  
VPKEYVKAVEQGCRDALAEGPLGGHPVMGLRVTLTDGATHVKDSSELAFRTAGRLALREA  508

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+     +LEP     +  P +       D       +   + +   VV T  +P   
+ 
Sbjct  509  
LRSCRMAVLEPVTEVTVTVPDDLAGGVLGDLAARKGQVSGTEARPGTVVITAMVPLAEVF  568

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y T L   T GR    T   GY
Sbjct  569  GYATRLRSRTQGRGAFTTRPAGY  591

>WP_009854983.1 elongation factor G [Streptococcus gallolyticus]
 CBI14488.1 translation elongation factor G [Streptococcus 
gallolyticus UCN34]
 EFM28782.1 translation elongation factor G [Streptococcus 
gallolyticus subsp. 
gallolyticus TX20005]
 CBZ49124.1 elongation factor EF-G [Streptococcus gallolyticus 
subsp. gallolyticus 
ATCC BAA-2069]
 BAK28835.1 elongation factor EF-G [Streptococcus gallolyticus 
subsp. gallolyticus 
ATCC 43143]
 KJE98652.1 elongation factor G [Streptococcus gallolyticus subsp. 
gallolyticus]
 KXT73726.1 Translation elongation factor G [Streptococcus 
gallolyticus]
 KXU09816.1 Translation elongation factor G [Streptococcus 
gallolyticus]



 OAV84329.1 elongation factor G [Streptococcus gallolyticus subsp. 
gallolyticus]
 OCW49304.1 translation elongation factor G [Streptococcus 
gallolyticus subsp. 
gallolyticus]
 SFC55442.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus gallolyticus]
 SFU78092.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus gallolyticus]
 AQP43106.1 elongation factor G [Streptococcus gallolyticus subsp. 
gallolyticus 
DSM 16831]
Length=692

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFNGIIDLVKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_000196385.1 MULTISPECIES: elongation factor G [Bacillus]
 EJQ34485.1 elongation factor G [Bacillus cereus BAG5O-1]
 EJQ74100.1 elongation factor G [Bacillus cereus HuB4-10]
 EJQ94831.1 elongation factor G [Bacillus cereus HuB5-5]
 EJR55166.1 elongation factor G [Bacillus cereus VD115]
 EJR56450.1 elongation factor G [Bacillus cereus VD148]
 EJS46313.1 elongation factor G [Bacillus cereus BAG1O-2]



 EJV44202.1 elongation factor G [Bacillus cereus BAG6O-1]
 EJV54140.1 elongation factor G [Bacillus cereus BAG4X2-1]
 EJV90816.1 elongation factor G [Bacillus cereus HuB2-9]
 EOP31735.1 elongation factor G [Bacillus cereus VD131]
 EOP33871.1 elongation factor G [Bacillus cereus HuA2-3]
 EOP48753.1 elongation factor G [Bacillus cereus VD214]
 EPF08225.1 elongation factor G [Bacillus cereus BAG2O-2]
 AHA08764.1 Translation elongation factor G [Bacillus toyonensis 
BCT-7112]
 KMP62192.1 elongation factor G [Bacillus cereus]
 KNH42757.1 elongation factor G [Bacillus thuringiensis]
 KXY18176.1 elongation factor G [Bacillus cereus]
 KXY47709.1 elongation factor G [Bacillus cereus]
 SCN19686.1 Elongation factor G [Bacillus cereus]
 SDL34212.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. yr331]
 OJD81782.1 translation elongation factor G [Bacillus sp. NH24A2]
 OKO55809.1 translation elongation factor G [Bacillus toyonensis]
 SLK21491.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. RUTrin4]
 OQD26922.1 Elongation factor G [Bacillus toyonensis]
 OSM09749.1 translation elongation factor G [Bacillus toyonensis]
 OTW88613.1 elongation factor G [Bacillus thuringiensis serovar 
cameroun]
 OTX14070.1 elongation factor G [Bacillus thuringiensis serovar 
seoulensis]
 OTX45292.1 elongation factor G [Bacillus thuringiensis serovar 
malayensis]
 OUB07885.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
shandongiensis]
 PDY53765.1 elongation factor G [Bacillus toyonensis]
 PDY85432.1 elongation factor G [Bacillus toyonensis]
 PDZ25202.1 elongation factor G [Bacillus toyonensis]
 PDZ31171.1 elongation factor G [Bacillus toyonensis]
 PEA31251.1 elongation factor G [Bacillus toyonensis]
 PEA64395.1 elongation factor G [Bacillus toyonensis]
 PEB15408.1 elongation factor G [Bacillus toyonensis]
 PEB26226.1 elongation factor G [Bacillus toyonensis]
 PEB28029.1 elongation factor G [Bacillus toyonensis]
 PEB92223.1 elongation factor G [Bacillus toyonensis]
 PEC07594.1 elongation factor G [Bacillus toyonensis]
 PEC39793.1 elongation factor G [Bacillus toyonensis]
 PEC64630.1 elongation factor G [Bacillus toyonensis]
 PED19796.1 elongation factor G [Bacillus toyonensis]
 PED58514.1 elongation factor G [Bacillus toyonensis]
 PED76190.1 elongation factor G [Bacillus toyonensis]
 PED96799.1 elongation factor G [Bacillus toyonensis]
 PED96872.1 elongation factor G [Bacillus toyonensis]
 PEE21008.1 elongation factor G [Bacillus toyonensis]
 PEE27285.1 elongation factor G [Bacillus toyonensis]
 PEE80941.1 elongation factor G [Bacillus toyonensis]
 PEF78189.1 elongation factor G [Bacillus toyonensis]
 PEF97265.1 elongation factor G [Bacillus toyonensis]



 PEG13667.1 elongation factor G [Bacillus toyonensis]
 PEI49238.1 elongation factor G [Bacillus toyonensis]
 PEI60348.1 elongation factor G [Bacillus toyonensis]
 PEI76136.1 elongation factor G [Bacillus toyonensis]
 PEI87398.1 elongation factor G [Bacillus toyonensis]
 PEI99926.1 elongation factor G [Bacillus toyonensis]
 PEJ10466.1 elongation factor G [Bacillus toyonensis]
 PEJ20184.1 elongation factor G [Bacillus toyonensis]
 PEJ65080.1 elongation factor G [Bacillus toyonensis]
 PEJ84330.1 elongation factor G [Bacillus toyonensis]
 PEJ91950.1 elongation factor G [Bacillus toyonensis]
 PEK02361.1 elongation factor G [Bacillus toyonensis]
 PEK10613.1 elongation factor G [Bacillus toyonensis]
 PEK11811.1 elongation factor G [Bacillus toyonensis]
 PEK34153.1 elongation factor G [Bacillus toyonensis]
 PEK42971.1 elongation factor G [Bacillus toyonensis]
 PEK44780.1 elongation factor G [Bacillus toyonensis]
 PEK50667.1 elongation factor G [Bacillus toyonensis]
 PEK88110.1 elongation factor G [Bacillus toyonensis]
 PEL01646.1 elongation factor G [Bacillus toyonensis]
 PEL04409.1 elongation factor G [Bacillus toyonensis]
 PEL22658.1 elongation factor G [Bacillus toyonensis]
 PEL29713.1 elongation factor G [Bacillus toyonensis]
 PEL37102.1 elongation factor G [Bacillus toyonensis]
 PEL53141.1 elongation factor G [Bacillus toyonensis]
 PEL54133.1 elongation factor G [Bacillus toyonensis]
 PEL65785.1 elongation factor G [Bacillus toyonensis]
 PEL72788.1 elongation factor G [Bacillus toyonensis]
 PEM10973.1 elongation factor G [Bacillus toyonensis]
 PEM40524.1 elongation factor G [Bacillus toyonensis]
 PEM61772.1 elongation factor G [Bacillus toyonensis]
 PEM82542.1 elongation factor G [Bacillus toyonensis]
 PEM86488.1 elongation factor G [Bacillus toyonensis]
 PEN31478.1 elongation factor G [Bacillus toyonensis]
 PEN37641.1 elongation factor G [Bacillus toyonensis]
 PEN48904.1 elongation factor G [Bacillus toyonensis]
 PEN54784.1 elongation factor G [Bacillus toyonensis]
 PEN67819.1 elongation factor G [Bacillus toyonensis]
 PEN73360.1 elongation factor G [Bacillus toyonensis]
 PEN81077.1 elongation factor G [Bacillus toyonensis]
 PEN85279.1 elongation factor G [Bacillus toyonensis]
 PEO01556.1 elongation factor G [Bacillus toyonensis]
 PEO25390.1 elongation factor G [Bacillus toyonensis]
 PEO29729.1 elongation factor G [Bacillus toyonensis]
 PEO62459.1 elongation factor G [Bacillus toyonensis]
 PEO67304.1 elongation factor G [Bacillus toyonensis]
 PEO76386.1 elongation factor G [Bacillus toyonensis]
 PEP07997.1 elongation factor G [Bacillus toyonensis]
 PEP12257.1 elongation factor G [Bacillus toyonensis]
 PEP58635.1 elongation factor G [Bacillus toyonensis]
 PEP79342.1 elongation factor G [Bacillus toyonensis]
 PEP91911.1 elongation factor G [Bacillus toyonensis]
 PEP96921.1 elongation factor G [Bacillus toyonensis]
 PEU37122.1 elongation factor G [Bacillus toyonensis]



 PFW93608.1 elongation factor G [Bacillus toyonensis]
 PFX36477.1 elongation factor G [Bacillus toyonensis]
 PFX49558.1 elongation factor G [Bacillus toyonensis]
 PFX68279.1 elongation factor G [Bacillus toyonensis]
 PFX77993.1 elongation factor G [Bacillus toyonensis]
 PFX81299.1 elongation factor G [Bacillus toyonensis]
 PFX87485.1 elongation factor G [Bacillus toyonensis]
 PFX98276.1 elongation factor G [Bacillus toyonensis]
 PFY09290.1 elongation factor G [Bacillus toyonensis]
 PFY21319.1 elongation factor G [Bacillus toyonensis]
 PFY23590.1 elongation factor G [Bacillus toyonensis]
 PFY32717.1 elongation factor G [Bacillus toyonensis]
 PFY39365.1 elongation factor G [Bacillus toyonensis]
 PFY43343.1 elongation factor G [Bacillus toyonensis]
 PFY46845.1 elongation factor G [Bacillus toyonensis]
 PFY63967.1 elongation factor G [Bacillus toyonensis]
 PFY68900.1 elongation factor G [Bacillus toyonensis]
 PFY82363.1 elongation factor G [Bacillus toyonensis]
 PFY86993.1 elongation factor G [Bacillus toyonensis]
 PFZ32105.1 elongation factor G [Bacillus toyonensis]
 PFZ68407.1 elongation factor G [Bacillus toyonensis]
 PFZ77721.1 elongation factor G [Bacillus toyonensis]
 PGA05345.1 elongation factor G [Bacillus toyonensis]
 PGA37399.1 elongation factor G [Bacillus toyonensis]
 PGA48166.1 elongation factor G [Bacillus toyonensis]
 PGA55615.1 elongation factor G [Bacillus toyonensis]
 PGA78931.1 elongation factor G [Bacillus toyonensis]
 PGB10455.1 elongation factor G [Bacillus toyonensis]
 PGB11664.1 elongation factor G [Bacillus toyonensis]
 PGB20849.1 elongation factor G [Bacillus toyonensis]
 PGB25449.1 elongation factor G [Bacillus toyonensis]
 PGB26548.1 elongation factor G [Bacillus toyonensis]
 PGB32870.1 elongation factor G [Bacillus toyonensis]
 PGB40045.1 elongation factor G [Bacillus toyonensis]
 PGB59294.1 elongation factor G [Bacillus toyonensis]
 PGB76557.1 elongation factor G [Bacillus toyonensis]
 PGB92777.1 elongation factor G [Bacillus toyonensis]
 PGC05597.1 elongation factor G [Bacillus toyonensis]
 PGC07228.1 elongation factor G [Bacillus toyonensis]
 PGC35372.1 elongation factor G [Bacillus toyonensis]
 PGC53033.1 elongation factor G [Bacillus toyonensis]
 PGC81111.1 elongation factor G [Bacillus toyonensis]
 PGC84417.1 elongation factor G [Bacillus toyonensis]
 PGC85547.1 elongation factor G [Bacillus toyonensis]
 PGC96472.1 elongation factor G [Bacillus toyonensis]
 PGC98352.1 elongation factor G [Bacillus toyonensis]
 PGD11466.1 elongation factor G [Bacillus toyonensis]
 PGD19208.1 elongation factor G [Bacillus toyonensis]
 PGD43343.1 elongation factor G [Bacillus toyonensis]
 PGD50631.1 elongation factor G [Bacillus toyonensis]
 PGD78731.1 elongation factor G [Bacillus toyonensis]
 PGE07229.1 elongation factor G [Bacillus toyonensis]
 PGE12728.1 elongation factor G [Bacillus toyonensis]
 PGE34213.1 elongation factor G [Bacillus toyonensis]



 PGE54269.1 elongation factor G [Bacillus toyonensis]
 PGE64567.1 elongation factor G [Bacillus toyonensis]
 PGE72725.1 elongation factor G [Bacillus toyonensis]
 PGE74959.1 elongation factor G [Bacillus toyonensis]
 PGE88812.1 elongation factor G [Bacillus toyonensis]
 PGF00233.1 elongation factor G [Bacillus toyonensis]
 PGG92657.1 elongation factor G [Bacillus toyonensis]
 PHA07235.1 elongation factor G [Bacillus toyonensis]
 PHA46547.1 elongation factor G [Bacillus toyonensis]
 PHA70774.1 elongation factor G [Bacillus toyonensis]
 PHA71097.1 elongation factor G [Bacillus toyonensis]
 PHA87721.1 elongation factor G [Bacillus toyonensis]
 PHA89890.1 elongation factor G [Bacillus toyonensis]
 PHA94669.1 elongation factor G [Bacillus toyonensis]
 PHB21589.1 elongation factor G [Bacillus toyonensis]
 PHB33529.1 elongation factor G [Bacillus toyonensis]
 PHB51399.1 elongation factor G [Bacillus toyonensis]
 PHB80743.1 elongation factor G [Bacillus toyonensis]
 PHB94650.1 elongation factor G [Bacillus toyonensis]
 PHB97596.1 elongation factor G [Bacillus toyonensis]
 PHC12725.1 elongation factor G [Bacillus toyonensis]
 PHC16815.1 elongation factor G [Bacillus toyonensis]
 PHC27874.1 elongation factor G [Bacillus toyonensis]
 PHC43038.1 elongation factor G [Bacillus toyonensis]
 PHC44053.1 elongation factor G [Bacillus toyonensis]
 PHC54090.1 elongation factor G [Bacillus toyonensis]
 PHC67194.1 elongation factor G [Bacillus toyonensis]
 PHC96790.1 elongation factor G [Bacillus toyonensis]
 PHD01314.1 elongation factor G [Bacillus toyonensis]
 PHD33440.1 elongation factor G [Bacillus toyonensis]
 PHD38845.1 elongation factor G [Bacillus toyonensis]
 PHD41967.1 elongation factor G [Bacillus toyonensis]
 PHD45753.1 elongation factor G [Bacillus toyonensis]
 PHD63437.1 elongation factor G [Bacillus toyonensis]
 PHD82432.1 elongation factor G [Bacillus toyonensis]
 PHD83408.1 elongation factor G [Bacillus toyonensis]
 PHE00690.1 elongation factor G [Bacillus toyonensis]
 PHE08411.1 elongation factor G [Bacillus toyonensis]
 PHE17005.1 elongation factor G [Bacillus toyonensis]
 PHE26023.1 elongation factor G [Bacillus toyonensis]
 PHE26282.1 elongation factor G [Bacillus toyonensis]
 PHE47184.1 elongation factor G [Bacillus toyonensis]
 PHE60947.1 elongation factor G [Bacillus toyonensis]
 PHE86067.1 elongation factor G [Bacillus toyonensis]
 PHF13705.1 elongation factor G [Bacillus toyonensis]
 PHF19417.1 elongation factor G [Bacillus toyonensis]
 PHF34698.1 elongation factor G [Bacillus toyonensis]
 PHF44390.1 elongation factor G [Bacillus toyonensis]
 PHF52480.1 elongation factor G [Bacillus toyonensis]
 PHF73489.1 elongation factor G [Bacillus toyonensis]
 PHF79902.1 elongation factor G [Bacillus toyonensis]
 PHF85299.1 elongation factor G [Bacillus toyonensis]
 PHG01503.1 elongation factor G [Bacillus toyonensis]
 PHG03291.1 elongation factor G [Bacillus toyonensis]



 PHG15418.1 elongation factor G [Bacillus toyonensis]
 PHG34813.1 elongation factor G [Bacillus toyonensis]
 PHG45919.1 elongation factor G [Bacillus toyonensis]
 PHG69676.1 elongation factor G [Bacillus toyonensis]
 EEL61065.2 Elongation factor G [Bacillus cereus Rock4-18]
 ARC30323.2 elongation factor G [Bacillus sp. FDAARGOS_235]
 PRT11759.1 elongation factor G [Bacillus toyonensis]
Length=692

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_087246660.1 MULTISPECIES: elongation factor G [Faecalibacterium]
 OUN39561.1 elongation factor G [Faecalibacterium sp. An77]
 OUP29219.1 elongation factor G [Faecalibacterium sp. An192]
Length=708

 Score = 256 bits (655),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 189/684 (28%), Positives = 318/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  



Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGITHKIGEVHEGAATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSDLQKDPVAAKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------  156
             ++    +  +P ++++NK+D  G D  + ++ + D+L A+ +  Q              
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFNCIKMLHDRLHANGVAIQLPIGSEDTFKGIID  193

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN++ L+EKY+ GE 
I+R
Sbjct  194  
LVDMTAEVYYDDMGNDMRVEEIPDDMKDQAEEYHNILVEAVAENDEALMEKYLEGEEITR  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-  244
            E+L    ++     +L PV  GS+ K  G+Q L+DA+                 P  
E+ 
Sbjct  254  
EELKAAIRKETIANTLVPVVCGSSYKNKGVQKLLDAIVDYMPAPTDIEDIKGVNPETEEP  313

Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
                    A      FK+       +  Y R+YSG +    TV  +    RE++ 
+I +M
Sbjct  314  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDSRERMGRILQM  373

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  374  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  427

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  428  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  487

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   KAA+       +      +  + + + P   G G ++ + +  



G 
Sbjct  488  
ANVGAPQVAYRETIRKAANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  547

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  AV +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
++A
Sbjct  548  
IPKEYIPAVDNGIQGAMKAGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKEA  607

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  608  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAMVPLAQMF  667

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  668  GYATDLRSKTQGRGQYVMEPSHYE  691

>WP_053267572.1 GTP-binding protein [Lactobacillus plantarum]
 KOE71864.1 elongation factor G [Lactobacillus plantarum]
 OUS99287.1 Tetracycline resistance protein TetQ [Lactobacillus 
plantarum]
 ASD33828.1 elongation factor G [Lactobacillus plantarum]
 PCM04254.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  



Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L + P   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLKPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRTSNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607



>WP_006440493.1 elongation factor G [[Clostridium] hiranonis]
 EEA84793.1 translation elongation factor G [[Clostridium] hiranonis 
DSM 
13275]
Length=688

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 184/681 (27%), Positives = 313/681 (46%), Gaps = 
67/681 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +G ++ D M  E +RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGETHEGASQMDWMEQEAERGITITSAATTVT  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++       
+P +
Sbjct  72   
WKGNRINVIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSENVWRQAETYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------------
TVSLSPEI  164
             FINK+D  G D  + V+ ++ +LSA+ ++ Q                     +    
+ 
Sbjct  132  
AFINKMDILGADFYNAVEMMKTRLSANAVVLQLPIGKEDDFVGIVDLLNMDAIIYKDDKG  191

Query  165  VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            V  E T+I        + W     +AV E +++L+ KY+ GE IS E+L    ++     
Sbjct  192  
VEMEETEIPEDMKEMAQEWREKMVEAVAETDEELMMKYLEGEEISVEELKTAIRKATIAC  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGSV  253
             + PV+ G+A +  G+QPL+DA+             + I E G  +              
Sbjct  252  
EMNPVFCGTAYRNKGVQPLIDAIVDYLPAPTDIPSIKGILEDGEESERHASDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL     V  A + K     +I +M   ++ EI      
Y
Sbjct  312  
FKIMTDPFVGKLAFFRVYSGTLTSGSYVLNATKNKRERIGRILQMHANTRTEITEV---Y  368

Query  310  PGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L DP         E P P++   I P + A +E++  
AL +L
Sbjct  369  
AGDIAAAVGLKDTTTGDTLCDPAAPIILESMEFPEPVISVAIEPASKAAQEKMGIALQKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RPL  425
            A+ DP      D  T + I+S +G + L+++   L  ++K+E  V  P V Y E   
+P+
Sbjct  429  
AEEDPTFTVRTDEETGQTIISGMGELHLDIIVDRLLREFKVEAKVGNPQVAYRETITQPV  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                +    +      +  + + V P   G G ++E++   G + + +      GI
+  +
Sbjct  489  D-
VEYKYQKQSGGRGQYGHVKIRVNPTEPGEGYKFENKTVGGSVPKEYVGPTDMGIQGAM  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D  +    G Y+   S+   F+    +  ++A+++    LLEPY    
+
Sbjct  548  
QSGIVAGYPVVDVAVELYDGSYHEVDSSEMAFKMAGSMAFKKAMQQGNAVLLEPYFKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++Y+     D       I+  + +    V    +P   +  Y TDL   T GR
+   
Sbjct  608  
VTPEDYMGDVMGDLNSRRGLIQGMEARSGAQVINAFVPMSEMFGYSTDLRSMTQGRATYT  667

Query  605  TELKGYQ---AAVGQPVIQPR  622
                 Y+   A+V + ++  +
Sbjct  668  MIFDHYEQVPASVAKKIVDGK  688

>WP_042513813.1 elongation factor G [Bacillus anthracis]
 AJG65990.1 translation elongation factor G [Bacillus anthracis]
 KON21392.1 elongation factor G [Bacillus anthracis]
 PRD54906.1 elongation factor G [Bacillus anthracis]
Length=693

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/688 (28%), Positives = 321/688 (47%), Gaps = 
72/688 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 



Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNS  626
                    Y+    +V + +I+  + N+
Sbjct  666  TFSMVFDHYEEVPKSVSEEIIKKIKVNN  693

>KKR48488.1 Elongation factor G [Candidatus Magasanikbacteria 
bacterium GW2011_GWC2_40_17]
 KKS56808.1 Elongation factor G [Candidatus Magasanikbacteria 
bacterium GW2011_GWA2_42_32]
 OGH86007.1 translation elongation factor G [Candidatus 
Magasanikbacteria 
bacterium RIFOXYB2_FULL_38_10]
Length=692

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 186/671 (28%), Positives = 316/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT++E +L+ +G   + G V +G T  D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTVSERVLFYTGKKHKIGEVHEGDTTMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++N++DTPGH+DF  EV RSL VLDGA+++     GV+ Q+   +      
++
Sbjct  69   
TCFWKDCRINLIDTPGHIDFTVEVKRSLRVLDGAVVIFDGVAGVEPQSETNWRYADDYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + FINK+D+ G D  S V+S+ ++L+ + I              I   ++   E
+ ++



Sbjct  129  
PRICFINKLDRMGADFFSDVKSIHERLTKNAIPLQLPIGTEANFKGIIDLLNRKAEMYMD  188

Query  168  E-NTDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E   DI                  E  + + EN++ L+ +Y+AGE I    L +  
++ V
Sbjct  189  
EMGKDIQEGEIPADMKELAEKYRSELVEKICENDEGLMNRYLAGEDIPVADLKKVLRQAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--------------------
PIGEQGSAA  248
             +  + P+  GSA K  G+Q ++DAV                         P+    
+  
Sbjct  249  
VNFEIVPILCGSALKNKGVQFMLDAVIDYLPSPLDIAAPKGFDPSDKTKEIPVKVADNEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVR  304
              G  FK+       +  + R+YSGTL+    V   + G +E++ ++  M    + 
EI  
Sbjct  309  
FVGLAFKIAADPFIGKLAFFRVYSGTLKAGSYVLNTMTGEKERIGRLVRMHANHREEI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +  Y G+I   +   +      L D +R         P P++   + PKT A +E
++  
Sbjct  367  -
EEVYSGDIAAAVGLKNTFTGHTLCDESRPVILESITFPEPVIHVAVEPKTKADQEKMGT  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  +   D  T + I+  +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  426  
ALQKLAEEDPTFKVRTDEETMQTIIGGMGELHLEIIVDRMKREFKVEANVGKPQVAYKET  485

Query  424  ---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                 +A    IH +      +    L V P   G+G ++ES +  G + + F  A
+  G
Sbjct  486  IKGTAEAEGKYIH-
QSGGRGQYGHCWLRVQPRERGAGFEFESEIKGGSIPREFIPAIEKG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L++G L G+ + D       G Y+   S+ A F+      L +A K++G  
LLEP 
Sbjct  545  
VKETLDKGVLAGYPLIDIVATVFDGSYHDVDSSEAAFKLAGAFALREAAKKAGLVLLEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599



            +   +  P++++     +       I+  + +    V   ++P   +  Y TDL   
T G
Sbjct  605  
MKVEILTPEQFMGDVIGNLSSRRGQIKEMRDRVGIKVIDADVPLANMFGYATDLRSMTQG  664

Query  600  RSVCLTELKGY  610
            R+    E   Y
Sbjct  665  RASYNMEFSHY  675

>WP_000196383.1 MULTISPECIES: elongation factor G [Bacillus]
 AEA13797.1 elongation factor G [Bacillus thuringiensis serovar 
chinensis 
CT-43]
 AFV15912.1 elongation factor G [Bacillus thuringiensis Bt407]
 AGF98816.1 Translation elongation factor G [Bacillus thuringiensis 
serovar 
thuringiensis str. IS5056]
 EOO23122.1 elongation factor G [Bacillus cereus BAG1X1-1]
 EOO46471.1 elongation factor G [Bacillus cereus BAG1X2-2]
 EOO55242.1 elongation factor G [Bacillus cereus BAG1X2-1]
 EOO64298.1 elongation factor G [Bacillus cereus BAG1X2-3]
 EOP11580.1 elongation factor G [Bacillus cereus BAG2O-1]
 ERH97909.1 Vegetative protein 19 [Bacillus thuringiensis T01-328]
 AHA69340.1 elongation factor G [Bacillus thuringiensis YBT-1518]
 KIQ83481.1 elongation factor G [Bacillus sp. L_1B0_5]
 KIQ83624.1 elongation factor G [Bacillus sp. L_1B0_8]
 KMQ05238.1 elongation factor G [Bacillus cereus]
 AKR07338.1 elongation factor G [Bacillus thuringiensis]
 ANC05722.1 elongation factor G [Bacillus cereus]
 ANC11550.1 elongation factor G [Bacillus cereus]
 ANS45608.1 elongation factor G [Bacillus thuringiensis]
 OJE14330.1 translation elongation factor G [Bacillus thuringiensis]
 OPD42569.1 elongation factor G [Bacillus thuringiensis]
 OTW42925.1 elongation factor G [Bacillus thuringiensis serovar 
thuringiensis]
 OTY21237.1 elongation factor G [Bacillus thuringiensis serovar kim]
 OUB15611.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
xiaguangiensis]
 OUB51240.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
higo]
 ASL62945.1 Translation elongation factor G [Bacillus cereus]
 AST03319.1 elongation factor G [Bacillus thuringiensis]
 PDY28079.1 elongation factor G [Bacillus thuringiensis]
 PDY35516.1 elongation factor G [Bacillus thuringiensis]
 PEB45458.1 elongation factor G [Bacillus thuringiensis]
 PED28296.1 elongation factor G [Bacillus thuringiensis]
 PEE61788.1 elongation factor G [Bacillus thuringiensis]
 PEE68943.1 elongation factor G [Bacillus thuringiensis]
 PEE87313.1 elongation factor G [Bacillus thuringiensis]
 PEM04704.1 elongation factor G [Bacillus cereus]
 PEQ35504.1 elongation factor G [Bacillus thuringiensis]



 PET16619.1 elongation factor G [Bacillus thuringiensis]
 PEV37480.1 elongation factor G [Bacillus thuringiensis]
 PEV86762.1 elongation factor G [Bacillus thuringiensis]
 PFE48652.1 elongation factor G [Bacillus thuringiensis]
 PFK84423.1 elongation factor G [Bacillus thuringiensis]
 PFL01639.1 elongation factor G [Bacillus thuringiensis]
 PFM84705.1 elongation factor G [Bacillus thuringiensis]
 PFP01665.1 elongation factor G [Bacillus thuringiensis]
 PFQ43831.1 elongation factor G [Bacillus cereus]
 PFT38033.1 elongation factor G [Bacillus thuringiensis]
 PFT98598.1 elongation factor G [Bacillus thuringiensis]
 PFV36412.1 elongation factor G [Bacillus thuringiensis]
 PFX71514.1 elongation factor G [Bacillus cereus]
 PGH78228.1 elongation factor G [Bacillus thuringiensis]
 PGH93219.1 elongation factor G [Bacillus thuringiensis]
 PGH94183.1 elongation factor G [Bacillus thuringiensis]
 PGL33600.1 elongation factor G [Bacillus thuringiensis]
 PGN17399.1 elongation factor G [Bacillus thuringiensis]
 PGN25764.1 elongation factor G [Bacillus thuringiensis]
 PGO45418.1 elongation factor G [Bacillus thuringiensis]
 PGP37900.1 elongation factor G [Bacillus thuringiensis]
 PGP51968.1 elongation factor G [Bacillus thuringiensis]
 PGT57802.1 elongation factor G [Bacillus thuringiensis]
 PGU08802.1 elongation factor G [Bacillus cereus]
 PGU41466.1 elongation factor G [Bacillus thuringiensis]
 PGV01760.1 elongation factor G [Bacillus thuringiensis]
 PGY56181.1 elongation factor G [Bacillus thuringiensis]
 PHA19297.1 elongation factor G [Bacillus cereus]
 PHG79927.1 elongation factor G [Bacillus cereus]
 PQQ46943.1 elongation factor G [Bacillus thuringiensis]
 PQZ69637.1 elongation factor G [Bacillus sp. MYb78]
 AVP45563.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----



VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_087381609.1 elongation factor G [Faecalibacterium sp. An122]
 OUQ39799.1 elongation factor G [Faecalibacterium sp. An122]
Length=708

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 189/684 (28%), Positives = 318/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGITHKIGEVHEGAATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSDLQKDPVAAKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------  156
             ++    +  +P ++++NK+D  G D  + ++ + D+L A+ +  Q              
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFNCIKMLHDRLHANGVAIQLPIGSEDTFKGIID  193

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN++ L+EKY+ GE 
I+R
Sbjct  194  
LVDMTAEVYYDDMGNDMRVEEIPDDMKDQAEEYRNILVEAVAENDEALMEKYLEGEEITR  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-  244
            E+L    ++     +L PV  GS+ K  G+Q L+DA+                 P  
E+ 
Sbjct  254  
EELKAAIRKETIANTLVPVVCGSSYKNKGVQKLLDAIVDYMPAPTDIEDIKGVNPETEEP  313



Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
                    A      FK+       +  Y R+YSG +    TV  +    RE++ 
+I +M
Sbjct  314  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDSRERMGRILQM  373

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  374  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  427

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  428  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  487

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   KAA+       +      +  + + + P   G G ++ + +  
G 
Sbjct  488  
ANVGAPQVAYRETIRKAANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  547

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  AV +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
++A
Sbjct  548  
IPKEYIPAVDNGIQGAMKAGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKEA  607

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  608  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAMVPLAQMF  667

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  668  GYATDLRSKTQGRGQYVMEPSHYE  691

>OGD13074.1 translation elongation factor G [Candidatus 
Aminicenantes bacterium 
RBG_16_66_30]
Length=699

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.



 Identities = 196/693 (28%), Positives = 319/693 (46%), Gaps = 
76/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ +G   + G V+ GT   D M  E++RGITI 
+A T
Sbjct  8    
RVRNIGIMAHIDAGKTTTTERILFYTGMTYKMGEVDDGTAVMDWMVQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGAI ++    GV+ Q+  ++    
+  +
Sbjct  68   
TCAWRDHRINIIDTPGHVDFTAEVERSLRVLDGAIAILCGVGGVEPQSETVWRQADRYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++FINK+D+ G D +  V  +R +++A                   D+I ++      
Sbjct  128  
PRIVFINKMDRIGADPERAVLQLRTRVAAKPLPIQIPLGREDGFRGIIDLIDRKVYDWGR  187

Query  163  EIVL----------EENTDIE-----
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            EI+           E+  D+E       + + E++D L++KY+ G  +S  +L +  
+R 
Sbjct  188  
EILGTEYVVRDVADEDREDVERKRQDMLEMLSEHDDGLMQKYLDGVEVSAPELRQAVRRA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPIGEQ-------------
GSAA  248
                 + PV YG++ +  G+ PL+DAV          +P+  +               
A 
Sbjct  248  
TLALDVVPVLYGASFRNKGVHPLLDAVVDYLPSPADVRPVAGRHPRTEAEETRPASDEAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVR  304
                VFK           Y R+YSG  ++   V  + +   EKL ++ EM    + 
EI  
Sbjct  308  
FSALVFKTASDTFLGNLAYFRVYSGKAKVGQAVYNSTKGEEEKLSRLLEMHANKRKEIRE  367

Query  305  TDTAYPGEIVILPS-DSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                + G+I  + S  ++   D L     P  L   R+   P P++  TI PKT A   
+
Sbjct  368  V---HAGDIAAMGSTKNISTGDTLCLKSHPLVLESIRF---
PEPVIAATIEPKTKADHPK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L +L   DP L+   D +T + +L  +G + LE+V   +  ++ +   + +P 



V Y
Sbjct  422  
LAATLAKLVREDPTLKVGQDPMTGQTLLRGMGELHLEIVMDRMEREFGVRANLGKPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    AA        +      +    L + PL  G G ++        + + F   
V 
Sbjct  482  
KETIQAAAQGEGRYVRQAGGKGLYGHCVLRLEPLGRGRGFEFLDATKGDVIPREFVVDVE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +G+R  LE G+  G+ VTD +     G  +   +TP  ++  A +   +A K++G  
LLE
Sbjct  542  
NGVREALEAGVVAGFPVTDLRAALIGGSTHDVDATPVAYKIAATLAFREAAKKAGPALLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP EYL     D       IE  +++    V    +P   +  Y T +   
T
Sbjct  602  
PLMKLEVVAPDEYLGDIVGDINARRGKIEGMEMRSGSRVVDAHVPLAEMFGYATTVRTLT  661

Query  598  NGRSVCLTELKGYQ---AAVGQPV---IQPRRP  624
             GR V   E   Y+   A V + +   I+ RRP
Sbjct  662  QGRGVFSMEFARYERTPAGVQEDIVARIEGRRP  694

>EEL25061.1 Elongation factor G 2 [Bacillus cereus Rock1-3]
 EEL36558.1 Elongation factor G 2 [Bacillus cereus Rock3-28]
Length=699

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----



VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEVERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  612

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>WP_102543666.1 elongation factor G [Vibrio lentus]
 PMG45193.1 translation elongation factor G [Vibrio lentus]
Length=695

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 314/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+    GE+ G+ A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGNHAIVSTEE  305



Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FAGMMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFAQY  672

>WP_022605150.1 elongation factor G [Rubidibacter lacunae]
 ERN42410.1 translation elongation factor EF-G [Rubidibacter lacunae 
KORDI 
51-2]
Length=695

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 



matrix adjust.
 Identities = 198/668 (30%), Positives = 314/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WSDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            I++NK+D+ G D  +VV+ V + L+A                   D++ ++      
S  
Sbjct  130  
IYVNKLDRIGADFFNVVKQVENVLAARPLVMVLPIGHESDFTGVVDLLSREAWVWDDSGD  189

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      ++  +   D+E +     +  +E +D LLE+Y+ GE  S E + R  ++   
+
Sbjct  190  
PLKYEIQDVPADMADDVETYREQLIETALEQDDDLLEQYLEGEEPSVEDIKRCIRKGTIE  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAA-------LC  250
             + FP Y GS+ K  G+Q +++AV            QPI      E G  A       
L 
Sbjct  250  
LAFFPTYCGSSFKNKGVQLVLNAVVDYLPNPTEVPPQPIVDLEGHETGDYAYIDPEKPLR  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + RLYSG+L   DT+   A    E++ ++ EM   S+ E+   
+
Sbjct  310  ALAFKI-
MDDRYGALTFTRLYSGSLSKGDTILDTATGKSERVSRLVEMHANSREEV---E  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +   G+IV I+    V+    L DP           P P++   + PK     E++  
AL
Sbjct  366  
SVQAGDIVAIVGMKGVQTGHTLCDPKNPATLEPMVFPDPVISIAVKPKDKGSTEKMSLAL  425

Query  366  



TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP  + E D  ++E I+  +G + L++   +L   Y +E  V +P V Y 
E   
Sbjct  426  
SKMVQEDPSFQVETDQESNETIIKGMGELHLDIKVDILKRTYGVEVEVGKPQVAYRESIA  485

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P   GSG  +ES+V+ G + + +  AV+ 
G   
Sbjct  486  
KRIEDSYTHKKQSGGSGQYGKIDYVIEPGETGSGFSFESKVTGGNVPREYWPAVQKGFES  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+ V D K+    G +++  S+   F   A     Q L ++   LLEP 
+  
Sbjct  546  
CVDKGVLAGFPVVDLKVTLTDGGFHAVDSSAIAFEIAAKAAYRQTLPKAAPLLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++AP +Y+     D  +    I + +     V    E+P   +  Y  DL   T
+GR  
Sbjct  606  
DVFAPDDYIGDVIGDLNRRRGIINSQESGAMGVRIKSEVPLAEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_045505313.1 elongation factor G [Streptococcus gordonii]
 KJQ56435.1 elongation factor G [Streptococcus gordonii]
Length=693

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   



Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>GBC83022.1 Elongation factor G [bacterium HR10]
Length=704

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 315/677 (47%), Gaps = 
67/677 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY +G   + G V++GT   D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILYYTGVNYKIGEVDEGTATMDWMVQEQERGITITSAAT  68

Query  62   SFQWH--------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            +  W         + ++NI+DTPGH+DF  EV RSL VLDG I +  A +GV+ Q+  
++
Sbjct  69   
TCFWRIGGAKTGDQYRINIIDTPGHVDFTIEVERSLRVLDGMIALFDAVNGVEPQSETVW  128

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA--------------------DII  153
                K  +P + F+NK+D+ G D   V++ +R +L A                    
D+I
Sbjct  129  
RQAEKYRVPRLAFVNKMDRQGADFWMVIEQMRRRLGARPVPVQIPIGGGDEPFRGVVDLI  188

Query  154  IKQTV-----SLSPEIVLE----------
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
              + +     +L  E ++E          E+   +  +A+ + +D + EKY+ 
GEPI  E
Sbjct  189  
QMKAITWIDETLGAEFLVEEVPESLQEAAEHAREQMLEALADEDDAIAEKYLEGEPILEE  248

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGE--  243
            ++    +R      L PV  G+A +  GIQPL+DA             V G+    



G+  
Sbjct  249  
EIRAALRRGTIQLRLVPVLCGAAFRNKGIQPLLDAVIYYLPSPVDIPPVQGVDPRSGDTI  308

Query  244  ----QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPS  298
                     L   VFK+       +  Y+R+YSGTL    +V  A + K  +I  +    
Sbjct  309  
TRRASDEEPLAALVFKIMADKHIGQLTYIRIYSGTLTAGSSVYNATKGKRDRIGRLMKVH  368

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +    + AY GEIV      +V   D L D          E P P++   I 
PKT   
Sbjct  369  
ANKREDIEEAYAGEIVAASGLRTVTTGDTLCDEEHPIVLEAIEVPRPVISVAIEPKTRQD  428

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +++L  AL +LA  DP  +   D  + + ++S +G + LE++   L  ++ +E  V  
P 
Sbjct  429  
QDKLGLALGRLAQEDPSFKVTSDPESGQTLISGMGELHLEIIVDRLKREFGVEAHVSRPM  488

Query  418  VIYMER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E    KA      I +      +  + + + PL  GSG ++   +  G + + 
F  
Sbjct  489  
VNYRETITRKAVGEGKFIRQTGGRGQYGHVKIEIEPLPPGSGFEFVDDIFGGVIPKEFIP  548

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV +G+R  +E+G L G+ + D ++    G Y+   S+   F+    +  ++A + 
+   
Sbjct  549  
AVEEGVREAMERGVLAGYEMVDVRVRLFDGSYHEVDSSELAFKIAGSLAFQEAARRADPI  608

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+EYL     D       +E  + +   V+ T  +P   +  Y 
TDL 
Sbjct  609  
LLEPIMKVEIVTPEEYLGAITGDLNARRGRVEHIEHRPGTVIITAYVPLAEMFGYATDLR  668

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+        Y+
Sbjct  669  SMTQGRATYTMHFSHYE  685

>WP_070088120.1 GTP-binding protein [Merdimonas faecis]
Length=903

 Score = 260 bits (664),  Expect = 3e-72, Method: Compositional 



matrix adjust.
 Identities = 184/631 (29%), Positives = 303/631 (48%), Gaps = 
40/631 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I++G+LAHVDAGKTTL+E+LLY SGAI + G V+      DT  LE++RGITI 
+  
Sbjct  17   
VKRISLGVLAHVDAGKTTLSEALLYLSGAIRKAGRVDSQDAFLDTYELEKKRGITIFSKQ  76

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +W   K+ ++DTPGH+DF AE+ R L VLD A+LVIS  DGVQ  TR L+  L 
+ N
Sbjct  77   
AQMEWKDSKITLLDTPGHVDFSAEMERVLQVLDYAVLVISGADGVQGHTRTLWKLLERYN  136

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQAG D + ++  ++++L  +  +        E  LEE        
AV +
Sbjct  137  IPAFLFVNKMDQAGTDREKLMNGLKNQL-GEGFVDFGRDQDRETFLEEL-------
AVCD  188

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N  +LE Y+    +  E++    +R +++  +FP Y+GSA K  G++ L+D +    
+ 
Sbjct  189  EN--VLEHYLQEGEVRSEEI----
RRMIRERKVFPCYFGSALKINGVEALLDGIAAYTEE  242

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-ALAGRE---
KLKITEMRI  296
              ++        V+K+     G R  ++++  G L+++D +  +  +E   + K+ 
++R+
Sbjct  243  --
KEYPGDFRAKVYKISRDSQGTRLTHIKVTGGKLKVKDLLDGMDQKEEPWEEKVDQIRL  300

Query  297  PSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             S  +      A  G +  L       P + +   +   DP             P
+L   
Sbjct  301  YSGEKYEMLQEAQAGMVCALTGLTHTWPGEGLSGEEDAEDPA----------
LEPVLEYK  350

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +         ++L  L +L + +P+LR   +    EI +  +G VQ+E++ +L+ E
++ +
Sbjct  351  
VQLPYGCDVHQMLQNLRRLEEEEPMLRVVWEEELGEIYVRLMGEVQIEILKSLIQERFGV  410

Query  410  



ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                    V+Y E          H E  P   +A + L + P   GSG+  ES  S   
L
Sbjct  411  NVTFDAGRVVYKETIQNTVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLVLESACSEDEL  468

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            N ++Q  +   +   + +G L G  VTD KI    G  +   +   DFR      + 
Q L
Sbjct  469  
NLNWQRLILTHLGEKVHRGVLTGSAVTDMKITLMSGKAHLKHTEGGDFRQATYRAVRQGL  528

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             ++ + LLEPY  F+L  P E   RA  D           + +++  V  G  P   
++ 
Sbjct  529  
MQAESILLEPYYEFLLEVPTEMTGRALTDIQNMGGECGLPEQEQEMTVLKGRAPVAAMRE  588

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            Y  ++A YT G         GY     Q  +
Sbjct  589  YPREVAAYTRGMGHLTCTFWGYDQCQSQEEV  619

>WP_057488777.1 elongation factor G [Streptococcus oralis]
Length=693

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188



Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIVLESIDVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  



ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_024398330.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI



Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>OGZ61534.1 translation elongation factor G [Candidatus 
Spechtbacteria bacterium 
RIFCSPLOWO2_01_FULL_46_10]
Length=702

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/683 (28%), Positives = 312/683 (46%), Gaps = 
77/683 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  9    
KVRNIGIIAHIDAGKTTVSERVLFYTGISHKMGEVHEGAAIMDWMEQERERGITITSAAT  68

Query  62   SFQW------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            +  W             + ++NI+DTPGH+DF  EV RSL VLDG ++V     GV
+ Q+
Sbjct  69   
TAFWTPSYLSSEETQARKHRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQS  128

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------  150
              ++    K  +P + FINK+D+ G   +   QS+RD+L++                   
Sbjct  129  
ETVWRQADKYEVPRICFINKMDRMGASFEKSFQSIRDRLTSHAIALQLPVGSESSFHGVI  188

Query  151  DII----IKQTVSLSPEIVLEE----------
NTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            DII    I+   +    ++ EE              EA + + E +D L EKY+AG  
I+
Sbjct  189  
DIIDMKWIRNEGNFGEHVIREEVPAELVERVLQLRDEAVEKIAETDDILTEKYLAGAEIA  248

Query  197  REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------
GEQ-----  244
             ++L R  +  V    + PV+ GSA K   IQPL+DAV   L  P+      GE      
Sbjct  249  
SDELKRALRSAVISNKIVPVFTGSALKNQSIQPLLDAVVDYLPSPLDVPPVEGENPETEE  308

Query  245  -------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITE  293
                    +       FKV       + +Y R+YSGT+     +  A    +E+L 
+I  
Sbjct  309  
KVQRRADDAEPFSALAFKVATDPYVGQLIYFRVYSGTIEAGSYILNASTGEKERLSRIVR  368

Query  294  MRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M    + E+   +  Y G+I   +   +    D L DP           P P++   
I P
Sbjct  369  MHANHREEV---
EEIYAGDIAAAVGLKTTTTGDTLCDPAHPIILEKIIFPEPVISVRIEP  425

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A ++++  AL +LA+ DP  R   D  T E I+S +G + LE++   +  ++ 
+E  
Sbjct  426  
KTKADQDKMGIALHRLAEEDPTFRIRTDEETGETIMSGMGELHLEILVDRMKREFNVEAN  485

Query  413  VKEPSVIYME---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            V  P V Y E    P +     +  +      +    + + P   G+G ++ + +  
G +
Sbjct  486  VGRPQVAYRETVTTPAQGEGKYVR-
QSGGRGQYGHARIRIAPQEPGAGFEFINEIKGGAI  544

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             Q +  AV  G++  +++G+  G+ V D  +    G ++   S+ A F+    +  
+ A+
Sbjct  545  
PQEYIPAVEKGVKEAMDRGVIAGYPVIDVMVTLYDGTFHDVDSSEAAFKIAGSMAFQDAV  604

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K +   LLEP +   +  P  +L     D     A IE    + +    T  +P   
+  
Sbjct  605  
KNANPVLLEPIMKVEVVTPDNFLGDVNGDLNSRRAQIEEMGERGEVKTVTALVPLANMFG  664

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y TDL   T GR+    E   Y+
Sbjct  665  YTTDLRSMTQGRASSTMEFSKYK  687

>WP_057962321.1 elongation factor G [Lactobacillus parakefiri]
 GAW71220.1 elongation factor G [Lactobacillus parakefiri]
 PAL00608.1 elongation factor G [Lactobacillus parakefiri]
Length=700

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 307/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMPQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDI---  172
            P ++F+NK+D+ G +    V S+ D+L+A  + I+  +    +      ++E   
DI   
Sbjct  131  



PRIVFVNKMDKVGANFDFSVGSIEDRLNAKPLPIQMPIGAEDDFEGVIDLIEMKADIYDE  190

Query  173  ----EAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRR  207
                  WD V                      + +D ++ KY+ GE I   ++    
++ 
Sbjct  191  
DKFGSNWDTVDVPDEYKDEAKKRRDQLVETLADVDDDIMNKYLEGEEIPIPEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +  LFPV  GSA K  G+Q LMDAV                   TG    +     
A+
Sbjct  251  
TLNLELFPVLAGSAFKNKGVQMLMDAVIDYLPSPLDVKPYNATDPETGDKIELKANDDAS  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       R  Y+R+YSGTL     +  A ++K     ++ +M    + 
EI  
Sbjct  311  
FAALAFKVATDPFVGRLTYIRVYSGTLESGSYILNATKDKRERVGRLLQMHSNHRQEIPE  370

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +   +    D L D          E P P+++  + PKT A ++
++  
Sbjct  371  V---
FSGDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPDPVIQVAVEPKTKADQDKMNV  427

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  +   +  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E 
Sbjct  428  
ALQKLSEEDPTFKATTNPETGETLIAGMGELHLDIIIDRMKREFHVEATVGAPQVSYREA  487

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P KA    I  +      +  + +  TP   G G ++E  +  G + + +  
AV  G
Sbjct  488  FTKPTKAQGKFIR-
QSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L  G L G+ + D K     G Y+   S+ A F+  A I L  A K +   
+LEP 
Sbjct  547  
LKESLANGVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASIALRNAAKTAAPVILEPI  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             ++  + +    V    +P   +  Y T L   



+ G
Sbjct  607  
MKVDINVPEEYMGDVMGQVTARRGRVDGMESRSGAEVIHSFVPLAEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  667  RGTFTMTFDHYE  678

>WP_028516650.1 GTP-binding protein [Ruminococcus flavefaciens]
Length=856

 Score = 259 bits (662),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 194/630 (31%), Positives = 305/630 (48%), Gaps = 
56/630 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GI AHVD+GKTTL E++LY +G I + G V+ G +  DT  +ER+RGITI 
++ 
Sbjct  1    
MKKITVGITAHVDSGKTTLAEAMLYKTGTIRKLGRVDSGNSTLDTNSIERERGITIFSSQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F        ++DTPGH+DF AE  R++ VLD AILVIS  DGVQ+ T  L+  
LRK  
Sbjct  61   
AEFSTDNTYFTLLDTPGHVDFSAETERTMCVLDYAILVISGTDGVQSHTSTLWKLLRKYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D  S+V+++  +LS                 E   D    
DA I 
Sbjct  121  VPVFIFVNKMDLIGADKSSIVKNLSGRLS-----------------
ESCVDFSGSDAEIS  163

Query  181  NN-----DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ---
PLMD  232
             N     ++L+E+Y++   I  + ++      + +  +FP Y+GSA K  GI+    
L+D
Sbjct  164  ENTAMCCEELMEQYLSDGNIDDKSIIDA----
IAERRIFPCYFGSALKMEGIKGFINLLD  219

Query  233  AVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD----
TVALAGREK  288
              T   +   E G+      ++K+ Y   G R  ++++  G L++R+    T A      
Sbjct  220  RFTCETEYKNEFGA-----
KIYKISYDPKGSRLTHMKITGGQLKMREELIYTDADGNEAS  274

Query  289  LKITEMRIPSKGEIVRT-
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLP--M  345
             K++ +R  S GE  RT DT + GEI  +      LN           K+ R+  L   



M
Sbjct  275  GKVSSIRFYS-GEKFRTADTVHTGEICAVTG----
LNGTYAGQGLGIEKKSRQAFLEPVM  329

Query  346  LRTTIAPKTAAQRERLLDALTQ---
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                I P      + + DA+ +   L D D  L    +    EI +  +G VQLEV
++ L
Sbjct  330  TYKIILP----
DDKNIYDAIKELRLLEDEDSQLHILWNEQNREIHIQLMGVVQLEVLTKL  385

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            + EK+         +V Y E    A     H E  P   +A   + + PL LGSG+
++++
Sbjct  386  IEEKFGYIVKFSNGAVTYKETIRNAVEGVGHYE--
PLRHYAEAHILLEPLPLGSGLRFDT  443

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              S   L++++Q  +   +   +  G L G  +TD K+    G  +   +   DFR    
Sbjct  444  
ECSEDELDRNWQRLILTHLAEKIHVGVLTGSPITDMKLTLVSGKAHLKHTEGGDFRQATY  503

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              + Q L+ + + LLEPY ++ L  P E + RA  D     A  +T +   +  + 
TG  
Sbjct  504  
RAVRQGLRNAESVLLEPYYNYELEIPTENVGRAISDLQHMSAEFDTPENNGEMSLITGSA  563

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   I  Y++++  YT+G+      + GY+
Sbjct  564  PVSEINDYQSEVIAYTHGKGKLSFNVAGYR  593

>WP_047672460.1 GTP-binding protein [Lactobacillus plantarum]
 KGH44096.1 elongation factor G [Lactobacillus plantarum CMPG5300]
 ALF15728.1 elongation factor G [Lactobacillus plantarum]
 OAM78903.1 elongation factor G [Lactobacillus plantarum]
 OBS44592.1 elongation factor G [Lactobacillus plantarum]
 ATI70013.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    



MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L + P   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLKPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G



Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_105122116.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      



E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DVVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_054380198.1 elongation factor G [Streptococcus pneumoniae]
 CTI82299.1 translation elongation factor G [Streptococcus 
pneumoniae]



Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANTRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----



AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_002891917.1 MULTISPECIES: elongation factor G [Streptococcus]
 AEJ52642.1 translation elongation factor G [Streptococcus 
salivarius 57.I]
 EGX30829.1 elongation factor G [Streptococcus salivarius M18]
 EJO15800.1 Protein translation elongation factor G (EF-G) 
[Streptococcus 
salivarius K12]
 EUC64758.1 translation elongation factor G [Streptococcus sp. ACS2]
 KEO44078.1 elongation factor G [Streptococcus salivarius]
 KEO45323.1 elongation factor G [Streptococcus salivarius]
 KJU94322.1 elongation factor G [Streptococcus salivarius]
 OHQ09010.1 elongation factor G [Streptococcus sp. HMSC064D12]
 OHQ20406.1 elongation factor G [Streptococcus sp. HMSC065H07]
 PCR83578.1 elongation factor G [Streptococcus salivarius]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 313/673 (47%), Gaps = 



69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +  D           AV E ++ L+ KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTDILEEDIPADYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D          E P P+++  + PKT A 
++++
Sbjct  366  ---
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 



Sbjct  423  
GIGLQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLEESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_095378011.1 elongation factor G [Stenotrophomonas maltophilia]
 PAM71449.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 199/670 (30%), Positives = 309/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLSAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166



            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E +L
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERML  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I  + L    
+R
Sbjct  189  
QWQEGGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIGADMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LVSLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVAVGAPRVAYHETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L VTP      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVTPRD-
DDLVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_037291591.1 elongation factor G [Saccharibacillus sacchari]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 326/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHDGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WHGYRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLS-----  161
             ++NK+D  G D  +VV+ + ++L A+ +                  ++Q   +      
Sbjct  132  
AYVNKMDIIGADFLNVVKDMGERLQANAVAIQLPIGAENDFAGIIDLVEQKAHMYKDDLG  191

Query  162  --------PEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    PE  L +  ++ +   + V E +++L+ KY+ GE ++ +++    ++ 
V D 
Sbjct  192  
QNIEVVDIPEEYLAQVEELRSTLIEKVSELDEELMMKYLEGEELTVDEIKAGLRKGVVDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------TGLFQPIG--
EQGSAALCGS---------V  253
             +FPV  GS+ K  GIQ ++DAV       T +   +G  E G+ A+  S          
Sbjct  252  
KIFPVICGSSYKNKGIQLMLDAVVDYLPAPTDVPAILGTLEDGTEAVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-



KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL+    V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGTLQSGSYVLNASKGKRERIGRILQMHANSRQEI---
SIVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALSKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +  + +   PL  G+G Q+ES+V  G + + +     
Sbjct  482  ETFRQPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFESKVVGGSVPREYVQPAL  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLE
Sbjct  541  
AGIEEQMKSGVIAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRSGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_102189299.1 elongation factor G [Gemella sanguinis]
 PMC53136.1 elongation factor G [Gemella sanguinis]
Length=691

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 185/665 (28%), Positives = 316/665 (48%), Gaps = 
79/665 (12%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGKIHKIGDTHDGNSQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + ++NI+DTPGH+DF  EV RSL VLDG++ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKKHRINIIDTPGHVDFTVEVERSLRVLDGSVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
            +F+NK+D+ G D    V ++ D+L A                   D++  + +       
Sbjct  132  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDQFEGVIDLVEMKAIYNEGSVG  191

Query  160  ---LSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  E     E +     +AV E +++ +EKY+ GE I+ ++L    ++     
Sbjct  192  
ENLVEKEIPAELQDQAEEYREKLIEAVAEFDEEFMEKYLGGEEITVDELKDAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+QP++DAV   L  P+                      E+  
+AL
Sbjct  252  
EFFPVVCGSAFKYKGVQPMLDAVVAYLPSPLDVPAIKGIDPSTDEEVERHSSDEEPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   ++ 
EI   
Sbjct  312  A---
FKVMTDPFVGKLTFFRVYSGILSSGSYVKNSTKGKRERVGRILQMHANTRNEISEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P+++ ++ PK+ A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCDEKNEVILESMEFPEPVIQLSVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MATALQKLQEEDPTFRAGTDEETGQVIIAGMGELHLDIIVDRMRREFKVECTVGAPMVSY  481



Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P +        +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  RETFKQPAQVQGKFTR-
QSGGRGQYGDVWIEFTPNEPGGGFEFENAIVGGVVPREYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+L
Sbjct  541  
EAGLKDSMANGVLAGYELIDVKAKLFDGSYHDVDSSEMAFKVAASLALKEAAKKCNPVIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL     D       +E  + + +  V + ++P   +  Y T 
L   
Sbjct  601  
EPIMKVEVVMPEEYLGDIMGDITSRRGRVEGMEARGNAQVVSAQVPLSEMFGYATSLRSS  660

Query  597  TNGRS  601
            T GR 
Sbjct  661  TQGRG  665

>WP_055276772.1 GTP-binding protein [Turicibacter sanguinis]
 CUO12763.1 Tetracycline resistance protein tetM [Turicibacter 
sanguinis]
Length=650

 Score = 255 bits (651),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 178/611 (29%), Positives = 304/611 (50%), Gaps = 
23/611 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVD+GKT+L E +LY + AI   G V+   T  D   +E+QRGIT+     
SF++
Sbjct  5    
IGLFAHVDSGKTSLAEQILYETNAIRTKGRVDHQNTFLDHHSIEKQRGITVFTEQASFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R++ VLD AI++I+  +GVQ+ T  +   L++ 
+IP V 
Sbjct  65   
NGSIYYLLDTPGHIDFSSEMERAIKVLDYAIVIINGFEGVQSHTETIVDCLKQYHIPMVF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ GVD++ V+  +R  L  +      + L  E+ L E   IE  + + E 
N+ L



Sbjct  125  FINKVDREGVDIERVLTQLRLNLGVN-----PIYLPNELDLSE-
LPIEIIEQLAELNEDL  178

Query  186  LEKYIAGEPISREKLVR-
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L+ ++  +  S+  L   ++Q R+Q+  + PV+ GSA K +GI   +     L +   
++
Sbjct  179  LDYFLENKRDSQFWLTTFKQQIRMQN--
ICPVFSGSALKNIGITSFLKQFDELTETTYDR  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRIPSKGEIV  303
             +A   G V+K+ Y + G R  YL++ SG L ++D++   A  E  K+ ++R     
+  
Sbjct  237  -
TAPFKGRVYKIRYDEKGDRITYLKVLSGNLAVKDSIKTSATEEGEKVNQIRYYQGKKFE  295

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRER  360
             T  A  GE++ +          ++G   +      RE+ L  P++R ++    +   
+ 
Sbjct  296  TTPIAQAGELIGVTGLTHTMAGQIIGHEIK------
REEGLLQPVMRVSVLYPQSLNAKD  349

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L    +L D DP+L    + +T  I +S +G +QLEV+  ++ E++ L        
VIY
Sbjct  350  
VLAIFKKLEDEDPMLLVLWNEVTQSIDVSVMGSIQLEVLKEIIEERFDLSIEFSPRKVIY  409

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E        + H E  P   +A + L + P   GSGV +ES  S   L  S+Q  
+   
Sbjct  410  QETITNQVIGSGHYE--
PLKHYAEVHLQLEPGQRGSGVTFESVCSTEELELSYQKLIETH  467

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G ++TD  I    G  +   ++  DFR      + Q L+++   
LLEPY
Sbjct  468  
IFEKTHLGILTGSSLTDVHIKLITGRAHQKHTSGGDFREATYRAIRQGLEQAKNLLLEPY  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +       + + R   D  K     E   +++++ + TG +P      Y ++   
YT G
Sbjct  528  
YNVQFEVEMDLMGRILTDLKKMSGKFENPIIQENKCLITGTVPVATFMDYPSEFLSYTKG  587

Query  600  RSVCLTELKGY  610
                   + GY



Sbjct  588  AGRISLNVAGY  598

>WP_103346558.1 elongation factor G [Streptococcus parauberis]
 PNY20316.1 Elongation factor G [Streptococcus parauberis]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 199/690 (29%), Positives = 327/690 (47%), Gaps = 
76/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F NK+D+ G D    V ++ D+L A                   D+I  +    
S 
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLIKMKAEVYSN  188

Query  163  EI---VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++   +LEE  DI A              +AV E +++L+ KY+ GE I+ E+L+   
+ 
Sbjct  189  DLGTDILEE--
DIPADYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELMAAIRT  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI---------------------GEQ  244
               +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+
Sbjct  247  
ATINVEFFPVMCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEE  306

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   
++ 
Sbjct  307  PFAALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRK  363



Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI   +  Y G+I   +   +    D L D          E P P+++  + PK+ 
A ++
Sbjct  364  EI---
EVVYSGDIAAAVGLKNTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKADQD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R E ++ T E +++ +G + L+V+   +  ++K+E  V  
P V 
Sbjct  421  
KMGVALQKLAEEDPTFRVETNAETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVS  480

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV
Sbjct  481  
YRETFRSATNARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+L
Sbjct  541  
EKGLVESMSNGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSASPAIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   + AP++ L             ++  + + +  V    +P   +  Y T 
L   
Sbjct  601  
EPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAFVPLAEMFGYATILRSA  660

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR   +     Y+    +V + +I+  R
Sbjct  661  TQGRGTFMMVFDHYEDVPKSVQEEIIKKNR  690

>WP_090222001.1 elongation factor G [Fervidobacterium changbaicum]
 SDH03522.1 elongation factor G [Fervidobacterium changbaicum]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 200/669 (30%), Positives = 319/669 (48%), Gaps = 
64/669 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   



KLRNIGIMAHIDAGKTTTTERILFFTGRKHTIGSVDDGTATMDWMIQEKERGITITSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGHRINIIDTPGHVDFTIEVERSLRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTVSLS  161
            P + F+NK+D+ G D +  VQ++ ++LSA                   D+I +K    
L+
Sbjct  133  
PRIAFMNKMDKTGADFEMAVQTMVERLSAHPIPVQIPMGAESDFKGIIDLIQMKAIRWLN  192

Query  162  PEIVLEENTDI-EAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            PE       DI E W            + + E +D+++  Y+ GE  + E+ + +  
RR+
Sbjct  193  PEGTEYVYEDIPEEWLEKAEEAREDMIEKIAEVDDEIMMLYLEGEEPTEEQ-
IHDALRRI  251

Query  209  QDASL-FPVYYGSAKKGLGIQPLMDAV------------------
TGLFQPIGEQGSAAL  249
               +L  PV+ GSAK  +GIQPL+D V                   G    +  +  
A  
Sbjct  252  
TIGNLGTPVFCGSAKMNVGIQPLLDGVIRYLPSPLDLPPVRGFDKNGNEVQVFPKEDAPF  311

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY  309
                FK++      +  +LR+YSG L  + +  +   + +K    R+       R 
D  Y
Sbjct  312  VAYAFKIQTDPYVGKLTFLRVYSGRLE-
KGSYVINTTKGVKERVSRLIFLHADKREDVEY  370

Query  310  --PGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
               G+I  VI    ++  + V  + T +  ++  E P P++   I P+T     +L  
AL
Sbjct  371  VRAGDIVGVIGMKSTITGDTVCEEGTHVILEKM-
EFPEPVISIAIEPETKDDETKLSKAL  429

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
              L + DP LR  VD  T E IL+ +G + LE++   L  ++ +   V +P V Y 
E   
Sbjct  430  
QALLEEDPSLRAYVDQETGETILAGMGELHLEIIVDRLKREFNVNVRVGKPQVAYRETIT  489

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            RP+KA    I  +      +  + +   PLSL    ++E R   G + + +  A+ 



+GIR
Sbjct  490  RPVKAEGKYIR-
QSGGRGQYGHVIVEFEPLSLDKTFEFEDRTVGGVIPKQYIPAIEEGIR  548

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V   K     G Y+   S+   F+  A +  ++A+++    
LLEP + 
Sbjct  549  
EAMQVGVLAGYPVVGVKATLVDGSYHEVDSSEMAFKIAASMAFKEAMEKGSPVLLEPIMK  608

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D     A IE  + +    +    +P   +  Y T L   + 
GR+
Sbjct  609  
VEVTTPEEYMGNIIADLNSRRAHIEALENRGHLRIVRALVPLSEMFGYATTLRSLSQGRA  668

Query  602  VCLTELKGY  610
              +  L  Y
Sbjct  669  NYVMVLSHY  677

>WP_099030921.1 elongation factor G [Pseudoalteromonas sp. GCY]
 PHI36010.1 elongation factor G [Pseudoalteromonas sp. GCY]
Length=695

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 311/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V   L A+ +++   + +  +      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYV--
WDDT  186

Query  177  ----------------------------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E++    
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSLEQIKACIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGE----
QGSA  247
            +D + FP + GSA K  G+Q ++DAV                     +P GE       
A
Sbjct  247  
RDLAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDADA  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L    FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   + 
EI 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMQANDRNEIS  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  
AV  G
Sbjct  483  
TITKEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSSVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKSMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSG  662



Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_053827661.1 elongation factor G [Helicobacter heilmannii]
 CRF45660.1 Translation elongation factor G [Helicobacter 
heilmannii]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 189/693 (27%), Positives = 321/693 (46%), Gaps = 
81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   +R++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIRERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V E  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYEVQEIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAA-  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+      G 
A  
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEVHVQSGDAGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 



+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L         DP  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCSEKDPVILERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P
Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRIANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>CDA40702.1 elongation factor EF-G [Eubacterium eligens CAG:72]
Length=869

 Score = 259 bits (663),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 180/616 (29%), Positives = 307/616 (50%), Gaps = 
46/616 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63



            I IG+LAHVDAGKTTL+E++LY++G+I + G V+   T  DT  +ER RGITI +   
++
Sbjct  7    
ITIGMLAHVDAGKTTLSEAILYSAGSIRKLGRVDNQDTFLDTGDMERARGITIFSKQAAY  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++     ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ  T  L+  L+++ 
IP 
Sbjct  67   
NYNGSSYTLLDTPGHVDFSAETERTLWVLDAAVLVISGMDGVQGHTETLWSLLKRLGIPV  126

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G +   +++ ++++LS   +    +                ++ V   
++
Sbjct  127  FIFVNKMDQQGTNRARIMEQLKNRLSESCVDFNNID---------------
YEEVAMCHE  171

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--PI  241
            + LE+++    +    +     R + +  +FPVY+GSA +  G++ L++ +         
Sbjct  172  EALEQFLESAHVDDALM----
SRMIMERKMFPVYFGSALRMNGVEELINGIDTYVSCPDY  227

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
            GE+ SA     V+K+   D G+R  +L++  G+L+ +    L G E  K+ ++R+ 
+  +
Sbjct  228  GEEFSA----KVYKITRDDRGERLTHLKVCGGSLKSK---MLIGNE--
KVNQIRVYAGDK  278

Query  302  IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK----TAA  356
                + A  G +  +   S  +    +G           ED +P+L   +  K       
Sbjct  279  FTSINEAIAGTVCAVTGLSETKAGQFIGAGG--------
EDNIPVLEPVLNYKLNLPAGT  330

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                LL  L  L + +P L  E D    EI +S +G V +EV++ ++  ++ ++    
E 
Sbjct  331  
DPVALLSKLRTLEEEEPELHVEWDENFKEIHVSVMGPVLIEVLTNIIKTRFGVDVTFGEG  390

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E     A    H E  P   +A + L + P   GSG++YE   S   L+++
+Q  
Sbjct  391  SIVYKETIKNKAYGIGHFE--
PLRHYAEVHLLLEPGEPGSGMRYECHCSEDILDKNWQRL  448

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535



            V   +   + +G L G  +TD KI    G  +   +   DFR      + Q L ++ 
+ L
Sbjct  449  
VYTHLCEKMHRGVLTGSELTDMKITLVAGRAHPKHTEGGDFRQATYRAVRQGLMQAESVL  508

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ +F L   ++Y+ RA  D  +  A     +   D VV TGE P   I  Y+ 
++  
Sbjct  509  
LEPFYAFSLEVKRDYVGRAMTDFERMGAAFNMQETDGDNVVITGEGPVSVIGNYQAEVNA  568

Query  596  YTNGRSVCLTELKGYQ  611
            YT G      ++ GY+
Sbjct  569  YTKGTGRLALKMAGYR  584

>WP_018166348.1 elongation factor G [Streptococcus minor]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +             +AV E +++L+ KY+ GE I+ E+L+   
+R  
Sbjct  189  
DLGTDILEEDIPADMLEMAEEYREKLVEAVAETDEELMMKYLEGEEITNEELMAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------



GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGTNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGILHSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +  Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---EQVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALSKLAEEDPTFRVETNPETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R   +A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_071516762.1 elongation factor G [Geitlerinema sp. PCC 9228]



Length=691

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 186/691 (27%), Positives = 312/691 (45%), Gaps = 
88/691 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  G T TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNTVTDWMSQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
SSFWRDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------TV  158
            P + FINK+D+ G +   V + + D+L A+ +  Q                       
T 
Sbjct  129  
PRMAFINKMDRTGANFYKVYEQICDRLRANAVPIQLPIGAENEFSGVIDLVTMRARIYTN  188

Query  159  SLSPEIVLEENTD----------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L   ++ EE  D           +  +AV E +D L EKY+ GE  ++E++ +  
++  
Sbjct  189  
DLGTNMLDEEIPDHMRELAEEYRAKMIEAVAETDDALTEKYLEGEEFTQEEIQQALRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQG------
SAALC  250
             D S+ PV  GSA K  G+Q L+DAV               + P GE           
L 
Sbjct  249  
IDGSIVPVLCGSAFKNRGVQLLLDAVVDYLPAPTQVPAIQGYLPDGEMAERHADDEEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FKV+    G R  +LR+YSG L               R+   + L   E++++ 
E+R
Sbjct  309  ALAFKVQADPYG-
RLTFLRVYSGVLQKGTYVYNATKGKKERVSRLIVLKADERIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G +V       G+ +      + L  +               P P++   + 
PKT 
Sbjct  368  AGELGAVVGMKETTTGDTISDEKAPIVLESMF-------------



IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               +++  AL  L++ DP  R   D  T++ +++ +G + LEV+   +  ++K+E  
V  
Sbjct  415  
QDMDKMAKALQALSEEDPTFRVSTDPETNQTVIAGMGELHLEVLVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P++     I        +   I   + P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPIRTEGKFIRQSGGKGQYGHVIA-
EIEPAEKGTGFEFVSKIVGGVIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +G++   E G+  G+ + D K+    G ++   S+   F+    + ++    
++
Sbjct  534  
YIPSVEEGMKETCESGILAGFPMIDVKVTLVDGSFHEVDSSEMAFKIAGSMAMKDGAMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       +E    ++       ++P   +  
Y T
Sbjct  594  
EPVLLEPVMQVNVEVPEDFLGDVIGDLNSRRGQVEGMNTEEGVAKINAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVI  619
            D+   T GR +   E   Y     +V +P+I
Sbjct  654  DIRSNTQGRGLFSMEFDSYGEVPRSVAEPII  684

>WP_017293370.1 elongation factor G [Geminocystis herdmanii]
Length=691

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 183/679 (27%), Positives = 307/679 (45%), Gaps = 
85/679 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W    +NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +



Sbjct  69   
STDWSGHHINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V Q V+++L A  +              I   +++   
I L+
Sbjct  129  
PRIAFVNKMDRTGANFFKVYQQVKERLRASAVPIQIPIGSEEKFRGIVDLITMKAHIYLD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI +              +AV E+++ LLEKY+  E I+  ++    
+   
Sbjct  189  
DLGEQIEITDIPSDILELAQEYRGYLVEAVAESDENLLEKYLGEEEITEAEIKLALRHGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
               +L P+  GSA K  G+Q L+DAV                 P GE+G           
Sbjct  249  
LTGALIPMLCGSAFKNKGVQQLLDAVVDYLPAPTEVPAIKGILPDGEEGVRHSSDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  ++R+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKIA-
SDPYGRLTFIRVYSGVLGKGSYAYNATKNKKERISRLIILKANDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G I+       G+ +    + + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAIIGLKLTTTGDTLCDDQNPIILESLY-------------
VPEPVISVAVEPKTT  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L+D DP  +  VD  T++ +++ +G + LE++   +  ++K+E  
V +
Sbjct  415  
QDMDKLSKALQSLSDEDPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREFKVEAHVGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   + +KA    I  +      +  + + + P   G G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKAVKAEGKFIR-
QSGGKGQYGHVVIEIEPQEEGKGFEFVSKIVGGTIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  ++  GI+   E G+  G+ V D K+    G ++   S+   F+    + +   



++++
Sbjct  534  
YIPSIGQGIKEACESGIMAGYPVIDLKVTLVDGSFHDVDSSEMAFKIAGSMAIRDGVEKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P  +L     D      TIE    +      T ++P   +  
Y T
Sbjct  594  
APVLLEPMMKVEVEVPDNFLGDVMGDLNSRRGTIEGMNSEDSLAKVTAKVPLGAMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGY  610
            D+   T GR +   E   Y
Sbjct  654  DIRSKTQGRGIFSMEFSNY  672

>KUK84876.1 Elongation factor G, partial [Synergistales bacterium 
58_81]
Length=687

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 187/671 (28%), Positives = 312/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  8    
KIRNIGIAAHIDAGKTTTTERILFYTGRKHKLGEVHEGAATMDWMEQERERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    VNI+DTPGH+DF  EV RS+ VLDGA+ V  A  GV+ Q+  ++    
+  +
Sbjct  68   
TCHWKGYSVNIIDTPGHVDFTVEVERSMRVLDGAVAVFCAVGGVEPQSETVWRQADRYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P V F+NK+D+ G D   VV  ++++L A+                         
II  +
Sbjct  128  
PRVAFVNKMDRVGADFHLVVSQMKERLGANAVPVQIPIGSEDGFSGVVDLVREKAIIYHE  187

Query  157  TVSLSPEIV-----LEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
             + + P++V     L E+  +   DA++E     ++ ++  Y+ G+P+  + L +  
++ 
Sbjct  188  ELGVDPKVVDIPAELAEDAAM-
GRDALVEAMADLDEDVMTHYLEGKPVPEDILRKAIRKA  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------



TGLFQPIGEQGSAA  248
              + ++FPV  GSA K  G+Q L+D+V                   TG  +         
Sbjct  247  
TIELAVFPVLCGSAFKNKGVQALLDSVVDYLPSPVDLPPIKGVHPSTGHTEERHPDPDGP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+       R VY R+YSG +R   ++   +   RE++ +I  M    + 
+I  
Sbjct  307  
LSALAFKIVVDPFVGRLVYCRIYSGRIRSGSSILNTSTGSRERVGRILRMHANKREDI--  364

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             + A  GEI+ LP   + R  D L D  +       E P P++  ++ P + A + 
+L  
Sbjct  365  -
EEASAGEIIALPGLKATRTGDTLTDEKKPVVLESVEFPEPVVHLSVEPMSKADQVKLGK  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
             L+ L++ DP  R   +  T + I+S +G + LE++   L  +Y ++  V  P V 
Y E 
Sbjct  424  
GLSGLSEEDPTFRVSTNEETAQTIISGMGELHLEIIVDRLKREYGVDVRVGRPQVAYRET  483

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R   +       +      +  + L + PL       +E R+  G + + F  AV
+ GI
Sbjct  484  
IRNPSSGEGKFIKQTGGRGQYGHVVLEIEPLPEEKSFVFEDRIVGGAIPREFIPAVQRGI  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ V   KI    G ++   S+   FR  A +  ++A++ +   L
+EP +
Sbjct  544  
NETISNGVLGGFPVIGVKISLVDGSFHEVDSSEMAFRIAASMAFKEAMRSANPVLMEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       +E  +++ +  +     P   +  Y TDL   
T+GR
Sbjct  604  
EVEVVTPDEYVGDVMGDLSARRGHVEGMEMRGNARIVKSFAPLSEMFGYATDLRSKTSGR  663

Query  601  SVCLTELKGYQ  611
            +    +   Y+
Sbjct  664  ASYSMQFSHYE  674

>WP_057160002.1 elongation factor G [Lysobacter sp. Root983]
 KRD78422.1 translation elongation factor G [Lysobacter sp. Root983]



Length=678

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 204/673 (30%), Positives = 310/673 (46%), Gaps = 
72/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AHVDAGKTTLTE LL+ +GAI   G V  G   TD   +E+ RGITI AA     
Sbjct  11   
NLGIIAHVDAGKTTLTERLLWKTGAIHRTGEVHDGAATTDFSPIEKDRGITIGAAAVQTH  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + I+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPQGRAEHR--
LTIIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G  L  V+  +RDKL A                   D + 
++ V
Sbjct  129  
RHGVPMIAFVNKMDRVGASLDFVLAQMRDKLDAQPWPLGQAIGAEGELRGWVDYVAREIV  188

Query  159  SLSPEIVLE----ENTDIEAW--------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
               P+  +     +  D  A+        +AV +++D+L + Y+    I    L    
+R
Sbjct  189  
LWGPDDAIARRPWDGDDSRAYEPLRQRLIEAVADHDDELAQAYLEARAIDAGLLKAALRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  GSA K  G++PL+DA+   L  P+         EQG        
S  L
Sbjct  249  
ATLLGAGTPVLAGSAFKNKGVEPLLDAIVDYLPSPLDRPWVRAESEQGEVALAPDASGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTA  308
             G VFK+ + + G    ++RLYSGTLR+ DTV  + RE+ L++  + +         
+ A
Sbjct  309  AGLVFKIVHKEHGALS-
FVRLYSGTLRVGDTVWASRRERALRVGRLVVVQADRGRDVEAA  367

Query  309  YPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            Y GEIV +    D+V    +     +L     +  P  +L   ++   A    RL   
L 
Sbjct  368  YAGEIVAVQGWKDAVSGETLSAVDRKLVLDAIQAQP-
AVLSWRLSAANAGDLIRLGQGLA  426



Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
             LA  DP      D  T E ++  +G + LEV+   L +++K+E     P V Y E 
P +
Sbjct  427  
SLAQEDPSFHVGSDEDTGETLIWGMGELHLEVMVERLRQEWKVEVRTGSPRVAYQETPSR  486

Query  427  AASHTIHIEVPPNPFWASIG------
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
            A    + +E   +     IG      + V P + G   ++  R S G + ++F NA   
G
Sbjct  487  A---VMGVEGKLSKQNGGIGQFARVLIDVEPRTDGR-
FEFVDRTSGGVVPRNFVNATEKG  542

Query  481  
IRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +R  L +G  G+ V    +    G  ++  S+   F+  A   L+ AL  +GT 
+LEP +
Sbjct  543  
LRSALTEGPRGYPVVGLTVTLVDGETHAVDSSELAFQRAAGEALKAALALNGTTVLEPVM  602

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            + ++  P   +     D  +    +     +      +   P   +  Y T L   
T GR
Sbjct  603  
TLVVDTPAGNVGDVVGDLQRRSGRVLAIDDRGTRADVSARAPLAQLSGYTTALRSLTQGR  662

Query  601  SVCLTELKGYQAA  613
            +       GY+AA
Sbjct  663  ASASLVFNGYEAA  675

>WP_094517122.1 GTP-binding protein [Lactobacillus taiwanensis]
 OYS20084.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYS20479.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
Length=642

 Score = 254 bits (650),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 190/618 (31%), Positives = 307/618 (50%), Gaps = 
38/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E++LY SG + + G+V+KGT   D   LE++RGITI 
+ +
Sbjct  1    
MKKLTIGILAHVDAGKTTLSEAMLYKSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIQNENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSAGEGVTAYTQTLWNLLKNHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NKID    D + V+ ++              +L    V  EN D + ++ 
+  
Sbjct  121  IPTFIFVNKIDTLKADKEKVLHNLS-------------
TLDDNCVEFENEDSDFYEKIAI  167

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ +LE+Y+    I  E++     QRR+     FPVY+G+A K  G+   +  +    
+
Sbjct  168  TDESILEEYLESGQIKDEEIKGLIFQRRI-----
FPVYFGAALKLKGVAEFLQELDKWTK  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             I  +        +FK+ + +  +R  +L++  G L+ +    L   E  K+ E+R
+ + 
Sbjct  223  KI--EYPEKFASRIFKISHDEKDERLTWLKVTGGELKAK--TELMPDE--
KVNEIRLYNG  276

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +      A  GEIV +   S       G      R +      P+L  T A +TA  
+ 
Sbjct  277  TKYQVVPRAQAGEIVAV---SGLRTTYPGQGLGFERDQTNFAMQPVL--
TYAVQTAPDKT  331

Query  360  R-
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
               L AL QL D +P L  + +    EI +  +G++QLE++  +L +++ LE    
+  +
Sbjct  332  
HATLTALRQLEDENPQLHVKWNKQAEEISIDIMGKIQLEILQQILYDRFNLEVEFTQGKI  391

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E    +     H E  P   +A + L + P  LGSG+ +++  SL  L + +Q
+ V 
Sbjct  392  LYQESIKSSVEGVGHFE--
PLRHYAEVHLLLKPSKLGSGLVFKNECSLEVLPKKWQDQVM  449

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ---  534
            + +      G L G  +TD +I    G   +  +   DFR      + Q L E   
Q   
Sbjct  450  
ESLANKEHLGVLIGSPLTDVEIILIGGRGSNVHTVGGDFREATYRAVRQGLMELKMQNQV  509



Query  535  -
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   QE + RA ++  K     E  +   + V  TG+ P   +Q Y 
T++
Sbjct  510  
SLLEPWYQFTLRINQEQVGRAINNIEKMGGKFEIGESSANIVTITGQAPVAQMQDYATEV  569

Query  594  AFYTNGRSVCLTELKGYQ  611
              Y++GR        GYQ
Sbjct  570  RNYSHGRGQLECLFTGYQ  587

>WP_011173716.1 elongation factor G [Thermus thermophilus]
 Q72I01.1 RecName: Full=Elongation factor G; Short=EF-G
 AAS81673.1 protein translation elongation factor G (EF-G) [Thermus 
thermophilus 
HB27]
Length=691

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 320/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K +
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYHVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDEHIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253



             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_057502830.1 elongation factor G [[Pseudomonas] geniculata]
 KRG45679.1 translation elongation factor G [[Pseudomonas] 
geniculata ATCC 
19374 = JCM 13324]



Length=678

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 310/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P V F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLVAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGRESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAATMMTPWDDAVRAQWQAQRDALVEAVADHDEQLADAWLEGGVIDAGTLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSADSEGGEVMLSPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---



QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGSPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +     +      +A + L V P      + +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQIVFNDRIVGGVVPRSFITAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_103612738.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 188/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++



Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  



++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_076634174.1 elongation factor G [Streptococcus pyogenes]
 SDV87196.1 Translation elongation factor G [Streptococcus pyogenes]
 OUI70943.1 elongation factor G [Streptococcus pyogenes]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELIAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D     +    K        E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKVKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675



>WP_071793999.1 elongation factor G [Streptococcus bovimastitidis]
 OJF71746.1 translation elongation factor G [Streptococcus 
bovimastitidis]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 312/673 (46%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFSGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+ E+LV   
++  
Sbjct  189  
DLGTDIREEDIPAEYVDQANEYREKLVEAVAETDEDLMMKYLEGEEITNEELVEGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAINGVNPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V    ++K     +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGILESGSYVMNTSKDKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



               +  Y G+I   +   +    D L D          E P P+++  + PK+ A 
++++
Sbjct  366  ---
EKVYAGDIAAAVGLKNTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLVESMANGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPSILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAYVPLAEMFGYATILRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_074581692.1 elongation factor G [Streptococcus gallolyticus]
 SDL56352.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus gallolyticus]
 SDK06351.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus gallolyticus]
 SEF21348.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus gallolyticus]
 SEM11578.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus gallolyticus]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFSGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  



QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_049694536.1 elongation factor G [Planococcus sp. L10.15]
 ANU26815.1 translation elongation factor G [Planococcus sp. L10.15]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 315/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P ++FINK+D+ G D    V ++ D+L A+     + I    + S  I L E        



Sbjct  129  
PRIVFINKMDKIGADFLYSVGTLHDRLQANAHPVQLPIGAEDNFSAIIDLVEMNARFYPN  188

Query  169  --NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDI             E W     +AV E ++ L+EKY++GE ++ E+L    
++  
Sbjct  189  
DLGTDITEGEIPEEYKELAEEWHTKLVEAVAELDEDLMEKYLSGEELTVEELKAGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             D   +PV  G+A K  G+Q ++DAV             TG+     E+       
S   
Sbjct  249  
LDVEFYPVVCGTAFKNKGVQLMLDAVIDYLPSPLDVPPMTGVLPDSDEEVLRRPDESEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG+L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGSLKSGSYVQNSSKGKRERVGRILQMHANSREEIAEV  368

Query  306  DTAYPGEI-VILPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +        D L D  +   L R  +   P P++  ++ PK+ A 
++++
Sbjct  369  ---YCGDIAAAIGLKDTSTGDTLSDEKQQVILERMVF---
PEPVISLSVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  R   D  T + I++ +G + L+++   +  ++ +E  V  P 
V Y 
Sbjct  423  
GQALAKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMRREFNVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +  +P   G+G ++E+ V  G + + +  
AV  
Sbjct  483  
ETFRDTAKVEGKFVRQSGGRGQFGHVWIEFSPNEEGAGFEFENAVVGGVVPREYIPAVEA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP
Sbjct  543  
GLRDSLDNGVIAGYPLIDIKAKLYDGSYHDVDSNEMAFKVAASMALKNAISKVRPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598



             +   +  P+EYL     D       +E    + +  V    +P   +  Y T L   
T 
Sbjct  603  
IMRVEVVIPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRAMVPLAEMFGYATSLRSNTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR V       Y+
Sbjct  663  GRGVFSMHFDHYE  675

>WP_003052842.1 elongation factor G [Streptococcus dysgalactiae]
 EFY03620.1 elongation factor G [Streptococcus dysgalactiae subsp. 
dysgalactiae 
ATCC 27957]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ G+ I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLVEAVAETDEDLMMKYLEGDEITNEELIAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  



INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_069137793.1 elongation factor G [Streptococcus pneumoniae]
 ODJ78426.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693



 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             +   +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVAGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>CRR21017.1 Elongation factor G [Pseudomonas aeruginosa]
Length=678

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 200/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128



Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQEGGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVAVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L VTP      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVTPRD-
DDLVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++



Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_084058381.1 elongation factor G [Desulfacinum hydrothermale]
 SMC26102.1 translation elongation factor 2 (EF-2/EF-G) 
[Desulfacinum hydrothermale 
DSM 13146]
Length=684

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 316/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT+TE +LY +G   + G V  GT   D M  E++RGITI 
+AVT
Sbjct  9    
KVRNIGIIAHIDAGKTTVTERILYYTGRSYKIGEVHDGTAVMDWMEQEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++ ++DTPGH+DF  EV RSL VLDG + V  A  GV+ Q+  ++H   
K  +
Sbjct  69   
TCEWKGHQIQLIDTPGHVDFTIEVERSLRVLDGVVAVFCAVGGVEPQSETVWHQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D   V++ +++KL A                   D++ ++ +    
Sbjct  129  
PKIAFVNKMDRIGADFSQVLEQMKEKLQANPVAIQIPVGRESDFRGVVDLLSQRQIVWKD  188

Query  163  E--------IVLEENTDIEAWDA-------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E        + +EE    +  +A       + E +D+L+EKY+ G  I+  +L R  
+R 
Sbjct  189  
EALGAEYEYVPIEEALSDQVQEAREELVAQLAEWDDQLMEKYLEGVEITDSELRRTLRRL  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------



QPIGEQGSAALCGS---  252
              +  + PV  G+A +  GIQPL+DAV                 P+ ++    L      
Sbjct  249  
TLELKVVPVLCGAALRNKGIQPLVDAVVDCLPCPLDVPPVRGIHPVTKETEERLSSDQEP  308

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
                 FK++  D G++  Y R+YSG +R  D +  A    REKL +I  M    +    
R
Sbjct  309  LAALAFKIQ-
MDQGRKLTYTRIYSGKIRAGDVIYNARRGTREKLSRIFRMHANKRE---R  364

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             + A  G IV L    S    D L D  R       +   P++   + PKT   ++
+L+D
Sbjct  365  
LEEAGAGAIVALMGLKSASTGDTLCDEKRPILLEAIQAYEPVISVAVEPKTRGDQDKLMD  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            +L +LA+ DP  R   D  T +I++  +G + L+++   L   Y +     +P V
+Y E 
Sbjct  425  
SLQKLAEEDPTFRFYEDEDTGQIVIRGMGELHLDILITRLQRDYGVGVNAGKPQVVYRET  484

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              ++A        ++     +A++ + V P   G G +   RV    + ++F  AV  
GI
Sbjct  485  
VQESALGRGVFDRDIGGAKHYAAVEVHVEPRPRGKGNRVVQRVRDDSIPEAFLPAVEQGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L  G L G+ V D ++    G +    ST   FR  A +    A +++   
LLEPY+
Sbjct  545  
SDALTSGELMGYPVVDVEVSIVGGEFREGASTELAFRVAATMAFRDACQKAQPTLLEPYM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P+E+L     D     A +E    +K   V    +    +  Y T L   
T GR
Sbjct  605  
AVEVLVPEEFLGEVIGDLNLRKARVEGITARKAVQVVDAIVALSKMFGYSTALRSVTQGR  664

Query  601  SVCLTELKGY  610
            +    +   Y
Sbjct  665  ATFSMQFARY  674

>WP_000090365.1 elongation factor G [Bacillus cereus]
 B7JKB6.1 RecName: Full=Elongation factor G; Short=EF-G



 ACK87988.1 translation elongation factor G [Bacillus cereus AH820]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_004101432.1 elongation factor G [Thermosipho africanus]
 B7IHU3.1 RecName: Full=Elongation factor G; Short=EF-G
 ACJ75657.1 translation elongation factor G [Thermosipho africanus 
TCF52B]
 EKF49680.1 elongation factor G [Thermosipho africanus H17ap60334]
Length=691

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 310/668 (46%), Gaps = 
62/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILFYTGRKHNIGSVDDGTATMDWMVQEKERGITIVSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V  A  GV+ Q+  ++    
K N+
Sbjct  73   



TCMWKDHRINIIDTPGHVDFTIEVERALRVLDGAVAVFDAAAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------
IKQTV  158
            P + F+NK+D+ G D +  VQ++ D+L A+ I                       I
+   
Sbjct  133  
PRIAFMNKMDKLGADFEMAVQTMVDRLKANPIPVQMPMGAEDSFEGVIDLIEMKAIRWLN  192

Query  159  SLSPEIVLE----------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                E+V E          E    +  + V E +D+++  Y+ GE IS + + +  
++  
Sbjct  193  
ENGTEMVYEEIPEKYRAKAEEMREDLLEKVAELDDEIMMLYLEGEEISNDLIKKALRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV------------------
TGLFQPIGEQGSAALC  250
             +    PV+ GSAK   G+QPL+D +                   G    I         
Sbjct  253  
IENKATPVFCGSAKMNRGVQPLLDGILEYLPSPLDMPPVRGWNQNGEEVQIKPSEDEPFT  312

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK++      +  + R+YSG L     V  + + +K +I+ +      +  R 
D  Y
Sbjct  313  ALAFKIQADPYVGKLTFFRVYSGRLEKGSYVYNSTKGKKERISRLIFMHADK--
REDVEY  370

Query  310  --PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G+IV  +     +  D L D  R       E P P++   I P+T   +++L  
ALT
Sbjct  371  
VRAGDIVAAIGLKDTKTGDTLCDEKRPVILEKMEFPEPVISIAIEPETKNDQDKLSKALT  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
             L+D DP  R  VD  T E I+S +G + LE++   L  ++  +  V +P V Y E    
Sbjct  431  
LLSDEDPSFRAYVDHETGETIISGMGELHLEIIVDRLKREFNTKVRVGQPQVAYRETIQE  490

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            P +A    I  +      +  + +   P+ L    ++E R+  G + + +  AV 
+G+R 
Sbjct  491  PAEAEGKYIR-
QSGGRGQYGHVIMRFEPIDLSKTFEFEDRIVGGVIPKEYIPAVEEGVRE  549

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              + G L G+ +   K     G Y+   S+   F+  A +  ++A+K++   LLEP 
+  
Sbjct  550  



AAQSGVLAGYPMVGIKAILLDGSYHEVDSSEMAFKIAASMAFKEAVKKAKPILLEPIMRV  609

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D     A +ET + +    +    +P   +  Y TDL   + 
GR+ 
Sbjct  610  
EVTTPEEYMGNIIADLNSRRAHVETLESRGHLRIIKALVPLSEMFGYATDLRSLSQGRAT  669

Query  603  CLTELKGY  610
                L+ Y
Sbjct  670  YTMVLERY  677

>WP_063731188.1 GTP-binding protein [Lactobacillus plantarum]
 KZU15425.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDALEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH++F  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVNFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLMRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            SV+Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SVLYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSIATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_055304762.1 GTP-binding protein [Turicibacter sanguinis]
 CUN49582.1 Tetracycline resistance protein tetM [Turicibacter 
sanguinis]
Length=650

 Score = 255 bits (651),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 179/611 (29%), Positives = 303/611 (50%), Gaps = 
23/611 (4%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVD+GKT+L E +LY + AI   G V+   T  D   +E+QRGIT+     
SF++
Sbjct  5    
IGLFAHVDSGKTSLAEQILYETNAIRTKGRVDHQNTFLDHHSIEKQRGITVFTEQASFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R++ VLD AI++I+  +GVQ+ T  +   L++ 
+IP V 
Sbjct  65   
NGSIYYLLDTPGHIDFSSEMERAIKVLDYAIVIINGFEGVQSHTETIVDCLKQYHIPMVF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ GVD++ V+  +R  L  + I      L  E+ L E   IE  + + E 
N+ L
Sbjct  125  FINKVDREGVDIERVLTQLRLNLGVNPIY-----LPNELDLSE-
LPIEIIEPLAELNEDL  178

Query  186  LEKYIAGEPISREKLVR-
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L+ ++  +  S+  L   ++Q R+Q+    PV+ GSA K +GI   +     L +   
++
Sbjct  179  LDYFLENKRDSQFWLTTFKQQLRMQNVC--
PVFSGSALKNIGITSFLKQFDELTETTYDR  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRIPSKGEIV  303
             +A   GSV+K+ Y + G R  YL++ SG L ++D++   A  E  K+ ++R     
+  
Sbjct  237  -
TAPFKGSVYKIRYDEKGDRITYLKVLSGNLAVKDSIKTSATEEGEKVNQIRYYQGKKFE  295

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRER  360
             T  A  GE++ +          ++G   +      RE+ L  P++R ++    +   
+ 
Sbjct  296  TTPIAQAGELIGVTGLTHTMAGQIIGHEIK------
REEGLLQPVMRVSVLYPQSLNAKD  349

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L    +L D DP+L    + +T  I +S +G +QLEV+  ++ E++ L        
VIY
Sbjct  350  
VLAIFKKLEDEDPMLLVLWNEVTQSIDVSVMGSIQLEVLKEIVQERFDLSIEFSPRKVIY  409

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E        + H E  P   +A + L + P   GSGV +ES  S   L  S Q  
+   



Sbjct  410  QETITNQVIGSGHYE--
PLKHYAEVHLQLEPGQRGSGVTFESVCSTEELELSHQKLIETH  467

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G ++TD  I    G  +   ++  DFR      + Q L+++   
LLEPY
Sbjct  468  
IFEKTHLGILTGSSLTDVHIKLITGRAHQKHTSGGDFREATYRAIRQGLEQAKNLLLEPY  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +       + + R   D  K     +   +++++ + TG +P      Y ++   
YT G
Sbjct  528  
YTVKFEVEMDLMGRILTDLKKMSGKFDNPIIQENKCLITGTVPVATFMDYPSEFLSYTKG  587

Query  600  RSVCLTELKGY  610
                   + GY
Sbjct  588  AGRISLNVAGY  598

>WP_038701886.1 elongation factor G [Planococcus sp. PAMC 21323]
 AIY03993.1 elongation factor G [Planococcus sp. PAMC 21323]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 318/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----  158
            P ++FINK+D+ G D    V ++ ++L A+                   +++        
Sbjct  129  
PRIVFINKMDKIGADFLYSVGTLHERLQANAHPIQLPIGAEDEFSAIIDLVEMNARFYAN  188

Query  159  SLSPEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI    + EE  ++ E W     +AV E +++L+EKY++GE I+ E+L    



++  
Sbjct  189  
DLGTEITEGEIPEEYKELAEEWHTKLVEAVAELDEELMEKYLSGEEITVEELKAGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             D   +PV  G+A K  G+Q ++DAV             TG+     E+       
S   
Sbjct  249  
LDVEFYPVVCGTAFKNKGVQLMLDAVIDYLPSPLDVPPMTGVLPDSDEEVLRKPDESEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG+L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGSLKSGSYVQNSSKGKRERVGRILQMHANSREEIAEV  368

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +        D L D      L R  +   P P++  ++ PK+ A 
++++
Sbjct  369  ---YCGDIAAAIGLKDTSTGDTLSDEKHQVILERMVF---
PEPVISLSVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  R   D  T + I++ +G + L+++   +  ++ +E  V EP 
V Y 
Sbjct  423  
GQALAKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMRREFNVEANVGEPQVSYR  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +  K     +        F   + +  +P   G+G ++E+ +  G + + +  
AV 
Sbjct  483  ETFRQSAKVEGKFVRQSGGRGQF-
GHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLE
Sbjct  542  
AGLRDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKVAASMALKNAISKVNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E    + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMRVEVVIPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRAMVPLAQMFGYATSLRSNT  661

Query  598  NGRSVCLTELKGYQ  611



             GR V       Y+
Sbjct  662  QGRGVFSMHFDHYE  675

>EEM43904.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
sotto str. 
T04001]
 EEM98479.1 Elongation factor G 2 [Bacillus thuringiensis IBL 200]
 EEN05138.1 Elongation factor G 2 [Bacillus thuringiensis IBL 4222]
Length=699

 Score = 256 bits (654),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---



FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>WP_105142578.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_018213139.1 GTP-binding protein [Desulfitobacterium hafniense]
Length=882

 Score = 259 bits (663),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 186/616 (30%), Positives = 304/616 (49%), Gaps = 
32/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTTL+ES+LY SGAI + G V+      D   LE+ RGITI 
+  
Sbjct  1    
MKKLVIGLCAHVDAGKTTLSESMLYLSGAIRKMGRVDNKDAHLDNFELEQARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+ R+L VLD A+LVI+  DGVQ  TR L+H L    
Sbjct  61   
ALLEVAHTQITLLDTPGHVDFSLEMERTLQVLDYAVLVINGADGVQGHTRTLWHLLDIYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
             P  +FINK+DQ G D + ++  ++ +LS   I         +    E  D   +D 
+  
Sbjct  121  TPVFLFINKMDQVGTDREKLINELKSQLSDGCI---------DFGQPEAADF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239



             ++ LL+ Y+    I    L+RE  R+ +   ++P ++GSA K  G++ L+  +      
Sbjct  170  CDEMLLDAYVDTGHIEL-PLIREGIRKRK---
VYPCFFGSALKLEGVEELLQGIVDYAHL  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   +   A    VFK+   + G R  YL++  G L++R++++    E+ K+ +
+RI S 
Sbjct  226  PAYPESFGA---KVFKIGRDEQGNRLTYLKITGGRLKVRESLSNGVWEE-
KVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTIAPKTAA  356
             +    +    G +  +   +      L  P   L  +     PL  P+L   +      
Sbjct  282  KKFEAVNEVEAGSVCAVTGLT------
LTKPGEGLGTEAAAHSPLLEPVLAYQMILPEGC  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                ++  L QL + DP L+   D    EI +  +G VQLE++ +L+  ++ LE      
Sbjct  336  
DPRVMMPKLRQLEEEDPGLQVVWDEELREIQVQMMGEVQLEILQSLIRSRFGLEVSFGSG  395

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A     H E  P   +A + L + P   GSG+Q+ +  S   L++S
+Q  
Sbjct  396  RIVYKETIGNAVEGVGHFE--
PLRHYAEVHLLMEPGEQGSGLQFGAECSEDSLSKSWQRL  453

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  ++  +   DFR      + Q L E+ 
+ L
Sbjct  454  
VLSHLEEKVHKGVLTGSPITDLKITLVSGRAHTKHTDGGDFREATYRAVRQGLMEAESIL  513

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F L  P++ + RA +D  K   T + A+++ +    TG  P   ++ Y+ 
++  
Sbjct  514  
LEPYYAFQLELPEKMVGRAMNDVEKMHGTCQLARIEGERATLTGSAPVATMRNYQQEVMA  573

Query  596  YTNGRSVCLTELKGYQ  611
            Y+ G       LKGY+
Sbjct  574  YSKGLGRLFCSLKGYE  589

>WP_098927043.1 GTP-binding protein [Clostridium sporogenes]
 PHG99990.1 elongation factor G [Clostridium sporogenes]
Length=651

 Score = 255 bits (651),  Expect = 3e-72, Method: Compositional 



matrix adjust.
 Identities = 165/614 (27%), Positives = 298/614 (49%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +     +  +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKLLNSDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++ + LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKSELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y+++ SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKVLSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLS---
SANIGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477



            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNSGIIFESACHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFERDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEMPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSIEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_095480827.1 GTP-binding protein [Bacillaceae bacterium SAOS 7]
 PAQ13143.1 elongation factor G [Bacillaceae bacterium SAOS 7]
Length=651

 Score = 255 bits (651),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 180/609 (30%), Positives = 293/609 (48%), Gaps = 
21/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I + G V+      D   LERQRGIT+ A      
+
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTKSIKQRGRVDHQEAFLDHHELERQRGITVFADQAVMSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF AE+ RS+ VLD AI++ISA +G++  T  ++  LRK 
NIPT  
Sbjct  65   
RDSTYYLIDNPGHVDFSAEMERSIQVLDYAIVLISAVEGIEGHTETVWQLLRKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D++ V++ +R + S D I +   S  P  + EE  +  A     E 
+++L
Sbjct  125  FINKIDRVGADVEGVLEELRSEFSPD-ICEMLDSFHPTEMDEEMIEFLA-----
ERDEQL  178



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ---PIG  242
            LE+Y+  E    +  + + +  +Q   LF    GSA + +G+    D    L     
P  
Sbjct  179  LERYM-
DEGYQPDLWLVKMKELIQSGELFLCASGSALQDVGVSKFFDVFDQLTDTNFPEA  237

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            E  S+     V+KV + D G R  +++  SGTLR+RD +   G  + K+T++R  S  
+ 
Sbjct  238  EPFSS----RVYKVRHEDNGTRITFMKALSGTLRVRDEIHYGGMTE-
KVTQIRKYSGQKF  292

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    GE+  +   +       GD      ++   + +P L++ +  +T    
+ +L
Sbjct  293  QAVDQVGAGELFAVVGLT---
KAAAGDGVGTLTEKAVYEMVPTLKSKVMVETNVHMKEVL  349

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    D    +I +  +G +QLEV+  ++ E++  +    EP++
+Y E
Sbjct  350  
RCFQILDAEDPALAVTWDESLQQIHIHVMGPIQLEVLKQVVKERFGFDVSFAEPNILYKE  409

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                A     H E  P   +A + L + P +  SG+ +E+      L    QN VR  
+ 
Sbjct  410  TIETAVIGYGHFE--
PLGHYAEVQLKLEPAASNSGIHFENACHPNDLPVGNQNLVRHHLF  467

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G L G  +TD K+    G  +   ++  DFR      L Q L+++   
LLEP+  
Sbjct  468  
EKEHRGVLIGSPLTDLKVTLLNGRAHPQHTSGGDFREATIRALRQGLEKARNVLLEPFYQ  527

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    + + +   D      + E    + ++    G++P      Y T+LA +T 
G+ 
Sbjct  528  
FKIKVDLDQMGKVLADIQTAHGSFEPPITEGNKATLMGKVPVVTFMHYSTELAAFTQGKG  587

Query  602  VCLTELKGY  610
                   GY
Sbjct  588  RIHLSFGGY  596



>WP_054376407.1 elongation factor G [Streptococcus pneumoniae]
 CTJ98687.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D            V E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEGVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357



               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>OUW94389.1 elongation factor G [Pelagibacteraceae bacterium 
TMED232]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 187/657 (28%), Positives = 303/657 (46%), Gaps = 
62/657 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WQDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  +RD+L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIRDRLGAKPLVLQ-
VPVGIEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E ++KL+E Y+ GE I  E L++  +
+   
Sbjct  191  
LGAEWEYKDIPDDLKEISQKYRTELVEMAVEQDEKLMEAYLNGEDIKEEDLIKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALC  250
            + S  PV  GSA K  G+QPL+DAV                +P  E+         
A   
Sbjct  251  
NFSFVPVLTGSAFKNKGVQPLLDAVINYLPSPIDIGSIKGTKPGSEEEIEMKFEDGAGFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    +  + +EK  ++  M +           
A 
Sbjct  311  
ALAFKVANDPFVGSLTFIRIYSGTIKTGTGIYNSSKEKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L      +    L D  +       E P P++   + PKT A +E++ 
+AL +L
Sbjct  371  
AGDIVALAGLKYTITGHTLCDEEKPVLLEPMEFPDPVIEIAVEPKTKADQEKMGEALGRL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E  
++AA
Sbjct  431  AKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRE-
TIEAA  489

Query  429  S---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            S   +T   +      +A + L V P   G G + ES++  G + + F   V  GI    
Sbjct  490  
SEVEYTHKKQSGGAGQFAKVKLLVEPQDPGKGREVESKIKGGAIPKEFIPGVEKGIETVS  549



Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ + D K+    GL++   S+   F   +    ++A  + G +LLEP +   
+
Sbjct  550  
DGGILAGFPMIDYKVTILDGLHHDVDSSVLAFELASRACFKEACTKGGLKLLEPVMRVEV  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR
+
Sbjct  610  
VTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  666

>WP_094549421.1 elongation factor G [Rubricoccus marinus]
 OZC03729.1 translation elongation factor G [Rubricoccus marinus]
Length=699

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 185/673 (27%), Positives = 310/673 (46%), Gaps = 
70/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT TE +LY +G +   G V +G    D M  E++RGITI 
+A T
Sbjct  12   
KTRNIGISAHIDAGKTTTTERILYYTGRLHRIGEVHEGGATMDWMEQEKERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV R+L VLDGA+ +  +  GV+ Q+  ++  + 
K  +
Sbjct  72   
TAQWADHRINIIDTPGHVDFTVEVERALRVLDGAVALFCSVGGVEPQSETVWRQMDKYKV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEE  168
            P + F+NK+D+ G D  + VQ ++D+L A+ +            +  + L  +  
IV +E
Sbjct  132  
PRIAFVNKMDRTGSDFFNAVQMMKDRLGANAVPVQIPIGDGEMFRGVIDLIENKAIVWDE  191

Query  169  NTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T    WD                     AV E++D+LL  Y+ GE I    + R  
+  
Sbjct  192  
ATQGSTWDEIEIPEDLKTEARKWRINLMEAVAEHDDELLMLYLEGETIDPNHIKRIVREA  251

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQG  245



                 + PV+ GSA K  G+Q L+D V                          +P  
++ 
Sbjct  252  
TIALDITPVFCGSAFKNKGVQRLLDGVIDFLPSPLDAPPMEGHVPRTDDIVIRKPSPDEP  311

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
             +A+    FK+       +  + R+YSGTL   D++  A  EK     ++  M   
++ +
Sbjct  312  LSAIA---
FKIATDPYVGKLTFARIYSGTLNKGDSIMNASNEKKERAGRLLFMHANTRED  368

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +   D    G+I  I+     +  D L DP         + P P++R  I PKT A  
++
Sbjct  369  V---
DQVKAGDICAIVGLKETKTGDTLTDPNAPVVLESMDFPEPVIRIAIEPKTKADIDK  425

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L   L +LA+ DP  +   D  T + +++ +G + LE++   L  ++K+E  V +P 
V Y
Sbjct  426  
LGVGLQKLAEEDPTFKVTTDEETGQTLIAGMGELHLEIIVDRLKREFKVEANVGQPQVSY  485

Query  421  MERPLKAASH--
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K  +H  T   +      +A + +  T    G+G ++E+ +  G + + F  
+V 
Sbjct  486  
REALRKEVTHAYTHKKQTGGRGQFAHVEIEFTATEDGTGFEFENGIVGGSIPREFIPSVE  545

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  + +G + G+ +   K     G +++  S    F     +   +A + +   
++E
Sbjct  546  
KGIKEAMSRGPIAGYPIEGVKARLFDGKFHNVDSDQLSFELAGRMAFREASRLAKPVIME  605

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       I T   + D  V    +P   +  Y TDL   
T
Sbjct  606  
PIMKVEVITPEEYMGDVIGDLSSRRGQIGTMGQRNDAQVIEAMVPLSEMFGYSTDLRSNT  665

Query  598  NGRSVCLTELKGY  610
             GR++   +   Y
Sbjct  666  QGRAIYSMQFDHY  678

>WP_099950267.1 elongation factor G [Ezakiella peruensis]
Length=688



 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 182/668 (27%), Positives = 312/668 (47%), Gaps = 
60/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  8    
KLRNIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGAAQMDWMAQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  ++NI+DTPGH+DF  EV RSL +LDGA+ +  AK GV+ Q+  ++    
K  +
Sbjct  68   
TAFWHDYQLNIIDTPGHVDFTVEVERSLRILDGAVALFCAKGGVEPQSETVWRQADKYKV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G D    ++ ++++L A+ +              I   V +  E
+  +
Sbjct  128  
PRIAFVNKMDRTGADFFRAIRMMKERLGANPVPIQLPIGKEDYFKGIVDLVRMKAEVYYD  187

Query  168  E-NTDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +   DI                  +  +A+ + +D+++  ++ GE I  +K+V   
++  
Sbjct  188  
DLGNDIREEEIPEDLRDLADEYREKLLEAISDYDDEIMMMFLEGEEIPEDKIVAALRKAT  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSA---------ALC  250
               S+ PV  GSA K  G+QPL+DA+             + +  +G+           
L 
Sbjct  248  
IANSMTPVLCGSAYKNKGVQPLLDAIVAYMPSPLDVPAIEGVDSEGNEITRHAGDDDPLS  307

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG+L+    V       RE++ +I  M    + E+    
Sbjct  308  
ALAFKIVTDPFVGKLAYFRIYSGSLKSGSYVYNSTKGKRERIGRILLMHANKREEVEELH  367

Query  307  
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
                G  V L   +    D L            E P P++   I PKT A +E++  
AL 
Sbjct  368  AGAIGAAVGLKFTTT--
GDTLCAEEAPVILENMEFPEPVISVAIEPKTKASQEKMSIALV  425



Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  +   D  T + I++ +G + L+++   L  ++K+E  V  P V Y E    
Sbjct  426  
KLAEEDPTFKTYTDHETGDTIIAGMGELHLDIIVDRLLREFKVEANVGNPQVAYKESISS  485

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +A        +   +  +  + L V P   G G ++ + +  G + + F  +V  G
++  
Sbjct  486  
SAEAEAKFVRQTGGHGQYGHVKLRVEPQEPGKGYEFVNAIVGGVIPKEFIGSVDQGVQEA  545

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            LE G+  G+ V D K+    G Y+   S+   F+    + ++ AL+++   LLEP 
+   
Sbjct  546  
LESGIIAGYPVLDVKVTLFDGSYHDVDSSEMAFKIAGSMAIKDALQKASPTLLEPMMKVE  605

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL     D       I+  +++       G +P   +  Y T L   T 
GR+  
Sbjct  606  
ITTPEEYLGDVMGDVNSRRGRIDGMELENGLQTIHGFVPLSEMFGYATSLRSNTQGRANY  665

Query  604  LTELKGYQ  611
              E   Y+
Sbjct  666  SMEFDHYE  673

>AUC62127.1 translation elongation factor G [Cyanobacterium sp. 
HL-69]
Length=696

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 198/668 (30%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGAATTDFMEQEQERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V  A  GV+ Q+   +       
+  V
Sbjct  69   
WKDHQFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCASGGVEPQSETNWRYANDSKVARV  128



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G D  SVV+ V++ L+A  ++           K  V L             
Sbjct  129  
IYVNKLDRTGADFYSVVKQVKEILAATPLVMVLPIGIETEFKGVVDLLTRKAWVWDESGD  188

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      E+  +   D+E +     +  +E ++ L+EKY+ GE IS + + R  ++  
+D
Sbjct  189  
PLNYTIEEVPADMVDDVEIYREQLIETAVEQDEVLMEKYLEGEEISVDDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAA-------LC  250
             + FP Y GS+ K  G+Q ++DAV            QPI      E G+ A         
Sbjct  249  
LAFFPTYCGSSFKNKGVQLVLDAVVDYLPAPDEVNPQPIVDLEGNETGTFAKVDPEEPFR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSG L    +V   A    E++ +I EM    + E+   
D
Sbjct  309  ALAFKI-
MDDRYGALTFTRVYSGKLEKGMSVLNTATGKTERVGRIVEMHANDRIEV---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV I+   +++    + DP           P P++   I P      E++  
AL
Sbjct  365  
SAQAGDIVAIVGMKNIQTGHTICDPNHPATLEPMVFPEPVISIAIKPTQKGGNEKMGMAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  425  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRESIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  ++ P   GSG  +ES+V+ G + + F  AV  
G   
Sbjct  485  
KVINDSYTHKKQSGGSGQFGRIDYTIEPGETGSGFLFESKVTGGNVPREFWPAVNKGFES  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+   D K+    G ++   S+   F   A     Q++ ++G Q+LEP 
++ 
Sbjct  545  
SIDKGVLAGYPCVDLKVTLTDGAFHPVDSSAIAFEIAARAGYRQSIPKAGPQILEPIMNV  604



Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V    E P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPEDHIGDVIGDINRRRGMIKSQNTTPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_017072746.1 elongation factor G [Vibrio splendidus]
 OED74511.1 translation elongation factor G [Vibrio splendidus 
ZS-139]
Length=695

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 314/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D LLE Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENFEIKDVPADMVDDVEQYREELIETAVEQDDDLLEAYMEGEEPSIEDVKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+    GE+ G+ A+  
+  



Sbjct  246  
TRDLAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGNHAVVSTEE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FAGMMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFAQY  672

>GAL24930.1 translation elongation factor G paralog [Vibrio 
variabilis]
Length=693



 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 194/692 (28%), Positives = 320/692 (46%), Gaps = 
70/692 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A+ +++   +    + V               
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGANPLVMTLPIGREDDFVGVVDVLNRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
SGLPENYEIQDVPADMVDDLEAYREELVETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGE----QGS  246
             +D + FP + GSA K  G+Q ++DAV                     +P GE       
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDAD  305

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            A L    FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  APLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMCEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVSPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421



              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +A I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFAKIDYRIKPGEPNSGFTFSSSVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    ++ G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLEP
Sbjct  542  
GFESMMDNGVLAGFPTLDVEVELFDGSFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  Q     V     +P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKANVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGYQAA---VGQPVIQPRRPNSR  627
            GR     E + Y A    V + VI   + +++
Sbjct  662  GRGQFSMEFEHYSACPANVAEEVIAKAKEDNK  693

>GAD59891.1 LOW QUALITY PROTEIN: translation elongation factor G 
[Brevundimonas 
abyssalis TAR-001]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 194/656 (30%), Positives = 299/656 (46%), Gaps = 
59/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMDQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K  
+P +
Sbjct  72   
WKEKRLNIIDTPGHVDFTIEVERSLRVLDGAVTVLDGNAGVEPQTETVWRQADKYRVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------ADI-----------
IIKQTVSL  160
            IFINK+D+ G D  + VQS+RD+L              +D+           II +   
L
Sbjct  132  
IFINKMDKLGADFDTSVQSIRDRLGVKAVPIQLPVGQESDLRGIVDLVRMKAIIWENDGL  191

Query  161  SPEIVLEE------NTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E   EE           A   +IEN    +D+ +E Y+ G   S E + +  ++ 
V +
Sbjct  192  
GAEFREEEIPADLVERATAARSYLIENAVELDDEAMEAYLEGNEPSEEVIKKCLRKAVLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAALCGSV  253
            A+ +P+  GSA K  G+QPL+DAV                     +P+    S     
SV
Sbjct  252  
AAFYPILCGSAFKNKGVQPLLDAVVDYLPSPLDIPPTPGLDYKTEEPVVRHASDDEPLSV  311

Query  254  --FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG +     +  + R+K  ++  M +           
AY 
Sbjct  312  
LAFKIMDDPFVGSLTFCRIYSGKMETGMGLLNSTRDKKERVGRMLLMHSNNREDIKEAYA  371

Query  311  GEIVILPS-DSVRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            G+IV L      R  D L DP + P    + E P P++   + PKT A +E+L  
AL +L
Sbjct  372  
GDIVALAGLKDTRTGDTLCDPIKSPVILEKMEFPAPVIEIAVEPKTKADQEKLGVALAKL  431

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP      D  + + IL  +G + L++   +L   YK+E  +  P V Y E   
K A
Sbjct  432  
ASEDPSFTVSTDHESGQTILKGMGELHLDIKIDILKRTYKVEATIGAPQVAYRESLGKTA  491

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A I +   P   GSG  +ES++  G + + +    R  I    
+
Sbjct  492  
EIDYTHKKQTGGTGQFARIKMVFEPGEPGSGFVFESKIVGGNVPKEYIPGARRAIESAKD  551

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             GL  G+ + D K     G Y+   S+   F   +    ++   +   +LLEP ++  
+ 



Sbjct  552  
NGLLAGFPLIDFKATLIDGAYHDVDSSVLAFEIASRAAFKELRTQGAPKLLEPIMAVEVV  611

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P+EYL     D       I+   V+ +  V    +P   +  Y  +L   + GR+
Sbjct  612  TPEEYLGSVIGDLNGRRGMIQGQDVRGNATVVNAFVPLANMFGYVNNLRGMSQGRA  
667

>WP_102312451.1 elongation factor G [Vibrio lentus]
 PMG18767.1 translation elongation factor G [Vibrio lentus]
 PMH07055.1 translation elongation factor G [Vibrio lentus]
 PMJ11650.1 translation elongation factor G [Vibrio lentus]
 PMK93802.1 translation elongation factor G [Vibrio lentus]
 PMN12182.1 translation elongation factor G [Vibrio lentus]
 PMN50521.1 translation elongation factor G [Vibrio lentus]
 PMN75554.1 translation elongation factor G [Vibrio lentus]
Length=695

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIENIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-



GSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGKHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_056018022.1 MULTISPECIES: elongation factor G [Phenylobacterium]
 KQW72665.1 elongation factor G [Phenylobacterium sp. Root1277]
 KQW88079.1 elongation factor G [Phenylobacterium sp. Root1290]



 KRC43147.1 elongation factor G [Phenylobacterium sp. Root77]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 189/656 (29%), Positives = 303/656 (46%), Gaps = 
59/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K N
+P +
Sbjct  72   
WNDKRLNIIDTPGHVDFTIEVERSLRVLDGAVTVLDGNAGVEPQTETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----SL  160
            +F+NK+D+ G D    V+S+RD+L A                   D++  + V      
L
Sbjct  132  
VFVNKMDKLGADFDKSVESIRDRLGAKAVPIQFPIGAESSLKGLVDLVRMKAVVWDNDGL  191

Query  161  SPEIVLEE------NTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
                  EE      +  +EA   +IEN    +D  +E Y+ GE  S E + +  ++ 
V +
Sbjct  192  
GASFRDEEIPADLMDKAVEARQYLIENAVELDDDAMEAYLGGEEPSEETIKKCIRKAVLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAALCGSV  253
             + +P+  GSA K  G+QPL+DAV                     +P+  + S     
SV
Sbjct  252  
GAFYPILCGSAFKNKGVQPLLDAVVDYLPSPLDIPPTPGIDFRTEEPVVRRASDDEPLSV  311

Query  254  --FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG L    ++  + R+K  ++  M +           
AY 
Sbjct  312  
LAFKIMDDPFVGSLTFCRIYSGKLETGMSLMNSTRDKKERVGRMLLMHSNNREDIKEAYA  371

Query  311  GEIVILPS-DSVRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            G+IV L      R  D L DP + P    R E P P++   + PK+ A +E+L  
AL +L



Sbjct  372  
GDIVALAGLKETRTGDTLCDPNKSPVILERMEFPAPVIEIAVEPKSKADQEKLGVALAKL  431

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP      D  + + IL  +G + L++   +L   YK+E  +  P V Y E   
+  
Sbjct  432  
ASEDPSFTVSTDHESGQTILKGMGELHLDIKIDILKRTYKVEANIGAPQVAYRESLGRKV  491

Query  429  S--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + ++  P   GSG  +ES +  G + + +   V  G+    
+
Sbjct  492  
DIDYTHKKQTGGTGQFARVMITFEPGEPGSGFVFESAIVGGAVPKEYIPGVEKGLESVKD  551

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             GL  G+ + D K     G Y+   S+   F   +    ++  ++   +LLEP ++  
+ 
Sbjct  552  
NGLLAGFPLIDFKATLTDGKYHDVDSSVLAFEIASRAAFKELREKGAPKLLEPIMAVEVV  611

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P+EYL     D       I+    + + +V    +P   +  Y   L   + GR+
Sbjct  612  TPEEYLGSVIGDLNGRRGMIQGQDTRGNAIVVNAFVPLANMFGYVNTLRGMSQGRA  
667

>WP_105111026.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPADMLEMAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_061592470.1 elongation factor G [Streptococcus sanguinis]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  



INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_107856669.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.



 Identities = 189/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+



+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_103593121.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 192/696 (28%), Positives = 321/696 (46%), Gaps = 
90/696 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGHQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160



            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGSEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D+    GR       ++ 
+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E   KA         +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  



ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGIKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
             TDL   T GR+    E   Y+     V + +I+ R
Sbjct  655  STDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_071351396.1 elongation factor G [Bacillus sp. MUM 13]
 OIK12029.1 translation elongation factor G [Bacillus sp. MUM 13]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 305/670 (46%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ D+L A                   D+I  +    S 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLQANAHPIQLPIGAEDDFEAIIDLIEMKATFYSNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  D                  AV E ++ L+EKY+ GE I+ E+L    
++ 
Sbjct  191  ---
GTDIEVRDIPEEHKELAEEYREKLIEAVAELDEDLMEKYLGGEEITNEELKAGIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAA  248
              +   FPV  GSA K  G+Q ++D             A+ G      E+       
+  
Sbjct  248  
TVNVEFFPVICGSAFKNKGVQLMLDNVIDFLPSPLDVPAIKGTIPDTDEEVERHSDDNEP  307



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL+    V       RE++ +I +M   S+ 
EI  
Sbjct  308  
FSALAFKVMTDPYVGKLTFFRVYSGTLQSGSYVINSTKGKRERIGRILQMHANSRQEISE  367

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                     V L   +    D L D   L      E P P++  ++ PK+ A +++
+ +A
Sbjct  368  VHAGDIAAAVGLKDTTT--
GDTLCDDKNLVILESMEFPEPVISLSVEPKSKADQDKMSNA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RGSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S    F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DSLDNGVLAGFPLVDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAASKCKPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +       +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNTQAVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMHFDHYE  675

>WP_049449507.1 elongation factor G [Stenotrophomonas maltophilia]
 OWQ82315.1 elongation factor G [Stenotrophomonas maltophilia]
 PJL00194.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 



matrix adjust.
 Identities = 202/673 (30%), Positives = 311/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EENTDIEA----WD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      A    WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAATVTPWDDAARAQWQAQRDALLEAVADHDEQLADAWLEGRVIDAGMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P+++ +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRSMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     ++     +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQEGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>WP_012175037.1 elongation factor G [Desulfococcus oleovorans]
 ABW67421.1 translation elongation factor G [Desulfococcus 
oleovorans Hxd3]
Length=680

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 191/658 (29%), Positives = 310/658 (47%), Gaps = 
65/658 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT+ Q
Sbjct  13   
NIGIIAHIDAGKTTVTERILYYTGRSYKMGEVHDGQAVMDWMVDEQERGITITSAVTTCQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++ ++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    K  
+P +
Sbjct  73   



WKNTEIQLIDTPGHVDFTIEVERSLRVLDGAVGVFCAVGGVEPQSEKVWRQADKYRVPKI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------TVSL--
SPEIVLE----  167
             F+NK+D+ G D    V  +R+KL A  ++ Q            + L    +IV +    
Sbjct  133  
AFVNKMDRIGADFFGTVDMIREKLKARPVLLQIPVGREETFTGVIDLVEMKQIVWDDETL  192

Query  168  ----ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E TDIE               +++ + +D ++E Y+A  P+    +V+  +  
V  
Sbjct  193  
GARFEITDIEDAYREDAELYRDRLMESLADVDDTIMEAYLAETPVETADIVKAIRGAVNR  252

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAALCG  251
             +L PV  GSA K  G+QPL+DAV              G+    G+      + S  
L  
Sbjct  253  
LALVPVLCGSALKNKGVQPLLDAVALYLPSPKDVPPIEGIHPDTGDVIRCEPKASGPLAA  312

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAYP  310
             +FKV   + G++  + R+YSG L   + V    R +K KI+ +      +  R +   
P
Sbjct  313  LIFKVSIIE-
GRKLSFARVYSGRLMAGEEVYNPLRKQKEKISRILKMHANKRERVEEVGP  371

Query  311  GEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            G IV ++        + L     P  L R  + E   P++   + PKT A +E++ 
+ L+
Sbjct  372  GAIVGVVGLKDASTGETLCRASAPVALERMEFEE---
PVISIAVEPKTHADQEKMTEVLS  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            + +  DP LR  +D  T + ILS +G + LE++ + ++ ++     V  P V+Y E   
K
Sbjct  429  
KFSAEDPTLRVRIDEDTGQTILSGMGELHLEIIVSRMTREFNTRVNVGRPQVVYRETIGK  488

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             ++ T+    E+     +A + L + PL  GSG  +++ ++   +   F   +  G
+   
Sbjct  489  
ESAGTVVFDREIAGQRHFAEVSLVLRPLKRGSGNVFKNSLAPEAIPPQFLPDIERGVTES  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             E G F G+ V D +       +   +ST   F   A +  ++A  + G  LLEP 
++  



Sbjct  549  
FESGSFMGYPVIDVEAEVTGASFKEGMSTSLGFGVCASMACKEAFSKGGPFLLEPIMNVD  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            ++ P +Y+     D       IE   VK          P   +  Y T L   T G
+ 
Sbjct  609  
VFVPDDYIGDVIGDLNARGGKIEAMAVKAGMQEIKATAPLSRMFGYSTALRSATQGKG  666

>WP_103580806.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 189/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------



RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFINDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGIKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_098508947.1 elongation factor G [Bacillus cereus]
 PFL75642.1 elongation factor G [Bacillus cereus]
 PFN63982.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 



69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  



LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_065182206.1 elongation factor G [Stenotrophomonas maltophilia]
 OBU61184.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 203/678 (30%), Positives = 310/678 (46%), Gaps = 
86/678 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ +RDKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLRDKLQARPWALGVPLGSESDFSGWVDLVDERVL  188



Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
QWRDGGVVTITPWDDAARSQWQPRRDALVEAVADHDEGLADAWLEGRVIDAELLRAALRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------
GEQGS--------AAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+        GE G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIEALLDAVVDYLPSPLDRPAVTAEGEAGDVLLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL+  D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKAGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKTAA  356
            + A  G+IV +    +   D +   T       R+ PL         P+L   + P  
AA
Sbjct  365  EQAVAGDIVAV----LGWKDAVSGETLSA----
RDQPLRLESIQAQAPVLAWRLEPARAA  416

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               R+   L  LA  DP  R E D  + E ++  +G + LEV+   L  ++K++  
+  P
Sbjct  417  
DLIRMAQGLASLAQEDPSFRVETDRESGETLVWGMGELHLEVMVERLRSEWKVDVGIGSP  476

Query  417  SVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E PL+A S  +   V  +     +A + L V P      V +  R++ G + 
+ F
Sbjct  477  RVAYQEMPLRAVSGVVGRVVKQSGGQGQFAHVVLDVAPRE-
DDQVVFNDRIAGGVIPRGF  535

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              AV  G+R  L +G  G  V   ++    G  ++  S+   F       +  AL  
+GT
Sbjct  536  
IAAVEKGVRAALSEGPQGHPVVGIEVTLVDGQTHAKDSSDMAFHRAGSEAVRAALASAGT  595

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            Q+LEP ++  +++P   +     D  +    +   + ++     +G  P   +  Y 
T L



Sbjct  596  
QVLEPVMAVTVHSPSASVGDVVGDLNRRHGRVARIEDQEGRAEVSGFAPLAQLVGYTTAL  655

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+     L GY+
Sbjct  656  RSLSQGRASSEAHLHGYE  673

>WP_065991122.1 GTP-binding protein [Lactobacillus crispatus]
 OCX08874.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 254 bits (650),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 190/625 (30%), Positives = 297/625 (48%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY  G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKVGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    I  + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAIYDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDAKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353



            + V    A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFDLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_057717355.1 GTP-binding protein [Lactobacillus plantarum]
 KRL97963.1 elongation factor G [Lactobacillus plantarum subsp. 
argentoratensis 
DSM 16365]
 KTF02228.1 Ribosome protection-type tetracycline resistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZT77100.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 255 bits (652),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 301/627 (48%), Gaps = 
36/627 (6%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDALEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D +P L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDENPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--



PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSIATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_061329513.1 GTP-binding protein [Clostridium botulinum]
Length=651

 Score = 254 bits (650),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 296/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDYKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISVVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +     +  +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKLLNSDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++ + LFP + GSA + +GI+  ++ +  L 
+  



Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKSELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S      +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLSAA---
NIGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFGISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNSGITFESACHADDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFEKDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_035759237.1 MULTISPECIES: elongation factor G [Arthrospira]
 P13550.1 RecName: Full=Elongation factor G; Short=EF-G
 CAA33672.1 unnamed protein product [Arthrospira platensis]
 CDM97104.1 protein chain elongation factor EF-G, GTP-binding 
[Arthrospira 



sp. PCC 8005]
Length=697

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 190/705 (27%), Positives = 323/705 (46%), Gaps = 
97/705 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWLDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT-----  157
            P + FINK+D+ G D   V   +RD+L A                   D++  +T     
Sbjct  129  
PRIAFINKMDRTGADFFKVYGQIRDRLRANAVPIQVPVGRESDFHGLVDLVAMKTYLYTN  188

Query  158  -----VSLSPEIVLEENTDIEA------WDAVIENNDKLLEKYI----
AGEPISREKLVR  202
                 + +S EI  EE  D+ A       +AV E ++ L+EKY+     GE ++ E
++  
Sbjct  189  DLGTDIQVSDEIP-
EEVQDLVAEYREKLLEAVAETDEALMEKYLEQLEGGEALTEEEIRH  247

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQG-----  245
              ++      + PV  GS+ K  G+Q L+DAV                 P GE+G     
Sbjct  248  
SLRQGTIKGLIVPVICGSSFKNRGVQRLLDAVVDYLPAPTEVPPIKGVLPDGEEGVRYAD  307

Query  246  -SAALCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKL  289
              A L    FKV   D   R  ++R+YSG L               R+   + L   
E++
Sbjct  308  DDAPLSALAFKV-
MADPYGRLTFVRVYSGVLQKGSYIYNATKNKKERISRLIVLKSDERI  366

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            ++ E+R    G  +       G+ +   ++S+ L  +               P P+
+   
Sbjct  367  EVEELRAGDLGAALGLKDTLTGDTICDEANSIILESLY-------------
IPEPVISVA  413



Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT    E+L  AL  L++ DP  R  +DS T++ +++ +G + LE++   +  
++K+
Sbjct  414  
VEPKTKQDMEKLSKALQSLSEEDPTFRVSIDSETNQTVIAGMGELHLEILVDRMLREFKV  473

Query  410  ETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            E  +  P V Y E   + ++     I  +      +  + + + P   GSG ++ S
++  
Sbjct  474  EANIGAPQVAYRETIRKSIRTEGKFIR-
QSGGKGQYGHVVIELEPGEPGSGFEFVSKIVG  532

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + + N    G++   E G+  G+ + D K     G Y+   S+   F+    
+ ++
Sbjct  533  
GSVPKEYINPAEQGMKEACESGVIAGYPLIDVKATLVDGSYHEVDSSEMAFKIAGSMAIK  592

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV--
FTGEIPA  583
              + ++   LLEP +   +  P++++     D       IE  +  + + +     
++P 
Sbjct  593  
NGVTKASPVLLEPMMKVEVEVPEDFIGNVIGDLNSRRGQIEGQETDQSQSIAKVVAKVPL  652

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPN  625
              +  Y TD+   T GR V   E   Y+    +V + +I   + N
Sbjct  653  ATMFGYATDIRSKTQGRGVFSMEFSHYEEVPRSVAETIIAKSKGN  697

>WP_048767366.1 elongation factor G [Streptococcus gordonii]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   



TAQWDNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 



+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_018370313.1 elongation factor G [Streptococcus marimammalium]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 312/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+              + I   V++  
EI   
Sbjct  129  
PRIVFANKMDKVGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFVGIIDLVTMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E ++ L  KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDIREEEIPEEYLELAQEWREKLVEAVAETDEDLTMKYLEGEEITEAELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249



             +   +PV  GSA K  G+Q ++DAV                 P  E+         
A  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPVDISAIKGIDPDTEEEITRPASDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLSFFRVYSGVLNSGSYVMNTTKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            DT Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  DTVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L +A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALREAAKSAQPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGTRQIVRAYVPLAEMFGYATILRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>EEM31001.1 Elongation factor G 2 [Bacillus thuringiensis Bt407]
 EEM37324.1 Elongation factor G 2 [Bacillus thuringiensis serovar 



thuringiensis 
str. T01001]
 EEM68224.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
berliner 
ATCC 10792]
Length=699

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEIERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>WP_105134156.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLAQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>CDB00896.1 small GTP-binding protein domain [Firmicutes bacterium 
CAG:65]
Length=893

 Score = 259 bits (663),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 189/630 (30%), Positives = 299/630 (47%), Gaps = 
45/630 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL ESLLY  G I + G V+ G    D   +ER+RGITI 
+  
Sbjct  1    
MKKLIIGILAHVDAGKTTLAESLLYTCGTIRKAGRVDHGDAFLDNGDMERKRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +W    + ++DTPGH+DF AE+ R+L VLD AILVI   DGVQ     L+  L
++  
Sbjct  61   
ARIRWKDVDITLLDTPGHVDFSAEMERTLQVLDAAILVIDGSDGVQGDVYTLWRLLKRYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NK+DQ G +   ++  ++ KL  +I+  + +    E   +   ++E      
E
Sbjct  121  
VPVFLFVNKMDQPGTERDKILAELQGKLDGNIVTVENIMAQDESGEDREQELEHAAMCSE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
                L+E+Y+    +  E +     +R     LFP ++GSA +  GI+ L+D ++  
+ P



Sbjct  181  ---VLMEEYLETGALQPESIAFTVAQR----KLFPCFFGSALRQEGIEKLLDGLS-
FYLP  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR----DTVALAGREKL--
KITEM  294
              E  S      V+K+     G R  YL++  GTLR++    +  + AG E    K  
++
Sbjct  233  EPEY-
SQEFGARVYKIGRDTSGNRLTYLKVTGGTLRVKMMIGNEKSGAGEETWEEKADQL  291

Query  295  RIPSKGEIVRTDTAYPGEIVI------------
LPSDSVRLNDVLGDPTRLPRKRWREDP  342
            R+ + G     D+   GE+              L  +S  L  VL +P    R  +  
D 
Sbjct  292  RLYNGGSYETADSVPAGEVCAVTGLTKTFAGQGLGYESENLAPVL-
EPVLTYRLSFPPD-  349

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                   + P TA      L  L QL + +P L         EI +  +G+VQ+E+
+  +
Sbjct  350  -------VDPVTA------
LGKLRQLEEEEPQLHVLWQEEKREIHMQVMGQVQMEILKNI  396

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L E++ LE      S++Y E   +      H E  P   +A + L + P   GSG
+Q+ S
Sbjct  397  LWERFGLEAEFDAGSIVYKETLAEPVEGIGHFE--
PLRHYAEVHLLLEPGERGSGLQFAS  454

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              S   L++++Q  +   +      G L G  +TD +I    G  ++  +   DFR    
Sbjct  455  
LCSEDMLDRNWQRLILTHLEEKRHVGVLTGSEITDLRILLIAGKAHTKHTEGGDFRQATY  514

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              + Q L+   + LLEP+ S+ L  P E L RA  D  +     +    + +  V  
G +
Sbjct  515  
RAIRQGLRSGKSILLEPWFSYRLEVPTENLGRAMSDITRMNGRFDPPVTEGNNSVLMGSV  574

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   ++ Y  ++A YT G       L+GY+
Sbjct  575  PVATMRDYAREVASYTKGHGRLSCSLQGYE  604

>WP_053828665.1 elongation factor G [Helicobacter heilmannii]
 CRF47276.1 Translation elongation factor G [Helicobacter 
heilmannii]
Length=692



 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 187/690 (27%), Positives = 317/690 (46%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   +R++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIRERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V E  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYEVQEIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEIHVQSSDEGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                Y GEI       V L D L   T    K        E P P++   + PKT 
A +E
Sbjct  367  -KEVYAGEICAF----
VGLKDTLTGDTLCSEKNPVILERMEFPEPVIHIAVEPKTKADQE  421

Query  360  



RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  V 
+P V 
Sbjct  422  
KMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQPQVA  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + E  R      H    +      +  + + + P   GSG ++ + +S G + + +  
AV
Sbjct  482  
FRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKEPGSGYEFVNEISGGVIPKEYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + +   
LL
Sbjct  542  
DKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL   
Sbjct  602  
EPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDLRSA  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR     E   Y    A + + +++ R+
Sbjct  662  TQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_012803380.1 elongation factor G [Cryptobacterium curtum]
 ACU94695.1 translation elongation factor 2 (EF-2/EF-G) 
[Cryptobacterium 
curtum DSM 15641]
Length=700

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 191/679 (28%), Positives = 313/679 (46%), Gaps = 
79/679 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RG+TI +A 
T+  
Sbjct  11   
NIGIMAHIDAGKTTTTERILYYTGKTHKIGEVHDGAATMDWMVQEQERGVTITSAATTCY  70

Query  65   WHRCK----
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            W + K    + I+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  ++    
+  



Sbjct  71   
WEKDKEEYRIQIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVQPQSETVWRQAVRYG  130

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAWD-  176
            +P + FINK D+ G D    + ++RD+L A  +  Q V +  E       D+    
AWD 
Sbjct  131  VPRIAFINKYDRVGADFFHAIDTMRDRLGAKAVAAQ-
VPMGAEDGFWGVIDLVTMTAWDF  189

Query  177  ---------------------------------
AVIENNDKLLEKYIAGEPISREKLVRE  203
                                             A  + +D L+EK +  E IS E
+L   
Sbjct  190  
KADDKGMTYPEPMDAIPDEFKADAELYRQELLEAAADCDDDLMEKVLMEEDISVEELKAA  249

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ------  244
             ++      + PV+ GSA K  G+Q L+DAV              G     GE+      
Sbjct  250  
LRKGTIANQINPVFVGSAYKNKGVQELLDAVVDYLPSPLDVPAIEGTNPDTGEEDSRPSD  309

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIV  303
             SA      FK+       +  YLR+YSGTL     V  A + +K +I  +   +  
+ +
Sbjct  310  
ASAPFAALAFKIMTDPFVGKLTYLRVYSGTLDAGSYVLNAAKGKKERIGRLLEMNSNQRI  369

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              +    G+IV ++   +    D L D          E P P++   I PKT A++
+++ 
Sbjct  370  
DVEKCSAGDIVAVVGLKNTGTGDTLCDEDNPIVLESMEFPDPVIDVAIEPKTKAEQDKMG  429

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R   +  T + I++ +G + LE++   L  ++K++  V +P V 
Y E
Sbjct  430  
VALQKLAEEDPTFRVHTNEETGQTIIAGMGELHLEIIVDRLLREFKVDANVGKPQVAYRE  489

Query  423  RPLKAASHTIHIEVPPNPFWASIG---------
LSVTPLSLGSGVQYESRVSLGYLNQSF  473
                  + TI ++     F    G         +++ P   G+G ++E+ +  G + 
+ +
Sbjct  490  ------
TATIEVDNVQGKFVRQSGGRGQYGDAVINLIPQPAGAGYEFENNIVGGVIPKEY  543

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  GI+  +  G L G+ V D K+    G Y+   S+ A F+    + ++ AL



+++ 
Sbjct  544  
IPSVDKGIQEAINNGVLAGYPVVDIKVQLVDGSYHEVDSSEAAFKVAGSMAVKNALRKAN  603

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P+EY+     +       I+    + +  V   ++P   +  
Y TD
Sbjct  604  
PVILEPMMAVEVETPEEYMGDVMGNLSSRRGQIQGMGDRGNAKVINAKVPLSEMFGYATD  663

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR+    +   Y+
Sbjct  664  LRSGTQGRASYTMQFDSYE  682

>WP_061101958.1 elongation factor G [Peptostreptococcus anaerobius]
 KXI11130.1 translation elongation factor G [Peptostreptococcus 
anaerobius]
Length=688

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 183/660 (28%), Positives = 309/660 (47%), Gaps = 
64/660 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYAGRTHKIGETHDGASQMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDG++ V  A+ GV+ Q+  ++       
+
Sbjct  69   
TCQWNGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCARSGVEPQSENVWRQAETYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-  166
            P + F+NK+D+ G D  +VV+ ++++L A+ +              I   +++   
I   
Sbjct  129  
PRIAFVNKMDRQGADFLNVVEMMKERLKANAVAIQLPIGAEDNFTGIVNLMTMKAHIYKN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +E TDIE  D                  +V E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DEGTDIEITDIPADMVDQANEYREILVESVAETDEELMMKYLEGEEITEAELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------LC  250
                + PV  G+A K  G+Q L+DAV             + + E G  +           
Sbjct  249  
IACEMNPVLCGTAYKNKGVQLLLDAVIDYLPAPTDIESIKGVLEDGEESERHASDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V  A ++K     +I +M   ++ EI   
+
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGKLESGSYVLNATKKKRERIGRILQMHANTREEI---N  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L DP         E P P++   I P + A +E++  
AL
Sbjct  366  
EVYAGDIAAAVGLKDTTTGDSLCDPANPIVLESMEFPEPVIFVAIEPSSKAAQEKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +LA+ DP      D+ T + I+  +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
QKLAEEDPTFTVRTDAETGQTIIGGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETIT  485

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    +    +      +  + + V PL  G G ++E++   G + + +   V  
GI+
Sbjct  486  VPVD-
VEYKYSKQSGGRGQYGHVKIRVNPLEPGEGYKFENKTVGGSVPKEYVGPVDQGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D  +    G Y+   S+   F+  A +  + A+K+  + 
LLEP  +
Sbjct  545  
GAMQSGIVAGYPVVDVGVELYDGSYHEVDSSEMAFKMAASMAFKDAMKKGNSVLLEPVFA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       I+  + +    V    +P   +  Y TDL   T 
GR+
Sbjct  605  
VEVVTPEDYMGDVMGDLNSRRGMIQGMEARNGAQVIKAHVPLSEMFGYSTDLRSATQGRA  664

>OGM28139.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPHIGHO2_01_FULL_39_95]
 OGM33891.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 



RIFCSPHIGHO2_02_FULL_39_13]
 OGM38897.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPHIGHO2_12_FULL_40_20]
 OGM67836.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPLOWO2_01_FULL_39_61]
 OGM75388.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPLOWO2_12_FULL_39_9]
Length=697

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 194/687 (28%), Positives = 324/687 (47%), Gaps = 
90/687 (13%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            KI NIGI+AH+DAGKTT TE +L+ +G   + GSV++GTT TD M  ER+RGITI  
AA+
Sbjct  3    
KIRNIGIIAHIDAGKTTTTERILFETGKTYKLGSVDEGTTATDWMEQERERGITIVSAAI  62

Query  61   TSFQWH----------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            T+F W             ++NI+DTPGH+DF AEV RSL VLDGA++V   + GV+
+Q+ 
Sbjct  63   TTF-
WDLQTASSVENGHYRINIIDTPGHIDFTAEVERSLRVLDGAVMVFDGRTGVESQSE  121

Query  111  ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEI-----  164
             ++    +  +P +  +NK++  G D +  ++S++++L A+ + ++  + L  ++     
Sbjct  122  
TVWRQADRYKVPRICILNKLNLIGADFEGSIKSIKERLGANAVPVQYPIGLEHDLRGIVD  181

Query  165  ----------VLEEN--------TDI---------
EAWDAVIENNDKLLEKYIAGEPISR  197
                      V+E+N         D+         E  +AV E +D  L+KY+ G+ 
+  
Sbjct  182  
LVRMKAYTYKVVEDNKLTEEEIPADVLEAANKYRNELVEAVAEYHDDTLQKYLDGKKLDE  241

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGE-  243
              + +  +  V     FP+  G  +  L +Q L+DAV              G+    
G+ 
Sbjct  242  ADIKKAIRAGVISGKFFPILGGDNRTAL-
VQTLLDAVVEYLPSPLDVPPVEGINPKTGDK  300

Query  244  -----
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                 + S   CG  FKV       R VY+R+YSG ++       AG+    +T+     



Sbjct  301  EKREPKNSEPFCGLAFKVVTDPHVGRLVYVRVYSGVIK-------
AGQPVYNVTKQAQER  353

Query  299  KGEIV--------RTDTAYPGEIVILPS--DSVRLNDV--
LGDPTRLPRKRWREDPLPML  346
             G++V          + AY GEIV +    D+   N +  LG P  L    +   P 
P++
Sbjct  354  IGKLVLLHADQRELIEEAYAGEIVAVVGIRDTTTGNSLTDLGHPILLESISF---
PDPVI  410

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               I P T + +E++  AL +L+D DP  R + +  T + I+S +G +QLE++   
+  +
Sbjct  411  
SLAIEPATKSDQEKMGLALQKLSDEDPTFRIKSNFETGQTIISGMGELQLEILVDRMKRE  470

Query  407  YKLETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            + ++     P V Y E  + + A       +      +    + V P   G G ++
+S +
Sbjct  471  
FNVDATTGAPQVAYKETIKKMGAGEGKYIRQTGGRGQYGHCLIRVEPKGRGEGYEWKSEI  530

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              G +   F  A+  G+R  LEQG+  G+ +TD K+    G Y+   S+   F+    
+ 
Sbjct  531  
KGGAIPSEFIPAIEKGVREKLEQGILAGYPMTDIKVIVYDGSYHEVDSSEIAFKIAGSLA  590

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +E+A K +   LLEP +   +  P E++     D     A I+  + +        
+ P 
Sbjct  591  
VEEATKRADIILLEPIMKIEVTTPDEFMGDIIGDLSSKRAQIQGTEKRGMFTAIMAQAPL  650

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
                 Y T L   + GR+    E   Y
Sbjct  651  AEFAGYATKLRSISQGRATFYMEPSHY  677

>WP_029160211.1 GTP-binding protein [Clostridium scatologenes]
 AKA69444.1 small GTP-binding protein [Clostridium scatologenes]
Length=887

 Score = 259 bits (663),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 190/627 (30%), Positives = 308/627 (49%), Gaps = 
46/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK I +GILAHVDAGKTTL+ES+LY SG I + G V+      DT  LE++RGITI 
+  
Sbjct  1    
MKKIVVGILAHVDAGKTTLSESMLYLSGKIRKLGRVDNKDAYLDTYSLEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              FQ    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DG+Q  T+ L+  L    
Sbjct  61   
AIFQVDEAQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGIQGHTQTLWRLLSIYK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDAVI  179
            IP  IFINK+DQ G D + +++ ++D+L+ +            I  +EN D+E  
+D V 
Sbjct  121  IPVFIFINKMDQVGTDKEKLMKELKDRLNDEC-----------IEFQEN-
DMEIFYDQVA  168

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++K++E +I    I +  L+ E    ++   +FP Y+GSA K  G++  ++ +    
+
Sbjct  169  MCDEKVMENFIETGEI-KSALISE---
LIKSRKVFPCYFGSALKLEGVEEFINGIVKYSE  224

Query  240  -
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-----------  287
             P+    S      VFK+   D G R  ++++  G+L+++   AL  +            
Sbjct  225  RPL---YSEEFGAKVFKISRDDQGNRLTFMKITGGSLKVK--
TALTNKTTDMENSTYNIW  279

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-
LPRKRWREDPL--P  344
            + KI ++RI S  +      A  G I ++   +         P   L  +R    
PL  P
Sbjct  280  EEKINQIRIYSGQKFELVSEAEAGAICVVTGLTKTY------
PGEGLGAERASSKPLLEP  333

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   +  K       +L  L ++ + +P L    +    EI +  +G VQ+E++ 
+++ 
Sbjct  334  
VLSYKVILKEGCDPRIMLPKLREIEEEEPELHIIWEENLQEIQVQIMGEVQIEILQSIIK  393

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            +++ ++      +++Y E  L       H E  P   ++ + L + P  LGSG+Q+    
Sbjct  394  DRFDIDVTFDSGTILYKETILNTVEGVGHFE--
PLRHYSEVHLLMEPGELGSGLQFFINC  451

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            S   L +++Q  +   +     +G L G  +TD KI    G  +   +   DFR      



Sbjct  452  
SEDCLEKNWQRLILTHLEEKAHKGVLTGSMITDMKITLVAGRAHKKHTEGGDFREATYRA  511

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            + Q L ++ + LLEPY  F L  P++ + RA  D  K   T E   V  D     G  
P 
Sbjct  512  
VRQGLMQANSILLEPYYEFQLELPEKMVGRAMTDVEKMHGTCEITGVNGDIATVVGSAPV  571

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
              ++ Y+ D+  YT G+      LKGY
Sbjct  572  VTMRNYQRDVISYTKGKGRLFYSLKGY  598

>WP_070678707.1 elongation factor G [Streptococcus sp. HMSC062D07]
 OFQ06647.1 elongation factor G [Streptococcus sp. HMSC062D07]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246



             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_000090356.1 elongation factor G [Streptococcus pneumoniae]
 C1CIF3.1 RecName: Full=Elongation factor G; Short=EF-G



 ACO21050.1 translation elongation factor G [Streptococcus 
pneumoniae P1031]
 ELU78564.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0153]
 ELU84285.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0076]
 ELU93797.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0446]
 EMY83743.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0164]
 EMY85876.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0159]
 EMY86108.1 translation elongation factor G [Streptococcus 
pneumoniae PNI0212]
 CIU77923.1 elongation factor G [Streptococcus pneumoniae]
 CIO77781.1 elongation factor G [Streptococcus pneumoniae]
 CIS74080.1 elongation factor G [Streptococcus pneumoniae]
 CKC11565.1 elongation factor G [Streptococcus pneumoniae]
 COA61596.1 elongation factor G [Streptococcus pneumoniae]
 COC62280.1 elongation factor G [Streptococcus pneumoniae]
 COO08083.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  



DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_097043544.1 elongation factor G [Terribacillus aidingensis]
 SNZ17837.1 translation elongation factor 2 (EF-2/EF-G) 
[Terribacillus aidingensis]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 190/680 (28%), Positives = 312/680 (46%), Gaps = 
68/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------DII  153
            +F+NK+D+ G D    V+++ ++L A                               
D+ 
Sbjct  132  
VFVNKMDKTGADFLYSVKTMHERLGANAHPVQLPIGAEDDFEGIIDLITMEAFYYLDDLG  191

Query  154  IKQTVSLSPEIV--
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +      PE +  L E       +AV E ++ L+E+Y+ GE  S E+L +  +      
Sbjct  192  
QRSEARAIPEDMKELAEEYRTNLIEAVAEQDESLMERYLEGEEFSNEELKQAVRNATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
              +PV+ GSA K  G+Q L+D             A+ G+     EQ       S      
Sbjct  252  
EFYPVFCGSAFKNKGVQLLIDGVVDYLPAPTDVPAIEGIVPGTEEQVVRKSSDSEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V  + ++K     +I +M   ++ EI    
T 
Sbjct  312  
AFKVATDPFVGKLTFFRVYSGTLDAGSYVKNSTKDKRERVGRILQMHANTREEI---STV  368

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367



            Y G+I   +        D L D   L        P P++   I PKT A ++++  
AL +
Sbjct  369  
YAGDIAGAVGLKDTSTGDTLCDEKSLVILESMVFPEPVISVAIEPKTKADQDKMSVALGK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  P V Y E   
+A
Sbjct  429  LAEEDPTFRTETNVETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQVAYRE-
TFRA  487

Query  428  ASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            ++      V  +      G   +   P   G+G ++E+++  G + + +  +V  
GI+  
Sbjct  488  
SAEVEGKFVRQSGGRGQFGHVWIKFEPNEEGAGFEFENKIVGGVVPREYIPSVEAGIKEA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    +LEP 
+   
Sbjct  548  
MENGVLAGYPLIDVKASLFDGSYHDVDSNEMAFKVAASMALKNAKNKCQPVILEPLVKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E    +    V    +P   +  Y T L   T 
GR   
Sbjct  608  
VVIPEEYMGDIMGDITSRRGRVEGMDTRGPAQVVNAFVPLAEMFGYATALRSNTQGRGTY  667

Query  604  LTELKGYQ---AAVGQPVIQ  620
                  Y+    +VG+ +I+
Sbjct  668  TMTFDHYEEVPKSVGEEIIK  687

>WP_102468413.1 MULTISPECIES: elongation factor G [Vibrio]
 PMH29599.1 translation elongation factor G [Vibrio sp. 10N.
286.49.C2]
 PMH56114.1 translation elongation factor G [Vibrio sp. 10N.
286.49.B1]
 PMH81059.1 translation elongation factor G [Vibrio sp. 10N.
286.48.B7]
Length=694

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 195/668 (29%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A+ +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFFNVVDQVKNVLGANPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN ++                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYELLDVPADMVDEVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQIILDAVVDYLPAPTEVDPQPLMDDAGEETGEHAIVSADETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483



            KA   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  AV  
G   
Sbjct  485  
KAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFSFKSVVVGGNVPKEFWPAVEKGFGG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_084669694.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGKGQIVRAYVPLAEMFGYATVLR  658



Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_042969299.1 elongation factor G [Bacillus thuringiensis]
 AIE31242.1 elongation factor G [Bacillus thuringiensis serovar 
kurstaki 
str. HD-1]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDGPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   



Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + L   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWLEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_014355309.1 elongation factor G [Acetobacterium woodii]
 AFA47706.1 translation elongation factor G [Acetobacterium woodii 
DSM 1030]
Length=690

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 185/685 (27%), Positives = 316/685 (46%), Gaps = 
66/685 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ SG I + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHIDAGKTTTTERILFYSGKIHKIGETHDGVSQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TCFWKNNRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D  G D  +V+  + D+LS                    D++I + +    
Sbjct  129  
PRMAYINKMDITGADFYNVLSMMEDRLSTNPVPIQLPIGKENDFVGIIDLLIMKAMIYKD  188

Query  163  EI--------------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+               L E    +  +++ + ++ ++EK++ GE I  ++L    
+   
Sbjct  189  
ELGEDIDIIDIPEDMRELAEEYREKLIESISDYDEDIMEKFLDGEEIGLDQLKAAIRLAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+Q ++D             A+TG+    GE+           
Sbjct  249  
LHVDIIPVVCGSSYKNKGVQLVLDAIVDYMPCPLDVPAITGINPDTGEEEERHPSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG++     +   +   RE+L +I +M    + 
EI   
Sbjct  309  
SALAFKIMTDPFVGKLAFFRVYSGSINSGSYIYNSSKGKRERLGRILQMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L + T        E P P++   I PKT A +E+
+  A
Sbjct  366  
STVYTGDIAAAVGLKDTSTGDTLCNDTAPIILESMEFPEPVIHVAIEPKTKAGQEKMSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTRTDEETGQTIISGMGELHLDIIVDRMLREFKVEANVGAPQVAYKESI  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA  A      +      +    + + P+  G+G  +E++   G + + F N +  
GI 
Sbjct  486  



TKAVDAEGKFARQSGGRGQYGHCLIRMEPVEPGTGYIFENKTVGGSIPKEFINPINQGIE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ V D K+    G Y+   S+   F+    +  +  ++++   
+LEP   
Sbjct  546  
EAMRNGVLAGYPVLDLKVTVYDGSYHDVDSSEMAFKVAGSMAFKNGMRKADPVILEPVFK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  +++    +  G +P   +  Y T L   T 
GR 
Sbjct  606  
LEVVIPEEYMGDVMGDISSRRGRVEGMEMRGGAQIIKGMVPLSEMFGYATTLRSKTQGRG  665

Query  602  VCLTELKGYQAA---VGQPVIQPRR  623
            V   +   Y+A    + + +I+ R+
Sbjct  666  VYTMQFSHYEAVPKFISEEIIEGRK  690

>WP_075526715.1 GTP-binding protein [Lysinibacillus sphaericus]
 AOV06606.1 elongation factor G [Lysinibacillus sphaericus]
Length=646

 Score = 254 bits (650),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 173/612 (28%), Positives = 294/612 (48%), Gaps = 
27/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG++AHVDAGKTT +E LLY + +I   G V+   T  DT  +E++RGIT+ A    
F +
Sbjct  5    
IGVVAHVDAGKTTFSEQLLYHTNSIRHRGRVDHQDTFLDTHDIEKKRGITVFADQAMFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA DGV+  T  ++  LRK  
+PT  
Sbjct  65   
GESMYTLIDTPGHVDFSPEMERAIQVMDYAIVIISAVDGVEGHTETVWQLLRKYRVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NKID+ G ++++V+Q ++  L+ D+      +   + V++E       + + E 
N+ L
Sbjct  125  FMNKIDREGANVENVMQDIQTNLTEDVY--DFTNDFEDGVMQEG----
LIEFIAERNEAL  178

Query  186  LEKYIAGEPISREKLVREEQRR--VQDASLFPVYYGSAKKGLGI---QPLMDAVT-
GLFQ  239
            L+ Y+    +  +  +  E  +  +Q+  +F    GSA K +GI     L+DA+T   



+ 
Sbjct  179  LDHYL---
EVGYDAALWLETLKTMIQENQIFVCASGSALKDIGIVEFLALLDALTETTYS  235

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              GE         V+K+ + + G R  +L+  SG LR+RD V   G    KIT++R
+ + 
Sbjct  236  DEGE-----FTAKVYKIRHDESGNRVTFLKSLSGMLRVRDEVKY-
GEHAEKITQIRLYNG  289

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +    D A+ G +  +   +   N  +GD   +  +    + +P L +T+    +   
+
Sbjct  290  SKYQAVDKAHAGTLFAVTGLT---
NTTVGDSIGVLEENTTFELVPTLTSTVEFDASIHVK  346

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    EI +  +G +QLEV+  ++ E++ +E     
P ++
Sbjct  347  
EVLKCFYMLDAEDPSLHVIWNEHFEEIHVHVMGTIQLEVLKQVVQERFGIEVHFGTPKIL  406

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + L + P    SG+ +E++     L+   QN 
+R 
Sbjct  407  YKETVETTVIGYGHFE--
PLRHYAEVHLKIEPAERNSGISFENKCHANDLSIGNQNLIRQ  464

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      GL  G  +TD  I    G  +   ++  DFR      L Q L+++   
LLEP
Sbjct  465  
HIFEREHHGLLTGSGLTDVNITLLTGRAHHEHTSGGDFREATHRALRQGLEQAKNVLLEP  524

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +    + + R   D  +   T +  +   +  +  G++P      Y    A  
TN
Sbjct  525  
YYDFKIKVELDMMGRILSDIQQAHGTFQPPETIGNHTIINGKVPVATFMNYSQTFASITN  584

Query  599  GRSVCLTELKGY  610
            G+     +  GY
Sbjct  585  GKGALSLKFSGY  596

>KRM87208.1 elongation factor g [Lactobacillus thailandensis DSM 
22698 = 
JCM 13996]



Length=650

 Score = 254 bits (650),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 194/625 (31%), Positives = 305/625 (49%), Gaps = 
37/625 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I  GILAHVDAGKTTL+E+LLY +G + + G V+KG    D   LE++RGITI A     
Sbjct  10   
ITAGILAHVDAGKTTLSEALLYRTGTVRQLGRVDKGDAFLDPDALEKRRGITIFAHQAQL  69

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +H   + ++DTPGH+DF A+  R L+VLD AILV++A DGVQ  TR L+  L++  
+PT
Sbjct  70   
HYHNLALTLLDTPGHVDFAAQTERVLSVLDYAILVVAAPDGVQGYTRTLWRLLQRYEVPT  129

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAVIEN  181
             IF+NK+D  G D  +++ +++  L A  +             E N  +  +A + 
V   
Sbjct  130  FIFVNKMDAPGTDRAAIMAALQRDLGAGCV----------
DFTEANGQLHDDAVEQVAVQ  179

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D +L  Y+    +S   +    Q  VQ   +FP Y+G+A K  G+  L+  +    
+P 
Sbjct  180  DDTVLADYLEQGTLSDTTV----
QTLVQQRRVFPCYFGAALKLRGVDALLAGIARWARPT  235

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                +A     VFKV +   G+R  +LR+  GTLR +D  AL   EK    ++R+ 
+  +
Sbjct  236  AW--AADFGARVFKVSHDAHGERLTWLRVTGGTLRAKD--ALVDGEKAN--
QLRVYNGAK  289

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRE  359
                     G++  + +  V      G    L   +    PL  P+L  T+AP T 
A   
Sbjct  290  YTVVPAVRAGDVCAV-TGLVHTTPGQG----LGTAKAAVTPLMQPVLTYTLAPGT-
ADIH  343

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L A+ +LAD DPLL  +     +EI +  +G +QLEV+  LL++++ L+    + 
S++
Sbjct  344  
TCLQAMEELADEDPLLHVQWLRELNEIHVQVMGTIQLEVLQQLLADRFGLQVDFVQGSIL  403



Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + L +TPL  G+G+ + S  S+  L +++Q+ 
V  
Sbjct  404  YQETITAPVEGVGHFE--
PLRHYAEVHLLLTPLPRGAGLHFTSDCSVDVLPRNWQHQVLT  461

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT----Q  534
             +     +G L G  +TD +I    G   +  S   DFR      + Q L  + T    
Q
Sbjct  462  
SLAAKEHRGVLTGAPITDMEIKLVNGRASNVHSVGGDFREATWRAVRQGLMMARTQGQCQ  521

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+ +F L    + + RA +D  +              V  TG  P   ++ Y   
+ 
Sbjct  522  
LLEPWYAFQLTVGADQVGRALNDIQQMDGDFAAPAAAAQMVTITGHAPVATMRDYSQRIR  581

Query  595  FYTNGRSVCLTELKGYQAAVGQPVI  619
             YT+ +      + GYQ    + V+
Sbjct  582  AYTHRQGQLDCVVAGYQPCHNEEVV  606

>SCI39602.1 Tetracycline resistance protein tetM [uncultured 
Butyricicoccus 
sp.]
Length=860

 Score = 259 bits (662),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 198/624 (32%), Positives = 304/624 (49%), Gaps = 
44/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL E++LY +G +   G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKRIVVGILAHVDAGKTTLAEAMLYRAGVLRRLGRVDHRDAFLDTAALERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQA T  L+  L 
+  
Sbjct  61   
AVFDLAGTSVTLLDTPGHVDFSAEMERTLQVLDYAVLVISGTDGVQAHTHTLWRLLARHQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP V+F+NK+D A  +   ++  ++ +L    +               N   +A++  



+ 
Sbjct  121  IPVVVFVNKMDLASTERAGLLAELKKQLGEGCVD-----------
FNGNAARQAFEESLA  169

Query  181  NNDK-
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              D+ LLE+Y+ G+ + R+K +      ++  ++FP Y+GSA    G++ L+D +   
+ 
Sbjct  170  VCDETLLERYLDGQAV-RDKDI---
AALIRTRTVFPCYFGSALHLQGVEDLLDGLD-RYT  224

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEMRIP  297
             +   G AA    VFKV   + G+R  YL+L  GTLR+R+ V+ +  G  + K+ +
+RI 
Sbjct  225  DMPADG-
AAFGARVFKVARDEQGKRLTYLKLTGGTLRVREVVSGSEDGGWQEKVNQLRIY  283

Query  298  SKGEIVRTDTAYPGEIV-------ILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRT  348
            S  +    +TA  G +         +P   + L  V G   P   P   +R      
L  
Sbjct  284  SGMKYRTVETAECGMVCAATGLTHTMP--GMGLGSVAGALSPALEPVLTYR----
MRLPD  337

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
               P    Q  RLL+      + DP LR   +  + EI L  +G VQLE+++ L+ 
E++ 
Sbjct  338  GCDPHVMLQNMRLLE------
EEDPQLRVSWNEASAEIHLQLMGEVQLEILARLIEERFG  391

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
                     ++Y E     A    H E  P   +A + L + P   GSG+ + S      
Sbjct  392  AAVQFDTGRIVYKETIASPAVGIGHFE--
PLRHYAEVHLLLEPGERGSGLVFASACPTDV  449

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L+ ++Q  +   +      G L G  VTD KI    G  +   +   DFR      
+ Q 
Sbjct  450  
LDLNWQRLILTHLGEKTHIGVLTGAPVTDMKITLLTGRAHVKHTEGGDFREATYRAVRQG  509

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L ++ + LLEPY +F L  P+  + RA  D  +   + E  + K    V TG+ P   
++
Sbjct  510  
LMQADSILLEPYYAFRLEVPESCIGRAMSDIQRLDGSFEIPESKDGRAVLTGKAPVSTLR  569

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y T++A YT G      EL GY+



Sbjct  570  DYWTEVAAYTRGEGRLSCELSGYE  593

>WP_049863889.1 elongation factor G [Pseudoalteromonas rubra]
 KNC68107.1 elongation factor G [Pseudoalteromonas rubra]
 ALU43512.1 elongation factor G [Pseudoalteromonas rubra]
Length=695

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 311/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
               IF+NK+D+ G D   VV  V++ L+A+                   ++++   
+  E
Sbjct  126  
ARCIFVNKLDRMGADFYRVVDQVQNVLAANPLVMTLPIGIEDEFCGVVDVLEKKAYVWDE  185

Query  164  IVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I+   A                 +E +D L+E Y+ GE  S E++    
++ 
Sbjct  186  
TGLPENYEIQDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEMPSLEQIKACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE--  257
             +D + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V  
V+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDKDTGEPTGEVATVDAE  305

Query  258  ----------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                        D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
E+ 
Sbjct  306  
QPLKALAFKIMDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNELT  365



Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGYTFSSSVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKMMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPV  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGATGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_023939638.1 elongation factor G [Streptococcus pseudopneumoniae]
 ETE01585.1 elongation factor P [Streptococcus pseudopneumoniae 
5247]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_069651096.1 elongation factor G [Caloranaerobacter 
ferrireducens]
Length=702

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 197/690 (29%), Positives = 319/690 (46%), Gaps = 
73/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  22   
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  81

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  82   
TCFWRDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYNV  141

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D    V+ ++D+L A+ +              I   V+++  
I  +
Sbjct  142  
PRIAFVNKMDIMGADFYRAVEMMKDRLGANAVPIQLPIGKEDTFVGIVDLVNMNARIYKD  201



Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI             +  +A+ E +++L+ KY+ GE ++ E+++   
++  
Sbjct  202  
DLGKEIEITDIPDEIRDLAEEYREKLLEAIAEQDEELMMKYLEGEELTTEEIISAIRKAT  261

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  + PV  GSA K  G+Q L+DAV   L  PI                          
Sbjct  262  
INVEIVPVLCGSAYKNKGVQMLLDAVVDYLPSPIDLPAVKGMKPNSDEEIERKASDDEPF  321

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG LR    V  + + K     +I +M    + 
EI   
Sbjct  322  
SALAFKIMADPYVGKLAFFRVYSGVLRSGSYVLNSTKGKKERIGRILQMHANKREEITEV  381

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   S    D L D          E P P++   I PKT A +E+
+  A
Sbjct  382  ---
YAGDIAAAVGLKSTITGDTLCDENAPIVLESMEFPEPVISVAIEPKTKAGQEKMAIA  438

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  439  
LAKLAEEDPTFRTYTDQETGQTIISGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETI  498

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + + P   G+G ++ +++  G + + +  AV  
GI+
Sbjct  499  
TKAVDVEGKFVRQSGGRGQYGHVKIKMEPKERGTGYEFVNQIVGGVIPKEYIPAVDAGIQ  558

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+  G+ V D K+    G Y+   S+   F+    +  ++ +K+    
LLEP + 
Sbjct  559  
EAMLNGILGGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEGMKKGNPVLLEPIMK  618

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  619  



VEVVVPEEYMGDVMGDINSRRGRVEGMESRSGAQVIRGYVPLAEMFGYATDLRSKTQGRG  678

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
                +   Y+ A          PNS  +KV
Sbjct  679  TYTMQFSHYEPA----------PNSVAEKV  698

>WP_050323827.1 elongation factor G [Streptococcus equi]
 CRR05021.1 elongation factor G [Streptococcus equi subsp. equi]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+LV   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELVAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGVNPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S



+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVIAGIGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGTSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_042514117.1 elongation factor G [Bacillus anthracis]
 KHA44219.1 elongation factor G [Bacillus anthracis]
 AJH88197.1 translation elongation factor G [Bacillus anthracis]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGGVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_003456407.1 GTP-binding protein [Clostridium perfringens]
 EDT24613.1 putative tetracycline resistance protein [Clostridium 
perfringens 
B str. ATCC 3626]
Length=646

 Score = 254 bits (650),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 183/629 (29%), Positives = 296/629 (47%), Gaps = 
28/629 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-KITEMRI--
PSKG  300
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI   
SK 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+V    A  G+I  ++    +   D +G            D +P L++ +  +     
+
Sbjct  293  ELVNEVNA--GDIFTVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPK  345

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     
P ++
Sbjct  346  
EVLSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEIL  405

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +      H E  P   ++ + L + PL   SGV +E++     L    QN 
+R 
Sbjct  406  YKETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGVVFENKCHADDLTPGNQNLIRT  463

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I     +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEP
Sbjct  464  
HIFECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEP  523

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T 
Sbjct  524  
YYKFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTK  583

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
            G+     +  GY     +  I  +    R
Sbjct  584  GKGGLSLKFHGYDLCHNEEEIIEKMAYDR  612



>WP_036756654.1 elongation factor G [Streptococcus infantis]
 KGF32553.1 elongation factor G [Peptoniphilus lacrimalis DNF00528]
 KXU13056.1 Translation elongation factor G [Streptococcus infantis]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357



               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_103606020.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 188/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYGDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535



Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_023487862.1 GTP-binding protein [Lactobacillus crispatus]
 EST04432.1 translation elongation factor [Lactobacillus crispatus 
EM-LC1]
Length=641

 Score = 254 bits (650),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 189/628 (30%), Positives = 296/628 (47%), Gaps = 
61/628 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY  G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKVGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 



Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTEGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D                P  +L+  
+  K
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---------------
PAALLKPVLTYK  322

Query  354  TAAQRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               Q   L   L AL  L D DP L         EI +  +G++QLE++  L+ E+
+ L 
Sbjct  323  
VNPQDNDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLN  382

Query  411  TVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             V ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL 
Sbjct  383  IVFEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLE  437

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ +   ++     G+   + +TD KI    G      S   DFR      
+ Q
Sbjct  438  
VLTKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQ  497

Query  527  ALKESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L E      T LLEP+  F L   ++ + RA +D  +      T +   +  V 
+G  P
Sbjct  498  
GLMEEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAP  557

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               +Q Y T++  YT+G       + GY
Sbjct  558  VAEMQDYATEVRNYTHGEGNLECVVSGY  585

>WP_061642981.1 elongation factor G [Streptococcus pneumoniae]
 CVS44161.1 elongation factor G [Streptococcus pneumoniae]
 CVZ98813.1 elongation factor G [Streptococcus pneumoniae]
Length=693



 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLYDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_004250723.1 elongation factor G [Streptococcus infantis]
 EJG89356.1 translation elongation factor G [Streptococcus infantis 
SPAR10]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    



+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_098689191.1 elongation factor G [Bacillus toyonensis]
 PGC63346.1 elongation factor G [Bacillus toyonensis]
Length=692

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMIKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------



GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_074781722.1 GTP-binding protein [Sharpea azabuensis]



 SFD61575.1 small GTP-binding protein domain-containing protein 
[Sharpea 
azabuensis]
 SFK60371.1 small GTP-binding protein domain-containing protein 
[Sharpea 
azabuensis]
Length=845

 Score = 259 bits (661),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 182/621 (29%), Positives = 305/621 (49%), Gaps = 
44/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G +AHVDAGKTTL+ESLLY +      G V+   T  D    ER RGITI 
+ +
Sbjct  1    
MKNIVTGFVAHVDAGKTTLSESLLYITHTTRHQGRVDHKDTLLDFDQQERDRGITIFSKI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            ++  +       +DTPGH+DF  E+ R+L+VLD AIL++S  DG+QA T+ ++  L    
Sbjct  61   
SNINYLDTHFTFLDTPGHVDFSGEMERALSVLDYAILIVSGIDGLQAHTKTIWKLLSYYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--
WDAV  178
            IPT IF+NK+D +      ++ ++R+ LS +II                 DIE   
++ +
Sbjct  121  IPTFIFVNKMDISPYTKHELLDNLRE-LSDNII-----------------
DIEKMNYEEM  162

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D LLE+Y+    +S+E LV    + +Q+  LFPV +GSA K   +Q L+D +    
Sbjct  163  AMADDALLEEYMQTNALSKESLV----
KAIQERKLFPVIFGSALKNDHVQELLDMLNTYT  218

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P   Q    L  SV+K+++ D G+R  Y+R+Y G L ++  +      + KI +
+R+  
Sbjct  219  IPHSTQNE--LSASVYKIDHDDKGERLTYVRIYDGMLHVKQLI-----
NEEKINQIRLYQ  271

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +    + A  G +V+L      +  D++G     P   + +   P +   +       
Sbjct  272  GNKYTLLEEAGAGSVVVLTGLKETQSGDIIGRGK--PHTSYLQ---
PYMHYQLHLADNEN  326

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



            + ++L+ L  LA  +PLL  ++    H I +S +G +Q+E++  ++ E+Y  E  +    
Sbjct  327  QSKMLENLRLLAQEEPLLNMKIQDAQH-
IEVSLMGEIQIEILKEIIRERYHEEVTIDSKQ  385

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + Y E  L +     H E  P   +A + + + PL  GSG++YE+R  +  L ++
+Q  +
Sbjct  386  ISYKETILDSVEGVGHFE--PLRHYAEVHILLEPLPTGSGIEYENRC-
MNNLPENYQRLI  442

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++  +  G L G  +TD +     G  +   +   DFR      +  AL  + 
+ LL
Sbjct  443  
MTHLQEKVHLGVLTGSPLTDIRFVLLGGKAHDKHTVGGDFREATYRAVRHALMRTTSILL  502

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  ++L  P  ++S+A++D       I T           G+ P   +  Y  +
+  Y
Sbjct  503  EPYGKYVLKIPSSFISKAFYDLDSEQPPIITDD-
NGTTATIKGQAPIEMLSNYTQEVLNY  561

Query  597  TNGRSVCLTELKGYQAAVGQP  617
            T G      E + Y A V +P
Sbjct  562  TKGEGSLSIE-ETYYAPVKEP  581

>WP_061750250.1 elongation factor G [Streptococcus pneumoniae]
 CVU90466.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAEIDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>EFI63952.1 elongation factor G [Bacillus cereus SJ1]
Length=693

 Score = 256 bits (653),  Expect = 3e-72, Method: Compositional 
matrix adjust.
 Identities = 192/685 (28%), Positives = 317/685 (46%), Gaps = 
66/685 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL++
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
KNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTFS  668

Query  605  TELKGYQ---AAVGQPVIQPRRPNS  626
                 Y+    +V + +I+  + N+
Sbjct  669  MVFDHYEEVPKSVSEEIIKKIKVNN  693

>WP_105131489.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_073525552.1 MULTISPECIES: elongation factor G [Bacillus]
 OKA25958.1 translation elongation factor G [Bacillus cereus]
 OOZ89135.1 translation elongation factor G [Bacillus cereus]
 PRP93455.1 Elongation factor G [Bacillus sp. M21]
Length=692

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 188/657 (29%), Positives = 306/657 (47%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169



            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL++
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
KNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR 



Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_004233287.1 elongation factor G [Streptococcus equinus]
 EFW88640.1 translation elongation factor G [Streptococcus equinus 
ATCC 9812]
Length=692

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFNGIIDLVKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEGELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---



FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>PNV86669.1 elongation factor G [Desulfobacteraceae bacterium]
Length=691

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 193/672 (29%), Positives = 317/672 (47%), Gaps = 
73/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 
T+  



Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVSYKMGEVHEGTAVMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTMEVERSLRVLDGAVAIFCAVGGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------
IVLEENT  170
             FINK+D+ G D Q  ++ +R +L A  +  Q + L  E              +V 
EE+T
Sbjct  132  AFINKMDRMGADFQRCLEMMRARLGASAVAVQ-
IPLGEEQDFRGVVDLISMKAVVWEEST  190

Query  171  DIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                +                     +AV + ++ LLEKY+ G  IS +++    
+R   
Sbjct  191  
SGAGYQLIDLPDEVQDEAEEYRQLLVEAVADVDENLLEKYLEGHTISNDEIETALRRATV  250

Query  210  DASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQGSA------ALC  250
            +  L PV+ G+A K  G+Q L+D             A++G+  P GE  ++         
Sbjct  251  ELQLVPVFCGAAFKNKGVQLLLDGIVKYLPSPLDVEAISGI-
TPQGEVETSAADDDAPFA  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLR-----LRDTVALAGREKL-
KITEMRIPSKGEIVR  304
               FK+          +LR+YSG L+     L  T ++  REK+ ++ +M    + 
EI  
Sbjct  310  ALAFKLMNDPFVGHVTFLRVYSGHLKSGIQVLNSTKSV--
REKIGRLLKMHANKREEI--  365

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+IV  L   +    D L DP R       E P P++   I PK+   +E
+L  
Sbjct  366  -
KEVYAGDIVAALGLRNTATGDTLCDPARPIVLEAMEIPAPVISIAIEPKSKEDQEKLGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            +L ++A  DP    +V+  T E I+S +G + LE++   L  ++K+   V +P V 
Y E 
Sbjct  425  
SLAKIAAEDPTFIVKVEQETSETIISGMGELHLEIIVDRLLREFKVNANVGKPQVAYRET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R ++     +        F   + L + P   G+G ++  R+  G + + +  



+V  G
Sbjct  485  ITRKVRVEGRFVRQSGGRGQF-
GHVWLELEPNERGAGFEFGDRIVGGAVPKEYIRSVGRG  543

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  LEQG+  G+ + D ++    G Y+   S+   F     + ++   K++   
LLEP 
Sbjct  544  
VKEALEQGIIAGYPLVDIQVNLVDGSYHEVDSSDIAFAIAGSMAVKSGAKDAAPILLEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P+EY+     D       I   + +    V    +P   +  Y TDL   
T G
Sbjct  604  
MAVEVVVPEEYIGEVVGDVNARRGRIMRMETRTKVQVIESRVPLAEMFGYATDLRSVTQG  663

Query  600  RSVCLTELKGYQ  611
            R+    +   Y+
Sbjct  664  RATFHMQFSHYE  675

>OLD17045.1 translation elongation factor G, partial 
[Acidobacteriales bacterium 
13_1_40CM_3_55_5]
Length=678

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 198/675 (29%), Positives = 314/675 (47%), Gaps = 
74/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHRIGEVHEGTATMDWMEQEQERGITITSAATTCT  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WRDIRINIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVHGVQPQSEKVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
             FINKID+ G D +  + ++R +L+A  I            K  V L     IV +
++T 
Sbjct  132  
CFINKIDKMGADFEHAIDTIRKRLNAKPIAIQIPIGQEDKFKGVVDLISMKAIVWQDDTI  191



Query  171  -------DI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI        EA+     + V EN+D++L K++ GE IS E+L    ++    
Sbjct  192  
GAEYLAGDIPPELQKKAEAFHTQLVETVAENDDEILHKFLEGEAISAEELRASLRKSTIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--GE-
QGSAALCGS--------------  252
              +FPV  G+A K  GIQPL+DAV   L  PI  GE +G+    G               
Sbjct  252  
LKVFPVVVGTAFKNKGIQPLLDAVVDYLPSPIDAGEVRGTDPNTGQEVTRKPDDKEPFSA  311

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-------
LKITEMRIPSKGEIVR  304
              FK+       +  ++R+YSG L+  ++V   GR +       LK+   +     
EI+ 
Sbjct  312  
LAFKIMADPFVGQLTFIRIYSGQLQSGNSVLNTGRGRTERIGRLLKMHANKREDINEILA  371

Query  305  TDTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             D         +   +V   D + D   P  L    +    +P++   + PKT A 
+E++
Sbjct  372  GDIC-----AAVGLKNVSTGDTICDEEHPIALESITF---
AVPVISVAVEPKTKADQEKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  +   D  + + I+S +G + LE++   +  +YK+E  V +P 
V Y 
Sbjct  424  
GMALGRLAQEDPTFKVHTDPDSGQTIISGMGELHLEIIVDRMMREYKVEANVGKPQVAYR  483

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K A        +      +    + + P   G G ++ + +  G + + F   
+  
Sbjct  484  
ETIRKKAEGEGKYIRQTGGRGQYGHAKIRLEPQEPGKGYEFVNDIVGGSVPKEFIKPIDQ  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  +E G L G+ + D K     G Y+   S    F+    +  ++A +++   
LLEP
Sbjct  544  
GIKEAMEGGVLAGYEMVDVKATLYDGSYHDVDSNEMAFKIAGSMAFKEAARKASPVLLEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +  P++Y      D       IE  + +    V    +P   +  Y T +   
T 
Sbjct  604  
VMAVEVVTPEDYAGVIMGDLSSRRGRIEGMEHRAGSQVIKAIVPLAEMFGYATHMRSSTQ  663



Query  599  GRSVCLTELKGYQAA  613
            GR+        Y+ A
Sbjct  664  GRAEYSMHFARYEEA  678

>WP_038182716.1 MULTISPECIES: GTP-binding protein [Viridibacillus]
 ETT86771.1 Translation elongation factor G [Viridibacillus arenosi 
FSL R5-213]
 OMC83422.1 elongation factor G [Viridibacillus sp. FSL H8-0123]
 OMC84409.1 elongation factor G [Viridibacillus sp. FSL H7-0596]
 OMC89464.1 elongation factor G [Viridibacillus arenosi]
Length=646

 Score = 254 bits (650),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 173/607 (29%), Positives = 289/607 (48%), Gaps = 
17/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LL+ + +I + G V+      D   +ER+RGIT+ A      
+
Sbjct  5    
IGILAHVDAGKTTFSEQLLFHTNSIRQRGRVDHKDAFLDNHAIERERGITVFAEQGIITY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     I+DTPGH+DF  E+ R++ V+D AIL+ISA DGV+  T  ++  LRK 
NIPT  
Sbjct  65   
NDHTYTIIDTPGHVDFSPEMERAIQVMDYAILIISAIDGVEGHTETVWQLLRKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK D+ GV+ + V+  +R  L+ ++    TV    +  ++E    E  + + E 
+++L
Sbjct  125  FLNKTDREGVNTELVLNEIRSNLTENVCDITTVFQDGQ--MQE----
ELIEFIAERDEEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+        K +   ++ +    +FP   GSA K +G+      +  L        
Sbjct  179  LEQYMDS-GYDNAKWLEAFKKLIASGEIFPSASGSALKDIGVLEFFLKLDQL-
TVTSYSK  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                   V+K+ + D  QR  +++  SG L++RD V   G    KIT++R+ +  +    
Sbjct  237  DIDFAARVYKIRHDDNDQRVTFMKCLSGYLQVRDEVKY-
GETSEKITQIRLYNGNKFTTV  295

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +    GE+  +   S V + + LG    + R++   + +P L++ +   +    + 



+   
Sbjct  296  NEVRAGELFAVTGLSGVEIGEGLG----
VLREKAVFELIPTLKSKVIFDSNIHVKEMFRC  351

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   DP L    D    EI +  +G +QLEV+  ++ E++  +    EP ++Y 
E  
Sbjct  352  
FKILDAEDPSLHIFWDEHFQEIHVHVMGVIQLEVLEQIVRERFSYKVSFGEPKILYKETI  411

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   GSGV ++++    +L+   QN +   
+   
Sbjct  412  GATVTGYGHFE--
PLRHYAEVHLQIEPAERGSGVTFKNKCHADHLSIGNQNLIHQHVLER  469

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD  I    G   +  ++  DFR      L Q L+++   LLEPY  
F 
Sbjct  470  
NHHGLLTGSAVTDVLITLLTGRGSNEHTSGGDFREATHRALRQGLEQAENILLEPYYDFK  529

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +    +++ R   D  +        +   D+VV  G +P      Y T  A +TNG
+   
Sbjct  530  
IKVDMDHIGRVMSDVQQAHGRFNPPENIGDKVVIKGRVPVATFMNYSTSFAAFTNGKGAL  589

Query  604  LTELKGY  610
                 GY
Sbjct  590  TLNFAGY  596

>OOL50878.1 elongation factor G, partial [Enterococcus faecium]
Length=227

 Score = 241 bits (616),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 120/226 (53%), Positives = 164/226 (73%), Gaps = 0/226 
(0%)

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND LLEKY++G+ +   +L +EE  R Q+ SLFP+Y+GSAK  +GI  L++ +T  
F   
Sbjct  1    
NDDLLEKYMSGKSLEALELEQEESIRFQNCSLFPLYHGSAKSNIGIDNLIEVITNKFYSS  60

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301



              +G + LCG+VFK+EYT   QR  Y+RLYSG L LRD+V ++ +EK+K+TEM     
GE
Sbjct  61   
THRGPSELCGNVFKIEYTKKRQRLAYIRLYSGVLHLRDSVRVSEKEKIKVTEMYTSINGE  120

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + + D AY GEIVIL ++ ++LN VLGD   LP+++  E+P P+L+TT+ P    
QRE L
Sbjct  121  
LCKIDRAYSGEIVILQNEFLKLNSVLGDTKLLPQRKKIENPHPLLQTTVEPSKPEQREML  180

Query  362  LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            LDAL +++D+DPLLR  VDS THEIILSFLG+VQ+EV+SALL EKY
Sbjct  181  LDALLEISDSDPLLRYYVDSTTHEIILSFLGKVQMEVISALLQEKY  226

>WP_041521587.1 elongation factor G [Gilvimarinus agarilyticus]
Length=695

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 195/669 (29%), Positives = 309/669 (46%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHEGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            IF+NK+D+ G +  +VV  VRD L A+ ++           K  V L             
Sbjct  129  
IFVNKLDRIGANFLNVVDQVRDVLGANALVMTLPIGTEDTFKGVVDLLENKAYVWDESGQ  188

Query  162  PEIVLEENTDIEAWDAV-----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE    E+   +  D V           +E +D L+  Y+ GE  S E L R  ++  
+D
Sbjct  189  
PENYSVEDVPADMADDVAMYREQLIETAVEVDDDLMMAYMEGEEPSIEDLKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------
QPIGEQGSAA----LC  250



             + FP + GSA K  G+Q ++DAV                     P GE+   +    
L 
Sbjct  249  
LTFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQELTDEEGNPTGEKAIVSADEPLK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADERNELSH--  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ I+   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  366  -
AQAGDIIAIVGMKNVQTGHTLCDPKHPCTLEAMVFPDPVISIAVAPKDKGSTEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             ++   DP  R E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E   
Sbjct  425  
GKMVAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVEMVVGQPQVAYRETIT  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P++  S+T   +   +  +  I   + P    SG  + S V  G + + F  A+  
G +
Sbjct  485  TPIE-
DSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSSVVGGNVPKEFFPAIEKGFK  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  544  
GMMEKGPLAGFPVLDVEIELYDGAFHAVDSSAVAFEIAAKGAFRQSMPKAGPQLLEPLMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    I   +     V    E+P   +  Y   L   T
+GR 
Sbjct  604  
VDVFTPEDHVGDVIGDLNRRRGMINGQEPGATGVRIKAEVPLSEMFGYIGHLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSQY  672

>WP_032495869.1 elongation factor G [Streptococcus pneumoniae]
Length=693



 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK  
A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKYKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_061478675.1 elongation factor G [Stenotrophomonas sp. DDT-1]
 KXU97706.1 translation elongation factor G [Stenotrophomonas sp. 
DDT-1]
Length=678

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 200/670 (30%), Positives = 307/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R



Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            + ++P + F+NK+D+ G   + V+  ++DKL A           +      V L  
E VL
Sbjct  129  
RHHVPLIAFVNKMDRVGASFERVLVQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EENTD----IEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +   D    +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQEDGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVEVAVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
NDLVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>ABK83520.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
thuringiensis 
str. Al Hakam]
 EEK58525.1 Elongation factor G 2 [Bacillus cereus BGSC 6E1]
 EEL19249.1 Elongation factor G 2 [Bacillus cereus 95/8201]
 EEL47759.1 Elongation factor G 2 [Bacillus cereus Rock3-42]
 EEM61982.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
monterrey 
BGSC 4AJ1]
 EEM73765.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
andalousiensis 
BGSC 4AW1]
 EEM79823.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
pondicheriensis 
BGSC 4BA1]
 EEM91787.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
pulsiensis 
BGSC 4CC1]
 AFH81486.1 Elongation factor G [Bacillus anthracis str. H9401]
 AHK36294.1 Elongation factor G [Bacillus anthracis str. SVA11]
 AIM04090.1 elongation factor G [Bacillus anthracis]
 AIM09473.1 elongation factor G [Bacillus anthracis]
 BAR73551.1 elongation factor G [Bacillus anthracis]
 GAO57152.1 elongation factor G [Bacillus anthracis]
Length=699

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  552



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  672

>WP_024399880.1 elongation factor G [Streptococcus suis]
 CYV43096.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------



GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_069328351.1 elongation factor G [Paenibacillus sp. TI45-13ar]



 ODP27653.1 Elongation factor [Paenibacillus sp. TI45-13ar]
Length=691

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 193/667 (29%), Positives = 316/667 (47%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  73   
WRGYRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV--------  158
             ++NK+D  G D  +VV+ +R++L A+                   II+QT         
Sbjct  133  
AYVNKMDIIGADYLNVVKDMRERLQANAVAIQLPIGAENDFVGIIDIIEQTAIEYQDDLG  192

Query  159  --SLSPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +S EI  +    +E   A     V E ++ L+ KY+ GE  +  ++    ++ 
V D 
Sbjct  193  
RDPVSIEIPEDLKATVEELRADLIERVAELDEDLMMKYLEGEEPTIAEIKAALRKGVCDV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV             + + E G+ A+  S          
Sbjct  253  
KIFPVICGSSYRNKGVQPMLDAVIDYLPAPTDVPAIKGLHEDGTEAIRHSSDEEPFSALA  312

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   ++ EI      
+
Sbjct  313  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANARQEI---
SEVF  369

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D            P P++   + PKT A ++++  
AL++L
Sbjct  370  
AGDIAAAVGLKDTGTGDTLCDEKDTVILESMNFPDPVIEVAVEPKTKADQDKMGIALSKL  429



Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RPL  425
             + DP LR   D  T + IL+ +G + LE++   +  ++K+ET V +P V Y E   
+P 
Sbjct  430  
TEEDPTLRAHTDEETGQTILAGMGELHLEIIVDRMRREFKVETNVGKPQVAYRETFRQPA  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            +     +  +      +  + +   PL  G+G Q+ES+V  G + + +      GI   
+
Sbjct  490  RVEGKFVR-
QSGGRGQYGHVWVEFEPLEAGTGSQFESKVVGGSVPREYVGPALQGIEEAM  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ + D K     G Y+   S    F+    + L+ A  +    LLEP +   
+
Sbjct  549  
KNGVIAGFPLVDVKATVVDGSYHDVDSNEMAFKIAGSMALKAAKDKCRPVLLEPLMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+             IE    +    +   ++P   +  Y T L   T GR 
V  
Sbjct  609  
TVPEEYMGDVMGMLNSRRGRIEGMDSRGGTQIIRAKVPLSEMFGYSTTLRSGTQGRGVFS  668

Query  605  TELKGYQ  611
             EL  Y+
Sbjct  669  MELSHYE  675

>WP_074628068.1 elongation factor G [Streptococcus gallolyticus]
 SES05636.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus gallolyticus]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    



+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFSGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_092614272.1 elongation factor G [Jiangella sp. DSM 45060]
 SDS01177.1 translation elongation factor 2 (EF-2/EF-G) [Jiangella 
sp. DSM 
45060]
Length=701

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 190/675 (28%), Positives = 319/675 (47%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
RVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGAATMDWMEQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W    +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++H   
K  +
Sbjct  72   
TCEWDDHTINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSETVWHQANKYGV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G +   VV  +  +L A                   D++  + +  
S 
Sbjct  132  
PRICFVNKLDRTGAEFHRVVDMIVSRLKATPLVLQLPIGAEADFRGLVDLVDMKAMLWSA  191

Query  163  EIVLEE--------NTDIEA---W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E        +T IEA   W     + + EN++ ++E Y+ G+   R++L+   
+R



Sbjct  192  
ETPLGEMYDTVDIPDTHIEAAQEWRDRLLETIAENDEAMMEHYLEGKEPDRDELIAAIRR  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA--------------  248
                 +L PV  GSA K  G+QP++DAV   L  PI     +G A               
Sbjct  252  
ATIAGNLTPVLTGSAFKNKGVQPMLDAVVRYLPSPIDVGAVEGHAVDNEDEIVTREPSED  311

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
              L    FK+       +  ++R+YSGTL     V       RE++ KI  M    
+ EI
Sbjct  312  
APLSSLAFKIMADPHLGKLTFVRVYSGTLTAGTQVLNSTKGNRERIGKIYRMHANKREEI  371

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               + A  G+IV ++   +    D L D ++       + P P++   I PKT + 
+E+L
Sbjct  372  ---
EKASAGQIVAVMGLKNTTTGDTLSDSSKPVILESMKFPAPVISVAIEPKTKSDQEKL  428

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LAD DP  +   D  T + I+S +G + LEV+   +  ++K+E  V +P 
V Y 
Sbjct  429  
GTAIQRLADEDPTFQVRTDEDTGQTIISGMGELHLEVLVDRMKREFKVEANVGKPQVAYR  488

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLS--
LGSGVQYESRVSLGYLNQSFQNA  476
            E   R ++   +T   +   +  +A + + + P       G ++ + V+ G + + 
+  +
Sbjct  489  
ETIRRKVEKIEYTHKKQTGGSGQFARVIIDIEPTGGEGDGGYEFVNAVTGGRIPREYIPS  548

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G +  +E G+  G+ + D K+  + G Y+   S+   F+    +  ++A + +   
L
Sbjct  549  
VDAGAQEAMEFGVVAGYPLVDVKVTLQDGAYHDVDSSELAFKIAGSMAFKEAARRADPVL  608

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP     +  P++Y+     D       I+  + +  + +    +P   +  Y  
DL  
Sbjct  609  
LEPMFEVEVSTPEDYMGEVIGDLNSRRGQIQAMEERAGQRIVKALVPLSEMFGYVGDLRS  668

Query  596  YTNGRSVCLTELKGY  610
             T GR+    +   Y
Sbjct  669  KTQGRASYSMQFDSY  683



>OEV42019.1 translation elongation factor G [Campylobacter jejuni]
 OEV42436.1 translation elongation factor G [Campylobacter jejuni]
 OEW01292.1 translation elongation factor G [Campylobacter jejuni]
 OEW14496.1 translation elongation factor G [Campylobacter sp. 
BCW_6876]
 OEW88886.1 translation elongation factor G [Campylobacter jejuni]
 OIN34577.1 translation elongation factor G [Campylobacter jejuni]
Length=691

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 182/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  



AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKIILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>OUU06786.1 elongation factor G [Gammaproteobacteria bacterium 
TMED30]
Length=694

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 202/690 (29%), Positives = 328/690 (48%), Gaps = 
72/690 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 



TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMEQEQERGITIQSAATSCT  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WDDHRLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEEN---------  169
            IF+NK+D+ G D   VV  V++ L A+ +++   +    E      +L EN         
Sbjct  129  
IFVNKLDRLGADFYRVVDQVKNVLGANPLVMALPIGEEDEFTGIVDLLNENAWVWDNSGN  188

Query  170  ------TDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                  TDI         E  +A+I    E +D L+E Y+ GE  S + + +  ++  
+D
Sbjct  189  
PEAYEITDIPEDLKDKAAEYREALIETALEQDDDLMEAYLEGEEPSVDDIKKCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP--------IGEQG----
SAALC  250
             + FP + GSA K  GIQP+++AV            QP         GE+      
A L 
Sbjct  249  
LAFFPTFCGSAFKNKGIQPILNAVVDYLPNPTEVDAQPEVDLEGNETGERAVVDPDAPLR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSG ++  D V     G+ E++ +I EM   S+ E+   
D
Sbjct  309  ALAFKI-
MDDRYGALTFTRIYSGKIQKGDNVLNTFTGKTERIGRIVEMHADSREEL---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV +L   + +    L DPT          P P++   +AP+  A  E++  
AL
Sbjct  365  
VAQAGDIVALLGMKNTQTGHTLCDPTNPATLEPMVFPDPVISIAVAPRDKAGAEKMGIAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  425  
SKMIQEDPSFYVETDEESGETIMKGMGELHLDIKVDILKRTHGVEVDVGKPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483



            +    ++T   +   +  +A I   + P  +GSG ++ES+V+ G + + F  A+      
Sbjct  485  
QTVEDTYTHKKQTGGSGQFAKIDYVIEPGEVGSGYEFESKVTGGNVPREFWPAIEKAFGV  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+ + D K+    G +++  S+   +   A     Q++ ++  QLLEP 
+  
Sbjct  545  
SMDEGTLAGFPLLDVKVTLMDGGFHAVDSSAIAYELAAKAAYRQSVPKASPQLLEPVMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I++ +     V    + P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKSQEAGVTGVRVKADCPLAEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGYQ---AAVGQPVIQ---PRRPNS  626
               E   Y    + V + V+Q    R+ NS
Sbjct  665  FSMEFSHYAPCPSNVAEQVVQEVKERKANS  694

>CCZ78719.1 translation elongation factor G [Roseburia sp. CAG:18]
Length=900

 Score = 259 bits (663),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 198/631 (31%), Positives = 299/631 (47%), Gaps = 
52/631 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K INIG+LAHVDAGKTTL+E+LLYA+G I   G V+      DT   ER RGITI 
+   
Sbjct  8    
KNINIGLLAHVDAGKTTLSEALLYATGQIRALGRVDHQDAFLDTDAQERARGITIFSKQA  67

Query  62   SFQWHRCKVN----------
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
             F+      N          I+DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  
TR 
Sbjct  68   
RFRLQMTDENLHSESSVGITILDTPGHVDFSAEMERTLQVLDYAILVISGTDGVQGHTRT  127

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD  171
            L+  LR  +IPT +F+NK+D  G D ++V Q ++ +LS   +       S E   
EE   
Sbjct  128  LWRLLRHYHIPTFLFVNKMDLPGADKEAVQQQLKTELSDGCV--
DFTQDSGEAFFEE---  182

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231



                      ++ LL++Y+    I+ E L       V +  LFP YYGSA K  G+
+ L+
Sbjct  183  ------AAMGSEALLDEYMEQGSIAEEHLA----
HAVANRDLFPCYYGSALKVEGVKELL  232

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
                   +    +        V+K+     G R  YL++  GTL ++D ++  G E
+ K+
Sbjct  233  AGFAKYHR--
APEYEDEFSARVYKIGRDTKGARLTYLKVTGGTLHVKDRISYDGLEE-KV  289

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK---
RWREDPLPMLRT  348
             ++R+ S  +    +    GE+            V G  T +P +     +E  +P
+L  
Sbjct  290  DQIRLYSGEKFETAEAVEAGEVCA----------
VTGLTTTVPGQGLGAQQESSVPVLEP  339

Query  349  TIAPKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             +  +     E     +++ L QL + DP L    +    EI    +G+VQ+EV++ 
L+ 
Sbjct  340  
VLNYRIYLPDEVNAVEMMEKLKQLEEEDPQLHILWNEQLQEIHAQMMGQVQIEVLTQLIK  399

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +  V  + +++Y E   K      H E  P   +A + L + P   GSG++  
S  
Sbjct  400  ERFGVVVVFGQGNIVYKETIAKPVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGIEVASAC  457

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            S   L+ ++Q  +   I      G L G  +TD KI    G  +   +   DFR      
Sbjct  458  
SEDVLDLNWQRLIATHIMEREHPGVLTGSALTDVKITILSGRAHIKHTEGGDFRQATYRA  517

Query  524  LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK----
DEVVFTG  579
            + Q LK + + LLEP  +F L  PQE + RA  D  +     ++ +       D  
V  G
Sbjct  518  
IRQGLKSTESVLLEPVYAFTLEVPQEMVGRAMTDLKQRAGKFDSPEFGTGNGMDYAVLQG  577

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P   +Q Y +++  YT G      EL GY
Sbjct  578  TVPVATMQDYSSEVHAYTRGLGHLTLELSGY  608

>WP_003448683.1 GTP-binding protein [Clostridium perfringens]
 EDS81648.1 putative tetracycline resistance protein [Clostridium 
perfringens 



C str. JGS1495]
Length=646

 Score = 254 bits (650),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 175/610 (29%), Positives = 289/610 (47%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKHKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPTMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMIPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 



Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVKGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTVGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  ++    GE P      Y  +   
+T G+
Sbjct  526  
KFKIDVDINLIGRVMNDIQKMHGEFKDPIIDGEKATIEGEGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GGLSIKFHGY  595

>WP_033260776.1 elongation factor G [Amycolatopsis vancoresmycina]
Length=648

 Score = 254 bits (650),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 204/646 (32%), Positives = 304/646 (47%), Gaps = 
51/646 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTT+TE +L+ +GA  + G V  GTT TD    ER RGITI AA  
S  
Sbjct  10   
NLGILAHVDAGKTTVTERILHRTGATHKTGEVHDGTTVTDFDPQERDRGITIFAAAVSCT  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++ ++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  70   
WAGHRLTLIDTPGHVDFTDEVERSLRVLDGAVAVFDAVAGVEPQSETVWRQADRHGVPRI  129

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWD--------  176
             F+NK+D+AG DL + V S+R +L    ++ Q + +  E       D+   D        



Sbjct  130  AFVNKLDRAGADLDAAVASIRARLHPAPLVVQ-
LPVGREDGFTGVVDLLRLDDVPDDLLA  188

Query  177  -----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
                       AV E +   L+++ A   +S E L +  +      +   V  G+A 
+  
Sbjct  189  
EARRRRRVLEEAVAELHPVALDEFCATGTVSAETLEKALRELTLSGAGLVVLCGAAYRDR  248

Query  226  GIQPLMDAVTGLFQPIGE----------
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL  275
            GI PL+DAV        +            +A L   VFKV  T  G R  YLR
+YSGTL
Sbjct  249  GIGPLLDAVVAYLPSPADVPPVRPDRPADPAAPLAALVFKVVSTATG-
RLTYLRVYSGTL  307

Query  276  RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL---
GDPT  331
            R  D V  AGR +     +R+ +  +    D+A  G+IV +    + R+   L   
GDP 
Sbjct  308  RKGDQVTDAGRAERVARVLRVQADRQ-
SEVDSAVAGDIVAVAGPKAARVGATLCAPGDPV  366

Query  332  RLPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIIL  388
             L      E P+   P++   + P+ A   ERL  AL +LA+ DP L   VD  T 
+ +L
Sbjct  367  LL------
EPPVTADPVVSVAVEPRRAGDGERLTAALARLAEEDPSLVVRVDPETGQTVL  420

Query  389  SFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF---
WASI  445
            S LG + LEV    L     LE V   PSV + E  ++  S  ++  V  +     
+A +
Sbjct  421  
SGLGELHLEVAVEKLRRDRGLEVVAGRPSVAHRETVVRGVSGLVYRHVKQDGGAGQFAHV  480

Query  446  GLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYG  504
             L V+P +   G ++ S +  G + + +  AV  G R  L +G L G  VT  ++    
G
Sbjct  481  VLDVSPAA--
EGFEFASAIVGGRVPREYVRAVEAGCRDALAEGPLGGHPVTGLRVTLTDG  538

Query  505  
LYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCAT  564
              +   S+   FR+   + L +AL+ S  +LLEP    ++  P + +     D       
Sbjct  539  
ATHPKDSSDLAFRTAGRLGLREALRASVLRLLEPVAEVVVTVPADAVGAVLGDLAARRGR  598

Query  565  IETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            +  + V+    V T  +P   +  Y   L   T GR        G+
Sbjct  599  VAGSAVRPGTAVVTATVPVAELFGYANRLRSRTQGRGTFTARPAGF  644



>SIA40766.1 translation elongation factor 2 (EF-2/EF-G) 
[Mycobacterium abscessus 
subsp. abscessus]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365



Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRIETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_103576219.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 188/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  + L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVIDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  



GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGIKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>OGO10837.1 translation elongation factor G [Chloroflexi bacterium 
RBG_16_47_49]
Length=689

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 193/672 (29%), Positives = 309/672 (46%), Gaps = 
73/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     GSV+ GTT TD M  ER+RGITI +A  
S +
Sbjct  12   
NIGIIAHIDAGKTTTTERILFYTGKTHRLGSVDDGTTVTDWMEQERERGITIVSAAVSAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDG I+V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGYQINIIDTPGHIDFTAEVQRSLRVLDGGIVVFDAVQGVEPQSETVWRQADRYQVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------TVSLSPE--
IVLEENTD  171
             F+NK+D+ G   +  + S++ +L A+    Q            V L  E  I+ +
+   
Sbjct  132  
CFVNKMDRVGASFERSIDSMQRRLGANPAALQVPVGVEANFHGVVDLLTEKAILWDDTLG  191

Query  172  IEAWDAVI--------------------
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EA ++ I                    E +D L  +Y+ G+ IS   L    ++     



Sbjct  192  
TEAIESTIPADLTAYVKEMRSRLIEQIAETDDTLTMQYLEGDHISLTDLKAALRKATLAG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAALCGS  252
             + PV+ GS+ +  G+QPL+D              VTG+    G       +  + 
+   
Sbjct  252  
KITPVFCGSSLRNKGVQPLLDGVIDYLPSPADVHPVTGIHPHTGHEVQRPPEDESPMSAL  311

Query  253  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT-------  305
            VFK+       R  Y+R+YSG L         G      T+ R    G ++R        
Sbjct  312  VFKIVSDPYVGRLAYIRVYSGKL-------
TQGTMVFNPTKDRRERVGRLLRMYADRRED  364

Query  306  -DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  + G+I  +L        D L D +          P P++   I P+T A +E
++ +
Sbjct  365  
IDEIFAGDIGAVLGLKDSFTGDTLCDASNQIVLENISFPEPVISVAIEPRTTADQEKMSE  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L++ DP  R  VD  T + I+S +G + LE++   +  ++++   V +P V 
Y E 
Sbjct  425  
ALHKLSEEDPTFRVRVDEETGQTIISGMGELHLEILIDRMLREFRVHARVGKPQVAYRET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R ++ A +    +      +  + LS+ P   GSG+ YE+ +  G + + +  
AV  G
Sbjct  485  
ITRRVEKAEYRYIKQTGGRGQYGHVILSMEPGESGSGIVYENEIIGGAIPKEYLPAVEKG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R   E G L G+ V D K+    G Y+   S+   F+  A +  ++ + ++   L 
EP 
Sbjct  545  
VRESAEAGVLAGYPVVDIKVSLIDGTYHEVDSSDMAFKMAASMAFKEGIHKAEPVLQEPI  604

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTN  598
            +   +  P+E+L             I    V+     + T  +P   +  Y TDL   
T 
Sbjct  605  
MKVEVVTPEEFLGEIMGQLNARRGNILGTDVRPGNTQMVTAMVPLAEMFGYATDLRSATQ  664

Query  599  GRSVCLTELKGY  610
            GR V   E   Y
Sbjct  665  GRGVFTMEFDHY  676



>WP_072539434.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 255 bits (651),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416



             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L + P   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLKPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_060670222.1 GTP-binding protein [Clostridium perfringens]
 ALG48537.1 Ribosome protection-type tetracycline resistance related 
protein, 
group 2 [Clostridium perfringens]
Length=646

 Score = 254 bits (650),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 176/627 (28%), Positives = 294/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + +  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEMGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
IPT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKIPTFI  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII       S E+      + E  + V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKHKLSEDIIF-----FSSEL------
EDETIEEVVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEGN-
LSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSISWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGKAHNKHTSGGDFREATKRALRQGLESGKNKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +  +  G+ P      Y  +   
+T G+



Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERAIIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +    R
Sbjct  586  GGLSLKFHGYDVCHNEEEIIKKMAYDR  612

>WP_088850796.1 elongation factor G [Streptococcus pneumoniae]
 SNI92341.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A +  ++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSFKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_100878740.1 elongation factor G [Pseudonocardia alni]
 PKB30942.1 elongation factor G [Pseudonocardia alni]
Length=700

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 183/675 (27%), Positives = 323/675 (48%), Gaps = 
88/675 (13%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGINYKLGEVHDGAATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  72   
TCFWKNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ+++D+L+A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFYFTVQTIKDRLNATPLPLQIPIGSENDFIGVIDLVEMRALTWRG  191

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
+ 
Sbjct  192  
EVAKGEDYTVEEIPADLQAKAEEYRTALVEAVAETDDELMELYLGGEDLTTEQIKTGVRA  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V + + +PV  GSA K  G+QP++DAV                          +P  
++
Sbjct  252  
LVTNRAAYPVLCGSAFKNKGVQPMLDAVIDYLPSPYDVPPVEGFLTDGETPASRKPAKDE  311

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              +AL    FK+       +  Y+R+YSG +        AG + +  T+ R    G
++ +
Sbjct  312  PFSALA---FKIAAHPFFGKLTYIRVYSGQV-------
AAGAQVINSTKDRKERIGKLFQ  361

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        D L DP           P P+++  + 
PK+ 
Sbjct  362  
MHSNKENPVDEAVAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSK  421

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  +  +D  T + I++ +G + LEV+   +   YK+E  
+ +
Sbjct  422  



ADQEKLSLAIQKLAEEDPTFQVSLDDETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGK  481

Query  416  PSVIYMERPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLN  470
            P V Y E   KA     +T   +   +  +A + + + PL+ G G   ++E++V+ 
G + 
Sbjct  482  
PQVAYRETIKKAVEKFEYTHKKQTGGSGQFARVIIKLEPLTSGDGALYEFENKVTGGRVP  541

Query  471  QSFQNAV----
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            + +  +V    +D ++YG++    G+ V   K+    G Y+   S+   F+    +  
++
Sbjct  542  REYIPSVDAGAQDAMQYGIQA---
GYPVVGVKLTLLDGQYHEVDSSEMAFKVAGSMAFKE  598

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A +++   +LEP ++  +  P++Y+     D       I+  + +    V    +P   
+
Sbjct  599  
AARKASPAILEPMMAVEVMTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKATVPLSEM  658

Query  587  QAYRTDLAFYTNGRS  601
              Y  DL   T GR+
Sbjct  659  FGYVGDLRSRTQGRA  673

>WP_028515623.1 GTP-binding protein [Ruminococcus flavefaciens]
Length=856

 Score = 259 bits (661),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 190/650 (29%), Positives = 305/650 (47%), Gaps = 
74/650 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGI AHVD+GKTTL E++LY SG+I   G V+ G T  DT  +ER+RGITI 
+A 
Sbjct  1    
MKKITIGITAHVDSGKTTLAEAMLYKSGSIRNLGRVDSGNTALDTNSIERERGITIFSAQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                 +  ++ ++DTPGH+DFLAE  R++ VLD AILVIS  DGVQ+ T  L++ 
LRK  
Sbjct  61   
AELYANDSRITLLDTPGHVDFLAETERTMCVLDYAILVISGSDGVQSHTSTLWNMLRKYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D    +   V+  +R +LS +I+                 D    D  
I 



Sbjct  121  VPVFIFVNKMDLISAEKSFVINDLRSRLSQNIV-----------------
DFTGDDEDIA  163

Query  181  NN-----
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
             N     ++L+EKY+    + +  ++    + V +  +FP ++GSA K  G+   + 
A+ 
Sbjct  164  ENASLCSEELMEKYLESGTVDKNDII----
QAVSERRIFPCFFGSALKMQGVDEFLTALD  219

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKI  291
                   +Q        ++K+ Y   G R  ++++  G+L++RD +         
+K K+
Sbjct  220  EY--
TCEKQYKNDFGAKIYKISYDPKGSRLTHMKITGGSLKMRDELCYLDSDGNEQKCKV  277

Query  292  TEMRIPSKGEIVRT-DTAYPGEIVILPS--------------
DSVRLNDVLGDPTRLPRK  336
            + +R  + GE  RT D A  GEI  +                DS   +DVL +P    
R 
Sbjct  278  SSIRFYT-GEKFRTADIAEAGEICAVTGLVGTFAGQGIGSERDS---
DDVLFEPVMTYRV  333

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             + +D           K A     +L  L  L D DP L    +    +I +  +G 
VQL
Sbjct  334  IYPDD-----------KNAFD---
VLKELRLLEDEDPQLHICWNEQNRDIHIQIMGAVQL  379

Query  397  EVVSALLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            EV+  L+SE++      +  +V Y E    P++   H       P   +A   + + 
P+ 
Sbjct  380  EVLVKLISERFGYTVSFENGAVTYKETIKAPVEGVGH-----
YEPLRHYAEAHILLEPMP  434

Query  454  LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVST  512
             GSG+ +++  S   L++++Q  +   +      G L G  +TD K+    G  +   
+ 
Sbjct  435  
RGSGLSFDTVCSEDELDRNWQRLILTHLTEKTHIGVLTGSPITDMKLTLVAGKAHLKHTE  494

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
              DFR      + Q L+ + + LLEPY  + +  P + + +A  D    CA  E  
+   
Sbjct  495  
GGDFRQATYRAVRQGLRLAESVLLEPYYDYEIELPTDNVGKAISDLQHMCAEFEAPESHG  554

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
            +  +  G  P   I  YR++L  YT+G+      L GY+       +  R



Sbjct  555  EMSIIRGNAPVSEINDYRSELIAYTHGKGSISFALSGYKECHNTDAVIAR  604

>OUU76318.1 elongation factor G [Chloroflexi bacterium TMED70]
Length=691

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 195/676 (29%), Positives = 313/676 (46%), Gaps = 
76/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIG +AH+DAGKTT+TE +LY +G   + G ++ GTT  D M LER+RGITI 
+A T
Sbjct  7    
KTRNIGFIAHIDAGKTTVTERVLYFTGETYKIGDIDDGTTVMDFMSLERERGITIGSAAT  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF AEV RSL VLDG ++V+ +  GVQ Q+  ++       
+
Sbjct  67   
NASWDNHQVNIIDTPGHVDFTAEVQRSLRVLDGGVVVLESVSGVQPQSETVWRQANDYGV  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P +IF+NK+D+ G D  + VQ+V D+L A                   D+I ++      
Sbjct  127  
PRMIFVNKMDRLGADFYNAVQTVHDRLGANAVPIQIPMGAESSFNGMIDLIERKAYIYES  186

Query  163  EIVL---------EENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E  +         E   D+E +     + + E ++ L++K+   + +S E+L    
++ V
Sbjct  187  
EDAVQHKIIDVPDEYKEDVEKYRNELIEKIAETDEVLMDKFFDDQELSVEELKLSLRKAV  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQG  245
             +  +FPV  GSA +  G+ PL+DAV                           +P  
E  
Sbjct  247  
INLEIFPVLCGSALRHRGVHPLLDAVIDYLPSPIDVPSXKGTDTSDDSXVIERKPSEEDP  306

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             +AL   VFKV       R VYLR+YSGTL     V   +   RE+  ++ +M   
S  E
Sbjct  307  FSAL---
VFKVVTDQHVGRLVYLRIYSGTLESGANVYNSSNRSRERAGRLMKMHADSXEE  363

Query  302  IVRTDTAYPGEIV--ILPSDSVRLNDVL--
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357



            I +   A  GEIV  I   D++  N +    +P  L    +   P P+L   + 
PKT + 
Sbjct  364  IKQ---AKAGEIVAAIGLKDAITGNTLCDQANPLLLESIDF---
PDPVLSVAVEPKTRSD  417

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++ ++L +L   DP L+   D  + + +L+ +G + L+V+   L  ++ ++ +   
P 
Sbjct  418  
QDKMGESLARLVGEDPTLQTWTDEESGQTVLAGMGELHLDVIVERLRREFDVDAIQGAPK  477

Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E    A+        +      +    L + PL  GSG+ +ES ++   L   
+  
Sbjct  478  
VAYRETITVASEKQGKFIRQSGGKGQYGDCTLRIEPLEPGSGILFESEITGATLPTEYYK  537

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +  G R     G+  G+ V D K     G ++   S+   F+    +  + A+      
Sbjct  538  
PIESGFREAAASGVIAGYPVVDVKAVLTDGSHHDVDSSEMAFKIAGSMAFKSAMTAGSPS  597

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+E+L     D     A I +   + +       +P      Y 
T L 
Sbjct  598  
LLEPIMKIDIVTPEEFLGDCLGDLNSRRAQILSMDQQANSQAVKAYVPLGETFQYATTLR  657

Query  595  FYTNGRSVCLTELKGY  610
              T GR+    EL  Y
Sbjct  658  SLTTGRASFSMELDHY  673

>WP_087936601.1 GTP-binding protein [Massiliomicrobiota sp. An80]
 OUN33018.1 translation elongation factor G [Massiliomicrobiota sp. 
An80]
Length=851

 Score = 259 bits (661),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 186/644 (29%), Positives = 310/644 (48%), Gaps = 
52/644 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+ES+LY SG I + G V+   T  D    ER RGITI 
+  
Sbjct  1    
MKKIVIGILAHVDAGKTTLSESMLYLSGQIRQLGRVDHQDTFLDYDKQERHRGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +  ++DTPGH+DF AE+ R+L +LD AI+V++  DG+Q+ +  ++H L   
+
Sbjct  61   
AMFPWKDTQFVLIDTPGHVDFSAEMERTLHILDYAIIVVNGMDGIQSHSETIWHLLEHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ     + + Q + +K   + +     S+ P   L EN       
A++ 
Sbjct  121  IPTFIFMNKMDQTTYSREYLFQELTEKYHENCL---NFSM-PVTQLYENL------
ALV-  169

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQ  239
             N+ LLE+Y+  + I    +    Q  +    +FPV++GSA K  G+   +D + T   
+
Sbjct  170  -NETLLEEYMDHQVIDLGHI----
QECIMKRQIFPVFFGSALKNEGVSAFLDLLDTYTTE  224

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +    +L G V+KV + + G R  ++++  GTL +++ +     +  KI ++R
+   
Sbjct  225  PTYKD---SLDGFVYKVSHDEQGNRLTHIKITGGTLHVKEKI-----
QDEKIDQIRLYEG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRL------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +      A  G++V L      L      N     P  +P   +        R  
++P 
Sbjct  277  PKYTLLQEAKAGDVVALKGLKSFLPGMTLTNQTFTQPVMMPYMTY--------
RVVLSPH  328

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                + ++L  L  LA  DP L     S T +I +  +G +Q+EV+  ++ E++  
E   
Sbjct  329  --
CDQHQMLKNLQTLAQEDPTLHVTYMSQTQDIYIQLMGEIQIEVLQNIIRERFHEEVSF  386

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                ++Y E    P++   H       P   +  + + + PL+ GSG+ YES+ +   
L 
Sbjct  387  DHGEILYKETLSEPVEGVGH-----
FEPLRHYGEVHVLLEPLAQGSGLVYESQCTTDQLP  441

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +Q  +    +     G L G ++TD KI    G  +   +   D R      +   
LK
Sbjct  442  



LQYQRLIMTHCQEIEHPGVLTGASITDIKISLIAGKVHQKHTEGGDLREATYRAIRHGLK  501

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
               + LLEPY    ++ P++ LSR  +D  K    +   + + D +   GE P  C
+Q Y
Sbjct  502  RGKSILLEPYYDIHIHIPKDALSRVLYDMEKRHTKVRIEE-
QIDSIDLYGEGPVACLQDY  560

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLDKVR  632
            + ++   T G+   +  +KGY     Q  +I+ +  +S  D+  
Sbjct  561  QQEVIALTKGKGRMICHMKGYFPCHNQEDIIKQKGYDSETDQAH  604

>WP_049445332.1 elongation factor G [Stenotrophomonas maltophilia]
 KMU64741.1 Translation elongation factor G-related protein 
[Stenotrophomonas 
maltophilia]
 AUI07592.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 255 bits (651),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 205/673 (30%), Positives = 308/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     I  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
RWQDGAVATITPWDDSARALWQAQRDALVEAVADHDELLADAWLEGRAIDAELLRAAIRR  248



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+         E G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVTAESESGEVVLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D V+ +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVSSSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P++A +  +   V        +A + L V P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSQAHLHGYE  673



>WP_025772185.1 elongation factor G [Thioalkalivibrio sp. HK1]
Length=699

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 192/680 (28%), Positives = 306/680 (45%), Gaps = 
82/680 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGISHKIGEVHDGAATMDWMVQEQERGITITSAATTCF  71

Query  65   W---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W         HR  +NI+DTPGH+DF  EV RSL VLDGA  V  A  GV+ Q+  
++  
Sbjct  72   WSGMDKQFDEHR--
INIIDTPGHVDFTIEVERSLRVLDGACAVFCAVGGVEPQSETVWRQ  129

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
              +  +P + F+NK+D+ G D  +VV+ ++ +L A                   D
+I  +
Sbjct  130  
ATRYGVPRIAFVNKMDRQGADFFNVVEQMKKRLGAVPVPIYLPIGADDDFEGVIDLIRMK  189

Query  157  TVSLSPEI--VLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLV  201
             +        V  E  DI        + W     +A  E +D L+EKY+    +++
+++ 
Sbjct  190  
AIYWDSANFGVSYEARDIPTALGNVSKKWHENLIEAAAEGSDSLMEKYLEEGELTQDEIR  249

Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------  238
               + R     + PV  GSA K  G+Q L+DAV                           
Sbjct  250  
SGIRSRTLRNEIVPVLCGSAFKNKGVQALLDAVIHYLPGPDEVPPIEVMDSDDPESLIVR  309

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEM  294
            +P  E   A L    FK+          + R+YSG L+  DTV    +++     
+I +M
Sbjct  310  KPTDEDPFACLA---
FKIATDPFVGNLTFFRVYSGVLKSGDTVYNPIKDRSGRIGRILQM  366

Query  295  RIPSKGEIVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
               ++ EI   D    G+I   +    +   D L DP ++      E P P++   
+ PK
Sbjct  367  HANTREEI---



DEVRAGDIAAAVGLKDITTGDTLCDPKQVITLERMEFPEPVISVAVEPK  423

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL++LA  DP  R   D  + + I+S +G + LE++   L  ++K
+E  +
Sbjct  424  
TQADQEKMGLALSKLAHEDPSFRVNTDQESGQTIISGMGELHLEIIVDRLRREFKVEANI  483

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
              P V Y E       H      +      +  + L + PL  GSG ++E  +  G 
+ +
Sbjct  484  
GSPQVAYRETLRHRIEHEYRFVRQTGGRGQYGHVWLRIEPLEPGSGYEFEDSIVGGVVPK  543

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  GI+  +E G+  G+ V D K     G Y+   S+   F+    +   +  
K+
Sbjct  544  
EYIPAVNKGIKEQMENGVIAGYPVVDVKATLFDGSYHDVDSSEMAFKMAGSMCFREGAKK  603

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  LLEP +   +  P+EY+     D  +    ++             E+P + +  
Y 
Sbjct  604  
AGAMLLEPMMKVEVVTPEEYMGDVMGDLSRRRGIVQGMDDTPAGRSIQAEVPLKEMFGYA  663

Query  591  TDLAFYTNGRSVCLTELKGY  610
            TDL   + GR+    E K Y
Sbjct  664  TDLRSLSQGRATFTMEFKKY  683

>WP_086330793.1 elongation factor G [Enterococcus sp. 4G2_DIV0659]
 OTO08888.1 elongation factor G [Enterococcus sp. 4G2_DIV0659]
Length=695

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 198/678 (29%), Positives = 315/678 (46%), Gaps = 
78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    



+  +
Sbjct  69   
TAEWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P V+F NK+D+ G D    V S+ D+L A+                I   +++  
EI   
Sbjct  129  
PRVVFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGAEDNFTGIIDLITMKAEIYTN  188

Query  168  E-NTDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIDAIKGIDVKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  309  
SSLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D   GD       P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    PL  A      +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
VSYRETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K
++  
Sbjct  539  
PAVEKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L
Sbjct  599  
VILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTL  658

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   +     Y+
Sbjct  659  RSATQGRGTFMMVFDHYE  676

>WP_007638037.1 elongation factor G [Paraglaciecola psychrophila]
 GAC37730.1 elongation factor G 2 [Paraglaciecola psychrophila 170]
Length=710

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 201/694 (29%), Positives = 314/694 (45%), Gaps = 
70/694 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKEHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV   +  L A+ +I+   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVNQTKKVLGANPLIMVLPIGIEDDFVGVVDLLTRKAFIWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI A              +  +E +D L+EKY+ GE  S E + R  ++  
+ 
Sbjct  189  
PENYEITDIPADMVDKVEEYREMLLETALEQDDDLMEKYLEGEEPSMEDIKRCIRKGTRT  248



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-
GEQGSA-----------ALC  250
              LFP Y GSA K  GIQ ++DAV            QP+  E+G A           
+  
Sbjct  249  
MELFPTYCGSAFKNKGIQNILDAVVDYLPCPTDVDPQPLTDEEGEANGKFAIVSAAESFK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKITDDRFGS-
LTFVRIYSGTLKKGDTILNAATGKTERVGRMCEMQADDRNEL---S  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAQAGDIIAIVGMKGNVQTGHTLCDPKDPIILEAMVFPEPVISISVTPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  R E D  + E ILS +G + L++   +L   Y +E  V EP V Y 
E  
Sbjct  425  
IGKMVAEDPTFRVETDQDSGETILSGMGELHLDIKVDILKRTYGVELKVGEPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P    +G  + S+V  G + + F  A+  
G R
Sbjct  485  
TQEIDDSYTHKKQSGGSGQFGKIDYRIKPGEANTGFTFTSKVVGGNVPKEFFPAIEKGFR  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G QL
+EP + 
Sbjct  545  
SMMGSGVLAGFPVLDVEVELYDGGFHAVDSSAVAFEIAAKGAFRQSIPKAGPQLIEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I+  +     V    +IP   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLNRRRGMIKDQEAGVSGVRVKADIPLSEMFGYIGTLRTMTSGRG  664

Query  602  VCLTELKGYQAA---VGQPVIQPRRPNSRLDKVR  632
                E   Y      V + VI   +  +   KV+
Sbjct  665  QFSMEFSHYSPCPQNVAERVIAETKERNAAKKVK  698



>WP_050973908.1 elongation factor G [Streptococcus pneumoniae]
 COJ35333.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L  KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELTMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK



+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_071520323.1 elongation factor G [Moorella thermoacetica]
 OIQ10127.1 elongation factor G [Moorella thermoacetica]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 308/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHDGNATMDWMVQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    V+ + ++L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYINKMDRVGADFFRGVRMIAERLGANPVPIQLPIGAEDNFQGMVDLINMKAIYYTD  188

Query  163  EI---VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
            E+   + EE    E  D V E  +KLLE           KY+ GE ++ E++    
++  
Sbjct  189  
ELGTTLDEEPIPAEMEDLVQEYREKLLEAVAESDEELMIKYLEGEELTPEEIKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DA+              G+    G++       
+   
Sbjct  249  
IAVKMVPVLCGSSFKNKGVQPLLDAIVDFLPAPTDVPAIQGVDPETGDEDERRSSDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V       RE++ +I  M    + 
EI   
Sbjct  309  
AALAFKIMADPYVGKLTFFRIYSGTLKSGSYVYNSTKGRRERIGRILRMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+I   +        D L D          E P P++   I PKT A +E+
+  A
Sbjct  366  
DEAYAGDIAAAVGLKETTTGDTLCDEQHPIVLEAMEFPEPVIDVAIEPKTKADQEKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+   V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRMHTDQETGQTIISGMGELHLEIIVDRLLREFKVGAKVGRPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP+KA    I  +   +  +  + + + P   G G ++ +++  G + + +  AV  
GI
Sbjct  486  RRPVKAEGKFIR-
QTGGHGQYGHVIIEIEPQEPGKGYEFVNKIVGGVIPKEYIPAVDAGI  544



Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ V D +     G Y+   S+   F+    +  + A K++   
LLEP +
Sbjct  545  
QEAMANGVLAGYPVVDVRATLVDGSYHEVDSSEMAFKIAGSLAFKDAAKKAQPVLLEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
RVEVVVPDEYMGDVIGDLNSRRGRVEGMEPRAGAQVIRAHVPLAEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
               + +   Y+
Sbjct  665  GTYVMQFDHYE  675

>WP_061599806.1 elongation factor G [Streptococcus gordonii]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  



DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_014793657.1 GTP-binding protein [Desulfitobacterium 
dehalogenans]
 AFM00169.1 small GTP-binding protein domain protein 
[Desulfitobacterium 
dehalogenans ATCC 51507]
Length=882

 Score = 259 bits (662),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 186/615 (30%), Positives = 293/615 (48%), Gaps = 
30/615 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGI AHVDAGKTTL+ESLLY SGAI + G V+      D   LER RGITI 
+  
Sbjct  1    
MKKLVIGICAHVDAGKTTLSESLLYLSGAIRKMGRVDNKDAHLDNFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ +VDTPGH+DF  E+ R+L VLD AILVI+  DG+Q  T+ L+  L    
Sbjct  61   
AMLEVGDVQITLVDTPGHVDFSLEMERTLQVLDYAILVINGADGIQGHTKTLWRLLAIYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D + ++  ++ + S   I         E    E  D   +D 
+  
Sbjct  121  IPVFLFINKMDQVGTDKEKIMNELKQQFSDGCI---------EFGQTEADDF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +++ LLE Y+    I   +++   ++R     ++P ++GSA K  G++ LM  +      
Sbjct  170  SDEILLESYVDRGQIEIPQIIEAVRKR----
KVYPCFFGSALKLEGVEGLMQGMVNYAHI  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                   A    +FK+   + G R  Y+++  G L++RD+++    E+ K+ ++RI 
S  
Sbjct  226  --PSYPEAFGAKLFKIGRDEQGNRLTYMKITGGRLKVRDSLSNGVWEE-
KVNQIRIYSGK  282

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
            +    +    G +  +      +  + LG             PL  P+L   I       
Sbjct  283  KFEAVNEVEAGSVCAVTGLTQTKPGEGLGIEAA------
SHAPLLEPVLAYQILLPEGCD  336

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +L  L QL + DP L    D    EI +  +G VQLE++ +L+  ++ +E       
Sbjct  337  
PRVMLPKLRQLEEEDPGLHMVWDEQLSEIQVQIMGEVQLEILQSLIQSRFGIEVSFGSGR  396

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L + P   GSG+Q+    S   L +S
+Q  +
Sbjct  397  IVYKETIGGVVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFGVECSEDVLGKSWQRLI  454

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +   + +G L G  +TD KI    G  ++  +   DFR      + Q LK + 
+ LL
Sbjct  455  
LSHLEEKVHKGVLTGAPITDMKITLVSGRAHTKHTDGGDFREATYRAVRQGLKSAESILL  514

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF L  P++ + RA  D  K   T +   ++ +  V TG  P   ++ Y  +
+  Y
Sbjct  515  
EPYYSFHLELPEKMVGRAMTDLEKMHGTCQITHIEGNIAVLTGSAPVLTMRNYHKEVMAY  574

Query  597  TNGRSVCLTELKGYQ  611
            T G       LKGY+
Sbjct  575  TKGLGRLFCSLKGYE  589

>WP_106495536.1 elongation factor G [Lentibacillus sp. Marseille-
P4043]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G D      +++++L A                   D+I  Q      
Sbjct  129  
PRIVFINKMDKIGADFLYSTGTLKERLGANAHPVQLPIGAEDSFEGIIDLITMQAYYYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + + EI  E     E       ++V E ++ L+ KY+ GE IS E+L +  
++  
Sbjct  189  
DLGTRAEAREIPAEYKEKAEELRASLVESVSELDEDLMMKYLEGEEISNEELKKVIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             +   +PV+ GSA K  G+Q ++D             A+ G+     EQ       
+A  
Sbjct  249  
LNVEFYPVFVGSAFKNKGVQLMLDGVIDYLPAPTDVAAIEGILPDSEEQVTRPSDDNAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSVKDKRERVGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y GEI   +        D L D   L      E P P++   I PKT A +++
+  A
Sbjct  366  
STVYAGEIAAAVGLKDTSTGDTLCDEKDLVILESMEFPDPVISVAIEPKTKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T + I+S +G + L+V+   L  ++++E  V  P V Y 
E  
Sbjct  426  
LGKLAEEDPTFRTETNVETGQTIISGMGELHLDVIVDRLKREFRVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+++  G + + +  +V  
GI+
Sbjct  486  
RGSAEVEGKFVRQSGGRGQYGHVWVKFEPNEEGAGFEFENKIVGGVVPREYIPSVEAGIK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP   
Sbjct  546  
ESMENGVLAGYPLIDVKATLYDGSYHDVDSNEMAFKIAASMALKAAKNKCQPVLLEPIEK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +         +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDVTSRRGRVEGMEARGPAQTIKAFVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  QYTMHFDHYE  675

>WP_098268761.1 elongation factor G [Bacillus cereus]
 PES94002.1 elongation factor G [Bacillus cereus]
 PFP82838.1 elongation factor G [Bacillus cereus]
 PGT17679.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITIEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL



Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_004457970.1 GTP-binding protein [Clostridium perfringens]
 EDT26756.1 putative tetracycline resistance protein [Clostridium 
perfringens 
CPE str. F4969]



Length=646

 Score = 254 bits (649),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 176/627 (28%), Positives = 294/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + +  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEMGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
IPT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKIPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII       S E+      + E  + V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKHKLSEDIIF-----FSSEL------
EDETIEEVVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEGN-
LSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  



LSWFKILESEESTLSISWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGKAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +  +  G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERAIIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +    R
Sbjct  586  GGLSLKFHGYDVCHNEEEIIKKMAYDR  612

>WP_063364933.1 elongation factor G [Pseudoalteromonas 
luteoviolacea]
 KZN40662.1 elongation factor P [Pseudoalteromonas luteoviolacea DSM 
6061]
 KZN65837.1 elongation factor P [Pseudoalteromonas luteoviolacea 
S4060-1]
Length=695

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 309/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
E  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLEKKAYIWDETGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVEKVEEYHEMLVESAVEQDDDLMEAYMEGETPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257
             + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+     
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGDVATVDADEPL  308

Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E+    
Sbjct  309  
KALAFKIMDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERNELTE--  366

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ ++   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  367  -
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E   
Sbjct  426  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETIT  485

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G + 
Sbjct  486  
QEVEDSYTHKKQSGGSGQFGKIDYRIKPGEIGSGFTFSSSVVGGNVPKEFWPAVEKGFKS  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  605



Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P + +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPDDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFAHY  673

>WP_105993384.1 elongation factor G [Staphylococcus simulans]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 185/676 (27%), Positives = 316/676 (47%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G  + D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHDGGAQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENT  170
            P ++F+NK+D+ G + +  V ++ D+L A+    Q            + L      
+ N 
Sbjct  129  
PRIVFVNKMDKLGANFEYAVSTLHDRLDANAQAIQLPIGAEDEFEAIIDLVQMKCFQYNG  188

Query  171  DI------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            D                   EA + +IE+    N++L+EKY+ GE IS ++L +  
++  
Sbjct  189  
DFGEEVVEIEIPDDYKDKAAEARETLIESVAEVNEELMEKYLEGEEISVDELKKAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-
GEQGS-------------AA  248
             D   +PV  G+A K  G+Q ++DAV          +PI G + S             
A 
Sbjct  249  



LDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRASNPDEEIIARADDDAE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGT+     V  + ++K     ++ +M   ++ 
EI  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTMNSGSYVKNSTKDKRERVGRLLQMHANTRKEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
              T Y G+I      +V L +     T    K        E P P++  ++ PK+ 
A ++
Sbjct  367  -STVYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V 
Sbjct  422  
KMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMVS  481

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  +
Sbjct  482  YRETFKTPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIPS  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+
Sbjct  541  
VEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVADPVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y T 
L  
Sbjct  601  
LEPMMKVEILMPEEYMGDIMGDVTARRGRVDGMEPRGNAQMVRAYVPLSEMFGYATSLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  NTQGRGTYTMYFDHYE  676

>WP_053941528.1 elongation factor G [Helicobacter ailurogastricus]
 CRF40787.1 Translation elongation factor G [Helicobacter 
ailurogastricus]
 CRF42925.1 Translation elongation factor G [Helicobacter 
ailurogastricus]



 CRF44456.1 Translation elongation factor G [Helicobacter 
ailurogastricus]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 188/690 (27%), Positives = 319/690 (46%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   +R++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIRERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V E  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYEVQEIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAA-  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+      G 
A  
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEVHVQSGDAGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                Y GEI       V L D L   T    K        E P P++   + PKT 



A +E
Sbjct  367  -KEVYAGEICAF----
VGLKDTLTGDTLCSEKNPVILERMEFPEPVIHIAVEPKTKADQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  V 
+P V 
Sbjct  422  
KMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQPQVA  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + E  R      H    +      +  + + + P   G+G ++ + +S G + + +  
AV
Sbjct  482  
FRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + +   
LL
Sbjct  542  
DKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL   
Sbjct  602  
EPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDLRSA  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR     E   Y    A + + +++ R+
Sbjct  662  TQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_073272147.1 elongation factor G [Alkalibacter 
saccharofermentans]
 SHF24243.1 elongation factor G [Alkalibacter saccharofermentans DSM 
14828]
Length=690

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 189/674 (28%), Positives = 312/674 (46%), Gaps = 
77/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY SG I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYSGRIHKIGETHEGASQMDWMEQEQERGITITSAATTCQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             ++NK+D  G D  +V+  ++++L A+                         II K    
Sbjct  132  
AYVNKMDILGADFYNVIDMMKERLGANAVPIQLPIGKEDTFLGLVDLVQMNAIIYKDDEG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E+V        L E    +  ++V + +++L+ KY+ GE IS E++ R  ++     
Sbjct  192  
KDVEVVQIPEDMAELAEEYREKLLESVSDYDEELMMKYLEGEEISAEEIARAIRKATVAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
            S+ PV  GS+ K  G+QP++DAV                 P  E+        S      
Sbjct  252  
SMIPVLCGSSYKNKGVQPMLDAVVAYMPSPLDVPAIKGIDPKTEEEIERKADDSGPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V  + + K     +I +M    + EI   
D  
Sbjct  312  
AFKIMTDPFVGKLAFFRVYSGVLNSGSYVFNSTKGKKERIGRILQMHANHREEI---DKV  368

Query  309  YPGEIVILPSDSVRLND--------
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D        V  +P  L    +   P P++   I PKT + 
+++
Sbjct  369  YTGDI----AAAVGLKDTTTGDTLCVDSNPVILESMEF---
PEPVISVAIEPKTKSGQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   +  ++K+E  V +P 
V Y
Sbjct  422  
MSIALQKLAEEDPTFKTFTDPETGQTIISGMGELHLDIIVDRMLREFKVEANVGKPQVAY  481

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA         +      +  + + + P   G G ++ ++V  G + + +   
V 
Sbjct  482  
RETIRKAVKVEGKFARQSGGRGQYGHVWIELEPREPGEGYEFVNKVVGGSIPKEYIGPVD  541



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  +E G L G+ V D +     G Y+   S+   F+    +  ++  K++   
+LE
Sbjct  542  
QGIQEAMENGVLAGYPVLDFRATLVDGSYHEVDSSEMAFKIAGSMAFKEGCKKANPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +  P++Y+     D       IE    + +  V  G +P   +  Y TDL   
T
Sbjct  602  
PIFKIEITVPEDYMGDVIGDLNSRRGRIEGMDPRGNVQVIRGFVPLSEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGYQ  611
             GR V   +   Y+
Sbjct  662  QGRGVYSYQFSHYE  675

>WP_087245653.1 GTP-binding protein [Massiliomicrobiota sp. An142]
 OUQ10209.1 translation elongation factor G [Massiliomicrobiota sp. 
An142]
Length=851

 Score = 258 bits (660),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 186/644 (29%), Positives = 309/644 (48%), Gaps = 
52/644 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+ES+LY SG I + G V+   T  D    ER RGITI 
+  
Sbjct  1    
MKKIVIGILAHVDAGKTTLSESMLYLSGQIRQLGRVDHQDTFLDYDKQERHRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +  ++DTPGH+DF AE+ R+L +LD AI+V++  DG+Q+ +  ++H L   
+
Sbjct  61   
AMFPWKDTQFVLIDTPGHVDFSAEMERTLYILDYAIIVVNGMDGIQSHSETIWHLLEHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ     + + Q + +K   + +     S+ P   L EN       
A++ 
Sbjct  121  IPTFIFMNKMDQTTYSREYLFQELTEKYHENCL---DFSM-PVTQLYENL------
ALV-  169

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQ  239
             N+ LLE+Y+  + I    +    Q  +    +FPV++GSA K  G+   +D + T   
+



Sbjct  170  -NETLLEEYMDHQVIDLGHI----
QECIMKRQIFPVFFGSALKNEGVSAFLDLLDTYTIE  224

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +    +L G V+KV + + G R  ++++  GTL +++ +        KI ++R
+   
Sbjct  225  PTYKD---SLDGFVYKVSHDEHGNRLTHIKITGGTLHVKEKI-----
HDEKIDQIRLYEG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRL------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +      A  G++V L      L      N     P  +P   +        R  
++P 
Sbjct  277  PKYTLLQEAKAGDVVALKGLKSFLPGMTLTNQTFTQPVMMPYMTY--------
RVVLSPH  328

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                + ++L  L  LA  DP L     S T +I +  +G +Q+EV+  ++ E++  
E   
Sbjct  329  --
CDQHQMLKNLQTLAQEDPTLHVTYMSQTQDIYIQLMGEIQIEVLQNIIRERFHEEVSF  386

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                ++Y E    P++   H       P   +  + + + PL+ GSG+ YES+ +   
L 
Sbjct  387  DHGEILYKETLSEPVEGVGH-----
FEPLRHYGEVHVLLEPLAQGSGLVYESQCTTDQLP  441

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +Q  +    +     G L G ++TD KI    G  +   +   D R      +   
LK
Sbjct  442  
LQYQRLIMTHCQEIEHPGVLTGASITDIKISLIAGKVHQKHTEGGDLREATYRAIRHGLK  501

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
               + LLEPY    ++ P++ LSR  +D  K    +   + + D +   GE P  C
+Q Y
Sbjct  502  RGKSILLEPYYDIHIHIPKDALSRVLYDMEKRHTKVRIEE-
QIDSIDLYGEGPVACLQDY  560

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLDKVR  632
            + ++   T G+   +  +KGY     Q  +I+ +  +S  D+  
Sbjct  561  QQEVIALTKGKGRMICHMKGYFPCHNQEDIIKQKGYDSETDQAH  604

>WP_094676224.1 elongation factor G [Hydrocoleum sp. CS-953]
 OZH52441.1 elongation factor G [Hydrocoleum sp. CS-953]
Length=670



 Score = 255 bits (651),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 189/683 (28%), Positives = 309/683 (45%), Gaps = 
99/683 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGIVHKMGEVHDGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STKWLDHQINIIDTPGHVDFTIEVERSMRVLDGIIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + +RD+L A+ +              I   V +   
I   
Sbjct  129  
PRMAFVNKMDRTGANFFKVYEQIRDRLHANAVPIQIPIGSENEFRGIVDLVRMKAFIYTN  188

Query  168  E-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+                    ++V E +D L EKY+ GE ++ E++ +  
++  
Sbjct  189  
DLGTDIQETEIPAEVEELAQEYRLKLVESVAETDDALTEKYLEGEELTAEEISKALRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P GE         
A L 
Sbjct  249  
IAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPKEVPPIQGTLPNGELDVRPADDDAPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  +LR+YSG L               R+   + L   EK+ + 
E++
Sbjct  309  SLAFKI-
MSDPYGRLTFLRVYSGVLAKGSYILNSTKGKKERISRLIVLKADEKIDVDELQ  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G +V       G+ V      + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAVVGMKHTLTGDTVCDKDHPIILESLY-------------
VPEPVISVAVEPKTK  414



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L+D DP  R  VD  T++ +++ +G + LE++   +  +YK+E  
V +
Sbjct  415  
QDMEKLSQALQALSDEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMLREYKVEANVGQ  474

Query  416  PSVIYMERPLKAASHTIHIEVP-PNPF---------
WASIGLSVTPLSLGSGVQYESRVS  465
            P V Y E        TI  EV     F         +  + + + P  LGSG ++ 
S++ 
Sbjct  475  PQVAYRE--------
TIRGEVQVEGKFIRQSGGKGQYGHVVVELAPGELGSGFEFVSKIV  526

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + F +    G++   E G+  G+ + D K     G Y+   S+   F+    
+ +
Sbjct  527  
GGTIPKEFISPAEQGMKEACEAGILAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAI  586

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++ + ++   LLEP +   +  P++++     D       IE   ++      T +
+P  
Sbjct  587  
KEGVTKASPVLLEPMMKVEVEVPEDFIGNIIGDLNSRRGQIEGQGMETGMAKVTAKVPLA  646

Query  585  CIQAYRTDLAFYTNGRSVCLTEL  607
             +  Y TD+   T GR +   E 
Sbjct  647  EMFGYATDMRSKTQGRGIFSMEF  669

>WP_035984836.1 elongation factor G [Leptolyngbya sp. KIOST-1]
Length=697

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 314/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILALTGRIHKIGEVHDGAATTDFMEQEQERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  V
Sbjct  70   
WKEHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVSRV  129



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            I++NK+D+ G D   VV+ V   L+A                   D++ ++      
S  
Sbjct  130  
IYVNKLDRIGADFFRVVKQVETVLAAKPLVMVLPIGTENDFVGVVDLLTRKAWVWDDSGK  189

Query  162  PEIVLEENTDIEAWDAV-----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE    ++   +  D V           +E +++ LEKY+ GE ++ +++    ++  
++
Sbjct  190  
PENYEIKDVPADMVDQVEEYREALIELAVEQDEEALEKYLEGEELTIDEIKACIRKGTRE  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIGEQGSAA  248
             + FP Y GS+ K  G+Q ++DAV                      TG F  +  +    
Sbjct  250  
LAFFPTYCGSSFKNKGVQLVLDAVVDYLPSPTEVPPQPEIDLEGNPTGSFAYVDPE--KP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+   D      + R+YSG L+  DT+   A    E++ +I EM    + 
E+  
Sbjct  308  LRALAFKI-
MDDRFGALTFTRVYSGQLKKGDTILDTATGKTERISRIVEMHANDREEV--  364

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             ++A  G+IV L    +V+    L DP           P P++   ++PK     E
++  
Sbjct  365  -
ESAQAGDIVALIGMKNVQTGHTLCDPKEPATLEPMVFPDPVISIAVSPKKKGDNEKMGM  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A++++   DP  + E D  + E+IL  +G + L++   +L   + +E  V +P V 
Y E 
Sbjct  424  
AISKMVAEDPSFQVETDEESGEVILKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRES  483

Query  424  PLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K     +T   +   +  +A I   + P   G+G Q+ES+V+ G + + F  AV
+ G 
Sbjct  484  
ITKVLQDGYTHKKQSGGSGQYAKIDYVIEPGETGTGFQFESKVTGGNVPREFWPAVQKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +++G L G+ V D K+    G +++  S+   F   A     Q+L ++G 
QLLEP +
Sbjct  544  



ETSIDKGPLAGYPVVDLKVTLTDGGFHAVDSSAIAFEIAAKAAYRQSLPKAGPQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P +Y+     D  +    I++       V    ++P   +  Y  DL   
T+GR
Sbjct  604  
KVDVFTPDDYMGDVIGDLNRRRGMIKSQDPGATGVRVKADVPLSEMFGYIGDLRTMTSGR  663

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  664  GQFSMEFSHY  673

>WP_017084234.1 elongation factor G [Vibrio splendidus]
 KPM00236.1 elongation factor G [Vibrio splendidus]
 OEE52589.1 translation elongation factor G [Vibrio splendidus 
FF-500]
 PTO79242.1 elongation factor G [Vibrio splendidus]
Length=695

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGKHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKGFGG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_088835701.1 elongation factor G [Streptococcus pneumoniae]
 SNJ65982.1 elongation factor G [Streptococcus pneumoniae]



Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+  ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVHLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----



AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>4JUW_Y Chain Y, Crystal Structure Of The Ribosome Bound To 
Elongation 
Factor G In The Guanosine Triphosphatase State (this File 
Contains The 30s Subunit)
Length=680

 Score = 255 bits (651),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  5    
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  64

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  65   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  124

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  125  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  184

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  185  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  244

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  245  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  304

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  305  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  364

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  365  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  423

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  424  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  483

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  484  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  542

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545



             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  543  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  602

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  603  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  662

Query  606  ELKGYQ  611
                YQ
Sbjct  663  FFDHYQ  668

>WP_041051295.1 elongation factor G [Paenibacillus sp. VKM B-2647]
 KIL38382.1 elongation factor G [Paenibacillus sp. VKM B-2647]
Length=691

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 318/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSPEIVL  166
             ++NK+D  G D    VQ +RDKL A+ +                  ++Q   +  
+ + 
Sbjct  132  
AYVNKMDIIGADFLGAVQQMRDKLGANAVPIQLPIGAENDFVGIIDLVEQVAYMYKDDLG  191

Query  167  E--ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E T+I             E  + V E +++L  KY+ GE ++ E++ +  ++ 
V   
Sbjct  192  
KDIERTEIPADYKDKVEELRLELVEKVAELDEELTMKYLEGEELTVEEIKKALRQGVCQV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ K  G+Q ++DAV             + + E G+     S          
Sbjct  252  
KIFPVICGSSYKNKGVQLMLDAVVDYLPAPVDVPDIKGVLEDGTEVTRKSADDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIATDPFVGKLTFFRVYSGVLTSGSYVLNATKGKRERIGRILQMHANSRQEITEV---Y  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D +   T    K          P P++   + PK+ A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTITGDTLCDEKHPVVLESMNFPEPVISIAVEPKSKADQDKMGTA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L++LA+ DP  R   D  T + I+  +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LSKLAEEDPTFRYYTDEETGQTIIQGMGELHLEIIVDRMLREFKVETNVGKPQVAYRETF  484

Query  424  --
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P +     +  +      +    +   PL  G+G Q+ES++  G + + +   +
+ GI
Sbjct  485  RAPARVEGKFVR-
QSGGRGQYGHCWVEFEPLEPGTGFQFESKIVGGAIPKEYIAPIQAGI  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G L G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP +
Sbjct  544  
EESMKNGVLAGYPLVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAGEKCKPVLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    K        ++P   +  Y T L   
T GR
Sbjct  604  
KVEVQVPEEYMGDVMGDLNSRRGRIEGMDAKHGAQFIRSKVPLSEMFGYSTTLRSRTQGR  663

Query  601  SVCLTELKGYQ  611
                 E+  Y+
Sbjct  664  GTYSMEISHYE  674

>WP_011503582.1 elongation factor G [Rhodopseudomonas palustris]



 Q134S6.1 RecName: Full=Elongation factor G; Short=EF-G
 ABE40413.1 translation elongation factor 2 (EF-2/EF-G) 
[Rhodopseudomonas 
palustris BisB5]
Length=690

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 190/666 (29%), Positives = 302/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G     G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHRIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
            +F NK+D+ G D    +Q + D+L A                   D++  + V  +    
Sbjct  132  
VFANKMDKTGADFFKCLQDIIDRLGAKPVAIQLPIGSESNFKGLIDLVRMKAVVWTDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE +LE+  +   +  +A +E +D  +  Y+ G       L R  ++ 
V  
Sbjct  192  
GAKFEDAEIPEDLLEQAKEYREKMIEAAVELDDDAMAAYLDGNEPEEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + I + G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGIDDDGNEVVRQADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370



            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPAKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDIESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERITKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A++   V P   G G ++ES++  G + + +   V  GI   
L  G
Sbjct  492  
DYTHKKQTGGTGQFAAVKFIVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGIESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVSLIDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>EHM41558.1 translation elongation factor G [Anaeroglobus geminatus 
F0357]
Length=675

 Score = 255 bits (651),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 182/667 (27%), Positives = 308/667 (46%), Gaps = 
71/667 (11%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAATTAHWKDH  60



Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++       +P + 
FIN
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYKVPRIAFIN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------VSLSPEIVLEE-
NTDIE  173
            K+D  G +  + V  ++++L A+ +  Q               V++  E+  +    
+I 
Sbjct  121  
KMDTTGANFLNCVDMMKERLQANAVAIQLPIGAENDFTGIIDLVTMKAEVYGDNLGKEIN  180

Query  174  AWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
              D                  AV E +D L+EKY+ GE +S E+L +  ++ V   
++  
Sbjct  181  
IVDIPDDMKDRAEEYRQIMVEAVCETDDALMEKYLEGEELSAEELKKAIRKAVVTNAMVY  240

Query  216  VYYGSAKKGLGIQPLMDAVT-----------------GLFQPIGEQG--
SAALCGSVFKV  256
            V  GSA K  G+Q L+DAV                  G  +P   +   +       
FK+
Sbjct  241  
VLCGSAYKNKGVQMLLDAVVDYMPSPLDIPPVSGIVPGTEEPAERKADDNEPFSALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR--------
TDTA  308
                   +  + R+YSGTL        AG      T+ +    G I+R          
TA
Sbjct  301  MADPFVGKLAFFRVYSGTLE-------
AGTYVFNSTKGKKERVGRILRMHANHREEVQTA  353

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I  I+        D L D  +       E P P++   + PKT A +E++  
AL++
Sbjct  354  
YTGDIGAIVGLKDTTTGDTLCDEKKPIILEKMEFPEPVISVAVEPKTKADQEKMGVALSR  413

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  + + D+ T + I+S +G + L+++   ++ ++K+E  V +P V Y E   
K 
Sbjct  414  
LAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMAREFKVEANVGKPQVAYRETIRKT  473

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +    L + P   G+G ++E+++  G + + +  +V  G+
+  +
Sbjct  474  



VKQEGRFVRQSGGRGQYGDCWLELVPQEPGAGFEFENKIVGGAIPREYIGSVEAGVKEAM  533

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K+    G Y+   S+   F+    I  ++  +++   LLEPY+   
+
Sbjct  534  
ETGVLAGFTMVDIKVIVFDGSYHDVDSSEMAFKIAGSIGFKEGARKADPVLLEPYVKVEV  593

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++Y+     D       +E  +++         +P   +  Y TDL   T GR 
V  
Sbjct  594  
VVPEDYMGDVIGDLNSRRGRVEGMEMRSGAEHINAFVPLAEMFGYATDLRSKTQGRGVYT  653

Query  605  TELKGYQ  611
                 Y+
Sbjct  654  MTFDHYE  660

>WP_074732147.1 GTP-binding protein [Sharpea azabuensis]
 SEI83016.1 small GTP-binding protein domain-containing protein 
[Sharpea 
azabuensis]
Length=845

 Score = 258 bits (660),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 182/621 (29%), Positives = 305/621 (49%), Gaps = 
44/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G +AHVDAGKTTL+ESLLY +      G V+   T  D    ER RGITI 
+ +
Sbjct  1    
MKNIVTGFVAHVDAGKTTLSESLLYITHTTRHQGRVDHKDTLLDFDQQERDRGITIFSKI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            ++  +       +DTPGH+DF  E+ R+L+VLD AIL++S  DG+QA T+ ++  L    
Sbjct  61   
SNINYLDTHFTFLDTPGHVDFSGEMERALSVLDYAILIVSGIDGLQAHTKTIWKLLSHYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--
WDAV  178
            IPT IF+NK+D +      ++ ++R+ LS +II                 DIE   
++ +
Sbjct  121  IPTFIFVNKMDISPYTKHELLDNLRE-LSDNII-----------------
DIEKMNYEEM  162

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238



               +D LLE+Y+    +S+E LV    + +Q+  LFPV +GSA K   +Q L+D +    
Sbjct  163  AMTDDALLEEYMQTNALSKESLV----
KAIQERKLFPVIFGSALKNDHVQELLDMLDTYT  218

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P   Q    L  SV+K+++ D G+R  Y+R+Y G L ++  +      + KI +
+R+  
Sbjct  219  IPHSTQNE--LSASVYKIDHDDKGERLTYVRIYDGMLHVKQLI-----
NEEKINQIRLYQ  271

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +    + A  G +V+L      +  D++G     P   + +   P +   +       
Sbjct  272  GNKYTLLEEAGAGSVVVLTGLKETQSGDIIGRGK--PHTSYLQ---
PYMHYQLHLADNEN  326

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            + ++L+ L  LA  +PLL  ++    H I +S +G +Q+E++  ++ E+Y  E  +    
Sbjct  327  QGKMLENLRLLAQEEPLLNMKIQDAQH-
IEVSLMGEIQIEILKEIIRERYHEEVTIDSKQ  385

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + Y E  L +     H E  P   +A + + + PL  GSG++YE+R  +  L ++
+Q  +
Sbjct  386  ISYKETILDSVEGVGHFE--PLRHYAEVHILLEPLPTGSGIEYENRC-
MNNLPENYQRLI  442

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++  +  G L G  +TD +     G  +   +   DFR      +  AL  + 
+ LL
Sbjct  443  
MTHLQEKVHLGVLTGSPLTDIRFVLLGGKAHDKHTVGGDFREATYRAVRHALIRTTSILL  502

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  ++L  P  ++S+A++D       I T           G+ P   +  Y  +
+  Y
Sbjct  503  EPYGKYVLKIPSAFISKAFYDLDSEQPPIITDD-
NGTTATIKGQAPIEMLSNYTQEVLNY  561

Query  597  TNGRSVCLTELKGYQAAVGQP  617
            T G      E + Y A V +P
Sbjct  562  TKGEGTLSIE-ETYYAPVKEP  581

>WP_028488538.1 elongation factor G [Thiothrix lacustris]
Length=698

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.



 Identities = 197/676 (29%), Positives = 303/676 (45%), Gaps = 
78/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMVQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  V
Sbjct  69   
WKDHRFNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSGVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ---------  156
            IF+NK+D+ G D   VV+ V D L A                   D++ ++         
Sbjct  129  
IFVNKLDRLGADFYRVVKQVEDVLGARPLVMVLPIGVEDAFSGIVDLLTRKAWVWDNSGD  188

Query  157  ----TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                T+   P  +L++   IE W     +  +E +D ++E Y+ GE  S E + R  
++ 
Sbjct  189  PMNYTIQDPPADMLDQ---
IEEWREKLIETAVEQDDDMMEMYLGGEEPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGE----
QGSA  247
                  FP + GSA K  G+Q ++D V                     P GE      
+ 
Sbjct  246  
TIALDFFPTFAGSAFKNKGVQNVLDGVVDYLPSPVEVKPQPEVDLEGNPTGEFAIVDANR  305

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
             L    FK+     G    + R+YSGT++  DT+     G+ +   ++ EM       
I 
Sbjct  306  PLRALAFKIMDDKYGA-
LTFTRIYSGTMKTGDTILNTFTGKTERVGRMVEMHADEANAI-  363

Query  304  RTDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              D A  G+I+ L    +V+    L D   P  L    +   P P++   I+PK  
A  E
Sbjct  364  --DFAQAGDIIALVGLKNVQTGHTLSDVKNPATLEPMVF---
PDPVISLAISPKNKAGAE  418

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL ++A  DP  R E D  T E IL  +G + L++   +L   + +E  + 



+P V 
Sbjct  419  
KMGVALNKMAKEDPSFRIETDQETGETILKGMGELHLDIKVDILLRTHGVEVNIGKPQVA  478

Query  420  YMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E        S+T   +   +  +  I  ++ P  +G+G  +ES V  G + + F  
A+
Sbjct  479  
YRESITSRVEDSYTHKKQSGGSGQYGKIDYTIEPNEVGAGYAFESVVVGGSVPREFWPAI  538

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G R  + +G L G+ V D K+    G +++  S+   F   A     Q + ++G 
Q+L
Sbjct  539  
DKGFRDSMVKGPLAGYPVVDVKVTLREGGFHAVDSSAIAFEIAAKGGYRQTMPKAGPQIL  598

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   ++AP  ++     D  +  A I+             ++P   +  Y  
DL   
Sbjct  599  
EPIMKVDVFAPDSHVGDVIGDLNRRRAMIKNQDTAPIGARIKADVPLSEMFGYIGDLRTM  658

Query  597  TNGRSVCLTELKGYQA  612
            T+GR     E   Y A
Sbjct  659  TSGRGQFSMEFSHYAA  674

>WP_087845241.1 elongation factor G [Photobacterium sp. CECT 9190]
 SMY35853.1 Elongation factor G 1 [Photobacterium sp. CECT 9190]
Length=695

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 198/689 (29%), Positives = 316/689 (46%), Gaps = 
72/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWKDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSP  162
              +IF+NK+D+ G D   VV  V++ L A                   D++ +Q   
+  
Sbjct  126  
SRLIFVNKLDRMGADFYRVVDQVKNVLGATPLVMTLPIGREEDFVGVVDVLTRQAY-VWD  184

Query  163  EIVLEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +  L EN            D+EA+     +  +E +D L+E Y+ GE  S E+L R  
++
Sbjct  185  
DTGLPENYEITDVPADMVDDVEAYREELVETAVEQDDDLMEAYMEGEEPSIEELKRCIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV-----  253
              +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V     
Sbjct  245  
GTRDLAFFPTFCGSAYKNKGVQNILDAVVDYLPAPDEVDPQPLTDPETGEETGEVATVSA  304

Query  254  --------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
                    FK+     G    ++R+YSG L   DT+   A    E++ ++ EM+   
+ E
Sbjct  305  DEPFRALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSATGKTERIGRMVEMQADERNE  363

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    +A  G+I+ I+   +V+    L D            P P++   + PK     
E+
Sbjct  364  LT---
SAQAGDIIAIVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVTPKDKGGSEK  420

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P 
V Y
Sbjct  421  
MGIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAY  480

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K    S+T   +   +  +  I   + P   GSG  + S V  G + + F  
AV 
Sbjct  481  
RETITKPVEDSYTHKKQSGGSGQFGKIDYRIKPGEQGSGFTFTSSVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +  G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  541  
KGFAVMMNNGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLE  600



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T
Sbjct  601  
PIMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKGDVPLSEMFGYIGTLRTMT  660

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            +GR     E   Y    A V + VI  ++
Sbjct  661  SGRGQFSMEFAHYAPCPANVAEKVIAEQK  689

>WP_063357342.1 elongation factor G [Pseudoalteromonas 
luteoviolacea]
 KZN55222.1 elongation factor P [Pseudoalteromonas luteoviolacea 
CPMOR-2]
Length=695

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 309/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   VV  V   L A                   D++ K+   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLTKKAY-
IWDETG  187

Query  166  LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    +
+  +
Sbjct  188  
LPENYEITDVPADMVEKVEEYHEMLVESAVEQDDDLMEAYMEGETPSLEQIKACIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE----  257
            D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+    



Sbjct  248  
DLAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGDVATVDADEP  307

Query  258  --------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                      D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  308  
LKALAFKIMDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G +
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEIGSGFTFSSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P + +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFAHY  673

>OGT32796.1 translation elongation factor G [Gammaproteobacteria 
bacterium 
RIFCSPHIGHO2_02_FULL_39_13]
 OGT48836.1 translation elongation factor G [Gammaproteobacteria 



bacterium 
RIFCSPHIGHO2_12_FULL_39_24]
Length=703

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 189/679 (28%), Positives = 320/679 (47%), Gaps = 
76/679 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G+   D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGKSHKMGEVHEGSAVMDWMEQEQERGITITSAATTCY  72

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W        + ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
Sbjct  73   
WQGMDKQFPKHRINIIDTPGHVDFTIEVERSLRVLDGAVGVFCSVGGVEPQSETVWRQAN  132

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            K  +P + F+NK+D+AG +   VV  + ++L A                   D++  
+ +
Sbjct  133  
KYGVPRLAFVNKMDRAGANFLRVVGQIENRLRARPVPMQLPIGAEENFEGVVDLVRMKAI  192

Query  159  SLS-------------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKL  200
              +             PE +L+   D + W     +A  E++D L+EKY+    +S 
E++
Sbjct  193  YWNEADSGMTYEAKEIPENMLK---
DCKMWREKMIEAAAESDDILMEKYLESSELSVEEI  249

Query  201  VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------
GEQG------  245
             +  + R     + PV  GSA K  G+Q ++DAV   L  P          E+G      
Sbjct  250  
KKGIRARTLKNEIVPVLCGSAFKNKGVQAMLDAVIEYLPSPFDVPAVKGEDERGGADTRA  309

Query  246  ---SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPS  298
               +A      FK+          ++R+YSG  +  D+V  ++ G+++   +I +M   
+
Sbjct  310  
VDDNAPFSALAFKIMTDPFVGTLTFVRVYSGQAKSGDSVYNSVKGKKERIGRILQMHANT  369

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + EI      + G+IV L    +V   D L D  ++      E P P++   + 
PKT A 
Sbjct  370  REEI---



KEIFTGDIVALVGMKNVTTGDTLCDEDKVITLERMEFPEPVISVAVEPKTKAD  426

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA  DP  R   D  T + I+S +G + LE++   +  ++K+E  V 
+P 
Sbjct  427  
QEKMGIALGKLAQEDPSFRVHTDEETAQTIISGMGELHLEIIVDRMMREFKVEANVGKPQ  486

Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K   H      +      +  + L + P  LG G ++ + +  G + + 
+  
Sbjct  487  
VAYRETIKKQVEHEGKYIRQTGGRGQYGHVWLRIEPNELGKGFEFANEIVGGVIPREYIP  546

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +E G+  G+ V D K+    G Y+   S+   F+    +  ++A ++
+G  
Sbjct  547  
AVEKGVKEQMENGVIAGYPVVDVKVALFDGSYHDVDSSEMAFKIAGSMCFKEAARKAGAV  606

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P++Y+     D  +    I+         +    +P   +  Y 
TDL 
Sbjct  607  
LLEPIMKVEVVTPEDYMGDVVGDLNRRRGMIQGMDEGPAGKIVDAHVPLAEMFGYATDLR  666

Query  595  FYTNGRSVCLTELKGYQAA  613
              + GR+    E   Y  A
Sbjct  667  SMSQGRATYTMEFLRYAEA  685

>WP_098477718.1 elongation factor G [Bacillus cereus]
 PFH64042.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 188/657 (29%), Positives = 306/657 (47%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G    I E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDIDEEVERKSSDEEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL++
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+



Sbjct  549  
KNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR 
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>GBC78339.1 Elongation factor G [bacterium HR08]
Length=704

 Score = 256 bits (653),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 193/677 (29%), Positives = 314/677 (46%), Gaps = 
67/677 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +LY +G   + G V++GT   D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILYYTGVNYKIGEVDEGTATMDWMVQEQERGITITSAAT  68

Query  62   SFQWH--------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            +  W         + ++NI+DTPGH+DF  EV RSL VLDG I +  A +GV+ Q+  
++
Sbjct  69   
TCFWRIGGAKTGDQYRINIIDTPGHVDFTIEVERSLRVLDGMIALFDAVNGVEPQSETVW  128

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA--------------------DII  153
                K  +P + F+NK+D+ G D   V++ +R +L A                    
D+I
Sbjct  129  
RQAEKYRVPRLAFVNKMDRQGADFWMVIEQMRRRLGARPVPVQIPIGGGDEPFRGVVDLI  188

Query  154  IKQTV-----SLSPEIVLE----------
ENTDIEAWDAVIENNDKLLEKYIAGEPISRE  198
              + +     +L  E ++E          E       +A+ + +D + EKY+ 
GEPI+ E
Sbjct  189  
QMKAITWIDETLGAEFLVEDVPESLQEAAEQARERMLEALADYDDTIAEKYLEGEPIAEE  248

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGE--  243
            ++    ++      L PV  G+A +  GIQPL+DA             V G+    
G+  
Sbjct  249  
EIRAALRQGTIQLRLVPVLCGAAFRNKGIQPLLDAVIYYLPSPVDIPPVQGVDPRSGDTV  308

Query  244  ----QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-



KITEMRIPS  298
                     L   VFK+       +  Y+R+YSGTL    +V  A + K  +I  +    
Sbjct  309  
TRHASDEEPLAALVFKIMADKHLGQLTYIRIYSGTLTAGSSVYNATKGKRDRIGRLMKVH  368

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +    + AY GEIV      +V   D L D          E P P++   I 
PKT   
Sbjct  369  
ANKREDIEEAYAGEIVAASGLRTVTTGDTLCDEGHPIVLEAIEVPRPVISVAIEPKTRQD  428

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +++L  AL +LA  DP  +   D  + + ++S +G + LE++   L  ++ +E  V  
P 
Sbjct  429  
QDKLSLALGRLAQEDPSFKVTSDPESGQTLISGMGELHLEIIVDRLKREFGVEAHVSRPM  488

Query  418  VIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K A        +      +  + + + PL  GSG ++   +  G + + 
F  
Sbjct  489  
VNYRETITKKAVGEGKFIRQTGGRGQYGHVKIEIEPLPPGSGFEFVDDIFGGVIPKEFIP  548

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV +G+R  +E+G L G+ + D ++    G Y+   S+   F+    +  ++A ++
+   
Sbjct  549  
AVEEGVREAMERGVLAGYEMVDVRVRLFDGSYHEVDSSELAFKIAGSLAFQEAARKADPI  608

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+EYL     D       +E  + +   V+ T  +P   +  Y 
TDL 
Sbjct  609  
LLEPIMKVEIVTPEEYLGAITGDLNARRGRVEHVEHRPGTVIITAYVPLAEMFGYATDLR  668

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+        Y+
Sbjct  669  SMTQGRATYTMHFSHYE  685

>WP_029184949.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_090991240.1 elongation factor G [Bacillus sp. OV322]
 SFC98962.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. OV322]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 304/670 (45%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ D+L A                   D+I  +    S 



++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLQANAHPIQLPIGAEDDFEAIIDLIEMKATFYSNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  D                  AV E ++ L+EKY+ GE I+ E+L    
++ 
Sbjct  191  ---
GTDIEVRDIPEEHKELAEEYREKLIEAVAELDEDLMEKYLGGEEITNEELKAGIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAA  248
              +   FPV  GSA K  G+Q ++D             A+ G      E+          
Sbjct  248  
TVNVEFFPVICGSAFKNKGVQLMLDNVIDFLPSPLDVPAIKGTIPDTDEEVERHSDDDEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL+    V       RE++ +I +M   S+ 
EI  
Sbjct  308  
FSALAFKVMTDPYVGKLTFFRVYSGTLQSGSYVINSTKGKRERIGRILQMHANSRQEISE  367

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                     V L   +    D L D   L      E P P++  ++ PK+ A +++
+ +A
Sbjct  368  VHAGDIAAAVGLKDTTT--
GDTLCDDKNLVILESMEFPEPVISLSVEPKSKADQDKMSNA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RGSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S    F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DSLDNGVLAGFPLVDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAASKCKPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



              +  P+EY+     D       +E  + + +       +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDITSRRGRVEGMEARGNTQAVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMHFDHYE  675

>WP_010528984.1 elongation factor G [Lentibacillus jeotgali]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 306/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D      S++++L A                   D+I  Q      
Sbjct  129  
PRIVFVNKMDKVGADFLYSTNSLKERLGANAHAVQLPIGAEDNFEGIIDLITMQAFYYED  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+    E  +I             E  + V E ++ L+ +Y+ GE IS E+L +  
+   
Sbjct  189  
ELGTRAEAREIPDEYKEKAEELRGELIEGVAEVDEDLMMQYLEGEEISNEELKKAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGS-------AAL  249
             +   +PVY GSA K  G+Q ++D V               F P  E+ +       
A+ 
Sbjct  249  
LNVDFYPVYCGSAFKNKGVQLVLDGVIDYLPAPTDVPPIEGFDPETEEATTRPSDDNASF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305



                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSVKDKRERVGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T + GEI   +        + L D   L      + P P++   I PKT A +++
+  A
Sbjct  366  
KTVHAGEIAAGVGLKDTSTGETLCDEKDLVILESMDFPEPVISVAIEPKTKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  + E D  T + I+S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LGKLAEEDPTFKTETDEETGQTIISGMGELHLDVIVNRLKAEFKVEAQVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P    +G ++E+++  G + + +  +V  
GI+
Sbjct  486  
RGSAEVEGKFIRQSGGRGQYGHVWVRFEPNEESAGYEFENKIVGGVIPREYIPSVDAGIQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S    F+    + L++A  +    
LLEP + 
Sbjct  546  
ESMENGVLAGYPLIDVKATLFDGSYHDVDSNEMAFKIAGSMALKEAKAKCSPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VNVVVPEEYMGDIMGDVTSRRGRVEGMEPRGPAQVVRAFVPLAEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFTMHFDHYE  675

>WP_040537261.1 GTP-binding protein [Lactobacillus pasteurii]
Length=640

 Score = 254 bits (649),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 192/624 (31%), Positives = 299/624 (48%), Gaps = 
52/624 (8%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG++AHVDAGKTTL+E+LLY +G + + G V+ G    D   LE+QRGITI 
+ +
Sbjct  1    
MKKITIGLVAHVDAGKTTLSEALLYQAGDLRKWGRVDAGDAFLDPEKLEKQRGITIFSHL  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    + N++DTPGH+DF A+   SL+VLD  ILV+SA  G+ + T++L+    
K  
Sbjct  61   
AHLAKDGIQFNLIDTPGHIDFAAQTEASLSVLDYVILVVSANSGITSYTKVLWDLFAKYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK D A  D   ++Q +++ LS     +  +  + +  L EN        
+  
Sbjct  121  LPVFIFVNKTDLA-YDKDKLLQDLQENLS-----
QNCLDFTDQKDLYEN--------LAT  166

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ LL+KY+A   +  E + R  +QR+V      PVY+GSA K  G Q LM  +    
Q
Sbjct  167  ADEALLDKYLATGKLDDEDISRLIKQRKV-----
MPVYFGSALKLQGTQELMAGMARFCQ  221

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
               E+G     G V+K+ +   G+R  +L++ +G  +L++ + L   E  KI +
+RI + 
Sbjct  222  --AEEGGDDFSGQVYKISHDPKGERLTWLKITAG--KLQNRMELVDGE--
KINQIRIYNA  275

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +    + A  GE+V L       P   +   D     + +P  R+R  PL M   
T   
Sbjct  276  NKFETVNQAIAGEVVALTGLKHTYPGQGINQEDA-
PQASLIPTLRYRLKPLNMDVHTA--  332

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                     +D L  L D +P L         EI L  +G++QLE++   L +++ 
LE  
Sbjct  333  ---------
IDKLALLKDEEPQLHLTWSEALQEIQLEIMGQIQLEILQQELQDRFGLEVA  383

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E  V+Y E   +      H E  P   ++ +   + P   GSGV   +  SL  
L  +
Sbjct  384  FDEGGVLYKETITRKIEAVGHFE--
PLRHYSEVHFLLEPAPRGSGVILANECSLEVLANN  441



Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE-  530
            +Q  +   +      G L G+ +TD KI    G   +  +   DFR      + Q 
L E 
Sbjct  442  
WQQQIMTALASKEHLGVLTGYPLTDVKITLIGGRASNVHTVGGDFREATYRGVRQGLMEL  501

Query  531  ---
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
                  QLLEP+  F L+ PQ  L RA +D  K         +  D VV  G+ P   
++
Sbjct  502  
KVRKACQLLEPWYKFKLHLPQTLLGRAMNDIQKMHGEFSEPIMLGDSVVLEGQAPVSEMR  561

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y +++  Y++G+      L  YQ
Sbjct  562  DYASEVRNYSHGQGQIEYSLAQYQ  585

>WP_073249886.1 elongation factor G [Caloramator proteoclasticus]
 SHF36548.1 elongation factor G [Caloramator proteoclasticus DSM 
10124]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 315/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    +NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWRGHVINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  +VVQ ++D+L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYVNKMDIMGADFFNVVQMMKDRLGAKPVPIQIPIGKEDTFKGVIDLIANKALIYTD  188

Query  163  EI--------VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++        + EE  D+ E +     +AV E++++L+ KY+ GE  + E++    



++  
Sbjct  189  
DLGTTSEHTQIPEELKDLAEEYRTNLIEAVAESDEELMMKYLDGEEFTIEEIKAGLRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DAV              G+    GE+          
L
Sbjct  249  
IAGEIVPVCCGSSYKNKGVQPLLDAVVEFLPSPVDIPSVKGVNPDSGEEDERHASDEEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     ++ +M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKLAFTRVYSGILTSGSYVLNSTKGKKERIGRLVKMHANHREEVEEI  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 G +V L    V   D L D  +       E P P++   I PKT A +E+L  
+L
Sbjct  369  RAGDIGAVVGL--
KDVTTGDTLCDSEKPIILEKMEFPEPVIHIAIEPKTKAGQEKLALSL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E   
Sbjct  427  
QKLAEEDPSFRTYTDQETGQTIIAGMGELHLEIIVDRLQREFKVECNVGKPQVAYKETIR  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + +KA    +  +      +    + + P   G G ++ + +  G + + +  A+  
GI+
Sbjct  487  KAVKAEGKFVR-
QSGGRGQYGHAWIELIPQERGKGYEFVNNIVGGVIPKEYIPAIDAGIQ  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+  G+ V DCK+    G Y+   S+   F+    +  + A++++   
LLEP + 
Sbjct  546  
EAMTSGVVAGYPVIDCKVVLFDGSYHEVDSSEMAFKIAGSMAFKNAMQKADPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + +    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVMGDINSRRGRIEGMEPRNGAQVIRAFVPLAEMFGYATTLRSKTQGRG  665

Query  602  VCLTELKGYQ  611



              + +   Y+
Sbjct  666  TYVMQFATYE  675

>WP_074898876.1 elongation factor G [Stenotrophomonas maltophilia]
 SFR76055.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 255 bits (651),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 202/678 (30%), Positives = 310/678 (46%), Gaps = 
86/678 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHQVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESDFSGWVDLVDERVL  188

Query  167  E----ENTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I  WD                AV +++++L + ++ G  I  E L    
+R
Sbjct  189  
QWRDGGRVTITPWDDAARSQWQPRRDALVEAVADHDERLADAWLEGRVIDAELLRAALRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------
GEQGS--------AAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+        GE G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIEALLDAVVDYLPSPLDRPAVTAEGEAGDVLLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL+  D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKAGDAVASSQHAQGRRVSRLVRVQADQTHDI---  364



Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKTAA  356
            + A  G+IV +    +   D +   T       R+ PL         P+L   + P  
AA
Sbjct  365  EQAVAGDIVAV----LGWKDAVSGETLSA----
RDQPLRLESIQAQAPVLAWRLEPARAA  416

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               R+   L  LA  DP  R E D  + E ++  +G + LEV+   L  ++K++  
+  P
Sbjct  417  
DLIRMAQGLASLAQEDPSFRVETDRESGETLVWGMGELHLEVMVERLRSEWKVDVGIGSP  476

Query  417  SVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E PL+A S  +   V  +     +A + L V P      V +  R+  G + 
+ F
Sbjct  477  RVAYQETPLRAVSGVVGRVVKQSGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVIPRGF  535

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              AV  G+R  L +G  G  V   ++    G  ++  S+   F       +  AL  
+GT
Sbjct  536  
IAAVEKGVRAALSEGPHGHPVVGIEVTLVDGQTHAKDSSDMAFHRAGSEAVRAALASAGT  595

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            Q+LEP ++  +++P   +     D  +    +   + ++     +G  P   +  Y 
T L
Sbjct  596  
QVLEPVMAVTVHSPSASVGDVVGDLNRRHGRVARIEDQEGRAEVSGFAPLAQLVGYTTAL  655

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+     L GY+
Sbjct  656  RSLSQGRASSEAHLHGYE  673

>4M1K_A Chain A, Crystal Structure Of Elongation Factor G (efg)
Length=691

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   



NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I +       +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIRL-
TGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551



Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_055215704.1 GTP-binding protein [[Eubacterium] eligens]
 CUQ77539.1 Tetracycline resistance protein tetM [[Eubacterium] 
eligens]
Length=869

 Score = 259 bits (661),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 179/616 (29%), Positives = 307/616 (50%), Gaps = 
46/616 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IG+LAHVDAGKTTL+E++LY++G+I + G V+   T  DT  +ER RGITI +   
++
Sbjct  7    
VTIGMLAHVDAGKTTLSEAILYSAGSIRKLGRVDNQDTFLDTGDMERARGITIFSKQAAY  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++     ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ  T  L+  L+++ 
IP 
Sbjct  67   
NYNGSSYTLLDTPGHVDFSAETERTLWVLDAAVLVISGMDGVQGHTETLWSLLKRLGIPV  126

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G +   +++ ++++LS   +    +                ++ V   
++
Sbjct  127  FIFVNKMDQQGTNRARIMEQLKNRLSESCVDFNNID---------------
YEEVAMCHE  171

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--PI  241
            + LE+++    +    +     R + +  +FPVY+GSA +  G++ L++ +         



Sbjct  172  EALEQFLESAHVDNAIM----
SRMIMERKMFPVYFGSALRMNGVEELINGIDTYVSCPDY  227

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
            GE+ SA     V+K+   D G+R  +L++  G+L+ +    L G E  K+ ++R+ 
+  +
Sbjct  228  GEEFSA----KVYKITRDDRGERLTHLKVCGGSLKSK---MLIGNE--
KVNQIRVYAGDK  278

Query  302  IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK----TAA  356
                + A  G +  +   S  +    +G           ED +P+L   +  K       
Sbjct  279  FTSINEAVAGTVCAVTGLSETKAGQFIGAGG--------
EDNIPVLEPVLNYKLNLPAGT  330

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                LL  L  L + +P L  E D    EI +S +G V +EV++ ++  ++ ++    
E 
Sbjct  331  
DPVALLSKLRTLEEEEPELHVEWDENFKEIHVSVMGPVLIEVLTNIIRTRFGVDVTFGEG  390

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E     A    H E  P   +A + L + P   GSG++YE   S   L+++
+Q  
Sbjct  391  SIVYKETIKNKAYGIGHFE--
PLRHYAEVHLLLEPGEPGSGMRYECHCSEDILDKNWQRL  448

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  +   +   DFR      + Q L ++ 
+ L
Sbjct  449  
VYTHLCEKMHRGVLTGSELTDMKITLVAGRAHPKHTEGGDFRQATYRAVRQGLMQAESVL  508

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ +F L   ++Y+ RA  D  +  A     +   D VV TGE P   I  Y+ 
++  
Sbjct  509  
LEPFYAFSLEVKRDYVGRAMTDFERMGAAFNMQEADGDNVVITGEGPVSVIGNYQAEVNA  568

Query  596  YTNGRSVCLTELKGYQ  611
            YT G      ++ GY+
Sbjct  569  YTKGTGRLALKMAGYR  584

>WP_048685829.1 GTP-binding protein [Lactobacillus gasseri]
 OOK88243.1 tetracycline resistance protein TetP [Lactobacillus 
gasseri]
Length=640



 Score = 254 bits (649),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 192/631 (30%), Positives = 305/631 (48%), Gaps = 
64/631 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D+  LE++RGITI 
+ +
Sbjct  1    
MKKLTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDSDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIQTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKNHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    D + V+Q +R             +L    V   +   + ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKADKERVLQDLR-------------
TLDDNCVEFGDEGSDFYEKIAT  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    I  E++    +  V    +FPVY+G+A K  G+   +  +    
+ 
Sbjct  168  ADEAILEEYLESGQIKDEEI----
KDLVFQRKIFPVYFGAALKLNGVAEFLQGLDKWTKK  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR-----  295
            I  +        +FK+ + + G+R  +L++  G LR +    L   E  K+ E+R     
Sbjct  224  I--EYPEKFASRIFKISHDEKGERLTWLKVTGGELRAK--TELMPDE--
KVNEIRLYNGT  277

Query  296  ----IPS--KGEIVRTD---
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                +PS    EIV      T YPG+ +    D                        
P+L
Sbjct  278  KYQVVPSTQASEIVAVSGLKTTYPGQGIGFEKDQTNFT-----------------
MQPVL  320

Query  347  RTTIAPKTAAQR-
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              T A +TA  +    L AL QL D +P L  + D    EI +  +G++QLE++  
+L +
Sbjct  321  --
TYAVQTAPDKMHATLTALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILHD  378

Query  406  



KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ L+    +  ++Y E    +     H E  P   +A + L + P  LGSG+ ++
+  S
Sbjct  379  RFGLKAEFAQGKILYQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECS  436

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            L  L + +Q+ V + +      G L G  +TD +I    G   +  +   DFR      
L
Sbjct  437  
LEVLPKKWQDQVMESLANKEHLGVLTGSPLTDMEITLVGGRGSNVHTVGGDFREATYRAL  496

Query  525  EQALKESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
             Q L E   Q    LLEP+  F L   +E + RA +D  K     E  +   D V  
TG+
Sbjct  497  
RQGLMELKAQNQVSLLEPWYQFTLRINREQVGRAINDIEKMGGKFEIGESDHDVVTITGQ  556

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             P   +Q Y T++  YT+G         GY+
Sbjct  557  APVAQMQDYATEVRNYTHGSGQLECLFAGYR  587

>WP_097658738.1 elongation factor G [Bradyrhizobium sp. Y36]
 PDT91450.1 elongation factor G [Bradyrhizobium sp. Y36]
Length=690

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 305/666 (46%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WAGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----SL  160
            +F NK+D+ G D    +  + D+L A                   D++  Q +     
SL
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMQGIIWNDESL  191



Query  161  S--------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  +  Y+ G+    E L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDAMAAYLDGKEPDEETLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAALCGS  252
             + +PV  GSA K  G+QPL+DAV   L  P+           GE+          
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGTDDRGEEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKQVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 



Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_060552331.1 elongation factor G [Staphylococcus agnetis]
 ALN77866.1 elongation factor G [Staphylococcus agnetis]
 OSP22383.1 elongation factor G [Staphylococcus agnetis]
 OSP24206.1 elongation factor G [Staphylococcus agnetis]
 OTW30949.1 elongation factor G [Staphylococcus agnetis]
 PNY87209.1 elongation factor G [Staphylococcus agnetis]
 PTH16357.1 elongation factor G [Staphylococcus agnetis]
 PTH27799.1 elongation factor G [Staphylococcus agnetis]
 PTH32809.1 elongation factor G [Staphylococcus agnetis]
 PTH37664.1 elongation factor G [Staphylococcus agnetis]
 PTH40368.1 elongation factor G [Staphylococcus agnetis]
 PTH58397.1 elongation factor G [Staphylococcus agnetis]
 PTH63638.1 elongation factor G [Staphylococcus agnetis]
 PTH67157.1 elongation factor G [Staphylococcus agnetis]
 PTH69211.1 elongation factor G [Staphylococcus agnetis]
 PTH77355.1 elongation factor G [Staphylococcus agnetis]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 189/662 (29%), Positives = 316/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDEFQAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



             + E TDI         EA +A+I    E ND L+EKY+ GE IS ++L    ++   
D 
Sbjct  192  
TDIEETDIPEDMQERAEEAREALIEAVAETNDDLMEKYLGGEEISVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +              SA    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDSAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSREEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCNPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601



            R 
Sbjct  665  RG  666

>WP_098545541.1 elongation factor G [Bacillus cereus]
 PFJ12886.1 elongation factor G [Bacillus cereus]
 PGU67126.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 188/657 (29%), Positives = 306/657 (47%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYSNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRIEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL++
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
KNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR 
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_068813080.1 GTP-binding protein [Lactobacillus crispatus]
 PLT11042.1 GTP-binding protein [Lactobacillus crispatus]
Length=641

 Score = 254 bits (649),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 188/628 (30%), Positives = 296/628 (47%), Gaps = 
61/628 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEAMLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  



Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    I  + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAIYDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDAKGERLTWLRILDGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D                P  +L+  
+  K
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---------------
PAALLKPVLTYK  322

Query  354  TAAQRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               Q   L   L AL  L D DP L         EI +  +G++QLE++  L+ E+
+ L 
Sbjct  323  
VNPQDNDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLN  382

Query  411  TVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             V ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL 
Sbjct  383  IVFEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLE  437

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ +   ++     G+   + +TD KI    G      S   DFR      
+ Q
Sbjct  438  
VLTKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQ  497

Query  527  ALKESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582



             L E      T LLEP+  F L   ++ + RA +D  +      T +   +  V 
+G  P
Sbjct  498  
GLMEEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAP  557

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               +Q Y T++  YT+G       + GY
Sbjct  558  VAEMQDYATEVRNYTHGEGNLECVVSGY  585

>WP_094523670.1 GTP-binding protein [Lactobacillus taiwanensis]
 OYR96036.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYR98946.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYS15577.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYS32616.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYS34319.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYS37159.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
 OYS38644.1 tetracycline resistance protein TetP [Lactobacillus 
taiwanensis]
Length=642

 Score = 254 bits (649),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 191/618 (31%), Positives = 306/618 (50%), Gaps = 
38/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E++LY SG + + G+V+KGT   D   LE++RGITI 
+ +
Sbjct  1    
MKKLTIGILAHVDAGKTTLSEAMLYKSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIQNENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSAGEGVTAYTQTLWNLLKNHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NKID    D + V+ ++              +L    V  EN D + ++ 
+  
Sbjct  121  IPTFIFVNKIDTLKADKEKVLHNLS-------------
TLDDNCVEFENEDSDFYEKIAT  167

Query  181  NNDKLLEKYIAGEPISREKLVRE-



EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ +LE+Y+    I  E++     QRR+     FPVY+G+A K  G+   +  +    
+
Sbjct  168  TDESILEEYLESGQIKDEEIKDLIFQRRI-----
FPVYFGAALKLKGVAEFLQELDKWTK  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             I  +        +FK+ + +  +R  +L++  G L+ +    L   E  K+ E+R
+ + 
Sbjct  223  KI--EYPEKFASRIFKISHDEKDERLTWLKVTGGELKAK--TELMPDE--
KVNEIRLYNG  276

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +      A  GEI  +   S       G      R +      P+L  T A +TA  
+ 
Sbjct  277  TKYQVVPRAQAGEIGAV---SGLRTTYPGQGLGFERDQTNFAMQPVL--
TYAVQTAPDKT  331

Query  360  R-
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
               L AL QL D +P L  + +    EI +  +G++QLE++  +L +++ LE    
+  +
Sbjct  332  
HATLTALRQLEDENPQLHVKWNKQAEEISIDVMGKIQLEILQQILYDRFNLEVEFTQGKI  391

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             Y E    +     H E  P   +A + L + P  LGSG+ +++  SL  L + +Q
+ V 
Sbjct  392  HYQESIKSSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSLEVLPKKWQDQVM  449

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ---  534
            + +      G L G  +TD +I    G   +  +   DFR      + Q L E   
Q   
Sbjct  450  
ESLANKEHLGVLIGSPLTDVEIILIGGRGSNVHTVGGDFREATYRAVRQGLMELKMQNQV  509

Query  535  -
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   QE + RA +D  K     E  +   + V  TG+ P   +Q Y 
T++
Sbjct  510  
SLLEPWYQFTLRINQEQVGRAINDIEKMGGKFEIGESSANIVTITGQAPVAQMQDYATEV  569

Query  594  AFYTNGRSVCLTELKGYQ  611
              Y++GR      L GYQ
Sbjct  570  RNYSHGRGQLECLLTGYQ  587

>WP_093649739.1 elongation factor G [Streptococcus varani]



 CQR24024.1 elongation factor G [Streptococcus varani]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 193/677 (29%), Positives = 316/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+ E+L+   
++  
Sbjct  189  
DLGTDIREEDIPAEYLEQAEEYREKLIEAVAETDEDLMMKYLEGEEITNEELMAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGS  246
             +   FPV  GSA K  G+Q ++DAV                           P  
E+  
Sbjct  249  
INVEFFPVMCGSAFKNKGVQLMLDAVLDYLPSPLDVPAIKGINPDTDADEERHPSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLHSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +  Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 



Sbjct  366  ---EQVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNPETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTVTAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_087368078.1 GTP-binding protein [Lactobacillus salivarius]
 OUN16506.1 elongation factor G [Lactobacillus salivarius]
Length=639

 Score = 254 bits (649),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 186/623 (30%), Positives = 302/623 (48%), Gaps = 
54/623 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRSLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120



             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + +LE+         
V  
Sbjct  121  IPVFIFVNKIDISTYTAHQILSQLKSELDESII-----
DFSSDNLLED---------VAM  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  167  CDESLFEDYLQTSTIPDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+   
G
Sbjct  223  --PRYPDNFQAKIFKISHDDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRV-YNG  275

Query  301  EIVRTD--------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E   T            PG I   P  S+  N     PT  P   +  DP          
Sbjct  276  
EKFSTYPTVSAGQVCTIPGLINTYPGLSIGENQADTIPTITPVLSYALDP----------  325

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                  +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y 
L   
Sbjct  326  -
NGNDIQTCLKALHELEDEDPKLHVTWSEHLQEISVQIMGEIQLEILEQILLDRYNLNVT  384

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
L+++
Sbjct  385  FTKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLDKN  442

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q 
L   
Sbjct  443  
WQHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMML  502

Query  529  -



KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             + +  QLLEP+  F L   +  + RA +D  +   T++  QV++   + TG  P   
+ 
Sbjct  503  RENNNCQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQVER---
ILTGIAPVSEMY  559

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y T++  YT+G      E+ GY
Sbjct  560  NYATNVRAYTHGNGTLELEIAGY  582

>WP_100621688.1 elongation factor G [Campylobacter jejuni]
 PJP81251.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP86173.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ89269.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
Length=691

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 182/670 (27%), Positives = 313/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  GIQPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGIQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_033161875.1 GTP-binding protein [Sharpea azabuensis]
Length=845

 Score = 258 bits (660),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 182/621 (29%), Positives = 305/621 (49%), Gaps = 



44/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G +AHVDAGKTTL+ESLLY +      G V+   T  D    ER RGITI 
+ +
Sbjct  1    
MKNIVTGFVAHVDAGKTTLSESLLYITHTTRHQGRVDHKDTLLDFDQQERDRGITIFSKI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            ++  +       +DTPGH+DF  E+ R+L+VLD AIL++S  DG+QA T+ ++  L    
Sbjct  61   
SNINYLDTHFTFLDTPGHVDFSGEMERALSVLDYAILIVSGIDGLQAHTKTIWKLLSHYR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--
WDAV  178
            IPT IF+NK+D +      ++ ++R+ LS +II                 DIE   
++ +
Sbjct  121  IPTFIFVNKMDISPYTKHELLDNLRE-LSDNII-----------------
DIEKMNYEEM  162

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D LLE+Y+    +S+E LV    + +Q+  LFPV +GSA K   +Q L+D +    
Sbjct  163  AMADDALLEEYMQTNALSKESLV----
KAIQERKLFPVIFGSALKNDHVQELLDMLDTYT  218

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P   Q    L  SV+K+++ D G+R  Y+R+Y G L ++  +      + KI +
+R+  
Sbjct  219  IPHSTQNE--LSASVYKIDHDDKGERLTYVRIYDGMLHVKQLI-----
NEEKINQIRLYQ  271

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +    + A  G +V+L      +  D++G     P   + +   P +   +       
Sbjct  272  GNKYTLLEEAGAGSVVVLTGLKETQSGDIIGRGK--PHTSYLQ---
PYMHYQLHLADNEN  326

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            + ++L+ L  LA  +PLL  ++    H I +S +G +Q+E++  ++ E+Y  E  +    
Sbjct  327  QSKMLENLKLLAQEEPLLNMKIQDAQH-
IEVSLMGEIQIEILKEIIRERYHEEVTIDSKQ  385

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + Y E  L +     H E  P   +A + + + PL  GSG++YE+R  +  L ++
+Q  +
Sbjct  386  ISYKETILDSVEGVGHFE--PLRHYAEVHILLEPLPTGSGIEYENRC-
MNNLPENYQRLI  442



Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++  +  G L G  +TD +     G  +   +   DFR      +  AL  + 
+ LL
Sbjct  443  
MTHLQEKVHLGVLTGSPLTDIRFVLLGGKAHDKHTVGGDFREATYRAVRHALIRTTSILL  502

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  ++L  P  ++S+A++D       I T           G+ P   +  Y  +
+  Y
Sbjct  503  EPYGKYVLKIPSAFISKAFYDLDSEQPPIITDD-
NGTTATIKGQAPIEMLSNYTQEVLNY  561

Query  597  TNGRSVCLTELKGYQAAVGQP  617
            T G      E + Y A V +P
Sbjct  562  TKGEGSLSIE-ETYYAPVKEP  581

>WP_017106964.1 MULTISPECIES: elongation factor G [Vibrio]
 OBT00700.1 translation elongation factor G [Vibrio tasmaniensis]
 OBT27290.1 translation elongation factor G [Vibrio tasmaniensis]
 OCH46968.1 translation elongation factor G [Vibrio lentus]
 OED62659.1 translation elongation factor G [Vibrio tasmaniensis 
ZS-17]
 OMO23840.1 translation elongation factor G [Vibrio splendidus]
 OMO26331.1 translation elongation factor G [Vibrio lentus]
 PHN86844.1 elongation factor G [Vibrio splendidus]
 PME22988.1 translation elongation factor G [Vibrio lentus]
 PME52652.1 translation elongation factor G [Vibrio lentus]
 PME65104.1 translation elongation factor G [Vibrio lentus]
 PME66597.1 translation elongation factor G [Vibrio lentus]
 PME89444.1 translation elongation factor G [Vibrio lentus]
 PME95511.1 translation elongation factor G [Vibrio lentus]
 PME97170.1 translation elongation factor G [Vibrio lentus]
 PMF00479.1 translation elongation factor G [Vibrio lentus]
 PMF05862.1 translation elongation factor G [Vibrio lentus]
 PMF38013.1 translation elongation factor G [Vibrio lentus]
 PMF42070.1 translation elongation factor G [Vibrio lentus]
 PMF58543.1 translation elongation factor G [Vibrio lentus]
 PMF67774.1 translation elongation factor G [Vibrio lentus]
 PMF70749.1 translation elongation factor G [Vibrio lentus]
 PMF76463.1 translation elongation factor G [Vibrio lentus]
 PMF85497.1 translation elongation factor G [Vibrio lentus]
 PMF87046.1 translation elongation factor G [Vibrio lentus]
 PMF93907.1 translation elongation factor G [Vibrio lentus]
 PMG00180.1 translation elongation factor G [Vibrio lentus]
 PMG27111.1 translation elongation factor G [Vibrio splendidus]
 PMG56918.1 translation elongation factor G [Vibrio lentus]
 PMG73041.1 translation elongation factor G [Vibrio lentus]
 PMG73798.1 translation elongation factor G [Vibrio lentus]
 PMG99977.1 translation elongation factor G [Vibrio lentus]
 PMH01438.1 translation elongation factor G [Vibrio splendidus]
 PMH26025.1 translation elongation factor G [Vibrio lentus]



 PMH63522.1 translation elongation factor G [Vibrio lentus]
 PMH94454.1 translation elongation factor G [Vibrio lentus]
 PMI01009.1 translation elongation factor G [Vibrio lentus]
 PMI15011.1 translation elongation factor G [Vibrio lentus]
 PMI40570.1 translation elongation factor G [Vibrio lentus]
 PMI55436.1 translation elongation factor G [Vibrio lentus]
 PMI57566.1 translation elongation factor G [Vibrio lentus]
 PMI66758.1 translation elongation factor G [Vibrio lentus]
 PMI82299.1 translation elongation factor G [Vibrio splendidus]
 PMI82578.1 translation elongation factor G [Vibrio lentus]
 PMI90452.1 translation elongation factor G [Vibrio lentus]
 PMI96419.1 translation elongation factor G [Vibrio lentus]
 PMI98167.1 translation elongation factor G [Vibrio lentus]
 PMJ08117.1 translation elongation factor G [Vibrio lentus]
 PMJ12258.1 translation elongation factor G [Vibrio lentus]
 PMJ55601.1 translation elongation factor G [Vibrio lentus]
 PMJ66027.1 translation elongation factor G [Vibrio splendidus]
 PMJ66317.1 translation elongation factor G [Vibrio lentus]
 PMJ74268.1 translation elongation factor G [Vibrio lentus]
 PMJ87096.1 translation elongation factor G [Vibrio lentus]
 PMJ89232.1 translation elongation factor G [Vibrio lentus]
 PMK15670.1 translation elongation factor G [Vibrio splendidus]
 PMK37344.1 translation elongation factor G [Vibrio lentus]
 PMK46843.1 translation elongation factor G [Vibrio lentus]
 PMK53822.1 translation elongation factor G [Vibrio splendidus]
 PMK62181.1 translation elongation factor G [Vibrio lentus]
 PMK69201.1 translation elongation factor G [Vibrio lentus]
 PMK87942.1 translation elongation factor G [Vibrio lentus]
 PML05710.1 translation elongation factor G [Vibrio lentus]
 PML10821.1 translation elongation factor G [Vibrio lentus]
 PML26046.1 translation elongation factor G [Vibrio lentus]
 PML33510.1 translation elongation factor G [Vibrio lentus]
 PML50965.1 translation elongation factor G [Vibrio lentus]
 PML58984.1 translation elongation factor G [Vibrio lentus]
 PML62549.1 translation elongation factor G [Vibrio lentus]
 PML70105.1 translation elongation factor G [Vibrio lentus]
 PMM21263.1 translation elongation factor G [Vibrio lentus]
 PMM35585.1 translation elongation factor G [Vibrio lentus]
 PMM38709.1 translation elongation factor G [Vibrio lentus]
 PMM51045.1 translation elongation factor G [Vibrio lentus]
 PMM55735.1 translation elongation factor G [Vibrio splendidus]
 PMM59650.1 translation elongation factor G [Vibrio lentus]
 PMM61926.1 translation elongation factor G [Vibrio lentus]
 PMM65069.1 translation elongation factor G [Vibrio lentus]
 PMM95115.1 translation elongation factor G [Vibrio lentus]
 PMN04168.1 translation elongation factor G [Vibrio lentus]
 PMN05282.1 translation elongation factor G [Vibrio lentus]
 PMN08636.1 translation elongation factor G [Vibrio lentus]
 PMN33220.1 translation elongation factor G [Vibrio lentus]
 PMN41475.1 translation elongation factor G [Vibrio lentus]
 PMN60099.1 translation elongation factor G [Vibrio lentus]
 PTO87463.1 elongation factor G [Vibrio splendidus]
 PTP48112.1 elongation factor G [Vibrio splendidus]
Length=695



 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGKHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  



TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_098262329.1 elongation factor G [Bacillus sp. AFS006103]
 PEQ92274.1 elongation factor G [Bacillus sp. AFS006103]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 315/668 (47%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WHGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-IIKQTVSLSPEI-----
VLEEN---------  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    +      ++E N         
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHAIQLPIGAEDQFEAIIDLVEMNAVFYGNDLG  191

Query  170  TDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++L+EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDIEVREIPEEYKAQAEEYREKLVEAVAELDEELMEKYLGGEEITKEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGSA---
ALCG  251
              +PV  GSA K  G+Q ++DAV                     + I E+ S+       
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGHAVDDDEEIVERHSSDEEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI 
+   
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLDAGSYVQNSTKGKRERVGRILQMHANSRQEISKV--  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D L D   L        P P+++ ++ PK+ A ++++  
AL 
Sbjct  370  -
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMVFPEPVIQLSVEPKSKADQDKMTTALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  429  
KLQEEDPTFRAHTDVETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRA  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++ + +  G + + +  AV+ G
+   
Sbjct  489  
SAQVEGKFARQSGGRGQYGHVWIEFSPNDEGKGFEFVNGIVGGVVPREYIPAVQAGLEDA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP 
+   
Sbjct  549  
LDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCKPVILEPMMRVE  608



Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR V 
Sbjct  609  
VVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRSSVPLSEMFGYATALRSSTQGRGVF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  SMHFDHYE  676

>WP_075231889.1 elongation factor G [Streptococcus sp. HMSC034E03]
 OFK71760.1 elongation factor G [Streptococcus sp. HMSC034E03]
Length=693

 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  



Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_061452096.1 elongation factor G [Streptococcus oralis]
 KXT88064.1 Translation elongation factor G [Streptococcus oralis]
Length=693



 Score = 255 bits (652),  Expect = 4e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPADYLDQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>OLA20580.1 translation elongation factor G [[Eubacterium] eligens]
Length=869

 Score = 259 bits (661),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 179/616 (29%), Positives = 307/616 (50%), Gaps = 
46/616 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IG+LAHVDAGKTTL+E++LY++G+I + G V+   T  DT  +ER RGITI +   
++
Sbjct  7    
VTIGMLAHVDAGKTTLSEAILYSAGSIRKLGRVDNQDTFLDTGDMERARGITIFSKQAAY  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++     ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ  T  L+  L+++ 
IP 
Sbjct  67   
NYNGSSYTLLDTPGHVDFSAETERTLWVLDAAVLVISGMDGVQGHTETLWSLLKRLGIPV  126



Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G +   +++ ++++LS   +    +                ++ V   
++
Sbjct  127  FIFVNKMDQQGTNRARIMEQLKNRLSESCVDFNNID---------------
YEEVAMCHE  171

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--PI  241
            + LE+++    +    +     R + +  +FPVY+GSA +  G++ L++ +         
Sbjct  172  EALEQFLESAHVDDALM----
SRMIMERKMFPVYFGSALRMNGVEELINGIDTYVSCPDY  227

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
            GE+ SA     V+K+   D G+R  +L++  G+L+ +    L G E  K+ ++R+ 
+  +
Sbjct  228  GEEFSA----KVYKITRDDRGERLTHLKVCGGSLKSK---MLIGNE--
KVNQIRVYAGDK  278

Query  302  IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK----TAA  356
                + A  G +  +   S  +    +G           ED +P+L   +  K       
Sbjct  279  FTSINEAVAGTVCAVTGLSETKAGQFIGAGG--------
EDNIPVLEPVLNYKLNLPAGT  330

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                LL  L  L + +P L  E D    EI +S +G V +EV++ ++  ++ ++    
E 
Sbjct  331  
DPVALLSKLRTLEEEEPELHVEWDENFKEIHVSVMGPVLIEVLTNIIKTRFGVDVTFGEG  390

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E     A    H E  P   +A + L + P   GSG++YE   S   L+++
+Q  
Sbjct  391  SIVYKETIKNKAYGIGHFE--
PLRHYAEVHLLLEPGEPGSGMRYECHCSEDILDKNWQRL  448

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  +   +   DFR      + Q L ++ 
+ L
Sbjct  449  
VYTHLCEKMHRGVLTGSELTDMKITLVAGRAHPKHTEGGDFRQATYRAVRQGLMQAESVL  508

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ +F L   ++Y+ RA  D  +  A     +   D VV TGE P   I  Y+ 
++  
Sbjct  509  
LEPFYAFSLEVKRDYVGRAMTDFERMGAAFNMQEADGDNVVITGEGPVSVIGNYQAEVNA  568



Query  596  YTNGRSVCLTELKGYQ  611
            YT G      ++ GY+
Sbjct  569  YTKGTGRLALKMAGYR  584

>WP_014629062.1 elongation factor G [Thermus thermophilus]
 AFH38259.1 translation elongation factor EF-G [Thermus thermophilus 
JL-18]
Length=691

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K +
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYHVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDEHIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE           L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPDGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373



Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_007788540.1 elongation factor G [Peptostreptococcus stomatis]
 EFM65184.1 translation elongation factor G [Peptostreptococcus 
stomatis 
DSM 17678]
Length=688

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 187/660 (28%), Positives = 301/660 (46%), Gaps = 
64/660 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYAGRTHKIGETHDGASQMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDG++ V  A+ GV+ Q+  ++       
+
Sbjct  69   
TCQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCARSGVEPQSENVWRQAETYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P + F+NK+D+ G D  +VV  ++D+L A+ +  Q    S E                  
Sbjct  129  
PRIAFVNKMDRQGADFLNVVGMMKDRLKANAVAIQLPIGSEENFTGIIDLLTMKASMYKN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +E T+IE  D                  AV E ++ L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DEGTEIEVVDIPADMVDKANEYREIMIEAVAETDEDLMMKYLEGEEITIDELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
                + PV  G+A K  G+Q L+DAV                 P GE+            
Sbjct  249  
IACEMNPVLCGTAYKNKGVQLLLDAVIDYLPAPTDIESIKGILPDGEESERHASDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL     V  A + K     +I +M   ++ EI    
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGTLESGSYVLNATKNKRERIGRILQMHANTREEITEV-  367

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L DP         E P P++   I P + A +E++  
AL
Sbjct  368  --
YAGDIAAAVGLKDTTTGDSLCDPNEPIILESMEFPEPVIFVAIEPASKAAQEKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +LA+ DP      D+ T + I+  +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
QKLAEEDPTFTVRTDAETGQTIIGGMGELHLEIIVDRLLREFKVEATVGAPQVAYRETIT  485

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    +    +      +  + + V PL  G G ++E++   G + + +   V  



GI+
Sbjct  486  VPVD-
VEYKYSKQSGGRGQYGHVKIRVNPLEPGEGYKFENKTVGGSVPKEYVGPVDQGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D  +    G Y+   S+   F+  A +  + A+K+    
LLEP  +
Sbjct  545  
GAMQSGIVAGYPVVDVAVELYDGSYHEVDSSEMAFKMAASMAFKDAMKKGNAVLLEPIFA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P +Y+     D       I+  + +    V    +P   +  Y TDL   T 
GR+
Sbjct  605  
VEVVTPDDYMGDVMGDLNSRRGMIQGMEERNGAQVVRAHVPLSEMFGYSTDLRSTTQGRA  664

>PID60000.1 elongation factor G [Gammaproteobacteria bacterium]
Length=694

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 315/673 (47%), Gaps = 
70/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGQATTDFMEQEQERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCEWDGHRLNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSLSPE--
IVLEE  168
              +IF+NK+D+ G D   VV+ ++D L A  ++           K  V L  +  
+V +E
Sbjct  126  
SRLIFVNKLDRMGADFYRVVKQIKDVLGAKPLVMTLPIGTESDFKGVVDLMTQKALVWDE  185

Query  169  N----------------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +                 D+  W     +  +E +D  +E Y+ GE  S + L    
++ 
Sbjct  186  
SGDPAAYEVTDVPADMEADVAKWREELVETALEQDDDAMEAYLEGEEPSLDTLKACIRKG  245



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIGEQG  245
              + S FP + GSA K  GIQ ++D V                      TG F  +    
Sbjct  246  
TINLSFFPTFCGSAFKNKGIQLVLDGVVDYLPDPTQVKPQPEVDLEGNETGEFAEV--DP  303

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGE  301
            S  L    FK+   D      ++R+YSG +   DT+     G+ E++ +I EM      
+
Sbjct  304  SHPLRALAFKI-
MDDRYGALTFIRVYSGVMNKGDTIMNTFTGKTERIGRIVEMHAD---D  359

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +   D+A  G+IV ++   +V+    L DP +         P P++   + PK  A  
E+
Sbjct  360  
VKDLDSAQAGDIVAVVSMKNVQTGHTLADPKQPATLEPMVFPDPVISIAVKPKDKAGNEK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL ++   DP  R   D  + E IL  +G + L++   +L   + +E  V +P 
V Y
Sbjct  420  
MGVALGKMIAEDPSFRVMTDEESGETILMGMGELHLDIKIDILKRTHGVEVEVGKPQVAY  479

Query  421  MERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +    S+T   +   +  +  I   + PL  GSG ++ES V+ G + + +  
AV+
Sbjct  480  
RETITQRIEDSYTHKKQSGGSGQFGKIDYVIEPLEAGSGFEFESVVTGGNVPREYWPAVQ  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +++G L G+ + D K+    G +++  S+   F   A     Q++ ++G 
QL+E
Sbjct  540  
KGFEQSMDEGVLAGYPLLDFKVTLVDGGFHAVDSSALAFEIAAKAAYRQSIPKAGPQLIE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++++     D  +    I++ +     V    ++P   +  Y  DL   
T
Sbjct  600  
PIMKVDVFTPEDHVGDVIGDLNRRRGMIKSQEPGATGVRIKADVPLSEMFGYIGDLRTMT  659

Query  598  NGRSVCLTELKGY  610
            +GR     E   Y
Sbjct  660  SGRGQFSMEFGHY  672



>OQY60116.1 elongation factor G [Desulfobacteraceae bacterium 
4572_88]
Length=681

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 194/680 (29%), Positives = 321/680 (47%), Gaps = 
75/680 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
KIRNIGIIAHIDAGKTTVTERILYYTGRSHKIGEVHDGEAVMDWMADEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    + ++DTPGH+DF  EV RSL VLDG + V  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCQWKGHDIQVIDTPGHVDFTIEVERSLRVLDGVVGVFCAVGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--------------------
KQTV---  158
            P + FINK+D+ G D  +V+Q +R++LSA+ +I                    
KQTV   
Sbjct  129  
PKMAFINKLDRIGADFFNVIQMMRERLSANPLILQLPMGAEDHFAGVIDLIGMKQTVWDD  188

Query  159  -----SLSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   + E + EE  ++      +  + + E +D+++E Y++ E I  E+L+   
++ 
Sbjct  189  
DSLGADYTEEDISEEYAELAETHREKLIETLAEVDDEIMEAYLSEEAIPAEQLLDAIRKS  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              D  L PV  GSA +  G+QPL+DA+                 P  E+         
+ 
Sbjct  249  
AIDLKLVPVLCGSALRNKGVQPLLDAIVRFLPSPADVPPIQGVHPKTEEPIECKAMDKSP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L   +FKV   + G++  ++R+YSG ++  + V   +L  +EKL +I +M    +    
R
Sbjct  309  LSALIFKVSMME-
GRKLSFVRIYSGQMKAGEDVFNPSLNKKEKLSRILKMHANKRE---R  364

Query  305  TDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D A  G IV ++   S    + L     P  L +  + E   P++   + PKT + 



+E+
Sbjct  365  VDVACAGSIVGVVGLKSSSTGETLCMAKSPVLLEKMEFYE---
PVISVAVEPKTHSDQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +   L +    DP L+  +D  T + ILS +G + LE++ + +  ++K    V +P 
V+Y
Sbjct  422  
MDQVLEKFMAEDPTLKVRMDEDTGQTILSGMGELHLEIIISRMQREFKTSVNVGKPQVVY  481

Query  421  MERPLKAASHT--
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K A  T     EV     +  + L + PL  G+G+Q+ S V+   +  +F   
+ 
Sbjct  482  
RETIEKDAEATSVFDKEVAGQHHFGEVTLRLKPLGRGTGIQFRSEVTDDIIPDAFVPVIE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L  G L G+ V D +     G       +   +   A +  ++AL  +   
LL+
Sbjct  542  
KGVTESLGSGALMGYPVADVEAVLVGGSCKESQGSELAYTVSASMACQEALANASPFLLD  601

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI----
PARCIQAYRTDL  593
            P +   ++ P+ ++     D       IE+    +   +   EI    P   +  Y 
T L
Sbjct  602  
PIMDVEVFVPESFMGEVIGDLNSRGGKIESISNSQSGNMGIQEIRATVPLAQMFGYSTSL  661

Query  594  AFYTNGRSVCLTELKGYQAA  613
               T GR     +   +  A
Sbjct  662  RSATQGRGTFTMQFSRFDRA  681

>WP_070256354.1 elongation factor G [Campylobacter lari]
 OEV70787.1 translation elongation factor G [Campylobacter lari]
 OEV70807.1 translation elongation factor G [Campylobacter lari]
 OEV94030.1 translation elongation factor G [Campylobacter lari]
 SET08589.1 translation elongation factor 2 (EF-2/EF-G) 
[Campylobacter lari 
subsp. lari]
Length=691

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 186/686 (27%), Positives = 327/686 (48%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 



+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   I+  +AV E +D+L+EKY+ GE ++++++    
+  
Sbjct  189  
ESKPTDYVEKEIPAELKEKAEEYRIKMIEAVSETSDELMEKYLGGEELTQDEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA---
LCGSVFKVEYTDCGQ-  263
                S+ P+  G+A K  G+QPL+DAV        E  +       G+   V+ TD 
G+ 
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481



             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>WP_010279586.1 elongation factor G [Paenibacillus senegalensis]
Length=691

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 196/676 (29%), Positives = 318/676 (47%), Gaps = 
82/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  +VV+ +R++L A                   DII K+    + 
++ 
Sbjct  132  
AYVNKMDIIGADYLNVVKDMRERLQANAVAIQLPIGAENDFRGIIDIIAKKAYMYNDDLG  191

Query  166  LE-ENTDI-------------



EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E T+I             E  + V E ++ L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QNIEETEIPSEFADQVEELYSELVEKVAELDEDLTMKYLEGEEITTEELKSALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------------------
GEQGSAALC  250
             +FPV  GS+ +  G+Q ++DAV   L  P+                     E+  
AAL 
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVIDYLPAPVDVPDIKGVLADGTEAHRKSSDEEPFAALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V  A + K     +I +M   S+ EI   
+
Sbjct  312  ---
FKIMTDPYVGKLTFFRVYSGILESGSYVLNATKSKRERIGRILQMHANSRQEI---N  365

Query  307  TAYPGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              Y G+I    + +V L D   GD       P  L    +   P P++   + PKT 
A +
Sbjct  366  VVYSGDI----AAAVGLKDTGTGDTLCDEKHPVILESMNF---
PDPVIEIAVEPKTKADQ  418

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP LR   D  T + IL  +G + L+++   +  ++K++T V 
+P V
Sbjct  419  
DKMGVALGKLTEEDPTLRAHTDEETGQTILRGMGELHLDIIIDRMRREFKVDTNVGKPQV  478

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E  R           +      +  + +   PL  G+G Q+E+++  G + + 
+   
Sbjct  479  
AYRETFRAAAKVEGKFVRQSGGRGQYGHVWVEFEPLEPGTGFQFENKIVGGAVPREYIAP  538

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V+ GI   ++ G+  G+ + D K     G Y+   S+   F+    + L+ A  +    
+
Sbjct  539  
VQAGIEEAMKNGVIAGFPLVDIKATLFDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVI  598

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       IE    +    +   ++P   +  Y T 
L  
Sbjct  599  
LEPIMKVEVTVPEEYMGDVMGDVSSRRGRIEGMDSRGGAQIIRAKVPLAEMFGYSTTLRS  658



Query  596  YTNGRSVCLTELKGYQ  611
             T GR V   EL  Y+
Sbjct  659  RTQGRGVFSMELSHYE  674

>EEL42445.1 Elongation factor G 2 [Bacillus cereus Rock3-29]
 AFU16241.1 Elongation factor G 2 [Bacillus thuringiensis MC28]
Length=713

 Score = 256 bits (653),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  33   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  92

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  93   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  152

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  153  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  212

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  213  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  272

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  273  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEVERKSSDEEPFAAL  332

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  333  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  386



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  387  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  446

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  447  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  506

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  507  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  566

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  567  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  626

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  627  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  686

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  687  TFSMTFDHYE  696

>WP_105922062.1 GTP-binding protein [Lactobacillus pentosus]
 PRO83228.1 elongation factor G [Lactobacillus pentosus]
Length=663

 Score = 254 bits (650),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 192/626 (31%), Positives = 294/626 (47%), Gaps = 
34/626 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G++AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  



Sbjct  1    
MKQIVAGMIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + ++DTPGH+DF  +  + L+VLD AILVISA DGVQ  TR L+  L 
+  
Sbjct  61   
ANLKYNNLDLTLLDTPGHVDFATQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLARYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK+D  G D   ++  V+  LS   +   TV  +            A + 
+  
Sbjct  121  
VPTIIFINKMDAPGTDAAHLMAQVQQTLSPGCVAFNTVEANATAAESPTVPDAAMEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L  Y+    I  E +    QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDDVLADYLETGTIDDETIRHMIQRR----
EIFPCYFGAALKLTGVDDLMTGLDHWTLP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +A     VFK+ + + G+R  ++R+  GTL  +D V  A     K+ ++RI 
S  
Sbjct  237  --KPAAAEFGAQVFKITHDEQGERLTWVRVTGGTLHPKDVVLGA----
QKVNQLRIYSGT  290

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
            +         G + ++           LG           + PL  P+L   + P+
+   
Sbjct  291  KYETQSVVNAGTVCVITGLTKTYPGQGLGAAVD------
GQQPLMQPVLTYALDPQS-ED  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
                L AL QL D DP L         E+ +  +G +QLEV+  LL ++++L       
S
Sbjct  344  
LHACLTALRQLEDEDPQLHVTWSESLQELRVQVMGTIQLEVLQQLLKDRFQLTVQFGTGS  403

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L + P   GSG+ + +  SL  L ++
+Q+ V
Sbjct  404  ILYQETITAPVEGVGHFE--
PLRHYAEVHLLLEPAPRGSGLHFAADCSLEVLGRNWQHQV  461

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532



               ++   ++G L G  +TD  +    G      S   DFR      L Q L    
+   
Sbjct  462  
LSNLQAKTQRGVLVGAPLTDVNVTLISGRASIVHSVGGDFREATWRALRQGLMMLRQRGA  521

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPK----YCATIETAQVKKDE---
VVFTGEIPARC  585
             QLLEP+  F L   Q+ + RA  D  +    + A +    V  D       TG  
P   
Sbjct  522  
CQLLEPWYRFRLEVGQDQVGRAMTDIQRMNGQFDAPVANTSVATDGTELTTITGVAPVAA  581

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +Q Y   +  YT+G+      + GY+
Sbjct  582  MQDYSQTVRAYTHGQGQLECVVDGYR  607

>WP_017150124.1 elongation factor G [Bacillus bingmayongensis]
Length=692

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 188/657 (29%), Positives = 306/657 (47%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRIEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              



Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL++
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
KNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR 
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_000090360.1 elongation factor G [Bacillus cereus]
 PFA23196.1 elongation factor G [Bacillus cereus]
 PFN04847.1 elongation factor G [Bacillus cereus]
 PFO82792.1 elongation factor G [Bacillus cereus]
 PFR26722.1 elongation factor G [Bacillus cereus]
 PFS03258.1 elongation factor G [Bacillus cereus]
 PGZ15254.1 elongation factor G [Bacillus cereus]
Length=692



 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 188/667 (28%), Positives = 308/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGILPDTDEEVERKSSDEEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL++
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  



R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
KNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTFS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_068695603.1 GTP-binding protein [Paenibacillus yonginensis]
 ANS74693.1 elongation factor G [Paenibacillus yonginensis]
Length=674

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 182/642 (28%), Positives = 294/642 (46%), Gaps = 
34/642 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IG+ AHVDAGKTTL E LL+ +G I + G V+      D   +E+ RGIT+ A      
Sbjct  4    
TIGLFAHVDAGKTTLAEQLLFHTGTIKQRGRVDHRDAYLDNHEIEKARGITVFADQAILP  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            + +  + ++DTPGH+DF  E+ R++ VLDGA++++SA +GVQ  T  ++  LRK  
+PT 
Sbjct  64   
YKQSVLQVIDTPGHVDFSPEMERAIQVLDGAVVILSAVEGVQGHTETVWQLLRKHGVPTF  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            +FINK+D+ G D   V++ +R +L+ D+        +   +L    D    +   E 



+++
Sbjct  124  LFINKMDRTGADKSRVLEEIRRQLTPDV-----
YDCTDSRLLSGGADPRLEEFAAERDER  178

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP-IGE  243
             LE Y++G   S    +      +    LFP++ GSA +  G+Q +++ +  L +P    
Sbjct  179  YLEAYLSG-
SYSSGDWMNAIGELLNSGRLFPLFSGSALQDEGVQEMLEGIDQLLKPDHAA  237

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKL-----------  289
            Q S A  G V+K+ + + G R  YL++ SG LR+RD +A     G E++           
Sbjct  238  
QESEAFAGRVYKIRHDENGVRVTYLKVLSGRLRIRDEIAYNLDLGIERVEEERTGDGERT  297

Query  290  -------
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP  342
                   KIT +R+ S  +    D A  G++V +   S       G      R R   
D 
Sbjct  298  PASTVIEKITHIRLVSGHKAKTVDEAAAGQLVAVTGLS---
EAAAGQGLGALRDRSNYDM  354

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
            +P L   +    A   + +L A   L   D  L+   +    EI +  +G +QLEV
+  L
Sbjct  355  
VPALTAKVFYDQALAVKDVLRAFRLLEAEDQTLKVLWEEQLQEIHIHVMGVIQLEVLEQL  414

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
              E++ +     +P ++Y E          H E  P   +A + L + P   GSG+ 
+ +
Sbjct  415  AKERFGMTLSFGQPEILYKETIASTVRGYGHFE--
PLRHYAEVHLKLEPGERGSGITFVN  472

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
               +  L    QN +R  +      GL  G  +TD +I    G  ++  +   DFR    
Sbjct  473  
ACHVEDLAVGTQNLIRHHLYEREHHGLLTGSPLTDVRITLLTGRAHNKHTHGGDFREAVY  532

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              L Q L+++   LLEPY  F L    + + R   D  +   T E     +  V+  
G +
Sbjct  533  
RALRQGLEKADNVLLEPYYDFRLRVGLDEMGRVLSDIQQAHGTFEPPVTTEGYVLLEGRV  592

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
            P      Y T+ A  T+G+        GY        +  RR
Sbjct  593  PVATFLDYPTEFAALTHGKGSLRLTFGGYDVCHNAEEVIARR  634



>KKT13510.1 Elongation factor G [Candidatus Falkowbacteria bacterium 
GW2011_GWF2_43_32]
Length=692

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 313/673 (47%), Gaps = 
72/673 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T+
Sbjct  10   
IRNIGIMAHIDAGKTTFTERVLFYTGKKHKIGEVHEGAAEMDWMEQEKERGITITSAATT  69

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   K+NI+DTPGH+DF  EV RSL VLDGA+ V   + GV+ Q+  ++    K  
+P
Sbjct  70   
CFWKNKKINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGQAGVEPQSETVWRQADKYQVP  129

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS--  161
             + FINK+D+ G D    +QS+R +L+                    D++ K+    
S  
Sbjct  130  
RLCFINKMDKMGADFYMSLQSIRTRLNQKAVAVQLPIGAENNLSGIIDLLTKKAYKFSGV  189

Query  162  ----------PEIVLEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                      PE  ++E  D    E  +  +E ++  +EKY+AG+ IS ++L    
++ V
Sbjct  190  NGVNVEEIPVPED-
MKEKVDQYYNELVEKAVECDEATMEKYLAGQEISLDELKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--------------------
PIGEQGSAA  248
                ++PV  G+A + +G+Q ++DAVT                        PI       
Sbjct  249  
IANIIYPVLCGTALQNIGVQLVLDAVTEYLPSPLDVPEVEASDVRDPEKKVPIRADDDKP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  +    +E++ ++  M    + 
EI  
Sbjct  309  
FIGLAFKIATDPFVGKLCFVRVYQGVLSAGSYITNSSKGTKERIGRLVRMHANHREEIKE  368

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                Y G+I  ++   +    + L D   P  L    +   P P+++  + PKT A 



+E+
Sbjct  369  I---YAGDIAAVIGLKNTTTGNTLCDEAVPLLLESITF---
PEPVIKIAVEPKTKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E D  T+++++S +G + LE++   +  ++ +E  V  P 
V Y
Sbjct  423  
MGVALQRLAEEDPTFRVESDEETNQVLISGMGELHLEIIVDRMKREFGVEANVGNPQVSY  482

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K   A +    +      +    L + PL  GSG ++   V  G + + +  
A+ 
Sbjct  483  
RETITKTAEAENKYVKQSGGRGQYGHCSLRIEPLPAGSGFEFADEVKGGVIPREYIPAIE  542

Query  479  DGIRYG-
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++   L  G+ G+ + D K    YG Y+   S+   F+  A      A +++G  
LLE
Sbjct  543  
KGVKEALLSGGVAGYPMVDIKAAVFYGSYHEVDSSEIAFKMAAIFAFRDACQKAGAVLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       IE    + +  V   ++P   +  Y T L   
+
Sbjct  603  
PIMKVEVVTPEDYMGNIIGDLNSKRGQIEEMTDRANVKVVKAKVPLAEMFGYATSLRSMS  662

Query  598  NGRSVCLTELKGY  610
             GR+  + E   Y
Sbjct  663  QGRASYVMEFSHY  675

>WP_002091512.1 elongation factor G [Bacillus cereus]
 EJP81847.1 elongation factor G [Bacillus cereus VD142]
Length=692

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNAGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G +++++V  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKVVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>4MYT_A Chain A, Crystal Structure Of Elongation Factor G (efg)
Length=691

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------



QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSAMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_005544561.1 elongation factor G [Paenibacillus alvei]
 EJW18300.1 elongation factor G [Paenibacillus alvei DSM 29]
Length=691



 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 199/674 (30%), Positives = 321/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------
TVSLS  161
             ++NK+D  G D  +V++S++D+L A+ +  Q                          
L 
Sbjct  132  
AYVNKMDIIGADYLNVIESMKDRLQANAVAIQLPIGAENDFTGIIDLMEEKAYIFKDDLG  191

Query  162  PEI----VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E+    V  E  D      +E  + + E ++ L+ KY+ GE I+  +L    ++ 
V   
Sbjct  192  
KEVDETEVPAEFKDKVAELRMEMIEKIAELDEDLMMKYLEGEEITVPELKAALRKGVCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G   +  S          
Sbjct  252  
QIFPVVCGSSYRNKGVQLMIDAVVDYLPSPLDVPDIKGHLEDGEEEVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI    
T Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSREEIA---TVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKSPIILESMNF---
PDPVISIAVEPKTKADQDKM  421



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + ILS +G + L+++   +  ++K++T V  P 
V Y 
Sbjct  422  
GTALAKLTEEDPTLRAYTDEETGQTILSGMGELHLDIIIDRMRREFKVDTNVGSPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P K     +  +      +  + +   PL  G+G Q+E+++  G + + +  
AV+
Sbjct  482  ETFRQPAKVEGKFVR-
QSGGRGQYGHVWIDFEPLEPGTGFQFENKIVGGVVPREYVPAVQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
AGIEESMKNGVLAGFPLVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDARAGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_021201794.1 elongation factor G [Stenotrophomonas maltophilia]
 EQM87969.1 translation elongation factor G [Stenotrophomonas 
maltophilia 
MF89]
Length=677

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 203/672 (30%), Positives = 309/672 (46%), Gaps = 
75/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   



R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESDFNGWVDLVDERVL  188

Query  167  EEN---TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     T I  WD                AV +++++L + ++ G  I    L    
+R 
Sbjct  189  
QWRDGATTISPWDDAARVQWRAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRRA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------LC  250
                +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L 
Sbjct  249  
TLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGLLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRTD  306
            G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     +I   
+
Sbjct  309  GLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---E  364

Query  307  TAYPGEIVILPS--DSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+ 
Sbjct  365  QAVAGDIVAVLGWKDAVSGETLSGRALPLRLENI---
QAQAPVLAWRLEPARAADLIRMA  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  LA  DP  R E D  T E ++  +G + LEV+   L  ++ ++  V  P V 
Y E
Sbjct  422  
QGLASLAQEDPSFRVETDRDTAETMVWGMGELHLEVMVERLRSEWNVDVGVGAPRVAYQE  481

Query  423  RPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             P++A +  +     +      +A + L V P      V +  R+  G + +SF  
AV  
Sbjct  482  TPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVVPRSFIAAVEK  540

Query  480  



GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP 
Sbjct  541  
GVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPV  600

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ G
Sbjct  601  
MAVTVHSPSTSVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTALRSLSQG  660

Query  600  RSVCLTELKGYQ  611
            R+     L GY+
Sbjct  661  RASSEAHLHGYE  672

>WP_054205307.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 KPH62969.1 elongation factor G [Pseudoalteromonas porphyrae]
 KPH94490.1 elongation factor G [Pseudoalteromonas porphyrae]
Length=694

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 312/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              VIF+NK+D+ G D   V + VR  L A+ +I+   + +  E V               
Sbjct  126  
ARVIFVNKLDRMGADFYRVTEQVRKVLGANPLIMTLPIGIEDEFVGVVDVLTKKAYVWDD  185

Query  166  --LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN   TD+ A              +  +E +D+LLE Y+ GE  S E + R  
++ 
Sbjct  186  



TGLPENYEITDVPADMVEKTDEYYEMLVETALEQDDELLEAYMEGEAPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLILDAVVDYLPCPTEVDPQPLMDEEGNENGEFAVVSTDE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG L   DT+  A  G+ +   ++ EM+   + 
E+ 
Sbjct  306  PFKALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  422  
VAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  481

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  
AV  G
Sbjct  482  
TITREIEDSYTHKKQSGGSGQFGKIDYRIKPGEIASGFTFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FKSMMNEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    ++  +     +    ++P   +  Y   L   
T+G
Sbjct  602  
MKVDVFTPEDHVGDVIGDLNRRRGMMKDQEAGLTGIRIKADVPLSEMFGYIGTLRTMTSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFSHY  672



>WP_088876750.1 elongation factor G [Vibrio shilonii]
 ASI90048.1 translation elongation factor G [Vibrio shilonii]
Length=693

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 313/674 (46%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L+A+ +I+   +    + V               
Sbjct  126  
SRIIFVNKLDRMGADFFNVVDQVKNVLAANPLIMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEVKDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG +   DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVMNKGDTILNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                TA  G+I+ ++   +V+    L DP           P P++   ++PK     



E++
Sbjct  365  T---
TAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +++P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGYQA  612
            GR     E   Y A
Sbjct  662  GRGQFSMEFSHYNA  675

>WP_067087679.1 elongation factor G [Streptococcus marmotae]
Length=693

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538



Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>A7H4P5.1 RecName: Full=Elongation factor G; Short=EF-G
 ABS44813.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
doylei 269.97]
 AVL47695.1 elongation factor G [Campylobacter jejuni subsp. doylei]
Length=691

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 182/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    



+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y



Sbjct  665  ATYSMEFNHY  674

>WP_029505054.1 GTP-binding protein [Lachnoclostridium 
phytofermentans]
Length=883

 Score = 259 bits (662),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 183/615 (30%), Positives = 301/615 (49%), Gaps = 
32/615 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LE+ RGITI 
+  
Sbjct  1    
MNKLVIGILAHVDAGKTTLSESILYTSGKIGKLGRVDNKDAYLDTYELEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L 
K  
Sbjct  61   
ALLEIGETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLDKYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D   ++  ++ +L               I   ++   E +D 
+  
Sbjct  121  IPVFLFVNKMDQNGTDKDKLIMELKKQLEDGC-----------
IEFGQDKTEEFYDQIAM  169

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-
VTGLFQ  239
             ++ ++E Y+    +  +++    ++ V++  +FP ++GSA K  GI+  ++  +T    
Sbjct  170  CDETMMEYYLENGFLEEKQI----
KQAVKERKVFPCFFGSALKLDGIEEFLNGFLTYTIP  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  ++   A    VFK+   D G R  +++L  G L+++DT+   G  + K+ ++R
+ S 
Sbjct  226  PCYQEEFGA---KVFKITRDDQGNRLTHMKLTGGKLKVKDTLT-
NGLWEEKVNQIRVYSG  281

Query  300  GEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
             +         G +  +   S  +  + LG       +R  + PL  P+L   I      
Sbjct  282  QKYEAVSELEAGSVCTVTGLSQTKPGEGLG------
IERISDTPLLEPVLFYQIILPQGC  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416



                +L  L Q+ + +P L    D    EI    +G VQ+E++ +++ E++ +E      
Sbjct  336  
DPRMMLPKLRQIEEEEPELHIVWDEQLQEIQAQIMGEVQIEILQSMIQERFGVEVSFDAG  395

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E          H E  P   +A + L + P   GSG+++    S   L +S
+Q  
Sbjct  396  RIVYKETIDNVVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLEFGIDCSEDDLGKSWQRL  453

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +     +G L G  +TD KI    G  ++  +   DFR      + Q LKE+ 
+ L
Sbjct  454  
IVTHLEEKAHRGVLTGSAITDMKITLISGRAHNKHTEGGDFREATYRAVRQGLKEAKSIL  513

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY +F L  P++ + RA  D  K   T E +Q   D  + +G  P   ++ Y+ 
++  
Sbjct  514  
LEPYYTFQLELPEKMVGRAMTDIEKMYGTCEISQTNGDIAILSGSAPVITMRNYQKEVIA  573

Query  596  YTNGRSVCLTELKGY  610
            YT G       LKGY
Sbjct  574  YTKGHGKLFCSLKGY  588

>WP_073585891.1 elongation factor G [Vibrio quintilis]
 SHO58444.1 Elongation factor G 1 [Vibrio quintilis]
Length=695

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 194/684 (28%), Positives = 316/684 (46%), Gaps = 
70/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I   G V  G   TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHRTGEVHDGAATTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+ ++
Sbjct  66   
TCFWKDHRLNIIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESHV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------



KQTVSL----------  160
              +IF+NK+D+ G D   VV+ V++ L A+ ++           K  + L          
Sbjct  126  
ARLIFVNKLDRMGADFYRVVEQVKNVLGANPLVMTLPIGIEDDFKGVIDLLNMKAWIWDE  185

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               PE    E+   E  D             +E +D+L+  Y+ GE  + ++L    
++ 
Sbjct  186  
SGQPENYTLEDIPAEYADKAAEYREMMIETAVEQDDELMMAYMDGEEPTIDQLKACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVEYT  259
             +D + FP + GSA K  G+QP++D V            QP+ ++ +    G V 
KV+ +
Sbjct  246  
TRDLAFFPTFCGSAFKNKGMQPMLDGVVDYLPAPTEVDPQPLTDKDTGEATGEVAKVDAS  305

Query  260  ------------DCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                        D      ++R+YSG L   DT+   A    E++ ++ EM    + 
EI 
Sbjct  306  
EPLRALAFKIMDDRFGALTFIRIYSGVLNKGDTILNSATGKTERIGRMVEMHADERNEI-  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ ++   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  --
SSAQAGDIIAVVGMKNVQTGHTLCDPKNECTLEPMIFPTPVIEIAVKPKDKGASEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T + IL  +G + L++   +L   Y +E  V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEETGDTILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYRE  482

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +P++  S+T   +   +  +  I   + P   GSG  + S V  G + + F  
AV  
Sbjct  483  TITQPVE-
DSYTHKKQSGGSGQFGKIDYRIKPGETGSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +++G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMQEGVLAGFPVLDVEIELYDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEP  601



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  +     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQEAGVTGVRIKADVPLSEMFGYIGHLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR     E   Y    A V + VI
Sbjct  662  GRGQFSMEFSHYAPCPANVAEEVI  685

>WP_061595327.1 elongation factor G [Streptococcus sanguinis]
Length=693

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_049548396.1 elongation factor G [Streptococcus pseudopneumoniae]
Length=693

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 



77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  



P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>PKM61604.1 elongation factor G [Firmicutes bacterium HGW-
Firmicutes-21]
Length=691

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 190/663 (29%), Positives = 313/663 (47%), Gaps = 
75/663 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKTHKMGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTVEVERSLRVLDGSVTVLCAKGGVEPQSETVWRQADKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEIVLEENT  170
             +INK+D  G +   VV  +RD+L A+ +              I   V +   + L
++N 
Sbjct  132  
CYINKMDIMGANFYRVVDMIRDRLKANAVPIQLPIGSESDFKGIIDLVKMKAYVYLDDNG  191

Query  171  DI-------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             I                   E  + V + +D LLEKY+ GE ++ EK +++  R    
A
Sbjct  192  SIIEETEIPDDMKEKAENYRQELLEHVADIDDSLLEKYLEGETLT-
EKEIKDAIRAATIA  250

Query  212  S-LFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCG  251
            + + PV  G++ K  G+Q L+DAV                 P  ++         A    
Sbjct  251  
NKMVPVICGTSYKNKGVQKLLDAVVDYMPSPVDVPAIKGINPDNDEEDERPSSDDAPFSS  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       R  ++R+YSG +     V  +    RE+  +I  M    + +   
TD 
Sbjct  311  
LAFKIMTDPFVGRLCFIRVYSGKITSGSAVYNSVKDARERFGRILLMHANHRED---TDE  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G+I  ++   +    D L D  +         P P++R  I PKT A +E++  
AL+
Sbjct  368  
IMAGDIAAVVGIKNTTTGDTLCDEKKPIILESMVFPEPVIRVAIEPKTKAGQEKMGIALS  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P V Y E   
K
Sbjct  428  
KLAEEDPTFRAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYRETITK  487

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A        +      +  + +++ P   G G Q+ +++  G + + +  AV 
+GIR  
Sbjct  488  
KADEDNKYARQSGGKGQYGHVKITIEPNEPGKGYQFVNKIVGGTIPKEYIPAVDEGIRGA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +  G+  G+NV D       G Y+   S+   F+  A +  + A++++   L EP 
+  +
Sbjct  548  
MLSGVVAGYNVVDVIATLYDGSYHEVDSSEMAFKIAASMAFKNAMRKADPILTEPIMKVV  607



Query  544  LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE-----
IPARCIQAYRTDLAFYTN  598
            +  P +Y+     D      T     +K+ E +  G+     +P  C+  Y TDL   
T 
Sbjct  608  VTMPDDYMGEVIGD-----
LTTRRGSIKEMEPIAGGQQIIANVPLSCMFGYSTDLRSKTQ  662

Query  599  GRS  601
            GR 
Sbjct  663  GRG  665

>ADJ79897.1 Tetracycline resistance protein (plasmid) [Lactobacillus 
salivarius 
CECT 5713]
Length=670

 Score = 254 bits (650),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 180/618 (29%), Positives = 307/618 (50%), Gaps = 
44/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  32   
LKHIVTGIIANVDAGKTTLSEALLYQTGNLLNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  91

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  92   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  151

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E+         
+  
Sbjct  152  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----
DFSSDNMIED---------IAT  197

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
+ 
Sbjct  198  CNESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDKFLQGFNQWTKK  253

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    +      VFK+ + D G+R  +LR+  G+L+ RD +      + KI+++R+ 
+  



Sbjct  254  LHYPNN--FQAKVFKISHNDKGERLTWLRILGGSLKTRDELL----
PEQKISQIRVYNGE  307

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK---
TAAQ  357
            +     T   G++  +P        ++     L   + + D +P++   ++         
Sbjct  308  KFSTYPTVTAGQVCTIPG-------
LVNTYPGLSIGKKQVDTIPIVTPVLSYALDLNGND  360

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L     
+ +
Sbjct  361  
IQACLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTFTKGN  420

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  LN++
+Q+ +
Sbjct  421  ILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLNKNWQHQI  478

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               ++     G L G  +TD KI    G   +  +   DFR      + Q L    
+ + 
Sbjct  479  
IYNLKSKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLRENNN  538

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   +  
Y T+
Sbjct  539  CQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGILTGIAPVSEMYNYATN  595

Query  593  LAFYTNGRSVCLTELKGY  610
            +  YT+G      E+ GY
Sbjct  596  VRAYTHGNGTLELEIAGY  613

>WP_057536678.1 GTP-binding protein [Paeniclostridium sordellii]
 CEP46325.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 254 bits (650),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 165/622 (27%), Positives = 304/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65



            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS  + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISCVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D++ +++ ++  LS ++     VSLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIEGLIEDIKISLSDNV-----VSLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTNSLIENIKKCNIYPILTGSALKNIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPS  298
                   L G ++KV+Y +   R  Y+++ SG L ++D +     E     KI  
+RI +
Sbjct  238  YNNEEDFL-
GKIYKVKYDNSKNRVTYMKVISGKLEVKDEIKYLKEENEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +    G++  L   +   + D L D +       R  + + + +  P L
++ +
Sbjct  297  
GIKFENINEVCSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMAPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ I L + PL+   GV ++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEIHLKLEPLNANEGVNFKSIAHVDELS  474



Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHIFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>CDE84203.1 elongation factor G [Clostridium sp. CAG:273]
Length=694

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 188/668 (28%), Positives = 306/668 (46%), Gaps = 
60/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHEGEATMDWMVQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAKDGVQ Q+  ++    
K  +
Sbjct  70   
TCQWLGHRINIIDTPGHVDFTVEVERSLRVLDGAVCVFSAKDGVQPQSETVWRQADKYQV  129

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD----------  171
            P + ++NK+D  G +  + V+ ++ +L+ + I  Q + +  E V +   D          
Sbjct  130  PRMAYVNKMDITGANFLNAVEQMKRRLNTNAIPIQ-
LPIGAEDVFKGIVDLIKMRAFIHK  188

Query  172  ------IEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  IE  D                  AV E +D+L+ KY+    ++ E++ +  
+  
Sbjct  189  
DDLGKEIEECDVPEELKAQAEEYRTKMIEAVAEQDDELMMKYLEEGELTEEEIKKGLRLG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGS------AAL  249
                 L PV  GS+ K  G+Q L++A+                 P G +           
Sbjct  249  
TLANKLVPVVCGSSYKNKGVQELLNAIVEYMPSPLDIPNIKGTDPEGNEAERKTDDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
                FK+       +  + R+YSGTL    T+  A ++K  +I  + +         
+  
Sbjct  309  
SALAFKIATDPFVGKLCFFRVYSGTLDAGSTILNANKDKKDRIGRILLMHANHRQDVEKV  368

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +    V   D L DP         E P P++   I PK  A  E++  
AL +
Sbjct  369  
YAGDIAAAVGLKEVSTGDTLCDPAHPVILESMEFPEPVIDIAIEPKDKANSEKMGIALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RP  424
            LA+ DP  +   D  T + I++ +G + L+++   L  ++K+E  V +P V Y E     
Sbjct  429  
LAEEDPTFKTWTDHETGQTIIAGMGELHLDIIVDRLKREFKVECTVGKPQVSYKETIRNK  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +K     I  +      +  + L + PL  G G+++ES++  G + + +   + +G
+R  
Sbjct  489  VKVQGKFIR-
QSGGRGQYGDVWLEMEPLEPGKGIEFESKIVGGVVPKEYVKPIEEGVREA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             E G+  G+ V D K     G Y+   S+   F+  A +  ++  K++ + LLEP 
+   
Sbjct  548  
AESGILAGYPVIDFKATLVDGSYHEVDSSEMAFKIAASMAFKEGCKQAKSVLLEPIMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E  + K         IP   +  Y TDL   T 
GR   
Sbjct  608  
ITVPEEYMGDVIGDVNSRRGRMEGMEAKNGSQEIRAFIPLSEMFGYATDLRSKTQGRGTY  667

Query  604  LTELKGYQ  611
              E   Y+
Sbjct  668  AMEPSHYE  675

>WP_024859676.1 GTP-binding protein [Ruminococcus flavefaciens]
Length=855



 Score = 258 bits (660),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 189/630 (30%), Positives = 301/630 (48%), Gaps = 
56/630 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GI AHVD+GKTTL E++LY SG+I   G V+ G T  DT  +E++RGITI 
+A 
Sbjct  1    
MKRITVGITAHVDSGKTTLAEAMLYKSGSIRSLGRVDSGNTVLDTNSIEKERGITIFSAQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DFLAE  R++ VLD AILVIS  DGVQ+ T  L++ 
LRK  
Sbjct  61   
AELFTKDSRITLLDTPGHVDFLAETERTMCVLDYAILVISGTDGVQSHTSTLWNMLRKYE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIV-
LEENTDIEAWDAVI  179
            +P  IF+NK+D  G D   VV  +R +LS +I     V  + +   + ENT +       
Sbjct  121  VPVFIFVNKMDLIGADKSFVVNDLRSRLSQNI-----
VDFTADYRDISENTAL-------  168

Query  180  ENNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              +++++EKY+    + +  ++    +RRV     FP ++GSA K  G++  +  +    
Sbjct  169  -CDEEIMEKYVENGFVEKNDIIHALNERRV-----
FPCFFGSALKMQGVEEFLSVIDEY-  221

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----
AGREKLKITEM  294
                +         V+K+ Y   G R  ++++  G L++RD +         +K K
++ +
Sbjct  222  -
TCEKTYRNEFSAKVYKISYDSKGSRLTHMKITGGCLKMRDELCYTDCDGSEQKSKVSSI  280

Query  295  RIPSKGEIVRT-DTAYPGEIVILP-----------
SDSVRLNDVLGDPTRLPRKRWREDP  342
            R  + GE  RT DTA  G+I  L                  +DVL +P            
Sbjct  281  RFYT-
GEKFRTSDTAEAGDICALTGLVGTFAGQGIGSERSSSDVLFEPV-----------  328

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
              M    I PK     + +L  L  L D DP L    +    +I +  +G VQLEV
++ L
Sbjct  329  --MTYRVIYPKEKNAFD-
VLKELRLLEDEDPQLHICWNEQNKDIHIQIMGAVQLEVLTKL  385

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462



            + E++      +  +V Y E    +     H E  P   +A   + + P+  GSG+ 
+++
Sbjct  386  VFERFGYAVSFENGAVTYKETIKSSVEGVGHYE--
PLRHYAEAHILLEPMPRGSGIIFDT  443

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              S   L++++Q  +   +      G L G  +TD K+    G  +   +   DFR    
Sbjct  444  
VCSEDELDRNWQRLILTHLEEKTHLGVLTGSPITDIKMTLVSGKAHLKHTEGGDFRQATY  503

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              + Q L+ + + LLEPY  + +  P E + +A  D    CA  E  +   +  +  
G  
Sbjct  504  
RAVRQGLRLAESILLEPYYDYEIELPTENVGKAISDLQHMCAEFEAPESLGEMSIIRGNA  563

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   I  YR+D   YT+G+      L GY+
Sbjct  564  PVSEINDYRSDFIAYTHGKGRISFALSGYK  593

>WP_094942215.1 elongation factor G [Tetzosporium hominis]
 OZS78559.1 elongation factor G [Tetzosporium hominis]
Length=692

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
63/660 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAAWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSL---  160
            P ++FINK+D+ G D    V+++ D+L A+                   ++  T +
+   
Sbjct  129  
PRIVFINKMDKTGADFLYSVKTLHDRLEANAHPIQLPIGAEDDFKGIIDLVTMTATMYGN  188

Query  161  -------SPEIVLEENTDIEAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E +++L+EKY+ GE I+ E+LV   
++  
Sbjct  189  
DLGTDIQEVEIPEEYKAQAEEYREKLVEAVAELDEELMEKYLGGEEITNEELVEGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  G+A K  G+Q ++DAV              G+    GE+        
A  
Sbjct  249  
VNVEFYPVVCGTAFKNKGVQKMLDAVIAYLPSPLDVAPMKGIDPDSGEELVREPSDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVQNSTKGKRERVGRILQMHANSREEISKV  368

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKHLVILESMEFPEPVISLSVEPKSKADQDKMGQA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L D DP  R   D  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQDEDPTFRAHTDQETGQTIISGMGELHLDILVDRMRREFKVEANVGAPQVSYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  A+  
G+R
Sbjct  486  
RSTAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIEAGLR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLDNGMLAGYPIIDLKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKVNPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATSLRSNTQGRG  665



>WP_005416500.1 elongation factor G [Stenotrophomonas maltophilia]
 EMI49910.1 elongation factor G [Stenotrophomonas maltophilia 
AU12-09]
Length=678

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 199/670 (30%), Positives = 308/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E +L
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERML  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQEGGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364



Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVAVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L VTP      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVTPRD-
DDLVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_065918448.1 elongation factor G [Lentzea guizhouensis]
 ANZ40107.1 translation elongation factor G [Lentzea guizhouensis]
Length=652

 Score = 254 bits (649),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 201/656 (31%), Positives = 298/656 (45%), Gaps = 
52/656 (8%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGILAHVDAGKTTLTE +L+A+G   + G V  GTT TD    ER RGITI 
AA  S
Sbjct  4    



IRNIGILAHVDAGKTTLTERVLFATGTTYKRGEVHDGTTVTDFDPQERDRGITIFAAAVS  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++N++DTPGH+DF  EV R+L VLDGA++      GV+ Q+  ++    +  
+P
Sbjct  64   
CTWDDHRINLIDTPGHVDFADEVERALRVLDGAVVTFDGVAGVEPQSESVWRQADRYGVP  123

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----WDA  177
             + F+NK+D+AG  L + V+S+R +L    +  Q + +  E       D+ A     
WD 
Sbjct  124  RIAFVNKLDRAGAHLDAAVESIRTRLGTTPLAVQ-
LPIGQEDGFRGVVDLVAMRAYVWDG  182

Query  178  ---------------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPV  216
                                 V E +   LE++     ++ E L R   R +  A+   
V
Sbjct  183  GREEVQVPPEAHDHRRRLEEKVAELHAGALEEFCTKNELTDETL-
RNALRDLTHANKATV  241

Query  217  YY-GSAKKGLGIQPLMDAVTGLF------QPI----GEQGSA----
ALCGSVFKVEYTDC  261
               GSA K  GI+PL+DAV          +P+    G+Q  A          FKV  
T  
Sbjct  242  
VLCGSAYKNRGIEPLLDAVVAYLPSPVDKRPVESVDGQQRRADPSEPFAALAFKVNSTST  301

Query  262  GQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDS  320
            G R  Y+R+YSGTL   DTV   GR +     +R+ +       DTA  G+IV ++    
Sbjct  302  G-RLTYVRVYSGTLHKGDTVLANGRTERVARILRVQAD-
RHTPIDTATAGDIVAVVGLKD  359

Query  321  VRLNDVLGDPTRLPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRC  377
             R    L  P         E+P+   P++   + P+TAA  ERL  AL  L + DP 
L+ 
Sbjct  360  TRTGATLCAPD---
APLLLEEPVTQDPVVSVAVEPRTAADTERLTRALACLTEEDPSLKV  416

Query  378  
EVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVP  437
              D  T +++LS LG + LEV      + +++E  +  P V Y E   +  +  ++  
V 
Sbjct  417  
ATDRETGQLLLSGLGELHLEVAVEKARQNHRIEITMGRPKVAYRETVAQGVTGFVYRHVK  476

Query  438  
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDC  497
             +         V         ++ S V+ G + Q F  AV  G R  L++G  G+ 
VT  



Sbjct  477  
QDGGAGQFAHIVIDTEPAEAFEFRSAVTGGRVPQEFVKAVEQGCRDALQEGPLGFPVTGV  536

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            ++    G  +   S+   FR+   + L  AL+      LEP     +  P+++    
+ D
Sbjct  537  
RVTLTDGSTHVKDSSEMAFRTAGRLGLRDALRLGVMTKLEPVAEVTVTVPEKFAGGVFGD  596

Query  558  APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  
613
                   I  +  +    V T  +P   +  Y T L   T GR    +   GY  A
Sbjct  597  LSARRGRILGSTTRAGMAVVTASVPLAEMFGYVTRLRSRTQGRGTFTSRPTGYAPA  
652

>WP_060629211.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]
 ALQ65962.1 elongation factor G [Bacillus thuringiensis]
 OUA11796.1 elongation factor G [Bacillus thuringiensis serovar 
finitimus]
 PEC87104.1 elongation factor G [Bacillus cereus]
 PEQ47404.1 elongation factor G [Bacillus cereus]
 PEX34525.1 elongation factor G [Bacillus cereus]
 PFB15965.1 elongation factor G [Bacillus cereus]
 PFB65761.1 elongation factor G [Bacillus cereus]
 PFC70828.1 elongation factor G [Bacillus cereus]
 PFD70365.1 elongation factor G [Bacillus cereus]
 PFK36642.1 elongation factor G [Bacillus cereus]
 PFM33104.1 elongation factor G [Bacillus cereus]
 PFM96478.1 elongation factor G [Bacillus cereus]
 PFP57613.1 elongation factor G [Bacillus cereus]
 PFR19488.1 elongation factor G [Bacillus cereus]
 PFR48369.1 elongation factor G [Bacillus cereus]
 PFV08474.1 elongation factor G [Bacillus cereus]
 PFV58530.1 elongation factor G [Bacillus cereus]
 PGK39077.1 elongation factor G [Bacillus cereus]
 PGV36420.1 elongation factor G [Bacillus cereus]
 PGW19465.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>EEL52497.1 Elongation factor G 2 [Bacillus cereus Rock3-44]
Length=699

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 188/667 (28%), Positives = 308/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------



GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGILPDTDEEVERKSSDEEPFAAL  318

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  319  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  375

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL++
Sbjct  376  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALSK  435

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  436  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  495

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  496  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  555

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  556  
KNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMKVEV  615

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  616  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTFS  675

Query  605  TELKGYQ  611
                 Y+
Sbjct  676  MTFDHYE  682

>WP_009543829.1 MULTISPECIES: elongation factor G [Cyanothece]
 ACB53437.1 elongation factor EF-G [Cyanothece sp. ATCC 51142]
Length=697



 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 183/666 (27%), Positives = 314/666 (47%), Gaps = 
59/666 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGIAYKLGEVHEGTATMDWMAQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
STSWLDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V Q +RD+L A+ +              I   V +  
+I  +
Sbjct  129  
PRIAFVNKMDRTGANFFKVYQQIRDRLKANAVPIQIPIGTESEFRGIVDLVRMRAKIYQD  188

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+T+I             +  +A+ E ++ LLEKY+ GE ++ E + +  
++  
Sbjct  189  
DLGKNIEDTEIPDEYLEQAQEYRAKLIEAIAEIDETLLEKYLEGEQLTEEDIRQGLRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAA-----LC  250
             + ++ P+  GSA K  G+Q L+DAV             TGL +   E    A       
Sbjct  249  
LNKTIIPMLCGSAFKNKGVQLLLDAVVDYLPSPLDVPPITGLLKDGTEDSRKADDQEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAY  309
               FK+  +D   R  ++R+YSG L   + V  A +E K +I+ + +    + +  
D   
Sbjct  309  ALAFKIA-
SDPYGRLTFMRVYSGVLEKGNYVYNATQEQKERISRLIVLKSNDRIEVDELR  367

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G++   +   +    D L D            P P++   + PKT    E+L  
AL  L
Sbjct  368  
AGDLGAAIGLRNTITGDTLCDEKHPILLESLYIPEPVISVAVEPKTKQDMEKLSKALQAL  427



Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RPL  425
            +D DP  +  VD  T++ +++ +G + LE++   +  +YK+E  V +P V Y E   
+P 
Sbjct  428  
SDEDPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREYKVEATVGQPQVAYRETIRKPS  487

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
             A    I  +      +  + + + P   GSG ++ S++  G + + F +    G+
+   
Sbjct  488  DAEGKYIR-
QSGGKGQYGHVVIELEPGEAGSGFEFVSKIVGGTIPKEFISPAEQGMKEAC  546

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ + D K+    G ++   S+   F+    + +  A+K++   LLEP +   
+
Sbjct  547  
DSGIIAGYPLIDVKVTLVDGSFHDVDSSEMAFKIAGSMAIRNAVKKASPVLLEPMMKVEV  606

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+++L     D       IE           + ++P   +  Y TD+   T GR 
+  
Sbjct  607  
EVPEDFLGDVIGDLNARRGQIEGMNTDDGLAKISADVPLAEMFGYATDIRSKTQGRGIFS  666

Query  605  TELKGY  610
             E   Y
Sbjct  667  MEFSHY  672

>KXJ40776.1 elongation factor G [Methylothermaceae bacteria B42]
Length=697

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 196/690 (28%), Positives = 309/690 (45%), Gaps = 
81/690 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVSHKIGEVHDGAAVMDWMEQEQERGITITSAATTCF  71

Query  65   W---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W         HR  +NI+DTPGH+DF  EV RSL VLDGA  V  A  GV+ Q+  
++  
Sbjct  72   WSGMDRQFPEHR--
INIIDTPGHVDFTIEVERSLRVLDGACAVFCAVGGVEPQSETVWRQ  129



Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
              K  +P + F+NK+D+ G D   VV  + D+L A                   D
+I  Q
Sbjct  130  
ANKYGVPRLAFVNKMDRQGADFLRVVGQLEDRLGANPIPLQLPIGAEENFKGVVDLIRMQ  189

Query  157  TVSLSPEIVLEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISRE  198
             +    E    + T  EA D                  A  E ND+L++KY+ GE 
++ E
Sbjct  190  AIYWDEET---
KGTKYEAKDIPGDMVEMCQEYREKLVEAAAEANDELMDKYLEGEELTIE  246

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA-  248
            ++ +  + R     + P   GSA K  G+Q L+DAV  L          + + E G
+   
Sbjct  247  
EIKQGLRSRTLAGEIVPALCGSAFKNKGVQALLDAVIELLPSPVDIPPVKGVDEDGNEVE  306

Query  249  --------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRI  296
                         FK+          + R YSG +   DTV       RE++ +I 
+M  
Sbjct  307  
RKAKDDEPFAALAFKIATDPFVGALTFFRAYSGVVNSGDTVYNPLKRKRERIGRIVQMHA  366

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             S+ EI           + L    V   D L DP  +      E P P++   I 
PKT A
Sbjct  367  NSREEIKEVRAGDIAAAIGL--
KDVATGDTLCDPKAIITLEKMEFPEPVISVAIEPKTKA  424

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++ +E  
V  P
Sbjct  425  
DQEKMGVALQKLAQEDPSFRVHTDEESGQTIISGMGELHLEIIVDRMKREFNVEANVGAP  484

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K+         +      +  + L + PL  GSG ++E+ +  G + 
+ + 
Sbjct  485  
QVAYRETIRKSVEQEGKFVRQTGGRGQYGHVWLRLEPLDRGSGYEFENAIVGGVVPKDYI  544

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G++  +E G+  G+ V D K+    G Y+   S+   F+    +  ++  K
++  



Sbjct  545  
PAVDKGVQEAMESGVVAGYPVVDVKVTLFDGSYHDVDSSEMAFKIAGSMAFKEGAKKADP  604

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    ++         +   E+P   +  Y 
TDL
Sbjct  605  
VLLEPIMKVEVVTPEEYMGDVVGDINRRRGMVQGMDDAPSGKIIRCEVPLAEMFGYATDL  664

Query  594  AFYTNGRSVCLTELKGY---QAAVGQPVIQ  620
               T GR+    + + Y    A+V + +I+
Sbjct  665  RSQTQGRATYTMQFEKYLEAPASVAEAIIK  694

>WP_049736641.1 GTP-binding protein [Brevibacillus reuszeri]
 KNB74398.1 elongation factor G [Brevibacillus reuszeri]
Length=651

 Score = 254 bits (649),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 176/617 (29%), Positives = 293/617 (47%), Gaps = 
23/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHDIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                       ++DTPGH+DF +E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVMHVKGDVYYLIDTPGHVDFSSEMERAMGVMDYAIVIVSAVEGVQGHTETVWQLLRKHR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT  FINK D+ G D    ++ +R +L+ D +   T   +  IV E   ++ A     
E
Sbjct  121  IPTFFFINKTDRTGADADKTMEEIRRQLTGD-
VCSITEGFAGSIVGEGLREMLA-----E  174

Query  181  NNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             ++ LLE ++ G  +PI     +   Q  +++  LFP  YGSA + +G+   +D +  
L 
Sbjct  175  RDESLLESFLEGMDDPIF---
WLGALQDNIREGRLFPCAYGSALQDVGVAEFLDQLH-LL  230

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMR  295



                   +A   G ++K+ Y   G R+ +++  SG L++RD ++      + + 
KIT++ 
Sbjct  231  
TTASYDETAPFGGRIYKIRYAANGLRQTFIKAMSGMLKVRDQLSYESGGNQYEEKITQIL  290

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKT  354
              +  +    D    G++  +    V L++   G        ++  +  P L++ +   
+
Sbjct  291  SVNGSKTQSVDQVTAGDLFAV----
VGLSEAEAGQGVGQYADKFAYETEPTLQSKVQFDS  346

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            +   +++L     L   DP L    +    EI +  +G +QLEV+  ++ E++       
Sbjct  347  
SLHVQQVLGVFRILNAEDPSLNLVWEENLQEIHIRVMGLIQLEVLEQIVQERFGFAVSFG  406

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +P ++Y E    A +   H E  P   +A + L + P   GSG+ + S      L+ 
++Q
Sbjct  407  QPEILYKETIRSAVTGYGHFE--
PLRHYAEVHLLLEPGERGSGIHFASVCHPDDLSFNYQ  464

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N V   +      GL  G  +TD KI    G  +   +   DFR  A   L Q L+
++  
Sbjct  465  
NLVGSHLYEREHHGLLTGMPITDMKITLVKGAAHKEHTHGGDFREAAFRALRQGLEKADN  524

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  F +    E + R   D  ++  T E  Q      + TG +P      Y 
T+ 
Sbjct  525  
ILLEPYYDFKIKVGIEQIGRVLSDIQRFSGTFEPPQTSDTHAIITGRVPVSTFMNYSTEF  584

Query  594  AFYTNGRSVCLTELKGY  610
            A +T+GR        GY
Sbjct  585  ASFTHGRGSIRCVFGGY  601

>WP_053872511.1 MULTISPECIES: elongation factor G [Campylobacter]
 OEV50674.1 translation elongation factor G [Campylobacter jejuni]
 OEV57415.1 translation elongation factor G [Campylobacter jejuni]
 OEV61061.1 translation elongation factor G [Campylobacter jejuni]
 OEV66141.1 translation elongation factor G [Campylobacter jejuni]
 OEW32585.1 translation elongation factor G [Campylobacter jejuni]
 OEW34095.1 translation elongation factor G [Campylobacter jejuni]
 OEW41947.1 translation elongation factor G [Campylobacter sp. 
BCW_6464]
 OEW65531.1 translation elongation factor G [Campylobacter jejuni]



 OEW67315.1 translation elongation factor G [Campylobacter sp. 
BCW_4322]
 OEW75865.1 translation elongation factor G [Campylobacter sp. 
BCW_4332]
 OEW79194.1 translation elongation factor G [Campylobacter sp. 
BCW_4333]
 OEW80392.1 translation elongation factor G [Campylobacter sp. 
BCW_4337]
 OEW81737.1 translation elongation factor G [Campylobacter sp. 
BCW_4338]
 OEW88504.1 translation elongation factor G [Campylobacter jejuni]
 OEW95540.1 translation elongation factor G [Campylobacter jejuni]
 OEW97021.1 translation elongation factor G [Campylobacter jejuni]
 OEX00297.1 translation elongation factor G [Campylobacter jejuni]
 OEX66045.1 translation elongation factor G [Campylobacter sp. 
BCW_4341]
Length=691

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 182/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  



CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_004193818.1 elongation factor G [Streptococcus sanguinis]
 EGJ36292.1 elongation factor G [Streptococcus sanguinis SK49]
Length=693

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 



matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_002884537.1 MULTISPECIES: elongation factor G [Streptococcus]
 EEK10357.1 translation elongation factor G [Streptococcus 
salivarius SK126]
 CCB94171.1 elongation factor G (EF-G) [Streptococcus salivarius 
CCHSS3]
 CCB96152.1 elongation factor G (EF-G) [Streptococcus salivarius 
JIM8777]
 CDF04003.1 elongation factor G [Streptococcus salivarius CAG:79]
 EQC68861.1 Translation elongation factor G [Streptococcus sp. 
HSISS1]
 ETS91822.1 translation elongation factor G [Streptococcus sp. SR4]
 AIY21866.1 elongation factor G [Streptococcus salivarius]
 KJU92141.1 elongation factor G [Streptococcus salivarius]
 ALR80701.1 Translation elongation factor G [Streptococcus 
salivarius]
 AMB83483.1 elongation factor G [Streptococcus salivarius]
 CVX75641.1 elongation factor G [Streptococcus pneumoniae]
 CVX93297.1 elongation factor G [Streptococcus pneumoniae]
 OFO01597.1 elongation factor G [Streptococcus sp. HMSC078H03]
 OFP64201.1 elongation factor G [Streptococcus sp. HMSC078H12]
 OFR78648.1 elongation factor G [Streptococcus sp. HMSC064H09]
 OFS47168.1 elongation factor G [Streptococcus sp. HMSC072D03]



 OFU87288.1 elongation factor G [Streptococcus sp. HMSC10E12]
 OHQ32283.1 elongation factor G [Streptococcus sp. HMSC068F04]
 SHM38198.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus salivarius]
 ARC23196.1 elongation factor G [Streptococcus sp. FDAARGOS_192]
 ARC33268.1 elongation factor G [Streptococcus equinus]
 ARC49011.1 elongation factor G [Streptococcus salivarius]
 ARI58342.1 elongation factor G [Streptococcus salivarius]
 ARI59025.1 elongation factor G [Streptococcus salivarius]
 PKZ93847.1 elongation factor G [Streptococcus salivarius]
 PPA32469.1 elongation factor G [Streptococcus salivarius]
Length=693

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 313/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +  D           AV E ++ L+ KY+ GE I+ E+L    
+R  
Sbjct  189  
DLGTDILEEDIPADYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



            AAL    FK+       R  ++R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFIRVYSGILQSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D          E P P+++  + PKT A 
++++
Sbjct  366  ---
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 
Sbjct  423  
GIGLQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRAGTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLEESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATTLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_098347744.1 elongation factor G [Bacillus cereus]
 PFC23340.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 311/660 (47%), Gaps = 
69/660 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V+++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVRTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_003066533.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFM26673.1 translation elongation factor G [Streptococcus equinus 
ATCC 700338]
 BAK30831.1 elongation factor EF-G [Streptococcus pasteurianus ATCC 
43144]
 KUE92297.1 elongation factor G [Streptococcus gallolyticus]
 KXI11389.1 translation elongation factor G [Streptococcus 
pasteurianus]
 PLA53562.1 elongation factor G [Streptococcus macedonicus]
Length=692

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164



            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFNGIIDLVKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLDSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPV  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATILR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>AMP52955.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=359

 Score = 246 bits (627),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 134/353 (38%), Positives = 198/353 (56%), Gaps = 
11/353 (3%)

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
            +KI  ++   +G+ +  D     +I I+   + +R+ D LG    L +    + P   
L+
Sbjct  9    
IKIKNLKTIYQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--ALK  66

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            +++ P    +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL 
E++
Sbjct  67   
SSVRPDKPEERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERF  126

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             ++    E   IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES 
+S G
Sbjct  127  
SVKAHFDEIKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFG  186

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            YLN SFQNAV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   
A
Sbjct  187  
YLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLA  246

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L++SG  +LEP L F L  PQ   S+A  D  K  + I+      +  +  G++P    
+
Sbjct  247  



LQQSGVDILEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSK  306

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  
637
             Y ++++ YT G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  307  DYASEVSSYTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  
354

>WP_076634743.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 254 bits (650),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 199/640 (31%), Positives = 303/640 (47%), Gaps = 
62/640 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPFIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMVGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI----  296
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+    
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  297  ----------
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                       S G I      +PG+ +   + S++       P   P   +  DP    



Sbjct  291  KYATTSALTAGSVGAITGLTGTWPGQGLGQAATSLQ-------
PVMQPVLTYALDP----  339

Query  347  RTTIAPKTAAQRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
                      QRE L   L AL QL D DP L         E+ +  +G +QLEV+  
+L
Sbjct  340  ----------
QREELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQIL  389

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             ++++L       S++Y E   +A     H E  P   +A + L +TP   GSG+Q
+ + 
Sbjct  390  QDRFQLTVKFGTGSILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTD  447

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             SL  L +++Q+ V   ++   + G L G  +TD K+    G   +  S   DFR     
Sbjct  448  
CSLEVLGRNWQHQVVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWR  507

Query  523  VLEQA---LKESG-TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVK  571
             L Q    LK+ G  QLLEP+  F L   QE + RA  D  +         A    
A   
Sbjct  508  
ALRQGLMMLKQRGDCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDG  567

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             D    TG  P   +Q Y   +  YT+G+      + GY+
Sbjct  568  TDLTTITGTAPVAAMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_003105809.1 elongation factor G [Streptococcus parauberis]
 EGE54966.1 translation elongation factor G [Streptococcus 
parauberis NCFD 
2020]
Length=692

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 199/690 (29%), Positives = 326/690 (47%), Gaps = 
76/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F NK+D+ G D    V ++ D+L A                   D+I  +    
S 
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLIKMKAEVYSN  188

Query  163  EI---VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++   +LEE  DI A              +AV E +++L+ KY+ GE I+ E+L+   
+ 
Sbjct  189  DLGTDILEE--
DIPADYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELMAAIRT  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI---------------------GEQ  244
               +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+
Sbjct  247  
ATINVEFFPVMCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEE  306

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   
++ 
Sbjct  307  PFAALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRK  363

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI   +  Y G+I   +   +    D L D          E P P+++  + PK+ 
A ++
Sbjct  364  EI---
EVVYSGDIAAAVGLKNTTTGDSLTDEKSKVVLESIEVPEPVIQLMVEPKSKADQD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P V 
Sbjct  421  
KMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVS  480

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV
Sbjct  481  
YRETFRSATNARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAV  540



Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+L
Sbjct  541  
EKGLVESMSNGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSASPAIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   + AP++ L             ++  + + +  V    +P   +  Y T 
L   
Sbjct  601  
EPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAFVPLAEMFGYATILRSA  660

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR   +     Y+    +V + +I+  R
Sbjct  661  TQGRGTFMMVFDHYEDVPKSVQEEIIKKNR  690

>WP_062711497.1 elongation factor G [Streptococcus halotolerans]
Length=692

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 201/679 (30%), Positives = 321/679 (47%), Gaps = 
81/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                 +LEE  DI A              +AV E ++ L+ KY+ GE I+ E+L+   
++
Sbjct  189  DLGTDILEE--



DIPADYLEQAEEYREKLIEAVAETDEDLMMKYLEGEEITNEELMAGIRK  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI---------------------GEQ  244
               +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+
Sbjct  247  
ATINVEFFPVLCGSAFKNKGVQLMLDAVINYLPSPLDIPAIKGTNPDTDAEEERPASDEE  306

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   
S+ 
Sbjct  307  PFAALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQ  363

Query  301  EIVRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTA  355
            EI   +T Y G+I    + +V L D   GD  T    K   E    P P+++  + 
PK+ 
Sbjct  364  EI---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINIPEPVIQLMVEPKSK  416

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  
V  
Sbjct  417  
ADQDKMGIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGA  476

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + 
+ F
Sbjct  477  
PQVSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREF  536

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G+   +E G L G+ + D K     G Y+   S+   F+  A + L++A 
K + 
Sbjct  537  
VPAVEKGLVESMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQ  596

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+E L             ++  +   +  +    +P   +  
Y T 
Sbjct  597  
PAILEPMMLVTVTVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATT  656

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR   +     Y+
Sbjct  657  LRSATQGRGTFMMVFDHYE  675



>WP_045851850.1 elongation factor G [Domibacillus enclensis]
 SIR62469.1 translation elongation factor 2 (EF-2/EF-G) 
[Domibacillus enclensis]
 OXS73844.1 elongation factor G [Domibacillus enclensis]
Length=692

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V+++ D+L A+                    I +K T+    
L 
Sbjct  132  
VFVNKMDKLGADFLYSVRTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATMYGNDLG  191

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             EI   E  DI A              +AV E +++L+EKY+ GE ++ E++    
++ V
Sbjct  192  TEI---
EVVDIPADYQDQADEYREKLIEAVAELDEELMEKYLGGEELTNEEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +   FPV  GSA K  G+Q ++DAV   L  PI                       
+  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPIDVPSIKGILPDSEEEVERESSDESPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLSSGSYVQNSTKGKRERVGRILQMHANSREEISEV  368



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISLSVEPKSKADQDKMTIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFHAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++E+ +  G + + +  AV+ 
G++
Sbjct  486  
RSSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGSVPREYIPAVQAGLQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DAMKNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASMALKNAISKCNPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  NYSMHFDHYE  675

>OLA40292.1 translation elongation factor G [Firmicutes bacterium 
CAG:24053_14]
Length=691

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 182/667 (27%), Positives = 312/667 (47%), Gaps = 
59/667 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G   +GT   D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V+ AK GV+ Q+  ++      
++
Sbjct  69   
TCHWRDTRINIIDTPGHVDFTVEVERSLRVLDGCVTVLCAKGGVEPQSETVWRQADHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P +I++NK+D  G D   V+  V D+L  + +              I   V ++  
I   
Sbjct  129  
PRMIYVNKMDIMGADFYHVLDMVHDRLKCNAVPIQLPIGAEADFRGIIDLVEMNARIYYD  188

Query  166  -----------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                             L E   ++  +A+ + +D+++  Y+ GE + ++ ++R   
R+ 
Sbjct  189  DLGNDMRTEEIPEDMRDLAEEYRVKMLEAISDFDDEIMMLYLEGEEVPQD-
MIRAAIRKA  247

Query  209  QDA-SLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQGS------AA  248
              A  + PV  G++ K  G+Q L+D             A++G      E+ +      
A 
Sbjct  248  
TCAVQMVPVVCGTSYKNKGVQKLLDAIVEYMPSPLDIPAISGTNPKTDEEETREASDDAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDT  307
                 FK+       R  + R+YSGT+    TV  + + ++ +I  + +           
Sbjct  308  
FSALAFKIMTDPFVGRLSFFRVYSGTVEAGKTVLNSSKGQRERIGRILLMHANHREDLSI  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+I   +   +    D L D          E P P++R  I PKT A +E++  
AL 
Sbjct  368  
AYSGDIAAAVGLKNTTTGDTLCDEKNPIILESMEFPEPVIRVAIEPKTKAGQEKMAIALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  +   D  + + I++ +G + LE++   L  ++K+E  V +P V Y E   
+
Sbjct  428  
KLAEEDPTFKTYTDEESGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKETITR  487

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A+       +      +A   ++V P   G G ++ ++++ G + + +   V  



GI+  
Sbjct  488  
EATVDTRYARQTGGKGQFAHCKITVEPNESGKGYEFINKITGGAIPKEYIPCVDQGIQGA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ V D K+    G Y+   S+   F+    +  ++A +++G  LLEP 
+  +
Sbjct  548  
MQSGVLAGYQVVDVKVTLIDGSYHEVDSSEMAFKICGSMAFKEACEKAGPTLLEPIMKVV  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + AP EY+     D       I  + ++    V    +P   +  Y TDL   T 
GR+  
Sbjct  608  
VTAPDEYMGDVMGDINARRGQIVGSDIRNGAAVIEAHVPLASMFGYATDLRSKTQGRATY  667

Query  604  LTELKGY  610
              E   Y
Sbjct  668  SMEPSHY  674

>WP_011228848.1 elongation factor G [Thermus thermophilus]
 YP_144961.1 elongation factor G [Thermus thermophilus HB8]
 P13551.1 RecName: Full=Elongation factor G; Short=EF-G
 Q5SHN5.1 RecName: Full=Elongation factor G; Short=EF-G
 1KTV_A Chain A, Crystal Structure of Elongation Factor G Dimer 
Without 
Nucleotide
 1KTV_B Chain B, Crystal Structure of Elongation Factor G Dimer 
Without 
Nucleotide
 1DAR_A Chain A, Elongation Factor G In Complex With Gdp
 1ELO_A Chain A, Elongation Factor G Without Nucleotide
 2OM7_L Chain L, Structural Basis For Interaction Of The Ribosome 
With 
The Switch Regions Of Gtp-bound Elongation Factors
 2WRI_Y Chain Y, The Structure Of The Ribosome With Elongation 
Factor 
G Trapped In The Post-Translocational State (Part 1 Of 4).
 2WRK_Y Chain Y, The Structure Of The Ribosome With Elongation 
Factor 
G Trapped In The Post-Translocational State (Part 3 Of 4).
 2XSY_Y Chain Y, Trna Tranlocation On The 70s Ribosome: The Pre- 
Translocational 
Translocation Intermediate Ti(Pre)
 2XUY_Y Chain Y, Trna Translocation On The 70s Ribosome: The Post- 
Translocational 
Translocation Intermediate Ti(Post)
 3J18_Y Chain Y, Structure Of The Bacterial Ribosome Complexed By 
Tmrna-Smpb 
And Ef-G During Translocation And Mld-Loading (30s Subunit)
 4B8F_Y Chain Y, Crystal Structure Of 70s Ribosome With Both Cognate 



Trnas In The E And P Sites Representing An Authentic Elongation 
Complex
 4B8H_Y Chain Y, Crystal Structure Of 70s Ribosome With Both Cognate 
Trnas In The E And P Sites Representing An Authentic Elongation 
Complex
 4CR1_Y Chain Y, Thermus Thermophilus Ribosome
 CAA34354.1 unnamed protein product [Thermus thermophilus HB8]
 BAD71518.1 elongation factor G (EF-G) [Thermus thermophilus HB8]
Length=691

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373



Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_092085687.1 elongation factor G [Dolosicoccus paucivorans]
 SDI66903.1 elongation factor G [Dolosicoccus paucivorans]
Length=694

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 193/667 (29%), Positives = 306/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT +E +LY +G + + G    G    D M  E++RGITI +A 
T+ Q
Sbjct  13   



NIGIMAHIDAGKTTTSERILYYTGRVHKIGETHDGGATMDWMVQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVSLLDAQAGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            + +NK+D+ G D  + V ++ D+L A                   D++ ++      
E+ 
Sbjct  133  
VLVNKMDKLGADFLNAVDTIHDRLQANAHPVQLPIGAEENFTGIIDLVSQKAHIYKDEMG  192

Query  166  LEEN-TDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            LEE+  DI        E W     +A+ E ++ L+  Y+ GE IS + L    ++     
Sbjct  193  
LEEDVVDIPEEYQEEAEEWRNNLIEALSEFDEDLMMAYLEGEEISEDVLKAAIRKATLAV  252

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
              +PV+ GSA K  GIQ L+D             A+ G+     E+       S      
Sbjct  253  
EFYPVFCGSAFKNKGIQLLLDGVIDYLPSPVDIPAIEGIVPGTEEEVVRHADDSEPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL     V  A    RE++ +I +M    + EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYSGTLEAGSYVKNATKDERERIGRILQMHANHREEIPEV---  369

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +        D L D   L      E P P++   I P +   ++++  
AL +
Sbjct  370  
FSGDIAAAVGLRHTATGDTLCDEKNLVILESMEFPEPVINVAIEPNSKGDQDKMSLALAK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R   D  T E I++ +G + L+V+   L  ++K+E  V  P V Y E  
R  
Sbjct  430  
LAEEDPTFRATTDQETGETIIAGMGELHLDVIVDRLKREFKVEATVGAPQVSYRETFRGT  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G+G ++E  +  G + + +  AV  G+
+  L
Sbjct  490  
ADVEGKFVRQSGGKGQYGHVVIEFSPNEEGAGFEFEDAIVGGVVPREYIPAVEAGLKDAL  549



Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S+   F+  A + L +A K +   +LEP +
+  +
Sbjct  550  
ENGVLAGYPLVDIKARLHDGSYHDVDSSETAFKVAASLALREAAKVANPVILEPMMAVEI  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             AP+EYL             IE  + + +  V    IP   +  Y T L   T GR    
Sbjct  610  
IAPEEYLGDLMGHVNSRRGRIEGTEQRGNAQVVKSFIPLSEMFGYATTLRSSTQGRGTFS  669

Query  605  TELKGYQ  611
             +   Y+
Sbjct  670  MQFSHYE  676

>WP_099807131.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675



>WP_049527297.1 MULTISPECIES: elongation factor G [Streptococcus]
 OFN82036.1 elongation factor G [Streptococcus sp. HMSC061D10]
Length=693

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357



               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_057807139.1 elongation factor G [Pediococcus ethanolidurans]
 KRN81847.1 elongation factor G [Pediococcus ethanolidurans]
 SER63325.1 translation elongation factor 2 (EF-2/EF-G) [Pediococcus 
ethanolidurans]
Length=699

 Score = 255 bits (652),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 193/676 (29%), Positives = 314/676 (46%), Gaps = 
72/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   



KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAAWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQ+++D+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDYSVQTIKDRLQANALPIQMPIGAEDDFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD V                 IE     +D ++EKY+ GE IS+E++    
++
Sbjct  191  DQLGTE-
WDTVDVPDKYKEEAEKRRTEMIEQLADIDDDIMEKYLGGEEISKEEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPI-----GEQ  244
               +  LFPV  GSA K  G+Q ++DAV                     +P+      
++
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAIDPDTDEPVELTAGDDK  309

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              AAL    FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    
+ 
Sbjct  310  PFAALA---
FKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQ  366

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI      + G+I   +   +    D L DP         E P P+++  + PK+ 
A ++
Sbjct  367  EIPEV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMEFPDPVIQVAVEPKSKADQD  423

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  + E +  T E +++ +G + L+++   +  ++ +E  V  
P V 
Sbjct  424  
KMDIALQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVA  483

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K AS       +      +  + +  TP   G G ++E  +  G + + F  



AV
Sbjct  484  
YREAFTKPASAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREFIPAV  543

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R  L  G L G+ + D K     G Y+   S+ A F+  A I L  A K++   
+L
Sbjct  544  
EQGLREALNNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASISLHNAAKKAAPVIL  603

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+             +E  +           +P   +  Y T 
L   
Sbjct  604  
EPVMKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHAFVPLSEMFGYATTLRSA  663

Query  597  TNGRSVCLTELKGYQA  612
            + GR         Y+A
Sbjct  664  SQGRGTFTMTFDHYEA  679

>WP_016315398.1 elongation factor G [Anaerotruncus sp. G3(2012)]
 EOS63957.1 elongation factor G [Anaerotruncus sp. G3(2012)]
Length=694

 Score = 255 bits (651),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 188/674 (28%), Positives = 313/674 (46%), Gaps = 
79/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G   +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGINHKIGETHEGTATMDWMAQEQERGITITSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLKVLDGSVTVFCAKGGVEPQSETVWRQANKYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKL-----------
SADIIIKQTVSLS------------  161
             ++NK+D  G D   VV  +R +L            A+   K  + L             
Sbjct  132  
GYVNKMDIMGADFYRVVDMMRARLKCNAVPIQLPIGAETFFKGIIDLIEMKADIYYDDLG  191

Query  162  --------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



                    PE + E+  +   +  +A+ E ++ ++EKY+AGE I+ E++    ++   
+ 
Sbjct  192  
KDMRVEEIPEEMKEKAEEYREQMLEAISETDEGIMEKYLAGEEITIEEIKAALRKATINN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGS----------AAL  249
             + PV  G++ K  G+Q L+DAV                 P  E+            
AAL
Sbjct  252  
DIVPVCCGTSYKNKGVQKLLDAVIDFMPAPTDIEAIKGTNPETEESEVRHASDKEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT+    TV  + ++      +I +M    + 
+I   
Sbjct  312  A---
FKIATDPYVGKLCFFRVYSGTVDAGATVYNSSKQNSERMGRILQMHANHRKDI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            DT Y G+I   +   +    D L DP         E P P++   I PKT A +E+
+   
Sbjct  366  
DTVYAGDIAAAVGLKNTTTGDTLCDPKHEIILESMEFPEPVINLAIEPKTKAGQEKMGIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LSKLAEEDPTFKTWTDQETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R L    H    +      +  + + + P   G G ++ + +  G + + +   +  
GI+
Sbjct  486  
RKLADVDHKYARQSGGKGQYGHVKIKIEPNESGKGYEFINAIVGGAIPKEYIGPIDQGIQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D K+    G Y+   S+   F+  A +  +QA+ ++   
LLEP + 
Sbjct  546  
GAMQAGVLAGYPVVDVKVTLYDGSYHEVDSSEMAFKIAASMAFKQAMSKADPVLLEPIMK  605

Query  542  FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE-----
IPARCIQAYRTDLAFY  596
              +  P++Y+     D           Q++  E VF  +     +P   +  Y  
DL   
Sbjct  606  VAVNTPEDYMGDVIGD-----
LNSRRGQIQGMEAVFGAQEIKAFVPLSEMAGYSNDLRSK  660



Query  597  TNGRSVCLTELKGY  610
            T GR   + E   Y
Sbjct  661  TQGRGSYVMEPSHY  674

>WP_101695959.1 GTP-binding protein [Dorea sp. Marseille-P4003]
Length=923

 Score = 259 bits (663),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 191/630 (30%), Positives = 302/630 (48%), Gaps = 
40/630 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + + +GILAHVDAGKTTL+ES+LY SG I   G V+      DT  LER RGITI 
+   
Sbjct  6    
RYMTLGILAHVDAGKTTLSESILYLSGKIRTLGRVDHQDAFLDTHVLERNRGITIFSKQA  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              +    KV ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  TR L+  LR
+  +
Sbjct  66   
VLELGNTKVTLLDTPGHVDFSAEMERTLQVLDCAILVISGADGVQGHTRTLWKLLRRYRV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVS--
LSPEIVLEENTDIEAWDAVI  179
            P  +F+NK+DQ G D        RD+L  +  +KQ++S  ++   ++EE  D+E +   
I
Sbjct  126  PVFVFVNKMDQEGTD--------RDRLLGE--
LKQSLSDGITAFDLIEEKQDLEEFYENI  175

Query  180  ENNDKL-
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-  237
               D++ LE Y+    +S EK+     RR     +FP Y+GSA K  G++ L+  +    
Sbjct  176  AMCDEVALESYLQEGALSDEKITELIHRR----
KVFPCYFGSALKLEGVKELLAGMERYT  231

Query  238  -FQPIGEQGSA-----------
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
             + P G  G                  VFK+     G R  +L++ +G L ++D +  
+G
Sbjct  232  
HWNPTGRAGGVEESSCRKFKGEGFGARVFKISRDGQGNRLTHLKITNGMLHVKDMLQNSG  291

Query  286  RE----
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED  341
             E    + K+ ++RI S  +      A  G+I  +   +   +   G+     R+     
Sbjct  292  EEAEKWEEKVNQIRIYSGEKYETVQQAETGDICAVTGLT---
HTYPGEGIGTERRAEAPK  348

Query  342  



PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L   +          +L  L  L + DP+LR   D    E  +  +G VQ 
EV+ +
Sbjct  349  
LEPVLNYRVLFPENVHVHTMLQHLRMLEEEDPMLRVVWDEELEETHVQLMGEVQTEVLQS  408

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ E++ +       S++Y E          H E  P   +A + L + P S GSG
+ ++
Sbjct  409  VVEERFGVRVSFDSGSIVYKETIQNTVEGVGHYE--
PLRHYAEVHLILEPGSPGSGLVFD  466

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
DFR   
Sbjct  467  
TVCSEDVLDRNWQRLILTHLGEKRHRGVLIGAEITDMKITLAAGRAHLKHTEGGDFRQST  526

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
               + Q L ++ + LLEPY  F L  PQE + RA  D  +          + +  V 
+G 
Sbjct  527  
YRAVRQGLMQAESVLLEPYYEFRLTVPQEMVGRALTDIQRMYGEFAPPVTEGEFAVISGS  586

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             P   ++AY+ ++  +T G        +GY
Sbjct  587  APVSEMRAYQREVISFTRGLGSLSLVFQGY  616

>WP_077852098.1 GTP-binding protein [Clostridium aurantibutyricum]
 OOM07987.1 tetracycline resistance protein TetM from transposon 
TnFO1 [Clostridium 
aurantibutyricum]
Length=643

 Score = 254 bits (648),  Expect = 5e-72, Method: Compositional 
matrix adjust.
 Identities = 164/608 (27%), Positives = 294/608 (48%), Gaps = 
21/608 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTTL E +LY + +I + G V+   +  D   +E++RGIT+ +    
F++
Sbjct  5    
IGLLAHVDAGKTTLAEQILYHTKSIRKRGRVDHKDSFLDNSSVEKERGITVFSEQAVFEF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               K  +VDTPGHMDF  E+ R++ V+D A+L+IS  DGVQ+QT  ++  LRK 
NIPT+ 



Sbjct  65   
KDSKYFLVDTPGHMDFSPEMERAIEVMDYAVLIISGVDGVQSQTENIWTILRKHNIPTIF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+   + ++V++ ++D  + ++       LS E++          + + E 
+D +
Sbjct  125  FINKMDRVNANKENVIKEIKDNFTENLFCISGGELSEEVI----------
EFIAEKDDDV  174

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             E Y+      +E      +R ++ + +FP + G+A +  GI+  +D +  L        
Sbjct  175  CEAYLTS-GYEKELWFNSMKRLIKKSKIFPCFMGAALEDSGIEVFLDGLHNL-
TYTEYNA  232

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                 G V+K+ Y +   + ++++   G+L+++  V +  +   KI E+R  +  +    
Sbjct  233  VEKFVGLVYKIRYDETRNKIIHIKALKGSLKVKQEVIIKNQSN-
KINEIRFYNGNKYTTA  291

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  GEI   +    V++ D +G+      +  + + +P L++ +          
+ + 
Sbjct  292  GLAEAGEIFAAIGIKEVKVGDFIGNNV----
ENIKYNMIPTLKSKVIFDEKLNSNEVFEY  347

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L + +P L    +     + +  +G+++LE++  ++ E++KL+       V+Y 
E  
Sbjct  348  
FKILEEEEPSLNVLWNEKLKSLEIHVMGKIELEILKTIVMERFKLKVDFGACEVLYKETI  407

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             K A+   H E  P   +A + L + P  L SG+ ++S+     L    QN V+  
I   
Sbjct  408  TKKANGYGHFE--
PLRHYAEVCLELEPAPLNSGITFKSKCKTESLTIGEQNLVKTHIFER  465

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               G L G +VTD  +    G ++   ++  DFR      L Q L+ +   LLEP+  
F 
Sbjct  466  
EHHGILIGASVTDMNVILIDGRHHIKHTSGGDFREATLRALRQGLESTDNILLEPFYDFR  525

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +      + R   D  K        Q+K D  +  G+ P      Y + LA +T 
GR   



Sbjct  526  
IEVNIGEIGRVISDINKMSGEFYEPQMKGDTCIIKGKGPVVEFMDYPSALASFTKGRGKI  585

Query  604  LTELKGYQ  611
                 GY+
Sbjct  586  SLAFSGYE  593

>OFW75518.1 translation elongation factor G [Alicyclobacillus sp. 
RIFOXYA1_FULL_53_8]
Length=691

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 302/670 (45%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIIAHIDAGKTTTTERVLFYTGIVHKIGEVHDGAATMDWMVQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K +
+P V
Sbjct  72   
WANHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFDAKGGVEPQSETVWRQADKYHVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEENTDIEAWD---  176
             ++NK+D  G D    V  +  +L A+ +     I    +    + L EN  I   
D   
Sbjct  132  
AYVNKMDIIGADFLECVSQMHSRLGANAVPIQLPIGAEDTFKGLVDLVENRAIIYTDDLG  191

Query  177  -------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                     A  E +++L+ KY+ GE ++ ++L    ++     
Sbjct  192  
TTSEAREIPEDMKELAAKYRTKLIEAAAEVDEELMVKYLEGEEVTVDELKAAIRKGTCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSA---------
ALCGSV  253
             LFPV  GS+ +  G+QP++DAV             + +  +G A               
Sbjct  252  
QLFPVLCGSSYRNKGVQPMLDAVVAYLPSPLDVPAIKGVTAEGEAIERHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL     V       RE++ +I +M    + EI   
+  Y



Sbjct  312  FKIMTDPFVGKLAFFRVYSGTLGSGSYVLNSTKGKRERIGRIVQMHANHRAEI---
EMVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K        E P P++   I PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCEEKNVVILESMEFPDPVISVAIEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I+  +G + LE++   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LGKLTEEDPTFRTHTDQETGQTIIQGMGELHLEIIVDRLQREFKVECNVGRPQVAYKETI  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K          +      +  + + + PL  G G  +E++   G + + +  AV 
+GI+
Sbjct  485  
TKRVEQEGKFVRQSGGRGQYGHVKIILEPLERGQGYVFENKTVGGSVPKEYVPAVDEGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L  G+  G+ + D K     G Y+   S+   F+    + L+Q   ++G  
+LEP + 
Sbjct  545  
EALRNGVIAGYPMIDVKAIIYDGSYHEVDSSEMAFKIAGSMALKQGAVKAGPSILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E    + +  V  G +P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDIMGDINSRRGRVEGMDARGNAQVIRGFVPLAEMFGYSTSLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
                E   Y+
Sbjct  665  TFSMEFYAYE  674

>WP_039666716.1 elongation factor G [Campylobacter sp. RM16704]
 AJC85969.1 translation elongation factor EF-G [Campylobacter sp. 
RM16704]
Length=691

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 322/686 (47%), Gaps = 
68/686 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE ++++++    
+  
Sbjct  189  
ENKPTDYVEKEIPAELMEKAEEYRTKMIEAVSETSDELMEKYLGGEELTQDEIRAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  GIQPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGIQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>CCI84652.1 Elongation factor G [Lactobacillus pasteurii DSM 23907 = 
CRBIP 
24.76]
Length=641

 Score = 254 bits (648),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/624 (31%), Positives = 299/624 (48%), Gaps = 
52/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG++AHVDAGKTTL+E+LLY +G + + G V+ G    D   LE+QRGITI 
+ +
Sbjct  2    
MKKITIGLVAHVDAGKTTLSEALLYQAGDLRKWGRVDAGDAFLDPEKLEKQRGITIFSHL  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    + N++DTPGH+DF A+   SL+VLD  ILV+SA  G+ + T++L+    
K  
Sbjct  62   
AHLAKDGIQFNLIDTPGHIDFAAQTEASLSVLDYVILVVSANSGITSYTKVLWDLFAKYE  121

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK D A  D   ++Q +++ LS     +  +  + +  L EN        
+  
Sbjct  122  LPVFIFVNKTDLA-YDKDKLLQDLQENLS-----



QNCLDFTDQKDLYEN--------LAT  167

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ LL+KY+A   +  E + R  +QR+V      PVY+GSA K  G Q LM  +    
Q
Sbjct  168  ADEALLDKYLATGKLDDEDISRLIKQRKV-----
MPVYFGSALKLQGTQELMAGMARFCQ  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
               E+G     G V+K+ +   G+R  +L++ +G  +L++ + L   E  KI +
+RI + 
Sbjct  223  --AEEGGDDFSGQVYKISHDPKGERLTWLKITAG--KLQNRMELVDGE--
KINQIRIYNA  276

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +    + A  GE+V L       P   +   D     + +P  R+R  PL M   
T   
Sbjct  277  NKFETVNQAIAGEVVALTGLKHTYPGQGINQEDA-
PQASLIPTLRYRLKPLNMDVHTA--  333

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                     +D L  L D +P L         EI L  +G++QLE++   L +++ 
LE  
Sbjct  334  ---------
IDKLALLKDEEPQLHLTWSEALQEIQLEIMGQIQLEILQQELQDRFGLEVA  384

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E  V+Y E   +      H E  P   ++ +   + P   GSGV   +  SL  
L  +
Sbjct  385  FDEGGVLYKETITRKIEAVGHFE--
PLRHYSEVHFLLEPAPRGSGVILANECSLEVLANN  442

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE-  530
            +Q  +   +      G L G+ +TD KI    G   +  +   DFR      + Q 
L E 
Sbjct  443  
WQQQIMTALASKEHLGVLTGYPLTDVKITLIGGRASNVHTVGGDFREATYRGVRQGLMEL  502

Query  531  ---
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
                  QLLEP+  F L+ PQ  L RA +D  K         +  D VV  G+ P   
++
Sbjct  503  
KVRKACQLLEPWYKFKLHLPQTLLGRAMNDIQKMHGEFSEPIMLGDSVVLEGQAPVSEMR  562

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y +++  Y++G+      L  YQ
Sbjct  563  DYASEVRNYSHGQGQIEYSLAQYQ  586



>4KBT_Y Chain Y, 70s Ribosome Translocation Intermediate Gdpnp-ii 
Containing 
Elongation Factor Efg/gdpnp, Mrna, And Trna Bound In 
The Pe*/e State. This Entry Contains 30s Ribosomal Subunit 
A. The Full Asymmetric Unit Also Contains Pdb Entries 4kbu (50s 
Subunit A), 4kbv (30s Subunit B), And 4kbw (50s Subunit 
B).
 4KBV_Y Chain Y, 70s Ribosome Translocation Intermediate Gdpnp-ii 
Containing 
Elongation Factor Efg/gdpnp, Mrna, And Trna Bound In 
The Pe*/e State. This Entry Contains 30s Ribosomal Subunit 
B. The Full Asymmetric Unit Also Contains Pdb Entries 4kbw (50s 
Subunit B), 4kbt (30s Subunit A), And 4kbu (50s Subunit 
A).
 4KCY_Y Chain Y, 70s Ribosome Translocation Intermediate Gdpnp-i 
Containing 
Elongation Factor Efg/gdpnp, Mrna, And Trna Bound In 
The Pe*/e State. This Entry Contains The 30s Ribosomal Subunit 
A. The 50s Subunit A Can Be Found In 4kcz. Molecule B In 
The Same Asymmetric Unit Is Deposited As 4kd0 (30s) And 4kd2 
(50s)
 4KD0_Y Chain Y, 70s Ribosome Translocation Intermediate Gdpnp-i 
Containing 
Elongation Factor Efg/gdpnp, Mrna, And Trna Bound In 
The Pe*/e State. This Entry Contains The 30s Ribosomal Subunit 
B. The 50s Subunit B Can Be Found In 4kd2. Molecule A In 
The Same Asymmetric Unit Is Deposited As 4kcy (30s) And 4kcz 
(50s)
 4KD8_Y Chain Y, 70s Ribosome Translocation Intermediate Fa-3.6a 
Containing 
Elongation Factor Efg/fusidic Acid/gdp, Mrna, And Trna 
Bound In The Pe*/e State. This Entry Contains The 30s Ribosomal 
Subunit A. The 50s Subunit A Can Be Found In 4kd9. Molecule 
B In The Same Asymmetric Unit Is Deposited As 4kda (30s) 
And 4kdb (50s).
 4KDA_Y Chain Y, 70s Ribosome Translocation Intermediate Fa-3.6a 
Containing 
Elongation Factor Efg/fusidic Acid/gdp, Mrna, And Trna 
Bound In The Pe*/e State. This Entry Contains The 30s Ribosomal 
Subunit B. The 50s Subunit A Can Be Found In 4kdb. Molecule 
A In The Same Asymmetric Unit Is Deposited As 4kd8 (30s) 
And 4kd9 (50s).
 4KDG_Y Chain Y, 70s Ribosome Translocation Intermediate Fa-4.2a 
Containing 
Elongation Factor Efg/fusidic Acid/gdp, Mrna, And Trna 
Bound In The Pe*/e State. This Entry Contains The 30s Ribosomal 
Subunit A. The 50s Subunit A Can Be Found In 4kdh. Molecule 
B In The Same Asymmetric Unit Is Deposited As 4kdj (30s) 
And 4kdk (50s).
 4KDJ_Y Chain Y, 70s Ribosome Translocation Intermediate Fa-4.2a 
Containing 
Elongation Factor Efg/fusidic Acid/gdp, Mrna, And Trna 



Bound In The Pe*/e State. This Entry Contains The 30s Ribosomal 
Subunit B. The 50s Subunit B Can Be Found In 4kdk. Molecule 
A In The Same Asymmetric Unit Is Deposited As 4kdg (30s) 
And 4kdh (50s).
Length=687

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  11   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  71   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  131  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  190

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  191  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  250

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  251  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  310

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  311  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  370

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA



Sbjct  371  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  429

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  430  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  490  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  548

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  549  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  609  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  668

Query  606  ELKGYQ  611
                YQ
Sbjct  669  FFDHYQ  674

>PKQ18919.1 elongation factor G [Actinobacteria bacterium HGW-
Actinobacteria-6]
Length=694

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 193/681 (28%), Positives = 316/681 (46%), Gaps = 
81/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERVLFYTGKSHKIGEVHDGAATMDWMVQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   ++ I+DTPGH+DF  EV RSL VLDG + V  A  GV+ Q+  ++       
+
Sbjct  70   
TCFWKDHRIQIIDTPGHVDFTVEVERSLRVLDGTVAVFCAVGGVEPQSETVWRQADTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P + +INK+D+ G D  +VVQ ++D+L+                    D++    +  
+ 
Sbjct  130  
PRIAYINKMDRTGADFMNVVQMMKDRLATRPLLLQLPIGAEDQFTGIIDVVAMNAIHFNE  189

Query  162  ---------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                      EI  E   + E +     +A  E +D LLEK++  E IS ++LV   
++ 
Sbjct  190  
DDNGINPTIEEIPAEYADEAELYRHELVEAAAEFDDALLEKFLGDEEISVDELVAALRKA  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
                ++ PV  G++ K  G+QPL+DA+                   T L         
A 
Sbjct  250  
TIACAVTPVTCGASFKNKGVQPLLDAILDYLPSPLDIAAVKGIDLKTDLEVERPPSDDAP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  Y R+YSG L     V       +E++ ++ EM    + 
+   
Sbjct  310  
FAALAFKVMTDPYVGKLTYFRVYSGKLSSGSYVLNSTKGHKERIGRLLEMHANHRED---  366

Query  305  TDTAYPGEIVILPSDSVRL-NDVLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            TD  + G+IV     +V L N   GD       P  L    +   P P++   I 
PKT A
Sbjct  367  TDEVFAGDIVA----AVGLKNTTTGDTLCTDDAPVLLESMIF---
PDPVIDIAIEPKTKA  419

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            ++E+L   L +LA+ DP  R   D  T + I++ +G + LEV+   L  ++K+E  
V +P
Sbjct  420  
EQEKLGTGLAKLAEEDPTFRVRTDEETGQTIIAGMGELHLEVIVDRLMREFKVEANVGKP  479

Query  417  SVIYMERPLKAASHTIHIEVPPNPF----
WASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             V Y E   K     I ++          +  + ++V P   G G ++ ++V+ G 
+ + 
Sbjct  480  QVAYRETAGKRVDD-
IDMKFARQSGGRGQYGHVVINVVPQQPGEGYEFANKVTGGSIPKE  538



Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AV  GI+  +  G L G+ V D K+    G Y+   S+   F+    + +++ 
L+ +
Sbjct  539  
YIPAVDKGIQEAITSGVLAGYPVVDIKVELVDGSYHEVDSSEMAFKIAGSMAIKEGLRRA  598

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEPY++  +  P++++     D       IE  + + +      ++P   +  
Y T
Sbjct  599  
NPTLLEPYMAVEVVTPEDFMGDVMGDLSSRRGHIEGMEPRGNAQTIRAKVPLANMFGYAT  658

Query  592  DLAFYTNGRSVCLTELKGYQA  612
            DL   T GR+    + K Y+A
Sbjct  659  DLRSRTQGRAAYSMQFKAYEA  679

>WP_013661465.1 elongation factor G [Marinomonas mediterranea]
 ADZ91560.1 translation elongation factor G [Marinomonas 
mediterranea MMB-1]
Length=694

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 194/687 (28%), Positives = 319/687 (46%), Gaps = 
74/687 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKKHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
            IF+NK+D+ G D   VV+ V++ L A                   D++ K+         
Sbjct  129  
IFVNKLDRLGADFFRVVEQVKNVLGANPLVMTLPIGTEDEFSGVVDVLTKKAYIWDDTGL  188

Query  158  -----VSLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 ++  PE +++  E    +  ++ +E +D L+E Y+ GE  S E + R  ++  
++
Sbjct  189  



PENYEITDVPEDMVDQVEEYHEQLVESAVEMDDDLMEAYMEGEEPSLEDIKRCIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGI-------------------
QPLMDAVTGLFQPIGEQGSAA---  248
             + FP + GSA K  G+                   QPL DA TG  +P GE  + 
+   
Sbjct  249  LAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDAETG--
EPTGEVATVSADE  306

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L    FK+   D      ++R+YSG L+  DT+   A    E++ ++ EM+   + 
EI 
Sbjct  307  PLRALAFKI-
MDDRFGALTFIRIYSGRLKKGDTILNSATGKTERIGRMVEMQADDRNEIS  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   + PK     
E++ 
Sbjct  366  E---
AQAGDILAVVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVKPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITREVEDSYTHKKQSGGSGQFGKIDYRIKPGEQNSGFTFSSSVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +E+G L G+ V D ++    G Y++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKSMMEEGVLAGYPVLDVEVELFDGSYHAVDSSAVAFEIAAKGAFRQSIPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I+  +     V    ++P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDHVGDVIGDLNRRRGMIKDQEAGVTGVRIKADVPLSEMFGYIGQLRTMTSG  662

Query  600  RSVCLTELKGYQAA---VGQPVIQPRR  623
            R     E   Y A    V + VI+  +
Sbjct  663  RGQFSMEFSHYNACPANVAESVIEAAK  689



>WP_088795322.1 elongation factor G [Streptococcus pneumoniae]
 SNK95928.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPVGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R    R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTVFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----



PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_061650205.1 elongation factor G [Streptococcus pneumoniae]
 CVO84590.1 elongation factor G [Streptococcus pneumoniae]
 CWK69986.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+   
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKTD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 



F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_069657633.1 elongation factor G [Vulcanibacillus modesticaldus]
 OEF96413.1 translation elongation factor G [Vulcanibacillus 
modesticaldus]
Length=691

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 307/666 (46%), Gaps = 
62/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ---------  156
            +++NK+D  G D    V+++ D+L A                   D+I  +         
Sbjct  132  
VYVNKMDIIGADFLKSVKTIEDRLQAKPVPIQLPIGAEDQFEGIIDLITMEAYYYLDDLG  191

Query  157  TVSLSPEIVLEENTDIEAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T + + EI  E     E W     ++V E +++L+ KY+ GE I+ E++    ++   
+ 
Sbjct  192  
TRAEAREIPDEYKELAEEWRTKLVESVAELDEELMMKYLEGEEITNEEIKTALRQGTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ K  G+Q ++DAV   L  PI         E GS A              
Sbjct  252  
EVFPVLCGSSYKNKGVQLMLDAVIDYLPSPIDIPAIKGTLEDGSEAERPADDNAPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V       RE++ +I +M    + EI    
T Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILNSGSYVLNSTKGKRERIGRILQMHANHREEI---
STVY  368

Query  310  PGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D   +      E P P++R ++ PKT A ++++  
AL +L
Sbjct  369  
SGDIAAAVGLKDTTTGDTLCDEKEVIVLESMEFPEPVIRLSVEPKTKADQDKMAMALAKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  +   D  T + I++ +G + L+++   L  ++K+E  V  P V Y E    
AA
Sbjct  429  
AEEDPTFKTHTDEETGQTIIAGMGELHLDIIVDRLKREFKVEANVGAPQVAYKETIRTAA  488

Query  429  SHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +   PL  G G ++E+++  G + + +  AV+ GI   
++
Sbjct  489  
KVEGKFVRQSGGRGQYGHVWIEFEPLEPGKGFEFENKIVGGVVPREYIPAVQAGIEEAMK  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             GL  G+   D K     G Y+   S+   F+    +  + A  +    LLEP +   
+ 
Sbjct  549  
NGLIAGYPAIDIKATIFDGSYHDVDSSEMAFKIAGSMAFKAAKSKCNPVLLEPIMKVEVV  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       IE  + +         +P   +  Y T L   T GR     
Sbjct  609  
VPEEYMGDVMGDLNSRRGRIEGMEAQAGAQHIRAFVPLAEMFGYATSLRSRTQGRGNYSM  668

Query  606  ELKGYQ  611



                Y+
Sbjct  669  HFDHYE  674

>WP_019659660.1 elongation factor G [Stenotrophomonas maltophilia]
Length=677

 Score = 254 bits (650),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 203/672 (30%), Positives = 309/672 (46%), Gaps = 
75/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESDFNGWVDLIDERVL  188

Query  167  EEN---TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     T I  WD                AV +++++L + ++ G  I    L    
+R 
Sbjct  189  
QWRDGATTISPWDDAARIQWRAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRRA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------LC  250
                +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L 
Sbjct  249  
TLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRTD  306
            G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     +I   
+
Sbjct  309  GLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---E  364



Query  307  TAYPGEIVILPS--DSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+ 
Sbjct  365  QAVAGDIVAVLGWKDAVSGETLSGRALPLRLENI---
QAQAPVLAWRLEPARAADLIRMA  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  LA  DP  R E D  T E ++  +G + LEV+   L  ++ ++  V  P V 
Y E
Sbjct  422  
QGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWNVDVGVGAPRVAYQE  481

Query  423  RPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             P++A +  +     +      +A + L V P      V +  R+  G + +SF  
AV  
Sbjct  482  TPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVVPRSFIAAVEK  540

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP 
Sbjct  541  
GVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPV  600

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ G
Sbjct  601  
MAVTVHSPSTSVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTALRSLSQG  660

Query  600  RSVCLTELKGYQ  611
            R+     L GY+
Sbjct  661  RASSEAHLHGYE  672

>PDM38615.1 elongation factor G [Bacillus cereus]
Length=693

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/685 (28%), Positives = 316/685 (46%), Gaps = 
66/685 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRSA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548



Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
KNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTFS  668

Query  605  TELKGYQ---AAVGQPVIQPRRPNS  626
                 Y+    +V + +I+  + N+
Sbjct  669  MVFDHYEEVPKSVSEEIIKKIKVNN  693

>WP_038225468.1 MULTISPECIES: elongation factor G [Vibrio]
 KFA99124.1 elongation factor G [Vibrio sp. ER1A]
 SBO10252.1 Elongation factor G 1 [Vibrio mediterranei]
 PCD90455.1 elongation factor G [Vibrio mediterranei]
 PRQ67576.1 elongation factor G [Vibrio mediterranei]
 PTC05650.1 elongation factor G [Vibrio mediterranei]
Length=693

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 313/674 (46%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L+A+ +I+   +    + V               
Sbjct  126  
SRIIFVNKLDRMGADFFNVVDQVKNVLAANPLIMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  



++ 
Sbjct  186  
SGLPENYEVKDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVEPQPLTDPETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG +   DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVMNKGDTILNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                TA  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  T---
TAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +++P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGYQA  612
            GR     E   Y A



Sbjct  662  GRGQFSMEFSHYNA  675

>KUK46625.1 Elongation factor G [Anaerolinea thermophila]
Length=689

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 191/687 (28%), Positives = 316/687 (46%), Gaps = 
97/687 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIG++AH+DAGKTT TE +L+ +G     GSV+ GTT TD M  ER+RGITI 
+A  
Sbjct  9    
KLRNIGVIAHIDAGKTTTTERILFYTGKTYRIGSVDDGTTVTDWMEQERERGITIVSAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++    
+ N+
Sbjct  69   
TTSWRDHQINLIDTPGHIDFTAEVQRSLRVLDGGVVVFDGVQGVEPQSETVWRQADRYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + F+NK+D+ G DL+  +Q++R+KL A  I  Q +++  E       D+    A
+I  
Sbjct  129  PRICFVNKMDRVGADLEYSIQTIREKLGAKPIQMQ-
IAIGKETDFVGAVDLLNMKAIIWE  187

Query  180  -ENNDKLLEKYIAGEPI----
SREKLVREEQRRVQDA-----------------------  211
             E     +EK I  E +     + KL+ E+   + D                        
Sbjct  188  
DEQGSTPVEKEIPAELLKKAQEKRKLLVEKVAELDDKLTDKFINEEEISIEEIKSALRKA  247

Query  212  ----SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAA  248
                   PV+ GS+ K  G+QPL+D             A+ G+    GE+          
Sbjct  248  
VLANEATPVFCGSSLKNKGVQPLLDAIIDYLPSPLDIPAIKGIDPKTGEEIVCHPNDEEP  307

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR----  304
            +   +FK+       R  Y R+YSGT++        G      +  +    G ++R    
Sbjct  308  MSAIIFKIVSDPYAGRMAYFRMYSGTIK-------
QGLMAYNPSTQKKERIGRLIRVYAD  360

Query  305  ----TDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 +  + G+I  +L   ++   D + +   P  L R  +   P P++   I 
PKT+A



Sbjct  361  HREDVEEMHAGDIGAVLGFKNIVTGDTICEAHHPIVLERISF---
PDPVISVAIEPKTSA  417

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E++  AL +LA+ DP  +   D  T + I+  +G + LE++   +  ++ ++  
V +P
Sbjct  418  
DNEKMGRALARLAEEDPTFKVREDENTGQTIIEGMGELHLEIIVDRMFREFNVQANVGKP  477

Query  417  SVIYMERPLKAASHTIHIEVPPNPF-----------
WASIGLSVTPLSLGSGVQYESRVS  465
             V Y E        TI  E+P   +           +  +   + PL  GSGVQ+ 
+ + 
Sbjct  478  RVSYRE--------
TITKEIPKVEYKYVKQTGGHGQYGHVVFGIKPLPQGSGVQFLNEIK  529

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + + NAV  G+    E G L G+++TD ++ F  G ++   S+   F+  A    
Sbjct  530  
GGTVPRDYFNAVEKGVYEAAESGVLAGYSLTDLQVTFYDGSFHEVDSSEMAFKMAAIFAF  589

Query  525  EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPA  583
             + ++++   LLEP +   +  P+EYL           A I   ++K       +  
+P 
Sbjct  590  
REGVEKAHPVLLEPIMKVEVNIPEEYLGDVLAQLNSRRAEIAGMEMKHGNAQAVSAFVPL  649

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
              +  Y T+L   T GR V   E   Y
Sbjct  650  SEMSGYATELRSVTQGRGVFSMEYDHY  676

>PID49263.1 elongation factor G [Proteobacteria bacterium]
Length=705

 Score = 255 bits (652),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 196/683 (29%), Positives = 313/683 (46%), Gaps = 
83/683 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGESTMDFMEQEAERGITIQSAAT  65

Query  62   SF-------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            +        QW   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   
+ 



Sbjct  66   
TCFWPGSTQQWEPHRFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWR  125

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIK  155
               +  +  +I++NK+D+ G D   VV+ V D L+A                   D
++ +
Sbjct  126  
YANESEVARIIYVNKLDRIGADFYRVVKQVEDVLAAKPVVMTLPIGIEENFVGVVDLLTR  185

Query  156  QT-------------VSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISR  197
            +              +   PE +L++   +E W     +  +E +D+L+E Y+ GE  
+ 
Sbjct  186  KAWIWDDSGDPLSYELKDVPEAMLDQ---
VETWREKLIETAVEQDDELMEMYLGGEEPAI  242

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV----------------------T  235
            E L R  ++   +   FP Y GS+ K  G+Q ++D V                      
T
Sbjct  243  
EDLKRCIRKGTINLDFFPTYAGSSFKNKGVQLVLDGVVDYLPSPTEVKPQPEVDLEGHET  302

Query  236  GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--KI  291
            G F  +    ++ +   VFK+     G    ++R+YSG L+  DT+     G+ +   
++
Sbjct  303  GKFAEV--DPNSPVRALVFKIMDDRFGALN-
FVRVYSGKLKKGDTLLNTFTGKTERVGRM  359

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             EM    + EI   +TA  G+IV L    +V+    L DP           P P++   
+
Sbjct  360  VEMHANDRNEI---
ETAQAGDIVALIGLKNVQTGHTLADPNNPATLEPMVFPDPVISIAV  416

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
            APK     E+L   L ++   DP  R E D  T+E IL  +G + L++   +L   
+ +E
Sbjct  417  
APKNKGAAEKLGVVLNKMVQEDPSFRVETDQETNETILKGMGELHLDIKVDILRRAHNIE  476

Query  411  TVVKEPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V +P V Y E    +   S+T   +   +  +  I  ++ P   G+G  +ES V  
G 
Sbjct  477  
VDVGKPQVAYRESITASIEDSYTHKKQSGGSGQYGKIDYTIQPNEAGAGFSFESVVVGGN  536

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527



            + + F  AV  G +  + +G L G+ + D KI    G Y++  S+   F   A     
Q+
Sbjct  537  
VPREFWPAVEKGFKESMSKGVLAGYPMVDVKITLRDGAYHAVDSSAIAFEIAAKGAFRQS  596

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            + ++  Q+LEP +   ++ P++++     D  +  A I++ +     V    + P   
+ 
Sbjct  597  
IPKAEPQILEPIMKVDVFTPEDHVGDVIGDLNRRRAMIKSQEPGPAGVRVKADAPLSEMF  656

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y  DL   T+GR     E   Y
Sbjct  657  GYIGDLRTMTSGRGQFSMEFSHY  679

>WP_015431346.1 elongation factor G [Paraglaciecola psychrophila]
 AGH47283.1 elongation factor G [Paraglaciecola psychrophila 170]
Length=696

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 196/669 (29%), Positives = 305/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKEHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV   +  L A+ +I+   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVNQTKKVLGANPLIMVLPIGIEDDFVGVVDLLTRKAFIWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI A              +  +E +D L+EKY+ GE  S E + R  ++  
+ 
Sbjct  189  
PENYEITDIPADMVDKVEEYREMLLETALEQDDDLMEKYLEGEEPSMEDIKRCIRKGTRT  248



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-
GEQGSA-----------ALC  250
              LFP Y GSA K  GIQ ++DAV            QP+  E+G A           
+  
Sbjct  249  
MELFPTYCGSAFKNKGIQNILDAVVDYLPCPTDVDPQPLTDEEGEANGKFAIVSAAESFK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKITDDRFGS-
LTFVRIYSGTLKKGDTILNAATGKTERVGRMCEMQADDRNEL---S  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAQAGDIIAIVGMKGNVQTGHTLCDPKDPIILEAMVFPEPVISISVTPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  R E D  + E ILS +G + L++   +L   Y +E  V EP V Y 
E  
Sbjct  425  
IGKMVAEDPTFRVETDQDSGETILSGMGELHLDIKVDILKRTYGVELKVGEPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P    +G  + S+V  G + + F  A+  
G R
Sbjct  485  
TQEIDDSYTHKKQSGGSGQFGKIDYRIKPGEANTGFTFTSKVVGGNVPKEFFPAIEKGFR  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G QL
+EP + 
Sbjct  545  
SMMGSGVLAGFPVLDVEVELYDGGFHAVDSSAVAFEIAAKGAFRQSIPKAGPQLIEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I+  +     V    +IP   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLNRRRGMIKDQEAGVSGVRVKADIPLSEMFGYIGTLRTMTSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_061318050.1 GTP-binding protein [Clostridium botulinum]



 APH18779.1 small GTP-binding domain protein [Clostridium botulinum]
 AUM91710.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 254 bits (649),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 169/615 (27%), Positives = 301/615 (49%), Gaps = 
29/615 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D AI++IS  +GVQ  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAIIIISGVEGVQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVS---
LSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ +R   +     I +++S   LS E++          + 
+ + 
Sbjct  125  FINKIDRVGANAENVIEEIRLNFNKKAFFIDKSLSNEELSSELI----------
EFIADQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++++  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYDKELWLNSMKKLIKSGKIFPCFSGSALQDIGIEDFLESLHILAYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+++ + +   R  Y+++ SG+L+++D +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYRIRHDEQSNRLTYIKVLSGSLKVKDEIALPNIENDFCEKVNEIRIY  291

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  + +  D A  G+I  +      LN   +GD     + +   + +P L++ +      
Sbjct  292  NGDKYINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETL  347

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +       
Sbjct  348  



NVKDVLRYFKVLESEDPSLNIIWNEKFQEIQVYIMGIIQLEVLKNLMEERFHILIDFGPC  407

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E  L       H E  P   ++ + L + P    SG+ +E+      L    
QN 
Sbjct  408  EILYKETILDTVIGYGHFE--
PLGHYSEVHLKLEPGERNSGITFENLCHTDDLTVGNQNL  465

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V+  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
L
Sbjct  466  
VKTHIFERDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVL  525

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY SF +  P + + R   D  K   +    +  ++ V+  G  P      Y  
+   
Sbjct  526  
LEPYYSFKMEVPLDSMGRVLSDIQKLKGSFNPPETIENRVIIKGRGPVATFMNYSVEFIS  585

Query  596  YTNGRSVCLTELKGY  610
            +T G+        GY
Sbjct  586  FTKGKGKFNFIFDGY  600

>WP_065792759.1 elongation factor G [Pseudoalteromonas 
luteoviolacea]
 OCQ18755.1 translation elongation factor G [Pseudoalteromonas 
luteoviolacea]
Length=695

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 309/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------



IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
E  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLEKKAYIWDETGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVEKVEEYHEMLVESAVEQDDDLMEAYMEGETPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257
             + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+     
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVDAEEPL  308

Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E+    
Sbjct  309  
KALAFKIMDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERNELTE--  366

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ ++   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  367  -
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E   
Sbjct  426  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETIT  485

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G + 
Sbjct  486  
QEVEDSYTHKKQSGGSGQFGKIDYRIKPGEIGSGFTFSSSVVGGNVPKEFWPAVEKGFKS  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  605

Query  543  



ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P + +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPDDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFAHY  673

>WP_075999087.1 MULTISPECIES: elongation factor G [Halioglobus]
 PLW66601.1 elongation factor G [Halioglobus lutimaris]
Length=694

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 309/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGAATTDFMEQEQERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII------------------
KQTVSLSPEIVL  166
            IF+NK+D+ G D   VV+ V + L A+ ++                   +   + P
+   
Sbjct  129  
IFVNKLDRIGADFLRVVKQVENVLGANPLVMVLPIGREDSFIGIVDLLSRKAHIWPDPSN  188

Query  167  EENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             E+ DI           E W     +A +E +D L+E Y+ G   + E L R  +   
+ 
Sbjct  189  
PEHYDITDVPEDMVDEVEEWREKLIEAAVEQDDDLMEAYLDGNEPAMEDLKRCIREGTRK  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS-----  252
               FP Y GSA K  G+Q ++DAV            QP+ ++     G +AL  +     
Sbjct  249  
LDFFPTYCGSAFKDKGVQLILDAVVDYLPSPTEVDPQPLTDEFGEPTGESALVSTEEPLR  308



Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ E++ ++ EM    + E+   
D
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGVLNKGDTILNSFTGKTERIGRMVEMHANDRAEL---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ I+   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  365  
KAQAGDIIAIVGMKNVQTGHTLCDPKHPCTLEAMVFPEPVISIAVAPKDKGGAEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R E D  + E IL  +G + L+V   +L   Y +E  V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFRVETDEDSGETILRGMGELHLDVKVDILKRTYGVELEVGKPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P   G+G  + S V  G + + F  A+  
G + 
Sbjct  485  
QEIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGTGFAFTSSVVGGNVPKEFFPAIEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G + G+ V D +I    G +++  S+   F   A     Q++ ++G QL+EP 
+  
Sbjct  545  
MMEEGPIAGFPVLDVEIELYDGGFHAVDSSAIAFELAAKGAFRQSMPKAGAQLIEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+        V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQDAGPTGVRIKADVPLSEMFGYIGHLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_029998358.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 



Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_003089490.1 elongation factor G [Streptococcus ratti]
 EJN94473.1 elongation factor G [Streptococcus ratti FA-1 = DSM 
20564]
 EMP70357.1 elongation factor G [Streptococcus ratti FA-1 = DSM 
20564]
Length=693

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 314/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFQGIIDLVTMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   +PV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFYPVLCGSAFKNKGVQMMLDAVLDYLPSPLDVPAIKGVNPDTDEEETRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  ++R+YSG +     V       RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFIRVYSGVMNSGSYVLNTTKGKRERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +        D L D          E P P+++  + PKT A 
++++
Sbjct  366  ---
ETVYSGDIAAAIGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E ++ T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 
Sbjct  423  
AIGLQKLAEEDPTFRVETNAETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  



GLQESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+ 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_105563626.1 MULTISPECIES: elongation factor G [Brevundimonas]
 PQZ81675.1 elongation factor G [Brevundimonas sp. MYb31]
 PRA23148.1 elongation factor G [Brevundimonas sp. MYb27]
 PRB09922.1 elongation factor G [Brevundimonas sp. MYb52]
 PRB31788.1 elongation factor G [Brevundimonas sp. MYb46]
 PRB39494.1 elongation factor G [Brevundimonas sp. MYb33]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 312/670 (47%), Gaps = 
67/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILFYTGRNHKMGETHDGASTMDWMDQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K  
+P +
Sbjct  72   
WKGKRLNIIDTPGHVDFTIEVERSLRVLDGAVTVLDGNAGVEPQTETVWRQADKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G D  + VQS+RD+L A  +           +K  V L      V E 
+T 
Sbjct  132  
VFVNKMDKIGADFAASVQSIRDRLGAKAVPIQLPIGAENLLKGVVDLVEMKAYVWETDTV  191

Query  171  -------DIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              D  +E +D  +E Y+ GE  S E L +  ++ 
V  
Sbjct  192  
GADADIRDIPADMAEECAAARQYLIDNAVELDDDAMEAYLGGEEPSVEVLKKCIRKAVLT  251



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAALCGSV  253
             + +P+  GSA K  G+QPL+DAV                     +P+  + S     
SV
Sbjct  252  
GAFYPILGGSAFKNKGVQPLLDAVIDYLPSPTDIPATPGIDYRTEEPVTRKASDEEPLSV  311

Query  254  --FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+          + RLYSG +    ++  + R+K     ++ +M   ++ +I     
Sbjct  312  
LAFKIMDDPFVGSLTFCRLYSGKMETGMSLLNSSRDKKERVGRMLQMHSNNREDI---KE  368

Query  308  AYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWR-
EDPLPMLRTTIAPKTAAQRERLLDAL  365
            AY G+IV L      R  D L DP + P    + E P P++  ++ PKT A +E+L  
AL
Sbjct  369  
AYAGDIVALAGLKETRTGDTLCDPIKSPIILEKMEFPAPVIEISVEPKTKADQEKLGVAL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP      D  + + IL  +G + L++   +L   YK+E  +  P V Y 
E   
Sbjct  429  
AKLASEDPSFTVSTDHESGQTILKGMGELHLDIKVDILKRTYKVEANIGAPQVAYRESLG  488

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +     +T   +      +A + ++  P   GSG  +E+ +  G + + +   V  
G+  
Sbjct  489  
RKVDIDYTHKKQTGGTGQFARVMITFEPGEAGSGFVFENAIVGGAVPKEYIPGVEKGLES  548

Query  484  GLEQGLF-GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT-
QLLEPYLS  541
              E GL  G+ + D K     G Y+   S+   F  +A     + LKE G+ 
+LLEP ++
Sbjct  549  AKENGLLAGFPMIDFKATLTDGKYHDVDSSVLAFE-
IASRAAFRELKEKGSPKLLEPIMA  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       I+   ++ + +V    +P   +  Y   L   + 
GR+
Sbjct  608  
VEVVTPEEYLGSVIGDLNGRRGMIQGQDMRGNAIVINAFVPLANMFGYVNTLRGMSQGRA  667

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  668  QFTMQYDHYE  677



>WP_047421075.1 elongation factor G [Bacillus anthracis]
 KGZ87071.1 elongation factor G [Bacillus anthracis]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 309/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  



STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIVGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_092685302.1 elongation factor G [Rhodopseudomonas 
pseudopalustris]
 SEP13522.1 translation elongation factor 2 (EF-2/EF-G) 
[Rhodopseudomonas 
pseudopalustris]
Length=690

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 190/666 (29%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G     G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHRIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +



Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +Q + D+L A                   D++  + V  + 
E +
Sbjct  132  
VFANKMDKTGADFFKCLQDIIDRLGAKPVAIQLPIGSESNFKGLIDLVRMKAVVWTDESL  191

Query  166  LEENTDIEAWD---------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              +  D E  D               A +E +D  +  Y+ G       L R  ++ 
V  
Sbjct  192  
GAKFEDAEIPDDLLEQAKEYREKMIEAAVELDDDAMAAYLDGNEPEEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + I + G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGIDDDGNEVVRQADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPAKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDIESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERITKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A++   V P   G G ++ES++  G + + +   V  GI   
L  G
Sbjct  492  
DYTHKKQTGGTGQFAAVKFIVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGIESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547



            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVSLIDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_012225296.1 elongation factor G [Candidatus Microthrix 
parvicella]
 CCM63124.1 elongation factor G [Candidatus Microthrix parvicella 
RN1]
Length=698

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 191/677 (28%), Positives = 314/677 (46%), Gaps = 
76/677 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  11   
NIGIMAHIDAGKTTTTERILFYTGKSYKIGEVHDGAATMDWMVQEQERGITITSAATTAH  70

Query  65   W--------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
            W        HR  V I+DTPGH+DF  EV RSL VLDGA+ V     GV+ QT  +
+   
Sbjct  71   WTDTVNGVEHR--
VQIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQTETVWRQA  128

Query  117  
RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------------  156
             K ++P + FINK+D+ G D    + S++D+L+A + + Q                    
Sbjct  129  
DKYHVPRMCFINKMDRTGADFFGAMASIKDRLNAKVAVIQLPIGAEAEYAGIVDLVTMKA  188

Query  157  ------------TVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVR  202
                        TV+  PE ++E+  +   E  D + E+++ ++EK+I  E ++ E
++  
Sbjct  189  
WVWDGEELGAAWTVTDIPENLVEQADEYRQELIDVLSESDETVMEKFINEEELTPEEIRS  248



Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI-------------
GEQGSAA-  248
              +       + PV  G+A K  G+QPL+DAV   + P              GE  
S A 
Sbjct  249  ALRYATLHHGVVPVLNGTAFKNKGVQPLLDAVC-
FYMPSPLDLPPVDGTDRKGEPTSRAP  307

Query  249  -----LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
                      FK+   D   +  Y R+YSG L   D V       +E++ ++ EM     
Sbjct  308  
KEDEPFSALAFKIMTADHVGKLTYFRVYSGKLTKGDQVLNTRSGNKERMGRLLEMHAK--  365

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             E +  D    G+IV  +     R  D L DP+   +    E P P++   + PKT 
A +
Sbjct  366  -
EQIEQDWVGAGDIVAAIGLKDTRTGDSLCDPSAFIQLESLEFPDPVIHVAVEPKTKADQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL  LA+ DP  +   D  T E I++ +G + LEV+   +  ++ ++  V 
+P V
Sbjct  425  
DKMSKALVSLAEEDPTFQVRTDEETAETIIAGMGELHLEVIVDRMLREFHVDATVGKPQV  484

Query  419  IYMERPLKAA-SHT-IH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   +    HT +H  +   +  +A I ++V P   G G  ++  ++ G + + 
+  
Sbjct  485  
AYRETLTQEVIKHTYLHKKQTGGSGQYAKIVINVIPTGPGGGFSFDDNITGGRIPKEYIP  544

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  L  G L G+ + D K+    G Y+   S+   F+    +  ++A ++
+   
Sbjct  545  
SVGHGVQEALTSGVLAGFPMVDVKVELTDGDYHDVDSSEMAFKIAGTMAFKEAARKAKPT  604

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P +Y+     D       +   + +    V   ++P   +  Y 
TDL 
Sbjct  605  
LLEPIMDVEVVTPDDYMGDVIGDLNSRRGKVGKMEQRGANQVIDAQVPLSEMFGYSTDLR  664

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+        YQ
Sbjct  665  SKTQGRANYTMHFASYQ  681



>WP_074741931.1 GTP-binding protein [Ruminococcus flavefaciens]
 SEK93490.1 small GTP-binding protein domain-containing protein 
[Ruminococcus 
flavefaciens]
Length=851

 Score = 258 bits (659),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 188/624 (30%), Positives = 301/624 (48%), Gaps = 
44/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GI AHVD+GKTTL E++LY SG + + G V+ G++  DT  +ER+RGITI 
A  
Sbjct  1    
MKTITVGITAHVDSGKTTLAEAMLYTSGQMRKLGRVDDGSSSLDTDSIERERGITIFAHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     +V ++DTPGH+DF +E  R+++VLD A+LVIS  DGVQ+ T  L+  
LR+  
Sbjct  61   
AEFTAGETRVMLLDTPGHVDFSSETERTMSVLDYAVLVISGTDGVQSHTATLWKLLRQYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D    D  +++  +R +LS+D         S E       D+E  +    
Sbjct  121  VPVFIFVNKMDLITADKGAILSELRRRLSSDC-----CDFSGE-------
DVEISENAAA  168

Query  181  NNDKLLEKYIAGEPISREKLVRE-EQRRVQDASLFPVYYGSAKKGLGIQ---
PLMDAVTG  236
             +++L+E Y++   +S   + R   QRR     LFP ++GSA K  GI+    ++D  
T 
Sbjct  169  CSEELMETYLSSGGLSDADISRAIAQRR-----
LFPCFFGSALKMQGIERFIEILDRFTA  223

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKIT  292
              Q + E G+     SV+K+ Y   G R  +L++  G L +RD +     E      
K++
Sbjct  224  EPQRLTEFGA-----
SVYKISYDAKGTRLTHLKINGGRLSVRDELTYTDSEGSAVSGKVS  278

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +R  S  +    + A  GEI  +   S       G  +       +     ML   
+  
Sbjct  279  SVRFYSGEKFSTAECANAGEICSVTGLS-------
GTYSGQGLGCSQNSAAAMLEPIMTY  331

Query  353  KTAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408



            +    +ER    +LD L +L D DP L    +    EI +  +G VQLEV++  +  
KY 
Sbjct  332  
RVGLPKERSVYDILDDLRRLEDEDPQLHIVWNEQLREIHIQLMGAVQLEVLTKRIEMKYG  391

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
             +   ++ ++ Y E    A     H E  P   +A + L + PL  G G+++ +      
Sbjct  392  YKVSFEDGAITYRETIRSAVEGVGHYE--
PLRHYAEVHLLIEPLERGRGLEFRTDCPEDD  449

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++Q  +   ++     G L G  VTD +   + G  +   +   DFR      
+ Q 
Sbjct  450  
LDRNWQRLILTHLKEKAHIGVLTGSPVTDIRFTLKAGRAHLKHTEGGDFRQATYRAVRQG  509

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++ + + LLEPY  + L  P E + RA  D   + A  +  + + +  V  G  P   
I 
Sbjct  510  
IRSAESILLEPYYDYELEVPSESVGRAISDLQHFGAEFDQPETEGEMSVIKGSAPVSEIG  569

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y+ D+  YT GR        GY+
Sbjct  570  TYQLDVNGYTKGRGRLTCTFSGYR  593

>WP_099983236.1 elongation factor G [Streptococcus canis]
 GAY71490.1 translation elongation factor G [Streptococcus canis]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+  +LV   
++  
Sbjct  189  
DLGTDILEEDIPEEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNGELVAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIAYLPSPLDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_076360227.1 MULTISPECIES: elongation factor G [Paenibacillus]
 SIR77797.1 elongation factor G [Paenibacillus sp. RU4T]
 SIR70551.1 elongation factor G [Paenibacillus sp. RU4X]
 ASS68202.1 elongation factor G [Paenibacillus sp. RUD330]
Length=691

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 317/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             +INK+D  G D  +V++ +RD+L A+ +                          K  
+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRDRLQANAVAIQLPIGAENDFVGVIDLVERVAYKYKDDLG  191

Query  160  LSPEIV-----LEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE V     L E  +    E  + V E +++L+ KY+ GE I+  +L    ++ 
V + 
Sbjct  192  
KDPEQVEIPAELAEQAEELRAELVEKVAELDEELMMKYLEGEEITIPELKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGS---------
AALCGSV  253



             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+         A      
Sbjct  252  
KIFPVIAGSSYRNKGVQMMLDAVVDYLPAPIDVPAIKGTLEDGTETTRESSDEAPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI    
+ Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGVLNSGSYVVNATKGKRERVGRILQMHANSRQEI---
SSVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LQKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +   PL  GSG  +E++V  G + + F    + 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQFGHVWIEFEPLEPGSGFVFENKVVGGVVPREFIGPTQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S+   F+    + L+ A  +    
+LEP + 
Sbjct  545  
ESMKNGVVAGFPLVDIKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTIPEEYMGDVMGMLNSRRGRIEGMDSRAGAQIVRAKVPLAEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>OJY35522.1 translation elongation factor G [Rhizobiales bacterium 
65-9]
Length=691



 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 307/671 (46%), Gaps = 
66/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILFYTGKSHKLGEVHEGAATMDFMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WKGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G +    +  ++ +L A                   D++  + V  S 
E +
Sbjct  132  
VFCNKMDKTGANFFQCLDDIKTRLGAKPVPVQLPIGAEADFKGIVDLVRMKAVVWSGEAL  191

Query  166  ---LEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                +E+ DI A              +A +E +D  +E Y+ G+    + L    +
+ V 
Sbjct  192  
GADFQEDLDIPADLVDQAVEYRNALIEAAVELDDAAMEAYLEGKEPEEQTLKTLIRKAVL  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQGS------
AALC  250
              + +PV  GS+ K  G+QPL+DAV              G+    GE+ S      
A L 
Sbjct  252  
TGAFYPVLCGSSFKNKGVQPLLDAVVDYLPSPVDRGSIKGIDYKTGEETSRPPSDDAPLS  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSG L     +  + REK     ++  M   ++ EI    
Sbjct  312  LLGFKIMDDQYGV-
LTFCRIYSGKLEKGQALLNSTREKTERVGRMVLMHANNREEIAE--  368

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY G+IV L      R  D L DP +       E P P++   + PKT   +E++  
AL
Sbjct  369  -
AYAGDIVALVGLKDTRTGDTLCDPQKAVILEKMEFPEPVIEMKVEPKTKNDQEKMALAL  427



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   DS + E I+  +G + L++   +L   +K+E  V  P V + 
ER  
Sbjct  428  
IKLASEDPSFRVSTDSESGETIIKGMGELHLDIKVDILRRTHKVEVNVGAPQVAFRERIG  487

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +     +T   +      +A +     P   G G ++ES++  G + + +   V  
G+  
Sbjct  488  
RRVEKDYTHKKQSGGTGQFARVKFIAEPNEPGKGYEFESKIVGGSVPKEYIPGVEKGLNS  547

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L  G L G+ V D KI    G Y+   S+   F   A   L +AL E    LLEP 
+  
Sbjct  548  
VLGAGVLAGFPVVDLKITLIDGAYHEVDSSALAFEIAARAGLREALNEGKCVLLEPIMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++Y      D       I+   ++ + VV    +P   +  Y ++L  +T 
GR+ 
Sbjct  608  
EVVTPEDYTGSVIGDLNSRRGQIQGQDMRGNAVVVNAMVPLMNMFGYVSNLRSFTQGRAS  667

Query  603  CLTELKGYQAA  613
               +   Y  A
Sbjct  668  YTMQFDHYAQA  678

>WP_004819166.1 elongation factor G [Peptoniphilus indolicus]
 EGY80779.1 elongation factor G [Peptoniphilus indolicus ATCC 29427]
Length=689

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 308/674 (46%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY SG I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIMAHIDAGKTTTTERILYYSGKIHKIGETHEGGAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
+  +
Sbjct  69   



TANWKNHRLNIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADRYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVL-  166
            P +  INK+D  G D    V ++  KL  + +  Q               V +  
EI   
Sbjct  129  
PRIAHINKMDVTGADFFRSVATIDKKLQGNPVPIQIPMGAEDTFIGMIDLVEMKAEIYKN  188

Query  167  EENTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ T+IE                    D V E +++L+  Y+ GE IS+E++ +  
++  
Sbjct  189  
DDGTEIEVTDIPEEYKAQAEEYRENLIDKVAEFDEELMMAYLEGEEISKEQIKKAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGS--
AALC  250
             D  + P   GS+ K  G+Q L+DA+                    +PI    S    
L 
Sbjct  249  
VDVKITPCTCGSSYKNKGVQLLLDAIIDYLPSPLDIPAIKGTDDDGEPIERHASDEEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG L+    V       RE++ +I  M    + EI   
D
Sbjct  309  
ALAFKIVSDPFVGKLAYFRVYSGVLKSGSYVYNSTKGKRERIGRILLMHANKREEI---D  365

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERL  361
              Y GEI      +V L D     T    K        E P P++   I PK+ A 
+E++
Sbjct  366  EVYAGEIAA----
AVGLKDTTTGDTLCDEKSKVILEKMEFPEPVISVAIEPKSKASQEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++K+E  +  P 
V Y 
Sbjct  422  
GIALQKLAEEDPTFRTYTDEETGQTIIAGMGELHLDIIVDRLLREFKVEANIGNPQVSYR  481

Query  422  ERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E  +  AS      V  +      G   + VTPL  GSG  +E+ +  G + + F    
+
Sbjct  482  ES-
ITTASEGEGKYVRQSGGRGQYGHCKIRVTPLEPGSGFVFENNIVGGAIPKEFIGPTQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K+    G Y+   S+   F+    + L  AL ++   



LLE
Sbjct  541  
QGIEEAMQSGVLGGYEVLDVKVELYDGSYHDVDSSEMAFKIAGSMALRDALAKANPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E  ++     + T  +P   +  Y T L   
T
Sbjct  601  
PTMKVEITTPEEYMGDVIGDINSRRGRMEGMELVNGAQIITSYVPLAEMFGYATSLRSNT  660

Query  598  NGRSVCLTELKGYQ  611
             GR+    +   Y+
Sbjct  661  QGRANYSMQFDHYE  674

>WP_005723577.1 GTP-binding protein [Lactobacillus crispatus]
 EEU18874.1 putative translation elongation factor G [Lactobacillus 
crispatus 
125-2-CHN]
 PKZ84612.1 GTP-binding protein [Lactobacillus crispatus]
Length=641

 Score = 254 bits (648),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 189/625 (30%), Positives = 296/625 (47%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              D LLEKY+    I  + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TGDALLEKYLDSGAIYDQDV----



QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDAKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +      A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFATITEAAAGEIVAATGLTKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIAHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_027868964.1 GTP-binding protein [Eubacterium sp. AB3007]
Length=864

 Score = 258 bits (660),  Expect = 6e-72, Method: Compositional 
matrix adjust.



 Identities = 190/616 (31%), Positives = 302/616 (49%), Gaps = 
35/616 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E++LY +G I   G V+ G    DT  +E+ RGITI 
+  
Sbjct  1    
MKRLAIGILAHVDAGKTTLSEAMLYHTGEIRRMGRVDHGDAFLDTDQIEKSRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++    V ++DTPGH+DF AE+ R+L+VLD A+LVISA DGVQ+ T  L+  
LR+  
Sbjct  61   
AMLEFPDMSVALLDTPGHVDFSAEMERTLSVLDYAVLVISASDGVQSHTETLWKLLRRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +F+NK+D A      +++ +  +L                   E  +   W
+AV  
Sbjct  121  IPTFLFVNKMDLAIHKRGEILKRIEARLPGGFCD-----------
FGETDEESFWEAVSL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++++L E+ +    +S E +       V    + PVY+G+A K  G++ L++ +    
+P
Sbjct  170  HSERLTEQLLERGHLSDEDIAGA----
VAAREVVPVYFGAALKDQGVEALLEGLRRYTKP  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +    A    VFK+   D G+R V+++L  GTL ++D +   G E  KI ++RI 
S  
Sbjct  226  CSQM--QAFGARVFKISRDDRGERLVFVKLTGGTLAVKDEI---GEE--
KINQIRIYSGL  278

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +    + A  G +  L    +V   D LG     P +    +P    R  +  + 
AA   
Sbjct  279  KYKTVEEAEAGMVCALTGLTAVSCGDGLGAEVDAPPEVL--
EPYMTYRVLLPEEIAAH--  334

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            R L+   QL++ DP L    +     I L  +GRVQLE++S ++ E++       E  
++
Sbjct  335  
RALENFRQLSEEDPKLHVRWNEAGGCIELQLMGRVQLEILSRIVQERFGYSVAFGEGRIL  394

Query  420  YMERPLKAASHTI----
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



            Y E  L  A+ T+    H E  P   +A + L +TP    SG+ + + VS   L++
++Q 
Sbjct  395  YKE-TLDPAAGTVEGIGHFE--
PLKHYAEVHLLLTPGERDSGLVFSTCVSEDDLDRNWQR  451

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +      G L G  +TD KI    G  +   +   DFR      +   L      
Sbjct  452  
LILTHLEEREHPGVLTGAPITDMKITLASGRAHKKHTEGGDFRQATYRAIRCGLMRGQNI  511

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+ +F +  P E + R   D  K   T +T +   +  +  G  PA  +  Y  
++A
Sbjct  512  
LLEPWFAFRIEVPSEQVGRVMADVQKMKGTFQTPETLGESTLLLGRAPASELMDYPVEIA  571

Query  595  FYTNGRSVCLTELKGY  610
             +T GR     ++ GY
Sbjct  572  SFTGGRGHISFQMDGY  587

>WP_003107724.1 elongation factor G [Streptococcus parauberis]
 AEF26110.1 elongation factor G (EF-G) [Streptococcus parauberis 
KCTC 11537]
 EMF48582.1 Translation elongation factor G [Streptococcus 
parauberis KRS-02109]
 GAJ61095.1 elongation factor G [Streptococcus parauberis]
 KYP18011.1 Elongation factor G [Streptococcus parauberis]
 KYP19668.1 Elongation factor G [Streptococcus parauberis]
 KYP23359.1 Elongation factor G [Streptococcus parauberis]
 KYP26626.1 Elongation factor G [Streptococcus parauberis]
 KYP28065.1 Elongation factor G [Streptococcus parauberis]
 KYP29307.1 Elongation factor G [Streptococcus parauberis]
 ONH64380.1 Elongation factor G [Streptococcus parauberis]
 PCH12041.1 Elongation factor G [Streptococcus parauberis]
 PCH13806.1 Elongation factor G [Streptococcus parauberis]
 PNY22409.1 Elongation factor G [Streptococcus parauberis]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 199/690 (29%), Positives = 326/690 (47%), Gaps = 
76/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F NK+D+ G D    V ++ D+L A                   D+I  +    
S 
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLIKMKAEVYSN  188

Query  163  EI---VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++   +LEE  DI A              +AV E +++L+ KY+ GE I+ E+L+   
+ 
Sbjct  189  DLGTDILEE--
DIPADYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELMAAIRT  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI---------------------GEQ  244
               +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+
Sbjct  247  
ATINVEFFPVMCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEE  306

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   
++ 
Sbjct  307  PFAALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRK  363

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI   +  Y G+I   +   +    D L D          E P P+++  + PK+ 
A ++
Sbjct  364  EI---
EVVYSGDIAAAVGLKNTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKADQD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P V 
Sbjct  421  
KMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVS  480

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV
Sbjct  481  
YRETFRSATNARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAV  540



Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+L
Sbjct  541  
EKGLVESMSNGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSASPAIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   + AP++ L             ++  + + +  V    +P   +  Y T 
L   
Sbjct  601  
EPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAFVPLAEMFGYATILRSA  660

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR   +     Y+    +V + +I+  R
Sbjct  661  TQGRGTFMMVFDHYEDVPKSVQEEIIKKNR  690

>1EFG_A Chain A, The Crystal Structure Of Elongation Factor G 
Complexed 
With Gdp, At 2.7 Angstroms Resolution
 2EFG_A Chain A, Translational Elongation Factor G Complexed With 
Gdp
 1JQM_B Chain B, Fitting Of L11 Protein And Elongation Factor G (Ef-
G) 
In The Cryo-Em Map Of E. Coli 70s Ribosome Bound With Ef-G, 
Gdp And Fusidic Acid
Length=691

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  



AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDNAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  



TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_057771854.1 elongation factor G [Pediococcus inopinatus]
 KRN63821.1 elongation factor G [Pediococcus inopinatus]
 AVK99608.1 elongation factor G [Pediococcus inopinatus]
Length=699

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 311/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAAWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVAVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+RD+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQSLRDRLQANALPIQMPIGAEDDFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                 A+IE     +D ++EKY+ GE IS++++    
++
Sbjct  191  DKLGTE-
WDTVDVPDDYKEEAEKRRTAMIEQLADIDDDIMEKYLGGEEISKDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++    + 
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAVDPETDEAVELIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303



                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFSALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP           P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMTFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E D  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
IALQKLAEEDPSFKAETDPETGETLIAGMGELHLDIIIDRMKREFNVEASVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +  TP   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKPASAQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDGIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A I L  A K++   
+LEP 
Sbjct  547  
LREALNNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASISLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>PJN96892.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
 PJO02833.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
Length=233

 Score = 241 bits (615),  Expect = 6e-72, Method: Compositional 



matrix adjust.
 Identities = 120/232 (52%), Positives = 168/232 (72%), Gaps = 0/232 
(0%)

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +E ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ 
+T  F
Sbjct  1    
MEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKF  60

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                 +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM    
Sbjct  61   
YSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSI  120

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             GE+ + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QR
Sbjct  121  
NGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQR  180

Query  359  ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  
410
            E LLDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY +E
Sbjct  181  EMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKYHVE  
232

>WP_044623083.1 elongation factor G [Photobacterium gaetbulicola]
 AJR08334.1 elongation factor G [Photobacterium gaetbulicola Gung47]
 PSU08992.1 elongation factor G [Photobacterium gaetbulicola]
Length=695

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 312/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A             D +     + +   
+  E
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDE  185

Query  164  IVLEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIQDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVEYT  259
             +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  
V+  
Sbjct  246  
TRDIAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDEN  305

Query  260  ------------DCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                        D      ++R+YSG ++  DT+   A    E++ ++ EM+   + 
E+ 
Sbjct  306  
EPLRALAFKIMDDRFGALTFIRIYSGKMKKGDTILNSATGKTERIGRMVEMQADERNELT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L D            P P++   + PK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVTPKDKGGSEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  482

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  
AV  G
Sbjct  483  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFKFTSTVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 



Sbjct  543  
FEGMMDNGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  603  
MHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKADVPLSEMFGYIGHLRTMTSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFAHY  673

>WP_102227411.1 elongation factor G [Dolosicoccus paucivorans]
 PMB84989.1 elongation factor G [Dolosicoccus paucivorans]
 PMC58760.1 elongation factor G [Dolosicoccus paucivorans]
Length=694

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 193/667 (29%), Positives = 306/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT +E +LY +G + + G    G    D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTSERILYYTGRVHKIGETHDGGATMDWMVQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVSLLDAQAGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            + +NK+D+ G D  + V ++ D+L A                   D++ ++      
E+ 
Sbjct  133  
VLVNKMDKLGADFLNAVDTIHDRLQANAHPVQLPIGAEDNFTGIIDLVSQKAHIYKDEMG  192

Query  166  LEEN-TDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            LEE+  DI        E W     +A+ E ++ L+  Y+ GE IS + L    ++     
Sbjct  193  
LEEDVVDIPEEYQEEAEEWRNNLIEALSEFDEDLMMAYLEGEEISEDVLKAAIRKATLAV  252

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252



              +PV+ GSA K  GIQ L+D             A+ G+     E+       S      
Sbjct  253  
EFYPVFCGSAFKNKGIQLLLDGVIDYLPSPVDIPAIEGIVPGTEEEVVRHADDSEPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL     V  A    RE++ +I +M    + EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYSGTLEAGSYVKNATKDERERIGRILQMHANHREEIPEV---  369

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +        D L D   L      E P P++   I P +   ++++  
AL +
Sbjct  370  
FSGDIAAAVGLRHTATGDTLCDEKNLVILESMEFPEPVINVAIEPNSKGDQDKMSLALAK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R   D  T E I++ +G + L+V+   L  ++K+E  V  P V Y E  
R  
Sbjct  430  
LAEEDPTFRATTDQETGETIIAGMGELHLDVIVDRLKREFKVEATVGAPQVSYRETFRGT  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G+G ++E  +  G + + +  AV  G+
+  L
Sbjct  490  
ADVEGKFVRQSGGKGQYGHVVIEFSPNEEGAGFEFEDAIVGGVVPREYIPAVEAGLKDAL  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S+   F+  A + L +A K +   +LEP +
+  +
Sbjct  550  
ENGVLAGYPLVDIKARLHDGSYHDVDSSETAFKVAASLALREAAKVANPVILEPMMAVEI  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             AP+EYL             IE  + + +  V    IP   +  Y T L   T GR    
Sbjct  610  
IAPEEYLGDLMGHVNSRRGRIEGTEQRGNAQVVKSFIPLSEMFGYATTLRSSTQGRGTFS  669

Query  605  TELKGYQ  611
             +   Y+
Sbjct  670  MQFSHYE  676

>WP_098307104.1 elongation factor G [Bacillus cereus]
 PFD36247.1 elongation factor G [Bacillus cereus]
 PGM66758.1 elongation factor G [Bacillus cereus]
Length=692



 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422



            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_073254188.1 elongation factor G [Caldanaerovirga acetigignens]
 SHM21969.1 elongation factor G [Caldanaerovirga acetigignens]
Length=688

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 321/671 (48%), Gaps = 
73/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKVHKLGEVHEGTATMDWMVQEQERGITITSASTTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K +
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYHVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
             ++NK+D  G D  +VV+ ++++L A+ +              I   V +   I   
+  
Sbjct  132  
AYVNKMDIIGADFYNVVKQIKERLGANPVPIQVPIGCENEFRGIVDLVGMRAYIYTNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    ++V + ++ ++EK++ GE IS E++    ++   
+ 
Sbjct  192  
TDIQVTEIPEDIKEKAEEYREKLLESVSDLDEAIMEKFLEGEEISEEEIKAALRKACVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCGS  252
               PV  GS+ +  G+Q L+DA             V G+    GE+         A    
Sbjct  252  
RAVPVLCGSSYRNKGVQLLLDAIIDYLPSPLDIPPVKGVDPATGEEIERIASDDEAFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  Y R+YSGTL+    V  + + K     +I  M    + E+   
+ A
Sbjct  312  
AFKIMSDPYVGKLTYFRIYSGTLKAGSYVYNSTKNKKERIGRILRMHANHRQEM---EEA  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
              GEIV     +V L D     T    ++       + P P++   I PKT A +E
++  
Sbjct  369  MTGEIVA----
TVGLKDTTTGDTLCAEEKPIILESMQFPEPVISVAIEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D  T + I+S +G + LE++   +  ++K++  V  P V 
Y E 
Sbjct  425  
ALQRLAEEDPTFRTYTDPETGQTIISGMGELHLEIIVDRMFREFKVQANVGRPQVAYKET  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +KA    I  +      +  + L + PL  G G ++ +++  G + + +  
AV  G
Sbjct  485  IRKSVKAEGKYIR-
QTGGRGQYGHVWLEIEPLEPGKGYEFVNKIVGGVIPKEYIPAVDAG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  ++ G L G+ V D K+    G Y+   S+   F+    +  ++A+K++   
LLEP 
Sbjct  544  
VREAMQNGVLAGYPVVDVKVTLFDGSYHEVDSSEMAFKIAGSVAFKEAMKKADPVLLEPI  603



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       IE  +++ +  V  G +P   +  Y TDL   
T G
Sbjct  604  
MKVEVVVPEEYMGDVIGDLNSRRGHIEGVEMRGNVQVIRGYVPLAEMFGYATDLRSKTQG  663

Query  600  RSVCLTELKGY  610
            R     +   Y
Sbjct  664  RGTYTMQFSHY  674

>WP_015847667.1 GTP-binding protein [Paenibacillus sp. JDR-2]
 ACT04731.1 small GTP-binding protein [Paenibacillus sp. JDR-2]
Length=651

 Score = 254 bits (649),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 171/618 (28%), Positives = 300/618 (49%), Gaps = 
25/618 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTTL E LLY + +I E G V+      D+  +ER RGIT+ 
A  
Sbjct  1    
MKQVTIGMFAHVDAGKTTLAEQLLYHTNSIRERGRVDHKDAYLDSHDIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                ++     ++DTPGH+DF  E+ R++ V+D A+LV+SA +GVQ  T  ++  L 
K  
Sbjct  61   
AVMTYNGATYYLIDTPGHVDFSPEMERAIQVMDYAVLVVSAVEGVQGHTETVWQLLSKHR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT  FINKID+ G D+  V++ ++  L+ D  +  T S +  ++ E        +
++ E
Sbjct  121  VPTFFFINKIDRTGADVNRVMEEIQQHLTQDACL-MTDSFAGGVLGEPLV-----
ESLAE  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +++L + +++GE   R   ++  Q  V+++ L+P   GSA +  G++  ++ +  
L   
Sbjct  175  RDERLFDAFLSGEG-DRAFWLQALQDMVKNSRLYPCVGGSALQDTGVKEFLEQLH-
LLTT  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297
                G A   G V+K+ +   G R  Y++  SGTL++R+ +   G +     K T 
+ + 



Sbjct  233  
ADYNGQAPFGGRVYKIRHDKSGTRLTYIKALSGTLKVREELCYGGGDGQICEKATRLMLV  292

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  ++   D    G++  +    + L++   G    L   +   D +P L + +    
A 
Sbjct  293  NGSKMQAVDQVSAGDLFAV----
IGLSEADAGQGVGLYSDKLSYDLVPALTSKVIFSEAL  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +L A   L   DP L    +    EI +  +G +QLEV+  L+ +++  +     
P
Sbjct  349  
PVKDVLKAFRILNAEDPSLNVVWEETLQEIHIHVMGVIQLEVLQQLVKDRFGFDVDFGSP  408

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             ++Y E   RP+K   H       P   +A + L + P   GSG+ +++   +  L
+   
Sbjct  409  EILYKETILRPVKGYGH-----
FEPLRHYAEVHLLLEPGERGSGITFKNAAHVHDLSIGN  463

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN +   +      GL  G  +TD ++    G  ++  +   DFR  A   L Q L
+++ 
Sbjct  464  
QNLIETHLFEREHHGLLTGSPLTDVQVTLLTGAAHNEHTHGGDFREAAFRALRQGLEKAD  523

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP+  + +    ++L +   D  +     +  Q  +   V TG +P      
Y T+
Sbjct  524  
NLLLEPFYGYKIKVELDHLGKVLSDLQRASGQFDPPQTTQSHAVVTGRVPVATFMDYSTE  583

Query  593  LAFYTNGRSVCLTELKGY  610
            LA +T+GR        GY
Sbjct  584  LAAFTHGRGSIQLIFAGY  601

>OLA51608.1 translation elongation factor G [Oscillibacter sp. CAG:
241_62_21]
Length=860

 Score = 258 bits (660),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 196/614 (32%), Positives = 303/614 (49%), Gaps = 
38/614 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63



            + IGI AHVDAGKTTL E++LY +G + + G V+ G+   D+  LER+RGITI ++    
Sbjct  11   
VVIGITAHVDAGKTTLAEAMLYRTGRLRKLGRVDHGSAAMDSHLLERERGITIFSSQAEL  70

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V ++DTPGH+DF AE+ R+L+VLD AILVIS  DGVQA TR L+  L    
IPT
Sbjct  71   
PIGNLEVTLLDTPGHVDFSAEMERTLSVLDYAILVISGADGVQAHTRTLWRLLELYRIPT  130

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+ K+D    D + +++ +  +L      +  V  +P    +    +E      
E+  
Sbjct  131  FLFVTKMDFGRCDREQMMEHLCHELG-----EGCVDFTP---
ADRERRMEQLATCREDA-  181

Query  184  KLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--  240
              LE Y+ G  +  + LVR+   RR+    +FP ++GS  K  GI   ++ +    
+P  
Sbjct  182  --LEAYLDGGEVP-DALVRQLVGRRL----
VFPCWFGSGLKLEGIDEFLEGLARYVEPPV  234

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              E  SA     VFK+ +   G+R  +L++  GTLR+RD V+ AG ++ K  ++RI 
S G
Sbjct  235  YPETFSA----RVFKISHDPQGKRLTHLKVTGGTLRVRDAVSYAGHQE-
KAAQLRIYSGG  289

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                 D    G +  +   +       G          R    P++R  +A         
Sbjct  290  RFRAVDQVPAGGVCAVQGLTATCG---
GQGLGAEESGVRPVLEPVMRYRVALPPDCDSRT  346

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL  L QL + DP LR    S   EI +S +GR+Q E++ +L+SE++ +E  +    
V+Y
Sbjct  347  LLPQLRQLEEEDPQLR--
FTSHGGEIHVSLMGRIQAEILKSLVSERFGVEIDLDRGRVLY  404

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P++   H       P   +A + L + PL  GSGV   +R S   L+++
+Q  +
Sbjct  405  KETIDGPVEGVGH-----
FEPLRHYAEVHLLLEPLPQGSGVVTATRCSEDQLDRNWQRLI  459

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536



               ++     G L G  +TD KI    G  +   +   DFR      + Q L ++ 
++LL
Sbjct  460  
MTHLQEKDHLGVLTGSAITDVKITLMSGRAHVKHTEGGDFRQATYRAVRQGLMQAKSRLL  519

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY +F L  P E L RA +D      + +T +   D  +  G +P      Y  +
+A Y
Sbjct  520  
EPYYAFRLEVPPEQLGRAINDVRLRSGSFDTPEEAGDLTLLRGRVPVTEFDDYAQEVASY  579

Query  597  TNGRSVCLTELKGY  610
            T GR     E  GY
Sbjct  580  TGGRGRLSLEPAGY  593

>WP_004185285.1 MULTISPECIES: elongation factor G [Streptococcus]
 EGF09057.1 elongation factor G [Streptococcus sanguinis SK1057]
 EGF20618.1 elongation factor G [Streptococcus sanguinis SK1058]
 EJO18424.1 translation elongation factor G [Streptococcus sp. AS14]
Length=693

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  



DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_045798441.1 elongation factor G [Streptococcus equinus]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFSGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 



+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA  A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRKATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>CDB43580.1 elongation factor G [Firmicutes bacterium CAG:240]
Length=691

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 182/667 (27%), Positives = 312/667 (47%), Gaps = 
59/667 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G   +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V+ AK GV+ Q+  ++      
++
Sbjct  69   
TCHWRDTRINIIDTPGHVDFTVEVERSLRVLDGCVTVLCAKGGVEPQSETVWRQADHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV--  165
            P +I++NK+D  G D   V+  V D+L  + +              I   V ++  
I   
Sbjct  129  
PRMIYVNKMDIMGADFYHVLDMVHDRLKCNAVPIQLPIGTEADFRGIIDLVEMNARIYYD  188

Query  166  -----------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                             L E   ++  +A+ + +D+++  Y+ GE + ++ ++R   
R+ 
Sbjct  189  DLGNDMRTEEIPEDMRDLAEEYRVKMLEAISDFDDEIMMLYLEGEEVPQD-
MIRAAIRKA  247

Query  209  QDA-SLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQGS------AA  248
              A  + PV  G++ K  G+Q L+D             A++G      E+ +      
A 
Sbjct  248  
TCAVQMVPVVCGTSYKNKGVQKLLDAIVEYMPSPLDIPAISGTNPKTDEEETREASDDAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDT  307
                 FK+       R  + R+YSGT+    TV  + + ++ +I  + +           
Sbjct  308  
FSALAFKIMTDPFVGRLSFFRVYSGTVEAGKTVLNSSKGQRERIGRILLMHANHREDLSI  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+I   +   +    D L D          E P P++R  I PKT A +E++  
AL 
Sbjct  368  
AYSGDIAAAVGLKNTTTGDTLCDEKNPIILESMEFPEPVIRVAIEPKTKAGQEKMAIALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  +   D  + + I++ +G + LE++   L  ++K+E  V +P V Y E   
+
Sbjct  428  
KLAEEDPTFKTYTDEESGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKETITR  487

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A+       +      +A   ++V P   G G ++ ++++ G + + +   V  
GI+  
Sbjct  488  
EATVDTRYARQTGGKGQFAHCKITVEPNESGKGYEFINKITGGAIPKEYIPCVDQGIQGA  547

Query  485  LEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ V D K+    G Y+   S+   F+    +  ++A +++G  LLEP 
+  +
Sbjct  548  
MQSGVLAGYQVVDVKVTLIDGSYHEVDSSEMAFKICGSMAFKEACEKAGPTLLEPIMKVV  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + AP EY+     D       I  + ++    V    +P   +  Y TDL   T 
GR+  
Sbjct  608  
VTAPDEYMGDVMGDINARRGQIVGSDIRNGAAVIEAHVPLASMFGYATDLRSKTQGRATY  667

Query  604  LTELKGY  610
              E   Y
Sbjct  668  SMEPSHY  674

>WP_039877408.1 elongation factor G [Paenibacillus sp. FSL R7-0273]
 AIQ49576.1 elongation factor G [Paenibacillus sp. FSL R7-0273]
 OMF85988.1 translation elongation factor G [Paenibacillus sp. FSL 
R7-0273]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 316/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------------IK  155
             ++NK+D  G D  +VV+S+RD+L A+ +                             
+ 
Sbjct  132  
AYVNKMDIIGADFLNVVESMRDRLQANAVAIQLPIGAENDFVGIIDLVEQKAHIFKDDLG  191

Query  156  QTVSLS--PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            Q + ++  P   LE  E   +E  + V E ++ L  KY+ GE I+ E++    ++ 
V + 



Sbjct  192  
QNIEVTEIPADYLEQVETLRLELIEKVAELDEDLTMKYLEGEEITVEEIKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q +MDAV   L  P+         + G+ A+  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMMDAVVDYLPSPVDVPAIQGHLDDGTEAVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLESGSYVVNATKGKRERIGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L    +   P P++   + PKT A +++L  
AL
Sbjct  369  AGDIAAAVGLKDTSTGDTLCDEKHPVILESMNF---
PDPVIEIAVEPKTKADQDKLGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
GKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYRETFK  485

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P +     +  +      +  + +   PL  G+G Q+ES+V  G + + +      
GI 
Sbjct  486  APARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFESKVVGGSVPREYIAPALAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP + 
Sbjct  545  
EQMKNGVIAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDKCKPALLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674



>OFW62561.1 translation elongation factor G [Actinobacteria 
bacterium RBG_16_67_15]
Length=701

 Score = 255 bits (652),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 305/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  19   
NIGIMAHIDAGKTTTTERILYYTGKTYKMGEVHEGAAVMDWMEQEQERGITITSAATTCF  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ QT  ++    +  
+P +
Sbjct  79   
WKDTWINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAVAGVEPQTETVWRQADRYKVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSP----  162
             FINK+D+ G D    V+S+R +L A  +                  I+    + P    
Sbjct  139  
CFINKMDRIGADFFGAVESIRVRLEARPVPLQLPIGAESEFKGVVDLIEMKAHIWPDDNG  198

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E       W     +A  E ++KLLEKY+    IS +++    +  
V   
Sbjct  199  
EVWNTVEIPAEYTAAANEWRHKLLNACAEVDEKLLEKYLEDLEISADEIRAAIRSAVLHN  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ--------
GSAALCG  251
               PV  G+A K  G+QP++DA+               F+P  E+         +     
Sbjct  259  
VFVPVLTGAAFKNKGVQPVLDAIAWYLPSPVDLPPVIGFKPGAEETVLERKAADNDPFSA  318

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  YLR+YSG L   +TV       +E++ ++  M    + +I   
D 
Sbjct  319  
IAFKIMSDPYVGKLTYLRVYSGHLGKGETVLNSTNGKKERIGRLLRMHANHREDI---DD  375

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+IV ++        D L  P    +      P P++   I PKT + +E+L 



D L 
Sbjct  376  
IFTGDIVAVVGLKLTTTGDTLAAPEHPIQLESMTFPAPVIHIAIEPKTKSDQEKLGDGLH  435

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L++ DP      D  T + I++ +G + LEV+   L  ++K++  V  P V Y E   
K
Sbjct  436  
RLSEEDPTFLVRTDEETGQTIIAGMGELHLEVLVDRLRREFKVDANVGRPQVAYRETIKK  495

Query  427  AASHT--IHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            A       HI +      +A + +S+ P   G G ++   V  G + + +  AV 
DGI  
Sbjct  496  
AVKDVEYRHIKQTGGKGQYAHVVISLEPTGPGGGYEFVDHVKGGKVPKEYIPAVDDGIEA  555

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ + D +     G  ++  S+   F+    + L++A +++G QLLEP 
+  
Sbjct  556  
ALDSGVLAGYPIVDVRAILTDGSAHAVDSSEMAFKIAGSMALQEAARKAGMQLLEPVMKV  615

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P EY+     D       I     + +  V +  +P   +  Y TDL   T 
GR+ 
Sbjct  616  
EVVTPDEYMGDVIGDLNSRRGQIGDMGQRGNARVISAIVPLAEMFGYATDLRSRTQGRAA  675

Query  603  CLTELKGY  610
                   Y
Sbjct  676  YTMHFDSY  683

>WP_038855191.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 318/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI +E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPVELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_095670193.1 GTP-binding protein [Lactobacillus gasseri]
 ASY54526.1 hypothetical protein N506_1474 [Lactobacillus gasseri 
DSM 14869]
Length=640

 Score = 254 bits (648),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 187/630 (30%), Positives = 302/630 (48%), Gaps = 
62/630 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D+  LE++RGITI 
+ +
Sbjct  1    
MKKVTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDSDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIKTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKSHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
             PT IF+NK+D    D + V+  +              +L    V   + D + ++ 
+  
Sbjct  121  TPTFIFVNKMDTLKADKEKVLHDLS-------------
TLDDNCVEFGDEDSDFYEKIAT  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    I  E++    +  +    +FPVY+G+A K  G+   +  +    
+ 
Sbjct  168  ADEAILEEYLESGQIKDEEI----
KDLIFQRKVFPVYFGAALKLKGVAEFLQGLDKWTKK  223



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS--  298
            I  + S      +FK+ + + G+R  +L++  G LR +  +        K+ E+R+ 
+  
Sbjct  224  I--EYSEKFASRIFKISHDEKGERLTWLKVTGGELRAKSELM----
PDEKVNEIRLYNGN  277

Query  299  ---------KGEIVRTD---
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                      GEIV      T YPG+ +    D           T  P        
L   
Sbjct  278  KYEVVSSVQAGEIVAVSGLKTTYPGQGIGFEKDQTNF-------TMQP-------
VLTYA  323

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              T   KT A     L AL QL D +P L  + D  T EI +  +G++QLE++  
+L ++
Sbjct  324  VQTTPDKTHA----
TLAALRQLEDENPQLHVKWDKQTEEISIDVMGKIQLEILQQILHDR  379

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + LE    +  ++Y E    +     H E  P   +A + L + P  LGSG+ +++  
SL
Sbjct  380  FNLEVEFTQGKILYQESIRNSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSL  437

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L + +Q+ V + +      G L G  +TD +I    G   +  +   DFR      
+ 
Sbjct  438  
EVLPKKWQDQVMESLANKEHLGVLTGSPLTDVEITLIGGRGSNVHTVGGDFREATYRAVR  497

Query  526  QALKESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            Q L E   Q    LLEP+  F L   Q+ + RA +D  K     +  +   D V  
TG+ 
Sbjct  498  
QGLMELKAQNQVSLLEPWYQFTLKINQDQVGRAINDIEKMGGKFKIGESNHDIVTITGQA  557

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   +Q Y T++  Y++G         GYQ
Sbjct  558  PVAQMQDYATEVRNYSHGSGQLECLFAGYQ  587

>WP_098338758.1 elongation factor G [Bacillus cereus]
 PEY31774.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.



 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRIEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  



Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_020155388.1 elongation factor G [Caldibacillus debilis]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 309/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G+ + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGSAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAITVLDAQSGVEPQTETVWRQATNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D    V+++ D+L A                   D++  +      



Sbjct  129  
PRIVFVNKMDKIGADFLYSVKTLHDRLDANAHPIQLPIGAEDQFKGIIDLVEMRAHFYKD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  ++E TD+             +  +AV E +D+L+ KY+ GE IS E+L    
++  
Sbjct  189  
ELGTVDEVTDVPDEYKEMAEEYRNKLIEAVAEFDDELMMKYLEGEEISVEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
                 +PV  GSA K  GIQ ++DAV   L  P+                       
A  
Sbjct  249  
VSVQFYPVLCGSAFKNKGIQLMLDAVIDYLPAPVDIPDIKGVDPQTDSETTRPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ ++ +M    + 
EI   
Sbjct  309  
AALAFKVMSDPYVGKLTFFRVYSGVLSSGSYVLNSTKGKRERIGRLLQMHANHRSEISEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P++   I PKT A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVIHVAIEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V +P 
V Y
Sbjct  422  
MAAALQKLQEEDPTFRAHTDPETGQTIIAGMGELHLDIIVDRMRREFKVEANVGQPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSSAQVEGKFIRQSGGRGQYGHVWIEFSPNERGKGFEFENAIVGGVVPKEYIPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   ++ G L G+ V D K     G Y+   S+   F+  A I L+ A K     
LLE
Sbjct  542  
AGLEDAMQNGVLAGYPVIDIKAKLFDGSYHDVDSSEMAFKIAASIALKNAAKVCDPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597



            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYLGDIMGDITSRRGKVEGMEARGNAQVVRAMVPLAEMFGYATALRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  662  QGRGTFTMVFDHYE  675

>WP_070768186.1 elongation factor G [Corynebacterium sp. HMSC04H06]
 OFS22908.1 elongation factor G [Corynebacterium sp. HMSC04H06]
Length=709

 Score = 255 bits (652),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 194/706 (27%), Positives = 333/706 (47%), Gaps = 
87/706 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWEGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYFTVQTIIDRLGAKPLVMQLPIGAEDDFDGVVDLLEMKAITWRG  190

Query  157  TVSLSPEIVLEENTDI----------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V    E  +EE  D           +  +AV E++++L+EKY  GE ++ E+L    
++
Sbjct  191  
KVETGAEPTIEEIPDDLKDRAVEYREKLVEAVAESDEELMEKYFGGEELTIEELKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGE-
QGSAA--------------  248
               ++ ++PV  G+A +  G+QPL+DAV         +GE  G A               
Sbjct  251  
LTINSEVYPVLCGTAYRNKGVQPLLDAVIDYLPTPMDVGEVHGHAVGNEDEDMTRKPSKD  310

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302



                G  FK+       +  ++R+YSG +   D V  + + K     KI +M    
+  +
Sbjct  311  
EPFSGLAFKIAAHPFFGQLTFVRVYSGRVAPGDEVINSTKGKKERIGKIFQMHANKENPV  370

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQ  357
               D A  G I  +    + L D+    T   +         + P P+++ +I 
PKT A 
Sbjct  371  ---DEAVAGNIYAI----
IGLKDITTGDTLCAKDAPIILESMDFPDPVIKVSIEPKTKAD  423

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +LAD DP    E+D  + + ++  +G + L+V+   +  ++K+E  +  
P 
Sbjct  424  
QEKLGTAIQKLADEDPTFTVELDEESGQTVIGGMGELHLDVLVDRMKREFKVEANIGNPQ  483

Query  418  VIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVS  465
            V Y E   +P+K+  +T   +   +  +A + +S+ P       L  G   QY   
+ V+
Sbjct  484  
VAYRETIKKPVKSLDYTHKKQTGGSGQFAKVIVSIEPYNPDPETLEEGENPQYLFVNEVT  543

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+     
VL
Sbjct  544  
GGRVPKEYIPSVDAGIQDAMQYGYLAGFPLVNIKATLEDGAYHDVDSSEMAFKLAGSQVL  603

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++A+ ++   LLEP ++  +  P+EY+     D       +   + +    V   +
+P  
Sbjct  604  
KEAVAKAKPTLLEPLMAVEVVTPEEYMGTVNGDISSRRGQVYAMEDRAGAKVVKAKVPLS  663

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSR  627
             +  Y  DL   T GR+        Y    ++V Q +I  R  N+ 
Sbjct  664  EMFGYIGDLRSSTAGRANFTMVFDSYAEVPSSVAQEIIAERTGNAN  709

>WP_099352738.1 elongation factor G [Bacillus onubensis]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEEN------  169
            P ++F+NK+D+ G D    V ++ D+L A+   I+  +    +      ++E N      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDQFRGIIDLVEMNATFYGN  188

Query  170  ---TDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE                    +AV E +++L+E+Y+ GE IS E+L    
+   
Sbjct  189  
DLGTDIEVGEIPEEFQDQANEYREKLVEAVAELDEELMERYLGGEEISNEELRAAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 +PV  G+A K  G+Q ++DAV              G     GE+       
S   
Sbjct  249  
LKVEFYPVTCGTAFKNKGVQKVLDAVIDYLPAPTDVASIQGHLPDTGEEVERHSDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERIGRILQMHANSRAEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L        P P+++ ++ PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKELVILESMTFPEPVIQLSVEPKSKADQDKMSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETF  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RQSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DALDRGVLAGYPLVDIKAKLYDGSYHDVDSSEMAFKIAASMALKNAASKCQPVILEPVMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGGITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMHFDHYE  675

>WP_097898937.1 MULTISPECIES: elongation factor G [Bacillus]
 PEB50745.1 elongation factor G [Bacillus sp. AFS098217]
 PED80897.1 elongation factor G [Bacillus pseudomycoides]
 PEU09876.1 elongation factor G [Bacillus sp. AFS019443]
 PEU17534.1 elongation factor G [Bacillus sp. AFS014408]
 PFW61877.1 elongation factor G [Bacillus sp. AFS075034]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----



VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRIEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_078111072.1 GTP-binding protein [Bacillus oleronius]
 OOP66547.1 elongation factor G [Bacillus oleronius]
Length=652

 Score = 254 bits (648),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 172/620 (28%), Positives = 303/620 (49%), Gaps = 
27/620 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ I IGILAHVDAGKTT  E LL+ + +I   G V+      D   +E+ RGIT+ 
A  
Sbjct  1    
MQQITIGILAHVDAGKTTFAEQLLFHTKSIHHRGRVDHQDAFLDNHAIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++      ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
LRK  
Sbjct  61   
AIMEYKDSTYYLIDTPGHVDFSPEMERSIQVMDYAIIILSAVEGVEGHTETVWQLLRKHQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVS---
LSPEIVLEENTDIEAWD  176
            IPT  FINK D+ G D+  V + +R++L+   I I +T +   +S E++          
+
Sbjct  121  
IPTFFFINKTDRVGADVNKVKKEIRNQLTEHGIDITETYNKGAMSEELI----------E  170

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E ++ LL  YI GE     +  +E +R ++D +++P+  GSA + +GI   ++ 
+  
Sbjct  171  FIAERDETLLNLYIDGE-
YDEGRWQQEMKRMIKDNNIYPIASGSALQDIGILSFLEKLDE  229

Query  237  L-FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKIT  292
            L F       + +  G V+K+ +   G R  +++  SG+L +RD +    +E   + 
KIT
Sbjct  230  LTFSDY--
NSTDSFSGRVYKIRHDSTGARVTFIKSLSGSLHVRDVLEYGDQEEKLREKIT  287



Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            ++R+ +       D    G++  +   +   N  +GD     + +   + +  L++ 
+  
Sbjct  288  QIRLYNGANYEIVDQMNAGDLFAVTGLT---
NAAVGDGLGAIQAKATYETVATLKSKVIY  344

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
             ++   + +L     L D DP L+   D    EI L  +G++QLEV+  ++ +++ 
L   
Sbjct  345  
DSSLNHKEVLSYFRMLNDEDPSLKVTWDEGLQEIHLHVMGKIQLEVLEQIVKDRFNLSVS  404

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              +P ++Y E      +   H E  P   +A + L + P   GSG+ +++      
L  S
Sbjct  405  FGKPEILYKETIQTIVNGYGHFE--
PLKHYAEVHLLLEPGHRGSGIIFDNDCHPDDLMVS  462

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +QN V+  +     +G+  G  +TD KI    G  ++  ++  DFR      L Q 
L+++
Sbjct  463  
YQNLVKHYLLEKEHRGILTGTALTDVKITLLTGRAHNKHTSGGDFREATLRALRQGLEKA  522

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP  +F +    E + R   D        +  ++  ++ V  G  P      
Y T
Sbjct  523  
KNILLEPVYNFKIKVDIEQMGRVLSDIQAAYGHFQPPEMNGNKAVIMGRAPVATFMDYST  582

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             LA +T G+        GY+
Sbjct  583  ILASFTQGKGSISLVFGGYE  602

>WP_006531903.1 elongation factor G [Streptococcus infantarius]
 EDT47669.1 translation elongation factor G [Streptococcus 
infantarius subsp. 
infantarius ATCC BAA-102]
 AEZ63002.1 translation elongation factor G [Streptococcus 
infantarius subsp. 
infantarius CJ18]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIDVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E ++ T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  



MGIALQKLAEEDPTFRVETNAETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_021143166.1 elongation factor G [Streptococcus equinus]
 EQC68448.1 Translation elongation factor G [Streptococcus sp. 
HSISB1]
 KEY47241.1 elongation factor G [Streptococcus equinus]
 KFN86708.1 elongation factor P [Streptococcus equinus ATCC 33317]
 SDQ02976.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SDJ08561.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SDL88880.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SEK17992.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SEK90243.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SEQ00882.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SEI81571.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SFQ57409.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SFF93802.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SNU06200.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
Length=692



 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFSGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDK  421



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA  A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRKATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_048743618.1 MULTISPECIES: elongation factor G [Paenibacillus]
 CDN41042.1 Elongation factor G [Paenibacillus sp. P22]
 KKC48795.1 elongation factor G [Paenibacillus sp. D9]
Length=691

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 315/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +



Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             +INK+D  G D  +V++ +RD+L A+ +                          K  
+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRDRLQANAVAIQLPIGAENDFVGVIDLVERVAYKYKDDLG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE V          E    E  + V E +++L+ KY+ GE I+  +L    ++ 
V + 
Sbjct  192  
KDPEQVEIPAELADQAEELRAELVEKVAELDEELMMKYLEGEEITIPELKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGS---------
AALCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+         A      
Sbjct  252  
KIFPVIAGSSYRNKGVQMMLDAVVDYLPAPIDVPAIKGTLEDGTETTRESSDEAPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI    
+ Y
Sbjct  312  FKIMTDPFVGKLTFFRVYSGVLNSGSYVVNATKGKRERVGRILQMHANSRQEI---
SSVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LQKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +   PL  GSG  +E++V  G + + F    + 
GI 
Sbjct  485  
RQAAKVEGKFVRQSGGRGQFGHVWIEFEPLEPGSGFIFENKVVGGVVPREFIGPTQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S+   F+    + L+ A  +    



+LEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTIPEEYMGDVMGMLNSRRGRIEGMDSRAGAQIVRAKVPLAEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>WP_063378556.1 elongation factor G [Pseudoalteromonas 
luteoviolacea]
 KZN44269.1 elongation factor P [Pseudoalteromonas luteoviolacea 
NCIMB 1942]
 KZW99346.1 elongation factor G [Pseudoalteromonas luteoviolacea]
Length=695

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/669 (29%), Positives = 309/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   VV  V   L A                   D++ K+   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLTKKAY-
IWDETG  187

Query  166  LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    +
+  +
Sbjct  188  



LPENYEITDVPADMVEKVEEYHEMLVESAVEQDDDLMEAYMEGEEPSLEQIKACIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE----  257
            D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+    
Sbjct  248  
DLAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDAEEP  307

Query  258  --------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                      D      ++R+Y+G L+  DT+   A    E++ ++ EM+   + E
+   
Sbjct  308  
LKALAFKIMDDRFGALTFIRIYAGRLKKGDTILNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G +
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFSSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P + +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673



>CDB13241.1 putative translation elongation factor G [Eubacterium 
sp. CAG:192]
Length=873

 Score = 258 bits (660),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 175/616 (28%), Positives = 303/616 (49%), Gaps = 
32/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGI+AHVD GKTTL+E+LLY +G I + G V+      DT  +ER RGITI 
+  
Sbjct  1    
MKKITIGIVAHVDGGKTTLSEALLYTTGKIRKLGRVDHKDAYLDTFQMERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++   ++ ++DTPGH+DF AE+ R+L+VLD A+LV+S  +GVQ  T  L+  L 
K  
Sbjct  61   
AVMEYKDMRLVLLDTPGHVDFSAEMERTLSVLDYAVLVVSGSEGVQGHTETLWKLLDKYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D   V    ++  ++DK   D I++  V +              ++ 
+  
Sbjct  121  VPTFIFVNKMDMPNVSGDFLLHELKDKF-GDEIVRFPVGVG------------
TYEDIAM  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
             N+ LLE Y+ G   +   +       V +  LFP Y+GS  +  GI+ LM+ +    
++
Sbjct  168  CNEDLLEDYMNGVEFTDTTI----
SELVCNRELFPCYFGSTLQLDGIEQLMEGLYSYTYE  223

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRI  296
            PI  +   A    ++K+   +   R  ++++  G+L+++D +      K    K+ 
E+R+
Sbjct  224  PIYNESFGA---
KIYKITKDNNNNRLTHMKITGGSLKVKDLLTGQNGAKEWSEKVNEIRV  280

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             S  +      A PG+IV +      LN+   G+      +      +P+L   I   
+ 
Sbjct  281  YSGEKYDAIGEALPGDIVAVTG----
LNETYQGEGLGFEHEFIEPSLIPVLAYKIIVPSG  336

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



                ++   L ++ + +P L+   +    E+  + +G +Q+EV+  ++ E++ L+     
Sbjct  337  
ININQVYKQLKEIEEEEPTLKITWNEEKQELTANVMGAIQIEVLKNIVKERFNLDIEFGA  396

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S++Y E  ++A     H E  P   +A + L + P   GSG+ + + VS   L++
++Q 
Sbjct  397  GSILYKETIMEAVEGIGHFE--
PLKHYAEVHLLLEPGLPGSGLTFNTAVSENLLSKNWQR  454

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   ++    +G L G  + D  I    G  +   +   DFR      + Q LK+
+ + 
Sbjct  455  
LILTHLQEKNHRGVLTGSPIADISITLIGGKAHLKHTEGGDFRQATYRAVRQGLKKAKSV  514

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F+L  PQE + +A  D       +   + K D+ + TG  P   +  Y  
D+ 
Sbjct  515  
LLEPYYDFVLTVPQENVGKAMTDISNMEGNVNPPETKGDKCILTGYGPVSTMWNYINDVN  574

Query  595  FYTNGRSVCLTELKGY  610
             YT+G      + KGY
Sbjct  575  EYTHGLGSLTLKFKGY  590

>WP_011664988.1 elongation factor G [Rhodopseudomonas palustris]
 Q07KL5.1 RecName: Full=Elongation factor G; Short=EF-G
 ABJ07519.1 translation elongation factor 2 (EF-2/EF-G) 
[Rhodopseudomonas 
palustris BisA53]
Length=690

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 192/666 (29%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   



WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
            +F NK+D+ G D    +Q + D+L A                   D++  + V  S    
Sbjct  132  
VFANKMDKTGADFFKCLQDIIDRLGAKPVAIQLPIGSENNFKGLIDLVRMKAVVWSDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE +LE+  +   +  +A +E +D  +  Y+ G       L R  ++ 
V  
Sbjct  192  
GAKFEDTEIPEDLLEQAKEYREKMIEAAVELDDDAMAAYLDGTEPEEAVLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + I E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGIDEDGNEVTRHADDKEPLSLL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPQKQVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDLESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERITKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A++   V P   G G  +ES++  G + + +   V  GI   
L  G
Sbjct  492  
DYTHKKQTGGTGQFAAVKFIVEPNEPGGGYVFESKIVGGAVPKEYIPGVEKGIESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +      
P



Sbjct  552  
VVAGFPVVDVKVSLIDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVECVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_083562721.1 elongation factor G [Oceanococcus atlanticus]
 ORE86400.1 elongation factor G [Oceanococcus atlanticus]
Length=695

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 309/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G   TD M  ER+RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILSLTGKIHKTGETHDGEATTDFMEQERERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCEWNGHRLNIIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT----V  158
              +IF+NK+D+ G D   VV+ +   L A                   D++ ++      
Sbjct  126  
SRIIFVNKLDRMGADFMRVVKQIETVLGATPLVMVLPIGREDEFSGVVDLLTRKAWIWDA  185

Query  159  SLSP------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            S  P      ++  +   D+E W     +  +E +D LLE Y+ G   S + + +  
++ 
Sbjct  186  
SGDPLKYTIEDVPADMADDVEEWREKLIETAVEQDDDLLEAYLEGNEPSVDDIKKCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-----
IGEQGSAALCGS--  252
                + FP Y GSA K  G+Q ++DAV            QP       E G  A+     



Sbjct  246  
TNSMAFFPTYCGSAFKNKGMQLMLDAVVDFLPSPTEVKPQPEVDLEGNETGELAIVDPDR  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG +    TV     G+ E++ +I EM    +   
+
Sbjct  306  PLRALAFKIMDDRFGA-
LTFVRIYSGRIEKGMTVLNTFTGKTERIGRIVEMHANDR---I  361

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D+A  G+IV +L   + +    L DP           P  ++   IAPK  A  
E+L 
Sbjct  362  
EHDSAQAGDIVAVLGMKNTQTGHTLCDPKDPATLEPMVFPAAVISMAIAPKDKAGAEKLA  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL ++   DP      D  + E IL  +G + L+V   +L   +K+E VV +P V 
Y E
Sbjct  422  
LALGKMVQEDPSFYVSSDEDSGETILGGMGELHLDVKIDILRRTHKVEVVVGKPQVAYRE  481

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  +ES+V+ G + + F  
AV  G
Sbjct  482  
TITQAVEDSYTHKKQSGGSGQFGKIDYVIEPGEPGSGYVFESKVTGGNVPREFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +++G L G+ + D K+    G +++  S+   F   A     Q + +   QL
+EP 
Sbjct  542  
FKLMMDEGVLAGFPLMDFKVTLMDGAFHAVDSSAIAFEIAAKSAYRQTIPKCSPQLIEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I++ +     V    ++P   +  Y  DL   
T+G
Sbjct  602  
MKVDVFTPEDHVGDCIGDLNRRRGMIKSQEAGATGVRIKADVPLSEMFGYIGDLRTMTSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFSHY  672

>WP_059283708.1 elongation factor G [Bacillus coahuilensis]
 KUP04617.1 elongation factor G [Bacillus coahuilensis m2-6]
Length=692



 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 188/675 (28%), Positives = 312/675 (46%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWNDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE-------------  168
            P V+F+NK+D+ G D    V ++ D+L+A+    Q + +  E   E              
Sbjct  129  PRVVFVNKMDKIGADFLYSVSTLHDRLNANAAAIQ-
LPIGAEDEFEGIIDLVEMKATFYG  187

Query  169  ---NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDI+                    +AV E +++L+EKY+ GE IS E+L    
++ 
Sbjct  188  
NDLGTDIQVKEIPAEFLDQAEEYREKLIEAVAELDEELMEKYLGGEEISNEELKIAIRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAA  248
                  +PV  GSA K  G+Q ++DAV              G+     E+        
A 
Sbjct  248  
TLTVEFYPVLCGSAFKNKGVQKMLDAVIDYLPAPTDVAAIKGIIPDTDEEVTRPSSDDAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI +
Sbjct  308  
FSALAFKVMTDPYVGKLTFFRVYSGVLSSGSYVQNSTKGKRERVGRILQMHANSREEISQ  367

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRE  359
                + G+I    + +V L D     T    K        E P P++  ++ PK+ 
A ++
Sbjct  368  V---FAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMEFPEPVISLSVEPKSKADQD  420

Query  360  



RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  
P V 
Sbjct  421  
KMTTALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMKREFKVECNVGAPQVS  480

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV
Sbjct  481  
YRETFRASAQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAV  540

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G+  G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+L
Sbjct  541  
EAGLKDAMENGVIAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASMALKNAVSKCSPAIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL     D       +E  + + +  V    +P   +  Y T 
L   
Sbjct  601  
EPLMKVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSN  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR         Y+
Sbjct  661  TQGRGTYSMHFDHYE  675

>WP_000090343.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFM35214.1 translation elongation factor G [Streptococcus sp. oral 
taxon 
071 str. 73H25AP]
 ORO41771.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
 ORO46071.1 elongation factor G [Streptococcus oralis subsp. 
tigurinus]
Length=693

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIDVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  



VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_103594975.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 188/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  + L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVIDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  



EKKPTDYVEEEIPAELKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690



>OLP63406.1 Elongation factor G [Bacillus pumilus]
Length=692

 Score = 255 bits (651),  Expect = 6e-72, Method: Compositional 
matrix adjust.
 Identities = 188/667 (28%), Positives = 305/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
            +F+NK+D+ G D    + +++D+L A+    Q                            
Sbjct  132  
VFVNKMDKTGADFLYSISTIKDRLQANAHAIQLPIGAEDQFEGIIDLVDNVAYFYEDDLG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T S + EI  E     E       +AV E ++ L+EKY+ GE I+  +L    ++   
+ 
Sbjct  192  
TRSDAQEIPAEYKDKAEELRNSLIEAVAEFDEALMEKYLEGEEITIPELKAAIRKGTLNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q ++DAV              G      E+        A     
Sbjct  252  
EFFPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGTVPDTNEEVVRESTDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V  + + K     +I +M   S+ EI    
T 
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSSKNKRERVGRILQMHANSREEIA---TV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL +



Sbjct  369  
HSGDIAAAVGLKDTSTGDTLCDEKNLVILESMEFPEPVIDVAIEPKSKADQDKMGTALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LAEEDPTFRAQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETFRSS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G+G ++++ +  G + + +  A++ G+   
L
Sbjct  489  
AKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFQNAIVGGVVPREYIPAIQAGLEDSL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S    F+  A + L+ A+ +    LLEP +   
+
Sbjct  549  
ENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTFT  668

Query  605  TELKGYQ  611
              +  Y+
Sbjct  669  MFMDHYE  675

>WP_073458720.1 elongation factor G [Pseudonocardia thermophila]
 SHL01797.1 elongation factor G [Pseudonocardia thermophila]
Length=700

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 187/668 (28%), Positives = 323/668 (48%), Gaps = 
74/668 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGISYKIGEVHDGAATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV R+L VLDGA+ V   K+GV+ Q+  ++    



K ++
Sbjct  72   
TCFWKGHQINLIDTPGHVDFTVEVERNLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ++RD+L A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFFFTVQTIRDRLGAEPLPIQLPIGSENDFIGVIDLVRMKALTWRG  191

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  + V E++D+L+E Y++GE ++ E++ +  
+ 
Sbjct  192  
EVQKGEDYTVEEIPEDLKEQAEEYRLALVEKVAESDDELMELYLSGEELTEEQIKKGIRE  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQ---------
PIGEQ  244
             V+  + +PV  GSA K  G+QP++DAV              G  Q         P  
++
Sbjct  252  
IVRTGAAYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDLPPVEGTLQDGETPAVRKPEKDE  311

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              +AL    FK+       +  Y+R+YSG +    TV  A +++     KI +M    
+ 
Sbjct  312  PFSALA---
FKIAAHPFFGKLTYIRVYSGRVTAGSTVLNATKDRKERIGKIFQMHANKEN  368

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +   D A  G I  ++        + L DP           P P+++  + PKT 
A +E
Sbjct  369  PV---
DEALVGHIYAVIGLKDTTTGETLCDPNAPIVLESMTFPAPVIQVAVEPKTKADQE  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +LA+ DP  +   D  T + IL+ +G + LEV+   +   +K+E  + 
+P V 
Sbjct  426  
KLSVAIQRLAEEDPTFQVSNDEETGQTILAGMGELHLEVLVNRMKSDFKVEANIGKPQVA  485

Query  420  YME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQ  474
            Y E   R ++    T   +   +  +A + + + PL+   G +YE  ++V+ G + 
+ + 
Sbjct  486  
YRETIRRTVERHELTYKKQTGGSGQFARVIIKLEPLTSEDGAEYEFENQVTGGRVPREYI  545

Query  475  NAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G +  ++ G L G+ +T  K+    G Y+   S+   F+    + L++A K
++  
Sbjct  546  
PSVDAGCQDAMQYGVLAGYPLTKIKVTLLDGAYHEVDSSEMAFKIAGSMALKEAAKKADP  605

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP ++  +  P+EY+     D       I+    +    V    +P   +  Y  
DL
Sbjct  606  
VLLEPMMAVEVTTPEEYMGDVIGDLNSRRGQIQAMDERAGSRVVRALVPLSEMFGYVGDL  665

Query  594  AFYTNGRS  601
               T GR+
Sbjct  666  RSKTQGRA  673

>WP_018767347.1 MULTISPECIES: elongation factor G [Bacillus]
 AIK39640.1 translation elongation factor G [Bacillus mycoides]
 AJI16376.1 translation elongation factor G [Bacillus mycoides]
 OOR49941.1 elongation factor G [Bacillus pseudomycoides]
 PDX97879.1 elongation factor G [Bacillus pseudomycoides]
 PDY09818.1 elongation factor G [Bacillus pseudomycoides]
 PDZ10884.1 elongation factor G [Bacillus pseudomycoides]
 PDZ74582.1 elongation factor G [Bacillus pseudomycoides]
 PEB39128.1 elongation factor G [Bacillus pseudomycoides]
 PEE04860.1 elongation factor G [Bacillus pseudomycoides]
 PEF22458.1 elongation factor G [Bacillus pseudomycoides]
 PEF74224.1 elongation factor G [Bacillus pseudomycoides]
 PEI45329.1 elongation factor G [Bacillus pseudomycoides]
 PEJ21141.1 elongation factor G [Bacillus pseudomycoides]
 PEJ29929.1 elongation factor G [Bacillus pseudomycoides]
 PEK36790.1 elongation factor G [Bacillus pseudomycoides]
 PEK68040.1 elongation factor G [Bacillus pseudomycoides]
 PEK79914.1 elongation factor G [Bacillus pseudomycoides]
 PEL87017.1 elongation factor G [Bacillus pseudomycoides]
 PEM35804.1 elongation factor G [Bacillus pseudomycoides]
 PEM76622.1 elongation factor G [Bacillus pseudomycoides]
 PEN06137.1 elongation factor G [Bacillus pseudomycoides]
 PEO53107.1 elongation factor G [Bacillus pseudomycoides]
 PEO88037.1 elongation factor G [Bacillus pseudomycoides]
 PEP37292.1 elongation factor G [Bacillus pseudomycoides]
 PEP47088.1 elongation factor G [Bacillus pseudomycoides]
 PEP57687.1 elongation factor G [Bacillus pseudomycoides]
 PEP79598.1 elongation factor G [Bacillus pseudomycoides]
 PEU39271.1 elongation factor G [Bacillus pseudomycoides]
 PFW89157.1 elongation factor G [Bacillus pseudomycoides]
 PFX40859.1 elongation factor G [Bacillus pseudomycoides]
 PFX60159.1 elongation factor G [Bacillus pseudomycoides]
 PFY14805.1 elongation factor G [Bacillus pseudomycoides]
 PFY53239.1 elongation factor G [Bacillus pseudomycoides]
 PFY90104.1 elongation factor G [Bacillus pseudomycoides]
 PFZ82707.1 elongation factor G [Bacillus pseudomycoides]



 PFZ86104.1 elongation factor G [Bacillus pseudomycoides]
 PGA66352.1 elongation factor G [Bacillus pseudomycoides]
 PGA69054.1 elongation factor G [Bacillus pseudomycoides]
 PGB82597.1 elongation factor G [Bacillus pseudomycoides]
 PGC40573.1 elongation factor G [Bacillus pseudomycoides]
 PGD70135.1 elongation factor G [Bacillus pseudomycoides]
 PGD91061.1 elongation factor G [Bacillus pseudomycoides]
 PGE04750.1 elongation factor G [Bacillus pseudomycoides]
 PGE18588.1 elongation factor G [Bacillus pseudomycoides]
 PGE27785.1 elongation factor G [Bacillus pseudomycoides]
 PGE96220.1 elongation factor G [Bacillus pseudomycoides]
 PGF09020.1 elongation factor G [Bacillus pseudomycoides]
 PGR93832.1 elongation factor G [Bacillus mycoides]
 PHA88152.1 elongation factor G [Bacillus pseudomycoides]
 PHB30567.1 elongation factor G [Bacillus pseudomycoides]
 PHC29717.1 elongation factor G [Bacillus pseudomycoides]
 PHC75162.1 elongation factor G [Bacillus pseudomycoides]
 PHC80629.1 elongation factor G [Bacillus pseudomycoides]
 PHC82800.1 elongation factor G [Bacillus pseudomycoides]
 PHD16097.1 elongation factor G [Bacillus pseudomycoides]
 PHE09029.1 elongation factor G [Bacillus pseudomycoides]
 PHE40588.1 elongation factor G [Bacillus pseudomycoides]
 PHE57071.1 elongation factor G [Bacillus pseudomycoides]
 PHE62637.1 elongation factor G [Bacillus pseudomycoides]
 PHE92896.1 elongation factor G [Bacillus pseudomycoides]
 PHE93959.1 elongation factor G [Bacillus pseudomycoides]
 PHG16121.1 elongation factor G [Bacillus pseudomycoides]
 PHG32750.1 elongation factor G [Bacillus pseudomycoides]
Length=692

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191



Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  



VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_020379542.1 elongation factor G [Candidatus Microthrix 
parvicella]
Length=698

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 191/677 (28%), Positives = 314/677 (46%), Gaps = 
76/677 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  11   
NIGIMAHIDAGKTTTTERILFYTGKSYKIGEVHDGAATMDWMVQEQERGITITSAATTAH  70

Query  65   W--------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
            W        HR  V I+DTPGH+DF  EV RSL VLDGA+ V     GV+ QT  +
+   
Sbjct  71   WTDTVNGVEHR--
VQIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQTETVWRQA  128

Query  117  
RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------------  156
             K ++P + FINK+D+ G D    + S++D+L+A + + Q                    
Sbjct  129  
DKYHVPRMCFINKMDRTGADFFGALASIKDRLNAKVAVIQLPIGAEAEYAGIVDLVTMKA  188

Query  157  ------------TVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVR  202
                        TV+  PE ++E+  +   E  D + E+++ ++EK+I  E ++ E
++  
Sbjct  189  
WVWDGEELGAAWTVTDIPENLVEQADEYRQELIDVLSESDETVMEKFINEEELTPEEIRS  248

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI-------------
GEQGSAA-  248
              +       + PV  G+A K  G+QPL+DAV   + P              GE  
S A 
Sbjct  249  ALRYATLHHGVVPVLNGTAFKNKGVQPLLDAVC-
FYMPSPLDLPPVDGTDRKGEPTSRAP  307

Query  249  -----LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
                      FK+   D   +  Y R+YSG L   D V       +E++ ++ EM     
Sbjct  308  



KEDEPFSALAFKIMTADHVGKLTYFRVYSGKLTKGDQVLNTRSGNKERMGRLLEMHAK--  365

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             E +  D    G+IV  +     R  D L DP+   +    E P P++   + PKT 
A +
Sbjct  366  -
EQIEQDWVGAGDIVAAIGLKDTRTGDSLCDPSAFIQLESLEFPDPVIHVAVEPKTKADQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL  LA+ DP  +   D  T E I++ +G + LEV+   +  ++ ++  V 
+P V
Sbjct  425  
DKMSKALVSLAEEDPTFQVRTDEETAETIIAGMGELHLEVIVDRMLREFHVDATVGKPQV  484

Query  419  IYMERPLKAA-SHT-IH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   +    HT +H  +   +  +A I ++V P   G G  ++  ++ G + + 
+  
Sbjct  485  
AYRETLTQEVIKHTYLHKKQTGGSGQYAKIVINVIPTGPGGGFSFDDNITGGRIPKEYIP  544

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  L  G L G+ + D K+    G Y+   S+   F+    +  ++A ++
+   
Sbjct  545  
SVGHGVQEALTSGVLAGFPMVDVKVELTDGDYHDVDSSEMAFKIAGTMAFKEAARKAKPT  604

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P +Y+     D       +   + +    V   ++P   +  Y 
TDL 
Sbjct  605  
LLEPIMDVEVVTPDDYMGDVIGDLNSRRGKVGKMEQRGANQVIDAQVPLSEMFGYSTDLR  664

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+        YQ
Sbjct  665  SKTQGRANYTMHFASYQ  681

>WP_038602382.1 elongation factor G [Rickettsiales bacterium Ac37b]
 AIL64928.1 Elongation factor G [Rickettsiales bacterium Ac37b]
Length=693

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 194/659 (29%), Positives = 299/659 (45%), Gaps = 
65/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 



T+  
Sbjct  13   
NIGICAHIDAGKTTTTERILYYTGRSYKIGEVHEGTATMDWMPQEQERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K N
+P +
Sbjct  73   
WNNHRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDGVAGVEPQSETVWRQADKYNVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEEN-  169
             F+NK+D+ G D    V+ ++D+L A  I+ Q               V +   I   
EN 
Sbjct  133  
CFVNKMDRIGADFFRCVEMIKDRLGARPIVMQLPIGIEDSYIGIVDLVKMQAIIWESENL  192

Query  170  ------TDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI             +  D V+E +DK++E Y+ G   S E+L R  ++   
D
Sbjct  193  
GANFHYEDIPDNLKEQAAEYREKLLDMVVEFDDKIMEAYLGGVEPSEEELKRCIRKGAID  252

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE--------------------
QGSAALC  250
             S FPV+ GSA K  G+QPL+DAV        +                    + S    
Sbjct  253  
GSFFPVFNGSAFKNKGVQPLLDAVVDFLPSPADVPNVKGVNPDNLDEIIERKSEDSEPFS  312

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSG L    +V  + ++ K +I  M +           
AY
Sbjct  313  
ALAFKVVNDPFVGSLTFVRVYSGVLAAGISVLNSNKDTKERIGRMLLMHANNREDIKEAY  372

Query  310  PGEIVILPS-DSVRLND---
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+IV L    S    D   V  +P  L R  +   P P++   I PK+ A R+R+  
AL
Sbjct  373  AGDIVALAGLKSTTTGDSLCVTTNPIILERMEF---
PKPVIEIAIEPKSVADRDRMGIAL  429

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L   DP L   VD  + + IL  +G + LE++   +  ++K+E     P V Y 
E   
Sbjct  430  
ARLVAEDPSLHATVDEESGQTILKGMGELHLEIIVDRMKREFKVEATKGAPQVAYRETIT  489

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483



            K A   +T   +      +A + +   PL  GS  Q+ES++  G + + +   V  
G+  
Sbjct  490  
KVAEVDYTHKKQSGGAGQFARVKIIFEPLEPGSDFQFESKIVGGSVPKEYIPGVEKGLMS  549

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E G+  G+ + D K     G ++   S+   F   A     + + ++  +LLEP 
+  
Sbjct  550  
AKETGVVAGFPMIDFKAILIDGAFHDVDSSTLAFEIAAKAAFREGIVKAQPKLLEPIMKV  609

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P EY+     D       I   + + +  V    +P   +  Y   L   + 
GR+
Sbjct  610  
EVVTPDEYMGDIIGDLNSRRGQIMGMEPRGNAQVINAMVPLAQMFGYVNVLRSMSQGRA  668

>WP_004347288.1 elongation factor G [Streptococcus parauberis]
 EMG25080.1 Translation elongation factor G [Streptococcus 
parauberis KRS-02083]
 OHY31086.1 translation elongation factor G [Streptococcus 
parauberis]
 PIA83531.1 Elongation factor G [Streptococcus parauberis]
 PIO79649.1 Elongation factor G [Streptococcus parauberis]
 AUT04989.1 Elongation factor G [Streptococcus parauberis]
 POS67656.1 Elongation factor G [Streptococcus parauberis]
Length=692

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 198/690 (29%), Positives = 325/690 (47%), Gaps = 
76/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  E
+   



Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLIKMKAEVYTN  188

Query  165  -----VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                 +LEE  DI A              +AV E +++L+ KY+ GE I+ E+L+   
+ 
Sbjct  189  DLGTDILEE--
DIPADYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELMAAIRT  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI---------------------GEQ  244
               +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+
Sbjct  247  
ATINVEFFPVMCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEE  306

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   
++ 
Sbjct  307  PFAALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRK  363

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI   +  Y G+I   +   +    D L D          E P P+++  + PK+ 
A ++
Sbjct  364  EI---
EVVYSGDIAAAVGLKNTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKADQD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P V 
Sbjct  421  
KMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVS  480

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV
Sbjct  481  
YRETFRSATNARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+L
Sbjct  541  
EKGLVESMSNGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSASPAIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596



            EP +   + AP++ L             ++  + + +  V    +P   +  Y T 
L   
Sbjct  601  
EPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAFVPLAEMFGYATILRSA  660

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR   +     Y+    +V + +I+  R
Sbjct  661  TQGRGTFMMVFDHYEDVPKSVQEEIIKKNR  690

>APO35069.1 Elongation factor G C-terminus [uncultured bacterium]
Length=116

 Score = 236 bits (603),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 110/116 (95%), Positives = 115/116 (99%), Gaps = 0/116 
(0%)

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            +EQALKESGTQLLEPYLSF LYAP
+EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA
Sbjct  1    
MEQALKESGTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  60

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  
639
            RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR+MFQK+M
Sbjct  61   RCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  
116

>WP_087724213.1 elongation factor G [Campylobacter jejuni]
Length=691

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 187/686 (27%), Positives = 319/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V   +R++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEDQIRNRLKGNPVPLQIPVGAEDNFKGVIDLITMKALLWED  188

Query  155  --KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
ENKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSIEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  GIQPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGIQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>WP_012084985.1 elongation factor G [Kineococcus radiotolerans]
 A6W5T4.1 RecName: Full=Elongation factor G; Short=EF-G
 ABS02173.1 translation elongation factor G [Kineococcus 
radiotolerans SRS30216 
= ATCC BAA-149]
Length=700

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 183/679 (27%), Positives = 318/679 (47%), Gaps = 
77/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGAATMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWEGTQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A+ ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFFFTVGTISDRLGAEPLVMQLPIGAENSFAGVVDLVHMRALTWRG  190

Query  157  --------TVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    TV   P  +L++  +  A   + V E ++ LLEKY+ GE ++ E++    
++
Sbjct  191  
EVQMGADYTVEEIPADLLDQANEYRAKLVERVAETDEALLEKYLGGEDLTPEEIKAAVRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQ---------GS  246
               ++ L+P++ GSA K  G+QP++DAV                 +G++          



+
Sbjct  251  
LTINSELYPIFCGSAFKNKGVQPMLDAVIDYLPSPLDVKPMIGHKVGDESVEIIRKPDAT  310

Query  247  
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR--  304
                   FKV       +  Y+R+YSG       V  AG + +  T+ +    G++ 
+  
Sbjct  311  EPFSALAFKVAAHPFFGKLTYVRVYSG-------
VVAAGSQVVNSTKGKKERIGKLFQMH  363

Query  305  ------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                   D A  G I  ++        D L D  +         P P++   I 
PKT   
Sbjct  364  
SNKENPVDEARAGHIYAMIGLKETTTGDTLSDSAQQVVLESMTFPEPVISVAIEPKTKGD  423

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +LA+ DP  + E+D  T + I+  +G + L+++   +  +YK+E  V 
+P 
Sbjct  424  
QEKLGTAIQRLAEEDPTFQVELDQETGQTIIKGMGELHLDILVDRMKREYKVEANVGKPQ  483

Query  418  VIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQS  472
            V Y E   R +    +    +   +  +A + +S+ PL    G  YE  + V+ G 
+ + 
Sbjct  484  
VAYRETIRRAVLKEDYVHKKQTGGSGQYAKVQVSIEPLDTADGTFYEFVNAVTGGRVPRE  543

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V +GI+  +++G+  G+ +   K     G  +   S+   F+    +VL +A
++++
Sbjct  544  
YIPSVDNGIQEAMQEGVVAGYPLVGIKASLIDGAAHDVDSSEMAFKIAGKMVLREAVRKA  603

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  +  P +Y+     D       IE+ +      +    +P   +  
Y  
Sbjct  604  
QPVLLEPVMAVEVRTPADYMGDVIGDLNSRRGQIESMEDVSGAKLVKASVPLSEMFGYVG  663

Query  592  DLAFYTNGRSVCLTELKGY  610
            DL   T GR+V   +   Y
Sbjct  664  DLRSKTQGRAVYSMQFSNY  682

>WP_101774014.1 elongation factor G [Peptostreptococcus sp. 
Marseille-P4308]
Length=688



 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 181/660 (27%), Positives = 306/660 (46%), Gaps = 
64/660 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYAGRTHKIGETHDGASQMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++       
+
Sbjct  69   
TCEWNGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFDAKGGVEPQSENVWRQAENYAV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII------------
IKQTVSLSPEIVLEEN  169
            P + FINK+D+ G D  + VQ ++D+L+A+ +            +     +  + +
+  N
Sbjct  129  
PRIAFINKMDKMGADFFNAVQMMKDRLNANAVPLHIPIGKEDDYVGMIDLMKMKAIIYNN  188

Query  170  ---TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDI               W     ++V E +++L+ KY+ GE +  E++    
++  
Sbjct  189  
DTGTDIVEKDIPEDMVELANEWREKLVESVAETDEELMMKYLEGEALETEEMRAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
                + PV+ G+A +  G+Q L+DA+                 P GE+            
Sbjct  249  
IACEMNPVFCGTAYRNKGVQALIDAIVDYLPAPTDIESIKGILPDGEEAERHSSDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG+L     V  A + K     +I +M   ++ EI    
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGSLTSGSYVLNATKNKRERIGRILQMHANTREEITEV-  367

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L DP         E P P++   I P + A +E++  
AL
Sbjct  368  --
YAGDIAAAVGLKDTTTGDSLCDPDYPIVLESMEFPEPVIFVAIEPASKAAQEKMGAAL  425

Query  366  



TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +L++ DP      D  T + I+  +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
QKLSEEDPTFTVRTDGETGQTIIGGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETIT  485

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    H    +      +  + + VTPL  G G ++E++   G + + +   V  
GI+
Sbjct  486  VPVD-
VEHKYSKQSGGRGQYGHVKIRVTPLEPGEGYKFENKTVGGSVPKEYVGPVDQGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D  +    G Y+   S+   F+    +  + A+K+  + 
LLEP  S
Sbjct  545  
GAMQSGIVAGYPVVDVGVELYDGSYHEVDSSEMAFKMAGSMAFKDAMKKGNSVLLEPVFS  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       I+  + +    V    +P   +  Y TDL   T 
GR+
Sbjct  605  
VEVVTPEDYMGDVMGDLNSRRGLIQGMEARMGAQVIRAFVPLSEMFGYSTDLRSATQGRA  664

>WP_021085492.1 elongation factor G [Campylobacter concisus]
 ERJ24435.1 Translation elongation factor G [Campylobacter concisus 
UNSW1]
Length=692

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 187/695 (27%), Positives = 316/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153



            P ++F+NK+D+ G +   V + +R++L A+ +                            
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKEKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V   +   G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKSTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  



SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>OGO88484.1 translation elongation factor G [Clostridiales bacterium 
GWF2_36_10]
Length=690

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 186/657 (28%), Positives = 308/657 (47%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKTHKMGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTVEVERSLRVLDGSVTVLCAKGGVEPQSETVWRQADKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE---  167
             +INK+D  G +   VV  +RD+L A+ +              I   V +   I L
+   
Sbjct  132  
CYINKMDIMGANFYRVVDMIRDRLKANAVPIQLPIGSESDFKGIIDLVKMKAYIYLDDVG  191

Query  168  ---ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E T+I             E  + V + +D LLEKY+ GE ++  ++ +  +      
Sbjct  192  
TVIEETEIPDYLMDKAETYRQELLEHVADVDDSLLEKYLEGETLTEAEIKKAIREATIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
             + PV  G++ K  G+Q L+DAV              G+     E+        A     
Sbjct  252  
KMVPVVCGTSYKNKGVQKLLDAVVDYMPSPLDVPSIKGINPKTDEEDERESSDDAPFSSL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-



KITEMRIPSKGEIVRTDTA  308
             FK+       R  ++R+YSG +    +V  +G   RE+  +I  M    + +I   
D  
Sbjct  312  
AFKIMTDPFVGRLCFIRVYSGKISTGSSVYNSGKDSRERFGRILLMHANHREDI---DEI  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+I  ++   +    D L D  +         P P++R  I PKT A +E++  
AL++
Sbjct  369  
IAGDIAAVVGIKNTTTGDTLCDEKKPIILESMVFPEPVIRVAIEPKTKAGQEKMGLALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y E   
K 
Sbjct  429  
LAEEDPTFKAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYRETITKK  488

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +++ P   G G  + +++  G + + +  AV 
+GIR  +
Sbjct  489  
VDEDNKYARQSGGKGQYGHVKITIEPNEPGKGYLFVNKIVGGSIPKEYIPAVDEGIRGAM  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+NV D       G Y+   S+   F+  A I  + A++ +   L EP +  
++
Sbjct  549  
QSGVVAGYNVVDVIATLYDGSYHEVDSSEMAFKIAASIGFKNAMRRADPILTEPIMKVVV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            + P +Y+     D       I+  +        T  +P  C+  Y TDL   T GR 
Sbjct  609  
FVPDDYMGDVIGDLTSRRGAIKEMEPVAGAQQITATVPLSCMFGYSTDLRSKTQGRG  665

>WP_092593487.1 elongation factor G [Acidaminobacter 
hydrogenoformans]
 SCZ82068.1 elongation factor G [Acidaminobacter hydrogenoformans 
DSM 2784]
Length=688

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 192/686 (28%), Positives = 315/686 (46%), Gaps = 
72/686 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKTHKIGEVHDGGATMDWMEQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RSL VLDG + V  AK GV+ Q+  ++    +  
+P +
Sbjct  72   
WKDHRINVIDTPGHVDFTVEVERSLRVLDGTVAVFCAKGGVEPQSETVWRQAVRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
             +INK+D  G + + VV  + D+L A+ +              I   + +   I  
++  
Sbjct  132  
AYINKMDITGANFERVVGMMHDRLHANAVPIQLPIGAEDKFVGIITLIDMKARIYRDDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TD+E  D                  AV E +++L+ KY+ GE  + E+++R  +      
Sbjct  192  
TDVEIVDIPAEYMDQAVEARAKLMEAVAEGDEELMMKYLEGEEFTYEEIMRGLRLATISN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI-----------GEQ------
GSAALCGSV  253
             + PV  GS+ K  G+Q ++DAV      P+           GE+       S       
Sbjct  252  
LVVPVLCGSSYKNKGVQLMLDAVVDFLPSPLDVPSIKGVDLDGEEDERPSSDSEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSGTL+    V  A + K     +I +M    + EI   
+  Y
Sbjct  312  FKIMTDPYVGRLSFFRVYSGTLQSGSYVFNATKGKKERISRILQMHANKREEI---
EMVY  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D ++       + P P++R  I PKT A +E++  
AL++L
Sbjct  369  
SGDIAAAVGLKFTTTGDTLCDESKPIILESMDFPDPVIRVAIEPKTKAGQEKMGIALSKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  +   D  T + I++ +G + LE++   L  ++K+E  +  P V Y E     
A
Sbjct  429  
AEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANIGAPQVAYKETISGEA  488

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486



               +    +      +  + + V P     G  +E+ V+ G + + +   V  G++  
L 
Sbjct  489  
DIDYKYSKQSGGRGQYGHVKIRVRPNKPAVGYTFENVVTGGAIPKEYIEPVNQGVQGSLS  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ V D  +    G Y+   S+   F+    I +++ALK++   LLEPY+   
+ 
Sbjct  549  
NGVMAGFEVVDIHVELYDGSYHEVDSSEMAFKIAGSIAIKEALKKANPILLEPYMKVEVT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EYL     D       +E  ++     V    +P   +  Y TDL   + GR   
+ 
Sbjct  609  
VPEEYLGDVMGDLNSRRGKLEGMEMVHGNQVIRAHVPLSEMFGYATDLRSASQGRGNYVM  668

Query  606  ELKGYQAAVGQPVIQPRRPNSRLDKV  631
                Y+            PNS  +K+
Sbjct  669  VFSHYEQV----------PNSIAEKI  684

>WP_035799555.1 elongation factor G [Cyanothece sp. CCY0110]
Length=697

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 184/665 (28%), Positives = 312/665 (47%), Gaps = 
57/665 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGIAYKLGEVHEGTATMDWMAQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWLDQRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS---------  161
            P + F+NK+D+ G +   V Q +RD+L A+ +            +  V L          
Sbjct  129  
PRIAFVNKMDRTGANFFKVYQQIRDRLKANAVPIQIPIGTESEFRGIVDLVRMRAKIYQD  188

Query  162  -----------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                       P+  LE+  +  A   +A+ E ++ LLEKY+ GE I+  ++ +  
++  
Sbjct  189  
DLGKNIEDTEIPDEYLEQAKEYRAKLIEAIAEIDETLLEKYLEGEEITEAEIKQGLRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAA-----LC  250
             D ++ P+  GSA K  G+Q L+DAV             TGL +   E    A       
Sbjct  249  
LDKTIIPMLCGSAFKNKGVQLLLDAVVDYLPSPLDVPPITGLLKDGSEDTRKADDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAY  309
               FK+  +D   R  ++R+YSG L   + V  A +E K +I+ + +    + +  
D   
Sbjct  309  ALAFKIA-
SDPYGRLTFMRVYSGVLEKGNYVYNATQEQKERISRLIVLKSNDRIEVDELR  367

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G++   +   +    D L D            P P++   + PKT    E+L  
AL  L
Sbjct  368  
AGDLGAAIGLRNTITGDTLCDEKHPILLESLYIPEPVISVAVEPKTKQDMEKLSKALQAL  427

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            +D DP  +  VD  T++ +++ +G + LE++   +  +YK+E  V +P V Y E   
KA+
Sbjct  428  
SDEDPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREYKVEATVGQPQVAYRESIRKAS  487

Query  429  -SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             +   +I +      +  + + + P   GSG ++ S++  G + + F +    G++    
Sbjct  488  
EAEGKYIRQSGGKGQYGHVVIELEPAEAGSGFEFISKIVGGTIPKEFISPAEQGMKEACN  547

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    G ++   S+   F+    + +  A+K++   LLEP +   
+ 
Sbjct  548  
SGIIAGYPLIDVKVTLVDGSFHDVDSSEMAFKIAGSMAIRNAVKKASPVLLEPMMKVEVE  607

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+++L     D       IE           + ++P   +  Y TD+   T GR 
+   
Sbjct  608  
VPEDFLGDVIGDLNARRGNIEGMNTDDGLAKISADVPLAEMFGYATDIRSKTQGRGIFSM  667

Query  606  ELKGY  610
            E   Y



Sbjct  668  EFSHY  672

>WP_050149143.1 elongation factor G [Streptococcus pneumoniae]
 CKI02732.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGITAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365



Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGFPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>OLA86974.1 translation elongation factor G [Desulfovibrio piger]
Length=692

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 191/684 (28%), Positives = 315/684 (46%), Gaps = 
95/684 (14%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVSHKIGETHDGESTMDWMEQEQERGITITSAATTCF  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    + +
+P +
Sbjct  72   
WKDCRINIIDTPGHVDFTIEVERSLRVLDGAVCVFDAVAGVEPQSETVWRQADRYHVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             F+NK+D+ G +    V  + ++L A  +  Q                            
Sbjct  132  
CFVNKMDRIGANFFRCVGMIHERLGAKAVPLQLPIGAEDKFEGVVDLIEGKAHRFDKGSK  191

Query  157  TVSLSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                + E V  E  D+      E  +AV E ++ LLEKY+ GE ++RE+++   ++    
Sbjct  192  
GAQFTEEDVPAELKDLYEEKRHELIEAVAEEDEALLEKYLGGEDLTREEIISCIRKATIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ--------
GSAALC  250
             ++ PV  GSA + +G+QPL+DAV                +P  E+            
L 
Sbjct  252  
RNIVPVLCGSAFRNMGVQPLLDAVVDYLPSPVDIAVMTGHEPGNEEHLIECPCDDKEPLA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTD  306
            G VFK+          + R+YSG L    +V  A    +E++ +I +M    + +I    
Sbjct  312  
GLVFKLFSDPFIGHLSFFRIYSGCLESGTSVYNANTGKKERIGRILKMHANKREDI---K  368

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV L    +    D L D  R         P P++   I PKT A R+ L  
AL
Sbjct  369  
WAGAGDIVALVGLKNASTGDTLCDEKRPVILESLNIPEPVIEVAIEPKTKADRDALSAAL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R + D  T++ +++ +G + LE++   L+ ++ +   V +P V Y 
E   
Sbjct  429  
NKLAKEDPSFRVKGDEETNQTLIAGMGELHLEIIVDRLTREFNVNANVGKPQVAYRETIS  488

Query  426  KAA----------------
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            K A                 H + IEV PNP              G G ++ + ++ 
G +
Sbjct  489  KPAKTDMKHAKQSGGRGQYGHCV-IEVEPNP--------------
GKGYEFINSITGGVI  533



Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  A+  GI+  ++ G L G+   D K+   +G Y+   S+   F     + +
+ A+
Sbjct  534  
PKEYIPAIDKGIQDAMKSGVLAGFPCVDLKVNLVFGSYHEVDSSEQAFYVAGSMAIKDAM  593

Query  529  KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQ  587
            +++G  LLEP +   +  P+EYL     D       +++ + +         ++P   
+ 
Sbjct  594  
QKAGPVLLEPIMDVEVVTPEEYLGDVMGDLNGRRGRVQSMEARAGGAQSVRAQVPLASMF  653

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR+    +   Y+
Sbjct  654  GYATDLRSRTQGRATFTMQFDHYE  677

>WP_040195945.1 GTP-binding protein [Candidatus Soleaferrea 
massiliensis]
Length=659

 Score = 254 bits (649),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 182/629 (29%), Positives = 305/629 (48%), Gaps = 
39/629 (6%)

Query  5    NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI---
QAAVT  61
             IGILAHVDAGKTTL+E +L+ + AI   G V+      DT  +E++RGITI   
QA  T
Sbjct  4    
TIGILAHVDAGKTTLSEQVLFHAHAIRTRGRVDHQDAFLDTDGIEKRRGITIFSNQAVFT  63

Query  62   ----
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
                +F W       VDTPGH+DF AE+ R++ ++D A+LV+S+ +G+Q  T  ++  
L 
Sbjct  64   RGGDTFYW-------
VDTPGHVDFSAEMERAVGIMDAAVLVVSSVEGIQGHTAAVWKLLL  116

Query  118  
KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--W  175
            +  +PT +F+NK D+AG   + V+  ++ + SA++     V  SP   L++   I     
Sbjct  117  EHRVPTFLFLNKTDRAGAAPERVLSDLQTRFSAEV-----VPFSP---
LDQPDSITTALA  168

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            +++ E +++L E Y+  E    +  +   +  V++  LFP + GSA    G++  
+D + 
Sbjct  169  ESIAERDERLFELYLK-
EGYRPDIWLETAREMVREGRLFPCFSGSALNDEGVREFLDWLC  227



Query  236  GL--
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----KL  289
             L  ++   E       G V+K+ +   G R  +L++  G  R++DT+ ++GR+      
Sbjct  228  
ALTTWEAHAESEGVPFAGQVYKIRHDRQGSRLTFLKVLRGGFRVKDTLRVSGRDGGETAE  287

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRT  348
            K+ E+RI +  +  +TD A PG++  +   S  L  D +G+   L R  +   P    
R 
Sbjct  288  KVNEIRIYNGAQYTQTDRAMPGDLCAVTGLSHPLPGDFIGET--
LSRGSFACHPALTARV  345

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
                   A+   +L     L D DP+L    +    +I +  +G +QLEV++ ++ 
E++ 
Sbjct  346  LFPEDVPAR--
TVLGYFRILEDEDPMLHVGFEEALSQITIQVMGDIQLEVLAEIVRERFG  403

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            L     E  ++Y E          H E  P   +A   L + P   GSGV + S      
Sbjct  404  LPVSFGECEILYKETIAAPVVGYGHFE--
PLRHYAEAHLLLEPAQRGSGVTFASACPTDL  461

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++ +QN +R  +     +G L G  +TD KI    G  +   +   DFR      
+ Q 
Sbjct  462  
LDRQYQNLIRTHVLEKEHKGVLTGSALTDVKITLLTGRAHLKHTEGGDFRQAVYRAVRQG  521

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L  + + LLEPY +F + A   +  R   D  +   + +  Q+ +D  V  G  PA  
+ 
Sbjct  522  
LMRAQSLLLEPYYAFRIEAESGHAGRILSDIQQLHGSFDPPQILEDRAVICGRAPASTMM  581

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            +Y    + +T G+ V      GY+    Q
Sbjct  582  SYSRTFSAFTRGKGVLNLSFDGYEPCHNQ  610

>COO08007.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  



QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_016397201.1 elongation factor G [Streptococcus pneumoniae]
 EPD21982.1 elongation factor G [Streptococcus pneumoniae MNZ14]
 EPF49836.1 elongation factor G [Streptococcus pneumoniae MNZ85]
 ETE03222.1 elongation factor P [Streptococcus pneumoniae 27]
 KDE92953.1 elongation factor G [Streptococcus pneumoniae]
 KGI32426.1 Translation elongation factor G [Streptococcus 
pneumoniae]
 KGI34427.1 Translation elongation factor G [Streptococcus 
pneumoniae ECC_3510]
 CEV65138.1 elongation factor G [Streptococcus pneumoniae]
 CEX46159.1 elongation factor G [Streptococcus pneumoniae]
 CEX71444.1 elongation factor G [Streptococcus pneumoniae]
 CEZ96042.1 elongation factor G [Streptococcus pneumoniae]
 CFC56401.1 elongation factor G [Streptococcus pneumoniae]
 CFE10756.1 elongation factor G [Streptococcus pneumoniae]
 CEZ48709.1 elongation factor G [Streptococcus pneumoniae]
 CFG96301.1 elongation factor G [Streptococcus pneumoniae]
 CRB87355.1 elongation factor G [Streptococcus pneumoniae]
 CJF03722.1 elongation factor G [Streptococcus pneumoniae]
 CIY13746.1 elongation factor G [Streptococcus pneumoniae]
 CJX08401.1 elongation factor G [Streptococcus pneumoniae]
 CGF67350.1 elongation factor G [Streptococcus pneumoniae]
 CJV86795.1 elongation factor G [Streptococcus pneumoniae]
 CKI20450.1 elongation factor G [Streptococcus pneumoniae]
 CKJ30665.1 elongation factor G [Streptococcus pneumoniae]
 CKI33597.1 elongation factor G [Streptococcus pneumoniae]



 CJI93865.1 elongation factor G [Streptococcus pneumoniae]
 CGF13045.1 elongation factor G [Streptococcus pneumoniae]
 CGG49373.1 elongation factor G [Streptococcus pneumoniae]
 CGE64032.1 elongation factor G [Streptococcus pneumoniae]
 CGF71291.1 elongation factor G [Streptococcus pneumoniae]
 CIS15249.1 elongation factor G [Streptococcus pneumoniae]
 CIW61194.1 elongation factor G [Streptococcus pneumoniae]
 CIW60445.1 elongation factor G [Streptococcus pneumoniae]
 CIW64043.1 elongation factor G [Streptococcus pneumoniae]
 CIS93092.1 elongation factor G [Streptococcus pneumoniae]
 CIV91325.1 elongation factor G [Streptococcus pneumoniae]
 CIS71614.1 elongation factor G [Streptococcus pneumoniae]
 CIQ89493.1 elongation factor G [Streptococcus pneumoniae]
 CIR77621.1 elongation factor G [Streptococcus pneumoniae]
 CIV35772.1 elongation factor G [Streptococcus pneumoniae]
 CIO80116.1 elongation factor G [Streptococcus pneumoniae]
 CIO92782.1 elongation factor G [Streptococcus pneumoniae]
 CJA99234.1 elongation factor G [Streptococcus pneumoniae]
 CJD53329.1 elongation factor G [Streptococcus pneumoniae]
 CJE72424.1 elongation factor G [Streptococcus pneumoniae]
 CJF86653.1 elongation factor G [Streptococcus pneumoniae]
 CJQ98183.1 elongation factor G [Streptococcus pneumoniae]
 CJS79352.1 elongation factor G [Streptococcus pneumoniae]
 CJH50223.1 elongation factor G [Streptococcus pneumoniae]
 CJF81665.1 elongation factor G [Streptococcus pneumoniae]
 CJM31716.1 elongation factor G [Streptococcus pneumoniae]
 CJM59840.1 elongation factor G [Streptococcus pneumoniae]
 CKI44898.1 elongation factor G [Streptococcus pneumoniae]
 CJU52263.1 elongation factor G [Streptococcus pneumoniae]
 CKL65148.1 elongation factor G [Streptococcus pneumoniae]
 CKH13491.1 elongation factor G [Streptococcus pneumoniae]
 CKG89371.1 elongation factor G [Streptococcus pneumoniae]
 CKH13528.1 elongation factor G [Streptococcus pneumoniae]
 CKH34172.1 elongation factor G [Streptococcus pneumoniae]
 CKI15152.1 elongation factor G [Streptococcus pneumoniae]
 CKB97790.1 elongation factor G [Streptococcus pneumoniae]
 CKG83407.1 elongation factor G [Streptococcus pneumoniae]
 CKH40021.1 elongation factor G [Streptococcus pneumoniae]
 CKI48238.1 elongation factor G [Streptococcus pneumoniae]
 CKH33802.1 elongation factor G [Streptococcus pneumoniae]
 CKI95125.1 elongation factor G [Streptococcus pneumoniae]
 CKH19519.1 elongation factor G [Streptococcus pneumoniae]
 CKI25049.1 elongation factor G [Streptococcus pneumoniae]
 CKG94443.1 elongation factor G [Streptococcus pneumoniae]
 CKH44807.1 elongation factor G [Streptococcus pneumoniae]
 CKG79609.1 elongation factor G [Streptococcus pneumoniae]
 CKH05656.1 elongation factor G [Streptococcus pneumoniae]
 CKL30253.1 elongation factor G [Streptococcus pneumoniae]
 CKJ10172.1 elongation factor G [Streptococcus pneumoniae]
 CJX07537.1 elongation factor G [Streptococcus pneumoniae]
 CJW77356.1 elongation factor G [Streptococcus pneumoniae]
 CKJ39805.1 elongation factor G [Streptococcus pneumoniae]
 CKJ38117.1 elongation factor G [Streptococcus pneumoniae]
 CKI10271.1 elongation factor G [Streptococcus pneumoniae]



 CKI23235.1 elongation factor G [Streptococcus pneumoniae]
 CKI34137.1 elongation factor G [Streptococcus pneumoniae]
 CKJ13343.1 elongation factor G [Streptococcus pneumoniae]
 CKJ22834.1 elongation factor G [Streptococcus pneumoniae]
 CKI27931.1 elongation factor G [Streptococcus pneumoniae]
 CKJ44355.1 elongation factor G [Streptococcus pneumoniae]
 CKI88986.1 elongation factor G [Streptococcus pneumoniae]
 CKI31117.1 elongation factor G [Streptococcus pneumoniae]
 CKJ00735.1 elongation factor G [Streptococcus pneumoniae]
 CKJ60792.1 elongation factor G [Streptococcus pneumoniae]
 CKJ39337.1 elongation factor G [Streptococcus pneumoniae]
 CKI07692.1 elongation factor G [Streptococcus pneumoniae]
 CKI40896.1 elongation factor G [Streptococcus pneumoniae]
 CKI17425.1 elongation factor G [Streptococcus pneumoniae]
 CJX04372.1 elongation factor G [Streptococcus pneumoniae]
 COC08989.1 elongation factor G [Streptococcus pneumoniae]
 COG72522.1 elongation factor G [Streptococcus pneumoniae]
 COJ69673.1 elongation factor G [Streptococcus pneumoniae]
 COQ73256.1 elongation factor G [Streptococcus pneumoniae]
 COP79487.1 elongation factor G [Streptococcus pneumoniae]
 CON47841.1 elongation factor G [Streptococcus pneumoniae]
 COI79749.1 elongation factor G [Streptococcus pneumoniae]
 COJ19186.1 elongation factor G [Streptococcus pneumoniae]
 COL54169.1 elongation factor G [Streptococcus pneumoniae]
 COJ56573.1 elongation factor G [Streptococcus pneumoniae]
 COK77358.1 elongation factor G [Streptococcus pneumoniae]
 COA38310.1 elongation factor G [Streptococcus pneumoniae]
 COK97222.1 elongation factor G [Streptococcus pneumoniae]
 COM23368.1 elongation factor G [Streptococcus pneumoniae]
 COP83313.1 elongation factor G [Streptococcus pneumoniae]
 COI79053.1 elongation factor G [Streptococcus pneumoniae]
 COO35462.1 elongation factor G [Streptococcus pneumoniae]
 COR23936.1 elongation factor G [Streptococcus pneumoniae]
 COE66868.1 elongation factor G [Streptococcus pneumoniae]
 COO84184.1 elongation factor G [Streptococcus pneumoniae]
 COS57180.1 elongation factor G [Streptococcus pneumoniae]
 CTM05181.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL95982.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM03529.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM04910.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL77261.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTM27552.1 translation elongation factor G [Streptococcus 
pneumoniae]
 CTL80607.1 translation elongation factor G [Streptococcus 
pneumoniae]
 KXW45217.1 elongation factor G [Streptococcus pneumoniae]
 KXW51762.1 elongation factor G [Streptococcus pneumoniae]
 SNO80351.1 elongation factor G [Streptococcus pneumoniae]
 SNP64621.1 elongation factor G [Streptococcus pneumoniae]



 SNI59334.1 elongation factor G [Streptococcus pneumoniae]
 SNH42586.1 elongation factor G [Streptococcus pneumoniae]
 OYL08450.1 elongation factor G [Streptococcus pneumoniae B1599]
 OYL11722.1 elongation factor G [Streptococcus pneumoniae B1598]
 PLV65191.1 elongation factor G [Streptococcus pneumoniae]
 PLV65320.1 elongation factor G [Streptococcus pneumoniae]
 PLV70503.1 elongation factor G [Streptococcus pneumoniae]
 PLV75529.1 elongation factor G [Streptococcus pneumoniae]
 PLV81224.1 elongation factor G [Streptococcus pneumoniae]
 PLV85432.1 elongation factor G [Streptococcus pneumoniae]
 PLV90742.1 elongation factor G [Streptococcus pneumoniae]
 PLV97823.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_071542395.1 elongation factor G [Moorella thermoacetica]
 APC09661.1 elongation factor G [Moorella thermoacetica]
Length=692

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 312/671 (46%), Gaps = 



65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHDGNATMDWMIQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    V+ + ++L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYINKMDRVGADFFRGVRMIAERLGANPVPIQLPIGAEDSFQGMVDLINMKAIYYTD  188

Query  163  EI--VLEEN---TDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+   L+E     D+E           +AV E++++L+ KY+ GE ++ E++    
++  
Sbjct  189  
ELGTTLDEEPIPADMEDLVQEYREKLLEAVAESDEELMIKYLEGEELTPEEIKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DA+              G+    G++       
+   
Sbjct  249  
IAVKMVPVLCGSSFKNKGVQPLLDAIVDFLPAPTDVPAIQGVDPETGDEDQRHSSDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V       RE++ +I  M    + 
EI   
Sbjct  309  
AALAFKIMADPYVGKLTFFRVYSGTLKSGSYVYNSTKGRRERIGRILRMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+I   +        D L D          E P P++   I PKT A +E+
+  A
Sbjct  366  
DEAYAGDIAAAVGLKETTTGDTLCDEQHPIVLEAMEFPEPVISVAIEPKTKADQEKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+   V  P V Y 



E  
Sbjct  426  
LQKLAEEDPTFRMYTDQETGQTIISGMGELHLEIIVDRLLREFKVGAKVGRPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP+KA    I  +   +  +  + + + P   G G ++ +++  G + + +  AV  
GI
Sbjct  486  RRPVKAEGKFIR-
QTGGHGQYGHVIIEIEPQEPGKGYEFVNKIVGGVIPKEYIPAVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ V D +     G Y+   S+   F+    +  + A K++   
LLEP +
Sbjct  545  
QEAMANGVLAGYPVVDVRATLVDGSYHEVDSSEMAFKIAGSLAFKDAAKKAQPVLLEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
RVEVVVPDEYMGDVIGDLNSRRGRVEGMEPRAGAQVIRAHVPLAEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
               + +   Y+
Sbjct  665  GTYVMQFDHYE  675

>WP_027972176.1 elongation factor G [Streptococcus plurextorum]
Length=692

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164



            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYAEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSREEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
                T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---QTVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_008179642.1 elongation factor G [Moorea producens]
 EGJ34802.1 translation elongation factor 2 [Moorea producens 3L]
 OLT68422.1 translation elongation factor G [Moorea producens PAL]
Length=691

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 187/698 (27%), Positives = 314/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KTRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STNWREHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + VRD+L ++ +              I   V +  
+I   
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQVRDRLRSNAVPIQIPIGSEKDFRGIVDLVRMRAKIYTN  188

Query  168  E-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDIE                    ++V E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTDIEDTEIPEEVKEQAQEYHAKLVESVAETDEALIEKYLEGEEITAEEIREALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALC  250
             +  + P+  GSA K  G+Q L+DAV                 P GE         
A + 



Sbjct  249  
IEGRIVPMLCGSAFKNKGVQLLLDAVIDYLPAPIDVPPIQGTMPKGETVERVADDEAPMS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  +LR+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFLRVYSGVLKKGSYVLNSTKDKKERISRLIVLKADDRIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  V       G+ +      + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAVGLKHTITGDTICDEESPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R  +D  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
QDMEKLSKALQSLSEEDPTFRVSIDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   + ++A    I  +      +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKSVQAEGKFIR-
QSGGKGQYGHVIVELEPGDTGSGFEFVSKIVGGSVPRE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + +    G++   E G+  G+ V D K+    G Y+   S+   F+    + +  A
+ ++
Sbjct  534  
YISPAEQGMKEACESGILAGYPVIDVKVTLIDGSYHDVDSSEMAFKIAGSMAMRNAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       IE    +      T ++P   +  
Y T
Sbjct  594  
APVLLEPMMKVEVEVPEDFLGDVMGDLNSRRGQIEGMGSEDGIAKVTAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y      V + +I   + N+
Sbjct  654  DIRSKTQGRGIFSMEFNTYDEVPRNVAEAIIAKNQGNA  691

>WP_087582021.1 elongation factor G [Campylobacter concisus]
 OUT16559.1 elongation factor G [Campylobacter concisus]
Length=692



 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 187/695 (27%), Positives = 316/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V   +   G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKSTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  



TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  + +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLASSMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>OQY25033.1 elongation factor G [Anaerolineaceae bacterium 
4572_32.2]
Length=692

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 205/682 (30%), Positives = 316/682 (46%), Gaps = 
88/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +L+ +G     G+V++GTT TD M  ER+RGITI 
AA  
Sbjct  9    
RIRNIGIIAHIDAGKTTTTERVLFYTGRTHRIGNVDEGTTTTDWMAQERERGITITAAAV  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NIVDTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++   +
+  +
Sbjct  69   
TCFWRDHQINIVDTPGHIDFTAEVQRSLRVLDGGVVVFDAVVGVEPQSETVWRQAQQFGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P V FINK+D+ G D    V+++R +L+A+                         +
+   
Sbjct  129  
PLVAFINKMDKLGADFAHAVETIRKRLAANPVAIQWPIGSEANFRGVVNLLQMQAVVWAD  188

Query  157  TVSLSPEI-----VLEENTDIEA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             + +SPEI      L E T +EA     + +IE +D+L+  Y+ G+ IS E+L +  
+R 
Sbjct  189  DLGMSPEIREIPPELRE-
TALEARERTIEQIIETDDELMMLYLEGQEISVERLQQSLRRA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
            V    L PV  GSA +  G+QPL+DAV                   T   +      
S  
Sbjct  248  
VLSGQLNPVLCGSALRNKGVQPLLDAVVDYLPSPLDIPPVEGINPYTQSVETRSADPSEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-LAGREKLKIT-----------
EMRI  296
                +FK+       R  Y R+YSG +++   V+ +A R K +I            
E++ 
Sbjct  308  
FAALIFKIASDPYVGRLAYFRVYSGKVKVGSRVSNVAKRRKERINKLLRMFADHREEIQE  367

Query  297  PSKGEIVRT----
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
               G+I  T    DT + GE +  P+  + L  +               P P++   
I P
Sbjct  368  LGAGDIGATLGLKDT-FTGETLCAPNGPIVLESITF-------------
PEPVISVAIEP  413

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +TA  ++RL + L +LA+ DP     VD  T + ++S +G + LE+++  L  ++ 
+E  
Sbjct  414  
RTADDQKRLSEGLQRLAEEDPTFVVRVDENTGQTLISGMGELHLEILTDRLMREFGIEGR  473

Query  413  VKEPSVIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V  P V + E   + A        +      +  + L+V PL  G G  +E+      
L 
Sbjct  474  
VSRPRVSFRETITQQAEGEGVFERQTGGRMHFGHVWLAVEPLPTGEGFFFENATWGRTLP  533

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            Q F  AV  G R  +E G L G+ + D K            S+   F+    +  
+QA++



Sbjct  534  
QEFAEAVERGCREAMESGVLAGYRLVDVKARLLDAELDEETSSELAFKVAGALAFDQAVE  593

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQA  588
            ++G  LLEP +      P +Y+     D     A I  A  +   V      +P   
+  
Sbjct  594  
KAGPVLLEPVMDLETVVPDDYIGEVMGDLNARGAEIREAASRVGGVRAVRAFVPLAKMFG  653

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y TDL   T GR     E   Y
Sbjct  654  YATDLRSLTQGRCSFTMEFDHY  675

>WP_000090369.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]
 EJR68873.1 elongation factor G [Bacillus cereus VD154]
 KIU73460.1 elongation factor G [Bacillus thuringiensis Sbt003]
 OPA35727.1 translation elongation factor G [Bacillus cereus]
 PFK44132.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>OUX46199.1 elongation factor G [Candidatus Pelagibacter sp. 
TMED275]
Length=691



 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 184/664 (28%), Positives = 302/664 (45%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  ++++L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIKERLGAKPLVVQ-
VPIGAEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E ++ L+E Y+ GE I+ E L++  +
+   
Sbjct  191  
LGAEWEYKEIPEDLKEISQKYRTELVETAVEQDENLMEAYLNGEEINEEDLIKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQP---IGE----------------
QGSAALC  250
            D S  PV  GSA K  G+QPL+DAV         IG                 + S    
Sbjct  251  
DFSFVPVLTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGTKLGSEEEVDMKFEDSVPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    V  + +EK  ++  M +           
A 
Sbjct  311  
ALAFKVANDPFVGSLTFIRIYSGTIKTGTAVFNSSKEKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPSDSVRL---------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             G+IV L      +         N VL +P   P         P++   + PKT A 
+E+
Sbjct  371  AGDIVALAGLKNTITGHTLCDEENSVLLEPMEFPD--------
PVIEIAVEPKTKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            + +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  423  
MGEALGRLAKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAY  482

Query  421  MERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     +   +T   +      +A + LS+ PL  G G   ES++  G + + F   
V 
Sbjct  483  
RETIENTSEFDYTHKKQSGGAGQFARVKLSIEPLEPGKGRLVESKIKGGAIPKEFIPGVE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI    + G+  G+ + D K+    GL++   S+   F   +    ++A  ++  
+LLE
Sbjct  543  
KGIETISDTGILAGFPIIDYKVTIIDGLHHDVDSSVLAFELASRQCFKEACAKATLKLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       + T +V+ +  V T  +P   +  Y  +L   
+
Sbjct  603  
PVMRVEIVTPEDYMGDVIGDLNSRRGQVSTQEVRGNATVITAMVPLANMFGYINNLRSMS  662

Query  598  NGRS  601
             GR+
Sbjct  663  QGRA  666

>WP_023482173.1 elongation factor G [Paenibacillus larvae]
 ETK28838.1 elongation factor G [Paenibacillus larvae subsp. larvae 
DSM 25719]
 AHD07543.1 elongation factor G [Paenibacillus larvae subsp. larvae 
DSM 25430]
 AQR78522.1 elongation factor G [Paenibacillus larvae subsp. larvae]
 ARF68188.1 elongation factor G [Paenibacillus larvae subsp. 
pulvifaciens]
 PCK72452.1 elongation factor G-like protein [Paenibacillus larvae 
subsp. 
larvae B-3650]
 AVF20232.1 elongation factor G [Paenibacillus larvae subsp. larvae]
 AVG14104.1 elongation factor G [Paenibacillus larvae subsp. larvae 
DSM 25430]
Length=691

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 324/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  +VV+S+ +KL A                   D+I ++      
++ 
Sbjct  132  
AYVNKMDIIGADYLAVVESMHEKLGANAVAIQLPIGAENDFRGIIDLIEQKAYMYKDDLG  191

Query  166  LE--------------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E              E   +E  + V E ++ L  KY+ GE I+ ++L +  ++ 
V + 
Sbjct  192  
KEMEIIDVPAEFADKVEELRMELIEKVAELDEDLTMKYLEGEEITVDELKKALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+  +  S          
Sbjct  252  
KIFPVVCGSSYRNKGVQLMLDAVIDYLPSPVDVPDIKGQLEDGTETVRKSSDDEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
+
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANSRQEISEV---F  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIDIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR + +  T + ILS +G + L+++   L  ++K++T V +P 
V Y 
Sbjct  422  
GVALAKLTEEDPTLRAKTNEETGQTILSGMGELHLDIIVDRLRREFKVDTNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPFWASIG---



LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +A++      V  +      G   +   PL  G+G Q+ES++  G + + +   
++
Sbjct  482  E-
TFRASAKVEGKFVRQSGGRGQYGHCWVEFEPLEPGTGFQFESKIVGGAIPREYIAPIQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S+   F+    + L+ A  +    
+LE
Sbjct  541  
AGIEESMQNGVLAGYPVVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAKDKCQPVILE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PMMKVEVTVPEEYMGDVMGDLNSRRGRIEGMDNRAGAQIIRAKVPLSEMFGYSTTLRSRT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>OGZ24602.1 translation elongation factor G [Candidatus 
Nealsonbacteria bacterium 
RIFCSPLOWO2_01_FULL_43_32]
Length=696

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 198/693 (29%), Positives = 328/693 (47%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I +IGI+AH+DAGKTT+TE +L+ +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  9    
RIRDIGIIAHIDAGKTTMTERVLFYTGISHKIGDIDEGTTVMDWMVQERERGITITSAAT  68

Query  62   SFQWH-----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
            +  W        ++N++DTPGH+DF AEV RSL VLDGA++V     GV+ Q+  +
+   
Sbjct  69   
TCFWKVKGGAEHRINLIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSETVWRQA  128

Query  117  RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT  157
             K  +P + FINK+D+ G   +  ++S++ KL+                    D++
+ + 
Sbjct  129  



DKFKVPRMCFINKLDRMGASFEKSLESIQQKLTPNAVAVQIPIGLEDEFKGVIDLLLMKA  188

Query  158  VSL---SPEIVLE----ENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISREKLVRE  203
             S    S E+V E    EN   EA  W     + +   +++LLE+++AG+ ++ E
+L + 
Sbjct  189  
FSFEGESGELVKEQEVPENFVGEARKWRTQLIEKIASEDEQLLEQFLAGQEMAVEELRKV  248

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQ  244
             ++ V D  L PV+ GSA K  G+Q ++D V                   TG        
Sbjct  249  
LRQAVLDYRLVPVFCGSALKNKGVQLMLDGVVYYLPSPIDLPPVKGTDPKTGREIERKAS  308

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL----AGREKL-
KITEMRIPSK  299
             S       FKV          Y R+YSGTL ++ +  L      RE++ +I  M    
+
Sbjct  309  DSEPFSALAFKVATDPYVGTLTYFRVYSGTL-
IKGSYVLNSSSGERERIGRILRMHAAER  367

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
             E+    T      V L + +      L D   P  L +  +   P P++   I 
PKT A
Sbjct  368  EEVSDLFTGDIAATVGLKNTTT--GHTLCDEVQPIVLEKIIF---
PEPVISIRIEPKTKA  422

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R + D  T E I+S +G + LE+++  L  ++K+E  
V  P
Sbjct  423  
DQEKMGLALKKLAEEDPTFRVKGDMDTGETIISGMGELHLEIIADRLKREFKVEASVGRP  482

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E  +    A      +      +  + L V P   G G ++ + +  G + 
Q F 
Sbjct  483  
QVAYKETIKETAEAEGKYIKQSGGRGQYGHVWLKVEPKERGQGFEFINEIKGGTIPQEFI  542

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G++  +++G+  G+ + D  +    G Y+   S+   F+    + L+ A K
++  
Sbjct  543  
PAVGKGVKEAMDKGVVAGYQLVDMAVTLYDGSYHEVDSSEVAFKIAGSMALQTACKKAKA  602

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P ++L     D       IE    + +  V   ++P   +  Y 
T L



Sbjct  603  
ILLEPIMKLEVVVPADFLGDTIGDLSARRGRIEETSDRLNTKVIDAKVPLSAMFGYATAL  662

Query  594  AFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
               T GR     E + Y+     + Q +I+ +R
Sbjct  663  RSLTEGRGTFTMEFEDYEEVPQNIAQEIIEGKR  695

>WP_073602552.1 elongation factor G [Vibrio aerogenes]
 SHH88650.1 Elongation factor G 1 [Vibrio aerogenes CECT 7868]
Length=695

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 195/684 (29%), Positives = 313/684 (46%), Gaps = 
70/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I   G V  G   TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHRTGEVHDGAATTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
TCFWKDHRLNIIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESGV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
              +IF+NK+D+ G D   VV  V++ L A+ ++           K  + L          
Sbjct  126  
ARLIFVNKLDRMGADFYRVVGQVKNVLGANPLVMTLPIGIEDDFKGVIDLLNMKAWIWDE  185

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               PE    E+   E  D             +E +D+L+  Y+ GE  + E+L    
++ 
Sbjct  186  
SGQPENYTLEDIPAEYADKAAEYREMMIETAVEQDDELMMAYMDGEEPTVEQLKACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE--  257
             +D + FP + GSA K  G+QP++D V            QP+ ++ +    G V 
KV+  
Sbjct  246  
TRDLAFFPTFCGSAFKNKGMQPMLDGVVDYLPAPTEVEPQPLTDKDTGEATGEVAKVDAD  305

Query  258  ----------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                        D      ++R+YSG L   DT+   A    E++ ++ EM    + 



EI 
Sbjct  306  
EPLRALAFKIMDDRFGALTFIRIYSGKLNKGDTILNSATGKTERIGRMVEMHANDRNEI-  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ ++   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  --
SSAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPTPVIEIAVKPKDKGASEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T + IL  +G + L++   +L   Y +E  V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEETGDTILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYRE  482

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +P++  S+T   +   +  +  I   + P   GSG  + S V  G + + F  
AV  
Sbjct  483  TITQPVE-
DSYTHKKQSGGSGQFGKIDYRIKPGETGSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +++G L G+ V D ++    G Y++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMQEGVLAGFPVLDVEVELFDGAYHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  +     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQEAGVTGVRIKADVPLSEMFGYIGHLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR     E   Y    A V + VI
Sbjct  662  GRGQFSMEFSHYAPCPANVAEEVI  685

>WP_050235237.1 elongation factor G [Streptococcus pneumoniae]
 CIP90909.1 elongation factor G [Streptococcus pneumoniae]
 CJW85945.1 elongation factor G [Streptococcus pneumoniae]
 CIZ08932.1 elongation factor G [Streptococcus pneumoniae]
 CIS24934.1 elongation factor G [Streptococcus pneumoniae]
 CJV55689.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.



 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>PKM79620.1 elongation factor G [Firmicutes bacterium HGW-
Firmicutes-14]
Length=691

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 184/671 (27%), Positives = 309/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCMWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYKV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    +  ++++L A                   DII  + +  
+ 
Sbjct  129  
PRLAFINKMDRVGADFFRGLSMIKERLGANPVALQVPIGAEDKFRGIIDIITNEAIIYTD  188

Query  163  EI--------VLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++        + EE  DI A       +AV E +++L+ KY+ GE ++ E + +  
++  
Sbjct  189  
DLGTTSEISKIPEELADIAAEYREKLIEAVAETDEELMMKYLEGEELTVEDIKKGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                  PV  GSA K  G+QPL+DAV              G+    G +           
Sbjct  249  
ISVKFIPVLCGSAFKNKGVQPLLDAVVDYMPAPVDVPAIKGVVPSTGAEDLREARDDVPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L+    V  + + +     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGVLKSGSYVYNSTKNRKERIGRILQMHANHREEITEV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T   G+I   +    V   D L D          E P P++   I PKT A +E+
+  A
Sbjct  369  CT---
GDIAAAVGMKEVSTGDTLCDEKEPIVLEQMEFPEPVIDVAIEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T + I+S +G + LE++   +  ++K++  V  P V Y 
E  
Sbjct  426  
LQRLAEEDPTFRMHTDTETGQTIISGMGELHLEIIVDRMLREFKVDANVGRPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+K+    +  +      +  + + + PL  GSG ++ +++  G + + +   V  
GI
Sbjct  486  KKPVKSEGRFVK-
QSGGRGQYGHVWIELEPLEPGSGFEFVNKIVGGVVPREYIAPVEAGI  544

Query  482  RYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+   D +     G Y+   S+   F+    +  +    ++   
+LEP +
Sbjct  545  
KEAMENGISAGYPAIDIRAILYDGSYHDVDSSEMAFKIAGSMAFKSGAAKASPVILEPVM  604



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   
T GR
Sbjct  605  
RVEVVVPEEYMGDVMGDINSRRGRIEGMEPRGNSQVIRGFVPLAEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQTSHYE  675

>WP_002797112.1 MULTISPECIES: elongation factor G [Campylobacter]
 EAQ58635.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni 260.94]
 ADT65839.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
ICDCCJ07001]
 EHI17846.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
D2600]
 EIA56971.1 elongation factor G [Campylobacter coli 2692]
 EIB22078.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23218]
 EIB27414.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
60004]
 EIB36072.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
86605]
 EIB40162.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 9081]
 EIB53803.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
2008-988]
 EIB58739.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1997-4]
 EIB85869.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1893]
 ENI11444.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni ICDCCJ07002]
 ENI13585.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni ICDCCJ07004]
 AGQ95201.1 elongation factor P [Campylobacter jejuni 32488]
 EPS02665.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni HN-CJD07035]
 KDA17662.1 elongation factor G [Campylobacter jejuni 30286]
 KDA21902.1 elongation factor G [Campylobacter jejuni 10227]
 KDA28972.1 elongation factor G [Campylobacter jejuni Cj1]
 KDA29246.1 elongation factor G [Campylobacter jejuni Cj2]
 KDA30656.1 elongation factor G [Campylobacter jejuni Cj3]
 KDA33441.1 elongation factor G [Campylobacter jejuni K1]
 KDA34646.1 elongation factor G [Campylobacter jejuni 20176]
 AIW09747.1 elongation factor P [Campylobacter jejuni subsp. jejuni 



F38011]
 AJP34983.1 Elongation factor G [Campylobacter jejuni subsp. jejuni]
 ALF91525.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni]
 ALF93159.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni]
 KQI38355.1 elongation factor G [Campylobacter jejuni CVM 41900]
 KQI42024.1 elongation factor G [Campylobacter jejuni CVM 41943]
 KQI43815.1 elongation factor G [Campylobacter jejuni CVM 41922]
 KQK47635.1 elongation factor G [Campylobacter jejuni]
 ALM59539.1 elongation factor G [Campylobacter jejuni]
 KRS41256.1 elongation factor G [Campylobacter jejuni]
 KRS80271.1 elongation factor G [Campylobacter jejuni]
 KUY41208.1 translation elongation factor G [Campylobacter jejuni 
BJ-CJGB96299]
 AMK27404.1 elongation factor G [Campylobacter jejuni]
 AON66678.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni]
 AON68349.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni]
 OEX05559.1 translation elongation factor G [Campylobacter jejuni]
 OEX09187.1 translation elongation factor G [Campylobacter jejuni]
 OEX54168.1 translation elongation factor G [Campylobacter sp. 
BCW_7460]
 OEX69024.1 translation elongation factor G [Campylobacter jejuni]
 OEX87453.1 translation elongation factor G [Campylobacter jejuni]
 OEY01387.1 translation elongation factor G [Campylobacter jejuni]
 OEY07667.1 translation elongation factor G [Campylobacter jejuni]
 OEY14429.1 translation elongation factor G [Campylobacter jejuni]
 OEY17665.1 translation elongation factor G [Campylobacter jejuni]
 OEY19543.1 translation elongation factor G [Campylobacter jejuni]
 OEY34648.1 translation elongation factor G [Campylobacter jejuni]
 OEY41530.1 translation elongation factor G [Campylobacter jejuni]
 OEY58099.1 translation elongation factor G [Campylobacter jejuni]
 OEY63448.1 translation elongation factor G [Campylobacter jejuni]
 OEZ08506.1 translation elongation factor G [Campylobacter jejuni]
 OEZ13355.1 translation elongation factor G [Campylobacter jejuni]
 OEZ13576.1 translation elongation factor G [Campylobacter jejuni]
 APA48915.1 translation elongation factor G [Campylobacter jejuni]
 OIU21710.1 translation elongation factor G [Campylobacter jejuni]
 OIU42547.1 translation elongation factor G [Campylobacter jejuni]
 OIU44776.1 translation elongation factor G [Campylobacter jejuni]
 OKY11152.1 translation elongation factor G [Campylobacter jejuni]
 OKY14265.1 translation elongation factor G [Campylobacter jejuni]
 OKY16992.1 translation elongation factor G [Campylobacter jejuni]
 OKY19501.1 translation elongation factor G [Campylobacter jejuni]
 AQX68971.1 elongation factor G [Campylobacter jejuni]
 AQY74378.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 OSY73240.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 OSY73932.1 elongation factor G [Campylobacter jejuni]



 OSY77999.1 elongation factor G [Campylobacter jejuni]
 ASE89381.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PCH29522.1 elongation factor G [Campylobacter sp. 1]
 PJP12383.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP14341.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP16617.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP18432.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP26655.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP32921.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP38280.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP40448.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP41400.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP45303.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP46790.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP51420.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP56861.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP58661.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP63451.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP68870.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP70816.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP72177.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP74805.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP80956.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP83896.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP90106.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP91353.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP95176.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP99554.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ07617.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ11661.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ18487.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ20628.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ22390.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ30835.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ44691.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ49676.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ53046.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ65480.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ66842.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ69901.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ72976.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ75394.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ75852.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ83496.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ84738.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ96771.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJR01110.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PKD34170.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PKD36534.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PNL83147.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 AWB36903.1 translation elongation factor EF-G [Campylobacter 
jejuni]
Length=691



 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 313/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422



            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>PSD25296.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 200/670 (30%), Positives = 307/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------



DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQEGGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVAVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L VTP      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVTPRD-
DDLVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +       G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVCGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_049161894.1 GTP-binding protein [Lactobacillus gasseri]
Length=640

 Score = 253 bits (647),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 188/630 (30%), Positives = 302/630 (48%), Gaps = 
62/630 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +  GILAHVDAGKTTL+E LLY SG + + G+V+KGT   D   LE++RGITI 
+ +
Sbjct  1    
MKKLTTGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIQTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKNHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    D + V+  +              +L    V   + D + ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKADKEKVLHDLS-------------
TLDDNCVEFGDEDSDFYEKIAT  167

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ +LE+Y+  + I  E++     QRR+     FPVY+G+A K  G+   +  +    
+
Sbjct  168  ADEAILEEYLESDQIKDEEIKDLIFQRRI-----
FPVYFGAALKLKGVAEFLQGLDKWTK  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             I  +        +FK+ + + G+R  +L++  G LR +    L   EK+    +   
+K
Sbjct  223  KI--EYPEKFASRIFKISHDEKGERLTWLKVTGGELRAK--



TELMPDEKVNEIRLYNGNK  278

Query  300  GEIVRT------------
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
             E+V +             T YPG+ +    D                        
P+L 
Sbjct  279  YEVVSSVQAGEIAAVSGLKTTYPGQGIGFEKDQTNFT-----------------
MQPVL-  320

Query  348  TTIAPKTAAQRER-
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
             T A +TA  +    L AL QL D +P L  + D    EI +  +G++QLE++  
+L ++
Sbjct  321  -
TYAVQTAPDKTHATLTALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILHDR  379

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + L+    +  ++Y E    +     H E  P   +A + L + P  LGSG+ +++  
SL
Sbjct  380  FGLKAEFAQGKILYQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSL  437

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L + +Q+ V + +      G L G  +TD +I    G   +  +   DFR      
L 
Sbjct  438  
EVLPKKWQDQVMESLANKEHLGVLTGSPLTDMEITLVGGRGSNVHTVGGDFREATYRALR  497

Query  526  QALKESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            Q L E   Q    LLEP+  F L   +E + RA +D  K     E  +   D V  
TG+ 
Sbjct  498  
QGLMELKAQNQVSLLEPWYQFTLSINREQVGRAINDIEKKGGKFEIGESDHDVVTITGQA  557

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   +Q Y T++  YT+G         GY+
Sbjct  558  PVAQMQDYATEVRNYTHGSGQLECLFAGYR  587

>WP_045518748.1 GTP-binding protein [Clostridium sporogenes]
Length=651

 Score = 254 bits (648),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 166/614 (27%), Positives = 293/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +



Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKPLNSDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ LLEKY+  +   ++  ++  ++ ++   LFP + GSA + +GI+  ++ +  L    
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKTELFPCFTGSALQDIGIEDFLENLHVLTYTE  233

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPS  298
              +G     G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI +
Sbjct  234  YNEGE-
KFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIYN  292

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              + +  D    G+I  +      LN   +GD     + +   + +P L++ +    
+  
Sbjct  293  GDKYINLDKIEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            V+Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  VLYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNSGITFESACHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL



Sbjct  467  
KTHIFERDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_000532231.1 MULTISPECIES: elongation factor G [Bacillus]
 Q73F99.1 RecName: Full=Elongation factor G; Short=EF-G
 AAS39043.1 translation elongation factor G [Bacillus cereus ATCC 
10987]
 ADY19357.1 elongation factor G [Bacillus thuringiensis serovar 
finitimus 
YBT-020]
 AFQ09375.1 elongation factor G [Bacillus cereus FRI-35]
 KMQ30799.1 elongation factor G [Bacillus cereus]
 KXI51104.1 elongation factor G [Bacillus cereus]
 KXX90546.1 elongation factor G [Bacillus cereus]
 KXY75957.1 elongation factor G [Bacillus cereus]
 KXY98676.1 elongation factor G [Bacillus cereus]
 OBZ59353.1 elongation factor G [Bacillus cereus]
 AOY13753.1 translation elongation factor G [Bacillus sp. ABP14]
 OJE28488.1 translation elongation factor G [Bacillus sp. EB422]
 OTX77131.1 elongation factor G [Bacillus thuringiensis serovar 
finitimus]
 SMD76074.1 Elongation factor G [Bacillus cereus]
 ASI75882.1 translation elongation factor G [Bacillus cereus]
 PEB04315.1 elongation factor G [Bacillus cereus]
 PGZ47539.1 elongation factor G [Bacillus anthracis]
Length=692

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 188/657 (29%), Positives = 305/657 (46%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRSA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+



Sbjct  549  
KNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR 
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_025149625.1 MULTISPECIES: elongation factor G [Bacillus]
 KMN43678.1 elongation factor G [Bacillus sp. LK2]
 PFM64559.1 elongation factor G [Bacillus cereus]
 PGP76438.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYSNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAVERKSSDEEPFAAL  311



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_060809643.1 elongation factor G [Campylobacter jejuni]
 OEY44451.1 translation elongation factor G [Campylobacter jejuni]
Length=691

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 314/670 (47%), Gaps = 



65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DII---------  153
            P ++F+NK+D+ G +  +V   +R++L A                   D+I         
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  



ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_057096452.1 elongation factor G [Campylobacter jejuni]
 KQI03899.1 elongation factor G [Campylobacter jejuni CVM 41927]
Length=691

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 313/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            



Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   



T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_014510797.1 elongation factor G [Thermus thermophilus]
 AEG34108.1 translation elongation factor G [Thermus thermophilus 
SG0.5JP17-16]
Length=691

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 196/666 (29%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K +
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYHVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE           L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPDGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309



            FK+       R  ++R+YSGT+     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPFVGRLTFIRVYSGTITSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_002916556.1 MULTISPECIES: elongation factor G [Streptococcus]
 EGF13917.1 elongation factor G [Streptococcus sanguinis SK330]
 PLA63847.1 elongation factor G [Streptococcus salivarius]
Length=693

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  



QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_077996268.1 elongation factor G [Paenibacillus larvae]
 AQT84799.1 translation elongation factor G [Paenibacillus larvae 
subsp. 
pulvifaciens]
 AQZ46793.1 elongation factor G [Paenibacillus larvae subsp. 
pulvifaciens]
 AVF28552.1 elongation factor G [Paenibacillus larvae subsp. larvae]
 AVF33057.1 elongation factor G [Paenibacillus larvae subsp. larvae]
Length=691

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 323/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K  
+P +



Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             ++NK+D  G D  +VV+S+ +KL A+ +                          K  
+ 
Sbjct  132  
AYVNKMDIIGADYLAVVESMHEKLGANAVAIQLPIGAENDFRGIIDLIEQKAYMYKDDLG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               EI+          E   +E  + V E ++ L  KY+ GE I+ ++L +  ++ 
V + 
Sbjct  192  
KDMEIIDVPAEFADKVEELRMELIEKVAELDEDLTMKYLEGEEITVDELKKALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+  +  S          
Sbjct  252  
KIFPVVCGSSYRNKGVQLMLDAVIDYLPSPVDVPDIKGQLEDGTETVRKSSDDEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
+
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANSRQEISEV---F  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIDIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR + +  T + ILS +G + L+++   L  ++K++T V +P 
V Y 
Sbjct  422  
GVALAKLTEEDPTLRAKTNEETGQTILSGMGELHLDIIVDRLRREFKVDTNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +A++      V  +      G   +   PL  G+G Q+ES++  G + + +   
++
Sbjct  482  E-
TFRASAKVEGKFVRQSGGRGQYGHCWVEFEPLEPGTGFQFESKIVGGAIPREYIAPIQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S+   F+    + L+ A  +    



+LE
Sbjct  541  
AGIEESMQNGVLAGYPVVDIKATVVDGSYHDVDSSEMAFKIAGSMALKAAKDKCQPVILE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PMMKVEVTVPEEYMGDVMGDLNSRRGRIEGMDNRAGAQIIRAKVPLSEMFGYSTTLRSRT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>OLB33661.1 translation elongation factor G [Ktedonobacter sp. 
13_2_20CM_53_11]
 OLB54345.1 translation elongation factor G [Ktedonobacter sp. 
13_2_20CM_2_56_8]
 OLE09102.1 translation elongation factor G [Ktedonobacter sp. 
13_1_20CM_4_53_11]
 OLE32232.1 translation elongation factor G [Ktedonobacter sp. 
13_1_20CM_3_54_15]
Length=691

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 190/669 (28%), Positives = 320/669 (48%), Gaps = 
63/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +  I   G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTKKIHRMGEVHEGAATMDWMPQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    
K N+
Sbjct  69   
TCFWLDYRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAVAGVEPQSETVWRQANKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V  +RD+L A                   D+I +Q++
+   
Sbjct  129  
PRICFVNKMDRVGADFWRTVDMIRDRLGAVPVPIQIPIGRENNFKGYLDLIEQQSITFID  188

Query  163  EIVLEEN-----TDIEAWDA---------
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208



            ++  + +     T +EA  A         V E ++ L  KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTKSDHTDVPTSMEAEFAQHREYLIERVAETDEDLTLKYLEGEEITKEELIAALRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGL----FQPIGEQ--
GSAAL  249
               +L PV  G+A K  G+Q ++DAV             TG+     Q +  Q   
SA  
Sbjct  249  
IAGTLVPVLCGTALKNKGVQAMLDAVIAYLPSPLDIPPPTGIDPDTHQEVTLQVSDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
               VFK+       R  Y+R+YSGTL  + +   + ++K+    ++  M    + 
+I   
Sbjct  309  
SALVFKIVSDPFVGRLSYMRVYSGTLLAKGSAENSTKDKIERIGRLLRMHANHREDI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D    G+I   +   +    D L DP +         P P++   I PKT A +++
+  A
Sbjct  366  
DEIRAGDICAAVGLRNTFTGDTLCDPQKPVILESINFPRPVIDIAIEPKTRADQDKMAIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  +   D  + + I+S +G + LEV+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LNKLTEEDPTFQLRTDPESGQTIISGMGELHLEVIVDRMFREFKVEANVGRPQVAYRETI  485

Query  425  LKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             + A +   H+ +   +  +  + + V P   G G ++ + +  G + + +      
GI+
Sbjct  486  
TREAQAEGKHVRQTGGHGQYGDVWIRVAPNERGKGFEFINAIVGGVVPREYIKPTEMGIK  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G+  G+ + D K+    G Y+   S+   F++   + +++A +++   
LLEP + 
Sbjct  546  
ETLENGIIAGYPMIDVKVTLFDGSYHEVDSSEMAFKTAGSLAIKEAARKAAPVLLEPVML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +   +E+      D  +   TI   + +    V  G +P   +  Y  DL   T
+GR+
Sbjct  606  
VEVTTSEEFYGDVIGDLNRRRGTILGMESRGAMHVVRGYVPLAEMFGYVNDLRSMTSGRA  665



Query  602  VCLTELKGY  610
                E   Y
Sbjct  666  SYSMEFAHY  674

>WP_024118743.1 elongation factor G [Thermus thermophilus]
Length=699

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 319/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369



             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_028977337.1 elongation factor G [Sporolactobacillus terrae]
Length=693

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 315/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ SG I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYSGRIHKIGETHEGASQMDWMEQEKERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G D     +++ ++L A                   D++  Q      
Sbjct  129  
PRIVFVNKMDKIGADFLYSCKTLHERLQANAHPIQLPMGAEDNYLGEIDLVTMQAYIYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               ++  + EI  E     E +     +AV + +D L+EKY+ G+ IS E+L    
++  
Sbjct  189  
DLGSIVDAEEIPDEYKEQAEEYHEKLIEAVADVDDALMEKYLNGDEISVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGS-  246
             D   +PV  G+A K  G+Q ++DA                          +P  +
+G  
Sbjct  249  
CDVKFYPVLCGTAFKNKGVQHVLDAAIDYLPSPLDVPPIKGNVPDTDEEETRPADDKGPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEI  302
            AAL    FKV       +  + R+YSG++     V  +    RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKVMTDPFVGKLTFFRVYSGSIEAGSYVQNSTKDNRERMGRILQMHANHRSEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                  + G+I   +   +    D L D          E P P++   I PK+ A 
++++
Sbjct  366  KEV---
FSGDIAAAVGLKNTTTGDTLCDGDHPIVLESMEFPDPVIHVAIEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++LA+ DP  +   D  T + I+  +G + L+++   L  ++K++  V  P 
V Y 
Sbjct  423  
GIALSKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRLRREFKVDANVGNPQVAYR  482

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA  A      +      +  + +   P   G G  +E+++  G + + +  
AV  
Sbjct  483  
ETFTKAGKAEGKFIRQSGGRGQYGHVWIEFEPQKEGEGFTFENKIVGGVVPREYVPAVEA  542



Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  L+ GL  G+ + D K     G Y+   S+   F+  A + L+ A       
+LEP
Sbjct  543  
GLRDALQNGLLAGYPLIDVKAALVDGSYHDVDSSEMAFKVAASMALKAAKNVCAPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL     D       ++  + ++   V +  +P   +  Y T+L   
T 
Sbjct  603  
IMKVEVSMPEEYLGDIMGDITSRRGRVDGMEARQGVQVVSAHVPLAEMFGYATNLRSSTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR     +   Y+
Sbjct  663  GRGTFTMQFDHYE  675

>PID47937.1 elongation factor G [Proteobacteria bacterium]
Length=692

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 187/690 (27%), Positives = 323/690 (47%), Gaps = 
77/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYTGVSHKIGEVHDGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    
+  +
Sbjct  69   
TCFWQDHQVNIIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D   V   ++ +L A                   D++  +  
+   
Sbjct  129  
PRMVFVNKMDRTGADFYEVESQIKTRLKANPVPIQIPIGAEENFKGVIDLVAMKAYTWED  188

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  +    ++E                  +AV E +D L+EKY+ GE +S E++ R  
++
Sbjct  189  
EAAMGSKYEVEDIPSDLQARADEYREHLIEAVAETDDDLMEKYLGGEELSVEEIKRGIKK  248



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCG  262
               D ++ P+  G+A K  G+QPL+DAV   + P   + +A       G    VE 
TD G
Sbjct  249  GCLDMTMVPMLCGTAFKNKGVQPLLDAVID-
YMPAPTEVAAIKGHYEDGKETTVESTDEG  307

Query  263  Q---------------RRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
            +               +  ++R+Y G+L        +L G+++   ++ +M    + 
EI 
Sbjct  308  
EFAALAFKIMTDPFVGQLAFVRVYRGSLESGSYAYNSLKGKKERVGRLLKMHANKREEIK  367

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y GEI  +    V L D L   T    K        + P P++   + PKT 
A +
Sbjct  368  EL---YAGEIGAV----
VGLKDTLTGETLSSEKDKVILEKMDFPDPVISVAVEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA  DP  R + D  + + I+S +G + LE++   +  ++K++  V 
+P V
Sbjct  421  
EKMGVALQKLAQEDPSFRVQSDEESGQTIISGMGELHLEIIVDRMLREFKVDAEVGQPQV  480

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E  R      +    +      +  + L + P+  G+G ++ + +  G + + 
+  A
Sbjct  481  
AYRETIRQSVEQEYKYAKQSGGRGQYGHVYLRLEPMDAGAGYEFVNEIKGGVIPREYIPA  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G +  ++ G L G+ + D K+    G Y+   S+   F+  A +  ++  ++
+G  +
Sbjct  541  
VDKGCQEAMQGGVLAGYPMEDVKVTVYDGSYHDVDSSEMAFKLAASMGFKEGARKAGACI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D  +    + + + +    +     P   +  Y 
TDL  
Sbjct  601  
LEPMMKVEVETPEEYMGDVIGDLNRRRGQVNSMEDRAGNKIVNAFCPLSEMFGYSTDLRS  660

Query  596  YTNGRSVCLTELKGYQAA---VGQPVIQPR  622
             T GR+    E   Y+     V + +I+ R
Sbjct  661  QTQGRASYSMEFDHYEEVPKNVAEEIIKKR  690



>WP_053591311.1 MULTISPECIES: elongation factor G [Bacillaceae]
 ALC87318.1 elongation factor G [Bacillus sp. FJAT-22090]
 KQL34572.1 elongation factor G [Psychrobacillus sp. FJAT-21963]
Length=692

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAAWDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P ++F+NK+D+ G D    V ++RD+L A+                    + +K 
TV  +
Sbjct  129  
PRIVFVNKMDKTGADFLYSVGTLRDRLQANAHPIQLPIGSEDQFSGIIDLVTMKATVYGN  188

Query  162  P--------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++ L+EKY+ GE ++ E+LV   
++  
Sbjct  189  
DLGTDIQEVEIPEEYRAQAEEYREKLVEAVAELDEDLMEKYLGGEEVTNEELVNGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   +PV  G+A K  G+Q ++DAV                 P  E+        
S   
Sbjct  249  
LNVEFYPVVCGTAFKNKGVQKVLDAVVAYLPSPLDIPAMKGIDPDSEEEVERHSDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL+    V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLQSGSYVQNSTKGKRERVGRILQMHANSREEISQV  368

Query  306  DTAYPGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PKT A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKALVILESMEFPEPVISLSVEPKTKADQDKMGQA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV  
G+R
Sbjct  486  
RNSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAGLR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLDNGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKIAASMALKNAVSKVNPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       +E    + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRAMVPLAEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMVFDHYE  675

>WP_086278224.1 MULTISPECIES: elongation factor G [Enterococcus]
 OTN89135.1 elongation factor G [Enterococcus sp. 7E2_DIV0204]
 OTO67988.1 elongation factor G [Enterococcus sp. 12C11_DIV0727]
 OTP51582.1 elongation factor G [Enterococcus sp. 7D2_DIV0200]
Length=695

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 314/675 (47%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +



Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P V
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDSFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMEQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDTKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            + G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  FSGDI----AAAVGLKDTTTGDTLCAMDAPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    PL  A      +      +  + +  TP   G G ++E+ +  G + + +  



AV
Sbjct  482  
RETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_060468519.1 elongation factor G [Vibrio toranzoniae]
 KWU00520.1 elongation factor G [Vibrio toranzoniae]
 SBS35707.1 Elongation factor G 1 [Vibrio toranzoniae]
Length=695

 Score = 255 bits (651),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 312/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKSGETHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESGV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------



EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDEEGEETGEHAIVSTSE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFSFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661



Query  600  RSVCLTELKGY  610
            R     E + Y
Sbjct  662  RGQFSMEFQQY  672

>WP_073612297.1 elongation factor G [Desulfopila aestuarii]
 SHO44989.1 translation elongation factor 2 (EF-2/EF-G) [Desulfopila 
aestuarii 
DSM 18488]
Length=692

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 188/656 (29%), Positives = 310/656 (47%), Gaps = 
61/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRSHKIGEVHEGTAVMDWMEQEQERGITITSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  K+NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    K 
+IP +
Sbjct  72   
WNEKKINIIDTPGHVDFTIEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQANKYHIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             F+NK+D+ G + +  V+ +R++L A                   D++ ++ ++ +   
+
Sbjct  132  
AFVNKMDRVGANFERCVKMIRERLGANPVPVQIPVGKEADFDGVIDLVKEKMLTFTEHTL  191

Query  166  LEE--NTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             +E    DI A              + + + ++ ++EKY++   +S  ++    ++    
Sbjct  192  
GQEVVEQDIPAEYNDIFTAARMTLLEKLADFDEDVMEKYLSDTSVSATEIYSALRKATVG  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAALCGS  252
              + PV  GSA K  G+QPL+DAV   L  P+           GE+          
L   
Sbjct  252  
LDIVPVLCGSAFKNKGVQPLLDAVIDYLPSPLDVPAIEGMDKDGERLTRKTDAKEKLACL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
            VFK+      +   ++RLYSG L + D V   A   +EK+ KI +M    + E+      



Sbjct  312  
VFKLMSDSFVENLAFVRLYSGRLAVGDKVYNPAKQKQEKISKILKMHANKREEVSEVSAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                IV L   +    D L +          E P P++   I PK+ A+ ++L + 
L ++
Sbjct  372  DICAIVGLKFTTT--
GDTLCEKGDYILLESMEFPEPVIGVAIEPKSKAEEKKLSETLDKI  429

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA-  427
            A  DP      D  + + I+S +G + LE++   L  ++K+   V +P V Y E    
+ 
Sbjct  430  
ALEDPSFTISTDKDSGQTIISGMGELHLEIIVHRLIHEFKVGAKVGKPQVAYKETITASC  489

Query  428  -
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             A             +  + L V PL  GSG+++ES+V    +   +  A+  G+R  
L+
Sbjct  490  
GAEGKFDQATGAKGLYGHVILEVAPLPQGSGIEFESQVDETQIPPQYIGAIERGVRDNLD  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ +TD K+    G ++   ST   F   A + + +A  ++   LLEP +   
+ 
Sbjct  550  
SGPLIGYPLTDIKVTLTGGSFHEDESTDMSFGVAASMAIRRATADAKPALLEPMMDLQVV  609

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P+EY+     D  +    I   + + D       +P   +  Y T L   T GR+
Sbjct  610  TPEEYIGDVIGDLNQKRGKIVGVEAEGDLQNVKAHVPLSEMFGYSTSLRSATQGRA  
665

>WP_049164945.1 GTP-binding protein [Lactobacillus salivarius]
Length=639

 Score = 253 bits (647),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 187/623 (30%), Positives = 302/623 (48%), Gaps = 
54/623 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNNLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  121  IPVFLFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---
DIAMCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                  +     +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+   
G
Sbjct  223  --PHYPSNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRV-YNG  275

Query  301  EIVRTD--------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E   T            PG +   P  S+  N +   PT  P   +  D           
Sbjct  276  
EKFSTYPTINAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------  324

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                  +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y 
L   
Sbjct  325  
LNGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIIGEIQLEILEQILLDRYNLNVT  384

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
LN++
Sbjct  385  FTKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLNKN  442

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q 
L   
Sbjct  443  
WQHQIISNLKSKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMML  502

Query  529  -



KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             + +  QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   
+ 
Sbjct  503  RENNNCQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGILTGIAPVSEMY  559

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y T++  YT+G      E+ GY
Sbjct  560  NYATNVRAYTHGNGTLELEIAGY  582

>CCZ55841.1 elongation factor G 2 [Clostridium sp. CAG:1219]
Length=693

 Score = 254 bits (650),  Expect = 7e-72, Method: Compositional 
matrix adjust.
 Identities = 189/674 (28%), Positives = 319/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHDGGATMDWMEQEQERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GVQ Q+  ++    K N
+P +
Sbjct  73   
WNNNRINIIDTPGHVDFTIEVERSLRVLDGSVTVLCAKGGVQPQSETVWRQANKYNVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +++NK+D  G D  + V+ +R++L+A+ +            K  V L             
Sbjct  133  
VYVNKMDITGADFFNCVKQLRERLNANAVPIALPVGKEDTFKGLVDLVTMEACIHYDDLG  192

Query  162  --------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    PE +  +  +  +   +AV E +++L+ KY+ GE ++ E++    ++     
Sbjct  193  
KDVRREAIPEDMKAQAEEYRSKLLEAVAETDEELMMKYLDGEELTVEEIKSGIRKATIAG  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGS------------
AALC  250
            ++ PV  GS+ K   +Q L+D +             + + E G+            
AAL 
Sbjct  253  
TMVPVTCGSSYKNKCVQELLDNIVDYMPAPTDIPHIRGVLEDGTEDERKSSDEEPFAALA  312

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306



               FK+       +  + R+YSGTL     V  A + K     ++ +M   S+ +I   
D
Sbjct  313  ---
FKIMTDPYVGKLTFFRVYSGTLESGSYVYNANKNKKERIGRLIQMHANSRQDI---D  366

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I      +V L DV+   T             E P P++  +I PKT A 
+E++
Sbjct  367  KVYAGDIAC----
AVGLKDVVTGDTICDEAHPIILESIEFPEPVIDISIEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  +   +  T + I++ +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  423  
AIALQKLAEEDPSFKTYTNQETGQTIIAGMGELHLDIIVDRMKREFKVEANVGKPQVAYK  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++     I  +      +  + L V P   G G ++ES++  G + + +     
Sbjct  483  ETIKKPVRVEGKFIR-
QSGGRGQYGHVWLEVEPNEPGKGYEFESKIVGGVVPKEYVKPTD  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  ++ G L G+ V D K+    G Y+   S+ A F     + L++A ++    
LLE
Sbjct  542  
EGIQEAMKAGVLAGYPVVDLKVALVDGSYHDVDSSEAAFHIAGSMALKEACRQGNPCLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E     +        IP   +  Y TDL   
T
Sbjct  602  
PIMKVDITVPEEYMGDVIGDVNSRRGRMEGMDTIQGTTTIHSFIPLSEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGYQ  611
             GR V   E   Y+
Sbjct  662  QGRGVYAMEPSHYE  675

>WP_006428250.1 GTP-binding protein [Dorea longicatena]
 EDM64301.1 putative translation elongation factor G [Dorea 
longicatena DSM 
13814]
Length=917

 Score = 259 bits (661),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 189/635 (30%), Positives = 302/635 (48%), Gaps = 
42/635 (7%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ I IGILAHVDAGKTTL+E +LY SG I + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MRHITIGILAHVDAGKTTLSECMLYLSGQIRKLGRVDHKDAFLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L
++  
Sbjct  61   
AELKMGNLGITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWSLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D   V+  ++++L    I    +S             E +D
++  
Sbjct  121  IPTFIFINKMDQVGTDKAKVLADLQNRLDEGCIDFSEMSE------------
ETYDSIAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT---GL  237
             ++K +E+Y+  E +    +       +    ++P Y+GSA K  G+Q  MD ++   
G 
Sbjct  169  CDEKAMEEYLESEKVEENTIA----
EMIGSRKVYPCYFGSALKIEGVQEFMDGMSAYIGR  224

Query  238  FQPIG--EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLK----  290
             + I   + G+      VFK+     G R  +L++ SGTL+++DT+    GR++ K    
Sbjct  225  
NEQINNTDTGTCDFGAKVFKISRDPSGGRLTHLKVTSGTLKVKDTLTGTTGRQQSKNESD  284

Query  291  ----ITEMRIPSKGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRW-----R  339
                 +E  +    E V     Y GE   ++  + S R+  V G     P +        
Sbjct  285  
RTQDTSETAMNGWEEKVNQIRIYSGEKYEMVQEAGSGRICAVTGLNYTYPGEGLGIECDS  344

Query  340  EDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
            E P   P+L   I         ++L  L  L + DP+L+   +    EI    +G 
VQ+E
Sbjct  345  
EAPALEPVLSYKIELPEGCDVHKMLGNLRILEEEDPMLKIVWNEELGEIHAKLMGAVQIE  404

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++ +L+ +++ +E      +++Y E          H E  P   +A + L + P   
GSG
Sbjct  405  ILKSLIKDRFGVEVEFDTGNIVYKETIQNTVEGVGHFE--
PLRHYAEVHLKMEPGERGSG  462



Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            +   +  S   L++++Q  +   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  463  
IVIGTDCSEDMLDKNWQRLILTHLLEKEHRGVLTGSVITDMKITLTAGRAHLKHTEGGDF  522

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      + Q L ++ + LLEPY  F L  P   + RA  D  +      T Q + 
+   
Sbjct  523  
RQATYRAVRQGLMQAESVLLEPYYDFQLEVPSGMIGRALTDIQRMNGEAGTPQTEGEMTT  582

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y+ ++  YT G+       +GY+
Sbjct  583  IEGYAPVADMRDYQMEVNSYTRGQGHLTCTFRGYE  617

>EAZ90564.1 elongation factor G [Cyanothece sp. CCY0110]
Length=688

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 184/662 (28%), Positives = 310/662 (47%), Gaps = 
57/662 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI AA  
S  
Sbjct  3    
NIGIAAHIDAGKTTTTERILFYTGIAYKLGEVHEGTATMDWMAQEQERGITITAAAISTS  62

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    +  
+P +
Sbjct  63   
WLDQRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYQVPRI  122

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
             F+NK+D+ G +   V Q +RD+L A+ +            +  V L             
Sbjct  123  
AFVNKMDRTGANFFKVYQQIRDRLKANAVPIQIPIGTESEFRGIVDLVRMRAKIYQDDLG  182

Query  162  --------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    P+  LE+  +  A   +A+ E ++ LLEKY+ GE I+  ++ +  ++   
D 
Sbjct  183  
KNIEDTEIPDEYLEQAKEYRAKLIEAIAEIDETLLEKYLEGEEITEAEIKQGLRKGTLDK  242



Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGSAA-----
LCGSV  253
            ++ P+  GSA K  G+Q L+DAV             TGL +   E    A          
Sbjct  243  
TIIPMLCGSAFKNKGVQLLLDAVVDYLPSPLDVPPITGLLKDGSEDTRKADDEEPFSALA  302

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPGE  312
            FK+  +D   R  ++R+YSG L   + V  A +E K +I+ + +    + +  D    
G+
Sbjct  303  FKIA-
SDPYGRLTFMRVYSGVLEKGNYVYNATQEQKERISRLIVLKSNDRIEVDELRAGD  361

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            +   +   +    D L D            P P++   + PKT    E+L  AL  
L+D 
Sbjct  362  
LGAAIGLRNTITGDTLCDEKHPILLESLYIPEPVISVAVEPKTKQDMEKLSKALQALSDE  421

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-SH  430
            DP  +  VD  T++ +++ +G + LE++   +  +YK+E  V +P V Y E   KA
+ + 
Sbjct  422  
DPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREYKVEATVGQPQVAYRESIRKASEAE  481

Query  431  TIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGL  489
              +I +      +  + + + P   GSG ++ S++  G + + F +    G++     
G+
Sbjct  482  
GKYIRQSGGKGQYGHVVIELEPAEAGSGFEFISKIVGGTIPKEFISPAEQGMKEACNSGI  541

Query  490  F-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
              G+ + D K+    G ++   S+   F+    + +  A+K++   LLEP +   +  
P+
Sbjct  542  
IAGYPLIDVKVTLVDGSFHDVDSSEMAFKIAGSMAIRNAVKKASPVLLEPMMKVEVEVPE  601

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            ++L     D       IE           + ++P   +  Y TD+   T GR +   
E  
Sbjct  602  
DFLGDVIGDLNARRGNIEGMNTDDGLAKISADVPLAEMFGYATDIRSKTQGRGIFSMEFS  661

Query  609  GY  610
             Y
Sbjct  662  HY  663



>AMP51886.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=367

 Score = 245 bits (626),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 140/368 (38%), Positives = 202/368 (55%), Gaps = 6/368 
(2%)

Query  274  TLRLRDTVALAGREK-LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPT  331
            +LRLRD V +   EK +KI  ++   +G  +  D     +I I+   +  R+ D 
LG   
Sbjct  1    
SLRLRDVVRINDSEKFIKIKNLKTIYQGREINVDEVGANDIAIVEDIEDFRIGDYLGAKP  60

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             L +    + P   L++++ P    +R +++ AL  L   DP L   ++S + E+ 
+S  
Sbjct  61   CLIQGLSHQHP--
ALKSSVRPNKPEERSKVISALNTLWIEDPSLSFSINSYSDELEISLY  118

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G  Q E++  LL E++ ++    E   IY ERP+K  +  I IEVPPNP+WA+IGL
++ P
Sbjct  119  
GLTQKEIIQTLLEERFSVKVHFDEIKTIYKERPIKKVNKIIQIEVPPNPYWATIGLTLEP  178

Query  452  
LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVS  511
            L LG+G+Q ES +S GYLN SFQNAV +GIR   + GL GW VTD K+ F    
YYSPVS
Sbjct  179  
LPLGAGLQIESDISYGYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTQAEYYSPVS  238

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
            TPADFR L P V   AL++SG  +LEP L F L  PQ   S+A  D  K  + IE     
Sbjct  239  
TPADFRQLTPYVFRLALQQSGVDILEPMLCFELQIPQVASSKAITDLQKMMSEIEDISCN  298

Query  572  
KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
             +     G++P    + Y ++++ YT G  + + +  GYQ           R N + 
DK+
Sbjct  299  NEWCHIKGKVPLNTSKDYASEVSSYTKGLGIFMVKPCGYQIT-
KDGYSDNIRMNEK-DKL  356

Query  632  RHMFQKVM  639
              MFQK M
Sbjct  357  LFMFQKSM  364



>WP_049497248.1 elongation factor G [Streptococcus pseudopneumoniae]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPADYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK



+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_002139943.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]
 A9VP74.1 RecName: Full=Elongation factor G; Short=EF-G
 ABY41371.1 translation elongation factor G [Bacillus mycoides 
KBAB4]
 EJQ75723.1 elongation factor G [Bacillus cereus HuA2-4]
 EJV73973.1 elongation factor G [Bacillus cereus HuA2-1]
 EOO10450.1 elongation factor G [Bacillus cereus HuA3-9]
 EOO11786.1 elongation factor G [Bacillus cereus HuA2-9]
 EOO65708.1 elongation factor G [Bacillus cereus VD021]
 KXY33213.1 elongation factor G [Bacillus cereus]
 KXY42708.1 elongation factor G [Bacillus cereus]
 ARJ19893.1 elongation factor G [Bacillus mycoides]
Length=692

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.



 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYSNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  



Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G +++++V  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKVVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_002852973.1 GTP-binding protein, partial [Ruminococcus albus]
 EGC01432.1 putative translation elongation factor G [Ruminococcus 
albus 
8]
Length=836

 Score = 258 bits (658),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 183/614 (30%), Positives = 297/614 (48%), Gaps = 
37/614 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD+GKTTL+E+LLY SGAI + G V+      D   +ER RGITI +    
F++
Sbjct  7    
IGILAHVDSGKTTLSEALLYKSGAIRKLGRVDHKDAFLDNNAIERDRGITIFSKQAVFEY  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E  R+L V+D AILV+S  DGVQ+ T+ L   L + 
+IPT I
Sbjct  67   
GGVGFTLLDTPGHVDFSGETERTLQVIDAAILVVSGTDGVQSHTKTLARLLDRYDIPTFI  126



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D  G     V+ S+            T SL    V       E  +A+    
+++
Sbjct  127  FVNKMDMPGARKDFVMNSI------------
TASLGDRCVSMAQPADEKAEALSLCTEEM  174

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +++Y+    IS   ++      + +  L PV +GSA K  GI+ L+D V   + P+ 
E+ 
Sbjct  175  MDEYLEKGEISDTNMINA----IAERRLIPVCFGSALKLEGIENLLDCVA-
RYIPLPEEQ  229

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE----
MRIPSKGE  301
            S      V+K+   D G R  ++++  G+L +RD V    R+  ++TE    +R+ 
S  +
Sbjct  230  S-DFGAKVYKIS-
DDGGARLTHMKITGGSLSVRDAVTYLSRDGEEVTEKIGRIRVYSGEK  287

Query  302  IVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                +    GE+  +P   S+     LG  +    +       P+L   +          
Sbjct  288  AKNAEKVCQGEVCAVPGLTSIFAGQGLGFESTDTEQILE----
PVLTYRVIAPDGVDDHT  343

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L  L  L D DP +    +   HEI ++ +G VQ EV+  +++E++ ++  + E  
+ Y
Sbjct  344  
MLGRLKILEDEDPTMTVAYNEQLHEITVALMGEVQAEVLRRIVTERFGMDIELGEGRIAY  403

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P++ A H       P   +A + L + PL  GSG++++S  S   L ++
+Q  +
Sbjct  404  RETIAEPVEGAGH-----
FEPLRHYAEVHLRLEPLPRGSGLEFDSDCSEDILGRNWQRLI  458

Query  478  RDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++  + +G    + +TD +I    G  +   +   DFR      + Q L+++   
LL
Sbjct  459  
LTHLKERIHRGALTCSPITDMRITLTAGRAHVKHTEGGDFRQATYRAVRQGLRKARKVLL  518

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY +F L  P   + RA  D  +  A  E  +   +  V TG  P   ++ Y TD
+A Y
Sbjct  519  
EPYYAFRLEIPAANVGRALTDLDRMGANTEPPETDGENAVITGTAPVSKLRFYHTDVAGY  578



Query  597  TNGRSVCLTELKGY  610
            T G         GY
Sbjct  579  TKGLGRLNCRAAGY  592

>WP_054325840.1 GTP-binding protein [Clostridia bacterium UC5.1-1D1]
Length=860

 Score = 258 bits (659),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 197/623 (32%), Positives = 303/623 (49%), Gaps = 
42/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL E++LY +G +   G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKRIVVGILAHVDAGKTTLAEAMLYRAGVLRRLGRVDHRDAFLDTAALERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQA T  L+  L 
+  
Sbjct  61   
AVFDLAGTSVTLLDTPGHVDFSAEMERTLQVLDYAVLVISGTDGVQAHTHTLWRLLARHQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP V+F+NK+D A  +   ++  ++ +L    +     ++      EE+  +        
Sbjct  121  IPVVVFVNKMDLASTERAGLLAELKKQLGEGCVDFNGNAVRQ--
AFEESLAV--------  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE+Y+ G+ + R+K +      ++  ++FP Y+GSA    G++ L+D +   
+  
Sbjct  171  CDETLLERYLDGQAV-RDKDI---AALIRTRTVFPCYFGSALHLQGVEDLLDGLD-
RYTD  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEMRIPS  298
            +   G AA    VFKV   + G R  YL+L  GTLR+R+ V+ +  G  + K+ +
+RI S
Sbjct  226  MPADG-
AAFGARVFKVARDEQGNRLTYLKLTGGTLRVREVVSGSEDGGWQEKVNQLRIYS  284

Query  299  KGEIVRTDTAYPGEIV-------ILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTT  349
              +    +TA  G +         +P   + L  V G   P   P   +R      
L   
Sbjct  285  GMKYRTVETAECGMVCAATGLTHTMP--GMGLGSVAGALSPALEPVLTYR----
MRLPDG  338



Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              P    Q  RLL+      + DP LR   +  + EI L  +G VQLE+++ L+ E
++  
Sbjct  339  CDPHVMLQNMRLLE------
EEDPQLRVSWNEASAEIHLQLMGEVQLEILARLIEERFGA  392

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                    ++Y E     A    H E  P   +A + L + P   GSG+ + S      
L
Sbjct  393  AVQFDTGRIVYKETIASPAVGIGHFE--
PLRHYAEVHLLLEPGERGSGLVFASACPTDVL  450

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            + ++Q  +   +      G L G  VTD KI    G  +   +   DFR      + 
Q L
Sbjct  451  
DLNWQRLILTHLGEKTHIGVLTGAPVTDMKITLLTGRAHVKHTEGGDFREATYRAVRQGL  510

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             ++ + LLEPY +F L  P+  + RA  D  +   + E  + K    V TG+ P   
++ 
Sbjct  511  
MQADSILLEPYYAFRLEVPESCIGRAMSDIQRLDGSFEIPESKDGRAVLTGKAPVSTLRD  570

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y T++A YT G      EL GY+
Sbjct  571  YWTEVAAYTRGEGRLSCELSGYE  593

>WP_076631172.1 GTP-binding protein [Lactobacillus plantarum]
 PKX64487.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 254 bits (649),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 299/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +



Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDVPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G    I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSAGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L  L QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAVLRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQAGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  



P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_104401491.1 elongation factor G [Vibrio penaeicida]
Length=695

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 311/673 (46%), Gaps = 
71/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A+ +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGANPLVMVLPIGREDEFVGVVDLLSKKAYVWDDSGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIQDIPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGI-------------------
QPLMDAVTGLFQPIGEQGSAA---  248
             + FP + GSA K  G+                   QPL DA TG  +P GE  + 
+   
Sbjct  249  LAFFPTFCGSAFKNKGVQIVLDAVVDYLPAPTEVDPQPLTDAETG--
EPTGEVATVSADE  306

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303



             L    FK+   D      ++R+YSG L   DT+   A    E++ ++ EM+   + 
E+ 
Sbjct  307  PLRALAFKI-
MDDRFGALTFIRIYSGVLNKGDTILNSATGKTERIGRMVEMQADERNELT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  ---
SAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVAPKDKGGSEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  482

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  603  
MNVDVFTPEDNVGDVIGDLNRRRGMIKDQQAGTTGVRIKADVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGYQA  612
            R     E   Y A
Sbjct  663  RGQFSMEFAHYSA  675

>WP_094094352.1 elongation factor G [Paenibacillus physcomitrellae]
Length=692

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 323/674 (48%), Gaps = 
78/674 (12%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLS-----  161
             ++NK+D  G D  +VV+ +R++L A+                   II Q   +      
Sbjct  132  
AYVNKMDIIGADFLNVVKDMRERLQANAVAIQLPIGAENDFVGIIDIIGQKAHMYKDDLG  191

Query  162  --------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    PE  L++  ++  E  + V E ++ L  KY+ GE I+ ++L    ++ 
V + 
Sbjct  192  
QNIEEVEIPEQYLDQVEELRNELIEKVAELDEDLTMKYLEGEEITVDELKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+ A+  S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVIDYLPAPVDVPSINGHLEDGTEAVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  ER---



PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  G+G Q++S+V  G + + +    
+
Sbjct  482  ETITVPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFDSKVVGGSVPREYIGPAQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ V D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEAMKNGMLAGFPVVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGTQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_091236329.1 GTP-binding protein [Fontibacillus panacisegetis]
Length=652

 Score = 254 bits (648),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 165/610 (27%), Positives = 293/610 (48%), Gaps = 
18/610 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I   G V+   T  D+  +ERQRGIT+ +    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYYTKSIKNRGRVDHKNTFLDSHEIERQRGITVFSDQGMFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF  E+ R +  +D AI+++SA +G++ QT  ++  LRK  
IP   
Sbjct  65   
GDSSYYLMDTPGHTDFSPEMERGIQTMDYAIIIVSAVEGIEGQTETVWELLRKHQIPCFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D+Q VV  +R   +AD        ++  +  +        + V E 
++ L
Sbjct  125  FINKTDREGADVQQVVHDIRSNFTAD-----
ACDITDSLFADGGMSEGLIEYVAERDEAL  179



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L +Y+  +  S++  +   +R ++   +FP   GSA + +G++  +  +  L   I 
E  
Sbjct  180  LNEYME-KGYSKDLWLNTMRRLIKTNKIFPYACGSALQAIGVESFLQNLDQL--
TITEYS  236

Query  246  SAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGE  301
            S     G V+++ + + G R  Y++  SG+L++RDT+     E     KIT++R+ 
+  +
Sbjct  237  
SEEPFAGQVYRIRHDEHGTRITYIKGLSGSLKVRDTINYGDAENTVTEKITQIRLYNGRD  296

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                D    G++  +   ++     +GD     ++R   + +P L++T+  +     
+  
Sbjct  297  YKAVDRVKAGQLFAVTGLTMT---
TVGDGVGALKERASYEMVPTLKSTVIFEPKVNVKEA  353

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    +I +  +G++QLEV+  L+ E++ L      P 
++Y 
Sbjct  354  
LAYFKMLNAEDPSLNVTWEERLQQIHIHVMGQIQLEVLEQLVKERFSLNVTFNTPEILYK  413

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P +   G+ +++      L+   QN 
+R  +
Sbjct  414  ETITTDTIGCGHFE--
PLGHYAEVHLQLRPGARNRGITFQNACHADDLSLGNQNLIRHHL  471

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD ++    G  ++  ++  DFR  A   L Q L+++   
LLEPY 
Sbjct  472  
FEREHHGLLTGSPLTDVEVTLLTGKAHNKHTSGGDFREAAYRALRQGLEKASNVLLEPYY  531

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +++ R   D  +   + +  + + ++   TG +P      Y + LA 
+T G+
Sbjct  532  
HFKIKVELDHIGRVISDIGQAHGSFDAPRSEGNKATITGTVPVATFMDYSSQLAAFTQGK  591

Query  601  SVCLTELKGY  610
                    GY
Sbjct  592  GALSLTFAGY  601



>WP_055244610.1 GTP-binding protein [Turicibacter sanguinis]
 CUQ25919.1 Tetracycline resistance protein tetM [Turicibacter 
sanguinis]
Length=658

 Score = 254 bits (648),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 179/611 (29%), Positives = 301/611 (49%), Gaps = 
23/611 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVD+GKT+L E +LY + AI   G V+   T  D   +E+QRGIT+     
SF++
Sbjct  5    
IGLFAHVDSGKTSLAEQILYETNAIRTKGRVDHQNTFLDHHSIEKQRGITVFTEQASFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R++ VLD AI++I+  +GVQ+ T  +   L++ 
+IP V 
Sbjct  65   
NGSIYYLLDTPGHIDFSSEMERAIKVLDYAIVIINGFEGVQSHTETIVDCLKQYHIPMVF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ GVD++ V+  +R  L  + I      L  E+ L E   IE  + + E 
N+ L
Sbjct  125  FINKVDREGVDIERVLTQLRLNLGVNPIY-----LPNELDLSE-
LPIEIIEPLAELNEDL  178

Query  186  LEKYIAGEPISREKLVR-
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L  ++  +  S+  L   ++Q R+Q+    PV+ GSA K +GI   +     L +   
++
Sbjct  179  LHHFLENKRDSQFWLTTFKQQIRMQNVC--
PVFSGSALKNIGITSFLKQFDELTETTYDR  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRIPSKGEIV  303
             +A   G V+K+ Y + G R  YL++ SG L ++D++   A  E  K+ ++R     
+  
Sbjct  237  -
TAPFKGRVYKIRYDEKGDRITYLKVLSGNLAVKDSIKTSATEEGEKVNQIRYYQGKKFE  295

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRER  360
             T  A  GE++ +          ++G   +      RE+ L  P++R ++    +   
+ 
Sbjct  296  TTPIAQAGELIGVTGLTHTMAGQIIGHEVK------
REEVLLQPVMRVSVLYPQSLNAKD  349

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            +L    +L D DP+L    + +T  I +S +G +QLEV+  ++ E++ L        
VIY
Sbjct  350  
VLAIFKKLEDEDPMLLVLWNEVTQSIDVSVMGSIQLEVLKEIVQERFDLSIEFSPRKVIY  409

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E        + H E  P   +A + L + P   GSGV +ES  S   L  S Q  
+   
Sbjct  410  QETITNQVIGSGHYE--
PLKHYAEVHLQLEPGQRGSGVTFESVCSTEELELSHQKLIETH  467

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G ++TD  I    G  +   ++  DFR      + Q L+++   
LLEPY
Sbjct  468  
IFEKTHLGILTGSSLTDVHIKLITGRAHQKHTSGGDFREATYRAIRQGLEQAKNLLLEPY  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +       + + R   D  K     E   +++++ + TG +P      Y ++   
YT G
Sbjct  528  
YTVKFEVEMDLMGRILTDLKKMSGKFENPIIQENKCLITGTVPVATFMDYPSEFLSYTKG  587

Query  600  RSVCLTELKGY  610
                   + GY
Sbjct  588  AGRISLNVAGY  598

>WP_014637332.1 elongation factor G [Streptococcus suis]
 AER18493.1 elongation factor G [Streptococcus suis D12]
 CYV89070.1 elongation factor G [Streptococcus suis]
 CYU94873.1 elongation factor G [Streptococcus suis]
 CYV46193.1 elongation factor G [Streptococcus suis]
 CYW16694.1 elongation factor G [Streptococcus suis]
 CYW86196.1 elongation factor G [Streptococcus suis]
 CYV12431.1 elongation factor G [Streptococcus suis]
 CYW29658.1 elongation factor G [Streptococcus suis]
 CYW08702.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  



Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_071679104.1 elongation factor G [Bacillus cereus]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 195/688 (28%), Positives = 321/688 (47%), Gaps = 
72/688 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  



TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNS  626
                    Y+    +V + +I+  + N+
Sbjct  666  TFSMVFDHYEEVPKSVSEEIIKKIKVNN  693



>WP_024386346.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDEFRGIVDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357



               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_002899105.1 elongation factor G [Streptococcus sanguinis]
 EGC21721.1 translation elongation factor G [Streptococcus sanguinis 
SK353]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  



Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_078174992.1 elongation factor G [Bacillus cereus]
 OOQ92362.1 translation elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYSNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     



Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G +++++V  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKVVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+



Sbjct  666  TFSMTFDHYE  675

>WP_071711513.1 elongation factor G [Bacillus sp. TD41]
 OJE49883.1 translation elongation factor G [Bacillus sp. TD41]
Length=692

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>PKN67404.1 elongation factor G [Deltaproteobacteria bacterium HGW-
Deltaproteobacteria-15]
Length=677

 Score = 254 bits (649),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 307/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +LY +G + + G V  G    D M  ER+RGITI 
+AVT
Sbjct  9    
KTRNIGIIAHIDAGKTTITERILYYAGRVHKMGEVHDGEATMDWMEEERERGITITSAVT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W    +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++H   
+  +
Sbjct  69   
SVVWKGHTINIIDTPGHVDFTVEVERSLRVLDGAIGVFCAVGGVEPQSETVWHQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------------------  161
            P + +INK+D+ G D    V  ++D+L A+ +I Q    S                    
Sbjct  129  
PKIAYINKMDRIGADFHRAVNMIKDRLRANPLILQLPWGSEDNFMGVIDLLKMRAVAWQA  188

Query  162  ------------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                        P+ ++EE +       +++ E++D ++EKY++  PI  + L +  
+  
Sbjct  189  
ETLGAEFQEFPIPDELMEEASRYRESLIESLAEHDDAIMEKYVSESPIEIQDLKQSVRAA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AA  248
                   P+  G+A +  GIQPL+D              +TG     G + S        
Sbjct  249  
TVALKGVPILCGAALRNKGIQPLLDGIADFLPSPVDVPPITGHNPETGNEESRPSRLKGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
                 FKV   D G++  YLR+YSG+++  DTV   G+  K K+  +      +  
R D 
Sbjct  309  FSALAFKV-
IMDQGRKMTYLRIYSGSVKAGDTVFNPGKNVKEKLARLLRMHSNKRERIDD  367

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL----
PMLRTTIAPKTAAQRERLLD  363
            A  G+IV   +  ++L    GD           +P+    P++   I PK      
+L+D
Sbjct  368  ATSGDIV--AAMGLKLT-
TTGDTLCSEDHPILLEPIPFNTPVITMAIEPKRIQDDSKLMD  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R ++D  T + ++S +G + LE+++  L  ++ +ET   +P V
+Y E 
Sbjct  425  
ALGKLGEEDPTFRFKIDEETGQTVISGMGELHLEIIAERLKREFFVETNQGKPQVVYRET  484

Query  424  PLKAASH--
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K   H      E+     +A + ++++PL  G+  ++  R     L   + +A
+R+GI
Sbjct  485  
IQKKVEHEEVFQKELAGQQHFAGVRIALSPLPRGADNRFVDRCHNPNLTPEYLSAIREGI  544



Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G + G+ V + +        +   S    FR  A +    A + +   
+LEP +
Sbjct  545  
EESATSGVVMGYPVINVETVLLDAQIHETYSNEMGFRIAASMAFRNACQLAEPLILEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E++     D       IE    +    V    +P   +  Y T L   
+ GR
Sbjct  605  
KTEILIPEEFMGEVIGDLNARQGKIEQITSRGPFQVLLATVPLSRMFGYSTALRSVSQGR  664

Query  601  SVCLTELKGY  610
                 +   +
Sbjct  665  GTFTMQFSHF  674

>WP_056940300.1 GTP-binding protein [Lactobacillus amylovorus]
 KRK42426.1 hypothetical protein FC63_GL000792 [Lactobacillus 
amylovorus 
DSM 20531]
 ATO53120.1 elongation factor G [Lactobacillus amylovorus DSM 20531]
Length=641

 Score = 253 bits (647),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 188/625 (30%), Positives = 295/625 (47%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G I   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIIAHVDAGKTTLSEALLYRAGNIRNLGRVDNGDAFLDTQQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    +V ++DTPGH+DF  +    L+VLD AILVISA DGV +  + L++ L 
K N
Sbjct  61   
AKLTTDVAEVTLLDTPGHVDFAFQTEEVLSVLDYAILVISATDGVTSYAKTLWNLLEKNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IFINKID AG D    +  ++  LS + +             +EN D   ++ 
V  
Sbjct  121  VPVFIFINKIDIAGTDKDQALADIQKNLSENCL----------DFSQENQDF--
YENVAS  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             +DKLLEKY+ GE I+   +    Q  +    ++PVY+GSA K  GI   +       
+ 
Sbjct  169  ADDKLLEKYLNGEKIADSDI----
QDLIAQRKIYPVYFGSALKLTGITEFLTCFDKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ ++      FK+ +    +R  ++++  G+L+ +  +A       KI ++R  
+  
Sbjct  225  --KEYASDFSARCFKISHDKNRERLSWIKILGGSLKAKTELA-----
DEKINQLREYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +      A  G+IV         P       D   + +  P   +R +PL          
Sbjct  278  KFTTVVEAKAGDIVAATGLTKTYPGQGFGAKDA-
NEASLKPVLTYRLNPLD---------  327

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL +L D +P L         E+ +  +G++QLE++  LL E++ L    
Sbjct  328  --
EDIHACLTALKKLEDENPQLHVTWSEHLQELRVQVMGKIQLEILKQLLQERFTLTVDF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++ A H       P   +A + L + P    SGV +E++ SL  
L 
Sbjct  386  EQGSILYKETIAQPVEGAGH-----
FEPLRHYAEVHLLLEPGERNSGVVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G L G  +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLIGTPITDVKITLLGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E   +    LLEP+  F L   QE++ RA +D  +      T + K D  +  G  
P   
Sbjct  501  
ELKERNQLILLEPWYDFRLEVSQEHVGRALNDIQRMNGEFNTPENKGDRTIIEGSAPVSE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y   +  YT+G  +    +KGY
Sbjct  561  MQDYAAQVRSYTHGDGIFECVVKGY  585

>WP_103628906.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 



matrix adjust.
 Identities = 185/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413



            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>EEM49935.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
pakistani 
str. T13001]
Length=699

 Score = 255 bits (651),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  612



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  672

>SDG49401.1 small GTP-binding protein domain-containing protein 
[Fontibacillus 
panacisegetis]
Length=653

 Score = 254 bits (648),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 165/610 (27%), Positives = 293/610 (48%), Gaps = 
18/610 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I   G V+   T  D+  +ERQRGIT+ +    
F +
Sbjct  6    
IGILAHVDAGKTTFSEQLLYYTKSIKNRGRVDHKNTFLDSHEIERQRGITVFSDQGMFTY  65

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH DF  E+ R +  +D AI+++SA +G++ QT  ++  LRK  
IP   
Sbjct  66   
GDSSYYLMDTPGHTDFSPEMERGIQTMDYAIIIVSAVEGIEGQTETVWELLRKHQIPCFF  125

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D+Q VV  +R   +AD        ++  +  +        + V E 
++ L
Sbjct  126  FINKTDREGADVQQVVHDIRSNFTAD-----
ACDITDSLFADGGMSEGLIEYVAERDEAL  180

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L +Y+  +  S++  +   +R ++   +FP   GSA + +G++  +  +  L   I 
E  
Sbjct  181  LNEYME-KGYSKDLWLNTMRRLIKTNKIFPYACGSALQAIGVESFLQNLDQL--
TITEYS  237

Query  246  SAA-LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGE  301
            S     G V+++ + + G R  Y++  SG+L++RDT+     E     KIT++R+ 
+  +
Sbjct  238  
SEEPFAGQVYRIRHDEHGTRITYIKGLSGSLKVRDTINYGDAENTVTEKITQIRLYNGRD  297



Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                D    G++  +   ++     +GD     ++R   + +P L++T+  +     
+  
Sbjct  298  YKAVDRVKAGQLFAVTGLTMT---
TVGDGVGALKERASYEMVPTLKSTVIFEPKVNVKEA  354

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    +I +  +G++QLEV+  L+ E++ L      P 
++Y 
Sbjct  355  
LAYFKMLNAEDPSLNVTWEERLQQIHIHVMGQIQLEVLEQLVKERFSLNVTFNTPEILYK  414

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P +   G+ +++      L+   QN 
+R  +
Sbjct  415  ETITTDTIGCGHFE--
PLGHYAEVHLQLRPGARNRGITFQNACHADDLSLGNQNLIRHHL  472

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD ++    G  ++  ++  DFR  A   L Q L+++   
LLEPY 
Sbjct  473  
FEREHHGLLTGSPLTDVEVTLLTGKAHNKHTSGGDFREAAYRALRQGLEKASNVLLEPYY  532

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +++ R   D  +   + +  + + ++   TG +P      Y + LA 
+T G+
Sbjct  533  
HFKIKVELDHIGRVISDIGQAHGSFDAPRSEGNKATITGTVPVATFMDYSSQLAAFTQGK  592

Query  601  SVCLTELKGY  610
                    GY
Sbjct  593  GALSLTFAGY  602

>WP_024406062.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKSEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  



Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_011393940.1 elongation factor G [Moorella thermoacetica]
 YP_431288.1 elongation factor G [Moorella thermoacetica ATCC 39073]
 Q2RFP4.1 RecName: Full=Elongation factor G; Short=EF-G
 ABC20745.1 translation elongation factor 2 (EF-2/EF-G) [Moorella 
thermoacetica 
ATCC 39073]
 AKX97948.1 elongation factor G [Moorella thermoacetica]
 AOQ25437.1 Elongation factor G [Moorella thermoacetica]
 OIQ12135.1 elongation factor G [Moorella thermoacetica]
 OIQ54062.1 elongation factor G [Moorella thermoacetica]
 OIQ56779.1 elongation factor G [Moorella thermoacetica]
 OIQ62413.1 elongation factor G [Moorella thermoacetica]
Length=692

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 308/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHDGNATMDWMIQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    V+ + ++L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYINKMDRVGADFFRGVRMIAERLGANPVPIQLPIGAEDSFQGMVDLINMKAIYYTD  188

Query  163  EI---VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
            E+   + EE    E  D V E  +KLLE           KY+ GE ++ E++    
++  
Sbjct  189  
ELGTTLDEEPIPAEMEDLVQEYREKLLEAVAESDEELMIKYLEGEELTPEEIKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DA+              G+    G++       
+   
Sbjct  249  
IAVKMVPVLCGSSFKNKGVQPLLDAIVDFLPAPTDVPAIQGVDPETGDEDERHSSDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V       RE++ +I  M    + 
EI   
Sbjct  309  
AALAFKIMADPYVGKLTFFRVYSGTLKSGSYVYNSTKGRRERIGRILRMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+I   +        D L D          E P P++   I PKT A +E+
+  A
Sbjct  366  
DEAYAGDIAAAVGLKETTTGDTLCDEQHPIVLEAMEFPEPVISVAIEPKTKADQEKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+   V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRMYTDQETGQTIISGMGELHLEIIVDRLLREFKVGAKVGRPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP+KA    I  +   +  +  + + + P   G G ++ +++  G + + +  AV  
GI
Sbjct  486  RRPVKAEGKFIR-
QTGGHGQYGHVIIEIEPQEPGKGYEFVNKIVGGVIPKEYIPAVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ V D +     G Y+   S+   F+    +  + A K++   
LLEP +



Sbjct  545  
QEAMANGVLAGYPVVDVRATLVDGSYHEVDSSEMAFKIAGSLAFKDAAKKAQPVLLEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
RVEVVVPDEYMGDVIGDLNSRRGRVEGMEPRAGAQVIRAHVPLAEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
               + +   Y+
Sbjct  665  GTYVMQFDHYE  675

>WP_071106975.1 elongation factor G [Moorea producens]
 AOY83803.1 translation elongation factor G [Moorea producens JHB]
Length=691

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 187/698 (27%), Positives = 314/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KTRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STNWREHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + VRD+L ++ +              I   V +  
+I   
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQVRDRLRSNAVPIQIPIGSEKDFRGIVDLVRMRAKIYTN  188

Query  168  E-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDIE                    ++V E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTDIEDTEIPEEVKEQAQEYHAKLVESVAETDEALIEKYLEGEEITAEEIREALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALC  250



             +  + P+  GSA K  G+Q L+DAV                 P GE         
A + 
Sbjct  249  
IEGRIVPMLCGSAFKNKGVQLLLDAVIDYLPAPIDVPPIQGTMPKGETVERVADDEAPMS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  +LR+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFLRVYSGVLKKGSYVLNSTKDKKERISRLIVLKADDRIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  V       G+ +      + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAVGLKHTITGDTICDEESPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R  +D  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
QDMEKLSKALQALSEEDPTFRVSIDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   + ++A    I  +      +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKSVQAEGKFIR-
QSGGKGQYGHVIVELEPGDTGSGFEFVSKIVGGSVPRE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + +    G++   E G+  G+ V D K+    G Y+   S+   F+    + +  A
+ ++
Sbjct  534  
YISPAEQGMKEACESGILAGYPVIDVKVTLVDGSYHDVDSSEMAFKIAGSMAMRNAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       IE    +      T ++P   +  
Y T
Sbjct  594  
APVLLEPMMKVEVEVPEDFLGDVMGDLNSRRGQIEGMGSEDGIAKVTAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y      V + +I   + N+
Sbjct  654  DIRSKTQGRGIFSMEFNTYDEVPRNVAEAIIAKNQGNA  691

>EEM07335.1 Elongation factor G 2 [Bacillus mycoides Rock1-4]
 EEM13105.1 Elongation factor G 2 [Bacillus mycoides Rock3-17]



 EEM18967.1 Elongation factor G 2 [Bacillus pseudomycoides DSM 
12442]
Length=699

 Score = 255 bits (651),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAVERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  



STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>PIT97940.1 elongation factor G [Candidatus Andersenbacteria 
bacterium CG10_big_fil_rev_8_21_14_0_10_54_11]
Length=702

 Score = 255 bits (651),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 194/686 (28%), Positives = 311/686 (45%), Gaps = 
94/686 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ N GI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  15   
RVRNFGIIAHIDAGKTTVSERVLFYTGLTHKIGEVHEGAAVMDWMEQERERGITITSAAT  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA++V     GV+ Q+  ++    



K ++
Sbjct  75   
TCFWKNHRLNLIDTPGHVDFTIEVERSLRVLDGAVVVFDGVAGVEPQSETVWRQADKYSV  134

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW---  175
            P + FINK+D+ G D    VQS+ ++L+   +I  T+ +  E   E   D+   
+AW   
Sbjct  135  PRMCFINKLDRTGADFWKAVQSIHNRLTQKTVI-
MTLPIGSEGSFEGIIDLLTNKAWYFE  193

Query  176  ------------------------DAVIE----
NNDKLLEKYIAGEPISREKLVREEQRR  207
                                    +A++E     +D L EKY+ G  I+ E+L    
+R 
Sbjct  194  
GQMGEQIVIKEIPAALTEESAARREAMVETIAGTDDVLAEKYLEGAEITVEELTAALRRA  253

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------
QPIGEQGS---  246
            V    L PV+ GSA K  GIQ ++DA+  L                   Q I  +     
Sbjct  254  
VIATDLIPVFCGSALKNKGIQRVLDAIVELLPSPKDMPEVTGTLPHDPEQSISRKADPRE  313

Query  247  --AALCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKL  289
              AAL    FKV       +  + R+YSGTL               R+   + +   
E+ 
Sbjct  314  PFAALA---
FKVATDPFVGQITFFRVYSGTLAAGSYVLNSSNGKKERISRILRMHANERE  370

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            ++ E+     G +V       G+ +    D + L  ++G               P+
+   
Sbjct  371  EVDEIGAGGIGALVGMKYTTTGDTLCDADDPIVLERIVGQE-------------
PVISIA  417

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT A +E++  AL  L D DP  R + D  T + I+  +G + LEV+   +  
++ +
Sbjct  418  
VEPKTKADQEKMGVALKALQDEDPTFRVKTDEETMQTIMQGMGELHLEVLMDRMRREFGV  477

Query  410  ETVVKEPSVIYMERPLKAA--SHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSL  466
            E     P V Y E  L+ A  S   +I+       +  + L +TPL  GSGV +E  
+  
Sbjct  478  EVNAGRPQVAYKE-
TLRTAVESEGKYIKQSGGRGQYGHVWLRLTPLERGSGVIFEDEIKG  536

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525



            G + Q +  A+R G+   L  G L G+ V D K     G Y+   S+   F+  + 
+   
Sbjct  537  
GTIPQEYLPAIRKGVEESLNNGALAGYPVVDVKAVAFDGSYHDVDSSEVAFKIASSMAFR  596

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L ++   LLEP +   +  P+EY+     D       +     ++   V   +
+P   
Sbjct  597  
QGLAKADPVLLEPIMKVEVTVPEEYMGDVVGDLNSRRGQVNNIADREKIKVIDAQVPLAE  656

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y T L   + GR+V + E    Q
Sbjct  657  MFGYATSLRSMSQGRAVYVMEFDHLQ  682

>WP_099566357.1 elongation factor G [Bacillus velezensis]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 193/688 (28%), Positives = 319/688 (46%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++RD+L A                               
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLRDRLQANAHAIQLPIGAEDNFEGIIDLVENVAYFYED  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +      PE   E+  ++ +   +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPEEYKEQAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249



             +   +PV  GSA K  G+Q ++DAV              G+     E+           
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGVRPDTDEEIVRHSSDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RTGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASMALKNAVSKCNPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNS  626
                 +  Y+    ++ + +I+  + N+
Sbjct  666  TFTMFMDHYEEVPKSIAEEIIKKIKANN  693

>WP_011921743.1 elongation factor G [Streptococcus suis]
 YP_003027926.1 elongation factor G [Streptococcus suis BM407]
 A4VYX6.1 RecName: Full=Elongation factor G; Short=EF-G



 A4VSN3.1 RecName: Full=Elongation factor G; Short=EF-G
 ABP89122.1 Translation elongation factor (GTPases) [Streptococcus 
suis 05ZYH33]
 ABP91315.1 Translation elongation factor (GTPases) [Streptococcus 
suis 98HAH33]
 CAZ50922.1 elongation factor G (EF-G) [Streptococcus suis SC84]
 CAZ54978.1 elongation factor G (EF-G) [Streptococcus suis BM407]
 CAR44401.1 elongation factor G (EF-G) [Streptococcus suis P1/7]
 ADE30608.1 translation elongation factor G:Small GTP-binding 
protein domain 
protein [Streptococcus suis GZ1]
 ADV69259.1 elongation factor G [Streptococcus suis JS14]
 AER14347.1 elongation factor G [Streptococcus suis SS12]
 AER43482.1 elongation factor G [Streptococcus suis A7]
 AFQ99654.1 elongation factor G [Streptococcus suis S735]
 AGG63661.1 elongation factor G [Streptococcus suis SC070731]
 AKG39590.1 elongation factor G [Streptococcus suis]
 KPA62740.1 elongation factor G [Streptococcus suis]
 KPA66443.1 elongation factor G [Streptococcus suis]
 CYW64817.1 elongation factor G [Streptococcus suis]
 CYX58847.1 elongation factor G [Streptococcus suis]
 CYX79492.1 elongation factor G [Streptococcus suis]
 CYX63149.1 elongation factor G [Streptococcus suis]
 CYW64189.1 elongation factor G [Streptococcus suis]
 CYW90027.1 elongation factor G [Streptococcus suis]
 CYX15051.1 elongation factor G [Streptococcus suis]
 CYW57122.1 elongation factor G [Streptococcus suis]
 CYX69546.1 elongation factor G [Streptococcus suis]
 CYW86987.1 elongation factor G [Streptococcus suis]
 CYX89527.1 elongation factor G [Streptococcus suis]
 CYX76801.1 elongation factor G [Streptococcus suis]
 CYY19174.1 elongation factor G [Streptococcus suis]
 CYT85970.1 elongation factor G [Streptococcus suis]
 CYY23491.1 elongation factor G [Streptococcus suis]
 CYW28535.1 elongation factor G [Streptococcus suis]
 CYY08562.1 elongation factor G [Streptococcus suis]
 CZB09074.1 elongation factor G [Streptococcus suis]
 CYW34927.1 elongation factor G [Streptococcus suis]
 CYZ55845.1 elongation factor G [Streptococcus suis]
 CZB14323.1 elongation factor G [Streptococcus suis]
 CYW00240.1 elongation factor G [Streptococcus suis]
 CYV78243.1 elongation factor G [Streptococcus suis]
 CYU65362.1 elongation factor G [Streptococcus suis]
 CYU84248.1 elongation factor G [Streptococcus suis]
 CYT87284.1 elongation factor G [Streptococcus suis]
 CYU56686.1 elongation factor G [Streptococcus suis]
 CYZ29891.1 elongation factor G [Streptococcus suis]
 CYY70756.1 elongation factor G [Streptococcus suis]
 CZA81685.1 elongation factor G [Streptococcus suis]
 CYW86014.1 elongation factor G [Streptococcus suis]
 CYX53406.1 elongation factor G [Streptococcus suis]
 CYZ61457.1 elongation factor G [Streptococcus suis]
 CZA63655.1 elongation factor G [Streptococcus suis]
 CYU90984.1 elongation factor G [Streptococcus suis]



 CYV77590.1 elongation factor G [Streptococcus suis]
 CZA99044.1 elongation factor G [Streptococcus suis]
 CYV66093.1 elongation factor G [Streptococcus suis]
 CYY94481.1 elongation factor G [Streptococcus suis]
 CYZ74767.1 elongation factor G [Streptococcus suis]
 CYX91495.1 elongation factor G [Streptococcus suis]
 CYV00775.1 elongation factor G [Streptococcus suis]
 CZB16274.1 elongation factor G [Streptococcus suis]
 CYX97532.1 elongation factor G [Streptococcus suis]
 CYV88582.1 elongation factor G [Streptococcus suis]
 CYX91797.1 elongation factor G [Streptococcus suis]
 CYZ02924.1 elongation factor G [Streptococcus suis]
 CYU85103.1 elongation factor G [Streptococcus suis]
 CYZ05647.1 elongation factor G [Streptococcus suis]
 CYZ29158.1 elongation factor G [Streptococcus suis]
 CYW93222.1 elongation factor G [Streptococcus suis]
 CZB37751.1 elongation factor G [Streptococcus suis]
 CYZ67524.1 elongation factor G [Streptococcus suis]
 CYY17048.1 elongation factor G [Streptococcus suis]
 CYZ86529.1 elongation factor G [Streptococcus suis]
 CYY73403.1 elongation factor G [Streptococcus suis]
 CYZ20696.1 elongation factor G [Streptococcus suis]
 CYX80987.1 elongation factor G [Streptococcus suis]
 CYW59387.1 elongation factor G [Streptococcus suis]
 CYX38805.1 elongation factor G [Streptococcus suis]
 CZA67567.1 elongation factor G [Streptococcus suis]
 CYX88940.1 elongation factor G [Streptococcus suis]
 CYX92123.1 elongation factor G [Streptococcus suis]
 CYW46132.1 elongation factor G [Streptococcus suis]
 CYY27516.1 elongation factor G [Streptococcus suis]
 CYZ85540.1 elongation factor G [Streptococcus suis]
 CYZ62365.1 elongation factor G [Streptococcus suis]
 CYZ03998.1 elongation factor G [Streptococcus suis]
 CYW32272.1 elongation factor G [Streptococcus suis]
 CYY97334.1 elongation factor G [Streptococcus suis]
 CZA29297.1 elongation factor G [Streptococcus suis]
 CZA94423.1 elongation factor G [Streptococcus suis]
 CYY65419.1 elongation factor G [Streptococcus suis]
 CYX29852.1 elongation factor G [Streptococcus suis]
 CYX26209.1 elongation factor G [Streptococcus suis]
 CYZ35158.1 elongation factor G [Streptococcus suis]
 CYY35112.1 elongation factor G [Streptococcus suis]
 CZA68556.1 elongation factor G [Streptococcus suis]
 CYW95364.1 elongation factor G [Streptococcus suis]
 CYT79751.1 elongation factor G [Streptococcus suis]
 CYW57337.1 elongation factor G [Streptococcus suis]
 CZB28301.1 elongation factor G [Streptococcus suis]
 CZA96383.1 elongation factor G [Streptococcus suis]
 CYY56774.1 elongation factor G [Streptococcus suis]
 CYV79622.1 elongation factor G [Streptococcus suis]
 CYW09509.1 elongation factor G [Streptococcus suis]
 CYW70748.1 elongation factor G [Streptococcus suis]
 CYV27086.1 elongation factor G [Streptococcus suis]
 CYZ07549.1 elongation factor G [Streptococcus suis]



 CYY99187.1 elongation factor G [Streptococcus suis]
 CZA74665.1 elongation factor G [Streptococcus suis]
 CZB10574.1 elongation factor G [Streptococcus suis]
 CYX31662.1 elongation factor G [Streptococcus suis]
 CYY66150.1 elongation factor G [Streptococcus suis]
 CYY25293.1 elongation factor G [Streptococcus suis]
 CZA50483.1 elongation factor G [Streptococcus suis]
 CYY53968.1 elongation factor G [Streptococcus suis]
 CZA71174.1 elongation factor G [Streptococcus suis]
 CYY79367.1 elongation factor G [Streptococcus suis]
 CYW92035.1 elongation factor G [Streptococcus suis]
 CZA48986.1 elongation factor G [Streptococcus suis]
 CZA80466.1 elongation factor G [Streptococcus suis]
 CZA59749.1 elongation factor G [Streptococcus suis]
 CYU36063.1 elongation factor G [Streptococcus suis]
 CYU17911.1 elongation factor G [Streptococcus suis]
 CYZ13026.1 elongation factor G [Streptococcus suis]
 CYY49379.1 elongation factor G [Streptococcus suis]
 CYZ71752.1 elongation factor G [Streptococcus suis]
 CYZ64561.1 elongation factor G [Streptococcus suis]
 CYY08153.1 elongation factor G [Streptococcus suis]
 CYY84255.1 elongation factor G [Streptococcus suis]
 CYZ98362.1 elongation factor G [Streptococcus suis]
 CYT94123.1 elongation factor G [Streptococcus suis]
 CZA45635.1 elongation factor G [Streptococcus suis]
 CYY53293.1 elongation factor G [Streptococcus suis]
 CYY70906.1 elongation factor G [Streptococcus suis]
 CYZ90216.1 elongation factor G [Streptococcus suis]
 CZA05085.1 elongation factor G [Streptococcus suis]
 CYZ41055.1 elongation factor G [Streptococcus suis]
 CYY29823.1 elongation factor G [Streptococcus suis]
 CYX71015.1 elongation factor G [Streptococcus suis]
 CYW53573.1 elongation factor G [Streptococcus suis]
 CYY49051.1 elongation factor G [Streptococcus suis]
 CZA92063.1 elongation factor G [Streptococcus suis]
 CYX96995.1 elongation factor G [Streptococcus suis]
 CYV85895.1 elongation factor G [Streptococcus suis]
 CYZ84720.1 elongation factor G [Streptococcus suis]
 CZB20409.1 elongation factor G [Streptococcus suis]
 CYZ84778.1 elongation factor G [Streptococcus suis]
 CYT91694.1 elongation factor G [Streptococcus suis]
 CZA61161.1 elongation factor G [Streptococcus suis]
 CZA41658.1 elongation factor G [Streptococcus suis]
 CZA84335.1 elongation factor G [Streptococcus suis]
 CYZ93405.1 elongation factor G [Streptococcus suis]
 CYY10206.1 elongation factor G [Streptococcus suis]
 CZB16783.1 elongation factor G [Streptococcus suis]
 CYY39734.1 elongation factor G [Streptococcus suis]
 CZA23671.1 elongation factor G [Streptococcus suis]
 CYY81130.1 elongation factor G [Streptococcus suis]
 CZA26877.1 elongation factor G [Streptococcus suis]
 CZA40217.1 elongation factor G [Streptococcus suis]
 CYX93287.1 elongation factor G [Streptococcus suis]
 CZA37260.1 elongation factor G [Streptococcus suis]



 CZA97928.1 elongation factor G [Streptococcus suis]
 CZA56708.1 elongation factor G [Streptococcus suis]
 CYX43294.1 elongation factor G [Streptococcus suis]
 CYY12989.1 elongation factor G [Streptococcus suis]
 CYY72194.1 elongation factor G [Streptococcus suis]
 CYZ67788.1 elongation factor G [Streptococcus suis]
 CYY49572.1 elongation factor G [Streptococcus suis]
 CYZ87398.1 elongation factor G [Streptococcus suis]
 CZB20652.1 elongation factor G [Streptococcus suis]
 CZA30390.1 elongation factor G [Streptococcus suis]
 CZA12061.1 elongation factor G [Streptococcus suis]
 CZA38359.1 elongation factor G [Streptococcus suis]
 CZA79065.1 elongation factor G [Streptococcus suis]
 CYV89482.1 elongation factor G [Streptococcus suis]
 CYY81592.1 elongation factor G [Streptococcus suis]
 CZA04483.1 elongation factor G [Streptococcus suis]
 CZA93545.1 elongation factor G [Streptococcus suis]
 CYX38886.1 elongation factor G [Streptococcus suis]
 CYZ46624.1 elongation factor G [Streptococcus suis]
 CZA76829.1 elongation factor G [Streptococcus suis]
 CYY62479.1 elongation factor G [Streptococcus suis]
 CYY01606.1 elongation factor G [Streptococcus suis]
 CYZ44160.1 elongation factor G [Streptococcus suis]
 CYX74237.1 elongation factor G [Streptococcus suis]
 CYY38246.1 elongation factor G [Streptococcus suis]
 CYZ91769.1 elongation factor G [Streptococcus suis]
 CYX64851.1 elongation factor G [Streptococcus suis]
 CZA55406.1 elongation factor G [Streptococcus suis]
 CYX29692.1 elongation factor G [Streptococcus suis]
 CYY52669.1 elongation factor G [Streptococcus suis]
 CYX79294.1 elongation factor G [Streptococcus suis]
 CYZ29436.1 elongation factor G [Streptococcus suis]
 CYX79642.1 elongation factor G [Streptococcus suis]
 CYX51404.1 elongation factor G [Streptococcus suis]
 CYZ78630.1 elongation factor G [Streptococcus suis]
 CZA13450.1 elongation factor G [Streptococcus suis]
 CYZ58303.1 elongation factor G [Streptococcus suis]
 CYZ91451.1 elongation factor G [Streptococcus suis]
 CYW19383.1 elongation factor G [Streptococcus suis]
 CYZ65566.1 elongation factor G [Streptococcus suis]
 CYY83630.1 elongation factor G [Streptococcus suis]
 CYZ04804.1 elongation factor G [Streptococcus suis]
 CZA70493.1 elongation factor G [Streptococcus suis]
 CZA13113.1 elongation factor G [Streptococcus suis]
 CZA33870.1 elongation factor G [Streptococcus suis]
 CYZ71987.1 elongation factor G [Streptococcus suis]
 CYZ77167.1 elongation factor G [Streptococcus suis]
 CYY35040.1 elongation factor G [Streptococcus suis]
 CYW64361.1 elongation factor G [Streptococcus suis]
 CYY66920.1 elongation factor G [Streptococcus suis]
 CYZ11376.1 elongation factor G [Streptococcus suis]
 CZB17652.1 elongation factor G [Streptococcus suis]
 CZA95237.1 elongation factor G [Streptococcus suis]
 CYY57568.1 elongation factor G [Streptococcus suis]



 CYZ84851.1 elongation factor G [Streptococcus suis]
 CZA80340.1 elongation factor G [Streptococcus suis]
 CYZ36101.1 elongation factor G [Streptococcus suis]
 CYZ39809.1 elongation factor G [Streptococcus suis]
 CYW57152.1 elongation factor G [Streptococcus suis]
 CYY96429.1 elongation factor G [Streptococcus suis]
 CYU30006.1 elongation factor G [Streptococcus suis]
 CYZ58899.1 elongation factor G [Streptococcus suis]
 CYZ12250.1 elongation factor G [Streptococcus suis]
 CYY44271.1 elongation factor G [Streptococcus suis]
 CYY10847.1 elongation factor G [Streptococcus suis]
 CZA93980.1 elongation factor G [Streptococcus suis]
 CZB21971.1 elongation factor G [Streptococcus suis]
 CYY77926.1 elongation factor G [Streptococcus suis]
 CZA76778.1 elongation factor G [Streptococcus suis]
 CZA41456.1 elongation factor G [Streptococcus suis]
 CYX69251.1 elongation factor G [Streptococcus suis]
 CYW46467.1 elongation factor G [Streptococcus suis]
 CYW45749.1 elongation factor G [Streptococcus suis]
 CYX87238.1 elongation factor G [Streptococcus suis]
 CYY50880.1 elongation factor G [Streptococcus suis]
 CYX30483.1 elongation factor G [Streptococcus suis]
 CYY32135.1 elongation factor G [Streptococcus suis]
 CZA03905.1 elongation factor G [Streptococcus suis]
 CYU33956.1 elongation factor G [Streptococcus suis]
 CYY61657.1 elongation factor G [Streptococcus suis]
 CZA96924.1 elongation factor G [Streptococcus suis]
 CYZ62366.1 elongation factor G [Streptococcus suis]
 CYZ36092.1 elongation factor G [Streptococcus suis]
 CYZ11936.1 elongation factor G [Streptococcus suis]
 CYY34812.1 elongation factor G [Streptococcus suis]
 CYX82019.1 elongation factor G [Streptococcus suis]
 CYX76756.1 elongation factor G [Streptococcus suis]
 CZA82066.1 elongation factor G [Streptococcus suis]
 CZA55692.1 elongation factor G [Streptococcus suis]
 CZA76722.1 elongation factor G [Streptococcus suis]
 CYZ60682.1 elongation factor G [Streptococcus suis]
 CZA07673.1 elongation factor G [Streptococcus suis]
 CYY64312.1 elongation factor G [Streptococcus suis]
 CYY72305.1 elongation factor G [Streptococcus suis]
 CYX30034.1 elongation factor G [Streptococcus suis]
 CZB18917.1 elongation factor G [Streptococcus suis]
 CYZ57587.1 elongation factor G [Streptococcus suis]
 CZA97500.1 elongation factor G [Streptococcus suis]
 CYZ68851.1 elongation factor G [Streptococcus suis]
 CYV03633.1 elongation factor G [Streptococcus suis]
 CYV03796.1 elongation factor G [Streptococcus suis]
 CYU94461.1 elongation factor G [Streptococcus suis]
 OIK18643.1 translation elongation factor G [Streptococcus suis]
 ARL69164.1 elongation factor G [Streptococcus suis]
 ARX89620.1 translation elongation factor G [Streptococcus suis]
 PNS45931.1 elongation factor G [Streptococcus suis]
 AUW21150.1 elongation factor G [Streptococcus suis]
 AUW23155.1 elongation factor G [Streptococcus suis]



 PTB15833.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 



Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_050254439.1 elongation factor G [Streptococcus pneumoniae]
 CMZ52007.1 elongation factor G [Streptococcus pneumoniae]
 CNA24984.1 elongation factor G [Streptococcus pneumoniae]
 CTO18256.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA  V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAGTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  



Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_087591976.1 elongation factor G [unicellular cyanobacterium SU3]
Length=697

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 183/665 (28%), Positives = 309/665 (46%), Gaps = 
57/665 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGIAYKLGEVHEGTATMDWMAQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWLDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS---------  161
            P + F+NK+D+ G +   V Q +RD+L A+ +            +  V L          
Sbjct  129  
PRIAFVNKMDRTGANFFKVYQQIRDRLKANAVPIQIPIGTESDFRGIVDLVRMRAKIYQD  188

Query  162  -----------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       P+  LE+  +  A   +A+ E ++ LLEKY+ G+ I+  ++ +  
++  



Sbjct  189  
DLGKNIEDTEIPDEYLEQAKEYRAKLIEAIAEIDETLLEKYLEGDEITEAEIRQGLRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAA-----LC  250
             D ++ P+  GSA K  G+Q L+DAV             TGL +   E    A       
Sbjct  249  
LDKTIIPMLCGSAFKNKGVQLLLDAVVDYLPSPLDVPPITGLLKDGSEDTRKADDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAY  309
               FK+  +D   R  ++R+YSG L   + V  A +E K +I+ + +    + +  
D   
Sbjct  309  ALAFKIA-
SDPYGRLTFMRVYSGVLEKGNYVYNATQEQKERISRLIVLKSNDRIEVDELR  367

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G++  ++   +    D L D            P P++   + PKT    E+L  
AL  L
Sbjct  368  
AGDLGAVIGLRNTITGDTLCDEKHPILLESLYIPEPVISVAVEPKTKQDMEKLSKALQAL  427

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
            +D DP  +  VD  T++ +++ +G + LE++   +  +YK+E  V +P V Y E  
R   
Sbjct  428  
SDEDPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREYKVEATVGQPQVAYRESIRKSS  487

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             A      +      +  + + + P   GSG ++ S++  G + + F +    G++    
Sbjct  488  
EAEGKYIRQSGGKGQYGHVVVELEPGEAGSGFEFVSKIVGGAIPKEFISPAEQGMKEACN  547

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    G Y+   S+   F+    + +  A+K++   LLEP +   
+ 
Sbjct  548  
SGIIAGYPLIDVKVTLVDGSYHDVDSSEMAFKIAGSMAIRNAVKKASPVLLEPMMKVEVE  607

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+++L     D       IE           + ++P   +  Y TD+   T GR 
+   
Sbjct  608  
VPEDFLGDVIGDLNARRGNIEGMNTDDGLAKISADVPLAEMFGYATDIRSKTQGRGIFSM  667

Query  606  ELKGY  610
            E   Y
Sbjct  668  EFSHY  672



>WP_087228914.1 elongation factor G [Anaeromassilibacillus sp. 
An250]
 OUO76109.1 elongation factor G [Anaeromassilibacillus sp. An250]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 190/682 (28%), Positives = 315/682 (46%), Gaps = 
96/682 (14%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVNHKIGETHDGAATMDWMAQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    + +
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGSVTVFCAKGGVEPQSETVWRQAEEYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV------  158
             ++NK+D  G D  +VV+ ++++L  + +                    +K  V      
Sbjct  132  
AYVNKMDIMGADFYNVVKMMKERLKCNAVPIQLPIGSEDTFRGIIDLIDMKADVYYDDMG  191

Query  159  -SLSPEIVLEENTDI--EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +  E + E+  DI  E  +A++E+    +D+L+EKY++GE +++E++VR  ++     
Sbjct  192  
KDMRVEDIPEDMRDIAEEYHNALLEHVAEQDDELMEKYLSGEELTKEEIVRTIRKSTIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
            ++ PV  G++ K  G+Q L+DA+              G     GE+       S      
Sbjct  252  
TMVPVTCGTSYKNKGVQKLLDAIVDYMPAPTDIPAIRGTNPETGEEEDRHASDSEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTL--------
RLRDTVALAGREKLKITEMRIPSKGEIVR  304
             FK+       +  Y R+YSGTL         ++DT    GR    I +M    + 
+I  
Sbjct  312  AFKIATDPFVGKLCYFRVYSGTLSAGATVYNSVKDTNERIGR----
ILQMHANHRQDI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G+I   +   +    D L D          E P P++R  I PKT A +E
++  



Sbjct  366  -
DIVYAGDIAAAIGVKNTTTGDTLCDEKHPVILESMEFPEPVIRVAIEPKTKAGQEKMGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  425  
ALAKLAEEDPTFKAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYKET  484

Query  424  PLKAAS---------------
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              K A                  + I++ PNP     G      ++G  +  E    
+  
Sbjct  485  IRKLADVDTKYARQSGGKGQYGHVKIKIEPNP---EKGYEFVNATVGGAIPKE---
YIPA  538

Query  469  
LNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++Q  Q A+  G+       L G+NV D K+    G Y+   S+   F+    +  
++A+
Sbjct  539  VDQGIQGAMLSGV-------
LAGYNVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEAM  591

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++   +LEP +  ++  P++Y+     D       I+           T  +P   
+  
Sbjct  592  
KKADPVILEPIMKVVVTVPEDYMGDVIGDLNARRGMIQGMDAVSGAQQITAMVPLSEMFG  651

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y TD+   T GR     E   Y
Sbjct  652  YATDMRSKTQGRGQYTMEPDHY  673

>WP_024419398.1 elongation factor G [Streptococcus suis]
 KPA64356.1 elongation factor G [Streptococcus suis]
 CYU57648.1 elongation factor G [Streptococcus suis]
 CYW12917.1 elongation factor G [Streptococcus suis]
 CYV39932.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  



Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_061678372.1 MULTISPECIES: elongation factor G [Bacillus]
 KXY80589.1 elongation factor G [Bacillus wiedmannii]
 KZD66526.1 Translation elongation factor G [Bacillus cereus]
 OJE48554.1 translation elongation factor G [Bacillus sp. 0711P9-1]
 SMD67088.1 Elongation factor G [Bacillus cereus]
 PEW79709.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191



Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  



VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_100647413.1 elongation factor G [Campylobacter jejuni]
 PJQ72055.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
Length=691

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 317/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA---
LCGSVFKVEYTDCGQ-  263
                S+ P+  G+A K  G+QPL+DAV        E  +       G+   V+ TD 
G+ 
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEISVKSTDDGEF  308

Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G L        + ++K     ++ +M    + 
EI   



Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_057542258.1 GTP-binding protein [Paeniclostridium sordellii]
 CEN25708.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
 CEN30003.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
 CEN30817.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 254 bits (648),  Expect = 8e-72, Method: Compositional 
matrix adjust.



 Identities = 164/622 (26%), Positives = 304/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS  + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISCVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D++ +++ ++  LS ++     VSLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIEGLIEDIKISLSDNV-----VSLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTNSLIENIKKCNIYPILTGSALKNIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPS  298
                   L G ++KV+Y +   R  Y+++ SG L ++D +     E     KI  
+RI +
Sbjct  238  YNNEEDFL-
GKIYKVKYDNSKNRVTYMKVISGKLEVKDEIKYLKEENEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +    G++  L   +   + D L D +       R  + + + +  P L
++ +
Sbjct  297  
GIKFENINEVCSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMAPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470



                +  ++Y E    +     H E  P   ++ + L + PL+   GV ++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVNFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHIFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>WP_067194981.1 elongation factor G [Streptococcus sp. DD10]
 KXT72818.1 Translation elongation factor G [Streptococcus sp. DD10]
Length=692

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188



Query  165  -----VLEENTDIE-----------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVEQANEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDKEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---DTVYAGDI----
AAAVGLKDTTTGDSLTDEKSKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +   P   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAGTQARGFFKRQSGGKGQFGDVWIEFNPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVEAMANGVLAGFPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  



ILEPMMLVTVTVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLSEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_055342125.1 GTP-binding protein [Paeniclostridium sordellii]
 CEN78961.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
 CEQ04057.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 254 bits (648),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 164/622 (26%), Positives = 303/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIP  +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPIFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D+  +++ ++  LS  +I     SLS  +++ EN DI   + +I    
EN
Sbjct  125  FLNKIDREGCDIDGLIEDIKISLSDKVI-----SLSENLII-
ENGDIHLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWANSLIENIKKCNVYPILTGSALKDIGIKEFLEKFDYLTKTY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPS  298
                     G ++KV+Y D   R  Y+++ SG L ++D +     EK    KI  
+RI +
Sbjct  238  -
YNNEEDFLGKIYKVKYDDSKNRVTYIKVISGKLEVKDEIKYLKEEKEIVEKINGIRIYN  296



Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +    G+I  L   +   + D L D +       R  + + + + +P L
++ +
Sbjct  297  
GIKFENINEVCSGDICALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMVPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    + I  EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
VYSEDLNIKEVINIFKILTQEEPSLNIIWNEILREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   G++++S   +  
L+
Sbjct  417  INFGKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLKPLNANEGIKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGNQNLVKTHIFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFENPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G         GY+
Sbjct  595  PLELLSFTKGNGNISFVFDGYR  616

>WP_054324208.1 elongation factor G [Clostridia bacterium 
UC5.1-1E11]
Length=693

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 189/678 (28%), Positives = 316/678 (47%), Gaps = 
88/678 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RGITI +A 
T+  
Sbjct  12   



NIGIMAHIDAGKTTTTERILYYTGVNHKIGETHDGAATMDWMAQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    + +
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGSVTVFCAKGGVEPQSETVWRQAEEYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV------  158
             ++NK+D  G D  +VV+ ++++L  + +                    +K  V      
Sbjct  132  
AYVNKMDIMGADFYNVVKMMKERLKCNAVPIQLPIGSEDTFRGIIDLIDMKADVYYDDMG  191

Query  159  -SLSPEIVLEENTDI--EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +  E + E+  DI  E  +A++E+    +D+L+EKY++GE ++RE++VR  ++     
Sbjct  192  
KDMRVEDIPEDMVDIAEEYHNALLEHVAEQDDELMEKYLSGEELTREEIVRTIRKSTIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
            ++ PV  G++ K  G+Q L+DA+              G+    GE+              
Sbjct  252  
TMVPVTCGTSYKNKGVQKLLDAIIDYMPAPTDIPAIRGVNPETGEEEDRHASDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  Y R+YSGTL    TV  +     E++ +I +M    + +I   
D  
Sbjct  312  
AFKIAADPFVGKLCYFRVYSGTLSAGATVYNSVKDSNERIGRILQMHANHRQDI---DIV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P++R  I PKT A +E++  
AL +
Sbjct  369  
YAGDIAAAIGVKNTTTGDTLCDEKHPVILESMEFPEPVIRVAIEPKTKAGQEKMGIALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y E   
K 
Sbjct  429  
LAEEDPTFKAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETIRKL  488

Query  428  AS---------------
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            A                  + I++ PNP     G      ++G  +  E    +  
++Q 
Sbjct  489  ADVDTKYARQSGGKGQYGHVKIKIEPNP---EKGYEFVNATVGGAIPKE---
YIPAVDQG  542



Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
             Q A+  G+       L G+NV D K+    G Y+   S+   F+    +  ++A
+K++ 
Sbjct  543  IQGAMLSGV-------
LAGYNVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEAMKKAD  595

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +  ++  P++Y+     D       I+           T  +P   +  
Y TD
Sbjct  596  
PVILEPIMKVVVTVPEDYMGDVIGDLNARRGMIQGMDAVSGAQQITAMVPLSEMFGYATD  655

Query  593  LAFYTNGRSVCLTELKGY  610
            +   T GR     E   Y
Sbjct  656  MRSKTQGRGQYTMEPDHY  673

>WP_015123965.1 elongation factor G [Synechococcus sp. PCC 6312]
 AFY60421.1 translation elongation factor 2 (EF-2/EF-G) 
[Synechococcus sp. 
PCC 6312]
Length=691

 Score = 254 bits (650),  Expect = 8e-72, Method: Compositional 
matrix adjust.
 Identities = 184/698 (26%), Positives = 317/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
RIRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHDGNATTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKNYQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSPE  163
            P ++F+NK+D+ G +   V   + D+L A+ +                  + Q   
+  +
Sbjct  129  
PRIVFVNKMDRTGANFYKVYGQITDRLRANAVPIQLPIGAEDQFQGVVDLVHQKAYIYKD  188

Query  164  IVLEE--NTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



             + +E   T+I A              +AV E +D L+EKY+ GE ++  ++    
++  
Sbjct  189  
DLGKEILETEIPADMVDKAEEFRTKLVEAVAETDDVLMEKYLEGEELTEAEIKAGLRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P G         +  
L 
Sbjct  249  
IAGTIVPLICGSAFKNKGVQLLLDAVVDYLPSPLEVPAIQGTLPNGSIVERHADDTEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPFGRLTFVRVYSGVLKKGSYVLNATKGKKERISRLIVLKADDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +     + G+ +   +  + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGATLGLKDTFTGDTLCEDNAPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  LA+ DP  R  VDS T++ +++ +G + LE++   +  ++K+E  
+ +
Sbjct  415  
QDMEKLSKALQSLAEEDPTFRVSVDSETNQTVIAGMGELHLEILVDRMLREFKVEANIGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P++     I  +      +  + + +TP   GSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETVRKPVRTEGKFIR-
QSGGKGQYGHVVIELTPGEPGSGFEFVSKIVGGTVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ V D K+    G Y+   S+   F+    + ++ A
+ +S
Sbjct  534  
YVGPAEQGMKEACESGILAGYPVIDLKVTLVDGSYHDVDSSEMAFKIAGSMAIKDAVMKS  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       IE    +      T ++P   +  
Y T
Sbjct  594  
NPVLLEPMMKVEVEVPEDFLGTVMGDLISRRGQIEGQVAEGGLAKVTAKVPLERMFGYAT  653



Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  654  DIRSNTQGRGIFSMEFSHYEEVPRNVAEAIIAKNKGNA  691

>WP_044756315.1 elongation factor G [Streptococcus suis]
 CZA83157.1 elongation factor G [Streptococcus suis]
 CZA87263.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAVKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI



Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_100625448.1 elongation factor G [Campylobacter jejuni]
 PJQ58431.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
Length=691

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPILCGTAFKNKGVQPLLDAVVAYLPAPDEVVNIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481



             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_053373894.1 MULTISPECIES: elongation factor G [Bacillales]
 OBZ15242.1 translation elongation factor G [Bacillus sp. 
FJAT-26390]
Length=691

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 315/666 (47%), Gaps = 
62/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFFTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    + N
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             ++NK+D  G D  +V++ +R++L A+ +                          K    
Sbjct  132  
AYVNKMDIIGADFLNVIKDMRERLQANAVAIQIPIGAESDFVGVIDIVERVAYKYKDDTG  191



Query  160  LSP---EIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              P   EI  E     E    E  + V E +++L  KY+ GE I+  ++    ++ 
V + 
Sbjct  192  
KDPIQVEIPSEYADQVEELRTELIEKVAELDEELTMKYLEGEEITIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQG------
SAALCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  P+           GE+G      +       
Sbjct  252  
KIFPVIVGSSYRNKGVQLMLDAVVDYLPSPLDVPSIKGTLEDGEEGERPSSDTDPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L+    V       RE++ +I +M   ++ EI      
Y
Sbjct  312  FKIMTDPYVGRLTFFRVYSGILKSGSYVLNSTKGKRERIGRILQMHANARQEI---
SEVY  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D   +        P P++   I PKT A +++L  A
+++L
Sbjct  369  
AGDIAAAVGLKDTTTGDTLCDEKNIIILESMNFPEPVISVAIEPKTKADQDKLGIAISKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V Y E   
+AA
Sbjct  429  
AEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMFREFKVETNVGKPQVAYRETFREAA  488

Query  429  SHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +    +  +PL  GSG  +E++   G + + F   ++ GI   
++
Sbjct  489  
KVEGKFVRQSGGKGQFGHCWVEFSPLEPGSGFIFENKTVGGSIPREFIAPIQAGIEESMK  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K     G Y+   S+   F+    + L+ A ++    LLEP +   
+ 
Sbjct  549  
NGVIAGFPLVDVKAVVVDGSYHDVDSSEMAFKIAGSMALKAAKEKCKPVLLEPIMKVEVT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+             IE    +    +   ++P   +  Y T L   T GR 
V   
Sbjct  609  
VPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRSKVPLSEMFGYSTTLRSGTQGRGVFSM  668



Query  606  ELKGYQ  611
            EL  Y+
Sbjct  669  ELSHYE  674

>WP_039458084.1 elongation factor G [Thermus sp. 2.9]
 KHG65342.1 elongation factor G [Thermus sp. 2.9]
Length=691

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 196/666 (29%), Positives = 318/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGKIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  S E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLIETAADFDENIMLKYLEGEEPSEEELVAAIRKGTIDI  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE+          L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIRGTTPEGEEVEIHPDPDGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGT+     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTITSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373



Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +++L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVVLESIEIPEPVIDVAIEPKTKADQDKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
RP+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITRPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + +   PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKAEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNSRRGQILGMEPRGNAQVIRAYVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_014757921.1 MULTISPECIES: elongation factor G 
[Thermoanaerobacterium]
 AFK86024.1 translation elongation factor G [Thermoanaerobacterium 
saccharolyticum 
JW/SL-YS485]
 ETO39504.1 translation elongation factor G [Thermoanaerobacterium 
aotearoense 
SCUT27]
Length=689

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 317/671 (47%), Gaps = 
65/671 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCYWKDHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L+A+ +  Q                         
Sbjct  129  
PRLAYVNKMDIMGADFFNVIKMMKERLNANPVAIQLPIGKEDTFVGIIDLIKMRAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TVS   EI      L E    +  +AV E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTVSDEVEIPADLKDLAEEYREKLLEAVSEQDEVLMEKYLEGEEITEEEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  L  V  GS+ K  G+QP++DAV   L  PI                      
+   
Sbjct  249  
INNELVCVTCGSSYKNKGVQPMLDAVVRYLPSPIDIPSVKGMKLNSDEEIERKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLEAGSYVLNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D  +       E P P++R  I PKT A +++
+  A
Sbjct  366  
DKVYTGDIAAAVGLKDTTTGDTLCDENQPILLESMEFPEPVIRVAIEPKTKAAQDKMAVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   +  ++ +E  V +P V Y 
E  
Sbjct  426  



LQKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRMKREFNVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P++     I  +      +  + L + PL  G G Q+E+++  G + + +  +V  
G+
Sbjct  486  TKPVRVEGKFIR-
QSGGRGQYGHVWLEMEPLERGQGYQFENKIVGGVIPKEYIPSVDAGV  544

Query  482  RYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+ G + V D K+    G Y+   S+   F+    +  ++ +K+ G  
LLEP +
Sbjct  545  
QEAMENGILGGYEVVDVKVSLVDGSYHEVDSSDMAFKIAGSMAFKEGMKKGGAVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
EVEVVVPEEYMGDVMGDINSRRGRIEGMMDRAGAKVIRGMVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFSHYE  675

>PDH18310.1 elongation factor G [Pelagibacterales bacterium MED-G39]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 305/664 (46%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----
VSLS------------------  161
             F+NK+D+ G D    V  +RD+L A  ++ Q       SL+                  
Sbjct  132  



CFVNKLDRTGADFFRCVDMIRDRLGAKPLVLQVPIGAEASLTGVVDLVKMKAQVWKNEAL  191

Query  162  ---------PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE + E  E    E  +  +E ++KL+E Y+ G+ I  E L++  +    
+
Sbjct  192  
GAEWEYKDIPEDLKEICEKYRTELVETAVEQDEKLMEAYLNGDEIKEEDLIKCIRSGTLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS--
AALCGS----------------  252
             S  PV  GSA K  G+QPL+DAV        + GS      GS                
Sbjct  252  
FSFVPVLTGSAFKNKGVQPLLDAVVHYLPSPVDIGSIKGTKLGSEDEMEMKFDDNVPFSA  311

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    V  + +EK  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGSLTFIRIYSGTVKTGTAVFNSSKEKEERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILPSDSVRL---------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            G+IV L      +         N VL +P   P         P++   + PKT A 
+E++
Sbjct  372  GDIVALAGLKNTITGHTLCDEENSVLLEPMEFPD--------
PVIEIAVEPKTKADQEKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  424  
GEALGRLAKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYR  483

Query  422  ERPLKAAS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E  ++AAS   +T   +      +A + L V P   G G + ES++  G + + F   
V 
Sbjct  484  E-
TIEAASEVEYTHKKQSGGAGQFAKVKLLVEPQEAGKGREVESKIKGGAIPKEFIPGVE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI    + G+  G+ + D K+    GL++   S+   F   +    ++A  + G 
+LLE
Sbjct  543  
KGIETISDGGILAGFPMIDYKVTILDGLHHDVDSSVLAFELASRACFKEACTKGGLKLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       I T + + +  V T  +P   +  Y  +L   
+



Sbjct  603  
PVMRVEVVTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMS  662

Query  598  NGRS  601
             GR+
Sbjct  663  QGRA  666

>WP_073576472.1 elongation factor G [Pseudonocardia autotrophica]
 OJG05503.1 Elongation factor G [Pseudonocardia autotrophica]
Length=700

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 182/675 (27%), Positives = 323/675 (48%), Gaps = 
88/675 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGGATMDWMEEEQKRGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  72   
TCFWKNHQINIIDTPGHVDFTVEVERNLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ+++D+L+A                   D++  + +
+   
Sbjct  132  
PRICFVNKMDKLGADFYYTVQTIKDRLNATPLPLQIPIGSESDFIGVVDLVEMRALTWRG  191

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
+ 
Sbjct  192  
EVAKGEDYTVEEIPADLQAKAEEYRTALVEAVAETDDELMELYLGGEELTTEQIKTGIRA  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V + + +PV  GSA K  G+QP++DAV                          +P  
++
Sbjct  252  
LVTNRAAYPVLCGSAFKNKGVQPMLDAVIAYLPSPYDLPPVEGFLTDGETPATRKPSKDE  311

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304



              +AL    FK+       +  Y+R+YSG +        AG + +  T+ R    G
++ +
Sbjct  312  PFSALA---FKIAAHPFFGKLTYIRVYSGQV-------
AAGAQVINSTKDRKERIGKVFQ  361

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        D L DP           P P+++  + 
PK+ 
Sbjct  362  
MHSNKENPVDEAIAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSK  421

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  +  +D  T + I++ +G + LEV+   +   YK+E  
+ +
Sbjct  422  
ADQEKLSLAIQKLAEEDPTFQVSLDDETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGK  481

Query  416  PSVIYMERPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLN  470
            P V Y E   KA     +T   +   +  +A + + + PL+ G G   ++E++V+ 
G + 
Sbjct  482  
PQVAYRETIKKAVEKFEYTHKKQTGGSGQFARVIIKLEPLTSGDGALYEFENKVTGGRVP  541

Query  471  QSFQNAV----
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            + +  +V    +D ++YG++    G+ V   K+    G Y+   S+   F+    +  
++
Sbjct  542  REYIPSVDAGAQDAMQYGIQA---
GYPVVGVKLTLLDGQYHEVDSSEMAFKVAGSMAFKE  598

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A +++   +LEP ++  +  P++Y+     D       I+  + +    V    +P   
+
Sbjct  599  
AARKASPAILEPMMAVEVMTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKATVPLSEM  658

Query  587  QAYRTDLAFYTNGRS  601
              Y  DL   T GR+
Sbjct  659  FGYVGDLRSRTQGRA  673

>WP_094201702.1 elongation factor G [Oceanimonas doudoroffii]
 OXY80815.1 elongation factor G [Oceanimonas doudoroffii]
Length=697

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
66/670 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKSGETHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKGHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESGVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL--
SPEIVLEENTD  171
            IF+NK+D+ G D   VVQ  RD L+A+ ++           K  V L      + 
+E+ +
Sbjct  129  
IFVNKLDRLGADFLRVVQQTRDVLAANPVVMVLPIGREDEFKGVVDLLTRKAYIWDESGE  188

Query  172  IEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             E +                     ++ +E +D L+E Y+ GE  S E + R  ++  
+ 
Sbjct  189  
AENYTIEDVPADMVDQVEEYREMLVESAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI--------GE----
QGSAALC  250
             +LFP Y GSA K  G+Q ++DAV            QP+        GE    +  
A L 
Sbjct  249  
MALFPAYCGSAFKNKGMQLVLDAVNDFLPSPTEVDPQPLTDEEGNETGEFAIVEADAPLK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG ++  DT+   A    E++ ++ EM+   + E+   
D
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGRIKKGDTILNSATGKTERVGRMVEMQADERTEL---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  365  
SAQAGDIIAIIGMKNVQTGHTLCDPKAPCTLEAMVFPEPVISIAVAPKDKGGSEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R E D  + E IL  +G + L++   +L   Y +E +V EP V Y 
E   
Sbjct  425  



GKMVAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVELIVGEPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                 S+T   +   +  +  I   + P    +G+ ++S V  G + + F  A+  
G+  
Sbjct  485  
AQVEDSYTHKKQSGGSGQYGKIDYVIRPGEANTGLVFKSSVVGGNVPKEFWPAIEKGVAS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G + G+ V D +     G Y++  S+   F   A     Q+L ++  QLLEP 
+  
Sbjct  545  
MMKTGPIAGFPVLDIEFELTDGAYHAVDSSAIAFEIAAKGAFRQSLPKAKPQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+        V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKDQNAGVTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664

Query  603  CLTELKGYQA  612
               E   Y A
Sbjct  665  FSMEFSHYAA  674

>EDK21959.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
CG8486]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 313/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  71   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            



Sbjct  131  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  190

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  191  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  251  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  311  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  367

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  368  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  426

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  427  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  486

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  487  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  546

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  547  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  606

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   



T GR
Sbjct  607  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  666

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  667  ATYSMEFDHY  676

>KPK75066.1 elongation factor G [candidate division Zixibacteria 
bacterium 
SM23_73]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 189/677 (28%), Positives = 313/677 (46%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     G V+ G    D M  E++RGITI 
+A T
Sbjct  9    
KLRNIGIMAHIDAGKTTTTERILYYTGKTHRIGEVDDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI ++    GV+ Q+  ++    
+ ++
Sbjct  69   
TCFWQGYQINIIDTPGHVDFTVEVERSLRVLDGAIAILCGVGGVEPQSETVWRQADRYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G + +  V  ++++L A+ I              I   +++   
I  E
Sbjct  129  
PRIVFVNKMDRIGCNFKRAVTMLKERLGANAIPIQLPVHQKEKFSGIIDLINMQYRIYHE  188

Query  168  ENTDIEAWD--------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E+      D                    A+   +D+LLEK++ GE I  +++ +  
++ 
Sbjct  189  
ESLGATFEDLPIPPDFLDEAKKSREQLLEALTFYDDRLLEKFLNGELIHADEIKKALRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG------------------
EQGSAA  248
              D  +FPV  GSA +  GIQ L+DAV      P+                         
Sbjct  249  
TLDVKVFPVLCGSAFRNQGIQKLLDAVVDFLPSPLNILPVKGINPNKNKEEERIPSDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-



KITEMRIPSKGEIVR  304
             C   FK+       + +Y R+YSG L++   V  A    RE++ +I EM    +   
+ 
Sbjct  309  
FCALAFKITSDPYVGKLIYFRIYSGKLKVGSVVLNANTRVRERMGRILEMHANKR---LD  365

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRE  359
                + G+IV     +V L   +   T   +K          P P+    I P+T 
A ++
Sbjct  366  KQEVFTGDIVA----
AVGLRKTMTGHTLCDQKSPLVLEKMSFPEPVTSVAIEPRTKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L +AL++LA+ DP    +++  T + I+S +G + LEV+   +  ++ ++  + 
+P V 
Sbjct  422  
QLSEALSKLAEEDPTFSVKINQETGQTIISGMGELHLEVLVERMIREFGVKANIGKPQVA  481

Query  420  YMER---PLKAASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            Y E    P KA    I        + W  + L   PL  G G ++E     G L + 
F  
Sbjct  482  YKETITLPTKAEGKFIRQTGGKGQYGWVRVRLE--
PLPKGRGFEFEDATKGGSLPKEFIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V++GI   ++ G L G+ + D K     G Y+   ST   +R    +  ++A  +
+   
Sbjct  540  
PVKEGIAESMQNGVLAGYPMVDIKAVLLEGKYHEVDSTELAYRIAGSLAFQEAASKADPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +S  +  P++YL    +D       I     K D    +  +P   +  Y 
T L 
Sbjct  600  
LLEPVMSVEVTVPEQYLGDVINDLNSRRGNILGIHPKGDAQAISVVVPLSEMFGYATRLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR++   E   Y+
Sbjct  660  SLSQGRAIFTMEFDHYE  676

>WP_067064300.1 elongation factor G [Streptococcus pantholopis]
 AND80059.1 elongation factor G [Streptococcus pantholopis]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 313/673 (47%), Gaps = 
69/673 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAEEYREKLIEAVAETDEDLMLKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   +PV  GSA K  G+Q ++DAV              G+     E+ S         
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEESRPASDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V       RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGILESGSYVLNTTKGKRERIGRILQMHANSREEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                T Y G+I   +        D L D          E P P+++  + PK+ A 
++++
Sbjct  366  ---
QTVYSGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E ++ T E ++S +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  



GIALQKLAEEDPTFRVETNAETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQAHGFFKRQTGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L +A K +   
+LEP
Sbjct  543  
GLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALREAAKTAQPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_033153375.1 elongation factor G [Streptococcus equinus]
 SCW37739.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SDQ34074.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SDP05518.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SEN74825.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 318/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    



+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFSGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  MERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   KA  A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRKATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537



             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>EEL72892.1 Elongation factor G 2 [Bacillus cereus AH603]
Length=699

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYSNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  



AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEAIERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G +++++V  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKVVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>WP_050338009.1 GTP-binding protein [Lactobacillus pentosus]
 CCB81981.1 Elongation factor G [Lactobacillus pentosus MP-10]
 KRK25482.1 elongation factor g [Lactobacillus pentosus DSM 20314]



 PKX55245.1 GTP-binding protein [Lactobacillus pentosus]
Length=663

 Score = 254 bits (648),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 194/642 (30%), Positives = 300/642 (47%), Gaps = 
66/642 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G++AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGMIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + ++DTPGH+DF  +  + L+VLD AILVISA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLKYNNLDLTLLDTPGHVDFATQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLARYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK+D  G D   ++  V+  LS   +   TV  +            A + 
+  
Sbjct  121  
VPTIIFINKMDAPGTDTAHLMAQVQQTLSPGCVAFNTVEANATATESPTVPDAAMEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L  Y+    I  E +    QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDDVLADYLETGTIDDETIRHMIQRR----
EIFPCYFGAALKLTGVDDLMTGLDHWTLP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +A     VFK+ + + G+R  ++R+  G L  +D V  A     K+ ++RI 
S  
Sbjct  237  --KPAAAEFGAQVFKITHDEQGERLTWVRVTGGALHPKDVVLGA----
QKVNQLRIYSGT  290

Query  301  E-----IVRTDT---------
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--P  344
            +     +V   T          YPG+ +   +D                    + 
PL  P
Sbjct  291  KYETQSVVNAGTVCVITGLTKTYPGQGLGAAADG-------------------
QQPLMQP  331

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   + P++       L AL QL D DP L         E+ +  +G +QLEV+  
LL 



Sbjct  332  VLTYALDPQS-
EDLHACLTALRQLEDEDPQLHVTWSESLQELRVQVMGTIQLEVLQQLLK  390

Query  405  EKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++++L       S++Y E    P++   H       P   +A + L + P   GSG
+ + 
Sbjct  391  DRFQLTVQFGTGSILYQETITAPIEGVGH-----
FEPLRHYAEVHLLLEPAPRGSGLHFA  445

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  SL  L +++Q+ V   ++   ++G L G  +TD  +    G      S   
DFR   
Sbjct  446  
ADCSLEVLGRNWQHQVLSNLKAKTQRGVLVGAPLTDVNVTLISGRASIVHSVGGDFREAT  505

Query  521  PIVLEQAL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPK----
YCATIETAQVKK  572
               L Q L    +    QLLEP+  F L   Q+ + RA  D  +    + A +    
V  
Sbjct  506  
WRALRQGLMMLRQRGACQLLEPWYRFRLEVGQDQVGRAMTDIQRMNGEFDAPVANTSVAT  565

Query  573  DE---VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            D       TG  P   +Q Y   +  YT+G+      + GY+
Sbjct  566  DGTELTTITGVAPVAAMQDYSQTVRAYTHGQGQLECVVDGYR  607

>WP_016220410.1 GTP-binding protein [Dorea sp. 5-2]
 EOS78058.1 small GTP-binding protein domain protein [Dorea sp. 5-2]
Length=902

 Score = 258 bits (660),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 200/637 (31%), Positives = 304/637 (48%), Gaps = 
66/637 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I IG+LAHVDAGKTTL+ES+LY SG I E G V+      DT  LER RGITI 
+   
Sbjct  11   
KHICIGMLAHVDAGKTTLSESILYLSGKIRELGRVDHKNAYLDTHELERDRGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F     +  ++DTPGH+DF AE+ R+L +LD A+LVI+  DGVQ  TR L+  LR
+  I
Sbjct  71   
VFNLGERQATLLDTPGHVDFSAEMERTLQILDYAVLVINGTDGVQGHTRTLWSLLRRYRI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181



            P  +FINK+DQ G D   +++ V+  L    I            L          A
+ E 
Sbjct  131  PVFLFINKMDQKGTDRTRLLEEVKKNLDGACIAFDEEEEVLLEEL----------
AMCEE  180

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            N   LE+Y+  + +  + +V    R +     +P Y+GSA K  G+Q L++ + G 
+   
Sbjct  181  N--ALEEYLESQSLKEDTIV----RLIAARKAYPCYFGSALKVRGVQELLEGL-
GKYTIA  233

Query  242  G----EQGSAALCGS-VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-----
KLKI  291
            G    ++G+    G+ V+K+     G R  +LR+  GTL+++D +  +G E     
+ K+
Sbjct  234  GRMPAQEGAGNRFGARVYKISRDTQGNRLTHLRVTGGTLKVKD-
ILTSGAEAAEPWEEKV  292

Query  292  TEMRIPS--KGEIVRTDTA------------YPGEIVILPSDSVR--
LNDVLGDPTRLPR  335
             ++RI S  K E V+   A            +PGE +    +S    L  VL    
RLP 
Sbjct  293  
NQIRIYSGEKYEAVQEAEAGCVCAVTGLSRTFPGEGMGSAEESQAPILEPVLNYHLRLPE  352

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
                                    R+L  L QL + +P+LR   D    EI +  
+G VQ
Sbjct  353  -------------------
GCDVHRMLLHLRQLEEEEPMLRVMWDEELGEIYVQLMGAVQ  393

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
            +EV+ +L+ E++  E      +++Y E   + A    H E  P   +A + L + P   
G
Sbjct  394  IEVLQSLIRERFHTEVSFDTGNIVYKETIRERAEGVGHFE--
PLRHYAEVHLLLEPGKPG  451

Query  456  SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPA  514
            SG+  E+  S   L++++Q  V   +     +G L G  +TD KI    G  +   
+   
Sbjct  452  
SGLILEADCSEDKLDRNWQRLVLTHLAEKEHRGVLTGSAITDMKITLTAGRAHPKHTEGG  511

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR      + Q L ++G  LLEPY  + L  P E + RA +D  K        ++  
+ 
Sbjct  512  
DFRQATYRAVRQGLMQAGCILLEPYYEYRLELPSEMVGRAMNDIRKMSGECTQPEMTGEM  571



Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             V TG+ P   ++ Y+ ++  YT GR        GY+
Sbjct  572  SVLTGKAPVVNMRDYQVEVNSYTRGRGKLTCVFGGYE  608

>WP_050105611.1 elongation factor G [Streptococcus pneumoniae]
 CKJ29459.1 elongation factor G [Streptococcus pneumoniae]
 CKJ32586.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI



Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
                T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  A---TVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_025782819.1 elongation factor G [Sporosarcina sp. D27]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 189/682 (28%), Positives = 310/682 (45%), Gaps = 
66/682 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 



T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSP----  162
            +F+NK+D+ G D    V ++ D+L A+                   +++   +  P    
Sbjct  132  
VFVNKMDKTGADFLYSVGTLHDRLQANAHPIQLPIGAEDDFEAIIDLVEMKANFYPDDTG  191

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E   D E       +A+++ ++ L+EKY+ GE +S E+L    ++     
Sbjct  192  
MNVEVGEIPEEYRADAEKARERLVEAIVDFDEVLMEKYLGGEELSVEELKNAIRKATLAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
              +PV  G+A K  G+Q ++DAV                 P  EQ         A     
Sbjct  252  
EFYPVVCGTAFKNKGVQLVLDAVIDYLPAPTDLPPMMGINPETEQEEERKASDEAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L+    +  + ++K     +I +M    + EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGVLQSGSYIKNSSKDKRERVGRILQMHANHREEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + GEI   +        D L D   L      E P P++   I PKT A ++++  
AL +
Sbjct  369  
HAGEIAAAVGLKDTGTGDTLCDDKALIILESMEFPEPVISVAIEPKTKADQDKMGQALGK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L + DP  R   D  T E+I++ +G + L+++   L  ++K+E  V  P V Y E   
K 
Sbjct  429  
LQEEDPTFRAHTDQETGEVIIAGMGELHLDIIVDRLKREFKVEANVGAPQVSYRETFRKG  488

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A        +      +  + +   P   G+G ++++ +  G + + +  A+  G
+R  L
Sbjct  489  



AEVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFKNNIVGGVVPREYIPAIEAGVRDSL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S    F+  A + L+ A+ +    LLEP +   
+
Sbjct  549  
NNGVLAGYPLIDIKARLFDGSYHDVDSNEMAFKIAASMALKNAVSKCDPVLLEPTMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P EY+     D       +E    + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
IIPDEYMGDIMGDITSRRGRVEGMDARGNAQVVRAMVPLAEMFGYATSLRSNTQGRGVFS  668

Query  605  TELKGYQ---AAVGQPVIQPRR  623
                 Y+    ++ + VI+  +
Sbjct  669  MTFDHYEEVPKSIAEEVIKKNK  690

>WP_091543805.1 GTP-binding protein [Alkaliphilus peptidifermentans]
 SCY77390.1 small GTP-binding protein domain-containing protein 
[Alkaliphilus 
peptidifermentans DSM 18978]
Length=885

 Score = 258 bits (660),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 185/625 (30%), Positives = 303/625 (48%), Gaps = 
46/625 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I   G V+      DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESMLYLSGKIRNLGRVDNKDAYLDTYELEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEIEERQITLIDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRMLELYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +F+NK+DQ G D   +++ +R +L    I         E    E  D   +D 
+  
Sbjct  121  IPTFLFVNKMDQNGTDKDKLMKELRKQLDDRCI---------EFGQGETADF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---  237



             ++ ++E Y+  E I     + + +R +++  +FP ++GSA K  GI+  M  +      
Sbjct  170  CDEIMMEAYLEVEHIE----
IVQIKRAIKERKVFPSFFGSALKLEGIEEFMKGIVKYASV  225

Query  238  -
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             + P            +FK+     G R  +++L  G+L+++D V   G  + KI 
++RI
Sbjct  226  PYYP------NEFGAKIFKIARDQQGTRLTFMKLTGGSLKVKD-
VLTNGVWQEKINQIRI  278

Query  297  PSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             S  +    +    G +  +       P + + + +   +    P   ++          
Sbjct  279  
YSGQKFEAVNEIEAGSVFAVIGLSKTKPGEGLGIEEASEEAILEPVLSYQ---------I  329

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P     R  +L  L ++ +  P LR   D    EI   F+G VQ+E++ +L+  
+Y +
Sbjct  330  ILPPDCTPR-
MMLPKLHEIEEEVPELRIVWDEELQEIQAQFMGEVQIEILQSLIDSRYGV  388

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +  +    ++Y E          H E  P   +A + L + P   GSG+ +    S   
L
Sbjct  389  QVTLDAGRILYKETIGNIVEGVGHFE--
PLRHYAEVHLLLEPGEGGSGLVFGVECSEDIL  446

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +++Q  +   ++    +G L G  +TD KI    G  ++  +   DFR      + 
Q L
Sbjct  447  
TKNWQRLILSHLKEKTHKGVLTGSPITDMKITLVSGRAHNEHTEGGDFREATYRAVRQGL  506

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            KE+ + LLEPY +F L  P++ + RA  D  K   T E ++   + V+  G  P   
++ 
Sbjct  507  
KEAESILLEPYYTFQLELPEKMVGRAMTDIEKMHGTYEISKRYGEIVILVGSAPVVTMRN  566

Query  589  YRTDLAFYTNGRSVCLTELKGYQAA  613
            Y+ ++A Y+ G+      LKGY+A 
Sbjct  567  YQKEVAAYSKGQGRLFCSLKGYEAC  591

>WP_104708270.1 elongation factor G [Helicobacter ailurogastricus]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 



matrix adjust.
 Identities = 186/690 (27%), Positives = 317/690 (46%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   +R++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIRERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V E  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYEVQEIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVVDIKGVDPKSEEEIHVQSSDEGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                Y GEI       V L D L   T    K        E P P++   + PKT 
A +E
Sbjct  367  -KEVYAGEICAF----
VGLKDTLTGDTLCSEKNPVILERMEFPEPVIHIAVEPKTKADQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419



            ++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  V 
+P V 
Sbjct  422  
KMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQPQVA  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + E  R      H    +      +  + + + P   G+G ++ + +S G + + +  
AV
Sbjct  482  
FRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + +   
LL
Sbjct  542  
DKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL   
Sbjct  602  
EPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDLRSA  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR     E   Y    A + + +++ R+
Sbjct  662  TQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_078385506.1 elongation factor G [Bacillus cereus]
 OPA12481.1 translation elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_073197409.1 elongation factor G [Caloranaerobacter azorensis]
 SHH76443.1 elongation factor G [Caloranaerobacter azorensis DSM 
13643]
Length=702

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 315/672 (47%), Gaps = 
63/672 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  22   
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  81

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  82   
TCFWREHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYNV  141

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D    V+ ++D+L A+ +              I   V+++  
I  +
Sbjct  142  
PRIAFVNKMDIMGADFFRAVEMMKDRLGANAVPIQLPIGKEDTFVGIVDLVNMNARIYKD  201

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI             +  +A+ E +++L+ KY+ GE ++ E+++   
++  
Sbjct  202  
DLGKEIEVTDIPDEIRDLAEEYREKLLEAIAEQDEELMMKYLEGEELTTEEIISAIRKAT  261

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +  + PV  GSA K  G+Q L+DAV                +P  ++            
Sbjct  262  
INVDIVPVLCGSAYKNKGVQMLLDAVVDYLPSPVDLPAVKGMKPNSDEEIERKASDDEPF  321

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305



                FK+       +  + R+YSG LR    V  + + K     +I +M    + 
EI   
Sbjct  322  
SALAFKIMADPYVGKLAFFRVYSGVLRSGSYVLNSTKGKKERIGRILQMHANKREEI---  378

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   S    D L D          E P P++   I PKT A +E+
+  A
Sbjct  379  
SEVYAGDIAAAVGLKSTITGDTLCDENAPIVLESMEFPEPVISVAIEPKTKAGQEKMAIA  438

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  439  
LAKLAEEDPTFRTYTDQETGQTIISGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETI  498

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + + P   G+G ++ +++  G + + +  AV  
GI+
Sbjct  499  
TKAVDVEGKFVRQSGGRGQYGHVKIKMEPKERGTGYEFVNQIVGGVIPKEYIPAVDAGIQ  558

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ V D K+    G Y+   S+   F+    +  ++ +K+    
LLEP + 
Sbjct  559  
EAMLNGVLGGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEGMKKGNPVLLEPIMK  618

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  619  
VEVVVPEEYMGDVMGDINSRRGRVEGMESRSGAQVIRGYVPLAEMFGYATDLRSKTQGRG  678

Query  602  VCLTELKGYQAA  613
              + +   Y+ A
Sbjct  679  TYVMQFSHYEPA  690

>WP_050230042.1 elongation factor G [Streptococcus pneumoniae]
 CNA59237.1 elongation factor G [Streptococcus pneumoniae]
 CMW60070.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA  V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAGTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 



Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>OUV44660.1 elongation factor G [Candidatus Pelagibacter sp. 
TMED118]
Length=691

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 181/663 (27%), Positives = 309/663 (47%), Gaps = 
74/663 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-VSLSPEI-----------
VLEENTDI  172



             F+NK+D+ G D    V+ ++D+L A  ++ Q  V +   +           ++ 
+N D+
Sbjct  132  
CFVNKLDRTGADFFRCVEMIKDRLGAKPLVMQIPVGIEASLKGVVDLVKMKAIIWKNEDL  191

Query  173  -EAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              AW+ V                     +E ++ L+EKY+ GE IS   L++  ++   
+
Sbjct  192  
GAAWEEVEIPSELQEISNKYRQELVENAVEQDENLMEKYLNGEEISEVDLIKCVRKGCLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGE-QGSA---------------
ALCG  251
                PV  GSA K  G+QPL+DAV       + IG  +GS                    
Sbjct  252  
FDFVPVLTGSAFKNKGVQPLLDAVVNYLPSPEDIGSIEGSKPDSEEKLLMKFDDKEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    +    +++  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGSLTFIRIYSGTVKSGTAIYNTSKDREERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILP---------
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            G+IV L          + + + N VL +P   P         P++   + PKT   
+E++
Sbjct  372  GDIVALXGLKNTITGHTLANKENPVLLEPMEFPD--------
PVIEIAVEPKTKGDQEKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  +  P 
V Y 
Sbjct  424  
GEALGRLAKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANIGAPQVAYR  483

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  +K+A   +T   +      +A + L V PL  G G + E+++  G + + F   
V  
Sbjct  484  
ETIMKSAEFDYTHKKQSGGAGQFARVKLIVEPLDPGKGREIENKIKGGAIPKEFIPGVEK  543

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+    + G+  G+ + D K+    GL++   S+   F   +    ++A  +   
+LLEP
Sbjct  544  
GVETVADSGILAGFPIIDYKVTIVDGLHHDVDSSVLAFELASRQCFKEACSKGNLKLLEP  603

Query  539  



YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++Y+     D       I T + + +  V T  +P   +  Y  +L   
+ 
Sbjct  604  
IMRVEVVTPEDYMGDVIGDLNSRRGQINTQEQRGNATVITAMVPLANMFGYINNLRSMSQ  663

Query  599  GRS  601
            GR+
Sbjct  664  GRA  666

>PMP69921.1 elongation factor G [Mesoaciditoga sp.]
 PMP79919.1 elongation factor G [Mesoaciditoga sp.]
Length=689

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 309/670 (46%), Gaps = 
66/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ SG     G+V+ G T TD M  ER+RGITI 
+A  
Sbjct  10   
KLRNIGIMAHIDAGKTTTTERILFYSGKKHAMGNVDDGNTTTDWMVQERERGITITSASI  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            SF W     N++DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K  +
Sbjct  70   
SFDWKGYHFNLIDTPGHVDFTIEVERSLRVLDGAIAVFDASAGVEPQSETVWRQASKYKV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+S+ DKL A                   DII  + +    
Sbjct  130  
PRIAFMNKMDKMGADFDMAVKSMIDKLGAKPLVIQYPIGSESSFEGVVDIINMKAIRWVD  189

Query  163  EI---------------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E+                +EE  D E  + + + +D++L+ Y+ GE I  EK+    
++ 
Sbjct  190  ELGTKMEYSEVPANLVDKVEELRD-
ELMNQLADIDDEILQMYLDGENIPVEKIKSVIRKG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTG--------
LFQPIGEQGS  246
              +   FPV  GS+ +  G+QPL+DA             V+G        +  P  
++  
Sbjct  249  
TIETKFFPVLCGSSFRNKGVQPLIDAAMDYLPSPLDLPPVSGKDLDGNDVVRSPSPDEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSKGEIVRT  305
             AL   +    Y     +  YLR+YSG L     V  +  R K +I+ +      +    
Sbjct  309  TALAFKILSDPYV---
GKLTYLRIYSGVLEKGSYVYNSTKRTKERISRILQMFADKREDL  365

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A PG+IV      V      L D          + P P++   + P++    +
+L DA
Sbjct  366  
DYAGPGDIVACIGLRVTTTGHTLCDEAHPIVLESLDIPDPVISIAVEPQSKDDEQKLKDA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L++L D DP  R  VD  + E IL+ +G + LE++   L  ++ ++T + +P V Y 
E  
Sbjct  426  
LSKLMDEDPTFRVSVDQESGETILAGMGELHLEIIIDRLLREFNVKTQIGKPQVAYRETI  485

Query  424  --
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P+ A    I  +      +  + +   PL  G G  +E+++  G + + +  AV 
+G+
Sbjct  486  SVPVDAEGKYIR-
QSGGRGQYGHVRIKFEPLERGKGFVFENKIVGGIIPKEYIPAVEEGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L  G L G+ V D K     G Y+   S+   F+    +  ++AL +   +L
+EP +
Sbjct  545  
KEALSSGSLGGYPVVDIKASLYDGSYHEVDSSEIAFKIAGSLATKEALAKGKPKLMEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D     A I     + +  +    +P   +  Y T L   
+ GR
Sbjct  605  
ELEITTPTEYMGDVVADLNSKRAQITGFDTRGNARIIKALVPLGELFGYATVLRSLSQGR  664

Query  601  SVCLTELKGY  610
            +V   +   Y
Sbjct  665  AVYTMKFSHY  674

>WP_064783202.1 MULTISPECIES: elongation factor G [Staphylococcus]
 ANK38292.1 elongation factor G [Staphylococcus sp. AntiMn-1]
 OIS53308.1 elongation factor G [Staphylococcus equorum]
 OIS55017.1 elongation factor G [Staphylococcus equorum]
Length=696

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.



 Identities = 186/690 (27%), Positives = 320/690 (46%), Gaps = 
75/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKMGANFEYAVSTIHDRLQANAQPIQLPIGAEDQFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA  A+IE    +ND+L+EKY+A E IS  +L    ++   
D 
Sbjct  192  
TEIDEIEIPEDHKERAEEARSALIEAVAESNDELMEKYLADEDISVAELKDAIRQATNDI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADDPEEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSG +     V       RE++ ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGHMSSGSYVKNSTKGKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTATGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 



Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               ++A        +      +  + +   P   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKQSAQVQGKFARQSGGRGQYGDVKIEFAPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCNPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            R         Y     +V + +I+    NS
Sbjct  665  RGTYTMYFDHYAEVPKSVAEEIIKKNSGNS  694

>WP_002159606.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]
 EJR01204.1 elongation factor G [Bacillus cereus MC67]
 EOP13672.1 elongation factor G [Bacillus cereus MC118]
 EOP76887.1 elongation factor G [Bacillus cereus VD118]
 SCB75662.1 Elongation factor G [Bacillus mycoides]
 SCB66173.1 Elongation factor G [Bacillus mycoides]
 OOR24356.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYANDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G +++++V  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKVVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_002204575.1 elongation factor G [Bacillus cereus]
 EJQ70787.1 elongation factor G [Bacillus cereus HuA4-10]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYANDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249



              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G +++++V  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKVVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_068758759.1 GTP-binding protein [Turicibacter sp. H121]
 AMC07528.1 elongation factor G [Turicibacter sp. H121]



Length=658

 Score = 254 bits (648),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 179/611 (29%), Positives = 303/611 (50%), Gaps = 
23/611 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVD+GKT+L E +LY + AI   G V+   T  D   +E+QRGIT+     
SF++
Sbjct  5    
IGLFAHVDSGKTSLAEQILYETNAIRTKGRVDHQNTFLDHHSIEKQRGITVFTEQASFKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R++ VLD AI++I+  +GVQ+ T  +   L++ 
+IP V 
Sbjct  65   
NGSIYYLLDTPGHIDFSSEMERAIKVLDYAIVIINGFEGVQSHTETIVDCLKQYHIPMVF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ GVD++ V+  +R  L  + I      L  E+ L E   IE  + + E 
N+ L
Sbjct  125  FINKVDREGVDIERVLTQLRLNLGVNPIY-----LPNELDLSE-
LPIEIIEQLAELNEDL  178

Query  186  LEKYIAGEPISREKLVR-
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            L+ ++  +  S+  L   ++Q R+Q+  + PV+ GSA K +GI   +     L +   
++
Sbjct  179  LDYFLENKRDSQFWLTTFKQQIRMQN--
ICPVFSGSALKNIGITSFLKQFDELTETTYDR  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-
AGREKLKITEMRIPSKGEIV  303
             +A   G V+K+ Y + G R  YL++ SG L ++D++   A  E  K+ ++R     
+  
Sbjct  237  -
TAPFKGRVYKIRYDEKGDRITYLKVLSGNLAVKDSIKTSATEEGEKVNQIRYYQGKKFE  295

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRER  360
             T  A  GE++ +          ++G   +      RE+ L  P++R ++    +   
+ 
Sbjct  296  TTPIAQAGELIGVTGLTHTMAGQIIGHEVK------
REEVLLQPVMRVSVLYPQSLNAKD  349

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L    +L D DP+L    + +T  I +S +G +QLEV+  ++ E++ L        
VIY
Sbjct  350  



VLAIFKKLEDEDPMLLVLWNEVTQSIDVSVMGSIQLEVLKEIVQERFDLSIEFSPRKVIY  409

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E        + H E  P   +A + L + P   GSGV +ES  S   L  S Q  
+   
Sbjct  410  QETITNQVIGSGHYE--
PLKHYAEVHLQLEPGQRGSGVTFESVCSTEELELSHQKLIETH  467

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G ++TD  I    G  +   ++  DFR      + Q L+++   
LLEPY
Sbjct  468  
IFEKTHLGILTGSSLTDVHIKLITGRAHQKHTSGGDFREATYRAIRQGLEQAKNLLLEPY  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +       + + R   D  K     E   +++++ + TG +P      Y ++   
YT G
Sbjct  528  
YTVKFEVEMDLMGRILTDLKKMSGKFENPIIQENKCLITGTVPVATFMDYPSEFLSYTKG  587

Query  600  RSVCLTELKGY  610
                   + GY
Sbjct  588  AGRISLNVAGY  598

>WP_033521145.1 elongation factor G [Bifidobacterium bohemicum]
 KFI45419.1 elongation factor G [Bifidobacterium bohemicum DSM 
22767]
 SCB73335.1 translation elongation factor 2 (EF-2/EF-G) 
[Bifidobacterium 
bohemicum]
Length=709

 Score = 255 bits (651),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 195/703 (28%), Positives = 325/703 (46%), Gaps = 
87/703 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +L+ +G   + G   +G +  D M  E++RGITIQ
+A T
Sbjct  11   
EVRNIGIMAHIDAGKTTCTERILFYTGKNYKIGETHEGASTMDFMAQEKERGITIQSAAT  70

Query  62   SFQWHR--------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            +  W+R         ++NI+DTPGH+DF AEV RSL VLDGAI V   K+GV+ Q+  
++
Sbjct  71   
TCFWNRQTHDTDKKFQINIIDTPGHVDFTAEVERSLRVLDGAIAVFDGKEGVEPQSETVW  130



Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------TVS  159
                K  +P + FINK+D+ G D    V +++ KL A  ++ Q               
+ 
Sbjct  131  
RQADKYGVPRICFINKMDKLGADFYYSVDTIKQKLGATPLVLQLPIGAEDTFTGMVDLIR  190

Query  160  LSPEIVLEENTDIEA----------------------
WDAVIENNDKLLEKYIAGEPISR  197
            +   +  +  TD+ A                       D V E ND+  EKY+    
++ 
Sbjct  191  
MKAYVWKDVTTDLGAHYETVDIPDELKERAEEYHATLMDQVAEANDEFTEKYLEAGELTE  250

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQ-  244
            E+L +  +        +PV  GSA K  GIQPL+DAV               F+P  
E  
Sbjct  251  
EELRQGIRELTISRRAYPVLCGSAFKDKGIQPLLDAVVDYLPSPEDVPAIAGFKPGDESV  310

Query  245  -------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                           VFK+       + V++R+YSG+++  D+V  + + K     
KI +
Sbjct  311  
EIDRKPTTDDPFAALVFKISTHPFYGKLVFVRVYSGSIQPGDSVLDSTKGKKERVGKIFQ  370

Query  294  MRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTT  349
            M    +  +   D A  G I  L    +V   D L D   P  L    +   P P+
+   
Sbjct  371  MHADKENPV---DAAEAGNIYTLVGLKNVSTGDTLCDDKAPISLESMTF---
PDPVIEVA  424

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT A +E++  AL +LAD DP  + + D  + + ++S +G +QL+++   +  
++K+
Sbjct  425  
VEPKTKADQEKMSIALAKLADEDPTFQVKTDEESGQTLISGMGELQLDIIVDRMRREFKV  484

Query  410  ETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--SRV  464
            E  V  P V Y E   +P+    +T   +   +  +A + ++  PL    G  YE  
+ V
Sbjct  485  
ECNVGNPQVAYRETIRKPVMNLEYTHKKQTGGSGQFAKVLMNFEPLDPAEGKDYEFVNEV  544

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            + G++ + F  ++  G++  +E G L G+ V   K     G  +   S+   F+    
+ 



Sbjct  545  
TGGHITKEFIPSIDAGVQEAMESGVLAGFPVVGVKATVTDGQIHDVDSSELAFKIAGSMA  604

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
             + A  ++   +LEP ++  +  P+EY+     D       I   +      V   
++P 
Sbjct  605  
FKTAAPKAKPVILEPIMAVEVRTPEEYMGDVMGDLNSRRGNITEMKDATGVKVIEAKVPL  664

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
              +  Y  DL   T GR++   ++  Y     AV   +I+ +R
Sbjct  665  SEMFGYIGDLRSKTQGRAMFTMQMDSYSEVPKAVSDEIIKAQR  707

>WP_105138339.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPADMLEMAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      



E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DVVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_042473637.1 elongation factor G [Vibrio maritimus]
 GAL19704.1 translation elongation factor G paralog [Vibrio 
maritimus]



Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 194/693 (28%), Positives = 322/693 (46%), Gaps = 
72/693 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A+ +++   +    + V               
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGANPLVMTLPIGREDDFVGVVDVLTRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
SGLPENYEIQDVPADMVDDLEAYREELVETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGE----QGS  246
             +D + FP + GSA K  G+Q ++DAV                     +P GE       
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDAD  305

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            A L    FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  APLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMCEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVSPKDKGSTEKM  421



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +A I   + P    SG  + S V  G + + F  
AV 
Sbjct  482  ETITQPVE-
DSYTHKKQSGGSGQFAKIDYRIKPGEPNSGFTFSSSVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    ++ G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLE
Sbjct  541  
KGFESMMDNGVLAGFPTLDVEVELFDGSFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++++     D  +    I+  Q     V     +P   +  Y   L   
T
Sbjct  601  
PIMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKANVPLSEMFGYIGHLRTIT  660

Query  598  NGRSVCLTELKGYQAA---VGQPVIQPRRPNSR  627
            +GR     E + Y A    V + VI   + +++
Sbjct  661  SGRGQFSMEFEHYSACPANVAEEVIAKAKEDNK  693

>WP_024389892.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERYASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   



Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_053945301.1 elongation factor G [Helicobacter ailurogastricus]
 CRF52489.1 Translation elongation factor G [Helicobacter 
ailurogastricus]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 187/690 (27%), Positives = 319/690 (46%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIKERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V E  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYDVQEIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------



GSAA-  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+      G 
A  
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEVHVQSGDAGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                Y GEI       V L D L   T    K        E P P++   + PKT 
A +E
Sbjct  367  -KEVYAGEICAF----
VGLKDTLTGDTLCSEKNPVILERMEFPEPVIHIAVEPKTKADQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  V 
+P V 
Sbjct  422  
KMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQPQVA  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + E  R      H    +      +  + + + P   G+G ++ + +S G + + +  
AV
Sbjct  482  
FRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + +   
LL
Sbjct  542  
DKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL   
Sbjct  602  
EPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDLRSA  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR     E   Y    A + + +++ R+
Sbjct  662  TQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_103580605.1 elongation factor G [Campylobacter concisus]



Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 188/682 (28%), Positives = 315/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPTEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D+    GR       ++ 
+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676

>WP_088841067.1 elongation factor G [Streptococcus pneumoniae]
 SNK96055.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA  V+ ++ GV+ QT  ++    
+  +



Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAGTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_067102864.1 elongation factor G [Streptococcus sp. DD13]
 KXT77895.1 Translation elongation factor G [Streptococcus sp. DD13]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 316/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRQAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+       
+   
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGVNPDTDEEETRPASDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTVTVPEENLGDVMGHVTARRGRVDGMEAHGSSQIVRAYVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675



>WP_054366279.1 elongation factor G [Streptococcus pneumoniae]
 CTM00058.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357



               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPTMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_104850488.1 elongation factor G [Bacillaceae bacterium EAG3]
 PQD94163.1 elongation factor G [Bacillaceae bacterium EAG3]
Length=692

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 313/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V+++ ++L A+     + I         I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLQANAHPIQLPIGAEDDFEAIIDLVEMNAVFYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++L+EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDIEVREIPEEHMPLAEEYREKLIEAVAEIDEELMEKYLGGEEITKEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCGS  252
              +PV  GSA K  G+Q ++DAV   L  P+                      S      
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDSDEVVERHSDDSEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI +    
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLNAGSYVQNSTKGKRERVGRILQMHANSRQEISQV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P++  +I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMEFPEPVISLSIEPKSKADQDKMST  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAHTDQETGQTIIEGMGELHLDILVDRMRREFKVEANVGAPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +  AV
+ G+
Sbjct  485  
FRGTAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGL  544

Query  482  RYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L++G+  G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  545  
EDALDRGVVAGYPLIDIKAKLFDGSYHDVDSSEMAFKVAASMALKNAASKCNPVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            S  +  P+EY+     +       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
SVEVVIPEEYMGDIMGNITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATTLRSNTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVFSMTFDHYE  675

>WP_007146546.1 elongation factor G [Methylophaga 
aminisulfidivorans]
 EGL53296.1 translation elongation factor [Methylophaga 
aminisulfidivorans 
MP]
Length=696

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 313/670 (47%), Gaps = 
64/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ
+A T
Sbjct  7    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHEGESTMDFMDQEAERGITIQSAAT  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  67   
TCAWKGYRLNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
              +I++NK+D+ G D   VV+ V D L+A  ++           K  V L          
Sbjct  127  
SRLIYVNKLDRMGADFYRVVKQVEDVLAATPLVMVLPIGIEDEFKGVVDLLTRKAWYWPD  186

Query  161  --SPE-IVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               PE   +EE        IE W     +  +E +D L+EKY+ GE  S ++L +  
++ 



Sbjct  187  
EKDPENYSIEEPPAEMADQIEEWREKLIETAVEQDDDLMEKYLEGEEPSIDELKKCIRKG  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP--------
IGEQGSAALCG  251
              + + FP Y GS+ K  G+Q ++DAV            QP         G+  +  
+ G
Sbjct  247  
TLELAFFPTYCGSSFKNKGLQLVLDAVVDYLPDPTEVDPQPEVDLEGNETGKVATVDING  306

Query  252  SVFKVEYTDCGQR---RVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVR  304
             +  + +     R     ++RLYSG +R  DT+     G+ +   ++ EM    + 
E+  
Sbjct  307  
PLRALAFKIMDDRFGALTFVRLYSGEIRKGDTILNTFTGKTERVGRMVEMHANDRNEL--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A+ G+I+ I+    V+    L DP           P P++   IAPK     E
+L  
Sbjct  365  -
DYAHAGDIIAIVGMKDVQTGHTLCDPKNAATLEPMVFPDPVISIAIAPKDKGAAEKLGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL ++   DP  R E D  + E I+  +G + L++   +L   + ++ +V EP V 
Y E 
Sbjct  424  
ALGKMIKEDPSFRVETDEDSGETIMKGMGELHLDIKVDILKRTHGVDVIVGEPQVAYRET  483

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +    S+T   +   +  +  I   + P   GSG  +ES V+ G + + F  AV  
G 
Sbjct  484  
ITQRVEDSYTHKKQSGGSGQFGRIDYIIEPGEPGSGFAFESTVTGGTVPREFWPAVEGGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  + +G L G+ + D K+    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KKMMGRGVLAGFPLLDVKVNLFDGSFHAVDSSAIAFELAAMGGFRQSIPKAGPQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++ +     D  +    I++       V    E+P   +  Y   L   
T+GR
Sbjct  604  
KVDVFTPEDNVGDVIGDLNRRRGMIKSQDAGATGVRIKAEVPLSEMFGYIGSLRTMTSGR  663

Query  601  SVCLTELKGY  610
                 E   Y



Sbjct  664  GQFSMEFLHY  673

>GAF25699.1 translation elongation factors [Moorella thermoacetica 
Y72]
Length=704

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 308/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  21   
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHDGNATMDWMIQEQERGITITSAAT  80

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  81   
TCFWRNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  140

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    V+ + ++L A                   D+I  + +  
+ 
Sbjct  141  
PRIAYINKMDRVGADFFRGVRMIAERLGANPVPIQLPIGAEDSFQGMVDLINMKAIYYTD  200

Query  163  EI---VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
            E+   + EE    E  D V E  +KLLE           KY+ GE ++ E++    
++  
Sbjct  201  
ELGTTLDEEPIPAEMEDLVQEYREKLLEAVAESDEELMIKYLEGEELTPEEIKAGIRKAT  260

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DA+              G+    G++       
+   
Sbjct  261  
IAVKMVPVLCGSSFKNKGVQPLLDAIVDFLPAPTDVPAIQGVDPETGDEDERHSSDNEPF  320

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V       RE++ +I  M    + 
EI   
Sbjct  321  
AALAFKIMADPYVGKLTFFRVYSGTLKSGSYVYNSTKGRRERIGRILRMHANHREEI---  377



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+I   +        D L D          E P P++   I PKT A +E+
+  A
Sbjct  378  
DEAYAGDIAAAVGLKETTTGDTLCDEQHPIVLEAMEFPEPVISVAIEPKTKADQEKMSIA  437

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+   V  P V Y 
E  
Sbjct  438  
LQKLAEEDPTFRMYTDQETGQTIISGMGELHLEIIVDRLLREFKVGAKVGRPQVAYKETI  497

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP+KA    I  +   +  +  + + + P   G G ++ +++  G + + +  AV  
GI
Sbjct  498  RRPVKAEGKFIR-
QTGGHGQYGHVIIEIEPQEPGKGYEFVNKIVGGVIPKEYIPAVDAGI  556

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ V D +     G Y+   S+   F+    +  + A K++   
LLEP +
Sbjct  557  
QEAMANGVLAGYPVVDVRATLVDGSYHEVDSSEMAFKIAGSLAFKDAAKKAQPVLLEPVM  616

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  617  
RVEVVVPDEYMGDVIGDLNSRRGRVEGMEPRAGAQVIRAHVPLAEMFGYATDLRSRTQGR  676

Query  601  SVCLTELKGYQ  611
               + +   Y+
Sbjct  677  GTYVMQFDHYE  687

>WP_085533004.1 elongation factor G [Anaeromassilibacillus sp. 
Marseille-P3371]
Length=693

 Score = 254 bits (650),  Expect = 9e-72, Method: Compositional 
matrix adjust.
 Identities = 189/678 (28%), Positives = 316/678 (47%), Gaps = 
88/678 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RGITI +A 
T+  
Sbjct  12   



NIGIMAHIDAGKTTTTERILYYTGVNHKIGETHDGAATMDWMAQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    + +
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGSVTVFCAKGGVEPQSETVWRQAEEYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV------  158
             ++NK+D  G D  +VV+ ++++L  + +                    +K  V      
Sbjct  132  
AYVNKMDIMGADFYNVVKMMKERLKCNAVPIQLPIGSEDTFRGIIDLIDMKADVYYDDMG  191

Query  159  -SLSPEIVLEENTDI--EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +  E + E+  DI  E  +A++E+    +D+L+EKY++GE ++RE++VR  ++     
Sbjct  192  
KDMRVEDIPEDMVDIAEEYHNALLEHVAEQDDELMEKYLSGEELTREEIVRTIRKSTIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
            ++ PV  G++ K  G+Q L+DA+              G+    GE+              
Sbjct  252  
TMVPVTCGTSYKNKGVQKLLDAIIDYMPAPTDIPAIRGVNPETGEEEDRHASDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  Y R+YSGTL    TV  +     E++ +I +M    + +I   
D  
Sbjct  312  
AFKIAADPFVGKLCYFRVYSGTLSAGATVYNSVKDSNERIGRILQMHANHRQDI---DIV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P++R  I PKT A +E++  
AL +
Sbjct  369  
YAGDIAAAIGVKNTTTGDTLCDEKHPVILESMEFPEPVIRVAIEPKTKAGQEKMGIALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y E   
K 
Sbjct  429  
LAEEDPTFKAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETIRKL  488

Query  428  AS---------------
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            A                  + I++ PNP     G      ++G  +  E    +  
++Q 
Sbjct  489  ADVDTKYARQSGGKGQYGHVKIKIEPNP---EKGYEFVNATVGGSIPKE---
YIPAVDQG  542



Query  473  
FQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
             Q A+  G+       L G+NV D K+    G Y+   S+   F+    +  ++A
+K++ 
Sbjct  543  IQGAMLSGV-------
LAGYNVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEAMKKAD  595

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +  ++  P++Y+     D       I+           T  +P   +  
Y TD
Sbjct  596  
PVILEPIMKVVVTVPEDYMGDVIGDLNARRGMIQGMDAVSGAQQITAMVPLSEMFGYATD  655

Query  593  LAFYTNGRSVCLTELKGY  610
            +   T GR     E   Y
Sbjct  656  MRSKTQGRGQYTMEPDHY  673

>WP_061408636.1 elongation factor G [Streptococcus lutetiensis]
 KXT65129.1 Translation elongation factor G [Streptococcus 
lutetiensis]
Length=692

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 200/677 (30%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    



++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIDVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611



              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_089609466.1 elongation factor G [Dehalobacterium 
formicoaceticum]
Length=691

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/671 (28%), Positives = 311/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI+AH+DAGKTT TE +L+ +G +   G    G    D M  E++RGITI 
+A T
Sbjct  9    
NIRNIGIMAHIDAGKTTTTERILFYTGRVHRIGETHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
+  +
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADRYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    +  ++++L A                   D++  +    
+ 
Sbjct  129  
PRIAYINKMDRIGADFFRGMDMIKERLGANPVAIQLPIGNEENFKGLVDLVTNKAHIYTD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++    + TDI             +  +AV E+++ LLEKY+ GE IS  +L    
++  
Sbjct  189  
DLGTTHDETDIPEDMAELVAEYREKLIEAVAESDETLLEKYLEGETISEAELKTALRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGE-------
QGSAAL  249
                L PV  GS+ K  G+QPL+DAV               F P  E         
+   
Sbjct  249  
ISVQLIPVLCGSSFKNKGVQPLLDAVVEYLPSPVDVPAIKGFDPNTEAEVERHASETEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG ++    V       RE++ ++ +M    + 
EI   
Sbjct  309  
SALAFKIMSDPYVGKLTFFRVYSGIIKSGSYVYNSTKGKRERVGRLLQMHANHREEI---  365



Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A+ GEI+ ++        D L D + L      + P P++   I PKT A +E+
+  A
Sbjct  366  
QEAHAGEILAVVGFKDTTTGDTLCDESNLVLLESMDFPEPVIDVAIEPKTTADQEKMSLA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R + D  T + I+S +G + LE++   L  +++++  V +P V Y 
E  
Sbjct  426  
LQKLSEEDPTFRVKGDPETGQTIISGMGELHLEIIVDRLLREFRVDANVGKPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
               +KA    +        +   + +  +PL  GS  Q+E+++  G + + +  AV  
GI
Sbjct  486  RSTVKAVGKFVRQSGGHGQYGHCV-
VEFSPLEPGSVFQFENKIVGGVIPKEYIPAVESGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G+  G+ V D K     G Y+   S+   F+    +  ++  K++   
+LEP  
Sbjct  545  
REAMDNGILAGYPVVDIKATLIDGSYHEVDSSEMAFKIAGSMAFKEGTKKASPVILEPVF  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       IE  + +    +  G +P   +  Y T L   
T GR
Sbjct  605  
KIEVTVPDEYMGEVIGDLNSRRGRIEGMEPRNGVQIIRGFVPLSEMFGYATVLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
             V + +   Y+
Sbjct  665  GVYVMQFAQYE  675

>WP_102509359.1 elongation factor G [Sanguibacter massileinsis]
Length=700

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/678 (28%), Positives = 318/678 (47%), Gaps = 
75/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   



KVRNIGIMAHIDAGKTTTTERILFYTGVNYKLGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCYWHDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVERLKAKPLVVQLPIGAENDFIGMVDLLEMKAMVWRG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E+ D+E   A                V E ++ LLEKY+ GE ++  ++    
++
Sbjct  191  
ETKLGEHYDVEEIPADLQEKAEQYRAQLIEDVAEADEALLEKYLGGEELTVAEIKSGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
             V     FPV  GSA K  G+QP++DAV                            
P  +
Sbjct  251  
LVIAGEAFPVLCGSAFKNKGVQPMLDAVVDYLPSPLDVPAIEGTSPKDEDIKIERHPSAD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
            +  +AL    FKV       +  Y+R+YSG +     +  A + K     K+ +M    
+
Sbjct  311  EPFSALA---
FKVAAHPFFGKLTYVRVYSGKVDQGAQILNATKGKKERVGKLFQMHSNKE  367

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              +   D+A  G I   +    V   D L DP           P P++   I PKT 
A +
Sbjct  368  NPV---
DSATAGHIFAFIGLKDVTTGDTLCDPASPVVLESMTFPEPVIDVAIEPKTKADQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++K+E  V 
+P V
Sbjct  425  
EKLGVAIQKLAEEDPTFRVKLDEETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQV  484

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSF  473
             Y E   R  +   +T   +   +  +A + ++  PL    G  YE  + V+ G + 
+ +



Sbjct  485  
AYRETIRRTAEKVDYTHKKQTGGSGQFAKVQVTFEPLETTDGQLYEFVNAVTGGRIPREY  544

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  GI+  ++ G L G+ +   K     G Y+   S+   F+    +VL++ +
+++ 
Sbjct  545  
IPSVDAGIQSAMQLGVLAGFPLVGVKATLVDGAYHDVDSSEMAFKIAGSMVLKEGVRKAD  604

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P+EY+     D       I++ +      V   ++P   +  
Y  D
Sbjct  605  
PVILEPVMAVEVRTPEEYMGDVIGDINSRRGMIQSMEDATGVKVVRAQVPLSEMFGYIGD  664

Query  593  LAFYTNGRSVCLTELKGY  610
            L   T GR+V   +   Y
Sbjct  665  LRSKTQGRAVYSMQFDSY  682

>WP_014314628.1 GTP-binding protein [Clostridium sp. BNL1100]
 AEY67269.1 small GTP-binding protein domain protein [Clostridium 
sp. BNL1100]
Length=883

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/617 (30%), Positives = 303/617 (49%), Gaps = 
34/617 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLIIGILAHVDAGKTTLSESILYLSGKIGKLGRVDNKDAYLDTYELERSRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+     + ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L   
N
Sbjct  61   
AVFETDGVNITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWQLLDMYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G D + +++ ++ +L    I    V  +           E ++ 
+  
Sbjct  121  IPAFIFVNKMDQNGTDKEKLIKDMKKQLGDGCIEFGKVETT-----------
EFYEQLSM  169

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++ +LE Y+    +  +++     + +++  LFP ++GSA K  GI+ LM  +    
+ 
Sbjct  170  CDETILETYLEKGHLETKQIC----
KAIKERKLFPCFFGSALKLEGIEELMQGIAKYAMI  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                E+  A     +FK+   + G R  +L+L  G L+++D +   G+ + K+ +
+RI S
Sbjct  226  PSYPEEFGA----KIFKITRDEQGNRLTHLKLTGGKLKVKDLLT-
NGKWEEKVNQIRIYS  280

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +         G +  +   +  R  + LG    T LP      +P+   R  I 
P+  
Sbjct  281  GKKYETVSELEAGSVCAVTGLNQTRPGEGLGIESATGLPLL----EPVLFYR-
IILPEGC  335

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              R  +L  L Q+ + +P L    D    EI    +G VQ+E++ +++  ++ +      
Sbjct  336  DPR-
MILPKLRQIEEEEPELNIVWDEQLQEIHAQIMGEVQIEILQSVIQSRFGVSVSFDA  394

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
              ++Y E          H E  P   +A + L + P   GSG+Q+    S   L 
+S+Q 
Sbjct  395  GRIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLQFGLECSEDILGRSWQR  452

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +   + +G L G  +TD KI    G  ++  +   DFR+     + Q L E
+ + 
Sbjct  453  
LILTHLGEKVHKGVLTGSALTDVKITLVSGRAHNKHTEGGDFRAATYRAVRQGLMEAESI  512

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY +F L  P++ + RA  D  K   T + +Q   +  +  G  P   ++ Y+ 
++ 
Sbjct  513  
LLEPYYTFQLELPEKMVGRAMTDIEKMHGTSQISQTNGETAILVGSAPVISMRNYQKEVN  572

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G       +KGY+
Sbjct  573  AYTKGVGRLFCSVKGYE  589

>WP_068678652.1 GTP-binding protein [Paenibacillus oryzae]
 OBR69121.1 elongation factor G [Paenibacillus oryzae]



Length=651

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/617 (30%), Positives = 292/617 (47%), Gaps = 
23/617 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER RGIT+ 
A  
Sbjct  1    
MKTLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHGIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +      ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AIMDYRGSLYYLIDTPGHVDFSPEMERAIGVIDYAIVIVSAVEGVQGHTETVWGLLRKHG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IFINK D+AG D+Q V + +R +L+AD +   T      IV E   ++ A     
E
Sbjct  121  LPTFIFINKTDRAGADIQRVEEEIRQQLTAD-
VFPITTGFEGGIVDEPLRELMA-----E  174

Query  181  NNDKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             ++  LE ++ G  +P   +  +   Q+ V    +FP   GSA +  GI   +D +  
L 
Sbjct  175  RDELALEAFLEGKADPSFWQNTM---
QQLVAKGLIFPCASGSALQDSGIVAFLDQID-LL  230

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL--AGRE-
KLKITEMR  295
                   +A   G V+K+ +   G R  Y++  SG+LR+R+ +     G E   
KIT + 
Sbjct  231  
TTTSYDEAAPFSGRVYKIRHDANGVRLTYIKALSGSLRVREQLQYESGGLEYDEKITRIS  290

Query  296  IPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            + +  +    +    G++  +    S      LG    L + R   D  P L++ +    
Sbjct  291  LINGLKSQSVEQVKAGDLFAVTGLSSAEAGQGLG----
LLKDRLAYDSEPTLQSRVEFDD  346

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            +   +++L A   L   DP L    +    EI +  +G +QLEV   L+ E++       
Sbjct  347  
SIHVQKVLGAFRILNAEDPSLNVVWNESLQEIHIRVMGLIQLEVQEQLVKERFGFTITFG  406



Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +P ++Y E    A +   H E  P   +A + L + P   GSG+Q+ES+     LN 
S+Q
Sbjct  407  QPQILYKETIKSAVTGYGHFE--
PLRHYAEVHLLMEPGERGSGLQFESKCHPDGLNVSYQ  464

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N VR  +      GL  G  VTD KI    G  +   +   DFR  A   L Q L+
++  
Sbjct  465  
NLVRTHLYEREHHGLLTGMPVTDLKITLLRGAAHKEHTHGGDFREAAFRALRQGLEKADN  524

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F +    + + +   D  +   T +    + ++ +  G  P      Y  
+ 
Sbjct  525  
LLLEPFYDFKIKVSLDDMGKVLSDIQRASGTFQPPVTEGNQSIIQGRAPVSTFMNYSAEF  584

Query  594  AFYTNGRSVCLTELKGY  610
            A +T+GR        GY
Sbjct  585  ASFTHGRGSIRCWFGGY  601

>WP_090714122.1 GTP-binding protein [Paenibacillus typhae]
Length=654

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/630 (30%), Positives = 298/630 (47%), Gaps = 
50/630 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I IG+LAHVDAGKTT  E LLY + AI   G V+   T  DT  +E+ RGIT+ 
A   
Sbjct  3    
KNITIGLLAHVDAGKTTFAEQLLYHTEAIRSRGRVDHKDTFLDTHEIEKARGITVFADQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F +   +  ++DTPGH+DF  E+ R L +LD A++++SA +GV+  T  ++  LR   
+
Sbjct  63   
EFSYGDSRYFLLDTPGHVDFSPEMERVLQILDYAVVIVSAVEGVEGHTETVWQLLRSHGV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+ FINKID+ G D Q V+  +R  LS D ++     L    V EE     A     
E 
Sbjct  123  PTIFFINKIDRTGADPQRVLNEIRQLLSEDALM--
LPELDAGAVNEELCSFLA-----ER  175



Query  182  NDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            ++ L E Y+ G   EP  +E LV    + V+   +FP   GSA    GI   +  +  
L 
Sbjct  176  DEGLFEAYLDGSLDEPAWKEALV----
KLVRQGKIFPCMAGSALLDEGIGSFLRNLDAL-  230

Query  239  QPIGEQG-SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAG-
REKLKITEM  294
              + E        G V+KV Y D G R  Y++   G L++R+  T   AG R   
+IT +
Sbjct  231  -
AVTEYDYRLPFAGRVYKVRYDDKGTRITYIKALQGVLKVREELTCGPAGKRISERITGI  289

Query  295  RIPSKGEIVRTDTAYPGEIVIL-------PSDSV-
RLNDVLGDPTRLPRKRWREDPLPML  346
            R  +  +    + A  GE+  +       P + V  L D +               
+P L
Sbjct  290  RRINGSKTAAAEWAAAGELFAVTGVTAAGPGEGVGELEDTI-----------
ESGLVPAL  338

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            ++ +  +     + +L A  QL   DP L    D I  E+ +  +G++QLEV+  
+L E+
Sbjct  339  
KSKVCFEPPVHLKEVLQAFQQLGAEDPSLNVSWDEILQELQIQVMGQIQLEVLEQVLRER  398

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR---  463
            ++++    +P ++YME          H E  P   +A + L + P   GSGV   +
+   
Sbjct  399  FRIQVTFGDPEILYMETINSMVYGCGHFE--
PLGHYAEVHLKLEPGERGSGVTVHNKCHP  456

Query  464  --
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              +++GY NQ  Q  +  G  +GL   L G  +TD +I    G  ++  ++  DFR  
A 
Sbjct  457  DHLAIGYQNQIVQVLLEKG-HHGL---
LTGSPLTDVQITLLSGRAHNKHTSGGDFREAAL  512

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              L Q L+++   LLEP+  F +    +++ +   D  +   +    ++  +  V 
TG +
Sbjct  513  
RALRQGLEQAENVLLEPFYDFKIRIHADHVGKVMSDIQQASGSFTAPEMNGETAVLTGTV  572

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P      Y   +A  T G+        GYQ
Sbjct  573  PVATFMNYPVRMASMTQGKGALSLRAGGYQ  602



>WP_000090370.1 MULTISPECIES: elongation factor G [Bacillus]
 NP_830008.1 elongation factor G [Bacillus cereus ATCC 14579]
 Q814C5.1 RecName: Full=Elongation factor G; Short=EF-G
 B7HJ45.1 RecName: Full=Elongation factor G; Short=EF-G
 AAP07209.1 Protein Translation Elongation Factor G (EF-G) [Bacillus 
cereus 
ATCC 14579]
 ACK60677.1 translation elongation factor G [Bacillus cereus B4264]
 ADH04921.1 elongation factor G [Bacillus thuringiensis BMB171]
 EHL64899.1 elongation factor G [Bacillus sp. 7_6_55CFAA_CT2]
 EJQ02521.1 elongation factor G [Bacillus cereus BAG3O-2]
 EJQ20666.1 elongation factor G [Bacillus cereus BAG4X12-1]
 EJQ27858.1 elongation factor G [Bacillus cereus BAG3X2-2]
 EJQ34864.1 elongation factor G [Bacillus cereus BAG4O-1]
 EJR26885.1 elongation factor G [Bacillus cereus VD045]
 EJR27863.1 elongation factor G [Bacillus cereus VD014]
 EJR73825.1 elongation factor G [Bacillus cereus VD166]
 EJR77837.1 elongation factor G [Bacillus cereus VD156]
 EJR93638.1 elongation factor G [Bacillus cereus VD169]
 EJS08712.1 elongation factor G [Bacillus cereus VD200]
 EJV74575.1 elongation factor G [Bacillus cereus HD73]
 AGE75693.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
kurstaki 
str. HD73]
 CCW05543.1 Translation elongation factor G [Bacillus sp. GeD10]
 EOO31889.1 elongation factor G [Bacillus cereus VD133]
 EOO59407.1 elongation factor G [Bacillus cereus VD196]
 EOP46558.1 elongation factor G [Bacillus cereus HuB13-1]
 EOP75340.1 elongation factor G [Bacillus cereus ISP2954]
 EOP77861.1 elongation factor G [Bacillus cereus BAG5X12-1]
 EOP86582.1 elongation factor G [Bacillus cereus BMG1.7]
 EOQ04866.1 elongation factor G [Bacillus cereus VD140]
 EOQ21783.1 elongation factor G [Bacillus cereus VD184]
 ETE91405.1 elongation factor P [Bacillus thuringiensis serovar 
aizawai str. 
Hu4-2]
 ETE94980.1 elongation factor P [Bacillus thuringiensis serovar 
aizawai str. 
Leapi01]
 ETT80671.1 elongation factor G [Bacillus mycoides FSL R5-860]
 CDN33515.1 unnamed protein product [Bacillus thuringiensis DB27]
 EXY07069.1 elongation factor G [Bacillus thuringiensis]
 AHX21521.1 elongation factor G [Bacillus bombysepticus str. Wang]
 KDB41066.1 elongation factor G [Bacillus cereus]
 AHZ48880.1 elongation factor G [Bacillus thuringiensis serovar 
kurstaki 
str. YBT-1520]
 KEH46725.1 Translation elongation factor G [Bacillus thuringiensis 
serovar 
kurstaki str. HD-1]
 AIE77741.1 Translation elongation factor G [Bacillus cereus]
 KFL80153.1 translation elongation factor G [Bacillus cereus ATCC 
10876]



 KFM93229.1 translation elongation factor G [Bacillus cereus ATCC 
4342]
 AIM28640.1 elongation factor G 2 [Bacillus thuringiensis serovar 
kurstaki 
str. YBT-1520]
 KGT45914.1 elongation factor G [Bacillus cereus]
 AIY75209.1 translation elongation factor G [Bacillus cereus]
 AJA17423.1 elongation factor G [Bacillus thuringiensis serovar 
galleriae]
 AJG94854.1 translation elongation factor G [Bacillus cereus]
 AJI03555.1 translation elongation factor G [Bacillus cereus G9241]
 AJH73450.1 translation elongation factor G [Bacillus cereus ATCC 
4342]
 AJK39652.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
kurstaki]
 KIZ32094.1 elongation factor G [Bacillus cereus]
 CEY15370.1 elongation factor G [Streptococcus pneumoniae]
 KKB29567.1 Elongation factor G [Bacillus thuringiensis serovar 
mexicanensis]
 CRF97672.1 elongation factor G [Streptococcus pneumoniae]
 AKE14639.1 Translation elongation factor G [Bacillus cereus]
 CGG04584.1 elongation factor G [Streptococcus pneumoniae]
 CGG60157.1 elongation factor G [Streptococcus pneumoniae]
 CIZ59923.1 elongation factor G [Streptococcus pneumoniae]
 CJF47321.1 elongation factor G [Streptococcus pneumoniae]
 KLA32426.1 hypothetical protein B4158_0099 [Bacillus cereus]
 KLA34341.1 hypothetical protein B4080_0098 [Bacillus cereus]
 BAR86905.1 elongation factor G [Bacillus thuringiensis serovar 
tolworthi]
 AKJ59298.1 elongation factor G [Bacillus thuringiensis]
 KMN69173.1 elongation factor G [Bacillus cereus]
 KMP17324.1 elongation factor G [Bacillus cereus]
 KMP36041.1 elongation factor G [Bacillus cereus]
 KMP36129.1 elongation factor G [Bacillus cereus]
 KMP40289.1 elongation factor G [Bacillus cereus]
 KMP51174.1 elongation factor G [Bacillus cereus]
 KMQ02593.1 elongation factor G [Bacillus cereus]
 KMQ11023.1 elongation factor G [Bacillus cereus]
 KMQ27638.1 elongation factor G [Bacillus cereus]
 CJB95916.1 elongation factor G [Streptococcus pneumoniae]
 CJC16975.1 elongation factor G [Streptococcus pneumoniae]
 CJI88116.1 elongation factor G [Streptococcus pneumoniae]
 CJA27781.1 elongation factor G [Streptococcus pneumoniae]
 CJM93342.1 elongation factor G [Streptococcus pneumoniae]
 CJA93539.1 elongation factor G [Streptococcus pneumoniae]
 CJQ59092.1 elongation factor G [Streptococcus pneumoniae]
 CJF97834.1 elongation factor G [Streptococcus pneumoniae]
 CJB86664.1 elongation factor G [Streptococcus pneumoniae]
 CJG42984.1 elongation factor G [Streptococcus pneumoniae]
 CJG68968.1 elongation factor G [Streptococcus pneumoniae]
 CJA99481.1 elongation factor G [Streptococcus pneumoniae]
 CJA76510.1 elongation factor G [Streptococcus pneumoniae]
 CJJ45248.1 elongation factor G [Streptococcus pneumoniae]



 CJO39008.1 elongation factor G [Streptococcus pneumoniae]
 CJJ95705.1 elongation factor G [Streptococcus pneumoniae]
 CJG51829.1 elongation factor G [Streptococcus pneumoniae]
 CJO59332.1 elongation factor G [Streptococcus pneumoniae]
 CJH66634.1 elongation factor G [Streptococcus pneumoniae]
 CJC55701.1 elongation factor G [Streptococcus pneumoniae]
 CJO77522.1 elongation factor G [Streptococcus pneumoniae]
 CJB87870.1 elongation factor G [Streptococcus pneumoniae]
 CKD24731.1 elongation factor G [Streptococcus pneumoniae]
 CJV41166.1 elongation factor G [Streptococcus pneumoniae]
 CKF16007.1 elongation factor G [Streptococcus pneumoniae]
 CKG81252.1 elongation factor G [Streptococcus pneumoniae]
 COP58898.1 elongation factor G [Streptococcus pneumoniae]
 COF02600.1 elongation factor G [Streptococcus pneumoniae]
 COM31905.1 elongation factor G [Streptococcus pneumoniae]
 COE46232.1 elongation factor G [Streptococcus pneumoniae]
 COP18257.1 elongation factor G [Streptococcus pneumoniae]
 COQ04267.1 elongation factor G [Streptococcus pneumoniae]
 COE28475.1 elongation factor G [Streptococcus pneumoniae]
 COR93589.1 elongation factor G [Streptococcus pneumoniae]
 COR57658.1 elongation factor G [Streptococcus pneumoniae]
 COS84120.1 elongation factor G [Streptococcus pneumoniae]
 COI82354.1 elongation factor G [Streptococcus pneumoniae]
 COQ74090.1 elongation factor G [Streptococcus pneumoniae]
 AKR33182.1 Elongation factor G [Bacillus thuringiensis serovar 
indiana]
 ALL56533.1 elongation factor G [Bacillus thuringiensis]
 ALZ59162.1 Elongation factor G [Bacillus cereus]
 KXH78412.1 elongation factor G [Bacillus sp. JH7]
 KXI39336.1 elongation factor G [Bacillus cereus]
 KXO00333.1 elongation factor G [Bacillus thuringiensis]
 KXY21960.1 elongation factor G [Bacillus cereus]
 KXY34780.1 elongation factor G [Bacillus cereus]
 KXY57349.1 elongation factor G [Bacillus cereus]
 KXY77298.1 elongation factor G [Bacillus cereus]
 KXY95248.1 elongation factor G [Bacillus cereus]
 KXZ04947.1 elongation factor G [Bacillus cereus]
 AMR00768.1 elongation factor G [Bacillus thuringiensis]
 KYQ02021.1 Translation elongation factor G [Bacillus cereus]
 AMX75013.1 elongation factor G [Bacillus thuringiensis]
 KZD38955.1 Translation elongation factor G [Bacillus cereus]
 KZD41848.1 Translation elongation factor G [Bacillus cereus]
 KZD66687.1 Translation elongation factor G [Bacillus cereus]
 KZD83575.1 Translation elongation factor G [Bacillus cereus]
 KZD87290.1 Translation elongation factor G [Bacillus cereus]
 ANC17361.1 elongation factor G [Bacillus cereus]
 ANE88596.1 translation elongation factor G [Bacillus cereus]
 ANN30320.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
coreanensis]
 OBW55621.1 translation elongation factor G [Bacillus cereus]
 ANP79438.1 translation elongation factor G [Bacillus sp. 
B25(2016b)]
 OBZ63835.1 elongation factor G [Bacillus cereus]



 ANV69164.1 translation elongation factor G [Bacillus thuringiensis]
 AOM03390.1 Translation elongation factor G [Bacillus cereus]
 OED03112.1 translation elongation factor G [Bacillus cereus]
 OED20365.1 translation elongation factor G [Bacillus cereus]
 OFC85482.1 elongation factor G [Bacillus thuringiensis]
 OFC86974.1 elongation factor G [Bacillus thuringiensis]
 OFC89575.1 elongation factor G [Bacillus thuringiensis]
 OFC96496.1 elongation factor G [Bacillus thuringiensis]
 SDJ78515.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. cl96]
 OGY04786.1 translation elongation factor G [Bacillus sp. RZ2MS9]
 SEB15983.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. cl115]
 OHO68816.1 elongation factor G [Bacillus sp. HMSC036E02]
 OIX18690.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
aizawai]
 OIX26864.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
kurstaki]
 OJD46462.1 translation elongation factor G [Bacillus sp. L27]
 OJD67034.1 translation elongation factor G [Bacillus sp. N35-10-4]
 OJD68683.1 translation elongation factor G [Bacillus sp. N35-10-2]
 OJD86585.1 translation elongation factor G [Bacillus cereus]
 OJD99183.1 translation elongation factor G [Bacillus cereus]
 OJE06588.1 translation elongation factor G [Bacillus cereus]
 OJE42880.1 translation elongation factor G [Bacillus sp. N24]
 SHK29451.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. cl25]
 OJS97103.1 translation elongation factor G [Bacillus cereus]
 OKP60225.1 translation elongation factor G [Bacillus cereus]
 OLR85638.1 translation elongation factor G [Bacillus sp. MB366]
 OMH25380.1 translation elongation factor G [Bacillus thuringiensis]
 ONG64991.1 translation elongation factor G [Bacillus cereus]
 AQQ60897.1 elongation factor G [Bacillus cereus]
 OOL09448.1 translation elongation factor G [Bacillus cereus]
 OOR39377.1 elongation factor G [Bacillus cereus]
 OOR44896.1 elongation factor G [Bacillus cereus]
 OOR74928.1 elongation factor G [Bacillus cereus]
 OPA08593.1 translation elongation factor G [Bacillus cereus]
 OPA22120.1 translation elongation factor G [Bacillus cereus]
 OPA26984.1 translation elongation factor G [Bacillus cereus]
 OPA35554.1 translation elongation factor G [Bacillus cereus]
 OPD39990.1 elongation factor G [Bacillus cereus]
 SMD33400.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. JKS001846]
 ARO16162.1 elongation factor G [Bacillus cereus]
 ARO60978.1 Elongation factor G [Bacillus cereus]
 OTW60181.1 elongation factor G [Bacillus thuringiensis serovar 
amagiensis]
 OTW73043.1 elongation factor G [Bacillus thuringiensis serovar 
coreanensis]
 OTW87073.1 elongation factor G [Bacillus thuringiensis serovar 
jinghongiensis]



 OTX24285.1 elongation factor G [Bacillus thuringiensis serovar 
nigeriensis]
 OTX25461.1 elongation factor G [Bacillus thuringiensis serovar 
japonensis]
 OTX30833.1 elongation factor G [Bacillus thuringiensis serovar 
andalousiensis]
 OTX55779.1 elongation factor G [Bacillus thuringiensis serovar 
sooncheon]
 OTX60822.1 elongation factor G [Bacillus thuringiensis serovar 
guiyangiensis]
 OTX74002.1 elongation factor G [Bacillus thuringiensis serovar 
roskildiensis]
 OTX91922.1 elongation factor G [Bacillus thuringiensis serovar 
chanpaisis]
 OTX96493.1 elongation factor G [Bacillus thuringiensis serovar 
londrina]
 OTY31916.1 elongation factor G [Bacillus thuringiensis serovar 
rongseni]
 OTY57178.1 elongation factor G [Bacillus thuringiensis serovar 
graciosensis]
 OTY61507.1 elongation factor G [Bacillus thuringiensis serovar 
yosoo]
 OTY66673.1 elongation factor G [Bacillus thuringiensis serovar 
canadensis]
 OTY66882.1 elongation factor G [Bacillus thuringiensis serovar 
azorensis]
 OTY83623.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OTY86930.1 elongation factor G [Bacillus thuringiensis serovar 
galleriae]
 OTY88355.1 elongation factor G [Bacillus thuringiensis serovar 
subtoxicus]
 OTZ10789.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OTZ11182.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OTZ14706.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OTZ16747.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OTZ37965.1 elongation factor G [Bacillus thuringiensis serovar 
darmstadiensis]
 OTZ41697.1 elongation factor G [Bacillus thuringiensis serovar 
tolworthi]
 OTZ43675.1 elongation factor G [Bacillus thuringiensis serovar 
wuhanensis]
 OTZ80104.1 elongation factor G [Bacillus thuringiensis serovar 
kumamtoensis]
 OUA01448.1 elongation factor G [Bacillus thuringiensis serovar 
colmeri]
 OUA10971.1 elongation factor G [Bacillus thuringiensis]
 OUA21467.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OUA25843.1 elongation factor G [Bacillus thuringiensis serovar 



aizawai]
 OUA32777.1 elongation factor G [Bacillus thuringiensis]
 OUA44693.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OUA49927.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OUA50345.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OUA61160.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OUA64081.1 elongation factor G [Bacillus thuringiensis serovar 
bolivia]
 OUA77779.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OUA80673.1 elongation factor G [Bacillus thuringiensis serovar 
pahangi]
 OUA85806.1 elongation factor G [Bacillus thuringiensis serovar 
aizawai]
 OUB21106.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
yunnanensis]
 OUB35256.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
pirenaica]
 OUB53896.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
iberica]
 OUB69442.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
jegathesan]
 OUC04036.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
medellin]
 SMD81797.1 Elongation factor G [Bacillus cereus]
 SMD71446.1 Elongation factor G [Bacillus cereus]
 SMD60938.1 Elongation factor G [Bacillus cereus]
 SME68369.1 Elongation factor G [Bacillus cereus]
 SMD64890.1 Elongation factor G [Bacillus cereus]
 ARV95584.1 translation elongation factor G [Bacillus thuringiensis]
 ARX69415.1 elongation factor G [Bacillus thuringiensis]
 ASI70790.1 translation elongation factor G [Bacillus cereus]
 ASI81200.1 Translation elongation factor G [Bacillus cereus]
 ASJ46670.1 translation elongation factor G [Bacillus cereus]
 ASK12487.1 translation elongation factor G [Bacillus cereus]
 OXB95591.1 elongation factor G [Bacillus sp. M13(2017)]
 OXL91598.1 elongation factor G [Bacillus sp. KbaL1]
 OXR54096.1 elongation factor G [Bacillus thuringiensis]
 ASZ63993.1 elongation factor G [Bacillus cereus]
 ATI50684.1 elongation factor G [Bacillus cereus]
 ATI57581.1 elongation factor G [Bacillus cereus]
 PDY03301.1 elongation factor G [Bacillus cereus]
 PDY16035.1 elongation factor G [Bacillus cereus]
 PDY62807.1 elongation factor G [Bacillus cereus]
 PDY64411.1 elongation factor G [Bacillus cereus]



 PDY75085.1 elongation factor G [Bacillus cereus]
 PDY95569.1 elongation factor G [Bacillus anthracis]
 PDZ13370.1 elongation factor G [Bacillus anthracis]
 PDZ20917.1 elongation factor G [Bacillus cereus]
 PDZ36851.1 elongation factor G [Bacillus cereus]
 PDZ53115.1 elongation factor G [Bacillus sp. AFS094611]
 PDZ54795.1 elongation factor G [Bacillus cereus]
 PDZ76107.1 elongation factor G [Bacillus cereus]
 PDZ96100.1 elongation factor G [Bacillus cereus]
 PEA01414.1 elongation factor G [Bacillus cereus]
 PEA92633.1 elongation factor G [Bacillus cereus]
 PEB03663.1 elongation factor G [Bacillus cereus]
 PEB33419.1 elongation factor G [Bacillus cereus]
 PEB98167.1 elongation factor G [Bacillus cereus]
 PEC01890.1 elongation factor G [Bacillus cereus]
 PEC25061.1 elongation factor G [Bacillus thuringiensis]
 PEC31373.1 elongation factor G [Bacillus cereus]
 PEC76809.1 elongation factor G [Bacillus cereus]
 PEC87821.1 elongation factor G [Bacillus cereus]
 PEC99222.1 elongation factor G [Bacillus cereus]
 PED28507.1 elongation factor G [Bacillus cereus]
 PED35056.1 elongation factor G [Bacillus cereus]
 PED40650.1 elongation factor G [Bacillus cereus]
 PED46679.1 elongation factor G [Bacillus cereus]
 PED54504.1 elongation factor G [Bacillus anthracis]
 PED90527.1 elongation factor G [Bacillus cereus]
 PEE09833.1 elongation factor G [Bacillus cereus]
 PEE35042.1 elongation factor G [Bacillus cereus]
 PEE55218.1 elongation factor G [Bacillus cereus]
 PEE57969.1 elongation factor G [Bacillus cereus]
 PEE91858.1 elongation factor G [Bacillus cereus]
 PEF19521.1 elongation factor G [Bacillus cereus]
 PEF43984.1 elongation factor G [Bacillus cereus]
 PEF48975.1 elongation factor G [Bacillus thuringiensis]
 PEF64524.1 elongation factor G [Bacillus anthracis]
 PEF67256.1 elongation factor G [Bacillus cereus]
 PEF90229.1 elongation factor G [Bacillus cereus]
 PEG03284.1 elongation factor G [Bacillus cereus]
 PEK91059.1 elongation factor G [Bacillus thuringiensis]
 PEQ36743.1 elongation factor G [Bacillus cereus]
 PEQ57605.1 elongation factor G [Bacillus cereus]
 PEQ57878.1 elongation factor G [Bacillus cereus]
 PEQ72308.1 elongation factor G [Bacillus cereus]
 PEQ78005.1 elongation factor G [Bacillus cereus]
 PEQ95789.1 elongation factor G [Bacillus cereus]
 PER08268.1 elongation factor G [Bacillus cereus]
 PER15812.1 elongation factor G [Bacillus cereus]
 PER16395.1 elongation factor G [Bacillus cereus]
 PER62233.1 elongation factor G [Bacillus cereus]
 PER63032.1 elongation factor G [Bacillus cereus]
 PER80456.1 elongation factor G [Bacillus cereus]
 PER91665.1 elongation factor G [Bacillus cereus]
 PER91821.1 elongation factor G [Bacillus cereus]
 PES02013.1 elongation factor G [Bacillus cereus]



 PES10561.1 elongation factor G [Bacillus cereus]
 PES11158.1 elongation factor G [Bacillus cereus]
 PES19259.1 elongation factor G [Bacillus anthracis]
 PES26370.1 elongation factor G [Bacillus cereus]
 PES44079.1 elongation factor G [Bacillus cereus]
 PES68178.1 elongation factor G [Bacillus cereus]
 PES86162.1 elongation factor G [Bacillus anthracis]
 PET05570.1 elongation factor G [Bacillus cereus]
 PET18156.1 elongation factor G [Bacillus cereus]
 PET30487.1 elongation factor G [Bacillus cereus]
 PET35603.1 elongation factor G [Bacillus anthracis]
 PET37054.1 elongation factor G [Bacillus cereus]
 PET47940.1 elongation factor G [Bacillus cereus]
 PET48019.1 elongation factor G [Bacillus cereus]
 PET55336.1 elongation factor G [Bacillus cereus]
 PET58481.1 elongation factor G [Bacillus cereus]
 PET80654.1 elongation factor G [Bacillus cereus]
 PET88236.1 elongation factor G [Bacillus cereus]
 PET94390.1 elongation factor G [Bacillus cereus]
 PEU15999.1 elongation factor G [Bacillus cereus]
 PEU36169.1 elongation factor G [Bacillus cereus]
 PEU50117.1 elongation factor G [Bacillus cereus]
 PEU51966.1 elongation factor G [Bacillus cereus]
 PEU82740.1 elongation factor G [Bacillus anthracis]
 PEU87918.1 elongation factor G [Bacillus cereus]
 PEV04205.1 elongation factor G [Bacillus cereus]
 PEV23078.1 elongation factor G [Bacillus cereus]
 PEV26739.1 elongation factor G [Bacillus cereus]
 PEV58873.1 elongation factor G [Bacillus cereus]
 PEV60468.1 elongation factor G [Bacillus cereus]
 PEV73475.1 elongation factor G [Bacillus cereus]
 PEV78106.1 elongation factor G [Bacillus cereus]
 PEV89661.1 elongation factor G [Bacillus cereus]
 PEW05257.1 elongation factor G [Bacillus cereus]
 PEW22359.1 elongation factor G [Bacillus cereus]
 PEW27448.1 elongation factor G [Bacillus cereus]
 PEW37443.1 elongation factor G [Bacillus cereus]
 PEW53500.1 elongation factor G [Bacillus cereus]
 PEW61550.1 elongation factor G [Bacillus cereus]
 PEW65972.1 elongation factor G [Bacillus cereus]
 PEW98833.1 elongation factor G [Bacillus cereus]
 PEX04679.1 elongation factor G [Bacillus cereus]
 PEX21328.1 elongation factor G [Bacillus cereus]
 PEX23925.1 elongation factor G [Bacillus cereus]
 PEX31275.1 elongation factor G [Bacillus cereus]
 PEX57138.1 elongation factor G [Bacillus cereus]
 PEX57957.1 elongation factor G [Bacillus cereus]
 PEX66417.1 elongation factor G [Bacillus cereus]
 PEX66898.1 elongation factor G [Bacillus cereus]
 PEX79230.1 elongation factor G [Bacillus cereus]
 PEY12008.1 elongation factor G [Bacillus cereus]
 PEY19477.1 elongation factor G [Bacillus cereus]
 PEY21716.1 elongation factor G [Bacillus anthracis]
 PEY37339.1 elongation factor G [Bacillus cereus]



 PEY41180.1 elongation factor G [Bacillus cereus]
 PEY51953.1 elongation factor G [Bacillus cereus]
 PEY68717.1 elongation factor G [Bacillus cereus]
 PEY77466.1 elongation factor G [Bacillus cereus]
 PEY92583.1 elongation factor G [Bacillus cereus]
 PEY97438.1 elongation factor G [Bacillus cereus]
 PEZ15884.1 elongation factor G [Bacillus anthracis]
 PEZ18231.1 elongation factor G [Bacillus cereus]
 PEZ34167.1 elongation factor G [Bacillus cereus]
 PEZ51629.1 elongation factor G [Bacillus cereus]
 PEZ56589.1 elongation factor G [Bacillus anthracis]
 PEZ65208.1 elongation factor G [Bacillus cereus]
 PEZ69103.1 elongation factor G [Bacillus anthracis]
 PEZ86513.1 elongation factor G [Bacillus cereus]
 PEZ92694.1 elongation factor G [Bacillus cereus]
 PFA04254.1 elongation factor G [Bacillus cereus]
 PFA40514.1 elongation factor G [Bacillus cereus]
 PFA47075.1 elongation factor G [Bacillus anthracis]
 PFA55192.1 elongation factor G [Bacillus cereus]
 PFA74454.1 elongation factor G [Bacillus cereus]
 PFA77408.1 elongation factor G [Bacillus cereus]
 PFA85144.1 elongation factor G [Bacillus cereus]
 PFA99747.1 elongation factor G [Bacillus anthracis]
 PFB14012.1 elongation factor G [Bacillus cereus]
 PFB34838.1 elongation factor G [Bacillus cereus]
 PFB36039.1 elongation factor G [Bacillus cereus]
 PFB40293.1 elongation factor G [Bacillus cereus]
 PFB56642.1 elongation factor G [Bacillus anthracis]
 PFB71667.1 elongation factor G [Bacillus cereus]
 PFB77031.1 elongation factor G [Bacillus anthracis]
 PFC02267.1 elongation factor G [Bacillus cereus]
 PFC16772.1 elongation factor G [Bacillus cereus]
 PFC39315.1 elongation factor G [Bacillus cereus]
 PFC45810.1 elongation factor G [Bacillus cereus]
 PFC56450.1 elongation factor G [Bacillus cereus]
 PFC60895.1 elongation factor G [Bacillus cereus]
 PFC75763.1 elongation factor G [Bacillus cereus]
 PFC83676.1 elongation factor G [Bacillus anthracis]
 PFC87340.1 elongation factor G [Bacillus cereus]
 PFC97218.1 elongation factor G [Bacillus cereus]
 PFC98787.1 elongation factor G [Bacillus cereus]
 PFD02398.1 elongation factor G [Bacillus cereus]
 PFD07097.1 elongation factor G [Bacillus cereus]
 PFD14320.1 elongation factor G [Bacillus cereus]
 PFD44654.1 elongation factor G [Bacillus cereus]
 PFD45286.1 elongation factor G [Bacillus cereus]
 PFD67013.1 elongation factor G [Bacillus cereus]
 PFD79510.1 elongation factor G [Bacillus cereus]
 PFD84477.1 elongation factor G [Bacillus anthracis]
 PFE22802.1 elongation factor G [Bacillus anthracis]
 PFE35231.1 elongation factor G [Bacillus cereus]
 PFE82803.1 elongation factor G [Bacillus cereus]
 PFE92994.1 elongation factor G [Bacillus cereus]
 PFF05631.1 elongation factor G [Bacillus cereus]



 PFF07573.1 elongation factor G [Bacillus cereus]
 PFF17655.1 elongation factor G [Bacillus anthracis]
 PFF38396.1 elongation factor G [Bacillus cereus]
 PFF43060.1 elongation factor G [Bacillus cereus]
 PFF53907.1 elongation factor G [Bacillus cereus]
 PFF72366.1 elongation factor G [Bacillus cereus]
 PFF92013.1 elongation factor G [Bacillus cereus]
 PFH96969.1 elongation factor G [Bacillus cereus]
 PFH98476.1 elongation factor G [Bacillus cereus]
 PFI10777.1 elongation factor G [Bacillus cereus]
 PFI17367.1 elongation factor G [Bacillus cereus]
 PFI55182.1 elongation factor G [Bacillus cereus]
 PFI68554.1 elongation factor G [Bacillus cereus]
 PFI73741.1 elongation factor G [Bacillus cereus]
 PFI79967.1 elongation factor G [Bacillus cereus]
 PFI94023.1 elongation factor G [Bacillus cereus]
 PFJ16847.1 elongation factor G [Bacillus cereus]
 PFJ24722.1 elongation factor G [Bacillus anthracis]
 PFJ25417.1 elongation factor G [Bacillus cereus]
 PFJ67067.1 elongation factor G [Bacillus cereus]
 PFJ72698.1 elongation factor G [Bacillus cereus]
 PFJ83950.1 elongation factor G [Bacillus cereus]
 PFJ95292.1 elongation factor G [Bacillus cereus]
 PFK19806.1 elongation factor G [Bacillus cereus]
 PFK23574.1 elongation factor G [Bacillus cereus]
 PFK37352.1 elongation factor G [Bacillus cereus]
 PFK47259.1 elongation factor G [Bacillus cereus]
 PFK68541.1 elongation factor G [Bacillus cereus]
 PFK69923.1 elongation factor G [Bacillus cereus]
 PFK81794.1 elongation factor G [Bacillus cereus]
 PFL05885.1 elongation factor G [Bacillus cereus]
 PFL20454.1 elongation factor G [Bacillus cereus]
 PFL36656.1 elongation factor G [Bacillus cereus]
 PFL45063.1 elongation factor G [Bacillus cereus]
 PFL55255.1 elongation factor G [Bacillus cereus]
 PFL76125.1 elongation factor G [Bacillus cereus]
 PFL87645.1 elongation factor G [Bacillus cereus]
 PFL88118.1 elongation factor G [Bacillus cereus]
 PFL92287.1 elongation factor G [Bacillus cereus]
 PFM11447.1 elongation factor G [Bacillus cereus]
 PFM14420.1 elongation factor G [Bacillus anthracis]
 PFM41775.1 elongation factor G [Bacillus cereus]
 PFM58286.1 elongation factor G [Bacillus cereus]
 PFM72558.1 elongation factor G [Bacillus cereus]
 PFM74995.1 elongation factor G [Bacillus cereus]
 PFN20530.1 elongation factor G [Bacillus cereus]
 PFN30905.1 elongation factor G [Bacillus cereus]
 PFN55021.1 elongation factor G [Bacillus cereus]
 PFN69343.1 elongation factor G [Bacillus cereus]
 PFN93718.1 elongation factor G [Bacillus cereus]
 PFN97436.1 elongation factor G [Bacillus cereus]
 PFO18914.1 elongation factor G [Bacillus cereus]
 PFO32515.1 elongation factor G [Bacillus cereus]
 PFO49073.1 elongation factor G [Bacillus cereus]



 PFO50836.1 elongation factor G [Bacillus cereus]
 PFO52757.1 elongation factor G [Bacillus cereus]
 PFO67396.1 elongation factor G [Bacillus cereus]
 PFO74920.1 elongation factor G [Bacillus cereus]
 PFO89419.1 elongation factor G [Bacillus cereus]
 PFO97154.1 elongation factor G [Bacillus cereus]
 PFP01605.1 elongation factor G [Bacillus cereus]
 PFP29013.1 elongation factor G [Bacillus cereus]
 PFP34516.1 elongation factor G [Bacillus anthracis]
 PFP52295.1 elongation factor G [Bacillus cereus]
 PFP68981.1 elongation factor G [Bacillus cereus]
 PFP85288.1 elongation factor G [Bacillus cereus]
 PFQ01027.1 elongation factor G [Bacillus cereus]
 PFQ10841.1 elongation factor G [Bacillus cereus]
 PFQ11398.1 elongation factor G [Bacillus cereus]
 PFQ16771.1 elongation factor G [Bacillus cereus]
 PFQ27387.1 elongation factor G [Bacillus cereus]
 PFQ33309.1 elongation factor G [Bacillus cereus]
 PFQ34220.1 elongation factor G [Bacillus cereus]
 PFQ46282.1 elongation factor G [Bacillus cereus]
 PFQ50935.1 elongation factor G [Bacillus cereus]
 PFQ58773.1 elongation factor G [Bacillus cereus]
 PFQ75194.1 elongation factor G [Bacillus cereus]
 PFQ93353.1 elongation factor G [Bacillus cereus]
 PFQ97228.1 elongation factor G [Bacillus cereus]
 PFR03357.1 elongation factor G [Bacillus cereus]
 PFR05140.1 elongation factor G [Bacillus anthracis]
 PFR27199.1 elongation factor G [Bacillus cereus]
 PFR42065.1 elongation factor G [Bacillus cereus]
 PFR58110.1 elongation factor G [Bacillus cereus]
 PFR71205.1 elongation factor G [Bacillus cereus]
 PFR74734.1 elongation factor G [Bacillus cereus]
 PFR75893.1 elongation factor G [Bacillus cereus]
 PFR93443.1 elongation factor G [Bacillus cereus]
 PFS28036.1 elongation factor G [Bacillus cereus]
 PFS49153.1 elongation factor G [Bacillus cereus]
 PFS78814.1 elongation factor G [Bacillus cereus]
 PFS86510.1 elongation factor G [Bacillus cereus]
 PFS94287.1 elongation factor G [Bacillus cereus]
 PFT16416.1 elongation factor G [Bacillus thuringiensis]
 PFT24970.1 elongation factor G [Bacillus cereus]
 PFT29317.1 elongation factor G [Bacillus cereus]
 PFT40600.1 elongation factor G [Bacillus cereus]
 PFT60234.1 elongation factor G [Bacillus cereus]
 PFT62919.1 elongation factor G [Bacillus cereus]
 PFT74501.1 elongation factor G [Bacillus cereus]
 PFT90143.1 elongation factor G [Bacillus cereus]
 PFU08241.1 elongation factor G [Bacillus cereus]
 PFU11799.1 elongation factor G [Bacillus cereus]
 PFU20662.1 elongation factor G [Bacillus cereus]
 PFU22767.1 elongation factor G [Bacillus anthracis]
 PFU49932.1 elongation factor G [Bacillus cereus]
 PFU73264.1 elongation factor G [Bacillus cereus]
 PFU78935.1 elongation factor G [Bacillus cereus]



 PFU86075.1 elongation factor G [Bacillus cereus]
 PFU90958.1 elongation factor G [Bacillus anthracis]
 PFV00894.1 elongation factor G [Bacillus cereus]
 PFV15719.1 elongation factor G [Bacillus cereus]
 PFV54941.1 elongation factor G [Bacillus cereus]
 PFV63123.1 elongation factor G [Bacillus cereus]
 PFW03612.1 elongation factor G [Bacillus cereus]
 PFW22402.1 elongation factor G [Bacillus cereus]
 PFW31970.1 elongation factor G [Bacillus anthracis]
 PFZ17358.1 elongation factor G [Bacillus thuringiensis]
 PGA19066.1 elongation factor G [Bacillus thuringiensis]
 PGA58627.1 elongation factor G [Bacillus thuringiensis]
 PGE42144.1 elongation factor G [Bacillus cereus]
 PGE52156.1 elongation factor G [Bacillus thuringiensis]
 PGH90824.1 elongation factor G [Bacillus anthracis]
 PGK02656.1 elongation factor G [Bacillus anthracis]
 PGK10343.1 elongation factor G [Bacillus cereus]
 PGK18445.1 elongation factor G [Bacillus cereus]
 PGK19193.1 elongation factor G [Bacillus cereus]
 PGK41146.1 elongation factor G [Bacillus anthracis]
 PGK62040.1 elongation factor G [Bacillus cereus]
 PGK87920.1 elongation factor G [Bacillus cereus]
 PGL04682.1 elongation factor G [Bacillus cereus]
 PGL14658.1 elongation factor G [Bacillus cereus]
 PGL33383.1 elongation factor G [Bacillus cereus]
 PGL51880.1 elongation factor G [Bacillus cereus]
 PGL90288.1 elongation factor G [Bacillus cereus]
 PGM01889.1 elongation factor G [Bacillus cereus]
 PGM24984.1 elongation factor G [Bacillus cereus]
 PGM63423.1 elongation factor G [Bacillus cereus]
 PGM70230.1 elongation factor G [Bacillus cereus]
 PGM80124.1 elongation factor G [Bacillus cereus]
 PGN05697.1 elongation factor G [Bacillus cereus]
 PGN31312.1 elongation factor G [Bacillus cereus]
 PGN43242.1 elongation factor G [Bacillus cereus]
 PGN70582.1 elongation factor G [Bacillus cereus]
 PGN70818.1 elongation factor G [Bacillus cereus]
 PGN86575.1 elongation factor G [Bacillus cereus]
 PGN87642.1 elongation factor G [Bacillus cereus]
 PGN90591.1 elongation factor G [Bacillus cereus]
 PGO15996.1 elongation factor G [Bacillus cereus]
 PGO23317.1 elongation factor G [Bacillus cereus]
 PGO61077.1 elongation factor G [Bacillus cereus]
 PGO66846.1 elongation factor G [Bacillus cereus]
 PGO75962.1 elongation factor G [Bacillus cereus]
 PGO93978.1 elongation factor G [Bacillus cereus]
 PGO94038.1 elongation factor G [Bacillus cereus]
 PGP06686.1 elongation factor G [Bacillus cereus]
 PGP13861.1 elongation factor G [Bacillus cereus]
 PGP17025.1 elongation factor G [Bacillus anthracis]
 PGP61418.1 elongation factor G [Bacillus cereus]
 PGP73105.1 elongation factor G [Bacillus cereus]
 PGP75934.1 elongation factor G [Bacillus cereus]
 PGP92687.1 elongation factor G [Bacillus cereus]



 PGP94054.1 elongation factor G [Bacillus cereus]
 PGQ07593.1 elongation factor G [Bacillus cereus]
 PGQ20071.1 elongation factor G [Bacillus cereus]
 PGQ26117.1 elongation factor G [Bacillus cereus]
 PGQ55384.1 elongation factor G [Bacillus cereus]
 PGQ63307.1 elongation factor G [Bacillus cereus]
 PGQ76547.1 elongation factor G [Bacillus anthracis]
 PGQ86705.1 elongation factor G [Bacillus cereus]
 PGQ98252.1 elongation factor G [Bacillus cereus]
 PGR00063.1 elongation factor G [Bacillus cereus]
 PGR18145.1 elongation factor G [Bacillus cereus]
 PGR19316.1 elongation factor G [Bacillus anthracis]
 PGR32414.1 elongation factor G [Bacillus cereus]
 PGR37180.1 elongation factor G [Bacillus cereus]
 PGR56050.1 elongation factor G [Bacillus cereus]
 PGR60858.1 elongation factor G [Bacillus cereus]
 PGR75292.1 elongation factor G [Bacillus cereus]
 PGS15823.1 elongation factor G [Bacillus cereus]
 PGS19020.1 elongation factor G [Bacillus cereus]
 PGS31653.1 elongation factor G [Bacillus cereus]
 PGS53540.1 elongation factor G [Bacillus cereus]
 PGS63108.1 elongation factor G [Bacillus cereus]
 PGS76099.1 elongation factor G [Bacillus cereus]
 PGS82204.1 elongation factor G [Bacillus cereus]
 PGS93243.1 elongation factor G [Bacillus cereus]
 PGT00414.1 elongation factor G [Bacillus anthracis]
 PGT07453.1 elongation factor G [Bacillus cereus]
 PGT21807.1 elongation factor G [Bacillus cereus]
 PGT31569.1 elongation factor G [Bacillus cereus]
 PGT35178.1 elongation factor G [Bacillus anthracis]
 PGT98145.1 elongation factor G [Bacillus cereus]
 PGU26368.1 elongation factor G [Bacillus cereus]
 PGU60209.1 elongation factor G [Bacillus cereus]
 PGU68265.1 elongation factor G [Bacillus cereus]
 PGU81987.1 elongation factor G [Bacillus cereus]
 PGU82969.1 elongation factor G [Bacillus cereus]
 PGV03266.1 elongation factor G [Bacillus cereus]
 PGV07197.1 elongation factor G [Bacillus cereus]
 PGV16371.1 elongation factor G [Bacillus cereus]
 PGV19540.1 elongation factor G [Bacillus cereus]
 PGV23957.1 elongation factor G [Bacillus cereus]
 PGV36902.1 elongation factor G [Bacillus anthracis]
 PGV42676.1 elongation factor G [Bacillus cereus]
 PGV70330.1 elongation factor G [Bacillus cereus]
 PGV91351.1 elongation factor G [Bacillus cereus]
 PGW01163.1 elongation factor G [Bacillus cereus]
 PGW03461.1 elongation factor G [Bacillus cereus]
 PGW46150.1 elongation factor G [Bacillus cereus]
 PGW71890.1 elongation factor G [Bacillus cereus]
 PGW72999.1 elongation factor G [Bacillus cereus]
 PGW91331.1 elongation factor G [Bacillus cereus]
 PGW91525.1 elongation factor G [Bacillus cereus]
 PGX04151.1 elongation factor G [Bacillus cereus]
 PGX20706.1 elongation factor G [Bacillus cereus]



 PGX23357.1 elongation factor G [Bacillus anthracis]
 PGX45640.1 elongation factor G [Bacillus cereus]
 PGX52079.1 elongation factor G [Bacillus anthracis]
 PGX60490.1 elongation factor G [Bacillus cereus]
 PGX89100.1 elongation factor G [Bacillus cereus]
 PGY28912.1 elongation factor G [Bacillus cereus]
 PGY39277.1 elongation factor G [Bacillus cereus]
 PGY44327.1 elongation factor G [Bacillus cereus]
 PGY66313.1 elongation factor G [Bacillus cereus]
 PGY70893.1 elongation factor G [Bacillus cereus]
 PGY80401.1 elongation factor G [Bacillus cereus]
 PGY89426.1 elongation factor G [Bacillus cereus]
 PGY89659.1 elongation factor G [Bacillus cereus]
 PGZ31499.1 elongation factor G [Bacillus cereus]
 PGZ38574.1 elongation factor G [Bacillus anthracis]
 PGZ50717.1 elongation factor G [Bacillus cereus]
 PGZ66229.1 elongation factor G [Bacillus cereus]
 PGZ83725.1 elongation factor G [Bacillus cereus]
 PHA07653.1 elongation factor G [Bacillus sp. AFS051223]
 PHD77097.1 elongation factor G [Bacillus thuringiensis]
 PHF74534.1 elongation factor G [Bacillus thuringiensis]
 PHG40243.1 elongation factor G [Bacillus thuringiensis]
 PHQ20634.1 elongation factor G [Bacillus thuringiensis]
 PIE92979.1 elongation factor G [Bacillus sp. 100374]
 PJZ20976.1 elongation factor G [Bacillus cereus]
 PKS13700.1 elongation factor G [Bacillus sp. BI3]
 PNK24929.1 elongation factor G [Bacillus thuringiensis]
 PNK25006.1 elongation factor G [Bacillus thuringiensis]
 PNK35815.1 elongation factor G [Bacillus thuringiensis]
 PNK52126.1 elongation factor G [Bacillus thuringiensis]
 PNK52802.1 elongation factor G [Bacillus thuringiensis]
 AUZ24969.1 elongation factor G [Bacillus cereus]
 AVR30001.1 Translation elongation factor G [Bacillus cereus]
 PTN45679.1 elongation factor G [Bacillus thuringiensis]
Length=692

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_012661189.1 elongation factor G [Campylobacter lari]
 B9KFH1.1 RecName: Full=Elongation factor G; Short=EF-G
 ACM63806.1 translation elongation factor G [Campylobacter lari 
RM2100]
Length=691

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 327/686 (48%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E   ++  +AV E +D+L+EKY+ GE ++++++    
+  
Sbjct  189  
ESKPTDYVEKEIPAELKEKAEEYRVKMIEAVSETSDELMEKYLGGEELTQDEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA---
LCGSVFKVEYTDCGQ-  263
                S+ P+  G+A K  G+QPL+DAV        E  +       G+   V+ TD 
G+ 
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308



Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690

>WP_094397428.1 elongation factor G [Thermoanaerobacterium 
thermosaccharolyticum]
 AST57875.1 translation elongation factor G [Thermoanaerobacterium 
thermosaccharolyticum]
Length=689

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 



matrix adjust.
 Identities = 194/671 (29%), Positives = 318/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCYWKDHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA------------------------
DIIIKQ-  156
            P + ++NK+D  G D  +V++ ++D+L+A                        D 
II + 
Sbjct  129  
PRLAYVNKMDIMGADFFNVIKMMKDRLNANPVAIQLPIGKEDTFVGIIDLIKMDAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T+S   EI      L +    +  +AV E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTISEEVEIPDDLKDLAQEYREKLLEAVSEQDEALMEKYLEGEEITEEEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  L  V  GS+ K  G+QP++DAV   L  PI                      
+   
Sbjct  249  
INNELVCVTCGSSYKNKGVQPMLDAVVRYLPSPIDIPAVKGMKLNSDEEIERKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I ++    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLEAGSYVLNSTKGKKERIGRILQIHANHRKEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D  +       E P P++R  I PKT A +++
+  A
Sbjct  366  
DKVYTGDIAAAVGLKDTTTGDTLCDENQPILLESMEFPEPVIRVAIEPKTKAAQDKMAVA  425

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   +  ++ +E  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRMRREFNVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P++     I  +      +  + L + PL  G G Q+E+++  G + + +  AV  
G+
Sbjct  486  TKPVRIEGKFIR-
QSGGRGQYGHVWLEMEPLERGQGYQFENKIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+ G + V D K+    G Y+   S+   F+    +  ++ +K+ G  
LLEP +
Sbjct  545  
QEAMENGILGGYEVVDVKVSLVDGSYHEVDSSDMAFKIAGSMAFKEGMKKGGAVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
EVEVVVPEEYMGDVMGDINSRRGRIEGMMDRAGAKVIRGMVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFSHYE  675

>WP_077412573.1 elongation factor G [Marinicella sp. F2]
Length=695

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/679 (28%), Positives = 313/679 (46%), Gaps = 
77/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGESTMDFMDQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
TCFWKDHRFNIIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESGV  125



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW---  175
              +IF+NK+D+ G D   VV  V   L A+ ++  T+ +  E       D+   
+AW   
Sbjct  126  ARLIFVNKLDRMGADFYRVVGQVEKVLGANPLV-
MTLPIGIEDDFVGVVDVLSKKAWVWD  184

Query  176  -----------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                         +  +E +D L+  Y+ GE +S E + R  
++
Sbjct  185  
DTGQPENYEIQDVPADMVDKVEKYHEQLIETAVEQDDDLMMAYMEGEEVSMEDIKRCIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAAL  249
              +D + FP Y GSA K  G+Q ++DAV                     +P GE+   
++
Sbjct  245  
GTRDLAFFPTYCGSAFKNKGMQLILDAVVDYLPSPVEVDPQDLTDEETGEPTGEKAIVSI  304

Query  250  C----GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
                    FK+   D      ++R+YSG +   DTV  A   K     ++ EM    
+ E
Sbjct  305  DEPFRALAFKI-
MDDRFGALTFIRVYSGKINKGDTVLNAATGKTERIGRMVEMHADDRNE  363

Query  302  IVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   D+A  G+I+ ++   +V+    L D   P  L    +   P P++   +APK    
Sbjct  364  L---DSAQAGDILAVVGMKNVQTGHTLCDVKHPCTLEPMIF---
PDPVISIAVAPKDKGA  417

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E++ +AL ++   DP  + E D  + E IL  +G + L++   +L   + +E  V 
+P 
Sbjct  418  
SEKMGNALGKMIAEDPSFQVETDEDSGETILKGMGELHLDIKVDILHRTFGVELEVGQPQ  477

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    P+   S+T   +   +  +  I  ++ P  +GSG ++ES V+ G + 
+ + 
Sbjct  478  VAYRESITAPI-
TDSYTHKKQSGGSGQFGKIDYTIEPGEVGSGYEFESTVTGGNVPKEYW  536

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             A+  G +  LE+G L G+ + D K   + G Y++  S+   F + A     Q++K
+   
Sbjct  537  
AAIEKGFQSMLEEGPLAGYPLQDLKFTLQDGQYHAVDSSTMAFEAAAKGAYRQSVKKCSP  596



Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QL+EP +   ++ P +++     D  +    I++       V    ++P   +  Y   
L
Sbjct  597  
QLMEPIMKVDVFTPDDHVGDVIGDLNRRRGMIKSQDPTATAVRIKADVPLSEMFGYIGSL  656

Query  594  AFYTNGRSVCLTELKGYQA  612
               T+GR     E   Y A
Sbjct  657  RTMTSGRGQFSMEFSHYSA  675

>WP_078546666.1 GTP-binding protein [Bacillus alkalitelluris]
Length=652

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 167/631 (26%), Positives = 299/631 (47%), Gaps = 
20/631 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I   G V+      D+  +E+QRGIT+ A   
+F +
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTKSIKNRGRVDHKNAFLDSHEIEKQRGITVFADQGTFYY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D A+++ISA +G++  T  ++  LRK  
IPT  
Sbjct  65   
QESTYFLIDTPGHVDFSPEMERAIQVMDYAVIIISAVEGIEGHTETVWELLRKHRIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G ++++V++ ++  L+ ++     V  + EI      D E  + V E 
++ L
Sbjct  125  FINKTDRTGANVENVIKEIQGNLTTNVYDMTQVQTNLEI------
DEELIEFVAERDETL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G+  +++  ++  Q+ +     FP+  GSA   +GI   ++ +   F       
Sbjct  179  LNTYLEGK-YNKKLWIKNIQKMILYGHFFPLISGSALHDIGIGRFIE-
ILDCFTITNHSS  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRIPSKGEI  302
                 G V+K+ +   G +  +++  SGTL++RD +A +     +  K+T +R  S  
+ 
Sbjct  237  
EGPFSGQVYKIRHESNGTKITFVKSLSGTLKVRDEIATSNEDSNQSEKVTGLRTYSGNKF  296



Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWR--
EDPLPMLRTTIAPKTAAQRER  360
               +    GE+  +   S   N  +GD   + +++ +   D +P L++ +  +     
+ 
Sbjct  297  KTVEQVGAGELFAVMGLS---
NPKIGDKIGVLQEKNKNGNDMVPTLKSKVTFEAGVNPKE  353

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    D    EI +  +G +QLEV+  ++ +++KL  + + P 
++Y
Sbjct  354  
VLQFFKMLDAEDPSLNVLWDERFQEIHIHVMGNIQLEVLEQVIKDRFKLTVLFETPEILY  413

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A +   + P    SG+ +E+      L+   Q  
+   
Sbjct  414  KETITNQVKGYGHFE--
PLGHYAEVHFQLEPGERNSGILFENSCHADDLSVGHQRLIEQH  471

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      G+  G ++TD KI    G  ++  ++  DF+      L Q L+++   
LLEP+
Sbjct  472  
LFEREHHGILTGSSLTDVKITLLTGRAHNKHTSGGDFQEATFRALRQGLEKAENTLLEPF  531

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              + +    E + R   D  +          + D+ + TG +P      Y   LA  
T G
Sbjct  532  
YQYKIKVNIEQMGRVLSDIQQAYGYFNPPVTEGDKAILTGTVPVSTFMNYSNKLATLTQG  591

Query  600  RSVCLTELKGY-QAAVGQPVIQPRRPNSRLD  629
            +        GY Q    + VI  +  N + D
Sbjct  592  KGSISLIFSGYNQCHNEEEVIDSKSYNKQAD  622

>WP_046354275.1 elongation factor G [Pseudoalteromonas 
luteoviolacea]
 KKE85537.1 elongation factor P [Pseudoalteromonas luteoviolacea 
S4054]
 KZN56302.1 elongation factor P [Pseudoalteromonas luteoviolacea 
H33]
 KZN73057.1 elongation factor P [Pseudoalteromonas luteoviolacea 
S4047-1]
 KZN77008.1 elongation factor P [Pseudoalteromonas luteoviolacea 
H33-S]
 AOT16284.1 elongation factor G [Pseudoalteromonas luteoviolacea]
 AOT06454.1 elongation factor G [Pseudoalteromonas luteoviolacea]
 AOT11371.1 elongation factor G [Pseudoalteromonas luteoviolacea]



Length=695

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 309/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   VV  V   L A                   D++ K+   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLTKKAY-
IWDETG  187

Query  166  LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    +
+  +
Sbjct  188  
LPENYEITDVPADMVEKVEEYHEMLVESAVEQDDDLMEAYMEGETPSLEQIKACIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE----  257
            D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+    
Sbjct  248  
DLAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGDVATVDAEEP  307

Query  258  --------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                      D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  308  
LKALAFKIMDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G +
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFSSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P + +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_058386735.1 MULTISPECIES: elongation factor G [Planococcus]
 ALS80112.1 elongation factor G [Planococcus kocurii]
 OHX54537.1 translation elongation factor G [Planococcus faecalis]
 AQU77899.1 elongation factor G [Planococcus faecalis]
Length=692

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT----V  158
            P ++FINK+D+ G D    V ++ ++L A                   D++  +T     
Sbjct  129  
PRIVFINKMDKIGADFLYSVGTLHERLQANAHPIQLPIGAEDNFSAIIDLVEMKTHFYAN  188

Query  159  SLSPEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI    + E++ ++ E W     +AV E ++ L+EKY++GE I+ E+L    
++  
Sbjct  189  
DLGTEITEGEIPEDHKELAEEWHTKLVEAVAELDEDLMEKYLSGEEITVEELKAGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLF---------
QPIGEQGS  246
             D   +PV  G+A K  G+Q ++DAV             TG+          +P  
++  
Sbjct  249  
LDVEFYPVVCGTAFKNKGVQLMLDAVIDYLPSPLDVPPMTGVLPDSDEEVLRKPSEDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            +AL    FKV       +  + R+YSG+L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  SALA---
FKVMTDPYVGKLTFFRVYSGSLKSGSYVQNSSKGKRERVGRILQMHANSREEI  365

Query  303  VRTDTAYPGEIVI-LPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQR  358
                  Y G+I   +        D L D  +   L R  +   P P++  ++ PK+ 
A +
Sbjct  366  AEV---YCGDIAAAIGLKDTSTGDTLSDEKQQVILERMVF---
PEPVISLSVEPKSKADQ  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP  R   D  T + I++ +G + L+++   +  ++ +E  V  
P V
Sbjct  420  
DKMGQALAKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMRREFNVEANVGAPQV  479

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   +  K     +        F   + +  +P   G+G ++E+ +  G + + 
+  
Sbjct  480  SYRETFRQSAKVEGKFVRQSGGRGQF-
GHVWIEFSPNEEGAGFEFENGIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
Sbjct  539  
AVEAGLRDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKVAASMALKNAISKVNPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+EYL     D       +E    + +  V    +P   +  Y 
T L 
Sbjct  599  
LLEPIMRVEVVIPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRSMVPLAQMFGYATSLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR V       Y+
Sbjct  659  SNTQGRGVFSMHFDHYE  675

>WP_044598456.1 elongation factor G [Campylobacter peloridis]
 AJC84323.1 translation elongation factor EF-G [Campylobacter 
peloridis LMG 
23910]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 183/686 (27%), Positives = 323/686 (47%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII--------  154
            P ++F+NK+D+ G +  +V + ++++L                     D+I         
Sbjct  129  
PRIVFVNKMDRIGANFFNVEEQIKNRLKGNPVPLQIPIGAEDNFKGVIDLITMKALVWED  188

Query  155  --KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE ++++++    
+  
Sbjct  189  
ENKPTDYVEREIPAELMEKAEEYRTKMIEAVSETSDELMEKYLGGEELTQDEIKAGIKAG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             T Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KTLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R +    +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKMVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVSEEIIKKRN  690



>WP_106777015.1 elongation factor G [Peptostreptococcus russellii]
 PSJ31277.1 elongation factor G [Peptostreptococcus russellii]
Length=688

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/660 (28%), Positives = 308/660 (47%), Gaps = 
64/660 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYAGRTHKIGETHDGASQMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++       
+
Sbjct  69   
TCQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKSGVEPQSENVWRQAETYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G D  +VV+ ++D+L A+ +              I   +++  
EI   
Sbjct  129  
PRIAFVNKMDRQGADFYNVVEMMKDRLKANAVPVQLPIGTEDHFVGIIDLLTMKAEIYKN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  T+IE  D                  +V E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DVGTEIEEQDIPAELLDKAQEYRDMMVESVSETDEELMMKYLEGEEITIPELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAA-----LC  250
                + PV+ G+A K  G+Q L+D V              GL     E    A       
Sbjct  249  
IACEMNPVFCGTAYKNKGVQLLLDGVIDYLPAPTDIESIKGLLADGEESERHASDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL     V  A  G RE++ +I +M   ++ E+    
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGTLNSGSYVLNATKGKRERIGRILQMHANTREELTEV-  367

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L DP         E P P++   I P + A +E++  
AL
Sbjct  368  --



YAGDIAAAVGLKDTTTGDSLCDPENPIILESMEFPEPVIFVAIEPASKAAQEKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +L++ DP      D  T + I+  +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
QKLSEEDPTFTVRTDHETGQTIIGGMGELHLEIIVDRLLREFKVEAQVGAPQVAYRETIT  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P+    +    +      +  + + V PL  G G ++E++   G + + +   V  
GI+
Sbjct  486  QPVD-
VEYKYSKQSGGRGQYGHVKIRVNPLESGEGYKFENKTVGGSVPKEYVGPVDQGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ GL  G+ V D  +    G Y+   S+   F+    +  + A+K+  + 
LLEP  +
Sbjct  545  
GAMQSGLVAGYPVVDVAVELYDGSYHEVDSSEMAFKMAGSMAFKDAMKKGNSVLLEPIFA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       I+  + +    V    +P   +  Y TDL   T 
GR+
Sbjct  605  
VEVVTPEDYMGDVMGDLNSRRGMIQGMEARSGAQVIRAHVPLSQMFGYATDLRSATQGRA  664

>AMP46856.1 elongation factor G C-terminus, partial [uncultured 
bacterium]
Length=142

 Score = 237 bits (604),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 106/141 (75%), Positives = 123/141 (87%), Gaps = 0/141 
(0%)

Query  498  
KICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            KICFEYGLYYSPVSTP DFR L+PIVLEQALK++GT+LLEPYL F 
+YAPQEYLSRAYHD
Sbjct  1    
KICFEYGLYYSPVSTPEDFRLLSPIVLEQALKKAGTELLEPYLHFEIYAPQEYLSRAYHD  60

Query  558  
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQP  617
            AP+YCA I + Q+K DEV+  GEIPARCIQ YR DL ++TNG+ VCLTELKGYQ A
+G+ 
Sbjct  61   
APRYCADIVSTQIKNDEVILKGEIPARCIQEYRNDLTYFTNGQGVCLTELKGYQPAIGKF  120



Query  618  VIQPRRPNSRLDKVRHMFQKV  638
            + QPRRPNSR+DKVRHMF K+
Sbjct  121  ICQPRRPNSRIDKVRHMFHKL  141

>WP_098933841.1 elongation factor G [Bacillus sp. AFS031507]
 PGY08697.1 elongation factor G [Bacillus sp. AFS031507]
Length=693

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 311/672 (46%), Gaps = 
72/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WHGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++    V    
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDQFEAIIDLVEMNAVFYGNDL-  190

Query  166  LEENTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E ++ L+EKY+ GE I++E+L    
++ 
Sbjct  191  ---
GTDIEVREIPEEFKAQAEEYREKLVEAVAELDEVLMEKYLGGEEITKEELKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSA---  247
              +   +PV  GSA K  G+Q ++DAV                     + I E+ S
+   
Sbjct  248  
TVNVEFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGHAVDDDEEIVERHSSDEE  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI 
Sbjct  308  



PFSALAFKVMTDPYVGKLTFFRVYSGTLDAGSYVQNSTKGKRERVGRILQMHANSRQEIS  367

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +    Y G+I   +        D L D   L        P P+++ ++ PK+ A +
+++ 
Sbjct  368  KV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMVFPEPVIQLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  425  
TALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R           +      +  + +  +P   G G ++ + +  G + + +  
AV+ G
Sbjct  485  
TFRASAQVEGKFARQSGGRGQYGHVWIEFSPNDEGKGFEFVNGIVGGVVPREYIPAVQAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP 
Sbjct  545  
LEDALDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCKPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL             +E  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MRVEVVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRSSVPLSEMFGYATALRSSTQG  664

Query  600  RSVCLTELKGYQ  611
            R V       Y+
Sbjct  665  RGVFSMHFDHYE  676

>WP_035160602.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T



Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 



+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGIKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_028609661.1 elongation factor G [Paenibacillus harenae]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 312/667 (47%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             +INK+D  G D  +V++ +R++L A+ +                          K  
+ 
Sbjct  132  
AYINKMDIIGADFMNVIKDMRERLQANAVAIQIPIGAESDFIGVIDIVERVAYKYKDDLG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



              PE +          E    E  + V E +++L  KY+ GE I+  ++    +  
V   
Sbjct  192  
KDPEKIEIPAEYADQVEELRTELIEKVAELDEELTMKYLEGEEITIPEIKAALRTGVCQV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQG------
SAALCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  P+           GE+G              
Sbjct  252  
KIFPVIVGSSYRNKGVQMMLDAVVDYLPSPLDVPAIKGTLEDGEEGVRHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A + K     +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILKSGSYVLNATKNKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
             G+I   +   D++   D L D   +        P P++   I PKT A +++L  
A+++
Sbjct  369  SGDIAAAVGLKDTI-
TGDTLCDEKNIIVLESMNFPDPVISVAIEPKTKADQDKLGIAISK  427

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V Y E   
+A
Sbjct  428  
LAEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMFREFKVETNVGKPQVAYRETFRQA  487

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A        +      +    +  TP   G+G  +ES+V  G + + F   ++ GI   
+
Sbjct  488  
AKVEGKFVRQSGGKGQFGHCWVEFTPQEPGAGFVFESKVVGGAIPREFIAPIQAGIEESM  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ + D K     G Y+   S+   F+    + L+ A  +    LLEP +   
+
Sbjct  548  
KNGVIAGFPLVDVKATVVDGSYHDVDSSEMAFKIAGSLALKAAKDKCKPVLLEPIMKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+             IE    +    +   ++P   +  Y T L   T GR 
V  
Sbjct  608  
TVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRAKVPLSEMFGYSTTLRSGTQGRGVFS  667

Query  605  TELKGYQ  611



             EL  Y+
Sbjct  668  MELSHYE  674

>WP_071130202.1 elongation factor G [Enterococcus timonensis]
Length=694

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 200/670 (30%), Positives = 312/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+++ D+L A+                I   V++  E
+   
Sbjct  129  
PRIVFANKMDKIGADFLYSVRTLHDRLQANAHPIQLPIGAEDDFTGIIDLVTMKAEMYKN  188

Query  168  E----------NTD----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +            D     + W     +AV E +++L  KY+ GE IS+E+L    
+R  
Sbjct  189  
DLGTEIEETEIPEDYVELAKEWRDKLVEAVAETDEELTMKYLEGEEISQEELKAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 +PV  GSA K  G+Q L+DAV              G      E+       
S   
Sbjct  249  
LAVEFYPVLAGSAFKNKGVQLLLDAVIDYLPAPTDIPAIKGTNPKTDEELDRHADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L+    V  A  G RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPFVGRLTFFRVYSGVLQSGSYVLNATKGKRERVGRILQMHANSRSEIPEV  368



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D          E P P+++  I PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLADEKNPVVLESMEFPEPVIQVAIEPKSKADQDKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R E +S T E I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLSEEDPTFRAETNSETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G++
Sbjct  486  
RGSTQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENGIVGGVVPREYIPAVEAGLK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S+   FR  A + L  A K++   
+LEP + 
Sbjct  546  
ASMENGVLAGYPLVDIKARLYDGSYHDVDSSETAFRVAASMALRAAAKKANPVILEPIMG  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL             +E  + + +  V    IP   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPDEYLGDIMGHVTARRGRVEGLEARGNSQVVRSMIPLAEMFGYATTLRSATQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMSFDHYE  675

>WP_105156390.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  



Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_005720614.1 GTP-binding protein [Lactobacillus crispatus]
 EEJ69893.1 putative translation elongation factor G [Lactobacillus 
crispatus 
JV-V01]
 EEX28513.1 putative translation elongation factor G [Lactobacillus 
crispatus 
MV-3A-US]
 KWU05752.1 elongation factor G [Lactobacillus crispatus]
 KWU08292.1 elongation factor G [Lactobacillus crispatus]
 KWU08631.1 elongation factor G [Lactobacillus crispatus]
 KWU13430.1 elongation factor G [Lactobacillus crispatus]
 PKZ36564.1 GTP-binding protein [Lactobacillus crispatus]
 PKZ87520.1 GTP-binding protein [Lactobacillus crispatus]
Length=641

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/625 (30%), Positives = 296/625 (47%), Gaps = 
55/625 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   



AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              D LLEKY+    I  + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TGDALLEKYLDSGAIYDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDAKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +      A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFATITEAAAGEIVAATGLTKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 
Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  



P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_071176635.1 GTP-binding protein [Butyrivibrio hungatei]
 AOZ96988.1 translation elongation factor G FusA [Butyrivibrio 
hungatei]
Length=899

 Score = 258 bits (660),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/616 (31%), Positives = 303/616 (49%), Gaps = 
34/616 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+E LLY SGA+ + G V+   T  DT  LER RGITI 
+   
Sbjct  3    
KRLTIGILAHVDAGKTTLSEGLLYLSGALRKLGRVDHRDTFLDTYELERTRGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      ++DTPGH DF  E+ R+L VLD AIL+ISA D V AQ +IL+  L   
++
Sbjct  63   
LFEYEDTHFTLLDTPGHSDFSPEMERTLQVLDAAILLISASDKVTAQAKILWKLLSHYHV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IF+NK+DQ G D   +++ +R+ LS+  I  +    S E+  E          
+   
Sbjct  123  PTFIFVNKMDQDGADKALLLKDIRENLSSHCIAFEDGFDSDELQEE----------
LAVC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D+LL  ++ G+ ++   +    +  + D   +PV +GSA K  G++ L+  +       
Sbjct  173  DDRLLTAFLDGQKVTEGDV----
KSLIADCKCYPVLFGSALKMDGVKELLSFIKDFAPDN  228

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                +A     VFK+     G R  ++++ SG LR+RD +     +  KI ++R+ 
S  +
Sbjct  229  KYDENAPFAARVFKISRDVNGNRLTHIKITSGKLRVRDLI-----
DDEKIDQIRLYSGEK  283

Query  302  IVRTDTAYPGEIVILP--



SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                  A  G +  +   SDS +  D LG+   L      E   P+L +T+     
A   
Sbjct  284  FEMVQEAVAGTVCAIAGLSDS-KAGDGLGE---
LKNDTTAEILQPILSSTLILPEDADPV  339

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +   L  L + +P+L+  +   +  I +  +G VQ E++  L+  ++ L+       
++
Sbjct  340  
VVYRKLKALEEEEPMLQVSLKEGSGIIEVKIMGEVQKEILKHLIKTRFDLDVDFGPGHIV  399

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P++   H       P   +A + + + P   GSG+ +   VS   L+ +
+Q  
Sbjct  400  YKETIAGPVEGVGH-----
FEPLRHYAEVHILLEPSEPGSGMSFACDVSTDDLSLNWQRL  454

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   ++     G L G  +TD KI    G  +   +   DFR      + Q L E+ 
+ L
Sbjct  455  
ILTHLQEKKHLGVLTGSELTDVKITLIGGRSHEKHTEGGDFRQATYRAVRQGLMEADSIL  514

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP   + +  P+E + RA  D  +   T+    +  D+ V TG IPA  + +Y  
+L+ 
Sbjct  515  
LEPVYEYKIELPKESVGRALTDIQRMHGTVGLPDIVGDKNVLTGTIPAASLGSYAQELSS  574

Query  596  YTNGRSVCLTELKGYQ  611
            +T+G     T LKGYQ
Sbjct  575  FTHGEGHITTTLKGYQ  590

>WP_075279662.1 GTP-binding protein [Olsenella provencensis]
Length=667

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/630 (31%), Positives = 307/630 (49%), Gaps = 
50/630 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+   +G+LAHVDAGKTTL E++L ASGAI  PGSV+ G+T  DT  +ER+RGITI 
+A 
Sbjct  1    
MRQAVVGLLAHVDAGKTTLAEAMLAASGAIRVPGSVDDGSTHLDTDAMERERGITIFSAT  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S +W   ++ +VD PGH+DF AE  R++A LD AILV+ A DGVQ  T  L+  L 
+  
Sbjct  61   
ASLEWDGARLMLVDAPGHVDFSAEAERTVAALDAAILVVGAGDGVQGHTETLWDLLERNA  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI-  179
            +PT +F++K D            + +     ++ + +  LSP  +  + T + A D  
+ 
Sbjct  121  VPTFVFVSKCD------------LENPGRGALLAELSARLSPGCL--
DATALLAGDPSVT  166

Query  180  ----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
                 +++  LE+Y+A   ++   L     R V   ++FPV++G+A +G G+  L
+D + 
Sbjct  167  EEAAASDEAALEEYLASGELTTGTLA----
RLVASRAVFPVFFGAAPRGAGVPELLDGLA  222

Query  236  
GLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-----LK  290
             L               V++V  +  G+R  +L++  G LR +  + L+G ++      
K
Sbjct  223  ALLPE--RSWPREFAARVYRVSRSARGERLAWLKVTGGVLRAK--
MQLSGSDRGVPWQEK  278

Query  291  ITEMRIPSKGEIVRTDTAYP-
GEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            + E+R+  +G    T T  P G I  +   S   + + G P        R    P
+L   
Sbjct  279  VNEVRL-YQGASFETVTEVPAGRICAVTGLS---
HVIPGSPLGAEPAAGRPLLAPVLSYQ  334

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P+  A    L+ AL +LAD DP+L         E+ +  +G VQ +VV  LL  
+Y  
Sbjct  335  
VVPEPGADVSALVRALRELADEDPMLGVTWHERLQEVHVQLMGEVQQDVVRELLRSRYGF  394

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +       ++Y E     A    H E  P   +A   L + PL  G+GV++ +R S   
L
Sbjct  395  DVGFGPGGILYKETLTAPAEGVGHFE--
PLRHYAEARLLIDPLPRGAGVEFGTRCSTDDL  452

Query  470  NQSFQNAVRDGIRYGLEQG----
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            + ++Q  +   +   +E+     L G  +TD ++    G  +   +   DFR      
+ 
Sbjct  453  DLNWQRLI---



LTNAMERDHLGVLIGAPLTDVRVTLLAGRAHPKHTEGGDFRQATYRAVR  509

Query  526  QAL---KESG-
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            QAL   +E G   LLEP+  F L  P + + RA  D  +  A     +   D    
TGE+
Sbjct  510  
QALMGARERGECLLLEPWYRFRLTVPADRVGRALTDLTRMAAEFGAPEPSGDLARITGEV  569

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            PA  +  Y  ++A YT GR     EL GY+
Sbjct  570  PASEVGEYALEVARYTGGRGRISLELAGYR  599

>WP_072372467.1 GTP-binding protein [Olsenella mediterranea]
Length=667

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 199/638 (31%), Positives = 305/638 (48%), Gaps = 
64/638 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+   +G+LAHVDAGKTTL E++L ASGAI  PGSV+ G+T  DT  +ER+RGITI 
+A 
Sbjct  1    
MRQAVVGLLAHVDAGKTTLAEAMLAASGAIRAPGSVDDGSTHLDTDAMERERGITIFSAT  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S +W   ++ +VD PGH+DF AE  R++A LD A+LV+ A DGVQ  T  L+  L 
+  
Sbjct  61   
ASLEWGGARLTLVDAPGHVDFSAEAERTVAALDAAVLVVGANDGVQGHTETLWDLLERHA  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE---
NTDIEAWDA  177
            +PTV+F++K D        +    R  L AD+    +  LSP  +  +     D  
A + 
Sbjct  121  VPTVVFVSKCD--------LENPGRGALLADL----
SARLSPGCLDADALLAGDGAATEE  168

Query  178  VIENNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               +++  L++Y+     EP +  +LV E        ++FPV +G+A +G G+  L
+DA+
Sbjct  169  AAASDEAALDEYLDSGTLEPGTLARLVGER-------
AVFPVLFGAAPRGEGVSELLDAL  221

Query  235  
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-----L  289
              L               V++V     G+R  ++++  G LR +    L+G E+      
Sbjct  222  VSLLP--DRAWPDEFAARVYRVSRGARGERLAWVKVTGGVLRAK--



AQLSGSERGVPWSE  277

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP-------  342
            KI E+R+  +G    T T  P         + R+  V G    +P      +P       
Sbjct  278  KINEVRV-YQGASFETVTEVP---------
AGRICAVTGLSHVIPGSALGAEPAADRPVL  327

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P+L   + P+       L+ AL +LAD DP+L         E+ +  +G VQ 
+VV  L
Sbjct  328  
APVLSYQVVPEPGTDVPALVRALRELADEDPMLGVTWHERLQEVHVQLMGEVQQDVVREL  387

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L  ++  +       ++Y E          H E  P   +A   + V PL  GSGV
++ +
Sbjct  388  LRSRHGFDVGFGPGGILYKETVTAPVEGVGHFE--
PLRHYAEARVLVEPLPRGSGVEFGT  445

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG----
LFGWNVTDCKICFEYGLYYSPVSTPADFRS  518
            R S   L+ ++Q  +   +   +E+     L G  +TD +I    G  +   +   
DFR 
Sbjct  446  RCSTDDLDLNWQRLI---
LTNAMERDHLGTLVGAPLTDARITLLSGRAHPKHTEGGDFRQ  502

Query  519  LAPIVLEQAL---KESG-
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
                 + QAL   +E G   LLEP+  F L  P E + RA  D  +  A  E      
+ 
Sbjct  503  
ATYRAVRQALMVARERGECLLLEPWYRFRLTVPVERVGRALTDLTRMAAVFEPPVAAGET  562

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQA  612
               TGE+PA  +  Y  ++A YT GR     EL GY+A
Sbjct  563  ARVTGEVPASEVGEYALEVARYTGGRGRVSLELAGYRA  600

>WP_058031342.1 elongation factor G [Pseudoalteromonas phenolica]
 ALO43697.1 Elongation factor G [Pseudoalteromonas phenolica]
Length=695

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 310/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +



Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
E  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLEKKAYIWDETGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEEPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V         
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDKDTGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P    SG Q+ S V  G + + F  AV  



G  
Sbjct  485  
TQEIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFQFSSSVVGGNVPKEFWPAVEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMQEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_010606886.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 ODB35476.1 translation elongation factor G [Pseudoalteromonas sp. 
BMB]
Length=695

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 312/669 (47%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYVWDDTGL  188



Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSIEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGE----
QGSAAL  249
             + FP + GSA K  G+Q ++DAV                     +P GE       
A L
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDADAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERTELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  AV  
G +
Sbjct  485  
TKEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 



Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_107686541.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/682 (28%), Positives = 315/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D+    GR       ++ 
+ITE



Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676

>WP_103582595.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/682 (27%), Positives = 315/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 



+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D+    GR       ++ 
+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470



            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G+  G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGILAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676

>WP_000090371.1 elongation factor G [Bacillus cereus]
 PFW59149.1 elongation factor G [Bacillus cereus]
 PGZ57307.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191



Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665



Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_090793756.1 elongation factor G [Paenibacillus sp. GP183]
 SEC20399.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus sp. 
GP183]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 312/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K  
+P +
Sbjct  72   
WEGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVL----EEN  169
             ++NK+D  G D   VV S+R KL A+ +            K  + L  E+      
+  
Sbjct  132  
AYVNKMDIIGADFLGVVDSMRLKLGANAVAIQLPIGAENDFKGIIDLIEEVAYMYKDDLG  191

Query  170  TDIEAWDAVIENNDKLLE------------------
KYIAGEPISREKLVREEQRRVQDA  211
             DIE  +   E  DK+ E                  KY+ GE IS  ++    ++ 
V D 
Sbjct  192  
KDIEKIEIPAEYKDKVAELRLELVEKVAELDEDLTMKYLEGEEISIPEIKAALRKGVVDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             ++PV  GS+ +  G+Q ++DAV   L  PI         E G+  +  S          
Sbjct  252  
KIYPVICGSSYRNKGVQLMLDAVIDYLPAPIDVPDIKGVLEDGTEVIRKSDDSQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L     V  A    RE++ +I +M   ++ EI      



Y
Sbjct  312  FKIMTDPFVGRLTFFRVYSGVLSSGSYVLNATKGKRERVGRILQMHANARQEI---
SDVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P+++  + PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LQKLSEEDPTFRAHTDEETGQTIIAGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +    +  +P   G+G  +ES+V  G + + +   ++ 
GI 
Sbjct  485  
RESAKVEGKFVRQSGGRGQYGHCWVEFSPQEAGAGFLFESKVVGGSIPREYIAPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A ++    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    V   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDSRHGAQVIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VYSMELSHYE  674

>WP_010376483.1 elongation factor G [Pseudoalteromonas piscicida]
 ATD08206.1 elongation factor G [Pseudoalteromonas piscicida]
Length=695

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 312/669 (47%), Gaps = 
67/669 (10%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGE----
QGSAAL  249
             + FP + GSA K  G+Q ++DAV                     +P GE       
A L
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVIDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDADAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERTELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484



Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  AV  
G +
Sbjct  485  
TKEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_039493397.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 KID37248.1 elongation factor G [Pseudoalteromonas elyakovii]
 KJZ04950.1 elongation factor G [Pseudoalteromonas piscicida]
Length=695

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 312/669 (47%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166



            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGE----
QGSAAL  249
             + FP + GSA K  G+Q ++DAV                     +P GE       
A L
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVDADAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERTELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  AV  
G +
Sbjct  485  
TKEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_052788463.1 elongation factor G [Campylobacter jejuni]
 AWB40048.1 translation elongation factor EF-G [Campylobacter 
jejuni]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 182/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D KI    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKITVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_090697395.1 elongation factor G [Beijerinckia sp. 28-YEA-48]
 SEB61772.1 translation elongation factor 2 (EF-2/EF-G) 
[Beijerinckia sp. 
28-YEA-48]
Length=690



 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/667 (29%), Positives = 309/667 (46%), Gaps = 
65/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDFMEQEQERGITITSAATTAI  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNNKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPE------------
IVLEENT-  170
            +F NK+D+ G D    +  ++ +L A  I I+  +    E            IV 
EE   
Sbjct  132  
VFANKMDKTGADFYKCLDDIKVRLGARPIAIQLPIGAEAEYKGLVDLVRMRAIVWEEEQL  191

Query  171  -------DIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +A +E +D ++E Y+ G+      L R  ++ 
V  
Sbjct  192  
GAKFNEIDIPADLVDKALEYRNMLLEAAVELDDAVMEAYLDGKEPDEATLKRMIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCG  251
             + +PV  GSA K  G+QPL+DAV              G+    GE+          
L  
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDRGAIKGIDYKTGEETDRKPSDDQPLSV  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+   D      + R+YSGTL     +  + R+K     ++  M   ++ EI     
Sbjct  312  LAFKI-
MDDPYGILTFARVYSGTLVKGQALLNSTRDKNERVGRMVLMHANNREEIAE---  367

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+IV L      R  + L DP +       E P P++   + PKT A +E++  
AL 
Sbjct  368  
AYAGDIVALVGMKDTRTGETLCDPNKAVILEKMEFPDPVIEQAVEPKTKADQEKMTTALL  427

Query  367  



QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  R   D  + + I+  +G + L++   +L   +K+E  V  P V Y 
ER  +
Sbjct  428  
KLANEDPSFRVTTDQESGQTIIKGMGELHLDIKVDILKRTHKVEVNVGAPQVAYRERATR  487

Query  427  AASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               +  +H +       +A I   + P  +G G ++ES++  G + + +   V  G 
+  
Sbjct  488  
DVEYDYVHKKQSGGSGQFARIKFVLGPNEVGKGTEFESKIIGGAVPKEYIPGVEKGFKSV  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L  G+  G+ V D K+    G Y+   S+   F   A     +AL+++G  LLEP 
+   
Sbjct  548  
LGAGVVAGFPVVDIKMSLVDGAYHDVDSSVLAFEIAARQGTREALQKAGCVLLEPVMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+E+      D       I+   ++ + VV    +P   +  Y ++L   T 
GR+  
Sbjct  608  
VVTPEEHTGYVIGDLNSRRGQIQGQDMRGNAVVVNAMVPLANMFGYVSNLRSGTQGRASY  667

Query  604  LTELKGY  610
              +   Y
Sbjct  668  TMQFDHY  674

>WP_037620074.1 elongation factor G [Streptococcus parauberis]
Length=694

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 318/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  E
+   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLIKMKAEVYTN  188

Query  165  -----VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                 +LEE  DI A              +AV E +++L+ KY+ GE I+ E+L+   
+ 
Sbjct  189  DLGTDILEE--
DIPADYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELMAAIRT  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI---------------------GEQ  244
               +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+
Sbjct  247  
ATINVEFFPVMCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEE  306

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   
++ 
Sbjct  307  PFAALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRILQMHANTRK  363

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI   +  Y G+I   +   +    D L D          E P P+++  + PK+ 
A ++
Sbjct  364  EI---
EVVYSGDIAAAVGLKNTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKADQD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P V 
Sbjct  421  
KMGVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVS  480

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV
Sbjct  481  
YRETFRSATNARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+L
Sbjct  541  



EKGLVESMSNGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSASPAIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   + AP++ L             ++  + + +  V    +P   +  Y T 
L   
Sbjct  601  
EPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAFVPLAEMFGYATILRSA  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  661  TQGRGTFMMVFDHYE  675

>CDE10470.1 elongation factor G 1 [Clostridium sp. CAG:354]
Length=694

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 310/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V++AK GVQ QT  ++    K  
+P +
Sbjct  73   
WNNNRINIIDTPGHVDFTVEVQRSLRVLDGAVTVLAAKGGVQPQTETVWRQADKYQVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTV-----SLS  161
            +++NK+D  G +    V  ++++L A+ +                  IK         
L 
Sbjct  133  
VYVNKMDITGANFMLCVDQLKNRLKANAVPIQLPIGAEDQFKGIVDLIKMRAFIHKDDLG  192

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             EI   E TDI             +  +AV E +++L+ KY+ GE ++ E++ +  
+   
Sbjct  193  KEI---
EETDIPDDMKDLAQEYHDKMIEAVAEQDEELMMKYLEGEELTVEEIKKGLRAGT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQG---------
SAALC  250
               ++ PV  GS+ K  G+Q L++A+             + + E G         S    
Sbjct  250  



IANTIVPVTCGSSYKNKGVQELLNAIVDYMPSPLDIPHIKGVDEDGNEVERKTSDSEPFS  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL    TV  + ++K     +I +M    + +I 
+  
Sbjct  310  
ALAFKIATDPFVGKLCFFRVYSGTLESGSTVLNSNKDKKERIGRILQMHSNHREDITKV-  368

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +    V   D L D          E P P++   I PK    +E++  
AL
Sbjct  369  --
YAGDIAAAVGLKEVTTGDTLCDMDHPVILESMEFPEPVIDIAIEPKDKVAQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  +   +  T + I++ +G + L+++   L  ++K+E  V +P V Y 
E   
Sbjct  427  
AKLAEEDPTFKTYTNHETGQTIIAGMGELHLDIIVDRLKREFKVECNVGKPQVAYKETIK  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + +K     I  +      +  +   + P+  G G+++ES++  G + + +   +  
G+R
Sbjct  487  KAVKVQGKYIR-
QSGGKGQYGDVWFEMEPIEAGKGIEFESKIVGGAVPKEYIKPIEQGLR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               E G L G+ V D K     G Y+   S+   F+  A +  ++  K+SG  
+LEP + 
Sbjct  546  
EAAEGGYLAGYPVIDFKATLVDGSYHEVDSSEMAFKVAASLAFKEGCKQSGVAILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E              IP   +  Y TDL   T 
GR 
Sbjct  606  
VEITVPEEYMGDVIGDVNSRRGRMEGMDGNDGMQEIHAFIPLSEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQ  611
                E   Y+
Sbjct  666  TYSMEPSHYE  675

>KRK07648.1 translation elongation factor G [Lactobacillus pasteurii 
DSM 
23907 = CRBIP 24.76]
Length=655



 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/624 (31%), Positives = 299/624 (48%), Gaps = 
52/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG++AHVDAGKTTL+E+LLY +G + + G V+ G    D   LE+QRGITI 
+ +
Sbjct  16   
MKKITIGLVAHVDAGKTTLSEALLYQAGDLRKWGRVDAGDAFLDPEKLEKQRGITIFSHL  75

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    + N++DTPGH+DF A+   SL+VLD  ILV+SA  G+ + T++L+    
K  
Sbjct  76   
AHLAKDGIQFNLIDTPGHIDFAAQTEASLSVLDYVILVVSANSGITSYTKVLWDLFAKYE  135

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK D A  D   ++Q +++ LS     +  +  + +  L EN        
+  
Sbjct  136  LPVFIFVNKTDLA-YDKDKLLQDLQENLS-----
QNCLDFTDQKDLYEN--------LAT  181

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ LL+KY+A   +  E + R  +QR+V      PVY+GSA K  G Q LM  +    
Q
Sbjct  182  ADEALLDKYLATGKLDDEDISRLIKQRKV-----
MPVYFGSALKLQGTQELMAGMARFCQ  236

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
               E+G     G V+K+ +   G+R  +L++ +G  +L++ + L   E  KI +
+RI + 
Sbjct  237  --AEEGGDDFSGQVYKISHDPKGERLTWLKITAG--KLQNRMELVDGE--
KINQIRIYNA  290

Query  300  GEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +    + A  GE+V L       P   +   D     + +P  R+R  PL M   
T   
Sbjct  291  NKFETVNQAIAGEVVALTGLKHTYPGQGINQEDA-
PQASLIPTLRYRLKPLNMDVHTA--  347

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                     +D L  L D +P L         EI L  +G++QLE++   L +++ 
LE  
Sbjct  348  ---------
IDKLALLKDEEPQLHLTWSEALQEIQLEIMGQIQLEILQQELQDRFGLEVA  398



Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E  V+Y E   +      H E  P   ++ +   + P   GSGV   +  SL  
L  +
Sbjct  399  FDEGGVLYKETITRKIEAVGHFE--
PLRHYSEVHFLLEPAPRGSGVILANECSLEVLANN  456

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE-  530
            +Q  +   +      G L G+ +TD KI    G   +  +   DFR      + Q 
L E 
Sbjct  457  
WQQQIMTALASKEHLGVLTGYPLTDVKITLIGGRASNVHTVGGDFREATYRGVRQGLMEL  516

Query  531  ---
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
                  QLLEP+  F L+ PQ  L RA +D  K         +  D VV  G+ P   
++
Sbjct  517  
KVRKACQLLEPWYKFKLHLPQTLLGRAMNDIQKMHGEFSEPIMLGDSVVLEGQAPVSEMR  576

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y +++  Y++G+      L  YQ
Sbjct  577  DYASEVRNYSHGQGQIEYSLAQYQ  600

>WP_103604832.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/682 (28%), Positives = 315/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGHQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189



Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D+    GR       ++ 
+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  



KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676

>WP_072668834.1 elongation factor G [Vibrio sp. M12-1144]
Length=695

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 198/680 (29%), Positives = 310/680 (46%), Gaps = 
68/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    GTT  D M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKMGDSHDGTTTMDFMDQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   V+  +++ L A                    ++ Q   +  
+  L
Sbjct  129  
IFVNKLDRMGADFFRVIGQIKNVLGATPLVMTLPIGREDEFTGVVDVLSQKAYIWDDSGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI A              +A +E +D+L+  Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEVTDIPADLVDQAEEYREMLIEAAVEQDDELMMAYMEGEEPSLEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257
             + FP Y GSA K  G+Q ++DAV            Q + +  +    G V KV      
Sbjct  249  
LAFFPTYCGSAYKNKGMQLILDAVVDYLPNPTEVHAQELTDPDTGEATGEVAKVSVDEPF  308

Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+YSG L+  DT+   A    E++ ++ EM    + EI   
D
Sbjct  309  



RALAFKIMDDRFGALTFVRIYSGKLKKGDTILNSATGKTERIGRMVEMHADDRNEI---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P+P++   +APK     E+L  
AL
Sbjct  366  
SAQAGDIIAIVGMKNVKTGHTLCDPKHECTLEPMIFPIPVISIAVAPKDKGGSEKLGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   + ++ +V  P V Y 
E   
Sbjct  426  
GKMVSEDPSFQVESDEETGETILKGMGELHLDIKVDILKRTHGIDLIVGAPQVAYRETIT  485

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA   S+T   +   +  +  I   + P    SG ++ S V  G + + F  A+  
G   
Sbjct  486  
KAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFKFTSTVVGGNVPKEFWPAIEKGFAG  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMQEGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  +     V    +IP   +  Y   L   T
+GR  
Sbjct  606  
DVFTPDDHVGDVIGDLNRRRGMIKDQEAGVTGVRVKADIPLSEMFGYIGSLRTMTSGRGQ  665

Query  603  CLTELKGYQ---AAVGQPVI  619
               E   Y    A V + VI
Sbjct  666  FSMEFSHYAPCPANVAETVI  685

>WP_011757351.1 MULTISPECIES: elongation factor G [Nocardioides]
 A1SNN6.1 RecName: Full=Elongation factor G; Short=EF-G
 ABL83421.1 translation elongation factor 2 (EF-2/EF-G) 
[Nocardioides sp. 
JS614]
Length=703

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 193/683 (28%), Positives = 326/683 (48%), Gaps = 
82/683 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGITYKIGEVHEGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V     GV+ QT  ++    
K  +
Sbjct  71   
TCWWKDHQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGVAGVEPQTMTVWRQANKYAV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V  + ++L++                   D++  + +
+   
Sbjct  131  
PRMCFVNKLDRTGADFFRCVDMMVERLNSTPLVLQLPIGAESDFLGVVDLVGMRALTWRG  190

Query  163  EIVLEENTDIEAWDAVI----------------
ENNDKLLEKYIAGEPISREKLVREEQR  206
            E  + E+ ++E   A +                E +D ++EKY+ GE  + E+L    
+R
Sbjct  191  
ETKMGEDYEVEEIPAELAEQAAEYREKLLETLSEADDDVMEKYLEGEDFTVEELEAAIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP----
IGE-----------------QG  245
                  + PV  G+A K  G+QPL+DAV   F P    IGE                   
Sbjct  251  ATLADKVNPVLCGTAFKNKGVQPLLDAVVK-
FLPSPLDIGEIIGHSVKDENEKVSRKPAD  309

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGE  301
            S    G  +K+       + +Y+R+YSG L    TV  ++ GR++   K+ +M    
+ E
Sbjct  310  
SEPFSGLAYKIASDPHLGKLIYIRVYSGKLEAGSTVVNSVNGRKERIGKVYQMHANKREE  369

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I    +   G+IV ++     +    L DP           P P++   I PKT + 
+E+
Sbjct  370  IA---
SVGAGQIVAVMGLKDTKTGHTLSDPQHQVVLESMTFPAPVIEVAIEPKTKSDQEK  426

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  A+ +L+D DP    + D  T + I++ +G + LE++   +  ++++E  V +P 
V Y
Sbjct  427  
LGTAIQRLSDEDPTFTVKSDEETGQTIIAGMGELHLEILVDRMRREFRVEATVGKPQVAY  486



Query  421  ME---RPLKAASHTIHIEVPPNPFWASIGLSVTP-----
LSLGSGVQYESRVSLGYLNQS  472
             E   R ++  S+T   +   +  +A + +S+ P      + G+G ++ + VS G 
+ + 
Sbjct  487  
RETIRRKVENHSYTHKKQTGGSGQFAKVIISLEPSIDPETNTGAGYEFVNNVSGGRVPRE  546

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  G +  +E G L G+ + D K+  E G Y+   S+   F+    I   QA 
KE+
Sbjct  547  YIPSVDQGAQEAMEFGVLAGYPMVDVKVTLEDGAYHDVDSSELAFK----
IAGNQAFKEA  602

Query  532  GTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
              Q    LLEP  +  +  P+ +L     D       I+  + +  ++V +  +P   
+ 
Sbjct  603  
ARQAKPVLLEPMFAVEVTTPETFLGTVIGDINSRRGHIQAQEERHGDMVISALVPLSEMF  662

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y  DL   T+G++    E   Y
Sbjct  663  GYVGDLRSKTSGQASYSMEFDSY  685

>EXZ31133.1 small GTP-binding domain protein, partial [Bacteroides 
fragilis 
str. S36L11]
Length=277

 Score = 242 bits (617),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 124/279 (44%), Positives = 187/279 (67%), Gaps = 5/279 
(2%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M IIN+GILAH+DAGKT++TE+LL+ASGA  + G V+ G T TD+M +E++RGIT+
+A+ 
Sbjct  1    
MNIINLGILAHIDAGKTSVTENLLFASGATEKCGRVDNGDTITDSMDIEKRRGITVRAST  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TS  W+  K NI+DTPGHMDF+AEV R+  +LDGA+L++SAK+G+QAQT++LF+ L
+K+ 
Sbjct  61   
TSIIWNGVKCNIIDTPGHMDFIAEVERTFKMLDGAVLILSAKEGIQAQTKLLFNTLQKLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTV---
SLSPEIVLEENTDIEAWDA  177
            IPT+IFINKID+AGV+L+ +   ++  LS D++  Q V   S+ P +  +     E  



+ 
Sbjct  121  IPTIIFINKIDRAGVNLERLYLDIKANLSQDVLFMQNVVDGSVYP-
VCSQTYIKEEYKEF  179

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V  ++D +LE+Y+A   IS           V  A ++PV +GSA   +GI  L+DA
+T  
Sbjct  180  
VCNHDDNILERYLADSEISPADYWNTIIALVAKAKVYPVLHGSAMFNIGINELLDAITSF  239

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276
              P     S  L   ++K+E+   G +R +L++  G+LR
Sbjct  240  ILPPASV-SNRLSSYLYKIEHDPKGHKRSFLKIIDGSLR  277

>WP_042162251.1 GTP-binding protein [Paenibacillus gorillae]
Length=657

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 178/633 (28%), Positives = 303/633 (48%), Gaps = 
22/633 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IG+LAHVDAGKTT  E LLY + +I   G V+      D+  LE+ RGITI A     
Sbjct  7    
VTIGLLAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHELEKARGITIFADQAVM  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                    ++DTPGH DF AE+ R+L V+D A++++SA +G++  T  ++  L+   
IP 
Sbjct  67   
SRGNTDYYLIDTPGHADFSAEMERALQVMDYAVIIVSAAEGIEGHTETVWQLLQSHGIPV  126

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
              FINKID++G D  +V++ +R++L+ D  ++ + SLS      EN          
E +D
Sbjct  127  FFFINKIDRSGADGDAVLEQIREQLTKD-AVEMSGSLS------
ENIQDSLVSFAAERDD  179

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +LLE Y+ G  +   K++   ++ ++   LFPV  GSA   +GI   +  +  L      
Sbjct  180  ELLEDYLEGN-VEPAKVMASLRQSIKRRLLFPVMRGSALMDVGIADFLSNLE-
LLAETDY  237

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSK  299
              SA L   V+K+ +   G R  Y++   G   +R+ +    R+      KIT +R  
+ 



Sbjct  238  
DDSAPLAARVYKIGHDQQGARLTYMKALRGKASVREDIRYTDRDGEVRLEKITAIRTFNG  297

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    + A  G++  +    S+   DV+G+      +R   + +P L++ +    
+   
Sbjct  298  SKSTFVNEASAGQLFAVTGITSLAAGDVVGEGM----
ERSHYELVPALQSKVLFDASIPL  353

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L + DP L    D    E+ +  +G +QLEV+  ++ E+++L+    
EP +
Sbjct  354  
KEVLRCFKLLDEEDPSLGVRWDEPLQELHVHVMGVIQLEVLEHVVKERFQLDVAFGEPEI  413

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + P    SGV++ +   +  L+  
+QN + 
Sbjct  414  LYKETVGGTTIGAGHFE--
PLGHYAEVLLRIEPGERDSGVEFRNECHVDDLSIGYQNLIG  471

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +GL  G  +TD  +    G  ++  ++  DFR      L Q L++    
LLE
Sbjct  472  
QHVTEKEHRGLLTGSPLTDVVVTLLSGRAHNKHTSGGDFREATLRALRQGLEKGDNILLE  531

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY ++ +    E++ R   D      +IE  ++  D  +FTG +P      Y  
+LA YT
Sbjct  532  
PYYAYRIKVDIEHVGRVMSDIQTAHGSIEPPEILADTAIFTGAVPIAAFMNYGAELASYT  591

Query  598  NGRSVCLTELKGYQAAV-GQPVIQPRRPNSRLD  629
             GR V   +  GY+     + +I  R  +   D
Sbjct  592  KGRGVLTLKPDGYKPCFQSEQIISDRNYDKNAD  624

>WP_090033659.1 GTP-binding protein [Lachnospiraceae bacterium 
YSD2013]
 SCX07357.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium YSD2013]
Length=865

 Score = 258 bits (658),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/614 (31%), Positives = 304/614 (50%), Gaps = 
32/614 (5%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I  GILAHVDAGKTTL+E+LLY +G + + G V+   +  D    ER+RGITI 
+ V
Sbjct  1    
MSKIVTGILAHVDAGKTTLSEALLYEAGVLRKKGRVDTKDSFLDNNTWERERGITIYSKV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ + DTPGH+DF  E+ R+L + D AIL+I+A DGVQA T+ ++  
LR  N
Sbjct  61   
ARLNLGDIELILTDTPGHVDFSGEMERALNICDQAILIINASDGVQAHTKTVWKLLRHRN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK D  G D +  +Q++R +LS      + +  S     E +TD   ++ 
+  
Sbjct  121  IPTFIFVNKTDLPGFDKEKSLQNLRKELSP-----EALDFS-----ELHTD-
NFYEEIAT  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LL+KY+    IS E++       +     FPV++GSA KG G+   ++A+    
+P
Sbjct  170  ASEALLDKYMETGSISDEEIA----
DTIATCHAFPVFFGSALKGDGVGEFLEALKTYSRP  225

Query  241  IGEQGS-
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
               + S AA+C    K+     G R  +L+L  GTL+++DT+   G E  KI E+R
+ S 
Sbjct  226  AAVKDSLAAVC---LKITRDKAGNRLTHLKLMGGTLKVKDTL---GDE--
KINEIRLYSG  277

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +      AY  +IV +    + R     G+ T +          P+L   +       
R
Sbjct  278  EKYEAVPEAYATDIVAVTGLKNSRPGSTYGNVTNVTDTYIE----
PVLTYAVKYPDDVDR  333

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +   L +L + +P L+ E +  T EI +  +G VQ E+++  + E+Y +       
++
Sbjct  334  
QAMHRYLLELEEEEPNLKIEYNEGTREIYVHLMGEVQTEILTREIEERYNIMVSFGVGNI  393

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + PL  G+G+Q+++ VS   L  ++Q  
V 



Sbjct  394  LYKETIADTVEGVGHFE--
PLRHYAEVHLKMEPLDRGAGMQFDTDVSTDDLALNWQRLVL  451

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +G L G  VTD KI    G  +   +   DFR      + Q L  + + 
LLE
Sbjct  452  
THLGEREHRGVLTGSPVTDMKITLVAGKAHLKHTEGGDFRQATYRAVRQGLMMAESILLE  511

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P+  + L  P   + RA  D  +   T E ++ +    + TG+ P   +  Y  +
+A YT
Sbjct  512  
PFYFYELTVPDSAVGRAMTDIDRMWGTAEVSEQRDGISIITGKAPVSTLNGYAKEVAAYT  571

Query  598  NGRSVCLTELKGYQ  611
             G       L GY+
Sbjct  572  KGLGTLSVSLAGYE  585

>WP_012739643.1 GTP-binding protein [[Eubacterium] eligens]
 ACR72408.1 elongation factor EF-G [[Eubacterium] eligens ATCC 
27750]
Length=875

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 180/616 (29%), Positives = 306/616 (50%), Gaps = 
46/616 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTTL+E++LY++G+I + G V+   T  DT  +ER RGITI +   
++
Sbjct  13   
ITIGMLAHVDAGKTTLSEAILYSAGSIRKLGRVDNQDTFLDTGDMERARGITIFSKQAAY  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++     ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ  T  L+  L+++ 
IP 
Sbjct  73   
NYNGSSYTLLDTPGHVDFSAETERTLWVLDAAVLVISGMDGVQGHTETLWSLLKRLGIPV  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G +   +++ ++++LS   +    +                ++ V   
++
Sbjct  133  FIFVNKMDQQGTNRARIMEQLKNRLSESCVDFNNID---------------
YEEVAMCHE  177

Query  184  



KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--PI  241
            + LE+++    +    +     R + +  +FPVY+GSA +  G++ L++ +         
Sbjct  178  EALEQFLESAHVDDALM----
SRMIMERKMFPVYFGSALRMNGVEELINGIDTYVSCPDY  233

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
            GE+ SA     V+K+   D G+R  +L++  G+L+ +    L G E  K+ ++R+ 
+  +
Sbjct  234  GEEFSA----KVYKITRDDRGERLTHLKVCGGSLKSK---MLIGNE--
KVNQIRVYAGDK  284

Query  302  IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK----TAA  356
                + A  G +  +   S  +    +G           ED +P+L   +  K       
Sbjct  285  FTSINEAVAGTVCAVTGLSETKAGQFIGAGG--------
EDNIPVLEPVLNYKLNLPAGT  336

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                LL  L  L + +P L  E D    EI +S +G V +EV++ ++  ++ ++    
E 
Sbjct  337  
DPVALLSKLRTLEEEEPELHVEWDENFKEIHVSVMGPVLIEVLTNIIRTRFGVDVTFGEG  396

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E     A    H E  P   +A + L + P   GSG++YE   S   L+++
+Q  
Sbjct  397  SIVYKETIKNKAYGIGHFE--
PLRHYAEVHLLLEPGEPGSGMRYECHCSEDILDKNWQRL  454

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  +   +   DFR      + Q L ++ 
+ L
Sbjct  455  
VYTHLCEKMHRGVLTGSELTDMKITLVAGRAHPKHTEGGDFRQATYRAVRQGLMQAESVL  514

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+  F L   ++Y+ RA  D  +  A     +   D VV TGE P   I  Y+ 
++  
Sbjct  515  
LEPFYVFSLEVKRDYVGRAMTDFERMGAAFNMQEADGDNVVITGEGPVSVIGNYQAEVNA  574

Query  596  YTNGRSVCLTELKGYQ  611
            YT G      ++ GY+
Sbjct  575  YTKGTGRLALKMAGYR  590

>WP_108672018.1 elongation factor G [Bacillus sp. XY-L28]
Length=692



 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P V+F+NK+D+ G D    V+++ ++L A+     + I      S  I L E        
Sbjct  129  
PRVVFVNKMDKIGADFLYSVKTLHERLQANAHPIQLPIGAEDQFSAIIDLVEMNATFYGN  188

Query  169  --NTDIEA-------------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE              W     +AV E ++ L+E+Y+ GE IS ++L    
++  
Sbjct  189  
DLGTDIEVREIPEEYMEQAQEWREKLVEAVAELDEDLMERYLGGEEISNDELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
VNVEFYPVICGSAFKNKGVQLMLDAVIEYLPSPVDVPAIKGTLPDSDEEVTRPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      + P P+++ ++ PK+ A +++
+  A
Sbjct  366  
SMVYAGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIQLSVEPKSKADQDKMSTA  425

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RGSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DSLDRGVLAGFPLVDIKAKLFDGSYHDVDSSEMAFKIAASMALKNAATKCKPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGGITSRRGRVEGMEARGNAQVVKAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMHFDHYE  675

>WP_019850220.1 GTP-binding protein [Desulfitobacterium sp. PCE1]
Length=882

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/615 (30%), Positives = 292/615 (47%), Gaps = 
30/615 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGI AHVDAGKTTL+ESLLY SGAI + G V+      D   LER RGITI 
+  
Sbjct  1    
MKKLVIGICAHVDAGKTTLSESLLYLSGAIRKMGRVDNKDAHLDNFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ +VDTPGH+DF  E+ R+L VLD A LVI+  DG+Q  T+ L+  L    
Sbjct  61   
AMLEVGDVQITLVDTPGHVDFSLEMERTLQVLDYATLVINGADGIQGHTKTLWRLLAIYQ  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D + ++  ++ + S   I         E    E  D   +D 
+  
Sbjct  121  IPVFLFINKMDQVGTDKEKIMNELKQQFSDGCI---------EFGQTEADDF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +++ LLE Y+    I   +++   ++R     ++P ++GSA K  G++ LM  +      
Sbjct  170  SDEILLESYVDRGQIEIPQIIEAVRKR----
KVYPCFFGSALKLEGVEGLMQGIVNYAHI  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                   A    +FK+   + G R  Y+++  G L++RD+++  G  + K+ ++RI 
S  
Sbjct  226  --PSYPEAFGAKLFKIGRDEQGNRLTYMKITGGRLKVRDSLS-
NGVWEEKVNQIRIYSGK  282

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
            +    +    G +  +      +  + LG             PL  P+L   I       
Sbjct  283  KFEAVNEVEAGSVCAVTGLTQTKPGEGLGIEAA------
SHAPLLEPVLAYQILLPEGCD  336

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +L  L QL + DP L    D    EI +  +G VQLE++ +L+  ++ +E       
Sbjct  337  
PRVMLPKLRQLEEEDPGLHMVWDEQLSEIQVQIMGEVQLEILQSLIQSRFGIEVSFGSGR  396

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L + P   GSG+Q+    S   L +S
+Q  +
Sbjct  397  IVYKETIGGVVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFGVECSEDVLGKSWQRLI  454

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +   + +G L G  +TD KI    G  ++  +   DFR      + Q LK + 
+ LL
Sbjct  455  
LSHLEEKVHKGVLTGAPITDMKITLVSGRAHTKHTDGGDFREATYRAVRQGLKSAESILL  514

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF L  P++ + RA  D  K   T +   ++ +  V TG  P   ++ Y  +
+  Y
Sbjct  515  
EPYYSFHLELPEKMVGRAMTDLEKMHGTCQITHIEGNIAVLTGSAPVLTMRNYHKEVMAY  574

Query  597  TNGRSVCLTELKGYQ  611
            T G       LKGY+



Sbjct  575  TKGLGRLFCSLKGYE  589

>WP_002914093.1 elongation factor G [Streptococcus sanguinis]
 EGF07071.1 elongation factor G [Streptococcus sanguinis SK1 = NCTC 
7863]
 EGF17888.1 elongation factor G [Streptococcus sanguinis SK408]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---



FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_107969067.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T



Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  + L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVIDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAELKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 



+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGIKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_033192027.1 elongation factor G [Fervidobacterium islandicum]
 AMW33042.1 elongation factor G [Fervidobacterium islandicum]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 199/669 (30%), Positives = 318/669 (48%), Gaps = 
64/669 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILFFTGRKHTIGSVDDGTATMDWMIQEKERGITITSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGHRINIIDTPGHVDFTIEVERSLRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTVSLS  161
            P + F+NK+D+ G D +  VQ++ ++L A                   D+I +K    
L+
Sbjct  133  
PRIAFMNKMDKTGADFEMAVQTMVERLGAHPIPVQIPMSAESDFKGIIDLIQMKAIRWLN  192

Query  162  PEIVLEENTDI-EAW------------



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            PE       DI E W            + + E +D+++  Y+ GE  + E+ + +  
RR+
Sbjct  193  PEGTEYVYEDIPEEWLEKAEEAREDMIEKIAEVDDEIMMLYLEGEEPTEEQ-
IHDALRRI  251

Query  209  QDASL-FPVYYGSAKKGLGIQPLMDAV------------------
TGLFQPIGEQGSAAL  249
               +L  PV+ GSAK  +GIQPL+D V                   G    +  +  
A  
Sbjct  252  
TIGNLGTPVFCGSAKMNVGIQPLLDGVIRYLPSPLDLPPVRGFDKNGNEVQVFPKEDAPF  311

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY  309
                FK++      +  +LR+YSG L  + +  +   + +K    R+       R 
D  Y
Sbjct  312  VAYAFKIQTDPYVGKLTFLRVYSGRLE-
KGSYVINTTKGVKERVSRLIFLHADKREDVEY  370

Query  310  --PGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
               G+I  VI    ++  + V  + T +  ++  E P P++   I P+T     +L  
AL
Sbjct  371  VRAGDIVGVIGMKSTITGDTVCEEGTHVILEKM-
EFPEPVISIAIEPETKDDETKLSKAL  429

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
              L + DP LR  VD  T E IL+ +G + LE++   L  ++ +   V +P V Y 
E   
Sbjct  430  
QALLEEDPSLRAYVDQETGETILAGMGELHLEIIVDRLKREFNVNVRVGKPQVAYRETIT  489

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            RP+KA    I  +      +  + +   PLSL    ++E R   G + + +  A+ 
+GIR
Sbjct  490  RPVKAEGKYIR-
QSGGRGQYGHVIVEFEPLSLDKTFEFEDRTVGGVIPKQYIPAIEEGIR  548

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V   K     G Y+   S+   F+  A +  ++A+++    
LLEP + 
Sbjct  549  
EAMQVGVLAGYPVVGVKATLVDGSYHEVDSSEMAFKIAASMAFKEAMEKGSPVLLEPIMK  608

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D     A IE  + +    +    +P   +  Y T L   + 
GR+
Sbjct  609  
VEVTTPEEYMGNIIADLNSRRAHIEALENRGHLRIVRALVPLSEMFGYATTLRSLSQGRA  668



Query  602  VCLTELKGY  610
              +  L  Y
Sbjct  669  NYVMVLSHY  677

>OQW96570.1 translation elongation factor G [Desulfobacteraceae 
bacterium 
A6]
Length=677

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 315/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
KIRNIGIMAHIDAGKTTVTERILYYTGRSHKMGEVHDGEAVMDWMPDEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    + ++DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCQWKGSDIQLIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTV---  158
            P + FINK+D+ G      V+ ++++L A                   D+I +KQ 
+   
Sbjct  129  
PKIAFINKMDRIGAGFFGTVEMIKERLHARPLILQLPVGSEEEFAGVIDLIGMKQIIWDD  188

Query  159  ----------SLSPEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                       +SP ++ E     E   + + E +D ++E Y++  PI  ++LV   
++ 
Sbjct  189  
ETLGATFTIGEISPALLDEAVQYREKLIETLSEEDDGIMEAYLSETPIPADQLVSAVRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAA  248
              D  L PV+ GSA K  GIQPL+DA             V G+    GE      + 
+  
Sbjct  249  
TVDLKLVPVFCGSALKNKGIQPLLDAIVNYLPSPLDVPPVKGVHPETGETLLFEAKDNGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            L   +FKV   + G++  ++R+YSG+L+    V    R+ K K++ +      +  



R + 
Sbjct  309  LAALIFKVSLIE-
GRKLSFVRVYSGSLKSGGEVYNPSRKIKEKLSRIMRMHANKRDRIEE  367

Query  308  AYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            A  G IV ++   +    + L     P  L +  + E   P++   + PKT + +E
+L +
Sbjct  368  AGAGSIVGVVGLKTSSTGETLCSSEKPVLLEKIEFYE---
PVISIAVEPKTHSDQEKLDE  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             LT+  D DP LR   D  T + ILS +G + LE++ + +  ++     V +P V+
+ E 
Sbjct  425  
VLTKFIDEDPTLRVRKDEDTGQTILSGMGELHLEIIISRMMREFNTTVNVGKPQVMHRET  484

Query  424  -PLKA-
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              L++  S     E+     +  + L + PL  GSG ++   +    +  +F   +  
GI
Sbjct  485  
IALESEGSAVFDREIAGQRHFGEVSLRLKPLRRGSGNRFRFEIKDAAIPAAFMPFIEKGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                E G L G+ V D +     G +   + T   F+  A +  + AL +    
LLEP +
Sbjct  545  
TEAFESGTLMGYPVVDVEAVVTGGSFLESLGTEISFKVSAAMACKDALGKGEPFLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P+ ++     D       IE+   K    V    +P   +  Y T L   
T GR
Sbjct  605  
DTEVFVPEAFMGDVIGDLSSRNGKIESINAKSGIQVIKAIVPLSRMFGYSTSLRSATQGR  664

Query  601  SVCLTELKGY  610
                 +   +
Sbjct  665  GTFTMQFSHF  674

>WP_018498506.1 elongation factor G [Leptotrichia wadei]
Length=694

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/692 (28%), Positives = 319/692 (46%), Gaps = 
84/692 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHEGAATMDYMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ V SA DGVQ Q+  ++    K N
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAVDGVQPQSETVWRQADKYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE--  168
             F+NK+D+ G D    V  +++KL  + +              I   V++   +  
+E  
Sbjct  132  
AFLNKMDRVGADFDMCVNDIKEKLGGNGVPIQLPIGAEDNFEGIIDLVTMKEYLFKDETM  191

Query  169  NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              D E  D                  +V+E +D+L+EKY  GE I+ +++ R  +     
Sbjct  192  
GADYEVVDIRAELADAAQEAREHMIESVVETDDELMEKYFGGEEITEDEIKRALRVATIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIGEQGSAA--------------------L  249
             ++ PV  G+A K  GIQPL+DAV      P+   G                        
Sbjct  252  
GTVVPVLCGTAFKNKGIQPLLDAVVAYMPSPVDINGGKVNGTDPKTEEPIQRTISDDEPF  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V  + + K     ++ +M    + E
+   
Sbjct  312  
SALAFKIITDPFVGRLSFFRVYSGVLEKGSYVLNSTKGKKERMGRLLQMHANKREEL---  368

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D   GD       P  L +  +   P  +++  + 
PKT A 
Sbjct  369  DIVYSGDI----AAAVGLKDTTTGDTLCAENAPIILEKMEF---
PDTVIQIAVEPKTKAD  421

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL++LA+ DP  +   +  T + ++S +G + LE++   +  ++K+E  V 
+P 
Sbjct  422  
QEKMGTALSKLAEEDPTFKVTTNQETGQTLISGMGELHLEIIVDRMKREFKVEANVGKPQ  481

Query  418  VIYMERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



            V Y E    A         +      +  + + V   + G G ++ + ++ G + + 
+  
Sbjct  482  VAYRETINGATDVEEKYAKQSGGRGQYGHVKMKVEA-
NHGKGYEFINEITGGAIPREYIP  540

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+  LE G+  G+ V D K+    G Y+   S+   F+    + +++ L+ 
+   
Sbjct  541  
AVDKGIQEALEAGVVAGYPVQDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKKGLRAANPV  600

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP     +  P+EY+     D       +     + +  +   E+P   +  Y 
TDL 
Sbjct  601  
LLEPIFKVEVTTPEEYMGDVIGDLNSRRGQVSGMTDRNNAKIIDAEVPLSQMFGYATDLR  660

Query  595  FYTNGRSVCLTELKGY---QAAVGQPVIQPRR  623
              T GR+    E + Y      + Q VI  R+
Sbjct  661  SKTQGRASYSMEFEKYVEVPKNIAQQVIDERQ  692

>WP_103600667.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207



               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEVTVESTDNGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655



Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_103570830.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +   V + +R++L A+ +                            
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKEKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369



Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGIKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_087386393.1 elongation factor G [Megamonas hypermegale]
 OUO40818.1 elongation factor G [Megamonas hypermegale]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 318/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIIAHIDAGKTTTTERILFYTGILHKMGEVHEGAATMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+SAK GV+ Q+  ++    
+ ++
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLKVLDGAVTVLSAKSGVEPQSETVWRQAERYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P ++++NK+D  G D  +V++ + ++L+A+                         
+I ++
Sbjct  129  
PRMVYVNKMDIIGADFYNVLKMMVERLNANPVAIQIPIGAEDTFQGLIDLIKMKAVIYEE  188

Query  157  TVSLSPEIV---LEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
              +  P++V    E     E +     D + E +D+L+ KY+ GE ++ E++    
++  
Sbjct  189  
DYTKEPDLVDIPAEYKEKAEEYRQKMLDTIAETDDELMMKYLEGEELTEEEIKAALRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
               +L PV  GS+ K  GIQP++DAV              G+     E+       
S   
Sbjct  249  
VACTLCPVVCGSSYKDKGIQPMLDAVVDYMPSPLDIPAIKGINPDTNEEDHREADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
AALAFKIMADPFVGKLAFFRVYSGTLNAGSYVFNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
EVVYSGDIAAAVGLKDTTTGDTLCDENHPIILESMEFPDPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D+ T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVRTDAETGQTIISGMGELHLDIIVDRMSREFKVDCKVGKPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +      +    L + P   G+G  +ES++  G + + +   + 



+G+
Sbjct  486  RKTVKAEGKFVR-
QSGGKGQYGHCWLELIPQDPGTGFSFESKIVGGAIPKEYIGPIENGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ + D K     G Y+   S+   F+    +  +    ++   
LLEPY+
Sbjct  545  
KEAMENGVVAGYPMVDIKAVVYDGSYHEVDSSEMAFKVAGSMAFKAGATKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIEGMEPRNGVEVINAFVPLSEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSYY  674

>WP_085113705.1 elongation factor G [Thermoanaerobacterium sp. 
PSU-2]
 ORX22257.1 translation elongation factor G [Thermoanaerobacterium 
sp. PSU-2]
Length=689

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 317/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCYWKDHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D  +V++ ++++L+A+ +  Q                         
Sbjct  129  
PRLAYVNKMDIMGADFFNVIKMMKERLNANPVAIQLPIGKEDTFVGIIDLIKMRAIIYED  188



Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TVS   EI      L E    +  +AV E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTVSDEVEIPADLKDLAEEYREKLLEAVSEQDEVLMEKYLEGEEITEEEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  L  V  GS+ K  G+QP++DAV   L  PI                      
+   
Sbjct  249  
INNELVCVTCGSSYKNKGVQPMLDAVVRYLPSPIDIPAVKGMKLNSDEEIERKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLEAGSYVLNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D  +       E P P++R  I PKT A +++
+  A
Sbjct  366  
DKVYTGDIAAAVGLKDTTTGDTLCDENQPILLESMEFPEPVIRVAIEPKTKAAQDKMAVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   +  ++ +E  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRMKREFNVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P++     I  +      +  + L + PL  G G Q+E+++  G + + +  +V  
G+
Sbjct  486  TKPVRVEGKFIR-
QSGGRGQYGHVWLEMEPLERGQGYQFENKIVGGVIPKEYIPSVDAGV  544

Query  482  RYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+ G + V D K+    G Y+   S+   F+    +  ++ +K+ G  
LLEP +
Sbjct  545  
QEAMENGILGGYEVVDVKVSLVDGSYHEVDSSDMAFKIAGSMAFKEGMKKGGAVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    V  G +P   +  Y TDL   
T GR
Sbjct  605  



EVEVVVPEEYMGDVMGDINSRRGRIEGMMDRAGAKVIRGMVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFSHYE  675

>WP_035642117.1 GTP-binding protein [Lachnospiraceae bacterium 
FE2018]
Length=976

 Score = 259 bits (663),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 181/614 (29%), Positives = 291/614 (47%), Gaps = 
30/614 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
             GILAHVDAGKTTL+E +LY +GAI + G V+ G    DT  LE+QRGITI +    
F +
Sbjct  9    
FGILAHVDAGKTTLSEGILYKTGAIRKAGRVDHGDAFLDTETLEKQRGITIFSKQAEFSY  68

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R+L VLD A+LVISA +GV  + R L+  L    
IP ++
Sbjct  69   
QNRTFTLLDTPGHVDFSPEMERTLQVLDCAVLVISAPEGVNGRVRQLWKLLEHYGIPVIL  128

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+DQ G D  +V+  ++++     I  Q    S EI           + +   
++ +
Sbjct  129  FINKMDQPGTDRSAVLTGLQERFGEGCIDFQKDLQSDEI----------
QEQIAVCDETV  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP-----  240
            L+ Y+ G P+  +++    +  ++   LFP Y+G+A    G+  L+  +    +P     
Sbjct  179  LDAYLEGNPVRSDQI----
KEMIRQRKLFPCYFGAALHMEGVDDLLAGLAEFAEPDDNIV  234

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPS  298
              +         VFK+     G R  ++RL+ GTL+++  +     G+E+ KI +
+RI S
Sbjct  235  HSDTEEDLFAARVFKISRDPQGMRLTWIRLFGGTLKVKSLLRTGAEGKEE-
KIDQIRIYS  293

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                       PG +  L   D+      LG       +  +    P+  +++  +  
A 



Sbjct  294  GSGYEMVQELEPGRVAALTGIDASFAGQGLGGAADSAAEMMQ----
PVYTSSVILRDEAD  349

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R  +L AL  L + +PLLR  V   T E+ +  +G VQ E++  +L+E++ L        
Sbjct  350  
RSHVLQALRILEEEEPLLRVSVQEDTKELRVGIMGEVQTEILQQILAERFGLHVRFGAGM  409

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + Y E          H E  P   +A + L + P   GSG+Q+ +  S   L  +
+Q  V
Sbjct  410  IAYRETIADVVEGVGHFE--
PLRHYAEVHLLMEPGEPGSGLQFAADCSTDTLALNWQRLV  467

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +     QG L G  +TD KI    G  +   +   DFR      + Q L  + 
+ L+
Sbjct  468  
LTHLEERDWQGVLTGSELTDMKITLIGGRAHEKHTEGGDFRQATYRAVRQGLMTAKSVLM  527

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP   + ++ P   + R   D  +   +I   +   +E V TG +PA  +  Y+ 
+L  Y
Sbjct  528  
EPVCQYEIHVPAGQIGRVMTDMERMGGSISPPETAGEEAVLTGTVPASELLGYQAELTSY  587

Query  597  TNGRSVCLTELKGY  610
            T G     T + GY
Sbjct  588  TGGAGQLTTSIAGY  601

>AMP52937.1 elongation factor G C-terminus, partial [uncultured 
bacterium]
Length=135

 Score = 236 bits (603),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 106/133 (80%), Positives = 120/133 (90%), Gaps = 0/133 
(0%)

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            +GIRYG EQGL+GWNVTDCKICF+YGLYYSPVSTPADFR LAPIVLEQ LK++GT
+LLEP
Sbjct  2    
EGIRYGCEQGLYGWNVTDCKICFKYGLYYSPVSTPADFRMLAPIVLEQVLKKAGTELLEP  61

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            YLSF +YAPQEYLSRAY+DAPKYCA I   Q+K +EV+ +GEIPARCIQ YR+DL 



F+TN
Sbjct  62   
YLSFKIYAPQEYLSRAYNDAPKYCANIVDTQLKNNEVILSGEIPARCIQEYRSDLTFFTN  121

Query  599  GRSVCLTELKGYQ  611
            GRSVCLTELKGY 
Sbjct  122  GRSVCLTELKGYH  134

>CDD47051.1 small GTP-binding protein [Firmicutes bacterium CAG:534]
Length=870

 Score = 258 bits (658),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 182/621 (29%), Positives = 301/621 (48%), Gaps = 
36/621 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+E++LY  G I + G V++     DT   ER+RGITI 
+  
Sbjct  1    
MKPLAVGILAHVDAGKTTLSEAVLYQCGVIRKLGRVDRKDAFFDTDSQERRRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    +V ++DTPGH DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L
++  
Sbjct  61   
ARLSMGEFEVTLLDTPGHADFSAEMERTLQVLDYAVLVISGSDGVQGHTYTLWRLLKRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLS---
ADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            IPT +F+NK+DQ G D + +++ +R KL     D   K    L  E+ + E   +E 
+  
Sbjct  121  
IPTFVFLNKMDQPGTDKEFLLRQLRGKLGEGFVDFTQKDRRELLEELAVCEEQALEHFLE  180

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
              +  ++ + K IA              RRV     FP ++GSA +  G++ L++ 
++ L
Sbjct  181  CGQLPEETIRKMIAC-------------RRV-----
FPCFFGSALRDEGVKELIEGISRL  222

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-------K  290
               + +    A    VFK+     G R  ++++  G L+ R  ++ AG+++        
K
Sbjct  223  --
AMAKAYPEAFGARVFKITRDGQGNRLTHMKITGGCLKTRQPLSGAGKDETGSYTWEEK  280

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350



            ++++R  +  +      A PG I  +   S       G+   +  +       P+L   
I
Sbjct  281  VSQIRFYNGEKFELQKEAMPGSICAVTGLS---
RTFAGEGLGMEAENIMPVLEPVLSYGI  337

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                      +L  L +L + +P L+ + D  +  +    +G+VQ+EV+  L+ ++
+ ++
Sbjct  338  
LLPEGCDPVTMLPKLRELCEEEPELQIDFDEKSRTLRAKLMGQVQIEVLQELIRDRFGIQ  397

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                  +++Y E          H E  P   +A + L + PL  GSG+ +E+  S   
L+
Sbjct  398  AAFGTGAIVYKETIKNTVEGVGHFE--
PLRHYAEVHLLMEPLEAGSGLVFETACSEDLLD  455

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   +     +G L G  +TD KI    G  +   +   DFR      L 
Q L 
Sbjct  456  
RNWQRLILTHLEEKEHKGVLTGSVITDMKITLVSGKAHQKHTEGGDFRQAVYRALRQGLM  515

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++  +LLEP+  F L  PQ+ + RA  D  K  A        ++E   +G +P   
+Q Y
Sbjct  516  
QAECELLEPWYEFSLTVPQQTVGRAMADLEKKKAVFAIEATGEEETTLSGVVPLSELQDY  575

Query  590  RTDLAFYTNGRSVCLTELKGY  610
            +T +A YT G+      LKGY
Sbjct  576  QTQVASYTAGKGQLSCRLKGY  596

>WP_054052256.1 elongation factor G [Alloactinosynnema sp. L-07]
 CRK60051.1 Translation elongation factor G [Alloactinosynnema sp. 
L-07]
Length=699

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 183/672 (27%), Positives = 322/672 (48%), Gaps = 
82/672 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGISYKIGEVHDGAAVMDWMEQEQERGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKDHQINIIDTPGHVDFTVEVERNLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    +++++++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTIRTIKERLGAKPLPIQIPIGSESDFIGVVDLVEMKALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+AGE +S E++    
+R
Sbjct  191  
EVKKGEDYTVEEIPADLTEKAAEFREQLIEAVAETDDELMELYLAGEELSVEQIKSGIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQ---------
PIGEQ  244
             V + S +P+  GSA K  G+QP++DA             V G  Q         P  
++
Sbjct  251  
IVTNRSAYPILCGSAFKNKGVQPMLDAVIDYLPSPLDLPPVEGTLQDGETVVKRAPNTDE  310

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              AAL    FK+       +  Y+R+YSG        A  G + +  T+ R    G
+I +
Sbjct  311  PFAALA---FKIATHPFFGKLTYIRVYSGK-------
APQGTQLINSTKDRKERIGKIFQ  360

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        + L DP           P P+++  I 
PKT 
Sbjct  361  
MHANKENPVDEAMAGHIYAVIGLKDTTTGETLSDPAHPIVLESMTFPDPVIQVAIEPKTK  420

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  +   D  T + I++ +G + L+++   +  ++K+E  
+ +
Sbjct  421  
ADQEKLGTAIQKLAEEDPTFKVNQDDETGQTIIAGMGELHLDILVDRMRREFKVEANIGK  480

Query  416  PSVIYMERPLKAASHTIHI---EVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLN  470
            P V Y E   K      ++   +   +  +A + + + P++ G G  YE  ++VS 
G + 



Sbjct  481  
PQVAYRETIRKTVDKLDYVHKKQTGGSGQFAKVIIKLEPMTTGDGALYEFDNKVSGGRIP  540

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  +V  G +  ++ G L G+ +   K+    G Y+   S+   FR    + ++
+A K
Sbjct  541  
REYIPSVDAGAQDAMQYGVLAGYPLVGLKLTLLDGAYHEVDSSEMAFRVAGSMAMKEAAK  600

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP ++  +  P++Y+     D       I+  + +    +    +P   
+  Y
Sbjct  601  
KAGPVILEPMMAVEVTTPEDYMGEVIGDLNSRRGQIQAMEERSGARIVKALVPLSEMFGY  660

Query  590  RTDLAFYTNGRS  601
              DL   T GR+
Sbjct  661  VGDLRSKTQGRA  672

>WP_061292963.1 GTP-binding protein [Clostridium botulinum]
Length=651

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 166/611 (27%), Positives = 297/611 (49%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKNSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
              C   ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDCTYYLIDTPGHMDFSSEMERAIKVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +     K+   +   +  EE +  E  + + E 
++ L
Sbjct  125  FINKIDRVGANTENVIEEIKLNFT-----KKAFFIDKSLSNEEFSS-
ELIEFIAEQDECL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  +   +E  +   ++ ++ + +FP + GSA + +GI+  ++ +  L +    



E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMRKLIKSSKIFPCFSGSALQDIGIEDFLENLHILTYTEYNEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+++ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +
Sbjct  238  --
EKFSGRVYRIRHDEQSNRLTYIKALSGSLKVKDEIALPNIENDFCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++Y
Sbjct  352  
VLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ +   + P    SG+ +E+      L    QN 
VR  
Sbjct  412  KETILDTVIGYGHFE--
PLGHYSEVHFKLEPGERNSGITFENLCHTDDLTVGNQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G  +TD  I    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDINITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +    +  ++ V+  G  P      Y  +   
+T G
Sbjct  530  
YSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIENRVIIKGRGPVATFMNYSVEFISFTKG  589

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKFNFIFDGY  600

>WP_058005491.1 GTP-binding protein [Bacillus farraginis]
Length=652



 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 172/620 (28%), Positives = 302/620 (49%), Gaps = 
27/620 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ I IGILAHVDAGKTT  E LL+ + +I   G V+      D   +E+ RGIT+ 
A  
Sbjct  1    
MQQITIGILAHVDAGKTTFAEQLLFHTKSIHHRGRVDHQDAFLDNHAIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++      ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
LRK  
Sbjct  61   
AIMEYKDSTYYLIDTPGHVDFSPEMERSIQVMDYAIIILSAVEGVEGHTETVWQLLRKHQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVS---
LSPEIVLEENTDIEAWD  176
            IPT  FINK D+ G D+  V + +R++L+   I I +T +   +S E++          
+
Sbjct  121  
IPTFFFINKTDRVGADVNKVKKEIRNQLTEHGIDITETYNKGAMSEELI----------E  170

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E ++ LL  YI GE     +  +E +R ++D +++P+  GSA + +GI   ++ 
+  
Sbjct  171  FIAERDETLLNLYIDGE-
YDEGRWQQEMKRMIKDNNIYPIASGSALQDIGILSFLEKLDE  229

Query  237  L-FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKIT  292
            L F       + +  G V+K+ +   G R  +++  SG+L +RD +    +E   + 
KIT
Sbjct  230  LTFSDY--
NSTDSFSGRVYKIRHDSTGARVTFIKSLSGSLHVRDVLEYGDQEEKLREKIT  287

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            ++R+ +       D    G++  +   +   N  +GD     + +   + +  L++ 
+  
Sbjct  288  QIRLYNGANYEIVDQMNAGDLFAVTGLT---
NAAVGDGLGAIQAKATYETVATLKSKVIY  344

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
             ++   + +L     L D DP L+   D    EI L  +G++QLEV+  ++ +++ 
L   
Sbjct  345  
DSSLNHKEVLSYFRMLNDEDPSLKVTWDEGLQEIHLHVMGKIQLEVLEQIVKDRFNLSVS  404



Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              +P ++Y E      +   H E  P   +A + L + P   GSG+ +++      
L  S
Sbjct  405  FGKPEILYKETIQTIVNGYGHFE--
PLKHYAEVHLLLEPGHRGSGIIFDNDCHPDDLMVS  462

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +QN V+  +     +G+  G  +TD KI    G  ++  ++  DFR      L Q 
L+++
Sbjct  463  
YQNLVKHYLLEKEHRGILTGTALTDVKITLLTGRAHNKHTSGGDFREATLRALRQGLEKA  522

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP   F +    E + R   D        +  ++  ++ V  G  P      
Y T
Sbjct  523  
KNILLEPVYHFKIKVDIEQMGRVLSDIQAAYGQFQPPEMNGNKAVIMGRAPVATFMDYST  582

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             LA +T G+        GY+
Sbjct  583  ILASFTQGKGSISLVFGGYE  602

>WP_042137141.1 GTP-binding protein [Paenibacillus sp. FSL P4-0081]
 AIQ29848.1 elongation factor G [Paenibacillus sp. FSL P4-0081]
Length=652

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/643 (29%), Positives = 307/643 (48%), Gaps = 
37/643 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I +G+LAHVDAGKTT  E LLY +  I   G V+   T  DT  +E+ RGIT+ 
A  
Sbjct  1    
MNNITVGLLAHVDAGKTTFAEQLLYHTETIRSRGRVDHQDTFMDTHEIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   +  ++DTPGH+DF  E+ R L VLD A++++SA +GV++ T  ++  
LR+ N
Sbjct  61   
AEFVYKDSRYFLLDTPGHVDFSPEMERCLQVLDYAVVILSAVEGVESHTETVWQLLRQHN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINK D+AG D Q V++ +R +LS +        L P++  E  TD E    
+ E
Sbjct  121  IPTLFFINKTDRAGADPQRVLEEIRQQLSGNAF------LLPQLTGEALTD-



ELRAFIAE  173

Query  181  NNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D LLE Y+ G   + + R  L    +R      +FP   GSA    G+   ++ 
+  L
Sbjct  174  RDDALLELYLEGALPDNVCRSALPDMLKR----
GDIFPCMQGSALLDQGVDGFLEVLNAL  229

Query  238  -FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKL--
KITE  293
             F     +      G V+K+ + + G R  Y +   G L+ RD++    G E++  
++T 
Sbjct  230  TFTEYDHE--
QPFTGRVYKIRHDEKGTRITYFKALQGVLKNRDSLMYGHGPERVSARVTG  287

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAP  352
            +R  +  + +  D A  GE+  +    V L + L G+             +P L++ 
+  
Sbjct  288  IRKYNGTKYISADWAAAGELFAV----
VGLTEALPGEGVGELTDSQESGLIPTLKSKVLF  343

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +     + L++A  QL   DP L    D    E+ +  +G +QLE++  +++E+++
+   
Sbjct  344  
EPPVHLKELMNAFGQLGAEDPSLNVSWDEELQELHIHVMGGIQLEILEQIMAERFRIRIA  403

Query  413  VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY-----
ESRVSLG  467
               P ++Y E          H E  P   +A + L +     GSG+ +        
+++G
Sbjct  404  FGPPEILYKETITGTVYGYGHFE--
PLGHYAEVHLKLEAGQRGSGITFINSCHPDDLAVG  461

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            Y +Q  Q+ +  G  +GL   L G  +TD KI    G  ++  ++  DFR  A   
L Q 
Sbjct  462  YQHQIEQHLLESG-HHGL---
LTGSPLTDLKITLLSGRAHNKHTSGGDFREAAYRALRQG  517

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+++   LLEP     L    +Y+ +   D  +   +    ++ + + V TG +P     
Sbjct  518  
LEQAVNLLLEPVYDLKLRIDSDYVGKVMSDIQQASGSFNPPEITESKAVITGTVPVASFM  577

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             Y   LA  T G+      + GYQ     + VIQ R  N   D
Sbjct  578  NYGVRLASMTQGKGSLSLRVAGYQPCHQTETVIQQRNYNKNAD  620



>WP_103624494.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/682 (28%), Positives = 315/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEDLSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D+    GR       ++ 
+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P



Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676

>WP_072760487.1 elongation factor G [Fervidobacterium gondwanense]
 SHN66970.1 translation elongation factor 2 (EF-2/EF-G) 
[Fervidobacterium 
gondwanense DSM 13020]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 198/669 (30%), Positives = 319/669 (48%), Gaps = 
64/669 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILFFTGRKHNIGSVDDGTATMDWMIQEKERGITITSAAT  72



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKEHRINIIDTPGHVDFTIEVERSLRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTV  158
            P + F+NK+D+ G D +  VQ++ D+L A                   D+I    I
+   
Sbjct  133  
PRIAFMNKMDKTGADFEMAVQTMVDRLGAHPIPVQLPMGAESDFKGVIDLIQMKAIRWLN  192

Query  159  SLSPEIVLEE------NTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            S   ++V EE          EA + +IE     +D+++E Y+ GE  + E+L  +  
RR+
Sbjct  193  SEGTDMVYEEIPAEWREKAEEAREDMIEKIAEVDDEIMELYLEGEEPTEEQL-
HQALRRI  251

Query  209  QDASL-FPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGS---------AAL  249
               +L  PV+ GSAK  +GIQPL+D V             +   ++G+            
Sbjct  252  
TIGNLGTPVFCGSAKMNVGIQPLLDGVVRYLPSPLDLPPVRGFDKEGNEVQVFPTEDGPF  311

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY  309
                FK++      +  +LR+YSG L  + +  +   + +K    R+       R 
D  Y
Sbjct  312  VAYAFKIQTDPYVGKLTFLRVYSGRLE-
KGSYVINTTKNVKERVSRLIFMHADKREDVEY  370

Query  310  --PGEIV--
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
               G+IV  I    ++  + V  + T +  ++  E P P++   I P+T     +L  
AL
Sbjct  371  VRAGDIVGVIGMKSTITADTVCQEGTHIILEKM-
EFPEPVISIAIEPETKDDETKLSKAL  429

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
              L D DP LR  VD  T E ILS +G + LE++   L  ++ +   V +P V Y 
E   
Sbjct  430  
QSLLDEDPSLRAYVDQETGETILSGMGELHLEIIVDRLKREFNVNVRVGKPQVAYRETIT  489

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R +K     I  +      +  + ++  PLSL    ++E +   G + + +  A+ 
+G++
Sbjct  490  RDVKIEGKYIR-
QSGGRGQYGHVVMTFEPLSLDKTFEFEDKTVGGVIPKQYIPAIEEGVK  548



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V   K     G Y+   S+   F+  A +  + A+++    
LLEP + 
Sbjct  549  
EAMQVGVLAGYPVVGVKATLIDGSYHEVDSSEMAFKIAASMAFKDAMEKGSPVLLEPIMK  608

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D     A I+  + +    V    +P   +  Y T L   + 
GR+
Sbjct  609  
VEVTTPEEYMGNVIADLNSRRAHIDALENRGHLRVIRALVPLSEMFGYATTLRSLSQGRA  668

Query  602  VCLTELKGY  610
              +  L  Y
Sbjct  669  NYIMVLSHY  677

>KXU26434.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 318/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690



>WP_002825107.1 MULTISPECIES: elongation factor G [Campylobacter]
 EIA92575.1 elongation factor G [Campylobacter coli 317/04]
 PCH23170.1 elongation factor G [Campylobacter sp. 110]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 318/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  



Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_063656138.1 elongation factor G [Aliivibrio fischeri]
Length=695

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 311/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTSTERILKLTGKIHKMGDTHDGESTTDFMEQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  



+  V
Sbjct  69   
WKDHRLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYADESGVSRV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G +  SVV  V+  L A  +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGANFYSVVDQVKKVLGATPLVMTLPIGIEEDFVGVVDVLSRQAYIWDDSGL  188

Query  167  EEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN            D+EA+     +  +E ND+L+  Y+ GE  + E +    +   
+D
Sbjct  189  
PENYTVQDVPADMVDDVEAYREELIETAVEQNDELMMAYMEGEEPAMEDIKECIRIGTRD  248

Query  211  ASLFPVYYGSAKKGLGI-------------------
QPLMDAVTGLFQPIGEQGSAA---  248
             + FP Y GSA K  GI                   QPL DA TG  +P GE  + 
+   
Sbjct  249  LAFFPTYCGSAYKNKGIQLVLDAVVDYLPSPTEVKPQPLTDAETG--
EPTGEVATVSADE  306

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L    FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM    + 
EI 
Sbjct  307  PLRALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMHANERNEI-  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D+A  G+I+ ++   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  --
DSAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGGSEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  482

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P    SG  ++S V  G + + F  
AV  G
Sbjct  483  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFKSTVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FAGMMEHGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKGDVPLSEMFGYIGSLRTMTSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_035622374.1 GTP-binding protein, partial [Lachnospiraceae 
bacterium NC2008]
Length=880

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 183/636 (29%), Positives = 308/636 (48%), Gaps = 
33/636 (5%)

Query  7    
GILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ-W  65
            GILAHVDAGKTTL+ESLL+ +G I   G V+   T  DT  +ER RGITI +        
Sbjct  8    
GILAHVDAGKTTLSESLLFNTGVIKSAGRVDSKNTYLDTDQVERSRGITIYSKNARLPIS  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF  E  R+L+VLD AIL+IS   GVQ  T+ L++ L+  
NIPT+I
Sbjct  68   
DSSDLILIDTPGHVDFSTETERALSVLDFAILLISGSSGVQPHTKTLWNLLKIYNIPTLI  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D  G     ++  ++ KLS  ++     S    I   E +    ++ V   
++ +
Sbjct  128  FVNKMDMPGTVSDKLLSEIKSKLSDSVVAFSDFSNEEYITRAEES---
IYEDVASCDETI  184

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE--  243
            ++K+++   ++ + +     +   +  +FP+++GSA K  G+   +D +  +  PI 
E  
Sbjct  185  MDKFLSDGSLNNDDI----NKLFYERKIFPLFFGSALKNQGVDIFIDFLKKI-
NPINEAN  239



Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            Q        V+K+ + D G+R  YL++ SG+L+++   ++ G E  K+ E+R  S  
+  
Sbjct  240  QNQDEFGAMVYKISHDDQGKRLTYLKVTSGSLKVK---SMLGEE--
KVNELRAYSGIKYT  294

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G++V +P  +S    D  G      + R+     P L   +         
R+L
Sbjct  295  SLSEATKGDVVAIPGLNSTHAGDTFG----
CAKNRFSSVLAPALSYAVHYPKDMDNTRML  350

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              LT+L D DP L    +S T EI +S +G +Q EV+   L  +Y ++    +  + 
Y E
Sbjct  351  
QILTELQDEDPSLNVAYNSETREINVSLMGDIQTEVLKNTLITRYGVDVTFSDGKICYKE  410

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                +A    H E  P   +A   + + PL  G+G++Y++ +S   L++++Q  +   
++
Sbjct  411  TIDGSAIGVGHFE--
PLRHYAEAQIKLEPLERGAGMEYDADLSTDLLDKNWQRLILTHMQ  468

Query  483  YGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---LKESGT-
QLLE  537
                +G L G  +TD K+    G  +   +   DFR      + Q    L+E G+ 
++LE
Sbjct  469  
ERWHRGVLIGAPLTDVKLTLVAGKAHVKHTEGGDFRQATYRSIRQGLMKLREMGSCRILE  528

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCAT--
IETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            PY  + L  P   + RA  D      T  I     + +    TG+ P   +  Y  
++  
Sbjct  529  
PYYEYTLRIPDNLVGRAMTDIASMNGTSSITDNDYENNLTTLTGKAPVSTMNGYLKEVTA  588

Query  596  YTNGRSVCLTELKGYQAAVGQPVI---QPRRPNSRL  628
            Y+ G       L GY+    +  +    P  P S +
Sbjct  589  YSKGLGELSLSLAGYELCHNEEEVIASHPYNPESDI  624

>WP_061427625.1 GTP-binding protein [Clostridium perfringens]
 AMN35479.1 elongation factor G [Clostridium perfringens]
Length=646

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 175/610 (29%), Positives = 290/610 (48%), Gaps = 



24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +ER RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIERDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKHKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
ILSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHKLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    ++  D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLKSGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 



+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTVGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  ++    G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGEKATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GGLSLKFHGY  595

>WP_010026424.1 elongation factor G [Sporolactobacillus inulinus]
 KLI02512.1 elongation factor G [Sporolactobacillus inulinus CASD]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/673 (28%), Positives = 313/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ SG I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYSGRIHKIGETHEGASQMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  69   
TAQWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G D     +++ ++L A                   D++  Q      
Sbjct  129  
PRIVFVNKMDKIGADFLYSCKTLHERLQANAHPIQLPMGAEDNYLGEIDLVTMQAYIYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



               ++  + EI  E     E +     +AV + +D L+EKY+ GE IS E+L    
++  
Sbjct  189  
DLGSIVDAEEIPDEYKEQAEEYHEKLVEAVADVDDDLMEKYLNGEEISVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGS-  246
             D   +PV  G+A K  G+Q ++DA                          +P  +
+G  
Sbjct  249  
CDVKFYPVLCGTAFKNKGVQHVLDAAIDYLPSPLDVPPIKGNVPDTDEEETRPADDKGPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEI  302
            AAL    FKV       +  + R+YSG++     V  +    RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKVMTDPFVGKLTFFRVYSGSIEAGSYVQNSTKDNRERMGRILQMHANHRSEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                  + G+I   +   +    D L D          E P P++   I PK+ A 
++++
Sbjct  366  KEV---
FSGDIAAAVGLKNTTTGDTLCDGDHPIVLESMEFPDPVIHVAIEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  +   D  T + I+  +G + L+++   L  ++K++  V  P 
V Y 
Sbjct  423  
GIALAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRLRREFKVDANVGNPQVAYR  482

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA  A      +      +  + +   P   G G  +E+++  G + + +  
AV  
Sbjct  483  
ETFTKAGKAEGKFIRQSGGRGQYGHVWIEFEPQKEGEGFIFENKIVGGVVPREYVPAVEA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  L+ GL  G+ + D K     G Y+   S+   F+  A + L+ A       
+LEP
Sbjct  543  
GLRDALQNGLLAGYPLIDVKAALVDGSYHDVDSSEMAFKVAASMALKAAKNVCAPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL     D       ++  + ++   V    +P   +  Y T+L   
T 
Sbjct  603  
IMKVEVSMPEEYLGDIMGDITSRRGRVDGMEARQGVQVVNAHVPLAEMFGYATNLRSSTQ  662



Query  599  GRSVCLTELKGYQ  611
            GR     +   Y+
Sbjct  663  GRGTFTMQFDHYE  675

>WP_033797762.1 elongation factor G [Bacillus mycoides]
 KFN14605.1 translation elongation factor G [Bacillus mycoides]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGVGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_103651466.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VN++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQVNLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ +            K  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL++AV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLNAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   KA         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  



GQPQVAYRETIRKAVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>PJB18244.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG_4_9_14_3_um_filter_38_19]
Length=694

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 318/670 (47%), Gaps = 
64/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT++E +L+ +G   + G V  G    D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTVSERILFYTGKKHKLGEVHDGEAEMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++H   
K N+
Sbjct  69   
TCFWKDCRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +  + + S+  +L+                    D+I ++ +    
Sbjct  129  
PRLAFINKMDRTGANFYADLDSIHKRLTKNAYPIQLPLGAEDQFSGIIDLIEQKALIFQD  188

Query  163  EIVLE-ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  + E  D+ A              +A+IE++++L+ KY+AGE I+   L +E 
++ V



Sbjct  189  
DLGTKWEEIDVPAAMKKRVKEYRDKLIEAIIEDSEELMNKYLAGEAIAAADLKKELRQAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ--------
GSAA  248
              + + PV  GSA K  GIQ L+DAVT              F P  E+         
+  
Sbjct  249  
IKSRMVPVLCGSALKNKGIQLLLDAVTNYLPSPLDVPALIGFDPKDEEKKIEVRPDDNEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  ++R+YSG L     V   +   RE++ +I  +    + 
E+  
Sbjct  309  
FAALAFKIATDPYVGKLCFIRVYSGVLAAGSYVLNTSSGERERIGRIVRLHANHREEVRE  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y GEI  ++   +    + L + +R         P P++   I PKT A +E
++  
Sbjct  369  V---
YAGEIAAVIGLKNTTTGNTLCNESRPVVLESITFPEPVISVAIEPKTKADQEKMGL  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R   D  T + I++ +G + L+++   +  ++K+E  V +P V 
Y E 
Sbjct  426  
ALVKLAEEDPTFRVRSDEETAQTIIAGMGELHLDILVERMRREFKVEANVGQPQVAYRET  485

Query  424  PLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A +   +I +      +    L V P   G G ++  +V  G + + +   +  
G+
Sbjct  486  
ITKEAEAEGKYIRQSGGRGQYGHCWLKVEPQEEGKGFEFVDKVKGGAIPREYIAPIGKGV  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +++G L  + + D K     G Y+   S+ A F+    +  + A+K++   
+LEP +
Sbjct  546  
KEAMDKGVLAAYPLVDIKATVLDGTYHEVDSSEAAFKIAGSMAFQAAVKKANPVILEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E++     D     A IE    +    V   + P   +  Y T +   
+ GR
Sbjct  606  
KVEVITPEEFMGEIIGDLNAKRAQIEEMGDRASVKVIKAKAPLAEMFGYATQIRSMSQGR  665

Query  601  SVCLTELKGY  610
            +    E   Y



Sbjct  666  ASYNMEFSHY  675

>WP_066360521.1 GTP-binding protein [Herbidospora mongoliensis]
Length=596

 Score = 252 bits (643),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 196/626 (31%), Positives = 289/626 (46%), Gaps = 
45/626 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + NIGILAHVDAGKTT+TE +L+A+G   + G V  GTT TD    ER RGITI 
AA 
Sbjct  1    
MTLRNIGILAHVDAGKTTVTERILFATGTTYKQGEVHHGTTVTDFDSQERDRGITIFAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
K N
Sbjct  61   
VTCHWQGTQINLIDTPGHVDFSDEVERSLRVLDGAVAVFDAVAGVEPQSESVWRRADKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D+ G DL + V+++R +L    ++      +P++V          + 
V E
Sbjct  121  VPRIVFVNKMDRPGADLDATVEAIRRRLHPRPLVLD----APDLV----------
EQVAE  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +  +L++Y    P +  K +RE   R +      V  GSA +  GI+ L+DAV   
+ P
Sbjct  167  LHPDVLDEYPDVSPETLRKALRELTARNE---
AVVVLSGSAYRNQGIEALLDAVVA-YLP  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                      G VFKV      +R  +LR+YSGTLR  DTV       L  T  +     
Sbjct  223  EPRVEPRPFAGLVFKV-----AERTAFLRVYSGTLRKGDTV-------
LDTTTGKTERVS  270

Query  301  EIVRT--------DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             I+R         D A  G+IV IL   +VR    L DP             P++   
+ 
Sbjct  271  
RILRVQADRHTDLDRAEAGDIVAILGPKAVRTGATLTDPAAPLVLEPPSTTEPVVSVAVE  330

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411



              T A+ +RL+ AL ++A  DP +R   D  T + ILS LG + LEV    +     
L  
Sbjct  331  
AATRAEHQRLVSALVRMAAEDPSIRVRTDPETGQTILSGLGELHLEVAVEKIRRDRGLAV  390

Query  412  VVKEPSVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGY  468
             V  P V   E  +   +  ++  V  +     +A + + V P        + S V  
G 
Sbjct  391  RVGAPQVALRETVVTGVTGVLYRHVKQDGGAGQYAHVVIDVEPCD--
KPFAFASTVVGGR  448

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  AV  G R  L  G L G  V   ++    G  +   S+   FR+   + 
L +A
Sbjct  449  
VPKEYVKAVEQGCRDALTDGPLGGHPVMGLRVTLTDGATHVKDSSEMAFRTAGRLALREA  508

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L++    +LEP     +  P +       D       +   + +   VV T  +P   
+ 
Sbjct  509  
LRQCAMAVLEPVTEVTVTVPDDLAGGVLGDLAARKGQVSGTEARPGTVVITATVPLAEVF  568

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA  613
             Y T L   T GR    T   GY  A
Sbjct  569  GYATRLRSRTQGRGAFTTRPAGYAVA  594

>PJE69771.1 elongation factor G [Candidatus Staskawiczbacteria 
bacterium 
CG10_big_fil_rev_8_21_14_0_10_38_10]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 196/688 (28%), Positives = 326/688 (47%), Gaps = 
72/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ +IGI+AH+DAGKTT++E LL+ +G   + G V  G    D M  ER+RGITI 
AA T
Sbjct  9    
KVRDIGIIAHIDAGKTTVSERLLFYTGISHKIGEVHDGQAVMDWMVQERERGITITAAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF AEV RSL VLDGA++V     GV+ Q+  ++    
+  I
Sbjct  69   
TLFWRDHQINLIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSETVWRQADRYKI  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEENTDI----  172
            P + FINKID+ G   ++ +QS+  KL+ + +     I +       I L +   +    
Sbjct  129  
PRICFINKIDRMGASFENSLQSIFKKLTPNAVAIQIPIGEAEGFKGVIDLMKMKALYFEG  188

Query  173  EAWDAVIEN------------------------
NDKLLEKYIAGEPISREKLVREEQRRV  208
            E  + ++EN                        ND LLEK++  + IS E+L +  
++  
Sbjct  189  
ELGEKIMENEIPEDFKKRAQEFRQKMIEKIAAENDVLLEKFLEKKEISVEELKKVLRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------GEQ------
GSAAL  249
             +  L PV  GSA +  G+QPL+D +      PI            GEQ       
+  L
Sbjct  249  
IEFRLVPVLCGSALRNKGVQPLLDGIVDFLPSPIDLPPVKGTDVKTGEQVERKASDTEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
               VFK+          Y R+YSGTL     +  + +G ++   ++  M   S+ 
EI   
Sbjct  309  
SALVFKIASDPYVGTLSYFRVYSGTLNKGSYILNSTSGEQERISRLLRMHANSRQEI---  365

Query  306  DTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D  Y GEI   +   +V     + D   P  L +  +   P P++   + PKT A 
+E+L
Sbjct  366  DKFYTGEIGATVGLKTVATGHTMCDNANPIILEKIVF---
PEPVISIRVEPKTKADQEKL  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              +L +LA+ DP  R + D  T E I+S +G + L++++  L  ++++E     P 
V Y 
Sbjct  423  
GVSLKKLAEEDPTFRIKTDLETGETIISGMGELHLDIIADRLRREFRVEANYGRPQVAYK  482

Query  422  ERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  L+ A +   +I +      +  + L V P   G G ++ +++  G + + F + 
+  
Sbjct  483  
ETILREAEAEGKYIRQSGGRGQYGHVWLKVAPRERGKGFEFINKIKGGIIPREFISPIEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E+G L G+ + D ++    G ++   S+   F+    I L++A ++    
LLEP
Sbjct  543  



GVKEAMEKGVLAGYPMVDIEVTLYDGSFHEVDSSEFAFKIAGSIALQEASRKGKVVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +      P ++      D       IE    +    V   ++P   +  Y T L   
T 
Sbjct  603  
IMKTEAVTPVDFFGEVISDLSSRRGKIEETADRTGMKVIEAKVPLAEMFGYATALRSLTE  662

Query  599  GRSVCLTELKGYQAA---VGQPVIQPRR  623
            GR++   E   Y+     V Q +I+ +R
Sbjct  663  GRAIFTMEFDCYERVPENVAQEIIEGKR  690

>WP_060917606.1 elongation factor G [Leptotrichia wadei]
 KXB68319.1 translation elongation factor G [Leptotrichia wadei]
Length=694

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/692 (28%), Positives = 319/692 (46%), Gaps = 
84/692 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHEGAATMDYMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ V SA DGVQ Q+  ++    K N
+P +
Sbjct  72   
WNGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAVDGVQPQSETVWRQADKYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE--  168
             F+NK+D+ G D    V  +++KL  + +              I   V++   +  
+E  
Sbjct  132  
AFLNKMDRVGADFDMCVNDIKEKLGGNGVPIQLPIGAEDNFEGIIDLVAMKEYLFKDETM  191

Query  169  NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              D E  D                  +V+E +D+L+EKY  GE I+ +++ R  +     
Sbjct  192  
GADYEVVDIRAELADAAQEAREHMIESVVETDDELMEKYFGGEEITEDEIKRALRVATIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIGEQGSAA--------------------L  249
             ++ PV  G+A K  GIQPL+DAV      P+   G                        
Sbjct  252  



GTVVPVLCGTAFKNKGIQPLLDAVVAYMPSPVDINGGKVNGADPKTEEPIQRTISDDEPF  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V  + + K     ++ +M    + E
+   
Sbjct  312  
SALAFKIITDPFVGRLSFFRVYSGVLEKGSYVLNSTKGKKERMGRLLQMHANKREEL---  368

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D   GD       P  L +  +   P  +++  + 
PKT A 
Sbjct  369  DIVYSGDI----AAAVGLKDTTTGDTLCAENAPIILEKMEF---
PDTVIQIAVEPKTKAD  421

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL++LA+ DP  +   +  T + ++S +G + LE++   +  ++K+E  V 
+P 
Sbjct  422  
QEKMGTALSKLAEEDPTFKVTTNQETGQTLISGMGELHLEIIVDRMKREFKVEANVGKPQ  481

Query  418  VIYMERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E    A         +      +  + + V   + G G ++ + ++ G + + 
+  
Sbjct  482  VAYRETINGATDVEEKYAKQSGGRGQYGHVKMKVEA-
NHGKGYEFINEITGGAIPREYIP  540

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+  LE G+  G+ V D K+    G Y+   S+   F+    + +++ L+ 
+   
Sbjct  541  
AVDKGIQEALEAGVVAGYPVQDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKKGLRAANPV  600

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP     +  P+EY+     D       +     + +  +   E+P   +  Y 
TDL 
Sbjct  601  
LLEPIFKVEVTTPEEYMGDVIGDLNSRRGQVSGMTDRNNAKIIDAEVPLSQMFGYATDLR  660

Query  595  FYTNGRSVCLTELKGY---QAAVGQPVIQPRR  623
              T GR+    E + Y      + Q VI  R+
Sbjct  661  SKTQGRASYSMEFEKYVEVPKNIAQQVIDERQ  692

>WP_000090341.1 elongation factor G [Streptococcus oralis]
 EJP22781.1 translation elongation factor G [Streptococcus oralis 
SK304]
Length=693



 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               D  Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DKVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIDVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_078185653.1 elongation factor G [Bacillus mycoides]
 OOR59741.1 translation elongation factor G [Bacillus mycoides]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   



WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYANDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  



DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VGVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>KEP24076.1 elongation factor G [Georgenia sp. SUBG003]
Length=700

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 183/679 (27%), Positives = 321/679 (47%), Gaps = 
77/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCFWKNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ D+L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFFFTVKTIEDRLKATPLVMQIPIGSESTFQGVVDLVNMRALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+ + E+ ++E                  ++V E +++LLEKY+ GE ++ E++ +  
+ 
Sbjct  191  
EVKIGEDYEVEEIPADLQDKAEEYRAKLIESVAETDEELLEKYLGGEELTVEEIKKGVRA  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQGSAA-------  248
                   +PV+ GSA K  GIQP++DAV                 +G++ +         
Sbjct  251  



LTVAGEAYPVFCGSAFKNKGIQPMLDAVIEYLPSPLDVPSVQGHAVGDEETVVERHADEK  310

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
                   FKV       +  Y+R+YSGT+     V  + + +K +I +M      +    
Sbjct  311  
EPFSALAFKVASHPFFGKLTYVRVYSGTVPQGAQVLNSTKGKKERIGKMFQMHSNKENPI  370

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + A+ G I       + L DV        L  P  L    +   P P++   I 
PKT   
Sbjct  371  EVAHAGHIYAF----IGLKDVTTGDTLCALDAPVILESMTF---
PEPVIHVAIEPKTKGD  423

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +LA+ DP     +D  T + ++  +G + L+++   +  ++K+E  V  
P 
Sbjct  424  
QEKLSTAIQKLAEEDPTFSVRLDDETGQTVIGGMGELHLDILVDRMRREFKVEANVGAPQ  483

Query  418  VIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG--
VQYESRVSLGYLNQS  472
            V Y E   R ++   +T   +   +  +A + ++  PL    G   ++E++V+ G 
+ + 
Sbjct  484  
VAYRETIRRKVEKIDYTHKKQTGGSGQFAKVQVTFEPLDTAEGELYEFENKVTGGRIPRE  543

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI+  L+ G L G+ +   K     G Y+   S+   F+    +VL++ 
++++
Sbjct  544  
YIPSVDAGIQDALQNGVLAGYPMVGVKAVLLDGAYHDVDSSEMAFKIAGSMVLKEGVRKA  603

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+EY+     D       I++ +      V    +P   +  
Y  
Sbjct  604  
DPALLEPMMDVEVRTPEEYMGDVIGDLNSRRGMIQSMEDASGVKVVRALVPLSEMFGYVG  663

Query  592  DLAFYTNGRSVCLTELKGY  610
            DL   T GR+V   +   Y
Sbjct  664  DLRSKTQGRAVYSMQFDSY  682

>WP_075432286.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 317/686 (46%), Gaps = 



68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYIEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  



ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_070761044.1 elongation factor G [Corynebacterium sp. HMSC27B11]
 OFS17754.1 elongation factor G [Corynebacterium sp. HMSC27B11]
Length=702

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 179/667 (27%), Positives = 321/667 (48%), Gaps = 
69/667 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGASTMDWMDQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++N++DTPGH+DF  EV RSL VLDGA+ V  AK+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNDNQINLIDTPGHVDFTVEVERSLRVLDGAVAVFDAKEGVEPQSEQVWRQADKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ +                         



Sbjct  131  
PRICFVNKMDKLGADFYHTVQTIIDRLGAKPLVMELPIGAEDNFEGVVDLLQMKALMWPG  190

Query  157  TVSLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V+   E  +EE         E +     +AV E++++L+E+Y AGE I+ +++ +
+ ++
Sbjct  191  
VVAAGTEPTIEEIPADLQEKAEEYREKLIEAVAESDEELMERYFAGEEITVDEIKKQIRQ  250

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS--------------------  246
               +   +PV+ G+A K  GIQP++DA+        + GS                    
Sbjct  251  
LTINGEAYPVFCGTAYKNKGIQPILDAIIDYLPNPMDVGSIKGFDPKDREVERNRKPSRD  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG++   D +  + +EK     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAVHPFFGKLTYVRVYSGSVETGDKIVNSTKEKPERVGKLFQMHSNKEQPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             R    +    + L   S    D L D          + P P++   I PKT + 
+E+L 
Sbjct  371  DRASAGHIYAFIGLKDTST--
GDTLSDAANPVVLEDMDFPDPVIEVAIEPKTKSDQEKLG  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  P V 
Y E
Sbjct  429  
TAIQKLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--SLGSGVQYE--
SRVSLGYLNQSFQN  475
               +P++   +T   +   +  +A + +++ PL    GS   YE    V+ G + + 
+  
Sbjct  489  
TIKKPVEKLEYTHKKQTGGSGQFARVIIALEPLEPEEGSEETYEFIDEVTGGRIPKEYIP  548

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  GI+  ++ G L G+ + + K     G Y+   S+   F+    + L++A+ +
+   
Sbjct  549  
SVDQGIQDAMQYGYLAGFPLVNIKATLLDGAYHEVDSSEMAFKLAGSMALKEAVAKAKPV  608

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P+EY+     D      ++ + + +    V    +P   +  Y  



DL 
Sbjct  609  
LLEPMMAVEIITPEEYMGEVIGDVNSRRGSVSSMEDRSGAKVVKARVPLSQMFGYVGDLR  668

Query  595  FYTNGRS  601
              T GR+
Sbjct  669  SKTQGRA  675

>WP_105323437.1 elongation factor G [Corynebacterium sp. J010B-136]
 PQM75582.1 elongation factor G [Corynebacterium sp. J010B-136]
Length=709

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/703 (27%), Positives = 334/703 (48%), Gaps = 
81/703 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWEGNQINIIDTPGHVDFTVEVERSLRVLDGAIAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYYTVGTIVDRLGAKPLVMQLPIGAEDDFDGVVDLLEMKALMWPG  190

Query  157  --------TVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    TV   P  +LE+  +   +  + V E++++L+EKY  GE ++ ++L    
++
Sbjct  191  
KTEIGTEATVQEIPADMLEKAEEYREKLVETVAESDEELMEKYFGGEELTIDELKAAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP----IGE-
QGSAA-------------  248
             V ++ ++PVY G+A +  G+QPL+DAV   F P    +GE  G A              
Sbjct  251  MVINSEIYPVYCGTAYRNKGVQPLLDAVID-
FLPNPLDVGEVHGHAVGNEDEELTRKPSI  309

Query  249  ---LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
                 G  FK+       + +++R+YSG +   D V    + K     K+ +M    



+  
Sbjct  310  
DSPFSGLAFKIAAHPFFGQLIFVRVYSGKVLPGDEVQNTTKGKKERIGKLFQMHANKENP  369

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +   D A  G I  ++        D L D          + P P+++ +I PKT A 
+E+
Sbjct  370  V---
DEAVAGNIYAVIGLKDTTTGDTLSDRANPIILESMDFPDPVIKVSIEPKTKADQEK  426

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  A+ +LA  DP    E+D  T + ++  +G + L+V+   +  +YK+E  +  P 
V Y
Sbjct  427  
LGTAIQKLAAEDPTFTVELDEETGQTVIGGMGELHLDVLVDRMKREYKVEANIGNPQVAY  486

Query  421  ME---RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVSLGY  468
             E   + +++  +T   +   +  +A + +S+ P       L  G    Y  E+ V
+ G 
Sbjct  487  
RETIRKAVQSLDYTHKKQTGGSGQFAKVIVSIEPYNPDPSELEEGESATYKFENAVTGGR  546

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+     
VL++A
Sbjct  547  
IPREYIPSVDAGIQDAMQYGFLAGFPLVNVKATLEDGAYHDVDSSEMAFKLAGSQVLKEA  606

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            + ++   LLEP ++  +  P+E++     D       +   + +    +   ++P   
+ 
Sbjct  607  
VAKAKPVLLEPLMAVEITTPEEFMGDVIGDVNSRRGQVNAMEDRAGAKLVKAKVPMSEMF  666

Query  588  AYRTDLAFYTNGR---SVCLTELKGYQAAVGQPVIQPRRPNSR  627
             Y  DL   T GR   S+         ++V Q +I+ R   S+
Sbjct  667  GYVGDLRSRTQGRANYSMVFDSYAEVPSSVAQEIIEERTGGSK  709

>CDC10759.1 elongation factor G [Clostridium sp. CAG:413]
Length=688

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/679 (27%), Positives = 312/679 (46%), Gaps = 
90/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G   + G    G+   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGETHDGSATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    K +
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGSVTVLCAKGGVEPQSETVWRQADKYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +++NK+D  G D   V+  ++++L                     D++I +      
++ 
Sbjct  132  
VYVNKMDIMGADFYRVIDMMKERLKCNAVPIQLPIGAEADFKGIIDLVIMKAYYYKDDLG  191

Query  166  LE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            ++ E TDI             E  + V E +D+LLEKY+ GE ++ +++    ++     
Sbjct  192  
VDIEVTDIPDDMKELAQKYHTEMIEHVAEQDDELLEKYLNGEELTIDEIKSCIRKSTLAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
             + PV  G++ +  G+Q L+DAV              G+     E+              
Sbjct  252  
HMVPVVCGTSYRNKGVQLLLDAVVDYMPAPTDVPSIKGVNPKTDEEEFRHSSDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG +    TV  + +   E++ +I +M    + +I   
D  
Sbjct  312  
AFKIATDPFVGKLCFFRVYSGKVETGSTVYNSTKDTNERMGRILQMHSNHRQDI---DCC  368

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D          E P P++R  I PKT A +E++  
AL +
Sbjct  369  
YAGDIAACVGVKQTTTGDTLCDAKHPIILESMEFPEPVIRVAIEPKTKAGQEKMSIALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +C  D  T + I++ +G + LE++   +  ++++E  V +P V Y E   
K 
Sbjct  429  
LAEEDPTFKCYTDEETGQTIIAGMGELHLEIIVDRMLREFRVEANVGKPQVAYRETITKT  488

Query  428  ASHT---------------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472



            A                  + I + PNP                G ++ + +  G 
+ + 
Sbjct  489  AESDTKYSRQSGGKGQYGHVKIRIEPNP--------------
EKGFEFVNNIVGGAIPKE  534

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + NA+  GI+  +  G L G+NV D K+    G Y+   S+   F+  A +  + A
+K++
Sbjct  535  
YFNAIEAGIKGAMLSGVLAGFNVVDVKVTLFDGSYHEVDSSEMAFKIAASMAFKDAMKKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
            G  L+EP +   +  P EY+     D      TI+  + +   V     IP   +  
Y T
Sbjct  595  
GPVLMEPIMKTSVIVPDEYMGDVIGDINSRRGTIQGTETRTGAVQINAFIPLSNMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGY  610
             L   T GR   + E   Y
Sbjct  655  ALRSKTQGRGQYVMEPSHY  673

>WP_088265997.1 elongation factor G [Bacillus mycoides]
Length=686

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYSNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611



                    Y+
Sbjct  666  TFSMTFDHYE  675

>OLE13756.1 translation elongation factor G [Acidobacteria bacterium 
13_1_20CM_4_56_7]
Length=694

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/662 (29%), Positives = 303/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHRLGEVHEGTATMDWMEQEQERGITITSAATTCT  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WRDIRINIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVHGVQPQSEKVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA------------------------
DIIIKQTVSL  160
             FINKID+ G D +  V ++R +L+A                          II +  
+L
Sbjct  132  
CFINKIDKMGADFEHAVDTLRKRLNAKPVAIQIPIGQEDKFKGVVDLLEMKAIIWKDETL  191

Query  161  SPEIVLEE-----NTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E V EE         EA+ A     V EN+D +L K++ GE IS  +L    ++    
Sbjct  192  
GAEYVTEEIPAELKKKAEAFHAQLVETVAENDDAMLHKFLEGEEISAPELKASLRKSTIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------EQG---------
SAALCG  251
              +FPV  G+A K  GIQPL+D+V   L  P+          ++G         S     
Sbjct  252  
LKVFPVVVGTAFKNKGIQPLLDSVVDYLPSPLDVPETHGTDPDKGTTITRKAADSEPFSA  311

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
              FK+       +  ++R+YSG ++       +G   L     R    G +++       
Sbjct  312  LAFKIMADPFVGQLTFIRVYSGQIK-------
SGESALNSRTQRNERIGRLLKMHANKRE  364

Query  312  EIV-ILPSD--------
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362



            +I  IL  D        +V   D + DP         E  +P++   + PKT A 
+E++ 
Sbjct  365  
DIQEILAGDICAAVGLKNVSTGDTICDPKHPITLESIEFAVPVISVAVEPKTKADQEKMG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA  DP  +   D  + + I+S +G + LE++   +  +YK+E  V +P V 
Y E
Sbjct  425  
MALAKLAQEDPTFKVHTDPDSGQTIISGMGELHLEIIIDRMMREYKVEANVGKPQVAYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R    A      +      +    + + P   G+G ++ + +  G + + F   
+  G
Sbjct  485  
TIRKHSEAEGKYIRQTGGRGQYGHAKIKLDPQPPGTGYEFVNDIIGGSVPKEFIKPIDQG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  LE G+  G+ V D K+    G Y+   S    F+    +  ++A +++   
LLEP 
Sbjct  545  
IQEALEGGVMAGYPVVDVKVTLYDGSYHDVDSNEMAFKIAGSMAFKEAARKASPVLLEPV  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P+++      D       IE  + +    V    +P   +  Y T +   
T G
Sbjct  605  
MAVEVVTPEDFAGAIMGDLSSRRGRIEGMEHRAGSQVIKAIVPLAEMFGYATHMRSSTQG  664

Query  600  RS  601
            R+
Sbjct  665  RA  666

>WP_088788544.1 elongation factor G [Streptococcus pneumoniae]
 SNF09122.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D       + D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSASPLHDRLQANAHPIQLPVGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  



VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_072074650.1 elongation factor G [Streptococcus sanguinis]
 CEL91223.1 elongation factor G [Streptococcus sanguinis]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    



+R  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITTDELKAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611



              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_002905422.1 elongation factor G [Streptococcus sanguinis]
 YP_001036027.1 elongation factor G [Streptococcus sanguinis SK36]
 A3CQM2.1 RecName: Full=Elongation factor G; Short=EF-G
 ABN45477.1 Elongation factor G, putative [Streptococcus sanguinis 
SK36]
 EGD28634.1 elongation factor G [Streptococcus sanguinis SK72]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_066728907.1 elongation factor G [Sneathia sanguinegens]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/667 (28%), Positives = 311/667 (47%), Gaps = 
65/667 (10%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A  
+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDYMEQEQERGITITSAAITCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + ++NI+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++    K N
+P +
Sbjct  72   
WKKHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------------
IIIKQTV  158
             F NK+D+ G + +  V  ++ KL  +                          I   
+T+
Sbjct  132  
AFFNKMDRTGANFEMCVDDIKKKLGGNGVPIQLPIGAEENFEGIIDLITEKEYIFKDETM  191

Query  159  SLSPEI-----VLEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              + EI      L++ T+       ++V+E +D+L+EK+ A EPIS E+L R  ++   
D
Sbjct  192  
GAAFEIRDVRPELKDATEAARHHLIESVVETDDELMEKFFADEPISEEELKRALRKATID  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248
              + PV  G+A K  GIQPL+DA+                           P   +  
+A
Sbjct  252  
GVVVPVTCGTAFKNKGIQPLLDAIVEYMPSPLDIPSIKGTNPKTDAEEVRHPSDSEKFSA  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDT  307
            L    FK+       R  + R+YSG L+    V  + + +K ++  + +    +    
+ 
Sbjct  312  LA---
FKIVTDPFVGRLSFFRVYSGMLQKGSYVLNSTKGKKERMGRLLLMHANKREELEE  368

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D L D T        E P P++   + PKT A +E++  
AL+
Sbjct  369  
VYTGDIAAAVGLKDTTTGDTLCDETAPIILENMEFPDPVISVAVEPKTKADQEKMGTALS  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP      +  T + ++S +G + LE++   +  ++K+E  V +P V Y E  
L 
Sbjct  429  
KLAEEDPTFVVTANQETGQTVISGMGELHLEIIVDRMKREFKVEANVGKPQVAYRETILG  488



Query  427  AAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +        +      +  +   V P +   G ++ ++++ G + + +  AV  G
++  
Sbjct  489  NSDVEEKYIKQSGGRGQYGHVKFKVEP-
NKDKGYEFVNQITGGVIPREYIPAVDKGVQEA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L+ G+  G+ V D K+    G Y+   S+   F+    + +++ALK +   LLEP     
Sbjct  548  
LQAGVVAGYPVQDVKVTLYDGSYHEVDSSEMAFKIAGSMGIKKALKLAQPILLEPIFKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +     + +  +    +P   +  Y TDL   T 
GR+  
Sbjct  608  
VTTPEEYMGDVIGDLNSRRGQVSGMSDRNNAKIIDAHVPLSEMFGYATDLRSKTQGRASY  667

Query  604  LTELKGY  610
              E + Y
Sbjct  668  SMEFEKY  674

>WP_061654309.1 elongation factor G [Streptococcus pneumoniae]
 CYO55891.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++ AV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLGAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_088232925.1 MULTISPECIES: elongation factor G [Bacillus]
 PER27286.1 elongation factor G [Bacillus cereus]
 PFA60916.1 elongation factor G [Bacillus sp. AFS015896]
 PGL82140.1 elongation factor G [Bacillus sp. AFS054943]
 PGT96715.1 elongation factor G [Bacillus cereus]
 PGX02539.1 elongation factor G [Bacillus sp. AFS033286]
 PGZ72854.1 elongation factor G [Bacillus sp. AFS029637]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  



EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEVVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_015605812.1 elongation factor G [Streptococcus cristatus]
 AGK71912.1 elongation factor G [Streptococcus cristatus AS 1.3089]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 198/692 (29%), Positives = 328/692 (47%), Gaps = 
80/692 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  



QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
              + GR   +     Y+    +V + +I+  R
Sbjct  659  SASQGRGTFMMVFDHYEDVPKSVQEEIIKKHR  690

>WP_028868773.1 elongation factor G [Psychromonas arctica]
Length=697

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 196/685 (29%), Positives = 313/685 (46%), Gaps = 
70/685 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKSGETHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
TCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------------------
KQTVSLSPE  163
              +IF+NK+D+ G D   VV+  +D L A+ ++                   +   
+  E



Sbjct  126  
ARIIFVNKLDRMGADFYRVVKQTKDVLGANPLVMVLPIGIEDEFCGVVDLLTRKAYVWDE  185

Query  164  IVLEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN   TD+ A              +  +  +D LLE Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYELTDVPADMVDKVEEYREMLLEEALGQDDDLLEAYLEGEEPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS--  252
             +    FP Y GSA K  G+Q ++DAV            QP+ ++     G  A   
+  
Sbjct  246  
TRTMEFFPTYCGSAFKNKGMQNILDAVVDYLPSPTEVDPQPLTDEEGEPNGKFAFVSAEE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKITDDRFGS-
LTFVRIYSGTLKKGDTIMNAATGKTERVGRMCEMQADDRNELT  364

Query  304  RTDTAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +A  G+I+ +     +V+    L DP           P P++  ++ PK     
E++
Sbjct  365  ---
SAQAGDIIAIVGMKGNVQTGHTLCDPKDPIILEAMVFPEPVISISVTPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  R E D  + E ILS +G + L++   +L   Y ++ +V EP 
V Y 
Sbjct  422  
GIAIGKMVAEDPTFRVETDIDSGETILSGMGELHLDIKVDILKRSYGVDLLVGEPQVAYR  481

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
A+  
Sbjct  482  
ETITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFAFKSIVVGGNVPKEFFPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFKSMMDTGVLAGFPVLDVEVELFDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598



             ++  ++ P +++     D  +    I   +     V    ++P   +  Y   L   
T+
Sbjct  602  
MMAVDVFTPDDHVGDVIGDLSRRRGMIAGQEPSASGVRIKADVPLSEMFGYIGSLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVIQ  620
            GR     E K Y    A+V   VI+
Sbjct  662  GRGQFSMEFKNYMPCPASVSDAVIE  686

>WP_004740609.1 elongation factor G [Vibrio splendidus]
 EGU41628.1 elongation factor G [Vibrio splendidus ATCC 33789]
Length=696

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 193/672 (29%), Positives = 307/672 (46%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYRVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLTDKETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302



                   FK+   D      ++R+YSG L   DT+  A   K     ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVLNKGDTILNAATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ ++   +V+    L D            P P++   ++PK     
E++
Sbjct  365  T---
SAQAGDIIAVVGMKNVQTGHTLCDQKHECTLEPMIFPTPVISIAVSPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ VV  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLVVGAPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA   S+T   +   +  +  I   + P   GSG  + S V  G + + F  
AV  
Sbjct  482  
ETITKAVEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMNVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGY  610
            GR     E   Y
Sbjct  662  GRGQFSMEFLQY  673

>WP_073033080.1 GTP-binding protein [Desulfosporosinus lacus]
 SHI99115.1 small GTP-binding protein domain-containing protein 
[Desulfosporosinus 
lacus DSM 15449]
Length=881

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/629 (30%), Positives = 297/629 (47%), Gaps = 



58/629 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  + IGILAHVDAGKTTL+ESLLY SG I   G V+      DT  LER RGITI 
+  
Sbjct  1    
MGKLVIGILAHVDAGKTTLSESLLYLSGKIGRLGRVDNKDAYLDTYDLERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEIGETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLHTYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D   +++ ++++L    I    V              + +D 
+  
Sbjct  121  IPVFLFINKMDQNGTDKDKLMKELKNQLDDGCIEFGEVQTE-----------
DFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
              + ++E ++A   I   ++    +R V    +FP ++GSA K  G++  M  +    
+ 
Sbjct  170  CEEIMMETFLATGHIETSQI----
KRAVTGRKVFPCFFGSALKLEGVEQFMQGIVKYAMT  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-------------LAG  285
                +Q  A     +FKV   + G R  Y++L  G L+++D +               
+G
Sbjct  226  PSYPDQFGA----
KIFKVARDEQGNRLTYMKLTGGRLKVKDVLTNKIWKEKVNQIRIYSG  281

Query  286  REKLKITEMRIPSKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPL  343
            ++   + E+   S   +     A PGE + +   SD+  L  VL     LP+     
DP 
Sbjct  282  
QKFEAVNEIEAGSVCSVTGLSQARPGEGLGIEEASDTPVLEPVLSYQILLPQGC---DPR  338

Query  344  
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
             ML     PK           L Q+ + +P L    D    EI    +G VQ+E++ 
+L+
Sbjct  339  VML-----PK-----------
LRQIEEEEPELHIGWDEQLQEIQAQIMGEVQIEILQSLI  382

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
              ++ +     E  ++Y E          H E  P   +A + L +TP   GSG+Q
+ + 



Sbjct  383  QSRFGVGVAFDEGRIVYKETIANVVEGVGHFE--
PLRHYAEVHLILTPGEPGSGLQFGAE  440

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             S   L++S+Q  +   +     +G L G  +TD KI    G  ++  +   DFR     
Sbjct  441  
CSEDSLSKSWQRLILTHLEEKAHKGVLTGAAITDMKITLVSGRAHNKHTDGGDFREATYR  500

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             + Q LKE+ + LLEP+ +F L  P + + RA  D  K   T E ++   +  V  
G  P
Sbjct  501  
AVRQGLKEAKSILLEPFYAFQLELPAKMVGRAMSDIEKMDGTCEISETNGETAVLMGSAP  560

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               ++ Y+ ++  YT G       LKGY+
Sbjct  561  VVTMRNYQKEVMAYTKGLGRLFCSLKGYE  589

>WP_104741914.1 elongation factor G [Helicobacter ailurogastricus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/693 (27%), Positives = 321/693 (46%), Gaps = 
81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIKERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  



Sbjct  189  
EAMGAKYDVQDIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAA-  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+      G 
A  
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEVHVQSGDAGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L         DP  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCSEKDPVILERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P
Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+



Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_029377926.1 elongation factor G [Staphylococcus xylosus]
 AID00569.1 elongation factor G [Staphylococcus xylosus]
 KTW24494.1 elongation factor G [Staphylococcus xylosus]
 OEL05297.1 elongation factor G [Staphylococcus xylosus]
 ARD73588.1 elongation factor G [Staphylococcus xylosus]
 PHS80069.1 translation elongation factor G [Staphylococcus xylosus]
 PNZ16898.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 183/662 (28%), Positives = 312/662 (47%), Gaps = 
74/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISVSELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   



+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               KA++        +      +  + +  TP   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKASAQVQGKFARQSGGRGQYGDVKIEFTPNETGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQ  663

Query  599  GR  600
            GR
Sbjct  664  GR  665

>WP_002893862.1 elongation factor G [Streptococcus sanguinis]
 EFX94922.1 translation elongation factor G [Streptococcus sanguinis 
VMC66]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  



QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_075470353.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  



PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGAEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR



Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_025563168.1 elongation factor G [Psychromonas sp. SP041]
Length=697

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 310/674 (46%), Gaps = 
67/674 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+  +D L A+ +++   + +  +                   
L
Sbjct  129  
IFVNKLDRMGADFYRVVKQTQDVLGANPLVMVLPIGIEDDFCGVVDLLTRKAYIWDDSGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +  +D LLE Y+ GE  S E + R  ++  
+ 
Sbjct  189  
PENYEITDVPADMVDKVEEYREMLLEEALGQDDDLLEAYLEGEEPSLEDIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS-----  252
               FP Y GSA K  G+Q ++DAV            QP+ ++     G  AL  +     
Sbjct  249  
MEFFPTYCGSAFKNKGVQNILDAVVDYLPSPTEVDPQPLTDEEGEPNGKFALVSAEESFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKITDDRFGS-



LTFVRIYSGTLKKGDTIMNAATGKTERVGRMCEMQADDRNELT---  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAQAGDIIAIVGMKGNVQTGHTLCDPKDPIILEAMVFPNPVISISVTPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E ILS +G + L++   +L   Y ++ VV EP V Y 
E  
Sbjct  425  
IGKMVAEDPTFKVETDIDSGETILSGMGELHLDIKVDILKRTYGVDLVVGEPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  A+  
G +
Sbjct  485  
TQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFAFKSIVVGGNVPKEFFPAIEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
SMMDTGVLAGFPVLDVEVELYDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLLEPMMA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I   +     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLSRRRGMIAGQEPSASGVRIKADVPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGYQAAVG  615
                E K Y    G
Sbjct  665  QFSMEFKNYMPCPG  678

>WP_005721932.1 GTP-binding protein [Lactobacillus crispatus]
 EEU28779.1 small GTP-binding protein domain protein [Lactobacillus 
crispatus 
MV-1A-US]
 KXI11218.1 putative translation elongation factor G [Lactobacillus 
crispatus]
Length=641

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/625 (30%), Positives = 296/625 (47%), Gaps = 
55/625 (9%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              D LLEKY+    I  + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TGDALLEKYLDSGAIYDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDAKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +      A  GEIV         P     + D    PT L +        P+L   
+ P+
Sbjct  278  KFATITEAAAGEIVAATGLTKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNPQ  326

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL  L D DP L         EI +  +G++QLE++  L+ E++ L  
V 
Sbjct  327  D-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIVF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ SL  
L 



Sbjct  386  EQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKYSLEVLT  440

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L 
Sbjct  441  
KNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGLM  500

Query  530  ESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P   
Sbjct  501  
EEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVAE  560

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
            +Q Y T++  YT+G       + GY
Sbjct  561  MQDYATEVRNYTHGEGNLECVVSGY  585

>WP_071677257.1 elongation factor G [Thermus brockianus]
 APD09565.1 elongation factor G [Thermus brockianus]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/666 (29%), Positives = 317/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGKIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V++++ ++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMEERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   



D 
Sbjct  194  
TDIREIPIPEEYQDQAREYHEKLIEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDI  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE+          L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIRGTTPEGEEVEIHPDPDGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGT+     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTITSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +++L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVVLESIEVPEPVIDVAIEPKTKADQDKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
RP+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITRPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + +   PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKAEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNSRRGQILGMEPRGNAQVIRAYVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677



>EEK52837.1 Elongation factor G 2 [Bacillus cereus ATCC 10876]
 EEK86263.1 Elongation factor G 2 [Bacillus cereus ATCC 4342]
 EEK91505.1 Elongation factor G 2 [Bacillus cereus m1550]
 EEL13622.1 Elongation factor G 2 [Bacillus cereus BDRD-Cer4]
 EEL30850.1 Elongation factor G 2 [Bacillus cereus Rock1-15]
 EEL58236.1 Elongation factor G 2 [Bacillus cereus Rock4-2]
 EEL78503.1 Elongation factor G 2 [Bacillus cereus AH676]
 EEM24705.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
tochigiensis 
BGSC 4Y1]
 EEM55491.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
kurstaki 
str. T03a001]
Length=699

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  318



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  672

>WP_059066257.1 GTP-binding protein [Ruminococcus sp. AT10]
 SCI63211.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Clostridium sp.]
Length=894

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 186/635 (29%), Positives = 304/635 (48%), Gaps = 
53/635 (8%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +G LAHVDAGKTTL+ES L+ SG + + G V+      DT  +ER+RGITI 
+   
Sbjct  11   
KQICLGALAHVDAGKTTLSESFLFLSGKLRKAGRVDHKDAFLDTYEMERERGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F W    V ++DTPGH+DF AE+ R+L VLD +ILVIS  DGVQ  T  L+  L+
+  I
Sbjct  71   
VFDWKGMDVTLLDTPGHVDFSAEMERTLQVLDYSILVISGPDGVQGHTMTLWRLLKRYEI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IF+NK+DQ G D + ++  +  +     +    +                 D  
+EN
Sbjct  131  PTFIFVNKMDQDGTDKEEILAELERQFGEGCMDFSHLD----------------
DTALEN  174

Query  182  ----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
                ++K++E Y+    I  E L+R   + ++  ++FP Y+GSA    G++ L++ 
+   
Sbjct  175  LALCDEKMMESYLESGKIGDE-LIR---
KAIRTRNVFPCYFGSALYMEGVEELLNGILRF  230

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             +    + S      V+K+   + G R  YL++  G L++RD+V  +G    KI E
+R+ 
Sbjct  231  TEQ--SEYSKDFGAKVYKIGRDERGNRLTYLKVTGGELKVRDSVDDSGE---
KINEIRVY  285

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRL-NDVLG-
DPTRLPRKRWREDPLPMLRTTIAPKTA  355
            S  +   +     G +  +   S     + LG +P         E  LP+L   +  
+  
Sbjct  286  SGAKYTNSSCVTAGNVCAVTGLSHTYPGEGLGVEP---------
ESALPVLEPVLTYRIV  336

Query  356  AQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
               E    ++L  L  L + +P L    +    EI    +G VQ EV+  ++ E++ 
+  
Sbjct  337  
LPDECDVHKMLADLKMLEEEEPELHIVWEEQIGEIHAQLMGEVQTEVLIRMIKERFGVWV  396

Query  412  VVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
               E +++Y E    P++   H       P   +A + L + P   GSG+Q+ S  
S   



Sbjct  397  EFTEGNIVYKETIKFPVEGVGH-----
FEPLRHYAEVHLLLEPGEKGSGLQFASDCSEDI  451

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++Q  +   +     +G L G  +TD KI    G  +   +   DFR      
+ Q 
Sbjct  452  
LDRNWQRLILTHLGEKEHKGVLTGATLTDMKITLLAGRAHQKHTEGGDFRQATYRAVRQG  511

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LK++ + LLEPY +F +   Q+ + RA  D  K   +    ++  + V  +G  P   
++
Sbjct  512  
LKKAESVLLEPYYAFKMELSQDMVGRAMADIQKMQGSFAPPKMTGEIVTLSGSAPVSQMR  571

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
             Y+ +   YT G+     ELKGY+    Q  I  R
Sbjct  572  GYQKEFISYTRGKGRLFCELKGYEPCQEQEEIVSR  606

>WP_088532065.1 elongation factor G [Pseudoalteromonas piscicida]
 ASD68664.1 elongation factor G [Pseudoalteromonas piscicida]
Length=695

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 312/669 (47%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210



             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSIEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGE----
QGSAAL  249
             + FP + GSA K  G+Q ++DAV                     +P GE       
A L
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVDADAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERTELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  AV  
G +
Sbjct  485  
TKEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664



Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_066036837.1 GTP-binding protein [Lysinibacillus sp. AR18-8]
 OCX64072.1 elongation factor G [Lysinibacillus sp. AR18-8]
Length=645

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 175/607 (29%), Positives = 298/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+   T  D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDTFLDHHELERRRGITIFAEQGRMNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR+ +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRQYHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G ++++V++ +R   S  +++     L  + V   + +I  W A  E 
++KL
Sbjct  125  FINKMDREGANMEAVIRQLRKDCSQHVLLIDE-PLRADYV---SNNIMEWLA--
ERDEKL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E+ + + +  +++   FP + GSA K  GIQ  +D +  L        
Sbjct  179  LDAFL-NESLEHEQCLAQLKEMIKNEGAFPCFAGSALKDEGIQEFLDQLP-
LLTASHFDK  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   G+L +RD  +     + K+TE+R+ +       
Sbjct  237  DAPFEGEVFKIRH-DGHQRLTFMKATKGSLHVRDEFSFDEVTE-
KVTEIRLYNGSRFETV  294

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   S   + D +G  T L +     + +P L+  +  +     + 
+L  
Sbjct  295  QQVEAGEIFAIKGLSQANIGDRIG-TTMLSQPY---
ELVPTLQAKVQYEGDQHIKEVLQI  350

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L  ++ L     EP +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGAIQLEVLTEVLMTRFSLAVSFGEPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   G+G  + +     +L+   Q  V   
+   
Sbjct  411  ETTVTGYGHFE--
PLKHYAEVHLLMEPNPRGTGNTFTNACHADHLSVGNQRLVEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD       G  ++  ++  DFR  +   L Q L+++   LLEPY  
F 
Sbjct  469  
DHHGLLTGFPVTDIHFTLLTGRGHNEHTSGGDFREASFRALRQGLEQAQNVLLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++SR   D  +   T +   + + +V+ TG  P   + +Y T  A YTNG
+   
Sbjct  529  
MKASNDFISRMMTDIQQAAGTFDDPILSETDVILTGRAPVATLMSYSTTFAAYTNGKGAL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  TLQFDGY  595

>WP_107627406.1 GTP-binding protein [Lachnospiraceae bacterium oral 
taxon 096]
 PTL29460.1 translation elongation factor G [Lachnospiraceae 
bacterium oral 
taxon 096]
Length=878

 Score = 258 bits (658),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/618 (31%), Positives = 302/618 (49%), Gaps = 
51/618 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGILA VD+GKTTL E++LY SG + + G V+      D   LER RGITI +    
F 
Sbjct  8    
NIGILAAVDSGKTTLAEAILYQSGTVKKMGRVDNQDAFLDHFALERARGITIFSKQAIFH  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF AE+ R+L VLD AILVIS   GVQ  T+ L+  LR+ 



+IPT 
Sbjct  68   
WKDWEINLLDTPGHIDFSAEMERTLTVLDYAILVISGASGVQGHTKTLWKLLRRYHIPTF  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIENND  183
            IF+NK+DQ GV+ ++V   +R KLS +I+  Q              + E W D +   
++
Sbjct  128  IFVNKLDQNGVEKENVYAELRRKLSGNIVDFQ-------------
AEKEEWLDELSMCSE  174

Query  184  KLLEKYIAGEPISRE----
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            +++E  +    I++E     + REE        LFP Y+GSA K +G++ L+DA+T    
Sbjct  175  EMMEATLEEREITKEMISFAIAREE--------
LFPCYFGSALKLMGVEILLDAITEY--  224

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             I ++        V+K+     G R  ++++  G ++ +  +   G E  K+ +
+RI + 
Sbjct  225  AIEKEYPEEFGAIVYKITRDFQGTRLTHIKVTGGEVKNKMVI---GEE--
KVNQIRIYNG  279

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLG-DPTRLPRKRWREDPL----
PMLRTTIAPK  353
                       G +  L   +   +   LG D T +P+     +P+     +L   
I P 
Sbjct  280  IRFESVSDVGAGTVCALVGLNHTYVGQSLGEDHTAIPKVL---
EPVLSYEMILPEDIVPN  336

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   ++  L ++A+  P L+ + D     I +  +G VQ+E++  L  E+  +
+   
Sbjct  337  M------
VMPKLKEMAEEFPELQLQWDEKAQSIRVKLMGAVQIEILQNLFKERMDMDVTF  390

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E  + Y E    +A    H E  P   +A + L + PL  GSG+ + S+VS   L  
++
Sbjct  391  SEGRIAYKETIQLSAEGIGHFE--
PLRHYAEVHLLLEPLPRGSGLIFSSKVSSDMLAVNW  448

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN +   ++    +G L G  VTD ++    G  ++  +   DFR      + Q L 
++ 
Sbjct  449  
QNLILTHLKEREHKGVLIGAPVTDMRMTIVAGRAHNKHTEGGDFRQATYRAVRQGLMQTE  508

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592



            + LLEPY  F L  P   L RA +D     A  +  + + +     G  P  CIQ 
Y+ D
Sbjct  509  
SILLEPYYEFRLEIPVVNLGRALNDLNAMFAKFDPPETEGEMASVVGVAPVACIQNYQAD  568

Query  593  LAFYTNGRSVCLTELKGY  610
            L  YT G+         Y
Sbjct  569  LLTYTKGQGHIFLSFDRY  586

>WP_105171162.1 elongation factor G [Pseudoalteromonas sp. T1lg24]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/691 (28%), Positives = 317/691 (46%), Gaps = 
74/691 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V   L A+ +++   + +  E      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDEFCGVVDVLEKKAYV--
WDET  186

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E++    
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHEMLIESAVEQDDDLMEAYMEGEIPSLEQIKACIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV-------  253
            +D + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V       
Sbjct  247  
RDLAFFPTYCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVSADE  306

Query  254  ------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303



                  FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
EI 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADDRNEIT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYRE  482

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITQEIEDSYTHKKQSGGSGQFGKIDYRIKPGEQNSGFTFSSSVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FASMMEEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGYQAA---VGQPVIQPRRPNSR  627
            R     E   Y A    V + VI  ++  ++
Sbjct  663  RGQFSMEFSHYSACPANVAETVIAEQKEKNK  693

>WP_049672550.1 elongation factor G [Bacillus sp. FJAT-27916]
 KMY46103.1 elongation factor G [Bacillus sp. FJAT-27916]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 313/671 (47%), Gaps = 
71/671 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V+++ ++L A+     + I         I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLQANAHPIQLPIGAEDDFEAIIDLVEMNAVFYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++L+EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDIEVREIPEEHMPLAEEYREKLIEAVAEIDEELMEKYLGGEEITKEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G      E+       +      
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTDEEVERHSDDNEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI +    
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSRQEISQV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P++  +I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMEFPEPVISLSIEPKSKADQDKMST  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T + I+  +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALQKLQEEDPTFRAHTDQETGQTIIEGMGELHLDILVDRMRREFKVEANVGAPQVAYRET  484

Query  423  -



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +  AV
+ G+
Sbjct  485  
FRTSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP +
Sbjct  545  
EDALDRGVLAGYPLIDIKAKLFDGSYHDVDSSEMAFKVAASMALKNAASKCNPVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            S  +  P+EY+     +       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
SVEVVIPEEYMGDIMGNITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATTLRSNTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVFSMTFDHYE  675

>WP_053433188.1 elongation factor G [Sporosarcina globispora]
 KON85814.1 elongation factor G [Sporosarcina globispora]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/667 (28%), Positives = 305/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----------------  168
            +F+NK+D+ G D    ++++ D+L A+    Q + +  E   E                 
Sbjct  132  VFVNKMDKIGADFLYSLKTLHDRLQANAAAIQ-
LPIGAEDQFEGIIDLIEMKATFYGNDL  190



Query  169  NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             TDIE                    +AV E +++L+EKY+ GE I+ E+L    ++   
+
Sbjct  191  
GTDIEEREIPAEYMDQAEEYREKLIEAVAELDEELMEKYLGGEEITNEELKAAIRKGTVN  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV                 P  E+         A    
Sbjct  251  
VEFYPVICGSAFKNKGVQKMLDAVIAYLPSPLDVPAIKGTLPDSEEEITRPSSDDAPFSA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI     
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEISVVHA  370

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
                  V L   S    D L D   L      E P P++  +I PK+ A ++++  
AL +
Sbjct  371  GDIAAAVGLKDTST--
GDTLCDEKNLVILESMEFPEPVISLSIEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRSS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++ + +  G + + +  AV+ G+   
L
Sbjct  489  
AQVEGKFARQSGGRGQFGHVWIEFAPNEEGKGFEFVNGIVGGVVPREYIPAVQAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            ++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+
Sbjct  549  
DRGVLAGFPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRGTFS  668

Query  605  TELKGYQ  611



                 Y+
Sbjct  669  MHFDHYE  675

>WP_000196382.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]
 EJS62170.1 elongation factor G [Bacillus cereus BAG2X1-1]
 EJS69941.1 elongation factor G [Bacillus cereus BAG2X1-3]
 KKZ98450.1 hypothetical protein B4147_0114 [Bacillus cereus]
 SCB75673.1 Elongation factor G [Bacillus cereus]
 PEA10257.1 elongation factor G [Bacillus cereus]
 PEA76725.1 elongation factor G [Bacillus wiedmannii]
 PEC21036.1 elongation factor G [Bacillus cereus]
 PEG07376.1 elongation factor G [Bacillus wiedmannii]
 PEI71148.1 elongation factor G [Bacillus wiedmannii]
 PEJ46546.1 elongation factor G [Bacillus wiedmannii]
 PEL37242.1 elongation factor G [Bacillus wiedmannii]
 PEN50063.1 elongation factor G [Bacillus wiedmannii]
 PEN64889.1 elongation factor G [Bacillus wiedmannii]
 PEO53991.1 elongation factor G [Bacillus wiedmannii]
 PEO70332.1 elongation factor G [Bacillus wiedmannii]
 PEO98967.1 elongation factor G [Bacillus wiedmannii]
 PEP08251.1 elongation factor G [Bacillus wiedmannii]
 PEP71412.1 elongation factor G [Bacillus wiedmannii]
 PEV95497.1 elongation factor G [Bacillus cereus]
 PEX85465.1 elongation factor G [Bacillus cereus]
 PFI26917.1 elongation factor G [Bacillus cereus]
 PFN18518.1 elongation factor G [Bacillus cereus]
 PFX58106.1 elongation factor G [Bacillus wiedmannii]
 PFZ67593.1 elongation factor G [Bacillus wiedmannii]
 PGA30950.1 elongation factor G [Bacillus wiedmannii]
 PGB90267.1 elongation factor G [Bacillus wiedmannii]
 PGC20734.1 elongation factor G [Bacillus wiedmannii]
 PGC76315.1 elongation factor G [Bacillus wiedmannii]
 PGE59485.1 elongation factor G [Bacillus wiedmannii]
 PGZ09541.1 elongation factor G [Bacillus cereus]
 PHA68345.1 elongation factor G [Bacillus wiedmannii]
 PHB05349.1 elongation factor G [Bacillus wiedmannii]
 PHB59159.1 elongation factor G [Bacillus wiedmannii]
 PHB63888.1 elongation factor G [Bacillus wiedmannii]
 PHB91827.1 elongation factor G [Bacillus wiedmannii]
 PHD97227.1 elongation factor G [Bacillus wiedmannii]
 PHE69966.1 elongation factor G [Bacillus wiedmannii]
 PHF20366.1 elongation factor G [Bacillus wiedmannii]
 PHG22558.1 elongation factor G [Bacillus wiedmannii]
 PHG69776.1 elongation factor G [Bacillus wiedmannii]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_065184866.1 elongation factor G [Stenotrophomonas maltophilia]
 OBU58977.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
 OBU65472.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 199/670 (30%), Positives = 307/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  



E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      T +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQEGGATTVTPWDEAARAQWQAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  AA   R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAADLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVDVAVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V P      V +  R+  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDRIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>CDC09170.1 small GTP-binding protein domain protein [Clostridium 
sp. CAG:413]
Length=843

 Score = 257 bits (657),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/614 (30%), Positives = 296/614 (48%), Gaps = 
31/614 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTTL E++LY +G +  PG V+ G T  D+  LER RGITI 
A  
Sbjct  1    
MKKTVIGILAHVDAGKTTLAEAMLYKTGKLRRPGRVDNGDTMLDSHLLERSRGITIFAGQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    +  ++DTPGH+DF AE  R L VLD A+LVIS  DGVQ+ TR L++ 
LR  N
Sbjct  61   
AVMKLGEYEATLLDTPGHVDFSAETERILQVLDIAVLVISGTDGVQSHTRTLWNLLRIYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPTVIF+ K D A +    ++  +  +LS D  +  + S             E  
+A   
Sbjct  121  IPTVIFVTKTDLARIGKAELMSELCSELS-DCCVDFSASAH-----------
ERDEAAAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++  +E Y+    +    L    +  V    +FP ++GS   GL ++ + + + 
GL + 
Sbjct  169  CSEAAMESYLESGCVDDACL----RSMVGGRQVFPCFFGS---
GLKLEGIDEFLAGLEKL  221

Query  241  IGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            I ++      G+ VFK+ +   G +  +L++  G LR+RDTV+  G +  KI+ 
+RI + 
Sbjct  222  IPQRSYGCEFGARVFKITHDKGGAKVTHLKVTGGALRVRDTVSY-
GDKSEKISAIRIYNG  280



Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
                  +    G +  +   S        D   L  +    +P+  P++   +       
Sbjct  281  ARFENVELTEAGGVCAVTGLSEAR-----
DGQGLGAEESGAEPILEPVMNYRVVLPEGVD  335

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +  L  L  L + DP+LR   DS   EI +  +G VQ+E++ +L+++++ +   +    
Sbjct  336  
AKTFLPKLRLLEEEDPMLRVTWDSHLQEINVRLMGEVQVEILKSLIADRFDIAVQIDNGR  395

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            V+Y E    +     H E  P   +A + L ++PL  GSG+Q+ +R S   L+++
+Q  +
Sbjct  396  VLYKETIADSVEGVGHYE--
PLRHYAEVHLLLSPLPRGSGLQFSTRCSEDSLDRNWQRLI  453

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      G L G  +TD KI    G  +   +   DFR      + Q L  + 
+ LL
Sbjct  454  
LMHLAEKQHLGVLTGSPITDMKIVLAAGRAHIKHTEGGDFRQATYRAVRQGLMNAKSVLL  513

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF L  P E + RA  D      T    ++  +    +G  P   +  Y  +
+A Y
Sbjct  514  
EPYYSFYLEVPSEQIGRAISDIKLRFGTFSAPELHGEFSAVSGTAPVTTMNNYAAEVAAY  573

Query  597  TNGRSVCLTELKGY  610
            T GR      + GY
Sbjct  574  TGGRGRLRLTVSGY  587

>WP_010959892.1 elongation factor G [Methylococcus capsulatus]
 Q60BD3.1 RecName: Full=Elongation factor G 1; Short=EF-G 1
 AAU93266.1 translation elongation factor G [Methylococcus 
capsulatus str. 
Bath]
Length=694

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 199/668 (30%), Positives = 305/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 



T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMEQEQERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            I++NK+D+ G D   VV+ +RD L A                   +++ ++      
S  
Sbjct  129  
IYVNKLDRVGADFYRVVKQIRDVLGAYPLVMTLPIGREESFIGVVELLTRKAWIWDDSGD  188

Query  162  P------EIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      ++  E   ++E W A      +E +D+++EKY+ GE    + L R  ++    
Sbjct  189  
PMKYEVKDVPAEMADEVEKWRAELVEKAVEQDDEVMEKYLEGEEPDVDTLKRLIRKGTIK  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GS+ K  G+Q ++DAV            QP       E G  A+        
Sbjct  249  
LDFFPTYCGSSFKNKGVQLVLDAVVDYLPDPTEVKPQPEVDLEGHETGEFAIVDPDRPLR  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    +LRLYSG L    TV   A    E++ +I EM    + E+   
D
Sbjct  309  ALAFKIMDDRYGA-
LTFLRLYSGRLEKGTTVLNTATGKTERIGRIVEMHANQRNEL---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV +L   +V+    L DP +         P P++   + PK  A  E++  
AL
Sbjct  365  
SAQAGDIVAVLGMKNVQTGHTLCDPDKPATLEPMVFPDPVISIAVTPKDKAANEKMGIAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-P  424
             ++   DP    E D  + E IL  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  425  
GKMVQEDPSFHVETDQESGETILKGMGELHLDIKVDILKRTHGVEVNVGKPQVAYRETIT  484

Query  425  LKAASHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +     +H  +   +  +A I   + P   GSG  +ES V+ G + + F  AV  



G R 
Sbjct  485  
RRVEDEYVHKKQTGGSGQYAKINYVIEPGEPGSGFVFESTVTGGNVPREFWPAVEKGFRS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L +G L G+   D K+    G +++  S+   F   A     Q++ ++  QLLEP 
+  
Sbjct  545  
MLGKGVLAGYPCVDFKVNLTDGGFHAVDSSAIAFEIAAQAAFRQSVPKAAPQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P  ++     D  +    I++ +     V    E+P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPDAHVGDVIGDLNRRRGMIKSQEAGVTGVRIKAEVPLSEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>KJS82355.1 translation elongation factor G [Desulfosporosinus sp. 
BICA1-9]
Length=884

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/636 (31%), Positives = 306/636 (48%), Gaps = 
35/636 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + IGILAHVDAGKTTL+ESLLY SG I   G V+K     DT  LER RGITI 
+  
Sbjct  1    
MQKLVIGILAHVDAGKTTLSESLLYLSGKIGRLGRVDKKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEIGETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLDMYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D   +++ ++ +L    I           VL E+ +    D 
+  
Sbjct  121  IPVFLFVNKMDQNGTDKNKLMKELKKQLDDGCI-------EFGQVLTEDFN----
DQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238



              + ++E ++    I+  ++    +R V +  +FP ++GSA K  G++  M  +    
L 
Sbjct  170  CEEIMMETFLETGHIATSQI----
KRAVTERKVFPCFFGSALKLEGVEQFMQDIVKYALI  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                ++  A L    FK+   + G R  Y+++  G L+++D V      K K+ +
+RI S
Sbjct  226  PSYPDEFGAKL----FKIARDEQGNRLTYMKVTGGRLKVKD-
VLTNSIWKEKVNQIRIYS  280

Query  299  KGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTA  355
              +    + A  G +  +   S  R  + LG       +   + P+  P+L   I     
Sbjct  281  GQKFEAVNEAVAGSVCAVTGLSQTRPGEGLG------
IEEASDTPILEPVLSYQIILPEG  334

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L  L Q+ + +P L    D    EI    +G VQ+E++ +L+  ++ ++     
Sbjct  335  
CDPRVILPKLRQIEEEEPELHIVWDEQLQEIQAQIMGEVQIEILQSLIKSRFGVDVAFDS  394

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
              ++Y E          H E  P   +A + L + P   GSG+Q+ +  S   L+
+S+Q 
Sbjct  395  GRIVYKETIANVVEGVGHFE--
PLRHYAEVHLLMEPSEPGSGLQFGAECSEDNLSKSWQR  452

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   +     +G L G  +TD KI    G  ++  +   DFR      + Q LKE
+ + 
Sbjct  453  
LVLAHLEEKAHKGVLTGSGITDLKITLVSGRAHNKHTVGGDFRDATYRAVRQGLKEAESI  512

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+ +F L  P++ + RA  D  K   T E  Q   +  V  G  P   ++ Y+ 
+L 
Sbjct  513  
LLEPFYAFQLELPEKMVGRAMTDIEKMHGTCEITQTNGEMAVLEGSAPVVTMRNYQKELV  572

Query  595  FYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             YT G       LKGY+    G  VI+    +S  D
Sbjct  573  AYTKGLGRLFCSLKGYEPCHNGSEVIESIGYDSERD  608

>WP_002922484.1 elongation factor G [Streptococcus sanguinis]
 EGJ37813.1 elongation factor G [Streptococcus sanguinis SK1056]
Length=693



 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNDELKAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_029540491.1 elongation factor G [Selenomonas ruminantium]
 SEH34019.1 elongation factor G [Selenomonas ruminantium]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 178/670 (27%), Positives = 307/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++    
K  +
Sbjct  69   



TCHWKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLTARGGVEPQTETVWRQAEKYQV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI--  179
            P + ++NK+D  G D  +V++ + ++L+A+ +  Q + +  E   +   D+   +A
++  
Sbjct  129  PRMAYVNKMDITGADFFNVIKMMEERLNANAVAIQ-
LPIGAEDSFQGIIDLVKMEAIVYE  187

Query  180  --------------------------------
ENNDKLLEKYIAGEPISREKLVREEQRR  207
                                            E +D+ +EKY+ GE I+ E + +  
++ 
Sbjct  188  
DDLGKVADEVAIPDDMKDMAEEYREKLLEACSEQDDEFMEKYLGGEDITEEDIKKVIRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
                ++ PV  G++ +  G+QPL+DAV              G+    GE+          
Sbjct  248  
TVTCNMVPVVCGTSYRNKGVQPLLDAVVDYMPAPTDIPPIKGVNPDSGEEDHRPSSDEEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG L     V  + + K     +I +M   ++ 
EI  
Sbjct  308  
FSALAFKIMTDPYVGKLAFFRVYSGVLESGSYVYNSTKGKKERIGRILQMHANNRKEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G+I   +        D L D            P P++   + P T   +E
++  
Sbjct  366  -
DRVYSGDIAAAVGLKDTTTGDTLCDEANQIILESMVFPDPVISVAVEPATKNDQEKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K++  V EP V 
Y E 
Sbjct  425  
ALQKLAEEDPTFRVHTDQETGQCIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +   +  +    L + P   G+G  +E++V  G + + F   + 
+G+
Sbjct  485  
IRKTVEAEGKFVRQSGGHGQYGHCWLKLEPQEAGAGFSFENKVVGGAIPKEFIKPIEEGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ V D K     G ++   S+ A F+    +  +   +++   
LLEPY+



Sbjct  545  
KQAMESGVVAGYPVVDVKATVYDGSFHEVDSSEAAFKIAGSMAFKNGAEKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D       I+  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVIVPEDYMGDVIGDLNSRRGRIDGMEPRNGAQVINAFVPLSEMFGYSTDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSYY  674

>WP_070311315.1 elongation factor G [Campylobacter jejuni]
 OEY56588.1 translation elongation factor G [Campylobacter jejuni]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 318/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        



Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYLVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V   +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVADEIIKKRN  690

>PIE54531.1 elongation factor G [Dethiosulfovibrio peptidovorans]
Length=688

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 



matrix adjust.
 Identities = 190/670 (28%), Positives = 314/670 (47%), Gaps = 
60/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  8    
KIRNIGIAAHIDAGKTTTTERILFYTGRNYKIGEVHEGAATMDWMEQERERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    +NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GV+ Q+  ++    
K  +
Sbjct  68   
TCQWKGHNINIIDTPGHVDFTVEVERSMRVLDGAVSVFCAVGGVEPQSETVWRQADKYGV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P + F+NK+D+ G +  +VV  VR++L A                   D+I  + V  
S 
Sbjct  128  
PRIAFVNKMDRVGANFLNVVSQVRERLGAVAVPLQIPIGAEENFQGVVDLIEMKAVVFSD  187

Query  162  ------------PEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                         E+V E     E+  +A+ + ++ ++  ++ GEP+S + ++R   
R+ 
Sbjct  188  VMGAEPVVQEIPSELVDEAGMYRESMIEALADFDEDIMALFLEGEPVSSD-
MIRAAIRKS  246

Query  209  QDA-SLFPVYYGSAKKGLGIQPLMDAVTG-------LFQPIGEQ------------
GSAA  248
              A  + P   G+A K  G+QPL+DAV         L   +GE               
A 
Sbjct  247  
TIALEIVPAMCGTAFKNKGVQPLLDAVVSYLPSPLDLPAVLGENPDDGAEVSRAADAVAP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTDT  307
            +    FKV       +  + R+YSGT++   T+   + R+K +I  +      +    
D 
Sbjct  307  
VSALAFKVAVDPFVGKLTFCRIYSGTIKSGMTLYNPSSRKKERIGRILQMHANKRTDIDE  366

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A  G I+ LP   + R  D L D          E P P++   + P T + +++L   
L 
Sbjct  367  
AGAGMIIALPGLKATRTGDTLCDEKYPVVLETLEFPEPVISLAVEPMTQSDKDKLSKGLI  426

Query  367  



QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
             LA+ DP      D  T + ++S +G + L+++   L  ++K+   V  P V Y E   
K
Sbjct  427  
ALAEEDPTFVVRNDEETGQTVISGMGELHLDIIVDRLKREFKVGVNVGRPQVSYREAITK  486

Query  427  AASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            A +      V  +      G   +++ PL  G G  +E ++  G + + +  AV+ 
G+  
Sbjct  487  
AVTEVQGKFVRQSGGRGQYGDVVINMEPLEEGKGFVFEDKIVGGVIPREYIPAVQKGLDE  546

Query  484  GLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G+ G + V   KI   YG Y+   S+   F+  A +  ++A++++G  L+EP 
+  
Sbjct  547  
AITNGILGGFPVIGVKIELVYGSYHDVDSSEMAFKIAASMAFKEAMRKAGPALMEPVMFV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       +E   V+ +       +P   +  Y TD+   T
+GR+ 
Sbjct  607  
EVVTPEEYVGDVMGDLSSRRGRVEGMDVRGNARAIKAFVPLGEMFGYATDVRSKTSGRAT  666

Query  603  CLTELKGYQA  612
               +   Y+A
Sbjct  667  YTMQFDHYEA  676

>WP_103851630.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP    SG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRESGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580



Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>SDI89845.1 small GTP-binding protein domain-containing protein 
[Paenibacillus 
typhae]
Length=671

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/630 (30%), Positives = 298/630 (47%), Gaps = 
50/630 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I IG+LAHVDAGKTT  E LLY + AI   G V+   T  DT  +E+ RGIT+ 
A   
Sbjct  20   
KNITIGLLAHVDAGKTTFAEQLLYHTEAIRSRGRVDHKDTFLDTHEIEKARGITVFADQA  79

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F +   +  ++DTPGH+DF  E+ R L +LD A++++SA +GV+  T  ++  LR   
+
Sbjct  80   
EFSYGDSRYFLLDTPGHVDFSPEMERVLQILDYAVVIVSAVEGVEGHTETVWQLLRSHGV  139

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT+ FINKID+ G D Q V+  +R  LS D ++     L    V EE     A     
E 
Sbjct  140  PTIFFINKIDRTGADPQRVLNEIRQLLSEDALM--
LPELDAGAVNEELCSFLA-----ER  192

Query  182  NDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            ++ L E Y+ G   EP  +E LV    + V+   +FP   GSA    GI   +  +  
L 
Sbjct  193  DEGLFEAYLDGSLDEPAWKEALV----
KLVRQGKIFPCMAGSALLDEGIGSFLRNLDAL-  247

Query  239  QPIGEQG-SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAG-
REKLKITEM  294
              + E        G V+KV Y D G R  Y++   G L++R+  T   AG R   
+IT +
Sbjct  248  -
AVTEYDYRLPFAGRVYKVRYDDKGTRITYIKALQGVLKVREELTCGPAGKRISERITGI  306

Query  295  RIPSKGEIVRTDTAYPGEIVIL-------PSDSV-
RLNDVLGDPTRLPRKRWREDPLPML  346
            R  +  +    + A  GE+  +       P + V  L D +               



+P L
Sbjct  307  RRINGSKTAAAEWAAAGELFAVTGVTAAGPGEGVGELEDTI-----------
ESGLVPAL  355

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            ++ +  +     + +L A  QL   DP L    D I  E+ +  +G++QLEV+  
+L E+
Sbjct  356  
KSKVCFEPPVHLKEVLQAFQQLGAEDPSLNVSWDEILQELQIQVMGQIQLEVLEQVLRER  415

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR---  463
            ++++    +P ++YME          H E  P   +A + L + P   GSGV   +
+   
Sbjct  416  FRIQVTFGDPEILYMETINSMVYGCGHFE--
PLGHYAEVHLKLEPGERGSGVTVHNKCHP  473

Query  464  --
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              +++GY NQ  Q  +  G  +GL   L G  +TD +I    G  ++  ++  DFR  
A 
Sbjct  474  DHLAIGYQNQIVQVLLEKG-HHGL---
LTGSPLTDVQITLLSGRAHNKHTSGGDFREAAL  529

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              L Q L+++   LLEP+  F +    +++ +   D  +   +    ++  +  V 
TG +
Sbjct  530  
RALRQGLEQAENVLLEPFYDFKIRIHADHVGKVMSDIQQASGSFTAPEMNGETAVLTGTV  589

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P      Y   +A  T G+        GYQ
Sbjct  590  PVATFMNYPVRMASMTQGKGALSLRAGGYQ  619

>WP_056987502.1 GTP-binding protein [Lactobacillus paracollinoides]
 KRL77208.1 translation elongation factor (GTPase) [Lactobacillus 
paracollinoides 
DSM 15502 = JCM 11969]
Length=662

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/632 (31%), Positives = 309/632 (49%), Gaps = 
53/632 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+ G    D+  LE+QRGITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSEALLYRTGAVRKLGRVDNGDAFLDSDDLEKQRGITIFSHE  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q H  +V+++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  TR L+  L
++ +
Sbjct  61   
ASLQSHELQVDLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLKRYS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---
KQTVSLSPEIVLEENTDIEAWDA  177
            +PT IF+NK+D AG D   V+  ++D LS   I        +L PE+V E+         
Sbjct  121  VPTFIFVNKMDVAGTDRNQVLTQLQDALSTGCIAFDGGDNAAL-
PEMVYED---------  170

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            V   ND +L+ Y+    ++ + + +  +RR     +FP Y+G+A K  G+  L+    
GL
Sbjct  171  VAMQNDTVLDTYLETGDLTDDTVRQMIKRR----
EVFPCYFGAALKVDGVDGLL---AGL  223

Query  238  FQPIGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             Q   E Q        VFK+ + +   R  +LR+  G+L +RDT+   G +K    
++RI
Sbjct  224  EQWTTEPQYGTDFGAQVFKISHDEKDVRLTWLRVTGGSLHIRDTI--LGDQKAN--
QLRI  279

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDV---LGDPTRLPRKRWREDPL--
PMLRTTIA  351
             +            G++  +P+    L D    LG    L +    E P+  P+L  
++ 
Sbjct  280  YNGTRFTAVQEVTAGQVCAIPN----LTDTHPGLG----
LGKSADAETPMMQPVLTYSVD  331

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
             K     +  L    +L D DP L         EI +  +G VQLE++  +L +++ 
L+ 
Sbjct  332  TKD-
YDIQTCLKVFRELEDEDPQLHIAWSEHLQEIRVQIMGEVQLEILQQILHDRFNLDV  390

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E S++Y E   +A     H E  P   ++ + L + P   GSG+ +++   +  
L +
Sbjct  391  GFGEGSILYRETITQAVEGVGHFE--
PLRHYSEVHLLMRPAPQGSGLTFDADCPVEVLGK  448

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL--  528
            + Q+ +   +      G L G  +TD  +    G      +   DFR      L Q 
L  
Sbjct  449  



NIQHQILTSLTAKEHLGVLTGSPITDMHVTLVTGRSSVVHTVGGDFREATWRALRQGLMM  508

Query  529  --KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE-------
VVFTG  579
              +  G QLLEP+  F L   Q+ + RA  D  +   T++  +   +           
TG
Sbjct  509  
LREPGGDQLLEPWYRFRLEVGQDQIGRAMTDITRMSGTLDDPETTSEGTNTISGMTTLTG  568

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              P   +Q Y  ++  YT+G+      + GY+
Sbjct  569  IAPVSEMQNYAQEVNAYTHGQGQLECLIDGYR  600

>WP_075887607.1 GTP-binding protein [Lactobacillus crustorum]
Length=650

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/633 (31%), Positives = 311/633 (49%), Gaps = 
61/633 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + E G V+KG    D   LE++RGITI 
+  
Sbjct  1    
MKKIVTGIVAHVDAGKTTLSEALLYRAGELRELGRVDKGNAFLDPAALEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q++   + ++DTPGH+DF ++  + + VLD AILVISA DGVQ  TR L+  L
++  
Sbjct  61   
ANLQFNDLDLTLLDTPGHVDFASQTEQVMDVLDYAILVISAIDGVQGYTRTLWRLLKRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--
WDAV  178
            +PT IF+NK+D  GVD   V++ +           Q++ LSP  +  +N  I A  
++ +
Sbjct  121  VPTFIFVNKMDANGVDQAKVIEQI-----------QSI-
LSPGCIAFDNEKISAGSYEEI  168

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND++LE ++    ++ + ++R   + +++  +FP Y+GSA K  GI   +   
+   
Sbjct  169  AMQNDEVLENFLDTGKLA-DNVIR---
KMIKERQIFPCYFGSALKVSGIDDFLAGFSKWT  224

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITE----  293
            Q    +        VFK+ + +  +R  +LR+ +GTL  +  +    +  +L+I +    
Sbjct  225  QE--



NEYETEFGAKVFKISHDENNERLTWLRVTNGTLPNKKILIKDQKANQLRIYDGSKY  282

Query  294  ---MRIPSKGEIVRT---
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                ++ S G    T   DT YPG+ +   +DS        DPT            
P+L 
Sbjct  283  ELRQKVSSGGVCAVTGLIDT-YPGQGLGNQTDSA-------DPTL----------
QPILN  324

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PK        L AL QL D DP L     +   EI +  +G VQLEV+  LL 
+++
Sbjct  325  YAVDPK-
ENDIHTCLTALRQLEDEDPQLHVSWSNHLEEIRIQIMGEVQLEVIQQLLLQRF  383

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    + S++Y E   +      H E  P   ++ + L + P    SG+ +E+  
+L 
Sbjct  384  NLDVAFGKGSILYKETITQKVEGVGHFE--
PLRHYSEVHLLLEPALANSGLTFEADCNLD  441

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L  ++Q+ V   +      G L G  +TD KI    G   +  S   DFR      
+ Q
Sbjct  442  
ILASNWQHQVLSNLGSKEHLGVLIGAPITDMKISLIGGKASNVHSVGGDFREATWRAVRQ  501

Query  527  AL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV----
KKDEVVFT  578
             L    K    QLLEP+  F L   Q+ + RA +D  +   + ET +V    + +    
T
Sbjct  502  
GLMMLKKIQACQLLEPWYRFRLELTQDQVGRAMNDVQQMHGSFETPEVVNTSEGELTTLT  561

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G  P   +Q Y  ++  YT+G+      + GY+
Sbjct  562  GTAPVSEMQGYAQEVNAYTHGQGHLECIVDGYR  594

>CCZ33757.1 putative uncharacterized protein [Firmicutes bacterium 
CAG:646]
Length=919

 Score = 258 bits (660),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 186/624 (30%), Positives = 308/624 (49%), Gaps = 
46/624 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            ++IG+LAHVDAGKTTL+E+LLY +GAI + G V+      DT  LER RGITI +     



Sbjct  13   
VSIGLLAHVDAGKTTLSEALLYTAGAIRKLGRVDHKDAFLDTYELERNRGITIFSKQAVM  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    +V ++DTPGH+DF AE+ R+L VLD  ILV+S  DGVQ  T+ L+H L++  
IP 
Sbjct  73   
ELGDFQVTLLDTPGHVDFSAEMERTLQVLDYGILVVSGADGVQGHTQTLWHLLKRYQIPV  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+NK+DQ G D   +++ ++ +L  + I    +            D E  + +   
++
Sbjct  133  FLFVNKMDQTGTDRMKLMEELKKRLDENCIDFSQIH-----------
DEEWQEQIAMCDE  181

Query  184  KLLEKYIAGEPISREKLVREEQR---
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            +LLE+Y+       E+   EE R    + +  LFP ++GSA K  G++     V G
+ + 
Sbjct  182  ELLEQYV-------EEGTVEEGRIPELIWERKLFPCFFGSALKMTGVEEF---
VRGMQEN  231

Query  241  IGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            +       + G+ ++K+       R  Y+++  G+L+++  +   G+E  K  E     
K
Sbjct  232  
MVLPAYPGIFGAKIYKIGRDAQNTRLTYMKITGGSLKVKTVLPGTGQENQKDGEKNREEK  291

Query  300  GEIVRTDTAYPGEIVILPSDS-----VRLNDVLGD--PTRLPRKRWREDPL--
PMLRTTI  350
             + +R    Y GE   L +++       +  + G      L  ++  E PL  P+L   
I
Sbjct  292  VDQIRI---
YSGEKYELMNEAPAGMICAVTGLTGTYAGQGLGEEKASELPLLEPVLTYRI  348

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                  +  + L  L QL + +PLL         EI    +G VQ+EV+ +L+ E+
+ + 
Sbjct  349  
NLPEGCEVHQTLLKLRQLEEEEPLLHIVWKEEVGEIHAQVMGEVQIEVLKSLIWERFGIR  408

Query  411  TVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
                  S++Y E    P++   H       P   +A + L + P   GSG+++ +  
S  
Sbjct  409  VEFDAGSIVYKETIKEPVEGVGH-----
FEPLRHYAEVHLLLEPTEAGSGLEFLADCSED  463

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526



             L++++Q  +   +     +G L G  +TD KI    G  +   +   DFR      
+ Q
Sbjct  464  
ILDRNWQRLILTHLEEKEHKGVLVGAAITDMKITLVTGRAHLKHTEGGDFRQATYRAVRQ  523

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L+++ + LLEPY  F L  P E + RA  D  + C   E  Q++ +E V  G  P   
+
Sbjct  524  
GLRKAESILLEPYYEFRLELPAELVGRAMTDIQRLCGEFEPPQMEGEEAVLIGTCPVVTM  583

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            + Y+T +  YT+G+      LKGY
Sbjct  584  RDYQTQVIAYTSGKGRMFCSLKGY  607

>WP_097858990.1 elongation factor G [Bacillus wiedmannii]
 PDZ42606.1 elongation factor G [Bacillus wiedmannii]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELVAEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249



              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_034990588.1 GTP-binding protein [Lactobacillus salivarius]
Length=639



 Score = 253 bits (645),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/623 (30%), Positives = 301/623 (48%), Gaps = 
54/623 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  121  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---
DIATCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEDYLQTSTIPDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+   
G
Sbjct  223  --PRYPDNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRV-YNG  275

Query  301  EIVRTD--------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E   T            PG I   P  S+  N     PT  P   +  DP          
Sbjct  276  
EKFSTYPTVSAGQVCTIPGLINTYPGLSIGENQADTIPTITPVLSYALDP----------  325

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                  +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y 
L   
Sbjct  326  -
NGNDIQTCLKALHELEDEDPKLHVTWSEHLQEISVQIMGEIQLEILEQILLDRYNLNVT  384

Query  413  



VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
L+++
Sbjct  385  FTKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLDKN  442

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q 
L   
Sbjct  443  
WQHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMML  502

Query  529  -
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             + +  QLLEP+  F L   +  + RA +D  +   T++  QV++   + TG  P   
+ 
Sbjct  503  RENNNCQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQVER---
ILTGIAPVSEMY  559

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y T++  YT+G      E+ GY
Sbjct  560  NYATNVRAYTHGNGTLELEIAGY  582

>WP_040220028.1 GTP-binding protein [Collinsella sp. MS5]
Length=665

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 197/624 (32%), Positives = 302/624 (48%), Gaps = 
42/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTTL E++L+ +G I   G V+ G +  DT  +ER+RGITI 
++ 
Sbjct  1    
MKQAVIGILAHVDAGKTTLAEAMLFDAGQIRTRGRVDNGDSHLDTDAIERERGITIFSSQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    +  +VD PGH+DF AE  R+L  LD AILV+ A DGVQ  T  L+  L 
+ N
Sbjct  61   
AVAEHGDTRFMLVDAPGHVDFSAEAERTLQALDYAILVVGANDGVQGHTETLWRLLDRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+D      +++   ++ +L           L  E +L E    E   
A+ E
Sbjct  121  IPAFIFVNKMDLENPGREAIAAELQRRLGEG-------
CLDAEELLSEGPAQEDAAALDE  173



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
                 LE+Y+    +S   L     R V   +LFP +YGSA K  G+  L+D ++ 
L + 
Sbjct  174  GA---LEEYLGEGSLSLPTLC----
RLVCGRALFPCFYGSALKDQGVAELLDGMSKLIEE  226

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR---
DTVALAGREKLKITEMRI-  296
                 S      V++V + D G+R  +L++  G LR +   + +A +   + KI +
+RI 
Sbjct  227  --
RVWSGDFAARVYRVSHGDHGERLAWLKVTGGVLRAKQLIEGIAASEAWRDKIDQVRIY  284

Query  297  -PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTTIAPKT  354
              S+ E+V+ +    G   +     VR  D LG +P  +          P+L  T+ 
P  
Sbjct  285  NGSRFELVQ-EVPAGGICAVTGLFHVRPGDALGVEPAGISPT-----
IAPVLTYTVLPGE  338

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +  AL +LAD DP+L    ++   +I L  +G VQLEVV  LL++++ L     
Sbjct  339  -
QDVHAVYAALFELADEDPMLGVNWNTHLEQIHLQLMGAVQLEVVERLLADRFGLAVSFA  397

Query  415  EPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               ++Y E    P++   H       P   +A + L + PL  GSGV++ +  S   
L+ 
Sbjct  398  PGGILYKETINHPVEGVGH-----
FEPLRHYAEVRLRLEPLPAGSGVEFGTVTSTDELDL  452

Query  472  SFQN-
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  A+ + +       L G  +TD +I    G  ++  +   DFR      + Q 
L E
Sbjct  453  
NWQRLALTNAMEREHLGVLTGSPITDMRITLTGGRAHAKHTEGGDFRQATYRSIRQGLME  512

Query  531  S----
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            +       LLEP+  F L  P E + RA  D  +  A  E   +  +    +G 
+PA  +
Sbjct  513  
AQAMGAAVLLEPWYRFELDVPGECVGRALADLTRMGAEYEPPAITGERATLSGRVPASEV  572

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
            Q Y  D+A YT+G      EL GY
Sbjct  573  QDYALDVAAYTSGLGRLYLELSGY  596

>WP_075492050.1 elongation factor G [Campylobacter coli]



Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPTELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424



Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_053583250.1 GTP-binding protein [Lysinibacillus contaminans]
 KOS68423.1 elongation factor G [Lysinibacillus contaminans]
Length=648

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 169/607 (28%), Positives = 293/607 (48%), Gaps = 
16/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY + +I   G V+   T  D   +ER RGITI A     
Q 
Sbjct  5    
IGVLAHVDAGKTTFSEQLLYHTNSIPARGRVDHQDTYLDNHAIERARGITIFAEQGRMQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +G+Q  T  ++  LR+ +
+PT  
Sbjct  65   



GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGLQGHTETVWQLLRQYHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++ +V + ++ + S +++  +   LS E V    T +  W A  E 
++ L
Sbjct  125  FINKIDREGANIATVTEQLQKECSENVLFIEE-PLSIETV---PTQVAEWLA--
ERDEHL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+Y+  + +     +   +  ++    F  + GSA K +GI    +  + L      
+ 
Sbjct  179  LEQYLE-QTLDVTTCLERLRLMIRHEQAFLCFSGSALKDIGIMEFFEQFSQL-
TMTNYEA  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +    G VFK+ + +  QR  +++   G L++RD     G    K+TE+R+ +       
Sbjct  237  NQPFLGEVFKIRHDEQNQRITFMKALQGKLQVRDEFHF-
GDVSEKVTEIRLYNGSRFQTA  295

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +       + DV+GD T +  + +  + +P L+  +        + 
+L  
Sbjct  296  KEVLAGDIFAVKGICEAEIGDVVGD-TSIQAQPF--
ELVPTLQAKVTYNGVIHIKDVLRT  352

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR   +    +I +  +G +QLEV+  +L  ++++    +EP +
+YME  
Sbjct  353  
FRLLEAEEPSLRVVWNEKFKDIHVHVMGVIQLEVLVDVLENRFQIPVAFEEPKILYMETI  412

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                    H E  P   +A + L + P   G+G+ + +     +L+   Q  +   
+   
Sbjct  413  SSTVIGYGHFE--
PLKHYAEVHLKMEPAPRGTGISFFNACHADHLSVGHQRLIEKHLFER  470

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ +TD +     G  ++  +   DFR      L Q L+++   LLEPY  
F 
Sbjct  471  
EHHGLLTGYALTDVRFTLLTGRAHNKHTEGGDFREATFRALRQGLEQAENVLLEPYYRFK  530

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   T +T  + +D V+ TG  P     +Y T  A YTNG
+   



Sbjct  531  
MKASSDFVGRMMTDIQQAAGTFDTPSITEDHVILTGRAPVATFMSYSTTFAAYTNGKGAL  590

Query  604  LTELKGY  610
              +  GY
Sbjct  591  TLQFDGY  597

>CCY72824.1 putative translation elongation factor G [Eubacterium 
sp. CAG:115]
Length=857

 Score = 257 bits (657),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/620 (30%), Positives = 309/620 (50%), Gaps = 
41/620 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVD+GKTTL+E++LY +G + + G V+ G    DT  +ER RGITI 
+  
Sbjct  1    
MKRLVIGMTAHVDSGKTTLSEAMLYTAGELRKLGRVDHGDAFLDTDPIERSRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++   +  ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ+ T  ++  
LR+ N
Sbjct  61   
AVMRFGGNEYTLLDTPGHVDFSAETERALRVLDYAVLVISGTDGVQSHTETIWRLLRRYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D + +   S+   ++ KLS   +         E  +E + +    +    
Sbjct  121  IPTFIFVNKMDISFLGKDSLAAELKRKLSQGCV---------
EFSMERSKEELCEELAEC  171

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQ  239
            + D L+  ++    + +E +     RR     +FPV YGSA K  G++ L+  +    
FQ
Sbjct  172  SED-LMNSFLETGSVPQELISAAIFRR----
EVFPVVYGSALKLKGVETLLRTIDKFAFQ  226

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   + S      ++K+   D G R  ++++  G+L++R  +   G+++ K+ ++R
+ S 
Sbjct  227  P---EQSGEFGALIYKITSDDQGARLTHMKITGGSLKVRTLLDCGGKQE-
KVNQIRVYSG  282

Query  300  GEIVRTDTAYPGEIVILPSDSV-RLNDVLGDPTRLPRKRWREDPL--PML--
RTTIAPKT  354
             +    D A  G +  +   +  R  + LG       +R RE PL  P+L  R T+ 



PKT
Sbjct  283  TKFTAVDEAAAGTLCAVTGLTAGRAGEGLGT------
ERDREAPLLEPVLTYRMTLPPKT  336

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                   L  L  L D DP+LR   +    EI +  +G +QLEV+  L+ E++ L+    
Sbjct  337  DIP--
TTLAKLHGLCDEDPMLRIVWNEQLKEIHVQLMGEIQLEVLKTLIKERFGLDVGFD  394

Query  415  EPSVIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            + S+ Y   +E P++   H       P   +A + L + P   G+G+ + +      
L+ 
Sbjct  395  QGSIAYKETIEAPVEGVGH-----
YEPLRHYAEVHLLLEPAERGTGLHFSADCRKDDLDI  449

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  V   +   +  G L G  +TD +I    G  +   +   DFR      + Q 
L+ 
Sbjct  450  
NWQRLVLTHLEEKVHIGVLTGSPITDMRITVVAGRAHIKHTEGGDFRQATYRAVRQGLRS  509

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEP+  F L  PQE   RA  D  +    I   +   DE +FTG  P   +
+ Y+
Sbjct  510  
ARSVLLEPWYEFRLTVPQECTGRAMTDLQRMNGEIAPPETVGDETLFTGSAPVSELRGYQ  569

Query  591  TDLAFYTNGRSVCLTELKGY  610
            +++  YT G+       KGY
Sbjct  570  SEVISYTRGKGRLSCIPKGY  589

>PKN26279.1 elongation factor G [Deltaproteobacteria bacterium HGW-
Deltaproteobacteria-21]
Length=677

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 306/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +LY +G + + G V  G    D M  ER+RGITI 
+AVT
Sbjct  9    
KTRNIGIIAHIDAGKTTITERILYYAGRVHKMGEVHDGEATMDWMEEERERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            S  W    +NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++H   
+  +
Sbjct  69   
SVVWKGHTINIIDTPGHVDFTVEVERSLRVLDGAIGVFCAVGGVEPQSETVWHQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------------------  161
            P + +INK+D+ G D    V  ++D+L A+ +I Q    S                    
Sbjct  129  
PKIAYINKMDRIGADFHRAVNMIKDRLRANPLILQLPWGSEDNFMGVIDLLKMRAVAWQA  188

Query  162  ------------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                        P+ ++EE +       +++ E++D ++EKY++  PI  + L +  
+  
Sbjct  189  
ETLGAEFQEFPIPDELMEEASRYRESLIESLAEHDDAIMEKYVSESPIEIQDLKQSVRAA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AA  248
                   P+  G+A +  GIQPL+D              +TG     G + S        
Sbjct  249  
TVALKGVPILCGAALRNKGIQPLLDGIADFLPSPVDVPPITGHNPETGNEESRPSRLKGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
                 FKV   D G++  YLR+YSG+++  DTV   G+  K K+  +      +  
R D 
Sbjct  309  FSALAFKV-
IMDQGRKMTYLRIYSGSVKAGDTVFNPGKNVKEKLARLLRMHSNKRERIDD  367

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL----
PMLRTTIAPKTAAQRERLLD  363
            A  G+IV   +  ++L    GD           +P+    P++   I PK      
+L+D
Sbjct  368  ATSGDIV--AAMGLKLT-
TTGDTLCSEDHPILLEPIPFNTPVITMAIEPKRIQDESKLMD  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R ++D  T + ++S +G + LE+++  L  ++ +ET   +P V
+Y E 
Sbjct  425  
ALGKLGEEDPTFRFKIDEETGQTVISGMGELHLEIIAERLKREFFVETNQGKPQVVYRET  484

Query  424  PLKAASH--
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K   H      E+     +A + ++++PL  G+  ++  R     L     +A
+R+GI
Sbjct  485  
IQKKVEHEEVFQKELAGQQHFAGVRIALSPLPRGADNRFVDRCRNPNLTPEHLSAIREGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



                  G + G+ V + +        +   S    FR  A +    A + +   
+LEP +
Sbjct  545  
EESATSGVVMGYPVINVETVLLDAQIHETYSNEMGFRIAASMAFRNACQSAEPLVLEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E++     D       IE    +    V    +P   +  Y T L   
+ GR
Sbjct  605  
KTEILIPEEFMGEVIGDLNTRQGKIEQITSRGPFQVLLATVPLSRMFGYSTALRSVSQGR  664

Query  601  SVCLTELKGY  610
                 +   +
Sbjct  665  GTFTMQFSHF  674

>WP_002928022.1 elongation factor G [Streptococcus sanguinis]
 EGJ43609.1 elongation factor G [Streptococcus sanguinis SK355]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>WP_049727444.1 GTP-binding protein [Dorea sp. D27]
 KMZ55652.1 putative tetracycline resistance protein TetP [Dorea sp. 
D27]
Length=896

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/636 (31%), Positives = 304/636 (48%), Gaps = 
65/636 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAH DAGKTTL+E +LY SGA+ + G V+      DT  +E++RGITI 
+  
Sbjct  1    
MKRIVLGILAHADAGKTTLSEGMLYISGAVRKMGRVDHQDAFLDTYEMEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F ++  ++ ++DTPGH+DF AE+ R+L +LD A+LVIS  DGVQ  T  L+  L 
+  
Sbjct  61   
AVFSFNDIEITLMDTPGHVDFSAEMERTLQILDYAVLVISGADGVQGHTETLWRLLARYG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D + ++Q ++ +L      ++ V  SPE       D+E +   
I 
Sbjct  121  IPAFLFINKMDQEGTDKERILQELQVRLG-----EECVDFSPE------
RDMEQFHEQIA  169

Query  181  NNDK-LLEKYIAGEPISREK---
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
              D+ LLE+Y++G     E+   L+RE  R+V      P ++GSA K  G++ L+  
+  
Sbjct  170  MCDEDLLERYLSGVHAGEEEIAGLIRE--RKVS-----
PCFFGSALKLTGVEELLRGIAQ  222

Query  237  LF-QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-------
AGREK  288
                P   +   A    V+K+     G R  Y+++  G+L++++ +         A 
REK
Sbjct  223  YTRHPACPE---
AFGAKVYKIARDRQGSRLTYMKITGGSLKVKEAIETRDGEGRAAAREK  279

Query  289  LKITEMRIPSKGEIVRTDTA------------
YPGEIVILPSDSVRLNDVLGDPTRLPRK  336
                 +   +K E V    A            YPG+   L ++S     VL         
Sbjct  280  ADQIRIYSGTKYEAVEKAEAGMVCAVTGLAGTYPGQ--
GLGTESASDMPVL---------  328

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
                   P+L   +     A   ++L  L QL + +P L    +    EI +  +G 



VQ+
Sbjct  329  ------
EPVLHYRVVLPDGADPHKVLADLKQLEEEEPELHIIWNERLGEIHVKLMGEVQI  382

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456
             ++  ++ E++ +        V+Y E   + A    H E  P   +A + L + PL  
GS
Sbjct  383  GIIKRIIQERFGVSVQFDTGHVVYKETIQRPAEGVGHFE--
PLRHYAEVHLLLEPLEEGS  440

Query  457  GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPAD  515
            G+ ++S V    L+ ++Q  +   +      G L G  +TD KI    G  +   +   
D
Sbjct  441  
GLVFDSAVGEDELDGNWQRLILTHLEERDHPGVLTGSVITDMKITLIAGRGHLKHTEGGD  500

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR      + Q LK +G+ LLEPY  F +  P E + RA  D  +     E  Q + 
D  
Sbjct  501  
FRQATYRAVRQGLKRAGSILLEPYYKFRMEVPAESVGRAMSDIRRMNGDFEAPQTQGDMS  560

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            V +G +P   +Q Y+T+L  YT GR        GY 
Sbjct  561  VLSGNVPVASMQGYQTELNAYTRGRGRISCMPGGYH  596

>WP_087557086.1 elongation factor G [Rhodococcus sp. NCIMB 12038]
 OUS95389.1 elongation factor G [Rhodococcus sp. NCIMB 12038]
Length=700

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 330/673 (49%), Gaps = 
83/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  



PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYFTVQTIIDRLGAKPLVLQLPIGAEDDFDGVVDLVEMKAVTWRG  190

Query  157  TVSLSPEIVLEE-NTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV++  E  +EE   D+         +  + V E+++KL+EKY AGE +S E++    
++
Sbjct  191  
TVAIGAEPTIEEIPADLADKAAEYREKLLETVAESDEKLMEKYFAGEELSVEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQP--IGE-
QGSA---------------  247
               ++ L+PV  GSA K  G+QP++DAV   L  P  IGE QG A               
Sbjct  251  
MTVNSELYPVLCGSAFKNKGVQPMLDAVIDYLPNPLDIGEVQGHALGNEEEILTRKPSKE  310

Query  248  -ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       +  ++R+YSG +     V  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKIASHPFFGKLTFVRVYSGRIDPGAQVMNATKGKKERIGKLFQMHANKENPV  370

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKT  354
               D A  G I  +    + L D   GD       P  L    +   P P+++ +I 
PKT
Sbjct  371  ---DEAVAGHIYAM----IGLKDTTTGDTLCAQDAPIVLESMSF---
PDPVIQVSIEPKT  420

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             + +E+L  A+ +LA+ DP    E+D  T + ++  +G + L+++   +  ++K+E  
V 
Sbjct  421  
KSDQEKLGTAIQKLAEEDPTFSVELDEETGQTVIGGMGELHLDILVDRMRREFKVEANVG  480

Query  415  EPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYL  469
            +P V Y E   + ++   +T   +   +  +A + +++ P     G+  ++E++VS 
G +
Sbjct  481  
KPQVAYRETITKKVEKHDYTHKKQTGGSGQFAKVIIALEPFVGEDGASYEFENKVSGGRI  540

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  +V  G +  ++ G L G+ + + K+    G Y+   S+   F+      L
++A 
Sbjct  541  
PREYIPSVDAGAQDAMQYGVLAGYPLVNLKLSLLDGAYHDVDSSEMAFKVAGSQALKEAA  600

Query  529  



KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++G  +LEP ++  +  P+EY+     D       I+  + +    V    +P   
+  
Sbjct  601  
RKAGPVILEPLMAVEVTTPEEYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFG  660

Query  589  YRTDLAFYTNGRS  601
            Y  DL   T GR+
Sbjct  661  YIGDLRSKTQGRA  673

>WP_020975134.1 elongation factor G [Campylobacter coli]
 CDG57775.1 Translation elongation factor G [Campylobacter coli 
76339]
 OOX91757.1 translation elongation factor G [Campylobacter coli]
 OOY00669.1 translation elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  



CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_099589527.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.



 Identities = 201/673 (30%), Positives = 310/673 (46%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EENTDIEA----WD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +      A    WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQDGAAATVTPWDDAARAQWQAQRDALLEAVADHDEQLADAWLEGRVIDAGMLRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+D V   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDVVVDYLPSPLDRPAVSAESDEGEVVLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPS--DSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+
Sbjct  365  EQAVAGDIVAVLGWKDAVSGETLSGRAQPLRLENI---
QAQAPVLAWRLEPARAADLIRM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421



               L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K++  V  P 
V Y 
Sbjct  422  
AQGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWKVDVGVGAPRVAYQ  481

Query  422  ERPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E P+++ +  +     +      +A + L V+P      V +  R+  G + +SF  
AV 
Sbjct  482  ETPMRSMTGVVGRLVKQTGGQGQFAHVVLDVSPRE-
DDQVVFNDRIVGGVVPRSFIAAVE  540

Query  479  
DGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP
Sbjct  541  
KGVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +++P   +     D  +    I     ++     +G  P   +  Y T L   
+ 
Sbjct  601  
VMAVTVHSPSASVGDVVGDLNRRHGRIARIDDQEGRAEVSGFAPLAQLVGYTTSLRSLSQ  660

Query  599  GRSVCLTELKGYQ  611
            GR+     L GY+
Sbjct  661  GRASSEAHLHGYE  673

>OGF52990.1 translation elongation factor G [Candidatus 
Fraserbacteria bacterium 
RBG_16_55_9]
Length=702

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 202/682 (30%), Positives = 308/682 (45%), Gaps = 
76/682 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I E G V++G T+ D M  ER+RGITI 
AA T
Sbjct  14   
KLRNIGIVAHIDAGKTTTTERILFFTGMIHETGDVDEGDTQMDWMPQERERGITITAAAT  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              QW   ++N++DTPGH+DF AEV RSL VLDG + + S  D V++QT  ++    
K NI
Sbjct  74   
LCQWQGYQINLIDTPGHVDFTAEVERSLRVLDGVVTIFSGVDMVESQTEKVWRQADKYNI  133



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P + FINKID+ G   +  ++ + ++L                            I
+  Q
Sbjct  134  
PRLAFINKIDRPGAQYERTIEMMAERLGTLPLPLQIPAGHGEELKGMIDLLQMKLIVWDQ  193

Query  157  T--------VSLSPEIV-
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            T        V +  E V L      +  + + E +D ++EKY+  E IS  +L +  
+R 
Sbjct  194  
TTKGIKYSYVDIPSEFVELAGRYRAKLLETLAEVDDYVMEKYLNNEEISEAELKKALRRA  253

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGL---------------FQ  239
              + S  PV  GS+ K +G+QPL+DAV             TG+                
Q
Sbjct  254  
CIEKSCVPVLGGSSLKNVGVQPLLDAVVAYLPSPLDRGQITGMPLDGASPEGNGAQIIRQ  313

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMR  295
            P  E+   AL   V   EYT    R VY+RLYSG L     V   +   +E++ +I  
M 
Sbjct  314  PTSEEPLTALAFKVVVDEYTG---
RLVYVRLYSGRLEQGSYVLNSSSGKKERVSRIFHMH  370

Query  296  IPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
               + E+   +    GEI  I+    +   D   DP         E P P++   +  
K+
Sbjct  371  ANKRQEV---
EELTAGEIGAIVGPKELSTGDTFCDPEYPILLEKIEFPEPVIFAAVEAKS  427

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            AA+ E+L  +L +LA  DP  R   D  T+++I+S +G + LE++   L  ++  +  
+ 
Sbjct  428  
AAEEEKLTTSLLKLAQEDPTFRMRTDPETNQMIISGMGELHLEIIFDRLLREFNTQAKMG  487

Query  415  EPSVIYMER--
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E    L         +      +  + +   PL+ G G ++      G 
+ + 
Sbjct  488  
RPQVAYKETIAELVDVEEKFVKQTGGRGQYGHVRIKFEPLARGQGFEFIDDTKGGVIPRE  547

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AV DG+   +  G L G+ V D K    YG ++   S+   F++     L  A   
+



Sbjct  548  
YIPAVEDGVLEAMGSGPLAGFPVVDLKATLYYGSFHEVDSSEIAFKTAGARALRTAFHRA  607

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             T LLEP +   +  P EY+     D       I    V  +  +    IP      
Y T
Sbjct  608  
KTVLLEPIMEGEIITPTEYIGEVVSDLHTRRGEIRAFDVHGNTQIIRVVIPLAETFGYAT  667

Query  592  DLAFYTNGRSVCLTELKGYQAA  613
             L   + GR+    +   Y  A
Sbjct  668  VLRSLSQGRATYQFKFSHYDIA  689

>WP_100062070.1 elongation factor G [Bacillus toyonensis]
 PGB02257.1 elongation factor G [Bacillus toyonensis]
 PHD68648.1 elongation factor G [Bacillus toyonensis]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  



AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_099346413.1 GTP-binding protein [Clostridium tertium]
Length=650



 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 167/614 (27%), Positives = 295/614 (48%), Gaps = 
24/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  DT  +E++RGIT+ +   
+FQ 
Sbjct  5    
IGILAHVDAGKTTFSEQILYHTKSIRNRGRVDHKNSFLDTHDIEKERGITVFSEQATFQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R+L++LD AIL+IS  +G+Q  T  +++ LRK 
NIPT I
Sbjct  65   
GSSTYYLIDTPGHIDFSTEMERALSILDYAILLISGVEGIQGHTETIWNLLRKYNIPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G DL+ V++ V + L+ DI  I     +S E++          + + E 
N+ 
Sbjct  125  FINKMDRTGSDLERVLEEVNENLANDICHIDSIHGMSEELI----------
EFISERNED  174

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLE+Y  G+    E  + E +  +++  +FP   GSA +  GI   ++    L +    
E
Sbjct  175  LLERYFNGD-
YEEEIWINELKELIKENKIFPCLSGSALQDEGIDNFLNIFNELTYTNYDE  233

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKG  300
            +      G V K+ Y + G R  +++  SG L++RD +     ++    K++ +R+ 
+  
Sbjct  234  E--
EEFSGRVHKIRYDNNGTRITFIKAISGNLKVRDEITYGMLDEEITEKVSSIRLYNGN  291

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    +    G++  +   +  +    G+     R   + + +P L + +    +   
+ 
Sbjct  292  KFSTVEKISAGDVFAVTGITKAM---
PGEDIGKNRGNIKFNMIPTLTSKVIFDKSYNVKE  348

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L + DP L    +    EI +S +G++QLEV+  +   ++ L+       
++Y
Sbjct  349  
VLGYFRILENEDPALNVIWNETHQEIQVSIMGKIQLEVLKEVALNRFNLKIEFGPCEIMY  408



Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + L + P   G G+ +E++     L    QN 
++  
Sbjct  409  KETIDSKTYGYGHFE--
PLKHYAEVHLKMEPNKRGEGITFENKCHADDLTTGNQNLIKTH  466

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      GL  G  +TD KI    G  ++  +   DFR      + Q L+++   
LLEP+
Sbjct  467  
IFERNHHGLLTGSPITDMKITLLTGRAHNKHTEGGDFREATFRSIRQGLEKANNILLEPF  526

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    +Y+ +   D  +   + +  + K ++V  TG  P      Y +++  
+T G
Sbjct  527  
YKFKIDVELDYMGKVISDIQRLNGSFDPPETKINKVSITGRGPVATFMDYSSEILTFTKG  586

Query  600  RSVCLTELKGYQAA  613
            +        GY   
Sbjct  587  KGSVSLIFDGYDVC  600

>WP_027973851.1 elongation factor G [Streptococcus porci]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188



Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
+   
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  V    +P   +  Y 
T L 



Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_093912298.1 elongation factor G [Succiniclasticum ruminis]
 SFE02741.1 elongation factor G [Succiniclasticum ruminis DSM 9236]
Length=702

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/678 (28%), Positives = 312/678 (46%), Gaps = 
78/678 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHDGAATMDWMVQEQERGITITSAATTCM  71

Query  65   WHRC-------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W          ++NI+DTPGH+DF  EV RSL VLDG I V SAK GV+ Q+  ++    
Sbjct  72   
WEGSEKQYDTHRINIIDTPGHVDFTVEVERSLRVLDGTIAVFSAKGGVEPQSETVWRQAD  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + ++NK+D  G D   V+  +RD+L+A                   D+I  
+ +
Sbjct  132  
EYKVPRMAYVNKMDIVGADFFHVMDMMRDRLNANPVALQVPIGCEDQFQGMVDLIRMKAI  191

Query  159  SLSPEIVLEEN-TDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREE  204
                ++  +E   DI A              + V E +D L+ KY+ GE I+ E+L    
Sbjct  192  
VYGDDMGKDEKFVDIPAEVLEQAEEYRGILVETVAEGDDDLMMKYLEGEEITNEELKAAI  251

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAALCG  251
            ++   +  L PV+ GS+ K  GIQPL+DAV              G+    GE+ S     
Sbjct  252  
RKETIECKLNPVFCGSSYKNKGIQPLLDAVVDYMPAPTDIESIKGINPETGEEDSRPTSD  311

Query  252  S------VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
            S       FK+       +  + R+YSG +     V  + ++K     +I  M    
+ E
Sbjct  312  



SEPFAALAFKIATDPFVGKLGFFRVYSGMITAGSYVYNSSKDKRERMGRILLMHANHREE  371

Query  302  IVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            I     AY G+I   +        D L D   P  L    +   P P++   + 
PKT A 
Sbjct  372  IPE---AYSGDIAAAVGLKFTTTGDTLCDEKAPIILESMVF---
PEPVISVAVEPKTKAD  425

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I+S +G + L+++   L  ++++   V  
P 
Sbjct  426  
QEKMGIALQKLAEEDPTFKVHTDPETAQTIISGMGELHLDIIVDRLLREFRVGCNVGNPQ  485

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   + +KA    I  +      +    L +TPL +G+G  ++++V  G + 
+ + 
Sbjct  486  VAYRETIRKSVKAEGKFIR-
QSGGKGQYGHCWLEITPLEMGAGFTFDNKVVGGAIPKEYI  544

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +  G++  +E G+  G+ + D  +    G Y+   S+   F+    +  +   +
++  
Sbjct  545  
APIEAGVKEAMENGVVAGYPMVDIGVTVYDGSYHEVDSSEMAFKIAGSMGFKAGAEKASP  604

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY+   +  P+EY+     D       IE  + +    V    +P   +  Y 
TDL
Sbjct  605  
VLLEPYMKVDITVPEEYMGDVIGDVNSRRGRIEGMEARNGAQVIHSFVPLASMFGYATDL  664

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR     ++  Y+
Sbjct  665  RSKTQGRGTYTMQVDHYE  682

>WP_012459027.1 elongation factor G [Sulfurihydrogenibium sp. 
YO3AOP1]
 B2V7L6.1 RecName: Full=Elongation factor G; Short=EF-G
 ACD65939.1 translation elongation factor G [Sulfurihydrogenibium 
sp. YO3AOP1]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 183/673 (27%), Positives = 313/673 (47%), Gaps = 
70/673 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KLRNIGIVAHIDAGKTTTTERILFYTGKTYKIGEVHEGAATMDWMEQEKERGITITSATT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+  LDG + V ++ +GVQ Q+   +    
+  +
Sbjct  69   
AAYWKGYQLNIIDTPGHVDFGVEVVRSMKALDGIVFVFASVEGVQPQSEANWRWADRFGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL-
SPEIVLEEN  169
            P + F+NK+D+ G +   V + ++ KL  + +            K  V L + + +
+ E 
Sbjct  129  
PRIAFVNKMDRVGANFFGVYEDMKKKLGTNPVPIQVPIGAEDNFKGVVDLFNMKAIIWEG  188

Query  170  TDIEA-----------------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             ++ A                 W     +A++E ++ L+EKY AGE I  E L +  
++ 
Sbjct  189  
DELGAKFEEKEIPAELIDLAQEWREKMIEAIVETDESLMEKYFAGEEIPAEDLKKALRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------
GEQGS------AA  248
              +  L P+  G+A K  GIQP++DAV      P+            GE+ +        
Sbjct  249  
TIERKLVPMLCGTAFKNKGIQPMLDAVIDFLPSPVDVPPVKGANPNTGEEEARHASDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
             C   FKV       +  Y R+YSG+++   TV ++ + K     +I  M    + 
EI  
Sbjct  309  
FCALAFKVMADPYAGQLTYFRVYSGSVKAGQTVYVSNKGKKERIGRILRMHANQREEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                Y G+I           D L D   P  L +  +   P P++   I PKT + 
+E+L
Sbjct  367  -SEVYAGDIAAAVGVDATTGDTLCDEKAPIVLEKMEF---
PEPVIAMAIEPKTKSDQEKL  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +    DP  +  VD  T++ ++  +G + LE++   +  ++KLE  V +P 
V Y 
Sbjct  423  
SQVLNKFMKEDPTFKVSVDPETNQTLIHGMGELHLEIIIDRMKREHKLEVNVGKPQVAYK  482



Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K A+       +      +  + + + P +     ++  ++  G + + F  
AV +
Sbjct  483  ETIKKKATAEGKFIRQSGGRGQYGHVWIDIEP-
NQEKEYEFVDKIVGGVIPKEFIPAVDE  541

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GIR  + QG+  G+ V + K     G ++   S+   F+    +    A+K++   
LLEP
Sbjct  542  
GIREAMNQGVVAGYPVINVKATLFDGSFHEVDSSEIAFKIAGSMAFRDAMKKADPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D  +    I   + + + V    E+P   +  Y TDL   
T 
Sbjct  602  
IMHVEVDTPEEYMGDVMGDLNRRRGRILGMEKRGNTVTIKAEVPLAEMFGYATDLRSITQ  661

Query  599  GRSVCLTELKGYQ  611
            GR+  +   + Y+
Sbjct  662  GRATFVMTFERYE  674

>WP_098417451.1 elongation factor G [Bacillus cereus]
 PEW94190.1 elongation factor G [Bacillus cereus]
 PGU56250.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          



Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITIEELKTGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 



GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_012688821.1 elongation factor G [Rhodococcus opacus]
 C1AYS4.1 RecName: Full=Elongation factor G; Short=EF-G
 BAH49852.1 elongation factor G [Rhodococcus opacus B4]
Length=700

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 330/673 (49%), Gaps = 
83/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYFTVQTIIDRLGAKPLVLQLPIGAEDDFDGVVDLVEMKAVTWRG  190

Query  157  TVSLSPEIVLEE-NTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV++  E  +EE   D+         +  + V E+++KL+EKY AGE +S E++    
++
Sbjct  191  
TVAIGAEPTIEEIPADLADKAAEYREKLLETVAESDEKLMEKYFAGEELSVEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQP--IGE-
QGSA---------------  247
               ++ L+PV  GSA K  G+QP++DAV   L  P  IGE QG A               
Sbjct  251  
MTVNSELYPVLCGSAFKNKGVQPMLDAVIDYLPNPLDIGEVQGHALGNEEEVLTRKPSKE  310

Query  248  -ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302



                   FK+       +  ++R+YSG +     V  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKIASHPFFGKLTFVRVYSGRIDPGAQVMNATKGKKERIGKLFQMHANKENPV  370

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKT  354
               D A  G I  +    + L D   GD       P  L    +   P P+++ +I 
PKT
Sbjct  371  ---DEAVAGHIYAM----IGLKDTTTGDTLCAQDAPIVLESMSF---
PDPVIQVSIEPKT  420

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             + +E+L  A+ +LA+ DP    E+D  T + ++  +G + L+++   +  ++K+E  
V 
Sbjct  421  
KSDQEKLGTAIQKLAEEDPTFSVELDEETGQTVIGGMGELHLDILVDRMRREFKVEANVG  480

Query  415  EPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYL  469
            +P V Y E   + ++   +T   +   +  +A + +++ P     G+  ++E++VS 
G +
Sbjct  481  
KPQVAYRETITKKVEKHDYTHKKQTGGSGQFAKVIIALEPFVGEDGASYEFENKVSGGRI  540

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  +V  G +  ++ G L G+ + + K+    G Y+   S+   F+      L
++A 
Sbjct  541  
PREYIPSVDAGAQDAMQYGVLAGYPLVNLKLSLLDGAYHDVDSSEMAFKVAGSQALKEAA  600

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++G  +LEP ++  +  P+EY+     D       I+  + +    V    +P   
+  
Sbjct  601  
RKAGPVILEPLMAVEVTTPEEYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFG  660

Query  589  YRTDLAFYTNGRS  601
            Y  DL   T GR+
Sbjct  661  YIGDLRSKTQGRA  673

>WP_015656269.1 elongation factor G [Streptomyces davaonensis]
 CCK25874.1 Elongation factor G 2 [Streptomyces davaonensis JCM 
4913]
Length=691

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 209/674 (31%), Positives = 301/674 (45%), Gaps = 
75/674 (11%)



Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            + N+GILAHVDAGKTT+TE +L+ +GA+ + G V +GTT TD    ER RGITI 
AA  S
Sbjct  13   
VRNLGILAHVDAGKTTVTERILFLTGAVHKRGEVHEGTTVTDFDSQERDRGITIFAAAVS  72

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P
Sbjct  73   
CDWDGHRINLIDTPGHVDFADEVTRSLRVLDGAVAVFDAVAGVEPQSEAVWREADRHGVP  132

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE  163
             + F+NK+D+AG DL S V S+R++L A                   D++  + V   
P+
Sbjct  133  
RLAFVNKMDRAGADLDSAVASIRERLGATPLVVQLPIGREEGFEGVVDLVRMRAVVWPPD  192

Query  164  IVLEENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E   +                +AV E + + LE+Y AG  +S E  +R   R 
+  
Sbjct  193  TGAHEERQVPEALRAEALRRRRALDEAVAELHPQALEEYCAGSAVS-
EATLRAALRELTH  251

Query  211  AS-LFPVYYGSAKKGLGIQPLMDAVT-----------------
GLFQPIGEQGSAALCGS  252
            A     V  GSA +  GI+PL+ AV                  G  Q      +A 
L   
Sbjct  252  
AGEAVVVLCGSAYRNRGIEPLLQAVVAYLPSPADVPAVRGTIDGTEQERAADPAAPLAAL  311

Query  253  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR--------  304
             FKV     G R  YLR+YSG LR  DTV       L +   R    G I+R        
Sbjct  312  AFKVHAAPTG-RMTYLRIYSGVLRKGDTV-------
LDMGVRRTERVGRILRVQADRHTE  363

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            TD A  G+IV ++   S R    L  P+            P++   +  +     
+RL  
Sbjct  364  
TDVAVAGDIVAVIGPKSARAGTTLCAPSAPLVLEPPTTADPVVSVAVEARLGQDTDRLAS  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP L    D  T + +LS LG + LEV    L     LE  V  P V 
Y E 
Sbjct  424  



ALARLAEEDPSLVVRTDPETGQTLLSGLGELHLEVAVEKLRRDRGLEVSVGRPQVSYRET  483

Query  424  PLKAASHTIHIEVPPNPF---WASIGLSVTPLSL---
GSGVQYESRVSLGYLNQSFQNAV  477
             ++  +  ++  V  +     +A + L V PL      +G  + S V  G + + F  
AV
Sbjct  484  
VVRGVAGLVYRHVKQDGGAGQFAHVVLDVEPLDAPDGEAGFAFASTVVGGRVPREFVRAV  543

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G R  L +G L G  VT  ++    G  +S  S+   FR+     L +AL+    
+LL
Sbjct  544  
EAGCRDALAEGPLGGHPVTGVRVTLTDGATHSKDSSELAFRAAGRFGLREALRSCEMRLL  603

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP     +  P++ +     D       +  +  +    V T  +P   +  Y + 
L   
Sbjct  604  
EPVAEVTVTVPEDSVGAVLGDLAARRGRVSASATRGGTAVVTATVPLAELFGYASRLRGR  663

Query  597  TNGRSVCLTELKGY  610
            T GR    T   GY
Sbjct  664  TQGRGTFTTRPAGY  677

>WP_015310892.1 elongation factor G [Thermoanaerobacterium 
thermosaccharolyticum]
 AGB18107.1 translation elongation factor EF-G 
[Thermoanaerobacterium thermosaccharolyticum 
M0795]
Length=689

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 318/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILFYTGKVHKIGEVHEGNATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCYWKDHKINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYKV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA------------------------
DIIIKQ-  156
            P + ++NK+D  G D  +V++ ++++L+A                        D 
II + 
Sbjct  129  
PRLAYVNKMDIMGADFFNVIKMMKERLNANPVAIQLPIGKEDTFVGIIDLIKMDAIIYED  188

Query  157  ---TVSLSPEIV-----
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T+S   EI      L +    +  +AV E ++ L+EKY+ GE I+ E++    
++  
Sbjct  189  
DLGTISEEVEIPDDLKDLAQEYREKLLEAVSEQDEALMEKYLEGEEITEEEIHAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +  L  V  GS+ K  G+QP++DAV   L  PI                      
+   
Sbjct  249  
INNELVCVTCGSSYKNKGVQPMLDAVVRYLPSPIDIPAVKGMKLNSDEEIERKADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGTLEAGSYVLNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D  +       E P P++R  I PKT A +++
+  A
Sbjct  366  
DKVYTGDIAAAVGLKDTTTGDTLCDENQPILLESMEFPEPVIRVAIEPKTKAAQDKMAVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   +  ++ +E  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRMRREFNVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P++     I  +      +  + L + PL  G G Q+E+++  G + + +  AV  
G+
Sbjct  486  TKPVRIEGKFIR-
QSGGRGQYGHVWLEMEPLERGQGYQFENKIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+ G + V D K+    G Y+   S+   F+    +  ++ +K+ G  
LLEP +
Sbjct  545  



QEAMENGILGGYEVVDVKVSLVDGSYHEVDSSDMAFKIAGSMAFKEGMKKGGAVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
EVEVVVPEEYMGDVMGDINSRRGRIEGMMDRAGAKVIRGMVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYTMQFSHYE  675

>WP_105920163.1 GTP-binding protein [Lactobacillus pentosus]
 CCC17016.1 elongation factor G [Lactobacillus pentosus IG1]
 PRO80047.1 elongation factor G [Lactobacillus pentosus]
 PRO82812.1 elongation factor G [Lactobacillus pentosus]
 PRO92715.1 elongation factor G [Lactobacillus pentosus]
Length=663

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/639 (30%), Positives = 298/639 (47%), Gaps = 
60/639 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G++AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGMIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + ++DTPGH+DF  +  + L+VLD AILVISA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLKYNNLDLTLLDTPGHVDFATQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLARYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK+D  G D   ++  V+  LS   +   TV  +            A + 
+  
Sbjct  121  
VPTIIFINKMDAPGTDAAHLMAQVQQTLSPGCVAFNTVEANATTAESPTVPDVAMEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L  Y+    I  E +    QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDDVLADYLETGTIDDETIRHMIQRR----
EIFPCYFGAALKLTGVDDLMTGLDHWTLP  236



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +A     VFK+ + + G+R  ++R+  G L  +D V  A     K+ ++RI 
S  
Sbjct  237  --KPAAAEFGAQVFKITHDEQGERLTWVRVTGGALHPKDVVLGA----
QKVNQLRIYSGT  290

Query  301  E-----IVRTDT---------
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--P  344
            +     +V   T          YPG+ +   +D                    + 
PL  P
Sbjct  291  KYETQSVVNAGTVCVITGLTQTYPGQGLGAAADG-------------------
QQPLMQP  331

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   + P++       L AL QL D DP L         E+ +  +G +QLEV+  
LL 
Sbjct  332  VLTYALDPQS-
EDLHACLTALRQLEDEDPQLHVTWSESLQELRVQVMGTIQLEVLQQLLK  390

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            ++++L       S++Y E          H E  P   +A + L + P   GSG+ + 
+  
Sbjct  391  DRFQLTVQFGTGSILYQETITAPVEGVGHFE--
PLRHYAEVHLLLEPAPRGSGLHFAADC  448

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            SL  L +++Q+ V   ++   ++G L G  +TD  +    G      S   DFR      
Sbjct  449  
SLEVLGRNWQHQVLSNLQAKTQRGVLVGAPLTDVNVTLISGRASIVHSVGGDFREATWRA  508

Query  524  LEQAL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPK----
YCATIETAQVKKDE-  574
            L Q L    +    QLLEP+  F L   Q+ + RA  D  +    + A +    V  
D  
Sbjct  509  
LRQGLMMLRQRGACQLLEPWYRFRLEVGQDQVGRAMTDIQRMNGEFDAPVANTSVATDGT  568

Query  575  --VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 TG  P   +Q Y   +  YT+G+      + GY+
Sbjct  569  ELTTITGVAPVAAMQDYSQTVRAYTHGQGQLECVVDGYR  607

>WP_006071965.1 elongation factor G [Vibrio shilonii]
 EDL53362.1 elongation factor G [Vibrio shilonii AK1]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 313/674 (46%), Gaps = 
67/674 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L+A+ +++   +    + V               
Sbjct  126  
SRIIFVNKLDRMGADFFNVVDQVKNVLAANPLVMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEVKDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG +   DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVMNKGDTILNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                TA  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  T---
TAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYR  481



Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMETGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +++P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGYQA  612
            GR     E   Y A
Sbjct  662  GRGQFSMEFSHYSA  675

>WP_070140533.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]
 OFD86046.1 elongation factor G [Bacillus mycoides]
 OFD86432.1 elongation factor G [Bacillus mycoides]
 OFD87229.1 elongation factor G [Bacillus mycoides]
 PGM89901.1 elongation factor G [Bacillus cereus]
 PGT01738.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_000196381.1 MULTISPECIES: elongation factor G [Bacillus]
 EJQ38454.1 elongation factor G [Bacillus cereus BAG5X2-1]
 EJS63194.1 elongation factor G [Bacillus cereus BAG2X1-2]
 EJV56192.1 elongation factor G [Bacillus cereus BAG6X1-1]
 EOP03121.1 elongation factor G [Bacillus cereus BAG2O-3]
 EOQ18711.1 elongation factor G [Bacillus cereus B5-2]
 EOQ35137.1 elongation factor G [Bacillus cereus BAG3O-1]
 KLA32351.1 hypothetical protein B4077_0097 [Bacillus cereus]
 KMP23764.1 elongation factor G [Bacillus cereus]
 KMP72827.1 elongation factor G [Bacillus cereus]
 KMP95893.1 elongation factor G [Bacillus cereus]
 KPU58906.1 translation elongation factor G [Bacillus cereus]
 KXY07190.1 elongation factor G [Bacillus wiedmannii]
 OAK06621.1 elongation factor G [Bacillus wiedmannii]
 OAK08585.1 elongation factor G [Bacillus wiedmannii]
 OAK09396.1 elongation factor G [Bacillus wiedmannii]
 OAK16505.1 elongation factor G [Bacillus wiedmannii]
 OAK21017.1 elongation factor G [Bacillus wiedmannii]
 OAK28849.1 elongation factor G [Bacillus wiedmannii]
 OAK37688.1 elongation factor G [Bacillus wiedmannii]
 OAK39477.1 elongation factor G [Bacillus wiedmannii]
 OAK41237.1 elongation factor G [Bacillus wiedmannii]
 SCB75660.1 Elongation factor G [Bacillus cereus]
 SCB76894.1 Elongation factor G [Bacillus thuringiensis]
 SCB76479.1 Elongation factor G [Bacillus cereus]
 SCL81703.1 Elongation factor G [Bacillus cereus]
 SCM90711.1 Elongation factor G [Bacillus cereus]
 SCN00235.1 Elongation factor G [Bacillus cereus]
 SCN29189.1 Elongation factor G [Bacillus cereus]
 SCN03961.1 Elongation factor G [Bacillus cereus]
 SCV17675.1 Elongation factor G [Bacillus cereus]
 OFC98928.1 elongation factor G [Bacillus thuringiensis]
 SDE62131.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
cereus]
 OJD48840.1 translation elongation factor G [Bacillus sp. 4048]
 OOR23308.1 elongation factor G [Bacillus cereus]
 OTX91982.1 elongation factor G [Bacillus thuringiensis serovar 
balearica]
 OTY06688.1 elongation factor G [Bacillus thuringiensis serovar 
wratislaviensis]
 OUB49667.1 translation elongation factor G [Bacillus thuringiensis 



serovar 
argentinensis]
 OUB61181.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
sylvestriensis]
 OUB89356.1 translation elongation factor G [Bacillus thuringiensis 
serovar 
sinensis]
 OWT48795.1 elongation factor G [Bacillus sp. K2I17]
 PDY39543.1 elongation factor G [Bacillus wiedmannii]
 PEA41784.1 elongation factor G [Bacillus wiedmannii]
 PEC59333.1 elongation factor G [Bacillus wiedmannii]
 PEF43201.1 elongation factor G [Bacillus wiedmannii]
 PEI33999.1 elongation factor G [Bacillus wiedmannii]
 PEI69704.1 elongation factor G [Bacillus wiedmannii]
 PEJ05165.1 elongation factor G [Bacillus wiedmannii]
 PEJ41929.1 elongation factor G [Bacillus wiedmannii]
 PEJ47510.1 elongation factor G [Bacillus wiedmannii]
 PEJ69826.1 elongation factor G [Bacillus wiedmannii]
 PEJ69858.1 elongation factor G [Bacillus wiedmannii]
 PEJ96273.1 elongation factor G [Bacillus wiedmannii]
 PEK18673.1 elongation factor G [Bacillus wiedmannii]
 PEK57448.1 elongation factor G [Bacillus wiedmannii]
 PEL20141.1 elongation factor G [Bacillus wiedmannii]
 PEL59182.1 elongation factor G [Bacillus wiedmannii]
 PEL83238.1 elongation factor G [Bacillus wiedmannii]
 PEL84828.1 elongation factor G [Bacillus wiedmannii]
 PEL98115.1 elongation factor G [Bacillus wiedmannii]
 PEM07445.1 elongation factor G [Bacillus wiedmannii]
 PEM24628.1 elongation factor G [Bacillus wiedmannii]
 PEM26636.1 elongation factor G [Bacillus wiedmannii]
 PEM48155.1 elongation factor G [Bacillus wiedmannii]
 PEM54445.1 elongation factor G [Bacillus wiedmannii]
 PEM83196.1 elongation factor G [Bacillus wiedmannii]
 PEM98404.1 elongation factor G [Bacillus wiedmannii]
 PEN98086.1 elongation factor G [Bacillus wiedmannii]
 PEO08117.1 elongation factor G [Bacillus wiedmannii]
 PEO10362.1 elongation factor G [Bacillus wiedmannii]
 PEO37692.1 elongation factor G [Bacillus wiedmannii]
 PEO81478.1 elongation factor G [Bacillus wiedmannii]
 PEP18863.1 elongation factor G [Bacillus wiedmannii]
 PEP23801.1 elongation factor G [Bacillus wiedmannii]
 PEP26782.1 elongation factor G [Bacillus wiedmannii]
 PEP55910.1 elongation factor G [Bacillus wiedmannii]
 PEP91735.1 elongation factor G [Bacillus wiedmannii]
 PEQ02383.1 elongation factor G [Bacillus wiedmannii]
 PEU22349.1 elongation factor G [Bacillus wiedmannii]
 PEU23187.1 elongation factor G [Bacillus wiedmannii]
 PEW40356.1 elongation factor G [Bacillus cereus]
 PFE11407.1 elongation factor G [Bacillus cereus]
 PFF89487.1 elongation factor G [Bacillus cereus]
 PFI46221.1 elongation factor G [Bacillus cereus]
 PFM07392.1 elongation factor G [Bacillus cereus]
 PFM87666.1 elongation factor G [Bacillus cereus]



 PFQ89721.1 elongation factor G [Bacillus cereus]
 PFW53880.1 elongation factor G [Bacillus sp. AFS075960]
 PFY67628.1 elongation factor G [Bacillus wiedmannii]
 PFY97441.1 elongation factor G [Bacillus wiedmannii]
 PFY98273.1 elongation factor G [Bacillus wiedmannii]
 PFZ21410.1 elongation factor G [Bacillus wiedmannii]
 PFZ26437.1 elongation factor G [Bacillus wiedmannii]
 PFZ41822.1 elongation factor G [Bacillus wiedmannii]
 PFZ44590.1 elongation factor G [Bacillus wiedmannii]
 PFZ54975.1 elongation factor G [Bacillus wiedmannii]
 PFZ89325.1 elongation factor G [Bacillus wiedmannii]
 PFZ93282.1 elongation factor G [Bacillus wiedmannii]
 PGA80427.1 elongation factor G [Bacillus wiedmannii]
 PGA94905.1 elongation factor G [Bacillus wiedmannii]
 PGB52955.1 elongation factor G [Bacillus wiedmannii]
 PGB60011.1 elongation factor G [Bacillus wiedmannii]
 PGB62123.1 elongation factor G [Bacillus wiedmannii]
 PGB72517.1 elongation factor G [Bacillus wiedmannii]
 PGC12266.1 elongation factor G [Bacillus wiedmannii]
 PGC59974.1 elongation factor G [Bacillus wiedmannii]
 PGD03517.1 elongation factor G [Bacillus wiedmannii]
 PGD34334.1 elongation factor G [Bacillus wiedmannii]
 PGD56682.1 elongation factor G [Bacillus wiedmannii]
 PGD63473.1 elongation factor G [Bacillus wiedmannii]
 PGD69685.1 elongation factor G [Bacillus wiedmannii]
 PGD81237.1 elongation factor G [Bacillus wiedmannii]
 PGD94203.1 elongation factor G [Bacillus wiedmannii]
 PGE33398.1 elongation factor G [Bacillus wiedmannii]
 PGP34730.1 elongation factor G [Bacillus cereus]
 PGS04440.1 elongation factor G [Bacillus cereus]
 PGT04824.1 elongation factor G [Bacillus cereus]
 PGT87353.1 elongation factor G [Bacillus cereus]
 PGU89121.1 elongation factor G [Bacillus cereus]
 PGW19906.1 elongation factor G [Bacillus cereus]
 PGZ96327.1 elongation factor G [Bacillus cereus]
 PHA24675.1 elongation factor G [Bacillus wiedmannii]
 PHA32883.1 elongation factor G [Bacillus wiedmannii]
 PHA37876.1 elongation factor G [Bacillus wiedmannii]
 PHA53423.1 elongation factor G [Bacillus wiedmannii]
 PHB08059.1 elongation factor G [Bacillus wiedmannii]
 PHB36438.1 elongation factor G [Bacillus wiedmannii]
 PHB68796.1 elongation factor G [Bacillus wiedmannii]
 PHB86037.1 elongation factor G [Bacillus wiedmannii]
 PHC27785.1 elongation factor G [Bacillus wiedmannii]
 PHC64804.1 elongation factor G [Bacillus wiedmannii]
 PHC83489.1 elongation factor G [Bacillus wiedmannii]
 PHD08796.1 elongation factor G [Bacillus wiedmannii]
 PHD21485.1 elongation factor G [Bacillus wiedmannii]
 PHD25678.1 elongation factor G [Bacillus wiedmannii]
 PHD60770.1 elongation factor G [Bacillus wiedmannii]
 PHE69863.1 elongation factor G [Bacillus wiedmannii]
 PHE92070.1 elongation factor G [Bacillus wiedmannii]
 PHF05416.1 elongation factor G [Bacillus wiedmannii]
 PHF28422.1 elongation factor G [Bacillus wiedmannii]



 PHF58972.1 elongation factor G [Bacillus wiedmannii]
 PHF89688.1 elongation factor G [Bacillus wiedmannii]
 PHG51929.1 elongation factor G [Bacillus wiedmannii]
 PHG57016.1 elongation factor G [Bacillus wiedmannii]
 PHG78488.1 elongation factor G [Bacillus wiedmannii]
 PRT01484.1 elongation factor G [Bacillus wiedmannii]
 PRT15565.1 elongation factor G [Bacillus wiedmannii]
 PRT27657.1 elongation factor G [Bacillus wiedmannii]
 PRT35557.1 elongation factor G [Bacillus wiedmannii]
 PRT39268.1 elongation factor G [Bacillus wiedmannii]
 PTC10673.1 elongation factor G [Bacillus wiedmannii]
Length=692

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 



EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_061598603.1 MULTISPECIES: elongation factor G [Streptococcus]
 OFL19905.1 elongation factor G [Streptococcus sp. HMSC062B01]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478



Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>AVP65986.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 164/614 (27%), Positives = 294/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KNSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKPLNSDELSPELI----------



EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++   LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKTELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S      +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLSAA---
NIGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      +G+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNTGITFESVCHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFEKDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600



>WP_016962445.1 elongation factor G [Enterovibrio norvegicus]
 OEE60094.1 translation elongation factor G [Enterovibrio norvegicus 
FF-454]
 OEE75209.1 translation elongation factor G [Enterovibrio norvegicus 
FF-162]
Length=694

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 196/680 (29%), Positives = 317/680 (47%), Gaps = 
69/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+  +D L+A+ +++   + +  E                   
L
Sbjct  129  
IFVNKLDRMGADFFRVVKQTKDVLAANPLVMVLPIGIEDEFCGVVDLLTRKAYVWDDSGL  188

Query  167  EENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I           E +     +  +E +D+L+E Y+ GE  S E+L    ++  
+ 
Sbjct  189  
PENYEITDVPENMLDQVEEYREMLVETAVEQDDELMEAYMEGEEPSIEQLKSCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
MDFFPAYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLMDENGEENGEHAIVSADETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P+P++   +APK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMIFPVPVISIAVAPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V +P V Y 
E   
Sbjct  425  
GKMVAEDPTFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGQPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA   S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  A+  
G + 
Sbjct  485  
KAVEDSYTHKKQSGGSGQFGKIDYIMKPGEVGSGFSFKSSVVGGNVPKEFWPAIEKGFKG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMDTGVLAGFPVLDVEIELLDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIMAV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+        V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQMAGVTGVRVKADVPLSEMFGYIGTLRTMTSGRGQ  664

Query  603  CLTELKGYQ---AAVGQPVI  619
               E   Y    A V + VI
Sbjct  665  FSMEFAHYAPCPANVAEKVI  684

>WP_042496632.1 elongation factor G [Vibrio maritimus]
 GAL32876.1 translation elongation factor G paralog [Vibrio 
maritimus]
Length=693

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/693 (28%), Positives = 322/693 (46%), Gaps = 
72/693 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    



KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A+ +++   +    + V               
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGANPLVMTLPIGREDDFVGVVDVLNRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
SGLPENYEIQDVPADMVDDLEAYREELVETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGE----QGS  246
             +D + FP + GSA K  G+Q ++DAV                     +P GE       
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDAD  305

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            A L    FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  APLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMCEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDPKHEVTLEAMIFPEPVISIAVSPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +A I   + P    SG  + S V  G + + F  
AV 
Sbjct  482  ETITQPVE-



DSYTHKKQSGGSGQFAKIDYRIKPGEANSGFTFSSSVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    ++ G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLE
Sbjct  541  
KGFASMMDNGVLAGFPTLDVEVELFDGSFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++++     D  +    I+  Q     V     +P   +  Y   L   
T
Sbjct  601  
PIMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKANVPLSEMFGYIGHLRTIT  660

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRRPNSR  627
            +GR     E + Y    A V + VI   + +++
Sbjct  661  SGRGQFSMEFEHYAPCPANVAEEVIAKAKEDNK  693

>WP_015106397.1 elongation factor G [Helicobacter heilmannii]
 CCM12070.1 Translation elongation factor G [Helicobacter heilmannii 
ASB1.4]
 CRI34300.1 Translation elongation factor G [Helicobacter 
heilmannii]
Length=692

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/690 (27%), Positives = 318/690 (46%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIVAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   +R++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIRERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188



Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYEVQKIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEIHVQSSDEGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                Y GEI       V L D L   T    K        E P P++   + PKT 
A +E
Sbjct  367  -KEVYAGEICAF----
VGLKDTLTGDTLCSEKNPVILERMEFPEPVIHIAVEPKTKADQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  V 
+P V 
Sbjct  422  
KMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQPQVA  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + E  R      H    +      +  + + + P   G+G ++ + +S G + + +  
AV
Sbjct  482  
FRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + +   
LL
Sbjct  542  
DKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL   
Sbjct  602  
EPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDLRSA  661



Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR     E   Y    A + + +++ R+
Sbjct  662  TQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_007908604.1 elongation factor G [Ktedonobacter racemifer]
 EFH90889.1 translation elongation factor G [Ktedonobacter racemifer 
DSM 
44963]
Length=691

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 196/672 (29%), Positives = 323/672 (48%), Gaps = 
69/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G I   G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTTTERILYYTGRIHRIGEVHEGGATMDWMPQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W+  + NI+DTPGH+DF AEV R+L VLDG ++V  A  GV+ Q+  ++    
K N+
Sbjct  69   
MCFWNDYQFNIIDTPGHVDFTAEVERNLRVLDGGVVVFDAVAGVEPQSETVWRQANKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS-  161
            P + ++NK+D+ G D    V  +R +LSA                   D+I  ++V
+ + 
Sbjct  129  
PRICYVNKMDRTGADFWRTVDMIRTRLSAVPVPIQVPLGSESNFKGFIDLITMKSVTFTD  188

Query  162  -----------PEIVLEE-----
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                       PE + +E     +T +E    V E +++L  K++ GE IS E+L    
+
Sbjct  189  EKGASPMISEIPEALRDEAQQHRDTMVE---
RVAETDEELTLKFLEGEEISEEELNVALR  245

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------GLFQPIG-----
EQ-------GS  246
            +     SL PV  GS+ K  G+Q ++DAV         +  P+G     EQ        
+
Sbjct  246  
KATISNSLVPVLCGSSYKNKGVQAMLDAVVHYLPSPIDIAPPVGINPDTEQEETREVDDN  305

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302



            A L   VFK+       R  Y+R+YSGTL+   +V    ++K     ++  M    
+ +I
Sbjct  306  
APLSALVFKIVSDPFVGRLSYIRVYSGTLKKGASVENTTKDKTERVGRLLRMHANHREDI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D    G+I   +   +    D L D ++         P P++   I PKT A 
+E++
Sbjct  366  ---
DEIRAGDICAAVGLRNTFTGDTLSDSSKPIILESISFPTPVIEIAIEPKTRADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  + + I+  +G + LE++   L  ++K+E  V  P 
V Y 
Sbjct  423  
GVALGKLAEEDPTFRVNTDQESGQTIIKGMGELHLEIIQDRLFREFKVEANVGRPQVAYR  482

Query  422  ERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   + A +   H+ +   +  +  + L V P   G G+++ S V  G + + +      
Sbjct  483  
ETITRTAQAQGRHVRQTGGSGQYGDVWLRVEPNERGKGIEFVSEVVGGTVPREYIKPTEQ  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  LE G+  G+ V D K+    G Y+   S+ + F+    + +++ ++++G  
LLEP
Sbjct  543  
GVREALENGIIAGFPVVDVKVALYDGSYHDVDSSESAFKIAGSLGVKEGVRKAGPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+++      D  +   TI   + + D  V    +P   +  Y  +L   
++
Sbjct  603  
IMVVEVTTPEDFYGDVIGDLNRRRGTILGMETRADSNVVKANVPLSEMFGYVNELRSMSS  662

Query  599  GRSVCLTELKGY  610
            GR+    E   Y
Sbjct  663  GRASYSMEFSHY  674

>AMP50096.1 elongation factor G, domain IV [uncultured bacterium]
Length=354

 Score = 244 bits (623),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 134/354 (38%), Positives = 197/354 (56%), Gaps = 
11/354 (3%)

Query  288  KLKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPML  346



            KL    ++   +G+ +  D     +I I+   + +R+ D LG    L +    + P   
L
Sbjct  3    
KLNSANLKTIYQGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--AL  60

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            ++++ P    +R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  
LL E+
Sbjct  61   
KSSVRPDKPEERSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEER  120

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + ++    E   IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES 
+S 
Sbjct  121  
FSVKAHFDEIKTIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISF  180

Query  467  
GYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
            GYLN SFQNAV +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P 
V   
Sbjct  181  
GYLNHSFQNAVFEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRL  240

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL++SG  +LEP L F L  PQ   S+A  D  K  + I+      +  +  G++P    
Sbjct  241  
ALQQSGVDILEPMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTS  300

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  
637
            + Y ++++ YT G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  301  KDYASEVSSYTKGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  
349

>WP_053310827.1 elongation factor G [Vibrio alginolyticus]
 KOE81867.1 elongation factor G [Vibrio alginolyticus]
Length=696

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 313/671 (47%), Gaps = 
68/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKGHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   VV+ V++ L A                   D++ +Q   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVVEQVKNVLGARPLVMTLPIGIEDNFIGVVDVLSRQAY-
VWDETG  187

Query  166  LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  +
+  +
Sbjct  188  
LPENYTIQDIPADMVDDVEAYREEMVETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
            D + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +    
Sbjct  248  
DLAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLMDEEGNETGRHAIVSADETF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
                FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E
+   
Sbjct  308  KALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADERKELT--  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ I+   +V+    L DP           P P++   + PK     E+
+  A
Sbjct  365  -
SAQAGDIIAIVGMKNVQTGHTLCDPKDEVTLEPMVFPAPVISIAVQPKDKGGSEKMGIA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  424  
IGKMVAEDPTFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGKPQVAYRETI  483

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +A   S+T   +   +  +  I   + P  + +G  ++S V  G + + F  AV  
G +
Sbjct  484  



TQAVEDSYTHKKQSGGSGQFGKIDYRIKPGEVNTGFTFKSTVVGGNVPKEFWPAVEKGFK  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  544  
SMMNEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    I+  +     V    ++P   +  Y   L   T
+GR 
Sbjct  604  
VDVFTPEDHVGDVIGDLNRRRGMIKDQEAGVTGVRVKADVPLSEMFGYIGTLRTMTSGRG  663

Query  602  VCLTELKGYQA  612
                E   Y A
Sbjct  664  QFSMEFSHYSA  674

>WP_077610847.1 GTP-binding protein [Clostridium sp. Marseille-
P2415]
Length=649

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 180/617 (29%), Positives = 291/617 (47%), Gaps = 
31/617 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I  GILAHVDAGKTT +E +LY    I   G V+      D   +ER RGITI + 
+ SF
Sbjct  3    
ITFGILAHVDAGKTTFSEQILYKEHVIRTLGRVDSKNACMDHDDIERARGITIYSDMASF  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                    +VDTPGH DF AE+ R+L V+D AILVI+  DG+Q  T  ++  L +  
IP 
Sbjct  63   
THGDHTYYLVDTPGHTDFSAEMERTLEVMDYAILVINGADGIQGHTETIWKLLDRYKIPA  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +FINK+D      + ++  V+++ S DI+  Q + L  E   E+    E  D V 
E N+
Sbjct  123  FLFINKLDIVSASYERILSEVQERFSKDILDFQGIYL--
ENGNEDTITDELIDIVSEWNE  180

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ---P  240
            +LL+K++ G  I+ E L      ++++  LFP + G +  G G++  M A   + +   



P
Sbjct  181  ELLDKWLEG-
TITFEDLKPAIISQIKNRRLFPCFGGCSLTGEGVEKFMRAFYSMTEASYP  239

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    SA   G VFK+ Y    +R  YL++ SG L +RD+++    E  K+ ++RI    
Sbjct  240  V----SAPFSGRVFKIRYDGQRERMTYLKILSGVLHVRDSLS----
EVEKVRQIRIFQGE  291

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                   A  G++V +    + +    LG+          +  +P L   +  K     
E
Sbjct  292  RFATVQEASAGDVVAVTGLRNTKAGQGLGEI--------
HDAVVPTLHPALQAKVLYSPE  343

Query  360  ----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L  L  L + DP L    +    ++ ++ +G++QLEV+   +  ++++     
+
Sbjct  344  
IPDRTVLQILHILEEEDPALSVVWEEPLRQLKMNIMGKIQLEVLKQAIWNRFQISVSFGQ  403

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P V+Y E   +      H E  P   +A + L + P   G G+ +ESR  +  L  
+FQN
Sbjct  404  PEVVYKETVAEPVMGYGHFE--
PLRHYAEVALRIEPGKRGDGISFESRCHVDRLGINFQN  461

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +R+ +   + +G L G  +TD K+    G+ +   +   DFR      + Q L +
+   
Sbjct  462  
LIRNHVIEAVHKGVLTGSELTDVKVVLVDGISHIKHTEGGDFREAVYRAIRQGLMKARNL  521

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCAT-
IETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            LLEP+ SF +  P     R  +D  KY    +        + V  GE+P      Y  
+L
Sbjct  522  
LLEPFYSFTISVPDSLTGRVLNDIAKYSGRFVAPVPDGSGKTVIMGEVPVASFMNYGEEL  581

Query  594  AFYTNGRSVCLTELKGY  610
               + G+     E   Y
Sbjct  582  MVMSGGKGGLSMEFSHY  598

>OLA25410.1 translation elongation factor G [Dorea sp. 42_8]
Length=916

 Score = 258 bits (660),  Expect = 1e-71, Method: Compositional 



matrix adjust.
 Identities = 189/636 (30%), Positives = 303/636 (48%), Gaps = 
44/636 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+E +LY SG I + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MKHITIGILAHVDAGKTTLSECMLYLSGQIRKLGRVDHKDAFLDTYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ  TR L+  L
++  
Sbjct  61   
AELKMGNLGITLLDTPGHVDFSAEMERTLQVLDYAILVINGADGVQGHTRTLWRLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IFINK+DQ G D   V+  ++++L    I    ++             E +D
++  
Sbjct  121  IPTFIFINKMDQVGTDKAKVLADLQNRLDEGCIDFSEITE------------
ETYDSLAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++K +E+Y+  E I  + +       + +   +P Y+GSA K  G+Q  MD +TG  
+ 
Sbjct  169  CDEKAMEEYLESEKIEEDTIA----
EIIGNRKAYPCYFGSALKMDGVQEFMDGMTGYVEK  224

Query  241  IGEQ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKI--  291
              EQ       ++     VFK+     G R  YL++ SGTL+++D +  +AG+++ 
K   
Sbjct  225  -
NEQINSTDTNTSNFGAKVFKISRDPAGSRLTYLKVTSGTLKVKDILTGIAGKQQSKKES  283

Query  292  ------TEMRIPSKGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRW-----  338
                  +E  + S  E V     Y GE   ++  + S  +  V G     P +       
Sbjct  284  
DLAQDRSETVMNSWEEKVNQIRIYSGEKYEMVQEAKSGMVCAVTGLNYTYPGEGLGIECD  343

Query  339  REDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             E P   P+L   I         ++L  L  L + DP+L+   +    EI    +G 
VQ+
Sbjct  344  
SEAPALEPVLSYKIELPEGCDVHKMLGNLRILEEEDPMLKIVWNEELGEIHAKLMGAVQI  403

Query  397  
EVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS  456



            E++ +L+ +++ ++      +++Y E          H E  P   +A + L + P   
GS
Sbjct  404  EILKSLIKDRFGVDVEFDTGNIVYKETIQNTVEGVGHFE--
PLRHYAEVHLKMEPGERGS  461

Query  457  GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPAD  515
            G+   +  S   L++++Q  +   +     +G L G  +TD KI    G  +   +    
Sbjct  462  
GIVIGTDCSEDMLDKNWQRLILTHLLEKEHRGVLTGSVITDMKITLTAGRAHLKHTEGGG  521

Query  516  
FRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV  575
            FR      + Q L ++ + LLEPY  F L  P   + RA  D  +      T Q + 
+  
Sbjct  522  
FRQATYRAVRQGLMQAESMLLEPYYDFQLEIPSGMIGRALTDIQRMNGETGTPQTEGEMT  581

Query  576  VFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               G  P   ++ Y+ ++  YT G+       +GY+
Sbjct  582  TIEGYAPVTGMRDYQMEVNSYTRGQGHLTCTFRGYE  617

>WP_044107440.1 elongation factor G [cyanobacterium endosymbiont of 
Epithemia 
turgida]
 BAP18580.1 elongation factor G [cyanobacterium endosymbiont of 
Epithemia 
turgida isolate EtSB Lake Yunoko]
Length=695

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/698 (27%), Positives = 321/698 (46%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYTGIAHKLGEVHEGTATMDWMAQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWLDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + ++D+L A+ +              I   V +  
+I  +



Sbjct  129  
PRLAFVNKMDRTGANFFRVCEQIKDRLKANSVPIQIPIGSENDFRGIVDLVRMRAKIYQD  188

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+TDI             +  +AV ENN+ LLE+Y+ GE ++  ++ +  
+  V
Sbjct  189  
DLGKNIEDTDIPGEFLEQALEYRSKLIEAVAENNEYLLERYLEGEELTEAEIKQGLRLGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAAL-----C  250
               S+ P+  GSA K  G+Q L+DAV              GL     E+   AL      
Sbjct  249  
LKHSIVPLLCGSAFKNKGVQLLLDAVVDYLPSPLEVSAIKGLSPDGTEEERKALDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+     G R  ++R+YSG L               RL   + L   +++++ 
E+R
Sbjct  309  ALAFKIAADPYG-
RLTFMRVYSGVLAKGTYVYNSTKNSKERLSRLIVLKSNDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +   +  + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAIGLKKTTTGDTLCDENKPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L+D DP  R  ++  T++ +++ +G + LE++   +  ++K+E  
V +
Sbjct  415  
QDMEKLSKALQSLSDEDPTFRVSINPETNQTVIAGMGELHLEILVDRMLREHKVEATVGK  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P  A    +  +      +  + + + P  LGSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKPCDAEGKYVR-
QSGGKGQYGHVIIHLEPGELGSGFEFISKIVGGIIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +   V  GI+   E G+  G+ V D KI    G Y+   S+   F+    + +  A
+ ++
Sbjct  534  
YIAPVEQGIKEACESGIIAGYPVIDLKIMLVDGSYHDVDSSEMAFKIAGSMAIRNAVTKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               +LEP +   +  P+++L     D      +IE  + +      +  +P   +  



Y T
Sbjct  594  
SPVVLEPMMKVEVEVPEDFLGEIMGDLNSRRGSIEGMESEYGLAKVSAHVPMAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            D+   T GR +   E   Y    ++V + +I     N+
Sbjct  654  DIRSKTQGRGIFSMEFSHYAEVPSSVAKAIIAKNTGNA  691

>SCH18337.1 Elongation factor G [uncultured Clostridium sp.]
Length=893

 Score = 258 bits (659),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/630 (30%), Positives = 298/630 (47%), Gaps = 
45/630 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL E LLY  G I + G V+ G    D   +ER+RGITI 
+  
Sbjct  1    
MKKLIIGILAHVDAGKTTLAEGLLYTCGTIRKAGRVDHGDAFLDNGDMERKRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +W    + ++DTPGH+DF AE+ R+L VLD AILVI   DGVQ     L+  L
++  
Sbjct  61   
ARIRWKDVDITLLDTPGHVDFSAEMERTLQVLDAAILVIDGSDGVQGDVYTLWRLLKRYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NK+DQ G +   ++  ++ KL  +I+  + +    E   +   ++E      
E
Sbjct  121  
VPVFLFVNKMDQPGTERDKILAELQGKLDGNIVTVENIMAQDESGEDREQELEHAAMCSE  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
                L+E+Y+    +  E +     +R     LFP ++GSA +  GI+ L+D ++  
+ P
Sbjct  181  ---VLMEEYLETGALQPESIAFTVAQR----KLFPCFFGSALRQEGIEKLLDGLS-
FYLP  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR----DTVALAGREKL--
KITEM  294
              E  S      V+K+     G R  YL++  GTLR++    +  + AG E    K  
++
Sbjct  233  EPEY-
SQEFGARVYKIGRDTSGNRLTYLKVTGGTLRVKMMIGNEKSGAGEETWEEKADQL  291

Query  295  RIPSKGEIVRTDTAYPGEIVI------------
LPSDSVRLNDVLGDPTRLPRKRWREDP  342



            R+ + G     D+   GE+              L  +S  L  VL +P    R  +  
D 
Sbjct  292  RLYNGGSYETADSVPAGEVCAVTGLTKTFAGQGLGYESENLAPVL-
EPVLTYRLSFPPD-  349

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                   + P TA      L  L QL + +P L         EI +  +G+VQ+E+
+  +
Sbjct  350  -------VDPVTA------
LGKLRQLEEEEPQLHVLWQEEKREIHMQVMGQVQMEILKNI  396

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L E++ LE      S++Y E   +      H E  P   +A + L + P   GSG
+Q+ S
Sbjct  397  LWERFGLEAEFDAGSIVYKETLAEPVEGIGHFE--
PLRHYAEVHLLLEPGERGSGLQFAS  454

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              S   L++++Q  +   +      G L G  +TD +I    G  ++  +   DFR    
Sbjct  455  
LCSEDMLDRNWQRLILTHLEEKRHVGVLTGSEITDLRILLIAGKAHTKHTEGGDFRQATY  514

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              + Q L+   + LLEP+ S+ L  P E L RA  D  +     +    + +  V  
G +
Sbjct  515  
RAIRQGLRSGKSILLEPWFSYRLEVPTENLGRAMSDITRMNGRFDPPVTEGNNSVLMGSV  574

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   ++ Y  ++A YT G       L+GY+
Sbjct  575  PVATMRDYAREVASYTKGHGRLSCSLQGYE  604

>WP_100912400.1 elongation factor G [Pseudoalteromonas spongiae]
Length=693

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 195/691 (28%), Positives = 317/691 (46%), Gaps = 
74/691 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V   L A+ +++   + +  E      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDEFCGVVDVLEKKAYV--
WDET  186

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E++    
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHEMLIESAVEQDDDLMEAYMEGEIPSLEQIKACIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV-------  253
            +D + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V       
Sbjct  247  
RDLAFFPTYCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDKETGEPTGEVATVSADE  306

Query  254  ------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
EI 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADDRNEIT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYRE  482

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITQEIEDSYTHKKQSGGSGQFGKIDYRIKPGEQNSGFTFSSSVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FASMMEEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGYQAA---VGQPVIQPRRPNSR  627
            R     E   Y A    V + VI  ++  ++
Sbjct  663  RGQFSMEFSHYSACPANVAETVIAEQKEKNK  693

>WP_052853052.1 elongation factor G [Campylobacter jejuni]
 OSM62025.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
Length=691

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 313/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  



DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKVG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674



>WP_087297347.1 GTP-binding protein [Massiliomicrobiota sp. An134]
 OUQ29793.1 translation elongation factor G [Massiliomicrobiota sp. 
An134]
Length=851

 Score = 257 bits (657),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 185/644 (29%), Positives = 308/644 (48%), Gaps = 
52/644 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+ES+LY SG I + G V+   T  D    ER RGITI 
+  
Sbjct  1    
MKKIVIGILAHVDAGKTTLSESMLYLSGQIRQLGRVDHQDTFLDYDKQERHRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W   +  ++DTPGH+DF AE+ R+L +LD AI+V++  DG+Q+ +  ++H L   
+
Sbjct  61   
AMFSWKDTQFVLIDTPGHVDFSAEMERTLHILDYAIIVVNGMDGIQSHSETIWHLLEHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ     + + Q + +K   + +     S+ P   L EN       
A++ 
Sbjct  121  IPTFIFMNKMDQTTYSREYLFQELTEKYHENCL---NFSM-PVTQLYENL------
ALV-  169

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQ  239
             N+ LLE+Y+  + I    +    Q  +    +FPV++GSA K  G+   +D + T   
+
Sbjct  170  -NETLLEEYMDHQVIDLGHI----
QECIMKRQIFPVFFGSALKNEGVGAFLDLLDTYTIE  224

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  +    +L G V+KV + + G R  ++++  GTL +++ +        KI ++R
+   
Sbjct  225  PTYKD---SLDGFVYKVSHDEQGNRLTHIKITGGTLHVKEKI-----
HDEKIDQIRLYEG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRL------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
             +      A  G +V L      L      N     P  +P   +        R  
++P 
Sbjct  277  PKYTLLQEAKAGNVVALKGLKSFLPGMTLTNQTFTQPVMMPYMTY--------
RVVLSPH  328

Query  354  



TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                + ++L  L  LA  DP L     S T +I +  +G +Q+EV+  ++ E++  
+   
Sbjct  329  --
CDQHQMLKNLQTLAQEDPTLHVTYMSQTQDIYIQLMGEIQIEVLQNIIRERFHEKVSF  386

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                ++Y E    P++   H       P   +  + + + PL+ GSG+ YES+ +   
L 
Sbjct  387  DHGEILYKETLSEPVEGVGH-----
FEPLRHYGEVHVLLEPLAQGSGLVYESQCTTDQLP  441

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +Q  +    +     G L G ++TD KI    G  +   +   D R      +   
LK
Sbjct  442  
LQYQRLIMTHCQEIEHPGVLTGASITDIKISLIAGKVHQKHTEGGDLREATYRAIRHGLK  501

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
               + LLEPY    ++ P++ LSR  +D  K    +   + + D +   GE P  C
+Q Y
Sbjct  502  RGKSILLEPYYDIHIHIPKDALSRVLYDMEKRHTKVRIEE-
QIDSIDLYGEGPVACLQDY  560

Query  590  RTDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLDKVR  632
            + ++   T G+   +  +KGY     Q  +I+ +  +S  D+  
Sbjct  561  QQEVIALTKGKGRMICHMKGYFPCHNQEDIIKQKGYDSETDQAH  604

>PIZ89365.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG_4_10_14_0_2_um_filter_37_10]
Length=703

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 193/699 (28%), Positives = 321/699 (46%), Gaps = 
87/699 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+DAGKTT TE +L+ +G   + G ++ GTT  D M  ER+RGITI AA 
T+  
Sbjct  11   
DIGIIAHIDAGKTTTTERILFYTGISHKIGEIDLGTTIMDWMAQERERGITITAAATTCF  70

Query  65   W-------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            W                ++NI+DTPGH+DF AEV RSL VLDGA++V     GV+ 
Q+  
Sbjct  71   
WTPMEAKNRERGNPEEIRINIIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSET  130



Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD  171
            ++    K N+P + FINK+D+ G + ++ ++S+  KLS + I+ Q + +  E   E   
D
Sbjct  131  VWRQADKFNVPRICFINKMDRLGANFENSMESIWQKLSPNAIVLQ-
LPIGRESTFEGVID  189

Query  172  I-----------------------------EAW-----
DAVIENNDKLLEKYIAGEPISR  197
            +                             + W     + ++  + +LLEKY+  + 
IS 
Sbjct  190  
LLKMKALKFEGNFGEKVTEEEIPKDLLEKAKEWREKLVEKIVAEDAELLEKYLTKKAISI  249

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQ  244
            E+L +  ++   +  L PV+ GSA K  G+QPL+DA             V G+    
G++
Sbjct  250  
EELRKTLRKATCNYRLIPVFVGSALKNKGVQPLLDAVYYYLPCPTDLPPVKGIDSKTGKE  309

Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEM  294
                   +       FK+          Y R+YSG+L+    L +T         
+I  M
Sbjct  310  
IERKADDNEPFSALAFKIASDPYVGALSYFRVYSGSLKRGIYLLNTTTQEKERIGRILRM  369

Query  295  RIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + E+   +  + G+IV  +   +      L D   P  L +  +   P P++   
I
Sbjct  370  HANQREEV---EEIFTGDIVATVGLKNTSTGHTLCDEASPIILEKITF---
PEPVIGIRI  423

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A +E++  AL +LA+ DP  R + D  T E I+S +G + LE++   +  +
+K+E
Sbjct  424  
EPKTKADQEKMSSALRRLAEEDPTFRVKGDPETGETIISGMGELHLEIIVDRMKREFKVE  483

Query  411  TVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E  + +  A      +      +  + L + P   G G ++   +  
G 
Sbjct  484  
GNVGRPQVAYKETIKEMATAEGKYIRQTGGRGQYGHVWLRIEPKMRGEGFEFVDEIKGGI  543

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + Q F  AV  G++  + +G+  G+ + D       G ++   S+   F+    I 
L+QA



Sbjct  544  
IPQEFIPAVEKGVKEAMNKGILAGYPMVDMSCALYDGSFHEVDSSEIAFKIAGSIALQQA  603

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             K++   LLEP +   + +P ++      D       IE  + + +  V   ++P   
+ 
Sbjct  604  
AKKAKPILLEPVMKLEVISPADFFGDVIGDLSARRGKIEETKDRLNLKVIDVKVPLSEMF  663

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             Y T L   T GR     E   Y+     + Q +I+ +R
Sbjct  664  GYATSLRSLTEGRGTFTMEFDHYEEVPQNIAQEIIEGKR  702

>WP_037566321.1 MULTISPECIES: elongation factor G [Staphylococcus]
 KFE41617.1 elongation factor G [Staphylococcus agnetis]
 AJC96906.1 translation elongation factor G [Staphylococcus hyicus]
 PTH49414.1 elongation factor G [Staphylococcus agnetis]
 PTH73148.1 elongation factor G [Staphylococcus agnetis]
 PTH74743.1 elongation factor G [Staphylococcus agnetis]
 PTJ73252.1 elongation factor G [Staphylococcus hyicus]
 PTJ88398.1 elongation factor G [Staphylococcus hyicus]
Length=693

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 188/662 (28%), Positives = 316/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDEFQAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E TDI         EA +A+I    E ND L+EKY+ GE I+ ++L    ++   



D 
Sbjct  192  
TDIEETDIPEDMQERAEEAREALIEAVAETNDDLMEKYLGGEEITVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +              SA    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDSAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSREEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCNPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 



Sbjct  665  RG  666

>WP_106497863.1 GTP-binding protein [Lentibacillus sp. Marseille-
P4043]
Length=649

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 173/624 (28%), Positives = 297/624 (48%), Gaps = 
24/624 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI+AHVDAGKTT +E LLY + +I + G V+      D   +E+ RGIT+ A      
+
Sbjct  5    
IGIVAHVDAGKTTFSEQLLYHTKSIRQKGRVDHRDAYLDRHDIEKARGITVFADQGLITY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GV+  T  ++  L+K 
+IPT  
Sbjct  65   
KDSNYFLIDTPGHVDFSPEMERAIQVMDYAIVMVSAVEGVEGHTETVWQLLQKHHIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G +   V+  +R  L+ D+    T   + E  ++E    E  + + E 
+++L
Sbjct  125  FINKTDREGANATGVLDEIRTNLTEDVCDLTTTFHNGE--MKE----
ELIEFIAERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+      +   ++  Q+ +++  +F    GSA + +G+    D++  L +      
Sbjct  179  LEYYMES-
GYDKNLWLQTLQQHIKENKIFACSSGSALQDIGVIDFFDSLDQLTKTF-YSD  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
                 G V+K+ Y D G R  +L+  +G++R+RD ++    E     K+T++RI   
G  
Sbjct  237  DGDFAGQVYKIRYDD-
GIRVTFLKAVNGSVRVRDEISYGDEENRVTEKVTQLRIYHGGSF  295

Query  303  VRTDTAYPGEI---
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
               D    GEI   V L   SV      GD     +++ R + +P L++ +   ++   
+
Sbjct  296  KTVDRVAAGEIFGVVGLSKASV------
GDGVGTLKEKVRYEMVPTLKSKVVFDSSVHVK  349

Query  360  



RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    D    EI +  +G +QLEV+  L+  ++       
EP ++
Sbjct  350  
EVLQCFDILDAEDPSLHVLWDENFQEIYIHVMGVIQLEVLEQLVKNRFGFNISFAEPKIL  409

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +      H E  P   +A + L++ P    SG+ +ES      L+   QN 
+R 
Sbjct  410  YKETVERQVIGYGHFE--
PLKHYAEVHLNIEPTERNSGIIFESDCHPNDLSVGNQNLIRR  467

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      GL  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEP
Sbjct  468  
HLFERYHHGLLTGSALTDVKITLLTGKAHNKHTSGGDFREATYRALRQGLEKAKNVLLEP  527

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y +F +    +++ R   D  +   T +  +   D+V+  G +P      Y    A 
+T+
Sbjct  528  
YYNFKVKVELDHIGRVLSDIQQAHGTFDPPETIGDKVIVQGRVPVATFMNYNFMFASFTH  587

Query  599  GRSVCLTELKGYQAAVGQPVIQPR  622
            G+     +  GY     +  +  R
Sbjct  588  GKGRLNLQFGGYDRCHNEEAVIKR  611

>WP_074560918.1 elongation factor G [Streptococcus equinus]
 SDQ28056.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
Length=692

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 315/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   



TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+           
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGINPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIDVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE



Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_000196380.1 MULTISPECIES: elongation factor G [Bacillus]
 EJQ04883.1 elongation factor G [Bacillus cereus BAG3X2-1]
 EJS47360.1 elongation factor G [Bacillus cereus BAG1X1-3]
 EOO81449.1 elongation factor G [Bacillus cereus BAG1O-1]
 EOP62159.1 elongation factor G [Bacillus cereus VDM053]
 SEB19618.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. 112mf]
 OJD55316.1 translation elongation factor G [Bacillus sp. 4049]
 OJD69718.1 translation elongation factor G [Bacillus sp. NH11B]
 OJE38305.1 translation elongation factor G [Bacillus sp. TD42]
 OQR58483.1 elongation factor G [Bacillus sp. CDB3]
 OSX91803.1 hypothetical protein BTJ45_02410 [Bacillus mycoides]
 PDY08666.1 elongation factor G [Bacillus cereus]
 PDY76665.1 elongation factor G [Bacillus cereus]
 PEA16849.1 elongation factor G [Bacillus cereus]
 PEA25979.1 elongation factor G [Bacillus cereus]
 PEB80163.1 elongation factor G [Bacillus cereus]
 PEE18377.1 elongation factor G [Bacillus cereus]
 PEQ31909.1 elongation factor G [Bacillus cereus]
 PER36621.1 elongation factor G [Bacillus cereus]
 PES70929.1 elongation factor G [Bacillus cereus]
 PES79792.1 elongation factor G [Bacillus cereus]
 PES97695.1 elongation factor G [Bacillus cereus]
 PET96629.1 elongation factor G [Bacillus cereus]
 PEV98709.1 elongation factor G [Bacillus cereus]
 PEW85361.1 elongation factor G [Bacillus cereus]
 PEX51127.1 elongation factor G [Bacillus cereus]
 PEX91162.1 elongation factor G [Bacillus cereus]
 PEY98677.1 elongation factor G [Bacillus cereus]
 PEZ87061.1 elongation factor G [Bacillus cereus]
 PFA08582.1 elongation factor G [Bacillus cereus]
 PFA32689.1 elongation factor G [Bacillus cereus]
 PFC00936.1 elongation factor G [Bacillus cereus]
 PFE56386.1 elongation factor G [Bacillus cereus]
 PFE71638.1 elongation factor G [Bacillus cereus]
 PFF28043.1 elongation factor G [Bacillus cereus]
 PFH79494.1 elongation factor G [Bacillus cereus]
 PFH83545.1 elongation factor G [Bacillus cereus]
 PFI36415.1 elongation factor G [Bacillus cereus]



 PFI43495.1 elongation factor G [Bacillus cereus]
 PFJ04231.1 elongation factor G [Bacillus cereus]
 PFJ47956.1 elongation factor G [Bacillus cereus]
 PFJ73775.1 elongation factor G [Bacillus cereus]
 PFK05903.1 elongation factor G [Bacillus cereus]
 PFK23812.1 elongation factor G [Bacillus cereus]
 PFL22241.1 elongation factor G [Bacillus cereus]
 PFM33300.1 elongation factor G [Bacillus cereus]
 PFM35068.1 elongation factor G [Bacillus cereus]
 PFM54152.1 elongation factor G [Bacillus cereus]
 PFN65956.1 elongation factor G [Bacillus cereus]
 PFP56086.1 elongation factor G [Bacillus cereus]
 PFP85750.1 elongation factor G [Bacillus cereus]
 PFP90422.1 elongation factor G [Bacillus cereus]
 PFQ70871.1 elongation factor G [Bacillus cereus]
 PFS09837.1 elongation factor G [Bacillus cereus]
 PFU39653.1 elongation factor G [Bacillus cereus]
 PFV21070.1 elongation factor G [Bacillus cereus]
 PFW18182.1 elongation factor G [Bacillus cereus]
 PGK83260.1 elongation factor G [Bacillus cereus]
 PGK86550.1 elongation factor G [Bacillus cereus]
 PGL36391.1 elongation factor G [Bacillus cereus]
 PGL56576.1 elongation factor G [Bacillus cereus]
 PGM35850.1 elongation factor G [Bacillus cereus]
 PGM81274.1 elongation factor G [Bacillus cereus]
 PGN61639.1 elongation factor G [Bacillus cereus]
 PGO01739.1 elongation factor G [Bacillus cereus]
 PGO27258.1 elongation factor G [Bacillus cereus]
 PGP06060.1 elongation factor G [Bacillus cereus]
 PGP69066.1 elongation factor G [Bacillus cereus]
 PGQ09133.1 elongation factor G [Bacillus cereus]
 PGS20304.1 elongation factor G [Bacillus cereus]
 PGU25231.1 elongation factor G [Bacillus cereus]
 PGU74500.1 elongation factor G [Bacillus cereus]
 PGV59511.1 elongation factor G [Bacillus cereus]
 PGW31504.1 elongation factor G [Bacillus cereus]
 PGW94214.1 elongation factor G [Bacillus cereus]
 PGY07437.1 elongation factor G [Bacillus cereus]
 PGZ22427.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITIEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_017485509.1 elongation factor G [Methylobacterium sp. MB200]
Length=691

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 304/667 (46%), Gaps = 
62/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K +
+P V
Sbjct  72   
WRDKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDGNQGVEPQTETVWRQADKYDVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V  +  +++                    D+I  + +  S 
E +
Sbjct  132  
VFVNKMDKIGADFFKCVADIIGRVAGKPVCLQLPIGAESSFKGVIDLIKMKAIVWSGEAL  191

Query  166  ----LEENTDIEAWDAVIENNDKLLEK-----------
YIAGEPISREKLVREEQRRVQD  210
                 EE    E  D  +E   KL+E            Y+ G     + L R  +R 
VQ 
Sbjct  192  
GANFAEEEIPAELKDQAVEYRTKLVEACVELDDDAMTAYLDGVEPDEDGLRRLVRRAVQL  251



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY------
TDCGQR  264
             +  PV  GSA K  G+QPL+DAV        ++G  A+ G  FK E       TD    
Sbjct  252  RAFHPVLCGSAFKNKGVQPLLDAVVDYLPSPVDRG--
AVDGLDFKTEEPVKREPTDEDPF  309

Query  265  RV---------------YLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             +               + R+YSG +    +V  + R+K  ++  M +           
A
Sbjct  310  
SMLAFKIMDDPHVGTITFCRVYSGKVESGTSVLNSSRDKKERVGRMLLMHANNREDIKEA  369

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+IV L      R  D L DP +       E P P++   + PK+ A +E+L  
AL++
Sbjct  370  
YAGDIVALAGLKDTRTGDTLCDPNKAVILEKMEFPEPVIEIAVEPKSKADQEKLGIALSK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK-  426
            LA  DP  R   D  + + IL  +G + L++   +L   YK++  + +P V Y E+  
+ 
Sbjct  430  
LAAEDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGQPQVAYREKLTRR  489

Query  427  -
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                +T   +      +A +   V P   G+G  +ES++  G + + +   V  G+   
L
Sbjct  490  
QEIDYTHKKQTGGTGQFARVKFVVEPNEPGAGFSFESKIVGGAVPKEYIPGVEKGLNSVL  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ V D K+    G Y+   S+   F   +     +AL++ G+ LLEP +   
+
Sbjct  550  
GAGVLAGFPVVDVKVELVDGAYHDVDSSALAFEIASRAAFREALQKGGSVLLEPVMKVEV  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             +P+EY      D       I+   ++ +  V    +P   +  Y   L  ++ GR
+   
Sbjct  610  
VSPEEYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLANMFGYVNQLRSFSQGRANFT  669

Query  605  TELKGYQ  611
             +   Y+
Sbjct  670  MQFDHYE  676

>WP_076542643.1 elongation factor G [Bacillus cereus]



 SCN29191.1 Elongation factor G [Bacillus cereus]
 SIR93196.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
cereus]
 PFB23583.1 elongation factor G [Bacillus cereus]
 PFC10932.1 elongation factor G [Bacillus cereus]
 PFD21520.1 elongation factor G [Bacillus cereus]
 PFL57078.1 elongation factor G [Bacillus cereus]
 PGW56602.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_075475057.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    



KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  



IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>EEM01438.1 Elongation factor G 2 [Bacillus mycoides DSM 2048]
Length=699

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYSNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682



>AMP47996.1 elongation factor G C-terminus, partial [uncultured 
bacterium]
Length=119

 Score = 236 bits (601),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 111/119 (93%), Positives = 116/119 (97%), Gaps = 0/119 
(0%)

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
            PIVLEQALKESGTQLLEPYLSF LYAP+EYLSRAYHDAPKYCATIET 
QVKKDEVVFTGE
Sbjct  1    
PIVLEQALKESGTQLLEPYLSFTLYAPREYLSRAYHDAPKYCATIETVQVKKDEVVFTGE  60

Query  581  
IPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQKVM  639
            IPARCIQAYRTDLAFYTN +SVCLTELKGYQAAVG+PVIQPRRPNSRLDKVR
+MFQK+M
Sbjct  61   
IPARCIQAYRTDLAFYTNWQSVCLTELKGYQAAVGKPVIQPRRPNSRLDKVRYMFQKIM  119

>WP_036747762.1 elongation factor G [Photobacterium galatheae]
 KDM93446.1 elongation factor G [Photobacterium galatheae]
Length=695

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 314/674 (47%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    + V               
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGATPLVMTLPIGREDDFVGVVDLLSRKAFVWDD  185



Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
SGLPENYEIKDIPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP Y GSA K  G+Q ++DAV            QP+ +  +    G+V      
Sbjct  246  
TRDLAFFPTYCGSAFKNKGVQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGAVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+     G    ++R+YSG ++  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLRALAFKIMDDRFGA-
LTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  SE---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELIVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG ++ S V  G + + F  
A+  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFGKIDYRIRPGEPNSGFKFTSSVVGGNVPKEFWPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFAGMMGTGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  +     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKNQEAGTTGVRIKADVPLSEMFGYIGHLRTMTS  661



Query  599  GRSVCLTELKGYQA  612
            GR     E   Y A
Sbjct  662  GRGQFSMEFSHYSA  675

>WP_021338309.1 GTP-binding protein [Lactobacillus plantarum]
 EQM52624.1 elongation factor G [Lactobacillus plantarum EGD-AQ4]
Length=663

 Score = 253 bits (647),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/639 (30%), Positives = 298/639 (47%), Gaps = 
60/639 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G++AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGMIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + ++DTPGH+DF  +  + L+VLD AILVISA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLKYNNFDLTLLDTPGHVDFATQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLVRYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK+D  G D   ++  V+  LS   +   TV  +            A + 
+  
Sbjct  121  
VPTIIFINKMDAPGTDAAHLMAQVQQTLSPGCVAFNTVEANATAAESPTVPDAAMEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L  Y+    I  E +    QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDDILADYLETGTIDDETIRHMIQRR----
EIFPCYFGAALKLTGVDDLMAGLDHWTLP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +A     VFK+ + + G+R  ++R+  G L  +D V  A     K+ ++RI 
S  
Sbjct  237  --KPAAAEFGAQVFKITHDEQGERLTWVRVTGGALHPKDVVLGA----
QKVNQLRIYSGT  290

Query  301  E-----IVRTDT---------
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--P  344
            +     +V   T          YPG+ +   +D                    + 
PL  P



Sbjct  291  KYETQSVVNAGTVCVITGLTQTYPGQGLGAAADG-------------------
QQPLMQP  331

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   + P++       L AL QL D DP L         E+ +  +G +QLEV+  
LL 
Sbjct  332  VLTYALDPQS-
EDLHACLTALRQLEDEDPQLHVTWSESLQELRVQVMGTIQLEVLQQLLK  390

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            ++++L       S++Y E          H E  P   +A + L + P   GSG+ + 
+  
Sbjct  391  DRFQLTVQFGTGSILYQETITAPVEGVGHFE--
PLRHYAEVHLLLEPAPRGSGLHFAADC  448

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            SL  L  ++Q+ V   ++   ++G L G  +TD  +    G      S   DFR      
Sbjct  449  
SLEVLGHNWQHQVLSNLQAKTQRGVLVGAPLTDVNVTLISGRASIVHSVGGDFREATWRA  508

Query  524  LEQAL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPK----
YCATIETAQVKKDE-  574
            L Q L    +    QLLEP+  F L   Q+ + RA  D  +    + A + +  V  
D  
Sbjct  509  
LRQGLMMLRQRGACQLLEPWYRFRLEVGQDQVGRAMTDIQRMNGEFDAPVASTSVATDGT  568

Query  575  --VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 TG  P   +Q Y   +  YT+G+      + GY+
Sbjct  569  ELTTITGVAPVAAMQDYSQTVRAYTHGQGQLECVVDGYR  607

>WP_087066601.1 elongation factor G [Intestinibacillus massiliensis]
Length=701

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 315/669 (47%), Gaps = 
74/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G    GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVNHKIGDTHDGTATMDWMEQEQERGITITSAAT  68

Query  62   SFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +  W         HR  +NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q
+  +



Sbjct  69   TCHWDGSQHQFPEHR--
INIIDTPGHVDFTVEVERSLRVLDGSVTVFCAKGGVEPQSETV  126

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTV  158
            +H   K  +P + F+NK+D  G D  +VV  ++D+L  + +              I   
+
Sbjct  127  
WHQADKYKVPRMAFVNKMDIMGADFFNVVGMMKDRLKCNAVPIQLPIGAEDTFKGIVDLM  186

Query  159  SLSPEIVLEE------NTDI---------EAWDAVIEN----
NDKLLEKYIAGEPISREK  199
            ++  E+  ++      + DI         E  DA++E     ++ L+ KY+ GE I
+  +
Sbjct  187  
TMRAEVYYDDLGKDVRDEDIPADMADQAQEYHDAMVEAIAELDEDLMMKYLEGEEITAAE  246

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS  246
            L +  ++ V +  + PV  G+A +  G+Q L+DAV              G+    
GE+ S
Sbjct  247  
LKKALRKGVCNVEIIPVLCGTAYRNKGVQMLLDAVVEYMPAPTDIADIKGVNPKTGEEDS  306

Query  247  ------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRI  296
                  A      FK+       R  + R+YSGT+    +V  A    RE+L +I 
+M  
Sbjct  307  
RPSSDDAPFSALAFKIATDPFVGRLTFFRVYSGTITAGSSVLNATKDNRERLGRILQMHA  366

Query  297  PSKGEIVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              + +I   D  Y G+I   +   +    D L D          E P P++R  I 
PKT 
Sbjct  367  NHRQDI---
DVVYSGDIAAGIGFKNTTTGDTLCDEKHPIILESMEFPDPVIRVAIEPKTK  423

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E++  AL++LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  
V  
Sbjct  424  
AGQEKMGIALSKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGS  483

Query  416  PSVIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   ++A        +      +    + V P   G G ++ +++  G + 
+ +
Sbjct  484  
PQVAYKETIRRSADVDQKYARQSGGKGQYGHCKIIVEPNESGKGYEFINKIVGGAIPKEY  543

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532



               V  GI+  ++ G+  G+ V D K+    G Y+   S+   F+    +  ++A
+K++ 
Sbjct  544  
IEPVNQGIQGAMQSGILAGYPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEAMKKAD  603

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              L+EP +   +  P+EY+     D       I+  + +      +  +P   +  
Y T 
Sbjct  604  
PVLMEPIMQVDVMVPEEYMGDVIGDLNSRRGQIQGMEPRGGVQAISAAVPLSEMFGYATT  663

Query  593  LAFYTNGRS  601
            L   + GR 
Sbjct  664  LRSRSQGRG  672

>WP_073519016.1 elongation factor G [Bacillus cereus]
 SCB76380.1 Elongation factor G [Bacillus cereus]
 OKA32602.1 translation elongation factor G [Bacillus cereus]
 OKA33437.1 translation elongation factor G [Bacillus cereus]
 SMD70150.1 Elongation factor G [Bacillus cereus]
 PDZ02510.1 elongation factor G [Bacillus cereus]
 PEC52256.1 elongation factor G [Bacillus cereus]
 PFE39230.1 elongation factor G [Bacillus cereus]
 PFN12616.1 elongation factor G [Bacillus cereus]
 PFO70131.1 elongation factor G [Bacillus cereus]
 PFS60561.1 elongation factor G [Bacillus cereus]
 PFS71965.1 elongation factor G [Bacillus cereus]
 PGS37372.1 elongation factor G [Bacillus cereus]
 PGU37113.1 elongation factor G [Bacillus cereus]
 PGY24454.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----



VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITIEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>EEK64167.1 Elongation factor G 2 [Bacillus cereus 172560W]
 EEK96923.1 Elongation factor G 2 [Bacillus cereus BDRD-ST24]
 EEL67090.1 Elongation factor G 2 [Bacillus cereus F65185]
 EEM85844.1 Elongation factor G 2 [Bacillus thuringiensis serovar 
huazhongensis 
BGSC 4BD1]
Length=713

 Score = 254 bits (650),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  33   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  92

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  93   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  152

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  153  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  212

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  213  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  272

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL



Sbjct  273  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  332

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  333  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  386

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  387  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  446

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  447  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  506

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  507  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  566

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  567  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  626

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  627  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  686

>WP_090056473.1 elongation factor G [Luteibacter sp. 329MFSha]
 SEW14735.1 elongation factor G [Luteibacter sp. 329MFSha]
Length=690

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 307/672 (46%), Gaps = 
64/672 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AHVDAGKTTLTE LLY +G I   G V  G T TD M LER+RGITI AA     
Sbjct  16   
NLGIIAHVDAGKTTLTERLLYKTGTIHRTGEVHDGATTTDHMELERERGITIGAAAVRAN  75

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V S   GVQ Q+  +
+H  R
Sbjct  76   WTPEGGLPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVTVFSGVAGVQPQSETVWHQAR  133

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEIV-----
LEENT-  170
            +  +P + FINK+D+ G D  +VV  +R+KL A+  ++ + V     IV     + 
E T 
Sbjct  134  
RHGVPLMAFINKMDRPGADFDAVVAQMREKLGANPWVVARPVIEGEHIVGLVDLVAERTW  193

Query  171  --------DIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     + AW+                AV + ++ L E ++A +PI    L    
+R
Sbjct  194  
RFDDAGTPSVHAWNADERAAHADARAELVAAVADRDETLAELWLAEQPIDAAALTAALRR  253

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAAL  249
                 +  PV  GSA + +GI+PL+DA+                     + I     
A L
Sbjct  254  
GTLAGTGSPVLPGSAFRNVGIEPLLDALVAYLPSPVDRPAVVAHTDHGDETIAPDADAKL  313

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
               VFKV     G    ++R+YSG L + D V  +G +++ +I  + +    +    
+ A
Sbjct  314  AALVFKVVNQAHGP-
LAFIRVYSGRLHVGDAVWRSGTDRVQRIGRLAVVRAEDTEAVEVA  372

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+IV +     V   + L D     R    +    +L   + P+ +A   +L + 
L +
Sbjct  373  
EAGDIVAIAGWKDVATGETLSDAHHPVRLETIQAQPAVLSWRLTPERSADLLKLGNGLAR  432

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA  DP  R   D  T E ++  +G + LEV+   L  ++ ++     P V Y E 
P +A
Sbjct  433  



LAQEDPSFRVGTDPDTGETLVWGMGELHLEVMVERLRREWGVQVRTGSPRVAYQETPARA  492

Query  428  AS---
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +      +  +   +  +A + LS+ P    +   YE R + G + + FQ AV  G
+   
Sbjct  493  SGPVEGKLAKQTGGSGQFARVVLSIAPTGDDANA-
YEDRTTGGVIPKQFQAAVEKGVSSA  551

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            L +G  G+ V    +    G  ++  S    F   A + ++ AL+ +GT LLEP +   
+
Sbjct  552  
LIEGPRGYPVVGAAVAVLDGQAHAVDSNEMAFHRAAQLAVKAALEATGTVLLEPVMRVSV  611

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             AP   +     D  +    I     +++      ++P   +  Y T L   + GR
+   
Sbjct  612  
SAPGAAVGDVLGDLQRRGGQIVNLVDRQERTEIDADVPLAQLDGYSTALRSLSQGRASAT  671

Query  605  TELKGYQAAVGQ  616
                 Y+ A  Q
Sbjct  672  VAFHAYRPAATQ  683

>WP_012874664.1 elongation factor G [Thermobaculum terrenum]
 ACZ41629.1 translation elongation factor G [Thermobaculum terrenum 
ATCC 
BAA-798]
Length=697

 Score = 254 bits (649),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 181/676 (27%), Positives = 319/676 (47%), Gaps = 
81/676 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  ER+RGITI AA 
T+  
Sbjct  18   
NIGIIAHIDAGKTTTTERILFYTGRVHKMGEVHEGAATMDWMEQERERGITITAAATTCF  77

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V  A  GV+ Q+  ++    +  
+P +
Sbjct  78   
WRDHRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDAVAGVEPQSETVWRQADRYGVPRI  137

Query  125  



IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI-----  179
             F+NK+D+ G + +  VQ +RD+L ++ +  Q + +  E   +   D+  +DA+I     
Sbjct  138  AFVNKMDRMGANFERTVQMMRDRLGSNPVPIQ-
LPIGSESDFQGVVDLIDYDAIIYTDDL  196

Query  180  -----------------------------
ENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                         E +++ +  Y+ GE I+ +++    +R    
Sbjct  197  
GTRLEETAIPSHLEAEAAAAREQMIEAIAEADEEFMMLYLEGEDITPDQIRAALRRATIA  256

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GEQ------
GSAALCG  251
             +L PV  G+A K  G+QP++DA+   L  PI            GE+       +     
Sbjct  257  
RTLVPVLCGAALKNKGVQPMLDAIVNYLPSPIDIPPVRGIDPRTGEEVERTVDENEPFSA  316

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
             VFK+       +  Y R+YSG+L+       AG   +  T+ +    G +VR    
+  
Sbjct  317  LVFKIVADPFIGKLSYFRVYSGSLK-------
AGSYVMNTTKNQRERIGRLVRMHANHRE  369

Query  312  EIV-ILPSD--------SVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+  +   D        +    D L D   P  L   ++   P P++   I PKT 
A ++
Sbjct  370  EVSEVFAGDIAAAVGLKNTFTGDTLADESAPVVLESIKF---
PEPVISVAIEPKTKADQD  426

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++ +AL +LA+ DP  R + D  + + I+S +G + LEV+   ++ ++K+   +  
P V 
Sbjct  427  
KMANALARLAEEDPTFRVQTDPESGQTIISGMGELHLEVIVDRMTREFKVNANIGRPQVA  486

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   RP +A    +  +      +  + + + PL   +G ++ ++++ G + + 
+  A
Sbjct  487  YRETITRPAEAEGRFVR-
QTGGKGQYGHVWIRLEPLEDKTGFEFVNQITGGVIPREYIPA  545

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GIR  ++ G+  G+ V   +     G Y+   S+   F+    +    A ++
+G  L
Sbjct  546  
VEAGIREAMDNGVVAGYPVLGVRAILYDGSYHEVDSSEMAFQIAGSMAFRAAAQKAGPIL  605

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595



            LEP +   +  P+E++     D       IE  +++ +      ++P   +  Y 
TDL  
Sbjct  606  
LEPIMLVEVVTPEEFMGAVTGDLSSRRGHIEGMELRGNAQAIRAKVPLAEMFGYATDLRS  665

Query  596  YTNGRSVCLTELKGYQ  611
             T GR+    +   Y+
Sbjct  666  MTQGRASYTMQFDHYE  681

>AMM40290.1 elongation factor P [Candidatus Desulfofervidus auxilii]
Length=693

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 187/671 (28%), Positives = 319/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIG +AH+DAGKTT TE +L+ +G     G V +GT   D M  ER+RGITI 
+A T
Sbjct  10   
KVRNIGFIAHIDAGKTTTTERILFYTGISHLMGEVHEGTAVMDFMEEERERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGAI +  A  GV+ Q+  ++    
K ++
Sbjct  70   
TCFWRGYRINIIDTPGHVDFTVEVERALRVLDGAIGIFCAVGGVEPQSETVWRQADKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D Q  ++ +RD+L +                   D++  + V    
Sbjct  130  
PRLAFINKMDRVGADFQGCIEMMRDRLKSYPIPIQIPLGKEELFQGVIDLVKMKAVVFDE  189

Query  163  EIV--------LEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +        + E    EA        +A+ + ++ ++EKY+ G+ I +E++ +  
++ 
Sbjct  190  
ETLGAKYKYLPIPEEFQGEAKQYRERLIEALADFDEVIMEKYLEGKEIEQEEIQKTLRQG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-----------------
EQGSAAL  249
              +  L PV  GSA K  G+QPL+DA+   L  P+                      
A  
Sbjct  250  
TIELKLVPVLCGSAFKNKGVQPLLDAIVDYLPSPVNVPPIKGKTLEGKEIERPASDDAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305



               VFK+          +LR+Y+G+L++ DTV  A  G +EK+ ++ +M    + 
+I   
Sbjct  310  
TALVFKLVTDPYVGHLAFLRIYAGSLKIGDTVFNATKGVKEKIGRLLKMHANKREDITEV  369

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+IV  +        D L +          E P P++   I PKT   ++
+L  A
Sbjct  370  ---
YAGDIVAAVGLRKTTTGDTLCEERAPIILEAIEFPEPVIAVAIEPKTKEDQDKLGTA  426

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L ++A  DP  +   D  T E ++  +G + LE++   L  ++ ++  V  P V Y 
E  
Sbjct  427  
LRKIAIEDPSFKVRYDEETGETLIGGMGELHLEIIVHRLQREFNVQANVGRPQVAYRETI  486

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    I  +      +  + L + PL  G G ++   ++ G + + +  AV  
G+
Sbjct  487  TKQVKAEGRFIK-
QTGGRGQYGHVWLEIEPLPRGKGFEFVDAITGGVIPKEYIPAVEQGV  545

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E+G+  G+ +TD ++    G Y+   S+   F     + L++ +K++   
LLEP +
Sbjct  546  
REAIERGVIAGYPLTDLRVKLVDGSYHEVDSSDMAFAIAGSMALKEGVKKANPVLLEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  PQ Y+     D       I   +++K+       +P   +  Y T L   
T GR
Sbjct  606  
LLEVIVPQTYVGDVMADITARRGKIIGIEIRKNAQAIKAHVPLAEMFGYATTLRSVTQGR  665

Query  601  SVCLTELKGYQ  611
            +  + +   Y+
Sbjct  666  ATYMMQFSHYE  676

>WP_044685446.1 elongation factor G [Streptococcus suis]
 CYY59069.1 elongation factor G [Streptococcus suis]
 CYY86256.1 elongation factor G [Streptococcus suis]
 CYY84990.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 



77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  



P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFVMVFDHYE  675

>WP_058300192.1 elongation factor G [Gorillibacterium timonense]
Length=691

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 307/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIV----------------LE  167



             ++NK+D  G D    VQ +R+KL A+ + I+  +    + V                
L 
Sbjct  132  
AYVNKMDIIGADFLGAVQQMREKLGANAVPIQLPIGAENDFVGIVDLIEMKALVYKDDLG  191

Query  168  ENTD----------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  D                +E  + V E +++L  KY+ GE IS  ++    ++ 
V + 
Sbjct  192  
KQADEVEIPAELKDKAAELRLELVEKVAELDEELTMKYLEGEEISIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  G+QP++DAV      PI         E G+                
Sbjct  252  
KIFPVIAGSSYRNKGVQPMLDAVVDFLPAPIDVPDIKGHLEDGNEVTRRSADNEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L     V  A + K     +I +M   S+ EI      
Y
Sbjct  312  FKIATDPYVGRLTFFRVYSGVLSSGSYVLNATKNKRERVGRILQMHANSRQEI---
QEVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++   + PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTTTGDTLCDEKHPVILESMNFPDPVISIAVEPKTKADQDKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++LA+ DP  R   D  T++ I+  +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LSKLAEEDPTFRYYTDEETNQTIIQGMGELHLEIIVDRMLREFKVETNVGKPQVAYRETF  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G  +E+++  G + + +   V+ 
GI 
Sbjct  485  
RSAAKVEGKFVRQSGGRGQYGHVWIEFAPREAGEGFLFENKIVGGVVPREYIAPVQAGIE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP + 
Sbjct  545  
ESMKNGVLAGFPLVDIKATIFDGSYHDVDSNEMAFKIAGSMALKAAKDKCNPVLLEPIMK  604

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGDLNSRRGRIEGMDARHGAQIIRAKVPLSEMFGYSTTLRSRTQGRG  664

Query  602  VCLTELKGYQ  611
            V   E+  Y+
Sbjct  665  VYSMEISHYE  674

>WP_052779069.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMVEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305



             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_024295458.1 GTP-binding protein [[Clostridium] indolis]
Length=649

 Score = 253 bits (646),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 183/609 (30%), Positives = 290/609 (48%), Gaps = 
33/609 (5%)

Query  4    



INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I  GILAHVDAGKTT +E +LY    I   G V+      D   +ER RGITI + 
+  F
Sbjct  3    
ITFGILAHVDAGKTTFSEQVLYRERVIRTLGRVDAKNAYMDHNDIERARGITIFSDMACF  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                    ++DTPGH DF AE+ R+L V+D A+LVI+  DG+Q  T  ++  L + 
NIP 
Sbjct  63   
VHDDDTYYLIDTPGHTDFSAEMERALEVMDYAVLVINGTDGIQGHTESIWSLLERYNIPV  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN--  181
             +FINK+D      + V+  VR++ S +I+  Q +       LE+  +    D 
+IEN  
Sbjct  123  FLFINKLDVVSASYERVLWEVRERFSDNILDFQNMH------
LEKGIEGTLTDDLIENVS  176

Query  182  --
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
               ++ LEK++ G  I+ E+L      ++++  LFP + G A  G GI+  ++A   
L +
Sbjct  177  EWEEEFLEKWLDG-
TITLEELRPAIISQIKNRRLFPCFGGCALNGEGIEQFLNAFYYLTE  235

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
                  SA   G VFK+ Y   G+R  YL++  G LR+RD+++    E+ K+ +
+RI   
Sbjct  236  A-SYPTSAPFSGRVFKIRYDGHGERMTYLKILRGFLRVRDSLS----
EEEKVHQIRIFQG  290

Query  300  GEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                    A  G++V I    + R    LG+          E   P+L+ T+  K     
Sbjct  291  ERFSSIQEASAGDVVAITGPRATRAGQGLGE--------
CHEMIFPVLQPTLQAKVLYPP  342

Query  359  E----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            E     +L     L + +P L    +    ++ ++ +G++QLEV+  ++ E++++     
Sbjct  343  
EVPDRTILQIFHVLEEEEPALSVVWEESLKQLKVNIMGKIQLEVLEQVVLERFQISISFG  402

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +P +IYME   +  +   H E  P   +A + L + P   G GV +ES+  +  L  
++Q
Sbjct  403  QPEIIYMETVAEPVTGYGHFE--
PLRHYAEVALRIEPGERGKGVSFESQCHVDRLGINYQ  460

Query  475  NAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N +R  +   + +G L G  +TD KI    GL +   +   DFR      + Q L 
+   
Sbjct  461  
NLIRTHVFETIHKGVLTGSELTDVKIILVDGLSHIKHTEGGDFREAVYRAIRQGLMKGKN  520

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET-
AQVKKDEVVFTGEIPARCIQAYRTD  592
             LLEPY SF +        R  +D  KY    E      +   V  G  P      
Y  +
Sbjct  521  
LLLEPYYSFTISVSDSLTGRVLNDITKYSGRFEAPVPDGRGRTVIKGLAPVASFMNYGEE  580

Query  593  LAFYTNGRS  601
            L   T G+ 
Sbjct  581  LMIMTGGKG  589

>WP_061657391.1 elongation factor G [Bacillus cereus]
 KXY28598.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 191/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------



GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPDPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_038401063.1 elongation factor G [Campylobacter jejuni]
 AHW91532.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
R14]
Length=691



 Score = 254 bits (648),  Expect = 1e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVVNIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422



            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_087382620.1 GTP-binding protein [Faecalibacterium sp. An122]
 OUQ39447.1 translation elongation factor G [Faecalibacterium sp. 
An122]
Length=858

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/610 (31%), Positives = 300/610 (49%), Gaps = 
39/610 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + +G+LAHVD+GKTTL+E++LY +GAI + G V+      DT  LER RGITI 
+   
Sbjct  6    
KRLVVGVLAHVDSGKTTLSEAMLYRAGAIRKLGRVDHRDAFLDTDSLERARGITIFSKQA  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+     +  +DTPGH+DF AE  R++ VLD A+LVIS  DGVQ+ T  ++  LR
+  +
Sbjct  66   
LFETENACITWLDTPGHVDFSAEAERTVQVLDYAVLVISGPDGVQSHTETIWSLLRRCRV  125



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+D  G    +++  +R +L    +         +   +E+   E   A
+   
Sbjct  126  PTFLFINKMDLPGPGRDALLDQLRRRLGEGFV---------DFGADEDQRNE---
ALALC  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--  239
            ++ L++ Y+AGEP++   +V    RR     +FP ++GSA K  G+  L+  +    
+  
Sbjct  174  DEHLMDAYLAGEPLAETDIVTAIARR----
HVFPCWFGSALKVDGVDALLAGLDRWTRPA  229

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMR  295
            P GE   A     VFKV   D G R  +LR+  G L+++DT++  G E      K  
++R
Sbjct  230  PAGEHFGA----KVFKVSQDDQGARLTWLRVTGGVLKVKDTLS-
GGPEGEGWSAKADQLR  284

Query  296  IPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAP  352
            + S  +    +   PG++  +      +  + LG       +R   DPL  P+L   
+  
Sbjct  285  LYSGAKYTLANEVVPGQVCAVTGLTGAKPGEGLG------
AERDAGDPLLEPVLTYQVIL  338

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                     L  L ++ + +P L    D    +I +  +G +QLEV+ +LLS ++ 
L+  
Sbjct  339  
PQGVDVHTALANLRRIEEEEPELHVVWDETLGQIHIRLMGEIQLEVLQSLLSRRFGLDVT  398

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E  ++Y E   +A     H E  P   +A + L + PL  GSG+QY+       
L ++
Sbjct  399  FGEGGILYKETIAEAVEGVGHYE--
PLRHYAEVHLKMEPLPPGSGIQYDIDCREEVLARN  456

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  V   +     +G+  G  +TD KI    G  +   +   DFR  A   + Q 
L  +
Sbjct  457  
WQRLVIANLEEKEHRGILTGAPLTDVKITLIAGRAHLKHTEGGDFRQAALRAVRQGLMMT  516

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP+  F L  P + L RA +D  +   T   A  + +  +  G  P   ++ 
Y  



Sbjct  517  
KNVLLEPWYHFRLELPAQNLGRAMNDIQQMEGTFGPADQEGETAILEGSAPVSGLRGYPR  576

Query  592  DLAFYTNGRS  601
            +LA YT+GR 
Sbjct  577  ELAGYTHGRG  586

>WP_100620556.1 elongation factor G [Campylobacter jejuni]
 PJP35551.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ41344.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ46008.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305



             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_026593163.1 MULTISPECIES: elongation factor G [Bacillus]
 SDZ35361.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. 166amftsu]
 PFD98293.1 elongation factor G [Bacillus sp. AFS023182]
 PGX98785.1 elongation factor G [Bacillus cereus]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.



 Identities = 187/657 (28%), Positives = 305/657 (46%), Gaps = 
63/657 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGRLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGILPDTDEEVERKSSDEEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  



LSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAA  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV  G+   
L
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDAL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
KNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              P+EY+     D       +E  + + +  V    +P   +  Y T L   T GR 
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_002169326.1 MULTISPECIES: elongation factor G [Bacillus]
 EJR32447.1 elongation factor G [Bacillus cereus VD078]
 EJR95982.1 elongation factor G [Bacillus cereus VDM022]
 KEZ80057.1 elongation factor G [Bacillus mycoides]
 AJH22025.1 translation elongation factor G [Bacillus mycoides]
 KUH45811.1 hypothetical protein M2E15_3225 [Bacillus mycoides]
 KZE08258.1 Translation elongation factor G [Bacillus mycoides]
 SFQ91318.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. ok634]
 OOQ95671.1 elongation factor G [Bacillus mycoides]
 OOR18251.1 elongation factor G [Bacillus mycoides]
 OOR55684.1 elongation factor G [Bacillus mycoides]
 OOR66588.1 elongation factor G [Bacillus mycoides]
 OSX90478.1 hypothetical protein S3E15_01723 [Bacillus mycoides]
 OSY03080.1 hypothetical protein S2E19_03126 [Bacillus mycoides]
 OSY08791.1 hypothetical protein BTJ48_02286 [Bacillus mycoides]
 OSY12287.1 hypothetical protein BTJ44_00164 [Bacillus mycoides]
 PGA04268.1 elongation factor G [Bacillus mycoides]
 PJN58327.1 Elongation factor G [Bacillus mycoides]
 PJN70667.1 Elongation factor G [Bacillus mycoides]
 PQZ51155.1 elongation factor G [Bacillus sp. MYb209]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 



T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYSNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  



G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_002868787.1 MULTISPECIES: elongation factor G [Campylobacter]
 A1VYJ8.1 RecName: Full=Elongation factor G; Short=EF-G
 EAQ73060.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni 81-176]
 EIB17592.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
129-258]
 ETJ84295.1 elongation factor P [Campylobacter jejuni subsp. jejuni 
81-176-UMCW7]
 ETN90708.1 elongation factor P [Campylobacter jejuni subsp. jejuni 
81-176-UMCW9]
 OEV60175.1 translation elongation factor G [Campylobacter jejuni]
 OEX84450.1 translation elongation factor G [Campylobacter sp. 
BCW_4319]
 OEY01265.1 translation elongation factor G [Campylobacter jejuni]
 OIT77685.1 translation elongation factor G [Campylobacter jejuni]
 OIT79104.1 translation elongation factor G [Campylobacter jejuni]
 OIT81139.1 translation elongation factor G [Campylobacter jejuni]
 OIT85908.1 translation elongation factor G [Campylobacter jejuni]
 OIT92353.1 translation elongation factor G [Campylobacter jejuni]
 OIT92415.1 translation elongation factor G [Campylobacter jejuni]
 OIU23395.1 translation elongation factor G [Campylobacter jejuni]
 OIU26643.1 translation elongation factor G [Campylobacter jejuni]
 OIU35536.1 translation elongation factor G [Campylobacter jejuni]
 OIU42829.1 translation elongation factor G [Campylobacter jejuni]
 ASN49562.1 elongation factor G [Campylobacter jejuni]
 ASQ33287.1 elongation factor G [Campylobacter jejuni]
 PJQ04271.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ13908.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
Length=691



 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVPNIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422



            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_085660288.1 elongation factor G [Prosthecochloris sp. HL-130-
GSB]
 ARM31613.1 elongation factor G [Prosthecochloris sp. HL-130-GSB]
Length=704

 Score = 254 bits (649),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/679 (27%), Positives = 321/679 (47%), Gaps = 
72/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGRLHKMGEVHEGGATMDWMEQEKERGITITSAAT  68

Query  62   SFQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +  W          + ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q
+  +
Sbjct  69   
TCFWEPRYGIYKGMKHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETV  128



Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---------------------  151
            +    K N+P V ++NK+D+ G +    V+S+R++L A+                     
Sbjct  129  
WRQANKYNVPRVAYVNKMDRTGANFFDAVKSIRERLGANPVPIQIPIGQGEMFAGVVDLI  188

Query  152  -----IIIKQTVSLSPEIVLEENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISREK  199
                 I  K+  S   E+ +  + + EA  W     +AV E ++ LLEKY+ GE I
+ ++
Sbjct  189  
RMKGIIYDKEDGSTYEEVEIPHDLESEAKHWRINMLEAVSEVDESLLEKYLEGEDITEDE  248

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGE---  243
            + +  +R     ++ P   GS+ K  G+Q ++D             AV+G      
E   
Sbjct  249  
VRKVLRRATLQGAIIPALCGSSFKNKGVQFMLDTVIECLPSPVDVGAVSGHHPDTDEDIV  308

Query  244  ---QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRI  296
               +  A   G  FK+       +  + R+YSG+L+    +       +E++ ++ 
+M  
Sbjct  309  
REPKDEAPFAGLAFKIATDPFVGKLTFFRVYSGSLKAGSYILNSTTGKKERIGRLLQMHS  368

Query  297  PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              + E    D  + G+I   +    V+  D + D ++         P P+++  I 
PKT 
Sbjct  369  NKREE---
RDEVFAGDIAAAVGMKDVKTGDTMCDESKPIILEKMVFPEPVIQIAIEPKTK  425

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A  ++L  +L++LA+ DP  R   D  T + +++ +G + LEV+   L  ++K+E  
V +
Sbjct  426  
ADSDKLGLSLSKLAEEDPTFRVSSDEETGQTLIAGMGELHLEVLVDRLKREFKVEANVGQ  485

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   K+  H      +      +  + + V PL  G G ++   +  G + 
+ +
Sbjct  486  
PQVAYRETIKKSVEHEGKFVRQSGGKGQFGLVNIRVEPLEQGKGYEFVDAIKGGVIPREY  545

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV +GI+  ++ G+  G+ V D K+    G Y+   S+   F+    I  + A+
+++ 
Sbjct  546  



IPAVSNGIQEAMKDGVVAGYPVQDVKVTLFDGKYHEVDSSEMAFKIAGSIGFKGAVRKAD  605

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EYL     D       IE    +        ++P   +  
Y T 
Sbjct  606  
PIVLEPIMKVEVITPEEYLGDVMGDLSSRRGHIEGMGERAGAQFVKAKVPLSEMFGYSTV  665

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR+    E + Y+
Sbjct  666  LRSMTQGRANYTMEFEEYR  684

>WP_071878739.1 elongation factor G [Enterococcus silesiacus]
 ALS01991.1 elongation factor G [Enterococcus silesiacus]
 OJG89007.1 elongation factor G [Enterococcus silesiacus]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 313/675 (46%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252



              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMCGSAFKNKGVQIMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            + G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  FSGDI----AAAVGLKDTTTGDTLCAIDSPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    PL  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_002920299.1 elongation factor G [Streptococcus sanguinis]
 EGG38760.1 elongation factor G [Streptococcus sanguinis SK1087]
Length=693



 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L    
+R  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNDELKAGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_086048833.1 elongation factor G [Vibrio alginolyticus]
 ARP37433.1 Elongation factor G 1 [Vibrio alginolyticus]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 314/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +



Sbjct  66   
SCFWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEITDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP + GSA K  G+Q ++DAV            QP+    GE+ G+ A+  
+  
Sbjct  246  
TRDIAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDENGEETGNHAIVSTEE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  SFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 



QLLEP 
Sbjct  542  
FAGMMENGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFAQY  672

>WP_010562292.1 elongation factor G [Pseudoalteromonas spongiae]
 ATC97390.1 elongation factor G [Pseudoalteromonas spongiae 
UST010723-006]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/691 (28%), Positives = 317/691 (46%), Gaps = 
74/691 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V   L A+ +++   + +  E      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDEFCGVVDVLEKKAYV--
WDET  186

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E++    
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHEMLIESAVEQDDDLMEAYMEGEIPSLEQIKACIRKGT  246



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV-------  253
            +D + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V       
Sbjct  247  
RDLAFFPTYCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDKETGEPTGEVATVSADE  306

Query  254  ------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
EI 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADDRNEIT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYRE  482

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITQEIEDSYTHKKQSGGSGQFGKIDYRIKPGEQNSGFTFSSSVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FASMMEEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGYQAA---VGQPVIQPRRPNSR  627
            R     E   Y A    V + VI  ++  ++
Sbjct  663  RGQFSMEFSHYAACPANVAETVIAEQKEKNK  693

>WP_008218763.1 elongation factor G [Vibrio splendidus]



 EDK29289.1 elongation factor G [Vibrionales bacterium SWAT-3]
 PQJ57169.1 translation elongation factor G [Vibrio splendidus]
Length=696

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 309/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIKDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V         
Sbjct  249  
IAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVSVDEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  RALAFKI-
MDDRFGALTFIRIYSGVMKKGDTILNSATGKTERIGRMVEMQADERNELT--  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ ++   +V+    L D            P P++   ++PK     E+
+  A



Sbjct  366  -
SAQAGDIIAVVGMKNVQTGHTLCDQKHECTLEPMIFPTPVISIAVSPKDKGGSEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  T E IL  +G + L++   +L   Y ++ VV  P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLVVGAPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA   S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  
G  
Sbjct  485  
TKAVEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFTFSSSVVGGNVPKEFWPAVEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
SMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMN  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFLQY  673

>WP_023626434.1 elongation factor G [Bacillus sp. 17376]
 ESU31442.1 elongation factor P [Bacillus sp. 17376]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++ D+L A                               
Sbjct  129  
PRVVFVNKMDKLGADFLYSVSTIHDRLQANAHPIQLPIGAEDEFEAIIDLVEMRAVFYGN  188

Query  151  DIIIKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  + TV   PE  + +  +   +  +AV E +++L+EKY+ GE ++ E++    
++  
Sbjct  189  
DLGTEITVGEIPEEYMAQAEEYREKLVEAVAELDEELMEKYLGGEELTVEEIKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV                 P  E+        
S   
Sbjct  249  
TNVEFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDSEEEVERHADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANSRQEISKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      + P P+++ ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDDKNLVILESMQFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  425  LKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             ++AS       +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RESASVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DALDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCKPVILEPVMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E    + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYLGDIMGMITARRGRVEGMDARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMHFDHYE  675

>WP_019713054.1 elongation factor G [Bacillus subtilis]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/687 (28%), Positives = 320/687 (47%), Gaps = 
70/687 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P ++F+NK+D+ G D    V ++RD+L A                               
Sbjct  129  
PRIVFVNKMDKIGADFLYSVGTLRDRLQANAHAIQLPIGAEDNFEGIIDLVENVAYYYED  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +      PE   E+  ++     +AV E +++L++KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTRSDAKEIPEEYKEQAEELRNSLIEAVCELDEELMDKYLEGEEITIDELKAGIRKGT  248

Query  209  



QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGS----------------  252
             +   +PV  GSA K  G+Q ++DAV        +   AA+ G+                
Sbjct  249  LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTD--
VAAIKGTRPDTNEEIERHSSDEE  306

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI 
Sbjct  307  
PFSALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSTKGKRERVGRILQMHANSREEIA  366

Query  304  RTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               T Y G+I   +        D L D   L      E P P++   I PK+ A +
+++ 
Sbjct  367  ---
TVYAGDIAAAVGLKDTTTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMG  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  424  
IALAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRE  483

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R           +      +  + +   P   G+G ++E+ +  G + + +  
AV+ G
Sbjct  484  
TFRTGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAVQAG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   LE G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLEP 
Sbjct  544  
LEDALENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASMALKNAVKKCNPVLLEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T G
Sbjct  604  
MKVEVVIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATALRSNTQG  663

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRR  623
            R      +  Y+    +V + +I+  +
Sbjct  664  RGTFTMFMDHYEEVPKSVSEEIIKKNK  690

>KPJ85412.1 elongation factor G, partial [Parcubacteria bacterium 
SG8_24]



Length=636

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 183/626 (29%), Positives = 289/626 (46%), Gaps = 
82/626 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTVTERVLFYTGKKHKIGEVHEGEATMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+++     GV+ Q+   +H      
+
Sbjct  69   
TCFWKDHQINIIDTPGHIDFTVEVKRSLRVLDGAVVIFDGVAGVEPQSETNWHYADDYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + FINK+D+ G D    ++++ D+L+                    D++ ++ +    
Sbjct  129  
PRLCFINKLDRTGADFFYDLKTIHDRLTQKALPLQLPIGAESGFRGIVDLLNRKAIVYKD  188

Query  163  EIVLE-ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E  +I        E W     +A++EN++ L+EKY+AGE I+ E+L    
+R  
Sbjct  189  
DLGREIEEVEIPEDMKDQAEEWRGKLLEAIVENDEGLMEKYLAGEDIAVEELKPVLRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ--------
GSAA  248
             +  + PV  G+A K  G+QP++DAV                 P  E+            
Sbjct  249  
INLDIVPVLCGTALKNKGVQPMLDAVNDYLPSPLDVPPVKGTHPRDEEQVEERQADDDEP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
                 FK+       +  + R+YSGTL+       AG   L  T       G IVR    
Sbjct  309  FAALAFKIAADPFIGKLCFFRVYSGTLK-------
AGSYVLNTTTGDRERIGRIVRMHAN  361

Query  309  YPGEIVILPSDSVRLNDVLG----DPTRLPRKRWRED----------
PLPMLRTTIAPKT  354
               E+     + +R  D+        T       RED          P P++   + 
PKT
Sbjct  362  SREEV-----
EEIRAGDIAAAVGLKKTFTGDTLCREDKPIVLEQIVFPEPVISLAVEPKT  416

Query  355  



AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A +E+L  AL +LA+ DP  R   D  T + I+S +G + LEV+   L  ++K+E  
V 
Sbjct  417  
KADQEKLGTALMKLAEEDPTFRVRTDEETMQTIISGMGELHLEVIVDRLKREFKVEANVG  476

Query  415  EPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E   K AS       +      +    L V P     G ++   +  G 
+ + 
Sbjct  477  
TPQVAYRESITKEASAEGKYIRQSGGRGQYGHCYLKVKPKGRSEGFEFHDEIRGGVIPRE  536

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F  AV  G++  L++G+  G+ + D  +    G Y+   S+   F+    +  + A 
K +
Sbjct  537  
FIPAVEKGVKEALDRGVIAGYPIVDVDVTLYDGTYHDVDSSEVAFKIAGSMAFQDACKLA  596

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHD  557
            G  LLEP +   +  P+E++     D
Sbjct  597  GPILLEPIMKVEVITPEEFMGDVIGD  622

>WP_065168251.1 elongation factor G [Photobacterium aquimaris]
 OBU15229.1 translation elongation factor G [Photobacterium 
aquimaris]
 OBU23297.1 translation elongation factor G [Photobacterium 
aquimaris]
 PSU30995.1 elongation factor G [Photobacterium aquimaris]
 PSW01763.1 elongation factor G [Photobacterium aquimaris]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 199/688 (29%), Positives = 322/688 (47%), Gaps = 
76/688 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   VV  V++ L A                   D++ +Q   +  
+  
Sbjct  129  IFVNKLDRMGADFYRVVDQVKNVLGATPLVMTLPIGTEEDFVGVVDVLTRQAF-
VWDDTG  187

Query  166  LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN            D+EA+     +  +E +D LLE Y+ GE  S E L R  +
+  +
Sbjct  188  
LPENFEIQEVPANMVDDLEAYREELVETAVEQDDVLLEAYMEGEEPSIEDLKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV--------  253
            D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V        
Sbjct  248  
DLAFFPTFCGSAYKNKGVQNILDAVVDYLPAPDEVDPQPLTDPETGEPTGEVATVSADEP  307

Query  254  -----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+     G    ++R+YSG L   DT+   A    E++ ++ EM+   + 
E+  
Sbjct  308  FRALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSATGKTERIGRMVEMQADERNEL--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              +A  G+I+ I+   +V+    L D            P P++   + PK     E
++  
Sbjct  365  -
SSAQAGDIIAIVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVTPKDKGGSEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P V 
Y E 
Sbjct  424  
AIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRET  483

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K    S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  A+  
G 
Sbjct  484  
ITKPVEDSYTHKKQSGGSGQFGKIDYVMKPGEVGSGFKFTSSVIGGNVPKEFWPAIEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KGMMDTGVLAGFPVLDVEIELLDGAFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIM  603



Query  541  SFILYAPQEYLSRAYHDAPKYCATI--
ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            +  ++ P++++     D  +    I  +TA V    +    ++P   +  Y   L   
T+
Sbjct  604  NVDVFTPEDHVGDVIGDLNRRRGMIKDQTAGVTGSRI--
KADVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVIQPRR  623
            GR     E   Y    A V + VI  ++
Sbjct  662  GRGQFSMEFSHYAPCPANVAEKVIAEQK  689

>WP_066238100.1 elongation factor G [Anaerosporomusa subterranea]
 KYZ77688.1 elongation factor G [Anaerosporomusa subterranea]
Length=694

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 313/677 (46%), Gaps = 
78/677 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TCQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL----
SPEIVL  166
            P + ++NK+D  G D   VV  ++ +L A+ +            K +V L    S   
V 
Sbjct  129  
PRMAYVNKMDITGADFYRVVDMMKSRLGANAVPIQLPIGSEDTFKGSVDLITMKSRVYVD  188

Query  167  EENTDIEA-----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            ++ T +EA                  DAV E++D L+ KY+ GE ++ E++ +  +
+   
Sbjct  189  
DKGTAVEAEIPEDLQEQAEIYRLQLLDAVAESDDALMMKYLEGEELTVEEIKQGIRKATI  248

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSA  247
               + PV  GS+ K  G+Q L+DAV                           P  E   
+
Sbjct  249  



ACKMTPVICGSSYKNKGVQALLDAVIAYMPAPTDIGAINGVDPDTNEPDHRDPSDELPFS  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
            AL    FK+       +  + R+YSGTL     V       RE++ +I +M    + 
EI 
Sbjct  309  ALA---
FKIMADPYVGKLAFFRVYSGTLASGSYVYNSTKGKRERIGRILQMHANHREEI-  364

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQR  358
              +  Y G+I    + +V L D     T    K          P P++   + PKT 
A +
Sbjct  365  --EIVYTGDI----
AAAVGLKDTTTGDTLCDEKNAIILESMVFPDPVISIAVEPKTKADQ  418

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA+ DP  R   D+ T + I+  +G + LE++   +  ++K++  V 
+P V
Sbjct  419  
EKMGTALGRLAEEDPTFRMYTDAETGQTIIQGMGELHLEIIVDRMLREFKVDCSVGKPQV  478

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   + +KA    +  +      +    L + P + G G  +E++   G + + 
+ N
Sbjct  479  AYRETIRKTVKAEGKFVR-
QSGGRGQYGHCWLELIPQAPGEGFVFENKTVGGSIPREYIN  537

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V  G++  +E G+  G+ + D K+    G Y+   S+   F+    +  +   ++
+   
Sbjct  538  
PVEAGVKEAMENGVMAGFPMVDIKVVVYDGSYHDVDSSEMAFKIAGSMGFKAGAQKANPA  597

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY+   +  P+EYL     D       IE  + +         +P   +  Y 
TDL 
Sbjct  598  
LLEPYMKVEVQVPEEYLGDVIGDLNSRRGRIEGMEPRSGVQSIRSFVPLSEMFGYSTDLR  657

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR     E   Y+
Sbjct  658  SKTQGRGNYSMEFDHYE  674

>KXT70772.1 Translation elongation factor G [Streptococcus gordonii]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.



 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_060971223.1 elongation factor G [Streptococcus sp. CCH8-G7]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_043012759.1 elongation factor G [Campylobacter jejuni]
 AJK82462.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 AJK84296.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  



CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMFREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_038814876.1 elongation factor G [Campylobacter jejuni]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.



 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIRGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 



Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>OGX43041.1 translation elongation factor G [Omnitrophica WOR_2 
bacterium 
RIFCSPLOWO2_02_FULL_45_28]
 OGX49909.1 translation elongation factor G [Omnitrophica WOR_2 
bacterium 
RIFCSPLOWO2_12_FULL_46_30]
Length=699

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 318/673 (47%), Gaps = 
68/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA T
Sbjct  10   
KIRNIGIVAHIDAGKTTTTERVLFYTGKTYKIGEVHEGTAIMDWMPQEQERGITITAACT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDGA+++    +GV+ Q+  ++    
+ N+
Sbjct  70   



TCFWQDCRINIIDTPGHVDFTIEVERSLKVLDGAVVLFDGVNGVEPQSETVWRQADRYNV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P + F+NK+D+    +   V+ +  +L A                   DII  +      
Sbjct  130  
PRICFVNKMDRPAASISETVKQIHSRLGANAAAVQLPYGSEENFRGIIDIIEDKLYLYED  189

Query  157  ------TVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  TV   PE +  +  + +A   + + E++D+L++ ++  +P+ +E + +  
+R V
Sbjct  190  
PTGKEYTVLDVPEELKAQVKEAKAQLLEHLAESDDELMQYFVENKPVPKELIKKAIRRTV  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG-------------------
SAAL  249
                  PV  G+A K  GIQPL+DAV        E+G                    
A  
Sbjct  250  
VSGKFVPVLCGAAFKNKGIQPLLDAVCAYLPSPLERGQIKGIDPNTDQYEERAVNDDAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKLKITEMRI--
PSKGEIVRTD  306
            CG  FKV       R  ++R+YSG L     +  A  R K ++T++ +   +K 
EIV  +
Sbjct  310  
CGLCFKVASDPYVGRLSFVRIYSGALSSGSYIYNATKRSKERVTKIVLMHANKQEIV--E  367

Query  307  TAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                G+I  ++     +  D L D   P  L    +   P P++  +I PKT A 
+E+L 
Sbjct  368  RVATGDICAVVGLKDTKTGDTLCDEKTPIILESMHF---
PEPVISQSIEPKTKADQEKLG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L+D DP  R + D  T + I+S +G++ L+++   L  ++ + + V +P V 
Y E
Sbjct  425  
MALKRLSDEDPSFRVKYDHETGQTIISGMGQLHLDIIVDRLLREFTVASTVGQPQVAYKE  484

Query  423  RPLKAASHTIHI--EVPPNPFWASIGLSVTPLSL-
GSGVQYESRVSLGYLNQSFQNAVRD  479
               K    T     +      +    L + P    G+GV +E ++  G + + F  
AV++
Sbjct  485  
TLTKKIISTGKFIQQSGGRGQYGHCVLEMKPQEAPGAGVTFEDKLKGGVIPREFVPAVKN  544

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+    + G+  G+ V D  +    G ++   S+   F+    I     L+++   
LLEP



Sbjct  545  
GVMASAKTGILAGYPVIDVAVTLIDGSFHDVDSSELAFQMAGSIAFSDGLRQASCILLEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E++     D     A I +   + +  V    +P   I  Y T     
T 
Sbjct  605  
IMDMEVVVPEEFMGSIIGDLNSRRAKIVSLGQRANTRVIRAHVPLAEIFNYATITRSLTQ  664

Query  599  GRSVCLTELKGYQ  611
            GR+    E   YQ
Sbjct  665  GRATYSMEPSFYQ  677

>EEK75388.1 Elongation factor G 2 [Bacillus cereus AH621]
 EEL08252.1 Elongation factor G 2 [Bacillus cereus BDRD-ST196]
Length=699

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYANDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL



Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>WP_061736704.1 elongation factor G [Staphylococcus aureus]
 CXW25855.1 protein translation elongation factor G (EF-G) 
[Staphylococcus 
aureus]



Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/666 (28%), Positives = 311/666 (47%), Gaps = 
74/666 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TVAWEGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTV  158
            P ++F+NK+D+ G + +  V ++ D+L A                   D++     
K T 
Sbjct  129  
PRIVFVNKMDKLGANFEYSVSTLHDRLQANAAPIQLPIGAEDEFEAIIDLVEMKCFKYTN  188

Query  159  SLS----------
PEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L             +   E       +AV E +D+L+EKY+  E IS  +L    
++  
Sbjct  189  
DLGTEIEEIEIPEDHLDRAEEARASLIEAVAETSDELMEKYLGDEEISVSELKEAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQG-------------SAA  248
             +   +PV  G+A K  G+Q ++DAV          +P IG +              
SA 
Sbjct  249  
TNVEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPEEEAIAKADDSAE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGT+     V       RE++ ++ +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTMTSGSYVKNSTKGKRERVGRLLQMHANSRQEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
             DT Y G+I      +V L D     T    K        E P P++  ++ PK+ 
A ++
Sbjct  367  -DTVYSGDIAA----



AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP      D  T ++I+  +G + L+++   + +K+ +E  V  
P V 
Sbjct  422  
KMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKKFNVECNVGAPMVS  481

Query  420  YMERPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   K+++        +      +  + +  TP   G+G ++E+ +  G + + 
+  +
Sbjct  482  YRE-
TFKSSAQVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPS  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+
Sbjct  541  
VEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       ++  + + +  V    +P   +  Y T 
L  
Sbjct  601  
LEPMMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRS  660

Query  596  YTNGRS  601
             T GR 
Sbjct  661  NTQGRG  666

>EGV11803.1 translation elongation factor G [Streptococcus infantis 
X]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    



+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_054611831.1 GTP-binding protein [Lysinibacillus sp. ZYM-1]
 KPN97090.1 elongation factor G [Lysinibacillus sp. ZYM-1]
Length=646

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/609 (30%), Positives = 293/609 (48%), Gaps = 
22/609 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +LY + +I   G V+      D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLYHTNSIQARGRVDHQDAYLDNHELERKRGITIFAEQGRMFI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LRK +
+PT  
Sbjct  65   
DDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRKYHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN---
TDIEAWDAVIENN  182
            F+NKID+ G D+++V+  +    S  ++        P   L+EN   + I  W A  
E +
Sbjct  125  FVNKIDREGADVEAVITLLHKDCSEHVLFID----EP---
LQENYVSSRIMEWLA--ERD  175

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            ++LL  ++  E +  E+ + + Q  +Q+ S FP + GSA K  GIQ  +  +  L     
Sbjct  176  EELLNAFL-
NESLEPEECLTQLQAMIQNESAFPCFTGSALKDEGIQEFLAQLPLLTGTHF  234

Query  243  



EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            +Q  A   G VFK+ + D  QR  +++  +G L +RD     G    KITE+R+ +    
Sbjct  235  DQ-DAPFQGEVFKIRH-DGHQRLTFIKAITGKLHVRDEFTF-
GDHTEKITEIRLYNGSRF  291

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                    GEI  +   S + N  +GD     +     + +P L+  +  +     
+ +L
Sbjct  292  ETVKQVEAGEIFAVKGLS-QAN--
IGDRIGCNKLSEPYELVPTLQAKVQYEGDQHIKEVL  348

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   +P LR        EI +  +G +QLEV+  +L +++ L     EP +
+YME
Sbjct  349  
KIFHLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLVEVLMKRFALNVSFGEPKILYME  408

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                  +   H E  P   +A + L + P + G+G+ + +      L+   Q  V   
+ 
Sbjct  409  TIATTVTGYGHFE--
PLKHYAEVHLLMEPNARGAGITFSNACHADDLSLGNQRLVEKHLF  466

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G+ VTD       G  ++  ++  DFR  +   L Q L+++   
LLEPY  
Sbjct  467  
ERDHHGLLTGFAVTDVHFTLLTGRGHNEHTSGGDFREASFRALRQGLEQAQNVLLEPYYR  526

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F + A  +++ R   D  +   T +   + + +VV TG  P     +Y T  A 
YTNG+ 
Sbjct  527  
FKMKASNDFIGRMMTDIQQAAGTFDDPVLTETDVVLTGRAPVATFMSYSTTFAAYTNGKG  586

Query  602  VCLTELKGY  610
                +  GY
Sbjct  587  ALTLQFDGY  595

>WP_002113318.1 MULTISPECIES: elongation factor G [Bacillus]
 EJQ38526.1 elongation factor G [Bacillus cereus BAG5X1-1]
 EJQ56731.1 elongation factor G [Bacillus cereus BAG6X1-2]
 EJQ58918.1 elongation factor G [Bacillus cereus CER074]
 EJQ69415.1 elongation factor G [Bacillus cereus CER057]
 EJR24857.1 elongation factor G [Bacillus cereus VD048]
 EJR43899.1 elongation factor G [Bacillus cereus VD107]
 EJR97610.1 elongation factor G [Bacillus cereus VDM034]
 EJS16795.1 elongation factor G [Bacillus cereus VDM062]



 EJV58751.1 elongation factor G [Bacillus cereus BAG6O-2]
 EJV73547.1 elongation factor G [Bacillus cereus BtB2-4]
 EOO42690.1 elongation factor G [Bacillus cereus VDM019]
 EOP48318.1 elongation factor G [Bacillus cereus VD146]
 GAE43115.1 elongation factor G [Bacillus mycoides NBRC 101238 = DSM 
11821]
 ETT84535.1 elongation factor G [Bacillus mycoides FSL H7-687]
 AIW88121.1 translation elongation factor G [Bacillus mycoides]
 KIV71479.1 Translation elongation factor G [Bacillus mycoides]
 KMQ11931.1 elongation factor G [Bacillus mycoides]
 KWU59913.1 elongation factor G [Bacillus mycoides]
 KZD38882.1 Translation elongation factor G [Bacillus cereus]
 SCA97236.1 Elongation factor G [Bacillus mycoides]
 SCM91494.1 Elongation factor G [Bacillus mycoides]
 SCM84730.1 Elongation factor G [Bacillus mycoides]
 OFD49534.1 elongation factor G [Bacillus mycoides]
 OFD51715.1 elongation factor G [Bacillus mycoides]
 OFD52664.1 elongation factor G [Bacillus mycoides]
 OFD66659.1 elongation factor G [Bacillus mycoides]
 OFD68068.1 elongation factor G [Bacillus mycoides]
 OFD69687.1 elongation factor G [Bacillus mycoides]
 OFE01579.1 elongation factor G [Bacillus mycoides]
 OFE02402.1 elongation factor G [Bacillus mycoides]
 OFE04085.1 elongation factor G [Bacillus mycoides]
 OHX33886.1 elongation factor G [Bacillus mycoides]
 OOR04143.1 elongation factor G [Bacillus mycoides]
 OOR10302.1 elongation factor G [Bacillus cereus]
 OOR32774.1 elongation factor G [Bacillus mycoides]
 OTY23365.1 elongation factor G [Bacillus thuringiensis serovar 
asturiensis]
 OTY30990.1 elongation factor G [Bacillus thuringiensis serovar 
navarrensis]
 PEK94991.1 elongation factor G [Bacillus mycoides]
 PFX91817.1 elongation factor G [Bacillus mycoides]
 PGY09800.1 elongation factor G [Bacillus cereus]
 PRD07486.1 elongation factor G [Bacillus sp. MYb56]
 PTW47243.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. OV752]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYANDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIERVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEAIERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>KUK03224.1 Elongation factor G [Thermotoga sp. 50_64]
 KUK25372.1 Elongation factor G [Thermotoga sp. 50_1627]
Length=694

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 201/674 (30%), Positives = 312/674 (46%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT +E +LY +G     G+V++GT   D M  E+
+RGITIQAA T
Sbjct  13   
KLRNIGIMAHIDAGKTTTSERILYYTGRKHMLGNVDEGTATMDWMEQEKERGITIQAAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K  +
Sbjct  73   
TCFWKGYRINLIDTPGHVDFTIEVERSLMVLDGAIAVFDATAGVEPQSETVWRQANKYGV  132

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS--------------------  161
            P + F+NK+D+ G D    ++++ D+L A  +  Q    S                    
Sbjct  133  
PRLAFMNKMDKIGADFDMAIKTMIDRLHAKPVAIQMPIGSEKDFTGVIDLLKMKAIYWIS  192

Query  162  -----------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       P  +L E  D   E   A+ E ++++L  Y+  E I  EKL    
+R  
Sbjct  193  
EDGSQYVEEEIPSQLLSEAEDRREELISAIAEEDEEILNLYLEDEEIPIEKLKAAIRRLT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ---------------------



PIGEQGSA  247
                + PV  G+A +  GIQPL+DAV                          P  E 
G  
Sbjct  253  
IANEIVPVLCGAAARNKGIQPLLDAVIDYLPSPLDLPPLRAQTPDGEDVEIVPSEETGFT  312

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIV  303
            AL    FK++      +  YLR+YSG L     V  +    RE++ ++  M    + 
EI 
Sbjct  313  ALA---
FKIQVDPYVGKLTYLRVYSGRLNKGSYVYNSTKNIRERVARLMFMHADKREEI-  368

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              + A PG+IV ++   S    D L D  R         P P++   I   T  + 
E+++
Sbjct  369  --
EFARPGDIVAVVGLKSTTTGDTLCDENRPVIIERFNFPEPVISVAIEAPTKEEEEKMV  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+T L++ DP L+  VD  T +IILS +G + LE+V+  L  ++ +   V  P V 
Y E
Sbjct  427  
RAVTALSEEDPTLKVGVDKETGQIILSGMGELHLEIVTDRLKREFNVNIRVGRPQVSYRE  486

Query  423  RPLKAA-SHTIHI-EVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNAVR  478
               KAA +   +I +      +  + +   P+    G  +E  + +  G + + +  
A+ 
Sbjct  487  
TITKAAVAEGKYIRQTGGRGQYGHVVVRFEPIPYEKGKHFEFINNIVGGTIPKEYIPAIE  546

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR  +E G + G+ +   +     G Y+   S+   F+  A +  + A+KE    
LLE
Sbjct  547  
QGIREAMETGYVAGYPMIGVRAVLIDGSYHEVDSSEIAFKIAASLAFKNAMKECEPVLLE  606

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D     A IE  + K +  +     P   +  Y T L   
+
Sbjct  607  
PVMKLEIITPEEYLGSIIADLSSRRANIEGLETKGNTKIIRATAPMSELFGYATVLRSLS  666

Query  598  NGRSVCLTELKGYQ  611
             GR+V   +   YQ
Sbjct  667  QGRAVYTAQFSHYQ  680

>WP_075098544.1 elongation factor G [Streptococcus acidominimus]



 OLF50505.1 translation elongation factor G [Streptococcus 
acidominimus]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPVDIPAIKGINPDTDAEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK



+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_011999744.1 elongation factor G [Streptococcus gordonii]
 A8AUR6.1 RecName: Full=Elongation factor G; Short=EF-G
 ABV10659.1 translation elongation factor G [Streptococcus gordonii 
str. 
Challis substr. CH1]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 



F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_063524498.1 elongation factor G [Vibrio sp. HI00D65]
 KZX62629.1 elongation factor G [Vibrio sp. HI00D65]
Length=696

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/669 (29%), Positives = 306/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------



EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIKDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V         
Sbjct  249  
LAFFPTFCGSAFKNKGVQIVLDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG L   DT+  A   K     ++ EM+   + E
+   
Sbjct  309  RALAFKI-
MDDRFGALTFIRIYSGVLNKGDTILNAATGKTERIGRMVEMQADERNELT--  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ ++   +V+    L D            P P++   ++PK     E+
+  A
Sbjct  366  -
SAQAGDIIAVVGMKNVQTGHTLCDQKHECTLEPMIFPTPVISIAVSPKDKGGSEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  T E IL  +G + L++   +L   Y ++ VV  P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLVVGAPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA   S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  
G  
Sbjct  485  
TKAVEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFTFSSTVVGGNVPKEFWPAVEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
SMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMN  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITSGRG  664



Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFLQY  673

>WP_102695763.1 GTP-binding protein [Lactobacillus gasseri]
 PMC32250.1 tetracycline resistance protein TetP [Lactobacillus 
gasseri]
Length=640

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 190/618 (31%), Positives = 303/618 (49%), Gaps = 
38/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D+  LE++RGITI 
+ +
Sbjct  1    
MKKLTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDSDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
AHIQNENSELLLLDTPGHIDFAQEMEETLGVLDYAILVVSASEGVTAYTQTLWNLLKNHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    D + V+  +       I+    V        +E +D   ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKADKEKVLHDLS------ILDDSCVEFG-----DEGSDF--
YEKIAT  167

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ +LE+Y+    I  E++     QRR+     FPVY+G+A K  G+   +  +    
+
Sbjct  168  ADEAILEEYLESGQIKDEEIKDLIFQRRI-----
FPVYFGAALKLKGVAEFLQGLDKWTK  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             I  +        +FK+ + + G+R  +L++  G LR +    L   E  K+ E+R
+ + 
Sbjct  223  KI--EYPEKFASRIFKISHDEKGERLTWLKVTGGELRAK--TELMPDE--
KVNEIRLYNG  276

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR-  358
             +     +A  GEI  +           G      R +      P+L  T A +T   
+ 



Sbjct  277  TKYQVVPSAQAGEIAAISGLKTTYP---GQGLGFERDQTNFTMQPVL--
TYAVQTVPDKM  331

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
               L AL QL D +P L  + D    EI +  +G++QLE++  +L +++ L+    
+  +
Sbjct  332  
HATLTALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILHDRFGLKAEFAQGKI  391

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E    +     H E  P   +A + L + P  LGSG+ +++  SL  L + +Q
+ V 
Sbjct  392  LYQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSLEVLPKKWQDQVM  449

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ---  534
            D +      G L G  +TD +I    G   +  +   DFR      L Q L E   
Q   
Sbjct  450  
DSLANKEHLGVLTGSPLTDMEITLVGGRGSNVHTVDGDFREATYRALRQGLMELKAQNQV  509

Query  535  -
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   +E + RA +D  K     E  +   D V  TG+ P   +Q Y 
T++
Sbjct  510  
SLLEPWYQFTLRINREQVGRAINDIEKKGGKFEIGESDHDVVTITGQAPVAQMQDYATEV  569

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT+G         GY+
Sbjct  570  RNYTHGSGQLECLFAGYR  587

>WP_103158763.1 elongation factor G [Staphylococcus chromogenes]
 PNY97205.1 elongation factor G [Staphylococcus chromogenes]
 PTF39637.1 elongation factor G [Staphylococcus chromogenes]
 PTF48505.1 elongation factor G [Staphylococcus chromogenes]
 PTF51898.1 elongation factor G [Staphylococcus chromogenes]
 PTF54889.1 elongation factor G [Staphylococcus chromogenes]
 PTF58767.1 elongation factor G [Staphylococcus chromogenes]
 PTF62936.1 elongation factor G [Staphylococcus chromogenes]
 PTF70684.1 elongation factor G [Staphylococcus chromogenes]
 PTF72505.1 elongation factor G [Staphylococcus chromogenes]
 PTF77274.1 elongation factor G [Staphylococcus chromogenes]
 PTF78092.1 elongation factor G [Staphylococcus chromogenes]
 PTF81167.1 elongation factor G [Staphylococcus chromogenes]
 PTF86020.1 elongation factor G [Staphylococcus chromogenes]
 PTF91749.1 elongation factor G [Staphylococcus chromogenes]
 PTF93625.1 elongation factor G [Staphylococcus chromogenes]
 PTF99576.1 elongation factor G [Staphylococcus chromogenes]
 PTG06506.1 elongation factor G [Staphylococcus chromogenes]



 PTG07845.1 elongation factor G [Staphylococcus chromogenes]
 PTG16001.1 elongation factor G [Staphylococcus chromogenes]
 PTG17026.1 elongation factor G [Staphylococcus chromogenes]
 PTG21821.1 elongation factor G [Staphylococcus chromogenes]
 PTG33307.1 elongation factor G [Staphylococcus chromogenes]
 PTG37631.1 elongation factor G [Staphylococcus chromogenes]
 PTG52448.1 elongation factor G [Staphylococcus chromogenes]
 PTG56825.1 elongation factor G [Staphylococcus chromogenes]
 PTG59726.1 elongation factor G [Staphylococcus chromogenes]
 PTG71869.1 elongation factor G [Staphylococcus chromogenes]
 PTG85767.1 elongation factor G [Staphylococcus chromogenes]
 PTG91666.1 elongation factor G [Staphylococcus chromogenes]
 PTG95931.1 elongation factor G [Staphylococcus chromogenes]
 PUZ10546.1 elongation factor G [Staphylococcus chromogenes]
 PUZ20568.1 elongation factor G [Staphylococcus chromogenes]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/662 (28%), Positives = 315/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDDFQAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E TDI         EA +A+I    E ND L+EKY+ GE IS ++L    ++   
D 
Sbjct  192  
TDIEETDIPEDMQDRAEEAREALIEAVAETNDDLMEKYLGGEEISVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  



EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADNPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSRQEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_102180336.1 elongation factor G [Fischerella thermalis]
 PMB06079.1 elongation factor G [Fischerella thermalis CCMEE 5328]
 PMB26887.1 elongation factor G [Fischerella thermalis CCMEE 5318]
 PMB41908.1 elongation factor G [Fischerella thermalis CCMEE 5205]
Length=692



 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 190/698 (27%), Positives = 311/698 (45%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V + VRD+L A+ I  Q    S    L               
Sbjct  129  
PRIVFVNKMDRTGANFYKVYEQVRDRLRANAIPIQLPIGSESDFLGLVDLVKMRAYIYTN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++  ++    
++  
Sbjct  189  
DQGTDIKEEDIPADMQELVEEYRTKLIEAVAETDDDLMTKYFEGEELTEAEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P GE        +  
L 
Sbjct  249  
IAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPPDVPAIQGTLPNGETVERHADDNEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V L   E++ + 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVVLKADERIDVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +   +  V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKETLTGDTLTDENSPVILESLF-------------
IPEPVISVAVEPKTK  414



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P+         +      +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  475  
PQVAYRETIRKPVSRVEGKFIRQSGGKGQYGHVVIDLEPGEPGSGFEFVSKIVGGAVPKE  534

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + + V  G++   E G+  G+ + D K     G Y+   S+   F+    + + +A  
++
Sbjct  535  
YISPVEAGMKETCESGILAGYPLIDVKATLVDGSYHEVDSSEMAFKIAGSMAMREAAMKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+ +L     D       IE    ++     T ++P   +  
Y T
Sbjct  595  
SPVLLEPMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEQGIAKVTAKVPLAEMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y      V + +I   + N+
Sbjct  655  DIRSKTQGRGIFSMEFSHYDEVPRNVAEAIIAKSKGNA  692

>WP_070286226.1 MULTISPECIES: elongation factor G [Campylobacter]
 OEW67914.1 translation elongation factor G [Campylobacter sp. 
BCW_4323]
 OEW71827.1 translation elongation factor G [Campylobacter sp. 
BCW_4326]
 OEW74092.1 translation elongation factor G [Campylobacter sp. 
BCW_4325]
 OEW81026.1 translation elongation factor G [Campylobacter sp. 
BCW_4335]
 OEX13370.1 translation elongation factor G [Campylobacter jejuni]
 OEX93261.1 translation elongation factor G [Campylobacter sp. 
BCW_4317]
 PCH17954.1 elongation factor G [Campylobacter sp. 108]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDYQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>EEK69719.1 Elongation factor G 2 [Bacillus cereus MM3]
Length=699

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------



WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEIERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672



Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>OGE32777.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_02_FULL_41_10]
Length=675

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 208/702 (30%), Positives = 330/702 (47%), Gaps = 
117/702 (17%)

Query  3    IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAVT  61
            I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  ER+RGITI  
AA+T
Sbjct  15   
IRNIGIIAHIDAGKTTTTERILFYTGKTYKIGNIDEGTTVTDWMDQERERGITIVSAAIT  74

Query  62   SFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +F W         H  ++NI+DTPGH+DF AEV RSL VLDGA++V+ +  GVQ
+QT  +
Sbjct  75   AF-
WTVKSGLFAGHEMRINIIDTPGHVDFTAEVERSLRVLDGAVIVLDSSSGVQSQTETV  133

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS  161
            +    K ++P + F NK+D  G D  + +QS RD+L A+ I            K  
V L 
Sbjct  134  
WRQANKYSVPLIAFSNKMDVVGADFMATIQSARDRLGANAIAYNLPIGKENDFKGVVDLL  193

Query  162  PE--IVLE--------ENTDIE---------AWDAVIE----
NNDKLLEKYIAGEPISRE  198
             E  I+ E          TDI          A + ++E     +D L+EKY+ GE 
I+  
Sbjct  194  
TEKAIIWEGDETGAKFHETDIPTNMAEEIKVAREKLVEEISGTDDVLMEKYLGGEAITIT  253

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQG  245
            +L    ++ V    + PV+ GS+ +  G+Q ++DAV             TG+    
GE  
Sbjct  254  
ELKEALRKAVIANKIVPVFAGSSLRNKGVQSMLDAVVEYLPSPQDIGSITGINSKTGESE  313

Query  246  ------
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE------  293
                     L    FK++      +  Y+R+YSGTL+    V  + ++   +TE      
Sbjct  314  DRKTDPGEPLAALAFKIQVDPHVGKLTYIRVYSGTLKSGSYVYNSTKQ---



VTERVGRLL  370

Query  294  -MRIPSKGEIVRTDTAYPGEIV--
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             M    + EI   D AY GEIV  +   D+V  N +    T +  +     P P++   
I
Sbjct  371  LMHANDREEI---DEAYAGEIVAAVGLKDTVTGNSLCDQNTAIILESISF-
PDPVISLAI  426

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT + +E+L  AL +L++ DP  R + D+ T + I++ +G +QLE++   +  +
+KLE
Sbjct  427  
EPKTKSDQEKLGFALQRLSEEDPTFRVKSDAETGQTIIAGMGELQLEILVDRMKREFKLE  486

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
              V +P V Y E                         ++T L+ G G          
Y+ 
Sbjct  487  ANVGQPQVAYKE-------------------------TITKLAEGEG---------
KYIR  512

Query  471  
QSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            Q+            +E    G    D K+    G ++   S+   F+  A + L 
+A K+
Sbjct  513  
QTGGRGQYGHCLLRIEPLPRGQXXXDIKVTVYDGSFHDVDSSEIAFKIAASLGLSEAAKK  572

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+E+L     D     A I +++ K +  V    IP   +  
Y 
Sbjct  573  
ADMILLEPIMKVEVTTPEEFLGEIIGDLSSKRAQILSSETKGNARVVIALIPLAEMHGYA  632

Query  591  TDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSRLD  629
            T +   + GR+    E   Y+   + + Q +I+      R++
Sbjct  633  TAIRSMSQGRATYYMEADHYEPVPSNITQKIIESSGFTGRVE  674

>WP_017035766.1 elongation factor G [Vibrio genomosp. F10]
 OEE82307.1 translation elongation factor G [Vibrio genomosp. F10 
str. 9ZD137]
 OEF08138.1 translation elongation factor G [Vibrio genomosp. F10 
str. 9ZB36]
Length=694

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 312/671 (46%), Gaps = 
66/671 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A             D +     + +   
+  +
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  164  IVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
TGLPENYEIQDVPADMVDEVEQYREELIETAVEQDDDLMEAYMEGEEPSMEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDEEGEETGEHAIVSADE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  



IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFSFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FAGMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFLQY  672

>WP_047380866.1 MULTISPECIES: elongation factor G [Cetobacterium]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/704 (28%), Positives = 325/704 (46%), Gaps = 
109/704 (15%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVAHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENTD  171
             F NK+D+ G + +  V  +R+KL ++ +            +  + L    EIV  
+++D



Sbjct  132  
AFFNKMDRIGANFEMCVNDIREKLGSNPVPIQLPIGAEDDFEGVIDLLAMKEIVWPKDSD  191

Query  172  ----IEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                 E  D                  +V+E +D+L+EK+  GE IS +++    +    
Sbjct  192  
NGQNFELRDIRAELADAAEEARNFMIESVVETSDELMEKFFGGEEISEDEINTALRAATL  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG--------------------
SAAL  249
              ++ PV  G+A K  G+Q L+DA+        ++G                     
+  
Sbjct  252  
ANTIVPVTCGTAFKNKGVQSLLDAIITYMPAPTDKGIIKGTDVKNDELEITREIADESPF  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V       +E++ +I +M    + 
EI   
Sbjct  312  
AALAFKVMTDPFVGRLTFFRVYSGVLTKGSYVLNSTKGKKERMGRILQMHANKREEI---  368

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  Y G+I    + +V L D   GD       P  L +  +   P P++   + 
PKT A 
Sbjct  369  EIVYCGDI----AAAVGLKDTTTGDTLCAEDAPIVLEKMEF---
PEPVISVAVEPKTKAD  421

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL++LA+ DP  R + D  T ++I+S +G + LE++   +  ++K+E+ V 
+P 
Sbjct  422  
QEKMGLALSKLAEEDPTFRVKTDEETGQVIISGMGELHLEIIVDRMRREFKVESTVGKPQ  481

Query  418  VIYME-------RPLKAASHT--------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            V Y E       + +K A  +        + I + PNP              G   
++ +
Sbjct  482  VAYRETITTAQDQEVKYAKQSGGKGQFGHVKITLEPNP--------------
GKEFEFVN  527

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +++ G + + +  AV  G R  LE G+  G+ + D K+    G Y+   S+   F+    
Sbjct  528  
KITGGAIPREYIPAVEKGCREALEAGVVAGYPMVDLKVTLYDGSYHEVDSSEMAFKIAGS  587

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            + L+QA  ++   +LEP     +  P+EY+     D       I     +    +   
++



Sbjct  588  
MALKQAAVKAKPIILEPIFKVEVTTPEEYMGDIIGDVNSRRGMIGGMTDRNGAKIINAKV  647

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQA--AVGQPVIQPRR  623
            P   +  Y TDL   + GR+    E + Y    A  Q  IQ +R
Sbjct  648  PLSEMFGYATDLRSKSQGRATYSMEFEEYAQVPASVQKAIQEQR  691

>WP_045634430.1 MULTISPECIES: elongation factor G [Streptococcus]
 KJQ65986.1 elongation factor G [Streptococcus gordonii]
 ALD71293.1 elongation factor G [Streptococcus gordonii]
 KTF21481.1 elongation factor G [Streptococcus gordonii]
 KXC03510.1 elongation factor G [Streptococcus gordonii]
 AOS70678.1 translation elongation factor G [Streptococcus gordonii]
 OFU69659.1 elongation factor G [Streptococcus sp. HMSC10A01]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  



Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_107793179.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 



matrix adjust.
 Identities = 186/681 (27%), Positives = 311/681 (46%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDNGEF  309

Query  264  --------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITEM  294
                          +  ++R+Y G+L         ++D+    GR       ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413



            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_002788669.1 MULTISPECIES: elongation factor G [Campylobacter]
 EFC32990.1 elongation factor EF-G [Campylobacter jejuni subsp. 
jejuni 414]
 EIA46661.1 elongation factor G [Campylobacter coli 2548]
 EIA58072.1 elongation factor G [Campylobacter coli 2698]
 EIB22943.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
51494]
 EIB33175.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23269]
 EIB43048.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
53161]
 EIB50817.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
2008-872]
 EIB60727.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1997-7]
 EIB62597.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1997-10]
 EIB70536.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
51037]
 EIB73473.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
87459]
 EIB74624.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
140-16]



 EIB78860.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1798]
 EIB94432.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23210]
 AHK76394.1 elongation factor P [Campylobacter coli RM4661]
 KDA25025.1 elongation factor G [Campylobacter jejuni Cj5]
 KDA25074.1 elongation factor G [Campylobacter jejuni 30318]
 AJK70646.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KQH38210.1 elongation factor G [Campylobacter jejuni]
 KQI15135.1 elongation factor G [Campylobacter coli CVM 41970]
 KQI18351.1 elongation factor G [Campylobacter coli CVM 41953]
 KQI51965.1 elongation factor G [Campylobacter jejuni CVM 41921]
 KRS39292.1 elongation factor G [Campylobacter jejuni]
 KRS50035.1 elongation factor G [Campylobacter coli]
 KRS56161.1 elongation factor G [Campylobacter jejuni]
 KRS64071.1 elongation factor G [Campylobacter jejuni]
 KRS66637.1 elongation factor G [Campylobacter coli]
 KRS91664.1 elongation factor G [Campylobacter coli]
 KRS98632.1 elongation factor G [Campylobacter coli]
 OEV96508.1 translation elongation factor G [Campylobacter coli]
 OEV97461.1 translation elongation factor G [Campylobacter coli]
 OEW41262.1 translation elongation factor G [Campylobacter sp. 
BCW_6462]
 OEW51556.1 translation elongation factor G [Campylobacter sp. 
BCW_6468]
 OEX46846.1 translation elongation factor G [Campylobacter coli]
 OEX52538.1 translation elongation factor G [Campylobacter coli]
 OEX97183.1 translation elongation factor G [Campylobacter jejuni]
 OEY30800.1 translation elongation factor G [Campylobacter jejuni]
 OEY36311.1 translation elongation factor G [Campylobacter jejuni]
 OEY55458.1 translation elongation factor G [Campylobacter jejuni]
 OEY56226.1 translation elongation factor G [Campylobacter jejuni]
 OEZ09279.1 translation elongation factor G [Campylobacter jejuni]
 OEZ11301.1 translation elongation factor G [Campylobacter jejuni]
 OEZ12685.1 translation elongation factor G [Campylobacter jejuni]
 APA50289.1 translation elongation factor G [Campylobacter jejuni]
 APA56470.1 translation elongation factor G [Campylobacter coli]
 APA78941.1 Translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni M129]
 OIT41506.1 translation elongation factor G [Campylobacter jejuni]
 OIT44231.1 translation elongation factor G [Campylobacter jejuni]
 OIT46171.1 translation elongation factor G [Campylobacter jejuni]
 OIT49963.1 translation elongation factor G [Campylobacter jejuni]
 OIT50451.1 translation elongation factor G [Campylobacter jejuni]
 OIU65148.1 translation elongation factor G [Campylobacter jejuni]
 OKY09702.1 translation elongation factor G [Campylobacter jejuni]
 ATE68498.1 Elongation factor G [Campylobacter jejuni]
 PCH21688.1 elongation factor G [Campylobacter sp. 107]
 PJP20166.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP21914.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP22899.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP25741.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP43025.1 elongation factor G [Campylobacter jejuni subsp. jejuni]



 PJP53806.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP61295.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP66408.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP73454.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP75934.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP78817.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP85059.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ15714.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ60304.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ60892.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ63069.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ80423.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ86294.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ94929.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ99507.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PKD34883.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  



CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_021137656.1 elongation factor G [Campylobacter jejuni]
 EPW32946.1 elongation factor G [Campylobacter jejuni BJ-CJD101]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 



matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 



Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSIEFDHY  674

>WP_009726264.1 elongation factor G [Methylophaga lonarensis]
 EMR13195.1 elongation factor G [Methylophaga lonarensis MPL]
Length=698

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 312/672 (46%), Gaps = 
68/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ
+A T
Sbjct  8    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHEGESTMDFMEQEAERGITIQSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  68   
TCAWKGHRLNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEV  127

Query  122  



PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------------  154
              +I++NK+D+ G D   VV+ V D L+A  ++                           
Sbjct  128  
SRLIYVNKLDRMGADFFRVVKQVEDVLAATPLVMVLPIGIEDEFKGVVDLLTRKAWYWPD  187

Query  155  -KQTVSLSPEIVLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             K   + S E    E  D IE W     +  +E +D L+E+Y+ G+  S E+L +  
++ 
Sbjct  188  
EKDAENFSIEEPPAEMADQIEEWREKLIETAVEQDDDLMERYLEGDEPSIEELKKCIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-
IGEQGSAALCGSVFKVEY  258
              + + FP Y GS+ K  G+Q ++DAV            QP +  +G+    G+V 
KVE 
Sbjct  248  TLELAFFPTYCGSSFKNKGLQLVLDAVVDYLPDPTEVDPQPEVDLEGNE--
TGNVAKVEI  305

Query  259  T------------DCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                         D      ++R+YSG LR  DT+     G+ +   ++ EM    
+ E+
Sbjct  306  
NAPLRALAFKIMDDRFGALTFVRVYSGELRKGDTILNTFTGKTERVGRMVEMHANDRNEL  365

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D A+ G+I+ I+    V+    L DP           P P++   IAPK     
E+L
Sbjct  366  ---
DYAHAGDIIAIVGMKDVQTGHTLCDPKNPATLEPMVFPDPVISIAIAPKDKGSAEKL  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL ++   DP  R E D  + E I+  +G + L++   +L   + ++ +V EP 
V Y 
Sbjct  423  
GIALGKMIKEDPSFRVETDEDSGETIMKGMGELHLDIKVDILKRTHGIDVIVGEPQVAYR  482

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +    S+T   +   +  +  I   + P   GSG Q+ES V+ G + + +  
AV  
Sbjct  483  
ETITQRVEDSYTHKKQSGGSGQFGRIDYIIEPGEPGSGFQFESTVTGGTVPREYWPAVEG  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  + +G L G+ + D K+    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  543  
GFKKMMGRGVLAGFPLLDVKVNLFDGAFHAVDSSAIAFELAAMGGFRQSIPKAGPQLLEP  602



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P + +     D  +    I++       V    E+P   +  Y   L   
T+
Sbjct  603  
IMKVDVFTPDDNVGDVIGDLNRRRGMIKSQDAGATGVRIKAEVPLSEMFGYIGTLRTMTS  662

Query  599  GRSVCLTELKGY  610
            GR     E   Y
Sbjct  663  GRGQFSMEFLHY  674

>WP_094325237.1 elongation factor G [Campylobacter avium]
 ASQ30479.1 translation elongation factor EF-G [Campylobacter avium 
LMG 24591]
 OYD79576.1 translation elongation factor EF-G [Campylobacter avium]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 184/685 (27%), Positives = 324/685 (47%), Gaps = 
68/685 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDFQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V + ++ +L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEEQIKTRLKANPVPIQIPIGAEDDFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S +++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEDLSIDEIRAGLKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS---
AALCGSVFKVEYTDCGQ-  263
                S+ P+  G+A K  G+QPL+DAV        E  +       GS   V+ TD 
G+ 



Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVIAYLPAPDEVANIRGEYEDGSETSVKSTDDGEF  308

Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G+L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVNTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R +    +    +      +  + L + P+  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKMVEQEYKYAKQSGGRGQYGHVFLRIEPMEAGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ + D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPMEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D  K    + +   +    V T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEEYMGDVIGDLNKRRGQVNSMDERGGNKVITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPR  622
            +    E   Y      V + +I+ R
Sbjct  665  ATYTMEFDHYDEVPKNVSEEIIKKR  689

>WP_075499254.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 



matrix adjust.
 Identities = 184/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 



Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTIEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_076315699.1 MULTISPECIES: elongation factor G [Paenibacillus]
 SDX78045.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus sp. 
PDC88]
 OMC63006.1 translation elongation factor G [Paenibacillus sp. FSL 
H7-0326]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/673 (29%), Positives = 323/673 (48%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +



Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIV-  165
             ++NK+D  G D  +VV+ +R++L A+                   I++Q   +  
+ + 
Sbjct  132  
AYVNKMDIIGADYLNVVKDMRERLQANAVAIQLPIGAENDFIGIIDIVEQKAYMYKDDLG  191

Query  166  --LEENT------------
DIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +EE T             +E  + V E ++ L  KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
KDIEETTIPAEYADQVEELRMELIEKVAELDEDLTMKYLEGEEITVDEIKSALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+ A+  S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVLDYLPAPIDVPDIKGTLEDGTEAIRKSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLTSGSYVLNATKGKRERIGRILQMHANSRQEITEV---Y  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P+++  + PKT A 
++++
Sbjct  369  AGDI----ASAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIQIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K++T + +P 
V Y 
Sbjct  422  
SVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVDTNIGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +AA        +      +  + +   PL  GSG Q++S++  G + + +    
+ 
Sbjct  482  
ETFRQAARVEGKFVRQSGGRGQYGHVWVEFEPLEAGSGNQFDSKIVGGSVPREYVGPAQQ  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    



LLEP
Sbjct  542  
GIEEAMKNGVLAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDKCKAVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGTQIIRAKVPLSEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>WP_002779472.1 MULTISPECIES: elongation factor G [Campylobacter]
 YP_002343927.1 elongation factor G [Campylobacter jejuni subsp. 
jejuni NCTC 
11168 = ATCC 700819]
 Q9PI16.1 RecName: Full=Elongation factor G; Short=EF-G
 Q5HVX6.1 RecName: Full=Elongation factor G; Short=EF-G
 A8FKR7.1 RecName: Full=Elongation factor G; Short=EF-G
 EAL56098.1 translation elongation factor G [Campylobacter coli 
RM2228]
 AAW35128.1 translation elongation factor G [Campylobacter jejuni 
RM1221]
 EAQ57706.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni CF93-6]
 EAQ59767.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni HB93-13]
 EAQ94704.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni 84-25]
 CAL34641.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
NCTC 
11168 = ATCC 700819]
 ABV52054.1 elongation factor EF-G [Campylobacter jejuni subsp. 
jejuni 81116]
 EFC31354.1 elongation factor EF-G [Campylobacter jejuni subsp. 
jejuni 1336]
 ADT72241.1 Translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni S3]
 EFV07492.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni DFVF1099]
 EFV09836.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni 305]
 EFV10051.1 translation elongation factor G [Campylobacter jejuni 
subsp. 



jejuni 327]
 EHI15737.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
NW]
 EIA42492.1 elongation factor G [Campylobacter coli Z163]
 EIA47957.1 elongation factor G [Campylobacter coli 2680]
 EIA50391.1 elongation factor G [Campylobacter coli 2553]
 EIA53154.1 elongation factor G [Campylobacter coli 2685]
 EIA61179.1 elongation factor G [Campylobacter coli 86119]
 EIA64606.1 elongation factor G [Campylobacter coli 80352]
 EIA69859.1 elongation factor G [Campylobacter coli 1417]
 EIA73373.1 elongation factor G [Campylobacter coli 132-6]
 EIA79867.1 elongation factor G [Campylobacter coli 1957]
 EIA82372.1 elongation factor G [Campylobacter coli 1948]
 EIA87322.1 elongation factor G [Campylobacter coli 1961]
 EIA92357.1 elongation factor G [Campylobacter coli 37/05]
 EIA95642.1 elongation factor G [Campylobacter coli LMG 23341]
 EIA96241.1 elongation factor G [Campylobacter coli LMG 23342]
 EIB02929.1 elongation factor G [Campylobacter coli LMG 9853]
 EIB06569.1 elongation factor G [Campylobacter coli H6]
 EIB11634.1 elongation factor G [Campylobacter coli H8]
 EIB13771.1 elongation factor G [Campylobacter coli H56]
 EIB16266.1 elongation factor G [Campylobacter coli Z156]
 EIB19784.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23216]
 EIB23614.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23223]
 EIB26183.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23263]
 EIB30713.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23264]
 EIB33351.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
55037]
 EIB35525.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 9879]
 EIB38277.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23357]
 EIB43704.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
ATCC 
33560]
 EIB49651.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
2008-894]
 EIB51846.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1997-1]
 EIB64790.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1997-11]
 EIB68965.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
110-21]
 EIB81220.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1854]
 EIB82835.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1577]
 EIB84741.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1928]
 EIB87105.1 elongation factor G [Campylobacter jejuni subsp. jejuni 



LMG 9872]
 EIB90686.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 23211]
 CCK66618.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
NCTC 
11168-BN148]
 AGV49138.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
00-2538]
 AGV50806.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
00-2426]
 AGV47376.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
00-2544]
 AGV56321.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
00-2425]
 CDH62292.1 Translation elongation factor G [Campylobacter jejuni 
4031]
 AGZ20949.1 Translation elongation factor G [Campylobacter coli 
15-537360]
 CDL88829.1 Translation elongation factor G [Campylobacter coli 
IPSID-1]
 AHK51779.1 elongation factor P [Campylobacter jejuni subsp. jejuni 
NCTC 
11168-K12E5]
 AHK53444.1 elongation factor P [Campylobacter jejuni subsp. jejuni 
NCTC 
11168-Kf1]
 AHK55110.1 elongation factor P [Campylobacter jejuni subsp. jejuni 
NCTC 
11168-mcK12E5]
 AHK56775.1 elongation factor P [Campylobacter jejuni subsp. jejuni 
NCTC 
11168-mfK12E5]
 AHK58439.1 elongation factor P [Campylobacter jejuni subsp. jejuni 
NCTC 
11168-GSv]
 KDA20322.1 elongation factor G [Campylobacter jejuni 255]
 CEF57715.1 Translation elongation factor G [Campylobacter jejuni]
 AJK72377.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KJD23982.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KJD24299.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KJD25297.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KJD25996.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KJD28381.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KJD29157.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KJD96245.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 KJD97843.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 CKG70253.1 Translation elongation factor G [Campylobacter jejuni]
 ALG95709.1 elongation factor G [Campylobacter coli]
 KQH42056.1 elongation factor G [Campylobacter coli]
 KQH43301.1 elongation factor G [Campylobacter coli]
 KQH45449.1 elongation factor G [Campylobacter coli]
 KQH53183.1 elongation factor G [Campylobacter coli]
 KQH55759.1 elongation factor G [Campylobacter coli]
 KQH57322.1 elongation factor G [Campylobacter jejuni]



 KQH61103.1 elongation factor G [Campylobacter coli]
 KQH95233.1 elongation factor G [Campylobacter jejuni CVM 41946]
 KQI06004.1 elongation factor G [Campylobacter jejuni CVM 41973]
 KQI21407.1 elongation factor G [Campylobacter coli CVM N13165]
 KQI23824.1 elongation factor G [Campylobacter jejuni CVM 41910]
 KQI25184.1 elongation factor G [Campylobacter coli CVM 41904]
 KQI27726.1 elongation factor G [Campylobacter coli CVM 41963]
 KQI37333.1 elongation factor G [Campylobacter jejuni CVM 41918]
 KQI43923.1 elongation factor G [Campylobacter jejuni CVM 41914]
 KQI46025.1 elongation factor G [Campylobacter jejuni CVM 41936]
 KQI47148.1 elongation factor G [Campylobacter jejuni CVM 41964]
 KQI49080.1 elongation factor G [Campylobacter jejuni CVM 41933]
 KQI51482.1 elongation factor G [Campylobacter jejuni CVM 41985]
 KQI53649.1 elongation factor G [Campylobacter jejuni CVM 41975]
 KQI58840.1 elongation factor G [Campylobacter jejuni CVM 41974]
 KQI62314.1 elongation factor G [Campylobacter jejuni CVM 41934]
 KQI62878.1 elongation factor G [Campylobacter jejuni CVM 41905]
 KQI66055.1 elongation factor G [Campylobacter jejuni CVM 41908]
 KQK48493.1 elongation factor G [Campylobacter jejuni]
 KRS44858.1 elongation factor G [Campylobacter coli]
 KRS49324.1 elongation factor G [Campylobacter coli]
 KRS49768.1 elongation factor G [Campylobacter coli]
 KRS53530.1 elongation factor G [Campylobacter coli]
 KRS60493.1 elongation factor G [Campylobacter coli]
 KRS69655.1 elongation factor G [Campylobacter coli]
 KRS76905.1 elongation factor G [Campylobacter coli]
 KRS77744.1 elongation factor G [Campylobacter coli]
 KRS82079.1 elongation factor G [Campylobacter coli]
 KRS92279.1 elongation factor G [Campylobacter jejuni]
 KRS95305.1 elongation factor G [Campylobacter coli]
 ALV94615.1 elongation factor G [Campylobacter jejuni]
 ALV96468.1 elongation factor G [Campylobacter jejuni]
 ALV98026.1 elongation factor G [Campylobacter jejuni]
 ALV99668.1 elongation factor G [Campylobacter jejuni]
 ALW01222.1 elongation factor G [Campylobacter jejuni]
 ALW02858.1 elongation factor G [Campylobacter jejuni]
 ALW04293.1 elongation factor G [Campylobacter jejuni]
 ALW06029.1 elongation factor G [Campylobacter jejuni]
 ALW07647.1 elongation factor G [Campylobacter jejuni]
 ALW09228.1 elongation factor G [Campylobacter jejuni]
 ALW10721.1 elongation factor G [Campylobacter jejuni]
 ALW12954.1 elongation factor G [Campylobacter jejuni]
 ALW13959.1 elongation factor G [Campylobacter jejuni]
 ALW15568.1 elongation factor G [Campylobacter jejuni]
 ALW17596.1 elongation factor G [Campylobacter jejuni]
 ALW18780.1 elongation factor G [Campylobacter jejuni]
 ALW20443.1 elongation factor G [Campylobacter jejuni]
 ALW21923.1 elongation factor G [Campylobacter jejuni]
 ALW25510.1 elongation factor G [Campylobacter jejuni]
 ALW26717.1 elongation factor G [Campylobacter jejuni]
 ALW29429.1 elongation factor G [Campylobacter jejuni]
 ALW29902.1 elongation factor G [Campylobacter jejuni]
 ALW31875.1 elongation factor G [Campylobacter jejuni]
 ALW33075.1 elongation factor G [Campylobacter jejuni]



 ALW34587.1 elongation factor G [Campylobacter jejuni]
 ALW36222.1 elongation factor G [Campylobacter jejuni]
 ALW37852.1 elongation factor G [Campylobacter jejuni]
 ALW39334.1 elongation factor G [Campylobacter jejuni]
 ALW42089.1 elongation factor G [Campylobacter jejuni]
 ALW42526.1 elongation factor G [Campylobacter jejuni]
 ALW44175.1 elongation factor G [Campylobacter jejuni]
 ALW45766.1 elongation factor G [Campylobacter jejuni]
 ALW47244.1 elongation factor G [Campylobacter jejuni]
 ALW48833.1 elongation factor G [Campylobacter jejuni]
 ALW50545.1 elongation factor G [Campylobacter jejuni]
 ALW51988.1 elongation factor G [Campylobacter jejuni]
 ALW53664.1 elongation factor G [Campylobacter jejuni]
 ALW55284.1 elongation factor G [Campylobacter jejuni]
 ALW56859.1 elongation factor G [Campylobacter jejuni]
 ALW59575.1 elongation factor G [Campylobacter jejuni]
 ALW59969.1 elongation factor G [Campylobacter jejuni]
 ALW61636.1 elongation factor G [Campylobacter jejuni]
 ALW64351.1 elongation factor G [Campylobacter jejuni]
 ALW64818.1 elongation factor G [Campylobacter jejuni]
 ALW66494.1 elongation factor G [Campylobacter jejuni]
 ALW68118.1 elongation factor G [Campylobacter jejuni]
 ALW69750.1 elongation factor G [Campylobacter jejuni]
 ALW71316.1 elongation factor G [Campylobacter jejuni]
 ALW73260.1 elongation factor G [Campylobacter jejuni]
 ALW74513.1 elongation factor G [Campylobacter jejuni]
 ALW77130.1 elongation factor G [Campylobacter jejuni]
 ALW78828.1 elongation factor G [Campylobacter jejuni]
 ALW79314.1 elongation factor G [Campylobacter jejuni]
 ALW80741.1 elongation factor G [Campylobacter jejuni]
 KUY31936.1 elongation factor G [Campylobacter jejuni HB-CJGB-LXC]
 KUY33305.1 elongation factor G [Campylobacter jejuni HB-CJGB-QYT]
 KUY35005.1 elongation factor G [Campylobacter jejuni HB-CJGB-XWM]
 KUY37942.1 elongation factor G [Campylobacter jejuni BJ-CJGB95377]
 KUY38602.1 elongation factor G [Campylobacter jejuni BJ-CJGB96G25]
 KUY39841.1 elongation factor G [Campylobacter jejuni BJ-CJGB96114]
 KUY42479.1 elongation factor G [Campylobacter jejuni HB-CJGB-LC]
 KXU23460.1 elongation factor G [Campylobacter coli]
 ANS23566.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni]
 AOH51517.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni]
 OEV45418.1 translation elongation factor G [Campylobacter jejuni]
 OEV47093.1 translation elongation factor G [Campylobacter jejuni]
 OEV47203.1 translation elongation factor G [Campylobacter jejuni]
 OEV50427.1 translation elongation factor G [Campylobacter jejuni]
 OEV52607.1 translation elongation factor G [Campylobacter jejuni]
 OEV56649.1 translation elongation factor G [Campylobacter jejuni]
 OEV62302.1 translation elongation factor G [Campylobacter jejuni]
 OEV65463.1 translation elongation factor G [Campylobacter jejuni]
 OEV68766.1 translation elongation factor G [Campylobacter jejuni]
 OEV84090.1 translation elongation factor G [Campylobacter coli]



 OEV84841.1 translation elongation factor G [Campylobacter coli]
 OEV87822.1 translation elongation factor G [Campylobacter jejuni]
 OEV89874.1 translation elongation factor G [Campylobacter jejuni]
 OEV91300.1 translation elongation factor G [Campylobacter jejuni]
 OEV92065.1 translation elongation factor G [Campylobacter jejuni]
 OEV98528.1 translation elongation factor G [Campylobacter jejuni]
 OEW03881.1 translation elongation factor G [Campylobacter sp. 
BCW_6871]
 OEW04337.1 translation elongation factor G [Campylobacter jejuni]
 OEW08735.1 translation elongation factor G [Campylobacter sp. 
BCW_6875]
 OEW22123.1 translation elongation factor G [Campylobacter sp. 
BCW_6889]
 OEW22347.1 translation elongation factor G [Campylobacter jejuni]
 OEW23220.1 translation elongation factor G [Campylobacter jejuni]
 OEW26282.1 translation elongation factor G [Campylobacter jejuni]
 OEW26641.1 translation elongation factor G [Campylobacter jejuni]
 OEW27549.1 translation elongation factor G [Campylobacter jejuni]
 OEW32861.1 translation elongation factor G [Campylobacter jejuni]
 OEW34916.1 translation elongation factor G [Campylobacter sp. 
BCW_6460]
 OEW35826.1 translation elongation factor G [Campylobacter sp. 
BCW_6461]
 OEW40068.1 translation elongation factor G [Campylobacter sp. 
BCW_6463]
 OEW44259.1 translation elongation factor G [Campylobacter sp. 
BCW_6465]
 OEW44970.1 translation elongation factor G [Campylobacter sp. 
BCW_6466]
 OEW46768.1 translation elongation factor G [Campylobacter sp. 
BCW_6467]
 OEW51021.1 translation elongation factor G [Campylobacter jejuni]
 OEW54491.1 translation elongation factor G [Campylobacter jejuni]
 OEW56195.1 translation elongation factor G [Campylobacter jejuni]
 OEW57331.1 translation elongation factor G [Campylobacter jejuni]
 OEW59656.1 translation elongation factor G [Campylobacter jejuni]
 OEW61887.1 translation elongation factor G [Campylobacter jejuni]
 OEW63720.1 translation elongation factor G [Campylobacter jejuni]
 OEW64898.1 translation elongation factor G [Campylobacter jejuni]
 OEW68993.1 translation elongation factor G [Campylobacter sp. 
BCW_4321]
 OEW84792.1 translation elongation factor G [Campylobacter jejuni]
 OEW89648.1 translation elongation factor G [Campylobacter jejuni]
 OEW99719.1 translation elongation factor G [Campylobacter jejuni]
 OEX07467.1 translation elongation factor G [Campylobacter jejuni]
 OEX08216.1 translation elongation factor G [Campylobacter jejuni]
 OEX10984.1 translation elongation factor G [Campylobacter jejuni]
 OEX12062.1 translation elongation factor G [Campylobacter jejuni]
 OEX13993.1 translation elongation factor G [Campylobacter jejuni]
 OEX15502.1 translation elongation factor G [Campylobacter jejuni]
 OEX20773.1 translation elongation factor G [Campylobacter jejuni]
 OEX31456.1 translation elongation factor G [Campylobacter jejuni]
 OEX36519.1 translation elongation factor G [Campylobacter jejuni]
 OEX37174.1 translation elongation factor G [Campylobacter jejuni]



 OEX37763.1 translation elongation factor G [Campylobacter coli]
 OEX44038.1 translation elongation factor G [Campylobacter jejuni]
 OEX52669.1 translation elongation factor G [Campylobacter jejuni]
 OEX71181.1 translation elongation factor G [Campylobacter jejuni]
 OEX73668.1 translation elongation factor G [Campylobacter jejuni]
 OEX75971.1 translation elongation factor G [Campylobacter jejuni]
 OEX76751.1 translation elongation factor G [Campylobacter jejuni]
 OEX80194.1 translation elongation factor G [Campylobacter jejuni]
 OEX97834.1 translation elongation factor G [Campylobacter jejuni]
 OEX99611.1 translation elongation factor G [Campylobacter jejuni]
 OEY06643.1 translation elongation factor G [Campylobacter jejuni]
 OEY08044.1 translation elongation factor G [Campylobacter jejuni]
 OEY10455.1 translation elongation factor G [Campylobacter jejuni]
 OEY11204.1 translation elongation factor G [Campylobacter jejuni]
 OEY13240.1 translation elongation factor G [Campylobacter jejuni]
 OEY20950.1 translation elongation factor G [Campylobacter jejuni]
 OEY24106.1 translation elongation factor G [Campylobacter jejuni]
 OEY24477.1 translation elongation factor G [Campylobacter jejuni]
 OEY29004.1 translation elongation factor G [Campylobacter jejuni]
 OEY29107.1 translation elongation factor G [Campylobacter jejuni]
 OEY33061.1 translation elongation factor G [Campylobacter jejuni]
 OEY47172.1 translation elongation factor G [Campylobacter jejuni]
 OEY48141.1 translation elongation factor G [Campylobacter coli]
 OEZ17248.1 translation elongation factor G [Campylobacter jejuni]
 AOW96838.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni str. RM3420]
 APA46881.1 translation elongation factor G [Campylobacter jejuni]
 APA80775.1 Translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni D42a]
 APB39104.1 translation elongation factor G [Campylobacter jejuni]
 APB40873.1 translation elongation factor G [Campylobacter jejuni]
 OIT65513.1 translation elongation factor G [Campylobacter jejuni]
 OIT69035.1 translation elongation factor G [Campylobacter jejuni]
 OIT70849.1 translation elongation factor G [Campylobacter jejuni]
 OIT71050.1 translation elongation factor G [Campylobacter jejuni]
 OIT72551.1 translation elongation factor G [Campylobacter jejuni]
 OIT72879.1 translation elongation factor G [Campylobacter jejuni]
 OIT75744.1 translation elongation factor G [Campylobacter jejuni]
 OIT79455.1 translation elongation factor G [Campylobacter jejuni]
 OIT85421.1 translation elongation factor G [Campylobacter jejuni]
 OIT88042.1 translation elongation factor G [Campylobacter jejuni]
 OIT94467.1 translation elongation factor G [Campylobacter jejuni]
 OIT97216.1 translation elongation factor G [Campylobacter jejuni]
 OIT97961.1 translation elongation factor G [Campylobacter jejuni]
 OIT99686.1 translation elongation factor G [Campylobacter jejuni]
 OIU01846.1 translation elongation factor G [Campylobacter jejuni]
 OIU03586.1 translation elongation factor G [Campylobacter jejuni]
 OIU05721.1 translation elongation factor G [Campylobacter jejuni]
 OIU07144.1 translation elongation factor G [Campylobacter jejuni]
 OIU09305.1 translation elongation factor G [Campylobacter jejuni]
 OIU10106.1 translation elongation factor G [Campylobacter jejuni]
 OIU12269.1 translation elongation factor G [Campylobacter jejuni]



 OIU14682.1 translation elongation factor G [Campylobacter jejuni]
 OIU14732.1 translation elongation factor G [Campylobacter jejuni]
 OIU17193.1 translation elongation factor G [Campylobacter jejuni]
 OIU19012.1 translation elongation factor G [Campylobacter jejuni]
 OIU21853.1 translation elongation factor G [Campylobacter jejuni]
 OIU23004.1 translation elongation factor G [Campylobacter jejuni]
 OIU25649.1 translation elongation factor G [Campylobacter jejuni]
 OIU27002.1 translation elongation factor G [Campylobacter jejuni]
 OIU31568.1 translation elongation factor G [Campylobacter jejuni]
 OIU34470.1 translation elongation factor G [Campylobacter jejuni]
 OIU35092.1 translation elongation factor G [Campylobacter jejuni]
 OIU35522.1 translation elongation factor G [Campylobacter jejuni]
 OIU39501.1 translation elongation factor G [Campylobacter jejuni]
 OIU46760.1 translation elongation factor G [Campylobacter jejuni]
 OIU48863.1 translation elongation factor G [Campylobacter jejuni]
 OIU49141.1 translation elongation factor G [Campylobacter jejuni]
 OIU52813.1 translation elongation factor G [Campylobacter jejuni]
 OIU53627.1 translation elongation factor G [Campylobacter jejuni]
 OIU55682.1 translation elongation factor G [Campylobacter jejuni]
 OIU58381.1 translation elongation factor G [Campylobacter jejuni]
 OIU58487.1 translation elongation factor G [Campylobacter jejuni]
 OIU61729.1 translation elongation factor G [Campylobacter jejuni]
 OIU62943.1 translation elongation factor G [Campylobacter jejuni]
 OIU63829.1 translation elongation factor G [Campylobacter jejuni]
 OIU69070.1 translation elongation factor G [Campylobacter jejuni]
 OIU69154.1 translation elongation factor G [Campylobacter jejuni]
 OKX96750.1 translation elongation factor G [Campylobacter jejuni]
 OKX97231.1 translation elongation factor G [Campylobacter jejuni]
 OKY01225.1 translation elongation factor G [Campylobacter jejuni]
 OKY02287.1 translation elongation factor G [Campylobacter jejuni]
 OKY05036.1 translation elongation factor G [Campylobacter jejuni]
 OKY09816.1 translation elongation factor G [Campylobacter jejuni]
 APU77360.1 elongation factor G [Campylobacter jejuni]
 APU79152.1 elongation factor G [Campylobacter jejuni]
 APU80757.1 elongation factor G [Campylobacter jejuni]
 APU82378.1 elongation factor G [Campylobacter jejuni]
 APU84040.1 elongation factor G [Campylobacter jejuni]
 APU85705.1 elongation factor G [Campylobacter jejuni]
 OOG21552.1 elongation factor G [Campylobacter jejuni]
 ARJ52566.1 elongation factor G [Campylobacter jejuni]
 OSM61346.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM64865.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSY78231.1 elongation factor G [Campylobacter jejuni]
 OWK86331.1 elongation factor G [Campylobacter jejuni]
 OWK89698.1 elongation factor G [Campylobacter jejuni]
 OWT31935.1 elongation factor G [Campylobacter coli HN-CCD07046]
 ASE86193.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 ASE88306.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 ASE91501.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 ASI87033.1 Translation elongation factor G [Campylobacter jejuni]



 ASN47972.1 elongation factor G [Campylobacter jejuni]
 ASN91928.1 elongation factor G [Campylobacter jejuni]
 ASQ31776.1 elongation factor G [Campylobacter jejuni]
 ATD41081.1 Elongation factor G [Campylobacter jejuni]
 PCH16893.1 elongation factor G [Campylobacter sp. 114]
 PCH22277.1 elongation factor G [Campylobacter sp. 109]
 PCH25319.1 elongation factor G [Campylobacter sp. 3]
 PCH26268.1 elongation factor G [Campylobacter sp. 111]
 PCH28931.1 elongation factor G [Campylobacter sp. 113]
 PCH31613.1 elongation factor G [Campylobacter sp. 4]
 ATG64661.1 elongation factor G [Campylobacter jejuni]
 ATG67506.1 elongation factor G [Campylobacter coli]
 PCM51825.1 elongation factor G [Campylobacter sp. BCW_8709]
 PCM54000.1 elongation factor G [Campylobacter sp. BCW_8713]
 ATL96121.1 elongation factor G [Campylobacter jejuni]
 ATM01619.1 elongation factor G [Campylobacter jejuni]
 PJP27729.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP29437.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP37083.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP48608.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP54432.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP65330.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP93224.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ01884.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ02770.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ06369.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ10030.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ13658.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ19990.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ24057.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ25883.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ27709.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ29446.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ32635.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ33816.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ36517.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ37598.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ39056.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ43498.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ48624.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ67621.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ78442.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ81330.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ90574.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ91832.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJR02940.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 AUG26673.1 elongation factor G [Campylobacter coli]
 PNS86146.1 elongation factor G [Campylobacter jejuni HB-CJGB-ZB]
 PNS87077.1 elongation factor G [Campylobacter jejuni HB-CJGB-ZHX]
 AVS36947.1 elongation factor G [Campylobacter jejuni]
 AVS38158.1 elongation factor G [Campylobacter coli]
 AWB38442.1 translation elongation factor EF-G [Campylobacter 
jejuni]
Length=691



 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_002888146.1 MULTISPECIES: elongation factor G [Campylobacter]
 EIB45062.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
LMG 9217]
 EIB48475.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
2008-1025]
 EIB57379.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
2008-831]
 EIB71284.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
87330]
 EXU93118.1 elongation factor G [Campylobacter jejuni X]
 KGF74501.1 elongation factor G [Campylobacter jejuni]
 ALJ17233.1 elongation factor G [Campylobacter jejuni]
 KQI55654.1 elongation factor G [Campylobacter jejuni CVM 41923]
 KQI57359.1 elongation factor G [Campylobacter jejuni CVM 41912]
 KUY36138.1 elongation factor G [Campylobacter jejuni HB-CJGB-LL]
 AMP63202.1 elongation factor G [Campylobacter jejuni]
 AMP64812.1 elongation factor G [Campylobacter jejuni]
 AON65129.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni]
 OEW05163.1 translation elongation factor G [Campylobacter sp. 
BCW_6872]



 OEX21328.1 translation elongation factor G [Campylobacter jejuni]
 OEY26096.1 translation elongation factor G [Campylobacter jejuni]
 OEY38143.1 translation elongation factor G [Campylobacter jejuni]
 OEY47573.1 translation elongation factor G [Campylobacter jejuni]
 OSM57324.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM57528.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM58305.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM64040.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM67051.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM69827.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM70412.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM72662.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM74252.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM74722.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM79666.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM79868.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM80636.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 OSM82527.1 translation elongation factor G [Campylobacter jejuni 
subsp. 
jejuni]
 PJP31529.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP49928.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP60084.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP89022.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP96148.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJP98020.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ51185.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ54373.1 elongation factor G [Campylobacter jejuni subsp. jejuni]



 PJQ56363.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PJQ94065.1 elongation factor G [Campylobacter jejuni subsp. jejuni]
 PNS88581.1 elongation factor G [Campylobacter jejuni HB-CJGB-ZX]
 AWB41677.1 translation elongation factor EF-G [Campylobacter 
jejuni]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPTELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363



               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_048612295.1 MULTISPECIES: elongation factor G [Vibrio]
 CDU03018.1 Elongation factor G [Vibrio sp. J2-3]
 CDT44552.1 Elongation factor G [Vibrio sp. J2-6]
 CDT21450.1 Elongation factor G [Vibrio sp. J2-1]
 CDT40385.1 Elongation factor G [Vibrio sp. J2-26]
 CDU13883.1 Elongation factor G [Vibrio sp. J2-17]
 CDT88035.1 Elongation factor G [Vibrio sp. J2-8]
 CDT84838.1 Elongation factor G [Vibrio sp. J2-12]
 SBT13594.1 Elongation factor G 1 [Vibrio celticus]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDENGEETGEHAIVSTDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484



Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_017056696.1 MULTISPECIES: elongation factor G [Vibrio]
 OEF13806.1 translation elongation factor G [Vibrio kanaloae 5S-149]
 PMM03329.1 translation elongation factor G [Vibrio kanaloae]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 311/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKSGETHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESGV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    E V               
Sbjct  126  



SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDVKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDEEGEETGEHAIVSTSE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFSFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   



T+G
Sbjct  602  
MNVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFAQY  672

>WP_075440179.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   



Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_060794071.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 180/670 (27%), Positives = 313/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 



+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + ++ +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLVSEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  



G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_058982731.1 elongation factor G [Stenotrophomonas maltophilia]
 CRD64075.1 Elongation factor G 2 [Stenotrophomonas maltophilia]
Length=677

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 203/672 (30%), Positives = 308/672 (46%), Gaps = 
75/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLQDKLQARPWALGMPLGSESDFNGWVDLVDERVL  188

Query  167  EEN---TDIEAWD----------------



AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     T I  WD                AV +++++L + ++ G  I    L    
+R 
Sbjct  189  
QWRDGATTISPWDDAARVQWRAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRRA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------LC  250
                +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L 
Sbjct  249  
TLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVVLPPDPDGPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRTD  306
            G +FK+ +   G    ++RLYSGTL + D VA +    GR   ++  ++     +I   
+
Sbjct  309  GLLFKITHQQHGALS-
FVRLYSGTLTVGDAVASSQHPQGRRVSRLVRVQADQTHDI---E  364

Query  307  TAYPGEIVILPS--DSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A  G+IV +    D+V    + G   P RL      +   P+L   + P  AA   
R+ 
Sbjct  365  QAVAGDIVAVLGWKDAVSGETLSGRALPLRLENI---
QAQAPVLAWRLEPARAADLIRMA  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L  LA  DP  R E D  T E ++  +G + LEV+   L  ++ ++  V  P V 
Y E
Sbjct  422  
QGLASLAQEDPSFRVETDRDTAETLVWGMGELHLEVMVERLRSEWNVDVGVGAPRVAYQE  481

Query  423  RPLKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             P++A +  +     +      +A + L V P      V +  R+  G + +SF  
AV  
Sbjct  482  TPMRAMTGVVGRLVKQTGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVVPRSFIAAVEK  540

Query  480  
GIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            G+R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP 
Sbjct  541  
GVRAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPV  600

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +++P   +     D  +    I     +      +G  P   +  Y T L   
+ G
Sbjct  601  
MAVTVHSPSTSVGDVVGDLNRRHGRIARIDDQDGRAEVSGFAPLAQLVGYTTALRSLSQG  660



Query  600  RSVCLTELKGYQ  611
            R+     L GY+
Sbjct  661  RASSEAHLHGYE  672

>WP_013496670.1 elongation factor G [Thermaerobacter marianensis]
 ADU52375.1 translation elongation factor 2 (EF-2/EF-G) 
[Thermaerobacter 
marianensis DSM 12885]
Length=698

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 317/670 (47%), Gaps = 
68/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G +   G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTTERILYYTGRVHRMGEVHEGAATMDWMVQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG I + +A+ GV+ Q+  ++    K  
+P +
Sbjct  72   
WRDHRINIIDTPGHVDFTVEVERSLRVLDGVIAIFAARGGVEPQSETVWRQANKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             F+NK+D  G +   V+  +R++L A                   D++  + +    
E+ 
Sbjct  132  
AFVNKMDVVGANFFRVLDQMRERLGANPVAIQLPIGVEDSFRGIVDLVEMKAIFYRDELG  191

Query  166  LE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E  +I A              +AV E +++L+ KY+ GE IS E++    ++   
+ 
Sbjct  192  
TRYEAEEIPADMQEQAQEYREKLLEAVAEIDEELMMKYLEGEAISTEEIRAALRKGTVNL  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAALCGS---------------  252
             L PV  GSA +  G+Q L+DAV   L  P+     +GS    G                
Sbjct  252  
QLVPVLCGSAYRNKGVQLLLDAVVDYLPSPLDIAAVRGSDPKTGQETERKVSDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTDTA  308
            VFK+       +  + R+YSG L+    V  +  GR++   +I  M    + E+   



D  
Sbjct  312  
VFKIMTDPYVGKLAFFRVYSGHLKAGSYVYNSNKGRQERIGRIVRMHANHREEV---DEV  368

Query  309  YPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            + G+I   +   D++   + L DP         E P P++   I PKT A +++L 
++L 
Sbjct  369  WTGDIAAAVGLKDTI-
TGETLCDPNAPIVLESMEFPEPVISVAIEPKTQADQDKLGESLN  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
            +LA+ DP  R   D  T + I+S +G + LE++   L  ++K++  V +P V Y E   
R
Sbjct  428  
KLAEEDPTFRVHTDEETGQTIISGMGELHLEIIVDRLMREFKVQANVGKPQVAYKETITR  487

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            P +A    I  +      +  + L + PL  G+G ++ +++  G + + +  AV  
G+R 
Sbjct  488  PARAEGKYIR-
QTGGRGQYGHVVLEIEPLEPGAGFEFVNKIVGGVVPKEYIPAVEAGVRE  546

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G+  G+ V D ++    G Y+   S+   F+    +    A  ++G  LLEP 
+  
Sbjct  547  
AMQNGILAGYPVLDVRVALVDGSYHEVDSSEMAFKIAGSMGFRNAALQAGPVLLEPIMKV  606

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P+ Y+     D       +E  + +   + V    +P   +  Y TDL   T 
GR 
Sbjct  607  
EVVVPETYMGDVIGDINARRGRVEGMEPEAGGLQVIRAMVPLAEMFGYATDLRSKTQGRG  666

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  667  TYTMQFSHYE  676

>WP_104814208.1 elongation factor G [Kitasatospora sp. MMS16-BH015]
 AUG75067.1 elongation factor G [Kitasatospora sp. MMS16-BH015]
Length=684

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 209/673 (31%), Positives = 301/673 (45%), Gaps = 
72/673 (11%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTT+TE +L+ +GAI   G V +GTT TD    ER RGITI AA  
S  
Sbjct  18   
NLGILAHVDAGKTTVTERVLHLTGAIHRRGEVHEGTTVTDFDSQERDRGITIFAAAVSCD  77

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  78   
WRGHRINLIDTPGHVDFADEVERSLRVLDGAVAVFDAVAGVEPQSESVWRQADRHGVPRI  137

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEENT  170
             F+NK+D+AG +L S V S+RD+L    ++ Q               V+L   + + 
E  
Sbjct  138  
AFVNKLDRAGAELDSAVASIRDRLRTVPLVVQLPIGREEGFLGVVDLVTLRALVWVGEEA  197

Query  171  DIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDAS  212
             +E                    +AV E +   LE+Y A   ++ E L +  +      
+
Sbjct  198  
ALEVREIPEELRAETERRRRVLEEAVAELHPAALEEYCARGGLTEETLRQALRELTHSGA  257

Query  213  LFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ----
GSAALCGSVFK  255
               V  G+A K  GI+PL+DA             V G  Q   E      +A      
FK
Sbjct  258  
GVVVLCGAAYKNRGIEPLLDAAVAYLPSPVDVPPVAGTHQGAVEHRAADPAAPFAALAFK  317

Query  256  
VEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR--------TDT  307
               T  G R  YLR+Y+GTLR  DTV       L  T  R    G ++R         
+ 
Sbjct  318  SVATATG-RLSYLRVYAGTLRKGDTV-------
LDATTGRTERIGRVLRVQADRQHEVEQ  369

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A  G+IV ++   + R    L  P             P++   +    +   +RL 
+AL 
Sbjct  370  
AVAGDIVAVIGLKAARTGTTLCAPAAPLLLEPPTSATPVVSVAVEAARSTDTDRLAEALG  429

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L D DP L    D  T + +LS +G + LEV    +     L   V  P V Y E   
+
Sbjct  430  
RLVDEDPSLAVRTDPETGQTVLSGMGELHLEVAVEKIRRDRGLAVNVGRPQVAYRESVEQ  489



Query  427  AASHTIHIEVPPNPF---WASIGLSVTPL-SLGS-
GVQYESRVSLGYLNQSFQNAVRDGI  481
              S  +H  V  +     WA + +   PL  LG+ G ++ S V  G + Q +  AV  
G 
Sbjct  490  
GVSGLVHRHVKQDGGSGQWAHVVIDTEPLGGLGTEGFEFRSTVVGGRVPQEYVRAVEAGC  549

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  L +G L G  VT  ++    G  +   S+   FR+   + L +AL+  GT
+LLEP +
Sbjct  550  
RDALAEGPLGGHQVTGLRVVLTDGATHPKDSSEPAFRTAGRLALREALRRGGTRLLEPVV  609

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               + AP+E +     D     A +     +    V T  +P   +  Y T L   
T GR
Sbjct  610  
EVTVTAPEETVGTVLGDLAARRARVTGNTTRGGTGVVTATVPLAELFGYATRLRSRTQGR  669

Query  601  SVCLTELKGYQAA  613
                    GY  A
Sbjct  670  GTFTARPTGYAPA  682

>WP_090038778.1 GTP-binding protein [Clostridium frigidicarnis]
 SFA83280.1 small GTP-binding protein domain-containing protein 
[Clostridium 
frigidicarnis]
Length=648

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 170/632 (27%), Positives = 301/632 (48%), Gaps = 
26/632 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+      D   +E++RGITI +    
F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTNSIRNKGRVDHRNAFLDNHNIEKERGITIFSDQGMFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LRK  
IPT I
Sbjct  65   
KDSAYYLIDTPGHVDFSTEMERAMEVMDYAIVIISAVEGIQGHTETVWRLLRKNKIPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTV---
SLSPEIVLEENTDIEAWDAVIEN  181



            FINKID+ G ++  V++ +   L+ D  +I + +   ++S + +          + 
+ E 
Sbjct  125  FINKIDRVGANICDVLEDINSTLTKDAFLINEELNNGTMSKDFI----------
EFIAER  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            +D L EKY+  +  +++  +   ++ +++ + FP + GSA +  GI+  ++++  L 
+  
Sbjct  175  DDMLFEKYME-
DGYNKDLWINFMKKMIKENNFFPCFTGSALQDQGIRSFLESLHSLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSK  299
              E       G V+K+   + G+R  Y++  SG LR+R  +      E  KIT++R
+ + 
Sbjct  234  YCE--
DEEFSGKVYKIRNDEHGKRITYIKAISGKLRVRQELTFGETNESEKITQIRVYNG  291

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +    +    GE+  +   S     + G+     +     D +P L++ +        
+
Sbjct  292  NKFKIVEEVTAGELFAVTGLSSL---
IAGNGVGNLKNSLIYDMVPTLKSKVIFDKNINAK  348

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L+   D+   EI ++ +G +QLE++  ++ E++K+        
++
Sbjct  349  
DVLSYFKILESEDPALKITWDNKLQEIQVNIMGVIQLEILKEVIKERFKVSIDFGPCKIL  408

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   +A + LSV PL   SG+ +E++     L    QN 
+  
Sbjct  409  YKETVLNKVVGYGHFE--
PLKHYAEVHLSVEPLERNSGIIFENKCHADDLTTGNQNLIGY  466

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I     +G+  G  +TD KI    G  ++  +   DFR      L Q L+++   
LLEP
Sbjct  467  
HIYEKDHRGILTGSPITDLKITLLTGRAHNKHTCGGDFREATFRALRQGLEQAQNTLLEP  526

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y +F +    E + R   D  K     +T +   ++V+  G  P      Y  +   
+T 
Sbjct  527  
YYNFKIEVELECMGRVLSDIQKLSGFFDTPKTINNKVIIIGRGPVVTFMNYGMEFVSFTR  586



Query  599  GRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            G+        GY      + +I+ +  +   D
Sbjct  587  GKGSLSLAFGGYDLCHNEEEIIKNKNYDKNAD  618

>WP_099364818.1 elongation factor G [Bacillus onubensis]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/670 (28%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G D    V ++ D+L A+                I   V ++  
+   
Sbjct  129  
PRIVFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLPIGAEDQFRGIIDLVEMNATLYGN  188

Query  168  E-NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDIE                    +AV E +++L+E+Y+ GE IS E+L    
+   
Sbjct  189  
DLGTDIEVVEIPEEFQDLANEYREKLVEAVAELDEELMERYLGGEEISNEELRAAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 +PV  G+A K  G+Q ++DAV              G     GE+       
S   
Sbjct  249  
LKVEFYPVTCGTAFKNKGVQKVLDAVIDYLPAPTDVASIQGHLPETGEEVERHSDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERIGRILQMHANSRAEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L        P P+++ ++ PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKELVILESMTFPEPVIQLSVEPKSKADQDKMSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RQSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DALDRGVLAGYPLVDIKARLYDGSYHDVDSSEMAFKIAASMALKNAASKCQPVILEPVMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGGITSRRGRVEGMEARGNAQVVRSMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMHFDHYE  675

>WP_095301353.1 elongation factor G [Bacillus sp. 7586-K]
 PAD67997.1 elongation factor G [Bacillus sp. 7586-K]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/666 (28%), Positives = 309/666 (46%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V ++ D+L A+                    + +K T     
L 
Sbjct  132  
VFVNKMDKIGADFIYSVNTLHDRLQANAHPIQLPIGAEDQFEGIIDLVEMKATFYGNDLG  191

Query  162  PEIVLEE---------NTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +IV +E         N   E   +AV E +++L+EKY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIVEKEIPEEYQDQANEYRERLVEAVAELDEELMEKYLGGEEITNEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGS--
AALCGS  252
              +PV  GSA K  G+Q ++DAV                     + +  + S  A     
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVIDYLPSPLDVPAIKGTVPDSDEEVTRESSDDAPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI +    
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSREEISQVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L        P P++  ++ PK+ A ++++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDDKNLVILESMVFPEPVIELSVEPKSKADQDKMTTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R   +  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAHTNPETGQTIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRQGA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +   P   G G ++E+++  G + + +  AV+ G+   
++



Sbjct  490  
KVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYVPAVQAGLEDAMQ  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+ 
Sbjct  550  
NGVLAGYPLVDVKAALVDGSYHDVDSSEMAFKVAASLALKNAVSKCNPVILEPVMKVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+             +E  + + +  V    IP   +  Y T L   T GR 
V   
Sbjct  610  
VPEEYMGDIMGQVTARRGRVEGMEARGNAQVVRAMIPLSEMFGYATALRSSTQGRGVFTM  669

Query  606  ELKGYQ  611
                Y+
Sbjct  670  HFDHYE  675

>WP_021090828.1 elongation factor G [Campylobacter concisus]
 ERJ26441.1 Translation elongation factor G [Campylobacter concisus 
ATCC 
51562]
 ALF47382.1 translation elongation factor EF-G [Campylobacter 
concisus]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 185/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189



Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 



Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>1FNM_A Chain A, STRUCTURE OF THERMUS THERMOPHILUS EF-G H573A
 1PN6_A Chain A, Domain-Wise Fitting Of The Crystal Structure Of 
T.Thermophilus 
Ef-G Into The Low Resolution Map Of The Release 
Complex.Puromycin.Efg.Gdpnp 
Of E.Coli 70s Ribosome.
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 318/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313



Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y    S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYAEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_015016434.1 elongation factor G [Campylobacter jejuni]
 AFU42602.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
PT14]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 



65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPTELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  



ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGVVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>CUQ81810.1 Tetracycline resistance protein tetM [[Eubacterium] 
eligens]
Length=869

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 179/616 (29%), Positives = 307/616 (50%), Gaps = 
46/616 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTTL+E++LY++G+I + G V+   T  DT  +ER RGITI +   
++
Sbjct  7    
ITIGMLAHVDAGKTTLSEAILYSAGSIRKLGRVDNQDTFLDTGDMERARGITIFSKQAAY  66

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++     ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ  T  L+  L+++ 
IP 
Sbjct  67   
NYNGSSYTLLDTPGHVDFSAETERTLWVLDAAVLVISGMDGVQGHTETLWSLLKRLGIPV  126

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G +   +++ ++++LS   +    +                ++ V   



++
Sbjct  127  FIFVNKMDQQGTNRARIMEQLKNRLSESCVDFNNID---------------
YEEVAMCHE  171

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--PI  241
            + LE+++    +    +     R + +  +FPVY+GSA +  G++ L++ +         
Sbjct  172  EALEQFLESAHVDDVLM----
SRMIMERKMFPVYFGSALRMNGVEELINGIDTYVSCPDY  227

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
            GE+ SA     V+K+   D G+R  +L++  G+L+ +    L G E  K+ ++R+ 
+  +
Sbjct  228  GEEFSA----KVYKITRDDRGERLTHLKVCGGSLKSK---MLIGNE--
KVNQIRVYAGDK  278

Query  302  IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK----TAA  356
                + A  G +  +   S  +    +G           ED +P+L   +  K       
Sbjct  279  FTSINEAVAGTVCAVTGLSETKAGQFIGAGG--------
EDNIPVLEPVLNYKLNLPAGT  330

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +L  L  L + +P L  E D    EI +S +G V +EV++ ++  ++ ++    
E 
Sbjct  331  
DPVAILSKLRTLEEEEPELHVEWDENFKEIHVSVMGPVLIEVLTNIIRTRFGVDVTFGEG  390

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E     A    H E  P   +A + L + P   GSG++YE   S   L+++
+Q  
Sbjct  391  SIVYKETIKNKAYGIGHFE--
PLRHYAEVHLLLEPGEPGSGMRYECHCSEDILDKNWQRL  448

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  +   +   DFR      + Q L ++ 
+ L
Sbjct  449  
VYTHLCEKMHRGVLTGSELTDMKITLVAGRAHPKHTEGGDFRQATYRAVRQGLMQAESVL  508

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ +F L   ++Y+ RA  D  +  A     +   D VV TGE P   I  Y+ 
++  
Sbjct  509  
LEPFYAFSLEVKRDYVGRAMTDFERMGAAFNMQEADGDNVVITGEGPVSVIGNYQAEVNA  568

Query  596  YTNGRSVCLTELKGYQ  611
            YT G      ++ GY+
Sbjct  569  YTKGTGRLALKMAGYR  584



>WP_049495285.1 elongation factor G [Streptococcus pseudopneumoniae]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357



               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_085148194.1 elongation factor G [Candidatus Pelagibacter sp. 
RS39]
 ARJ47971.1 elongation factor G [Candidatus Pelagibacter sp. RS39]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/664 (28%), Positives = 300/664 (45%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WQDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-----
EAW----  175
             F+NK+D+ G D    V  +RD+L A  ++ Q V +  E  L    D+     + W    
Sbjct  132  CFVNKLDRTGADFFRCVDMIRDRLGAKPLVIQ-
VPIGIEASLTGVVDLVKMKAQVWKNEA  190

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +A +E ++KL+E Y+ G+ I  E LV+  +
+   
Sbjct  191  
LGAEWEYKDIPADLKEISEKYRTELVEAAVEQDEKLMESYLNGDEIKEEDLVKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALC  250
            +    PV  GSA K  G+QPL+DAV        + GS                   
A   
Sbjct  251  
NFDFVPVMTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGTKLGSEDEMEMKFEDNAPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    V  + +EK  ++  M +           
A 
Sbjct  311  
ALAFKVANDPFVGSLTFIRIYSGTIKTGTAVYNSSKEKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPS--DSV-------
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             G+IV L    +++       + N VL +P   P         P++   + PKT A 
+E+
Sbjct  371  AGDIVALAGLKNTITGHTLCDKENGVLLEPMEFPD--------
PVIEIAVEPKTKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  423  
MGEALGRLAKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAY  482

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E         +T   +      +A + L V P   G G + ES++  G + + F   
V 
Sbjct  483  



RETIETSSEVEYTHKKQSGGAGQFAKVKLLVEPQEPGKGREVESKIKGGAIPKEFIPGVE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI    + G+  G+ + D K+    GL++   S+   F   +    ++A  + G 
+LLE
Sbjct  543  
KGIETISDGGILAGFPMIDYKVTILDGLHHDVDSSVLAFELASRACFKEACTKGGLKLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       I T + + +  V T  +P   +  Y   L   
+
Sbjct  603  
PVMRVEVVTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINSLRSMS  662

Query  598  NGRS  601
             GR+
Sbjct  663  QGRA  666

>ORI08667.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/682 (27%), Positives = 313/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  



EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEDLSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITE  293
                           +  ++R+Y G+L               R+   + +   ++ 
+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676



>WP_092871023.1 GTP-binding protein [Acetitomaculum ruminis]
 SFA92437.1 small GTP-binding protein domain-containing protein 
[Acetitomaculum 
ruminis DSM 5522]
Length=879

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 180/638 (28%), Positives = 313/638 (49%), Gaps = 
35/638 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+L+ S AI + G V+KG    DT  +E++RGITI 
+  
Sbjct  1    
MKQLAIGILAHVDAGKTTLSESILFKSNAIRKAGRVDKGDAFLDTYEMEKKRGITIFSKE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   +  IVDTPGH DF  E+ R+L +LD AIL+IS  DG+  QT++L   L
+   
Sbjct  61   
ARFSYKDMEATIVDTPGHNDFSPEMERTLQILDMAILIISGADGITGQTKVLSRLLKINK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IF NK+DQ GV+ ++++  +++           +  S E       + E ++ 
+  
Sbjct  121  VPTLIFANKMDQNGVNKENLLNEIKEYFG-----DGAIDFSRE------
KEDEFYEEIAC  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE ++    IS E +    ++R     LFPV++GSA K  GI+ L++ +  
L+  
Sbjct  170  LDENILEDFLEKGCISNEIIASLIEKR----KLFPVFFGSALKMEGIEELLEGIY-
LYSK  224

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E         V+K+       R  +L++  GTL++RD +      K    K+T+
+R+ 
Sbjct  225  KKEY-
PKDFGARVYKISRDKQNNRLTHLKITGGTLKVRDLLKDESAPKPWENKVTQIRLY  283

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            S       +    G +  +   ++   N+ LG      +        P L   I      
Sbjct  284  SGDGFEAVNEVMAGTVCAVTGLENTFPNEGLG----
FEKNNTLNMIEPYLSYKIILPKGE  339



Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +   L ++ + +P L  E    T EII+  +G VQ+E+++ ++S+++ L       
Sbjct  340  
NPLSMFKKLGEIMEEEPSLSIEWIEETQEIIVKIMGEVQIEILNNIISDRFDLNIEFGSG  399

Query  417  SVIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            +++Y   +E P+    H       P   +A + L + PL  GSG+++++      L 
+++
Sbjct  400  TIVYKETIEEPVVGIGH-----
FEPLRHYAHVNLLLEPLEEGSGMEFDTDCREELLAKNW  454

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   ++     G L G  +TD KI    G  +   +   DFR      + Q 
LK++ 
Sbjct  455  
QRLILTHLKEKEHVGVLTGSKITDMKITVIGGKAHEKHTEGGDFRQATYRAVRQGLKKAK  514

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            ++LLEPY  F +  P  ++ R   D  K    I + +  +D+    G++P   ++ 
Y+++
Sbjct  515  
SRLLEPYYDFNIQVPLNFVGRVMTDMEKMYGKILSQETVEDKCFIYGKVPVSTMEGYQSE  574

Query  593  LAFYTNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            L  YT    +    ++GY      + VI+    +S LD
Sbjct  575  LLAYTKNEGIINLSMRGYGPCHNEEEVIEKMNYDSELD  612

>WP_069994188.1 elongation factor G [Staphylococcus saprophyticus]
 SCS46007.1 protein translation elongation factor G (EF-G) 
[Staphylococcus 
saprophyticus]
 SCS19520.1 protein translation elongation factor G (EF-G) 
[Staphylococcus 
saprophyticus]
Length=696

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 182/662 (27%), Positives = 311/662 (47%), Gaps = 
74/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYSVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EAW----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    ++   
D 
Sbjct  192  
TEIDEIEIPEDHKERAEEARAALVEAVAETNDELMEKYLADEEISISELKDAIRKATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRAENPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               K+++        +      +  + +   P   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKSSAQVQGKFARQSGGRGQYGDVKIEFAPNETGGGFEFENAIVGGVVPREYIPSVEA  543



Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQ  663

Query  599  GR  600
            GR
Sbjct  664  GR  665

>WP_065576732.1 elongation factor G [Vibrio genomosp. F10]
 OCH76559.1 translation elongation factor G [Vibrio genomosp. F10]
Length=694

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 312/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A             D +     + +   
+  +
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  164  IVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  



TGLPENYEIQDVPADMVDEVEQYREELIETAVEQDDDLMEAYMEGEEPSMEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGVQIVLDAVVDYLPAPTEVDPQPLMDEEGEETGEHAIVSADE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFSFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FAGMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFLQY  672



>WP_063181721.1 GTP-binding protein [Bhargavaea cecembensis]
 KZE37888.1 elongation factor G [Bhargavaea cecembensis]
Length=642

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/614 (29%), Positives = 284/614 (46%), Gaps = 
31/614 (5%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IGILAHVDAGKTT +E LLY   AI   G V+      D   +E+ RGIT+ A    
F 
Sbjct  4    
TIGILAHVDAGKTTFSEQLLYHMEAIRTRGRVDHKDAFLDNHEIEKSRGITVFAEQAVFC  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
             +  +  ++DTPGH+DF  E+ R++ V+D A LV+SA DGV+  T  ++  LRK  
+PT 
Sbjct  64   
HNGTEYTLIDTPGHVDFSPEMERAIRVMDAAFLVVSAADGVEGHTETVWGLLRKHRVPTF  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            IFINK D+ G D ++ +  +R  LS D+++     L+P+++         W A  E 
++ 
Sbjct  124  IFINKTDREGADREAALDEIRKSLSEDVVLLDD-GLTPDVI--------EWMA--
ERDET  172

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+  E    E  ++  +R      +FP   GSA K  GI      +  L       
Sbjct  173  LLEHYLE-
EGFEEEVWIQAMRRLTLSGDVFPAGSGSALKDTGITEFFAWLDRLSDGNQAD  231

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                    V+K+ + D  QR  +L+L  G L +RD + + G E  K+T++R  S  
+   
Sbjct  232  ADGPFAAKVYKIRHDDGRQRITFLKLTGGRLSVRDEIRIDG-
EPQKVTQIRKYSGHQYTV  290

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT------
TIAPKTAAQR  358
             D+A  GE+V +   S       G+P      R      P L        ++ PK    
R
Sbjct  291  RDSAASGELVAVMGLS---
GLEAGEPIGAETGRAAFSLTPSLSAAVRFSESVHPKDMLAR  347

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418



              LLDA       DP L    +    EI +  +G +QL+V++ ++ E++  +    
EPS+
Sbjct  348  FMLLDA------
EDPSLSVTWEEQAREIRVHVMGLIQLDVLTEVVRERFGADITFGEPSI  401

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E    A +   H E  P   +A + L + P   G+G+ ++S      L   
+QN V 
Sbjct  402  LYKETVRTAVTGYGHFE--
PLRHYAEVHLDIAPSERGAGITFKSHCHPNELAPGYQNLVG  459

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +GL  G  +TD +I    G  ++  ++  DFR  +   L Q L+++   
LLE
Sbjct  460  
QVLTEEPHRGLLTGSALTDLEISLIRGRSHNEHTSGGDFREASLRALRQGLEKADNVLLE  519

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +      + R  +D  K        + + D V  +  +P      Y  + 
A +T
Sbjct  520  
PVYDVKIKVDTGLMGRVLNDIRKSHGQFGDPETEGDAVRISARVPVSTFMGYPAEFASFT  579

Query  598  NGRSVCLTELKGYQ  611
            NG+        GY+
Sbjct  580  NGKGAISLRSGGYE  593

>WP_071027939.1 elongation factor G [Peptoniphilus sp. KHD4]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 200/676 (30%), Positives = 309/676 (46%), Gaps = 
76/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYAGKIHKIGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAHWKGYRLNIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------



VSLSPEIVLE  167
            P +  INK+D  G D    V ++  KL  + +  Q               V +  
EI  +
Sbjct  129  
PRIAHINKMDVTGADFFRSVDTIEKKLHGNPVPIQIPMGAEDTFIGMIDLVEMVAEIYKD  188

Query  168  ------ENTDI-----EAWDAVIEN--------
NDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI     E  +   EN        +++L++KY+ GE IS E + R  
++  
Sbjct  189  
DLGTIIEKTDIPEEYKEQAEKYRENLIEKVADFDEELMDKYLEGEDISNELIKRAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGS---------------  252
                L PV  GS+ K  G+Q L+DAV   L  PI      A+ G+               
Sbjct  249  LAVQLTPVSCGSSYKNKGVQLLLDAVIDYLPSPID---
IPAIVGTDLDGNEVDRHASDKE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+       +  Y R+YSG L+    V       RE++ +I +M    + 
EI 
Sbjct  306  
PFSALAFKIVTDPYVGKLAYFRVYSGVLKAGSYVMNSTKGKRERVGRILQMHANKRNEI-  364

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQR  358
              +  Y GEI    + +V L D     T    K        E P P++   I PKT 
A +
Sbjct  365  --NEIYAGEI----
AAAVGLKDTTTGDTLCDEKEQVILENMEFPEPVISVAIEPKTKASQ  418

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R   D  T + I+S +G + L+++   L  ++K+E  +  
P V
Sbjct  419  
DKMAIALQKLAEEDPTFRTYTDEETGQTIISGMGELHLDIIVDRLLREFKVEANIGNPQV  478

Query  419  IYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   K A        +      +    + V PL  G G  +E+ +  G + + 
F   
Sbjct  479  
SYRESITKGAEGEGKYVRQSGGRGQYGHAKIKVEPLKPGEGFVFENAIVGGAIPKEFIGP  538

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
             + GI   L+ G L G+ V D K+    G ++   S+   F+    + L  AL +
+G  L
Sbjct  539  
TQQGIEEALQSGVLGGYEVLDIKVTLYDGSFHDVDSSEMAFKIAGSMALRDALAKAGPVL  598



Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       +E  ++     + T  +P   +  Y T 
L  
Sbjct  599  
LEPMMKVEITTPEEYMGDVIGDINSRRGRMEGMELVAGAQIVTCYVPLAEMFGYATSLRS  658

Query  596  YTNGRSVCLTELKGYQ  611
             T GR+    +   Y+
Sbjct  659  NTQGRANYSMQFDHYE  674

>KEF42352.1 elongation factor G [Cyanobium sp. CACIAM 14]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 183/698 (26%), Positives = 314/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHDGAAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG + V  A  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWRDNRINIIDTPGHVDFTIEVERSMRVLDGVVAVFCAVGGVQPQSETVWRQADRYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------TV  158
            P ++F+NK+D+ G +   V + +RD+L A+ +  Q                       
T 
Sbjct  129  
PRIVFVNKMDRTGANFLKVYEQIRDRLKANAVPIQLPIGAEGELRGIIDLVRNKAVIYTN  188

Query  159  SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I+ EE         E W     ++V E +++L+E ++    +S E+L+R  
+  V
Sbjct  189  
DLGTDILEEEIPADMKDQAEEWRLKLMESVAETDEELIEAFLENGELSEEQLMRGIRLGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AAL  249
                + P+  GSA K  G+Q ++DAV              GL  P G + +      
A  
Sbjct  249  IQHGMVPMLCGSAFKNKGVQLVLDAVVDYLPAPVDVPPIHGLL-
PDGTEDTRPCDDNAPF  307



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FKV   D   +  ++R+YSG L               R+   + L   E+ +
+ E+
Sbjct  308  SALAFKV-
MADPYGKLTFVRMYSGVLLKGSYVLNSTKNKKERISRLILLKADEREEVDEL  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G ++       G+ + + SD + L  +               P P++   + 
PKT
Sbjct  367  RAGDLGAVLGLKDTTTGDTLCVDSDPIILESLY-------------
IPEPVISVAVEPKT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E+L  AL  L++ DP  R   DS T++ +++ +G + LE++   +  ++K+E  
+ 
Sbjct  414  
KGDMEKLGKALQSLSEEDPTFRVSTDSETNQTVIAGMGELHLEILVDRMLREFKVEANIG  473

Query  415  EPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E  R           +      +  + + + P   GSG ++ +++  G 
+ + 
Sbjct  474  
APQVSYRETIRGSAKGEGKFARQTGGKGQYGHVVIEMEPGEPGSGFEFVNKIVGGIVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   + G+  G+ + D K+    G Y+   S+   F+    +  +  
+K+ 
Sbjct  534  
YIGPAEAGMKETCQSGVIAGFPMIDVKVTMVDGSYHDVDSSEMAFKIAGSMAFKDGVKKC  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       +E   V+  +     ++P   +  
Y T
Sbjct  594  
NPVLLEPMMKVEVEVPEDFLGSVIGDLSSRRGQVEGQSVEDGQSKVQAKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             L   T GR +   E   Y+     V + +I   + NS
Sbjct  654  QLRSMTQGRGIFSMEFSHYEEVPRNVAEAIISKNQGNS  691

>WP_025869855.1 MULTISPECIES: elongation factor G [Enterococcus]
 OTP50755.1 elongation factor G [Enterococcus termitis]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.



 Identities = 196/675 (29%), Positives = 313/675 (46%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMCGSAFKNKGVQIMLDAVLDYLPSPLDIDAIKGIDVKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  YSGDI----AAAVGLKDTTTGDTLCAMDAPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 



V Y
Sbjct  422  
MGIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    PL  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>OLD83814.1 translation elongation factor G [Chloroflexi bacterium 
13_1_20CM_54_36]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 320/669 (48%), Gaps = 
63/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +  I   G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTKKIHRMGEVHEGAATMDWMPQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    
K N+
Sbjct  69   
TCFWLDYRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAVAGVEPQSETVWRQANKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V  +RD+L A                   D+I +Q++
+   
Sbjct  129  
PRICFVNKMDRVGADFWRTVDMIRDRLGAVPVPIQIPIGRENNFKGYLDLIEQQSITFID  188

Query  163  EIVLEEN-----TDIEAWDA---------
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  + +     T +EA  A         V E ++ L  KY+ GE I++E+L+   
+R  
Sbjct  189  
DLGTKSDHTDVPTSMEAEFAQHREYLIERVAETDEDLTLKYLEGEEITKEELIAALRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGL----FQPIGEQ--
GSAAL  249
               +L PV  G+A K  G+Q ++DAV             TG+     Q +  Q   
SA  
Sbjct  249  
IAGTLVPVLCGTALKNKGVQAMLDAVIAYLPSPLDIPPPTGIDPDTHQEVTLQVSDSAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
               VFK+       R  Y+R+YSGTL  + +   + ++K+    ++  M    + 
+I   
Sbjct  309  
SALVFKIVSDPFVGRLSYMRVYSGTLLAKGSAENSTKDKIERIGRLLRMHANHREDI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D    G+I   +   +    D L DP +         P P++   I P+T A +++
+  A
Sbjct  366  
DEIRAGDICAAVGLRNTFTGDTLCDPQKPVILESINFPRPVIDIAIEPRTRADQDKMAIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  +   D  + + I+S +G + LEV+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LNKLTEEDPTFQLRTDPESGQTIISGMGELHLEVIVDRMFREFKVEANVGRPQVAYRETI  485

Query  425  LKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             + A +   H+ +   +  +  + + V P   G G ++ + +  G + + +      
GI+
Sbjct  486  
TREAQAEGKHVRQTGGHGQYGDVWIRVAPNERGKGFEFINAIVGGVVPREYIKPTEMGIK  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G+  G+ + D K+    G Y+   S+   F++   + +++A +++   
LLEP + 
Sbjct  546  
ETLENGIIAGYPMIDVKVTLFDGSYHEVDSSEMAFKTAGSLAIKEAARKAAPVLLEPVML  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +   +E+      D  +   TI   + +    V  G +P   +  Y  DL   T
+GR+
Sbjct  606  
VEVTTSEEFYGDVIGDLNRRRGTILGMESRGAMHVVRGYVPLAEMFGYVNDLRSMTSGRA  665

Query  602  VCLTELKGY  610
                E   Y
Sbjct  666  SYSMEFAHY  674

>WP_014516949.1 elongation factor G [Campylobacter jejuni]
 ADN90684.1 Elongation factor G [Campylobacter jejuni subsp. jejuni 
M1]
 AII24193.1 translation elongation factor EF-G [Campylobacter jejuni 
subsp. 
jejuni]
 ALK81084.1 Elongation factor G [Campylobacter jejuni]
 OWK89151.1 elongation factor G [Campylobacter jejuni]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGAEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674



>CDC02792.1 elongation factor G [Eubacterium sp. CAG:202]
Length=699

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/673 (28%), Positives = 316/673 (47%), Gaps = 
71/673 (11%)

Query  5    NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAVTSF  63
            NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI  AA 
T+F
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVNHKIGETHDGASTMDWMVQEKERGITITSAATTAF  71

Query  64   ------
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
                  Q+ + ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    
Sbjct  72   
WFGSKHQYKKHRINIIDTPGHVDFTVEVERSLRVLDGSVTVLCAKGGVEPQSETVWRQAD  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPE  163
               +P ++++NK+D  G +   VVQ ++D+L  + +              I   V+
+  E
Sbjct  132  
NYGVPRMVYVNKMDIMGANFYHVVQMMKDRLKCNAVPIQLPIGAESDFTGIIDLVTMKAE  191

Query  164  IVLEENTDIEAWDAVIEN-------------------
NDKLLEKYIAGEPISREKLVREE  204
            I   E+    + + + EN                   ++ L+EKY  GE IS +++ 
+  
Sbjct  192  
IYHNEDGTDYSEEEIPENMQDLANEYHEKLIESVAELDEDLMEKYFGGEEISIDEIKKVI  251

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQ------G  245
            ++   D ++ PV  GS+ +  G+Q L+D             A+ G     GE+       
Sbjct  252  
RKATIDNTMVPVTCGSSYRNKGVQMLLDAIIDYMPAPTDVPAIKGTNPETGEEVERHSSD  311

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGE  301
            +       FK+       +  + R+YSG ++  DTV  +     E++ +I +M    
+ +
Sbjct  312  
TEPFAALAFKIATDPFVGKLCFFRVYSGIVKAGDTVYNSVKDNNERMGRILQMHANDRKD  371

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I   D  Y G+I   +   +    D L D          E P P++R  I PKT A 
+E+
Sbjct  372  I---
DCCYAGDIAAAVGLKNTTTGDTLCDEKNPVVLESMEFPEPVIRVAIEPKTKAGQEK  428



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  +  P 
V Y
Sbjct  429  
MGIALAKLAEEDPTFRAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANIGAPQVAY  488

Query  421  MERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K AS       +      +  + ++V P +   G ++ + +  G + + +  
AV 
Sbjct  489  KETIRKEASVDEKYARQSGGKGQYGHVKINVFP-
NKDKGYEFVNNIVGGAIPKEYIPAVD  547

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  +  G L G+NV D K+    G Y+   S+   F+    +  ++A++++   
LLE
Sbjct  548  
QGIQGAMLSGVLAGYNVVDVKVELYDGSYHEVDSSEMAFKIAGSMAFKEAMRKADPVLLE  607

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P EYL     D       I++ + +      T  +P   +  Y TD+   
T
Sbjct  608  
PIMKVTVIVPDEYLGDVIGDLNSRRGMIQSMEAENGAQRVTAHVPLSEMFGYATDMRSKT  667

Query  598  NGRSVCLTELKGY  610
             GR   + E   Y
Sbjct  668  QGRGQYVMEPDTY  680

>WP_062201135.1 elongation factor G [Streptococcus sp. DD04]
 KXT63821.1 Translation elongation factor G [Streptococcus sp. DD04]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKLGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +



Sbjct  69   
TAQWDNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKVGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_026786433.1 MULTISPECIES: elongation factor G [Planktothrix]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 316/669 (47%), Gaps = 
60/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGMVHKMGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
TTSWKDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +   V + +RD+L A+ +  Q               V +   
+  +
Sbjct  129  
PRIVFVNKMDRTGANFFKVYEQIRDRLRANAVPIQIPIGSENDFQGLVDLVEMKAYLYND  188

Query  168  EN--TDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++  TD E  D                   +V E +D+L+EKY+ GE  + E++  
+ ++
Sbjct  189  
DDKGTDFEVTDQIPEAVKKIAEEYRVKLVESVSETDDRLMEKYLEGEEPTNEEIRTQLRK  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----



QGS--------------AA  248
                  + P+  GSA K  G+Q L+DAV        E    QG+              
A 
Sbjct  249  
GTIAGKIVPLLCGSAFKNKGVQQLLDAVVDYLPAPSEVPPIQGTLSNGDVDVRYANDEAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
            L    FK+   D   R  ++R+YSG L+    V  + ++K  +I+ + +    + +  
D 
Sbjct  309  LSALAFKI-
MADPYGRLTFVRVYSGVLQKGSYVLNSSKDKKERISRLIVLKADDRIEVDE  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G++   L        D L D T+         P P++   + PKT    E+L  
AL 
Sbjct  368  
LRAGDLGAALGLKDTLTGDTLCDDTKPIILESLFIPEPVISVAVEPKTKQDMEKLSKALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
             L++ DP  R  VDS T++ +++ +G + LE++   +  ++K+E  V  P V Y E   
+
Sbjct  428  
SLSEEDPTFRVSVDSETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETIRK  487

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            P+         +      +  + +++ P   GSG ++ S++  G + + + N    
G++ 
Sbjct  488  
PVNRVEGKFIRQSGGKGQYGHVVINLEPGEPGSGFEFVSKIVGGTVPKEYINPAEQGMKE  547

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E G+  G+ + D K     G Y+   S+   F+    + L++A+ ++   LLEP 
+  
Sbjct  548  
ACETGVVAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMALKEAVSKASPVLLEPMMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++++     D       IE    ++     T ++P   +  Y TD+   T 
GR +
Sbjct  608  
EVEVPEDFIGNVIGDLNSRRGQIEGQGTEQGIAKVTAKVPLAQMFGYATDIRSKTQGRGI  667

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  668  FTMEFSHYE  676

>WP_025168770.1 elongation factor G [Streptococcus peroris]



Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 314/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGINPDTEEEEDRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L+    V   +   RE++ +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANTRKEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKADQDK  421



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_042493691.1 elongation factor G [Weissella hellenica]
Length=707

 Score = 254 bits (649),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/686 (28%), Positives = 319/686 (47%), Gaps = 
82/686 (12%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E+
+RGITIQ+A 
Sbjct  10   
LRTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAA  69

Query  61   TSFQWHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+  WH           +VNI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ 
QT  
Sbjct  70   



TTAVWHGFYDQYKNEPYRVNIIDTPGHVDFTIEVERSLRVLDGAVAVLDGAAGVEPQTET  129

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++       +P V+F+NK+D+ G D    V S++D+L A                   
D+
Sbjct  130  
VWRQAETYEVPRVVFVNKMDKLGADFGMSVDSLKDRLDANAKAIQWPIGAEDDFEGVIDL  189

Query  153  IIKQTVSLSPEI---------------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISR  197
            I K+ +  + E+               ++EE  + E  +AV + +D++++KY+ GE 
IS 
Sbjct  190  IEKKAMYPTTELGEEWEAREIPADYVDLVEEKYN-
ELVEAVADVDDEIMDKYLEGEEISE  248

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI------------GEQ  244
             +L    +R       +PV  GSA K  G+Q ++DAV   L  P+            
GE+
Sbjct  249  
AELKAAIRRATISLQFYPVLAGSAYKDKGVQMMLDAVVEYLPSPLDVKPYVANDPETGEE  308

Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEM  294
                           FKV       R  +LR+Y+GTL     +    ++K     +
+ +M
Sbjct  309  
IDLVANDEDPFAALAFKVMTDPFVGRLTFLRVYTGTLESGSYIMNTSKDKRERVGRLLQM  368

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRW----
REDPLPMLRTT  349
                + EI      + G+I      ++ L D   GD    P +R      E P P+
++  
Sbjct  369  HATDRKEIPEV---FSGDIAA----
AIGLKDTTTGDSLTSPDRRLILESMEFPDPVIQLA  421

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT A + ++  AL +LA+ DP  R E +  T + ++S +G + L+++   +  
++ +
Sbjct  422  
VEPKTKADQAKMTVALQKLAEEDPSFRAETNQETGDTLISGMGELHLDIIVDRMKREFHV  481

Query  410  ETVVKEPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +  V  P V Y E   K   A      +      +  + +  +P   G+G ++E  
V  G
Sbjct  482  
DVTVGAPQVAYREAFTKTVQARGYFKRQSGGKGQYGDVWIEFSPNEEGAGFEFEDAVVGG  541

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + +  +V  G++  L  G L G+ + D K     G Y+   S+ A F+  A + 



L +
Sbjct  542  
VVPREYIPSVEAGLKDSLNNGPLAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALRE  601

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A K +G  +LEP +   +  P++ L  A          +E    +  +++   ++P   
+
Sbjct  602  
AAKTAGAVILEPIMKVDIMVPEDNLGDAMGHVSARRGLLEGQDQRGKQMLVHAKVPLSEM  661

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQA  612
              Y T L   T GR         Y+A
Sbjct  662  FGYATTLRSSTQGRGTFQMVFDHYEA  687

>WP_059167460.1 elongation factor G [Campylobacter jejuni]
 ALW23424.1 elongation factor G [Campylobacter jejuni]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249



                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVTNIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_087023977.1 elongation factor G [Thaumasiovibrio subtropicus]
Length=694



 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/688 (28%), Positives = 317/688 (46%), Gaps = 
70/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNNHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A+ +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGANPLVMVLPIGREDEFVGVVDLLNRQAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKEIPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG +   DT+  A   K     ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVMNKGDTILNAATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                TA  G+I+ ++   +V+    L D            P P++   ++PK     
E++
Sbjct  365  T---
TAQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPEPVISIAVSPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421



              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYR  481

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
A+  
Sbjct  482  
ETITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFAGMMDTGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKGDVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVIQPRR  623
            GR     E   Y    A V + VI  ++
Sbjct  662  GRGQFSMEFSHYAPCPANVAEAVIAEQK  689

>WP_060461905.1 GTP-binding protein [Lactobacillus crispatus]
 KWU04232.1 elongation factor G [Lactobacillus crispatus]
Length=641

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 190/626 (30%), Positives = 299/626 (48%), Gaps = 
57/626 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    I  + +    Q  +    +FP+Y+GSA   L +  + + + G  
+ 
Sbjct  169  TDDALLEKYLDSGAIYDQDV----QNAIVQRKVFPIYFGSA---
LKLTEITEFLAGFSKW  221

Query  241  IGEQG-
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+  S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+ 
Sbjct  222  TKEKEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNG  276

Query  300  GEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             + V    A  GEIV         P     + D    PT L +        P+L   
+ P
Sbjct  277  EKFVTITEAAAGEIVAATGLTKTYPGQGFGVGDA---PTALLK--------
PVLTYKVNP  325

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +        L AL  L D DP L         EI +  +G++QLE++  L+ E++ 
L  V
Sbjct  326  QD-
NDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLNIV  384

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL  L
Sbjct  385  FEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLEVL  439

Query  470  NQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             +++Q+ +   ++     G+   + +TD KI    G      S   DFR      + 
Q L
Sbjct  440  
TKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQGL  499

Query  529  KESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
             E      T LLEP+  F L   ++ + RA +D  +      T +   +  V +G  
P  
Sbjct  500  



MEEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAPVA  559

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +Q Y T++  YT+G       + GY
Sbjct  560  EMQDYATEVRNYTHGEGNLECVVSGY  585

>WP_055286271.1 GTP-binding protein [[Eubacterium] eligens]
Length=875

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 179/616 (29%), Positives = 307/616 (50%), Gaps = 
46/616 (7%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I IG+LAHVDAGKTTL+E++LY++G+I + G V+   T  DT  +ER RGITI +   
++
Sbjct  13   
ITIGMLAHVDAGKTTLSEAILYSAGSIRKLGRVDNQDTFLDTGDMERARGITIFSKQAAY  72

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             ++     ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ  T  L+  L+++ 
IP 
Sbjct  73   
NYNGSSYTLLDTPGHVDFSAETERTLWVLDAAVLVISGMDGVQGHTETLWSLLKRLGIPV  132

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             IF+NK+DQ G +   +++ ++++LS   +    +                ++ V   
++
Sbjct  133  FIFVNKMDQQGTNRARIMEQLKNRLSESCVDFNNID---------------
YEEVAMCHE  177

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ--PI  241
            + LE+++    +    +     R + +  +FPVY+GSA +  G++ L++ +         
Sbjct  178  EALEQFLESAHVDDVLM----
SRMIMERKMFPVYFGSALRMNGVEELINGIDTYVSCPDY  233

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
            GE+ SA     V+K+   D G+R  +L++  G+L+ +    L G E  K+ ++R+ 
+  +
Sbjct  234  GEEFSA----KVYKITRDDRGERLTHLKVCGGSLKSK---MLIGNE--
KVNQIRVYAGDK  284

Query  302  IVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK----TAA  356
                + A  G +  +   S  +    +G           ED +P+L   +  K       
Sbjct  285  FTSINEAVAGTVCAVTGLSETKAGQFIGAGG--------
EDNIPVLEPVLNYKLNLPAGT  336



Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +L  L  L + +P L  E D    EI +S +G V +EV++ ++  ++ ++    
E 
Sbjct  337  
DPVAILSKLRTLEEEEPELHVEWDENFKEIHVSVMGPVLIEVLTNIIRTRFGVDVTFGEG  396

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E     A    H E  P   +A + L + P   GSG++YE   S   L+++
+Q  
Sbjct  397  SIVYKETIKNKAYGIGHFE--
PLRHYAEVHLLLEPGEPGSGMRYECHCSEDILDKNWQRL  454

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   +   + +G L G  +TD KI    G  +   +   DFR      + Q L ++ 
+ L
Sbjct  455  
VYTHLCEKMHRGVLTGSELTDMKITLVAGRAHPKHTEGGDFRQATYRAVRQGLMQAESVL  514

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ +F L   ++Y+ RA  D  +  A     +   D VV TGE P   I  Y+ 
++  
Sbjct  515  
LEPFYAFSLEVKRDYVGRAMTDFERMGAAFNMQEADGDNVVITGEGPVSVIGNYQAEVNA  574

Query  596  YTNGRSVCLTELKGYQ  611
            YT G      ++ GY+
Sbjct  575  YTKGTGRLALKMAGYR  590

>WP_074365396.1 GTP-binding protein [Clostridium sp. N3C]
Length=865

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 184/620 (30%), Positives = 305/620 (49%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+ES+LY SG I + G V+K     DT  LE+ RGITI 
+  
Sbjct  1    
MKKLVLGILAHVDAGKTTLSESMLYLSGKIRKLGRVDKQDAFLDTYELEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILV++  +GVQ  T+ L+  L    
Sbjct  61   
ALFEIKDTEITLLDTPGHVDFSAEMERTLQVLDYAILVVNGVNGVQGHTKTLWRLLSAYK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ   + + V++ ++ +LS   I         +   EE  D   +D 
V  
Sbjct  121  IPTFIFVNKMDQEIANKEIVLEQLKKQLSEGCI---------DFTEEETEDF--
YDEVAV  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++  LE+++    +    +     R +++  +FP Y+GSA K  G+   M+ +    
+ 
Sbjct  170  RDESTLERFLDKGILESSDIA----
RLIKERKVFPCYFGSALKLQGVNTFMEGLIKYAEY  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS-  298
            P+     +     VFK+   D G R  ++++  G L++R  +   G  + KI +
+RI S 
Sbjct  226  PV---YPSEFGAKVFKISRDDQGNRLTFMKVTGGKLKVR-
MIVPQGMTEEKINQIRIYSG  281

Query  299  -KGEIVR-----
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             K E V      T  A  G     P   + +      P   P   +R     +L     
P
Sbjct  282  EKFEGVSEVEAGTVCAVTGLTQTYPGQGLGIESHTYAPMLEPVLSYR----
ILLPEDCDP  337

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K       ++  L  L + DP L    D    EI +  +G VQLE++ +++ E++ 
++  
Sbjct  338  KV------
MMPKLKMLEEEDPALNILWDEHLQEIQVKIMGEVQLEILQSIIKERFNVDVS  391

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                +++Y E          H E  P   +A + L + P + GSG+Q+ ++ S   
L+++
Sbjct  392  FDSGTILYKETITDVVEGVGHFE--
PLKHYAEVHLILEPGAPGSGLQFYNKCSDDELDKN  449

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   ++  + +G L G  +TD KI    G  +   +   DFR      + Q 
LK++
Sbjct  450  
WQRLIMTHLQEKIHKGVLTGSPITDIKITLVAGRAHKKHTEGGDFREATYRAVRQGLKQA  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F +  P++ + RA  D  +   + E ++   +  + TG  P   ++ 
Y+ 



Sbjct  510  
KSILLEPYYEFQVELPEKMVGRAMMDIERMHGSCELSETNGEIAILTGSAPVVNMKNYQR  569

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            +L  YT G       LKGY+
Sbjct  570  ELIAYTRGLGKLFCNLKGYE  589

>WP_087578605.1 elongation factor G [Campylobacter concisus]
 OUT14624.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/682 (27%), Positives = 313/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPTEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITE  293
                           +  ++R+Y G+L               R+   + +   ++ 



+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676

>APU71244.1 hypothetical protein BI355_0925 [Lactobacillus 
crustorum]
Length=655

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/633 (31%), Positives = 311/633 (49%), Gaps = 
61/633 (10%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + E G V+KG    D   LE++RGITI 
+  
Sbjct  6    
MKKIVTGIVAHVDAGKTTLSEALLYRAGELRELGRVDKGNAFLDPAALEKKRGITIFSHQ  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q++   + ++DTPGH+DF ++  + + VLD AILVISA DGVQ  TR L+  L
++  
Sbjct  66   
ANLQFNDLDLTLLDTPGHVDFASQTEQVMDVLDYAILVISAIDGVQGYTRTLWRLLKRYQ  125

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--
WDAV  178
            +PT IF+NK+D  GVD   V++ +           Q++ LSP  +  +N  I A  
++ +
Sbjct  126  VPTFIFVNKMDANGVDQAKVIEQI-----------QSI-
LSPGCIAFDNEKISAGSYEEI  173

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND++LE ++    ++ + ++R   + +++  +FP Y+GSA K  GI   +   
+   
Sbjct  174  AMQNDEVLENFLDTGKLA-DNVIR---
KMIKERQIFPCYFGSALKVSGIDDFLAGFSKWT  229

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITE----  293
            Q    +        VFK+ + +  +R  +LR+ +GTL  +  +    +  +L+I +    
Sbjct  230  QE--
NEYETEFGAKVFKISHDENNERLTWLRVTNGTLPNKKILIKDQKANQLRIYDGSKY  287

Query  294  ---MRIPSKGEIVRT---
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                ++ S G    T   DT YPG+ +   +DS        DPT            
P+L 
Sbjct  288  ELRQKVSSGGVCAVTGLIDT-YPGQGLGNQTDSA-------DPTL----------
QPILN  329

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PK        L AL QL D DP L     +   EI +  +G VQLEV+  LL 
+++
Sbjct  330  YAVDPK-
ENDIHTCLTALRQLEDEDPQLHVSWSNHLEEIRIQIMGEVQLEVIQQLLLQRF  388

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    + S++Y E   +      H E  P   ++ + L + P    SG+ +E+  
+L 
Sbjct  389  NLDVAFGKGSILYKETITQKVEGVGHFE--
PLRHYSEVHLLLEPALANSGLTFEADCNLD  446



Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L  ++Q+ V   +      G L G  +TD KI    G   +  S   DFR      
+ Q
Sbjct  447  
ILASNWQHQVLSNLGSKEHLGVLIGAPITDMKISLIGGKASNVHSVGGDFREATWRAVRQ  506

Query  527  AL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV----
KKDEVVFT  578
             L    K    QLLEP+  F L   Q+ + RA +D  +   + ET +V    + +    
T
Sbjct  507  
GLMMLKKIQACQLLEPWYRFRLELTQDQVGRAMNDVQQMHGSFETPEVVNTSEGELTTLT  566

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G  P   +Q Y  ++  YT+G+      + GY+
Sbjct  567  GTAPVSEMQGYAQEVNAYTHGQGHLECIVDGYR  599

>WP_091351167.1 elongation factor G [Anaerobranca gottschalkii]
 SET07020.1 translation elongation factor 2 (EF-2/EF-G) 
[Anaerobranca gottschalkii 
DSM 13577]
Length=690

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/667 (28%), Positives = 309/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFCAKGGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             ++NK+D  G D    V+ +RD+L A+                         II K  
+ 
Sbjct  132  
AYVNKMDIIGADFYRAVEMMRDRLKANAVPIQIPIGAEDTFVGMVDLVEMKAIIYKDDLG  191

Query  160  LSPEIV-----LEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +I      L+E  +    +  +AV E +++L+ KY+ GE ++ E++    ++     



Sbjct  192  
KQADITEIPAELQETANKYREQLLEAVAETSEELMMKYLEGEELTVEEIKAAIRKGTCAT  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
            +L PV  GS+ K  G+  L+DAV              G+    GE+              
Sbjct  252  
TLVPVLCGSSYKNKGVPVLLDAVVDYLPSPLDIPAIKGVDLQTGEEIERIAGDDQPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L+    V  + + K     ++ +M    + EI    
T 
Sbjct  312  
AFKIMSDPYVGKLAFFRVYSGVLKSGSYVFNSTKGKKERIGRLLQMHANHREEITEVFTG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D  +         P P++   I P+T A +E++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDENKPVVLESMVFPEPVISVAIEPETKADQEKMGIALQKL  429

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---RPL  425
            A+ DP  R   D  T ++I+S +G + L+++   L  ++K++  V  P V Y E   
+ +
Sbjct  430  
AEEDPTFRTRTDEETGQVIISGMGELHLDIIVDRLKREFKVQAKVGNPQVAYKETITKTV  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            KA    I  +      +  + + ++P   G G  +E+++  G + + +   V  GI
+   
Sbjct  490  KAEGKFIR-
QSGGRGQYGHVWIELSPREPGEGYLFENKIVGGVVPKEYIGPVDQGIQEAA  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K     G Y+   S+   F+    +  ++A+K++   LLEP +   
+
Sbjct  549  
KTGVLAGYPVLDFKATLFDGSYHDVDSSEMAFKVAGSMAFKEAMKKADPVLLEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       IE  + +    V    +P   +  Y TDL   T GR 
V  
Sbjct  609  
TVPEEYMGDVMGDINSRRGRIEGMESRAGAQVIRALVPLASMFGYATDLRSRTQGRGVYS  668

Query  605  TELKGYQ  611
             E   Y+
Sbjct  669  MEFSHYE  675



>WP_039611345.1 elongation factor G [Pseudoalteromonas 
luteoviolacea]
 KID55355.1 elongation factor G [Pseudoalteromonas luteoviolacea]
 KZN68656.1 elongation factor P [Pseudoalteromonas luteoviolacea 
CPMOR-1]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 308/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
E  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLEKKAYIWDETGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVEKVEEYHEMLVESAVEQDDDLMEAYMEGETPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257
             + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+     
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGDVATVDAEEPL  308

Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E+    
Sbjct  309  
KALAFKIMDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERNELTE--  366



Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ ++   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  367  -
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E   
Sbjct  426  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETIT  485

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G   
Sbjct  486  
QEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFSSSVVGGNVPKEFWPAVEKGFAS  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P + +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPDDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_034551700.1 elongation factor G [Carnobacterium funditum]
Length=694

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/667 (29%), Positives = 311/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMAQEQERGITITSAATTAA  72



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WAGHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV-----  165
            +F+NK+D+ G D    V ++ D+L A+                I   V +  EI      
Sbjct  133  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDNFTGIIDLVKMKAEIYEDDLG  192

Query  166  --------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                          L E   ++  +AV E ++ L+E+Y+ GE IS+E+L +  +      
Sbjct  193  
VNIREEEIPAEYLELAEEWHMKLVEAVAETDEDLMERYLEGEEISQEELKKAIRIATIKV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIGEQG------------------
SAALCGS  252
              +PV  GSA K  G+Q ++DAV   L  P+  +                   S      
Sbjct  253  
DFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVEAIEGVLVENEDRVLRHADDSEPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL+    V   +   RE++ +I +M   S+ EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYSGTLQAGSYVQNSSKGKRERVGRILQMHANSRSEIPEV---  369

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +   +    D L D          E P P+++  I PK+ A ++++  
AL +
Sbjct  370  
FAGDIAAAVGLKNTTTGDTLCDEKDQVILESMEFPEPVIQVAIEPKSKADQDKMGVALQK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P V Y E  
R  
Sbjct  430  
LAEEDPTFRAETDHETGETIIAGMGELHLDIIVDRMRREFNVEATVGAPQVSYRETFRGS  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  +P   G G ++E  +  G + + +  AV+ G+   
L
Sbjct  490  
TKAEGKFVRQSGGKGQYGHVWIEFSPNDEGKGFEFEDAIVGGVVPREYIPAVKAGLEASL  549

Query  486  EQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S    F+  A + L+ A K++   +LEP +
+  +
Sbjct  550  
DNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKNASKKASPVILEPMMAVEI  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EYL             IE ++ + +  +  G IP   +  Y T L   T GR    
Sbjct  610  
TVPEEYLGDVMGHISARRGRIEGSEARGNTTIVKGTIPLAEMFGYATALRSSTQGRGTFS  669

Query  605  TELKGYQ  611
                 Y+
Sbjct  670  MTFDHYE  676

>OGH91849.1 translation elongation factor G [Candidatus 
Magasanikbacteria 
bacterium RIFOXYD2_FULL_39_9]
 OGH92686.1 translation elongation factor G [Candidatus 
Magasanikbacteria 
bacterium RIFOXYD1_FULL_40_23]
Length=691

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 314/672 (47%), Gaps = 
69/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT +E +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTSERVLFYTGKKHKIGEVHEGEATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++H   
K N+
Sbjct  69   
TCFWKGHRINLIDTPGHVDFTVEVERSLRVLDGAVAVFDASQGVEPQSETVWHQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----IKQTVSLSP--
EIVLEENTDIEA  174
            P V F+NK+D+ G D    + SV+++LS + +     I Q  S S   +I+ E+    
E 
Sbjct  129  
PRVAFVNKMDKLGADFYMSLASVQERLSVNAVAVQLPIGQDSSFSGLVDIIQEKAFKFEG  188

Query  175  --------------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                       + V E ND L+EKY+AG+  S ++L    



+  V
Sbjct  189  
AKGENIIEMPVPEDMKELVATHRAKLMEKVAEANDTLMEKYLAGQSFSIDELKTGIRSMV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------FQPI--------
GEQGSAAL-----  249
                ++PV  GSA   +G+Q ++DAV           PI         E+   AL     
Sbjct  249  
IKGQIYPVLCGSALANIGVQLMLDAVVDYLPSPSDLPPIAGLNPDTNAEETRLALDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
            C   FK+       + ++ R+YSGT+     V   +   +E+L +I  +    + +
+   
Sbjct  309  
CALAFKIATDPFVGKLIFFRVYSGTVSAGTYVYNSSNGEKERLGRIVRLHANQREDVSEV  368

Query  306  DTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y GEI   +    V+  D L D   P  + R  + E   P++   I PKT A 
+E++
Sbjct  369  ---YAGEIAAAIGLKDVKTGDTLCDEDKPMVMYRPTFAE---
PVISMAIEPKTKADQEKI  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  423  
GMALQKLAEEDPTFRVHTDEETLQTIIAGMGELHLDILVDRMRREFKVEANVGKPQVAYK  482

Query  422  ER-PLKAASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   + A +   +I+       +    + V P   G+G ++E     G + + F  
AV  
Sbjct  483  
ETIKISAEAEGKYIKQSGGKGQYGHCWIKVEPREQGAGYEFEDDTKGGSIPKEFIPAVEK  542

Query  480  GIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  L +G+  G+ V D K+    G Y+   S+   F+    +  + A K++   
++EP
Sbjct  543  
GVKASLTRGIQAGYPVVDVKVTVYDGSYHEVDSSEMSFKMAGSMAFQAACKKANPIIMEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+ Y+     D       I+    +    V    +P   +  Y T L   
+ 
Sbjct  603  
IMKVEVTTPEAYMGDVIGDLNSKRGQIQEMFDRGQVKVIKAIVPLASMFGYATTLRSVSQ  662

Query  599  GRSVCLTELKGY  610
            GR+    E   Y



Sbjct  663  GRANYSMEFGHY  674

>WP_026623979.1 GTP-binding protein [Eggerthia catenaformis]
Length=837

 Score = 256 bits (655),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 178/610 (29%), Positives = 312/610 (51%), Gaps = 
57/610 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGI AHVDAGKTTL+ESLLY SGAI   G V+   +  D    ER+RGITI 
+ +
Sbjct  1    MKTV-
IGITAHVDAGKTTLSESLLYLSGAIRNQGRVDHKDSFLDYNKQERERGITIFSKI  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            +S  +++  +  +DTPGH+DF  E+ R+L +LD A+L+I+  DG+Q+ T+ +F  L
+  +
Sbjct  60   
SSIHYNKKDLTFIDTPGHIDFSGEMERALTILDYALLIINGCDGIQSHTKTIFRLLKYYH  119

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +F+NK+D +              L+ + ++K    LS  IVL    + E       
Sbjct  120  IPTFLFVNKMDIS-------------
YLTQEQLLKDLNELSDHIVLLSEINDEELAM---  163

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--  238
             +D LLE+Y+    IS + L    Q+ +++  +FPVY+GSA K + I+ ++D++T 
L   
Sbjct  164  KSDTLLEEYLNYNKISHKSL----
QKAIKEREIFPVYFGSALKNINIKEMLDSITDLIIE  219

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P+  +    L G V+K+ Y +  +R  ++++  G + +++ +   G    KI +
+R   
Sbjct  220  SPLNNK----LKGIVYKILYEN-NERLTFIKITGGQIHVKEEI--NGE---
KINQIRAYQ  269

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +      A  G+IV L    S++  D++G  + L    +     P++   +  +   
Q
Sbjct  270  GEKYSLLKQAKQGDIVALTGIKSLKSGDMIGYSSSLMTSIF-----
PVMHYDLHIEDNEQ  324

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



               +++ L +L + +PLL+ ++  I H I +S +G VQ+E++  L+ E+Y     +    
Sbjct  325  SALMMENLKKLGEEEPLLQLKIRDINH-
IEVSLMGEVQIEILKQLIKERYHQNISIDHQQ  383

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            + Y E    P++   H       P   +A + + + PL  GSG+Q+E++  +  L 
+++Q
Sbjct  384  ISYKETIKYPVEGVGH-----FEPLRHYAEVHVLLEPLPSGSGLQFENKC-
MNDLQENYQ  437

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N +   ++     G+  G  +TD KI    G  +   +   DFR      + Q L  
S +
Sbjct  438  
NLIMTHLKEKTHLGILTGSPITDIKITLLGGASHLKHTEGGDFRQAVYRAVRQGLMMSES  497

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD---
EVVFTGEIPARCIQAYR  590
             LLEP   + +  P +Y+S+ ++D   Y   I    +K+D     +  G+ P   +  
Y 
Sbjct  498  ILLEPSYHYEITIPSKYISKIFYDFQNYNTPI----
IKEDNGQNALLYGDAPVLFLSGYN  553

Query  591  TDLAFYTNGR  600
             +L   T G 
Sbjct  554  QELMNSTKGN  563

>WP_084231603.1 elongation factor G [Peptoniphilus asaccharolyticus]
 SMB93607.1 elongation factor G [Peptoniphilus asaccharolyticus DSM 
20463]
Length=689

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 314/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY SG I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIMAHIDAGKTTTTERILYYSGKIHKIGETHEGGAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
+  +
Sbjct  69   
TANWKNHRLNIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADRYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVL-  166
            P +  INK+D  G D    V ++  KL  +              I +   V +  
EI   
Sbjct  129  
PRIAHINKMDVTGADFFRSVATIDKKLQGNPVPIQIPMGAEDTFIGMIDLVEMKAEIYKN  188

Query  167  EENTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ T+IE                    D V E +++L+  Y+ GE IS+E++ +  
++  
Sbjct  189  
DDGTEIEVTDIPEEYKAQAEEYRENMIDKVAEFDEELMMAYLEGEEISKEQIKKAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSA---------ALC  250
             D  + P   GS+ K  G+Q L+DA+             + I + G A          
L 
Sbjct  249  
VDVKITPCTCGSSYKNKGVQLLLDAIIDYLPSPLDIPAIKGIDDDGEAIERHASDEEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG L+    V       RE++ +I  M    + EI   
+
Sbjct  309  
ALAFKIVSDPFVGKLAYFRVYSGVLKSGSYVYNSTKGKRERIGRILLMHANKREEI---E  365

Query  307  TAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              Y GEI   +   D+   + +  + +R+  ++  E P P++   I PK+ A +E+
+  A
Sbjct  366  EVYAGEIAAAVGLKDTTTGDTLCDEKSRVILEKM-
EFPEPVISVAIEPKSKASQEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + L+++   L  ++K+E  +  P V Y 
E  
Sbjct  425  
LQKLAEEDPTFRTYTDEETGQSIISGMGELHLDIIVDRLLREFKVEANIGNPQVSYRE-S  483

Query  425  LKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            +  AS      V  +      G   + VTPL  GSG  +E+ +  G + + F    
+ GI
Sbjct  484  
ITTASEGEGKYVRQSGGRGQYGHCKIRVTPLEPGSGFVFENNIVGGAIPKEFIGPTQQGI  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G L G+ V D K+    G Y+   S+   F+    + L  AL ++   
LLEP +
Sbjct  544  



EEAMKSGVLGGYEVLDVKVELYDGSYHDVDSSEMAFKIAGSMALRDALAKANPVLLEPTM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  ++     + T  +P   +  Y T L   
T GR
Sbjct  604  
KVEITTPEEYMGDVIGDINSRRGRMEGMELVNGAQIITSYVPLAEMFGYATSLRSNTQGR  663

Query  601  SVCLTELKGYQ  611
            +    +   Y+
Sbjct  664  ANHSMQFDHYE  674

>3IZP_E Chain E, Conformation Of Ef-G During Translocation
Length=688

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 318/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313



Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y    S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYAEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_007410399.1 MULTISPECIES: elongation factor G [Bacillus]
 A7Z0N4.1 RecName: Full=Elongation factor G; Short=EF-G
 ABS72560.1 FusA [Bacillus velezensis FZB42]
 CBI41238.1 elongation factor G [Bacillus amyloliquefaciens DSM 7]
 AEB22305.1 elongation factor G [Bacillus amyloliquefaciens TA208]
 AEB61669.1 Elongation factor G [Bacillus amyloliquefaciens LL3]
 AEK87270.1 elongation factor G [Bacillus amyloliquefaciens XH7]



 CCF03646.1 elongation factor EF-G [Bacillus velezensis CAU B946]
 CCG48133.1 elongation factor EF-G [Bacillus velezensis YAU B9601-
Y2]
 EIF15572.1 elongation factor G [Bacillus sp. 5B6]
 EJD65762.1 elongation factor G [Bacillus sp. 916]
 AFZ89160.1 elongation factor G [Bacillus velezensis AS43.3]
 AGF29248.1 elongation factor G [Bacillus amyloliquefaciens IT-45]
 CCP20184.1 elongation factor G [Bacillus velezensis UCMB5036]
 CDG28101.1 elongation factor G [Bacillus velezensis UCMB5033]
 CDG24428.1 elongation factor G [Bacillus velezensis UCMB5113]
 ERH56871.1 elongation factor P [Bacillus amyloliquefaciens EGD-
AQ14]
 ERK81417.1 elongation factor P [Bacillus amyloliquefaciens UASWS 
BA1]
 CDH93892.1 elongation factor G [Bacillus velezensis NAU-B3]
 AHC40721.1 elongation factor P [Bacillus amyloliquefaciens LFB112]
 AHK47741.1 elongation factor G [Bacillus velezensis TrigoCor1448]
 EYB36011.1 elongation factor G [Bacillus amyloliquefaciens EBL11]
 AHZ14141.1 elongation factor G [Bacillus velezensis SQR9]
 KDN92332.1 elongation factor G [Bacillus amyloliquefaciens]
 KFI14180.1 elongation factor G [Bacillus subtilis]
 KFX40534.1 elongation factor G [Bacillus amyloliquefaciens]
 AIU77811.1 elongation factor G [Bacillus subtilis]
 AIU80309.1 Elongation factor G [Bacillus velezensis]
 AIW28490.1 elongation factor G [Bacillus subtilis]
 AIW32229.1 elongation factor G [Bacillus subtilis]
 AIW36081.1 elongation factor G [Bacillus subtilis]
 KHD92510.1 elongation factor G [Bacillus amyloliquefaciens]
 AJC25306.1 elongation factor G [Bacillus sp. Pc3]
 AJE77213.1 elongation factor G [Bacillus sp. BH072]
 AJH22558.1 elongation factor G [Bacillus amyloliquefaciens]
 AJK67599.1 elongation factor G [Bacillus amyloliquefaciens KHG19]
 KIR06317.1 elongation factor G [Bacillus velezensis]
 KJD55958.1 elongation factor G [Bacillus amyloliquefaciens]
 KJR71154.1 elongation factor G [Bacillus velezensis]
 AKD20819.1 elongation factor G [Bacillus amyloliquefaciens]
 AKD28265.1 elongation factor G [Bacillus velezensis NJN-6]
 AKF29160.1 elongation factor G [Bacillus velezensis]
 AKF77992.1 elongation factor G [Bacillus velezensis]
 AKL74728.1 elongation factor G [Bacillus velezensis]
 KMN52597.1 elongation factor G [Bacillus sp. LK7]
 KMO07071.1 elongation factor G [Bacillus amyloliquefaciens]
 COD66852.1 elongation factor G [Streptococcus pneumoniae]
 KNX35660.1 elongation factor G [Bacillus amyloliquefaciens]
 KOC20896.1 elongation factor G [Bacillus velezensis]
 KOC21471.1 elongation factor G [Bacillus velezensis]
 KOC82173.1 elongation factor G [Bacillus velezensis]
 CUB24803.1 Elongation factor G [Bacillus amyloliquefaciens]
 CUB38071.1 Elongation factor G [Bacillus amyloliquefaciens]
 KOS50452.1 elongation factor G [Bacillus amyloliquefaciens]
 KPD36131.1 elongation factor G [Bacillus amyloliquefaciens]
 KRQ88284.1 elongation factor G [Bacillus velezensis]
 KRT32567.1 elongation factor G [Bacillus velezensis]
 KSV96246.1 elongation factor G [Bacillus velezensis]



 KSW04040.1 elongation factor G [Bacillus velezensis]
 KSW04989.1 elongation factor G [Bacillus velezensis]
 KTF57446.1 elongation factor G [Bacillus velezensis]
 KTF58947.1 elongation factor G [Bacillus amyloliquefaciens]
 ALV03500.1 elongation factor G [Bacillus amyloliquefaciens]
 KUP43253.1 elongation factor G [Bacillus velezensis]
 CUX92046.1 elongation factor G [Bacillus velezensis]
 AMP32958.1 elongation factor G [Bacillus amyloliquefaciens]
 KYC90644.1 hypothetical protein B4140_0122 [Bacillus 
amyloliquefaciens]
 AMQ69841.1 elongation factor P [Bacillus amyloliquefaciens 
UMAF6639]
 AMQ72632.1 elongation factor P [Bacillus amyloliquefaciens 
UMAF6614]
 AMR48965.1 elongation factor G [Bacillus amyloliquefaciens]
 KZE61402.1 elongation factor G [Bacillus amyloliquefaciens]
 ANB47360.1 elongation factor G [Bacillus velezensis]
 ANB85807.1 elongation factor G [Bacillus velezensis]
 ANF35025.1 elongation factor P [Bacillus velezensis]
 OAL90297.1 elongation factor G [Bacillus velezensis]
 OAL94207.1 elongation factor G [Bacillus velezensis]
 OBR30469.1 Elongation factor G [Bacillus amyloliquefaciens]
 OBR30687.1 Elongation factor G [Bacillus velezensis]
 ANS36990.1 translation elongation factor G [Bacillus velezensis]
 OCB95725.1 Elongation factor G [Bacillus velezensis]
 OCB97631.1 Elongation factor G [Bacillus amyloliquefaciens]
 ANU28747.1 translation elongation factor G [Bacillus velezensis]
 OCJ73775.1 translation elongation factor G [Bacillus velezensis]
 AOC89661.1 Elongation factor G [Bacillus amyloliquefaciens]
 ODB65543.1 translation elongation factor G [Bacillus velezensis]
 ODB71953.1 translation elongation factor G [Bacillus velezensis]
 ODB75407.1 translation elongation factor G [Bacillus velezensis]
 ODS05795.1 Elongation factor G [Bacillus velezensis]
 AOO60149.1 translation elongation factor G [Bacillus velezensis]
 AOT99713.1 elongation factor G [Bacillus velezensis]
 SDK60773.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
velezensis]
 APA01165.1 translation elongation factor G [Bacillus velezensis]
 OIK19349.1 translation elongation factor G [Bacillus 
amyloliquefaciens]
 APB80686.1 translation elongation factor G [Bacillus 
amyloliquefaciens]
 APH34208.1 translation elongation factor G [Bacillus subtilis]
 APH48008.1 translation elongation factor G [Bacillus 
amyloliquefaciens]
 APQ50563.1 translation elongation factor G [Bacillus 
amyloliquefaciens]
 SIR79045.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
amyloliquefaciens]
 SIS25880.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. RUPDJ]
 OMQ01827.1 elongation factor G [Bacillus sp. GZB]
 AQP96136.1 elongation factor G [Bacillus sp. 275]
 OOI05909.1 translation elongation factor G [Bacillus velezensis]



 AQS42616.1 elongation factor G [Bacillus velezensis]
 OPD40191.1 elongation factor G [Bacillus amyloliquefaciens]
 SLC41173.1 elongation factor G [Mycobacterium abscessus subsp. 
massiliense]
 AQZ74745.1 translation elongation factor G [Bacillus velezensis]
 OQC77736.1 translation elongation factor G [Bacillus velezensis]
 ARB31912.1 elongation factor G [Bacillus velezensis]
 OQV45190.1 elongation factor G [Bacillus velezensis]
 OQV45821.1 elongation factor G [Bacillus velezensis]
 OQV45963.1 elongation factor G [Bacillus velezensis]
 OQV47362.1 elongation factor G [Bacillus velezensis]
 OQV56893.1 elongation factor G [Bacillus velezensis]
 OQV57308.1 elongation factor G [Bacillus velezensis]
 ARJ73601.1 elongation factor G [Bacillus velezensis]
 ARM26453.1 elongation factor G [Bacillus vallismortis]
 ARN88820.1 elongation factor G [Bacillus velezensis]
 ARW37280.1 Elongation factor G [Bacillus amyloliquefaciens]
 ARZ56436.1 elongation factor P [Bacillus velezensis]
 ASB51529.1 Elongation factor G [Bacillus velezensis]
 ASB63642.1 Elongation factor G [Bacillus velezensis]
 OWP60578.1 elongation factor G [Bacillus velezensis]
 ASF27389.1 elongation factor G [Bacillus amyloliquefaciens]
 ASK57022.1 elongation factor G [Bacillus velezensis]
 OXL17922.1 elongation factor G [Bacillus amyloliquefaciens]
 ASP24828.1 elongation factor G [Bacillus velezensis]
 OXS86134.1 elongation factor G [Bacillus sp. LYLB4]
 ASS62514.1 Elongation factor G [Bacillus velezensis]
 OYD08712.1 elongation factor G [Bacillus velezensis]
 PAB02426.1 translation elongation factor G [Bacillus velezensis]
 PAC76701.1 elongation factor G [Bacillus velezensis]
 PAD03491.1 elongation factor G [Bacillus velezensis]
 PAE31623.1 elongation factor G [Bacillus velezensis]
 PAE74679.1 elongation factor G [Bacillus velezensis]
 PAE99468.1 elongation factor G [Bacillus velezensis]
 PAK30749.1 elongation factor G [Bacillus velezensis]
 ASZ04818.1 elongation factor G [Bacillus velezensis]
 ATC51514.1 Elongation factor G [Bacillus velezensis]
 ATD75299.1 Elongation factor G [Bacillus velezensis]
 ATL38121.1 elongation factor G [Bacillus velezensis]
 ATO09577.1 elongation factor G [Bacillus velezensis]
 PHQ07027.1 elongation factor G [Bacillus velezensis]
 BBA74721.1 elongation factor G [Bacillus velezensis]
 PII41581.1 translation elongation factor G [Bacillus velezensis]
 ATU25373.1 translation elongation factor G [Bacillus subtilis]
 ATV00232.1 elongation factor G [Bacillus velezensis]
 ATV21369.1 elongation factor G [Bacillus sp. Lzh-5]
 ATY26887.1 elongation factor G [Bacillus velezensis]
 PJN85142.1 elongation factor G [Bacillus velezensis]
 PKF85348.1 elongation factor G [Bacillus velezensis]
 AUG34353.1 elongation factor G [Bacillus velezensis]
 AUJ61006.1 elongation factor G [Bacillus velezensis]
 PLT48993.1 elongation factor G [Bacillus amyloliquefaciens]
 AUS18100.1 elongation factor G [Bacillus velezensis]
 POI18207.1 elongation factor G [Bacillus velezensis]



 POR11557.1 elongation factor G [Bacillus velezensis]
 AVB09858.1 elongation factor G [Bacillus velezensis]
 PQB09267.1 elongation factor G [Bacillus velezensis]
 AVI27004.1 elongation factor G [Bacillus velezensis]
 AVM10020.1 elongation factor G [Bacillus velezensis]
 PRS81498.1 elongation factor G [Bacillus velezensis]
 PRS98361.1 elongation factor G [Bacillus velezensis]
 AVV92581.1 elongation factor G [Bacillus velezensis]
 AVX18772.1 elongation factor G [Bacillus sp. ZY-1-1]
 AWD13689.1 elongation factor G [Bacillus velezensis]
 AWD86083.1 elongation factor G [Bacillus velezensis]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++RD+L A                               
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLRDRLQANAHAIQLPIGAEDNFEGIIDLVENVAYFYED  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +      PE   E+  ++ +   +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPEEYKEQAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+           
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGVRPDTDEEIVRHSSDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 



EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RTGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASMALKNAVSKCNPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMFMDHYE  675

>WP_020917479.1 MULTISPECIES: elongation factor G [Streptococcus]
 BAF02540.1 translation elongation factor G [Streptococcus equinus]
 AGS06280.1 translation elongation factor G [Streptococcus 
lutetiensis 033]
 KFN88300.1 elongation factor P [Streptococcus equinus JB1]
 ALT83225.1 elongation factor G [Streptococcus infantarius]
 KUE94409.1 elongation factor G [Streptococcus equinus]
 SDQ35037.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SDW67394.1 translation elongation factor 2 (EF-2/EF-G) 



[Streptococcus equinus]
 SEI49769.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus sp. 
45]
 SEQ19926.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SFB98232.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SFR70869.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus]
 SFL08886.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus equinus 
JB1]
Length=692

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 318/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFSNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDSFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIDVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAHPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   + AP+E L             ++  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITAPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_065438820.1 GTP-binding protein [Bifidobacterium 
pseudocatenulatum]
Length=662

 Score = 253 bits (646),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/635 (30%), Positives = 287/635 (45%), Gaps = 



54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADVVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPGE-
CDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  GSG
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGIGHFE--



PLRHYAETHVLLEPLPQGSGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   + +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGSFDTPDGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              GE P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LEGEAPVAQMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_054387161.1 elongation factor G [Streptococcus pneumoniae]
 CTP35944.1 translation elongation factor G [Streptococcus 
pneumoniae]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +  I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTRKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658



Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_023024498.1 elongation factor G [Streptococcus sp. I-P16]
 AGY38921.1 elongation factor P [Streptococcus sp. I-P16]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 313/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     EQ           
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGIDPDTDEQVERPASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V       RE++ +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTTKGKRERIGRILQMHANTRMEI---  365



Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_087449157.1 GTP-binding protein [Lactobacillus salivarius]
 ARU20427.1 elongation factor G (plasmid) [Lactobacillus salivarius]
Length=639

 Score = 252 bits (644),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/623 (30%), Positives = 300/623 (48%), Gaps = 
54/623 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  



Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFITQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NKID        ++  ++ +L   II       S + +LE+         
V  
Sbjct  121  VPVFLFVNKIDINTNMASQILSQLKSELDESII-----
DFSSDNLLED---------VAM  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  167  CDESLFEDYLQTSTIPDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                 S      +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+   
G
Sbjct  223  --PHYSDNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRV-YNG  275

Query  301  EIVRTD--------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E   T            PG I   P  S+  N     PT  P   +  DP          
Sbjct  276  
EKFSTYPTVNAGQVCTIPGLINTYPGLSIGENQADTIPTITPVLSYALDP----------  325

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               +  +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y 
L   
Sbjct  326  -
NGSDIQTCLKALHELEDEDPKLHVTWSEHLQEISVQIMGEIQLEILEQILLDRYNLNVT  384

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
L+++
Sbjct  385  FTKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLDKN  442

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q 



L   
Sbjct  443  
WQHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMML  502

Query  529  -
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             + +  QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   
+ 
Sbjct  503  RENNNCQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGILTGIAPVSEMY  559

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y T++  YT+G      E+ GY
Sbjct  560  NYATNVRAYTHGNGTLELEVAGY  582

>WP_009731747.1 elongation factor G [Streptococcus sp. F0442]
 EKS20461.1 elongation factor G [Streptococcus sp. F0442]
Length=693

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 313/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------



GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     EQ           
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGIDPDTDEQVERPASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V       RE++ +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTTKGKRERIGRILQMHANTRMEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_066267946.1 elongation factor G [Bacillus acidicola]
Length=692



 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 189/674 (28%), Positives = 313/674 (46%), Gaps = 
77/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +    
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAQAIQLPIGAEDQFEGIIDLVEMKAIFYGNDL-  190

Query  166  LEENTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E +++L+EKY+ GE I+  +L    
++ 
Sbjct  191  ---
GTDIEEREIPAEYQDQADEYREKLIEAVAELDEELMEKYLGGEEITNAELKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQG  245
              +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TVNVEFYPVICGSAFKNKGVQLMLDAVIDYLPSPVDVPAIKGTTPDTDEEVLRPSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             +AL    FKV       +  + R+YSGTL+    V       RE++ +I +M    
+ E
Sbjct  308  FSALA---
FKVMTDPYVGKLTFFRVYSGTLQSGSYVQNSTKGKRERVGRILQMHANHRAE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I      Y G+I   +        D L D   L      E P P+++ ++ PK+ A 
+++
Sbjct  365  ISEV---
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVIQLSVEPKSKADQDK  421



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MSTALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMKREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSAAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LE
Sbjct  542  
AGLEDALDRGVLAGYPLVDIKARLYDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL             +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PVMRVEVVIPEEYLGDIMGSITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSST  661

Query  598  NGRSVCLTELKGYQ  611
             GR V       Y+
Sbjct  662  QGRGVFSMHFDHYE  675

>WP_072235689.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 318/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   



TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRILFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  



QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_070310361.1 elongation factor G [Campylobacter jejuni]
 OEX56169.1 translation elongation factor G [Campylobacter jejuni]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 316/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA---
LCGSVFKVEYTDCGQ-  263
                S+ P+  G+A K  G+QPL+DAV        E  +       G+   V+ TD 
G+ 



Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEISVKSTDDGEF  308

Query  264  --------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>EEL90000.1 Elongation factor G 2 [Bacillus cereus AH1272]
 EEL95800.1 Elongation factor G 2 [Bacillus cereus AH1273]
Length=699



 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIERVEIPEEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITIEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTEEEIERKSSDEEPFAAL  318

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422



            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>KGG79789.1 elongation factor G [Caloranaerobacter azorensis H53214]
Length=689

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 314/672 (47%), Gaps = 
63/672 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  69   
TCFWREHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLSPEIVLE  167
            P + F+NK+D  G D    V+ ++D+L A+ +              I   V+++  
I  +
Sbjct  129  
PRIAFVNKMDIMGADFFRAVEMMKDRLGANAVPIQLPIGKEDTFVGIVDLVNMNARIYKD  188

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI             +  +A+ E +++L+ KY+ GE ++ E+++   
++  
Sbjct  189  
DLGKEMEITDIPDEIRDLAEEYREKLLEAIAEQDEELMMKYLEGEELTTEEIISAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +  + PV  GSA K  G+Q L+DAV                +P  ++            
Sbjct  249  
INVDIVPVLCGSAYKNKGVQMLLDAVVDYLPSPVDLPAVKGMKPNSDEEIERKASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG LR    V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGVLRSGSYVLNSTKGKKERIGRILQMHANKREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   S    D L D          E P P++   I PKT A +E+
+  A
Sbjct  366  
SEVYAGDIAAAVGLKSTITGDTLCDENAPIVLESMEFPEPVISVAIEPKTKAGQEKMAIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTYTDQETGQTIISGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + + P   G+G ++ +++  G + + +  AV  
GI+
Sbjct  486  
TKAVDVEGKFVRQSGGRGQYGHVKIKMEPKERGTGYEFVNQIVGGVIPKEYIPAVDAGIQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ V D K+    G Y+   S+   F+    +  ++ +K+    
LLEP + 
Sbjct  546  
EAMLNGVLGGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEGMKKGNPVLLEPIMK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVMGDINSRRGRVEGMESRSGAQVIRGYVPLAEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQAA  613
                +   Y+ A
Sbjct  666  TYTMQFSHYEPA  677

>WP_019819832.1 MULTISPECIES: elongation factor G [Vibrio]
 CDT36614.1 Elongation factor G [Vibrio crassostreae]
 CDT41606.1 Elongation factor G [Vibrio crassostreae]
 CDT42822.1 Elongation factor G [Vibrio crassostreae]
 CDT69855.1 Elongation factor G [Vibrio crassostreae]
 CDT16532.1 Elongation factor G [Vibrio crassostreae]
 CDT23316.1 Elongation factor G [Vibrio crassostreae]
 CDS97041.1 Elongation factor G [Vibrio crassostreae]
 CDT57355.1 Elongation factor G [Vibrio crassostreae]
 CDT13850.1 Elongation factor G [Vibrio crassostreae]
 OEF85767.1 translation elongation factor G [Vibrio splendidus 
12E03]
 OMO34244.1 translation elongation factor G [Vibrio sp. 10N.
261.45.E1]
 PMJ28169.1 translation elongation factor G [Vibrio sp. 10N.
286.45.B6]
 PML89104.1 translation elongation factor G [Vibrio sp. 10N.
261.49.E11]
 PMM70991.1 translation elongation factor G [Vibrio sp. 10N.
261.46.F12]
 PMM90070.1 translation elongation factor G [Vibrio sp. 10N.
261.46.E8]
 PMN36653.1 translation elongation factor G [Vibrio sp. 10N.
261.45.E2]
 PMN45865.1 translation elongation factor G [Vibrio sp. 10N.
261.45.E11]
 PMN82064.1 translation elongation factor G [Vibrio sp. 10N.
261.45.A6]
 PMN87185.1 translation elongation factor G [Vibrio sp. 10N.
261.45.A1]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    



NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
IAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDENGEETGEHAIVSTDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  



QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>SCI37962.1 Elongation factor G [uncultured Flavonifractor sp.]
Length=869

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/617 (31%), Positives = 294/617 (48%), Gaps = 
30/617 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVD+GKTTL+E LLY SGA+ + G V+      DT   ER+RGITI +    
F +
Sbjct  1    
MGVLAHVDSGKTTLSEGLLYLSGALRKLGRVDHRDAFLDTDTQERERGITIFSKQAEFSY  60

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF AE+ RSL VLD A+LV+S  DG+Q  TR L+  L K  
IPT +
Sbjct  61   
GGTAFTLLDTPGHVDFSAEMERSLQVLDCAVLVVSGTDGIQGHTRTLWKLLDKHKIPTFL  120

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D AG D  +++  ++ +L +  +   Q +    E       D+ A D      
+ 
Sbjct  121  FINKMDLAGSDRDALLAQLQARLDSGCLDFSQGIGSIQE-------
DLAACD------EA  167

Query  185  
LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE Y+ G  ++ E       RR+    +FP ++GSA K  G+  L+D +         
Q



Sbjct  168  LLEHYLEGMEVTEEDAADLVTRRL----
IFPCFFGSALKLEGVGELLDGLAAYASA--PQ  221

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
                    VFK+   D   R  Y+++  GTLR+R  +   G ++ K+ ++RI S  
+   
Sbjct  222  YGPEFGARVFKIA-RDGSDRLTYVKVTGGTLRVRTALGGEGWQE-
KVNQIRIYSGPKYQT  279

Query  305  TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A  G +  L      +  D LG        RW  +  P L   +          
+L 
Sbjct  280  VDEAPAGTVCALTGLTHTQPGDGLGGEA----
GRWEPELEPPLTYQVILPHGCDVHAILR  335

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L QL + DP LR   +    EI L  +G +QLEV++ L+ E++ +E      S+
+Y E 
Sbjct  336  
NLRQLEEEDPQLRVVWNEALGEIHLRLMGEIQLEVMTRLIRERFGVEVSFGTGSIVYRET  395

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                     H E  P   +A + L + P   GSG+++ S  S   L  ++Q  +   
+  
Sbjct  396  ISGPVEGVGHFE--
PLRHYAEVHLLLEPGERGSGLRFASSCSADQLGLNWQRLILTHLEE  453

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                G L G  +TD KI    G  +   +   DFR      + Q L ++ + LLEP
+  F
Sbjct  454  
KEHLGVLTGSPITDMKITLVAGRAHLKHTEGGDFRQATYRAVRQGLMQAESILLEPHYEF  513

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             L  P + + RA  D       ++  + + + V+ +G  P   ++ Y  ++A YT 
GR  
Sbjct  514  
QLELPPDCVGRAMTDLQAMGGIVDAPEQEGELVLLSGHGPVAGLRNYWREVASYTRGRGR  573

Query  603  CLTELKGYQAAVGQPVI  619
                L+GY+    Q  I
Sbjct  574  LNCALRGYEPCADQESI  590

>WP_046442670.1 elongation factor G [Catabacter hongkongensis]
 KKI51556.1 Translation elongation factor G [Catabacter 
hongkongensis]
Length=692



 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 190/676 (28%), Positives = 317/676 (47%), Gaps = 
73/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTATERILFYTGRTYKIGDTHDGNAVMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++       
+
Sbjct  69   
TTQWEGHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQAEGYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D  +VV  +R++L A+ +              I   V +   
+  E
Sbjct  129  
PRMAFVNKMDIMGADFYNVVDMIRERLGANPVPLQLPIGVEDTFSGIVDLVEMKAVVYPE  188

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++     +D                     AV ++++ ++EKY AGE IS++++++  
++
Sbjct  189  
DDPTGTKFDVVDIPDDMKDMADEYREKLIEAVADHDESIMEKYFAGEEISKDEIIKVLRK  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQG  245
                 S+ PV  GSA +  G+QPL+D +  L                      +P    
G
Sbjct  249  
GTIAGSIIPVCCGSAYRNKGVQPLLDKIVELMPSPLDVPPIKGIKPGTDEEIERPADTNG  308

Query  246  S-AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       +  + R+YSG +R    V       RE++ +I  M    
+ 
Sbjct  309  PFAALA---
FKIMADPFVGKLAFFRVYSGKVRSGSYVLNSTKGKRERIGRILRMHANHRE  365

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+   D    G+I   +    V   D L D  +         P P+++  I PKT 
A +E
Sbjct  366  EV---
DEVEAGDIAAAVGFKDVGTGDTLCDDKQQIILENMVFPDPVIQVAIEPKTKAGQE  422



Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+E  V 
+P V 
Sbjct  423  
KMSVALQKLAEEDPTFRAYTDEETGQTIIAGMGELHLEIIVDRMLREFKVEASVGKPQVS  482

Query  420  Y---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y   M +P+      +  +      +    + V PL  GSG  +ES++  G + + 
+  +
Sbjct  483  YRETMTKPVDVEGKYVR-
QSGGKGQYGHCKIHVEPLEPGSGYIFESKIVGGSIPKEYIPS  541

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            + +GI+   + GL  G+ V D K+    G Y+   S+   F+    + +++A  + 
G+ L
Sbjct  542  
IDNGIQEAAKSGLIGGFEVMDFKVTLVDGSYHEVDSSEMAFKIAGSMAIKEAFAKGGSIL  601

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EYL     +       IE  + +    +    +P   +  Y 
TDL  
Sbjct  602  
LEPMMKVEVVVPEEYLGDVMGNVNSRRGRIEGTEARGGGQIIRAMVPLSEMFGYATDLRS  661

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     +   Y+
Sbjct  662  RTQGRGQFTMQFDHYE  677

>WP_003156450.1 elongation factor G [Bacillus velezensis]
 EKE46083.1 elongation factor G [Bacillus velezensis M27]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+



Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++RD+L A                               
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLRDRLQANAHAIQLPIGAEDNFEGIIDLVENVAYFYED  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +      PE   E+  ++ +   +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPEEYKEQAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+           
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGVRPDTDEEIIRHSSDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RTGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 



Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASMALKNAVSKCNPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMFMDHYE  675

>WP_084803765.1 elongation factor G [Bradyrhizobium sp. NAS80.1]
 OKO90065.1 elongation factor G [Bradyrhizobium sp. NAS80.1]
Length=690

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/667 (28%), Positives = 299/667 (45%), Gaps = 
59/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WAGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D++  Q +  + 
+  
Sbjct  132  
VFCNKMDKTGADFFKCLSDIVDRLGARPVAIQLPIGSENNFKGMIDLVRMQALVYNQD-S  190

Query  166  LEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L    D+EA                 +A +E +D  +  Y+ G     E L R  +
+ V 
Sbjct  191  
LGSMYDVEAIPADLADQAKEYREKLVEAAVELDDDAMAAYLDGNEPDEETLKRLIRKAVL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------LCG  251



              + +PV  G+A K  G+QPL+DAV             + I ++G+           
L  
Sbjct  251  
TGAFYPVLCGTAFKNKGVQPLLDAVVAYLPSPLDVPAIKGIDDKGNEVVRKADDKEPLAL  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG L+    V  + REK  +I  M +           
AY 
Sbjct  311  
LAFKIMDDPFVGTITFCRIYSGILQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYA  370

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA
Sbjct  371  
GDIVALAGLKEARTGDTLCDPDKQVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLA  430

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
              DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  
K   
Sbjct  431  
AEDPSFRVTTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERITKRVE  490

Query  430  H--
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            H  T   +      +A++   V P   G G ++ES++  G + + +   V  G+   
L  
Sbjct  491  
HSYTHKKQTGGTGQFAAVSFIVEPNEAGKGFEFESKIVGGAVPKEYIPGVEKGLESVLSS  550

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ V D K+    G Y+   S+   F   +     +AL+   + LLEP +   
+  
Sbjct  551  
GVVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRACFREALQMGKSVLLEPIMKVEVVT  610

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+
Sbjct  611  
PEDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQ  670

Query  607  LKGYQAA  613
               Y  A
Sbjct  671  FDHYAEA  677

>WP_106904638.1 GTP-binding protein [Lactobacillus plantarum]
Length=672



 Score = 253 bits (646),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 299/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L  L QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAVLRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402



Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +T    GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTSAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQAGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_017629642.1 elongation factor G [Vibrio gigantis]
 OQQ09012.1 elongation factor G [Vibrio splendidus]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  



IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIKDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
IAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDENGEETGEHAIVSTDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  



DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_046005822.1 elongation factor G [Pseudoalteromonas rubra]
 KJZ07536.1 elongation factor G [Pseudoalteromonas rubra]
Length=695

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 310/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L+A+                   ++++   +  
E  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLAANPLVMTLPIGIEDEFCGVVDVLEKKAYVWDETGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +++   A                 +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEVQDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEMPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V         
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDKDTGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + E
+   



Sbjct  309  KALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P    SG  + S V  G + + F  AV  
G +
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGYTFSSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
MMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPVMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGATGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_091189528.1 GTP-binding protein [Paenibacillus catalpae]
 SFF18412.1 small GTP-binding protein domain-containing protein 
[Paenibacillus 
catalpae]
Length=651

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 175/618 (28%), Positives = 297/618 (48%), Gaps = 
25/618 (4%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTTL E LLY + +I + G V+      D+  +ER RGIT+ 
A  
Sbjct  1    
MKQVTIGMFAHVDAGKTTLAEQLLYHTNSIRDRGRVDHKDAYLDSHDIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                +      ++DTPGH+DF  E+ R++ V+D AILV+SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVMTYKGDTYYLIDTPGHVDFSPEMERAIQVMDYAILVVSAVEGVQGHTETVWQLLRKSR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT  FINKID+ G D+  V++ ++  L+ D  +  T S +  +V E        +
++ E
Sbjct  121  VPTFFFINKIDRTGADVNRVLEEIQLHLTLDASLI-TESFAGGVVGE-----
PLMESLAE  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +++LL+ +++GE   +   +   Q  V+ + LFP   GSA +  G++  ++ +  
L   
Sbjct  175  RDEQLLDCFLSGEG-DQAFWLHALQEMVRSSRLFPCVSGSALQDAGVKEFLEQLH-
LLTT  232

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIP  297
            +   G A   G V+K+ +   G R  Y++  SGTL++R+ +     E+    K T 
+ I 
Sbjct  233  
VNYNGQAPFGGRVYKIRHDSNGTRLTYMKALSGTLKVREELCYGSGEEQRCEKATRLLIV  292

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            S  ++   D    G++  +    + L +   G    L   +   D +P L + +    
+ 
Sbjct  293  SGSKMQAVDQVSAGDLFAV----
IGLTEAETGQGAGLHSDKLSYDLVPALTSKVIFPESI  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +L A   L   DP L    +    EI +  +G +QLEV+  L+ +++  E V   
P
Sbjct  349  
PVKDVLKAFRILNAEDPSLHVIWEESLQEIQIHVMGVIQLEVLQQLVKDRFGFEVVFGSP  408

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             ++Y E    P++   H       P   +A + L + P   GSG+ + +   +  L
+   
Sbjct  409  EILYKETIASPVRGYGH-----



FEPLRHYAEVHLLLEPGERGSGITFTNAAHVHDLSVGN  463

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN +   +      GL  G  +TD +I    G  ++  +   DFR      L Q L
+++ 
Sbjct  464  
QNLIETHLFEREHHGLLTGSPLTDVRITLLTGAGHNEHTHGGDFREATFRALRQGLEKAD  523

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP+  + +    ++L +   D  +     +  Q      + TG++P      
Y TD
Sbjct  524  
NVLLEPFYEYKIKVELDHLGKVLSDLQRASGQFDPPQTTASHAIITGKVPVATFMDYSTD  583

Query  593  LAFYTNGRSVCLTELKGY  610
            LA +T+GR        GY
Sbjct  584  LAAFTHGRGSIQLVFAGY  601

>WP_048733566.1 GTP-binding protein [Lactobacillus koreensis]
 AKP64470.1 elongation factor G [Lactobacillus koreensis]
 KRK87788.1 translation elongation factor (GTPase) [Lactobacillus 
koreensis 
JCM 16448]
Length=661

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 185/621 (30%), Positives = 305/621 (49%), Gaps = 
34/621 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+ + G V+ G    D+  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRAGAVRQLGRVDNGDAFLDSDDLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q     + ++DTPGH+DF ++  +  +VLD AILV+SA DG+Q  TR L+  L   
+
Sbjct  61   
ASLQHGDLDLTLLDTPGHVDFASQTEQVFSVLDYAILVVSATDGIQGYTRTLWRLLEHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D    D   V+  ++D  SA  I     + S  I ++   DI   D    
Sbjct  121  
VPTFIFVNKMDAPTADRDRVLAQLQDVFSAGCIAFGNAAGSSAIPVDAAEDIAMQD----  176

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              D +LE+Y+    +  + +    ++ +Q   +FP Y+G+A K  G++  +  +    
Q 
Sbjct  177  --DMVLEQYLDSGELDDDTV----
RQMIQQREVFPCYFGAALKLDGVESFLAGLDHWTQA  230

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               + +      VFK+ + D G+R  +LRL  G  +L +   + G +  K+ ++R+ 
+  
Sbjct  231  T--EYTDDFGAKVFKISHDDKGERLTWLRLTGG--QLANKAVILGEQ--
KVNQLRVYNGT  284

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +         GE+  +P+  +      LG+    P+   +    P+L  T+ P+     
+
Sbjct  285  KFTIRQAVTAGEVCAIPNLTATHAGQGLGNAADAPKPEIQ----
PVLTYTLDPRGHDSHD  340

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L  L +L D DP L     S   EI +  +G VQLE++  +L ++++L+    E 
S++
Sbjct  341  -
CLRILRELEDEDPQLHVAWSSQLQEIRVQIMGAVQLEILQQILHDRFQLDVGFGEGSIL  399

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +      H E  P   +A + L + P   GSG+ + +  SL  L +++Q+ 
V  
Sbjct  400  YKETISQPVEGVGHFE--
PLRHYAEVHLLMQPAPRGSGLSFAADCSLEVLGKNWQHQVLS  457

Query  480  GIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESGTQ  534
             +      G L G  +TD K+    G      S   DFR      + Q L    ++
+  Q
Sbjct  458  
NLGAKEHLGVLTGAPLTDVKMTLVTGRASIVHSVGGDFREATWRAVRQGLMMLQRQNACQ  517

Query  535  LLEPYLSFILYAPQEYLSRAYHD----
APKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            LLEP+  F L   Q+ + RA +D    + ++ A+ E   V       TG  P   
+Q Y 
Sbjct  518  LLEPWYRFRLEVGQDQVGRAMNDIQRMSGRFDASAEPTTVAG-
MTTLTGTAPVSEMQDYS  576

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  YT+G+      + GY+
Sbjct  577  QEVQAYTHGQGQLECLVDGYR  597

>4MYU_A Chain A, Crystal Structure Of Elongation Factor G 



Mutant(efg)
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 197/666 (30%), Positives = 318/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432



Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y    S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYKEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_075977314.1 elongation factor G [Actinokineospora bangkokensis]
 OLR90646.1 translation elongation factor G [Actinokineospora 
bangkokensis]
Length=699

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 182/672 (27%), Positives = 318/672 (47%), Gaps = 
82/672 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGISYKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++



Sbjct  71   
TCFWKDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVRTISERLGATPLPVQLPIGAEGDFVGVIDLVQMRALTWRG  190

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+EKY+ GE ++ E++    
++
Sbjct  191  
EVKKGEDYTVEEIPADLADKAAEYREKLVEAVAETSDELMEKYLGGEELTVEEIKHGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V D + +PV  GSA K  G+QP++DAV                          +P  
++
Sbjct  251  
IVNDRTAYPVLCGSAFKNKGVQPMLDAVIDYLPAPMDLPPVQGTLLDGETPAQREPNTDE  310

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              +AL    FK+       +  Y+R+YSG L     V  + ++K     K+ +M    
+ 
Sbjct  311  PFSALA---
FKIAVHPFFGKLTYVRVYSGKLSSGSQVINSTKDKKERIGKLFQMHANKEN  367

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +   D A  G I  ++        D L DP           P P+++  I PKT 
A +E
Sbjct  368  PV---
DVASAGHIYAVIGLKDTTTGDTLCDPANPIVLESMTFPDPVIQVAIEPKTKADQE  424

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +LA+ DP  +  +D  T + I++ +G + L+++   +  ++K+E  + 
+P V 
Sbjct  425  
KLGTAIQKLAEEDPTFKVNLDHETGQTIIAGMGELHLDILVDRMKREFKVEANIGKPQVA  484

Query  420  YME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE-------
SRVSLGYL  469
            Y E   + +    +T   +   +  +A + + + PL    G  YE        RV   
Y+
Sbjct  485  
YRETIRKTVDKLEYTHKKQTGGSGQFAKVIIKLEPLESTDGALYEFDNAVTGGRVPREYI  544

Query  470  
NQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529



              S     +D ++YG+   L G+ +   K+    G Y+   S+   F+    + L+
+A +
Sbjct  545  -PSVDAGAQDAMQYGV---
LAGYPLVGLKLTLLDGAYHEVDSSEMAFKVAGSMALKEAAR  600

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP ++  +  P++Y+     D       I+  + +    V    +P   
+  Y
Sbjct  601  
KAGPTILEPLMAVEVTTPEDYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFGY  660

Query  590  RTDLAFYTNGRS  601
              DL   T GR+
Sbjct  661  VGDLRSKTQGRA  672

>WP_068715991.1 elongation factor G [Orenia metallireducens]
 OCL27842.1 translation elongation factor G [Orenia metallireducens]
Length=690

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 314/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILFYTGRVHKIGETHDGASQMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K N+
Sbjct  69   
TCEWDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFCSVGGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P + FINK+D+ G D  +VVQ + D+++A+                         I
+  +
Sbjct  129  
PRIAFINKMDRTGADFYNVVQMMEDRIAANPVPIQLPIGKEDDFKGSIDLVEMKAIVYDE  188

Query  157  TVSLSPEIV-----LEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
             + ++ EIV     LE+    E  D +IE     +++++ KY+ GE ++ E++    
++ 
Sbjct  189  ELGINYEIVDIPAELEDKAQ-
EYRDLLIEAIADLDEEIMMKYLEGEELTVEEIKAAIRKG  247



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAA  248
              +  + PV  G+A K  G+QPL+DA             V G+    GE+        
A 
Sbjct  248  
TIENKITPVLCGTALKNKGLQPLLDAVIAYLPSPVDIPPVKGIRPRTGEEVVRPADDDAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG L     +  + +E      +I +M    + 
E   
Sbjct  308  
FSALAFKIMTDPYVGKLAFFRVYSGVLESGSYIYNSTKESKERVGRIVQMHANKREE---  364

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  Y G++   +   +    D L D          E P P++   I PKT    +
+L +
Sbjct  365  
RDEVYAGDLAAAVGLKNTSTGDTLCDQDDPVILESMEFPEPVIHVAIEPKTQKDGDKLGE  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP      D  T + I+  +G + L+V+   L+ ++ +E  V EP V 
Y E 
Sbjct  425  
ALQKLAEEDPTFTVRTDEETGQTIIGGMGELHLDVIVDRLTREFGVEANVGEPQVSYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K  +       +      +  + + V PL  G G ++  ++  G + + +  +V  
G 
Sbjct  485  
FTKTGTVEGKFVRQSGGRGQYGHVVMDVEPLDPGEGFEFVDKIVGGTIPRDYIGSVEQGA  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  LE G L G+ V D ++    G Y+   S+   F+    + ++  +K+    
LLEP +
Sbjct  545  
KEALENGVLAGYPVVDVRVILHDGSYHEVDSSEMAFKIAGSMAIKDGVKKLKPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P+EY+     D       ++    + +  +    +P   +  Y TDL   
T GR
Sbjct  605  
AVEVTTPEEYMGDVIGDLNSRRGQVQGMDQRGNARIVRAMVPLSEMFGYATDLRSNTQGR  664

Query  601  SVCLTELKGY  610
            +  + ++  Y
Sbjct  665  AQYVMQMDHY  674



>WP_031503257.1 elongation factor G [Pseudothermotoga hypogea]
 AJC73011.1 elongation factor P [Pseudothermotoga hypogea DSM 11164 
= NBRC 
106472]
Length=694

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 310/668 (46%), Gaps = 
58/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT +E +LY +G     GSV++GT   D M  E+
+RGITIQAA T
Sbjct  13   
KLRNIGIMAHIDAGKTTTSERILYYTGRKHMLGSVDEGTATLDWMEQEKERGITIQAAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K  +
Sbjct  73   
TCFWKGHRINLIDTPGHVDFTIEVERSLMVLDGAIAVFDATAGVEPQSETVWRQANKYGV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + F+NK+D+ G D    ++++ DKL A                   D++  + +    
Sbjct  133  
PRLAFMNKMDKTGADFDMAIKTMIDKLHAKPVAIQMPIGSEKDFAGVIDLLKMKAIYWIS  192

Query  159  ---------SLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                      +   +V E E+   E   A+ E ++++L  Y+  E I  EKL    
+R  
Sbjct  193  
EDGSQYVEEEIPAHLVSEAEDRREELISALAEEDEEILNLYLEDEDIPIEKLKAAIRRLT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
             +  + PV  G+A +  GIQPL+DAV                 P GE         
A   
Sbjct  253  
IENKIVPVLCGAAARNRGIQPLLDAVIDYLPSPLDLPPLRAQTPDGEAVEIVPSEEAGFT  312

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAY  309
               FK++      +  YLR+YSG L     V  + +  K ++  +      +    
+ A 
Sbjct  313  
ALAFKIQVDPYVGKLTYLRVYSGRLNKGSYVYNSTKNIKERVARLMFMHADKREEVEFAR  372

Query  310  PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368



            PG+IV ++   +    D L D  R         P P++   I   T  + E+++ A
+T L
Sbjct  373  
PGDIVAVVGLKNTTTGDTLCDENRPVLIERFNFPEPVISVAIEAPTKEEEEKMVRAVTAL  432

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            ++ DP L+  VD  T +IILS +G + LE+V+  L  ++ +   V  P V Y E   
KAA
Sbjct  433  
SEEDPTLKVGVDKETGQIILSGMGELHLEIVTDRLKREFNVNVRVGRPQVSYRETITKAA  492

Query  429  -SHTIHI-EVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNAVRDGIRYG  484
             +   +I +      +  + +   P+    G  +E  + +  G + + +  A+  
GIR  
Sbjct  493  
VAEGKYIRQTGGRGQYGHVVVRFEPIPYEKGKHFEFVNNIVGGTIPKEYIPAIEQGIREA  552

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G + G+ +   +     G Y+   S+   F+  A +  + A+KE    LLEP 
+   
Sbjct  553  
METGYVAGYPMIGVRAVLVDGSYHEVDSSEIAFKIAASLAFKNAMKECEPVLLEPVMKLE  612

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL     D     A I+  + K +  +     P   +  Y T L   + 
GR+  
Sbjct  613  
IVTPEEYLGSIIADLSSRRANIQGLETKGNTKIIRATAPMSELFGYATVLRSLSQGRAAY  672

Query  604  LTELKGYQ  611
              +   YQ
Sbjct  673  TAQFSHYQ  680

>OGP97989.1 translation elongation factor G [Deltaproteobacteria 
bacterium 
RBG_19FT_COMBO_52_11]
Length=683

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 198/663 (30%), Positives = 305/663 (46%), Gaps = 
69/663 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT
Sbjct  10   
RIRNIGIMAHIDAGKTTVTERILYYTGRSHKMGEVHDGEAIMDWMPQEQERGITITSAVT  69



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   +++++DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  ++H   
K  +
Sbjct  70   
SCPWKGHEIHLIDTPGHVDFTIEVERSLRVLDGAVALFDAVSGVEPQSETVWHQADKYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +    V+ +++KL A                   D+I  + V    
Sbjct  130  
PRIAFINKMDRVGANFLGTVEMMKEKLGARPLLIQLPLGVEDNFRGILDLIRMKAVIWHE  189

Query  163  EIVLEENTDIEAWD---------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +     ++E  D                + E +D LLEKY+ G+ IS E++    
+  
Sbjct  190  
ETLGATFQEMEIPDPYLPGARQYRDLLLETLAEQSDLLLEKYLGGQEISVEEIKTALRGA  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSAALCGS---  252
                 L PV  G+A +  GIQPL++A+               F P  + G A +  
S   
Sbjct  250  ALKFELVPVLCGAALRNKGIQPLLEAIVDYLPAPVDIPPVAGFNP--
KTGKAEIRHSSDQ  307

Query  253  ------VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
                   FK+  TD G+R  YLR+YSG LR    V  + + +K ++  +      +  
R 
Sbjct  308  EPFAALAFKI-
ITDEGRRLTYLRVYSGVLRAEQDVYNSTKGKKERVARLFRMHANKKERI  366

Query  306  DTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 GEIV           D L D   P  L R  + E   P+    + PK+ A 
+E+L
Sbjct  367  PEVRAGEIVGAAGLKETTTGDTLCDESHPITLERIDFYE---
PVTSMAVEPKSRADQEKL  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LAD DP  R + D  T + I+S +G + LEVV   L E + +   + +P 
V+Y 
Sbjct  424  
DFFLQKLADEDPTFRVKFDEDTGQTIISGMGELHLEVVVRRLLEDFNVAVNIGKPQVVYR  483

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +   A      E+     +  + L + P   GSGV+++   + G +      
++  
Sbjct  484  



ETITQTVEAEGKFEREIEGVDHFGHVRLRLEPRPRGSGVEFDKASADGTILPELIPSIEA  543

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+      G+  G+ V D K+    G      STP  F+  A +   +  +++   
LLEP
Sbjct  544  
GVTESTGSGVVSGYPVVDLKVSLLGGTVREANSTPLAFQVAAAMAFREGCQKAHPVLLEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E+L  A  D       IE    K    V    +P + +  Y TDL   
+ 
Sbjct  604  
IMKTEVVVPEEFLGEAIGDLSARKGRIEQVLSKGKVSVVAAFVPLKEMFGYSTDLRSLSQ  663

Query  599  GRS  601
            GR 
Sbjct  664  GRG  666

>WP_106348931.1 elongation factor G [Antricoccus suffuscus]
 PRZ41985.1 translation elongation factor 2 (EF-2/EF-G) [Antricoccus 
suffuscus]
Length=697

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/666 (29%), Positives = 315/666 (47%), Gaps = 
69/666 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  8    
KVRNIGIMAHIDAGKTTTTERILFYTGITYKIGEVHEGAATMDWMEQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               WH   + I+DTPGH+DF  EV RSL VLDGAI V     GV++QT  ++    
K ++
Sbjct  68   
KCHWHDHTIQIIDTPGHVDFTVEVERSLRVLDGAIAVYDGVAGVESQTENVWRQADKYHV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ + D+L A                   D+I  + +
+   
Sbjct  128  
PRMCFVNKLDRTGADFFRCVQMMIDRLGATPLVLQLPIGAEADFIGVVDLIQMKALTWRG  187

Query  163  EIVLEENTDIEAWDAVI----------------
ENNDKLLEKYIAGEPISREKLVREEQR  206



            E  + E+  IE   A +                EN+D ++EKYI GE IS ++L    
+R
Sbjct  188  
ETTIGEDYTIEDIPADMVDQANEYREKLIETLGENDDLVMEKYIGGEEISNDELKAGIRR  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GE-------
QGSA  247
                + L PV  G+A K  GIQPL+D V   L  P+           GE         
S 
Sbjct  248  
ATLASKLNPVQCGTAFKNKGIQPLLDNVIAYLPSPLDVGAVHGTLTDGETPATREPAESE  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FKV+      +  Y+R+YSG +     V  + +++     KI +M    + 
E  
Sbjct  308  
PFAGLAFKVQTDTHLGKLTYVRIYSGVVNAGSQVVNSTKDRKERIGKIYQMHANKREERA  367

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  GEI+ +         + L DP           P  ++   I PKT + 
+E+L 
Sbjct  368  ---
SAGAGEIIAVAGLKQTTTGETLCDPANPIVLEAMTFPDTVISVAIEPKTKSDQEKLG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  + E+D  + + I+S +G + LEV+   +  ++ +E  V +P V 
Y E
Sbjct  425  
VAIQKLAEEDPTFKVELDEESGQTIISGMGELHLEVLVDRMRREFNVEANVGKPQVAYRE  484

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPL---
SLGSGVQYESRVSLGYLNQSFQNA  476
               + ++   +T   +   +  +A I L V PL      +  ++ + V+ G + + 
+  +
Sbjct  485  
AIKKVVERLDYTHKKQTGGSGQFAKIQLRVEPLPRSDDAATYEFANEVTGGRVPKEYIPS  544

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G +  ++ G L G+ V   K+    G Y+   S+   F+    + + +AL++
+G  +
Sbjct  545  
VDAGAQAAVQYGVLAGFPVVGVKVTLVDGQYHDVDSSEMAFKIAGTMAMREALRQAGAVI  604

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P++++     D       I+    +    V  G++P   +  Y  
DL  
Sbjct  605  
LEPIMAVEVVTPEDFMGDVIGDINSRRGVIQAMDERSGSRVVRGQVPLSEMFGYVGDLRS  664



Query  596  YTNGRS  601
             T GR+
Sbjct  665  RTQGRA  670

>WP_087579882.1 elongation factor G [Campylobacter concisus]
 OUT09587.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDNGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369



Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   K+         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKSVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_084040680.1 elongation factor G [Campylobacter concisus]
 ORI12440.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/682 (27%), Positives = 315/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T



Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +   V + +R++L A+ I                            
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKEKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D+    GR       ++ 
+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  



G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676

>WP_026731491.1 elongation factor G [Fischerella sp. PCC 9605]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/698 (28%), Positives = 323/698 (46%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIV--------------L  166
            P ++FINK+D+ G +   V + VRD+L A+ I I+  +    E +               
Sbjct  129  
PRIVFINKMDRTGANFYRVYEQVRDRLRANAIPIQLPIGSESEFLGIVDLVRMRAYIYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D+L+ KY  GE ++ +++    



++  
Sbjct  189  
DQGTDIQEQDVPADMQDLVEEYRTKLIEAVAETDDELMTKYFEGEELTEDEIRAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P G+        S  
L 
Sbjct  249  
IAGTIVPLLCGSAFKNKGVQLLLDAVVDYLPAPPDVPAIQGTLPNGDTVERHADDSEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    + +  
D   
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGILKKGSYVLNATKNKKERISRLVVLKADDRIDVDELR  367

Query  310  PGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G++      ++ L D L        G P  L        P P++   + PKT    
++L
Sbjct  368  AGDL----GAALGLKDTLTGDTLTDEGSPVILESLFI---
PEPVISVAVEPKTKNDMDKL  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y 
Sbjct  421  
SKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYR  480

Query  422  ERPLKAASHTIHIEVPPNPF---------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            E   K      H+      F         +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  481  ETIRK------
HVNRIEGKFIRQSGGKGQYGHVVIDLEPGEPGSGFEFVSKIVGGAVPKE  534

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + + V  G++   E G+  G+ + D K     G Y+   S+   F+    + +++A
+ ++
Sbjct  535  
YISPVEAGMKETCESGILAGYPLIDVKATLVDGSYHEVDSSEMAFKIAGSMAMKEAVMKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+ +L     D       IE    ++     T ++P   +  
Y T
Sbjct  595  
SPVLLEPMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEQGIAKVTAKVPLAEMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626



            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  655  DIRSKTQGRGIFSMEFSHYEEVPRNVAEAIIAKSKGNA  692

>ATX83338.1 elongation factor G [Bacillus velezensis]
Length=689

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++RD+L A                               
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLRDRLQANAHAIQLPIGAEDNFEGIIDLVENVAYFYED  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +      PE   E+  ++ +   +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPEEYKEQAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+           
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGVRPDTDEEIVRHSSDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RTGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASMALKNAVSKCNPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMFMDHYE  675

>WP_082307260.1 elongation factor G [Streptococcus gordonii]
 ARC46444.1 elongation factor G [Streptococcus gordonii]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  



VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_098917209.1 elongation factor G [Bacillus pseudomycoides]
 PEA54581.1 elongation factor G [Bacillus pseudomycoides]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFTGIIDLVEECAYMYANDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  



TDIQRIEIPAEHKELADEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEIERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675



>KRN23882.1 elongation factor EF2 [Lactobacillus similis DSM 23365 = 
JCM 
2765]
Length=680

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 180/666 (27%), Positives = 305/666 (46%), Gaps = 
66/666 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A T+ 
+W   
Sbjct  1    
MAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMEQEQERGITITSAATTAEWKGH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      ++P +
+F+N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGAIAVLDAQAGVEPQTETVWRQASDYDVPRIVFVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEENTDIEA  174
            K+D+ G D    V S++++L A+ +  Q               + +  +I  E+    
E 
Sbjct  121  
KMDKLGADFDFSVNSIKERLQANALAIQMPIGAEDDFEGIIDLIEMKADIYDEDELGAE-  179

Query  175  WDAV-----------------IEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
            WD V                 IE     +D ++EKY+ GE IS  ++    ++   
+  L
Sbjct  180  
WDTVEIPDEYKEEAQKRRDTMIEELADVDDSIMEKYLEGEEISIPEIKAAIRKATLNLEL  239

Query  214  FPVYYGSAKKGLGIQPLMDAVTGLF------QP-------------
IGEQGSAALCGSVF  254
            FPV  GSA K  G+Q LMDA           +P             +     A      
F
Sbjct  240  
FPVLAGSAFKNKGVQMLMDATVDFLPSPLDVKPYKATNPDTDEEVELKANDDAPFAALAF  299

Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYP  310
            K+       R  ++R+Y GTL     V  + ++K     ++ +M    + EI      
+ 
Sbjct  300  
KIATDPFVGRLTFIRVYQGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIPEV---FS  356



Query  311  GEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+I   +   +    D L D          E P P+++  + PKT A ++++ +AL 
+L+
Sbjct  357  
GDIAAAIGLKNTTTGDSLTDVDHPLHLESMEFPEPVIQVAVEPKTKADQDKMNNALQKLS  416

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
            + DP  R E +  T E +++ +G + L+++   +  ++K+E  V  P V Y E   
K  S
Sbjct  417  
EEDPTFRAETNPETGETLIAGMGELHLDIIIDRMKREFKVEATVGAPQVSYREAFTKQTS  476

Query  430  HTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
                   +      +  + +  TP   G G ++E  +  G + + +  +V  G++  
+E 
Sbjct  477  
AQGKFVRQSGGKGQYGDVWIEFTPNEEGKGFEFEDAIVGGVVPREYIASVEQGVKESMEN  536

Query  488  G-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G L G+ + D K     G Y+   S+ A F+  A I L  A K +   +LEP +   
+  
Sbjct  537  
GVLAGYPLIDLKAKLYDGSYHEVDSSEAAFKVAASIALRNASKTAAPVILEPIMKVDILV  596

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+EY+             ++  + + +  +    +P   +  Y T L   + GR      
Sbjct  597  
PEEYMGDIMGQVTARRGRVDGMEARGNAQMIHSFVPLAEMFGYATTLRSASQGRGTFTMT  656

Query  607  LKGYQA  612
               Y+A
Sbjct  657  FDHYEA  662

>WP_107896344.1 GTP-binding protein [Lysinibacillus mangiferihumi]
Length=645

 Score = 252 bits (644),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 175/607 (29%), Positives = 296/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LL+ + +I   G V+   T  D   +E+ RGITI A     
Q 
Sbjct  5    
IGVLAHVDAGKTTFCEQLLFHTNSIQSRGRVDHQDTFLDNHAIEQARGITIFAEQGRMQI  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  LR+ 
+IPT  
Sbjct  65   
ENDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGVQGHTETVWQLLRQYHIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+ +V+  ++   S +I++     L  + V    ++I  W A  E 
+++L
Sbjct  125  FINKIDREGADINAVMNQLQKDFSDNILLID-APLRNDFV---QSNIAEWLA--
ERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++  + +     + + Q+ +++   FP + G+A K +GI+  +  +  L +   
+  
Sbjct  179  LEAFLT-
DTLDASTCLSQLQKMIKEERAFPCFVGAALKDIGIKEFVSQLPLLTETHFDH-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   GTL  RD     G    KITE+R+ +      
T
Sbjct  237  QAPFQGEVFKIRH-DGTQRLTFIKALQGTLHTRDDFTF-
GDVTEKITEIRLYNGRRFQTT  294

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   S+ +  D+LG  T +P+     + +P L+  +  +     + 
+L  
Sbjct  295  QAVQAGDIFAVKGLSLAKTGDILG-STVMPKPY---
ELVPTLQAKVLYEGQQHIKEILQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L  ++ L     +P +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLAEVLKNRFSLVINFDKPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   G+G  + +      L+   Q  +   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLFMEPNIRGTGNTFVNACHADDLSVGHQRLIEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  



EHHGLLTGSPVTDIRFTLLTGRAHIKHTEGGDFREATFRALRQGLEQAKNILLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R  +D  +   T ++  + +++V+ TG +P      Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMNDIQQADGTFDSPILSEEQVILTGRVPVATFMHYSTTFATYTNGKGSL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  SLQFDGY  595

>EEK80974.1 Elongation factor G 2 [Bacillus cereus R309803]
Length=699

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  19   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  78

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  79   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  138

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  139  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  198

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  199  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  258

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  259  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  318



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  319  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  372

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  373  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  432

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  433  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  492

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  493  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  552

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  553  
DSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  612

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  613  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  672

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  673  TFSMTFDHYE  682

>WP_029584565.1 elongation factor G [Bradyrhizobium sp. URHD0069]
Length=690

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/666 (28%), Positives = 298/666 (45%), Gaps = 



57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFYKCLDDIVDRLGAKPIAIQLPIGSENNFKGLIDLVRMKGVVWEDEAL  191

Query  166  LEENTDIE---------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DI+                 +A +E +D  L  Y+ G+      L R  ++ 
V  
Sbjct  192  
GANFKDIDIPADLADKAKEYREKMLEAAVELDDDALAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGS---------
AALCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGVDEDGNEIVRLPNDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
A+ G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVVNSTRDRKERIGRMLLMHANNREDIKEAFAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPAKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 



A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A +   V P   G G ++ES++  G + + +   V  G+   
L  G
Sbjct  492  
DYTHKKQTGGTGQFARVKFIVEPNEPGKGFEFESKIVGGAVPKEYIPGVEKGLNSVLTSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGAYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>SCJ38971.1 Tetracycline resistance protein tetM [uncultured 
Eubacterium 
sp.]
Length=880

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/617 (30%), Positives = 308/617 (50%), Gaps = 
40/617 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E++LY +G + + G V+ G    DT  LER RGITI 
+   
Sbjct  5    
KHICVGILAHVDAGKTTLSEAILYTAGNLRKFGRVDNGDAFLDTYELERSRGITIFSKQA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                    + ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L+
+  I
Sbjct  65   
EVSMEDMDLTLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTLTLWSLLKRYEI  124



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+DQ G D  ++++ ++++LS+  I              +N+D E +
+AV   
Sbjct  125  PTFLFINKMDQNGTDQTALLEELQERLSSGCIDFGM----------KNSD-
EFYEAVAME  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ LL++Y+    IS +++    ++ + +  +FP ++GSA K  G++  +    G 
+   
Sbjct  174  DEMLLDQYLESGEISDDQI----RKMITERKVFPCFFGSALKLQGVEEFLKDF-
GYYTEE  228

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
             E         VFK+   + G R  +L++    L+++  +  +     KI ++RI 
S GE
Sbjct  229  KEY-PEQFGARVFKITRDESGNRLTHLKVTGKDLKVKTVITNSDE---
KINQIRIYS-GE  283

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----RWREDPL--
PMLRTTIAPKT  354
               T         +   ++ R++ V G     P +     +   +P+  P+L   +    
Sbjct  284  KYET---------
VNELEAGRISAVTGFSDTFPGQCLGVEQGGYEPVLEPVLTYQMILPE  334

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +L  L QL + +P L    +    EI +  +G VQ+E++ +L+ E++ ++    
Sbjct  335  
QTSATVMLPKLRQLEEEEPELHIIWNEELQEIQVQIMGEVQIEILKSLIKERFDVDVEFG  394

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            + +++Y E     A    H E  P   +A + L + PL  GSGV  +++ S   L+
+++Q
Sbjct  395  QGNIVYKETIKDIAEGVGHFE--
PLRHYAEVHLILEPLERGSGVVIDTQCSEDVLDKNWQ  452

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  +   +   DFR      + Q L+ 
+ +
Sbjct  453  
RLILTHLLEKEHRGVLTGAPITDIKITLAAGRAHQKHTEGGDFRQATYRAVRQGLRMAES  512

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  F L  PQ+ + RA  D  K   T ET    K+  V  G  P   +Q Y
+ ++
Sbjct  513  
VLLEPYYKFRLEIPQQMVGRAMTDIEKMHGTFETPDTSKEMAVLQGVAPVSTMQDYQKEV  572



Query  594  AFYTNGRSVCLTELKGY  610
              Y+ G     T L GY
Sbjct  573  LAYSKGMGRLFTTLNGY  589

>WP_040953128.1 elongation factor G [Gorillibacterium massiliense]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 198/686 (29%), Positives = 324/686 (47%), Gaps = 
75/686 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSL------  160
             ++NK+D  G D    ++ +R+KL A+ +                  I+Q   +      
Sbjct  132  
AYVNKMDIIGADFLGAIEQMREKLGANAVPIQLPIGAENDFKGIIDLIEQVAYIYKDDLG  191

Query  161  ----SPEIVLE-----
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                + EI  E     E   +E  + V E +++L  KY+ GE I+ +++    ++     
Sbjct  192  
KDIETTEIPAELKSKAEELRLELVEKVAELDEELTMKYLEGEEITVQEIKTALRKGTVQV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  GIQP++DAV   L  PI         E GS  +  S          
Sbjct  252  
KIFPVICGSSYRNKGIQPMLDAVVDYLPAPIDVPDIQGHLEDGSEVIRHSSDAEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIATDPFVGRLTFFRVYSGVLNSGSYVLNATKGKRERVGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLDA  364



             G+I    + +V L D     T    K          P P++   + PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKHHVILESMNFPDPVISIAVEPKTKADQDKMGVA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L++LA+ DP  R   D  T++ I+  +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LSKLAEEDPTFRYYTDEETNQTIIQGMGELHLEIIVDRMLREFKVETNVGKPQVAYRE-T  483

Query  425  LKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             KA++      V  +     +  + +   P   G G  +E++V  G + + +   V
+ GI
Sbjct  484  
FKASAKVEGKFVRQSGGRGQYGHVWVEFEPREPGEGFLFENKVVGGVVPREYIAPVQAGI  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G L G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP +
Sbjct  544  
EESMKNGVLAGFPLVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKEKCNPVLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    +   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDVMGDLNSRRGRIEGMDARFGAQIIRAKVPLSEMFGYSTTLRSRTQGR  663

Query  601  SVCLTELKGYQ---AAVGQPVIQPRR  623
             V   E+  Y+    ++ + +I   R
Sbjct  664  GVYSMEISHYEEVPKSISEEIISKHR  689

>WP_068556780.1 elongation factor G [Thermotalea metallivorans]
 KXG74786.1 Elongation factor G [Thermotalea metallivorans]
Length=689

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + ++NK+D  G D  +VV  ++D+L A+ +              I   V ++  
I  +
Sbjct  129  
PRMAYVNKMDIIGADFYNVVAMMKDRLKANAVPIQLPIGAEDTFTGIIDLVEMNARIYKD  188

Query  168  ------ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E T+I A              +AV E +++L+ KY+ GE ++ E++    
+++ 
Sbjct  189  
DLGKEIEITEIPADMMDKAEEYRLALVEAVAEADEELMMKYLEGEELTVEEIKAGIRKQT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAAL  249
               ++ PV  GS+ K  G+Q ++DAV              G+     E+       
S   
Sbjct  249  
IANAMVPVLCGSSYKNKGVQLMLDAVVDYLPSPVDIPPVKGVLPDTQEEAERIASDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L+    V  + ++K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGVLQSGSYVYNSTKDKKERIGRIMQMHANHREEITEV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D          E P P++   I PKT A +E+
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDQNHPIILESMEFPEPVIEIAIEPKTKAGQEKMSMA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L++ DP  R   +  T + I++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  426  
LQKLSEEDPTFRTWTNQETGQTIIAGMGELHLEIIVDRMLREFKVEANVGKPQVAYKETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               A   +    +      +  + + V P   G+G ++ + +  G + + +   V  
GI+
Sbjct  486  



TAMADVDVKYARQSGGRGQYGHVKIKVYPQEPGAGYEFVNSIVGGAIPKEYIPHVDAGIQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ V D K+    G ++   S+   F+    +  ++A+K++   
LLEPY  
Sbjct  546  
GAMENGVLAGYPVVDVKVELYDGSFHEVDSSEMAFKIAGSMAFKEAMKKAKPVLLEPYFK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  606  
IEVVVPEEYMGDVIGDINARRGRIEGMEARAGAQVVRGYVPLSEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  666  TYTMQFDHYE  675

>WP_077959294.1 GTP-binding protein [Lactobacillus gasseri]
 OOK96546.1 tetracycline resistance protein TetP [Lactobacillus 
gasseri]
Length=633

 Score = 252 bits (644),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 190/618 (31%), Positives = 303/618 (49%), Gaps = 
38/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D+  LE++RGITI 
+ +
Sbjct  1    
MKKLTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDSDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ ++DTPGH+DF  E+  +L VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
AHIQNENSELLLLDTPGHIDFAQEMEETLGVLDYAILVVSASEGVTAYTQTLWNLLKNHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    D + V+  +       I+    V        +E +D   ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKADKEKVLHDLS------ILDDSCVEFG-----DEGSDF--
YEKIAT  167

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239



             ++ +LE+Y+    I  E++     QRR+     FPVY+G+A K  G+   +  +    
+
Sbjct  168  ADEAILEEYLESGQIKDEEIKDLIFQRRI-----
FPVYFGAALKLKGVAEFLQGLDKWTK  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             I  +        +FK+ + + G+R  +L++  G LR +    L   E  K+ E+R
+ + 
Sbjct  223  KI--EYPEKFASRIFKISHDEKGERLTWLKVTGGELRAK--TELMPDE--
KVNEIRLYNG  276

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR-  358
             +     +A  GEI  +           G      R +      P+L  T A +T   
+ 
Sbjct  277  TKYQVVPSAQAGEIAAISGLKTTYP---GQGLGFERDQTNFTMQPVL--
TYAVQTVPDKM  331

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
               L AL QL D +P L  + D    EI +  +G++QLE++  +L +++ L+    
+  +
Sbjct  332  
HATLTALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILHDRFGLKAEFAQGKI  391

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E    +     H E  P   +A + L + P  LGSG+ +++  SL  L + +Q
+ V 
Sbjct  392  LYQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSLEVLPKKWQDQVM  449

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ---  534
            D +      G L G  +TD +I    G   +  +   DFR      L Q L E   
Q   
Sbjct  450  
DSLANKEHLGVLTGSPLTDMEITLVGGRGSNVHTVGGDFREATYRALRQGLMELKAQNQV  509

Query  535  -
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   +E + RA +D  K     E  +   D V  TG+ P   +Q Y 
T++
Sbjct  510  
SLLEPWYQFTLRINREQVGRAINDIEKKGGKFEIGESDHDVVTITGQAPVAQMQDYATEV  569

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT+G         GY+
Sbjct  570  RNYTHGSGQLECLFAGYR  587

>WP_107523267.1 elongation factor G [Staphylococcus chromogenes]
 PTF56090.1 elongation factor G [Staphylococcus chromogenes]



Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/662 (28%), Positives = 315/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDDFQAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E TDI         EA +A+I    E ND L+EKY+ GE IS ++L    ++   
D 
Sbjct  192  
TDIEETDIPEDMQDCAEEAREALIEAVAETNDDLMEKYLGGEEISVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADNPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSRQEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_107788972.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/682 (28%), Positives = 315/682 (46%), Gaps = 
87/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   



TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEFKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   VE 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDNGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D+    GR       ++ 
+ITE
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEITE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PL   SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +



Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             TDL   T GR+    E   Y+
Sbjct  655  STDLRSMTQGRATYSMEFDHYE  676

>WP_020816094.1 GTP-binding protein [[Clostridium] papyrosolvens]
 EPR10362.1 small GTP-binding protein [ [[Clostridium] papyrosolvens 
C7]
Length=883

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/621 (31%), Positives = 302/621 (49%), Gaps = 
42/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY +G I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLIIGILAHVDAGKTTLSESILYLNGKIGKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+     + ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L   
N
Sbjct  61   
AVFETGEVNITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWQLLDMYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G D        +DKL  D + KQ      E    E T++  ++ 
+  
Sbjct  121  IPAFIFVNKMDQNGTD--------KDKLIID-MKKQLGDGCIEFGQVETTEL--
YEQLSM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++ +LE Y+    I  E++     + V++  +FP ++GSA K  GI+ LM  +      
Sbjct  170  CDETILETYLEKGSIETEQI----
SKAVKERKVFPCFFGSALKLDGIEQLMQGIAKYATI  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298



                E+  A     +FK+   + G R  +L+L  G L+++D +     E+ K+ +
+RI S
Sbjct  226  PSYAEEFGA----KIFKITRDEQGNRLTHLKLTGGKLKVKDLLTNEKWEE-
KVNQIRIYS  280

Query  299  --KGEIVR-----
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              K E+V      +  A  G     P + + +    G P   P   +R          
I 
Sbjct  281  
GKKYEVVSEVEAGSVCAVTGLNQTRPGEGLGIESASGSPLLEPVLFYR---------IIL  331

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+    R  +L  L Q+ + +P L    D    EI    +G VQ+E++ +++  ++ 
+  
Sbjct  332  PEGCDPR-
MMLPKLRQIEEEEPELNIVWDEQLQEIHAQIMGEVQIEILQSVIQSRFGVSV  390

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  ++Y E          H E  P   +A + L + P   GSG+Q+E+  S   
L +
Sbjct  391  SFDAGRIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLQFETECSEDILGR  448

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            S+Q  +   +     +G L G  +TD KI    G  ++  +   DFR+     + Q 
L E
Sbjct  449  
SWQRLIFTHLEEKAHKGVLTGSVLTDAKITLVSGRAHNKHTEGGDFRAATYRAVRQGLME  508

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEPY +F L  P++ + RA  D  K       ++   + VV  G  P   +
+ Y+
Sbjct  509  
AESILLEPYYTFQLELPEKMVGRAMTDIEKMHGVSSISRTNGETVVLVGSAPVITMRNYQ  568

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  YT G       +KGY+
Sbjct  569  KEVNAYTKGVGRLFCSVKGYE  589

>WP_076540504.1 elongation factor G [Shewanella sp. UCD-KL21]
Length=696

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 197/692 (28%), Positives = 317/692 (46%), Gaps = 
82/692 (12%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEENTD  171
            IF+NK+D+ G D   VV+  +D L+A+ +++   + +  E             V 
+E  +
Sbjct  129  
IFVNKLDRMGADFLRVVKQTKDVLAANPLVMVLPIGIEDEFTGVVDLLTRKAWVWDETGE  188

Query  172  IEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             E +                     +  +E +D L+E Y+ GE  S E+L R  ++  
+D
Sbjct  189  
AENYKIEEIPADMVDMVEEYREMLIETAVEQDDDLMEAYMEGEEPSMEELKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             S FP Y GSA K  G+Q L+DAV            QP+      E G  AL        
Sbjct  249  
MSFFPTYCGSAFKNKGMQLLLDAVVDYLPNPVEVDPQPLTDEEGNETGEHALVSVDEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG +   DT+  +  G+ +   ++ EM+   + E+   
D
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKINKGDTILNSFTGKTERVGRMVEMQADERNEL---D  364

Query  307  TAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +A  G+I+ I+   +V+    L D   P  L    +   P P++   +APK     
E++ 
Sbjct  365  SAQAGDIIAIVGMKNVQTGHTLCDVKHPCTLEAMVF---
PEPVISIAVAPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  R E D  + E IL  +G + L++   +L   Y ++ +V EP V 
Y E
Sbjct  422  
IAIGKMIAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGEPQVAYRE  481



Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P    +G  ++S V  G + + F  
AV  G
Sbjct  482  
TITKVTEDSYTHKKQSGGSGQFGKIDYVIRPGEQNTGFTFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +  G + G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FASMMNTGTVAGFPVLDVELELTDGAFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +++P + +     D  +    I+        V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFSPDDNVGDVIGDLNRRRGMIKDQMAGVTGVRIKADVPLSEMFGYIGSLRTMTSG  661

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            R     E   Y             PNS  +KV
Sbjct  662  RGQFSMEFAHYSPC----------PNSVAEKV  683

>WP_085558996.1 elongation factor G [Carnobacterium iners]
 SEK92065.1 elongation factor G [Carnobacterium iners]
 SMH27709.1 elongation factor G [Carnobacterium iners]
Length=694

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/668 (29%), Positives = 313/668 (47%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMAQEQERGITITSAATTAA  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEENT  170
            +FINK+D+ G D    V ++ D+L A+                I   V +  EI  
E++ 



Sbjct  133  VFINKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDNFTGIIDLVKMKAEI-
YEDDL  191

Query  171  DI---------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             I               E W     +AV E ++ L+E+Y+ GE IS+E+L +  +     
Sbjct  192  
GINIREEEIPAEYLELAEEWRLKLVEAVAETDEDLMERYLDGEEISQEELKKAIRVATIK  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQP-----------IGEQ--------
GSAALCG  251
               +PV  GSA K  G+Q ++DAV                 +G++         S     
Sbjct  252  
VDFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVEAIEGVLVGDEERVLRHADDSEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       R  + R+YSGTL+    V   +   RE++ +I +M   S+ EI     
Sbjct  312  
LAFKVMTDPFVGRLTFFRVYSGTLQAGSYVQNSSKGKRERVGRILQMHANSRSEIPEV--  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +   +    D L D          E P P+++  I P++ A ++++  
AL 
Sbjct  370  -
FAGDIAAAVGLKNTTTGDTLCDEKDQVILESMEFPEPVIQVAIEPRSKADQDKMGVALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +LA+ DP  R E D  T E I++ +G + L+++   +  ++ ++  V  P V Y E  
R 
Sbjct  429  
KLAEEDPTFRAETDHETGETIIAGMGELHLDIIVDRMRREFNVDATVGAPQVSYRETFRG  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               A      +      +  + +  +P   G G ++E  +  G + + +  AV+ G
+   
Sbjct  489  
STKAEGKFVRQSGGKGQYGHVWIEFSPNDEGKGFEFEDAIVGGVVPREYIPAVKAGLEAS  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L+ G L G+ + D K     G Y+   S    F+  A + L+ A K++   +LEP 
++  
Sbjct  549  
LDNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKNASKKASPVILEPMMAVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL             IE ++ + +  +  G IP   +  Y T L   T 
GR   
Sbjct  609  



ITVPEEYLGDVMGHISARRGRIEGSEARGNTTIVKGTIPLAEMFGYATSLRSSTQGRGTF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  SMTFDHYE  676

>WP_066066399.1 elongation factor G [Candidatus Desulfofervidus 
auxilii]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/671 (28%), Positives = 319/671 (48%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIG +AH+DAGKTT TE +L+ +G     G V +GT   D M  ER+RGITI 
+A T
Sbjct  9    
KVRNIGFIAHIDAGKTTTTERILFYTGISHLMGEVHEGTAVMDFMEEERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGAI +  A  GV+ Q+  ++    
K ++
Sbjct  69   
TCFWRGYRINIIDTPGHVDFTVEVERALRVLDGAIGIFCAVGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D Q  ++ +RD+L +                   D++  + V    
Sbjct  129  
PRLAFINKMDRVGADFQGCIEMMRDRLKSYPIPIQIPLGKEELFQGVIDLVKMKAVVFDE  188

Query  163  EIV--------LEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +        + E    EA        +A+ + ++ ++EKY+ G+ I +E++ +  
++ 
Sbjct  189  
ETLGAKYKYLPIPEEFQGEAKQYRERLIEALADFDEVIMEKYLEGKEIEQEEIQKTLRQG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-----------------
EQGSAAL  249
              +  L PV  GSA K  G+QPL+DA+   L  P+                      
A  
Sbjct  249  
TIELKLVPVLCGSAFKNKGVQPLLDAIVDYLPSPVNVPPIKGKTLEGKEIERPASDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
               VFK+          +LR+Y+G+L++ DTV  A  G +EK+ ++ +M    + 
+I   



Sbjct  309  
TALVFKLVTDPYVGHLAFLRIYAGSLKIGDTVFNATKGVKEKIGRLLKMHANKREDITEV  368

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+IV  +        D L +          E P P++   I PKT   ++
+L  A
Sbjct  369  ---
YAGDIVAAVGLRKTTTGDTLCEERAPIILEAIEFPEPVIAVAIEPKTKEDQDKLGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L ++A  DP  +   D  T E ++  +G + LE++   L  ++ ++  V  P V Y 
E  
Sbjct  426  
LRKIAIEDPSFKVRYDEETGETLIGGMGELHLEIIVHRLQREFNVQANVGRPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    I  +      +  + L + PL  G G ++   ++ G + + +  AV  
G+
Sbjct  486  TKQVKAEGRFIK-
QTGGRGQYGHVWLEIEPLPRGKGFEFVDAITGGVIPKEYIPAVEQGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E+G+  G+ +TD ++    G Y+   S+   F     + L++ +K++   
LLEP +
Sbjct  545  
REAIERGVIAGYPLTDLRVKLVDGSYHEVDSSDMAFAIAGSMALKEGVKKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  PQ Y+     D       I   +++K+       +P   +  Y T L   
T GR
Sbjct  605  
LLEVIVPQTYVGDVMADITARRGKIIGIEIRKNAQAIKAHVPLAEMFGYATTLRSVTQGR  664

Query  601  SVCLTELKGYQ  611
            +  + +   Y+
Sbjct  665  ATYMMQFSHYE  675

>WP_085492754.1 GTP-binding protein [Paenibacillus aquistagni]
 SMG14644.1 small GTP-binding protein domain-containing protein 
[Paenibacillus 
aquistagni]
Length=649

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 170/617 (28%), Positives = 298/617 (48%), Gaps = 
25/617 (4%)



Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I  IG+ AHVDAGKTT  E LLY + AI+EPG V+  +   D+  +E++RGIT+ A   
+
Sbjct  2    
IKTIGLFAHVDAGKTTFAEQLLYLTRAIAEPGRVDHRSAFLDSHEIEQERGITVFADQAT  61

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F +     +++DTPGH+DF  E+ R++ V+D AI+++SA +GV+  T  ++  L+K 
++P
Sbjct  62   
FAYKDHIYHLIDTPGHVDFSPEMERTIQVMDAAIIIVSAVEGVEGHTETVWQLLKKQHVP  121

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
               FINK D+ G +L  VV  +R   + D+       L P   + E    E  + V 
E +
Sbjct  122  VFFFINKTDRTGANLDEVVAQIRSLFTTDLF------
LLPATQVAEEWSTEQIEFVAERD  175

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL----F  238
              LLE Y+    I   +  +     V + S+FP+  GSA    GI+P    + GL    
+
Sbjct  176  SLLLEAYLE-
RGIDEFRWRQALSMMVMERSVFPLGSGSALHHHGIEPFFAMLDGLVMTSY  234

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMR  295
             P     +      V+K+ Y   G R  +L++ SG+L++R T++    +     K
+T++R
Sbjct  235  DP-----
TEPFAAQVYKIRYDAAGTRMTFLKVRSGSLQVRGTISYKHNDNEYTEKVTQIR  289

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +  ++ + + A  GE+  +   ++      G        +   + +P L++ +  
+ +
Sbjct  290  SINGKQLKQVERAAAGELCAVAGLTMA---
ACGQGGGALSSQTAVELIPALKSKVILEPS  346

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               +  L     L D DP L    +  T +I L  +G +QLEV+  ++ E+++L+    
E
Sbjct  347  
VHPKDALKVFRMLDDEDPSLSVSWEERTQDIHLHVMGVIQLEVLERIVLERFQLKIRFGE  406

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E    A +   H E  P   +A + L + P    SG+ + +      L  
++Q+
Sbjct  407  PQILYKETIGDAVAGCGHFE--



PLKHYAEVHLRIEPGPRDSGIVFLNACHPDVLPVNYQH  464

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   I      GL  G  +TD  I    G  ++  +   DFR      + Q L++
+   
Sbjct  465  
LVEQHIHEREHHGLLTGSPLTDLHITLLKGRAHNKHTHGGDFREATFRAIRQGLEQAENI  524

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP   + +    +++ R   D  +   + +  +++ D+V  TG +P      Y  
+LA
Sbjct  525  
LLEPIYDYKIRVALDHMGRVLSDIQQAHGSFQPPEIEGDKVTVTGRVPVATFMNYSVELA  584

Query  595  FYTNGRSVCLTELKGYQ  611
             +T G+      L GY+
Sbjct  585  SFTQGKGRLSLMLGGYE  601

>WP_035288968.1 GTP-binding protein [Clostridium sp. KNHs214]
Length=651

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 169/609 (28%), Positives = 290/609 (48%), Gaps = 
17/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+      D+  +ER+RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRNIGRVDHKNAFLDSHNIERERGITVFSDQAVFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF +E+ R++ V+D AI++I+  +G+Q  T  ++  LRK  
IPT  
Sbjct  65   
NSSTYYLIDTPGHIDFSSEMERAIEVMDYAIVIINGVEGIQGHTETIWQLLRKHKIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G +++ V++ ++  L+ D+    T SL+      E+ + E  + + E 
+D L
Sbjct  125  FINKIDRVGANIEDVLEEIQLNLTKDVCF-ITNSLNG-----
EDMEDELIEFIAEKDDAL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             EKYI      +   +   ++ +++  +FP   GSA + + I   ++ +  +        
Sbjct  179  FEKYIEN-GYEKSLWLSSMKKMIKENKIFPCLNGSALQNIYIDSFLEKLD-



MLTYTEYNK  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGEI  302
                 G V+K+ + + G +  YL+  SG L+++D + L   E     K+ ++RI +  
+ 
Sbjct  237  
KEEFSGRVYKIRHDENGTKITYLKALSGILKVKDEIYLGNDEDNFSEKVNQIRIYNGNKF  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    GEI  +   +   N  +GD     R++   + +P L++ +    A   
+ +L
Sbjct  297  KTVDKVSAGEIFAVTGLA---
NASIGDGVGALREKSNYEMVPTLKSKVIFDKAINAKDVL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L + DP L    D    EI +  +G +QLEV+  L+ E++ +        +
+Y E
Sbjct  354  
KCFKVLEEEDPTLSIIWDEKLQEIQIHIMGIIQLEVLKQLVDERFDIPVDFGPCEILYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                 +    H E  P   +A + L + P    SG+ +ES  +   L    QN VR  
I 
Sbjct  414  TISTESIGYGHFE--
PLGHYAEVHLKLEPAERNSGITFESICNTEDLTIGNQNLVRTHIY  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G  +TD KI    G  ++  ++  DFR      L Q L+ +   
LLEPY +
Sbjct  472  
EKEHHGILTGSPITDLKITLLTGRAHNKHTSGGDFREATFRALRQGLEGATNTLLEPYYA  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    +Y+ R   D  K   + E  ++  ++ + TG  P      Y  +    T 
G  
Sbjct  532  
FKMDVELDYMGRVLSDIQKLNGSFEPPKMNYNKAIITGRGPVATFMNYPIEFISLTKGTG  591

Query  602  VCLTELKGY  610
                   GY
Sbjct  592  KINFIFDGY  600

>PLX25714.1 elongation factor G [Candidatus Parcubacteria bacterium]
Length=698

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.



 Identities = 182/681 (27%), Positives = 309/681 (45%), Gaps = 
78/681 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTVTERILFYTGKKHKIGEVHEGEAEMDWMEQEKERGITITSAAT  68

Query  62   SFQWH--------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            +  W         +  +NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  
++
Sbjct  69   
TCFWKLPDWLGGDQANINIIDTPGHVDFTVEVERSLRVLDGGVIVFDGVAGVEPQSETVW  128

Query  114  HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE  168
                K ++P + F+NK+D+ G D    + ++ ++L+ D     + I    +    I 
L E
Sbjct  129  
RQADKYHVPRLAFVNKMDRMGADFYYDLDTIHERLTKDAYPMQLPIGAAETFEGIINLLE  188

Query  169  NTDIEAW-------------------------------
DAVIENNDKLLEKYIAGEPISR  197
                EAW                               +A++ENN+ L+EKY+ GE 
+  
Sbjct  189  R---
EAWFYLDEDGKEFEKREIPDDMKDKVEEYRGKLIEAIVENNEALMEKYLNGEELDI  245

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------------  239
             ++ +  ++ V D  L PV+ GSA K  G+Q L+DA+T                      
Sbjct  246  
LEIKKVLRKAVIDNKLVPVFVGSALKNKGVQFLLDAITAYLPSPLDVPEITGTDPDDEEV  305

Query  240  --PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITE  293
              P+         G  FKV       R  ++R+YSG L+    V  A+ G+++   
+I +
Sbjct  306  
KIPVKPADEDPFVGLAFKVATDPYVGRLTFVRVYSGILKSGSYVYNAINGKKERIGRILK  365

Query  294  MRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M   S+ E+   D  Y G+IV ++          L D  R+      E P P++   
+ P
Sbjct  366  MHANSREEV---
DEIYTGDIVAVVGLKDTTTGHTLCDEKRMVALESMEFPKPVISVAVEP  422

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT   +E++  AL +LA+ DP      D  T++ ++  +G + L+++   +  ++ 



+E  
Sbjct  423  
KTKQDQEKMGMALVKLAEEDPTFTVRTDEETNQTVIGGMGELHLDIIVDRMKREFSVEAN  482

Query  413  VKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V  P V Y E     A        +      +    L + P+  G+G ++   +  
G + 
Sbjct  483  
VGAPQVAYKETITDTAEAEGKYVKQSGGRGQYGHCWLKLEPMERGAGFEFGDEIKGGVIP  542

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  A+  G++  L+ G+  G+ + D K     G Y+   S+ A F+    +  +
+A K
Sbjct  543  
KEYIPAIEKGVKETLDNGILAGYLIQDIKATVYDGSYHDVDSSEAAFKVAGSMAFKEAFK  602

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   +LEP +   +  P++Y+     D       +     +    V   E+P   
+  Y
Sbjct  603  
KAKPVILEPIMKVEVVTPEQYMGDVIGDLNSKRGQVHEMNDRAGAKVIDAEVPLSEMFGY  662

Query  590  RTDLAFYTNGRSVCLTELKGY  610
             T L   T GR+    E   Y
Sbjct  663  ATSLRSMTQGRANYSMEFSRY  683

>KJS32633.1 elongation factor G [Desulfatitalea sp. BRH_c12]
Length=677

 Score = 253 bits (646),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 309/670 (46%), Gaps = 
65/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT+  
Sbjct  12   
NIGIIAHIDAGKTTVTERILYYTGRSHKLGEVHDGEAVMDWMVDEQERGITITSAVTTCP  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    ++I+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    K  
+P +
Sbjct  72   
WRNRDIHIIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGGVEPQSETVWRQADKYRVPKL  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------------------TV  158



             F+NK+D+ G D    V+ ++ +L A+ ++ Q                          
T+
Sbjct  132  
AFVNKMDRIGADFFRTVEMIKTRLKANTLLLQVPLGSEDTFLGVIDLIRMKAVVWDDDTL  191

Query  159  SLS------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              S      PE  L   TD   +  + V E +D L+E Y++  PI  E L    ++   
D
Sbjct  192  
GASFRDIDVPEEELARATDFREKLIETVAEVDDALMEAYLSETPIGPEMLAAAIRKATID  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAALCG  251
              L PV  GSA K  G+QPL+DAV              G+    GE        +  
L  
Sbjct  252  
LKLVPVLCGSALKNKGVQPLLDAVVDYLPSPADLPPMQGIHPDTGEPVDCPPADNKPLAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
             +FKV   +  ++  ++R+YSG L     V    R+K  KI+ +      +  R D 
A  
Sbjct  312  LIFKVAMIEA-
RKLTFVRVYSGRLEAGKEVYNPFRKKKEKISRLLQMHANKRERLDVAGA  370

Query  311  GEI--VILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            G I  VI   DS     +    +P  L      E   P++   + PKT + ++RL 
+ L 
Sbjct  371  GSIVGVIGLKDSSTGETICSADNPVILENIEIYE---
PVISMAVEPKTHSDQDRLQEVLE  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +  D DP LR + D+ T ++ILS +G + LEV+ + +  ++  +  V +P V+Y E   
+
Sbjct  428  
KFVDEDPTLRVQQDADTGQMILSGMGELHLEVIISRMRREFNTQVNVGKPQVVYRESIEQ  487

Query  427  AA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +A  +     EV     +  + L ++PL+ G+G ++ S+V    L   F  AV  G
+   
Sbjct  488  
SAQGAAVFDKEVAGQRHFGEVRLLLSPLARGTGNRFVSKVGETVLPPVFVKAVEKGVMES  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            LE G + G+ V D +       Y     +   ++  A +  ++AL      LL+P 
+   
Sbjct  548  
LESGTVMGYPVVDVEAVLVDANYKDSQGSELAYKVSAAMACKEALASGNGFLLDPIMRVE  607



Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            ++ P+E++     D       IE  + K         +P   +  Y T L   T 
GR   
Sbjct  608  
VFVPEEFMGEVIGDLNARSGKIEAIEPKIGVQAIQAVVPLARMFGYSTSLRSATQGRGTF  667

Query  604  LTELKGYQAA  613
              +   +  A
Sbjct  668  TMQFSHFDRA  677

>WP_034785410.1 GTP-binding protein [Eubacterium xylanophilum]
Length=860

 Score = 257 bits (656),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/625 (30%), Positives = 296/625 (47%), Gaps = 
37/625 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I+I  LAHVDAGKTTL+E++LY++G +S  G V+ G    DT  LER RGITI 
+  
Sbjct  1    
MGNISIATLAHVDAGKTTLSEAILYSTGVLSRAGRVDHGDAFLDTSELERARGITIFSKN  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     +  ++DTPGH+DF  E+ R L VLD AILVIS+  G+Q  T  L+  
LR+  
Sbjct  61   
AIFDLGDNRFTLLDTPGHVDFAGEMERVLWVLDYAILVISSTHGIQGHTETLWKLLRERK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NKID +      +++ +++ LS     +  V  S      ++T +E  + 
V  
Sbjct  121  IPTFIFVNKIDISQRSKDEIMEELKNSLS-----EACVDYS------
DSTTVEWMEDVSL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LL+ Y++   +  E  V      + +  +FP ++GSA K  GI   +  +  
L +P
Sbjct  170  QSEDLLDTYLSKGALKMEDTV----
DAIGECCIFPCFFGSALKNEGIDSFIQKLGLLTKP  225

Query  241  IGEQ---
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
              ++    S      V+K+ + + G R   +++  G L ++D       E  K+ +
+RI 
Sbjct  226  YDKRDLVDSKGFSAKVYKISHEN-GVRLTNIKVTGGKLGVKDVFV----
ENEKVNQIRIY  280



Query  298  SKGEIVRTDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
            S  +    D    G+I  +  PS +     V  +      K   E   P+L  T+A    
Sbjct  281  SGDKFETVDEVCEGQICAITGPSSTYVGQGVGSEDDFTEDKSLIE---
PVLSFTVAINDN  337

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                R+ +   +L++ DPLL       T EI +  +G VQ E++  +L ++Y ++   
+E
Sbjct  338  
TDVNRVYNIFLELSEEDPLLNVSFSHETGEIRVKLMGDVQREILREILLDRYGVDVDFEE  397

Query  416  PSVIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             S+IY   +E P     H       P   +A + L + P  +GSG+  ES  S   
L  +
Sbjct  398  GSIIYKETLEEPTVGVGH-----
YEPLRHYAEVHLLMEPGEIGSGIHVESGCSEDDLAAN  452

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   +   + +G L G  + D KI    G  +   + P DFR      +   
L + 
Sbjct  453  
WQRLIAAHVHEKIHRGVLTGSELCDIKITIVAGKSHLKHTEPGDFREATYRAIRNGLMKG  512

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             ++LLEP   F +    + + RA  D  K     E+ Q + DE++ TG  P   ++ 
Y  
Sbjct  513  
KSKLLEPVYKFKMTLSSDQVGRAMSDIQKMNGDFESEQGEGDEIILTGTCPVATMRNYGI  572

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQ  616
              A YT GR        GYQ    Q
Sbjct  573  TFASYTKGRGRLTQVFGGYQPCHNQ  597

>WP_005258137.1 MULTISPECIES: elongation factor G [Rhodococcus]
 EID78889.1 elongation factor G [Rhodococcus imtechensis RKJ300 = 
JCM 13270]
 EKT81251.1 elongation factor G [Rhodococcus opacus M213]
 ELB87399.1 elongation factor G [Rhodococcus wratislaviensis IFP 
2016]
 GAF46248.1 elongation factor G [Rhodococcus wratislaviensis NBRC 
100605]
 AII09254.1 elongation factor G [Rhodococcus opacus]
 ANS30104.1 Elongation factor G [Rhodococcus opacus]
 PQP21250.1 elongation factor G [Rhodococcus opacus]
Length=700

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 



matrix adjust.
 Identities = 190/673 (28%), Positives = 330/673 (49%), Gaps = 
83/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYFTVQTIIDRLGAKPLVLQLPIGAEDDFDGVVDLVEMKAVTWRG  190

Query  157  TVSLSPEIVLEE-NTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV++  E  +EE   D+         +  + V E+++KL+EKY AGE +S E++    
++
Sbjct  191  
TVAIGAEPTIEEIPADLADKAAEYREKLLETVAESDEKLMEKYFAGEELSVEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQP--IGE-
QGSA---------------  247
               ++ L+PV  GSA K  G+QP++DAV   L  P  IGE QG A               
Sbjct  251  
MTVNSELYPVLCGSAFKNKGVQPMLDAVIDYLPNPLDIGEVQGHALGNEEEILTRKPSKE  310

Query  248  -ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       +  ++R+YSG +     V  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKIASHPFFGKLTFVRVYSGRIDPGAQVMNATKGKKERIGKLFQMHANKENPV  370

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKT  354
               D A  G I  +    + L D   GD       P  L    +   P P+++ +I 
PKT
Sbjct  371  ---DEAVAGHIYAM----IGLKDTTTGDTLCAQDAPIVLESMSF---
PDPVIQVSIEPKT  420

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             + +E+L  A+ +LA+ DP    E+D  T + ++  +G + L+++   +  ++K+E  



V 
Sbjct  421  
KSDQEKLGTAIQKLAEEDPTFSVELDEETGQTVIGGMGELHLDILVDRMRREFKVEANVG  480

Query  415  EPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYL  469
            +P V Y E   + ++   +T   +   +  +A + +++ P     G+  ++E++VS 
G +
Sbjct  481  
KPQVAYRETITKKVEKHDYTHKKQTGGSGQFAKVIIALEPFVGEDGATYEFENKVSGGRI  540

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  +V  G +  ++ G L G+ + + K+    G Y+   S+   F+      L
++A 
Sbjct  541  
PREYIPSVDAGAQDAMQYGVLAGYPLVNLKLSLLDGAYHDVDSSEMAFKVAGSQALKEAA  600

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++G  +LEP ++  +  P+EY+     D       I+  + +    V    +P   
+  
Sbjct  601  
RKAGPVILEPLMAVEVTTPEEYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFG  660

Query  589  YRTDLAFYTNGRS  601
            Y  DL   T GR+
Sbjct  661  YIGDLRSKTQGRA  673

>WP_085657556.1 elongation factor G [Campylobacter concisus]
 OSQ25471.1 elongation factor G [Campylobacter concisus]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 185/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------



IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595



Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_084886809.1 elongation factor G [Vibrio sp. qd031]
 ORT49210.1 elongation factor G [Vibrio sp. qd031]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 310/670 (46%), Gaps = 
66/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    + V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDDSGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D+L+  Y+ GE  S E + R  +   
+D
Sbjct  189  
PENYEIQDVPADMVDEVEQYREELIETAVEQDDELMMAYMEGEEPSIEDIKRCIRTGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLMDEEGNETGEHAIVSADETFK  308



Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRKELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVAPKDKGGSEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVESDDETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  
G + 
Sbjct  485  
QAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFVFSSTVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMEEGVLAGFPVLDVEIELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGYQA  612
               E   Y A
Sbjct  665  FSMEFSHYAA  674

>WP_008497423.1 elongation factor G [Planococcus halocryophilus]
 EMF46920.1 Translation elongation factor G [Planococcus 
halocryophilus Or1]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.



 Identities = 193/673 (29%), Positives = 314/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTV-----  158
            P ++FINK+D+ G D    V ++ D+L A+                   +++        
Sbjct  129  
PRIVFINKMDKIGADFLYSVGTLHDRLQANAQPIQLPIGAEDEFSAIIDLVEMNARFYAN  188

Query  159  SLSPEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI    + EE  ++ E W     +AV E ++ L+EKY++GE I+ E+L    
++  
Sbjct  189  
DLGTEITEGEIPEEYKELAEEWHTKLVEAVAELDEDLMEKYLSGEEITVEELKAGIRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             D   +PV  GSA K  G+Q ++DAV             TG+     EQ           
Sbjct  249  
LDVEFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPPMTGVLPDSDEQVIRKPSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG+L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGSLKSGSYVQNSSKGKRERVGRILQMHANSREEIAEV  368

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +        D L D      L R  +   P P++  ++ PK+ A 
++++
Sbjct  369  ---YCGDIAAAIGLKDTSTGDTLSDEKHQVILERMVF---
PEPVISLSVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  R   D  T + I++ +G + L+++   +  ++ +E  V  P 
V Y 



Sbjct  423  
GQALAKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMRREFNVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +  +P   G+G ++E+ +  G + + +  
AV  
Sbjct  483  
ETFRESAKVEGKFVRQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPAVEA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP
Sbjct  543  
GLRDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKVAASMALKNAISKVRPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL     D       +E    + +  V    +P   +  Y T L   
T 
Sbjct  603  
IMRVEVVIPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRSMVPLAQMFGYATSLRSNTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR V       Y+
Sbjct  663  GRGVFSMHFDHYE  675

>WP_021252462.1 MULTISPECIES: elongation factor G [Paenibacillus]
 EPY14577.1 translation elongation factor G [Paenibacillus alvei 
A6-6i-x]
 SDG43678.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus sp. 
cl6col]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 199/673 (30%), Positives = 319/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   



WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------
TVSLS  161
             ++NK+D  G D  +V++S++D+L A+ +  Q                          
L 
Sbjct  132  
AYVNKMDIIGADYLNVIESMKDRLQANAVAIQLPIGAENDFTGIIDLMEEKAYIFKDDLG  191

Query  162  PEI----VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E+    V  E  D      +E  + + E +++L+ KY+ GE IS  +L    ++ 
V + 
Sbjct  192  
KEVDETEVPAEFKDKVAELRMEMIEKIAELDEELMMKYLEGEEISVPELKAALRKGVCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G   +  S          
Sbjct  252  
QIFPVVCGSSYRNKGVQLMIDAVVDYLPSPLDVPDIKGHLEDGEEEVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI    
T +
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSREEIA---TVH  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKSPIILESMNF---
PDPVISIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L + DP LR   D  T + ILS +G + L+++   +  ++K+ET V  P 
V Y 
Sbjct  422  
GTALSKLTEEDPTLRVYTDEETGQTILSGMGELHLDIIIDRMRREFKVETNVGSPQVAYR  481

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +   PL  GSG  +E+++  G + + +  
AV+ 
Sbjct  482  
ETFRQQAKVEGKFVRQSGGRGQYGHVWIDFEPLEAGSGFVFENKIVGGVVPREYVPAVQA  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP



Sbjct  542  
GIEESMKNGVLAGFPLVDLKATIFDGSYHDVDSNEMAFKIAGSMALKAAKDKCKPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRAKVPLSEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>OGM21318.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPHIGHO2_01_FULL_38_26b]
 OGM61090.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPLOWO2_01_FULL_37_19]
Length=698

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/678 (28%), Positives = 319/678 (47%), Gaps = 
70/678 (10%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            KI NIGI+AH+DAGKTT TE +L+ +G   + GSV++GTT TD M  ER+RGITI  
AA+
Sbjct  3    
KIRNIGIIAHIDAGKTTTTERILFETGKTYKQGSVDEGTTATDWMAQERERGITIVSAAI  62

Query  61   TSFQWH----------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            T+F W             ++NI+DTPGH+DF AEV RSL VLDGA++V   + GV+
+Q+ 
Sbjct  63   TTF-
WDLQTASSVENGHYRINIIDTPGHIDFTAEVERSLRVLDGAVMVFDGRTGVESQSE  121

Query  111  ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------
IIIKQTVSLSPE  163
             ++    +  +P +  +NK++  G D +  ++S+R++L A+       I ++  +S   
+
Sbjct  122  
TVWRQADRYKVPRICILNKLNLIGADFEGSIKSIRERLGANAAPVQYPIGLEHDLSGIID  181

Query  164  IV---------LEENTDIEAW-----------------
DAVIENNDKLLEKYIAGEPISR  197
            +V         +E++  IE                   +AV E ND+ L KY+ G+ 
+S 
Sbjct  182  



LVRMKAYTYKGVEDSKLIEEEIPSNLLETAKKYREELVEAVAEYNDETLAKYLDGKELSE  241

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLF  238
              + +  +  V     FP+  G   +    Q L+DAV                   
TG  
Sbjct  242  ADIKKAIRAGVVQGKFFPIL-
GGDNRTTTAQTLLDAVVEYLPSPLDVPPVEGENPKTGEI  300

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIP  297
            +    + S   CG  FKV       R VY+R+YSG ++  + V    R+K  ++ +
+ + 
Sbjct  301  
EKREPKNSEPFCGLAFKVVTDPHVGRLVYVRVYSGVIKAGEVVYNLSRQKQERVGKLVLL  360

Query  298  SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               +    + AY GEIV ++        D L DP           P P++   I P 
T +
Sbjct  361  
HADQRELIEEAYAGEIVAVVGIRETTTGDSLSDPAHPILLESISFPEPVISLAIEPATKS  420

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +L+D DP  + + +  T + I+S +G +QLE++   +  ++ ++     
P
Sbjct  421  
DQEKMGLALQKLSDEDPTFKIKSNFETGQTIISGMGELQLEILVDRMKREFNVDAKTGAP  480

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K A        +      +    L V P S G G +++S +  G +   
F 
Sbjct  481  
QVAYKETIKKQAQGEGKYIRQTGGRGQYGHCLLRVEPRSRGEGNEWKSEIKGGSIPSEFV  540

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             A+  G+R  LEQG+  G+ +TD  +    G Y+   S+   F+    + +E+A+K 
+  
Sbjct  541  
PAIEKGVREKLEQGILAGYPMTDMFVAVYDGSYHDVDSSEIAFKIAGSLAVEEAVKRADM  600

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P E++     D     A I+  + +          P   +  Y 
T L
Sbjct  601  
VLLEPIMKVEVTTPDEFMGDIIGDLSSKRAQIQGTEKRGMFTAINALAPLAELSGYATKL  660

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+    E   Y+
Sbjct  661  RSISQGRASFYMEPSHYE  678



>PJA84140.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG_4_9_14_3_um_filter_37_13]
Length=703

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/699 (28%), Positives = 320/699 (46%), Gaps = 
87/699 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+DAGKTT TE +L+ +G   + G ++ GTT  D M  ER+RGITI AA 
T+  
Sbjct  11   
DIGIIAHIDAGKTTTTERILFYTGISHKIGEIDLGTTIMDWMAQERERGITITAAATTCF  70

Query  65   W-------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            W                ++NI+DTPGH+DF AEV RSL VLDGA++V     GV+ 
Q+  
Sbjct  71   
WTPMEAKNRERGNPEEIRINIIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSET  130

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD  171
            ++    K N+P + FINK+D+ G + ++ ++S+  KLS + I+ Q + +  E   E   
D
Sbjct  131  VWRQADKFNVPRICFINKMDRLGANFENSMESIWQKLSPNAIVLQ-
LPIGRESTFEGVID  189

Query  172  I-----------------------------EAW-----
DAVIENNDKLLEKYIAGEPISR  197
            +                             + W     + ++  + +LLEKY+  + 
IS 
Sbjct  190  
LLKMKALKFEGNFGEKVTEEEIPKDLLEKAKEWREKLVEKIVAEDAELLEKYLTKKAISI  249

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQ  244
            E+L +  ++   +  L PV+ GSA K  G+QPL+DA             V G+    
G++
Sbjct  250  
EELRKTLRKATCNYRLIPVFVGSALKNKGVQPLLDAVYYYLPCPTDLPPVKGIDSKTGKE  309

Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEM  294
                   +       FK+          Y R+YSG+L+    L +T         
+I  M
Sbjct  310  
IERKADDNEPFSALAFKIASDPYVGALSYFRVYSGSLKRGIYLLNTTTQEKERIGRILRM  369

Query  295  RIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---



PTRLPRKRWREDPLPMLRTTI  350
                + E+   +  + G+IV  +   +      L D   P  L +  +   P P++   
I
Sbjct  370  HANQREEV---EEIFTGDIVATVGLKNTSTGHTLCDEASPIILEKITF---
PEPVIGIRI  423

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A +E++  AL +LA+ DP  R + D  T E I+S +G + LE++   +  +
+K+E
Sbjct  424  
EPKTKADQEKMSSALRRLAEEDPTFRVKGDPETGETIISGMGELHLEIIVDRMKREFKVE  483

Query  411  TVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E  + +  A      +      +  + L + P   G G ++   +  
G 
Sbjct  484  
GNVGRPQVAYKETIKEMATAEGKYIRQTGGRGQYGHVWLRIEPKMRGEGFEFVDEIKGGI  543

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + Q F  AV  G++  + +G+  G+ + D       G ++   S+   F+    I 
L+QA
Sbjct  544  
IPQEFIPAVEKGVKEAMNKGILAGYPMVDITCALYDGSFHEVDSSEIAFKIAGSIALQQA  603

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             K +   LLEP +   + +P ++      D       IE  + + +  V   ++P   
+ 
Sbjct  604  
AKRAKPILLEPVMKLEVISPADFFGDVIGDLSARRGKIEETKDRLNLKVIDVKVPLSEMF  663

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             Y T L   T GR     E   Y+     + Q +I+ +R
Sbjct  664  GYATSLRSLTEGRGTFTMEFDHYEEVPQNIAQEIIEGKR  702

>WP_013977664.1 GTP-binding protein [Clostridium sp. SY8519]
 BAK47700.1 hypothetical protein CXIVA_17340 [Clostridium sp. 
SY8519]
Length=902

 Score = 258 bits (658),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/614 (30%), Positives = 305/614 (50%), Gaps = 
28/614 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
              +GILA VDAGKTTL E+LLY  G I   G V+      D    ER+RGITI +     
Sbjct  6    
FTLGILAPVDAGKTTLAEALLYQGGNIRTLGRVDHRDALFDYYRQERERGITIFSKCAQL  65



Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V+++DTPGH DF AE+ R+L+V+D A+LVIS  +GVQ+ T  LF  LR+ 
++P 
Sbjct  66   
TLGSKEVSLLDTPGHADFSAEMERALSVMDYAVLVISGTEGVQSHTHTLFSLLRRYHVPA  125

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F++K+D+   D  +V + ++++L      +  V ++      EN D E  + +   
++
Sbjct  126  FLFVSKMDRPEADRAAVCRQLKEELQ-----ETCVDITGYRDRLEN-
DEEFREEIALCDE  179

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            KL E+Y+ GEPI  E L    ++ + +  L+P  +GSA++  GI+ LM+A+  L   
I  
Sbjct  180  KLTERYLNGEPIGAEDL----RQLIGEEKLYPCLFGSARELQGIRELMEALEEL--
SICP  233

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
                A  G +FKV   + G R  YL++  G+L +R  V      + KI+++RI S 
G   
Sbjct  234  
DYPEAFGGRIFKVARDEKGSRVTYLKVTGGSLNVRQEVTGTDGTRSKISQIRIYSGG---  290

Query  304  RTDTAYPGEIVILPSDSV----RLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            R DT     +  +P+ +V     L   L G       +  R + +P+   ++ P      
Sbjct  291  RYDT-----
VSEVPAGTVCGVTGLETALAGQGLGFETEEIRPELVPVFTYSVLPPEGTDL  345

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             +L   L Q+ + +P L  E    T EI+L  +G VQ+EV+   + E++ ++  + 
E +V
Sbjct  346  
HQLFRKLQQMTEEEPDLAAEWKEETQEILLRLMGEVQIEVLQQEMEERFGIKAELGEGAV  405

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   +      H E  P   +A + + + P   GSG+ + +      L++ +Q    
Sbjct  406  VYQETVEEPVIGIGHYE--
PLRHYAEVHIRIEPGERGSGLAFANECPDELLDRGWQQTAM  463

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            + ++     G L G  +TD K+    G  +   S  ADFR  A   + Q L ++   
LLE
Sbjct  464  
NCLKEIRHVGVLTGSALTDVKLTLLSGKAHKAHSQGADFREAAARAVRQGLMKADPVLLE  523



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P  ++ L  P   + RA  D     A +   ++     VFTG IP   ++ Y  ++  
YT
Sbjct  524  
PMYAYELTVPDSQVGRAMTDLNGKGAQVAPPRLAGGRAVFTGRIPVSEVKGYGMEVLSYT  583

Query  598  NGRSVCLTELKGYQ  611
             G+     +  GY+
Sbjct  584  GGKGQFAVKFDGYE  597

>KKR55630.1 Elongation factor G, partial [Candidatus Curtissbacteria 
bacterium 
GW2011_GWA1_40_24]
Length=640

 Score = 252 bits (644),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/629 (31%), Positives = 315/629 (50%), Gaps = 
77/629 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G++++GTT TD M  E++RGITI  
AAV
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILFYTGKSYKLGNIDEGTTVTDWMAQEKERGITIVSAAV  73

Query  61   TSFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ
+Q+  
Sbjct  74   TTF-
WIPKSGPLKDVETRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSET  132

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++    K  +P + FINK+D+ G D  + ++S+R+KL A                   
D+
Sbjct  133  
VWRQADKYRVPRICFINKMDKLGADYFATLKSIREKLGAPAVPYNLPIGKENDFKGVVDL  192

Query  153  IIKQTV-------SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
            + ++          L  E   EE     + ++E +     + + E +D L EK++ 
GE I
Sbjct  193  
VTRKAFVWESDVEGLGKEFNEEEVPADMSDEVEKYRGQLIEKIAETDDHLTEKFLKGEEI  252

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIG  242
            S ++L +  +  V    + PV  GS+ +  G+QPL+DAV              G     



G
Sbjct  253  
SEDELKKALRAAVIKYKIVPVLAGSSLRNKGVQPLLDAVCEYLPSPQDIELIKGTNPKTG  312

Query  243  EQGSAAL------CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKL-KIT  292
            E+ +  L          FKV+      +  Y+R+YSG L+   ++  +    RE++ 
+I 
Sbjct  313  
EKETRKLVIEESFSALAFKVQIDPHVGKLTYVRIYSGALKSGSSILNSTKHDRERIGRIL  372

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             M   ++ E+     AY GEIV ++   S    D + D ++         P P++   
I 
Sbjct  373  LMHANTREEV---
SEAYAGEIVAVVGLKSTVTGDTMCDESKPIVLESITFPDPVISLAIE  429

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P T A +E+L  AL +L++ DP  R + D  T + I+S +G + LE++   +  ++ 
+  
Sbjct  430  
PATKADQEKLGYALGRLSEEDPTFRIKGDPETGQTIISGMGELHLEILVDRMKREFSVAA  489

Query  412  VVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             V  P V Y E   + A+       +      +    L V PLS G G Q++S +  
G +
Sbjct  490  
NVGSPQVAYRETVKQTATGEGKYIRQSGGRGQYGHCFLRVEPLSRGEGYQFKSEIKGGAI  549

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             Q F  ++  G+R  +E G L G+ + D K+    G Y+   S+   F+    + 
LE A 
Sbjct  550  
PQEFIPSIEKGVREKMESGVLAGFPLVDMKVAVYDGTYHDVDSSDIAFKIAGSMALEAAA  609

Query  529  KESGTQLLEPYLSFILYAPQEYLSRAYHD  557
            K++   LLEP +   + AP+E++     D
Sbjct  610  KKADLALLEPVMKVEVTAPEEFMGDVIGD  638

>OGW88111.1 translation elongation factor G [Omnitrophica bacterium 
RIFCSPLOWO2_01_FULL_50_24]
Length=701

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/616 (29%), Positives = 299/616 (49%), Gaps = 
60/616 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  15   
KIRNIGIAAHIDAGKTTTTERILYYTGKTHKIGEVHEGTAVMDWMEQEQERGITITSAAT  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C+VNI+DTPGH+DF  EV RS+ VLDGAI +  A +GV+ Q+  ++    
+ ++
Sbjct  75   
TAFWKDCRVNIIDTPGHVDFTIEVERSMRVLDGAICLFGAVEGVEPQSETVWRQADRYHV  134

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLE  167
            P + FINK+D+ G D  S VQ  +D+L A+ ++ Q               + ++ +
+  +
Sbjct  135  
PRMAFINKMDRVGADFDSCVQQFKDRLGANPVLLQLPLGKEDSFKGVIDLIEMNAKVFKD  194

Query  168  -------ENTDIEAWD-------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   E  DI A D              V E++DKL+ K++ GE  + E+L    
+R 
Sbjct  195  
ETLGAEFETIDIPAADQGRAKKAHDLLIEQVSEHDDKLMHKFVEGEKPTIEELKAGVRRA  254

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------GEQ------------
GSAA  248
                 + PV+ G+A K  GIQ L+D V      P+      G++             
S  
Sbjct  255  
TNAIKILPVFCGAAYKNKGIQQLLDGVVDFLPSPVDVPAIKGKKPRTSEVVERHPSESEP  314

Query  249  LCGSVFKV--EYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
                VFK+  +    G    Y+R+YSG L+    V    + +K +++ + +    +    
Sbjct  315  
FSALVFKIASDRFAGGGNIAYIRIYSGMLKSGSYVYNTSKGKKERVSRLLLMHANKREEL  374

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G IV L     ++  D L D +          P P++   I PKT A R+
+L   
Sbjct  375  
QEAGAGNIVALVGLKDLKTGDTLCDESHEIELESLFIPDPVISLAIEPKTKADRDKLSQT  434

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L ++   DP  R + +  T + I+S +G + LEV+   +  +Y ++T V +P V Y 
E  
Sbjct  435  
LQRMGQEDPTFRIKSNEETGQTIISGMGELHLEVIVDRMFREYGVQTNVGKPQVAYKETI  494



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + +  A      +   +  +    + V+PL  G GV++ ++++ G + + +  A+ 
+GIR
Sbjct  495  
QAVAKAEGKYIRQTGGHGQYGHCYIEVSPLERGKGVEFVNKIAGGTIPREYIPAIEEGIR  554

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               + G L G+ + D +     G Y+   S+   F+    + L+ A K +   
LLEP ++
Sbjct  555  
EASQNGVLAGYPLVDFQATLYDGSYHDVDSSEMAFKIAGSMALKDAAKRAKLILLEPIMT  614

Query  542  FILYAPQEYLSRAYHD  557
              +  P+E +     D
Sbjct  615  VEVSVPEESMGSIIGD  630

>WP_036835587.1 elongation factor G [Pontibacillus litoralis]
 KGX85386.1 elongation factor P [Pontibacillus litoralis JSM 072002]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 185/667 (28%), Positives = 306/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGRIHKLGETHEGAAQMDWMTQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-------  158
            +F+NK+D+ G D    V ++RD+L A                   D+I  Q V       
Sbjct  132  
VFVNKMDKTGADFLYAVGTLRDRLGANAHPVQLPIGAEDQFEGIIDLISMQAVYYVDDLG  191

Query  159  --SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +   EI  E     E +     + V E +++L+ KY+ GE I+ E+LV   ++   
+ 
Sbjct  192  
EKAEMREIPEEYKAQAEEYRGNLIEGVAETDEELMMKYLEGEEITNEELVTAIRKATLNV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+  L+DAV               F P  E+               
Sbjct  252  
EFYPVLCGSAFKNKGVPLLIDAVIDYLPSPIDIPPIEGFVPRTEEEVVRKADDKEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V  + ++K     +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGVLSSGSYVKNSTKDKRERIGRILQMHANSREEI---SEV  368

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +        D L D   L      E P P++   I PK+ A ++++  
ALT+
Sbjct  369  
FAGDIAAGVGLKDTATGDTLCDEKNLVILESMEFPEPVISVAIEPKSKADQDKMGIALTK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  + E +  T + I+S +G + L+V+   +  ++K+E  +  P V Y E  
R  
Sbjct  429  
LAEEDPTFKTETNVETGQTIISGMGELHLDVIVDRMKVEFKVEANIGNPQVAYRETFRET  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G+G ++E++V  G + + +  +V+ G+   
+
Sbjct  489  
ADVEGKFVRQSGGRGQYGHVWIKFSPNEEGAGFEFENKVVGGVIPREYIASVQQGVEEAM  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G+  G+ + D K     G Y+   S+   ++  A + L+ A  +    LLEP +   
+
Sbjct  549  
ENGVVAGYPLIDIKATLFDGSYHDVDSSEMAYKVAASMALKAAKNKCKPVLLEPMMKVEI  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       ++    +    +    +P   +  Y T L   T GR    
Sbjct  609  
VIPEEYMGDIMGDVTSRRGRVDGMDTRGSAQLVKAYVPLSEMFGYATSLRSNTQGRGTYS  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFSHYE  675

>WP_026824828.1 elongation factor G [Exiguobacterium marinum]
Length=692



 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/679 (28%), Positives = 312/679 (46%), Gaps = 
86/679 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ ++L A                   D++  +T   + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLHANAYAIQLPIGAEDNFKGIIDLVEMKTYMYNNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                    V + N++L+ KY+ GE IS E+L    
++
Sbjct  191  ---
GTDIEVIDGFPADMADQAEELRGQLIEGVADFNEELMMKYLEGEEISIEELKAAIRQ  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
                   +PV  GSA K  G+Q +++AV                          +P  
E 
Sbjct  248  
ATLSVEFYPVLVGSAFKNKGVQLMLNAVVDYLPSPVDVESIKGINLDTEEEITREPSDEA  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              +AL    FKV       +  + R+YSGT      V       RE+L +I +M   
S+ 
Sbjct  308  PFSALA---
FKVMTDPYVGKLTFFRVYSGTAEAGSYVKNSTKGKRERLGRILQMHANSRE  364

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTA  355
            EI      + G+I    + +V   D     T    K          P P++   I 
PK+ 
Sbjct  365  EI---PMVFAGDI----
AAAVGFKDTTTGDTLCTEKDNIVLESMTFPEPVISVAIEPKSK  417



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  
V  
Sbjct  418  
ADQDKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDILVDRMRREFKVEANVGA  477

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E    AA        +      +  + +   P   G+G ++ +++  G + 
+ +
Sbjct  478  
PQVAYRETIRGAAKIDSKFVRQSGGRGQYGHVVVEFEPNEEGAGFEFVNKIVGGVVPREY  537

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV++GI   LE G+  G+ V D K    +G Y+   S    F+  A + ++Q   
++ 
Sbjct  538  
VPAVQNGIEEALENGILAGYPVVDVKARLVFGSYHDVDSNEMAFKVAASMAVKQLKDQAK  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EY+     D       +E  + + +  V    IP   +  
Y T 
Sbjct  598  
AVILEPMMRVEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVKAMIPLSEMFGYATS  657

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR         Y+
Sbjct  658  LRSRTQGRGTYSMHFDHYE  676

>WP_002912722.1 elongation factor G [Campylobacter jejuni]
 EIB66380.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
1997-14]
 KRS85637.1 elongation factor G [Campylobacter jejuni]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIIDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_007475267.1 elongation factor G [Caminibacter mediatlanticus]
 EDM23116.1 elongation factor G [Caminibacter mediatlanticus TB-2]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/692 (27%), Positives = 317/692 (46%), Gaps = 
78/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILYYTGVSHKIGEVHEGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDGAI V  A  GVQ Q+  ++    
K ++
Sbjct  69   
TCFWKDHQINIIDTPGHVDFTIEVERSMRVLDGAIAVFCAVGGVQPQSETVWRQANKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G +   V + +R++L A                   D++  + +    
Sbjct  129  
PRIAFVNKMDRIGANFYEVEKQIRERLKANPVPIQIPIGAEDNFKGVVDLVRMKALVWED  188

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L    +IE                  +A+ E +++L+EKY AGE +S E++ +  
++
Sbjct  189  
EAALGSKYEIEDIPAELQEKAEEYREKLIEAIAETDEELMEKYFAGEELSEEEIKKAIKK  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------



TGLFQPIGEQGSAA-----  248
               +  + P+  G+A K  G+QPL+DAV              G+    GE+ S       
Sbjct  249  
ATLNLEIVPMLCGTAFKNKGVQPLLDAVIDYLPAPTEVTWIKGIDPKTGEEISVNPGDDE  308

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       +  + R YSG ++    V  + + K     ++  M    + 
E+ 
Sbjct  309  
PFSGLAFKIMTDPFVGKLTFTRFYSGIIKSGSYVLNSTKNKKERVGRLLRMHANKREEV-  367

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 Y GEI  I+        D L D +R       E P P++   + PKT A 
+E++ 
Sbjct  368  --
SEFYSGEIGAIVGLKHTLTGDTLCDESRPIILERMEFPDPVISVAVEPKTKADQEKMA  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY--  420
             AL +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E    +P V 
Y  
Sbjct  426  
LALQKLAEEDPSFRVTTDEETGQTIISGMGELHLEIIVDRLKREFKVECNTGKPQVAYRE  485

Query  421  -----
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 +E+  K A  +          +  + + + P   G G ++   +  G + + 
+  
Sbjct  486  TFKNQVEQEYKYAKQS-----
GGRGQYGHVFIRLIPQEPGKGYEFVDLIKGGVIPREYIP  540

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+   + G L G+ V D K+    G Y+   S+   F+    +  ++ +K+
+   
Sbjct  541  
AVDKGIQEAAQAGVLAGFPVVDFKVELFDGSYHEVDSSEMAFKLAGSMAFKEGVKKANPV  600

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D  +    + + + +      T  +P   +  Y 
TDL 
Sbjct  601  
ILEPIMKVEIEVPEEYMGDVIGDINRRRGQVNSMEDQHGVKKITAFVPLAEMFGYSTDLR  660

Query  595  FYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
              T GR         Y+     + + +I+ R+
Sbjct  661  SMTQGRGTYSMVFDHYEEVPNNIAEEIIKERQ  692

>WP_107646074.1 GTP-binding protein [Bifidobacterium adolescentis]
 AVT44942.1 GTP-binding protein [Bifidobacterium adolescentis]



Length=662

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/638 (29%), Positives = 289/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAPAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392



Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGIGH-----
FEPLRHYAETHVLLEPLPQGSGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T+    
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTSTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>KKU12456.1 Elongation factor G, partial [Candidatus Azambacteria 
bacterium 
GW2011_GWC2_45_7b]
Length=700

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 306/671 (46%), Gaps = 
67/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI +A 
T+  
Sbjct  16   
DIGIIAHIDAGKTTVSERVLFYTGVSHKIGEVHEGEAEMDWMEQERERGITITSAATTCF  75

Query  65   W------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
            W       + ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    
K
Sbjct  76   
WTKSYGGEKYRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQSETVWRQADK  135

Query  119  
MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------IK  155
              +P + FINK+D+ G    +   S+ ++L+ + +                       
IK



Sbjct  136  
YKVPRICFINKLDRMGASFVNSFNSILERLTPNAVAVNIPVGLEGDFSGVIDLMRMKFIK  195

Query  156  QTVSLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                   +IV EE      T+ E W     + +   +D L EKY+ G+ IS  +L    
+
Sbjct  196  
FEGEHGEKIVEEEIPAQKKTEAEEWRHKMVERIAGEDDALTEKYLEGKEISEAELRSALR  255

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE-------QGS  246
            R   D  L PV+ GSA K  G+Q ++D V               + P  E       
+  
Sbjct  256  
RATLDYKLVPVFCGSALKNKGVQMMLDGVVDYLPSPADLLPIKGYDPKTEAELTRESKDD  315

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK++      +  Y R+YSG L     V       +E++ +I  M    
+ E+
Sbjct  316  
VPFAALAFKLQTDPYVGQLTYFRVYSGILSAGSYVLNTRTGDKERIGRILRMHANHREEV  375

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                    G IV L   + +  D L DP           P P++   I PKT A 
+E++ 
Sbjct  376  KEMQAGEIGAIVGLK--
NTKTGDTLSDPEHPIVLESIVFPEPVVSLRIEPKTKADQEKMG  433

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  R + D  T E I+S +G + LE++   +  ++K+E  V  P V 
Y E
Sbjct  434  
LALRRLSEEDPTFRIKGDEETMETIISGMGELHLEILVDRMKREFKVEANVGRPQVAYKE  493

Query  423  RPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A +   +I +      +  + L V P   G G ++ + +  G + Q F  
AV  G
Sbjct  494  
TVKKTAEAEGKYIRQSGGRGQYGHVWLRVEPNDRGKGFEFLNEIKGGIIPQEFIPAVEKG  553

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  +E+G+  G+ + D ++    G Y+   S+ A F+    I L++A K +G  
LLEP 
Sbjct  554  
IKEAVEKGVVAGFPLVDMRVALYDGSYHDVDSSEAAFKIAGSIALQEASKRAGAVLLEPV  613

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599



            +   +  P ++L     D       IE    + +  V   ++P   +  Y T L   
T G
Sbjct  614  
MKVEVVTPDQFLGDVTGDLSSKRGKIEQMSERGNARVVDAKVPLSEMFGYVTKLRSMTEG  673

Query  600  RSVCLTELKGY  610
            R+    E   Y
Sbjct  674  RASYTMEFDHY  684

>OGX31513.1 translation elongation factor G [Omnitrophica WOR_2 
bacterium 
RIFCSPHIGHO2_02_FULL_46_37]
Length=699

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 318/673 (47%), Gaps = 
68/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA T
Sbjct  10   
KIRNIGIVAHIDAGKTTTTERVLFYTGKTYKIGEVHEGTAIMDWMPQEQERGITITAACT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDGA+++    +GV+ Q+  ++    
+ N+
Sbjct  70   
TCFWQDCRINIIDTPGHVDFTIEVERSLKVLDGAVVLFDGVNGVEPQSETVWRQADRYNV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P + F+NK+D+    +   V+ +  +L A                   DII  +      
Sbjct  130  
PRICFVNKMDRPAASISETVKQIHSRLGANAAAVQLPYGSEENFRGIIDIIEDKLYLYED  189

Query  157  ------TVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  TV   PE +  +  + +A   + + E++D+L++ ++  +P+ +E + +  
+R V
Sbjct  190  
PTGKEYTVLDVPEELKAQVKEAKAQLLEHLAESDDELMQYFVENKPVPKELIKKAIRRTV  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG-------------------
SAAL  249
                  PV  G+A K  GIQPL+DAV        E+G                    
A  
Sbjct  250  
VSGKFVPVLCGAAFKNKGIQPLLDAVCAYLPSPLERGQIKGIDPNTDQYEERAVNDDAPF  309



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKLKITEMRI--
PSKGEIVRTD  306
            CG  FKV       R  ++R+YSG L     +  A  R K ++T++ +   +K 
EIV  +
Sbjct  310  
CGLCFKVASDPYVGRLSFVRIYSGALSSGSYIYNATKRSKERVTKIVLMHANKQEIV--E  367

Query  307  TAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                G+I  ++     +  D L D   P  L    +   P P++  +I PKT A 
+E+L 
Sbjct  368  RVATGDICAVVGLKDTKTGDTLCDEKTPIILESMHF---
PEPVISQSIEPKTKADQEKLG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L+D DP  R + D  T + I+S +G++ L+++   L  ++ + + V +P V 
Y E
Sbjct  425  
MALKRLSDEDPSFRVKYDHETGQTIISGMGQLHLDIIVDRLLREFTVASTVGQPQVAYKE  484

Query  423  RPLKAASHTIHI--EVPPNPFWASIGLSVTPLSL-
GSGVQYESRVSLGYLNQSFQNAVRD  479
               K    T     +      +    L + P    G+GV +E ++  G + + F  
A+++
Sbjct  485  
TLTKKIISTGKFIQQSGGRGQYGHCVLEMKPQEAPGAGVTFEDKLKGGVIPREFVPAIKN  544

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+    + G+  G+ V D  +    G ++   S+   F+    I     L+++   
LLEP
Sbjct  545  
GVMASAKTGILAGYPVIDVAVTLIDGSFHDVDSSELAFQMAGSIAFSDGLRQASCILLEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E++     D     A I +   + +  V    +P   I  Y T     
T 
Sbjct  605  
IMDMEVVVPEEFMGSIIGDLNSRRAKIVSLGQRANTRVIRAHVPLAEIFNYATITRSLTQ  664

Query  599  GRSVCLTELKGYQ  611
            GR+    E   YQ
Sbjct  665  GRATYSMEPSFYQ  677

>WP_028588273.1 elongation factor G [Desulfocurvus vexinensis]
Length=689

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/692 (28%), Positives = 315/692 (46%), Gaps = 
113/692 (16%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVSHKIGEVHDGQATMDWMEQEQERGITITSAATTCH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WREHRINIIDTPGHVDFTMEVERSLRVLDGAVAVFDAVAGVEPQSETVWRQADRYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------------
IIIKQTV  158
             F+NK+D+ G D       ++ +L A                           I   
Q++
Sbjct  132  
CFVNKMDRVGADFFRCCDMIKSRLGAKPVPLQIPIGSEDEYRGVVDLIRGKAIIFDDQSM  191

Query  159  SLS------PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              S      PE +L+  E    E  DA+ E +D L+EKY+ GE ++  +L+   ++    
Sbjct  192  
GASYSFVEIPEDLLDVYETMRQEMLDAIAEEDDVLMEKYLGGEELTEAELISGVRKATTS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------
EQGSAALCGS--------  252
             ++ PV  GSA K  G+QPL+DAV   L  P+          + GS  +C          
Sbjct  252  
MTIVPVLCGSAFKNKGVQPLLDAVVDYLPSPVDIPAMRGVNPDNGSEVVCDCDDSKPLAA  311

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK-----LKI-----
TEMRIPSK  299
              FK+          +LR+YSG +    TV  A +G+++     LK+      E++    
Sbjct  312  
LAFKLFSDPYVGHLTFLRIYSGFVESGMTVVNAASGKKERIGRLLKMHANKREEIKWAGA  371

Query  300  GEIVRT---
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            G+IV       A  G+ +   + SV L  +             + P P++   I 
PKT A
Sbjct  372  GDIVAAVGLKYASTGDTLCALNSSVILESL-------------
DIPEPVIEVAIEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R+ L DAL +LA  DP  R + D  T + +++ +G + LE++   L  ++ +   
V  P
Sbjct  419  
DRDTLSDALAKLAKEDPSFRVKGDEETGQTLIAGMGELHLEIIVDRLLREFSVNANVGAP  478



Query  417  SVIYME---RPLKAA-------------
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
             V Y E   +P K                H + IEV PNP                
G ++
Sbjct  479  RVAYRETLTKPNKVDHKYAKQSGGRGQYGHVV-IEVEPNP--------------
AKGYEF  523

Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
             + ++ G + + +  AV  GI+  L  G + G+ V D K+   +G Y+   S+   
F+  
Sbjct  524  
VNAITGGVIPKEYIPAVDKGIQEALTCGTMAGYPVVDVKVSLVFGSYHEVDSSEQAFKVA  583

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
              + +++AL+ +   LLEP ++  + +P +YL     D       + + + +    
V   
Sbjct  584  
GSMAVKEALRGASPVLLEPIMAVEVVSPDDYLGDVMGDLNSRRGRVSSMEARAGAQVVRA  643

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +P   +  Y TDL   T GR+    +   Y+
Sbjct  644  NVPLSEMFGYATDLRSKTQGRATFTMQFDHYE  675

>WP_077059563.1 elongation factor G [Streptomyces sp. MP131-18]
 ONK12084.1 Elongation factor G [Streptomyces sp. MP131-18]
Length=707

 Score = 254 bits (648),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/688 (28%), Positives = 325/688 (47%), Gaps = 
87/688 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
RVRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGAATMDWMAQEQERGITITSAAT  69

Query  62   SFQWHRCKV----
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W   +V    NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  70   
TCHWPLDEVDHTINIIDTPGHVDFTVEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G D    V  + D+LSA                   D++  
+ +
Sbjct  130  
RYGVPRICFVNKLDRTGADFFRCVDMIVDRLSATPLVMQLPIGAEAGFKGVIDLVRMKAL  189



Query  159  SLSPEIVLEENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
              S E  L E  D+           E W     +AV EN+++++E Y+ GE  S E
+L  
Sbjct  190  
VWSEETKLGEMYDVVDIPADLQGQAEEWHGKLVEAVSENDEEMMELYLEGEKPSEEQLY-  248

Query  203  EEQRRVQ--------
DASLFPVYYGSAKKGLGIQPLMDAV--------------------  234
               RRV          A++ PV+ G+A K  G+QPL+DAV                    
Sbjct  249  
AAIRRVTLASTGAEGSATVTPVFCGTAFKNKGVQPLLDAVVRYLPSPLDVEAVEGHSPRN  308

Query  235  ---
TGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL--  289
               T L +P  E+  AAL    FK+       +  ++R+YSG L     V  + 
+EK   
Sbjct  309  PEETILRKPSEEEPLAALA---
FKIASDPHLGKLTFIRIYSGVLNTGMQVQNSVKEKKER  365

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
              KI  M    + EI R      G+IV ++        + L DP +       + P 
P++
Sbjct  366  IGKIYRMHANKREEIDRVGA---
GDIVAVMGLKQTTTGETLCDPAKPVILESMDFPAPVI  422

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               I P++   +E+L  A+ +LA+ DP  + + D  T + I+S +G + L+V+   
+  +
Sbjct  423  
EVAIEPRSKGDQEKLGIAIQRLAEEDPSFQVKADQETGQTIISGMGELHLDVLVDRMKRE  482

Query  407  YKLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +K+E  V +P V Y E   R +    +T   +   +  +A + + + PL  G G +
+E++
Sbjct  483  FKVEANVGKPQVAYRETLRRAVDKVDYTHKKQTGGSGQFAKVQIRLEPLE-
GDGYEFENK  541

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
            ++ G + + +  +V  G +  +E G L G+ +T  K+    G Y+   S+   F+    
+
Sbjct  542  
ITGGRIPREYIPSVDAGCQEAMEFGVLAGYPLTGVKVTLLDGAYHDVDSSEMAFKIAGSM  601

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
              ++A +++   LLEP ++  +  P+EY+     D       I+  + +    V    
+P
Sbjct  602  



AFKEAARKASPALLEPLMAVEVTTPEEYMGDVIGDINSRRGQIQAMEDRSGAKVVKALVP  661

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               +  Y  DL   T+GR+    +   Y
Sbjct  662  LSEMFGYVGDLRSKTSGRASYSMQFDSY  689

>WP_091190697.1 elongation factor G [Paenibacillus catalpae]
 SFF33212.1 elongation factor G [Paenibacillus catalpae]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 315/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             +INK+D  G D  +V++ +R++L A+ +                          K  
+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRERLQANAVAIQLPIGAESDFLGVIDIVERVAYKYKDDLG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE V          E   +E  + V E +++L  KY+ GE I+  ++    ++ 
V + 
Sbjct  192  
KDPEQVEIPAEYADQVEELRLELIEKVAELDEELTMKYLEGEEITIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G  ++  S          
Sbjct  252  
KIFPVIAGSSYRNKGVQMMLDAVVDYLPSPLDVPAIKGTLEDGEESVRHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A + K     +I +M   S+ EI      
Y



Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLKSGSYVLNATKNKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D +         DP  L    +   P P++   I PKT A 
+++L
Sbjct  369  SGDI----AAAVGLKDTITGDTLCDEKDPIILESMNF---
PEPVISVAIEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+++LA+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GIAISKLAEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMLREFKVETNVGKPQVAYR  481

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +    +  TP   G G  +E++V  G + + F   
++ 
Sbjct  482  
ETFRTAAKVEGKFVRQSGGKGQYGHCWVEFTPQEPGQGFVFENKVVGGSIPREFIGPIQA  541

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G+  G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP
Sbjct  542  
GIEESMKNGVIAGFPLVDVKATVVDGSYHDVDSSEMAFKIAGSMALKAAKEKCNPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRAKVPLAEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>WP_096657893.1 elongation factor G [Calothrix parasitica]
 BAY85153.1 translation elongation factor G [Calothrix parasitica 
NIES-267]
Length=694

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 311/671 (46%), Gaps = 
66/671 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N+GI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNMGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVL----------  166
            P +IF+NK+D+ G +   V + VRD+L A+ I     I      S  I L          
Sbjct  129  
PRIIFVNKMDRTGANFYKVYEQVRDRLRANAIPIQLPIGSESEFSGIIDLVKMRAFIYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDIE  D                  AV E +D L+ KY  GE +++E++    
+   
Sbjct  189  
DQGTDIEEQDIPSEMLELAQEYRTKLIEAVAETSDDLMTKYFEGEELTQEEVRLALRSGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+D V                 P GE         
A L 
Sbjct  249  
IAGTMVPMLCGSAFKNKGVQLLLDGVVDYLPSPLEVPPIQGTLPSGETVERPADDEAPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FKV   D   R  ++R+YSG L+    V  + + +K +I+ + +    +    
+   
Sbjct  309  ALAFKV-
MADPYGRLTFVRVYSGVLKKGSYVYNSTKGKKERISRLVVMKADDRQDVEQLA  367

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G++      +V L D L   T   +           P P++   + PKT A  E
+L  A
Sbjct  368  AGDL----
GATVGLKDTLTGDTLCEQDSPVILESLYIPEPVISVAVEPKTKADMEKLGKA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  L++ DP  R  V+  T++ +++ +G + LE++   +  ++K+E  V  P V Y 
E  
Sbjct  424  
LQSLSEEDPTFRVSVNPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETI  483



Query  425  LKAASH---
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             K  +        +      +  + +++ P   GSG ++ S++  G + + +   V  
G+
Sbjct  484  
RKQVNRIEGKFIRQSGGKGQYGHVVVNLEPGDQGSGFEFVSKIVGGTIPKEYIGPVEQGM  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +   E G+  G+ + D K     G Y+   S+   F+    + +++A+ ++   
LLEP +
Sbjct  544  
KETSESGIIAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAMKEAVMKASPVLLEPLM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E+L     D       IE    +      T ++P   +  Y TD+   
T GR
Sbjct  604  
KVEVEVPEEFLGDVIGDLNSRRGQIEGTGSEDGLAKVTSKVPLAAMFGYATDIRSKTQGR  663

Query  601  SVCLTELKGYQ  611
             +   +   Y+
Sbjct  664  GIFSMQFSNYE  674

>WP_059110443.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 184/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188



Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGYLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664



Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_072700414.1 GTP-binding protein [Butyrivibrio hungatei]
 SHN49392.1 small GTP-binding protein domain-containing protein 
[Butyrivibrio 
hungatei DSM 14810]
Length=899

 Score = 257 bits (657),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 187/616 (30%), Positives = 303/616 (49%), Gaps = 
34/616 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+E LLY SGA+ + G V+   T  DT  LER RGITI 
+   
Sbjct  3    
KRLTIGILAHVDAGKTTLSEGLLYLSGALRKLGRVDHRDTFLDTYELERTRGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      ++DTPGH DF  E+ R+L VLD AIL+ISA D V AQ +IL+  L   
++
Sbjct  63   
LFEYEDTHFTLLDTPGHSDFSPEMERTLQVLDAAILLISASDKVTAQAKILWKLLSHYHV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IF+NK+DQ G D   +++ +R+ LS+  I  +    S E+  E          
+   
Sbjct  123  PTFIFVNKMDQDGADKALLLKDIRENLSSHCIAFEDGFDSDELQEE----------
LAVC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D+LL  ++ G+ ++   +    +  + D   +PV +GSA K  G++ L+  +       
Sbjct  173  DDRLLTAFLDGQKVTEGDV----
KSLIADCKCYPVLFGSALKMDGVKELLSFIKDFAPDN  228

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
                +A     VFK+     G R  ++++ SG L++RD +     +  KI ++R+ 
S  +
Sbjct  229  KYDENAPFAARVFKISRDVNGNRLTHIKITSGKLKVRDLI-----
DDEKIDQIRLYSGEK  283

Query  302  IVRTDTAYPGEIVILP--
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                  A  G +  +   SDS +  D LG   +L      E   P+L +T+     



A   
Sbjct  284  FEMVQEAAAGTVCAIAGLSDS-KAGDGLG---
KLKNDTTAEILQPILSSTLILPEDADPV  339

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +   L  L + +P+L+  +   +  I +  +G VQ E++  L+  ++ L+       
++
Sbjct  340  
VVYRKLKALEEEEPMLQVSLKEGSGIIEVKIMGEVQKEILKHLIKTRFDLDVDFGPGHIV  399

Query  420  YMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P++   H       P   +A + + + P   GSG+ +   VS   L+ +
+Q  
Sbjct  400  YKETIAGPVEGVGH-----
FEPLRHYAEVHILLEPAEPGSGMSFACDVSTDDLSLNWQRL  454

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   ++     G L G  +TD KI    G  +   +   DFR      + Q L E+ 
+ L
Sbjct  455  
ILTHLQEKKHLGVLTGSELTDVKITLIGGRSHEKHTEGGDFRQATYRAVRQGLMEADSIL  514

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP   + +  P+E + RA  D  +   T+    +  D+ V TG IPA  + +Y  
+L+ 
Sbjct  515  
LEPVYEYRIELPKESVGRALTDIQRMHGTVGLPDIVGDKNVLTGTIPAASLGSYAQELSS  574

Query  596  YTNGRSVCLTELKGYQ  611
            +T+G     T LKGYQ
Sbjct  575  FTHGEGHITTTLKGYQ  590

>WP_017768900.1 MULTISPECIES: elongation factor G [Streptococcus]
 ESV53935.1 elongation factor P [Streptococcus agalactiae LMG 14747]
 SNV33604.1 elongation factor G [Streptococcus acidominimus]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 199/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+  E I+ E+L+   
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEDLMMKYLESEEITNEELMEGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKVILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  



VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +E G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMENGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTVTVPEENLGDVMGHVTARRGRVDGMEAHGTSQIVRAYVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_014516708.1 MULTISPECIES: elongation factor G [Campylobacter]
 ADC28113.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
IA3902]
 OEX58844.1 translation elongation factor G [Campylobacter jejuni]
 OEX60521.1 translation elongation factor G [Campylobacter jejuni]
 OEX61452.1 translation elongation factor G [Campylobacter jejuni]
 OEX62750.1 translation elongation factor G [Campylobacter jejuni]
 OEX65865.1 translation elongation factor G [Campylobacter jejuni]
 OEX83496.1 translation elongation factor G [Campylobacter jejuni]
 OEX85338.1 translation elongation factor G [Campylobacter jejuni]
 OEX87011.1 translation elongation factor G [Campylobacter jejuni]
 OEX88116.1 translation elongation factor G [Campylobacter jejuni]
 OEZ19504.1 translation elongation factor G [Campylobacter jejuni]
 OEZ21041.1 translation elongation factor G [Campylobacter jejuni]
 OEZ24488.1 translation elongation factor G [Campylobacter jejuni]
 OEZ25689.1 translation elongation factor G [Campylobacter jejuni]
 AOY02836.1 translation elongation factor G [Campylobacter jejuni]
 OIT49250.1 translation elongation factor G [Campylobacter jejuni]
 OIT51665.1 translation elongation factor G [Campylobacter jejuni]
 OIT55500.1 translation elongation factor G [Campylobacter jejuni]
 OIT55979.1 translation elongation factor G [Campylobacter jejuni]
 OIT57601.1 translation elongation factor G [Campylobacter jejuni]
 OIT59148.1 translation elongation factor G [Campylobacter jejuni]
 OIT59708.1 translation elongation factor G [Campylobacter jejuni]
 OIT61534.1 translation elongation factor G [Campylobacter jejuni]
 OIT62818.1 translation elongation factor G [Campylobacter jejuni]
 OIT83713.1 translation elongation factor G [Campylobacter jejuni]
 OIV44872.1 translation elongation factor G [Campylobacter jejuni]
 PCH15196.1 elongation factor G [Campylobacter sp. 112]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.



 Identities = 181/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D    + I+S +G + LE++   +  ++K+E  V +P V 
Y E 



Sbjct  425  
ALNKLAQEDPSFRVSTDEENGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_101515081.1 GTP-binding protein [Clostridium botulinum]
 AUN21949.1 elongation factor G [Clostridium botulinum]
 AUN25802.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 252 bits (644),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 165/611 (27%), Positives = 297/611 (49%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+  ++  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKSSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIKVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  



FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +      + V    +++  E+   E  + + E 
++ L
Sbjct  125  FINKIDRVGANAENVIEEIKLNFT------
KRVFFIDKLLSNEDLSSELIEFIAEQDEYL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++ +  L +    
E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMKKLIKSNKIFPCFSGSALQDIGIEEFLENLHTLSYTEYNEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +
Sbjct  238  --
EKFSGRVYKIRHDEQKNRLTYVKALSGSLKVKDEIALPNIEDDFCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++Y
Sbjct  352  
VLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ +   + P    SG+ +E+      L    QN 
VR  
Sbjct  412  KETILDTVIGYGHFE--
PLGHYSEVHFKLEPGERNSGITFENLCHTDDLTVGNQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G  +TD  I    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDINITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +    +  +++V+  G  P      Y  +   
+T G
Sbjct  530  
YSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIENKVIIKGRGPVATFMNYSVEFISFTKG  589



Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKFNFLFDGY  600

>WP_029816480.1 elongation factor G [Vibrio parahaemolyticus]
 KHF10617.1 elongation factor G [Vibrio parahaemolyticus]
 KIT27589.1 elongation factor P [Vibrio parahaemolyticus 3631]
 KIT43121.1 elongation factor P [Vibrio parahaemolyticus 3646]
 KJR25220.1 elongation factor G [Vibrio parahaemolyticus]
 KKC67606.1 elongation factor G [Vibrio parahaemolyticus]
 KKC70532.1 elongation factor G [Vibrio parahaemolyticus]
 KKC80488.1 elongation factor G [Vibrio parahaemolyticus]
 KKC84188.1 elongation factor G [Vibrio parahaemolyticus]
 KKX71694.1 elongation factor G [Vibrio parahaemolyticus]
 KKX86746.1 elongation factor G [Vibrio parahaemolyticus]
 KXG04060.1 elongation factor G [Vibrio parahaemolyticus]
 KYO58628.1 elongation factor G [Vibrio parahaemolyticus]
 KYX21561.1 elongation factor G [Vibrio parahaemolyticus]
 KYX22842.1 elongation factor G [Vibrio parahaemolyticus]
 KYX41411.1 elongation factor G [Vibrio parahaemolyticus]
 KYY51512.1 elongation factor G [Vibrio parahaemolyticus]
 KYY57069.1 elongation factor G [Vibrio parahaemolyticus]
 KYY97592.1 elongation factor G [Vibrio parahaemolyticus]
 KYZ40596.1 elongation factor G [Vibrio parahaemolyticus]
Length=695

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 310/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    GTT TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTSTERILKLTGRIHKMGDSHDGTTTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+ ++
Sbjct  66   
TCFWKDHRLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYADESHV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV  V++ L A  +++   + +  + V               
Sbjct  126  
SRLIFVNKLDRMGADFYKVVDQVQNVLGATPLVMTLPIGIEEDFVGVVDVLSQKAYVWDD  185

Query  166  --LEENTDIEAWDA----------------



VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +++   A                 +E +D L+  Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEVQDIPADMVEKAAEYREMLIETAVEQDDDLMMAYMDGEEPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAALC  250
             +D + FP Y GSA K  GIQ ++DAV                     +P GE  + 
+  
Sbjct  246  
TRDLAFFPTYCGSAYKNKGIQLVLDAVVDYLPSPTEVDPQPLTNPETGEPTGEVATVSAD  305

Query  251  GSVFKVEYTDCGQR---RVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             S+  + +     R     ++R+Y+G L+  DTV   A    E++ ++ EM    + 
EI 
Sbjct  306  
ESLKALAFKIMDDRFGALTFIRIYAGKLKKGDTVLNSATGKTERIGRMVEMHANERNEI-  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D+A  G+I+ ++   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  --
DSAQAGDIIAVVGMKNVKTGHTLCDPKHECTLEPMIFPEPVISIAVKPKDKNGSEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV  G
Sbjct  483  
TITQAVEDSYTHKKQSGGSGQFGKIDYRIRPGEQGSGFTFKSTVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                ++ G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLEP 
Sbjct  543  
FASMMDHGVLAGFPTLDVEVELFDGGFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKGDVPLSEMFGYIGTLRTMTSG  662



Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_039725069.1 elongation factor G [Lyngbya confervoides]
 KIF20585.1 elongation factor G [Aphanocapsa montana BDHKU210001]
 KIF42624.1 elongation factor G [Lyngbya confervoides BDU141951]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 182/679 (27%), Positives = 311/679 (46%), Gaps = 
83/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG + + G V  GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHDGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STNWREHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V Q +RD+L A+ +              +   V +   
I  +
Sbjct  129  
PRIAFVNKMDRTGANFFRVHQQIRDRLKANAVPIQIPIGAEDDFTGVVDLVKMRARIYND  188

Query  168  E------NTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +      +TDI             E  +A+ E +D L+EKY+ GE +S  ++    
+  V
Sbjct  189  
DLGMDMVDTDIPVEMLEVAEKYRTELIEAIAETDDTLMEKYLEGEELSESEIALGIRHAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAA-----LC  250
               ++ P+  GSA K  G+Q L+DAV              G+    GE    A       
Sbjct  249  
LTGAIVPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPPIQGMLPDGGEVARPADDDEPFA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  ++R+YSG L               R+   + +   +++++ 
E+R



Sbjct  309  ALAFKI-
MSDPYGRLTFIRVYSGVLEKGSYVLNATKGKKERVSRLIVMKADDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G ++     + G+ +  P D V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAVLGLKDTFTGDTICEPKDPVILESLY-------------
IPEPVISVAVEPKTQ  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L+D DP  +   D  T++ +++ +G + L+++   +  ++K+E  
+  
Sbjct  415  
QDMDKLSKALQSLSDEDPTFKVSTDPETNQTVIAGMGELHLDILVDRMLREFKVEANIGN  474

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   K++        +      +  + + V P  +GSG ++ S++  G + 
+ F
Sbjct  475  
PQVAYRETIRKSSQVEGKFIRQSGGKGQYGHVVIEVEPTEVGSGFEFVSKIVGGTIPKEF  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
                  G++   E G+  G+ V D K+    G Y+   S+   F+    + + + + 
++ 
Sbjct  535  
IPPAEQGMKEACESGILAGYPVIDLKVTLIDGSYHDVDSSEVAFKIAGSMAMREGVLKAS  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P+++L     D       IE    ++     T ++P   +  
Y TD
Sbjct  595  
PVLLEPTMKVEVEVPEDFLGDVIGDLNARRGHIEGMGSEEGITKVTAKVPLAEMFGYATD  654

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +   T GR +   E   Y+
Sbjct  655  IRSKTQGRGIFSMEFSHYE  673

>WP_071975969.1 GTP-binding protein [Bacillus obstructivus]
 OJH19486.1 elongation factor G [Bacillus obstructivus]
Length=652

 Score = 252 bits (644),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 171/620 (28%), Positives = 302/620 (49%), Gaps = 
27/620 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            M+ I IGILAHVDAGKTT  E LL+ + +I   G V+      D   +E+ RGIT+ 
A  
Sbjct  1    
MQQITIGILAHVDAGKTTFAEQLLFHTKSIHHRGRVDHQDAFLDNHAIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++      ++DTPGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  
LRK  
Sbjct  61   
AIMEYKDSTYYLIDTPGHVDFSPEMERSIQVMDYAIIILSAVEGVEGHTETVWQLLRKHQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVS---
LSPEIVLEENTDIEAWD  176
            IPT  FINK D+ G D+  V + +R++L+   I I +T +   +S E++          
+
Sbjct  121  
IPTFFFINKTDRVGADVNKVKKEIRNQLTEHGIDITETYNKGAMSEELI----------E  170

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             + E ++ LL  YI GE     +  +E +R ++D +++P+  GS+ + +GI   ++ 
+  
Sbjct  171  FIAERDETLLNLYIDGE-
YDEGRWQQEMKRMIKDNNIYPIASGSSLQDIGILSFLEKLDE  229

Query  237  L-FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKIT  292
            L F       + +  G V+K+ +   G R  +++  SG+L +RD +    +E   + 
KIT
Sbjct  230  LTFSDY--
NSTDSFSGRVYKIRHDSTGARVTFIKSLSGSLHVRDVLEYGDQEEKLREKIT  287

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            ++R+ +       D    G++  +   +   N  +GD     + +   + +  L++ 
+  
Sbjct  288  QIRLYNGANYEIVDQMNAGDLFAVTGLT---
NAAVGDGLGAIQAKATYETVATLKSKVIY  344

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
             ++   + +L     L D DP L+   D    EI L  +G++QLEV+  ++ +++ 
L   
Sbjct  345  
DSSLNHKEVLSYFRMLNDEDPSLKVTWDEGLQEIHLHVMGKIQLEVLEQIVKDRFNLSVS  404

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              +P ++Y E      +   H E  P   +A + L + P   GSG+ +++      
L  S
Sbjct  405  FGKPEILYKETIQTIVNGYGHFE--
PLKHYAEVHLLLEPGHRGSGIIFDNDCHPDDLMVS  462



Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +QN V+  +     +G+  G  +TD KI    G  ++  ++  DFR      L Q 
L+++
Sbjct  463  
YQNLVKHYLLEKEHRGILTGTALTDVKITLLTGRAHNKHTSGGDFREATLRALRQGLEKA  522

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP   F +    E + R   D        +  ++  ++ V  G  P      
Y T
Sbjct  523  
KNILLEPVYHFKIKVDIEQMGRVLSDIQAAYGQFQPPEMNGNKAVIMGRAPVATFMDYST  582

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             LA +T G+        GY+
Sbjct  583  ILASFTQGKGSISLVFGGYE  602

>WP_084588754.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G  +   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSCHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675



>OUV01792.1 elongation factor G [Acidimicrobiaceae bacterium TMED77]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 316/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  8    
KTRNIGIMAHIDAGKTTTTERILYYTGRSYKIGEVHDGAATMDWMEQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V     GV+ Q+  ++    
K ++
Sbjct  68   
TCYWDDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVFDGVAGVEPQSETVWRQAEKYSV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------------
TVSLSPEIVLEEN  169
            P + F+NK+D+ G D   V+ +++++L+ + ++ Q               LS + +
+ + 
Sbjct  128  
PRMCFVNKMDRTGADFFFVLDTIKERLTDNFVVVQLPIGAESEYQGVIDLLSMKALIWQG  187

Query  170  TDIEA-WDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRR  207
             D+ A WD V                      E ++ ++EKY+  E IS + L    
+  
Sbjct  188  
EDLGASWDEVDIPEEYQEQADEYRELMLDKLSEFDETIMEKYLEEEEISIDDLKSAIREG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQG  245
              +  L P+  G+A K  G+QPL+DAV                          +P  
++ 
Sbjct  248  
TLNHDLVPILNGTAFKNKGVQPLLDAVVDYLPSPLDIPEIIGQSLKGNEEVTRKPSDDEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       R  + R+YSG+L     +       +E++ +I EM    
+ +
Sbjct  308  FAALA---
FKIMTDPHVGRLAFFRVYSGSLEKGSQILNSRTGNKERIGRILEMHANDRED  364

Query  302  IVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   D  Y G+I+  +    VR  D L    +P  L    +   P P++   + PK



+ A 
Sbjct  365  V---DAVYAGDIMAAIGIKDVRTGDSLVAIDNPVILEEMTF---
PDPVIDVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  AL  L+  DP  R + D  T + ILS +G + LEV+   +  ++ ++  V 
+P 
Sbjct  419  
QEKLSKALMALSQEDPTFRVQTDQETAQTILSGMGELHLEVLVDRMLREFNVDATVGKPQ  478

Query  418  VIYMERPLKAASHTI--
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K  ++T     +   +  +A + + V+P   G G  +E  +S G + + 
+  
Sbjct  479  
VAYRETITKPVTNTYTHKKQTGGSGQFAEVEIDVSPAKPGEGYSFEDNISGGRIPKEYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+  +  G L G+ V D  +    G ++   S+   F+    +  ++A ++
+   
Sbjct  539  
AVDAGIKEAMTSGVLAGFPVVDIHVELNDGKFHDVDSSDMAFKIAGTMAFKEAARKAKPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P +YL     D       ++  + + +  V    +P   +  Y  
DL 
Sbjct  599  
LLEPIMAVEVVTPDDYLGGVVGDXNSRRGQVQGTEQRGNNQVVNAVVPLSEMFGYVGDLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              ++GR+    +   YQ
Sbjct  659  TMSSGRANYTMQFDSYQ  675

>WP_065528392.1 elongation factor G [Planococcus halocryophilus]
 ANU14732.1 translation elongation factor G [Planococcus 
halocryophilus]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 312/673 (46%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P ++FINK+D+ G D    V ++ D+L A+     + I      S  I L E        
Sbjct  129  
PRIVFINKMDKIGADFLYSVGTLHDRLQANAQPIQLPIGAEDEFSAIIDLVEMNARFYAN  188

Query  169  --NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T+I             E W     +AV E ++ L+EKY++GE I+ E+L    
++  
Sbjct  189  
DLGTEITEGEIPEEYKELAEEWHTKLVEAVAELDEDLMEKYLSGEEITVEELKAGIRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             D   +PV  GSA K  G+Q ++DAV             TG+     EQ           
Sbjct  249  
LDVEFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPPMTGVLPDSDEQVIRKPSEDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG+L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGSLKSGSYVQNSSKGKRERVGRILQMHANSREEIAEV  368

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +        D L D      L R  +   P P++  ++ PK+ A 
++++
Sbjct  369  ---YCGDIAAAIGLKDTSTGDTLSDEKHQVILERMVF---
PEPVISLSVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP  R   D  T + I++ +G + L+++   +  ++ +E  V  P 
V Y 
Sbjct  423  
GQALAKLQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMRREFNVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +  +P   G+G ++E+ +  G + + +  
AV  
Sbjct  483  
ETFRESAKVEGKFVRQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPAVEA  542



Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP
Sbjct  543  
GLRDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKVAASMALKNAISKVRPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL     D       +E    + +  V    +P   +  Y T L   
T 
Sbjct  603  
IMRVEVVIPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRSMVPLAQMFGYATSLRSNTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR V       Y+
Sbjct  663  GRGVFSMHFDHYE  675

>2J7K_A Chain A, Crystal Structure Of The T84a Mutant Ef-G:gdpcp 
Complex
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/666 (29%), Positives = 318/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+D PGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDAPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_031537190.1 GTP-binding protein [Bacillus sp. MB2021]



Length=653

 Score = 252 bits (644),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 164/606 (27%), Positives = 294/606 (49%), Gaps = 
15/606 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+  +   D+  +E+QRGIT+ A     
++
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSIKKRGRVDHQSAFLDSHLIEKQRGITVFADQGMIEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  L+K  
IPT  
Sbjct  65   
GDSTYYLIDTPGHVDFSPEMERAIQVMDFAIVIISAVEGIEGHTETVWSLLKKHQIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G D++ V+  +R + + ++    +   S       N   E  + + E 
++ L
Sbjct  125  FINKVDRTGADVERVLTEIRSQFTTEVCDISSFDGS-------
NMSEELIEFMAERDEAL  177

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ Y+  +       + + Q  ++ + L+P  YGSA + +G++        L   + 
++ 
Sbjct  178  LDYYM-
DKGYQPTLWIDKMQEMIRSSRLYPCGYGSALQDIGVKEFFHCFDHLTTTLYKK-  235

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
                 G V+K+ Y D G R  +++  SGTLR+R+ +     +  K+T++R  +  +  
+ 
Sbjct  236  
DEPFSGRVYKIRYDDSGTRITFMKAKSGTLRVREELMYGNGDIEKVTQIRKYNGTQFQQV  295

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            + A  GE+  +   +   N  +GD      ++   + +P LR+ +  +    ++  
L  L
Sbjct  296  NEANAGELFAVTGLT---
NAAVGDGVGELLEKAEYELVPTLRSRVVLEPRMNKKDALTFL  352

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L    +    +I L  +G++QLEV+  ++ E++ ++   + P ++Y 
E   
Sbjct  353  



KLLEAEDPSLHVTWEEKLQDIHLHVMGKIQLEVLREIIFERFAIQVQFERPEILYKETIE  412

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                   H E  P   +A + L + P     G+ +ES      L+ + QN +   +    
Sbjct  413  TDTIGYGHFE--
PLRHYAEVHLQLEPGKRNRGIVFESNCHTDDLSIAIQNLICQHLFERE  470

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G+  G  +TD  +    G  ++  +   DFR      L Q L+++  +LLEPY 
SF +
Sbjct  471  
HHGILTGSPLTDINVTLLTGRAHNKHTHGGDFREATFRALRQGLEKARNRLLEPYYSFKI  530

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                E + R   D         T +   ++ V TG++P      Y T LA +T G+    
Sbjct  531  
KVDIEQMGRVLSDIQTAYGEFNTPETIDEKAVLTGKVPVATFMEYSTTLASFTQGKGQLS  590

Query  605  TELKGY  610
                GY
Sbjct  591  LTFAGY  596

>WP_063371444.1 elongation factor G [Pseudoalteromonas 
luteoviolacea]
 KZN37432.1 elongation factor P [Pseudoalteromonas luteoviolacea 
S2607]
Length=695

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 308/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  



E  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLEKKAYIWDETGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVEKVEEYHEMLVESAVEQDDDLMEAYMEGETPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257
             + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+     
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGDVATVDADEPL  308

Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E+    
Sbjct  309  
KALAFKIMDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERNELTE--  366

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ ++   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  367  -
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E   
Sbjct  426  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETIT  485

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G   
Sbjct  486  
QEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFSSSVVGGNVPKEFWPAVEKGFAS  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P + +     D  +    I+  +     V   GE+P   +  Y   L   T



+GR  
Sbjct  606  
DVFTPDDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFAHY  673

>WP_032592207.1 elongation factor G [Campylobacter jejuni]
 AHY39735.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
CG8421]
 KDA20767.1 elongation factor G [Campylobacter jejuni 10186]
 OEY39141.1 translation elongation factor G [Campylobacter jejuni]
 OEY41061.1 translation elongation factor G [Campylobacter jejuni]
 OEY51431.1 translation elongation factor G [Campylobacter jejuni]
 OEY57472.1 translation elongation factor G [Campylobacter jejuni]
 OEY64126.1 translation elongation factor G [Campylobacter jejuni]
 OEZ21127.1 translation elongation factor G [Campylobacter jejuni]
 OKY12306.1 translation elongation factor G [Campylobacter jejuni]
 OKY13171.1 translation elongation factor G [Campylobacter jejuni]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674



>WP_058016031.1 GTP-binding protein [Clostridium sporogenes]
 OQP94653.1 tetracycline resistance protein TetM [Clostridium 
sporogenes]
Length=651

 Score = 252 bits (644),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 164/614 (27%), Positives = 294/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKPLNSDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++ + LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKSELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S      +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLSAA---
NVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417



             + +L     L   DP L    D    EI +  +G +QLEV+   + E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNFMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEASERNSGITFESVCHTDDLTVGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFEKDHHGILTGSPITDLKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNLLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_013861986.1 elongation factor G [Microlunatus phosphovorus]
 BAK34103.1 elongation factor G [Microlunatus phosphovorus NM-1]
Length=699

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/687 (28%), Positives = 321/687 (47%), Gaps = 
71/687 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILFYTGINYKIGEVHEGAATMDWMEQEQERGITITSAATTCH  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q++ ++    +  
+P +
Sbjct  74   
WHDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSQTVWRQADRYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSPEIV  165
             F+NK+D+ G      V +++++L+A                   D++  + ++   
E  
Sbjct  134  
CFVNKLDRTGASFDFCVSTIKNRLNAVPAVLQLPIGAEGGFIGVVDLVEMRALTWRGETT  193

Query  166  LEENTDI------------EAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRR-V  208
            + E+  +            EA  A+IE     +D+L+E Y+  E      L+R   
R  V
Sbjct  194  
IGEDYTVEEIPADMAEQAHEAHHALIELVADFDDELMEAYLTDEDSIDPDLLRRAIRHAV  253

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGE--------
QGSAA  248
              + +  V  GSA K  G+QPL+DAV               F+P  E          
S  
Sbjct  254  
LSSQITAVLCGSAFKNKGVQPLLDAVIAYLPSPVDVPAIDGFKPGDESIKIERHPDASDP  313

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVR  304
                 FK+       R  Y+RLYSG L    TV  +  GR++   KI +M    + 
EI  
Sbjct  314  
FAALAFKIAADPHLGRLTYIRLYSGKLEAGSTVLNSTKGRKERIGKIYQMHANKREEIA-  372

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              +   G+IV ++        + L D          + P P++   I PKT + +E
+L  
Sbjct  373  --
SVGAGQIVAVMGLKDTTTGETLSDQANPVVLESMDFPAPVIEQAIEPKTKSDQEKLGT  430

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            A+ +LA+ DP  R   D  T + I++ +G + LEV+   +  ++++E  + +P V 
Y E 
Sbjct  431  
AIQRLAEEDPTFRVHTDEETGQTIIAGMGELHLEVLIDRMKREFRVEANIGKPQVAYRET  490

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R ++   +T   +   +  +  + + + P   GSG ++ + V+ G + + +  
AV +G
Sbjct  491  
LRRTVEKVEYTHKKQSGGSGQYGRVIIKLEPQEAGSGYEFVNAVTGGRIPKEYIPAVDEG  550

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  ++ G L G+ V D KI    G Y+   S+   F+    +V ++A + +   
LLEP 
Sbjct  551  
IQDAMQFGVLAGYPVEDIKITLLDGAYHDVDSSELAFKIAGSMVFKEAARRADPALLEPV  610



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P++YL     D       ++         V    +P   +  Y  DL   
T+G
Sbjct  611  
MAVEVTTPEDYLGTVIGDLNARRGQVQAMNDAHGNKVIEALVPLSEMFGYVGDLRSKTSG  670

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRR  623
            ++    E   Y     +V   +IQ  R
Sbjct  671  QASYSMEFHSYAETPKSVSDEIIQKAR  697

>WP_073997420.1 elongation factor G [Anaerococcus sp. Marseille-
P2143]
Length=690

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 197/671 (29%), Positives = 313/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERILYYTGKIYKIGDTHDGTAVMDSMDQEKERGITIGSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    K 
+IP +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADKYHIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
             FINK+D  G D    V++++DKL A                   D++  Q V+ +    
Sbjct  132  
CFINKMDATGADFFMSVETIKDKLKANAVPLEIPIGAEQQFQGAVDLVKMQAVTYNTEDL  191

Query  162  ------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   EI  E     E +     + + E +D ++ KY+ GE +S E++    ++   
+
Sbjct  192  
GAHPMFSEIPAELKDQAEEYRNNLLEELSEVDDTIMMKYLEGEEVSEEEINAAIRKGTIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQGSA  247
              +FP   GSA K  G+QPL+DA+                           +P   
+ +A
Sbjct  252  



QKIFPCLLGSAYKNKGVQPLLDAIIDYMPSPIDVPYITGTDPKDEEVVMERKPGDNEPTA  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
            AL    FKV       + +Y R+YSG++     +  A  G RE++ +I +M    + 
EI 
Sbjct  312  ALA---
FKVVTDPYVGKLIYTRIYSGSIESGSYIYNATKGKRERVGRIMQMHSNKQEEI-  367

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 Y G+IV +L        D L D          E P P++   I PKT A +
++++
Sbjct  368  --
PVGYAGDIVALLGLKDTTTGDSLCDQDNQIILEKMEFPDPVISVAIEPKTRASQDKMI  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +L++ DP    + D  T + I+S +G + LE++   L  ++K+E  +  P V 
Y E
Sbjct  426  
IGLQKLSEEDPTFVTKSDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVAYRE  485

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                 A        +   +  +  + L VTP   GSG+ +ES++  G + + +   
V +G
Sbjct  486  
GITAEAEAQGKFVRQSGGSGQYGDVHLRVTPGEEGSGITFESKIVGGTVPKEYIRPVEEG  545

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G+  G+ + D  +    G Y+   S+   F     + L+ A++++   
LLEP 
Sbjct  546  
VREAAASGILGGYPMVDMHVVLYDGSYHEVDSSEVAFHVAGSMGLKNAVEKAKPVLLEPI  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +  P EYL     D       I+    K    V    IP   +  Y TDL   
T G
Sbjct  606  
EKVEITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHVLDAFIPLSEMFGYATDLRSKTQG  665

Query  600  RSVCLTELKGY  610
            R+    +   Y
Sbjct  666  RATYSMQFDHY  676

>WP_044413371.1 elongation factor G [Rhodopseudomonas palustris]
 KIZ40793.1 elongation factor G [Rhodopseudomonas palustris]
Length=690

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 



matrix adjust.
 Identities = 191/666 (29%), Positives = 298/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMAQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V+    GV+ QT  ++    K  
+P +
Sbjct  72   
WSGKRLNIIDTPGHVDFTIEVERSLRVLDGAVVVLDGNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +Q + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFYKCLQDIIDRLGAKPIAIQLPIGEESNFKGLVDLVRMKGVIWEDEAL  191

Query  166  LEENTDIE---------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DI+                 +A +E +D +L K++ G       L R  ++ 
V  
Sbjct  192  
GANFKDIDIPADMVEKAKEYREKMVEAAVELDDDVLAKFLDGVEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQG---------
SAALCGS  252
            ++ +PV  GSA K  G+QPL+DAV               + E G         S  
L   
Sbjct  252  
SAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIMGVDEDGNEVTRLPNDSEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLISGSGVVNSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L D ++       E P P++   I PKT A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDASKQVILEKMEFPEPVIEIAIEPKTKADQEKLGVALAKLAA  431

Query  371  



TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDLESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A +   V P   G G ++ES+V  G + + +   V  G+   
L  G
Sbjct  492  
DYTHKKQTGGTGQFARVKFIVEPNEPGKGFEFESKVVGGAVPKEYIPGVEKGLASVLTSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +      
P
Sbjct  552  
VVAGFPVVDVKVTLIDGAYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVECVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_072540309.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 253 bits (646),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 299/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L + P   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLKPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  + D K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLMDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580



Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_066301541.1 elongation factor G [Bacillus sp. FJAT-29937]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 186/672 (28%), Positives = 306/672 (46%), Gaps = 
73/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGGAQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND-  183
            +F+NK+D+ G D    + ++ D+L A+    Q + +  E       D+   DA   
NND 
Sbjct  132  VFVNKMDKLGADFLYSISTLHDRLQANAAAIQ-
LPIGAEDSFRGIIDLVEMDATFYNNDL  190

Query  184  ---------------------------------
KLLEKYIAGEPISREKLVREEQRRVQD  210
                                             +L+EKY+ GE I++E+L    ++    
Sbjct  191  
GTDIQVGEIPEEYQAQAEEYREKLIEAVSEFDEELMEKYLGGEEITKEELKAAIRKGTLS  250

Query  211  ASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGE------
QGSAALCG  251
               +PV  G+A K  G+Q ++D             A+ G+     E        S     
Sbjct  251  
VEFYPVLCGTAFKNKGVQKVLDAAVDYLPSPLDIPAINGVDPETDEATERHADDSEPFSA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI     
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSTKGKRERVGRILQMHANSREEI---SI  367

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRK-----



RWREDPLPMLRTTIAPKTAAQRERLL  362
             + G+I      +V L D     T    K        E P P+++ +I PKT A +
+++ 
Sbjct  368  VHAGDIAA----
AVGLKDTTTGDTLCDEKAPVILESMEFPEPVIQLSIEPKTKADQDKMT  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  R   D  T E+I++ +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  424  
TALQKLQEEDPTFRAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRE  483

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R   +       +      +  + +  +P   G G ++E+ +  G + + +   
V+ G
Sbjct  484  
TFRGSASVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIAPVQAG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP 
Sbjct  544  
LEDALDRGVLAGFPLVDIKAKLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPV  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     +       +E  + + +  V    +P   +  Y T L   
T G
Sbjct  604  
MKVEVIIPEEYMGDIMGNVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSSTQG  663

Query  600  RSVCLTELKGYQ  611
            R V       Y+
Sbjct  664  RGVFSMTFDHYE  675

>WP_075438389.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 183/686 (27%), Positives = 318/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544



Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_075516906.1 elongation factor G [Moorella thermoacetica]
 OIQ59064.1 elongation factor G [Moorella thermoacetica]
Length=692

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 308/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHDGNATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    V+ + ++L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYINKMDRVGADFFRGVRMIAERLGANPVPIQLPIGAEDNFQGMVDLINMKAIYYTD  188

Query  163  EI---VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
            E+   + EE    E  D V E  +KLLE           KY+ GE ++ E++    
++  
Sbjct  189  



ELGTTLDEEPIPAEMEDLVQEYREKLLEAVAESDEELMIKYLEGEELTPEEIKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DA+              G+    G++       
+   
Sbjct  249  
IAVKMVPVLCGSSFKNKGVQPLLDAIVDFLPAPTDVPAIQGVDPETGDEDERRSSDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V       RE++ +I  M    + 
EI   
Sbjct  309  
AALAFKIMADPYVGKLTFFRIYSGTLKSGSYVYNSTKGRRERIGRILRMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+I   +        D L D          E P P++   I PKT A +E+
+  A
Sbjct  366  
DEAYAGDIAAAVGLKETTTGDTLCDEQHPIVLEAMEFPEPVIDVAIEPKTKADQEKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+   V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRMHTDQETGQTIISGMGELHLEIIVDRLLREFKVGAKVGRPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP+KA    I  +   +  +  + + + P   G G ++ +++  G + + +  AV  
GI
Sbjct  486  RRPVKAEGKFIR-
QTGGHGQYGHVIIEIEPQEPGKGYEFVNKIVGGVVPKEYIPAVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ V D +     G Y+   S+   F+    +  + A K++   
LLEP +
Sbjct  545  
QEAMANGVLAGFPVVDVRATLVDGSYHEVDSSEMAFKIAGSLAFKDAAKKAQPVLLEPVM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
RVEVVVPDEYMGDVIGDLNSRRGRVEGMEPRAGAQVIRAFVPLAEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
               + +   Y+
Sbjct  665  GTYVMQFDHYE  675



>KRK43966.1 translation elongation factor (GTPase) [Lactobacillus 
crustorum 
JCM 15951]
 KRO21406.1 translation elongation factor (GTPase) [Lactobacillus 
crustorum]
Length=656

 Score = 253 bits (645),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/633 (31%), Positives = 311/633 (49%), Gaps = 
61/633 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + E G V+KG    D   LE++RGITI 
+  
Sbjct  7    
MKKIVTGIVAHVDAGKTTLSEALLYRAGELRELGRVDKGNAFLDPDALEKKRGITIFSHQ  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q++   + ++DTPGH+DF ++  + + VLD AILVISA DGVQ  TR L+  L
++  
Sbjct  67   
ANLQFNDLDLTLLDTPGHVDFASQTEQVMDVLDYAILVISAIDGVQGYTRTLWRLLKRYQ  126

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--
WDAV  178
            +PT IF+NK+D  GVD   V++ +           Q++ LSP  +  +N  I A  
++ +
Sbjct  127  VPTFIFVNKMDANGVDQAKVIEQI-----------QSI-
LSPGCIAFDNEKISAGSYEEI  174

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND++LE ++    ++ + ++R   + +++  +FP Y+GSA K  GI   +   
+   
Sbjct  175  AMQNDEVLENFLDTGKLA-DNVIR---
KMIKERQIFPCYFGSALKVSGIDDFLAGFSKWT  230

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITE----  293
            Q    +        VFK+ + +  +R  +LR+ +GTL  +  +    +  +L+I +    
Sbjct  231  QE--
NEYETEFGAKVFKISHDENNERLTWLRVTNGTLPNKKILIKDQKANQLRIYDGSKY  288

Query  294  ---MRIPSKGEIVRT---
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                ++ S G    T   DT YPG+ +   +DS        DPT            
P+L 
Sbjct  289  ELRQKVSSGGVCAVTGLIDT-YPGQGLGNQTDSA-------DPTL----------
QPILN  330



Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PK        L AL QL D DP L     +   EI +  +G VQLEV+  LL 
+++
Sbjct  331  YAVDPK-
KNDIHTCLTALRQLEDEDPQLHVSWSNHLEEIRIQIMGEVQLEVIQQLLLQRF  389

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    + S++Y E   +      H E  P   ++ + L + P    SG+ +E+  
+L 
Sbjct  390  NLDVAFGKGSILYKETITQKVEGVGHFE--
PLRHYSEVHLLLEPALANSGLTFEADCNLD  447

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L  ++Q+ V   +      G L G  +TD KI    G   +  S   DFR      
+ Q
Sbjct  448  
ILASNWQHQVLSNLGSKEHLGVLIGAPITDMKISLIGGKASNVHSVGGDFREATWRAVRQ  507

Query  527  AL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV----
KKDEVVFT  578
             L    K    QLLEP+  F L   Q+ + RA +D  +   + ET +V    + +    
T
Sbjct  508  
GLMMLKKIQACQLLEPWYRFRLELTQDQVGRAMNDVQQMHGSFETPEVVNTSEGELTTLT  567

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G  P   +Q Y  ++  YT+G+      + GY+
Sbjct  568  GTAPVSEMQGYAQEVNAYTHGQGHLECIVDGYR  600

>WP_048605637.1 MULTISPECIES: elongation factor G [Vibrio]
 CDT91376.1 Elongation factor G [Vibrio sp. J2-31]
 CDT18335.1 Elongation factor G [Vibrio sp. J2-4]
 CDT73588.1 Elongation factor G [Vibrio sp. J2-29]
 CDU01352.1 Elongation factor G [Vibrio sp. J2-31]
Length=695

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDVKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDEAGEETGEHAIVSTDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAS  544

Query  484  GLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_004801076.1 GTP-binding protein [Eggerthia catenaformis]
 EMD17633.1 small GTP-binding protein [Eggerthia catenaformis OT 569 
= DSM 
20559]
Length=837

 Score = 256 bits (654),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 178/610 (29%), Positives = 312/610 (51%), Gaps = 
57/610 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGI AHVDAGKTTL+ESLLY SGAI   G V+   +  D    ER+RGITI 
+ +
Sbjct  1    MKTV-
IGITAHVDAGKTTLSESLLYLSGAIRNQGRVDHKDSFLDYNKQERERGITIFSKI  59

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            +S  +++  +  +DTPGH+DF  E+ R+L +LD A+L+I+  DG+Q+ T+ +F  L
+  +
Sbjct  60   
SSIHYNKKDLTFIDTPGHIDFSGEMERALTILDYALLIINGCDGIQSHTKTIFRLLKYYH  119

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +F+NK+D +              L+ + ++K    LS  IVL    + E       
Sbjct  120  IPTFLFVNKMDIS-------------
YLTQEQLLKDLNELSDHIVLLSEINDEELAM---  163

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--  238
             +D LLE+Y+    IS + L    Q+ +++  +FPVY+GSA K + I+ ++D++T 
L   
Sbjct  164  KSDTLLEEYLNYNKISHKSL----



QKAIKEREIFPVYFGSALKNINIKEMLDSITDLIIE  219

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P+  +    L G V+K+ Y +  +R  ++++  G + +++ +   G    KI +
+R   
Sbjct  220  SPLNNK----LKGIVYKILYEN-NERLTFIKITGGQIHVKEEI--NGE---
KINQIRAYQ  269

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              +      A  G+IV L    S++  D++G  + L    +     P++   +  +   
Q
Sbjct  270  GEKYSLLKQAKQGDIVALTGIKSLKSGDMIGYSSSLMTSIF-----
PVMHYDLHIEDNEQ  324

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +++ L +L + +PLL+ ++  I H I +S +G VQ+E++  L+ E+Y     +    
Sbjct  325  SALMMENLKKLGEEEPLLQLKIRDINH-
IEVSLMGEVQIEILKQLIKERYHQNISIDHQQ  383

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            + Y E    P++   H       P   +A + + + PL  GSG+Q+E++  +  L 
+++Q
Sbjct  384  ISYKETIKYPVEGVGH-----FEPLRHYAEVHVLLEPLPSGSGLQFENKC-
MNDLQENYQ  437

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            N +   ++     G+  G  +TD KI    G  +   +   DFR      + Q L  
S +
Sbjct  438  
NLIMTHLKEKTHLGILTGSPITDIKITLLGGASHLKHTEGGDFRQAVYRAVRQGLMMSES  497

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD---
EVVFTGEIPARCIQAYR  590
             LLEP   + +  P +Y+S+ ++D   Y   I    +K+D     +  G+ P   +  
Y 
Sbjct  498  ILLEPSYHYEITIPSKYISKIFYDFQNYNTPI----
IKEDNGQNALLYGDAPVLFLSGYN  553

Query  591  TDLAFYTNGR  600
             +L   T G 
Sbjct  554  QELMNSTKGN  563

>WP_055331316.1 GTP-binding protein [Paeniclostridium sordellii]
 CEP39420.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=672

 Score = 253 bits (646),  Expect = 2e-71, Method: Compositional 



matrix adjust.
 Identities = 163/622 (26%), Positives = 305/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGKVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D+  +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIDGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTSSLIENIKKCNIYPILTGSALKNIGIKEFLERFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPS  298
                   L G ++KV+Y +   R  Y+++ SG L ++D +     E     KI  
+RI +
Sbjct  238  YNNEEDFL-
GKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEENEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +    G++  L   +   + D L D +       R  + + + +  P L
++ +
Sbjct  297  
GIKFENINEVCSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMAPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  



TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  +     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHVFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>WP_045964730.1 elongation factor G [Pseudoalteromonas piscicida]
 KJY86973.1 elongation factor G [Pseudoalteromonas piscicida]
Length=695

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 311/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V   L A+ +++   + +  +      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYV--
WDDT  186



Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E++    
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSLEQIKACIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGE----
QGSA  247
            +D + FP + GSA K  G+Q ++DAV                     +P GE       
A
Sbjct  247  
RDLAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVDADA  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L    FK+   D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + 
E+ 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERTELT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  
AV  G
Sbjct  483  
TITKEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSTVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKSMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G



Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_017003174.1 elongation factor G [Enterovibrio norvegicus]
 OEE66357.1 translation elongation factor G [Enterovibrio norvegicus 
FF-33]
Length=694

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/680 (29%), Positives = 316/680 (46%), Gaps = 
69/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+  +D L+A+ +++   + +  E                   
L
Sbjct  129  
IFVNKLDRMGADFFRVVKQTKDVLAANPLVMVLPIGIEDEFCGVVDLLTRKAYVWDDSGL  188

Query  167  EENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I           E +     +  +E +D L+E Y+ GE  S E+L    ++  
+ 
Sbjct  189  
PENYEITDVPENMLDQVEEYREMLVETAVEQDDDLMEAYMEGEEPSIEQLKACIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
MDFFPAYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLMDENGEENGEHAIVSADETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306



               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P+P++   +APK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMIFPVPVISIAVAPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V +P V Y 
E   
Sbjct  425  
GKMVAEDPTFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGQPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA   S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  A+  
G + 
Sbjct  485  
KAVEDSYTHKKQSGGSGQFGKIDYIMKPGEVGSGFSFKSSVVGGNVPKEFWPAIEKGFKG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMDTGVLAGFPVLDVEIELLDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIMAV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+        V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQMAGVTGVRVKADVPLSEMFGYIGTLRTMTSGRGQ  664

Query  603  CLTELKGYQ---AAVGQPVI  619
               E   Y    A V + VI
Sbjct  665  FSMEFAHYAPCPANVAEKVI  684

>WP_023051097.1 elongation factor G [Cetobacterium somerae]
 ERT68548.1 hypothetical protein HMPREF0202_01559 [Cetobacterium 
somerae 
ATCC BAA-474]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/704 (28%), Positives = 324/704 (46%), Gaps = 
109/704 (15%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVAHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENTD  171
             F NK+D+ G + +  V  +R+KL ++ +            +  + L    EIV  
+++D
Sbjct  132  
AFFNKMDRIGANFEMCVNDIREKLGSNPVPIQLPIGAEDDFEGVIDLLAMKEIVWPKDSD  191

Query  172  ----IEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                 E  D                  +V+E +D+L+EK+  GE IS  ++    +    
Sbjct  192  
NGQNFEVKDIRAELADAAEEARNFMIESVVETSDELMEKFFGGEEISEAEINVALRAATL  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG--------------------
SAAL  249
              ++ PV  G+A K  G+Q L+DA+        ++G                    
++  
Sbjct  252  
ANTIVPVTCGTAFKNKGVQALLDAIIAYMPAPTDKGIIKGTDVKNEELEITREISDNSPF  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V       +E++ +I +M    + 
EI   
Sbjct  312  
AALAFKVMTDPFVGRLTFFRVYSGVLTKGSYVLNSTKGKKERMGRILQMHANKREEI---  368

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  Y G+I    + +V L D   GD       P  L +  +   P P++   + 
PKT   
Sbjct  369  EVVYCGDI----AAAVGLKDTTTGDTLCAEDAPIVLEKMEF---
PEPVISVAVEPKTKVD  421

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL++LA+ DP  R + D  T ++I+S +G + LE++   +  ++K+E+ V 
+P 
Sbjct  422  



QEKMGLALSKLAEEDPTFRVKTDEETGQVIISGMGELHLEIIVDRMKREFKVESTVGKPQ  481

Query  418  VIYME-------RPLKAASHT--------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            V Y E       + +K A  +        + I + PNP              G   
++ +
Sbjct  482  VAYRETITLKQDQEVKYAKQSGGKGQFGHVKITLEPNP--------------
GKEFEFVN  527

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
            +++ G + + +  AV  G R  LE G+  G+ + D K+    G Y+   S+   F+    
Sbjct  528  
KITGGAIPREYIPAVEKGCREALEGGVVAGYPMVDLKVTLYDGSYHEVDSSEMAFKIAGS  587

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            + L+QA +++   +LEP     +  P+EY+     D       I     +    +   
++
Sbjct  588  
MALKQAAQKAKPIILEPIFKVEVTTPEEYMGDIIGDINSRRGMIGGMTDRNGAKIINAKV  647

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQA--AVGQPVIQPRR  623
            P   +  Y TDL   + GR+    E + Y    A  Q  IQ  R
Sbjct  648  PLSEMFGYATDLRSKSQGRATYSMEFEEYAQVPASVQKAIQEER  691

>WP_006597107.1 elongation factor G [Streptococcus australis]
 EGU66634.1 translation elongation factor G [Streptococcus australis 
ATCC 
700641]
Length=693

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164



            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEVERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V       RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTTKGKRERIGRILQMHANTRMEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598



Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_106267321.1 MULTISPECIES: elongation factor G [Isoptericola]
 PRZ07073.1 elongation factor G [Isoptericola halotolerans]
 PRZ07255.1 elongation factor G [Isoptericola sp. CG 20]
Length=700

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 189/690 (27%), Positives = 325/690 (47%), Gaps = 
70/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCYWNDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVERLKAKPLVIQLPIGAENDFTGVVDLLQMKALVWHG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  +IE                  +AV E +++LLEKY+ GE ++ +++    
++
Sbjct  191  
ETALGEKYEIEDIPADLQEKAEEYRSELIEAVAETDEELLEKYLGGEELTIDEIKGGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA-  248
             V ++  FPV  GSA K  G+QP++DAV                     + I E+ 
S A 
Sbjct  251  



LVVNSEAFPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVPAVQGHDAKDEEKIIERHSDAS  310

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +     V       +E++ K+ +M    
+  +
Sbjct  311  
EPFSALAFKVASHPFFGKLTYVRVYSGKVEQGAQVYNTTKGKKERIGKLFQMHSNKENPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                  +    + L   +    D L  P           P P++   I PKT A 
+E+L 
Sbjct  371  PEAQAGHIYAFIGLKDTTT--
GDTLSAPDSQVILESMTFPEPVIDVAIEPKTKADQEKLS  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++K+E  V +P V 
Y E
Sbjct  429  
TAIQKLAEEDPTFRVKLDEETGQTVIGGMGELHLDILVDRMKREFKVEANVGKPQVAYRE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNAV  477
               R  +   +T   +   +  +A + ++  PL    G  YE  + V+ G + + +  
+V
Sbjct  489  
TIRRKAEKIDYTHKKQTGGSGQFAKVQVTFEPLETTEGELYEFDNAVTGGRIPREYIPSV  548

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++QG L G+ V   K     G Y+   S+   F+    +V ++ ++ +   
LL
Sbjct  549  
DAGIQAAMQQGVLAGFPVVGVKATLIDGAYHDVDSSEMAFKIAGSMVFKEGVRRADPVLL  608

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +  P+EY+     D       I++ +      V   ++P   +  Y  
DL   
Sbjct  609  
EPLMAVEVRTPEEYMGDVIGDINSRRGLIQSMEDATGVKVVRAQVPLSEMFGYIGDLRSK  668

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR+V   +   Y     AV + +I+  R
Sbjct  669  TQGRAVYSMQFDSYGEVPKAVAEEIIKKTR  698

>CDB41834.1 elongation factor G [Ruminococcus sp. CAG:177]
Length=688

 Score = 253 bits (646),  Expect = 2e-71, Method: Compositional 
matrix adjust.



 Identities = 186/682 (27%), Positives = 311/682 (46%), Gaps = 
90/682 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKTHKLGEVHDGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    
K  +
Sbjct  69   
TCFWKNHRINIIDTPGHVDFTVEVERSLRVLDGSVTVLCAKGGVEPQSETVWRQADKYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++++NK+D  G +  +V+  ++++L  + +              I   V +  +
+  +
Sbjct  129  
PRMVYVNKMDIMGANFYNVIDMMKERLKCNAVPIQLPIGAEADFKGIIDLVQMQADVYYD  188

Query  168  EN------TDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +        DI             E  + V E +D+LLEKY+ GE ++ +++    
++  
Sbjct  189  
DKGLDVRVEDIPENMKELAQKYHDELVEHVAEQDDELLEKYLGGEELTIDEIKTCIRKST  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  G++ +  G+Q L+DA+              G     GE+       
S   
Sbjct  249  
IANKMVPVCCGTSYRNKGVQQLLDAIVDYMPAPTDVPSIKGTNPETGEEEFRHSSDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT+    TV  A +   E+L +I +M    + 
+I   
Sbjct  309  
AALAFKIATDPFVGKLCFFRVYSGTVTTGSTVYNATKDCNERLGRILQMHSNHRKDI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++R  I PKT A +E+
+  A
Sbjct  366  
DCVYAGDIAATIGLKNTTTGDTLCDAKAPIILESMEFPDPVIRVAIEPKTKAGQEKMAIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424



            L +LA+ DP  +C  D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKCYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYRETI  485

Query  425  LKAASHT---------------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             K A                  + I + PNP                G ++ + V  
G +
Sbjct  486  TKPAESDTKYSRQSGGRGQYGHVKIRIEPNP--------------
EKGYEFVNEVVGGAI  531

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +      GI+  ++ G L G+NV D K+    G Y+   S+   F+    +  
+ A+
Sbjct  532  
PKEYIGPAEAGIKGAMQSGVLAGFNVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKDAM  591

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++   L+EP +   +  P++Y+     D       IE  +++   V     IP   
+  
Sbjct  592  
KKAAPVLMEPIMKVAIIVPEDYMGDVIGDVNSRRGQIEGTEMRTGAVQINAFIPLSNMFG  651

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T L   T GR   + E   Y
Sbjct  652  YATTLRSKTQGRGQYVMEPSHY  673

>WP_102423091.1 elongation factor G [Vibrio sp. 10N.261.52.A1]
 PML76372.1 translation elongation factor G [Vibrio sp. 10N.
261.52.A1]
Length=696

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 192/672 (29%), Positives = 307/672 (46%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYRVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEITDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V      
Sbjct  246  
TRDIAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG ++  DT+  A   K     ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNAATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L D            P P++   ++PK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDQKHECTLEPMIFPTPVISIAVSPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ VV  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLVVGAPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA   S+T   +   +  +  I   + P   GSG  + S V  G + + F  
AV  
Sbjct  482  
ETITKAVEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEP  601



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMNVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGY  610
            GR     E   Y
Sbjct  662  GRGQFSMEFLQY  673

>WP_017058825.1 MULTISPECIES: elongation factor G [Vibrio]
 ANP75727.1 translation elongation factor G [Vibrio crassostreae 
9CS106]
 OCH54519.1 translation elongation factor G [Vibrio sp. ZF57]
 OED77182.1 translation elongation factor G [Vibrio crassostreae 
ZF-91]
 OEE92649.1 translation elongation factor G [Vibrio crassostreae 
9ZC77]
 OEE99585.1 translation elongation factor G [Vibrio crassostreae 
9ZC13]
 PMK07980.1 translation elongation factor G [Vibrio sp. 10N.
261.54.E10]
 PMK29019.1 translation elongation factor G [Vibrio sp. 10N.
261.54.C3]
 PMK84685.1 translation elongation factor G [Vibrio sp. 10N.
261.52.E5]
 PML75905.1 translation elongation factor G [Vibrio sp. 10N.
261.51.A7]
 PMN97926.1 translation elongation factor G [Vibrio sp. 10N.
222.55.F9]
 PMO00281.1 translation elongation factor G [Vibrio sp. 10N.
222.55.C12]
 PMO17338.1 translation elongation factor G [Vibrio sp. 10N.
222.54.F10]
 PMO25497.1 translation elongation factor G [Vibrio sp. 10N.
222.54.B6]
Length=695

 Score = 253 bits (647),  Expect = 2e-71, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 312/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +++   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDVKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  
Sbjct  246  
TRDIAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDENGEETGEHAIVSTDE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKG  541



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFAQY  672

>WP_006269211.1 elongation factor G [Streptococcus constellatus]
 EGV07018.1 translation elongation factor G [Streptococcus 
constellatus subsp. 
pharyngis SK1060 = CCUG 46377]
 AGU72078.1 elongation factor G [Streptococcus constellatus subsp. 
pharyngis 
C232]
 AGU73834.1 elongation factor G [Streptococcus constellatus subsp. 
pharyngis 
C818]
 AGU79202.1 elongation factor G [Streptococcus constellatus subsp. 
pharyngis 
C1050]
 GAD43735.1 translation elongation factors [Streptococcus 
constellatus subsp. 
pharyngis SK1060 = CCUG 46377]
Length=693

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 314/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   



TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEENTDIE------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+  ++       W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPVDYLEQAQEWREKLVEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTEEEETRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R   +A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE



Sbjct  542  
KGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPTILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>OUM90565.1 translation elongation factor G [Caldibacillus debilis]
Length=692

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 308/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G+ + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGSAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAITVLDAQSGVEPQTETVWRQATNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D    V+++ D+L A                   D++  +      
Sbjct  129  
PRIVFVNKMDKIGADFLYSVKTLHDRLDANAHPIQLPIGAEDQFKGIIDLVEMRAHFYKD  188

Query  163  EI-VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  ++E  D+             +  +AV E +D+L+ KY+ GE IS E+L    
++  
Sbjct  189  
ELGTVDEVADVPDEYKEMAEEYRNKLIEAVAEFDDELMMKYLEGEEISVEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
                 +PV  GSA K  GIQ ++DAV   L  P+                       
A  



Sbjct  249  
VSVQFYPVLCGSAFKNKGIQLMLDAVIDYLPAPVDIPDIKGVDPQTDSETTRPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ ++ +M    + 
EI   
Sbjct  309  
AALAFKVMSDPYVGKLTFFRVYSGVLSSGSYVLNSTKGKRERIGRLLQMHANHRSEISEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K        E P P++   I PKT A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMEFPEPVIHVAIEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V +P 
V Y
Sbjct  422  
MAAALQKLQEEDPTFRAHTDPETGQTIIAGMGELHLDIIVDRMRREFKVEANVGQPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSSAQVEGKFIRQSGGRGQYGHVWIEFSPNERGKGFEFENAIVGGVVPKEYIPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   ++ G L G+ V D K     G Y+   S+   F+  A I L+ A K     
LLE
Sbjct  542  
AGLEDAMQNGVLAGYPVIDIKAKLFDGSYHDVDSSEMAFKIAASIALKNAAKVCDPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYLGDIMGDITSRRGKVEGMEARGNAQVVRAMVPLAEMFGYATALRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  662  QGRGTFTMVFDHYE  675

>WP_035433719.1 MULTISPECIES: elongation factor G [Bacillus]
 SFD29162.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. 491mf]
Length=692



 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 308/670 (46%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI---------------
IIKQTVSLSPEIVLEEN  169
            +F+NK+D+ G D    V ++ D+L A+                II      +     
+  
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDQFTGIIDLVEECAYMYTNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+  D                  AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVDIPAEHKELADEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RASAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMTFDHYE  675

>WP_085381719.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSH01484.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 253 bits (645),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 187/638 (29%), Positives = 289/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD A+LVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAVLVISGADGIQGHTETLWRLLNRYQ  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL         E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQPRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMRDRFGLDVTFGPGSILYKETIDAPVEGVGH-----
FEPLRHYAETHVLLEPLPQGSGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +YE+  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
EYETVCSEDVLDRNWQRLIMQHCKEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  



QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_004219610.1 GTP-binding protein [Bifidobacterium 
pseudocatenulatum]
 EEG71517.1 putative translation elongation factor G 
[Bifidobacterium pseudocatenulatum 
DSM 20438 = JCM 1200 = LMG 10505]
 KEF28622.1 GTP-binding protein [Bifidobacterium pseudocatenulatum 
IPLA36007]
 KFI75557.1 GTP-binding protein [Bifidobacterium pseudocatenulatum 
DSM 20438 
= JCM 1200 = LMG 10505]
 BAR03218.1 putative elongation factor [Bifidobacterium 
pseudocatenulatum 
DSM 20438 = JCM 1200 = LMG 10505]
 PAC73808.1 GTP-binding protein [Bifidobacterium pseudocatenulatum]
Length=662

 Score = 253 bits (645),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/635 (30%), Positives = 286/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225



Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADVVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  GSG
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGIGHFE--
PLRHYAETHVLLEPLPQGSGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_009474623.1 MULTISPECIES: elongation factor G [Rhodococcus]
 Q0SFF3.1 RecName: Full=Elongation factor G; Short=EF-G
 ABG93733.1 elongation factor G [Rhodococcus jostii RHA1]
 EJI99755.1 translation elongation factor G [Rhodococcus sp. JVH1]
Length=700

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 



matrix adjust.
 Identities = 190/673 (28%), Positives = 330/673 (49%), Gaps = 
83/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYFTVQTIIDRLGAKPLVLQLPIGAEDDFDGVVDLVEMKAVTWRG  190

Query  157  TVSLSPEIVLEE-NTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV++  E  +EE   D+         +  + V E+++KL+EKY AGE +S E++    
++
Sbjct  191  
TVAIGAEPTIEEIPADLADKAAEYREKLLETVAESDEKLMEKYFAGEELSVEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQP--IGE-
QGSA---------------  247
               ++ L+PV  GSA K  G+QP++DAV   L  P  IGE QG A               
Sbjct  251  
MTVNSELYPVLCGSAFKNKGVQPMLDAVIDYLPNPLDIGEVQGHALGNEEEILTRKPSKD  310

Query  248  -ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       +  ++R+YSG +     V  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKIASHPFFGKLTFVRVYSGRIDPGAQVMNATKGKKERIGKLFQMHANKENPV  370

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKT  354
               D A  G I  +    + L D   GD       P  L    +   P P+++ +I 
PKT
Sbjct  371  ---DEAVAGHIYAM----IGLKDTTTGDTLCAQDAPIVLESMSF---
PDPVIQVSIEPKT  420

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             + +E+L  A+ +LA+ DP    E+D  T + ++  +G + L+++   +  ++K+E  



V 
Sbjct  421  
KSDQEKLGTAIQKLAEEDPTFSVELDEETGQTVIGGMGELHLDILVDRMRREFKVEANVG  480

Query  415  EPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYL  469
            +P V Y E   + ++   +T   +   +  +A + +++ P     G+  ++E++VS 
G +
Sbjct  481  
KPQVAYRETITKKVEKHDYTHKKQTGGSGQFAKVIIALEPFVGEDGATYEFENKVSGGRI  540

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  +V  G +  ++ G L G+ + + K+    G Y+   S+   F+      L
++A 
Sbjct  541  
PREYIPSVDAGAQDAMQYGVLAGYPLVNLKLSLLDGAYHDVDSSEMAFKVAGSQALKEAA  600

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++G  +LEP ++  +  P+EY+     D       I+  + +    V    +P   
+  
Sbjct  601  
RKAGPVILEPLMAVEVTTPEEYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFG  660

Query  589  YRTDLAFYTNGRS  601
            Y  DL   T GR+
Sbjct  661  YIGDLRSKTQGRA  673

>WP_014514871.1 elongation factor G [Thermus sp. CCB_US3_UF1]
 AEV15508.1 Elongation factor G 1 [Thermus sp. CCB_US3_UF1]
Length=691

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 196/666 (29%), Positives = 317/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGKIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WRDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------



TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  S E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLIEAAADFDENIMLKYLEGEEPSEEELVAAIRKGTIDI  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE           L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIRGTTPEGETVEIYPDPEGPLSALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGT+     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTITSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +++L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQDKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
RP+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITRPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + +   PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKAEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605



             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNSRRGQILGMEPRGNAQVIRAYVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_024027562.1 GTP-binding protein [Bacillus vireti]
 ETI69597.1 translation elongation factor G [Bacillus vireti LMG 
21834]
 KLT15946.1 elongation factor G [Bacillus vireti]
Length=650

 Score = 252 bits (644),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 175/632 (28%), Positives = 303/632 (48%), Gaps = 
24/632 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTTL E LL+ + AI   G V+   T  DT  +E+QRGIT+ A    
F  
Sbjct  5    
IGIFAHVDAGKTTLAEQLLFHTKAIRHRGRVDHQDTFLDTHEIEKQRGITVFADQAMFSL  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  LRK  
+PT  
Sbjct  65   
NDSDYYLIDTPGHVDFSPEMERAIQVMDYAIVIISAVEGIEGHTETVWRLLRKHRVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D Q V+  +R  L++D ++  T +L+   + E   +      + E 
N+ L
Sbjct  125  FINKIDRVGADPQKVLVEIRTNLTSD-VVDMTETLNNGEMNESLIEF-----
IAERNESL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+       E  ++  +  +Q+  +FP   GSA + +GI+  ++ +  L        
Sbjct  179  LNTYM-DSGYQHELWLKTLKALLQENQIFPCASGSALQDIGIKSFLEKLD-
LITATDYVS  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
              +  G V+K+ Y D G R  +++  SGTL++RD ++    ++    KIT++R+ +  
+I
Sbjct  237  
EESFSGRVYKIRYDDKGTRITFIKALSGTLKVRDEISYGDEDEQIIEKITQIRLYNGTKI  296



Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    G+I  +   +   +   GD     +++   + +  L++ +   +A   
+ +L
Sbjct  297  KTVDQVSAGDIFAVTGLT---
STAAGDGLGTLKEKADYEMVSALKSKVIFDSAVNVKEVL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L         EI +  +G +QLEV+  ++ +++ L+    EP +
+Y E
Sbjct  354  
RYFKILDAEDPALNVTWVERLQEIHIHVMGTIQLEVLKLVIKDRFHLDVEFAEPEILYKE  413

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
                P+    H       P   +A + L + P    SG+ +ES     +L    QN 
+R 
Sbjct  414  TIGSPVIGYGH-----
FEPLGHYAEVHLKIEPAPRNSGISFESDCHTDHLPVGTQNVIRH  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      G+  G  +TD  I    G  +   ++  DFR  A   L Q L+++   
LLEP
Sbjct  469  
HLFEREHHGILTGSPITDVIITLLTGRAHIKHTSGGDFREAAYRALRQGLEKADNILLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            +  F +    +++ +   D  K   + +    + ++ + TG++P      Y  + A  
T 
Sbjct  529  
FYDFKIKIDLDHIGKVLTDIQKAHGSFDPPMTEGNKTIITGKVPVATFMNYGPEFASLTQ  588

Query  599  GRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            G+ +    + GY     Q  VI+    N   D
Sbjct  589  GKGLLNLVVGGYYPCQNQAEVIERIHYNKEAD  620

>CNJ14268.1 tetracycline resistance protein TetM [Streptococcus 
agalactiae]
Length=146

 Score = 236 bits (602),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 106/145 (73%), Positives = 122/145 (84%), Gaps = 0/145 
(0%)

Query  494  
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSR  553
            +TDCKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF 
+YAPQEYLSR



Sbjct  1    
MTDCKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSR  60

Query  554  
AYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
            AY+DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL 
ELKGYQ  
Sbjct  61   
AYNDAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVT  120

Query  614  VGQPVIQPRRPNSRLDKVRHMFQKV  638
             G+PV Q RR NSR+DKVR+MF K+
Sbjct  121  TGEPVCQTRRLNSRIDKVRYMFNKI  145

>WP_107698475.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 187/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 



Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDNGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   K+         +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKSVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVILFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_098262645.1 GTP-binding protein [Bacillus sp. AFS006103]
 PEQ90565.1 elongation factor G [Bacillus sp. AFS006103]
Length=650



 Score = 252 bits (644),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 179/631 (28%), Positives = 298/631 (47%), Gaps = 
28/631 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I + G V+   T  DT  +E+QRGIT+ A    
F +
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYHTKTIRQRGRVDHQDTFLDTHTIEKQRGITVFADQAMFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  L+K  
+PT  
Sbjct  65   
NESLYYLIDTPGHVDFSPEMERAIQVMDYAIVIISAVEGIEGHTETVWRLLQKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+AG D + V+  +R  L+ D +I+ T SL+     E + + E  + V E 
N+ L
Sbjct  125  FINKTDRAGADSERVLDEIRSNLTTD-VIEITESLT-----
EGHMNEELVEFVAERNEPL  178

Query  186  LEKYIAG--EPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            LE Y+A   +P     L  E  R  +    LFP   GSA +  GI   ++ +  L     
Sbjct  179  LETYMATGYDP----SLWIETMRSMINQQQLFPCAKGSALQDSGIHSFLEKLD-
LLTATN  233

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSK  299
                A   G V+K+ Y + G R  +++   GTL+ RD +     E     KIT++R
+ + 
Sbjct  234  
YLSDAPFAGRVYKIRYDEKGTRITFIKALRGTLKARDELCYKEEENFICEKITQIRLYNG  293

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +    +    G+I  +   S       GD      ++   + +  L++ +  + +   
+
Sbjct  294  SKFTTVERVVAGDIFAVTGLSAA---
SAGDGLGTLEEKTEYELVSTLKSKVIFEPSMNVK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +  T EI +  +G +QLEV+  ++ E++  +    
EP ++
Sbjct  351  
EVLKYFKMLDAEDPALNVIWEERTQEIHIHIMGTIQLEVLKHVIKERFLFDVSFAEPEIL  410

Query  420  



YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + L + P    SG+++ES     +L    QN 
+++
Sbjct  411  YKETIASEVIGYGHFE--
PLGHYAEVHLKIEPAERNSGLRFESVCHSDHLPVGTQNVIQN  468

Query  480  GIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
                    GL   + +TD K+    G  ++  +T  DFR  A   L Q L+++   
LLEP
Sbjct  469  
HFFERDHHGLLTSSPITDLKVTLLTGRSHNKHTTGGDFREAAFRALRQGLEKANNILLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            +  F +    E + +   D      +      + ++ + TG++P      Y  + A  
T 
Sbjct  529  
FYDFKIRLDLEQMGKVLTDIQNAHGSFNPPITEGNKTLLTGKVPVATFMNYGPEFASITK  588

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRLD  629
            G+ +    + GY      P   P +   R+D
Sbjct  589  GKGIMNLLVGGY-----YPCHNPNQVMERID  614

>WP_105923455.1 GTP-binding protein [Lactobacillus pentosus]
 PRO92223.1 elongation factor G [Lactobacillus pentosus]
Length=663

 Score = 253 bits (645),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 194/639 (30%), Positives = 298/639 (47%), Gaps = 
60/639 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G++AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGMIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + ++DTPGH+DF  +  + L+VLD AILVISA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLKYNNLDLTLLDTPGHVDFATQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLARYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK+D  G D   ++  V+  LS   +   TV  +            A + 
+  
Sbjct  121  
VPTIIFINKMDAPGTDAAHLMAQVQQTLSPGCVAFNTVEANATAAESPTVPDVAMEDIAM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L  Y+    I  E +    QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDDVLADYLETGKIDDETIRHMIQRR----
EIFPCYFGAALKLTGVDDLMTGLDHWTLP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +A     VFK+ + + G+R  ++R+  G L  +D V  A     K+ ++RI 
S  
Sbjct  237  --KPAAAEFGAQVFKITHDEQGERLTWVRVTGGALHPKDVVLGA----
QKVNQLRIYSGT  290

Query  301  E-----IVRTDT---------
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--P  344
            +     +V   T          YPG+ +   +D                    + 
PL  P
Sbjct  291  KYETQSVVNAGTVCVITGLTQTYPGQGLGAAADG-------------------
QQPLMQP  331

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   + P++       L AL QL D DP L         E+ +  +G +QLEV+  
LL 
Sbjct  332  VLTYALDPQS-
EDLHACLTALRQLEDEDPQLHVTWSESLQELRVQVMGTIQLEVLQQLLK  390

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            ++++L       S++Y E          H E  P   +A + L + P   GSG+ + 
+  
Sbjct  391  DRFQLTVQFGTGSILYQETITAPVEGVGHFE--
PLRHYAEVHLLLEPAPRGSGLHFAADC  448

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            SL  L +++Q+ V   ++   ++G L G  +TD  +    G      S   DFR      
Sbjct  449  
SLEVLGRNWQHQVLSNLQAKTQRGVLVGAPLTDVNVTLISGRASIVHSVGGDFREATWRA  508

Query  524  LEQAL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPK----
YCATIETAQVKKDE-  574
            L Q L    +    QLLEP+  F L   Q+ + RA  D  +    + A +    V  
D  
Sbjct  509  
LRQGLMMLRQRGACQLLEPWYRFRLEVGQDQVGRAMTDIQRMNGQFDAPVANTSVATDGT  568

Query  575  --VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 TG  P   +Q Y   +  YT+G+      + GY+
Sbjct  569  ELTTITGVAPVAAMQDYSQTVRAYTHGQGQLECVVDGYR  607



>WP_038836141.1 elongation factor G [Campylobacter coli]
 KQH55569.1 elongation factor G [Campylobacter coli]
 KRS97531.1 elongation factor G [Campylobacter coli]
 OEX92972.1 translation elongation factor G [Campylobacter coli]
 OOX90114.1 translation elongation factor G [Campylobacter coli]
 OOX93306.1 translation elongation factor G [Campylobacter coli]
 OOX96751.1 translation elongation factor G [Campylobacter coli]
 OOX98634.1 translation elongation factor G [Campylobacter coli]
 OOY01274.1 translation elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 183/686 (27%), Positives = 318/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  



AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>OAI42641.1 elongation factor G [Verrucomicrobia bacterium SCGC 
AG-212-E04]
Length=721

 Score = 254 bits (648),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 192/675 (28%), Positives = 316/675 (47%), Gaps = 
82/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTTLTE +L+ +G I + G V  G T TD M  ER+RGITI +A 



T+  
Sbjct  24   
NIGIAAHIDAGKTTLTERILFYTGMIHKIGEVHDGNTVTDWMDQERERGITITSAATTCS  83

Query  65   WHRCK--------------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W + K              VNI+DTPGH+DF AEV RSL VLDGAI V  A  GVQ 
Q+ 
Sbjct  84   
WTQRKEEGVFKLYEGIKQRVNIIDTPGHVDFTAEVERSLRVLDGAIGVFCAVAGVQPQSE  143

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++  + K N+P + F+NK+D+ G   ++ +  +R KL A                   
D
Sbjct  144  
TVWRQMTKYNVPRIAFVNKMDRVGASFENAINDMRTKLHANAWPILIPLGKEDYLKGQLD  203

Query  152  IIIKQTV----------SLSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPI  195
            +I K+ +          + S E +  E T++      +   A+ + +D++   ++  
+PI
Sbjct  204  
VINKKAIMYADDASQGSTYSVEEIPAEFTELVDKAYADLVTAISDIDDEVGMAFLEEKPI  263

Query  196  
SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ----------------  239
            ++E L    +R+       PV  GSA K  G+Q L+DAV                     
Sbjct  264  
TKEMLKAGIRRQTIANKFVPVVGGSAFKNKGVQYLVDAVVDYLPSPIEIPPQEGHDPDDL  323

Query  240  ----PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKL-KI  291
                P+    +   C   FK+       + V+ R+YSG L   DTV       RE+
+ ++
Sbjct  324  
ETKIPVPPDDNGKFCSLAFKLWSDKHVGKLVFFRVYSGKLSKGDTVYNPRTNKRERISRL  383

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             +++   + EI   +T + G+I  I+   ++   D L D   +        P P++   
I
Sbjct  384  IQIQADKREEI---
ETCFSGDIAAIVGIKNITTGDTLCDEDNVILLEPPSFPDPVISMAI  440

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT   +E++ ++L +LA+ DP  R   D  T + I++ +G + LE++   +  +
+ +E
Sbjct  441  
EPKTKIDQEKMGESLQRLAEEDPTFRVYTDEDTAQTIIAGMGELHLEIIRDRMLREFSVE  500

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLG  467



            T   +P + Y E  LK+A H +   +  +     +  + + V P   G G+  +++
+  G
Sbjct  501  TNAGKPQIAYRETILKSA-
HGVGKLIKQSGGRGQYGHVEVDVRPAGRGKGLTVDNKIVGG  559

Query  468  YLNQSFQNAVRDGIRYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + +  AV+ GI   +  G+ G + V D ++   YG Y+   S    F+  A   
++ 
Sbjct  560  
VIPKEYIPAVKKGIEEAVLNGVIGGYPVIDVEVDIVYGSYHDVDSNELAFKMAAIFAVKD  619

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A K +   LLEP +      P+EY      D  +    I   + K    +   E+P   
+
Sbjct  620  
AFKHANAILLEPIMKVENSVPEEYQGDIMGDLNRRRGRINGIESKNGLSIVNAEVPLAEM  679

Query  587  QAYRTDLAFYTNGRS  601
              Y T +   + GRS
Sbjct  680  FGYATAIRSLSKGRS  694

>WP_087584812.1 elongation factor G [Campylobacter concisus]
 OUT11585.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 187/695 (27%), Positives = 315/695 (45%), Gaps = 
88/695 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------



AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655



Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            TDL   T GR+    E   Y+     V + +I+ R
Sbjct  656  TDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_048570056.1 elongation factor G [Clostridium cylindrosporum]
 KMT22402.1 elongation factor G [Clostridium cylindrosporum DSM 605]
Length=691

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 184/671 (27%), Positives = 311/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERVLFYTGRTHKIGETHDGGATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    +NI+DTPGH+DF  EV RSL VLDG + V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKGHLINIIDTPGHVDFTVEVERSLRVLDGTVAVFCAKGGVEPQSETVWRQAEKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + ++NK+D  G D  +VV  ++D+LSA                   D+I  + +    
Sbjct  129  
PRMAYVNKMDIMGADFYNVVGMMKDRLSANAVPIQLPIGKEETFQGIVDLIENKAIIYKD  188

Query  163  EIVLE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E T+I                ++V E+++ L+EKY+ GE ++ E++    
++  
Sbjct  189  
DLGKEVEETEIPEDLKEKAAEYRTALMESVAESDEALMEKYLEGEELTVEEIHAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                + PV  GS+ K  G+QP++DA             V G     GE+ S      
AAL
Sbjct  249  
IANEMVPVVCGSSYKNKGVQPMLDAAVAYMPSPLDIPPVAGTNPDNGEEESREASDDAAL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     ++ +M    + E
+   
Sbjct  309  



SALAFKIMTDPFVGKLAFTRVYSGILTSGSYVLNSNKNKRERIGRLVKMHANHREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +    G+I  ++        + L DP         E P  ++   I PKT A +E+
+  +
Sbjct  366  
EEVRAGDICAVVGLKDTTTGNTLCDPNTPIVLESMEFPETVINIAIEPKTKAAQEKMGLS  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTWTDQETGQTIIAGMGELHLEIIVDRLQREFKVECNVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P+KA    +  +      +    + + P   G G ++E++V  G + + +   +  
GI
Sbjct  486  KNPVKADGKFVR-
QSGGKGQYGHCCIELLPQEQGKGYEFENKVVGGSIPKEYIAPIDQGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G+  G+ V DCK+    G Y+   S+   F+    +  + A+ ++   
LLEPY+
Sbjct  545  
QEAMLNGIVAGFPVVDCKVVVYDGSYHDVDSSEMAFKIAGSMAFKNAMAKAKPVLLEPYM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE    +    +    +P   +  Y T L   
+ GR
Sbjct  605  
KVEVTVPEEYMGDVIGDINSRRGRIEGMDARGGAQIIRAFVPLSEMFGYSTTLRSRSQGR  664

Query  601  SVCLTELKGYQ  611
                 +   Y+
Sbjct  665  GTYSMQFDHYE  675

>CPR56879.1 Protein translation elongation factor G (EF-G) 
[Chlamydia trachomatis]
Length=648

 Score = 252 bits (644),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 190/628 (30%), Positives = 297/628 (47%), Gaps = 
54/628 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 



+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKAGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + TR L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTRTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    I  + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAIYDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D    PT             +L+  
+  K
Sbjct  278  KFVTITEAAAGEIVAATGLTKTYPGQGFGVGDA---PTXXXXXX-----
XXLLKPVLTYK  329

Query  354  TAAQRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               Q   L   L AL  L D DP L         EI +  +G++QLE++  L+ E+
+ L 
Sbjct  330  
VNPQDNDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMKERFGLN  389

Query  411  TVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             V ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL 
Sbjct  390  IVFEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLE  444

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWN-



VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ +   ++     G+   + +TD KI    G      S   DFR      
+ Q
Sbjct  445  
VLTKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQ  504

Query  527  ALKESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L E      T LLEP+  F L   ++ + RA +D  +      T +   +  V 
+G  P
Sbjct  505  
GLMEKKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAP  564

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               +Q Y T++  YT+G       + GY
Sbjct  565  VAEMQDYATEVRNYTHGEGNLECVVSGY  592

>WP_102341921.1 elongation factor G [Lactomassilus timonensis]
Length=693

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 200/689 (29%), Positives = 310/689 (45%), Gaps = 
103/689 (15%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  ER+RGITI 
+A T
Sbjct  9    
KIRNIGIMAHIDAGKTTTTERILYYTGKIYKIGETHDGASQMDWMDQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDGA+ V+ +K GV+ QT  ++    
+ ++
Sbjct  69   
TCHWKDCQINIIDTPGHVDFTAEVERSLRVLDGAVTVLDSKAGVEPQTETVWRQATEYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---  158
            P ++F NK+D  G D    V S+ D+L A                     + +KQ 
+   
Sbjct  129  
PRIVFSNKMDATGADFDMSVASIGDRLGAKAAAIQMPVGRENSFRGIIDLVTMKQEMYEN  188

Query  159  SLSPEIVLEENTDI---EA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI  EE  D    EA        +A+ + +D ++ K + GE  + E++ R  
++ V
Sbjct  189  
DLGTEIHTEEIEDQFKEEAQRRHQIMLEAIADYDDDVMMKVLEGEEPTIEEVKRAIRKGV  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS------------------
AALC  250
              A  FPV  GSA K  G+Q L+DAV        + G+                  
A   
Sbjct  249  
ISAEFFPVLCGSAYKNKGVQLLLDAVVDYLPSPLDIGATKGHLADGTPEEREPSDDAPFS  308

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYP  310
               FK+       R  Y R+YSG        A AG   L  T+ +    G +VR    
+ 
Sbjct  309  ALAFKIATDPFVGRLTYFRVYSGH-------
ATAGSYVLNATKGKRERLGRLVRMHANHR  361

Query  311  GEIVILPSDSV---------RLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +I  + +  +           +D L D   P  L +  +   P P+++ ++ PKT 
A  
Sbjct  362  ADITDVYTGDIAGAVGLKYTTTSDTLCDEAHPIELMQMVF---
PEPVIQMSVEPKTKADS  418

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  +C  D  T + I++ +G +QL+++   +  ++K+E    
+P V
Sbjct  419  
QKMDSALQKLAEEDPTFKCFTDEETGQTIIAGVGELQLDIIMDRMRREFKVEATAGKPQV  478

Query  419  IYMERPLKAAS---------------
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             Y E   K A                  + I   PNP              G G +
+E  
Sbjct  479  AYRETITKEAEVEGRFVRQSGGHGQYGDVWIRFIPNP--------------
GKGFEFEDV  524

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
               G + + F    + G+   L  GL  G+ V D K     G Y+   S+   ++  
A +
Sbjct  525  
TVGGSVPKEFIKPTQQGLEEALNNGLTAGYPVVDIKAQLFDGSYHEVDSSEQAYKIAAAL  584

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L +A K+    +LEP +   + AP EYL     D  K    I   +   + +     
+P
Sbjct  585  
ALREAAKKCDPVILEPIMRVDVTAPAEYLGSVMGDLVKRRGQIRNQEETGNAIKIESFVP  644

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               +  Y TDL   T GR   + +   Y+
Sbjct  645  LAEMFGYVTDLRSITQGRGTYIMQTDHYE  673



>WP_038638964.1 elongation factor G [Pseudoalteromonas piratica]
 AIY64376.1 elongation factor G [Pseudoalteromonas piratica]
Length=693

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 192/688 (28%), Positives = 316/688 (46%), Gaps = 
68/688 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV  V + L A+ +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVDQVTNVLGANPLVMTLPIGIEDDFVGVVDVLEKKAYVWDDSGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +++   A                 +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEVQDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEIPSMEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257
             + FP Y GSA K  G+Q ++DAV            QP+ +  +    G V  V+     
Sbjct  249  
LAFFPTYCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDAEEPL  308

Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+YSG ++  DTV   A    E++ ++ EM+   + EI    
Sbjct  309  
KALAFKIMDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADDRNEITE--  366

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ ++   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  367  -



AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P V Y 
E   
Sbjct  426  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYRETIT  485

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P    SG  + S V  G + + F  AV  
G   
Sbjct  486  
QEIEDSYTHKKQSGGSGQFGKIDYRIKPGEQNSGFTFSSSVVGGNVPKEFWPAVEKGFAS  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMEEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++ +     D  +    I+  +     V   G++P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGDVPLSEMFGYIGHLRTITSGRGQ  665

Query  603  CLTELKGYQAA---VGQPVIQPRRPNSR  627
               E   Y A    V + VI  ++  ++
Sbjct  666  FSMEFSHYSACPANVAETVIAEQKEKNK  693

>WP_097849711.1 elongation factor G [Bacillus pseudomycoides]
 PDY44825.1 elongation factor G [Bacillus pseudomycoides]
 PEA81647.1 elongation factor G [Bacillus pseudomycoides]
 PED07271.1 elongation factor G [Bacillus pseudomycoides]
 PED73634.1 elongation factor G [Bacillus pseudomycoides]
 PEI40680.1 elongation factor G [Bacillus pseudomycoides]
 PEI90536.1 elongation factor G [Bacillus pseudomycoides]
 PEJ78187.1 elongation factor G [Bacillus pseudomycoides]
 PEK20241.1 elongation factor G [Bacillus pseudomycoides]
 PEM16077.1 elongation factor G [Bacillus pseudomycoides]
 PEM67750.1 elongation factor G [Bacillus pseudomycoides]
 PEM67935.1 elongation factor G [Bacillus pseudomycoides]
 PEO21376.1 elongation factor G [Bacillus pseudomycoides]
 PEP02999.1 elongation factor G [Bacillus pseudomycoides]
 PEP60513.1 elongation factor G [Bacillus pseudomycoides]
 PFW66429.1 elongation factor G [Bacillus pseudomycoides]
 PFW73441.1 elongation factor G [Bacillus pseudomycoides]
 PFZ10741.1 elongation factor G [Bacillus pseudomycoides]
 PFZ15996.1 elongation factor G [Bacillus pseudomycoides]



 PFZ53848.1 elongation factor G [Bacillus pseudomycoides]
 PGA24039.1 elongation factor G [Bacillus pseudomycoides]
 PGA61018.1 elongation factor G [Bacillus pseudomycoides]
 PGC28944.1 elongation factor G [Bacillus pseudomycoides]
 PGC50288.1 elongation factor G [Bacillus pseudomycoides]
 PGD27196.1 elongation factor G [Bacillus pseudomycoides]
 PGD33819.1 elongation factor G [Bacillus pseudomycoides]
 PHA49483.1 elongation factor G [Bacillus pseudomycoides]
 PHA54260.1 elongation factor G [Bacillus pseudomycoides]
 PHB26388.1 elongation factor G [Bacillus pseudomycoides]
 PHB44471.1 elongation factor G [Bacillus pseudomycoides]
 PHB78957.1 elongation factor G [Bacillus pseudomycoides]
 PHC57109.1 elongation factor G [Bacillus pseudomycoides]
 PHE41844.1 elongation factor G [Bacillus pseudomycoides]
Length=692

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 310/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRIEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGILPDTDEEVERKSSDEEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    
T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P++   I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMEFPEPVISVAIEPKSKADQDKMGT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+
Sbjct  485  
FRAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP +
Sbjct  545  
EDALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTFSMTFDHYE  675

>WP_100400587.1 elongation factor G [Bacillus sp. FJAT-44742]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G D    + +++D+L A                   D++  +      
Sbjct  129  
PRIVFVNKMDKIGADFIYSLGTLKDRLGANAQAVQLPIGAEDEFEGIIDLVTMEAFFYLD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + + EI  E     E +     +AV E ++ L+ KY+ GE IS ++L    
++  
Sbjct  189  
DLGTRTEAREIPEEYKAQAEEYREKLIEAVSELDEDLMMKYLEGEEISNDELKAAVRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAAL  249
                 +PV  GSA K  G+Q ++DAV                 P  E+        
+   
Sbjct  249  
LSVEFYPVLCGSAFKNKGVQLMIDAVIDYLPSPLDVPPIKGHLPDTEEEVERKPDDNGPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMADPYVGKLTFFRVYSGRLDSGSYVRNSTKDKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             + Y G+I   +        D L D          E P P++  ++ PK+ A +++
+  A
Sbjct  366  
SSVYAGDIAAGVGLKDTSTGDTLCDEKDRVILESMEFPEPVISLSVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LAD DP  + + D  T + I+S +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LARLADEDPTFQTKTDEETGQTIISGMGELHLDIIVDRLRREFKVEATVGAPQVSYRETI  485



Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             + A        +      +  + +   P   G+G ++E+++  G + + +  +V  
GI 
Sbjct  486  
RQGAKCEGKFVRQSGGRGQYGHVWVEFEPNEEGAGFEFENKIVGGVVPREYIPSVEQGIA  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ GL  G+ + D K     G Y+   S    F+  A + L+QA  +    
LLEP + 
Sbjct  546  
ESMQNGLLAGYPLIDVKAKLFDGSYHDVDSNEMAFKVAASMALKQAKTKCNPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T+L   T 
GR 
Sbjct  606  
VEIVVPEEYMGDVMGDVTSRRGRVEGMEARGNAQVIRAFVPLAEMFGYATNLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TYSMYFDHYE  675

>WP_027889347.1 elongation factor G [Megamonas hypermegale]
 SNV01857.1 Vegetative protein 19 [Megamonas hypermegale]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 317/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGILHKMGEVHEGAATMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+SAK GV+ Q+  ++    
+ ++
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLKVLDGAVTVLSAKSGVEPQSETVWRQAERYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P ++++NK+D  G D  +V++ + ++L+A+                         
+I ++



Sbjct  129  
PRMVYVNKMDIIGADFYNVLKMMVERLNANPVAIQIPIGAEDTFQGLIDLIKMKAVIYEE  188

Query  157  TVSLSPEIV---LEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
              +  P++V    E     E +     D + E +D+L+ KY+ GE ++ E++    
++  
Sbjct  189  
DYTKEPDLVDIPAEYKEKAEEYRQKMLDTIAETDDELMMKYLEGEELTEEEIKAALRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
               +L PV  GS+ K  GIQP++DAV              G+     E+       
S   
Sbjct  249  
VACTLCPVVCGSSYKDKGIQPMLDAVVDYMPSPLDIPAIKGINPDTNEEDHREADDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
AALAFKIMADPFVGKLAFFRVYSGTLNAGSYVFNSTKGKKERIGRILQMHANHRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y G+I   +        D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
EVVYSGDIAAAVGLKDTTTGDTLCDENHPIILESMEFPDPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + L+++   +S ++K++  V +P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVRTDVETGQTIISGMGELHLDIIVDRMSREFKVDCKVGKPQVAYRETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    +  +      +    L + P   G+G  +ES++  G + + +   + 
+G+
Sbjct  486  RKTVKAEGKFVR-
QSGGKGQYGHCWLELIPQDPGTGFSFESKIVGGAIPKEYIGPIENGV  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G+  G+ + D K     G Y+   S+   F+    +  +    ++   
LLEPY+
Sbjct  545  
KEAMENGVVAGYPMVDIKAVVYDGSYHEVDSSEMAFKVAGSMAFKAGATKANPVLLEPYV  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



               +  P+EY+     D       IE  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNSRRGRIEGMEPRNGVEVINAFVPLSEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGY  610
                 E+  Y
Sbjct  665  GNYSMEVSYY  674

>WP_068225892.1 GTP-binding protein [Lactobacillus backii]
 ANK60573.1 elongation factor G [Lactobacillus backii]
 ANK61862.1 elongation factor G [Lactobacillus backii]
 ANK65526.1 elongation factor G [Lactobacillus backii]
 ANK67997.1 elongation factor G [Lactobacillus backii]
 ANK68944.1 elongation factor G [Lactobacillus backii]
 OLF69521.1 elongation factor G [Lactobacillus backii]
 PIO86781.1 elongation factor G [Lactobacillus backii]
Length=662

 Score = 253 bits (645),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 191/625 (31%), Positives = 299/625 (48%), Gaps = 
39/625 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + + G V+KG    D   LE++RGITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSEALLYRAGELRKLGRVDKGDAFLDPDKLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q+   K+ ++DTPGH+DF  +  + L+VLD AILVISA DG+Q  TR L+  L   
+
Sbjct  61   
ASLQYRDLKLTLLDTPGHVDFATQTEQVLSVLDCAILVISATDGIQGYTRTLWRLLEHYS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT IF+NK+D  G D   V+  +++  S   I   +          +NTD   EA 
+ +
Sbjct  121  VPTFIFVNKMDTNGADKAQVLNQLQNTFSPGCIDFNSDEQG------
QNTDFSAEAAEEI  174

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +DK+LE ++    +    + +   RR     +FP Y+G+A K  G+  L+  +    
Sbjct  175  AVRDDKVLENFLTSGALDDSTVRQMIGRR----
EVFPCYFGAALKVAGVDNLLAGLERWT  230

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298



                ++        VFK+ Y + G+R  ++R+  G LR +D +      + K  +
+R+ +
Sbjct  231  NAATDKQD--FGARVFKISYDEKGERLTWIRVTGGALRTKDVLL----
NEQKANQLRVYN  284

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTA  355
              +         G+I  +    +      LGD            P+  P+L   + 
PK A
Sbjct  285  GTKFTACQKISAGDICAIAGLTNTYPGQGLGDEVD------
GATPVIQPVLNYALDPK-A  337

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                  L AL QL D DP L     S   EI +  +G VQLE++  +L E++ L+    
+
Sbjct  338  
YDIHVCLAALRQLEDEDPQLHVSWSSHLQEIRVQIMGEVQLEILQQILLERFNLDVSFGK  397

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S++Y E   +AA    H E  P   +A + L + P   GSG+ + +  SL  L +
++Q+
Sbjct  398  GSILYKESITQAAEGVGHFE--
PLRHYAEVHLLLQPAPRGSGLTFAANCSLEVLGRNWQH  455

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KE  530
             V   +R   + G L G  +TD ++    G      S   DFR      + Q L    
K 
Sbjct  456  
QVLANLRAKEQLGVLTGAPITDMRVTLVGGRASIVHSVGGDFREATWRAIRQGLMMLKKR  515

Query  531  SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV----
FTGEIPARCI  586
               QLLEP+  F L   Q+ + RA  D  +   +    +V     V     TG  P   
+
Sbjct  516  
GACQLLEPWYQFRLEINQDQIGRAMSDIERMSGSFAAPEVTAISGVGPTTLTGFAPVSEM  575

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
            Q Y  ++  YT+G+      + GY+
Sbjct  576  QDYAQEVHAYTHGQGQLECIVAGYR  600

>WP_026079934.1 elongation factor G [Spirulina subsalsa]
Length=691

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 197/688 (29%), Positives = 316/688 (46%), Gaps = 
68/688 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWRDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYTV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS---------  161
            P + FINK+D+ G +   V   ++D+L A  +            K  V L          
Sbjct  129  
PRIAFINKMDRTGANFFKVYGQLKDRLRAHAVPIQIPIGAENEFKGIVDLVRMRAKLYNN  188

Query  162  -----------PEIV--
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       PE V  L E    +  +AV E +++LLEKY+A E ++ +++    
++  
Sbjct  189  
DLGTEIEDGEIPEEVRDLAEEYRAQLLEAVAETDEELLEKYLAEEELTEDEIRAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------------------
GEQGSA  247
                + PV  GSA K  G+Q L+DAV   L  PI                     E
+  A
Sbjct  249  
TTGGMVPVLCGSAFKNKGVQLLLDAVVDYLPAPIDVPAIKGVLPDNTEATRSASDEEPFA  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTD  306
            AL    FK+   D   R  +LR+YSG L     V  + +EK  +I+ + +    E 
+  D
Sbjct  309  ALA---FKI-
MADPYGRLTFLRVYSGVLTKGSYVYNSTKEKKERISRLIVLKSNERIEVD  364

Query  307  TAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                G++   I   D++   D L D  +         P P++   + PKT    +
+L  A
Sbjct  365  ALQAGDLGAAIGLKDTI-
TGDTLCDENQPIILESLFIPEPVISVAVEPKTKQDMDKLSKA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L  L+D DP  R   D  T++ +++ +G + LE++   +  ++K+E  V +P V Y 
E  
Sbjct  424  
LQSLSDEDPTFRVSTDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGQPQVAYRETI  483



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + L + P   G+G ++ S++  G + + +  AV  
GI+
Sbjct  484  
RQNSHAEGKFIRQSGGKGQYGHVVLDLEPGEAGTGFEFVSKIVGGAIPREYVPAVEQGIK  543

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               E G+  G+ + D K+    G Y+   S+   F+    + L  A++++   
LLEP + 
Sbjct  544  
EACETGILAGYPLIDVKVTLVDGSYHDVDSSEMAFKIAGSMGLRNAVEKASPALLEPMMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+++L     D       IE    +      + ++P   +  Y TD+   T 
GR 
Sbjct  604  
VEVEVPEDFLGDVMGDLNSRRGQIEGMNSEDGLAKVSAKVPLAEMFGYATDIRSKTQGRG  663

Query  602  VCLTELKGYQAA---VGQPVIQPRRPNS  626
            +   E   Y      V + +I   + N+
Sbjct  664  IFSMEFSHYDEVPRHVSEAIIAKSKGNA  691

>WP_025366241.1 GTP-binding protein [Paenibacillus polymyxa]
 AHM68700.1 tetracycline resistance protein tetp [Paenibacillus 
polymyxa 
SQR-21]
 AIY09395.1 elongation factor G [Paenibacillus polymyxa]
Length=654

 Score = 252 bits (644),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 179/615 (29%), Positives = 290/615 (47%), Gaps = 
19/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHDIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++      ++DTPGH+DF  E+ R++ V+D AIL++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVMEYKGDSYYLIDTPGHVDFSPEMERAIQVIDYAILIVSAVEGVQGHTETVWQLLRKHR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            IPT  FINK D+ G D+      +R +L+ ++    T SL+  IV E        
+A+ E
Sbjct  121  IPTFFFINKTDRIGADVGRTEADIRQQLTGEVCCI-TQSLADGIVGE-----
PLREAMAE  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE ++ G   S   L    QR +    LFP  YGSA +  G+   +D +  
L   
Sbjct  175  RDEALLEAFLEGREDSGFWL-
EALQRMIVAGLLFPCAYGSALQDTGVVEFLDQLHLLTTT  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRIP  297
              ++ +A+  G V+K+ +   G R  +++   G L++R+ ++      +   K+T 
+ + 
Sbjct  234  TYDE-
NASFQGRVYKIRHDAGGVRLTFIKALGGRLKVREQLSYESGGVQYDEKVTRISLF  292

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +    +    G++  +    +      LG  +     +   D  P L++ +    
+ 
Sbjct  293  NGLKSQPVEQVEAGDLFAVAGLSAAEAGQGLGSTS----
DKLAYDSEPTLQSKVLFDNSI  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              +++L A   L   +P L    D    EI +  +G +QLEV+  L+ E++       
+P
Sbjct  349  
HVQKVLGAFRTLEAEEPSLNVVWDEKLQEISIRVMGLIQLEVLVQLVRERFGFAISFGQP  408

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A     H E  P   +A + L + P   GSG+ ++SR     LN S
+QN 
Sbjct  409  EILYKETIQSAVKGYGHFE--
PLRHYAEVHLLIEPGERGSGIMFDSRCHADDLNVSYQNL  466

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +R+ +      GL  G  VTD  I    G  +   +   DFR  A   L Q L++
+G  L
Sbjct  467  
IRNHLYEREHHGLLTGMPVTDVNITLLRGRAHKEHTHGGDFREAAFRALRQGLEKAGNVL  526

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +    + + R   D  +        Q    + V TG +P      Y T
+ A 
Sbjct  527  
LEPYYDFKIKVAIDEMGRVLSDIQRASGIFNPPQTTGTQAVVTGRVPVSTFMNYSTEFAS  586



Query  596  YTNGRSVCLTELKGY  610
            +T+GR        GY
Sbjct  587  FTHGRGSIRCVFSGY  601

>WP_069937431.1 elongation factor G [Domibacillus iocasae]
 OES45957.1 translation elongation factor G [Domibacillus iocasae]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V+++ D+L A+                    I +K TV    
L 
Sbjct  132  
VFVNKMDKLGADFLYSVRTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATVYGNDLG  191

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             EI   E  DI A              +AV E +++L+EKY+ GE ++ +++    
++ V
Sbjct  192  TEI---
EVVDIPADYQDQAEEYREKLIEAVAELDEELMEKYLGGEELTNDEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +   FPV  GSA K  G+Q ++DAV   L  P+                       
A  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPVDVPAIKGTLPDSEEEVERESSDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI + 
Sbjct  309  



SALAFKVMTDPYVGKLTFFRVYSGVLASGSYVQNSTKGKRERVGRILQMHANSREEISQV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISLSVEPKSKADQDKMTIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFHAHTDPETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G+G ++ + +  G + + +  AV+ 
G++
Sbjct  486  
RSSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFVNGIVGGSVPREYVPAVQAGLK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DAMQNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASMALKNAISKCNPVLLEPLMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPDEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  NYSMHFDHYE  675

>WP_055737799.1 elongation factor G [Bacillus shackletonii]
 KQL52119.1 elongation factor G [Bacillus shackletonii]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/666 (28%), Positives = 309/666 (46%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 



T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP---  162
            +F+NK+D+ G D    V+++ ++L A                   D++  + +       
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLQANAHAIQLPIGAEDQFEGIIDLVEMKAIMYGNDLG  191

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E +     +AV E ++ L+EKY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TEITEIEIPAEYKDQAEEYHEKLVEAVAELDEDLMEKYLGGEEITVEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAALCGSV--------------  253
              +PV  GSA K  G+Q ++DAV   L  P+     +G+A     V              
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTAPDSDEVIEKHSSDDEPFAAL  311

Query  254  -FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL+    V       RE++ +I +M    + EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLQSGSYVTNSTKGKRERVGRILQMHANHRAEISEVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P++  ++ PK+ A ++++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDEKNLVILESMEFPEPVIELSVEPKSKADQDKMTTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMKREFKVEANVGAPQVSYRETFRSSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  +P   G G ++E+ +  G + + +  AV+ G+   
LE



Sbjct  490  
QVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLEDALE  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            +G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+ 
Sbjct  550  
RGVLAGYPLVDVKAKLYDGSYHDVDSSEMAFKIAASLALKNAASKCNPVILEPVMKVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EYL             +E  + + +  V    +P   +  Y T L   T GR 
V   
Sbjct  610  
IPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSSTQGRGVFSM  669

Query  606  ELKGYQ  611
                Y+
Sbjct  670  HFDHYE  675

>WP_040108420.1 GTP-binding protein [Clostridium botulinum]
 AJD29811.1 small GTP-binding domain protein [Clostridium botulinum 
Prevot_594]
Length=651

 Score = 252 bits (644),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 297/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII----
IKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +     I  +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANDENVIEDIKLNFTKKVCFIDKILNSDELSPELI----------
EFIAEQ  174

Query  182  



NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++ + LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKSELFPCFIGSALQNIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ Y +   R  Y++  SG+L++++ + L   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRYDEQNNRLTYIKALSGSLKVKEEITLPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLRYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   ++ + L +      +G+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYSEVHLKLELGERNTGITFESLCHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFERDHHGILTGSPITDLKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNLLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_023400238.1 elongation factor G [Pseudoalteromonas 
luteoviolacea]



 ESP92304.1 translation elongation factor EF-G [Pseudoalteromonas 
luteoviolacea 
2ta16]
 KZN36375.1 elongation factor P [Pseudoalteromonas luteoviolacea 
NCIMB 1944]
Length=695

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 308/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   VV  V   L A                   D++ K+   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLTKKAY-
IWDETG  187

Query  166  LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    +
+  +
Sbjct  188  
LPENYEITDVPADMVEKVEEYHEMLVESAVEQDDDLMEAYMEGETPSLEQIKACIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE----  257
            D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+    
Sbjct  248  
DLAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGDVATVDAEEP  307

Query  258  --------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                      D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  308  
LKALAFKIMDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G  
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFSSSVVGGNVPKEFWPAVEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMEEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P + +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_069988515.1 GTP-binding protein [Massilioclostridium coli]
Length=874

 Score = 257 bits (656),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 187/631 (30%), Positives = 301/631 (48%), Gaps = 
41/631 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  + IG+LAHVDAGKTTL E+LLY  G + + G V+      DT  LER+RGITI 
+  
Sbjct  1    
MDKLVIGVLAHVDAGKTTLLEALLYQGGCLKKLGRVDHQDAFLDTHTLERERGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                + + ++ ++DTPGH+DF +E+ R+L VLD A+LVIS  DGVQ  T+ L++ L
++  
Sbjct  61   
AVLPFPQVELTLLDTPGHVDFSSEMERTLQVLDYAVLVISGSDGVQGHTQTLWNLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +FINK D  GVD  +V+  ++ +L  + I  +        V +E    E  
+AV  
Sbjct  121  VPTFLFINKTDLDGVDPSAVMDELKQRLDPNCIDFRD-------VFQE----
EFLEAVAV  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +++ Y+    I++E++    Q+R     LFP Y+GSA K  GI+  +  +    
+P
Sbjct  170  CDEAVMDSYLENNTITQEEIASLVQQR----
KLFPCYFGSALKLDGIESFVHGLLQYTKP  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMRI  296
            +           V+K+     G R  YL++  G L+++  +   G +    + K+ 
++RI
Sbjct  226  VAY--
PDEFGAKVYKIARDPQGNRLTYLKITGGGLKVKTILHGTGMDGGVWEEKVDQIRI  283

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL-------
PMLRTT  349
             S       + A  G +            V G     P +    +P        P
+L   
Sbjct  284  YSGTRYQAVEQATAGTVCA----------
VTGLKHTFPGEGLGFEPSSCHAVLEPVLTYQ  333

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            +           L  L QL + DP L    +    EI +  +G VQLE++  L+ +
+++L
Sbjct  334  
VILPEGCDPHTTLLKLKQLEEEDPQLHLIWNGRLREIHVQLMGEVQLEILKQLILDRFQL  393

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            E      +++Y E   +      H E  P   +A + L + P   GSGVQ+ +  S   
L
Sbjct  394  EVSFGVGNIVYRETITQPVEGVGHFE--
PLRHYAEVHLLLEPGKPGSGVQFTTCCSEDVL  451

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++++QN +   ++     G L G  +TD KI    G  +   +   DFR  A   L 
Q L
Sbjct  452  



DRNWQNLIVSQLQETEHIGVLTGSPITDMKITLLTGRAHLKHTEGGDFRQAAYRALRQGL  511

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K + + LLEP+  F L  P EY+ RA  D  +     E  Q + +  V TG+ P   
++ 
Sbjct  512  
KSTTSILLEPWYQFQLELPSEYVGRAMSDLQRMSGVFELPQTQGETTVLTGKAPVATMRD  571

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            Y  ++  YT G         GY+    Q  I
Sbjct  572  YSIEVTSYTKGHGRLFCSFLGYEPCHNQEEI  602

>OGP16054.1 translation elongation factor G [Deltaproteobacteria 
bacterium 
GWA2_55_82]
 OIJ74691.1 translation elongation factor G [Deltaproteobacteria 
bacterium 
GWC2_55_46]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 315/669 (47%), Gaps = 
66/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVTYKIGEVHEGTAVMDWMEQEKERGITITSAATTCS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K +
+P +
Sbjct  72   
WKDTRINIIDTPGHVDFTIEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQANKYHVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLSPEIVLEENT-  170
             FINK+D+ G D   VV  + D+L A  ++ Q              + L+  +V 
+E T 
Sbjct  132  
AFINKMDRVGADFFRVVAMIVDRLKARPVLLQLPIGKEDTFQGVVDLILNKAVVWDEETL  191

Query  171  -----------DIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                       D++A          +   + ++ L+EKY+AGE  ++E+L    ++    
Sbjct  192  
GAKFRIADVPADMQAQVAEYREKLIEVAADFDESLMEKYLAGEEPTQEELKAALRKGTIA  251



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCG  251
              + PV  GS+ K  G+Q L+D V   L  P+                       A    
Sbjct  252  
MEIIPVICGSSFKNKGVQLLLDTVIEYLPSPVDIPPVKGIDPETDAEDTRPTADDAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  + R+YSG +     V       +E++ ++ +M    + ++     
Sbjct  312  
LAFKIMTDPFVGQLTFFRVYSGCMTAGSYVYNSKKGHKERIGRLVKMHANKREDV---KE  368

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +   +    D + DP +L      E P P++   I PKT A +E+L  
AL 
Sbjct  369  
VYAGDIAAAVGLKNTTTGDTICDPEKLIVLEAMEFPEPVISIAIEPKTKADQEKLGIALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
            +LA  DP  R + D  T + I+S +G + LE++   +  ++K+E  V +P V Y E   
R
Sbjct  429  
KLAIEDPSFRVKTDEETGQTIISGMGELHLEIIVDRMLREFKVEASVGKPQVAYRETITR  488

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
              KA    I  +      +  + + + P   G   ++ +++  G + + + + V 
+G+R 
Sbjct  489  KAKAEGKYIR-
QTGGRGQYGHVYIEIEPGEKGKSFEFVNKIVGGSIPKEYVSPVENGMRE  547

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E G+  G+ V D ++    G Y+   S+   F+    +  ++A+K +G  LLEP 
+S 
Sbjct  548  
ASESGILAGYPVVDVRVTLYDGSYHEVDSSEMAFKIAGSMAFKEAVKNAGPILLEPIMSV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++++     D       I+  + +    V +  +P   +  Y TDL   T 
GR+ 
Sbjct  608  
EVVVPEQFMGDVIGDLNSRRGKIQGMESRGGFQVVSANVPLANMFGYSTDLRSKTQGRAS  667

Query  603  CLTELKGYQ  611
               +   Y+
Sbjct  668  YTMQFAHYE  676

>SCN23737.1 Tetracycline resistance protein TetO [Clostridium sp. 
N3C]



Length=886

 Score = 257 bits (656),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 184/620 (30%), Positives = 305/620 (49%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+ES+LY SG I + G V+K     DT  LE+ RGITI 
+  
Sbjct  22   
MKKLVLGILAHVDAGKTTLSESMLYLSGKIRKLGRVDKQDAFLDTYELEKARGITIFSKQ  81

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILV++  +GVQ  T+ L+  L    
Sbjct  82   
ALFEIKDTEITLLDTPGHVDFSAEMERTLQVLDYAILVVNGVNGVQGHTKTLWRLLSAYK  141

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ   + + V++ ++ +LS   I         +   EE  D   +D 
V  
Sbjct  142  IPTFIFVNKMDQEIANKEIVLEQLKKQLSEGCI---------DFTEEETEDF--
YDEVAV  190

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++  LE+++    +    +     R +++  +FP Y+GSA K  G+   M+ +    
+ 
Sbjct  191  RDESTLERFLDKGILESSDIA----
RLIKERKVFPCYFGSALKLQGVNTFMEGLIKYAEY  246

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS-  298
            P+     +     VFK+   D G R  ++++  G L++R  +   G  + KI +
+RI S 
Sbjct  247  PV---YPSEFGAKVFKISRDDQGNRLTFMKVTGGKLKVR-
MIVPQGMTEEKINQIRIYSG  302

Query  299  -KGEIVR-----
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             K E V      T  A  G     P   + +      P   P   +R     +L     
P
Sbjct  303  EKFEGVSEVEAGTVCAVTGLTQTYPGQGLGIESHTYAPMLEPVLSYR----
ILLPEDCDP  358

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K       ++  L  L + DP L    D    EI +  +G VQLE++ +++ E++ 
++  
Sbjct  359  KV------
MMPKLKMLEEEDPALNILWDEHLQEIQVKIMGEVQLEILQSIIKERFNVDVS  412



Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                +++Y E          H E  P   +A + L + P + GSG+Q+ ++ S   
L+++
Sbjct  413  FDSGTILYKETITDVVEGVGHFE--
PLKHYAEVHLILEPGAPGSGLQFYNKCSDDELDKN  470

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   ++  + +G L G  +TD KI    G  +   +   DFR      + Q 
LK++
Sbjct  471  
WQRLIMTHLQEKIHKGVLTGSPITDIKITLVAGRAHKKHTEGGDFREATYRAVRQGLKQA  530

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F +  P++ + RA  D  +   + E ++   +  + TG  P   ++ 
Y+ 
Sbjct  531  
KSILLEPYYEFQVELPEKMVGRAMMDIERMHGSCELSETNGEIAILTGSAPVVNMKNYQR  590

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            +L  YT G       LKGY+
Sbjct  591  ELIAYTRGLGKLFCNLKGYE  610

>WP_061754072.1 elongation factor G [Streptococcus pneumoniae]
 CVU73215.1 elongation factor G [Streptococcus pneumoniae]
 CWB97843.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  



EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +    +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVSLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_048792369.1 elongation factor G [Staphylococcus saprophyticus]
Length=696

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/668 (28%), Positives = 313/668 (47%), Gaps = 
78/668 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +    V ++ D+L A                   D++  +    
+ 
Sbjct  129  
PRIVFVNKMDKLGANFDYSVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNN  188

Query  163  EIVLE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E  +I A              +AV E ND+L+EKY+  E IS ++L    
++  
Sbjct  189  
DLGTEIEEIEIPADHQDRAEEARANLIEAVAETNDELMEKYLGDEEISVDELKAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-
GEQG-------------SAA  248
             D   +PV  G+A K  G+Q +++AV          +PI G +              
SA 
Sbjct  249  
TDVEFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRAENPDEEVIAKPDDSAE  308



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ 
E+  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED--------
PLPMLRTTIAPKTAA  356
             +T Y G+I      +V L D     T    K    D        P P++  ++ 
PK+ A
Sbjct  367  -NTVYSGDIAA----AVGLKDTGTGDTLCGEKN---
DIILESMVFPEPVIHLSVEPKSKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             ++++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  
V  P
Sbjct  419  
DQDKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAP  478

Query  417  SVIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   ++A        +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
MVSYRETFKQSAQVQGKFARQSGGRGQYGDVQIEFTPNETGGGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K
+   
Sbjct  539  
PSVEAGLKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP     +  P+EY+     D       ++  + + +  V    +P   +  Y 
T L
Sbjct  599  
VILEPITKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSL  658

Query  594  AFYTNGRS  601
               T GR 
Sbjct  659  RSNTQGRG  666

>PIR71737.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG10_big_fil_rev_8_21_14_0_10_37_25]
Length=703

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 193/699 (28%), Positives = 320/699 (46%), Gaps = 



87/699 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+DAGKTT TE +L+ +G   + G ++ GTT  D M  ER+RGITI AA 
T+  
Sbjct  11   
DIGIIAHIDAGKTTTTERILFYTGISHKIGDIDLGTTIMDWMAQERERGITITAAATTCF  70

Query  65   W-------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            W                ++NI+DTPGH+DF AEV RSL VLDGA++V     GV+ 
Q+  
Sbjct  71   
WTPMEAKNRERGNPEEIRINIIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSET  130

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD  171
            ++    K N+P + FINK+D+ G + ++ ++S+  KLS + I+ Q + +  E   E   
D
Sbjct  131  VWRQADKFNVPRICFINKMDRLGANFENSMESIWQKLSPNAIVLQ-
LPIGRESTFEGVID  189

Query  172  I-----------------------------EAW-----
DAVIENNDKLLEKYIAGEPISR  197
            +                             + W     + ++  + +LLEKY+  + 
IS 
Sbjct  190  
LLKMKALKFEGNFGEKVTEEEIPKDLLEKAKEWREKLVEKIVAEDAELLEKYLTKKAISI  249

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQ  244
            E+L +  ++   +  L PV+ GSA K  G+QPL+DA             V G+    
G++
Sbjct  250  
EELRKTLRKATCNYRLIPVFVGSALKNKGVQPLLDAVYYYLPCPTDLPPVKGIDSKTGKE  309

Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEM  294
                   +       FK+          Y R+YSG+L+    L +T         
+I  M
Sbjct  310  
IERKADDNEPFSALAFKIASDPYVGALSYFRVYSGSLKRGIYLLNTTTQEKERIGRILRM  369

Query  295  RIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + E+   +  + G+IV  +   +      L D   P  L +  +   P P++   
I
Sbjct  370  HANQREEV---EEIFTGDIVATVGLKNTSTGHTLCDEASPIILEKITF---
PEPVIGIRI  423

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A +E++  AL +LA+ DP  R + D  T E I+S +G + LE++   +  +



+K+E
Sbjct  424  
EPKTKADQEKMSSALRRLAEEDPTFRVKGDPETGETIISGMGELHLEIIVDRMKREFKVE  483

Query  411  TVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E  + +  A      +      +  + L + P   G G ++   +  
G 
Sbjct  484  
GNVGRPQVAYKETIKEMATAEGKYIRQTGGRGQYGHVWLRIEPKMRGEGFEFVDEIKGGI  543

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + Q F  AV  G++  + +G+  G+ + D       G ++   S+   F+    I 
L+QA
Sbjct  544  
IPQEFIPAVEKGVKEAMNKGILAGYPMVDITCALYDGSFHEVDSSEIAFKIAGSIALQQA  603

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             K +   LLEP +   + +P ++      D       IE  + + +  V   ++P   
+ 
Sbjct  604  
AKRAKPILLEPVMKLEVISPADFFGDVIGDLSARRGKIEETKDRLNLKVIDVKVPLSEMF  663

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             Y T L   T GR     E   Y+     + Q +I+ +R
Sbjct  664  GYATSLRSLTEGRGTFTMEFDHYEEVPQNIAQEIIEGKR  702

>WP_105985710.1 elongation factor G [Staphylococcus chromogenes]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/662 (28%), Positives = 315/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165



            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDDFQAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E TDI         EA +A+I    E ND L+EKY+ GE IS ++L    ++   
D 
Sbjct  192  
TDIEETDIPEDMQDRAEEAREALIEAVAETNDDLMEKYLGGEEISVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADNPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSRQEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  



LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_071350900.1 GTP-binding protein [Bacillus sp. MUM 13]
 OIK12712.1 elongation factor G [Bacillus sp. MUM 13]
Length=652

 Score = 252 bits (644),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 176/617 (29%), Positives = 290/617 (47%), Gaps = 
31/617 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E LLY +  I   G V+      D   +E++RGIT+ +     
++
Sbjct  6    
IGILAHVDAGKTTFAEQLLYHTKVIKHRGRVDHKDAFLDHHDIEKERGITVFSNQAEMRY  65

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF  E+ RS+  +D A++++SA +GV++ T  +++ LRK 
+IP+  
Sbjct  66   
KDSLIQLIDTPGHVDFSPEMERSIMAMDFAVIILSAVEGVESHTETVWNLLRKHDIPSFF  125

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D   V + +   ++ D +  + +  + E+      + E  + + E 
++ L
Sbjct  126  FINKTDRNGSDEGKVREEISLAITRDAVNIRDLCHTGEM------
NEELIEFLAERDENL  179

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+ G   S  K +   +  ++   +FP   GSA +  GI P +D +  L        
Sbjct  180  LETYLTGGYDSV-KWISSMKEMIRKNRIFPCSSGSALQDEGILPFLDTLD-
LLTETNYSN  237

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
                 G  +KV+Y   G +  Y++  +GTL +RD +     EK    KIT++R       
Sbjct  238  
GGLFSGRAYKVQYDKNGTKIAYIKALTGTLSVRDEICYGQGEKRTCEKITQIRKYQGNTY  297

Query  303  VRTDTAYPGEIV-------



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
            V  D A  GE+        I P D +    +L +   L      + P   L++  A   
A
Sbjct  298  VAADKAESGELFAVSGLTKISPGDGL---GILSESKNLS----LDSP---
LKSKAAFDPA  347

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L     L + DP L    +    EI +  +G++QLEV+  ++ E++ +E   
KE
Sbjct  348  
IPVRDVLACFNILNEEDPSLNVAWEETNQEISVRVMGKIQLEVLEEVVRERFNIEVSFKE  407

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P +IY E    A +   H E  P   +A + + + P   GSG+ Y +  S   L   
+QN
Sbjct  408  PEIIYKETIGTAVNGFGHFE--
PLKHYAEVHIKLEPAQNGSGITYRNVCSNDDLPPGYQN  465

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             ++  +      G+  G  +TD K+    G  +   ++  DFR  A   L Q L++
+   
Sbjct  466  
LIKQHLLERKHHGILTGSELTDIKLTLLTGRAHIKHTSGGDFRQAAYRALRQGLEKAENI  525

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +     ++ R   D      +  T ++   + V TG+ P      Y 
T L+
Sbjct  526  
LLEPYYHFKITVDINHMGRVLSDIQAAFGSFNTPELIHSKAVITGKAPVATFMEYSTSLS  585

Query  595  FYTNGRSVCLTELKGYQ  611
             +T G+        GYQ
Sbjct  586  SFTKGKGTIGLVFGGYQ  602

>WP_054520521.1 elongation factor G [Thermanaerothrix daxensis]
 KPL84076.1 elongation factor G [Thermanaerothrix daxensis]
Length=690

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 310/674 (46%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G     GSV++GTT TD M  ER+RGITI 
+A  
Sbjct  9    
KCRNIGIIAHIDAGKTTTTERILFYTGRTYRLGSVDEGTTVTDWMEQERERGITIVSAAV  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF AEV RSL VLDG I+V  A  GV+ Q+  ++    
+ N+
Sbjct  69   
TAEWKGYQINLIDTPGHIDFTAEVQRSLRVLDGGIVVFDAVQGVEPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F NK+D+ G   +  ++S+R +L A                   D++  Q +    
Sbjct  129  
PRICFANKMDRVGASFERTIESIRQRLGANPIPMQLPIGSEASFRGVIDLLTMQAIYWED  188

Query  163  EIVLEE---------NTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  E              E W A I     E  D+L+ KY+ GE IS E+L    
++ V
Sbjct  189  
ELGREPVYAPIPDDMRAQAEEWRAAIVERIAEFEDELIIKYLDGEEISVEELKSALRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGSAA  248
                  PV+ GSA +  GIQPL+DAV   L  P+                          
Sbjct  249  
IANKATPVFCGSALRNRGIQPLLDAVIDYLPSPVDIPPVKGTDPDNPDVIIERRPSDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            +C  VFK+       R  Y R+YSG +   + V  + R +     +I  M    + 
++  
Sbjct  309  
MCALVFKIVADPYVGRLAYFRVYSGKVTQGEMVLNSSRRRKERIGRIVRMYADRREDVSE  368

Query  305  TDTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                  G ++ L        D L D   P  L    +   P P++   + PKT A 
++R+
Sbjct  369  ICAGDIGAVLGL--KETFTGDTLCDIRHPILLESITF---
PEPVISVAVEPKTTADQDRM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             +AL +LA+ DP  +   D  T + I+S +G + L+++   +  +++++  V  P 
V Y 
Sbjct  424  
AEALRRLAEEDPTFKVRFDENTGQTIISGMGELHLDIIVDRMMREFRVQANVGRPRVSYR  483

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   RP+   ++    +      +  + +S+ PL  G+G+++  +   G + + +  
A+ 
Sbjct  484  
ETISRPVPEVNYRYVKQTGGRGQYGHVIISLEPLERGNGIKFIDKTVGGVIPKEYIPAIE  543



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI    E G L G+ VTD ++    G Y+   S+   F+  A    ++ ++     
LLE
Sbjct  544  
KGILEAAEAGVLAGYPVTDVQVTLLGGSYHEVDSSDMAFKVAASFAFKEGVQRGAPVLLE  603

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFY  596
            P +   +  P+  L           A I+  + +   +      +P   +  Y T
+L   
Sbjct  604  
PIMKVEVLVPEVNLGDVLGQLNARRAEIQGMEPRPGGMQAVRALVPLAEMFGYATELRSA  663

Query  597  TNGRSVCLTELKGY  610
            T GR +   E   Y
Sbjct  664  TQGRGIYTMEFDHY  677

>WP_037572918.1 elongation factor G [Staphylococcus chromogenes]
 KDP14028.1 elongation factor G [Staphylococcus chromogenes MU 970]
 PTF30317.1 elongation factor G [Staphylococcus chromogenes]
 PTF41840.1 elongation factor G [Staphylococcus chromogenes]
 PTF62701.1 elongation factor G [Staphylococcus chromogenes]
 PTF71133.1 elongation factor G [Staphylococcus chromogenes]
 PTF84549.1 elongation factor G [Staphylococcus chromogenes]
 PTF86336.1 elongation factor G [Staphylococcus chromogenes]
 PTF95019.1 elongation factor G [Staphylococcus chromogenes]
 PTF98014.1 elongation factor G [Staphylococcus chromogenes]
 PTG02168.1 elongation factor G [Staphylococcus chromogenes]
 PTG04549.1 elongation factor G [Staphylococcus chromogenes]
 PTG07806.1 elongation factor G [Staphylococcus chromogenes]
 PTG13570.1 elongation factor G [Staphylococcus chromogenes]
 PTG19863.1 elongation factor G [Staphylococcus chromogenes]
 PTG21471.1 elongation factor G [Staphylococcus chromogenes]
 PTG27529.1 elongation factor G [Staphylococcus chromogenes]
 PTG34644.1 elongation factor G [Staphylococcus chromogenes]
 PTG52573.1 elongation factor G [Staphylococcus chromogenes]
 PTG63802.1 elongation factor G [Staphylococcus chromogenes]
 PTG65294.1 elongation factor G [Staphylococcus chromogenes]
 PTG69208.1 elongation factor G [Staphylococcus chromogenes]
 PTG74591.1 elongation factor G [Staphylococcus chromogenes]
 PTG76457.1 elongation factor G [Staphylococcus chromogenes]
 PTG78746.1 elongation factor G [Staphylococcus chromogenes]
 PTG79178.1 elongation factor G [Staphylococcus chromogenes]
 PTG87249.1 elongation factor G [Staphylococcus chromogenes]
 PTG87698.1 elongation factor G [Staphylococcus chromogenes]
 PTG88826.1 elongation factor G [Staphylococcus chromogenes]
 PTG92442.1 elongation factor G [Staphylococcus chromogenes]
 PTH00096.1 elongation factor G [Staphylococcus chromogenes]
 PTH02922.1 elongation factor G [Staphylococcus chromogenes]
 PTL18832.1 elongation factor G [Staphylococcus chromogenes]
 PUZ15453.1 elongation factor G [Staphylococcus chromogenes]



Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/662 (28%), Positives = 315/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDDFHAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E TDI         EA +A+I    E ND L+EKY+ GE IS ++L    ++   
D 
Sbjct  192  
TDIEETDIPEDMQDRAEEAREALIEAVAETNDDLMEKYLGGEEISVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRAENPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSRQEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_061906081.1 GTP-binding protein [Clostridium sporogenes]
 KYN78951.1 elongation factor G [Clostridium sporogenes]
Length=651

 Score = 252 bits (644),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 293/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 



Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTRKVCFIDKPLNSNELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ +    LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLINKTELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGNLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAAKRNSGITFESACHTDDLTVGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFERDHHGILTGSPITDLKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   



+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_041501327.1 elongation factor G [Lactobacillus 
heilongjiangensis]
 ALB28220.1 elongation factor G [Lactobacillus heilongjiangensis]
Length=698

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 180/668 (27%), Positives = 308/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+ +
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAATTAE  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+P +
Sbjct  74   
WKGNRINIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQASTYGVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G D    V+++ ++L A+                   +I     L  
E  L
Sbjct  134  
VFVNKMDKIGADFDYSVETLHERLQANAHAVQMPIGAEDKFEGVIDLIDMKADLYDEDEL  193

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                D                 E  +AV + +D +++KY+ GE IS +++    ++   
+
Sbjct  194  
GTKWDTVDVPEEYRATAEKKRSELIEAVADVDDDIMDKYLEGEEISNDEIRAAIRKATIN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCG  251
               FPV  GSA K  G+Q LMDAV   L  P+                      S    
G
Sbjct  254  
LKFFPVLAGSAFKNKGVQMLMDAVVDYLPSPLDVRPYKATDPKDDSEVELMADDSKPFAG  313



Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+       R  Y+R+Y G+L     V  + ++K     ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTYIRVYRGSLESGSYVLNSTKDKRERVGRLLQMHSNHRKEIPEV--  371

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I  ++   +    D L DP+        + P P+++ +I P +   R+++  
A+ 
Sbjct  372  -
FSGDIAAVIGLKNTTTGDSLTDPSDPLVLESLDIPDPVIQVSIEPNSKEDRDKMDIAIQ  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L++ DP  + E +  T E +++ +G + L+++   +  ++ +   V EP V Y E   
+
Sbjct  431  
KLSEEDPTFQAETNPETGETLIAGMGELHLDIMVDRMKREFNVACKVGEPQVAYRETFTQ  490

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              S       +      +  + +  TP   G G ++E  +  G + + +  +V  G
++  
Sbjct  491  
QTSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGLKEA  550

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  +LEP 
+   
Sbjct  551  
MENGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKIAASMSLRNASKTAGAVILEPIMKVE  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL             +E  + + +  +    +P   +  Y T L   T 
GR   
Sbjct  611  
IVTPEEYLGDVMGQVTARRGRVEGMEARGNAQLINSFVPLAEMFGYATTLRSATQGRGTF  670

Query  604  LTELKGYQ  611
               +  Y+
Sbjct  671  TMTMDHYE  678

>WP_106240562.1 elongation factor G [Pleurocapsa sp. CCALA 161]
 PSB07796.1 elongation factor G [Pleurocapsa sp. CCALA 161]
Length=694

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 312/670 (47%), Gaps = 
70/670 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G   + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKSHKIGEVHDGEATTDFMDQEKERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WQDHQLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIV-------L  166
            I++NK+D+ G D  SV + V++ L+A  +I           K  V L            
L
Sbjct  129  
IYVNKLDRTGADFYSVCKQVKEILAATPLIMVLPIGVENDFKGVVDLLTRKAWVWDNSGL  188

Query  167  EEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN            D+E +     +  +E +D+L+EKY+ GE +S +++    ++  
++
Sbjct  189  
PENYEIQDVPADMVDDVETYREQLIETAVEQDDELMEKYLEGEELSVDEIKSCIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIGEQGSAA  248
             + FP Y GS+ K  G+Q ++D V                      TG +  +  
+G   
Sbjct  249  
LAFFPTYCGSSFKNKGVQLVLDGVVDYLPSPTEVPPQPEVDLEGKETGKYAIVDPEG--P  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+   D      + R+YSGTL   ++V   A    E++ ++ EM   S+ 
EI  
Sbjct  307  LRALAFKI-
MDDRYGALTFTRIYSGTLNKGESVLDTATGKTERVGRMVEMHADSREEI--  363

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D+A  G+I+ I+   +++    L DP           P P++   + P      E
++  
Sbjct  364  -
DSAQAGDIIAIVGLKNIQTGHTLCDPKNPATLEPMVFPDPVISIAVTPLNKGASEKMGV  422

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL+++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V 
Y E 



Sbjct  423  
ALSKMVQEDPSFYVETDFDSGETIIKGMGELHLDIKVDILKRTHGVEVEVGKPQVAYRES  482

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K    S+T   +   +  +  I  ++ P   GSG ++ES+V+ G + + F  AV  
G 
Sbjct  483  
ITKTVTDSYTHKKQSGGSGQFGKIDYTIEPGEPGSGFEFESKVTGGNVPREFWPAVEKGF  542

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +E+G L G+   D K+    G ++   S+   F   A     Q L ++G Q
+LEP +
Sbjct  543  
ANSIEKGVLAGFPCVDLKVTLTDGSFHPVDSSAIAFEIAAKSGYRQTLPKAGPQILEPIM  602

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  ++ P +++     D  +    I++       V    ++P   +  Y  DL   
T+GR
Sbjct  603  
NVDVFTPDDHMGDVIGDLNRRRGMIKSQNSTPMGVRIKADVPLSEMFGYIGDLRTMTSGR  662

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  663  GQFSMEFNHY  672

>WP_090833517.1 MULTISPECIES: elongation factor G [Bacillus]
 SFQ91563.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. cl95]
 SFB24896.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. UNCCL13]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/674 (28%), Positives = 311/674 (46%), Gaps = 
77/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ D+L A                   D+I  +      
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLQANAHPIQLPIGAEDQFEGIIDLIEMKATFYGNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  D                  A  E +++L+EKY+ GE I+ E+LV   
++ 
Sbjct  191  ---
GTDIEVRDIPAEYMEQAEEYREKLVEAAAELDEELMEKYLGGEEITNEELVAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQG  245
              +   FPV  GSA K  G+Q ++DAV                          +   
E+ 
Sbjct  248  
TVNVEFFPVICGSAFKNKGVQLMLDAVIDFLPSPLDVPAIKGTLPDSDEEVERKSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             +AL    FKV       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  308  FSALA---
FKVMTDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      + P P+++ ++ PK+ A 
+++
Sbjct  365  ISQV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIQLSVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MTTALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++ + +  G + + +  
AV+
Sbjct  482  
RETFRSSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFVNGIVGGVVPREYIPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LE



Sbjct  542  
AGLEDSLDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PMMRVEVVIPEEYMGDIMGMLTARRGRVEGMEARGNAQVVRSMVPLSEMFGYATALRSST  661

Query  598  NGRSVCLTELKGYQ  611
             GR V       Y+
Sbjct  662  QGRGVFSMHFDHYE  675

>WP_050633924.1 MULTISPECIES: elongation factor G [Vibrio]
 CDT46485.1 Elongation factor G [Vibrio sp. J2-15]
 PME27353.1 translation elongation factor G [Vibrio sp. 10N.
286.55.E12]
 PME35633.1 translation elongation factor G [Vibrio sp. 10N.
286.55.E10]
 PME66872.1 translation elongation factor G [Vibrio sp. 10N.
286.55.C11]
 PMI21989.1 translation elongation factor G [Vibrio sp. 10N.
286.46.E10]
 PMI98318.1 translation elongation factor G [Vibrio sp. 10N.
286.45.E10]
 PTO97626.1 elongation factor G [Vibrio sp. 10N.286.48.B8]
 PTP07960.1 elongation factor G [Vibrio sp. 10N.286.45.A3]
 PTP15852.1 elongation factor G [Vibrio sp. 10N.286.51.C3]
 PTQ03313.1 elongation factor G [Vibrio sp. ZF 223]
 PTQ25847.1 elongation factor G [Vibrio sp. 10N.286.46.E10]
Length=695

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-



IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDVKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDEAGEETGEHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  



ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_053830004.1 elongation factor G [Helicobacter heilmannii]
 CRF51657.1 Translation elongation factor G [Helicobacter 
heilmannii]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/690 (27%), Positives = 317/690 (46%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   +R++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIRERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYEVQKIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEIHVQSSDEGE  308



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                Y GEI       V L D L   T    K        E P P++   + PKT 
A +E
Sbjct  367  -KEVYAGEICAF----
VGLKDTLTGDTLCSEKNPVILERMEFPEPVIHIAVEPKTKADQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  V 
+P V 
Sbjct  422  
KMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQPQVA  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + E  R      H    +      +  + + + P   G+G ++ + +S G + + +  
AV
Sbjct  482  
FRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + +   
LL
Sbjct  542  
DKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL   
Sbjct  602  
EPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDLRSA  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR     E   Y    A + + +++ R+
Sbjct  662  TQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_033677182.1 elongation factor G [Bacillus gaemokensis]
 KEK22598.1 elongation factor G [Bacillus gaemokensis]
 KYG36635.1 elongation factor G [Bacillus gaemokensis]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 



matrix adjust.
 Identities = 192/664 (29%), Positives = 312/664 (47%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360
             T Y G+I    + +V L D     T    K        E P P++   I PK+ A 
+++
Sbjct  366  STVYAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMEFPEPVISVAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P 



V Y
Sbjct  422  
MGTALSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +   P   G G ++E+++  G + + +  
AV 
Sbjct  482  
RETFRAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVG  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LE
Sbjct  542  
AGLEDALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PMMKVEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_057866805.1 GTP-binding protein [Lactobacillus crustorum]
Length=650

 Score = 252 bits (644),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 194/633 (31%), Positives = 311/633 (49%), Gaps = 
61/633 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + E G V+KG    D   LE++RGITI 
+  
Sbjct  1    
MKKIVTGIVAHVDAGKTTLSEALLYRAGELRELGRVDKGNAFLDPDALEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q++   + ++DTPGH+DF ++  + + VLD AILVISA DGVQ  TR L+  L
++  
Sbjct  61   
ANLQFNDLDLTLLDTPGHVDFASQTEQVMDVLDYAILVISAIDGVQGYTRTLWRLLKRYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA--
WDAV  178



            +PT IF+NK+D  GVD   V++ +           Q++ LSP  +  +N  I A  
++ +
Sbjct  121  VPTFIFVNKMDANGVDQAKVIEQI-----------QSI-
LSPGCIAFDNEKISAGSYEEI  168

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ND++LE ++    ++ + ++R   + +++  +FP Y+GSA K  GI   +   
+   
Sbjct  169  AMQNDEVLENFLDTGKLA-DNVIR---
KMIKERQIFPCYFGSALKVSGIDDFLAGFSKWT  224

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITE----  293
            Q    +        VFK+ + +  +R  +LR+ +GTL  +  +    +  +L+I +    
Sbjct  225  QE--
NEYETEFGAKVFKISHDENNERLTWLRVTNGTLPNKKILIKDQKANQLRIYDGSKY  282

Query  294  ---MRIPSKGEIVRT---
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
                ++ S G    T   DT YPG+ +   +DS        DPT            
P+L 
Sbjct  283  ELRQKVSSGGVCAVTGLIDT-YPGQGLGNQTDSA-------DPTL----------
QPILN  324

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PK        L AL QL D DP L     +   EI +  +G VQLEV+  LL 
+++
Sbjct  325  YAVDPK-
KNDIHTCLTALRQLEDEDPQLHVSWSNHLEEIRIQIMGEVQLEVIQQLLLQRF  383

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             L+    + S++Y E   +      H E  P   ++ + L + P    SG+ +E+  
+L 
Sbjct  384  NLDVAFGKGSILYKETITQKVEGVGHFE--
PLRHYSEVHLLLEPALANSGLTFEADCNLD  441

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L  ++Q+ V   +      G L G  +TD KI    G   +  S   DFR      
+ Q
Sbjct  442  
ILASNWQHQVLSNLGSKEHLGVLIGAPITDMKISLIGGKASNVHSVGGDFREATWRAVRQ  501

Query  527  AL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV----
KKDEVVFT  578
             L    K    QLLEP+  F L   Q+ + RA +D  +   + ET +V    + +    
T
Sbjct  502  
GLMMLKKIQACQLLEPWYRFRLELTQDQVGRAMNDVQQMHGSFETPEVVNTSEGELTTLT  561

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611



            G  P   +Q Y  ++  YT+G+      + GY+
Sbjct  562  GTAPVSEMQGYAQEVNAYTHGQGHLECIVDGYR  594

>WP_086349653.1 elongation factor G [Enterococcus sp. 9E7_DIV0242]
 OTP14514.1 elongation factor G [Enterococcus sp. 9E7_DIV0242]
Length=695

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 198/683 (29%), Positives = 315/683 (46%), Gaps = 
88/683 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAEWNGFRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V S+ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGAEEDFTGIIDLVKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------AVIENNDKLLEKYIAGEPISREKL---
VREEQ  205
            +  TDI+  D                  AV E ++ L+ KY+ GE I++++L   
+R   
Sbjct  189  
DLGTDIQETDIPEDYMELATEWREKLVEAVAETDEDLMMKYLEGEEITQDELKAGIRAAT  248

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQ  244
             RV+    FPV  GSA K  G+Q ++DAV                         +P  
+ 
Sbjct  249  IRVE---
FFPVLAGSAFKNKGVQLMLDAVLDYLPSPLDIDAIKGVDVKTDEETTRPADDN  305

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
            G  A     FKV       R  + R+YSG L     V  A ++K     +I +M   
++ 
Sbjct  306  GPFASL--
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRK  363



Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAP  352
            EI   D  + G+I    + +V L D         L  P  L    +   P P+++  
+ P
Sbjct  364  EI---DKVFSGDI----AAAVGLKDTTTGDTLCALDAPVILESIEF---
PEPVIQVAVEP  413

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            K+ A ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K
+E  
Sbjct  414  
KSKADQDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEAN  473

Query  413  VKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            V  P V Y E    PL  A      +      +  + +  TP   G G ++E+ +  
G +
Sbjct  474  
VGAPQVSYRETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVV  533

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  
A 
Sbjct  534  
PREYIPAVEKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAA  593

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++   +LEP +   +  P++YL             +E  +   +  +    +P   
+  
Sbjct  594  
KKANPVILEPMMKVTVTVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFG  653

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y T L   T GR   +     Y+
Sbjct  654  YATTLRSATQGRGTFMMVFDHYE  676

>WP_094833971.1 elongation factor G [Bacillaceae bacterium SAS-127]
 OZI13149.1 elongation factor G [Bacillaceae bacterium SAS-127]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/684 (28%), Positives = 311/684 (45%), Gaps = 
64/684 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP---  162
            +F+NK+D+ G D    V ++ ++L A                   D+I  Q         
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHNRLMANAHPIQLPIGAEDEFRGIIDLIEMQATFYGNDLG  191

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E +     +AV E ++ L+EKY+ GE +++E++    ++   
+ 
Sbjct  192  
TDVQVGEIPAEYQDQAEEYREKLIEAVAELDEDLMEKYLGGEELTKEEIKAAIRKGTTNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  G+A K  G+Q ++DAV              G      E+        A     
Sbjct  252  
EFFPVLCGTAFKNKGVQLMLDAVIDYLPAPTDVPAIKGTLPDSDEEVERPSTDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGILNSGSYVQNSTKGKRERVGRILQMHANSREEISEVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P++  ++ PK+ A   ++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDEKNLVILESMEFPEPVISLSVEPKSKADSAKMSTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R E +  T ++I+S +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAETNQETGQVIISGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRGSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
            +       +      +  + +  +P   G+G ++E+ +  G + + +  AV+ G+   
L+
Sbjct  490  



SVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPAVQAGLEDALQ  549

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K     G Y+   S+   F+  A + L+ A  +    LLEP +   
+ 
Sbjct  550  
NGILAGYPLVDVKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVLLEPMMKVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P EYL     D       +E  + + +  V    +P   +  Y T L   T GR     
Sbjct  610  
IPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRGTYSM  669

Query  606  ELKGYQ---AAVGQPVIQPRRPNS  626
                Y+    +V   +I+  + N+
Sbjct  670  HFDHYEEVPKSVSDEIIKKIKANN  693

>WP_088789748.1 elongation factor G [Streptococcus pneumoniae]
 SNM34113.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 319/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA  V  ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAGTVFYSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  



Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEEIRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+



Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_052045301.1 elongation factor G [Caloranaerobacter azorensis]
Length=702

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 314/672 (47%), Gaps = 
63/672 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  22   
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  81

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K N+
Sbjct  82   
TCFWREHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYNV  141

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D    V+ ++D+L A+ +              I   V+++  
I  +
Sbjct  142  
PRIAFVNKMDIMGADFFRAVEMMKDRLGANAVPIQLPIGKEDTFVGIVDLVNMNARIYKD  201

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E TDI             +  +A+ E +++L+ KY+ GE ++ E+++   
++  
Sbjct  202  
DLGKEMEITDIPDEIRDLAEEYREKLLEAIAEQDEELMMKYLEGEELTTEEIISAIRKAT  261

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +  + PV  GSA K  G+Q L+DAV                +P  ++            
Sbjct  262  
INVDIVPVLCGSAYKNKGVQMLLDAVVDYLPSPVDLPAVKGMKPNSDEEIERKASDDEPF  321

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG LR    V  + + K     +I +M    + 
EI   
Sbjct  322  
SALAFKIMADPYVGKLAFFRVYSGVLRSGSYVLNSTKGKKERIGRILQMHANKREEI---  378

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364



               Y G+I   +   S    D L D          E P P++   I PKT A +E+
+  A
Sbjct  379  
SEVYAGDIAAAVGLKSTITGDTLCDENAPIVLESMEFPEPVISVAIEPKTKAGQEKMAIA  438

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  439  
LAKLAEEDPTFRTYTDQETGQTIISGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETI  498

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA         +      +  + + + P   G+G ++ +++  G + + +  AV  
GI+
Sbjct  499  
TKAVDVEGKFVRQSGGRGQYGHVKIKMEPKERGTGYEFVNQIVGGVIPKEYIPAVDAGIQ  558

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ V D K+    G Y+   S+   F+    +  ++ +K+    
LLEP + 
Sbjct  559  
EAMLNGVLGGYPVLDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEGMKKGNPVLLEPIMK  618

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V  G +P   +  Y TDL   T 
GR 
Sbjct  619  
VEVVVPEEYMGDVMGDINSRRGRVEGMESRSGAQVIRGYVPLAEMFGYATDLRSKTQGRG  678

Query  602  VCLTELKGYQAA  613
                +   Y+ A
Sbjct  679  TYTMQFSHYEPA  690

>WP_064666775.1 elongation factor G [Pseudoalteromonas prydzensis]
Length=694

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 309/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------------------
KQTVSLSPE  163
              VIF+NK+D+ G D   V + VR  L A+ +I                   +   
+  E
Sbjct  126  
ARVIFVNKLDRMGADFYRVTEQVRKVLGANPLIMTLPIGIEDEFCGVVDVLTKKAYIWDE  185

Query  164  IVLEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN   TD+ A              +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEITDVPADMVDKVDEYYEMLVETAVEQDDDLMEAYMEGEAPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLMDEEGNENGEYAIVSADE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG L   DT+  A  G+ +   ++ EM+   + 
E+ 
Sbjct  306  PFKALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  422  
VAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  481

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  
AV  G
Sbjct  482  
TITREIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSTVVGGNVPKEFWPAVEKG  541



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FKSMMSEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    ++  +     V    ++P   +  Y   L   
T+G
Sbjct  602  
MKVDVFTPEDHVGDVIGDLNRRRGMMKDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFSHY  672

>WP_100486451.1 elongation factor G [Sporolactobacillus 
pectinivorans]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ SG I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYSGRIHKIGETHEGASQMDWMDQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G +     +++ ++L A                   D++  Q      
Sbjct  129  
PRIVFVNKMDKIGANFLYSCKTLHERLQANAHPIQLPMGAEDDYKGEIDLVNMQAYIYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               ++  + EI  E     E +     +AV + +D ++EKY+ G+ IS E+L    
++  
Sbjct  189  



DLGSIVEAEEIPDEYKEQAEEYHDKLVEAVADVDDDIMEKYLNGDEISVEELKTAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 +PV  G+A K  G+Q ++DAV              G     GE+       
+   
Sbjct  249  
CAVKFYPVLCGTAFKNKGVQHVLDAVIDYLPSPIDVPPIKGTLPDSGEEVERVADDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGT+     V  +    RE+L +I  M    + 
EI + 
Sbjct  309  
AALAFKVMTDPFVGKLTFFRVYSGTVEAGSYVQNSTKDSRERLGRILLMHANHRSEIKKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +   +    D L D   L      + P P++   I PK+ A +++
+  A
Sbjct  369  ---
YSGDIAAAVGLKNTTTGDTLCDENNLIVLESMDFPDPVIHVAIEPKSKADQDKMDIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   D  T + I+  +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFKTHTDEETGQTIIGGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETL  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA  A      +   +  +  + +   PL  GSG  +E+++  G + + +  AV  
G++
Sbjct  486  
TKAGRAEGKFIRQSGGHGQYGHVWIEFEPLDEGSGFVFENKIVGGVVPREYIPAVEAGLK  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ GL  G+ + D K     G Y+   S+   F+  A + L+ A       
+LEP + 
Sbjct  546  
DSLQNGLLAGYPIIDVKASLVDGSYHDVDSSEMAFKIAASMALKAAKGACAPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL     D       ++  + +         +P   +  Y T L   T 
GR 
Sbjct  606  
VEINMPDEYLGDIMGDITSRRGRVDGMEARAGAQAVDAHVPLAEMFGYATSLRSSTQGRG  665

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  666  TFTMQFDHYE  675



>WP_072594869.1 elongation factor G [Campylobacter concisus]
 OJJ28399.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 184/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +   V + +R++L A+ I                            
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKEKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEITVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353



                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_030427390.1 elongation factor G [Allokutzneria albata]
 SDN14381.1 elongation factor G [Allokutzneria albata]
Length=699

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/678 (27%), Positives = 323/678 (48%), Gaps = 
76/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGAATMDWMEEEQKRGITITSAAT  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ++ D+L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVQTIIDRLGARPVVIQLPIGSESDFVGVVDLVEMRALTWRG  190

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
++
Sbjct  191  
EVQKGEDYTVEEIPADLAEKAAEYREKLVEAVAETDDELMELYLGGEELTVEQIKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSA--  247
             V + S FPV  GSA K  G+QP++D V                      P   + 
SA  
Sbjct  251  
IVVERSGFPVLCGSAFKNKGVQPMLDGVVDYLPSPLEVPAVEGTLTDGETPATRKASADE  310

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR---  304
                  FK+       +  Y+R+YSG +        +G + +  T+ R    G++ 
+   
Sbjct  311  PFSALAFKIAAHPFFGKLTYIRVYSGQV-------
ASGTQVINSTKGRKERIGKLFQMHS  363

Query  305  -----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  ++A  G I   +        D L DP           P P++R  I PKT 
A +
Sbjct  364  
NKENPVESAAAGHIYAAIGLKDTTTGDTLCDPNSPIILESMTFPDPVIRVAIEPKTKADQ  423

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP  + ++D  T + I++ +G + LEV+   +   YK+E  + 
+P V
Sbjct  424  
EKLSIAIQKLAEEDPTFQVKLDEETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGKPQV  483

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYLNQSF  473
             Y E   R ++   +T   +   +  +A + +S+ PL  S G+  ++E++V+ G + 
+ +
Sbjct  484  



AYRESIRRAVEKVEYTHKKQTGGSGQFARVIISLAPLESSEGATYEFENKVTGGRIPREY  543

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  ++ G L G+ +   K+    G Y+   S+   F+    + L++A 
+++ 
Sbjct  544  
IPSVDAGAQDAMQYGVLAGYPLVGLKVSLLDGAYHEVDSSEMAFKIAGSMALKEAARKAD  603

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P++Y+     D       I++   +    V    +P   +  
Y  D
Sbjct  604  
PVILEPMMAVEVTTPEDYMGDVIGDLNSRRGQIQSMDERSGSRVVKALVPLSEMFGYVGD  663

Query  593  LAFYTNGRSVCLTELKGY  610
            L   T GR+    +   Y
Sbjct  664  LRSKTQGRANYSMQFDSY  681

>WP_053597966.1 GTP-binding protein [Bacillus sp. FJAT-18017]
 ALC88969.1 elongation factor G [Bacillus sp. FJAT-18017]
Length=648

 Score = 252 bits (643),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 171/608 (28%), Positives = 291/608 (48%), Gaps = 
17/608 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY + AI   G V+   T  D   +E+QRGIT+ A    
F +
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYQTDAIRHRGRVDHKDTFLDHHVIEKQRGITVFAEQARFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++A++D AI+++SA +GV+  T  ++  L+K 
+IP   
Sbjct  65   
RNSDYYLIDTPGHVDFSPEMERAIAMMDAAIIIVSAVEGVEGHTETVWSLLKKHDIPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G +   V++ +R +L+ D+       L  +  +EE    E  + + E 
+D+L
Sbjct  125  FINKIDRTGAEQGRVLKEIRSQLTRDVC--DIAGLQEDGRMEE----
ELAEFIAERDDEL  178

Query  186  LEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            LE Y+    EP+     +   Q+ V +  +FP   GSA + +G+   +  +  +      



Sbjct  179  LEHYMEDGYEPVL---WLETMQKLVHEGGIFPCMNGSALQDIGVAEFLQRLD-
ILTITHY  234

Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            Q      G V+K+ Y + G R  ++++ +GTL++RD V        KIT +RI S  
+  
Sbjct  235  
QTDKPFAGRVYKLRYDEKGTRITFIKVLAGTLKVRDEVQYGEEFFEKITGIRIYSGNKFT  294

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              + AY G+IV +   S       G+     ++    + +  L++ +    +   + 
+L 
Sbjct  295  TVNEAYAGDIVAVTGLS---
EAAAGEGLGTLKEPASYEMVSALKSKVLFDRSLNAKDVLG  351

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
               +L   DP L    +  + +I    +G +QLEV+  +  +++ L+    EP +
+Y E 
Sbjct  352  
YFKKLDAEDPSLNVSWEERSQDIHFHVMGVIQLEVIKQVAHDRFGLDISFAEPEILYRE-  410

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +       +    P   +A + L + P    SG+ +ES      L    QN +R  
+  
Sbjct  411  
TIDGPGVVGYGHFEPLGHYAEVHLKLEPGPRNSGISFESICHPNDLEIGTQNVIRTHLFE  470

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                GL  G  VTD KI    G  ++  ++  DFR  +   L Q L+++   LLEP
+  F
Sbjct  471  
RDHHGLLTGSPVTDMKITLLTGRAHNKHTSGGDFREASFRALRQGLEKARNILLEPFYEF  530

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +     ++ R   D      + +T +   +  + TG++P      Y  + A  T 
G+  
Sbjct  531  
RIKIEVNHIRRILTDIQTAHGSFDTPETHDNYTIITGKVPVATFINYGPEFASITGGKGT  590

Query  603  CLTELKGY  610
                L GY
Sbjct  591  LNLVLAGY  598

>WP_066067323.1 elongation factor G [[Clostridium] paradoxum]
 KXZ38978.1 translation elongation factor G [[Clostridium] paradoxum 
JW-YL-7 
= DSM 7308]



Length=689

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/685 (28%), Positives = 314/685 (46%), Gaps = 
67/685 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGVNHKIGETHEGGATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWNGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSENVWRQADKYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P + F+NK+D  G D  +VVQ ++D+L ++ +  Q + +  E       D+   +A 
I  
Sbjct  129  PRIAFVNKMDILGADFFNVVQMMKDRLGSNAVPVQ-
LPIGKEETFVGIIDLIEMNARIYK  187

Query  182  ND----------------------------------
KLLEKYIAGEPISREKLVREEQRR  207
            +D                                  +L+ KY+ GE +++E++    
++ 
Sbjct  188  
DDLGKDIEVTEIPSDMLEIAQEWREKLVEAAAEADEELMMKYLDGEELTKEEIKAAIRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAAL  249
            V    + PV+ GSA K  G+Q L+DAV                 P GE+           
Sbjct  248  
VIACEMNPVFCGSAYKNKGVQLLLDAVVDYMPAPIDIPSIKGVLPNGEESERHSSDEEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  308  
SALAFKIMADPFVGKLAFFRVYSGILNSGSYVLNATKNKKERIGRILQMHANAREEITEV  367

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L DP         E P P++   I PK+ A +E+
+  A
Sbjct  368  ---
YAGDIAAAVGLKDTTTGDTLCDPANPIILESMEFPEPVISVAIEPKSKAAQEKMGIA  424



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LQRLAEEDPTFRVRTDEETGQTIISGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETI  484

Query  425  LKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K     +    +      +  + + V P   G+G ++ +++  G + + +   V  
GI+
Sbjct  485  
TKPVDVEYKYAKQSGGRGQYGHVKIRVIPQEPGAGYEFVNQIVGGAIPKEYIGPVDAGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+ V D ++    G Y+   S+   F+  A +  ++A++++   
LLEPY  
Sbjct  545  
GAMEAGVVAGYPVVDVRVELYDGSYHEVDSSEMAFKVAASMAFKEAMRKAEPCLLEPYFK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++Y+     D       IE  + +    V    +P   +  Y T L   + 
GR+
Sbjct  605  
VEVVTPEDYMGDVMGDLNSRRGRIEGMEARMGAQVIKAVVPLAEMFGYSTTLRSMSQGRA  664

Query  602  VCLTELKGYQ---AAVGQPVIQPRR  623
                    Y+   A V + +I+  +
Sbjct  665  TYTMIFDHYEQVPAGVAKKIIEKEK  689

>WP_012311095.1 elongation factor G [Thermotoga sp. RQ2]
 B1LBP3.1 RecName: Full=Elongation factor G; Short=EF-G
 ACB09741.1 translation elongation factor G [Thermotoga sp. RQ2]
Length=695

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 210/676 (31%), Positives = 322/676 (48%), Gaps = 
73/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     G V++G T TD M  E++RGITIQ
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILYYTGRKHFLGDVDEGNTTTDWMPQEKERGITIQSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV R+L VLDGAI V  A  GV+ Q+  ++    



K N+
Sbjct  73   
TCFWKGYRINIIDTPGHVDFTAEVERALRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + F+NK+D+ G D    V+++  KL A+                    I +K    
+S
Sbjct  133  
PRIAFMNKMDKVGADFYMAVETLVTKLKANPIPVQMPIGSEKDFQGVIDLIKMKAIYWVS  192

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +  + E  DI             E  + V E ++++LEKY+ GE IS E++ R  
++  
Sbjct  193  
EDGSVYEERDIPEELREEAEMRREEMLEKVAELDEEILEKYLEGEEISEEEIKRILRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GE------
QGSAAL  249
             +    PV  G+AK   GIQPL+DAV   L  P+            GE        
+   
Sbjct  253  
IENRAVPVLCGAAKANKGIQPLLDAVIDYLPSPLDLPPVKGWRVSDGEIVYRKPDENEPF  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
               VFKV+      + VY R+YSG L     V       RE++ +I  M    + E
+   
Sbjct  313  
TALVFKVQVDPYIGKLVYFRVYSGRLEKGSYVYNSTKGQRERISRIVFMHADKREEV---  369

Query  306  DTAYPGEIVILPSDSV-RLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D   PG+I       V +  D L D   P  L +  +   P P++   I P T A  
E+L
Sbjct  370  DYVRPGDIAAGVGLKVSQTGDTLCDEKEPVILEKIDF---
PEPVISLAIEPATKADEEKL  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + AL  L++ DP L+  VD  T E I+S +G + LE+V   L  ++ +   V +P 
V Y 
Sbjct  427  
VKALLALSEEDPTLQVRVDKETGETIISGMGELHLEIVVDRLKREFGVNVRVGQPQVAYR  486

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   RP +A    I  +      +  + L + P+    G  +E   +   G + + 
F  A
Sbjct  487  ETIKRPAEAEGKYIR-
QTGGRGQYGHVILRIEPIPEEEGKNFEFIDKTVGGVIPKEFMPA  545

Query  477  VRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +  GI+  +  G L G+ V   +     G Y+   S+   F+  A +  ++A+K++   
L
Sbjct  546  
IEAGIKEAMMSGPLAGYPVVRVRAVVLDGSYHEVDSSEMAFKIAASMAFKEAMKKAQPVL  605

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D     A IE+ + +    +   +IP      Y T 
L  
Sbjct  606  
LEPIMKLEITTPEEYMGNIISDLNSRRAKIESLETRGHLKIVVAKIPLSETFGYATVLRS  665

Query  596  YTNGRSVCLTELKGYQ  611
             + GR+  + +   YQ
Sbjct  666  LSQGRASYIMQFSHYQ  681

>WP_107543886.1 elongation factor G [Staphylococcus simulans]
 PTJ07969.1 elongation factor G [Staphylococcus simulans]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 315/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G  + D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHDGGAQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G + +  V ++ D+L A+    Q + +  E   E   D+         
Sbjct  129  PRIVFVNKMDKIGANFEYAVSTLHDRLDANAQAVQ-
LPIGAEDEFEAIIDLVTMKCFQYN  187

Query  173  ---------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                                 EA + +IE+    N+ L+EKY+ GE IS ++L    
++ 
Sbjct  188  
GEFGEEVVEIEIPEDYKAKAAEARETLIESVAEVNEDLMEKYLEGEEISVDELKAAIRQA  247



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQGS-------------A  247
              D   +PV  G+A K  G+Q ++DAV          +P IG + S             
A
Sbjct  248  
TLDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPDEEIVARADDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT+     V  + ++K     ++ +M   ++ 
EI 
Sbjct  308  
EFAALAFKVMTDPYVGKLTFFRVYSGTMNSGSYVKNSTKDKRERVGRLLQMHANTRKEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
               T Y G+I      +V L +     T    K        E P P++  ++ PK+ 
A +
Sbjct  367  --STVYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V
Sbjct  421  
DKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMV  480

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  
Sbjct  481  SYRETFKTPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  540  
SVEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVANPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVEILMPEEYMGDIMGDVTARRGRVDGMEPRGNAQMVRAFVPLSEMFGYATSLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR         Y+
Sbjct  660  SNTQGRGTYTMYFDHYE  676



>WP_003070974.1 MULTISPECIES: elongation factor G [Streptococcus]
 EHG11948.1 elongation factor G [Streptococcus intermedius F0395]
 EID22730.1 translation elongation factor G [Streptococcus 
constellatus subsp. 
constellatus SK53]
 GAD37867.1 translation elongation factors [Streptococcus 
constellatus subsp. 
constellatus SK53]
 EUB26232.1 translation elongation factor G [Streptococcus sp. AS20]
 KIC77826.1 elongation factor G [Streptococcus constellatus]
 KXU01147.1 Translation elongation factor G [Streptococcus 
constellatus]
 OFP95922.1 elongation factor G [Streptococcus sp. HMSC067A03]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEEN------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+         + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPADYLEQAQEWREKLVEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R   +A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_099460289.1 GTP-binding protein [Lactobacillus salivarius]
 PHY95885.1 elongation factor G (plasmid) [Lactobacillus salivarius]
Length=639

 Score = 252 bits (643),  Expect = 3e-71, Method: Compositional 
matrix adjust.



 Identities = 186/623 (30%), Positives = 303/623 (49%), Gaps = 
54/623 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNNLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  121  IPVFLFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---
DIAMCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                  +     +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+   
G
Sbjct  223  --PHYPSNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRV-YNG  275

Query  301  EIVRTD--------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E   T            PG +   P  S+  N +   PT  P   +  D           
Sbjct  276  
EKFSTYPTINAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------  324

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                  +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y 
L   
Sbjct  325  
LNGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVT  384

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
L+++



Sbjct  385  FTKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLDKN  442

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q+ +   ++     G L G+ +TD KI    G   +  +   DFR      + Q 
L   
Sbjct  443  
WQHQIISNLKAKEHLGVLTGFPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMML  502

Query  529  -
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             + +  QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   
+ 
Sbjct  503  KENNDCQLLEPWYRFRLKVDRTQIGRAINDIQRIHGTLDEQQV---
EGLLTGIAPVSEMY  559

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y T++  YT+G      E+ GY
Sbjct  560  NYATNVRAYTHGNGTLELEIAGY  582

>OQX73336.1 elongation factor G [Campylobacteraceae bacterium 
4484_4]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/686 (27%), Positives = 332/686 (48%), Gaps = 
75/686 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIAAHIDAGKTTTTERILFYTGISHKIGEVHDGAATMDWMEQEKERGITITSAATTCE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    +  
+P +
Sbjct  72   
WKNHQINIIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANRYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F+NK+D+ G D   V + + ++L+A+ +            K  + L             
Sbjct  132  
VFVNKMDRTGADFYEVERQINERLNANAVPIQLPIGAEENFKGVIDLVEMKAVVWEDEAA  191

Query  162  ----------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                      PE ++E+  +   +  +AV E +D+L+EKY+ GE +++E++ R  +    



Sbjct  192  
MGSAYEIKEIPEDMVEKAEEYREKLIEAVAEADDELMEKYLGGEELTKEEIKRGIKAGCL  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC-----
GSVFKVEYTDCGQ-  263
              S+ P+  G+A K  G+Q L+DAV        E   AA+      G+  +VE TD 
G+ 
Sbjct  252  SISMIPMTCGTAFKNKGVQTLLDAVVDYLPAPTE--
VAAIKGEYEDGTETQVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                          +  ++R+Y G L     V   +   +E++ ++ +M    + 
EI   
Sbjct  310  
AALAFKIMTDPFVGQLAFIRVYRGILESGSYVYNTSKGKKERVGRLLKMHANKREEI---  366

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  367  KELYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R E D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  426  
ALQKLAQEDPSFRVETDEESGQTIISGMGELHLEILVDRMMREFKVEAEVGQPQVAYRE-  484

Query  424  PLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             +K+A    +     +      G   L + P+  G+G ++ + +  G + + +  
AV  G
Sbjct  485  
TIKSAVEQEYKYAKQSGGRGQFGHVFLRLEPMEPGAGYEFVNAIKGGVVPREYIPAVDKG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  ++ G L G+ V D K+    G Y+   S+   F+  A +  ++  K++   
+LEP 
Sbjct  545  
VQEAMQGGVLAGYPVEDVKVTLYDGSYHEVDSSEMAFKLAASMGFKEGAKKADPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+E++     D  +    +E    +    +    +P   +  Y TDL   
T G
Sbjct  605  
MKVEVEVPEEFMGDVIGDLNRRRGQVEGMDERSGNKIINAFVPLSEMFGYSTDLRSATQG  664

Query  600  RSVCLTELKGYQAA---VGQPVIQPR  622
            R+    E   Y      V + +I+ R



Sbjct  665  RATYSMEFDHYAEVPRNVAEEIIKKR  690

>WP_066399772.1 elongation factor G [Bacillus horneckiae]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 312/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGGAQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS---  161
            +F+NK+D+ G D    V ++ D+L A+                    + +K T+  
+   
Sbjct  132  
VFVNKMDKLGADFLYSVGTLHDRLQANAAAIQLPIGAEDQFTGIIDLVEMKATIYNNDLG  191

Query  162  -----PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E +     +AV E ++ L+EKY+ GE IS ++L    ++     
Sbjct  192  
TDIEETEIPEEHKAQAEEYREKLIEAVAELDEDLMEKYLGGEEISIDELKAAIRKATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSV-----------------  253
              +PV  G+A K  G+Q ++DAV   L  P+      A+ G+V                 
Sbjct  252  EFYPVMCGTAFKNKGVQKMLDAVIDYLPSPL---
DVPAINGTVPDSDEAIERHSSDEEPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P+++ +I PK+ A +++



+  A
Sbjct  366  
SIVYAGDIAAAVGLKDTTTGDTLCDEKELVILESMEFPEPVIQLSIEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R   +       +      +  + +  +P   G G ++ + +  G + + +  AV+ 
G+ 
Sbjct  486  
RSSASVEGKFARQSGGRGQFGHVWIEFSPNDEGKGFEFVNGIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DALDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILEPVMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     +       +E    + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVIIPEEYLGDIMGNVTSRRGRVEGMDARGNAQVVRAMVPLSEMFGYATSLRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMHFDHYE  675

>WP_041072014.1 elongation factor G [Bacillus sp. OxB-1]
 BAQ09184.1 elongation factor g [Bacillus sp. OxB-1]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 314/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V+++ D+L A+                    + +K T+    
L 
Sbjct  132  
VFVNKMDKTGADFLYAVKTLHDRLQANAHPIQLPIGAEDTFSGIIDLVEMKATMYGNDLG  191

Query  162  PEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +  +EE         E +     +A+++ ++ L+EKY+ GE +S E++    ++     
Sbjct  192  
TDTTIEEIPEEYRAQAEEYREKLIEAIVDFDEDLMEKYLGGEELSVEEIKTAIRKATLAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCGS  252
              +PV  G+A K  G+Q ++DAV   L  PI                             
Sbjct  252  
EFYPVVCGTAFKNKGVQLVLDAVVDYLPSPIDIPPMKGINPDSEEEEERPSSDDEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L+    V   +   RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGKLTFFRIYSGVLQSGSYVLNSSKGKRERVGRILQMHANSREEISEV---  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            + GEI    + +V L D     T    K        E P P++   I PKT A ++
++  
Sbjct  369  HAGEI----
AAAVGLKDTGTGDTLCDDKAPIILESMEFPEPVISVAIEPKTKADQDKMGQ  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +L + DP  R   D  T E+I++ +G + L+++   L  ++K+E  V  P V 
Y E 
Sbjct  425  
ALAKLQEEDPTFRAHTDQETGEVIIAGMGELHLDIIVDRLRREFKVEANVGAPQVSYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              ++A        +      +  + +  +P   G G ++E+ +  G + + +  AV  
G+
Sbjct  485  
FRQSAEVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAGL  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



            R  L+ G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP +
Sbjct  545  
RDSLDNGVIAGYPLIDIKARLFDGSYHDVDSNEMAFKIAASMALKNAVSKVNPVLLEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVIIPEEYMGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATSLRSNTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVFSMVFDHYE  675

>OGD64112.1 translation elongation factor G [Candidatus 
Berkelbacteria bacterium 
RIFOXYA2_FULL_43_10]
Length=689

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/673 (28%), Positives = 318/673 (47%), Gaps = 
70/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI N G +AH+DAGKTT+TE +LY +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  9    
KIRNFGTIAHIDAGKTTVTEGILYITGRTHKIGEVHEGEATMDWMDQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+++   K GV+ Q+  ++    
K N+
Sbjct  69   
TCFWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVVIFDGKMGVEPQSETVWRQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLS-  161
            P + FINKI+Q G D  S + S+R++LS                    D++  ++ 
+ S 
Sbjct  129  
PRICFINKINQTGGDFYSSLSSIRERLSREAYPIQIPIGFEQSIDGVVDLVSMKSYTYSD  188

Query  162  -----------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       P  + E+ + +  E  + V+E +D  +EKY+ GE IS  +L +  
+   
Sbjct  189  
YKDKEMKEGEVPSDMKEKASSMRNELIEKVVEYDDAAMEKYLGGEEISEAELTKLIRTAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-VTGLFQPIG---
EQGSAALCGSVFKVEYTDCG--  262
              A+ +PV  G   +G+ ++ L+DA V  L  P+     + + A  G   KVE  D    
Sbjct  249  LSANFYPVLGGDG-
RGVVVEKLLDAIVEHLPSPLDVPPAKATNAKTGEEIKVEANDDEPF  307

Query  263  -------------QRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                          + ++ R+Y GTL     +   +   +E++ +I  +    + E
+   
Sbjct  308  
AALAFKVAADPFVGKLIFFRVYRGTLNKGSYILNASTGSKERVGRIVRLHANHREEV---  364

Query  306  DTAYPGEIVILPSDS-VRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D  Y GEI      S     D L D   P  L +  +   P P++   I PKT A 
+E++
Sbjct  365  DQVYAGEIAAAVGISGTTTGDTLCDALEPILLEQITF---
PEPVIDVAIEPKTKADQEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++LA+ DP  R   +  T + I+S +G + LEV+   +  ++K+E  V +P 
V Y 
Sbjct  422  
GIALSRLAEEDPTFRVSSNEETGQTIISGMGELHLEVLVERMKREFKVEADVGQPQVAYR  481

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K  +       +      +  + + +TP   GSG  + ++++ G + + +   
V+ 
Sbjct  482  
ETCKKEVTQEGKYIRQTGGRGQYGHVVIKITPEEAGSGFSFVNKIAGGIIPKEYIQPVQA  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   + +G L G+ V D  +    G ++   S+   F+    +  ++  K++   
LLEP
Sbjct  542  
GILEAMNRGVLAGYPVVDLSVELFDGSFHEVDSSEMAFKIAGSMAFQEGFKKADPILLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E++  A  D       I   + +    V    +P   +  Y T +   
+ 
Sbjct  602  
IMDVEVVTPEEFMGDAMGDINSKRGQILEMKDRASAKVVKALVPLAEMFGYATAIRSMSQ  661

Query  599  GRSVCLTELKGYQ  611
            GR+    E   YQ
Sbjct  662  GRASYTMEFSNYQ  674



>EFX40038.1 translation elongation factor G [Streptococcus peroris 
ATCC 700780]
Length=719

 Score = 254 bits (648),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 314/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  35   
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  94

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  95   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  154

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  155  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  214

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  215  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  274

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  275  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGINPDTEEEEDRPASDDEPF  334

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L+    V   +   RE++ +I +M   ++ 
EI   
Sbjct  335  
AALAFKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANTRKEI---  391

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK+ A 
+++



Sbjct  392  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKADQDK  447

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  448  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  507

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  508  
RETFRAATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  567

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  568  
KGLVEAMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPAILE  627

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  628  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  687

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  688  QGRGTFMMVFDHYE  701

>WP_039043317.1 elongation factor G [Sporosarcina sp. ZBG7A]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/682 (28%), Positives = 310/682 (45%), Gaps = 
66/682 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSP----  162
            +F+NK+D+ G D    V ++ D+L A+                   +++   +  P    
Sbjct  132  
VFVNKMDKTGADFLYSVGTLHDRLQANAHPIQLPIGAEDDFEAIIDLVEMKANFYPDDTG  191

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E   D E       +A+++ ++ L+EKY+ GE +S E+L    ++     
Sbjct  192  
MNVEVKEIPEEYRADAEKARERLVEAIVDFDEVLMEKYLGGEELSVEELKNAIRKATLAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
              +PV  G+A K  G+Q ++DAV                 P  EQ         A     
Sbjct  252  
EFYPVVCGTAFKNKGVQLVLDAVIDYLPAPTDLPPMMGINPETEQEEERKASDEAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L+    +  + ++K     +I +M    + EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGVLQSGSYIKNSSKDKRERVGRILQMHANHREEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + GEI   +        D L D   +      E P P++   I PKT A ++++  
AL +
Sbjct  369  
HAGEIAAAVGLKDTGTGDTLCDDKAMIILESMEFPEPVISVAIEPKTKADQDKMGQALGK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L + DP  R   D  T E+I++ +G + L+++   L  ++K+E  V  P V Y E   
K 
Sbjct  429  
LQEEDPTFRAHTDQETGEVIIAGMGELHLDIIVDRLRREFKVEANVGAPQVSYRETFRKG  488

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A        +      +  + +   P   G+G ++++ +  G + + +  A+  G
+R  L
Sbjct  489  
AEVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFKNNIVGGVVPREYIPAIEAGVRDSL  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S    F+  A + L+ A+ +    LLEP +   
+
Sbjct  549  



NNGVLAGYPLIDIKARLFDGSYHDVDSNEMAFKIAASMALKNAVAKCDPVLLEPTMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P EY+     D       +E    + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
IIPDEYMGDIMGDITSRRGRVEGMDARGNAQVVRAMVPLAEMFGYATSLRSNTQGRGVFS  668

Query  605  TELKGYQ---AAVGQPVIQPRR  623
                 Y+    +V + VI+  +
Sbjct  669  MTFDHYEEVPKSVAEEVIKKNK  690

>WP_017315324.1 elongation factor G [Mastigocladopsis repens]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 186/698 (27%), Positives = 313/698 (45%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   +VNI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWKNYQVNIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + VRD+L  + I            K  V L          
Sbjct  129  
PRIVFVNKMDRTGANFYKVYEQVRDRLRTNAIAIQLPIGSESDFKGIVDLVKMCAYMYTN  188

Query  161  -------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  +  + +E +     +AV E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETEIPEDMRSQVEEYRTKLIEAVAETDDNLMTKYFEGEELTEDEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P GE        +  
L 
Sbjct  249  



VAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPPIQGTLPNGEAVERHADDNEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V L   +++ + 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVVLKADDRIDVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +   +  V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTLTGDTLTDENSPVILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVHVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +P+         +      +  + + + P   G+G ++ S++  G 
+ + 
Sbjct  475  
PQVAYRETIRKPVNRVEGKFIRQSGGKGQYGHVVIDLEPGQPGTGFEFVSKIVGGSVPKE  534

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G L G+ + D K     G Y+   S+   F+    + +++A
+ ++
Sbjct  535  
YIGPAEQGMKESCESGVLAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAMKEAVMKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+ +L     D       IE    ++     T ++P   +  
Y T
Sbjct  595  
APVLLEPMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEQGLAKVTAKVPLAEMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            D+   T GR +   E   Y+     V + +I   + N+
Sbjct  655  DIRSKTQGRGIFSMEFSNYEEVPRNVAEAIIAKSKGNA  692

>WP_070299952.1 elongation factor G [Campylobacter jejuni]
 OEW94323.1 translation elongation factor G [Campylobacter jejuni]
Length=691

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 



matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPTELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS------------------AAL  249
                S+ P+  G+A K  G+QPL+DAV        E  +                     
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDSTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 



Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_091712835.1 elongation factor G [Methylophaga sulfidovorans]
 SFK21609.1 elongation factor G [Methylophaga sulfidovorans]
Length=696

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 312/671 (46%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ
+A T
Sbjct  7    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHEGESTMDFMDQEAERGITIQSAAT  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  67   
TCAWKGYRLNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------



KQTVSL-------SPE  163
              +I++NK+D+ G D   VV+ V D L+A  ++           K  V L        
P+
Sbjct  127  
SRLIYVNKLDRMGADFYRVVKQVEDVLAATPLVMVLPIGIEDEFKGVVDLLTRKAWYWPD  186

Query  164  IVLEENTD-----------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                EN +           IE W     +  +E +D L+EKY+ GE  S + L    
++ 
Sbjct  187  
EKDPENYNIEEPPAEMADQIEEWREKLIETAVEQDDDLMEKYLEGEEPSIDDLKTCIRKG  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP--------
IGEQGSAALCG  251
              + + FP Y GS+ K  G+Q ++DAV            QP         G+  +  
+ G
Sbjct  247  
TLELAFFPTYCGSSFKNKGLQLVLDAVVDYLPDPTQVDPQPEVDLEGNETGKVATVDING  306

Query  252  SVFKVEYTDCGQR---RVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVR  304
             +  + +     R     ++R+YSG LR  DTV     G+ +   ++ EM    + 
E+  
Sbjct  307  
PLRALAFKIMDDRFGALTFVRVYSGELRKGDTVLNTFTGKTERVGRMVEMHADDRNEL--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A+ G+I+ I+    V+    L DP           P P++   IAPK     E
++  
Sbjct  365  -
DYAHAGDIIAIVGMKDVQTGHTLCDPKNPATLEPMVFPDPVISIAIAPKDKGASEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL ++   DP  R E D  + E I+  +G + L++   +L   + ++ +V EP V 
Y E 
Sbjct  424  
ALGKMIKEDPSFRVETDQDSGETIMKGMGELHLDIKVDILKRTHGVDVIVGEPQVAYRET  483

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +    S+T   +   +  +  I   + P   GSG  +ES V+ G + + F  AV  
G 
Sbjct  484  
ITQRVEDSYTHKKQSGGSGQFGRIDYIIEPGEPGSGFTFESTVTGGTVPREFWPAVEGGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  + +G L G+ + D K+    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KKMMGKGVLAGFPLLDVKVNLFDGAFHAVDSSAIAFELAAMGAYRQSIPKAGPQLLEPIM  603



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++++     D  +    I++       V    ++P   +  Y   L   
T+GR
Sbjct  604  
KVDVFTPEDHVGDVIGDLNRRRGMIKSQDAGPTGVRIKADVPLSEMFGYIGSLRTMTSGR  663

Query  601  SVCLTELKGYQ  611
                 E   Y 
Sbjct  664  GQFSMEFLQYN  674

>WP_084971853.1 elongation factor G [Streptococcus oralis]
 ORO78561.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      



E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>OGV08888.1 translation elongation factor G [Ignavibacteria 
bacterium RIFOXYB2_FULL_37_11]
 OGV15553.1 translation elongation factor G [Ignavibacteria 



bacterium RIFOXYC2_FULL_38_25]
 OGV16480.1 translation elongation factor G [Ignavibacteria 
bacterium RIFOXYA2_FULL_38_8]
 OGV25460.1 translation elongation factor G [Ignavibacteria 
bacterium RIFOXYC12_FULL_38_8]
 OGV80668.1 translation elongation factor G [Melioribacter sp. 
GWF2_38_21]
Length=700

 Score = 253 bits (647),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/674 (28%), Positives = 317/674 (47%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILFYTGKLHRMGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RSL VLDGAI +  A  GV+ Q+  ++    
K  +
Sbjct  70   
TTEWRDHQINIIDTPGHVDFTVEVERSLRVLDGAIALFCAVGGVEPQSETVWRQADKYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+ +++KL A                   D++  + V  
+ 
Sbjct  130  
PRIAFVNKMDRVGADFFHAVEMMKEKLGAHAIPITIPVGEGDLFRGIIDLMSMRAVMFNE  189

Query  163  EIV---------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +               L +    +  +AV + +D LLEKY+ G+ IS  ++ +  
+  
Sbjct  190  
ESLGSTFEEVEIPADLAPLAQKYRTQMLEAVSDVDDTLLEKYLEGKEISEAEVRKVLREA  249

Query  208  
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------AA  248
               +++ PV  GS+ K  G+Q L+DAV        + G+                     
Sbjct  250  
TVKSTIIPVLCGSSFKNKGVQQLLDAVVDFLPSPLDAGNLTAHHIDKNDHIERKVDPKEK  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
                 FK+       +  ++R+Y+GTL     + ++V+       ++ +M    + 
++  
Sbjct  310  
FAALAFKIMTDPFVGKLTFIRVYTGTLEAGSYIYNSVSDKKERVGRVLQMHANHREDL--  367



Query  305  TDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D    G+I  ++     R  D L    D   L R  +   P P+++  I PKT A 
+++
Sbjct  368  -DGIRAGDIAAVVGLKHTRTGDTLCTEDDAIILERMVF---
PEPVIQIAIEPKTKADQDK  423

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L DA+ +L+D DP  + +VD  T + ++S +G + LE++   +  ++K+E  V +P 
V Y
Sbjct  424  
LSDAMVKLSDEDPTFKVKVDDETGQTLISGMGELHLEILVDRMKREFKVEANVGKPQVAY  483

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + ++A    +        F   + +   P  +G G ++E+ +  G + + F 
N V
Sbjct  484  RETITKKVQAEGKFVKQSGGRGKF-
GHVWIEFEPNEVGKGFEFENAIVGGAVPKEFINPV  542

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             +G++  L  G L G+ V D K     G Y+   S    F+  A +  +Q   ++G  
LL
Sbjct  543  
INGLKDALRNGVLAGYPVVDVKAKLYDGSYHDVDSDEISFKVAASMAFKQGALKAGPILL  602

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +S  +  P+EYL     D       IE    +KD  V    +P   +  Y T 
L   
Sbjct  603  
EPMMSVEVTTPEEYLGDVMGDINSRRGKIEGFTSRKDAQVIRAMVPLAQMFGYATTLRSM  662

Query  597  TNGRSVCLTELKGY  610
            T GR++   +   Y
Sbjct  663  TQGRAIYSMQFSHY  676

>WP_059107363.1 elongation factor G [Staphylococcus auricularis]
 PNZ67326.1 elongation factor G [Staphylococcus auricularis]
 PTH16644.1 elongation factor G [Staphylococcus auricularis]
 PTH25717.1 elongation factor G [Staphylococcus auricularis]
Length=696

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 187/692 (27%), Positives = 317/692 (46%), Gaps = 
75/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P ++F+NK+D+ G +    + ++ D+L A+     + I      +  I L E        
Sbjct  129  
PRIVFVNKMDKLGANFDYSLSTLHDRLQANAQAIQLPIGAEDEFNAIIDLVEMKCYQYND  188

Query  169  --NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE                    +AV E N+ L+EKY+  + IS ++L    
++  
Sbjct  189  
DLGTDIEEIEIPDDYKDKAEEARVTLIEAVAETNEDLMEKYLDDQEISVDELKDAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI--------------
GEQGSAA  248
             D   +PV  G+A K  G+Q ++DAV          +PI                   
A 
Sbjct  249  
TDVEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRTDDPDEEVVAKADDDAE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V  + ++K     ++ +M    + 
E+  
Sbjct  309  
FAALAFKVMSDPYVGKLTFFRVYSGTLSSGSYVKNSTKDKRERVGRLLQMHANHREEL--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
             +T Y G+I      +V L D     T    K        E P P++  ++ PK+ 
A ++
Sbjct  367  -NTVYAGDIAA----
AVGLKDTGTGDTLCGEKNDIILETMEFPEPVIHLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V 
Sbjct  422  
KMTQALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVS  481

Query  420  YMERPLKAA--



SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E    +A        +      +  + +  TP   G G ++E+ +  G + + +  
+V
Sbjct  482  
YRETFKTSAQVQGKFARQSGGRGQYGDVQIEFTPNETGGGFEFENAIVGGVVPREYVPSV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+L
Sbjct  542  
EQGLKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EYL     D       ++  + + +  V    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTIEMPEEYLGDIMGDVTSRRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSN  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRRPN  625
            T GR         Y+    ++ + +I+    N
Sbjct  662  TQGRGTYTMYFDHYEEVPKSISEEIIKKNTGN  693

>WP_050221618.1 elongation factor G [Streptococcus pneumoniae]
 CKF51499.1 elongation factor G [Streptococcus pneumoniae]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188



Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDAEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               DT Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLSLKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +   +E L             ++  +   +  +    +P   +  Y 
T L 



Sbjct  599  
ILEPMMLVTITVREENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>OCW79078.1 elongation factor G [Pelagibacteraceae bacterium GOM-A2]
Length=691

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 184/656 (28%), Positives = 301/656 (46%), Gaps = 
60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WREHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-------------
ENTD  171
             F+NK+D+ G D    V  ++D+L A  ++ Q + +  E  L+             
+N D
Sbjct  132  CFVNKLDRTGADFFRCVDMIKDRLGAKPLVMQ-
IPIGIEASLQGVVDLVKMKAIVWKNED  190

Query  172  IEA-WD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            + A W+                       +E ++KL+E Y+ GE I +E L++  +
+   
Sbjct  191  
LGAEWEEKDIPDDLKETCDKYRQELVETAVEQDEKLMEAYLGGEEIKQEDLIKCVRKGCL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGE----------------
QGSAALC  250
            +    PV  GSA K  G+QPL+DAV       + +G                 + 
SA   
Sbjct  251  
NFEFVPVLTGSAFKNKGVQPLLDAVVDYLPSPEDLGSIMGTKPGSDEEIEMKFEDSAPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    V     +K  ++  M +           



A 
Sbjct  311  
ALAFKVATDPFVGSLTFIRIYSGTVKSGTGVYNTSSDKEERVGRMLLMHANSREDIKEAS  370

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L    +      L +          E P P++   + PK+ A +E++ 
+AL +L
Sbjct  371  
AGDIVALAGLKNTITGHTLANKDAPVLLEPMEFPDPVIEIAVEPKSKADQEKMGEALGRL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E  
L AA
Sbjct  431  
AKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETILNAA  490

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + LSV PL  G G + ES++  G + + F   V  G+    
+
Sbjct  491  
EFDYTHKKQSGGAGQFARVKLSVEPLEPGKGREVESKIKGGAIPKEFIPGVEKGVETIAD  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    GL++   S+   F   +    ++A      +LLEP +   
+ 
Sbjct  551  
GGILAGFPLIDYKVTILDGLHHDVDSSVLAFELASRQCFKEACARGTLKLLEPVMRVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P++Y+     D       I T + + +  V T  +P   +  Y   L   + GR+
Sbjct  611  TPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINSLRSMSQGRA  
666

>WP_105126475.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITIDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  



VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_088491087.1 elongation factor G [Saccharibacillus sp. O23]
 OWR26917.1 elongation factor G [Saccharibacillus sp. O23]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 323/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV----------------LE  167
             ++NK+D  G D  +VV+ + ++L A+ + I+  +    + V                
L 
Sbjct  132  
AYVNKMDIIGADFLNVVKDMGERLQANSVAIQLPIGAENDFVGIIDLVEQKAHMYKDDLG  191

Query  168  ENTDI----EAWDAVIEN------------
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +N ++    E + A +E             +++L+ KY+ GE IS E+L    ++ 



V D 
Sbjct  192  
QNIEVVDVPEEFKAQVEELRGILVEKVAELDEELMMKYLEGEEISIEELKAALRKGVIDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ K  G+Q ++DAV   L  P+         E G   +  S          
Sbjct  252  
KIFPVICGSSYKNKGVQLMLDAVIDYLPAPVDVPAIQGHLEDGEETVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSRQEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALSKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +  + +   PL  G+G Q+ES+V  G + + +     
Sbjct  482  ETFRQPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFESKVVGGSVPREYIQPAL  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
AGIEEQMKSGVIAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRSGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674



>WP_003351430.1 elongation factor G [Bacillus methanolicus]
 EIJ80022.1 elongation factor G [Bacillus methanolicus PB1]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 308/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSP-  162
            P ++F+NK+D+ G D    V+++ D+L A+                   +++   +    
Sbjct  129  
PRIVFVNKMDKIGADFLYSVKTLHDRLQANAHPIQLPIGAEDQFEGIIDLVEMNATFYAN  188

Query  163  ---------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E +++L+EKY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDITVREIPEEYKAQAEKYREKLIEAVAELDEELMEKYLGGEEITNEELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  249  
INVEFYPVLCGSAFKNKGVQKMLDAVIDYLPSPVDIPAIKGINPDTEEEVTRPSSDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKVMSDPYVGKLTFFRVYSGTLSSGSYVQNSTKGKRERIGRILQMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D          + P P+++ ++ PK+ A +++



+  A
Sbjct  366  
SMVYAGDIAAAVGLKDTTTGDTLCDDKNSVILESMQFPEPVIQLSVEPKSKADQDKMSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDPETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RKSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE+G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DALEKGVLAGYPMVDIKAKLFDGSYHDVDSSEMAFKIAASLALKNAAAKCDPVLLEPIMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGGITARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFTMHFDHYE  675

>WP_069875985.1 GTP-binding protein [Fusibacter sp. 3D3]
 GAU79223.1 ribosome protection-type tetracycline resistance related 
proteins 
group 2 [Fusibacter sp. 3D3]
Length=882

 Score = 257 bits (656),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 191/640 (30%), Positives = 304/640 (48%), Gaps = 
50/640 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+ES+L+ SG I + G V+      DT  LE+ RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDAGKTTLSESMLFLSGKIRQMGRVDNKDAYLDTYELEKARGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFNIEDTEITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLEIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+DQ G D  +++  ++  L    I    V                +
+A+  
Sbjct  121  IPTFIFVNKMDQKGTDKNALIHEIKRTLGEGCIEFSEVKTES-----------
FFEALAL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
              + L+E Y+    +S + +       +Q+ SLFPV+ GSA K  G+   M  +    
+ 
Sbjct  170  CEESLMEVYLEKGTVSDKHIC----
EGIQNRSLFPVFLGSALKLEGVAFFMKGIKAYVKL  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS-  298
            PI      A    ++K+   + G R  ++++  GTL+++D +     E+ K+ +
+RI S 
Sbjct  226  PIYADPFGA---KIYKISRDEQGNRLTHMKITGGTLKVKDAIKSEDWEE-
KVNQIRIYSG  281

Query  299  -KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
             K E+V    A  G I  +       P   + +     +P   P   ++          
+
Sbjct  282  QKYEVVTALKA--
GAICAVTGLSQTKPGAGIGIEGASSEPILEPVLSYK---------MV  330

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P     R  +L  L  L +  P L    +    EI +  +G VQLE++ +L+ ++
+ + 
Sbjct  331  LPDGIDAR-
MMLPNLKVLEEEAPELHFVWEEELKEIKVQIMGEVQLEILQSLIMDRFNVW  389

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E  ++Y E+ +       H E  P   +A + L + P + GSG+Q+ S  +   
L 
Sbjct  390  VTFGEGRIVYKEKIVHVVEGVGHFE--
PLRHYAEVHLLLEPSAKGSGLQFTSICNEEILE  447

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  V   +R    +G L G  +TD KI    G  ++  +   DFR      + 
Q L 
Sbjct  448  



KNWQRLVLSHLREKAHRGVLTGSMITDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLM  507

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+ + LLEPY +F L  P+  + RA  D      T E AQ   +  V  G  P   
++ Y
Sbjct  508  
EAESILLEPYYAFQLELPENLVGRAMTDVENMHGTCEIAQTDGEIAVIKGRAPVATMRNY  567

Query  590  RTDLAFYTNGRSVCLTELKGY------QAAVGQPVIQPRR  623
            + ++  Y  GR      L+GY      +A + Q   +P R
Sbjct  568  QKEVIAYAKGRGQLFLTLEGYDTCHNAEAIIEQMAYEPER  607

>PIU08838.1 elongation factor G [Candidatus Moranbacteria bacterium 
CG08_land_8_20_14_0_20_34_16]
 PIW95070.1 elongation factor G [Candidatus Moranbacteria bacterium 
CG_4_8_14_3_um_filter_34_16]
Length=696

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 184/674 (27%), Positives = 314/674 (47%), Gaps = 
74/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERVLFYTGITHKIGEVHEGQATMDWMEQEKERGITITSATTTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V   K+GV+ Q+  ++    K N
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGKEGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLS---P  162
             FINKID+ G D    + ++  +L+                    D+I  +  + S    
Sbjct  132  
CFINKIDKEGADFYYALDTIWKRLTPNALALQIPIGERGDFRGVVDLIKMKAYTFSGEMG  191

Query  163  EIVLEEN--TDI----EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            EIV EE+   D+    + W     + + E +D L EKY+ GE IS+ +L +  ++ 
V   
Sbjct  192  
EIVNEEDIPEDLLEKSKEWREKMVEKISETDDTLTEKYLNGEEISQNELKQALRKSVIGT  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------------------
IGEQGSAALCG  251



             L PV+ G+A +  G+Q ++DAV                          I    +A    
Sbjct  252  
KLVPVFTGTALRNKGVQLILDAVVDYLPAPTDVPNIKGMDIDDIEKEIEIKFDDNAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL+    +  + + K     +I  M    + EI    
T
Sbjct  312  
LAFKVATDPFVGQLTFFRVYSGTLKAGSYILNSSKGKKERASRILRMHANHREEIAEIYT  371

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
               G +V +   +    D L D  +         P P++   + PKT A +E++  
AL +
Sbjct  372  GDIGALVGMKDTTT--
GDTLCDENKPVLLESITFPEPVISIAVEPKTKADQEKMGLALRK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-PLK  426
            LA+ DP  +   D  T + I+S +G + L+++   +  ++K+E  + +P V Y E   
++
Sbjct  430  
LAEEDPTFKVRTDEETGQTIISGMGELHLDIIVDRMKREFKVEANIGQPQVAYRETIKVE  489

Query  427  AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A +   +I +      +    + V P   G G ++   +  G + Q +  A++ G+
+  +
Sbjct  490  
AQAEGKYIRQSGGRGQYGHCWIKVNPQEPGEGFEFVDEIKGGVIPQEYIPAIQKGVKEAM  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G ++   S+ A F+    +  ++A++ +   +LEP +    
Sbjct  550  
NSGVLAGYPIVDIKATVYDGSFHEVDSSEAAFKIAGSMAFKEAIRRANPIILEPVMKVTA  609

Query  545  YAPQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
              P++++     D       I+        +A+VK+     + EIP   +  Y T 
L   
Sbjct  610  ITPEQFMGDVVGDINSKRGIIKEMNDRGEGSARVKE----
ISSEIPMVAMFGYATQLRSM  665

Query  597  TNGRSVCLTELKGY  610
            T GR+  + E   Y
Sbjct  666  TQGRANYVMEFSHY  679

>OQX88415.1 elongation factor G [Candidatus Omnitrophica bacterium 
4484_70.2]
Length=684



 Score = 253 bits (645),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 195/662 (29%), Positives = 322/662 (49%), Gaps = 
70/662 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIG +AH+DAGKTT TE +L+ +  I + G V++GT  TD M  E++RGITI 
+A T 
Sbjct  7    
IRNIGFVAHIDAGKTTTTERVLFYTKRIYKIGEVDEGTATTDWMPQEKERGITITSAATY  66

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +W    +NI+DTPGH+DF  EV RSL VLDG +++     GV+ Q+  ++    K  
I 
Sbjct  67   
CEWKNHYINIIDTPGHIDFTVEVERSLKVLDGVVVIFCGVGGVEPQSETVWRQADKYKIA  126

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE  163
             + F+NK+D+   D   VV+ + +KL+A                   D+I ++ +    
E
Sbjct  127  
RIAFVNKLDRKEADFFGVVKEMEEKLAAPVVVVNLPWYEEEKLVGIIDLIKEKAIYYKNE  186

Query  164  IVLE-ENTDIEAW---------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQ  209
            + LE E  DI ++         D +IE     +D++L +++ G+ IS E++++  +
+ V 
Sbjct  187  
LGLEWEYKDIPSFLKEEATFYRDKLIERLAELDDEILHRFVEGKGISEEEIIKRIRKYVL  246

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------LCG  251
               L PV  GSA +  GIQ L+DA+             +    QG++           
CG
Sbjct  247  
QNQLVPVLCGSALRNRGIQSLLDAIVSWLPSPKDLKKVKGFDLQGNSLELEISERERFCG  306

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  Y R+Y+G ++  + +  +    +E++ KI  M   ++ EI+
+   
Sbjct  307  LCFKVFSDPFVGKLFYTRIYTGKVKAGEEIFNSTKKIKERINKIVRMH-
ANRQEIIQ--E  363

Query  308  AYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWRED---
PLPMLRTTIAPKTAAQRERLLD  363
            A  G+IV           D L   T++      E+   P P++   I PKT   +E
+L  
Sbjct  364  AKAGDIVCFVGFKKTTTGDTL---
TKIGSSLLLEEIHFPEPVVSLAIEPKTQKDQEKLFL  420



Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L D DP  R   +  T + I+S +GR+ LEV+   L   + +E  V  P V 
Y E 
Sbjct  421  
ALKKLEDEDPSFRVSYNKETGQNIISGMGRLHLEVMVERLLRDFGVEAKVGTPYVAYRET  480

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R +++    I  +      +  +   + P+  G G+ +E+++  G + + F  
AV++G
Sbjct  481  ITRKVESVGKFIQ-
QSGGRGQYGHVVFLMQPVEKGEGIVFENKIKGGVIPREFIPAVKEG  539

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +    E G+  G+ VTD K+    G Y+   S+   F+  A I  +  L+++   
LLEP 
Sbjct  540  
VISSSEAGVLGGYPVTDVKVVLVDGSYHEIDSSDLAFKIAAEIAFKDGLRKANPVLLEPI  599

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P  YLS+   D     A I + + +K+  V   E+P   +  Y   L   
T G
Sbjct  600  
MKLEVVTPLSYLSQVIGDLNTRRAKITSIEERKNVKVVKCEVPLAEVFDYADILRNLTQG  659

Query  600  RS  601
            R+
Sbjct  660  RA  661

>WP_099099762.1 elongation factor G [Nostoc sp. 'Peltigera malacea 
cyanobiont' 
DB3992]
 PHM10966.1 elongation factor G [Nostoc sp. 'Peltigera malacea 
cyanobiont' 
DB3992]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 194/693 (28%), Positives = 321/693 (46%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVL----  166
            P + FINK+D+ G +   V + +RD+L A+ I  Q            V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYKVHEQIRDRLRANAIAIQLPIGSENDFRGIVDLVRQRAYIYAN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  A  E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETDIPEELQAQVDEFRTKLIEAAAETDDALMAKYFDGEELTEQEVRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++ PV  GSA K  G+Q ++DAV              GL  P G+        
S  L
Sbjct  249  IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPSEVPPIQGLL-
PNGDTVERRADDSEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    +    
D  
Sbjct  308  AALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNASKNKKERISRLVLMKADDRQDVDEL  366

Query  309  YPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              G++      ++ L D L        G P  L        P P++   + PKT    
++
Sbjct  367  RAGDL----GAALGLKDTLTGDTLCDEGSPVILESLFI---
PEPVISVAVEPKTKNDMDK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  420  
LSKALQSLSEEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAY  479

Query  421  MERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   KA +      +  +      G   +++ P   GSG ++ S+++ G + + +    
Sbjct  480  
RETIRKAVNKVEGKFIRQSGGKGQYGHVVINLEPGEPGSGFEFVSKIAGGTVPKEYVGPA  539

Query  478  RDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++   E G L G+ + D K     G Y+   S+   F+    + +++A+ ++   
+L
Sbjct  540  
EQGMKESCESGVLAGYPLIDVKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLKASPVIL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       IE+   +K     T ++P   +  Y TD
+   
Sbjct  600  
EPMMKVEVEVPEDYMGNVIGDLNTRRGQIESQSTEKGLAKVTSKVPLASMFGYATDIRSK  659

Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            T GR     E   Y+    +V + +I   + N+
Sbjct  660  TQGRGTFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_079546909.1 elongation factor G [Christensenella massiliensis]
Length=692

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/673 (28%), Positives = 315/673 (47%), Gaps = 
67/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTATERILFYTGRTYKIGDTHDGNAVMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++       
+
Sbjct  69   
TTQWEGHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQAEGYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P + F+NK+D  G D  +VV  ++++L A+ +                            
Sbjct  129  
PRMAFVNKMDIMGADFYNVVDMIKERLGANPVPLQLPIGVEDTFSGVIDLVEMKAITYPD  188

Query  154  -----IKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                  K  V   PE + E   D   +  +AV + ++ ++EKY AGE I++E++++  
++
Sbjct  189  
DDPTGTKFVVGDIPEDMKEIADDYREKLIEAVADQDESIMEKYFAGEDITKEEIIKVLRK  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------



QPIGEQG-------SA  247
                 ++ PV  GSA +  GIQPL+D +  L             +P  E+        
+ 
Sbjct  249  
GTIAGTIIPVCCGSAYRNKGIQPLLDKIVELMPSPLDIPAIKGIKPGTEEEIERPADVNG  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+       +  + R+YSG LR    V       RE++ +I  M    + 
E+ 
Sbjct  309  
PFAALAFKIMADPFVGKLAFFRVYSGKLRSGSYVLNSTKGKRERIGRILRMHANHREEV-  367

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D    G+I   +    V   D L D  +         P P+++  I PKT A 
+E++ 
Sbjct  368  --
DEVEAGDIAAAVGFKDVGTGDTLCDDKQQIILENMVFPDPVIQVAIEPKTKAGQEKMS  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY--  420
             AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+E  V +P V 
Y  
Sbjct  426  
VALQKLAEEDPTFRAYTDEETGQTIIAGMGELHLEIIVDRMLREFKVEASVGKPQVAYRE  485

Query  421  -
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
             M +P+      +  +      +    + V PL  GSG ++E+++  G + + +  
++  
Sbjct  486  AMTKPVDVEGKYVR-
QSGGKGQYGHCKIHVEPLEPGSGYEFENKIVGGAIPKEYIPSIDA  544

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+   + GL  G+ V D K+    G Y+   S+   F+    + +++A  + G+ 
LLEP
Sbjct  545  
GIQEAAKSGLVGGYEVVDFKVTLVDGSYHEVDSSEMAFKIAGSMAIKEAFAKGGSILLEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL     +       IE  + +    +    +P   +  Y TDL   
T 
Sbjct  605  
MMKVEVVVPEEYLGDVMGNVNSRRGRIEGTEARGGGQIIRAMVPLSEMFGYATDLRSRTQ  664

Query  599  GRSVCLTELKGYQ  611
            GR     +   Y+
Sbjct  665  GRGQFTMQFDHYE  677

>WP_102991327.1 elongation factor G [Laceyella sp. FBKL4.010]



 AUS07627.1 elongation factor G [Laceyella sp. FBKL4.010]
Length=691

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/664 (28%), Positives = 311/664 (47%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFCAKGGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             ++NK+D  G D    V+ +R++L A+ +  Q                            
Sbjct  132  
AYVNKMDILGADFYGAVEQMRERLGANAVPIQIPIGSEETFEGVIDLITMKAIIYTDDLG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T S + EI  E     E +     +AV E +++L+ KY+ GE +++E++V   ++   
+ 
Sbjct  192  
TTSEAREIPAEYADKAEEYRNNLVEAVAELDEELMMKYLEGEELTQEEIVSALRKGTCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAALC  250
             + PV  GS+ K  G+QPL+DAV                         Q   E+  
AAL 
Sbjct  252  
KITPVLCGSSYKNKGVQPLLDAVVAYLPSPLDVPAIQGTLPDGTEIARQSSDEEPFAALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FKV       +  + R+YSGTL     V       RE++ +I +M    + EI 
+  
Sbjct  312  ---
FKVMTDPYVGKLTFFRVYSGTLESGSYVMNTTKGKRERIGRILQMHANHREEISKV-  367

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I    + +V L D     T    K        E P P+++  I PK+ A 
++++
Sbjct  368  --YAGDI----



AAAVGLKDTTTGETLSDEKNPIILESMEFPEPVIKIAIEPKSKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              ALT+LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  P 
V Y 
Sbjct  422  
GLALTKLAEEDPTFKTWTDEETGQTIIAGMGELHLEIIVDRLKREFKVEANVGAPQVAYK  481

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +   PL  G+G ++ +++  G + + +  
AV+ 
Sbjct  482  
ETFRSSAKVEGKFVRQSGGRGQYGHVWIEFEPLEEGAGFEFVNKIVGGVVPKEYIPAVQA  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D +     G Y+   S+   F+    + L+ A  +    
LLEP
Sbjct  542  
GIEEAMQNGVLAGFPLVDVRATIVDGSYHDVDSSEMAFKIAGSMALKAAKSKCNPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++Y+     D       +E  + +    V    +P   +  Y ++L   
T 
Sbjct  602  
MMKVEVTVPEDYMGDVMGDINSRRGRVEGMEARGGAQVIRAMVPLAEMFGYVSNLRSRTQ  661

Query  599  GRSV  602
            GR V
Sbjct  662  GRGV  665

>WP_086746069.1 elongation factor G [Pseudoalteromonas ulvae]
 OUL55927.1 elongation factor G [Pseudoalteromonas ulvae]
Length=694

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 307/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  



+  V
Sbjct  69   
WNGHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A+ +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGANPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDSGL  188

Query  167  EENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN  IE                  ++ +E +D L+E Y+ GE  S E + R  ++  
+ 
Sbjct  189  
PENYTIEDVPADMVDKVDEYHEMLIESAVEQDDDLMEAYMEGEVPSIEDIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
MDFFPTYCGSAFKNKGVQLVLDAVVDYLPSPTEVDPQPLMDEDGNENGEHAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
REVEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSTVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 



+  
Sbjct  545  
MMNNGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    ++  +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMMKDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_043721502.1 elongation factor G [Kutzneria sp. 744]
 EWM15543.1 elongation factor EF-G [Kutzneria sp. 744]
Length=699

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 319/672 (47%), Gaps = 
82/672 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGAATMDWMEEEQKRGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V++++++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVRTIQERLGAKPLPIQLPIGAENDFTGVVDLVEMRALTWHG  190

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   ++  IE                  +AV E +D L+E Y+ GE +S E++ R  
++
Sbjct  191  
EVQKGDDYTIEEIPADLAEIAAEYREKLVEAVAETDDALMELYLGGEELSVEQIKRGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------



QPIGEQ  244
             V D   +PV  GSA K  G+QP++DAV                          +P  
E+
Sbjct  251  
IVTDRVAYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVPPVEGTLLDGETPAFRKPSSEE  310

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              +AL    FK+       +  Y+R+YSG L        AG + +  T+ R    G
++ +
Sbjct  311  PFSALA---FKIAAHPFFGKLTYIRVYSGKLN-------
AGTQVINSTKDRKERIGKLFQ  360

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     + A  G I   +        D L DP           P P++   I 
PKT 
Sbjct  361  
MHSNKENPVEVASAGHIYAAIGLKDTTTGDTLCDPQSPIVLESMTFPDPVISVAIEPKTK  420

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  + + D  T + I++ +G + LEV+   +   YK+E  
+ +
Sbjct  421  
ADQEKLGTAIQKLAEEDPTFQVKQDEETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGK  480

Query  416  PSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLN  470
            P V Y E   R ++  S+T   +   +  +A + + + PL    G  YE  ++VS 
G + 
Sbjct  481  
PQVAYRETIRRKVEKYSYTHKKQTGGSGQFAKVIIEIEPLKSEDGALYEFDNKVSGGRIP  540

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  +V  G +  ++ G L G+ +   K+    G Y+   S+   F+    + L+
+A +
Sbjct  541  
REYIPSVDAGAQDAMQYGVLAGYPLVGIKVTLLDGAYHEVDSSEMAFKIAGSMALKEAAR  600

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP ++  +  P++Y+     D       I+  + +    +    +P   
+  Y
Sbjct  601  
KADPVLLEPVMAVEVTTPEDYMGDVIGDLNSRRGQIQAMEERSGARIVKALVPLSEMFGY  660

Query  590  RTDLAFYTNGRS  601
              DL   T GR+
Sbjct  661  VGDLRSKTQGRA  672

>WP_056967763.1 GTP-binding protein [Lactobacillus paralimentarius]



 KRK52783.1 translation elongation factor (GTPase) [Lactobacillus 
paralimentarius 
DSM 13961 = JCM 10707]
 OWF32909.1 Elongation factor G [Lactobacillus paralimentarius]
Length=651

 Score = 252 bits (643),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 196/619 (32%), Positives = 307/619 (50%), Gaps = 
37/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + + G V+ G    D+  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIVAHVDAGKTTLSEALLYKTGQLRKLGRVDNGDAFLDSDDLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  T+ L++ L
+   
Sbjct  61   
ANLQYENLNLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTKTLWNLLQNYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NKID AGVD   V++ +++KLS   I           VL ++T    ++ 
+  
Sbjct  121  IPTFIFVNKIDVAGVDQTQVLEDLQNKLSPGCITFSN-------VLSDDT----
YEEIAL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +L +++    ++ + +    ++ VQ   +FP Y+GSA K  GI   +         
Sbjct  170  QDDDILNQFLESGTLTADTI----
RQMVQKRQIFPCYFGSALKISGIDEFLQGFETWTNE  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               Q        VFK+ + +  +R  ++++  G L  +D +     E  K  ++RI 
S  
Sbjct  226  --NQYDNTFGAKVFKISHDENDERLTWIKVTGGVLHNKDILL----
EDQKANQVRIYSGA  279

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQR  358
            +         G I  +   +   N   G    L ++R   DP   P+L  T+ PK     
Sbjct  280  KFELQQEIPAGGICAVTGLT---NTYPGQG--
LGKERNASDPTIQPVLTYTVDPKD-NDL  333

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
               L AL QL D DP L     +   EI +  +G VQLEV+  LL +++ L+    



E S+
Sbjct  334  
HTCLTALRQLEDEDPQLHVTWSNQLEEIRVQIMGEVQLEVLQQLLLQRFNLDVTFSEGSI  393

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   K      H E  P   +A + L + P   GSG+ ++S+ +L  L +++Q
+ V 
Sbjct  394  LYRETITKKVEGIGHFE--
PLRHYAEVHLLMEPAKPGSGLTFDSQCNLDTLGRNWQHQVL  451

Query  479  DGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESGT  533
              +      G L G  +TD KI    G   +  S   DFR      + Q L    +  
G 
Sbjct  452  
SNLSAKEHLGVLIGAPITDMKITLISGRASNVHSVGGDFREATWRAVRQGLMMLEQYDGC  511

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTD  592
            QLLEP+  F L   Q+ + RA +D  K   T +T +V  ++  V TG  P   +Q 
Y   
Sbjct  512  
QLLEPWYQFRLEVEQDQVGRAMNDIQKMNGTFDTPEVTNNQTNVLTGIAPVSQMQGYSKQ  571

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT+G+      + GY+
Sbjct  572  VRAYTHGQGQLECIILGYR  590

>WP_025649133.1 GTP-binding protein [Clostridium perfringens]
Length=646

 Score = 252 bits (643),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 175/610 (29%), Positives = 289/610 (47%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185



            FINKID+ G ++  V+  ++ KLS DII   +        LE+ T     + V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKHKLSEDIIFFSS-------KLEDGT----
IEEVVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEGN-
LSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVRAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ I L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEIHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585



Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GGLSLKFHGY  595

>WP_070466788.1 MULTISPECIES: elongation factor G [Aerococcus]
 OFU53405.1 elongation factor G [Aerococcus sp. HMSC10H05]
 PMC80683.1 elongation factor G [Aerococcus viridans]
Length=697

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/674 (27%), Positives = 306/674 (45%), Gaps = 
68/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHDGGAQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDG++ ++ A+ GV+ QT  ++       
+
Sbjct  70   
TAQWNGHRVNIIDTPGHVDFTVEVERSLRVLDGSVALLDAQSGVEPQTETVWRQADTYKV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F+NK+D+ G D    V ++ ++L A+                I   V ++ E
+   
Sbjct  130  
PRIVFVNKMDKMGADFLYAVNTIHERLQANAQPIQLPIGSEDDFEGIIDLVEMNAEVYTS  189

Query  168  ENTDI--------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++                 E W     +++ + N+ ++EKY+ GE IS+++L    
++  
Sbjct  190  
DDGREYEEREIPEEYRELAEKWHTNLIESIADVNEDIMEKYLEGEEISKQELKDAIRQAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------
QPIGEQG----------------S  246
             +   FPV  GSA K  G+Q ++DAV           PI  QG                 
Sbjct  250  INVDFFPVLCGSAFKNKGVQLMLDAVIDYLPAPTDVPPI--
QGHAFDDPEAVIEVRANDD  307

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            A      FKV       R  + R+YSGT++    +  A ++K     +I  M   S
+ E+
Sbjct  308  



APFSALAFKVMTDPFVGRLTFFRVYSGTVQSGSYIQNATKDKRERLGRILLMHANSRSEV  367

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D  + G+I   +        D L D          E P P++   I P T A 
++++
Sbjct  368  ---
DEVFSGDIAAAVGLKDTTTGDTLCDVDNKVILESMEFPEPVIEVAIEPDTKADQDKM  424

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + L+++   L  ++ +   V  P 
V Y 
Sbjct  425  
SIALGKLAEEDPTFRASTDHETGQTIIAGMGELHLDIIVDRLKREFNVSATVGAPQVSYR  484

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +          +      +  + +  TP   G+G ++E+ +  G + + +  
AV  
Sbjct  485  
ETFTQETQVQGKFVRQSGGKGQYGDVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEA  544

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L  A K +   
+LEP
Sbjct  545  
GLKDAMENGVLAGFPLIDVKAKLYDGSYHDVDSSETAFKVAASLALRNATKTAQPAILEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL             IE    + + ++    +P   +  Y T L   
T 
Sbjct  605  
MMRVDIQVPEEYLGDVMGHVSARRGRIEGQAPRGNALMINSLVPLSEMFGYATTLRSATQ  664

Query  599  GRSVCLTELKGYQA  612
            GR         Y+A
Sbjct  665  GRGTFTMTFDHYEA  678

>KKT06370.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWA2_43_17]
 KKT93692.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWF2_45_11]
 KKT98270.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWC2_45_15]
 OGY93222.1 translation elongation factor G [Candidatus 
Komeilibacteria bacterium 
RIFOXYA2_FULL_45_9]
 OGY93322.1 translation elongation factor G [Candidatus 
Komeilibacteria bacterium 
RIFOXYC2_FULL_45_12]



Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/673 (28%), Positives = 311/673 (46%), Gaps = 
70/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KYRNIGIIAHIDAGKTTVSERILFYTGKKHKIGEVHEGEAEMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG +++     GV+ Q+  ++H   
K N+
Sbjct  69   
TCYWQDCRINIIDTPGHIDFTAEVQRSLRVLDGGVVIFDGVAGVEPQSETVWHQADKFNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + FINK+D+ G D    + S+ ++L+                    D+  ++      
Sbjct  129  
PRIAFINKMDRMGADFYKDLASIHNRLTKNAYPLQLPIGAAETFAGLVDLFAQKAYFYKD  188

Query  163  E---IVLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
            +   +V E     E  D V E  +KLLE           KY+    I   +L +  
+R V
Sbjct  189  
DLGKVVEETEVPAELKDKVAEYREKLLEAVASTDDVLMNKYLEDGKIEEAELKKALRRAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQP--------
IGEQGSAA  248
                + PV  GSA K  G+Q L+DAV               F+P        I    
+ +
Sbjct  249  
IKNEIVPVLCGSALKNKGVQRLLDAVCDYLPSPLDVPQVEGFEPDDKENKIMIKADDAES  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FK+       +  ++R+YSG +     V  + ++K     ++  M    + 
EI  
Sbjct  309  
LTALAFKIATDPYVGKLAFIRIYSGQMSAGSYVYNSSKDKKERIGRLLMMHANHREEIKD  368

Query  305  TDTAYPGEIV--ILPSDSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              T   G+IV  +   ++V  N +  +  P  L    +   P P++   I PKT   
+ER
Sbjct  369  AGT---GDIVAAVGLKETVTGNTLCAEDHPVALEAIEF---
PEPVISVAIEPKTKQDQER  422



Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R + D  T + I+S +G + LE++   +  ++ +E  V +P 
V Y
Sbjct  423  
MGMALQKLAEEDPTFRVKTDEETLQTIISGMGELHLEIIVDRMKREFNVECNVGKPQVAY  482

Query  421  MER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    +A +   +I +      +    L V PL+ G G ++   +  G + + +  
A++
Sbjct  483  
KETIKGEAEAEGKYIRQSGGRGQYGHCWLRVEPLARGKGFEFGDAIKGGIIPREYIPAIQ  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++   E G L G+ + D K     G Y+   S+ A F+    +  + A+K++   
LLE
Sbjct  543  
KGVKEAAENGVLAGYPLIDFKATVYDGSYHDVDSSEAAFKIAGSMAFQSAVKKANLILLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E++     D       I     + +  V  G +P   +  Y T L   
T
Sbjct  603  
PLMKIEVVTPEEFMGDVIGDLNSKRGQINEMSDRSNMKVIDGLVPLASMFGYATSLRSLT  662

Query  598  NGRSVCLTELKGY  610
             GR+    E   Y
Sbjct  663  QGRASYSMEFDHY  675

>WP_044765841.1 elongation factor G [Streptococcus suis]
 CZA42826.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 193/677 (29%), Positives = 323/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +



Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  +P   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_075496205.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 183/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFRGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249



                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>WP_061295623.1 GTP-binding protein [Clostridium botulinum]
Length=651



 Score = 252 bits (643),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 167/613 (27%), Positives = 300/613 (49%), Gaps = 
25/613 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +GVQ  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGVQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVS---
LSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +    +I +++S   LS E++          + 
V E 
Sbjct  125  FINKIDRVGANAENVIEEIKLNFTKKAFLIDKSLSNEELSSELI----------
EFVAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ LLEKY+  +   +E  ++  ++ ++ + +FP + GSA + +GI+  ++ +  +    
Sbjct  175  DEYLLEKYLE-DNYDKELWLKSMKKLIKSSEIFPCFSGSALQDIGIEDFLE-
ILHILTYT  232

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPS  298
                     G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E
+RI +
Sbjct  233  
EYNKEEKFSGRVYKIGHDEQNNRVTYIKALSGSLKVKDEIALHNIENDFCEKVNEIRIYN  292

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              + +  D A  G+I  +   +   +  +GD     + +   + +P L++ +        
Sbjct  293  GDKYINVDKAEAGQIFAVTGFN---
SGNVGDGIGTLKDKATYNMVPTLKSKVIFDETLNV  349

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
+
Sbjct  350  
KDVLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFGILIDFVPCEI  409

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478



            +Y E  L       H E  P   ++ + L + P    SG+ +E+      L    
QN V+
Sbjct  410  LYKETILDTVIGYGHFE--
PLGHYSEVHLKLEPGERNSGITFENLCHTDDLTVGNQNLVK  467

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              I      G+  G  +TD KI    G  ++  ++  DFR  A   L Q L+++   
LLE
Sbjct  468  
THIFEREHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREAAFRALRQGLEKAKNVLLE  527

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY SF +  P + + R   D  K   +    +   ++V+  G  P      Y  +   
+T
Sbjct  528  
PYYSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIYNKVIIKGRGPVATFMNYSVEFISFT  587

Query  598  NGRSVCLTELKGY  610
             G+        GY
Sbjct  588  KGKGKFNFIFDGY  600

>WP_073007701.1 GTP-binding protein [Clostridium amylolyticum]
 SHJ32266.1 small GTP-binding protein domain-containing protein 
[Clostridium 
amylolyticum]
Length=888

 Score = 257 bits (656),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 184/614 (30%), Positives = 294/614 (48%), Gaps = 
28/614 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG I + G V+      DT  LE+ RGITI 
+  
Sbjct  1    
MKKVVIGILAHVDAGKTTLSEGLLYMSGKIGKLGRVDNKDAYLDTYQLEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L   
N
Sbjct  61   
AVFETGGIQITLLDTPGHVDFSAEMERTLKVLDYAILVISGADGVQGHTKTLWRLLDLYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ+G D  ++++ ++ + S   I    V                ++ 
+  
Sbjct  121  IPVFIFVNKMDQSGTDKDNLMKELKKQFSDGCIEFGQVKTES-----------



FYEQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ +LE ++    I       E ++ V++  +FP  +GSA K  GI  LM  +      
Sbjct  170  CHESMLETFLETGHIE----
TLEIKKAVKERRVFPCIFGSALKLEGIDELMHCIAHYVTI  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P            VFK+   D G R  +L++  G L+++D +     E  K+ +
+RI S 
Sbjct  226  P---SYPDVFGAKVFKITRDDQGNRLTHLKVTGGKLKVKDILTNDHWEG-
KVNQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +    +    G +  +   S  R  + LG    + +  +     P+L   +        
Sbjct  282  EKFEAVNEIGAGSVCAVAGISKARPGEGLG----
IEKASYTSILEPVLSYQMILPEGCDP  337

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              +L  L Q+ + +P L    D    EI +  +G VQ+E++ +L+  ++ ++  +    
+
Sbjct  338  
RAMLPKLRQIEEEEPELHIVWDEQLQEIQVRIMGEVQIEILQSLIENRFGIKVALDTGGI  397

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + P   GSG+ +ES+ S   L +S+Q  
V 
Sbjct  398  VYKETIANIVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLVFESKCSEDILGKSWQRLVL  455

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +     +G L G  +TD +I    G  +   +   DFR      + Q L E+ + 
LLE
Sbjct  456  
HHLEEKTHKGVLTGSEITDMRITLVSGKAHHKHTEGGDFREATWRAVRQGLMEAQSVLLE  515

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY SF L  P++ + RA  D  K   T E +    +  V  G+ P   ++ Y+ ++  
YT
Sbjct  516  
PYYSFQLELPEKMVGRAMTDIDKINGTCEISHSDGEMAVLVGKAPVSGMRNYQKEVVAYT  575

Query  598  NGRSVCLTELKGYQ  611
             G+      LKGY+
Sbjct  576  KGKGRLFCSLKGYE  589



>WP_023353785.1 GTP-binding protein [Catonella morbi]
 ESL03736.1 putative translation elongation factor G [Catonella 
morbi ATCC 
51271]
Length=868

 Score = 256 bits (655),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 189/612 (31%), Positives = 302/612 (49%), Gaps = 
42/612 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ I  GILA VDAGKTTL+E LL+++GA+ + G V+K     D   LER+RGITI 
+  
Sbjct  1    
MEHIVFGILAQVDAGKTTLSEGLLFSAGALKKAGRVDKKDAFLDNYELERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F  +     ++DTPGH+DF  E+ R L+VLD AILVISA  GVQ+Q  +++  L
+  +
Sbjct  61   
AEFSAYGKSFTLLDTPGHVDFSVEMERVLSVLDVAILVISASAGVQSQVSVIWKLLKHYS  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT IF+NK+DQ G   +++++ +++KL ++II   Q+ S      LEE         
V 
Sbjct  121  
IPTYIFVNKMDQPGASKENILKELKEKLDSNIIGYAQSASTEYNTFLEE---------VS  171

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-F  238
              ++ +LE Y+A   I     + E Q  +Q+   FPV++GSA K  G++  ++    
L  
Sbjct  172  LCDETVLESYMAEGEIK----
LSEIQELIQNRKFFPVFFGSALKNEGVEEFLENFAKLTV  227

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P+ +   AA    VFK+     G R  Y++L  G+L +R+ +   G E  K+T 
+R+ S
Sbjct  228  CPVYKTEFAA---RVFKIARDTAGNRLTYMKLMGGSLSVREMI---GDE--
KVTGIRMYS  279

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKTA  355
              +    DT   GE+  +    + +  + LG    TR+           +LR  ++ 
+  
Sbjct  280  GEKFENRDTVKAGEVCAITGLKNTKAGEGLGSLAGTRMG---------
SVLRQVMSYRVE  330

Query  356  AQRER----



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                      L  + ++++  P L  +      EI +S +G VQ EV+  L+ E+Y 
++ 
Sbjct  331  
LPENEPVHVFLPKIKEISEEIPELSVKYSEDKKEINISLMGEVQTEVLKHLIKERYNIDI  390

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               E  ++Y E          H E  P   +A + L + P   GSG+ + + VS   
L  
Sbjct  391  NFGEGHILYKETIADTVYGEGHFE--
PLRHYAEVELRLEPAERGSGLSFATEVSEDELAI  448

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +     +G L G  +TD KI    G  +   +   DFR      + Q 
L +
Sbjct  449  
NYQKLILSHLEEKEYKGVLTGSPITDMKITLVAGRAHLKHTEGGDFRQATYRAVRQGLMQ  508

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP   F L  P+E + RA  D  K      + + K  + V TG+IP   +
+ Y 
Sbjct  509  
ARPVLLEPVYDFKLEVPEEAIGRAMTDMGKMNGNFASPENKSGKAVLTGKIPVSEVKDYA  568

Query  591  TDLAFYTNGRSV  602
             +L  YT G  +
Sbjct  569  LELRAYTKGEGL  580

>WP_010761694.1 elongation factor G [Enterococcus haemoperoxidus]
 EOH98311.1 elongation factor G [Enterococcus haemoperoxidus ATCC 
BAA-382]
 EOT59824.1 elongation factor G [Enterococcus haemoperoxidus ATCC 
BAA-382]
 OJG56005.1 elongation factor G [Enterococcus haemoperoxidus]
Length=695

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 314/675 (47%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P V
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGAEDSFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMEQAIEWREKLVEAVAETDEDLMMKYLDGEEITNEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            + G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  FSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P+  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPVTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAMPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_070684312.1 elongation factor G [Staphylococcus sp. HMSC057C08]
 OFP26691.1 elongation factor G [Staphylococcus sp. HMSC057C08]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 315/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G  + D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHDGGAQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G + +  V ++ D+L A+    Q + +  E   E   D+         
Sbjct  129  PRIVFVNKMDKIGANFEYAVSTLHDRLDANAQAVQ-
LPIGAEDEFEAIIDLVTMKCFQYN  187

Query  173  ---------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                                 EA + +IE+    N+ L+EKY+ GE IS ++L    
++ 
Sbjct  188  
GEFGEEVVEIEIPEDYKAKAAEARETLIESVAEVNEDLMEKYLEGEEISVDELKAAIRQA  247



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQGS-------------A  247
              D   +PV  G+A K  G+Q ++DAV          +P IG + S             
A
Sbjct  248  
TLDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPDEEIVARADDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT+     V  + ++K     ++ +M   ++ 
EI 
Sbjct  308  
EFAALAFKVMTDPYVGKLTFFRVYSGTMNSGSYVKNSTKDKRERVGRLLQMHANTRKEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
               T Y G+I      +V L +     T    K        E P P++  ++ PK+ 
A +
Sbjct  367  --STVYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V
Sbjct  421  
DKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMV  480

Query  419  IYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  
Sbjct  481  SYRETFKIPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  540  
SVEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVADPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVEILMPEEYMGDIMGDVTARRGRVDGMEPRGNAQMVRAFVPLSEMFGYATSLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR         Y+
Sbjct  660  SNTQGRGTYTMYFDHYE  676



>OLE52404.1 translation elongation factor G [Acidobacteria bacterium 
13_1_20CM_3_53_8]
Length=700

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 203/697 (29%), Positives = 317/697 (45%), Gaps = 
106/697 (15%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  8    
KFRNIGIMAHIDAGKTTTTERVLYYTGVSHKIGEVHEGTATMDWMEQEQERGITITSAAT  67

Query  62   SFQWHRC----
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W R     ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  68   
TCFWMRNGVEHRINIIDTPGHVDFTMEVERSLRVLDGAVAVFDGVAGVEPQSETVWRQAD  127

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPE------------I  164
            K N+P + FINK+D+AG   +   QS+  +L A+ + I+  + L  +            
+
Sbjct  128  
KYNVPRICFINKLDRAGASFERSFQSIITRLGANPVAIQIPIGLEDQFKGVVDIITMKGL  187

Query  165  VLEENT--------DI--EAWDAVIENNDKLLE-----------KYI--
AGEPISREKLV  201
            V ++ T        DI  E  D  I    KLLE           KY+   G  I+ 
+++ 
Sbjct  188  
VWKDETKGAEYEVVDIPAEFRDEAIAARHKLLESVADVEEELMMKYLEDEGATITEDEIR  247

Query  202  REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGE-----  243
               ++      L PV  GSA K  G+Q L+DAV              G+    GE     
Sbjct  248  
AALRKGTIGIKLIPVVCGSAFKNKGVQTLLDAVVDYLPSPLDIPPVEGINPRTGEAETRP  307

Query  244  -QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR--------
LRDTVALAGREKLKITEM  294
             + SA   G VFK+       +  ++R+YSGT++         +DT    GR    
+  M
Sbjct  308  AEASAPFSGLVFKIMADKHLGQLSFVRIYSGTIKAGSYAYNFTKDTKERVGR----
LMRM  363

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
                + +I   ++A  GEI+ +     V   D + D  +       E P P++R  
+ PK
Sbjct  364  HANKREDI---



ESASAGEIIAIGGMKQVTTGDTVCDENKPIVLEAMEFPAPVIRVAVEPK  420

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +++L  AL +LA  DP      D  T + I++ +G + LE++   +  ++ 
+E  V
Sbjct  421  
TRADQDKLGIALARLAQEDPSFNVSTDQETGQTIIAGMGELHLEIIVDRMKREFGVEANV  480

Query  414  KEPSVIYMERPLKAASHT---------------
IHIEVPPNPFWASIGLSVTPLSLGSGV  458
             +P V Y E   +AA                  + IE+ P P              
G G 
Sbjct  481  GKPQVAYRETITQAAKGKEIYKRQTGGRGQYGHVEIEIEPAP--------------
GEGF  526

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             +E+++  G + + F      GI   +E+G L G+++ D ++   YG Y+   S    
F 
Sbjct  527  
VFENKIVGGAIPKEFIKPTEQGIHDAMERGYLAGYDMVDIRVRLVYGSYHEVDSDERSFH  586

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-V  576
                +  + A+K++   LLEP +   +  P+EY+     D  +    IE  + +   
V V
Sbjct  587  
IAGSLAFQDAVKKAKPVLLEPIMRVEVVTPEEYMGAVNGDLHRRRGQIEKTEPRPGGVQV  646

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
             T  +P   +  Y TDL   T GR+      + Y  A
Sbjct  647  VTAYVPLSEMFGYTTDLRSATQGRATSTMHFERYDQA  683

>WP_040209029.1 MULTISPECIES: GTP-binding protein [Bacillus]
Length=650

 Score = 252 bits (643),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 169/629 (27%), Positives = 302/629 (48%), Gaps = 
18/629 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I + G V+   T  DT  +E+QRGIT+ A    
F +
Sbjct  5    
IGLFAHVDAGKTTLAEQLLYHTNTIRQRGRVDHQDTFLDTHDIEKQRGITVFAGQAMFDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D A+++ISA +G++  T  ++  L++  
+PT  



Sbjct  65   
NESSYYMIDTPGHVDFSPEMERAIQVMDYAVVIISAVEGMEGHTETVWRLLQQHKVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  +R  L+ D+       L+  +   E ++ E  + + E 
N+ L
Sbjct  125  FINKIDRVGADPEKVLNEIRVHLTEDV-----CDLTNTLFNWEMSE-
ELIECIAERNELL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+  E    E  +   +   ++  LFP   GSA + +G+   ++ +  L        
Sbjct  179  LETYM-NEGYQAELWLEALKNLFRENQLFPCVSGSALQDIGVDHFLEKLD-
LLTTTSYDN  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
             +   G V+K+ + + G +  +++  SGTL++RD +     E+    K+T++R+ +  
++
Sbjct  237  
RSPFSGRVYKIHFDEKGTKMTFIKALSGTLKVRDEIRYNHGEQALSEKVTQIRLCNGTKV  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    G+I  +   S   +   GD       + + + +  L++ +   +A   
+  L
Sbjct  297  TPVDHVSAGDIFAVTGLS---
STAAGDGIGTLTDKAQYEMVSALKSRVIFDSAINIKEAL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    +  + EI +  +G +QLEVV  ++ E++ L+    +P +
+Y E
Sbjct  354  
HDFMILDAEDPALNVTWEERSQEIHIHVMGTIQLEVVKQIVKERFNLDITFGDPEILYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L + P +  SG+ +ES     +L    QN +R  
+ 
Sbjct  414  TIGSEILGYGHFE--
PLMHYAEVHLKLQPAARNSGISFESVCHTDHLPIGTQNVIRTHLF  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G ++TD  I    G  ++  ++  DFR  +   L Q L+++   
LLEP+  
Sbjct  472  
ERDHHGILTGSHLTDVHITLVTGRAHNKHTSGGDFRQASYRALRQGLEKATNILLEPFYD  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    E + +   D  +   + +T   + ++ + TG++P      Y  + A  T 



G+ 
Sbjct  532  
FNIIIDLEQMGKILTDIQQAHGSFDTPITEGNKAILTGKVPVATFMNYGPEFASITQGKG  591

Query  602  VCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            +      GY     Q  VI+    N   D
Sbjct  592  ILTLVFGGYYPCHNQKEVIEKINYNKEAD  620

>WP_028773858.1 elongation factor G [Shewanella waksmanii]
Length=694

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 203/692 (29%), Positives = 316/692 (46%), Gaps = 
82/692 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL-------
SPEIVL  166
            IF+NK+D+ G D   VV+  +D L+A+ ++           K  V L         
E   
Sbjct  129  
IFVNKLDRMGADFLRVVKQTKDVLAANPLVMVLPIGIEDEFKGVVDLLTRKAWVWDETGQ  188

Query  167  EENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN  IE                  ++ +E +D L+E Y+ GE  S E + R  +   
+ 
Sbjct  189  
AENYKIEDVPADMVDMVEEYREQLIESAVEMDDDLMEAYMEGEEPSMEDVKRCIRAGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GSA K  G+Q L+DAV            QP+      E G  AL  +     
Sbjct  249  
MHFFPTYCGSAFKNKGMQLLLDAVVDYLPNPVEVDPQPLTDEEGNETGEHALVDTEEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   + E+   



D
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKIKKGDTILNSATGKTERVGRMVEMQADERNEL---D  364

Query  307  TAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +A  G+I+ I+   +V+    L D   P  L    +   P P++   +APK     
E++ 
Sbjct  365  SAQAGDIIAIVGMKNVQTGHTLCDVKHPCTLEAMVF---
PEPVISIAVAPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  R E D  + E IL  +G + L++   +L   Y ++ VV EP V 
Y E
Sbjct  422  
IAIGKMIAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGEPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  482  
TITQVIEDSYTHKKQSGGSGQFGKIDYVIRPGEQNSGFTFSSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G + G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FASMMETGTVAGFPVLDVELELTDGAFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPV  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +++P++ +     D  +    I+  Q     V   G++P   +  Y   L   
T+G
Sbjct  602  
MKVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGVTGVRIKGDVPLSEMFGYIGSLRTMTSG  661

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            R     E   Y             PNS  +KV
Sbjct  662  RGQFSMEFSHYSPC----------PNSVAEKV  683

>WP_002481336.1 MULTISPECIES: elongation factor G [Staphylococcus]
 EKS24378.1 elongation factor G [Staphylococcus simulans ACS-120-V-
Sch1]
 ERS92251.1 elongation factor P [Staphylococcus simulans UMC-
CNS-990]
 KXA46638.1 translation elongation factor G [Staphylococcus 
simulans]
 AMG96928.1 elongation factor G [Staphylococcus simulans]
 OFJ79801.1 elongation factor G [Staphylococcus sp. HMSC056G08]
 OFM18533.1 elongation factor G [Staphylococcus sp. HMSC059E03]



 OFN21912.1 elongation factor G [Staphylococcus sp. HMSC055C03]
 OFO50748.1 elongation factor G [Staphylococcus sp. HMSC072B07]
 OFU76094.1 elongation factor G [Staphylococcus sp. HMSC10C03]
 OFV07812.1 elongation factor G [Staphylococcus sp. HMSC12H08]
 OHR08267.1 elongation factor G [Staphylococcus sp. HMSC078A12]
 OHR46084.1 elongation factor G [Staphylococcus sp. HMSC056D08]
 OHR52726.1 elongation factor G [Staphylococcus sp. HMSC070A02]
 OHR55734.1 elongation factor G [Staphylococcus sp. HMSC070A03]
 OHR61022.1 elongation factor G [Staphylococcus sp. HMSC061G12]
 OHS50085.1 elongation factor G [Staphylococcus sp. HMSC65H10]
 ATF30806.1 elongation factor G [Staphylococcus simulans]
 PNZ42772.1 elongation factor G [Staphylococcus simulans]
 PTI86815.1 elongation factor G [Staphylococcus simulans]
 PTI93944.1 elongation factor G [Staphylococcus simulans]
 PTI98919.1 elongation factor G [Staphylococcus simulans]
 PTJ00981.1 elongation factor G [Staphylococcus simulans]
 PTJ06662.1 elongation factor G [Staphylococcus simulans]
 PTJ10031.1 elongation factor G [Staphylococcus simulans]
 PTJ13206.1 elongation factor G [Staphylococcus simulans]
 PTJ17597.1 elongation factor G [Staphylococcus simulans]
 PTJ22382.1 elongation factor G [Staphylococcus simulans]
 PTJ26654.1 elongation factor G [Staphylococcus simulans]
 PTJ29006.1 elongation factor G [Staphylococcus simulans]
 PTJ29997.1 elongation factor G [Staphylococcus simulans]
 PTJ32231.1 elongation factor G [Staphylococcus simulans]
 PTJ35186.1 elongation factor G [Staphylococcus simulans]
 PTJ38109.1 elongation factor G [Staphylococcus simulans]
 PTJ40654.1 elongation factor G [Staphylococcus simulans]
 PTJ42758.1 elongation factor G [Staphylococcus simulans]
 PTJ49212.1 elongation factor G [Staphylococcus simulans]
 PTJ52705.1 elongation factor G [Staphylococcus simulans]
 PTJ77041.1 elongation factor G [Staphylococcus simulans]
 PTJ85949.1 elongation factor G [Staphylococcus simulans]
 PTJ91223.1 elongation factor G [Staphylococcus simulans]
 PTJ94103.1 elongation factor G [Staphylococcus simulans]
 PTJ96840.1 elongation factor G [Staphylococcus simulans]
Length=693

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 315/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G  + D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHDGGAQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+



Sbjct  69   
TAQWHDYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G + +  V ++ D+L A+    Q + +  E   E   D+         
Sbjct  129  PRIVFVNKMDKIGANFEYAVSTLHDRLDANAQAVQ-
LPIGAEDEFEAIIDLVTMKCFQYN  187

Query  173  ---------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                                 EA + +IE+    N+ L+EKY+ GE IS ++L    
++ 
Sbjct  188  
GEFGEEVVEIEIPEDYKAKAAEARETLIESVAEVNEDLMEKYLEGEEISVDELKAAIRQA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQGS-------------A  247
              D   +PV  G+A K  G+Q ++DAV          +P IG + S             
A
Sbjct  248  
TLDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPDEEIVARADDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT+     V  + ++K     ++ +M   ++ 
EI 
Sbjct  308  
EFAALAFKVMTDPYVGKLTFFRVYSGTMNSGSYVKNSTKDKRERVGRLLQMHANTRKEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
               T Y G+I      +V L +     T    K        E P P++  ++ PK+ 
A +
Sbjct  367  --STVYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V
Sbjct  421  
DKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMV  480

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  
Sbjct  481  SYRETFKTPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K 



+   
Sbjct  540  
SVEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVADPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVEILMPEEYMGDIMGDVTARRGRVDGMEPRGNAQMVRAFVPLSEMFGYATSLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR         Y+
Sbjct  660  SNTQGRGTYTMYFDHYE  676

>OOX94452.1 translation elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 183/686 (27%), Positives = 317/686 (46%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKAGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        



Sbjct  249  
CLSLSMVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    +     +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNNMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
            +    E   Y      V + +I+ R 
Sbjct  665  ATYSMEFDHYDEVPKNVAEEIIKKRN  690

>PJE76032.1 elongation factor G [Candidatus Uhrbacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_48_11]
Length=692



 Score = 253 bits (646),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 188/673 (28%), Positives = 312/673 (46%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  E++RGITI 
AA T
Sbjct  9    
KTRNIGIIAHIDAGKTTVTERVLFYTGKKHKIGEVHEGEATMDWMEQEQERGITITAAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++H   
K  +
Sbjct  69   
TCFWKENRINIIDTPGHIDFTVEVQRSLRVLDGGVVVFDGVAGVEPQSETVWHQADKFRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-----------
ADIIIKQTVSL----------  160
            P + FINK+D+ G D  + + S+ ++L+           A+   K  V+L          
Sbjct  129  
PRICFINKMDRTGADFYADLDSIHERLNPKAMPIQLPIGAEDNFKGIVNLLNQKAIVYLD  188

Query  161  ----------SPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       PE +  + T+  A   +A++E ++ L+E+Y++G       L R   
+  
Sbjct  189  
ELGMKFEEQEVPEEMKAKVTEYRAKLIEAIVEQDETLMEQYLSGAEPPMADLKRVLHKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-------------------
PIGEQGSAAL  249
               ++ PV  GSA K  G+Q L+DAV                        PI    
S   
Sbjct  249  
IAQTIIPVLCGSALKNKGVQQLLDAVVDYLPSPIEVPPVMGTKPDSEEEVPIPPDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL+    V       RE++ +I  +   S+ E
+   
Sbjct  309  
TALAFKVAIDPFVGKLCFFRVYSGTLKSGSYVLNTTTGNRERVGRIVRLHANSREEV---  365

Query  306  DTAYPGEIVILPSDSVRLND-----
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V LND      + DP R         P P++   + PKT   
+E+
Sbjct  366  DMVYAGDI----
AAAVGLNDTFTGHTICDPERPVVLESITFPEPVIAVAVEPKTKVDQEK  421

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  +   D  T + I+S +G + L+++   +  ++K+E  V +P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFKVRSDEETGQTIISGMGELHLDIIVDRMKREFKVEANVGKPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +    L V+P   G+G ++   V  G + + +  
AVR
Sbjct  482  
RETVRKTAEAEGKYIKQSGGRGQYGHCWLRVSPREEGAGFEFLDEVKGGAIPREYIPAVR  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  L++G+  G+ + D  +    G Y+   S+ A F+  A + L++  K +   
LLE
Sbjct  542  
KGVQEALDRGVIAGYPLIDIGVAVYDGSYHEVDSSEAAFKIAASMALQEGCKRANPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++++     D       ++  + +    V    +P   +  Y T+L   
+
Sbjct  602  
PMMKAEIITPEQFMGDVIGDVNSRRGQVQEMRERGGMRVVDALVPLAEMFGYATELRSMS  661

Query  598  NGRSVCLTELKGY  610
             GR+    E   Y
Sbjct  662  QGRASYSMEFAHY  674

>WP_098034820.1 MULTISPECIES: GTP-binding protein [Lactobacillus]
 PEG95770.1 elongation factor G [Lactobacillus sp. UMNPBX9]
 PEH09170.1 elongation factor G [Lactobacillus sp. UMNPBX2]
Length=639

 Score = 251 bits (642),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 185/622 (30%), Positives = 300/622 (48%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRSLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +
Sbjct  61   



ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID        ++  ++ +L   II       S + +LE   DI   D    
Sbjct  121  IPVFIFVNKIDINTNMASQILSQLKSELDESII-----DFSSDNMLE---
DIAMCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEDYLQTNTIPDEKIL----
SLISDRVVFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  223  --PHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  276

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  277  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQTCLKALYELEDEDPKLHVTWSEHLQEISVQIMGEIQLEILEQILLDRYNLNVTF  385

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
LN+++
Sbjct  386  TKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLNKNW  443

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKSKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLR  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   
+  
Sbjct  504  ENNNCQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGILTGIAPVSEMYN  560



Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  561  YATNVRAYTHGNGTLELEIAGY  582

>WP_042394861.1 MULTISPECIES: GTP-binding protein [Clostridium]
 CUN77419.1 small GTP-binding protein [Clostridium disporicum]
 CUO46095.1 small GTP-binding protein [Clostridium disporicum]
 SCJ99922.1 Tetracycline resistance protein tetM [uncultured 
Clostridium 
sp.]
Length=651

 Score = 252 bits (643),  Expect = 3e-71, Method: Compositional 
matrix adjust.
 Identities = 164/609 (27%), Positives = 292/609 (48%), Gaps = 
20/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +LY + +I   G V+   +  D+  +E++RGIT+ +    
F  
Sbjct  5    
IGVLAHVDAGKTTFSEQVLYHTKSIKTRGRVDHKNSFLDSHDIEKKRGITVFSDQAVFDI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ ++D AI+++SA +GVQ  T  +++ LRK  
+PT  
Sbjct  65   
NDSTYYLIDTPGHIDFSCEMERAIRIMDYAIVIVSAVEGVQGHTETVWNLLRKYKVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G DL+ V+Q + + LS D+     +    E V+E          + E 
++ L
Sbjct  125  FINKLDRTGADLKRVLQEINNNLSKDVCFITDLEEMNEEVIE---------
FIAEKDELL  175

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LEKY+  E       V + +  +++  ++P + GSA +  GI+  ++ +  L        
Sbjct  176  LEKYLNDE-YENNLWVNKLRDLIRENKIYPCFSGSALQDEGIREFLNVLEEL-
TSTNYDS  233

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGEI  302
            S    G V K+ Y   G R  +++  SG L++RD + ++  +   K KI+ +RI +  
+ 
Sbjct  234  
SCEFSGIVNKIRYDSNGTRITFIKALSGKLKVRDEIEISKADTNIKEKISSIRIYNGNKF  293

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362



            +  D    G++  +   S  +N   GD   +   +   + +P L +++    +   
+ +L
Sbjct  294  ITVDEVEAGDVFAVTGLST-VN--
AGDGIGILNNKVNFNMIPTLMSSVIYDESYNEKEVL  350

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    +    EI +  +G++QLEV+  ++ E++ L+       +
+Y E
Sbjct  351  
KYFKILEAEDPALNVLWNETHKEIQVHIMGKIQLEVLKEIVYERFNLKVDFGPCEIMYKE  410

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + L +   + G+G+ +E++     L    QN ++  
I 
Sbjct  411  TITNEVRGYGHFE--
PLKHYAEVHLKLEAQARGTGIVFENKCHADDLTTGQQNLIKTHIF  468

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G ++TD K+    G  ++  +   DFR      L Q L+++   
LLEP+  
Sbjct  469  
ERNHHGLLTGSDITDIKVTLLTGRAHNKHTEGGDFREATYRALRQGLEKAHNILLEPFYR  528

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    +Y+ R   D  K      T +   ++V   G  P      Y  +L  +T 
G+ 
Sbjct  529  
FTIDVELDYMGRVLSDIQKLSGKFNTPETNLNKVRIMGRGPVSTFMDYSMELIAFTKGKG  588

Query  602  VCLTELKGY  610
                   GY
Sbjct  589  NISLMFDGY  597

>CDB27238.1 putative translation elongation factor G [Oscillibacter 
sp. CAG:241]
Length=858

 Score = 256 bits (654),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 195/614 (32%), Positives = 303/614 (49%), Gaps = 
38/614 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IGI AHVDAGKTTL E++LY +G + + G V+ G+   D+  LER+RGITI ++    
Sbjct  11   
VVIGITAHVDAGKTTLAEAMLYRTGRLRKLGRVDHGSAAMDSHLLERERGITIFSSQAEL  70

Query  64   



QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                 +V ++DTPGH+DF AE+ R+L+VLD AILVIS  DGVQA TR L+  L    
IPT
Sbjct  71   
PVGNLEVTLLDTPGHVDFSAEMERTLSVLDYAILVISGADGVQAHTRTLWRLLELYRIPT  130

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +F+ K+D      + +++ +R +L      +  V  +P   ++    +E      
E+  
Sbjct  131  FLFVTKMDFGRCGREQMMEHLRHELG-----EGCVDFTP---
VDRARRMEQLATCREDA-  181

Query  184  KLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--  240
              LE Y+ G  +  + LVR+   RR+    +FP ++GS  K  GI   ++ +    
+P  
Sbjct  182  --LEVYLDGGEVP-DALVRQLVGRRL----
VFPCWFGSGLKLEGIDEFLEGLARYVEPPV  234

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              E  SA     VFK+ +   G+R  +L++  GTLR+RD V  AG ++ K  ++R+ 
S G
Sbjct  235  YPETFSA----RVFKISHDPQGKRLTHLKVTGGTLRVRDAVPYAGHQE-
KAAQLRLYSGG  289

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                 D    G +  +   +       G          R    P++R  +A         
Sbjct  290  RFRAVDQVPAGGVCAVQGLTATCG---
GQGLGAEESGVRPVLEPVMRYRVALPPDCDSRT  346

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            LL  L QL + DP LR    S   EI +S +GR+Q E++ +L+SE++ +E  +    
V+Y
Sbjct  347  LLPQLRQLEEEDPQLR--
FTSHGGEIHVSLMGRIQAEILKSLVSERFGVEIELDRGRVLY  404

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P++   H       P   +A + L + PL  GSGV   +R S   L+++
+Q  +
Sbjct  405  KETIDGPVEGVGH-----
FEPLRHYAEVHLLLEPLPQGSGVVTATRCSEDQLDRNWQRLI  459

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               ++     G L G  +TD KI    G  +   +   DFR      + Q L ++ 
++LL
Sbjct  460  
LTHLQEKDHLGVLTGSAITDVKITLMSGRAHVKHTEGGDFRQATYRAVRQGLMQAKSRLL  519



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY +F L  P E L RA +D      + +T +   D  +  G +P      Y  +
+A Y
Sbjct  520  
EPYYAFRLEVPPEQLGRAINDVRLRSGSFDTPEEAGDLTLLRGRVPVTEFDDYAQEVASY  579

Query  597  TNGRSVCLTELKGY  610
            T GR     E  GY
Sbjct  580  TGGRGRLSLEPAGY  593

>WP_049476300.1 elongation factor G [Streptococcus intermedius]
Length=693

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEEN------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+         + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPADYLEQAQEWREKLVEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R   +A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>OCW78413.1 elongation factor G [Pelagibacteraceae bacterium GOM-A1]
Length=691

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 184/656 (28%), Positives = 301/656 (46%), Gaps = 



60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WREHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-------------
ENTD  171
             F+NK+D+ G D    V  ++D+L A  ++ Q + +  E  L+             
+N D
Sbjct  132  CFVNKLDRTGADFFRCVDMIKDRLGAKPLVMQ-
IPIGIEASLQGVVDLVKMKAIVWKNED  190

Query  172  IEA-WD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            + A W+                       +E ++KL+E Y+ GE I +E L++  +
+   
Sbjct  191  
LGAEWEEKDIPDDLKETCDKYRQELVETAVEQDEKLMEAYLGGEEIKQEDLIKCVRKGCL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGE----------------
QGSAALC  250
            +    PV  GSA K  G+QPL+DAV       + +G                 + 
SA   
Sbjct  251  
NFEFVPVLTGSAFKNKGVQPLLDAVVDYLPSPEDLGSIMGTKPGSDDEIEMKFEDSAPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    V     +K  ++  M +           
A 
Sbjct  311  
ALAFKVATDPFVGSLTFIRIYSGTVKSGTGVYNTSSDKEERVGRMLLMHANSREDIKEAS  370

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L    +      L +          E P P++   + PK+ A +E++ 
+AL +L
Sbjct  371  
AGDIVALAGLKNTITGHTLANKDAPVLLEPMEFPDPVIEIAVEPKSKADQEKMGEALGRL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E  



L AA
Sbjct  431  
AKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETILNAA  490

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + LSV PL  G G + ES++  G + + F   V  G+    
+
Sbjct  491  
EFDYTHKKQSGGAGQFARVKLSVEPLEPGKGREVESKIKGGAIPKEFIPGVEKGVETIAD  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    GL++   S+   F   +    ++A      +LLEP +   
+ 
Sbjct  551  
GGILAGFPLIDYKVTILDGLHHDVDSSVLAFELASRQCFKEACARGTLKLLEPVMRVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P++Y+     D       I T + + +  V T  +P   +  Y   L   + GR+
Sbjct  611  TPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINSLRSMSQGRA  
666

>WP_002902612.1 elongation factor G [Campylobacter jejuni]
 EIB54285.1 elongation factor G [Campylobacter jejuni subsp. jejuni 
2008-979]
Length=691

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188



Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKIGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  



KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>OGY21926.1 translation elongation factor G [Candidatus 
Woykebacteria bacterium 
GWA1_44_8]
Length=703

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 196/682 (29%), Positives = 317/682 (46%), Gaps = 
77/682 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +L+ +G   + G V +GT   D M  ER+RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTVTERVLFYTGKTYKIGEVHEGTAVMDWMAQERERGITITSAAT  68

Query  62   SFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +  W          + ++NI+DTPGH+DF AEV RSL VLDG ++V   K GV+ Q
+  +
Sbjct  69   
TAFWKTKDGPFKDEKYRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGKMGVEPQSETV  128

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKL-------------------
SADII  153
            +    K ++P + FINK+D  G D    +QS++D+L                   
+AD+I
Sbjct  129  
WRQADKYHVPRLCFINKLDAIGGDFYKSLQSIKDRLGANAQPIQLPIGEESGFRGTADLI  188

Query  154  IKQT------VSLSPEIV---LEENTDIEAWDAVI------
ENNDKLLEKYIAGEPISRE  198
             ++       +  +P+ V    E   ++E + +V+       + D+LLEKY+ G+ 
+S +
Sbjct  189  
SRKATIYTDELGTNPQTVDVPAELKDEVEKYRSVLVEQIAEHSTDELLEKYLGGKELSED  248

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQ-  244
            +L++  +     A + PV  GSA K  GIQPL+ A             V G     
GE+ 
Sbjct  249  
ELIKGLRIATISAKVVPVLAGSALKNKGIQPLLAAVINYLPSPLDLPPVKGKNPKTGEEE  308

Query  245  -----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMR  295



                  +       FKV       R  Y R+YSG L     +  + RE      +I  
M 
Sbjct  309  
ERKTDDTQPFAALAFKVMSDPFVGRLTYFRVYSGELSAGSYIYNSTREVKERVGRILLMH  368

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAP  352
              ++ EI        G  V L        D L +  R   L   R+   P P++   
I P
Sbjct  369  ANARQEISEISAGEIGAAVGL--KDTFTGDTLCNEARGVVLESIRF---
PDPVISLAIEP  423

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  +L +L++ DP    + D  T E+I+S +G + LE++   +  ++ 
+   
Sbjct  424  
KTKADQEKMGLSLAKLSEEDPTFELKTDQETGEVIISGMGELHLEILVDRMKREFGVGAN  483

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V  P V Y E  R +         +      +    L V P   G G ++ S +  
G + 
Sbjct  484  
VGRPQVAYKETIRKISQGEGKYIRQTGGRGQYGHCFLRVEPKPRGEGYEFVSEIVGGAIP  543

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + F  A+  G++   + G L G+ + D K+    G Y+   S+   F+    + L+
+A K
Sbjct  544  
REFIPAIEKGVKETADSGVLAGYPMVDIKVAVYDGSYHEVDSSEVAFKIAGSLALKEATK  603

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
             +   LLEP +   +  P+E++     D     A IE+++ + +       +P   
+  Y
Sbjct  604  
RADLVLLEPIMKIEVITPEEFMGEVIGDLSSKRARIESSEARGNSRAIQALVPLAEMFGY  663

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             T L   T+GR+    E   Y+
Sbjct  664  ATTLRSLTSGRAGFNMEPSHYE  685

>OGD25259.1 translation elongation factor G [Candidatus Azambacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_40_24]
Length=702

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 202/685 (29%), Positives = 321/685 (47%), Gaps = 
83/685 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI 
AA T
Sbjct  11   
KVRNIGIIAHIDAGKTTVSERVLFYTGISHKIGEVHEGAAIMDWMEQERERGITITAAAT  70

Query  62   SFQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            +  W          H C++NI+DTPGH+DF  EV RSL VLDGA++V     GV+ 
Q+  
Sbjct  71   
TTFWTPTRFIDDSEHECRINIIDTPGHIDFTVEVQRSLRVLDGAVVVFDGVAGVEPQSET  130

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------ADI  152
            ++H   K  +P + FINK+D+ G   +  + S+R++L+                    
D+
Sbjct  131  
VWHQADKYGVPRICFINKLDRMGASFEKSLASIRERLTLNAVPLNLPIGIEEKFEGVIDL  190

Query  153  IIKQTVSL------------SPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISRE  198
            II++ V+             +PE + EE      +  + ++E +DKL+E+Y+ G  
IS +
Sbjct  191  
IIEKKVNFFGENGEKFEFSDTPENLKEETAKARKYLIERIVETDDKLMERYLEGVQISVD  250

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV---------------------TGL  237
            ++ R  +       L PV+ GSA K  G+Q ++D V                     
T +
Sbjct  251  
EIRRGLRNATLAGKLVPVFCGSALKNKGVQLMLDGVIDYLPSPLDLPPTKGHEIKTDTEI  310

Query  238  F-QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKL-KIT  292
            F +P   +  AAL    FK+          Y R+YSG L     V  +    +E+L 
+I 
Sbjct  311  FRRPDENEPFAALA---
FKIATDPFVGSLTYFRVYSGKLAKGSYVLNSTKDSKERLGRIL  367

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTT  349
             M    + EI        G  V L S +    D L D   P  L +  +   P P+
+   
Sbjct  368  LMHANEREEIDEIKAGEIGAAVGLKSTTT--GDTLCDENQPIVLEQITF---
PEPVISQK  422

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PKT A +E++  AL +L++ DP  R + DS T E I+S +G + LE++   +  
++K+



Sbjct  423  
IEPKTRADQEKMGIALKRLSEEDPTFRIKTDSETGETIISGMGELHLEILVDRMLREFKV  482

Query  410  ETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
               V  P V Y E  + +  A      +      +  + L V P   GSG ++ + 
+  G
Sbjct  483  
SVNVGRPQVAYKETIKKIAEAEGKYIRQSGGRGQYGHVWLRVEPGERGSGFEFINEIKGG  542

Query  468  YLNQSFQNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + Q F  A   G+R  +E+G+  G+ + D K     G Y+   S+ A F+    I 
L++
Sbjct  543  
IIPQEFIPAALKGVREAMEKGVKAGFPLIDMKAALYDGSYHEVDSSEAAFKIAGSIALQE  602

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A K +   LLEP +   + AP+++      D       IE    +    V   ++P   
+
Sbjct  603  
AAKRANVVLLEPIMKIEVVAPEQFFGDITGDLNSKRGKIEKMSERVMMKVIDAKVPLSEM  662

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
              Y T L   + GR+    E   Y+
Sbjct  663  FGYATKLRSMSQGRASYTMEFDRYE  687

>WP_107604679.1 elongation factor G [Staphylococcus simulans]
 PTJ19962.1 elongation factor G [Staphylococcus simulans]
Length=693

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 185/676 (27%), Positives = 314/676 (46%), Gaps = 
74/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G  + D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHDGGAQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENT  170



            P ++F+NK+D+ G + +  V ++ D+L A+    Q            + L      
+ N 
Sbjct  129  
PRIVFVNKMDKIGANFEYAVSTLHDRLDANAQAVQLPIGAEDEFEAIIDLVTMKCFQYNG  188

Query  171  DI------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            D                   EA + +IE+    N+ L+EKY+ GE IS ++L    
++  
Sbjct  189  
DFGEEVVEIEIPEDYKAKAAEARETLIESVAEVNEDLMEKYLEGEEISIDELKAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQGS-------------AA  248
             D   +PV  G+A K  G+Q ++DAV          +P IG + S             
A 
Sbjct  249  
LDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPDEEIIARADDDAE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGT+     V  + ++K     ++ +M   ++ 
EI  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTMNSGSYVKNSTKDKRERVGRLLQMHANTRKEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
              T Y G+I      +V L +     T    K        E P P++  ++ PK+ 
A ++
Sbjct  367  -GTVYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V 
Sbjct  422  
KMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMVS  481

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  +
Sbjct  482  YRETFKTPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIPS  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+
Sbjct  541  
VEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVADPVI  600



Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y T 
L  
Sbjct  601  
LEPMMKVEILMPEEYMGDIMGDVTARRGRVDGMEPRGNAQMVRAFVPLSEMFGYATSLRS  660

Query  596  YTNGRSVCLTELKGYQ  611
             T GR         Y+
Sbjct  661  NTQGRGTYTMYFDHYE  676

>WP_023027302.1 elongation factor G [Streptococcus sp. I-G2]
 AGY40389.1 elongation factor P [Streptococcus sp. I-G2]
Length=693

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 317/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEVEERPASDDEPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   ++ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRMEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLRSAT  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_091499758.1 elongation factor G [Amphibacillus marinus]
 SEO76531.1 elongation factor G [Amphibacillus marinus]
Length=692

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.



 Identities = 192/670 (29%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++F+NK+D+ G D    V ++ D+L A                   D+I  +      
Sbjct  129  
PRIVFVNKMDKTGADFMYSVGTLDDRLGANAHPVQYPIGAEDDFEGIIDLITMEAYYYED  188

Query  157  ---TVSLSPEIV--LEENTD---
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S S EI   L+E  D   +   +AV E ++ L+ +Y+ GE IS E+L +  
+   
Sbjct  189  
DLGTRSESREIPADLKEKADELRVRLIEAVAELDEDLMMRYLEGEEISNEELKQAVRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQGSAALCGS---  252
                 +PV+ GSA K  G+Q L+D             A+ G      E+ S     
+   
Sbjct  249  
LSVEFYPVFCGSAFKNKGVQLLIDGVVDYLPAPTDIPAIQGHVPETEEEVSRKASDNEPF  308

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVATDPFVGKLTFFRVYSGTLSSGSYVQNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +        D L D   L      + P P++   I PK+ A +++
+  A
Sbjct  366  
DQVYAGDIAGAVGLKDTGTGDTLCDEKNLVILESMDFPEPVISVAIEPKSKADQDKMSVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  P V Y 



E  
Sbjct  426  
LGKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++ +++  G + + +  +V  
GI+
Sbjct  486  
RGSAEVEGKFVRQSGGRGQYGHVWVKFEPNEEGAGYEFINKIVGGTVPREYIPSVEAGIK  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G+  G+ + D K     G Y+   S    FR  A + L+ A  +    
LLEP + 
Sbjct  546  
ESMENGVIAGYPLIDVKATLYDGSYHDVDSNETAFRVAASMALKNAKSKCSPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       ++  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTARRGRVDGMEARGNAQVVKAFVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TYTMVFDHYE  675

>WP_087576841.1 elongation factor G [Campylobacter concisus]
 OUT15143.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 184/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  



PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +   V + +R++L A+ I                            
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKEKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595



Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_023929237.1 elongation factor G [Helicobacter canis]
 ETD27411.1 elongation factor G [Helicobacter canis NCTC 12740]
Length=692

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 182/679 (27%), Positives = 306/679 (45%), Gaps = 
82/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  SV   ++++L A                   D+I  + +  
+ 
Sbjct  129  
PRLVFVNKMDRIGANFYSVENQIKERLKANPVPINIPIGAEDGFRGVVDLIQMKAIVWND  188

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  +    DIE                  +A  E ++ L+EKY+ GE +S E++ +  
+ 
Sbjct  189  E-
TMGAQYDIEEIPADLQEKAAAYREKLIEAAAEQDETLMEKYLGGEELSVEEIKKGIKL  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-------GSA  247
                 SL P+  GS+ K  G+Q L+DAV  +              P  E+        
S 
Sbjct  248  



GCHSMSLIPMLCGSSFKNKGVQTLLDAVVDILPAPTEVTNIKGIDPKNEEEIFVESSDSG  307

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
               G  FK+       +  ++R+Y G L        +G   L  T+ +    G ++
+  +
Sbjct  308  EFAGLAFKIMTDPFVGQLTFVRVYRGMLE-------
SGSYVLNSTKGKKERVGRLLKMHS  360

Query  308  --------AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKT  354
                     Y GEI       V L + L   T    KR       E P P++   + 
PKT
Sbjct  361  NKREDIKEVYAGEICAF----
VGLKETLTGDTLCDEKRPVILERMEFPEPVIHIAVEPKT  416

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
+ 
Sbjct  417  
KADQEKMAVALGKLAEEDPSFRVSTQEETGQTLIGGMGELHLEIIVDRLKREFKVEATIG  476

Query  415  EPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            +P V Y E    + +       +      +  + + + P   G+G ++ + +S G 
+ + 
Sbjct  477  
QPQVAYRETIRGSVTQECKYAKQSGGRGQYGHVHIKLEPKEAGTGYEFVNEISGGVIPKE  536

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  + A 
+++
Sbjct  537  
YIPAVDKGIQEAMQNGVLAGYPVVDCKVTLYDGSYHDVDSSEMAFKIAGSMAFKDACRKA  596

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+EY+     D  +    I +   +    +    +P   +  
Y T
Sbjct  597  
NAVLLEPLMKVEVEVPEEYMGDVIGDLNRRRGQINSMDDRMGLKIVNAFVPLAEMFGYST  656

Query  592  DLAFYTNGRSVCLTELKGY  610
            DL   T GR     E   Y
Sbjct  657  DLRSATQGRGTYTMEFDHY  675

>KKT52920.1 Elongation factor G [candidate division Kazan bacterium 
GW2011_GWA1_44_22]
 KKT86952.1 Elongation factor G [candidate division Kazan bacterium 
GW2011_GWB1_45_10]
Length=691



 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 195/687 (28%), Positives = 320/687 (47%), Gaps = 
76/687 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  ER+RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVTERILFYTGKTYKLGEVHEGEAVMDWMEQERERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    K N
+P +
Sbjct  72   
WKDNRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPE----------  163
             FINK+D+ G D  +  +S++D+L+   +            K  V L  E          
Sbjct  132  
CFINKMDRMGADFYTSFKSIQDRLTTKAVPVQLPIGAHDSFKGVVDLMTERAYLYQDDAG  191

Query  164  -IVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              +LE  TDI             +  + + E  D+LLEK++A + ++ ++L +  +  
V 
Sbjct  192  KDILE--
TDIPEDMKEDVAKFKRQMIETIAETEDELLEKFLADQILTIDELKKALRAAVI  249

Query  210  DASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALC  250
               L+PV  G+A +  G+QPL+DA             VTG     GE+            
Sbjct  250  
SGKLYPVLSGAALRNKGVQPLLDAIVEYLPNPLDVPPVTGTDPKTGEEIVRHADDKEPFA  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       + +Y+R+YSGTL+    V   A   +E++ +I  M    + E+   
D
Sbjct  310  
TLAFKIATDPFIGKLIYIRVYSGTLKAGSYVLNTATGEQERIGRIVRMHSNHREEV---D  366

Query  307  TAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              Y G+I  ++    V   + L D   P  L    +   P P++   I PK+ A 
+E++ 
Sbjct  367  EIYAGDIAAVVGIKKVTTGNTLCDVQHPIILESIVF---
PEPVISIAIEPKSKADQEKMA  423

Query  363  



DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R + +  T +  +S +G + L+++   L  ++K+E  V +P V 
Y E
Sbjct  424  
IALGKLAEEDPTFRVKTNEETAQTEISGMGELHLDIIVDRLKREFKVEANVGKPQVAYHE  483

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R L         +      +  + +   P +     ++ + +  G++ + +  
AV  G
Sbjct  484  
TIRKLADVEAKYIRQTGGRGQYGHVLMKFEPFNEEGSFEFVNSIVSGHIPKEYIPAVEKG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  + +G L G+ V   K     G Y+   S+   F+    + L+  +K+    
LLEP 
Sbjct  544  
IKEAMTRGVLAGYPVVGIKATLYDGSYHDVDSSEMAFKIAGSMALQDGVKKGDPVLLEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +      P+E++     D     A IE+   +      T  +P   +  Y TDL   
T G
Sbjct  604  
MKVEAVTPEEFMGDVTGDLNSRRAIIESLGQRGTARTVTALVPLAAMFGYATDLRSMTQG  663

Query  600  RSVCLTELKGYQ---AAVGQPVIQPRR  623
            R+    E   Y    A V Q +I  R+
Sbjct  664  RASYTMEFSKYADVPANVQQEIIGKRQ  690

>WP_074427544.1 elongation factor G [Weissella hellenica]
 SCB98170.1 elongation factor G [Weissella hellenica]
Length=706

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/686 (28%), Positives = 319/686 (47%), Gaps = 
82/686 (12%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            ++  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E+
+RGITIQ+A 
Sbjct  10   
LRTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAA  69

Query  61   TSFQWHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+  WH           +VNI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ 
QT  
Sbjct  70   
TTAVWHGFHDQYKKEPYRVNIIDTPGHVDFTIEVERSLRVLDGAVAVLDGAAGVEPQTET  129



Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI  152
            ++       +P V+F+NK+D+ G D    V S++++L A                   
D+
Sbjct  130  
VWRQAETYEVPRVVFVNKMDKLGADFGMSVDSLKERLDANAKAIQWPIGAEDDFEGVIDL  189

Query  153  IIKQTVSLSPEI---------------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISR  197
            I K+ +  + E+               ++EE  + E  +AV + +D++++KY+ GE 
IS 
Sbjct  190  IEKKAMYPTTELGEEWEAREIPADYADLVEEKYN-
ELVEAVADVDDEIMDKYLEGEEISE  248

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI------------GEQ  244
             +L    +R       +PV  GSA K  G+Q ++DAV   L  P+            
GE+
Sbjct  249  
AELKAGIRRATISLQFYPVLAGSAYKDKGVQMMLDAVVEYLPSPLDVKPYVANDPETGEE  308

Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEM  294
                           FKV       R  +LR+Y+GTL     +    ++K     +
+ +M
Sbjct  309  
IDLVANDEGPFAALAFKVMTDPFVGRLTFLRVYTGTLESGSYIMNTSKDKRERVGRLLQM  368

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRW----
REDPLPMLRTT  349
                + EI      + G+I      ++ L D   GD    P +R      E P P+
++  
Sbjct  369  HATDRKEIPEV---FSGDIAA----
AIGLKDTTTGDSLTSPDRRLILESMEFPDPVIQLA  421

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT A + ++  AL +LA+ DP  R E +  T + ++S +G + L+++   +  
++ +
Sbjct  422  
VEPKTKADQAKMTVALQKLAEEDPSFRAETNQETGDTLISGMGELHLDIIVDRMKREFHV  481

Query  410  ETVVKEPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +  V  P V Y E   K   A      +      +  + +  +P   G+G ++E  
V  G
Sbjct  482  
DVTVGAPQVAYREAFTKTVQARGYFKRQSGGKGQYGDVWIEFSPNEEGAGFEFEDAVVGG  541

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + +  +V  G++  L  G L G+ + D K     G Y+   S+ A F+  A + 
L +



Sbjct  542  
VVPREYIPSVEAGLKDSLNNGPLAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALRE  601

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A K +G  +LEP +   +  P++ L  A          +E    +  +++   ++P   
+
Sbjct  602  
AAKTAGAVILEPVMKVDIMVPEDNLGDAMGHVSARRGLLEGQDQRGKQMLVHAKVPLSEM  661

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQA  612
              Y T L   T GR         Y+A
Sbjct  662  FGYATTLRSSTQGRGTFQMVFDHYEA  687

>WP_022133117.1 GTP-binding protein [Negativibacillus massiliensis]
 CDA78231.1 putative uncharacterized protein [Clostridium sp. CAG:
242]
Length=656

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 185/631 (29%), Positives = 305/631 (48%), Gaps = 
31/631 (5%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IG+LAHVDAGKTT  E LLY + +I + G V+      D+  LE++RGITI 
+   
Sbjct  3    
KRLTIGVLAHVDAGKTTFCEQLLYHTNSIRKRGRVDHQDAFLDSDRLEKERGITIFSNHA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F+    +  ++DTPGHMDF AE+ R+++ +D A+LV+S  +G+QA T  ++  L+
+  +
Sbjct  63   
AFEMGENRYFLLDTPGHMDFSAEMERAISAMDYAVLVVSCVEGIQAHTEQVWKLLKEYEV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT  F+NK D+ G D Q V+  ++ ++S+ +      S S E   ++    E  + 
+   
Sbjct  123  PTFFFLNKTDRTGADAQRVLSQLQKRMSSGVC---DCSGSFE---
KQEWKEELIERIAAE  176

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D LLE+Y+ GE           Q+ V+   LFP + GSA +  GI   +  +  +  
P 
Sbjct  177  DDGLLERYLEGE-
YDESLWCYTLQKLVKQRKLFPCFQGSALQDEGIDSFLTGLDQITCPK  235

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV----



ALAGREKLKITEMRIP  297
             + G+ A   +V+++ +    +R  +L++ SG L  R+ V    A   + K K+ E
+RI 
Sbjct  236  EDDGNFA--
ATVWQIRHDARKERITFLKVQSGILHAREEVDILLADGTKAKEKVNELRIY  293

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDP--LPMLRT-
TIAPK  353
                       Y GE+  +     V   D +G+      K + +D   +PML    
I PK
Sbjct  294  HGTRFTTVQQVYAGELCAVTGFTQVHPGDRIGE------
KCFHQDYHLVPMLGAKVIVPK  347

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  +L+ L QL D DP+L    +    EI +  +G +QLEV+  +  E++ L
+   
Sbjct  348  EVPLR-
TVLENLRQLEDEDPMLGVSFEESLQEIQIRVMGEIQLEVLREVCKERFSLDISF  406

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  V+Y E   +      H E  P   +A + L ++P   GSG+ ++S      L 
Q++
Sbjct  407  GDCQVLYRETIAEEVVGYGHYE--
PLRHYAEVHLRLSPAPRGSGISFDSECPTDILAQNW  464

Query  474  QNAVRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV----
LEQAL  528
            QN VR  +     +G L G  + D K+    G  +   +   DFR          
LEQ L
Sbjct  465  
QNLVRTHVFEKKHKGVLTGSELCDVKVTLLTGRSHLKHTEGGDFREATYRAIRQGLEQLL  524

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             +    LLEPY +F +    E   R   D  +   +  + Q++++ ++  G  PA  
+  
Sbjct  525  
HQDKMILLEPYYAFSISLESEQAGRLMADLQRMECSFGSPQMEEERMILEGRGPAAVLSG  584

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            Y  +   YT G+ V      GY+    Q  I
Sbjct  585  YGREFISYTRGKGVMSFWFDGYEPCKHQQEI  615

>WP_103576751.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 184/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +   V + +R++L A+ I                            
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKEKAEEYRVKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475



Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_011590618.1 GTP-binding protein [Clostridium perfringens]
 ABG84445.1 putative tetracycline resistance protein [Clostridium 
perfringens 
ATCC 13124]
 AMN32599.1 elongation factor G [Clostridium perfringens]
Length=646

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 178/633 (28%), Positives = 294/633 (46%), Gaps = 
36/633 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +ER RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIERDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  



FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++   +  ++ KLS DII   +        LEE T     + V+E+
++ L
Sbjct  125  FINKIDREGAEVNKAINEMKHKLSEDIIFFSS-------KLEEGT----
IEEVVESDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    GI+  +     L     
E+ 
Sbjct  174  LNLYLEGN-
LSEEELLNKIPSMIKELKIFPCLCGSALLDEGIEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEVRIYNGSKY  292

Query  303  VRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
               +    G+I  +         D + + ++  D           D +P L++ +  
+  
Sbjct  293  ELVNEVRAGDIFAVVGVKGLESGDGIAIENI--DSY---------
DMIPTLKSKVVYREG  341

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               + +L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     
Sbjct  342  
LNPKEVLSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGT  401

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E   +      H E  P   ++ + L + P    SGV +E++     L    
QN
Sbjct  402  PEILYKETLNEEVIGYGHFE--
PLGHYSEVHLKIEPGERNSGVVFENKCHADDLTPGNQN  459

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +R  I     +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+
Sbjct  460  
LIRTHIFECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENK  519

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +      + R  +D  +     +   +  +     G+ P      Y  
+  
Sbjct  520  
LLEPYYKFKIDVDLNLIGRVMNDIQRMNGEFKDPIIDGERATIEGKGPVSTFTNYGMEFQ  579



Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSR  627
             +T G+     +  GY     +  I  +R   R
Sbjct  580  SFTKGKGGLSLKFHGYDLCHNEEEIIEKRAYDR  612

>WP_076248298.1 GTP-binding protein [Paenibacillus sp. FSL H8-0259]
 OMF21698.1 elongation factor G [Paenibacillus sp. FSL H8-0259]
Length=652

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 186/643 (29%), Positives = 307/643 (48%), Gaps = 
37/643 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I +G+LAHVDAGKTT  E +LY +  I   G V+   T  DT  +E+ RGIT+ 
A  
Sbjct  1    
MNNITVGLLAHVDAGKTTFAEQMLYHTETIRSRGRVDHQDTFMDTHEIEKARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   +  ++DTPGH+DF  E+ R L VLD A++++SA +GV++ T  ++  
LR+ N
Sbjct  61   
AEFVYKDSRYFLLDTPGHVDFSPEMERCLQVLDYAVVILSAVEGVESHTETVWQLLRQHN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT+ FINK D+AG D Q V++ +R +LS + +      + P++  E  TD E    
+ E
Sbjct  121  IPTLFFINKTDRAGADPQRVLEEIRQQLSGNAL------MLPQLPGEALTD-
ELRVFIAE  173

Query  181  NNDKLLEKYIAG---
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             +D LLE Y+ G   + + R  L    +R      +FP   GSA    G+   ++ 
+  L
Sbjct  174  RDDALLEMYLEGALPDNVCRSALPDMLKR----
GDIFPCMQGSALLDQGVDGFLEVLNAL  229

Query  238  -FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKL--
KITE  293
             F     +      G V+K+ + D G R  Y++   G L+ RD +    G E++  
++T 
Sbjct  230  TFTEYDHE--
LPFAGRVYKIRHDDKGTRITYIKALQGVLKNRDNLMYGHGPERVSARVTG  287

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAP  352
            +R  +  + +  D A  GE+  +    V L + L G+             +P L++ 
+  
Sbjct  288  IRKYNGTKYISADWAAAGELFAV----



VGLTEALPGEGVGELTDSQESGLIPTLKSKVLF  343

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +     + L++A  QL   DP L    D    E+ +  +G +QLE++  +++E++
+L   
Sbjct  344  
EPPVHLKELMNAFGQLGAEDPSLNVSWDEELQELHIHVMGGIQLEILEQIMAERFRLRIA  403

Query  413  VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY-----
ESRVSLG  467
               P ++Y E          H E  P   +A + L +     GSG+ +        
+++G
Sbjct  404  FGPPEILYKETITGTVYGYGHFE--
PLGHYAEVHLKLEAGDRGSGITFINSCHPDDLAVG  461

Query  468  
YLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            Y +Q  Q+ +     +GL   L G  +TD KI    G  ++  ++  DFR  A   
L Q 
Sbjct  462  YQHQIGQHLLESS-HHGL---
LTGSPLTDLKITLLSGRAHNKHTSGGDFREAAYRALRQG  517

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            L+++   LLEP     L    +Y+ +   D  +   +    ++ + + V TG +P     
Sbjct  518  
LEQAVNLLLEPVYDLKLRIDSDYVGKVMSDIQQASGSFNPPEITESKAVITGTVPVASFM  577

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
             Y   LA  T G+      + GYQ     + VIQ R  N   D
Sbjct  578  NYGVRLASMTQGKGSLSLRVAGYQPCHQTETVIQQRNYNKNAD  620

>WP_062520336.1 elongation factor G [Paenibacillus jilunlii]
 KWX78904.1 elongation factor G [Paenibacillus jilunlii]
 SDN12767.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus jilunlii]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 314/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------------IK  155
             ++NK+D  G D  +VV+S+RD+L A+ +                             
+ 
Sbjct  132  
AYVNKMDIIGADFLNVVESMRDRLQANAVAIQLPIGAENDFVGIIDLVEQKAHIFKDDLG  191

Query  156  QTVSLS--PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            Q + ++  P   LE  E   +E  + V E ++ L  KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
QNIEVTDIPAEYLEQVEERRLELIEKVAELDEDLTMKYLEGEEITVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q +MDAV   L  P+         + G+ A+  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMMDAVVDYLPSPLDVPAIQGHLDDGTEAVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A + K     +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILESGSYVVNATKNKRERIGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L    +   P P++   + PKT A +++L  
AL
Sbjct  369  AGDIAAAVGLKDTSTGDTLCDEKHPVILESMNF---
PDPVIEIAVEPKTKADQDKLGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
GKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYRETFK  485

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P +     +  +      +  + +   PL  G+G Q+ES+V  G + + +      
GI 
Sbjct  486  APARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFESKVVGGSVPREYIAPALAGIE  544

Query  483  YGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP + 
Sbjct  545  
EQMKNGVLAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>OUX06207.1 elongation factor G [Flavobacteriales bacterium TMED235]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 182/655 (28%), Positives = 305/655 (47%), Gaps = 
58/655 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----VSLSPEI-------
VLEENTDI  172
             F+NK+D+ G D    V+ ++D+L A  ++ Q       SL   +       V+ 
+N D+
Sbjct  132  
CFVNKLDRTGADFFRCVEMIKDRLGAKPLVMQVPIGIEASLKGVVDLIKMKAVVWKNEDL  191

Query  173  -EAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              AW+ +                     +E ++KL+E Y+ G+ IS + L++  ++    
Sbjct  192  
GAAWELIDIPSDLKDISEKYRQELVETAVEQDEKLMEDYLGGKDISEDDLIKCIRKGCLG  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGE----------------



QGSAALCG  251
                PV  GSA K  G+QPL+DAV       + IG                 + +A    
Sbjct  252  
FDFVPVLTGSAFKNKGVQPLLDAVVSYLPSPEDIGSIKGSIPKSDDEIEMKFEDNAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    +    ++K  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGTLTFIRIYSGTVKSGTGIYNTSKDKEERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L    +      L D          E P P++   + PKT A +E++ +AL 
+LA
Sbjct  372  
GDIVALAGLKNTITGHTLADKENPVLLEPMEFPDPVIEIAVEPKTKADQEKMGEALGRLA  431

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-  428
              DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E  L  
A 
Sbjct  432  
KEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETILSTAE  491

Query  429  -
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              +T   +      +A + L V PL  G G + ES++  G + + F   V  G+    
+ 
Sbjct  492  
NDYTHKKQSGGAGQFARVKLIVEPLEPGKGREIESKIKGGAIPKEFIPGVEKGVETIADG  551

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ + D ++    GL++   S+   F   +    ++A  ++  +LLEP +   
+  
Sbjct  552  
GILAGFPLIDYRVTIVDGLHHDVDSSVLAFELASRQCFKEACTKATLKLLEPIMRVEVVT  611

Query  547  PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
            P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR+
Sbjct  612  PEDYMGDVIGDLNSRRGQINTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_025015532.1 GTP-binding protein [Lactobacillus kitasatonis]
 KRM06921.1 hypothetical protein FC59_GL001123 [Lactobacillus 
kitasatonis 
DSM 16761 = JCM 1039]
Length=641

 Score = 251 bits (642),  Expect = 4e-71, Method: Compositional 



matrix adjust.
 Identities = 187/623 (30%), Positives = 293/623 (47%), Gaps = 
51/623 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G I   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIIAHVDAGKTTLSEALLYRAGNIRNLGRVDNGDAFLDTQQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF  +    L+VLD AILVISA DGV +  + L++ L 
K N
Sbjct  61   
AKLTTDVAEITLLDTPGHVDFAFQTEEVLSVLDYAILVISATDGVTSYAKTLWNLLEKNN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NKID AG D    +  ++  LS + +             +EN D   ++ 
V  
Sbjct  121  VPVFIFVNKIDIAGTDKDQALADIQKNLSENCL----------DFSQENQDF--
YENVAS  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +DKLLEKY+ GE I+   +    Q  +    ++PVY+GSA K  GI   +    G  
+ 
Sbjct  169  ADDKLLEKYLNGEKIADSDI----QDLIAQRKIYPVYFGSALKLTGITEFL---
AGFDKW  221

Query  241  IGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+  A+      FK+ +   G+R  ++++  G+L+ +  +A       KI ++R  
+ 
Sbjct  222  TKEKEYASDFSARCFKISHDKNGERLSWIKILGGSLKAKTELA-----
DEKINQLREYNG  276

Query  300  GEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
             +      A  G+IV         P       D   + +  P   +R +PL         
Sbjct  277  EKFTTVVEAKAGDIVAATGLTKTYPGQGFGAKDA-
NEASLKPVLTYRLNPLD--------  327

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                     L AL +L D +P L         E+ +  +G++QLE++  LL E++ 
L   
Sbjct  328  ---
EDIHACLTALKKLEDENPQLHVTWSEHLQELRVQVMGKIQLEILKQLLQERFNLTVD  384

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472



             ++ S++Y E   +      H E  P   +A + L + P    SGV +E++ SL  
L ++
Sbjct  385  FEQGSILYKETIAQPVEGVGHFE--
PLRHYAEVHLLLEPGERNSGVVFENKCSLEVLTKN  442

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q+ +   ++     G L G  +TD KI    G      S   DFR      + Q 
L E 
Sbjct  443  
WQHQIMTALKSKEHLGVLIGTPITDVKITLLGGKGSIVHSVGGDFREATYRAVRQGLMEL  502

Query  532  GTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
              +    LLEP+  F L   Q+++ RA +D  +      T + K D  +  G  P   
+Q
Sbjct  503  
KERNQLILLEPWYDFRLEVSQKHVGRALNDIQRMSGEFNTPENKGDRTIIEGSAPVSEMQ  562

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y   +  YT+G  +    +K Y
Sbjct  563  DYAAQVRSYTHGDGIFECVVKDY  585

>WP_055680228.1 GTP-binding protein [Bifidobacterium adolescentis]
 CUN56082.1 translation elongation factors [Bifidobacterium 
adolescentis]
Length=662

 Score = 252 bits (644),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 287/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDVMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  + +  DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSITVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVIWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  G+G
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGIGHFE--
PLRHYAETHVLLEPLPQGAGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_009249298.1 GTP-binding protein [Lachnospiraceae bacterium 



5_1_57FAA]
 EGN36844.1 hypothetical protein HMPREF0993_02482 [Lachnospiraceae 
bacterium 
5_1_57FAA]
Length=888

 Score = 256 bits (655),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 187/642 (29%), Positives = 307/642 (48%), Gaps = 
52/642 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E +LY SG++ + G V+ G    DT  LER+RGITI 
+   
Sbjct  3    
KKIVLGILAHVDAGKTTLSEGMLYLSGSLRKLGRVDHGNAFLDTFELERERGITIFSKQV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             FQ    ++ ++DTPGH+DF AE+ R+L VLD A+L+IS  DG+Q  T  L+  L 
+  I
Sbjct  63   
VFQAGDIEITLLDTPGHVDFSAEMERTLPVLDYALLLISGSDGIQGHTETLWRLLDRYKI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+DQ G D  S+++ +  +   + I             +E    + ++ 
V   
Sbjct  123  PTFLFINKMDQEGTDRDSLMKQINARFGGECI----------
DFGQEGAQQDFYEQVALC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++K LE Y+A   +  + +     R +++  +FP Y+GSA K  G++ L++ +       
Sbjct  173  DEKTLEHYLADGHLETKAIA----
RLIEERKVFPCYFGSALKLSGVEELLEGLATF--TT  226

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI---
TEMRIPS  298
             ++        V+K+     G R  YL++  G L+++D +  +  ++++I    +  
+  
Sbjct  227  
AKKYPDEFGAKVYKIARDSQGSRLTYLKITGGRLKVKDVIGESKVDQIRIYSGNKHELAQ  286

Query  299  KGE------
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + E      +   DT YPG+ + +   S        D   L          P+L   
I  
Sbjct  287  EAEAGMVCAVTGLDTTYPGQGLGIEKAS--------DMPVLE---------
PVLTYRIVL  329

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412



               A  +  L     L + +P L    +    EI    +G VQ++V+  L+ +++ 
+   
Sbjct  330  
PEDADVQASLRNFKLLEEEEPQLHIVWNERLGEIHAKLMGEVQIDVLKRLIWDRFGMAVQ  389

Query  413  VKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                S++Y E    P++   H       P   +A + L + PL  GSG+ + S VS
+  L
Sbjct  390  FDTGSIVYKETIGYPVEGVGH-----
FEPLRHYAEVHLLLEPLEEGSGLVFASEVSVDQL  444

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            + ++Q  +   +      G L G  +TD KI    G  +   +   DFR      + 
Q L
Sbjct  445  
DGNWQRLILTHLEEKEHLGVLTGSAITDMKITLIAGKAHQKHTEGGDFRQAVYRAVRQGL  504

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ + LLEPY +F L  P E + RA  D  +     E    + D  V +G  P   
++ 
Sbjct  505  
KKAQSILLEPYYTFRLEVPTENVGRAMADIQRMNGRFEPPVKEGDMSVLSGSAPVAAMRD  564

Query  589  YRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
            Y+T++  YT GR      LKGY   A  + VI+    +S  D
Sbjct  565  YQTEVISYTRGRGRLFCMLKGYSPCANAKEVIEAIGYDSESD  606

>WP_027121844.1 elongation factor G [Mycoplasma imitans]
Length=690

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 182/680 (27%), Positives = 308/680 (45%), Gaps = 
82/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N GI+AH+DAGKTT +E +L+ SG   + G    G +  D M  E++RGITI 
+A T
Sbjct  9    
KFRNFGIMAHIDAGKTTTSERILFHSGKTHKIGETHDGASVMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W  C++N++DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
SVTWKDCQLNLIDTPGHVDFTVEVERSLRVLDGAVAVLDAQMGVEPQTETVWRQASRYEV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------



IKQTVSLS------  161
            P ++F+NK+D+ G + Q  V S+  +L    +              I   V +       
Sbjct  129  
PRIVFVNKMDKTGANFQRSVDSIHSRLGVKSVPIQLPIGSENDFVGIIDLVEMKAYFFDG  188

Query  162  -----------PEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       P   LEE     A   D ++  ++ ++EKY+ G+ IS+ ++    
++ V
Sbjct  189  
GENENYETKDIPAEYLEEAKKAHAHMLDEIVTFDESVMEKYLEGQEISKAEIKSCIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-----------------
TGLFQPIGEQGSAALCG  251
              ++LFPV  G+A K  G++PL+DAV                  G    I     A   
G
Sbjct  249  
VSSTLFPVLCGTAFKNKGVKPLLDAVVDYLPSPIDVPAAKGYKNGDEIQIATSDDAPFVG  308

Query  252  SVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMRI  296
              FKV       R  ++R+YSG L               R+   V +  +++ +I
+E+R 
Sbjct  309  
LAFKVATDPFVGRLTFVRVYSGVLTSGSYVVNTTKDKKERVSRIVKMHAQQRNEISEIRA  368

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                 IV       G+ +   +  V L  +                 P++   + 
PKT A
Sbjct  369  GDICAIVGLKDTTTGDTIASENQDVTLESM-------------
SFAQPVISLAVEPKTKA  415

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  +L++LA+ DP  R   D  T + I++ +G + L+++   L  ++K++  
V  P
Sbjct  416  
DQEKMGISLSKLAEEDPTFRTYTDEETGQTIIAGMGELHLDILVDRLRREFKVDVNVGAP  475

Query  417  SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYLNQSFQ  474
             V Y E  LKA +      +  +      G  V     +   G ++E ++  G + 
+ + 
Sbjct  476  QVSYRE-
TLKAKADVEGKYIKQSGGRGQYGHVVITFEPNHDKGFEFEDKIVGGKIPKEYI  534

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V+ G+   +  G L G+ + D K     G Y+   S    ++  A + L++A K    
Sbjct  535  
KSVKAGLEAAMNNGPLAGYPMIDIKASLFDGSYHDVDSNEMAYKIAASMALKEAGKRCQP  594

Query  534  



QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP ++  +  P++Y      D       IE  + + +  V   ++P   +  Y 
TDL
Sbjct  595  
ALLEPIMAIEVTVPEQYFGDTMGDISSRRGMIEGTESRDNVQVIKAKVPLSEMFGYATDL  654

Query  594  AFYTNGRSVCLTELKGYQAA  613
              +T GR   + +   Y  A
Sbjct  655  RSFTQGRGNYIMQFSHYAEA  674

>WP_008808227.1 MULTISPECIES: elongation factor G [Streptococcus]
 EEY80994.1 elongation factor G [Streptococcus sp. 2_1_36FAA]
 KJU97933.1 elongation factor G [Streptococcus gordonii]
 ATF64333.1 elongation factor G [Streptococcus gordonii]
Length=693

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 317/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  



INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESINVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_006172308.1 elongation factor G [Synechococcus sp. WH 5701]
 EAQ75388.1 elongation factor EF-2 [Synechococcus sp. WH 5701]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 



matrix adjust.
 Identities = 183/698 (26%), Positives = 315/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHDGAAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG + V  A  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWKDHRINIIDTPGHVDFTIEVERSMRVLDGVVAVFCAVGGVQPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------
IKQTV  158
            P ++F+NK+D+ G +   V   ++D+L A+ +                       I  
T 
Sbjct  129  
PRIVFVNKMDRTGANFLKVYDQIKDRLKANAVPLQLPIGAEGELKGIIDLVREKAILYTN  188

Query  159  SLSPEIV---LEENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I+   + EN   EA  W     ++V E +++LLE Y+    +++E+L++  
+  V
Sbjct  189  
DLGTDILEGEIPENMKEEAAEWRGKLMESVAETDEELLEAYLENGELTQEQLIKGIRTGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAAL  249
                L P+  GSA K  G+Q ++DAV             TGL  P G +       
SA  
Sbjct  249  VKHGLVPMLCGSAFKNKGVQLVLDAVVDYLPAPIDVPPITGLL-
PDGTESNRPCDDSAPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FKV   D   +  ++R+YSG L               R+   + L   ++ +
+ E+
Sbjct  308  SALAFKV-
MADPYGKLTFVRMYSGVLQKGSYVLNSTKDKKERISRLILLKADDREEVDEL  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G ++       G+ + + SD + L  +               P P++   + 
PKT
Sbjct  367  RAGDLGAVLGLKDTTTGDTLCVESDPIILESLF-------------
IPEPVISVAVEPKT  413

Query  355  



AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E+L  AL  L++ DP  R   D  T + +++ +G + LE++   +  ++K+E  
+ 
Sbjct  414  
KGDMEKLSKALQSLSEEDPTFRVSTDPETSQTVIAGMGELHLEILVDRMLREFKVEANIG  473

Query  415  EPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E  R           +      +  + + + P   GSG ++ +++  G 
+ + 
Sbjct  474  
APQVSYRETIRARAKGEGKFARQTGGKGQYGHVVIEMEPGEPGSGFEFVNKIVGGIVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +     +G++   + G+  G+ + D K+    G Y+   S+   F+    +  +  
+K+ 
Sbjct  534  
YIGPAENGMKETCQSGVIAGFPMIDIKVTMVDGSYHDVDSSEMAFKIAGSMAFKDGVKKC  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     D       +E   +   +     ++P   +  
Y T
Sbjct  594  
NPVLLEPMMKVEVEIPEDFLGSVIGDLSSRRGQVEGQSIDNGQSKVQSKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             L   T GR +   E   Y+     V + +I   + NS
Sbjct  654  QLRSMTQGRGIFSMEFSHYEEVPRNVAEAIIAKNQGNS  691

>WP_072233564.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 180/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  TTYSMEFDHY  674

>WP_052784768.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 180/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGTRKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>SHE50703.1 small GTP-binding protein domain-containing protein 
[Devosia 
limi DSM 17137]
Length=379

 Score = 244 bits (623),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 132/309 (43%), Positives = 197/309 (64%), Gaps = 



10/309 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ +N+GILAH+DAGKT+LTE LL+ +G I   GSV++G T+TDTM LERQRGITI
++AV
Sbjct  1    
MRALNLGILAHIDAGKTSLTERLLFDAGVIDAMGSVDRGNTQTDTMALERQRGITIRSAV  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             SF  +   +N++DTPGH DF+AEV R+LA LD  +LV+SA +GVQAQTR+L   L
+++ 
Sbjct  61   
ASFVVNDVTINLIDTPGHPDFIAEVERTLACLDAVVLVVSAVEGVQAQTRVLMRTLQRLQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE----
IVLEENTD----I  172
            IPT+IF+NKID+ G D + VV  + DKL+  I+  Q V  + E    +V    T+     
Sbjct  121  
IPTLIFVNKIDRMGADPEGVVARIADKLTPAILPMQRVVTAGERGADVVTPGATEHAFVS  180

Query  173  
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD  232
            +  +A+ EN+  +LE  IA   +    L R   ++     + P+++GSA  G+GI  
LM 
Sbjct  181  
KLAEALAENDAAVLEAVIADRALPYADLQRSLAQQTGAGQIHPIFFGSAMTGVGIASLMA  240

Query  233  AVTGLFQPIGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
             +TGL  P+G+  +AA L G +FK++    G++  Y+RL+SG L  R+ +        
K+
Sbjct  241  GITGLL-
PVGQGDAAAELSGIIFKIDRGPAGEKIAYVRLFSGVLHARERLQYGNGHHEKV  299

Query  292  TEMRIPSKG  300
            T + +  +G
Sbjct  300  TAISMFDRG  308

>WP_020427073.1 MULTISPECIES: elongation factor G [Paenibacillus 
sonchi group]
 CQR58491.1 Elongation factor G [Paenibacillus riograndensis SBR5]
 KWX78710.1 elongation factor G [Paenibacillus riograndensis]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 314/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------------IK  155
             ++NK+D  G D  +VV+S+RD+L A+ +                             
+ 
Sbjct  132  
AYVNKMDIIGADFLNVVESMRDRLQANAVAIQLPIGAENDFVGIIDLVEQKAHIFKDDLG  191

Query  156  QTVSLS--PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            Q + ++  P   LE  E   +E  + V E ++ L  KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
QNIEVTDIPADYLEQVEERRLELIEKVAELDEDLTMKYLEGEEITVDEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q +MDAV   L  P+         + G+ A+  S          
Sbjct  252  
KIFPVIVGSSYRNKGVQLMMDAVVDYLPSPLDVPAIQGHLDDGTEAVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A + K     +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILESGSYVVNATKNKRERIGRILQMHANSRQEI---
SIVY  368

Query  310  PGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +        D L D   P  L    +   P P++   + PKT A +++L  
AL
Sbjct  369  AGDIAAAVGLKDTSTGDTLCDEKHPVILESMNF---
PDPVIEIAVEPKTKADQDKLGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P V Y 
E   
Sbjct  426  
GKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYRETFK  485

Query  424  -



PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P +     +  +      +  + +   PL  G+G Q+ES+V  G + + +      
GI 
Sbjct  486  APARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFESKVVGGSVPREYIAPALAGIE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP + 
Sbjct  545  
EQMKNGVLAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDKCKPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>WP_098462744.1 elongation factor G [Isoptericola jiangsuensis]
 PFG42190.1 elongation factor G [Isoptericola jiangsuensis]
Length=700

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 188/690 (27%), Positives = 323/690 (47%), Gaps = 
70/690 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCYWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVERLKAKPLVIQLPIGSENDFTGVVDLLQMKALVWHG  190



Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  ++E                  +AV E+++ LLEKY+ GE ++ ++L    
++
Sbjct  191  
ETALGEKYEVEEIPADLQEKAEQYRNELIEAVAESDEDLLEKYLGGEELTIDELKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI---
GEQG----------------S  246
               ++  FPV  GSA K  G+QP++DAV      PI     QG                
S
Sbjct  251  
MTINSEAFPVLCGSAFKNKGVQPMLDAVIDFLPSPIDVPAVQGHDVKDEEKVIERHADAS  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTL----
RLRDTVALAGREKLKITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +    ++++T         K+ +M    
+  +
Sbjct  311  
EPFSALAFKVASHPFFGKLTYVRVYSGKVEQGAQVQNTTKGKKERIGKLFQMHSNKENPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                  +    + L    V   D L  P           P P++   I PKT A 
+E+L 
Sbjct  371  PEAQAGHIYAFIGLK--
DVTTGDTLSAPDAPVILESMTFPEPVIDVAIEPKTKADQEKLS  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++K+E  V +P V 
Y E
Sbjct  429  
TAIQKLAEEDPTFRVKLDEETGQTVIGGMGELHLDILVDRMKREFKVEANVGKPQVAYRE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNAV  477
               R  +   +T   +   +  +A + ++  PL    G  YE  + V+ G + + +  
+V
Sbjct  489  
TIRRKAEKIDYTHKKQTGGSGQFAKVQVTFEPLETTEGELYEFDNAVTGGRVPREYIPSV  548

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++QG L G+ V   K     G Y+   S+   F+    +V ++ ++ +   
LL
Sbjct  549  
DAGIQAAMQQGVLAGFPVVGVKATLIDGAYHDVDSSEMAFKIAGSMVFKEGVRRADPVLL  608

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +  P+EY+     D       I++ +      V   ++P   +  Y  
DL   
Sbjct  609  



EPVMAVEVRTPEEYMGDVIGDLNSRRGLIQSMEDATGVKVVRAQVPLSEMFGYIGDLRSK  668

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR+V   +   Y     AV + +I+  R
Sbjct  669  TQGRAVYSMQFDSYAEVPKAVAEEIIKKTR  698

>WP_047017551.1 elongation factor G [Streptomyces sp. CNQ-509]
 AKH84270.1 elongation factor G [Streptomyces sp. CNQ-509]
Length=706

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 188/686 (27%), Positives = 326/686 (48%), Gaps = 
84/686 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGAATMDWMAQEQERGITITSAAT  69

Query  62   SFQWHRCKV----
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W   +V    NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  70   
TCHWPLDEVDHTINIIDTPGHVDFTVEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G +    V  + D+L A                   D++  
+  
Sbjct  130  
RYGVPRICFVNKLDRTGAEFHRCVDMITDRLGATPLVMQLPIGTEADFKGVVDLVRMKAF  189

Query  159  SLSPEIVLEENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
              SPE  L E  D+           + W     +AV EN+++++E Y+ GE  + E
+L  
Sbjct  190  
VWSPEAKLGEAYDVVDIPETHLEAADEWRGKLLEAVAENDEEMMELYLEGEEPTEEQLHA  249

Query  203  EEQR------
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------  238
              +R      + +  ++ PV+ G+A K  G+QPL+DA+                      
Sbjct  250  
AVRRITINSGKGEGTTVTPVFCGTAFKNKGVQPLLDAIVRYLPSPLDVEAIEGHAVGDPD  309

Query  239  -----QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--  289
                 +P  E+  +AL    FK+       +  ++R+YSG L     V  ++ GR+
+   
Sbjct  310  EVIVRRPSEEEPLSALA---



FKIASDPHLGKLTFIRVYSGRLNAGSQVQNSVKGRKERIG  366

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI  M    + EI   D+   G+IV ++        + L DP         + P P
++  
Sbjct  367  KIYRMHANKREEI---
DSVGAGDIVAVMGLKQTTTGETLSDPANPVILESMDFPAPVIEV  423

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PK+   +E+L  A+ +LA+ DP  R + D  T + I+S +G + L+V+   +  
++K
Sbjct  424  
AIEPKSKGDQEKLGVAIQRLAEEDPSFRVKTDEETGQTIISGMGELHLDVLVDRMKREFK  483

Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E  V +P V Y E   RP+    +T   +   +  +A + +++ PL  G G ++ 
+ V+
Sbjct  484  VEANVGKPQVAYRETVRRPVAKHEYTHKKQTGGSGQFARVIIALEPLE-
GDGYEFVNEVT  542

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  +V  G +  +E G+  G+ +T  ++    G Y+   S+   F+    
+  
Sbjct  543  
GGRIPKEYIPSVDAGSQEAMEFGILAGYPLTGVRVRLLDGAYHEVDSSEMAFKIAGSMAF  602

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++A +++   LLEP +   +  P++Y+     D       I++ + +    + TG 
+P  
Sbjct  603  
KEAARKAAPVLLEPMMKVEVTTPEDYMGDVIGDINSRRGQIQSMEDRSGAKLVTGLVPLS  662

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  Y  DL   T+GR+    +   Y
Sbjct  663  EMFGYVGDLRSKTSGRASYSMQFDSY  688

>KIM01911.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 252 bits (644),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 188/638 (29%), Positives = 288/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    



MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGIGH-----
FEPLRHYAETHVLLEPLPQGSGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR



Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>OGJ50629.1 translation elongation factor G [Candidatus 
Peregrinibacteria 
bacterium RIFOXYB2_FULL_32_7]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/690 (28%), Positives = 325/690 (47%), Gaps = 
76/690 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K+ N GI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A 
Sbjct  6    
LKLRNFGICAHIDAGKTTTTERVLFYTGKSHKIGEVHDGEATMDWMEQEKERGITITSAA  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            T+  W  C+ NI+DTPGH+DF  EV RS+ +LDG ++VI A  GV+ QT  ++    
K  
Sbjct  66   
TTCFWKDCQFNIIDTPGHVDFTVEVERSMRILDGGVVVIDASQGVEPQTETVWRQAEKYC  125

Query  121  IPTVIFINKIDQAGVDLQSVVQSV-----------------
RDKLSADIII---------  154
            +P +IF+NK+D+ G D    + S+                  DKL   I I         
Sbjct  126  
VPRIIFVNKMDKVGADFDFSMDSLCERASKNCVAIQLPIGQEDKLEGVIDILTMKAYKFE  185

Query  155  --KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K    +  EI L+  + +E       + V EN+D L+EKY+ G   S E++ +  
++ 
Sbjct  186  
GDKGEKVIEIEIPLDLKSKVETLRSRLIEKVSENDDALMEKYLEGVEPSMEEIKKGIRKA  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------------
GEQGSAA  248



                 ++PV  GS+ K +G+Q L+DAV   L  P+                      
SA 
Sbjct  246  
TVANKIYPVLAGSSLKNIGVQLLLDAVIDYLPSPLDVPSIKGTTSNSQEEITRAPDFSAP  305

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       + V+ R+YSGTL     +       +E++ ++ +M   S+ 
EI  
Sbjct  306  
FSALAFKIATDPFVGKLVFFRVYSGTLNAGSYILNPRSGKKERIGRLIQMHANSREEI--  363

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
                  G+I    + +V L DV+   T    K+       + P P+++  I PKT 
A R+
Sbjct  364  -KMVRAGDI----
AATVGLKDVITGDTLCDEKQEIILESMQFPEPVIQIAIEPKTKADRD  418

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R + D  T + ++S +G + L+++   L  ++K+E  + 
+P V 
Sbjct  419  
KMGLALQKLAEEDPTFRIKSDEETGQTLISGMGELHLDIIVDRLRREFKVEANIGKPQVA  478

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E     ++A    +  +      +  + + +TPL  G+G Q+++++  G + + 
+  A
Sbjct  479  YRETIQTEMEAEEKYVK-
QTGGRGQYGHVVIKLTPLERGAGYQFDNKIVGGKIPREYIPA  537

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  + +G+  G+ V D KI    G Y+   S+   F+    +  ++  K +   
L
Sbjct  538  
VDKGIQEAMTRGIVAGYPVVDLKIELFDGSYHDVDSSELAFKIAGSLAFQKGAKAAKPVL  597

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P ++      +       I+ +  +    V   E+P   +  Y T
+L  
Sbjct  598  
LEPIMDVEVCTPDDFFGDVLGNLSSKRGQIKESFERGQAKVIKSEVPLAEMFGYATELRS  657

Query  596  YTNGRSVCLTELKGYQAA---VGQPVIQPR  622
             T GR+    E   Y+     +G+ +I  +
Sbjct  658  MTQGRAGYSMEFSRYEKVPNNIGEKIISEK  687

>AMS07852.1 elongation factor G [Lactobacillus oris]
Length=646



 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 197/632 (31%), Positives = 304/632 (48%), Gaps = 
62/632 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I  G++AHVDAGKTTLTE+LLY +G + + G V+KG++  D   LE+QRGITI     
Sbjct  3    
KQIIGGLVAHVDAGKTTLTEALLYQAGQLRQLGRVDKGSSFLDPDQLEKQRGITIFTHQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  + +  + ++DTPGH+DF A+  + L VLD A+LVISA DG+Q  TR L+  L 
+ ++
Sbjct  63   
ALDYQKLHLTLLDTPGHIDFAAQTEQVLQVLDYAVLVISATDGLQGSTRTLWDLLAQYHV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IFINK D  G D+ +V++ ++  LSA  +         +   +  T     +A
+   
Sbjct  123  PTFIFINKTDSVGADVPAVIKQLQSSLSAACV---------
DFTGKTPTTGATAEAIAMK  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D +LE Y+A + ++++++    Q  +Q   LFP Y GSA K  GIQ L+D   GL 
Q  
Sbjct  174  DDAVLESYLANDCLTKQQV----QSLIQQRKLFPCYAGSALKLTGIQELLD---
GLAQWT  226

Query  242  GEQGSAA--LCGSVFKVEYTDCGQRRVYLRLYSGTLRLR---------
DTVALAGREKLK  290
             E  S        VFK+ + D G R  ++R+ SG L  +         D + +    
K  
Sbjct  227  
VETPSTGDQFAARVFKISHDDRGNRLSWVRVLSGKLVAKREVLPGEKADQLRVYNGSKFS  286

Query  291  ITEMRIPSKG--
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            I +  IP+ G   I    ++YPG+              LG  T  P+ R +    P
+L  
Sbjct  287  I-QQSIPAGGVCAITGLTSSYPGQ-------------GLGQATTAPQPRLQ----
PVLSY  328

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             +       R   L AL +LAD +P L+ E      E  +  +G VQ EV+  LL+
++Y 
Sbjct  329  AVKIDNDNPRP-
YLAALRELADEEPQLKVEWLRELQEARVQLMGTVQKEVLEQLLAQRYG  387



Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            L+       ++Y E   RP++   H       P   +A + L + P   GSG+ + 
S   
Sbjct  388  LQVQFTNGQILYRETIDRPVEGVGH-----
FEPLRHYAEVHLRLEPAPRGSGLTFTSHCR  442

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L+ ++Q  V   +     +G L G  +TD +I    G      S   DFR      
+
Sbjct  443  
EDILSHNWQQQVMTSLGAKEHRGVLIGAPLTDVQITLVGGKGSIVHSVGGDFREATWRAV  502

Query  525  EQALKE----SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTG  579
             Q L E     G  LLEP+  + L  PQE + RA +D  +  A  + A+     +   
TG
Sbjct  503  
RQGLMELRAQKGCVLLEPWYHYRLTIPQEEVGRAINDLQQMGADFQLAESSAGPLTTITG  562

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              P   ++ Y   +  Y+ G+      + GY+
Sbjct  563  SGPVATMRDYAITVRNYSRGQGQLECVVDGYR  594

>WP_091847160.1 elongation factor G [Bifidobacterium commune]
 SCC78483.1 translation elongation factor 2 (EF-2/EF-G) 
[Bifidobacterium 
commune]
Length=709

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 193/703 (27%), Positives = 329/703 (47%), Gaps = 
87/703 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G   + G   +G +  D M  E++RGITIQ
+A T
Sbjct  11   
EVRNIGIMAHIDAGKTTCTERILYYTGKNYKIGETHEGASTMDFMAQEKERGITIQSAAT  70

Query  62   SFQWHR--------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            +  W+R         ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  
++
Sbjct  71   
TCFWNRQTHDTDQKFQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVW  130

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------TVS  159
                K  +P + F+NK+D+ G D    V +++ KL A  ++ Q               



V 
Sbjct  131  
RQADKYGVPRICFVNKMDKLGADFYYSVDTIKKKLGATPLVVQLPIGSENDFVGMIDLVR  190

Query  160  LSPEIVLEENTDI----------------------
EAWDAVIENNDKLLEKYIAGEPISR  197
            +   +  + +TD+                      E  D V E++D+L+EKY+    
+S 
Sbjct  191  
MKAYVWNDVSTDMGAHYDVVDIPEELKDRAEEYHSELLDQVAESDDELMEKYLESGEMSE  250

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQG  245
            E++    ++   +   +PV  GSA K  GIQPL+DAV               F+P  
E  
Sbjct  251  
EEIRTGIRKLTIERQAYPVLCGSAFKDKGIQPLLDAVVDYLPSPEDVPAIEGFKPGDESQ  310

Query  246  --------SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
                           VFK+       + V++R+YSG+++  D+V  + + K     
KI +
Sbjct  311  
QIDRKPTMDDPFAALVFKISTHPFYGKLVFVRVYSGSIKPGDSVLDSTKGKKERVGKIFQ  370

Query  294  MRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTT  349
            M    +  +   D A  G I   +   +V   D L     P  L    +   P P+
+   
Sbjct  371  MHADKENPV---DAAEAGNIYTFVGLKNVSTGDTLCADSAPISLESMTF---
PDPVIEVA  424

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT A +E++  AL +LAD DP  + + D  + + ++S +G +QL+++   +  
++K+
Sbjct  425  
VEPKTKADQEKMSLALAKLADEDPTFQVKTDEESGQTLISGMGELQLDIIVDRMRREFKV  484

Query  410  ETVVKEPSVIYMERPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRV  464
            E  V  P V Y E   KA     +T   +   +  +A + ++  P+    G  Y  
E+ V
Sbjct  485  
ECNVGNPQVAYRETIRKAVMNQEYTHKKQTGGSGQFAKVLMNFEPIDPAEGKDYEFENVV  544

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            + G++ + F  ++  G+R  +E G L G+ V   K     G  +   S+   F+    
+ 
Sbjct  545  
TGGHITKEFIPSIDAGVREAMESGVLAGFPVVGVKATVTDGQVHDVDSSELAFKIAGSMA  604

Query  524  



LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
             + A  ++   +LEP ++  +  P+EY+     D       I+  +      V   
++P 
Sbjct  605  
FKTAAPKANPVILEPIMAVEVRTPEEYMGDVMGDINSRRGNIQEMKDATGVKVIEAKVPL  664

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
              +  Y  DL   T GR++   ++  Y      V + +I+ +R
Sbjct  665  SEMFGYIGDLRSKTQGRAMFTMQMDSYAEVPRNVSEEIIKAQR  707

>WP_087358550.1 GTP-binding protein [Massiliomicrobiota timonensis]
 OUQ33735.1 translation elongation factor G [Massiliomicrobiota 
timonensis]
Length=849

 Score = 256 bits (654),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 190/642 (30%), Positives = 309/642 (48%), Gaps = 
53/642 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGILAHVDAGKTTL E +LY SG I + G V+   T  D    ER RGITI 
+  
Sbjct  1    
MKKTVIGILAHVDAGKTTLCECMLYLSGQIRQLGRVDHQDTFLDYDAQERHRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+W   +  ++DTPGH DF AE+ R+L +LD AI+V++  DG+Q+ +  ++  L   
+
Sbjct  61   
AYFEWKNTQFLLMDTPGHADFSAEMERTLQILDYAIIVVNGMDGIQSHSETIWQLLAHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+DQ     + ++  +  K     I     SL PE  L EN       
A++ 
Sbjct  121  VPTFIFVNKMDQTTYHQEELLLELTQKYHDHCI---DFSL-PENQLFENI------
ALV-  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND LLE+Y+  + IS + +    Q  +Q   +FPV++GSA K  G++  +D +      
Sbjct  170  -NDTLLEEYMTNQKISLQHI----
QESIQQRQIFPVFFGSALKNQGVETFLDMLDQY--T  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            + +     L G VFKV + + GQ   +++L  G++ +++ +   G E  K+ ++R+ 
+  
Sbjct  223  LEKVYPDTLDGFVFKVTH-EQGQCLTHVKLTGGSIHVKEVI---GNE--
KVDQIRLYNGE  276



Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     TA  G++V        LP  +      +  P  +P   +        R  
++P+
Sbjct  277  KYTLMMTAKAGDVVALKGLKAFLPGMTFNHQTTI-QPVMVPYMNY--------
RMVLSPQ  327

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T   R  ++  L  LA  DP L       T +I +  +G +Q+E++  ++ E++  
+   
Sbjct  328  T--
DRHVMMQKLQILAQEDPTLHISYMPETQDIYIQLMGEIQIEILQNMIRERFHEDVHF  385

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                ++Y E   +P++   H       P   +A + + + PL  GSG+ +ES+ S   
L 
Sbjct  386  DHGEILYKETIAKPIEGVGH-----
FEPLCHYAEVHVLLEPLESGSGLVFESQCSTDTLP  440

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
              +Q  +    +    +G L G  VTD KI    G  +   +   DFR      +   
LK
Sbjct  441  
LHYQRLIMTHFQEIEHRGVLTGAPVTDMKITLLAGKAHQKHTEGGDFREATYRAIRHGLK  500

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
               + LLEPY    +  P+E LSR  +D  K    + T +   D +   G+ P  C
+Q Y
Sbjct  501  RGESILLEPYYDIHIQIPKEALSRVLYDMEKKQTKV-
TMEDNGDRIDLYGQGPVACLQDY  559

Query  590  RTDLAFYTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDK  630
            + ++   T G+      LKGY        VIQ +  +S  D+
Sbjct  560  QQEIIALTKGKGRMTCSLKGYFPCHNSTEVIQDKHYDSETDQ  601

>WP_002270330.1 elongation factor G [Streptococcus mutans]
 EMC58826.1 elongation factor G [Streptococcus mutans OMZ175]
Length=693

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV+E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVVETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  



G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_017718048.1 elongation factor G [Oscillatoria sp. PCC 10802]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 187/698 (27%), Positives = 321/698 (46%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG + + G V +GTT TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTTVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V   +RD++ A+ +              I   V +  
+I   
Sbjct  129  
PRIAFVNKMDRTGANFYKVYGQIRDRMRANAVPIQIPIGSEDSFRGIVDLVRMRAKIYTN  188

Query  168  E-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



            +  TDIE                    ++V E +D L EKY+ GE ++ E++    
++  
Sbjct  189  
DIGTDIEDTEIPEDIRDLAEEYRLKLVESVAETDDALTEKYLEGEELTEEEIKTALRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
               ++ P+  GSA K  G+Q ++DAV                 P GE        S  
L 
Sbjct  249  
IAGTIVPMLCGSAFKNKGVQLMLDAVVDYLPSPLDIPPIQGTLPSGETAERRADDSQPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVINSTKGKKERVSRLIVLKADDRIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +     + G+ +   S  + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKETFTGDTICEDSSQIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  +YK+E  
V +
Sbjct  415  
QDMEKLSKALQALSEEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMLREYKVEANVGQ  474

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   + ++A    I  +      +  + + V P   G+G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKHVRAEGKFIR-
QSGGKGQYGHVVIEVEPGEPGTGFEFVSKIVGGVVPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            + +    G++   E G+  G+ V D K     G ++   S+   F+    + +++A
+ ++
Sbjct  534  
YISPAEQGMKEACESGILAGYPVIDIKATMVDGSFHEVDSSEMAFKIAGSMAMKEAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P++++     D       IE    ++     T ++P   +  
Y T
Sbjct  594  
TPVLLEPMMKVEVEVPEDFIGNVIGDLISRRGQIENQSTEQGLAKVTSKVPLATMFGYAT  653



Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            D+   T GR +   E   Y     +V +P+I   + N+
Sbjct  654  DIRSKTQGRGIFTMEFSHYDEVPRSVAEPIIAKSKGNA  691

>WP_028339317.1 elongation factor G [Bradyrhizobium elkanii]
Length=690

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 185/666 (28%), Positives = 303/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
            +F NK+D+ G D    +  + D+L A                   D+++ + +  +    
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVVMKGIVWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDMIEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + I + G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGIDDDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371



Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_061296664.1 GTP-binding protein [Herbidospora cretacea]
Length=595

 Score = 250 bits (639),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 198/617 (32%), Positives = 288/617 (47%), Gaps = 
33/617 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + NIGILAHVDAGKTT+TE +L+A+G   + G V  GTT TD    ER RGITI 
AA 
Sbjct  1    
MTLRNIGILAHVDAGKTTVTERILFATGTTYKQGEVHHGTTVTDFDPQERDRGITIFAAA  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W   ++N++DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
+  
Sbjct  61   
VTCHWQGTQINLIDTPGHVDFSDEVERSLRVLDGAIAVFDAVAGVEPQSESVWRRADRYG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP ++F+NK+D+ G DL + V+++R +L      +  V  SP++V          D 
V E
Sbjct  121  IPKIVFVNKMDRPGADLGATVEAIRRRLHP----RPLVLGSPDLV----------
DQVAE  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +  +L++Y    P +  + +RE   R +   +  V  GSA +  GI+ L+DAV   
+ P
Sbjct  167  LHPDVLDEYPDVSPATLRRALRELTARNE---
VVVVLSGSAYRNQGIEALLDAVVA-YLP  222

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPS  298
                      G VFKV      +R   LR+YSGTLR  DTV  A  GR +     
+R+ +
Sbjct  223  EPRVDDRPFAGLVFKV-----
AERLALLRVYSGTLRKGDTVLDATTGRTERVSRILRVQA  277

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                   D A  G+IV I    SVR    L DP             P++   +   
T A+
Sbjct  278  DRH-
TDLDRAEAGDIVAIAGPKSVRTGATLTDPAAPLVLEPPSTTEPVVSVAVEAATRAE  336

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             +RL+ AL +LA+ DP +R   D  T + ILS LG + LEV    +     L   V  
P 
Sbjct  337  
HQRLVAALVRLAEEDPSIRVRTDPETGQTILSGLGELHLEVAVEKIRRDRGLTIRVGAPQ  396

Query  418  VIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V   E  +   +  ++  V  +     +A + + V P        + S V  G + 
+ + 
Sbjct  397  VALRETVVTGVTGVLYRHVKQDGGAGQYAHVVIDVEPCD--
EPFAFVSTVVGGRVPKEYV  454

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G R  L  G L G  V   ++    G  +   S+   FR+   + L +AL+    
Sbjct  455  



KAVEQGCRDALADGPLGGHPVMGLRVTLTDGATHVKDSSELAFRTAGRLALREALRRCAM  514

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP     +  P +       D       +   + +   VV T  +P   +  Y 
T L
Sbjct  515  
AVLEPVTEVTVTVPDDLAGGVLGDLAARKGQVSGTEARPGTVVITATVPLAEVFGYATRL  574

Query  594  AFYTNGRSVCLTELKGY  610
               T GR    T   GY
Sbjct  575  RSRTQGRGAFTTRPAGY  591

>WP_026797907.1 MULTISPECIES: elongation factor G [Planktothrix]
 CUR26722.1 Elongation factor G (EF-G) [Planktothrix rubescens]
Length=693

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 315/669 (47%), Gaps = 
60/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGMVHKMGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
TTSWKDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +   V + +RD+L A+ +  Q               V +   
+  +
Sbjct  129  
PRIVFVNKMDRTGANFFKVYEQIRDRLRANAVPIQIPIGSENDFQGLVDLVEMKAYLYND  188

Query  168  EN--TDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++  TD E  D                   +V E +D L+EKY+ GE  + E++  
+ ++
Sbjct  189  
DDKGTDFEVTDQIPEAVKKIAEEYRVKLVESVSETDDHLMEKYLEGEEPTNEEIRTQLRK  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGS--------------AA  248
                  + P+  GSA K  G+Q L+DAV        E    QG+              



A 
Sbjct  249  
GTIAGKIVPLLCGSAFKNKGVQQLLDAVVDYLPAPSEVPPIQGTLSNGDVDVRYANDEAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
            L    FK+   D   R  ++R+YSG L+    V  + ++K  +I+ + +    + +  
D 
Sbjct  309  LSALAFKI-
MADPYGRLTFVRVYSGVLQKGSYVLNSSKDKKERISRLIVLKADDRIEVDE  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G++   L        D L D T+         P P++   + PKT    E+L  
AL 
Sbjct  368  
LRAGDLGAALGLKDTLTGDTLCDDTKPIILESLFIPEPVISVAVEPKTKQDMEKLSKALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
             L++ DP  R  VDS T++ +++ +G + LE++   +  ++K+E  V  P V Y E   
+
Sbjct  428  
SLSEEDPTFRVSVDSETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETIRK  487

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            P+         +      +  + +++ P   GSG ++ S++  G + + + N    
G++ 
Sbjct  488  
PVNRVEGKFIRQSGGKGQYGHVVINLEPGEPGSGFEFVSKIVGGTVPKEYINPAEQGMKE  547

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E G+  G+ + D K     G Y+   S+   F+    + L++A+ ++   LLEP 
+  
Sbjct  548  
ACETGVVAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMALKEAVSKASPVLLEPMMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++++     D       IE    ++     T ++P   +  Y TD+   T 
GR +
Sbjct  608  
EVEVPEDFIGNVIGDLNSRRGQIEGQGTEQGIAKVTAKVPLAQMFGYATDIRSKTQGRGI  667

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  668  FTMEFSHYE  676

>OUV52511.1 elongation factor G [Actinomycetales bacterium TMED115]
Length=699



 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 186/680 (27%), Positives = 320/680 (47%), Gaps = 
80/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
RVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW    +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
+ ++
Sbjct  71   
TCQWKDHTINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSETVWRQADRYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    V  +  +L+A                   D++  + +
+   
Sbjct  131  
PRMCFINKLDRTGADFYMCVDMIISRLNAVPLVLQLPIGNEADFIGVVDLVGMRALTWRG  190

Query  163  EIVLEENTDIE-----------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E+  +E            W     + + EN+D ++EKY+ GE +S +++    
+R
Sbjct  191  
ETALGEDYAVEEIPADMQAKADEWREKLLETLSENDDAVMEKYLEGEELSEQEIKDGIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
                AS+ PV  G+A K  G+QP++DAV                           
+P  +
Sbjct  251  
ATLAASVTPVLTGTAFKNKGVQPMLDAVLDFLPSPIDVEAVEGHKMGNEEELMTRKPSED  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
            +  +AL    FK+       +  Y+R+YSG+L+    V  + +++     KI  M    
+
Sbjct  311  EPFSALA---
FKIMSDPHLGKLTYVRVYSGSLQTGTQVLNSTKDRKERIGKIYRMHANKR  367

Query  300  GEIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             EI   D    G+IV ++        D L   G+P  L    +   P P++   I 
PKT 
Sbjct  368  EEI---DATGAGDIVAVMGLKDTTTGDTLCDSGNPVVLESMTF---
PEPVISVAIEPKTK  421



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            + +E+L  A+ +LA+ DP  R   +  T + I+  +G + LEV+   +  ++K+E  
V +
Sbjct  422  
SDQEKLGTAIQRLAEEDPTFRVSTNEETGQTIIEGMGELHLEVLVDRMKREFKVEANVGK  481

Query  416  PSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLS-
LGSGVQYESRVSLGYLNQ  471
            P V Y E   +P+    +T   +   +  +  + ++V P +  G G  +E++V+ G 
+ +
Sbjct  482  
PQVAYRETLTKPVAKVEYTHKKQTGGSGQFGRVIIAVEPNNEEGGGYLFENKVTGGRIPR  541

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  +V  G +  +E G L G+ + D K+    G Y+   S+   F+    +  + 
A   
Sbjct  542  
EYIPSVDAGCQEAMENGVLAGYPMVDVKVTLLDGAYHDVDSSELAFKIAGSMAFKDAANR  601

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP ++  +  P++++     D       ++  + +    V T  +P   +  
Y 
Sbjct  602  
AKPALLEPMMAVEVTTPEDFMGDVIGDLNSRRGQVQAMEERSGARVVTALVPLSEMFGYV  661

Query  591  TDLAFYTNGRSVCLTELKGY  610
             DL   T GR+    +   Y
Sbjct  662  GDLRSRTQGRASYSMQFDSY  681

>WP_027185835.1 elongation factor G [Desulfovibrio inopinatus]
Length=690

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 310/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KCRNIGIMAHIDAGKTTTTERVLYYTGVSHKIGEVHDGQATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ QT  ++    
+ ++
Sbjct  69   
TCSWRDHRVNIIDTPGHVDFTIEVERSLRVLDGAVAVFDAVAGVEPQTETVWRQAERYHV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G +    V  ++ +L+A  ++ Q                         
Sbjct  129  
PRMSFVNKMDRIGANFFRCVDMIKTRLNAKPVVLQIPIGSEDEFRGVVDLIRGKALIFDD  188

Query  157  -------TVSLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   ++   PE +++  E   +E  +A+ E ++ L+EKY+ GE ++  +L+   
++ 
Sbjct  189  
STLGKEYSIEDIPEDLVDQYEELRLEMLEAIAEEDETLMEKYLGGEELTEAELISGIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ--------GSA  247
                S+ PV  GSA K  G+QPL+DAV                 P  E+           
Sbjct  249  
TIGLSICPVLCGSAFKNKGVQPLLDAVIDYLPSPVDVAAIKGIDPDDEEKVIECPCDDKL  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIV  303
             L    FK+          +LRLYSG +    TV  A    +E++ ++ +M    + 
EI 
Sbjct  309  
PLAALAFKLMSDPYIGHLTFLRLYSGKIETGMTVINANTGKKERVGRLLKMHANKREEI-  367

Query  304  RTDTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A+ G+IV      +    D L D ++  +      P P++   I PKT A R
+ L 
Sbjct  368  --
KEAFAGDIVAAVGMKITSTGDTLCDGSKPVKLESLNIPEPVIEVAIEPKTKADRDTLS  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA  DP  R   D  T++ +++ +G + LE++   L  ++ +   V  P V 
Y E
Sbjct  426  
QALGKLAKEDPSFRVTTDEETNQTLIAGMGELHLEIIVDRLMREFGVNANVGAPQVAYRE  485

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               KA  H      +      +  +   + P   G G  + + +  G + + +  A
+  G
Sbjct  486  TITKAIKHENKYAKQSGGRGQYGHVVFELRPREEG-
GYNFVNSIVGGVIPKEYIPAIDKG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  L+ G + G+ V D +    YG Y+   S+   F   A +  ++A+ ++   
LLEP+
Sbjct  545  
FQNALKAGAVAGYPVVDVEAELVYGSYHEVDSSEQAFFICASMAFKEAMTKAAPVLLEPF  604



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P+EYL     D       +   + +    V + ++P   +  Y TDL   
T G
Sbjct  605  
MAVEVVTPEEYLGDVMGDLNGRRGRVAGMEARAGAQVISAQVPLSAMFGYATDLRSRTQG  664

Query  600  RSVCLTELKGYQ  611
            R+    +   Y+
Sbjct  665  RATFTMQFDHYE  676

>WP_044428641.1 GTP-binding protein [Lactobacillus plantarum]
 AJO72875.1 elongation factor G [Lactobacillus plantarum]
 KKX45952.1 elongation factor G [Lactobacillus plantarum]
 KZE00201.1 Ribosome protection-type tetracycline resistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZT97614.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU23139.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU23742.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU96992.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 ASX20310.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 252 bits (644),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 194/627 (31%), Positives = 299/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D  +R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQDERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L + P   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLKPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580



Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>OIO08593.1 translation elongation factor G [Candidatus 
Falkowbacteria bacterium 
CG1_02_37_44]
 PIV51866.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG02_land_8_20_14_3_00_36_14]
 PIX12067.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG_4_8_14_3_um_filter_36_11]
 PJA10839.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG_4_10_14_0_2_um_filter_36_22]
 PJB20225.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG_4_9_14_3_um_filter_36_9]
Length=693

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 181/671 (27%), Positives = 318/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT++E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVSERILFYTGKKHKIGEVHDGEAEMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDG +++     GV+ Q+  ++H   K N
+P +
Sbjct  72   
WKNVRINIIDTPGHVDFTAEVERSLRVLDGGVVIFDGVAGVEPQSETVWHQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEENTDI------  172
             FINK+D+ G D    ++S+  +L+ +   I+  + +  E      + E    I      
Sbjct  132  
AFINKLDRTGADFFKDLESIHKRLTKNAYPIQLPIGVESEFKGIIDLFERKARIYQDDLG  191

Query  173  EAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              W                     +A++ENN++L+ KY+AG+ I  + L +E ++ 
V   
Sbjct  192  
TKWEDSNVPDNMSKITEEYRRKLIEAIVENNEELMNKYLAGQAIESDILKKELRQEVCAG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGEQGSAALCGS-------  252
             + PV  GSA K  G+Q L+DAV               F P  E    A+  S       
Sbjct  252  



RIVPVLCGSALKNKGVQFLLDAVEDFLPSPLEVPAIEGFDPNNEDKKIAVKPSDEEKFAA  311

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  ++R+YSG L+    V   +   +E++ +I  M    + E+   
+ 
Sbjct  312  
LAFKIATDPFVGKLCFIRVYSGILKSGSYVLNSSNGKKERIGRIVRMHANHREEV---EE  368

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y GEI  I+        + L D  R         P P++   + PKT A +E++  
AL 
Sbjct  369  
VYAGEIAAIIGLKETTTGNTLCDEDRPVLLESIFFPEPVISIAVEPKTKADQEKMGMALA  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L++ DP  R + D   ++ ++S +G + L+++   +  ++ +E  + +P V Y E   
K
Sbjct  429  
KLSEEDPTFRVKTDEEVNQTLISGMGELHLDIIIDRMKREFNVEANIGQPQVAYRETIKK  488

Query  427  -AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A +   +I +      +    L V P + G G ++++++  G + + +  A+  G
++  
Sbjct  489  
EAEAEGKYIRQSGGRGQYGHCWLRVLPQAEGKGFEFDNKIKGGDIPREYIPAIEKGVKEA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +++G L G+ + D K+    G Y+   S+   F+    +  ++A + +   +LEP 
+  +
Sbjct  549  
MDKGVLAGYPMVDIKVEVFDGSYHEVDSSEGAFKIAGSMAFQEASRHADPIILEPIMKVV  608

Query  544  LYAPQEYLSRAYHDAPKYCATIET----
AQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
               P+ ++     D       +E      QVK+     T ++P   +  Y T L   
T G
Sbjct  609  AITPENFMGDVIGDLNSKRGQVEEMGDRGQVKE----
ITAKVPLASMFGYATQLRSMTQG  664

Query  600  RSVCLTELKGY  610
            R+    E   Y
Sbjct  665  RANYSMEFSHY  675

>WP_058840389.1 elongation factor G [Bacillus sp. G3(2015)]
 KUF23765.1 elongation factor G [Bacillus sp. G3(2015)]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 



matrix adjust.
 Identities = 190/660 (29%), Positives = 310/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V + 



E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAHRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_085392909.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSG87644.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 188/638 (29%), Positives = 288/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIAAPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDVDAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGIGH-----
FEPLRHYAETHVLLEPLPQGSGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605



>WP_059108824.1 elongation factor G [Catabacter hongkongensis]
 KUJ30191.1 elongation factor G [Catabacter hongkongensis]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 190/676 (28%), Positives = 317/676 (47%), Gaps = 
73/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTATERILFYTGRTYKIGDTHDGNAVMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++       
+
Sbjct  69   
TTQWEGHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQAEGYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D  G D  +VV  +R++L A+ +              I   V +   
+  E
Sbjct  129  
PRMAFVNKMDIMGADFYNVVDMIRERLGANPVPLQLPIGVEDTFSGIVDLVEMKAVVYPE  188

Query  168  ENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++     +D                     AV ++++ ++EKY AGE IS++++++  
++
Sbjct  189  
DDPTGTKFDVVDIPDDMKDMADEYREKLIEAVADHDESIMEKYFAGEEISKDEIIKVLRK  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQG  245
                 S+ PV  GSA +  G+QPL+D +  L                      +P    
G
Sbjct  249  
GTIAGSIIPVCCGSAYRNKGVQPLLDKIVELMPSPLDVPPIKGIKPGTDEEIERPADTNG  308

Query  246  S-AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       +  + R+YSG +R    V       RE++ +I  M    
+ 
Sbjct  309  PFAALA---
FKIMADPFVGKLAFFRVYSGKVRSGSYVLNSTKGKRERIGRILRMHANHRE  365

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+   D    G+I   +    V   D L D  +         P P+++  I PKT 



A +E
Sbjct  366  EV---
DEVEAGDIAAAVGFKDVGTGDTLCDDKQQIILENMVFPDPVIQVAIEPKTKAGQE  422

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R   D  T + I++ +G + LE++   +  ++K+E  V 
+P V 
Sbjct  423  
KMSVALQKLAEEDPTFRAYTDEETGQTIIAGMGELHLEIIVDRMLREFKVEASVGKPQVS  482

Query  420  Y---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y   M +P+      +  +      +    + V PL  GSG  +ES++  G + + 
+  +
Sbjct  483  YRETMTKPVDVEGKYVR-
QSGGKGQYGHCKIHVEPLEPGSGYIFESKIVGGSIPKEYIPS  541

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            + +GI+   + GL  G+ V D K+    G Y+   S+   F+    + +++A  + 
G+ L
Sbjct  542  
IDNGIQEAAKSGLIGGFEVMDFKVTLVDGSYHEVDSSEMAFKIAGSMAIKEAFAKGGSIL  601

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EYL     +       IE  + +    +    +P   +  Y 
TDL  
Sbjct  602  
LEPMMKVEVVVPEEYLGDVMGNVNSRRGRIEGTESRGGGQIIRAMVPLSEMFGYATDLRS  661

Query  596  YTNGRSVCLTELKGYQ  611
             T GR     +   Y+
Sbjct  662  RTQGRGQFTMQFDHYE  677

>WP_061855461.1 MULTISPECIES: elongation factor G [Staphylococcus]
 KYH15319.1 elongation factor G [Staphylococcus saprophyticus]
 PNZ08334.1 elongation factor G [Staphylococcus kloosii]
 AVQ37027.1 elongation factor G [Staphylococcus kloosii]
 PTJ79455.1 elongation factor G [Staphylococcus kloosii]
Length=696

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 185/668 (28%), Positives = 313/668 (47%), Gaps = 
78/668 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    



KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +    V ++ D+L A                   D++  +    
+ 
Sbjct  129  
PRIVFVNKMDKLGANFDYSVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNN  188

Query  163  EIVLE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E  +I A              +AV E ND+L+EKY+  E IS ++L    
++  
Sbjct  189  
DLGTEIEEIEIPADHQDRAEEARANLIEAVAETNDELMEKYLGDEEISIDELKAAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-
GEQG-------------SAA  248
             D   +PV  G+A K  G+Q +++AV          +PI G +              
SA 
Sbjct  249  
TDVEFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRAENPDEEVIAKPDDSAE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ 
E+  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED--------
PLPMLRTTIAPKTAA  356
             +T Y G+I      +V L D     T    K    D        P P++  ++ 
PK+ A
Sbjct  367  -NTVYSGDIAA----AVGLKDTGTGDTLCGEKN---
DIILESMVFPEPVIHLSVEPKSKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             ++++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  
V  P
Sbjct  419  
DQDKMTTALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAP  478

Query  417  SVIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   ++A        +      +  + +  TP   G G ++E+ +  G + 



+ + 
Sbjct  479  
MVSYRETFKQSAQVQGKFARQSGGRGQYGDVQIEFTPNETGGGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K
+   
Sbjct  539  
PSVEAGLKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP     +  P+EY+     D       ++  + + +  V    +P   +  Y 
T L
Sbjct  599  
VILEPITKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSL  658

Query  594  AFYTNGRS  601
               T GR 
Sbjct  659  RSNTQGRG  666

>WP_017242553.1 elongation factor G [Vibrio breoganii]
 OEF82777.1 translation elongation factor G [Vibrio breoganii 1C10]
 PMP06773.1 translation elongation factor G [Vibrio breoganii]
Length=694

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 193/675 (29%), Positives = 312/675 (46%), Gaps = 
70/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
              +IF+NK+D+ G D  +VV  V++ L A                   D++ ++   
+  
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLTRKAY-VWD  184



Query  163  EIVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +  L EN +I                E  +  +E +D L+  Y+ GE  S E + R  
++
Sbjct  185  
DTGLPENYEIQDVPADMVDDVEQYREELIETAVEQDDDLMMAYMDGEEPSIEDVKRCIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-  252
              Q+ S FP + GSA K  G+Q ++DAV            QP+      E G  A+  
+ 
Sbjct  245  
GTQNLSFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDEEGNENGQHAIVSAD  304

Query  253  ------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   
+ E+
Sbjct  305  ETFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNEL  363

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++
Sbjct  364  T---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKM  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P 
V Y 
Sbjct  421  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYR  480

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV 
Sbjct  481  ETITQPIE-
DSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFSFKSSVVGGNVPKEFWPAVE  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  540  
KGFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T
Sbjct  600  



PIMHVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTIT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>WP_045516547.1 elongation factor G [Bacillus niacini]
Length=693

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 316/668 (47%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            +F+NK+D+ G D    V+++ ++L A                   D++    V     
L 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLQANAHPIQLPIGAEDQFSAIIDLVEMNAVFYSNDLG  191

Query  162  PEIVL----EENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +IV+    EE  ++ E W     +AV E +++L EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDIVVGEIPEEYRELAEEWREKLVEAVAELDEELTEKYLGGEEITKEELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGSA---
ALCG  251
              +PV  GSA K  G+Q ++DAV                       I E+ S+       
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGHAPDDDDEILERHSSDEEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI 
+   
Sbjct  312  



LAFKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQEISKV--  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D   L        P P+++ ++ PK+ A ++++  
AL 
Sbjct  370  -
FAGDIAAAVGLKDTTTGDTLCDDKNLVILESMNFPEPVIQLSVEPKSKADQDKMTTALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  429  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRD  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++ + +  G + + +  AV+ G
+   
Sbjct  489  
SAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFVNGIVGGVVPREYIPAVQAGLEDA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP 
+   
Sbjct  549  
LDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCKPVILEPMMRVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL             +E  + + +  V   ++P   +  Y T L   T 
GR V 
Sbjct  609  
VVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRAQVPLSEMFGYATALRSSTQGRGVF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  SMHFDHYE  676

>WP_014451931.1 elongation factor G [Fervidobacterium pennivorans]
 AFG35493.1 translation elongation factor EF-G [Fervidobacterium 
pennivorans 
DSM 9078]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 199/670 (30%), Positives = 315/670 (47%), Gaps = 
66/670 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILFFTGRKHTIGSVDDGTATMDWMIQEKERGITITSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGHRINIIDTPGHVDFTIEVERSLRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTVSLS  161
            P + F+NK+D+ G D +  VQ++ ++L A                   D+I +K    
L+
Sbjct  133  
PRIAFMNKMDKTGADFEMAVQTMVERLGAHPIPVQIPMGAESDFKGIIDLIQMKAIRWLN  192

Query  162  P---EIVLEENTDIEAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            P   E V EE    E W            + + E +D+++  Y+ GE  + E+L  
+  R
Sbjct  193  PEGTEYVYEEIP--EEWREKAEEAREDMIEKIAEVDDEIMMLYLEGEEPTEEQL-
HDALR  249

Query  207  RVQDASL-FPVYYGSAKKGLGIQPLMDAV------------------
TGLFQPIGEQGSA  247
            R+   +L  PV+ GSAK  +GIQPL+D V                   G    +  
+  A
Sbjct  250  
RITIGNLGTPVFCGSAKMNVGIQPLLDGVVRYLPSPLDLPPVRGYDKNGNEVQVFPREDA  309

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
                  FK++      +  +LR+YSG L  + +  +   + +K    R+       
R D 
Sbjct  310  PFVAYAFKIQTDPYVGKLTFLRVYSGRLE-
KGSYVINTTKGVKERVSRLIFLHADKREDV  368

Query  308  AY--PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             Y   G+IV ++   S    D + +          E P P++   I P+T     
+L  A
Sbjct  369  
EYVRAGDIVGVIGMKSTVTGDTVCEEGTYVILEKMEFPEPVISIAIEPETKDDETKLSKA  428

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L  L + DP LR  VD  T E IL+ +G + LE++   L  ++ +   V +P V Y 
E  
Sbjct  429  
LQSLLEEDPSLRAYVDQETGETILAGMGELHLEIIVDRLKREFNVNVRVGKPQVAYRETI  488



Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP++A    I  +      +  + +   PLSL    ++E R   G + + +  A+ 
+GI
Sbjct  489  TRPVRAEGKYIR-
QSGGRGQYGHVVVEFEPLSLDKTFEFEDRTVGGVIPKQYIPAIEEGI  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ V   K     G Y+   S+   F+  A +  ++A+++    
LLEP +
Sbjct  548  
REAMQVGVLAGYPVVGVKATLVDGSYHEVDSSEMAFKIAASMAFKEAMEKGAPVLLEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D     A I+  + +    V    +P   +  Y T L   
+ GR
Sbjct  608  
KVEVTTPEEYMGNIIADLNSRRAHIDALENRGHLRVIRALVPLSEMFGYATTLRSLSQGR  667

Query  601  SVCLTELKGY  610
            +  +  L  Y
Sbjct  668  ANYVMVLSHY  677

>WP_074350999.1 elongation factor G [Proteiniborus sp. DW1]
 SCG84106.1 elongation factor EF-G [Proteiniborus sp. DW1]
Length=688

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 196/684 (29%), Positives = 315/684 (46%), Gaps = 
89/684 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGSATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K ++
Sbjct  69   
TAQWNGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D  G D    V+ ++++L A                   DII  Q      
Sbjct  129  



PRMAFVNKMDTTGADFFRAVEMMKERLKANAVPIQIPIGSESDFKGIIDIINMQARIYKD  188

Query  163  EIVLE-ENTDIEA--WDAVIENND-----------
KLLEKYIAGEPISREKLVREEQRRV  208
            E+  E E  D+ A   D V E  +           +L+ KY+ GE +S E++ +  
+   
Sbjct  189  
ELGKEYEIIDVPADMLDTVKEYREALVEAVAEEDEELMMKYLEGEEVSVEEIKKALRSAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ-------
GSAA  248
                + PV  GSA +  GIQPL+DAV             TG+ +P  E            
Sbjct  249  IACKVTPVLCGSAYRNRGIQPLLDAVVDYMPAPIDVPHITGV-
KPGSEDVEERISSDDEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSG L     V  + + K     +I +M    + 
E+  
Sbjct  308  
FAALAFKIMADPYVGKLAFFRVYSGILESGSYVLNSTKNKKERIGRILQMHANKREEL--  365

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
             D  Y G+I    + +V L D     T             E P P++R  I PK+ 
A ++
Sbjct  366  -DRVYAGDI----
AAAVGLKDTATGDTLCAESHPIILESMEFPEPVIRVAIEPKSKASQD  420

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  
P V 
Sbjct  421  
KMGVALAKLAEEDPTFKAYTDQETGQTIIAGMGELHLEIIVDRLLREFKVEANVGSPQVA  480

Query  420  YMERPLKAASHTIHIEVPPNPFWA----------
SIGLSVTPLSLGSGVQYESRVSLGYL  469
            Y E        TI  EV     +A           + + + P   G G ++ +++  
G +
Sbjct  481  YKE--------
TITKEVEVEAKYARQSGGRGQYGHVKIKMEPRQPGEGYEFVNKIVGGAI  532

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  AV +GI+  ++ G L G+ V D ++    G Y+   S+   F+    +  
+  +
Sbjct  533  
PKEYIPAVDNGIQEAMQNGVLAGYEVLDFRVTLYDGSYHEVDSSEMAFKIAGSMAFKDGM  592

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++   +LEPY+   +  P+EY+     D       IE  + +    V  G +P   
+  



Sbjct  593  
KKANPVILEPYMKVEVVMPEEYMGDVIGDLNSRRGRIEGMESRNGLQVVRGFVPLAEMFG  652

Query  589  YRTDLAFYTNGRSVCLTELKGYQA  612
            Y TDL   T GR     +   Y+A
Sbjct  653  YATDLRSKTQGRGTYTMQFDHYEA  676

>WP_056467398.1 elongation factor G [Bacillus sp. FJAT-25509]
 KQL41429.1 elongation factor G [Bacillus sp. FJAT-25509]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 308/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIVDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYQELAEEYRGRLIEAVAELDEELMMKYLEGEEITLAELKAAIRTA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQG  245
                  +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTDEEKIVPSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301



             AAL    FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_019508352.1 elongation factor G [Pleurocapsa sp. PCC 7319]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 180/679 (27%), Positives = 309/679 (46%), Gaps = 
85/679 (13%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGIAYKMGEVHDGAATMDWMQQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   KVNI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWKDHKVNIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLS------  161
            P + F+NK+D+ G +   V + +R++L A+ +              I   V +       
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQIRERLKANAVPIQIPIGSEGDFQGIVDLVKMRAVVYRD  188

Query  162  -----------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       P+ +LE+  +  A   +++ E +++LLEK++  E  S  ++    
++  
Sbjct  189  
DLGKKIEEVKIPDELLEQAQEFRAKLIESIAETDEQLLEKFMMEEEFSEAEIKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
             D S+ P+  GSA K  G+Q L+DAV                 P GE+            
Sbjct  249  
IDGSIMPMLCGSAFKNKGVQVLLDAVVDYLPAPTEVPPIAGELPNGEEAVRHSSDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  TD   R  ++R+YSG L               R+   V L   E++++ 
E+R
Sbjct  309  ALAFKI-
ATDKFGRLTFIRVYSGVLSKGSYVYNSTKQKKERISRLVVLKSNERIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G IV    A  G+ +   ++ + L  +               P P++   + 
P+T 
Sbjct  368  AGDLGAIVGLKVASTGDTLCDQNNPIILESLF-------------
VPEPVISVAVEPQTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            +  E+L  AL  L+D DP  R   +  T++ +++ +G + LE++   +  ++ +E  
V +
Sbjct  415  
SDVEKLSKALQALSDEDPTFRVSTNPETNQTVIAGMGELHLEILVDRMLREFNVEATVGK  474

Query  416  PSVIYME---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +  +A    I        +  ++ LS+ P    +G ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRQSSQAEGKYIKQSGGKGQYGHAV-
LSIEPAEPKTGFEFVSKIVGGTIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  A+  G++   E G+  G+ + D K+    G Y+   S    F+    I + +A
+K++
Sbjct  534  
YIPAIEQGVKQTCESGILSGYPLIDIKVTLVDGSYHDVDSNEMAFKVAGSIAIREAVKQA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               +LEP +   +  P+++L     D       IE    +        ++P   +  
Y T
Sbjct  594  
SPVVLEPMMKLEVEVPEDFLGDVIGDLNSRRGNIEGMNSEDGIAKVVAQVPLAKMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGY  610
            D+   T GR +   E   Y
Sbjct  654  DIRSKTQGRGIFTMEFSEY  672

>WP_100077816.1 elongation factor G [Pediococcus damnosus]
 PIO80482.1 elongation factor G [Pediococcus damnosus]
Length=699

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 311/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAAWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+RD+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQSLRDRLQANALPIQMPIGAEDSFEGVIDLVEMKADLYDE  190



Query  168  ENTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                 A+IE     +D ++EKY+ GE IS++++    
++
Sbjct  191  DKLGTE-
WDTVDVPDDYKEEAEKRRTAMIEQLADIDDDIMEKYLDGEEISKDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT------------
GLFQPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++    + 
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAIDPETDKPVELIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFSALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP  L        P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHLLHLESMTFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E D  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPSFKAETDPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +   P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKASAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K++   
+LEP 
Sbjct  547  
LREALGNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMSLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G



Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>AVP62348.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 296/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPEI+          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLDFTKKVCFIDKPLNSDELSPEII----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++ + LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKSELFPCFIGSALQDIGIEGFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    



+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMIPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFGISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      +G+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAAERDTGITFESVCHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFEKDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSIEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_104977679.1 elongation factor G [Sorangium cellulosum]
 AUX39764.1 elongation factor G [Sorangium cellulosum]
Length=704

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 202/704 (29%), Positives = 322/704 (46%), Gaps = 
97/704 (14%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY SG   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTVTERILYYSGVNYKIGEVHEGAATMDWMVQEQERGITITSAATNCF  71

Query  65   W-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113



            W           HR  +NI+DTPGH+DF  EV RSL VLDGA+ V    +GV+ Q+  
++
Sbjct  72   WSPEQGPQKGVSHR--
INIIDTPGHVDFTIEVERSLRVLDGAVAVFDGGNGVEPQSETVW  129

Query  114  HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVS  159
                K N+P + FINK+D+ G D +  V+S+R++L A  +              +   
V+
Sbjct  130  
RQADKYNVPRIAFINKMDKVGADFEMCVESIRERLGATPVAIHYPLGAEDSFRGVIDLVT  189

Query  160  LSPEIVLEENTDIE-AWDAVIEN-------------------NDKLLEKYIAGE--
PISR  197
            L   +  EE       W A+ ++                   +DK++EK+IAGE   
I+ 
Sbjct  190  
LRAAVFDEETKGQRYEWQAIPDDLLPRCKELRDKLLEACADASDKVMEKFIAGELDQITE  249

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI---------------  241
            E++    +         PV  GSA K  G+Q L+D+V   L  P+               
Sbjct  250  
EEIHGALRAGTLSFKFVPVLCGSAFKNKGVQLLLDSVVNYLPSPVEIPAVEGTLPDKKDK  309

Query  242  -------
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----K  290
                    E+  AAL   +   ++ +      + R+YSGT +   +V  + R K     
+
Sbjct  310  VVARKASDEEPFAALAFKIMNDQFGNL----
TFFRVYSGTTKSGVSVLNSTRGKRERFGR  365

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPML  346
            I  M    + EI   D  Y G I   +     R  D L D   P  L R  +   P 
P++
Sbjct  366  ILRMHANKREEI---DVCYAGNIYAAVGLRDTRTGDTLCDEKHPIVLERMEF---
PDPVI  419

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               I PKT A  ++L  +L +LA  DP  R   +  T + I++ +G + LE++   
L  +
Sbjct  420  
SIAIEPKTKADLDKLGLSLQKLAYEDPSFRTFTNEDTGQTIIAGMGELHLEIIVDRLKRE  479

Query  407  YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESR  463
            +K++  V +P V Y E   K A+      V  +      G   + + P   G+G  
+E+ 
Sbjct  480  
FKVDANVGKPEVAYRETITKKATDVEGRFVRQSGGHGQFGHVRIDIEPAERGAGFVFEND  539

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
            +  G + + F  ++  GIR  + +G L G+ V D K+   +G Y+   S+   F   
A +
Sbjct  540  
IVGGIIPKEFIPSIEKGIRDAMGRGVLAGYPVVDIKVRLHFGSYHEVDSSGPAFEVAASM  599

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
              +   K++G  LLEP ++  + +P+ YL     D       I     + +  V   
E+P
Sbjct  600  
AFQDGAKKAGIVLLEPMMAVEVVSPENYLGDVIGDLNSRRGRILDMGQRANTRVIRAEVP  659

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               +  Y TD+   T GR+    +   Y    AA+ + ++  +R
Sbjct  660  LATMFGYATDVRSKTQGRATHSMQFSHYAPVPAAIQEEIVAKQR  703

>WP_010770616.1 elongation factor G [Enterococcus caccae]
 EOL50422.1 elongation factor G [Enterococcus caccae ATCC BAA-1240]
 EOT59141.1 elongation factor G [Enterococcus caccae ATCC BAA-1240]
 OJG25673.1 elongation factor G [Enterococcus caccae]
Length=695

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 196/678 (29%), Positives = 315/678 (46%), Gaps = 
78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAEWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P V+F NK+D+ G D    V S+ D+L A+                I   +++  
EI   
Sbjct  129  
PRVVFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTN  188

Query  168  E-NTDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    
++  



Sbjct  189  
DLGTDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIDAIKGIDVKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  + G+I    + +V L D   GD       P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVFSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    P+  A      +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
VSYRETFRAPVTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K
++  
Sbjct  539  
PAVEKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L
Sbjct  599  
VILEPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTL  658

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   +     Y+



Sbjct  659  RSATQGRGTFMMVFDHYE  676

>WP_106257756.1 elongation factor G [Leptolyngbya frigida]
 PSB26843.1 elongation factor G [Leptolyngbya frigida ULC18]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 188/698 (27%), Positives = 318/698 (46%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTATTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STNWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V   +RD+L A+ +  Q + L  E  L               
Sbjct  129  PRIVFVNKMDRTGANFYKVYGQIRDRLRANAVPIQ-
LPLGSEDTLRGIVDLVRMRAFIYN  187

Query  167  -EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             +  TDI   D                  +V E ND L EKY+ GE ++  ++    
++ 
Sbjct  188  
NDLGTDIAEVDIPEEVQALAAEYRLKLIESVAETNDVLTEKYLEGEELTEAEIRAALRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAA---------L  249
              + ++ P+  GSA K  G+Q ++DAV   L  PI           G+ A         
+
Sbjct  248  
TIEGTIVPMLCGSAFKNKGVQLMLDAVIDYLPAPIDVPPIQGHLVDGTVAERHADDNEPM  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FK+   D   R  ++R+YSG L               R+   + L   ++++
+ EM
Sbjct  308  SALAFKI-
MADPYGRLTFIRVYSGVLKKGSYVLNSTKDKKERVSRLIILKADDRIEVDEM  366

Query  295  



RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G ++     + G+ +      V L  +               P P++   + 
P+T
Sbjct  367  RAGDLGAVLGLKDTFTGDTICDDVAPVILESLF-------------
IPEPVISVAVEPRT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                E+L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V 
Sbjct  414  
KQDMEKLSKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVG  473

Query  415  EPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E   KA  A      +      +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  474  
APQVAYRETVRKAVQAEGKFVRQSGGKGQYGHVVIELEPTEPGSGFEFVSKIVGGSVPRE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ V D K     G Y+   S+   F+    + ++ A
+ ++
Sbjct  534  
YIGPAEQGMKEACESGILAGYPVIDLKATLVDGSYHDVDSSEMAFKIAGSMAIKSAVMKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+++L     +       IE   V++     T ++P   +  
Y T
Sbjct  594  
SPVLLEPMMKVEVEVPEDFLGPVMGNLISRRGQIEAQGVEQGLAKVTTKVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            D+   T GR +   E   Y+    +V + +I   + N+
Sbjct  654  DIRSMTQGRGIFTMEFSRYEEVPRSVAETIIAKSKGNA  691

>WP_002780804.1 MULTISPECIES: elongation factor G [Campylobacter]
 EFM36405.1 translation elongation factor G [Campylobacter coli 
JV20]
 EIA44290.1 elongation factor G [Campylobacter coli 111-3]
 EIA45736.1 elongation factor G [Campylobacter coli 90-3]
 EIA55567.1 elongation factor G [Campylobacter coli 2688]
 EIA60626.1 elongation factor G [Campylobacter coli 84-2]
 EIA66731.1 elongation factor G [Campylobacter coli 1091]
 EIA71797.1 elongation factor G [Campylobacter coli 1148]
 EIA72562.1 elongation factor G [Campylobacter coli 7--1]
 EIA75862.1 elongation factor G [Campylobacter coli 1891]
 EIA77942.1 elongation factor G [Campylobacter coli 1909]
 EIA79688.1 elongation factor G [Campylobacter coli 59-2]
 EIA85844.1 elongation factor G [Campylobacter coli 202/04]
 EIA88172.1 elongation factor G [Campylobacter coli 67-8]



 EIA93795.1 elongation factor G [Campylobacter coli LMG 9854]
 EIA96917.1 elongation factor G [Campylobacter coli LMG 23336]
 EIB03043.1 elongation factor G [Campylobacter coli 151-9]
 EIB05396.1 elongation factor G [Campylobacter coli LMG 23344]
 EIB08037.1 elongation factor G [Campylobacter coli LMG 9860]
 EIB09341.1 elongation factor G [Campylobacter coli H9]
 ERF99541.1 elongation factor G [Campylobacter coli CVM N29716]
 AGV10332.1 elongation factor G [Campylobacter coli CVM N29710]
 ETC93884.1 elongation factor P [Campylobacter coli K3]
 ETC96639.1 elongation factor P [Campylobacter coli K7]
 AHK75478.1 elongation factor P [Campylobacter coli RM5611]
 AHK73760.1 elongation factor P [Campylobacter coli RM1875]
 KDA37418.1 elongation factor G [Campylobacter jejuni K5]
 AJW57942.1 Elongation factor G [Campylobacter coli]
 KQH07857.1 elongation factor G [Campylobacter coli]
 KQH09206.1 elongation factor G [Campylobacter coli]
 KQH10998.1 elongation factor G [Campylobacter coli]
 KQH13623.1 elongation factor G [Campylobacter coli]
 KQH15517.1 elongation factor G [Campylobacter coli]
 KQH17426.1 elongation factor G [Campylobacter coli]
 KQH18502.1 elongation factor G [Campylobacter coli]
 KQH19919.1 elongation factor G [Campylobacter coli]
 KQH22077.1 elongation factor G [Campylobacter coli]
 KQH24145.1 elongation factor G [Campylobacter coli]
 KQH25346.1 elongation factor G [Campylobacter coli]
 KQH28046.1 elongation factor G [Campylobacter coli]
 KQH29165.1 elongation factor G [Campylobacter coli]
 KQH30401.1 elongation factor G [Campylobacter coli]
 KQH33220.1 elongation factor G [Campylobacter coli]
 KQH34562.1 elongation factor G [Campylobacter coli]
 KQH36956.1 elongation factor G [Campylobacter coli]
 KQH48301.1 elongation factor G [Campylobacter coli]
 KQH49326.1 elongation factor G [Campylobacter coli]
 KQH51384.1 elongation factor G [Campylobacter coli]
 KQH60131.1 elongation factor G [Campylobacter coli]
 KQH64267.1 elongation factor G [Campylobacter coli]
 KQH64419.1 elongation factor G [Campylobacter coli]
 KQH66649.1 elongation factor G [Campylobacter coli]
 KQH68378.1 elongation factor G [Campylobacter coli]
 KQH70195.1 elongation factor G [Campylobacter coli]
 ALL30607.1 elongation factor G [Campylobacter coli]
 ALL32100.1 elongation factor G [Campylobacter coli]
 ALL34043.1 elongation factor G [Campylobacter coli]
 KQH93728.1 elongation factor G [Campylobacter coli CVM 41986]
 KQH94742.1 elongation factor G [Campylobacter coli CVM 41898]
 KQH96587.1 elongation factor G [Campylobacter coli CVM 41932]
 KQH99677.1 elongation factor G [Campylobacter coli CVM 41917]
 KQI01677.1 elongation factor G [Campylobacter coli CVM 41945]
 KQI06461.1 elongation factor G [Campylobacter coli CVM N20402]
 KQI07648.1 elongation factor G [Campylobacter coli CVM 41965]
 KQI12157.1 elongation factor G [Campylobacter coli CVM 41944]
 KQI13547.1 elongation factor G [Campylobacter coli CVM 41939]
 KQI17670.1 elongation factor G [Campylobacter coli CVM 41955]
 KQI28374.1 elongation factor G [Campylobacter coli CVM 41915]



 KQI30401.1 elongation factor G [Campylobacter coli CVM 41976]
 KQI32669.1 elongation factor G [Campylobacter coli CVM 41957]
 KQI34010.1 elongation factor G [Campylobacter coli CVM N20344]
 KQI35168.1 elongation factor G [Campylobacter coli CVM 41958]
 KQI64808.1 elongation factor G [Campylobacter jejuni CVM 41902]
 KRS39756.1 elongation factor G [Campylobacter coli]
 KRS45226.1 elongation factor G [Campylobacter coli]
 KRS54805.1 elongation factor G [Campylobacter coli]
 KRS59664.1 elongation factor G [Campylobacter coli]
 KRS62104.1 elongation factor G [Campylobacter coli]
 KRS70397.1 elongation factor G [Campylobacter coli]
 KRS72996.1 elongation factor G [Campylobacter coli]
 KRS73592.1 elongation factor G [Campylobacter coli]
 KRS77392.1 elongation factor G [Campylobacter coli]
 KRS84782.1 elongation factor G [Campylobacter coli]
 KRS86012.1 elongation factor G [Campylobacter coli]
 KRS90646.1 elongation factor G [Campylobacter coli]
 ALV00127.1 Elongation factor G [Campylobacter coli]
 KWV62651.1 elongation factor G [Campylobacter coli]
 KWV63431.1 elongation factor G [Campylobacter coli]
 KWV65795.1 elongation factor G [Campylobacter coli]
 KWX55698.1 elongation factor G [Campylobacter coli]
 KXU25605.1 elongation factor G [Campylobacter coli]
 ANC94395.1 translation elongation factor G [Campylobacter coli]
 AOH50480.1 translation elongation factor EF-G [Campylobacter coli]
 OEV71580.1 translation elongation factor G [Campylobacter coli]
 OEV75574.1 translation elongation factor G [Campylobacter coli]
 OEV76863.1 translation elongation factor G [Campylobacter coli]
 OEV79437.1 translation elongation factor G [Campylobacter coli]
 OEV82381.1 translation elongation factor G [Campylobacter coli]
 OEV82880.1 translation elongation factor G [Campylobacter coli]
 OEW82150.1 translation elongation factor G [Campylobacter coli]
 OEW93073.1 translation elongation factor G [Campylobacter coli]
 OEX20032.1 translation elongation factor G [Campylobacter coli]
 OEX23763.1 translation elongation factor G [Campylobacter coli]
 OEX25291.1 translation elongation factor G [Campylobacter coli]
 OEX29294.1 translation elongation factor G [Campylobacter coli]
 OEX30130.1 translation elongation factor G [Campylobacter coli]
 OEX32215.1 translation elongation factor G [Campylobacter coli]
 OEX41020.1 translation elongation factor G [Campylobacter coli]
 OEX45855.1 translation elongation factor G [Campylobacter coli]
 OEX49433.1 translation elongation factor G [Campylobacter coli]
 OEX53494.1 translation elongation factor G [Campylobacter coli]
 OEX79754.1 translation elongation factor G [Campylobacter coli]
 APA52913.1 translation elongation factor G [Campylobacter coli]
 APA54660.1 translation elongation factor G [Campylobacter coli]
 APA58069.1 translation elongation factor G [Campylobacter coli]
 APA60097.1 translation elongation factor G [Campylobacter coli]
 APA61930.1 translation elongation factor G [Campylobacter coli]
 OKY06563.1 translation elongation factor G [Campylobacter coli]
 APT19788.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 



matrix adjust.
 Identities = 180/670 (27%), Positives = 312/670 (47%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 



Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_105960937.1 GTP-binding protein [Lactobacillus pentosus]
 PRO95561.1 elongation factor G [Lactobacillus pentosus]
Length=663

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/626 (31%), Positives = 295/626 (47%), Gaps = 
34/626 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G++AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGMIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + ++DTPGH+DF  +  + L+VLD AILVISA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLKYNNLDLTLLDTPGHVDFATQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLARYH  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK+D  G D   ++  V+  LS   +   TV  +            A + 
+  
Sbjct  121  
VPTIIFINKMDAPGTDAAHLMAQVQQTLSPGCVAFNTVEANATATESPTVPDAAMEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L  Y+    I  E +    QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDDVLADYLETGTIDDETIRHMIQRR----
EIFPCYFGAALKLTGVDDLMTGLDHWTLP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +   A     VFK+ + + G+R  ++R+  G L  +D V  A     K+ ++RI 
S  
Sbjct  237  --KPAVAEFGAQVFKITHDEQGERLTWVRVTGGALHPKDVVLGA----
QKVNQLRIYSGT  290

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTIAPKTAAQ  357
            +         G + ++   +         P + L      + PL  P+L   + P+
+   
Sbjct  291  KYETQSVVNAGTVCVITGLTQTC------
PGQGLGAAADGQQPLMQPVLTYALDPQS-ED  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
                L AL QL D DP L         E+ +  +G +QLEV+  LL ++++L       
S
Sbjct  344  
LHACLTALRQLEDEDPQLHVTWSESLQELRVQVMGTIQLEVLQQLLKDRFQLTVQFGTGS  403

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L + P   GSG+ + +  SL  L ++
+Q+ V
Sbjct  404  ILYQETITAPVEGVGHFE--
PLRHYAEVHLLLEPAPRGSGLHFAADCSLEVLGRNWQHQV  461

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               ++   ++G L G  +TD  +    G      S   DFR      L Q L    
+   
Sbjct  462  
LSNLQAKTQRGVLVGAPLTDVNVTLISGRASIVHSVGGDFREATWRALRQGLMMLRQRGA  521

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPK----YCATIETAQVKKDE---
VVFTGEIPARC  585
             QLLEP+  F L   Q+ + RA  D  +    + A +    V  D       TG  
P   
Sbjct  522  
CQLLEPWYRFRLEVGQDQVGRAMTDIQRMNGEFDAPVANTSVATDGTELTTITGVAPVAA  581



Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +Q Y   +  YT+G+      + GY+
Sbjct  582  MQDYSQTVRAYTHGQGQLECVVDGYR  607

>WP_026567234.1 GTP-binding protein [Bacillus sp. UNC41MFS5]
Length=650

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 175/628 (28%), Positives = 298/628 (47%), Gaps = 
31/628 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I + G V+   T  DT  +E+QRGIT+ A    
F +
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYHTKTIRQRGRVDHQDTFLDTHHIEKQRGITVFADQAVFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++  +K +
+PT  
Sbjct  65   
NESTYYLIDTPGHVDFSPEMERAIQVMDYAIVIISAVEGIEGHTETVWNLSQKHHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI----E  180
            FINKID+ G D   V+  +R  L+ ++  I  T+           TD E  D +I    
E
Sbjct  125  FINKIDRVGADAARVLNEIRSYLTTEVFDITDTL-----------
TDGEMNDELIEFIAE  173

Query  181  NNDKLLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             N+ LLE Y+  E   + +L  E  R+ V++  LFP   GSA + +G++  ++ +  
L  
Sbjct  174  RNESLLEIYM--
ESGYQPQLWLETMRKLVKEHQLFPCAIGSALQDIGVESFLEKLD-LLT  230

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRI  296
                       G V+K+ Y + G R  +++   GTL++RD +  +  E L   KIT
++R+
Sbjct  231  
ITNYPNEEPFAGRVYKIRYDEKGTRMTFIKALRGTLKVRDELNYSVDENLLHEKITQIRL  290

Query  297  PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             +  +    D    G+I  ++   +    D LG       +R   + +  L++ +  
+ +
Sbjct  291  YNGNKFKTADQVSAGDIFAVIGLSAASAGDGLGS----



LEERAEYEMVSALKSKVLFEPS  346

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               + +L     L   DP L    +  T EI +  +G +QLEV+  ++ E++  +    
+
Sbjct  347  
MNVKEVLRYFNMLNAEDPALNVSWEERTQEIHIHVMGVIQLEVLKHVIKERFSFDVSFAD  406

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E          H E  P   +A + L + P    +G+ +ES      L    
QN
Sbjct  407  PEILYKETIDSTVIGYGHFE--
PLGHYAEVHLKLEPCGRNTGISFESVCHTDDLPVGTQN  464

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +++ +      GL  G  +TD KI  E G  +   ++  DFR  A   L Q L++
+   
Sbjct  465  
VIQNHLFERDHHGLLTGSPLTDLKITLETGRAHVKHTSGGDFREAAFRALRQGLEKANNI  524

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+  F +    E++ +   D      +      + ++ + TG++P      Y    
+
Sbjct  525  
LLEPFYDFKIRLNLEHMGKVLTDIQNAHGSFNPPMTEGNKTILTGKVPVATFMNYGPQFS  584

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPR  622
              T G+        GY     Q  +  R
Sbjct  585  SITQGKGSLNLVFGGYYPCHNQNEVMER  612

>WP_002907926.1 elongation factor G [Streptococcus sanguinis]
 EGD30945.1 elongation factor G [Streptococcus sanguinis SK115]
Length=693

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 321/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    



+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + ++ L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAIGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>KIE50096.1 elongation factor G [marine actinobacterium MedAcidi-
G2A]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 316/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  8    
KTRNIGIMAHIDAGKTTTTERILYYTGRSYKIGEVHDGAATMDWMEQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG + V     GV+ Q+  ++    
K ++
Sbjct  68   
TCYWDDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVFDGVAGVEPQSETVWRQAEKYSV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------------
TVSLSPEIVLEEN  169
            P + F+NK+D+ G D   V+ +++++L+ + ++ Q               LS + +
+ + 
Sbjct  128  
PRMCFVNKMDRTGADFFFVLDTIKERLTDNFVVVQLPIGAESEYQGVIDLLSMKALIWQG  187

Query  170  TDIEA-WDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRR  207
             D+ A WD V                      E ++ ++EKY+  E IS + L    
+  
Sbjct  188  
EDLGASWDEVDIPEEYQEQADEYRELMLDKLSEFDETIMEKYLEEEEISIDDLKSAIREG  247



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQG  245
              +  L P+  G+A K  G+QPL+DAV                          +P  
++ 
Sbjct  248  
TLNHDLVPILNGTAFKNKGVQPLLDAVVDYLPSPLDIPEIIGQSLKGNEEVTRKPSDDEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       R  + R+YSG+L     +       +E++ +I EM    
+ +
Sbjct  308  FAALA---
FKIMTDPHVGRLAFFRVYSGSLEKGSQILNSRTGNKERIGRILEMHANDRED  364

Query  302  IVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   D  Y G+I+  +    VR  D L    +P  L    +   P P++   + PK
+ A 
Sbjct  365  V---DAVYAGDIMAAIGIKDVRTGDSLVAIDNPVILEEMTF---
PDPVIDVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  AL  L+  DP  R + D  T + ILS +G + LEV+   +  ++ ++  V 
+P 
Sbjct  419  
QEKLSKALMALSQEDPTFRVQTDQETAQTILSGMGELHLEVLVDRMLREFNVDATVGKPQ  478

Query  418  VIYMERPLKAASHTI--
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K  ++T     +   +  +A + + V+P   G G  +E  +S G + + 
+  
Sbjct  479  
VAYRETITKPVTNTYTHKKQTGGSGQFAEVEIDVSPAKPGEGYSFEDNISGGRIPKEYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+  +  G L G+ V D  +    G ++   S+   F+    +  ++A ++
+   
Sbjct  539  
AVDAGIKEAMTSGVLAGFPVVDIHVELNDGKFHDVDSSDMAFKIAGTMAFKEAARKAKPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P +YL     D       ++  + + +  V    +P   +  Y  
DL 
Sbjct  599  
LLEPIMAVEVVTPDDYLGGVVGDLNSRRGQVQGTEQRGNNQVVNAVVPLSEMFGYVGDLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              ++GR+    +   YQ
Sbjct  659  TMSSGRANYTMQFDSYQ  675



>WP_009617604.1 elongation factor G [Desulfosporosinus sp. OT]
 EGW39870.1 translation elongation factor G [Desulfosporosinus sp. 
OT]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 187/673 (28%), Positives = 306/673 (45%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCQWRDNRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + FINK+D+ G D    V  + D+L A+                    + +  
TV + 
Sbjct  129  
PRIAFINKMDRMGADFFRGVSMIADRLGANPVPIQLPIGVEENFKGIVDLVTMTSTVYMD  188

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 EE++ I             +  +AV E +++L+ KY+ G  IS +++    
+R V
Sbjct  189  
DLGTTEEHSAIPEDLAELATEYREKLIEAVAETSEELMMKYLEGAEISEQEIRDGIRRGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAAL  249
                  PV  GSA K  G+QPL+D V                   TG         
S   
Sbjct  249  
VGNKFIPVLCGSAFKNKGVQPLLDCVVDYMPSPLDVPPIKGVHPDTGADDQRTASDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     +I +M    + 
+I   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGVLSAGSYVHNSTKGKKERIGRILQMHANHREDIQEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---



PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             +      V L   +    D L D   P  L +  +   P P++   I PKT A 
+E++ 
Sbjct  369  RSGDIAAAVGLKDTTT--GDTLCDEKTPIILEKMVF---
PEPVIDVAIEPKTKADQEKMG  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL++LA+ DP  R   D  T + I++ +G + LE++   L  ++K++  V  P V 
Y E
Sbjct  424  
GALSRLAEEDPTFRMRTDIETGQTIIAGMGELHLEIIVDRLQREFKVQCDVGRPQVAYKE  483

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               + +KA    +  +      +    + + PL  GSG ++ ++V  G + + + N 
+  
Sbjct  484  TIRKTVKAEGKFVR-
QSGGRGQYGHCWVELMPLEPGSGFEFVNKVVGGVIPREYINPIGA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   L+ G+  G+ V D +     G Y+   S+   F+    +  +    ++   
++EP
Sbjct  543  
GIEEALQNGILAGYPVLDIRATVYDGSYHDVDSSEMAFKIAGSMAFKAGALKADPAIIEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   
T 
Sbjct  603  
VMKVEVTVPEEYMGDVIGDISSRRGRIEGMEARGNTQVVRGFVPLSEMFGYSTDLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR V + +   Y+
Sbjct  663  GRGVYVMQFDHYE  675

>WP_005591660.1 elongation factor G [Streptococcus cristatus]
 EFX51944.1 translation elongation factor G [Streptococcus cristatus 
ATCC 
51100]
 EGU68437.1 translation elongation factor G [Streptococcus cristatus 
ATCC 
51100]
 KJQ60667.1 elongation factor G [Streptococcus cristatus]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 193/689 (28%), Positives = 327/689 (47%), Gaps = 
74/689 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESINV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  



MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRR  623
             GR   +     Y+    +V + +I+  R
Sbjct  662  QGRGTFMMVFDHYEDVPKSVQEEIIKKHR  690

>KKS96536.1 Elongation factor G [Candidatus Giovannonibacteria 
bacterium 
GW2011_GWB1_43_13]
 KKS99839.1 Elongation factor G [Candidatus Giovannonibacteria 
bacterium 
GW2011_GWA1_43_15]
 KKT63540.1 Elongation factor G [Candidatus Giovannonibacteria 
bacterium 
GW2011_GWA2_44_26]
 OGF58584.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_01_FULL_43_140]
 OGF69964.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_02_FULL_44_51]
 OGF71976.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_12_FULL_44_22]
 OGF75456.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_01_FULL_43_160]
 OGF85867.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_02_FULL_43_37]
 OGF91612.1 translation elongation factor G [Candidatus 
Giovannonibacteria 



bacterium RIFCSPLOWO2_12_FULL_43_26]
Length=711

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 193/701 (28%), Positives = 316/701 (45%), Gaps = 
104/701 (15%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ +IGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  E++RGITI 
AA T
Sbjct  9    
RVRDIGIIAHIDAGKTTVSERVLFYTGVSHKIGEVHEGEAIMDWMEQEQERGITITAAAT  68

Query  62   SFQW---------------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVIS  100
            +  W                     +  ++NI+DTPGH+DF  EV RSL VLDG +
+V  
Sbjct  69   
TCFWTPTYLGARSDADENAEKLGKENEYRINIIDTPGHVDFTVEVERSLRVLDGGVVVFD  128

Query  101  
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA----------  150
               GV+ Q+  ++    K N+P + FINK+D+ G   ++  +S+ D+L+           
Sbjct  129  
GVAGVEPQSETVWRQADKYNVPRICFINKLDRMGASFENSFKSILDRLTPNAVALNIPVG  188

Query  151  ---------DIIIKQTVSLS---------PEIVLEENTDIEAW-----
DAVIENNDKLLE  187
                     D+I  + V             EI  E   + E W     + + E +D 
L E
Sbjct  189  
LEAAFSGVIDLIRMKFVKFEGDHGEKMVVEEIPAERKKEAEDWRHKLVEKIAEQDDTLTE  248

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT------------  235
            KY+ G+ IS+E+L +  +      +L PV+ GSA K  G+Q ++D V             
Sbjct  249  
KYLEGKEISQEELKKVLRASSLAYTLVPVFCGSALKNKGVQLMLDGVVDYLPSPQDLPPV  308

Query  236  -GLFQPIGEQ------
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTL-------------  275
             G     GE+        A L    FK++      +  Y R+YSGTL             
Sbjct  309  
KGTDLKTGEEIFRESKDDAPLAALAFKLQTDPYVGQLTYFRVYSGTLSSGSYVFNSTKNE  368

Query  276  --
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
              R+   + +    + +  EM+    G IV   +   G+ +  P   + L +++      
Sbjct  369  
KERVGRILRMHANHREEAKEMQAGDIGAIVGLKSTKTGDTLCDPDKPIILENIIF-----  423

Query  334  



PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
                    P P++   I PKT A +ER+  AL +L++ DP  R + D  T E I+S 
+G 
Sbjct  424  --------
PEPVVSLRIEPKTKADQERMGLALHRLSEEDPTFRIKGDEETMETIISGMGE  475

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTP  451
            + LE++   +  ++K+   V  P V Y E   K A +   +I +   +  +  + L 
V P
Sbjct  476  
LHLEIIVDRMKREFKVGANVGRPQVAYKETIKKTAEAEGKYIKQSGGHGQYGHVWLRVEP  535

Query  452  LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPV  510
               G G ++ES +  G + Q F  AV  G++  +E+G+  G+ + D K+    G Y
+   
Sbjct  536  
QERGKGFEFESEIRGGVIPQEFIPAVEKGVKEAVEKGVVAGFPLVDIKVALYDGSYHDVD  595

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            S+ + F+    I L++A K +   LLEP +   +  P+ +L     D       IE    
Sbjct  596  
SSESAFKIAGSIALQEAAKRAQAILLEPIMKVEVVTPEHFLGDVTGDLSSKRGKIERMFE  655

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +    V   ++P   +  Y T L   T GR+    E   Y+
Sbjct  656  RGTAKVVDAKVPLSEMFGYVTKLRSMTEGRASYTMEFSHYE  696

>WP_088412308.1 elongation factor G [Bacillus velezensis]
 ASF53727.1 elongation factor G [Bacillus velezensis]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++RD+L A                               
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLRDRLQANAHAIQLPIGAEDNFEGIIDLVENVAYFYED  188

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  +      PE   E+  ++ +   +AV E +++L+EKY+ GE I+  +L    
++  
Sbjct  189  
DLGTRSDAKEIPEEYKEQAEELRSSLIEAVAELDEELMEKYLEGEEITIPELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+           
Sbjct  249  
LNVEFYPVLVGSAFKNKGVQLVLDAVLDYLPAPTDVAAIKGVRPDTDEEIIRHSSDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIDVAIEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R + +  T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTQTNPETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++E+ +  G + + +  AV+ 
G+ 
Sbjct  486  
RTGAKVEGKFVRQSGGRGQFGHVWIEFEPNEEGAGFEFENAIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP + 
Sbjct  546  
DSLENGVLAGFPLIDIKAKLFDGSYHDVDSNEMVFKVAASMALKNAVSKCNPVLLEPIMK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                 +  Y+
Sbjct  666  TFTMFMDHYE  675

>OGH20388.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_02_FULL_37_13]
Length=712

 Score = 253 bits (646),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 200/691 (29%), Positives = 316/691 (46%), Gaps = 
92/691 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  12   
KIRNIGIIAHIDAGKTTTTERILYYTGKTYKIGDIDEGTTVMDWMEEERKRGITIVSAAT  71

Query  62   SFQW-HRCK----------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W H  K          +NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ
+Q+ 
Sbjct  72   
TAYWTHSSKGSSGKEDLYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSE  131

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++    K  +P + F+NK+D+ G D  + V+S+ D+L A                   
D
Sbjct  132  
TVWRQADKYKVPRICFVNKMDKLGADFFATVKSIEDRLGANPAIMVLPIGVESTFKGIVD  191

Query  152  IIIKQTVSLSPE-----------IVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
            ++ K+++  S E           I  +   ++E +     + + E +DKLLEKY+  
+ I
Sbjct  192  
LLNKKSIVWSGEELGAKFTVSDGIPSDMKDEVEKYRNKLIEKIAETDDKLLEKYLNNQEI  251

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQG---------  245
            S E+L    +  V    L P++ GS+ +  G+QPL+DAV   L  P+  +          
Sbjct  252  



SVEELKTALRAAVISYKLVPIFAGSSLRNKGVQPLLDAVVDYLPSPLDLKEVKGINPKDN  311

Query  246  ---------SAALCGSVFKVEYTDCGQRRVYLRLYSGTL--------
RLRDTVALAGREK  288
                       +  G  FK++      +  Y R+YSG +          +D     
GR  
Sbjct  312  
KEEVRRLVPEESFSGLAFKIQNDPHVGKLTYFRVYSGKILSGSYAYNSTKDKQERVGRLL  371

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGDPTR---
LPRKRWREDPLP  344
            L     R     E ++  +A  GEIV ++        D L DP +   L R  +   
P P
Sbjct  372  LMHANQR-----EEIKEGSA--
GEIVAVVGLKETTTGDTLCDPNKPIVLERISF---PEP  421

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            ++   I PKT   +E+L  AL +L + DP    + +  T + I++ +G +QLEV   
++ 
Sbjct  422  
VISLAIEPKTTVDQEKLGYALKRLTEEDPTFHVKTNHETGQTIIAGVGELQLEVKVNIMK  481

Query  405  EKYKLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
              + +   V  P V Y E   R  +     I        +   + L V P   G G 
++ 
Sbjct  482  ADFGISANVGAPQVAYKETVSRIAEGEGKYIKQSGGRGQYGHCL-
LRVEPKPRGEGFEFV  540

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
              +  G +   F  ++  G++  +E G L G+ + D  +    G Y+   S+   F
+  A
Sbjct  541  
DAIKGGAIPAEFVGSIEKGVKETMENGILLGYPMVDMTVTVYDGSYHDVDSSDIAFKIAA  600

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
               L+ A K++G  LLEP +   +  P E+L     D     A I   + +    +    
Sbjct  601  
SQALQAATKKAGLTLLEPIMKVEVTTPSEFLGDVIGDLSAKRAQILGTEERSRATIILST  660

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             P   +  Y T L   + GR+    E   Y+
Sbjct  661  APLEELSGYATTLRSMSQGRASYYMEPSHYE  691

>SCJ05046.1 Tetracycline resistance protein tetM [uncultured 
Clostridium 
sp.]
Length=651

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 



matrix adjust.
 Identities = 163/609 (27%), Positives = 290/609 (48%), Gaps = 
20/609 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +LY + +I   G V+   +  D+  +E++RGIT+ +    
F  
Sbjct  5    
IGVLAHVDAGKTTFSEQVLYHTKSIKTRGRVDHKNSFLDSHDIEKKRGITVFSDQAVFDI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ ++D AI+++SA +GVQ  T  +++ LRK  
+PT  
Sbjct  65   
NDSTYYLIDTPGHIDFSCEMERAIRIMDYAIVIVSAVEGVQGHTETVWNLLRKYKVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G DL+ V+Q + + LS D+     +    E V+E          + E 
++ L
Sbjct  125  FINKLDRTGADLKRVLQEINNNLSKDVCFITDLEEMNEEVIE---------
FIAEKDELL  175

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LEKY+  E       V + +  +++  ++P + GSA +  GI+  ++ +  L        
Sbjct  176  LEKYLNDE-YENNLWVNKLRDLIRENKIYPCFSGSALQDEGIREFLNVLEEL-
TSTNYDS  233

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMRIPSKGEI  302
            S    G V K+ Y   G R  +++  SG L++RD + ++  +   K KI+ +RI +  
+ 
Sbjct  234  
SCEFSGIVNKIRYDSNGTRITFIKALSGKLKVRDEIEISKADTNIKEKISSIRIYNGNKF  293

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +  D    G++  +      L    GD   +   +   + +P L +++    +   
+ +L
Sbjct  294  ITVDEVEAGDVFAVTG---
LLTVNAGDGIGILNNKVNFNMIPTLMSSVIYDESYNEKEVL  350

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    +    EI +  +G++QLEV+  ++ E++ L+       +
+Y E
Sbjct  351  
KYFKILEAEDPALNVLWNETHKEIQVHIMGKIQLEVLKEIVYERFNLKVDFGPCEIMYKE  410

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482



                      H E  P   +A + L +   + G+G+ +E++     L    QN ++  
I 
Sbjct  411  TITNEVRGYGHFE--
PLKHYAEVHLKLEAQARGTGIVFENKCHADDLTTGQQNLIKTHIF  468

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G ++TD K+    G  ++  +   DFR      L Q L+++   
LLEP+  
Sbjct  469  
ERNHHGLLTGSDITDIKVTLLTGRAHNKHTEGGDFREATYRALRQGLEKAHNILLEPFYR  528

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    +Y+ R   D  K      T +   ++V   G  P      Y  +L  +T 
G+ 
Sbjct  529  
FTIDVELDYMGRVLSDIQKLSGKFNTPETNLNKVRIMGRGPVSTFMDYSMELIAFTKGKG  588

Query  602  VCLTELKGY  610
                   GY
Sbjct  589  NISLMFDGY  597

>WP_061908706.1 elongation factor G [Streptococcus cristatus]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESINV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +      +    +P   +  Y T L   
T
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGSSQIVRAYVPLAEMFGYATVLRSAT  661



Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_002850108.1 elongation factor G [Campylobacter fetus]
 A0RQI0.1 RecName: Full=Elongation factor G; Short=EF-G
 ABK83399.1 translation elongation factor G [Campylobacter fetus 
subsp. fetus 
82-40]
 EGU24381.1 Elongation factor G [Campylobacter fetus subsp. 
venerealis NCTC 
10354]
 AHE94647.1 translation elongation factor EF-G [Campylobacter fetus 
subsp. 
venerealis cfvi03/293]
 CDF65368.1 Translation elongation factor G [Campylobacter fetus 
subsp. venerealis 
str. 84-112]
 AIR79209.1 translation elongation factor EF-G [Campylobacter fetus 
subsp. 
fetus 04/554]
 AIR81061.1 translation elongation factor EF-G [Campylobacter fetus 
subsp. 
venerealis 97/608]
 KGT36234.1 elongation factor G [Campylobacter fetus]
 OCS15929.1 elongation factor G [Campylobacter fetus subsp. 
venerealis]
 OCS18282.1 elongation factor G [Campylobacter fetus subsp. fetus BT 
10/98]
 OCS21199.1 elongation factor G [Campylobacter fetus subsp. 
venerealis cfvi03/596]
 OCS22717.1 elongation factor G [Campylobacter fetus subsp. 
venerealis cfvi97/532]
 OCS24862.1 elongation factor G [Campylobacter fetus subsp. 
venerealis cfvi9825]
 OCS26857.1 elongation factor G [Campylobacter fetus subsp. 
venerealis cfvB10]
 OCS28689.1 elongation factor G [Campylobacter fetus subsp. 
venerealis CCUG 
33872]
 OCS29990.1 elongation factor G [Campylobacter fetus subsp. 
venerealis LMG 
6570 = CCUG 33900]
 OCS32218.1 elongation factor G [Campylobacter fetus subsp. 
venerealis LMG 
6570 = CCUG 33900]
 OCS32725.1 elongation factor G [Campylobacter fetus subsp. 
venerealis]
 OCS35719.1 elongation factor G [Campylobacter fetus subsp. 
venerealis]
 OCS37957.1 elongation factor G [Campylobacter fetus subsp. 
venerealis]



 OCS39445.1 elongation factor G [Campylobacter fetus subsp. 
venerealis]
 OCS40150.1 elongation factor G [Campylobacter fetus subsp. 
venerealis cfvi02/298]
 OCS42003.1 elongation factor G [Campylobacter fetus subsp. 
venerealis cfvi92/203]
 OFI46122.1 translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 PHJ05749.1 elongation factor G [Campylobacter fetus subsp. 
venerealis]
 PHJ06097.1 elongation factor G [Campylobacter fetus subsp. 
venerealis]
Length=691

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 190/683 (28%), Positives = 326/683 (48%), Gaps = 
70/683 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  + L     +V E
++T 
Sbjct  132  
VFVNKMDRVGANFFNVEEQIKNRLKANPVPIQIPIGAEDEFKGVIDLIEMKALVWEDDTK  191

Query  171  -------DIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ R  +     
Sbjct  192  
PTDYVTKDIPAELLEKAQEYRAKMIEAVAETDDALMEKFFGGEELSVEEIKRGIKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL++AV   + P  ++ +A       GS   V+ TD G
+   
Sbjct  252  MTMIPMLCGTAFKNKGVQPLLNAVVD-
YLPAPDEVAAIRGELEDGSEVVVDSTDNGEFAG  310

Query  264  ------------RRVYLRLYSGTLR----



LRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L       +TV        ++  M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNTVKGKKERIGRLLRMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + + G+   +  ++  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLAGEKEHVILEKM-
DFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
QKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K+         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G + 
Sbjct  487  
KSVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPREYIPAVEKGCQE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  K    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNKRRGQINSMDERAGNKIVTAFCPLAEMFGYSTDLRSQTQGRAT  666

Query  603  CLTELKGYQAA---VGQPVIQPR  622
               E   Y+     V + +I+ R
Sbjct  667  YSMEFDHYEEVPKNVSEEIIKKR  689

>EKD33072.1 hypothetical protein ACD_76C00094G0003 [uncultured 
bacterium]
Length=697

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 190/691 (27%), Positives = 328/691 (47%), Gaps = 
85/691 (12%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  E++RGITI AA 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVSERVLFYTGKKHKIGEVHEGKAEMDWMEQEKERGITITAAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++H   K N
+P +
Sbjct  72   
WKDRRINLIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------ADII-
IKQTVSLSPEIVLE---  167
             F+NK+D+ G +  + ++S+ D+L+             AD I I   +S    +  
+   
Sbjct  132  
CFVNKLDRTGANFFNDLKSIYDRLTKKAYPIQLPIGREADFIGIIDLISGKAHMFRDDLG  191

Query  168  ---ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI A              +A++EN+++L+EKY+AG+ I    + +  ++ 
V + 
Sbjct  192  
KEIEETDIPAEYQDQYKEYRGKLIEAIVENDEQLMEKYLAGQEIPISDIKKALRKAVLNL  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-----LFQPIGE---------------
QGSAALCG  251
             + PV  GSA K  G+Q L+DAV       L  P  E                 S     
Sbjct  252  
QVIPVLCGSALKNKGVQLLLDAVVDYLPNPLDVPAAEGFDPSNPDQKIICKPDDSEPFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  + R+YSG+L+    +   +   +E++ +I  +   ++ ++   
+ 
Sbjct  312  
LAFKIAADPFVGKLAFFRVYSGSLKAGSYILNSSTGNKERIGRIVRLHANTREDV---ED  368

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI   +   D++  N  L DP R         P P++   I PKT A +E++  
AL
Sbjct  369  VYAGEIAAAVGLKDTITGN-
TLCDPARPIVLESIIFPEPVISVAIEPKTKADQEKMGIAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            ++L++ DP      D  T + I+S +G + LE++   +  ++ +E  V  P V + 
E   
Sbjct  428  
SKLSEEDPTFIVHTDDETLQTIISGMGELHLEIIVDRMKREFHVEANVGRPQVSFKE---  484



Query  426  KAASHTIH----------
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
                 TIH           +      +    L V    +GSG  +E  +  G + + 
+  
Sbjct  485  -----
TIHGTGEGECKYVRQTGGRGQYGHCLLRVEKGEVGSGFVFEDDIKGGAIPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +++G L G+ + D K+    G Y+   S+ A F+    +  ++A+K+
+G  
Sbjct  540  
AVEKGVKEAMDRGVLAGYPMIDIKVVLFDGTYHEVDSSEAAFKIAGSLAFQEAVKKAGLF  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +S  +  P++++     D       I+  + +    +    +P   +  Y 
TDL 
Sbjct  600  
LLEPVMSVEVTTPEDHMGTVVGDLNSRRGQIQEMRDRGGVKIVDAFVPLAQMFGYATDLR  659

Query  595  FYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
              T GR+    E   +      V + +I+ R
Sbjct  660  SITQGRASYSMEFDHFNEVPQNVAKDIIESR  690

>WP_103640703.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 184/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189



Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 



Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_103082777.1 GTP-binding protein [[Clostridium] 
thermosuccinogenes]
 AUS95357.1 translation elongation factor G [[Clostridium] 
thermosuccinogenes]
 PNT94848.1 translation elongation factor G [[Clostridium] 
thermosuccinogenes]
 PNT95898.1 translation elongation factor G [[Clostridium] 
thermosuccinogenes]
Length=888

 Score = 256 bits (655),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 184/619 (30%), Positives = 297/619 (48%), Gaps = 
38/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LE+ RGITI 
+  
Sbjct  1    
MEKLVIGILAHVDAGKTTLSESMLYLSGKIGKLGRVDNKDAFLDTYDLEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L    
Sbjct  61   
AIFEIGETQIILLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTGTLWRLLHIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQAG D   ++  ++  L    I    V                
WDA  +
Sbjct  121  IPVFLFVNKMDQAGTDKDRLMNELKKHLDDGCIDFGQV---------------
GWDAFYD  165

Query  181  N----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
                 ++ ++E+Y+    +   ++    ++ V++  +FP Y+GSA K  G++  M  
+  
Sbjct  166  QLAMCDEAMMEEYLETGCVETGRI----
KKAVRERKVFPCYFGSALKLDGVEQFMQGIVK  221

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
                I  Q        VFK+   + G R  +++L  G L+++D V   G  + K+ 
++RI



Sbjct  222  Y--AIIPQYPDEFGAKVFKISRDEQGNRLTHMKLTGGRLKVKD-
VLTNGIWEEKVNQIRI  278

Query  297  PSKGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
             S  +    +    G +  +   S  R  + LG       ++    P+  P+L   
I   
Sbjct  279  YSGQKYQAVNEVEAGSVFAVTGLSQTRPGEGLG------
IEKASSTPILEPVLSYQIILP  332

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   +L  L Q+ + +P L    D    EI    +G VQ+E++ +L+ E++ +    
Sbjct  333  
EGCDPRVMLPKLRQIEEEEPELHIVWDEQLQEIQARVMGEVQIEILQSLIQERFGVAVAF  392

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                ++Y E          H E  P   +A + L + P   GSG+Q+ ++ S   L
++S+
Sbjct  393  DAGRIVYKETIANVVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLQFGTQCSEDILSKSW  450

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +   + +G L G  +TD KI    G  ++  +   DFR      + Q 
LKE+ 
Sbjct  451  
QRLILTHLEEKVHKGVLTGSAITDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLKEAE  510

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY SF L  P++ + RA +D  +     E +    +  V  G  P   ++ 
Y+ +
Sbjct  511  
SVLLEPYYSFRLELPEKMIGRAMNDIERMHGVCEISSTNGEMAVLVGSAPVVTMRNYQKE  570

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT G       LKGY+
Sbjct  571  VVSYTKGLGKLFCTLKGYE  589

>WP_102196923.1 GTP-binding protein [Lactobacillus sp. SYF10-1a]
 PMD68138.1 elongation factor G [Lactobacillus sp. SYF10-1a]
Length=664

 Score = 252 bits (643),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/616 (31%), Positives = 300/616 (49%), Gaps = 
36/616 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I  GI+AHVDAGKTTL+E++LY SG + + G V+ G    D   LE++RGITI 



+   
Sbjct  27   
KHIVSGIVAHVDAGKTTLSEAMLYQSGKLHKFGRVDNGDAFLDPDVLEKKRGITIFSHQA  86

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S ++    + ++DTPGH+DF ++  + L+VLD AILVISA DGVQ  TR L++ L+
+  I
Sbjct  87   
SLKYQDLDLTMLDTPGHIDFASQTEQVLSVLDYAILVISAIDGVQGYTRTLWNLLKQYQI  146

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IF+NK+D  G D + ++  ++  L    I      LS E V E          
+   
Sbjct  147  PTFIFVNKMDNEGTDKERILHELKTTLIDSCI--DFNELSEESVEE----------
IAMQ  194

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND +LE ++    +  E ++R   R + +  +FP Y+GSA K  G++ L+  +    
Q +
Sbjct  195  NDDVLEDFLNTGRLDDE-IIR---
RMISERKIFPCYFGSALKMSGVKELLSGLEKWTQEM  250

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
              Q    +    FKV + + G+R  ++R+  G L+ + TV L  +   K  ++RI 
+  +
Sbjct  251  IPQDEFGI--KAFKVSHDEHGERLTWVRVTGGILKNK-TVLLKDQ---
KANQLRIYNGSK  304

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQRE  359
               +     G +  +      LND       L  ++    PL  P+L   +  +      
Sbjct  305  FELSKEIQTGGVCAITG----LNDTY-
PGMGLGSEKNSSKPLIQPVLNYAVDVRDNDVHS  359

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             L+ AL QL D DP L         ++ +  +G VQLE++  LL +++ L+    E  
++
Sbjct  360  VLI-
ALRQLEDEDPQLHVTWSKQLQQLRVQIMGAVQLEILQQLLEQRFDLKVAFIEGKIL  418

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  +K      H E  P   +A + L + P   GSG+ ++S  SL  L+ ++Q+ 
V  
Sbjct  419  YKETIVKKVEGVGHFE--
PLRHYAEVHLLLEPGPRGSGLTFDSSCSLDVLSNNWQHQVIT  476

Query  480  GIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESGTQL  535



             +      G L G  +TD KI    G   +  S   DF+      + Q    LK+ 
G QL
Sbjct  477  
NLGSKEHLGVLIGAPITDMKITLVGGKASNVHSVGGDFKEATWRAVRQGLMMLKKDGCQL  536

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+  F L   Q  + RA +D  K     ET +    + V  G  P   +Q Y   
L  
Sbjct  537  
LEPWYRFRLTVEQNQVGRAMNDIQKMSGNFETPENISGQAVLNGTAPVSEMQDYAQKLRG  596

Query  596  YTNGRSVCLTELKGYQ  611
            YT+G+      + GY+
Sbjct  597  YTHGQGQLECFIDGYR  612

>WP_019190852.1 MULTISPECIES: elongation factor G [Firmicutes]
Length=690

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 313/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIYKIGDTHDGTAVMDSMDQEKERGITIGSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLD A+ +  AK GV+ Q+  ++    K 
+IP +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDSAVALFDAKSGVEPQSETVWRQADKYHIPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
             FINK+D  G D    V+++RD+L A                   D+I  + V+ +    
Sbjct  132  
CFINKMDATGADFFMAVETIRDRLKANAVPLEIPIGAEQDFQGAVDLITMEAVTYNTEDL  191

Query  162  ------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   EI  E     E +     + + E +D ++ KY+ GE ++ E++    ++   
+
Sbjct  192  
GAHPIYSEIPAELKERAEEYRNNLLEELSEVDDNIMMKYLEGEEVTEEEIKAAVRKGTIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQGSA  247



              +FP   GSA K  G+QPL+DA+                           +P  +
+ ++
Sbjct  252  
QKIFPCLLGSAYKNKGVQPLLDAIIDYMPSPLDVPNIKGIDPKDESIEMERKPSDDEPTS  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIV  303
            AL    FKV       + +Y R+YSGT+     +  A  G RE++ +I +M    + 
EI 
Sbjct  312  ALA---
FKVVTDPYVGKLIYTRIYSGTIESGSYIYNATKGKRERVGRIMQMHSNKQEEI-  367

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 Y G+IV +L        D L D          E P P++   I PKT A +
++++
Sbjct  368  --
PVGYAGDIVALLGLKDTTTGDSLCDQDNQIILEKMEFPDPVISVAIEPKTRASQDKMI  425

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L +LA+ DP    + D  T + I+S +G + LE++   L  ++K+E  +  P V 
Y E
Sbjct  426  
IGLQKLAEEDPTFVTKSDEETGQTIISGMGELHLEIIVDRLLREFKVEANIGNPQVAYRE  485

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               + A        +   +  +  + L VTP   GSG+ +ES++  G + + +   
V +G
Sbjct  486  
SITQEAEAQGKFVRQSGGSGQYGDVMLRVTPGEEGSGITFESQIVGGAVPREYIRPVEEG  545

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R     G+  G+ + D  +    G Y+   S+   F     + L+ A++++   
LLEP 
Sbjct  546  
VREAAASGILGGYPMVDMHVVLFDGSYHEVDSSEVAFHVAGSMGLKNAVEKAKPVLLEPI  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
                +  P EYL     D       I+    K    V    IP   +  Y TDL   
T G
Sbjct  606  
EKVEITTPDEYLGDVMGDVSSRRGKIDGMNPKDGIHVLDAFIPLSEMFGYATDLRSKTQG  665

Query  600  RSVCLTELKGY  610
            R+    +   Y
Sbjct  666  RATYSMQFDHY  676

>KUO61924.1 elongation factor G [Gracilibacter sp. BRH_c7a]
Length=648



 Score = 251 bits (642),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 168/610 (28%), Positives = 305/610 (50%), Gaps = 
21/610 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E+LLY +  I + G V+   +  D   +E++RGIT+ +      
+
Sbjct  5    
IGILAHVDAGKTTFSEALLYHTNTIKDKGRVDHKDSYLDNHEIEKERGITVFSGQAVMDY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  I+DTPGH+DF  E+ +++ V+D AI++IS+ +GVQ  T  ++  L+K  
IP   
Sbjct  65   
KGDTYYIIDTPGHVDFSPEMEKTIMVMDYAIIIISSVEGVQGHTETVWQLLKKHRIPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+AG D   VV+ ++   +AD+             L ++   E  D + E 
+++L
Sbjct  125  FINKVDRAGADGGRVVEEIKINFTADL-------
CHLPYSLHDDLPEELIDFLAERDEEL  177

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+  +   +   + + ++ ++  S++ V  GSA    G++  +D +  L   +   
G
Sbjct  178  LEHYLESK-YDQTLWINQMKKMIKARSIYTVSTGSALLDQGVKEFLDNLH-
LLTEVNNYG  235

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKL--
KITEMRIPSKGEI  302
                 G ++K+ Y   G R  YL++ SG+L++RD ++ + G E++  KIT++RI +    
Sbjct  236  E-
EFSGRIYKIGYEKTGTRITYLKVLSGSLKVRDEISFSYGEEEVREKITQIRIYNGERY  294

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D A  G+++ ++          LGD   +P+    E  +P L+T +   ++   
+ +
Sbjct  295  QVADGAKAGQLIGVVGLTKSWAGQGLGD---VPQTSIYE-
IIPALKTKVIFDSSVNIKEI  350

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            ++A   L + DP ++   +  + E+ +  +G +QLE++  ++++++       EP+
+IY 
Sbjct  351  
VNAFRMLNEEDPSMKVAWEKESQELHIQVMGPIQLEILERIIADRFNFRVKFGEPNIIYK  410



Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L +       G++Y +     +L +  QN V
+  I
Sbjct  411  ETIKNEVVGYGHFE--
PLGHYAEVHLKIEAGERNKGIEYVNLCHPDHLTKGNQNLVQAHI  468

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +GL  G  +TD +I    G  ++  ++  DFR      L Q L+++   
LLEPY 
Sbjct  469  
HEREHRGLLTGSALTDLRITLLTGRAHNQHTSGGDFRQATYRALRQGLEKADKVLLEPYY  528

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +YL R   D  K   + E  +    + +  G +P     +Y T+L   
T+G+
Sbjct  529  
KFKIKVELDYLGRVLSDIQKAKGSFEAPETFGSQAMIIGRVPVATFMSYPTELVALTSGK  588

Query  601  SVCLTELKGY  610
             +      GY
Sbjct  589  GMISLVNGGY  598

>KKT38648.1 Elongation factor G [Candidatus Gottesmanbacteria 
bacterium GW2011_GWB1_44_11c]
 KKT61143.1 Elongation factor G [Candidatus Gottesmanbacteria 
bacterium GW2011_GWA1_44_24b]
Length=725

 Score = 253 bits (647),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 322/672 (48%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T
Sbjct  43   
KVRNIGIIAHIDAGKTTTTERILYYTGRSYKIGDIDEGTTVMDWMEQERERGITIVSAAT  102

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  + NI+DTPGH+DF AEV RSL VLDG I V+  ++GVQ+Q+  ++    
K  +
Sbjct  103  
TTFWNGYRFNIIDTPGHVDFTAEVERSLRVLDGGITVLDGEEGVQSQSETVWRQADKYKV  162

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKL-------------------
SADIIIKQT-----  157
            P + F+NK+D+ G DL + V S+ ++L                   + D++ ++      



Sbjct  163  
PRICFVNKMDKMGADLWTTVTSIEERLGVRTAVMVVPIGRESSYIGNVDLLTRKAFIWHS  222

Query  158  --------VSLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                    V   PE + +  E    E  + + E +D LLEKY+ GE  + ++L    
++ 
Sbjct  223  
DDLGATFDVKDVPEEIKKEVEKHRHELIERISETDDALLEKYLNGEEPTVDELKIALRKA  282

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AA  248
            V    L PVY G++ +  G+QPL+DAV              G     GE+ +       
+
Sbjct  283  
VIGYKLVPVYAGTSLRNKGVQPLLDAVVDYLPSPLDLPEVEGTDPKTGEKITRKRTIDES  342

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK--
ITEMRIPSKGEIVRTD  306
              G  FK++      +  Y+R+YSG + +  + A    + LK  I  + +    +     
Sbjct  343  FSGLAFKIQIDPHVGKLTYVRIYSGKI-
VSGSYAYNSSKGLKERIGRLLLMHANQREEIR  401

Query  307  TAYPGEIVILPS--DSVRLNDV--
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A+ GEIV +    D++  + +  +G P  L +  +   P P++   I PKT    
E++ 
Sbjct  402  EAFAGEIVAVVGFKDTITGDTISDVGKPIVLEQISF---
PEPVISLAIEPKTKNDLEKMG  458

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + + +  T++ I+  +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  459  
YALQRLAEEDPTFKIKSNMETNQTIIWGMGELHLDILVDRMKREFKVEANVGAPQVAYKE  518

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                +A        +   +  +    L V P + G G ++ + +  G + + F N 
+  G
Sbjct  519  
TITTSAEGEGKYIKQTGGHGQYGHCFLRVEPKNRGEGYEFINEIKGGTIPREFINPIEKG  578

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +E G+  G+ + D  +    G ++   S+   F+    + L+ A+K++   
LLEP 
Sbjct  579  
AKEAMENGILAGYPLVDMSVAVYDGSFHEVDSSEIAFKIAGSMALQNAVKQAAPTLLEPI  638

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P EY+     D     A I   Q +    +    +P   +  Y T L   



+ G
Sbjct  639  
MKVEVTTPDEYMGDVIGDLSSKRAQILGTQKRGLATIIVAHVPLAELSGYATILRSLSKG  698

Query  600  RSVCLTELKGYQ  611
            R+    E   Y+
Sbjct  699  RASYYMEPSHYE  710

>WP_090016930.1 GTP-binding protein [Lachnospiraceae bacterium 
XBB1006]
 SFQ28838.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium XBB1006]
Length=918

 Score = 257 bits (656),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 186/625 (30%), Positives = 295/625 (47%), Gaps = 
37/625 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  + +GILAHVDAGKTTL+E +LY +G +   G V+K     DT  LE++RGITI 
+  
Sbjct  1    
MNHVVLGILAHVDAGKTTLSEGILYHAGVVKTMGRVDKKDAYLDTDELEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     V+++DTPGH+DF  E  R L+VLD  + VISA DGVQA T  L+  L 
+  
Sbjct  61   
AELFIKDRPVSLLDTPGHVDFAPEAERVLSVLDYCVFVISATDGVQAHTETLWKLLTRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+DQ   D  +++  +++KLS D               EE       +    
Sbjct  121  VPTFLFVNKMDQPDTDKNAILTQLKEKLSPDC--------------
EECGTTAFLETAAA  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--  238
             ++KLLE Y+  + ++ E++     R +++  +FP  +GSA +  GI  LM+A+      
Sbjct  167  GDEKLLETYLETDTLTGEQIT----
RMIRERKVFPCVFGSALRDEGITTLMEALYAYATP  222

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-----
KLKITE  293
            +P+GE    A    VFK+   + G R  ++++ +G LRL+DT+ L   E     + 
KI +
Sbjct  223  KPLGE----
AFGAKVFKISRDEQGGRLTHMKITAGQLRLKDTITLRNPENGEESEAKINQ  278



Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAP  352
            +RI S  +         G IV +P     L D   G    +          P+L   
+  
Sbjct  279  IRIYSGEKYREVTEVTEGGIVSIPG----
LPDTYPGLGIGVEHDTTGSVLTPVLTYAVKY  334

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              +    R+L  L QL + DP L    D    EI +  +G VQ+E++   ++++++
+   
Sbjct  335  
PPSIDSRRMLANLKQLEEEDPQLHVVWDEQVKEIQMQLMGEVQIEILKRQIAKRFEIPVE  394

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 ++Y E          H E  P   +A + L + P   GSG+ + S  S   
L+++
Sbjct  395  FGTGRIVYRETIASVEEGVGHFE--
PLRHYAEVHLRMEPGERGSGLVFGSECSEDSLSRN  452

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   +     +G L G+ +TD  I    G  +   +   DFR      + Q 
L ++
Sbjct  453  
WQRLILTHLEERQHRGVLAGFPITDMVITLVAGRAHPKHTEGGDFRQATYRAVRQGLMKA  512

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP  +F +  P   + RA  D     A  E   V+ D  V TG  P   +  
Y+T
Sbjct  513  
ENVLLEPMFAFTMKVPTGQVGRAMTDLSAKFAKFEAPMVEGDMSVITGVAPVATLNGYQT  572

Query  592  DLAFYTNGRSVCLTELKGYQAAVGQ  616
            +L  YT G       ++GY     Q
Sbjct  573  ELLAYTGGMGKLDCRMQGYAPCHNQ  597

>WP_063606025.1 elongation factor G [Vibrio barjaei]
 OIN28186.1 translation elongation factor G [Vibrio barjaei]
Length=693

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 312/674 (46%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    



KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L+A+ +++   +    + V               
Sbjct  126  
SRIIFVNKLDRMGADFFNVVDQVKNVLAANPLVMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  166  --LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+E +     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEVKDVPADMVDDVETYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVSAE  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG +   DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVMNKGDTILNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                TA  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  T---
TAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  



ETITQAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +++P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGYQA  612
            GR     E   Y A
Sbjct  662  GRGQFSMEFSHYNA  675

>WP_107541522.1 elongation factor G [Staphylococcus xylosus]
 PTI00950.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 181/661 (27%), Positives = 309/661 (47%), Gaps = 
72/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    



+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISISELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              SA    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDSAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +           +      +  + +  TP   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKGTAQVQGKFARQSGGRGQYGDVKIEFTPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  R  600
            R



Sbjct  665  R  665

>PIR73202.1 elongation factor G [Candidatus Moranbacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_35_21]
 PJA88764.1 elongation factor G [Candidatus Moranbacteria bacterium 
CG_4_9_14_3_um_filter_36_9]
Length=696

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 188/683 (28%), Positives = 320/683 (47%), Gaps = 
85/683 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERVLFYTGITHKIGEVHEGEATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V   K+GV+ Q+  ++    K N
+P V
Sbjct  72   
WKDHQINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGKEGVEPQSETVWRQADKYNVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------
TVSLS  161
             FINKID+ G D    ++++ D+L+ + +  Q                         
S+ 
Sbjct  132  
CFINKIDKEGADFYFALKTIWDRLTPNAVAVQLPIGERGDFRGVIDLMKMKAYSFEGSMG  191

Query  162  PEIVLEE-NTDI----EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +++ EE   D+    + W     + + E ++KL+EKY+ GE IS E+L    ++ 
V   
Sbjct  192  
EKVIEEEIPADLLDKAKEWREKMVEKISETDEKLIEKYLNGEEISIEELKAALRKGVIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ--------
GSAALCG  251
            +L PV+ G+A +  G+Q ++DAV                 P  E+         + 
+   
Sbjct  252  
TLIPVFVGTALRNKGVQLVLDAVINYLPSPLDVPPMKGTDPENEEKEIKIVNDDNGSFVA  311

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-------  304
              FKV       +  + R+YSG L+       AG   L  T+ +    G I+R       
Sbjct  312  LAFKVATDPFVGQLTFFRVYSGVLK-------
AGSYVLNSTKNQKERIGRILRMHANHRE  364



Query  305  -TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              +  Y G I  ++   +    D L D  +         P P++   I PKT A 
+E++ 
Sbjct  365  
EVEEIYSGGIGALVGMKNTTTGDTLCDENKPVLLESINFPEPVISIAIEPKTKADQEKMG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  +   D  T ++I+S +G + L+++   +  ++K+E  + +P V 
Y E
Sbjct  425  
LALRKLAEEDPTFKVRSDEETGQVIISGMGELHLDILVDRMKREFKVEANIGQPQVAYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              + +  A      +      +  + L V P   G G ++ + +  G + Q +   
V  G
Sbjct  485  
TIKTMAEAEGKYIKQSGGRGQYGHVWLKVEPQEKGKGFEFVNEIKGGAIPQEYIAPVGKG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +++G L G+ + D K+    G Y+   S+ A F+    I  ++A++ +   
+LEP 
Sbjct  545  
AKEAMDKGVLAGYPMVDIKVTLYDGSYHDVDSSEAAFKIAGSIGFKEAVRRANPFILEPV  604

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRT  591
            +   +  P++++     D       I+        +A+VK    +   E+P   +  
Y T
Sbjct  605  MKVNVITPEKFMGDVVGDLNSKRGIIKEMNDRGEGSARVK----
LIDAEVPLSAMFGYAT  660

Query  592  DLAFYTNGRSVCLTELKGYQAAV  614
             L   T GR+    E  GY + V
Sbjct  661  QLRSMTQGRANYAMEF-GYYSEV  682

>WP_102284761.1 elongation factor G [Vibrio lentus]
 PMI08791.1 translation elongation factor G [Vibrio lentus]
Length=695

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  



Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQIILDAVVDYLPSPTEVDPQPLMDENGEETGKHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG  + S+V  G + + F  AV  
G   



Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSKVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L  +   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLASFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_035020884.1 elongation factor G [Carnobacterium sp. WN1374]
Length=695

 Score = 253 bits (645),  Expect = 4e-71, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 309/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAA  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WHDHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F+NK+D+ G D    V ++ D+L A+                I   + +  E+   
+  
Sbjct  133  
VFVNKMDKTGADFLYSVGTIHDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEMYTNDLG  192

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +AV + ++ L+EKY+ GE IS  +L +  +    



+ 
Sbjct  193  
TDIREEDIPEEYVELAEEWRTKLVEAVADTDEALMEKYLEGEEISEAELKKAIRTATVNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV                 P  E+        S      
Sbjct  253  
EFYPVLCGSAFKNKGVQLMLDAVVDYLPSPLDVPAIQGILPDSEETVERHADDSEPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL+    V       RE++ +I +M   S+ EI      
Sbjct  313  
AFKVMTDPYVGRLTFFRVYSGTLQAGSYVQNSTKGKRERVGRILQMHANSRSEIPEV---  369

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +   +    D L D          + P P+++  I PK+ A ++++  
AL +
Sbjct  370  
FAGDIAAAVGLKNTTTGDTLCDEKDQVILESMDFPEPVIQVAIEPKSKADQDKMGVALQK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P V Y E  
R  
Sbjct  430  
LAEEDPTFRAETDHETGETIIAGMGELHLDIIVDRMRREFNVEASVGAPQVSYRETFRGS  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  +P   G G  +E  +  G + + +  AV+ G+   
L
Sbjct  490  
TQAEGKFVRQSGGKGQYGHVWIEFSPNEEGKGFDFEDAIVGGTVPREYIPAVKAGLEASL  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S    F+  A + L+ A K++   +LEP +   
+
Sbjct  550  
DNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKNAAKKANPVILEPMMGVEI  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++YL             IE ++ + +  +  G IP   +  Y T L   T GR    
Sbjct  610  
TIPEDYLGDVMGHISARRGRIEGSEARGNTTIVKGMIPLAEMFGYATALRSATQGRGTFS  669

Query  605  TELKGYQ  611
                 Y+
Sbjct  670  MTFDHYE  676



>WP_065175697.1 elongation factor G [Stenotrophomonas maltophilia]
 OBU48888.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 202/678 (30%), Positives = 309/678 (46%), Gaps = 
86/678 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ +RDKL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLRDKLQARPWALGVPLGSESDFSGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  
QWRDGGVVTITPWDDAARSQWQPRRDALVEAVADHDEGLADAWLEGRVIDAELLRAALRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------
GEQGS--------AAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+        GE G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIEALLDAVVDYLPSPLDRPAVTAEGEAGDVLLPPDPEGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL+  D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKAGDAVASSQYPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---------



PMLRTTIAPKTAA  356
            + A  G+IV +    +   D +   T       R+ PL         P+L   + P  
AA
Sbjct  365  EQAVAGDIVAV----LGWKDAISGETLSA----
RDQPLRLESIQAQAPVLAWRLEPARAA  416

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               R+   L  LA  DP  R E    + E ++  +G + LEV+   L  ++K++  
+  P
Sbjct  417  
DLIRMAQGLASLAQEDPSFRVETVRESGETLVWGMGELHLEVMVERLRSEWKVDVGIGSP  476

Query  417  SVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E PL+A S  +   V  +     +A + L V P      V +  R+  G + 
+ F
Sbjct  477  RVAYQETPLRAVSGVVGRVVKQSGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVIPRGF  535

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              AV  G+R  L +G  G  V   ++    G  ++  S+   F       +  AL  
+GT
Sbjct  536  
IAAVEKGVRAALSEGPHGHPVVGIEVTLVDGQTHAKDSSDMAFHRAGSEAVRAALASAGT  595

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            Q+LEP ++  +++P   +     D  +    +   + ++     +G  P   +  Y 
T L
Sbjct  596  
QVLEPVMAVTVHSPSASVGDVVGDLNRRHGRVARIEDQEGRAEVSGFAPLAQLVGYTTAL  655

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+   + L GY+
Sbjct  656  RSLSQGRASSESHLHGYE  673

>WP_002699433.1 elongation factor G [Treponema phagedenis]
 EFW37426.1 translation elongation factor G [Treponema phagedenis 
F0421]
Length=685

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 194/673 (29%), Positives = 315/673 (47%), Gaps = 
80/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I   G ++ G    D M  E++RGITIQ
+A T
Sbjct  4    



KMRNIGIMAHIDAGKTTTTERILFYTGKIHRIGEIDDGAATMDWMAQEQERGITIQSAAT  63

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V+ A  GVQ QT  ++    
+  +
Sbjct  64   
TTYWRDFQINIIDTPGHVDFTAEVERSLRVLDGAVAVLCAVGGVQPQTETVWRQADRYKV  123

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------
IVLEE-----  168
            P + F+NK+D+ G D  SV++ V  K + + +  Q    S E        I +EE     
Sbjct  124  
PRICFVNKMDRIGADFFSVMKDVHKKFAIETVPLQIPIGSAESFSGVIDLITMEEITWDE  183

Query  169  -------------NTDIEA---W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                         +T+ EA   W     D +   +D++ E  + GE  S E +  E 
++ 
Sbjct  184  
ASEGEKFERKPISDTNREAAENWREKMLDVISSYSDEVTELLLEGEEPSAELIKNELRKA  243

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE-------------------
QGSAA  248
            V +    P   GSA+   G+QPL+DA+        E                   + 
S  
Sbjct  244  
VLNRQYIPFLCGSARHNTGVQPLIDAIVDYLPAPDEVAPAEGIQIKKEETVSIPCKESGV  303

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G VFK++Y        Y+R+YSG +R  + V   G++K     +I  M   +K 
E + 
Sbjct  304  PLGLVFKIQYDREAGSLCYVRMYSGKIRAGEQVMNIGKKKRERVNRILRMH-
SNKSESM-  361

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             DT   G+I V +   + +  D LG    P  L    +   P P++   I P + +
+R +
Sbjct  362  -DTVQAGDIAVFIGLKTAQTGDTLGSEGMPILLESMHF---
PEPVISVAIEPSSLSERAK  417

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L + L  L+  DP      D+ T ++I+S +G + LEV++  + + +K+   V  P 
V  
Sbjct  418  
LKETLEILSREDPTFTAREDAETGQLIISGMGELHLEVLTTRMLDDFKVSARVGNPQVTS  477

Query  421  MERPLKAASHTIHIE--VPPNPFWASIGLSVTPLSLGSGVQYESR----
VSLGYLNQSFQ  474
             E    +  HT      +      A + L + P   G G  + S     VS  Y + 
+  



Sbjct  478  
RESVTASVEHTEAFSKMLGGKENTAKLTLKIEPRKRGEGNLFTSNVKEAVSGAYSSHAVP  537

Query  475  NAVRDGIRYGLEQGLFGWNVTDCKICFEYGL------
YYSPVSTPADFRSLAPIVLEQAL  528
              + + I++G+E G FG  +     C + G+      Y    STP  F + + +  
++A 
Sbjct  538  KEILEAIKHGIE-
GAFGSGIQYGYPCVDVGVTLLSAEYDELSSTPFAFEAASAMGFDEAC  596

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++  +LLEP ++  + +P+E++  A     +    I     K D  V   + P   
+  
Sbjct  597  
RKASPELLEPVMNVDIASPKEFVGDAMSLVTQRGGLILGMDSKTDIDVVHAQAPMAKMFG  656

Query  589  YRTDLAFYTNGRS  601
            + TDL   + GR+
Sbjct  657  FSTDLRSVSQGRA  669

>WP_011318126.1 elongation factor G [Trichormus variabilis]
 Q3MDM4.1 RecName: Full=Elongation factor G; Short=EF-G
 ABA20912.1 translation elongation factor 2 (EF-2/EF-G) [Trichormus 
variabilis 
ATCC 29413]
Length=692

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 188/698 (27%), Positives = 316/698 (45%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDYQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVL----  166
            P + FINK+D+ G +   V + +RD+L A+ I            K  V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYRVHEQMRDRLRANAIAIQLPIGSENDFKGIVDLVRKRAYIYNN  188



Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++ E++    
++  
Sbjct  189  
DQGTDIQETDIPADLQNQVEEYYTKLVEAVAETDDALMTKYFDGEALTEEEIRSALRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAA--------------LC  250
               ++ PV  GSA K  G+Q ++DAV        E    QG+ A              
L 
Sbjct  249  
IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPTEVPPIQGTLANGDTVERRADDNEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V +   ++  + 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVLMKADDRQDVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +      V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTLTGDTITDEGSPVILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   K+ ++     +  +      G   +++ P   G+G ++ S++  G 
+ + 
Sbjct  475  
PQVAYRETIRKSVTNVEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIVGGVVPKE  534

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ + D K    +G Y+   S+   F+    + L++A
+ ++
Sbjct  535  
YIGPAEQGMKESCESGILAGYPLIDVKATLVHGSYHDVDSSEMAFKIAGSMALKEAVLKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P++Y+     D       IE+   ++       ++P   +  
Y T
Sbjct  595  



SPVLLEPMMKVEVEVPEDYIGNVIGDLISRRGQIESQSTEQGLAKVASKVPLATMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            D+   T GR +   E   Y+    +V + +I   + N+
Sbjct  655  DIRSKTQGRGIFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>EFV99831.1 translation elongation factor G [Streptococcus australis 
ATCC 
700641]
Length=722

 Score = 253 bits (647),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  38   
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  97

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  98   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  157

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  158  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  217

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  218  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  277

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  278  
INVEFFPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEVERPASDEEPF  337

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



            AAL    FK+       R  + R+YSG L     V       RE++ +I +M   +
+ EI
Sbjct  338  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTTKGKRERIGRILQMHANTRMEI  394

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  395  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKAD  447

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  448  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  507

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  508  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  567

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  568  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  627

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  628  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  687

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  688  SATQGRGTFMMVFDHYE  704

>WP_068963099.1 elongation factor G [Desulfosporosinus sp. BG]
 ODA42201.1 Translation elongation factor G [Desulfosporosinus sp. 
BG]
Length=692

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 187/673 (28%), Positives = 308/673 (46%), Gaps = 
69/673 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCQWRDNRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + FINK+D+ G D    V  + D+L A+                    + +  
TV + 
Sbjct  129  
PRIAFINKMDRMGADFFRGVSMIADRLGANPVPIQLPIGVEENFKGIVDLVTMTSTVYMD  188

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 EE++ I             +  +AV E +++L+ KY+ G  IS +++    
+R V
Sbjct  189  
DLGTTEEHSAIPEDLAELATEYREKLIEAVAETSEELMMKYLEGAEISEQEIRDGIRRGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                  PV  GSA K  G+QPL+D V              G+    G +       
S   
Sbjct  249  
VGNKFIPVLCGSAFKNKGVQPLLDCVVDYMPSPLDVPPIKGVHPDTGAEDQRTASDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     +I +M    + 
+I   
Sbjct  309  
SALAFKIMADPFVGKLAFFRVYSGVLSAGSYVHNSTKGKKERIGRILQMHANHREDIQEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             +      V L   +    D L D   P  L +  +   P P++   I PKT A 
+E++ 
Sbjct  369  RSGDIAAAVGLKDTTT--GDTLCDEKMPIILEKMVF---
PEPVIDVAIEPKTKADQEKMG  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL++LA+ DP  R   D  T + I++ +G + LE++   L  ++K++  V  P V 
Y E



Sbjct  424  
GALSRLAEEDPTFRMRTDIETGQTIIAGMGELHLEIIVDRLQREFKVQCDVGRPQVAYKE  483

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               + +KA    +  +      +    + + PL  GSG ++ ++V  G + + + N 
+  
Sbjct  484  TIRKTVKAEGKFVR-
QSGGRGQYGHCWVELMPLEPGSGFEFVNKVVGGVIPREYINPIGA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   L+ G+  G+ V D +     G Y+   S+   F+    +  +    ++   
++EP
Sbjct  543  
GIEEALQNGILAGYPVLDIRATVYDGSYHDVDSSEMAFKIAGSMAFKAGALKADPAIIEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   
T 
Sbjct  603  
VMKVEVTVPEEYMGDVIGDISSRRGRIEGMEARGNTQVVRGFVPLSEMFGYSTDLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR V + +   Y+
Sbjct  663  GRGVYVMQFDHYE  675

>WP_023558744.1 elongation factor G [Brevibacillus panacihumi]
 EST51637.1 elongation factor P [Brevibacillus panacihumi W25]
Length=692

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 308/673 (46%), Gaps = 
75/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ QT  ++    K  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVFDAKGGVEPQTETVWRQADKYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161



             +INK+D  G +    ++ +R +L A+ +            K  V L             
Sbjct  132  
CYINKMDIIGANFDMCLEQIRTRLGANPVAIQYPIGAEDQFKGMVDLIEMKAIIYTDDLG  191

Query  162  --------PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                    PE + E  E   ++  +A  E +++L+ KY+ GE ++ +++    ++   
+ 
Sbjct  192  
KTSDAVDIPEDLKEKCEELRLKLVEAAAEQDEELMMKYLEGEELTNDEIRAALRKGTIEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAALC  250
             L PV  GS+ +  G+QP++D V                         +P  + G     
Sbjct  252  
KLVPVMCGSSYRNKGVQPMLDNVVSYLPSPIDIPAIKGTLPDSEEEVTRPADDNGP--FS  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       R  + R+YSG +     V       RE++ +I +M    + EI    
Sbjct  310  
ALAFKIMTDPYVGRLTFFRVYSGVMNSGSYVLNSTKGKRERVGRILQMHANHREEI---Q  366

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERL  361
            T Y G+I    + +V L D     T    K          P P++   I PK+ A 
++++
Sbjct  367  TVYSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMVFPEPVISVAIEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++LA+ DP  R   D  T + I+S +G + LE++   +  ++K+E  V  P 
V Y 
Sbjct  423  
GIALSKLAEEDPTFRTRTDEETGQTIISGMGELHLEIIVDRMKREFKVEANVGAPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E    AA        +      +  + +   PL  G G Q+E+++  G + + +  
AV+ 
Sbjct  483  
ETFRNAAKVEGKFVRQSGGRGQYGHVWVEFAPLEPGQGFQFENKIVGGVVPREYIPAVQA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G+  G+ + D K     G Y+   S+   F+    + L++A K+ G  
LLEP
Sbjct  543  
GIEEAMKNGVIAGFPLVDIKATIVDGSYHDVDSSEMAFKVAGSLALKEAAKKCGAVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       IE  + + +       +P   +  Y T L   



T 
Sbjct  603  
IMKVEVVMPEEYMGDVMGDLNSRRGRIEGMEARANAQAIRAMVPLSEMFGYSTVLRSRTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR     E+  Y+
Sbjct  663  GRGTYSMEIDHYE  675

>WP_004395904.1 elongation factor G [Vibrio metschnikovii]
 EEX37791.1 translation elongation factor G-like protein [Vibrio 
metschnikovii 
CIP 69.14]
Length=695

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 198/680 (29%), Positives = 310/680 (46%), Gaps = 
68/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    GTT  D M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKMGDSHDGTTTMDFMDQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  +++ L A                    ++ Q   +  
+  L
Sbjct  129  
IFVNKLDRMGADFFRVVGQIKNVLGATPLVMTLPIGREDEFTGVVDVLSQKAYIWDDSGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI A              +A +E +D+L+  Y+ GE  S E + R  ++  
++
Sbjct  189  
PENYEVTDIPADLVDQAEEYREMLIEAAVEQDDELMMAYMEGEEPSLEDIKRCIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257
             + FP Y GSA K  G+Q ++DAV            Q + +  +    G V KV      
Sbjct  249  
LAFFPTYCGSAYKNKGMQLILDAVVDYLPNPTEVHEQELTDPDTGEATGEVAKVSVDEPF  308



Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+YSG L+  DT+   A    E++ ++ EM    + EI   
D
Sbjct  309  
RALAFKIMDDRFGALTFVRVYSGKLKKGDTILNSATGKTERIGRMVEMHADDRNEI---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P+P++   +APK     E+L  
AL
Sbjct  366  
SAQAGDIIAIVGMKNVKTGHTLCDPKHECTLEPMIFPIPVISIAVAPKDKGGSEKLGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   + ++ +V  P V Y 
E   
Sbjct  426  
GKMVSEDPSFQVESDEETGETILKGMGELHLDIKVDILKRTHGIDLIVGAPQVAYRETIT  485

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA   S+T   +   +  +  I   + P    SG ++ S V  G + + F  A+  
G   
Sbjct  486  
KAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFKFTSTVVGGNVPKEFWPAIEKGFAG  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMQEGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  +     V    +IP   +  Y   L   T
+GR  
Sbjct  606  
DVFTPDDHVGDVIGDLNRRRGMIKDQEAGVTGVRVKADIPLSEMFGYIGSLRTMTSGRGQ  665

Query  603  CLTELKGYQ---AAVGQPVI  619
               E   Y    A V + VI
Sbjct  666  FSMEFSHYAPCPANVAETVI  685

>WP_098862512.1 elongation factor G [Bacillus sp. AFS053548]
 PGM52409.1 elongation factor G [Bacillus sp. AFS053548]
Length=692

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 308/664 (46%), Gaps = 



77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIVDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYQELAEEYRGRLIEAVAELDEELMMKYLEGEEITLAELKAAIRTA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQG  245
                  +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTEEEKIVPSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 



V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>KKQ70085.1 Elongation factor G [Candidatus Shapirobacteria 
bacterium GW2011_GWE2_38_30]
 KKQ91397.1 Elongation factor G [Candidatus Shapirobacteria 
bacterium GW2011_GWE1_38_92]
 OGL57085.1 translation elongation factor G [Candidatus 
Shapirobacteria bacterium 
RIFOXYC1_FULL_38_24]
 OGL57440.1 translation elongation factor G [Candidatus 
Shapirobacteria bacterium 
RIFOXYB1_FULL_38_38]
 OGL58341.1 translation elongation factor G [Candidatus 
Shapirobacteria bacterium 
RIFOXYD1_FULL_38_32]
Length=705

 Score = 253 bits (646),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 185/668 (28%), Positives = 309/668 (46%), Gaps = 
60/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+D GKTT TE +L+ +G I + GSV++GTT TD+M  ER+RGITIQ
+A  



Sbjct  17   
KVRNIGIIAHIDGGKTTTTERILFYTGKIHKIGSVDEGTTTTDSMAQERERGITIQSACI  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  + NI+DTPGH+DF AEV RSL VLDGAI++     GVQAQ+  ++    
K  +
Sbjct  77   
TTYWHDYRFNIIDTPGHVDFTAEVERSLRVLDGAIMIFDGNAGVQAQSETVWRQAEKYGV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV---  158
            P + F+NK+D+ G   Q+ ++S+ DKL A I+                    +K  
V   
Sbjct  137  
PRIAFVNKMDKVGASFQNTLKSIHDKLHAPIVPVVIPIGEEHAHVGVIDLINMKMVVYDK  196

Query  159  -----SLSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   S   + +E+ DI      E  + +   ++ L+EK++  E IS  +L    
++ 
Sbjct  197  
DPEGMEFSVTDITDEHKDIAMKYRAEMVEKIAGEDEDLMEKFLNDEEISVSELKTALRKA  256

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAA  248
                 LFPVY G+A +  GI P++D +               F P   +        
+  
Sbjct  257  
TIARKLFPVYCGAAWRNKGIHPILDGIVDYLPSPQDLPPIEGFHPQTNEVVSRKPLDTEP  316

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            L   +FKV+         Y+R+YSG L+    V    ++ K +I  + +    +    
+ 
Sbjct  317  
LSSLLFKVQSDPHVGTLSYVRIYSGILKSGSEVYNTTKDTKERIGRLLLMHADKREGIEE  376

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + GEIV  +        D L D   +      +   P++  +I P+++  +E++  
AL 
Sbjct  377  
GHAGEIVACIGLKESTTGDTLCDRDSVISLSPIQFSDPVISLSIEPESSDDQEKMGAALN  436

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER---  423
            +L+  DP  +   +  T + I++ +G + LE++   L  ++ +     +P V Y E    
Sbjct  437  
RLSSEDPTFQVTYNHETGQTIIAGMGELYLEIIVDRLKREFGVNVKTGQPQVAYRETISV  496

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            P       IH +   +  +    + V P + G GV++ + V  G +  +F  A+  



G+R 
Sbjct  497  PADGEGKYIH-
QSGGHGQYGHCKIKVEPKNRGEGVEFINAVKGGAIPSNFIPAIEKGVRE  555

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L +G+  G+  TD  +    G Y+   S+   F+      ++ A +++   +LEP 
+  
Sbjct  556  
TLSKGIIAGYPSTDIAVTVYDGTYHEVDSSEMAFKLAGSYAIKDAFQKAKPLILEPIMKL  615

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             + +P E+L     D       I  +            IP   I+ Y T +   T 
GR  
Sbjct  616  
EVASPSEFLGTVMGDLSSRRGQILGSTDSMGFTTIDCMIPLSEIRGYATVIRSLTQGRGS  675

Query  603  CLTELKGY  610
               E   Y
Sbjct  676  FYMEPSHY  683

>WP_073022427.1 GTP-binding protein [Clostridium intestinale]
 SHI63136.1 small GTP-binding protein domain-containing protein 
[Clostridium 
intestinale DSM 6191]
Length=649

 Score = 251 bits (642),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 175/630 (28%), Positives = 306/630 (49%), Gaps = 
22/630 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +L+ + +I   G V+  ++  D+  +E+ RGITI +    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQILFHAKSIKNRGRVDHKSSFLDSHNIEKDRGITIFSDQAVFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+D   E+ R++ V+D AIL+IS  DG+QA T  ++  LRK  
+P   
Sbjct  65   
NESTYYLIDTPGHIDISQEMERAIKVMDYAILIISGVDGIQAHTETVWELLRKNKVPVFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVIENNDK  184
            FINK+D+   D+  V+  ++  L+ D+++     +S E   E+N+   E  + V E 
++K
Sbjct  125  FINKMDRETADVDRVLNEIKTNLTEDVLL-----ISKE--
FEDNSISEELAEFVAERDEK  177



Query  185  LLEKYIAGEPISREKL-
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            LLEKY+ GE    EKL +   ++ +++  ++P   GSA + +G++  + A   L      
Sbjct  178  LLEKYLDGE--YDEKLWLSSLKKLIKENKVYPCLTGSALQAVGVEEFL-
AKFDLLTYTEF  234

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSKGEI  302
                 L   V+K++Y + G R  +L++ SGTL++RD      G    K++++R+ +  
+ 
Sbjct  235  
DKDEELSALVYKIKYDEQGSRVTFLKVLSGTLKVRDEFKTKDGETYEKVSQIRVYNGSKF  294

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D  + G+I  +    S +  + +G+   L    + E  +P L++ +        
+ +
Sbjct  295  KTVDEVHAGDIFGVTGLSSFKTGEGIGN---LVDNAYYE-
MVPTLKSKVIFDKKLNIKEV  350

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+    L   DP L    D    EI L  +G +QLE++  +L E++ L+       
++Y 
Sbjct  351  
LNKFKILEAEDPSLNVVWDEKLQEIQLHIMGVIQLEILKQVLGERFDLKVEFGPGEILYK  410

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E  ++      H E  P   +A + L + PL    G+++E++     +    QN V
+  I
Sbjct  411  ETIVEETIGYGHFE--
PLKHYAEVHLKLEPLKRNEGIRFENKCHADDMTVGNQNLVKVHI  468

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD K+    G  ++  +   DFR      L Q L+ +   
+LEPY 
Sbjct  469  
FEKEHRGILTGSPITDIKVTLLTGRAHNKHTEGGDFREATLRALRQGLESTKNIILEPYY  528

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A  +Y+ +   D  +   T E   +  D+V+  G  P      Y  +    
T G+
Sbjct  529  
RFKIEAHLDYMGKILSDIQRLNGTFEAPDINLDKVIVLGRGPVATFMNYNIEFVAITKGK  588

Query  601  SVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                    GY      + VI+    N   D
Sbjct  589  GKLNLIFDGYDVCHNEEEVIEKIGYNKNAD  618



>WP_010268957.1 elongation factor G [Corynebacterium bovis]
Length=704

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 189/697 (27%), Positives = 331/697 (47%), Gaps = 
74/697 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGINRKIGETHDGASTMDWMDQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKEGVEPQSEQVWRQATKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ ++L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYFTVDTIINRLGAKPLVMQLPIGTEDNFDGVVDLLNMQAITWPG  190

Query  157  TVSLSPEIVLEENTDI----------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV +  E  +EE  D           +  +AV E++++L+E+Y +GE I+ ++L    
++
Sbjct  191  
TVEIGAEPTIEEIPDDLKDKAAEYREKLVEAVAESDEELMERYFSGEEITVDELKTHIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
               ++ ++PVY GSA K  GIQP++DAV                           
QP  +
Sbjct  251  
LTINSEVYPVYCGSAYKNKGIQPMLDAVIDFLPNPMDVGSIQGHDVNDPEKVLTRQPSKD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEI  302
            +  +AL    FKV       R +Y+R+YSG++     V  A + +K +I ++      
+ 
Sbjct  311  EPFSALA---
FKVATHPFFGRLIYVRVYSGSVESGAQVFNATKGKKERIGKLFQMHSNKE  367

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D A  G I   +        D L D          + P P+++ +I PKT + 
+E+L
Sbjct  368  



QPVDKASAGHIYAFIGLKDTTTGDTLCDSNDQIILESMDFPDPVIKVSIEPKTKSDQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +L++ DP    E+D  T + ++  +G + L+V    +  ++K+E  V  P 
V Y 
Sbjct  428  
GTAIQKLSEEDPTFTVELDEETGQTVVGGMGELHLDVFVDRMKREFKVEANVGAPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQ----
YESRVSLGYLNQSFQ  474
            E   +P++    T   +   +  +A + +++ P       +    ++++V+ G + 
+ + 
Sbjct  488  
ETIRKPVEKLEFTHKKQTGGSGQFARVIIAIEPYENPEDPEEMYLFDNQVTGGRVPKEYI  547

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  GI+  ++ G L G+ + + K     G Y+   S+   F+      L++A+ 
++  
Sbjct  548  
PSVDAGIQDAMQYGYLAGFPLVNIKATLLDGAYHEVDSSEMAFKIAGSQALKEAVAKAKP  607

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP ++  +  P+EY+     D       +++ + +    V    +P   +  Y  
DL
Sbjct  608  
VLLEPLMAVEITTPEEYMGEVIGDVNSRRGQVQSMEDRAGAKVVKARVPLSEMFGYVGDL  667

Query  594  AFYTNGR---SVCLTELKGYQAAVGQPVIQPRRPNSR  627
               T GR   S+         A V Q +I  R   S 
Sbjct  668  RSKTQGRANYSMIFDSYGEVPANVSQEIIAERTGGSH  704

>WP_065440599.1 GTP-binding protein [Bifidobacterium 
pseudocatenulatum]
Length=662

 Score = 252 bits (643),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 188/635 (30%), Positives = 285/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  



Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADVVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G 
VQLEV+  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEVIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  GSG
+ Y 
Sbjct  393  MMHDRFGLDVTFGPGSILYKETIAAPVEGIGHFE--
PLRHYAETHVLLEPLPQGSGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     



+ + 
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMA  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_065540596.1 MULTISPECIES: GTP-binding protein [Blautia]
 ANU74360.1 translation elongation factor G [Blautia sp. YL58]
 ASU31350.1 translation elongation factor G [Blautia coccoides]
Length=899

 Score = 256 bits (655),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 196/648 (30%), Positives = 318/648 (49%), Gaps = 
55/648 (8%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + +GILAHVDAGKTTL ES+LY +G+I +PG V+      DT  LER+RGITI +     
Sbjct  6    
LAVGILAHVDAGKTTLAESILYLTGSIRKPGRVDHQDAFLDTYDLERERGITIFSKQAEV  65

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
            +    +  ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ   + L+  L +  
IP 
Sbjct  66   
KLGEKEATLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHVQTLWRLLTRYKIPV  125

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDAVIENN  182
             +FINK+DQ G D + +++ ++ +L               IV ++N D EA ++ +  
++
Sbjct  126  FLFINKMDQEGTDRRKLLEELQKRLDERC-----------
IVFDDNEDREAFFENLAMSD  174

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPL---
MDAVTGLFQ  239
            + +LEKY++   +   +++    R +++  +FP+Y+GSA K  G++     +D  T    
Sbjct  175  EAVLEKYLSDAAVEPGEII----
RLIRERKVFPIYFGSALKIDGVEEFLQGLDTYTACPD  230

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGRE------
KLKI  291
               E G+      V+K+     G R  Y+++  GTL+++   T    G+E      
+ K 
Sbjct  231  HPEEFGA-----
RVYKIARDAQGARLTYMKITGGTLKVKQMLTNRREGKESSEEIWEEKA  285

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVR--
LNDVLGDPTRLPRKRWREDPLPML---  346



             ++RI S G   RT +  P   V   +  +R      LG  T        E  LP
+L   
Sbjct  286  DQLRIYS-GAGFRTISQAPAGTVCAVTGLLRTFCGQGLGAET--------
EAELPLLEPV  336

Query  347  ---
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
               +  I P+    +  L   L QL + +P L    +  ++EI    +G VQ+E++  
L+
Sbjct  337  LTYQIQIPPECDVHQMYL--
KLRQLEEEEPELHIVWEEQSNEIHAQVMGEVQIEILKRLI  394

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
            +E++  E      S++Y E   +      H E  P   +A + L + P   GSG+Q
+E+ 
Sbjct  395  AERFDTEVEFGAGSIVYKETITEPVEGVGHFE--
PLRHYAEVHLLMEPGERGSGLQFEAA  452

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             S   L +++Q  V   +     +G L G  +TD KI    G  +   +   DFR     
Sbjct  453  
CSEDILERNWQRLVLTHLEEKRHRGVLTGSEITDMKITLVTGRAHLKHTEGGDFRQATYR  512

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             +   LK + + LLEP   + L  P + + RA  D  K   T     ++ D  + 
TG  P
Sbjct  513  
AVRHGLKCTASLLLEPVYEYRLEIPSDKVGRALSDIQKMYGTFSGPVIEGDMTILTGTAP  572

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
               ++ Y+T++A YT G       LKGY+     + VI+ +  +S  D
Sbjct  573  VSAMRDYQTEVAAYTKGHGRLSCSLKGYEPCHNAEEVIREKAYDSEKD  620

>OGE78260.1 translation elongation factor G [Candidatus 
Doudnabacteria bacterium 
RIFCSPHIGHO2_01_FULL_46_14]
Length=711

 Score = 253 bits (646),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 199/691 (29%), Positives = 312/691 (45%), Gaps = 
101/691 (15%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G I   GSV +G T TD M  ER+RGITI AA  
+  
Sbjct  12   
NIGIIAHIDAGKTTVTEGILYNTGLIHTIGSVHEGETTTDWMEQERERGITITAAAVTCF  71



Query  65   W-------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            W              + K+NI+DTPGH+DF  EV RSL VLDGA++V   K GV+ 
Q+  
Sbjct  72   
WTPKWSSSTGSEQAKKHKINIIDTPGHVDFTVEVERSLRVLDGAVVVFDGKMGVEPQSET  131

Query  112  LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIV-----  165
            ++    K ++P + FINKI+Q G D    + S+  +LS D   I+  +    EIV     
Sbjct  132  
VWRQADKYHVPRMCFINKINQTGGDFYKSLDSIHKRLSEDAHPIQIPIGFEKEIVGFVDL  191

Query  166  -------LEENTDIE--------------------
AWDAVIENNDKLLEKYIAGEPISRE  198
                    ++ TD E                      + V+E++D L+EKY+AG  
I+ +
Sbjct  192  
VQMKGYTYKDYTDKEFTIVDIPADMKEKAEKYRHNLLEKVLESDDVLMEKYLAGGEITEK  251

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
            + +   ++  Q    FPV  G   +G+ +Q ++D VT                       
Sbjct  252  EFLGAIRKATQSGKFFPVLGGDG-
RGIIVQTILDGVTNFLPNPIDKGAVKGIDLNTQVEI  310

Query  239  --
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK-----I  291
              QP   +  AAL    FK+       +  + R+YSGTL     V L GR + K     
I
Sbjct  311  ERQPNDSEPFAALA---FKIATDPFVGKLAFFRVYSGTLAAGSYV-
LNGRSQNKERVGRI  366

Query  292  TEMRIPSKGEIVRTDTAYPGEIVIL--PSDSVRLNDVLGD---
PTRLPRKRWREDPLPML  346
              M   S+ EI      + G+I  L  P D+    D L D   P  L    +   P 
P++
Sbjct  367  VRMHADSREEI---KEVFAGDIAALVGPKDTF-TGDTLCDIDKPVALENITF---
PEPVI  419

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               I PKT A +E++  AL +L + DP    + D  T + I+S +G + LE++   
+  +
Sbjct  420  
SQAIEPKTKADQEKMGIALQKLGEEDPTFHIKSDEETGQTIISGMGELHLEIIVDRMKRE  479

Query  407  YKLETVVKEPSVIYMERPLKAASHTIHIE------
VPPNPFWASIGLSVTPLSLGSGVQY  460
            +K+E  V  P V Y E   K    T+ +E            +  + L + P   G 
G ++
Sbjct  480  FKVEANVGAPQVAYKETFRK----
TVEVEGKYIRQTGGRGQYGHVWLRLEPQEPGLGREF  535



Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSL  519
               +  G + + +  AV  GI    + G+  G+ V D K+    G ++   S+   
F+  
Sbjct  536  
VDEIVGGTIPKEYIPAVGKGIMEAADNGVIAGFPVVDFKVALYDGSFHEVDSSEIAFKIA  595

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
                 ++ +K +G  +LEP +   +  P+EY+     D       I+    +    
+ T 
Sbjct  596  
GSKAFQEGMKRAGPVILEPVMKVEVITPEEYMGDVMGDISAKRGEIKEMADRGKNKIITA  655

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P   +  Y T +   + G++  + E   Y
Sbjct  656  TVPLGSMFGYATTIRSMSQGQASYVMEFSHY  686

>WP_017028876.1 elongation factor G [Vibrio breoganii]
 OED88481.1 translation elongation factor G [Vibrio breoganii ZF-55]
 OED94541.1 translation elongation factor G [Vibrio breoganii ZF-29]
 PMK99817.1 translation elongation factor G [Vibrio breoganii]
 PML39646.1 translation elongation factor G [Vibrio breoganii]
 PMM11511.1 translation elongation factor G [Vibrio breoganii]
 PMO78337.1 translation elongation factor G [Vibrio breoganii]
 PMO87067.1 translation elongation factor G [Vibrio breoganii]
Length=694

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 193/675 (29%), Positives = 312/675 (46%), Gaps = 
70/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
              +IF+NK+D+ G D  +VV  V++ L A                   D++ ++   
+  
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLTRKAY-VWD  184



Query  163  EIVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +  L EN +I                E  +  +E +D L+  Y+ GE  S E + R  
++
Sbjct  185  
DTGLPENYEIQDVPADMVDDVEQYREELIETAVEQDDDLMMAYMDGEEPSIEDVKRCIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-  252
              Q+ S FP + GSA K  G+Q ++DAV            QP+      E G  A+  
+ 
Sbjct  245  
GTQNLSFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDEEGNENGQHAIVSAD  304

Query  253  ------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   
+ E+
Sbjct  305  ETFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNEL  363

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++
Sbjct  364  T---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKM  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P 
V Y 
Sbjct  421  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYR  480

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV 
Sbjct  481  ETITQPIE-
DSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFSFKSTVVGGNVPKEFWPAVE  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  540  
KGFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T



Sbjct  600  
PIMHVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTIT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>WP_003474778.1 GTP-binding protein [Clostridium perfringens]
 EDT71944.1 putative tetracycline resistance protein [Clostridium 
perfringens 
D str. JGS1721]
 EIA17392.1 tetracycline resistant protein [Clostridium perfringens 
F262]
Length=646

 Score = 251 bits (642),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 174/610 (29%), Positives = 288/610 (47%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNQIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKKKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEGN-
LSEEELLNKIPSMIKEVKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  



EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGY  610
                 +  GY
Sbjct  586  GGLSLKFHGY  595

>WP_085280077.1 GTP-binding protein [Clostridium botulinum]
 OSA80959.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 251 bits (642),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 164/612 (27%), Positives = 297/612 (49%), Gaps = 
23/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   



+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+ G + ++V++ ++   +    +I +++S        EN   E  + + E 
++ 
Sbjct  125  FINKIDRVGANAENVIEEIKLNFTKKAFLIDKSLS-------
NENLSFELIEFIAEQDEC  177

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLEKY+  +   ++  ++  ++ ++ + +FP + GSA + +GI+  ++ +  L +    
E
Sbjct  178  LLEKYLE-
DNYDKKLWLKSMKKLIKSSEIFPCFSGSALQDIGIEDFLENLHILTYTEYNE  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKG  300
            +      G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  
Sbjct  237  E--
EKFSGRVYKIRHDEQNNRLTYVKALSGSLKVKDEIALPNIENDFCEKVNEIRIYNGD  294

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            + +  D A  G+I  +      LN   +GD     + +   + +P L++ +    +   
+
Sbjct  295  KYINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDESLNVK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++
Sbjct  351  
DVLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCQIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  +       H E  P   ++ + L + P    SG+ +E+      L    QN 
V+ 
Sbjct  411  YKETIMDTVIGYGHFE--
PLKHYSEVHLKLEPAKRNSGITFENLCHTDDLTIGNQNLVKT  468

Query  480  GIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      G+  G  +TD KI    G  ++  ++  DFR      L Q L++    
LLEP
Sbjct  469  
HVFEKDHHGILTGSPITDLKITLLTGRAHNKHTSGGDFREATFRALRQGLEKDKNVLLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y SF +  P + + R   D  K   +    +   + V   G  P      Y  +   
+T 
Sbjct  529  
YYSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIDNRVTIKGRGPVATFMNYSVEFISFTK  588

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  589  GKGKFNFLFDGY  600

>WP_088429180.1 elongation factor G [Halomicronema hongdechloris]
 ASC69977.1 Elongation factor G [Halomicronema hongdechloris C2206]
Length=691

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 179/680 (26%), Positives = 311/680 (46%), Gaps = 
87/680 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGIVHKLGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STRWRDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V   + ++L A+ +              +   V +   
I  +
Sbjct  129  
PRIAFVNKMDRTGANFFKVYNQIVERLKANAVPIQIPIGAEDGFRGVVDLVGMRARIYND  188

Query  168  E------NTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +      +TDI             +  ++V E +D L+EKY+ GE +  E +    
++  
Sbjct  189  
DLGMDMVDTDIPDDVADLAHEYRTKLIESVAEADDALMEKYLEGESLGEEDIATALRQGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAAL  249
               ++ P+  GSA K  G+Q L+DAV              GL  P GE           
L
Sbjct  249  IAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPPIQGLL-
PSGETAERHADDDEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FKV  +D   R  +LR+YSG L               R    + L   E+++
+ E+
Sbjct  308  AALAFKV-
MSDPYGRLTFLRVYSGILKKGSYIYNATKDQKERASRLIVLKADERIEVDEL  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G ++     + G+ +  P + + L  +               P P++   + 
PKT
Sbjct  367  RAGDLGAVIGLKNTFTGDTICDPDNVIILESLY-------------
IPEPVISVAVEPKT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                ++L  AL  L++ DP  R   D  T++ +++ +G + L+++   +  ++++E  
+ 
Sbjct  414  
KQDMDKLSKALQSLSEEDPTFRVSTDPETNQTVIAGMGELHLDILVDRMLREFRVEANIG  473

Query  415  EPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E   +P +     +  +      +  + + V P   GSG ++ S++  G 
+ +
Sbjct  474  APQVAYRETIRKPTQVEGKFVR-
QSGGKGQYGHVVIDVEPSEPGSGFEFTSKIVGGSIPK  532

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  +   G++   E G+  G+ V D K+    G Y+   S+   F+    + ++ 
A+ +
Sbjct  533  
EYIPSAEQGMKEACESGILAGYPVIDLKVTLVDGSYHDVDSSEMAFKIAGSMAMKDAVLK  592

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+++L     D       IE    ++     T ++P   +  
Y 
Sbjct  593  
ASPVLLEPMMKVEVEVPEDFLGDVIGDLNSRRGHIEGMGTEESLAKVTAKVPLAEMFGYA  652

Query  591  TDLAFYTNGRSVCLTELKGY  610
            TD+   T GR +   E   Y
Sbjct  653  TDIRSKTQGRGIFSMEFSEY  672



>WP_027554151.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 OAF06543.1 elongation factor G [Bradyrhizobium neotropicale]
Length=690

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WAGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGIIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  +  Y+ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDAMAAYLDGKEPDEATLKRLLRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAALCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI           GE+          
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDDRGEEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 



+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKQVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_035399359.1 elongation factor G, partial [Exiguobacterium sp. 
OS-77]
Length=646

 Score = 251 bits (642),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 183/638 (29%), Positives = 299/638 (47%), Gaps = 
80/638 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGNRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++R++L A                   D++ ++T     
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLRERLQANAHAIQLPIGAEDEFKGIIDLVEQKTYMYGNDL-  190

Query  166  LEENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                TDIE  D                   AV +  ++L+ KY+ GE I+ ++L    
++
Sbjct  191  ---
GTDIEVTDGFPADLADQAEELRGSLIEAVADYEEELMMKYLEGEEITIDELKAAIRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------GSA  247
                   +PV  GSA K  G+Q ++DAV             +G+     E+        
A
Sbjct  248  
ATLTVDFYPVLVGSAFKNKGVQLMLDAVLDYLPSPIDVKAISGIDMDTDEEIVRESSDEA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT      V       RE+L +I +M   S+ 
EI 
Sbjct  308  
PFSALAFKVMTDPYVGKLTFFRVYSGTASAGSYVKNSTKGKRERLGRILQMHANSREEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y G+I    + +V L D     T    K          P P++   I PKT 
A +
Sbjct  367  --PMVYAGDI----
AAAVGLKDTTTGDTLCAEKDNVVLESMTFPEPVISVAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +LA+ DP  R E +  T + I+S +G + L+++   +  ++K+E  V  
P V
Sbjct  421  
DKMGQALAKLAEEDPTFRTETNPETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQV  480

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   +AA        +      +  + +   P   G+G ++ +++  G + + 
+  A
Sbjct  481  
AYRETIRQAAKIDSKFARQSGGRGQYGHVVVEFEPNEEGAGFEFNNKIVGGVVPREYIPA  540



Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI   L+ G+  G+ V D K    +G Y+   S    F+  A + ++Q   
+SG  +
Sbjct  541  
VEHGIEEALQNGILAGYPVVDVKASLVFGSYHDVDSNEMAFKVAASMAVKQLKDKSGAVI  600

Query  536  LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
            LEP +   +  P EY+     D       +E  + + +
Sbjct  601  LEPMMKVEIVIPDEYMGDIMGDVTSRRGRVEGMEARGN  638

>WP_044677676.1 elongation factor G [Streptococcus suis]
 CYW54292.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 322/677 (48%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  



Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDAEEERHASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKRWRED----
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +   +    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL++LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALSKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V   E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSCRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKSAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   + AP++ L             ++  + + +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_014372959.1 elongation factor G [Melissococcus plutonius]
 BAL61524.1 translation elongation factor G [Melissococcus plutonius 
DAT561]
 BBC60386.1 translation elongation factor G [Melissococcus 



plutonius]
Length=693

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 310/673 (46%), Gaps = 
75/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V+++ D+L A+                I   + +  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVETLHDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEIYTNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+  D                  AV E ++ L+ KY+ GE I+ ++L    ++   
+ 
Sbjct  192  
TDIKETDIPEDYLEQANEWREKLIEAVAETDEDLMMKYLDGEEITVDELKAGIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAALC  250
              FPV  GSA K  G+Q ++DAV                         +P  ++G  
A  
Sbjct  252  
EFFPVLAGSAFKNKGVQLMLDAVLDYLPSPLDIDAIKGVNPKTDEETTRPADDEGPFASL  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D
Sbjct  312  --
AFKVMTDPFVGRLTFFRVYSGVLDSGSYVLNASKDKKERIGRILQMHANTRNEI---D  366

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I      +V L D     T   +         E P P+++  + PK+ A 
++++



Sbjct  367  RVYSGDIAA----
AVGLKDTTTGDTLCSQDSPVILESIEFPDPVIQVAVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K++  V  P 
V Y 
Sbjct  423  
GIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVDANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV  
Sbjct  483  
ETFRAATKAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +  G L G+ + D K     G Y+   S    FR  A + L  A K +   
+LEP
Sbjct  543  
GLQDSMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKNAKPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +  I+  P++YL             +E  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMKVIITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLRSSTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_091752408.1 elongation factor G [Propionispora vibrioides]
 SEP47620.1 elongation factor G [Propionispora vibrioides]
Length=692

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 192/675 (28%), Positives = 316/675 (47%), Gaps = 
73/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TCQWLNHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + ++NK+D  G D   VV  ++ +L A+ +  Q                         
Sbjct  129  
PRMAYVNKMDTIGADFYRVVDMMKTRLGANPVPIQLPIGAEDTFKGVVDLVEMKAIVYTD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                VS + EI  + +  +E +     DAV E++D L+EKY+ GE ++ E++ +  
++  
Sbjct  189  
DLGKVSEATEIPEDMHDVVEEYRQKLLDAVAESDDALMEKYLEGEELTLEEIQQGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAALCGSV--  253
                + P+  GS+ K  G+QPL+DAV              G+    GE    A   
S+  
Sbjct  249  
IACKMTPMLCGSSYKNKGVQPLLDAVVAYMPAPTDIAAIRGVNPDTGEDDERAADDSLPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGNLGSGSYVFNSTKGKKERIGRILQMHANHREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRER  360
            DT Y G+I    + +V L D     T    K+         P P++   + PKT A 
+++
Sbjct  366  DTVYTGDI----
AAAVGLKDTTTGDTLCDEKKPIILESMVFPDPVIHIAVEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I+S +G + LE++   +  ++K+E  V +P 
V Y
Sbjct  422  
MGAALARLAEEDPTFRMRTDHETGQTIISGMGELHLEIIVDRMLREFKVECNVGKPQVAY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   + +KA    +  +      +    L + P   G+G  +ES+V  G + + + 
+ +
Sbjct  482  RETIKKQVKAEGKFVR-
QSGGRGQYGHCWLELFPQEPGTGFSFESKVVGGAIPKEYISPI  540

Query  478  RDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G L G+ + D K+    G Y+   S+   F+    +  +    ++   
+L
Sbjct  541  
EAGVKEAMESGVLAGYQMVDIKVVVYDGSYHDVDSSEMAFKIAGSMGFKAGAAKASPVIL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY+   +  P+EY+     D       IE  + +         +P   +  Y 
TDL   
Sbjct  601  
EPYMKVEVIVPEEYMGDVIGDLNSRRGRIEGMEARAGSQSIKSFVPLAEMFGYATDLRSK  660

Query  597  TNGRSVCLTELKGYQ  611
            T GR     E   Y+
Sbjct  661  TQGRGNYSMEFDHYE  675

>OGE32266.1 translation elongation factor G, partial [Candidatus 
Daviesbacteria 
bacterium RIFCSPHIGHO2_02_FULL_36_13]
Length=636

 Score = 251 bits (641),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 189/622 (30%), Positives = 305/622 (49%), Gaps = 
73/622 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT TD M  ER+RGITI  
AA+
Sbjct  14   
RIRNIGIIAHIDAGKTTTTERILFYTGRTYKIGDIDEGTTTTDWMDQERERGITIVSAAI  73

Query  61   TSFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQT  109
            T+F W              ++N++DTPGH+DF AEV RSL VLDG ++V+ +  
GVQ+QT
Sbjct  74   TTF-
WISQKEQSLFKDAEIRINLIDTPGHVDFTAEVERSLRVLDGGVIVLDSSSGVQSQT  132

Query  110  
RILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------  150
              ++    K  +P + F NK+D  G D    +QS RD+L A                   
Sbjct  133  
ETVWRQANKYKVPLIAFSNKMDVIGADFLGTIQSARDRLGANALPYNLPIGKENDFKGVV  192

Query  151  DIIIK--------------QTVSLSPEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPI  195
            D++ K                  +  ++V E     E   + +   +D L+EKY+ 
GE I
Sbjct  193  
DLLTKTAYIWEGDETGAKFHATDMPADMVSEVEKHREKLVEEIAGTDDVLMEKYLGGEEI  252



Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGE---------  243
            S E+L +  ++ V    + PV  GS+ +  G+Q ++D+V       Q IGE         
Sbjct  253  
SVEELKQALRKAVIANKIVPVLAGSSLRNKGVQLMLDSVVEYLPSPQDIGEVIGLKPGSE  312

Query  244  -------QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMR  295
                   + +  L    FK++      +  Y+R+YSGTL+    V    ++ K +I  
+ 
Sbjct  313  
DQEIRKTEPTQPLAALAFKIQVDPHVGKLTYIRVYSGTLKSGTYVYNVTKQIKERIGRLL  372

Query  296  IPSKGEIVRTDTAYPGEIV--
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +    +    D A+ GEIV  +   D++   D L D T+         P P++   
I PK
Sbjct  373  LMHANDREEIDEAFAGEIVAAVGLKDTI-
TGDTLCDETQPIILENISFPEPVISLAIEPK  431

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T + +E+L  AL +L++ DP  R + D  T + I++ +G +QLE++   +  ++K
+E  V
Sbjct  432  
TKSDQEKLGYALQRLSEEDPTFRVKSDQETGQTIIAGMGELQLEILVDRMKREFKVEANV  491

Query  414  KEPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   K A     +I +      +    L + PL  GSG ++ES V  G 
+ +
Sbjct  492  
GQPQVAYKETIQKYAEGEGKYIRQTGGKGQYGHCLLKIEPLPRGSGREFESAVVGGAIPR  551

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F   +  G+    + G+  G+ VTD K+    G ++   S+   F+    + L  
A K+
Sbjct  552  
EFIGPIEKGVVEKEDTGILAGYPVTDIKVTVYDGSFHDVDSSEMAFKIAGSLGLSDAAKK  611

Query  531  SGTQLLEPYLSFILYAPQEYLS  552
            +   LLEP +   +  P+E+L 
Sbjct  612  ADMILLEPIMKVEVTTPEEFLG  633

>WP_106421105.1 elongation factor G [Staphylococcus simulans]
 AVO03030.1 translation elongation factor G [Staphylococcus 
simulans]
 AVO05985.1 translation elongation factor G [Staphylococcus 
simulans]
Length=693



 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 315/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G  + D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHDGGAQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G + +  V ++ D+L A+    Q + +  E   E   D+         
Sbjct  129  PRIVFVNKMDKIGANFEYAVSTLHDRLDANAQAVQ-
LPIGAEDEFEAIIDLVTMKCFQYN  187

Query  173  ---------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                                 EA + +IE+    N+ L+EKY+ GE IS ++L    
++ 
Sbjct  188  
GEFGEEVVEIEIPEDYKAKAAEARETLIESVAEVNEDLMEKYLEGEEISVDELKAAIRQA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQGS-------------A  247
              D   +PV  G+A K  G+Q ++DAV          +P IG + S             
A
Sbjct  248  
TLDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPDEEIVARADDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT+     V  + ++K     ++ +M   ++ 
EI 
Sbjct  308  
EFAALAFKVMTDPYVGKLTFFRVYSGTINSGSYVKNSTKDKRERVGRLLQMHANTRKEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
               T Y G+I      +V L +     T    K        E P P++  ++ PK+ 
A +
Sbjct  367  --STVYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQ  420

Query  359  



ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V
Sbjct  421  
DKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMV  480

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  
Sbjct  481  SYRETFKTPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  540  
SVEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVADPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVEILMPEEYMGDIMGDVTARRGRVDGMEPRGNAQMVRAFVPLSEMFGYATSLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR         Y+
Sbjct  660  SNTQGRGTYTMYFDHYE  676

>WP_013773175.1 elongation factor G [Melissococcus plutonius]
 BAK20737.1 translation elongation factor G [Melissococcus plutonius 
ATCC 
35311]
 AIM24454.1 elongation factor G [Melissococcus plutonius S1]
 KMT25866.1 elongation factor G [Melissococcus plutonius]
 KMT27211.1 elongation factor G [Melissococcus plutonius]
 KMT28312.1 elongation factor G [Melissococcus plutonius]
 KMT30048.1 elongation factor G [Melissococcus plutonius]
 KMT30712.1 elongation factor G [Melissococcus plutonius]
 KMT32735.1 elongation factor G [Melissococcus plutonius]
 KMT35337.1 elongation factor G [Melissococcus plutonius]
 KMT37406.1 elongation factor G [Melissococcus plutonius]
 KMT38023.1 elongation factor G [Melissococcus plutonius]
 KMT40173.1 elongation factor G [Melissococcus plutonius]
 KMT41075.1 elongation factor G [Melissococcus plutonius]
Length=693

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 310/673 (46%), Gaps = 
75/673 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V+++ D+L A+                I   + +  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVETLHDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEIYTNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+  D                  AV E ++ L+ KY+ GE I+ ++L    ++   
+ 
Sbjct  192  
TDIKETDIPEDHLEQANEWREKLIEAVAETDEDLMMKYLDGEEITVDELKAGIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAALC  250
              FPV  GSA K  G+Q ++DAV                         +P  ++G  
A  
Sbjct  252  
EFFPVLAGSAFKNKGVQLMLDAVLDYLPSPLDIDAIKGVNPKTDEETTRPADDEGPFASL  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D
Sbjct  312  --
AFKVMTDPFVGRLTFFRVYSGVLDSGSYVLNASKDKKERIGRILQMHANTRNEI---D  366

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I      +V L D     T   +         E P P+++  + PK+ A 
++++
Sbjct  367  RVYSGDIAA----
AVGLKDTTTGDTLCSQDSPVILESIEFPDPVIQVAVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K++  V  P 
V Y 



Sbjct  423  
GIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVDANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV  
Sbjct  483  
ETFRAATKAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +  G L G+ + D K     G Y+   S    FR  A + L  A K +   
+LEP
Sbjct  543  
GLQDSMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKNAKPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +  I+  P++YL             +E  +   +  +    +P   +  Y T L   
T 
Sbjct  603  
MMKVIITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLRSSTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_072685389.1 elongation factor G [Holdemania sp. Marseille-P2844]
Length=692

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 303/668 (45%), Gaps = 
68/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKTHKLGETHDGASQMDWMAQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKAGVEPQTETVWRQASTYKVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------DII  153
            +F NK+D  G D    V+S+ D+L A                               



D+ 
Sbjct  132  
VFCNKMDATGADFMMSVRSIGDRLGAKAAAIQLPIGAENTFRGIIDLLEMNAIFYADDLG  191

Query  154  IKQTVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             K  V   P  +LE+   + A   +   + +D+L+ K + GE  +  ++    ++ 
V  +
Sbjct  192  
TKMEVKEIPADMLEQAQQLRAELIEKAADYDDELMMKVLEGEEPTIPEIKAAIRKGVCSS  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV------------------
TGLFQPIGEQGSAALCGSV  253
              FPV  GSA K  G+Q ++DAV                   G  +      S       
Sbjct  252  
EFFPVLCGSAYKNKGVQLMLDAVIDYLPSPLDIPSIQGHLEDGTQEARHANDSEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTAY  309
            FKV       R  Y R+YSGT      V  A    RE+  +I +M    + EI      
+
Sbjct  312  
FKVMTDPFVGRLTYFRVYSGTATAGSYVLNATKDTRERFGRIVQMHANHRAEITEV---F  368

Query  310  PGEIVI-LPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+I   +   +    D L D   P  L    +   P P+++ ++ PKT A  +++  
AL
Sbjct  369  AGDIAAAVGLKATTTGDTLCDEKAPIILESMVF---
PEPVIQMSVEPKTKADSDKMGLAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  +   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E   
Sbjct  426  
AKLAEEDPTFKTYTDEETGQTIIAGMGELHLDIIVDRMRREFKVECNVGAPQVAYRETIR  485

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +AA        +      +  + +   P   G G ++   V  G + + +    +
+G+  
Sbjct  486  
QAAECEGKFVRQSGGRGQYGHVWIKFEPNEEGKGFEFIDAVVGGTVPREYIKPTQEGLEA  545

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L  GL  G+ V D K     G Y+   S+   F+  A + L++A K+    LLEP 
+S 
Sbjct  546  
ALNNGLVAGYPVVDIKATLFDGSYHEVDSSEMAFKIAASMALKEAAKKCKPVLLEPIMSV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602



             + AP EYL     D  K    I   + + + +V    +P   +  Y TDL  +T 
GR  
Sbjct  606  
EVTAPNEYLGSVMGDITKRRGQIRDQEERANAIVVRAFVPLSEMFGYSTDLRSFTQGRGN  665

Query  603  CLTELKGY  610
             + ++  Y
Sbjct  666  YVMQMDHY  673

>OGT92554.1 translation elongation factor G [Gemmatimonadetes 
bacterium GWC2_71_9]
Length=698

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 190/678 (28%), Positives = 306/678 (45%), Gaps = 
72/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  GT   D M  E++RGITI 
+A T
Sbjct  9    
KYRNIGIMAHIDAGKTTTTERILYYTGRTYKLGEVHDGTAIMDWMEQEQERGITITSAAT  68

Query  62   SFQWHRC----
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            + +W R     ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
Sbjct  69   
TARWTRSGVPYRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQAD  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLSPEI  164
            K  +P + F+NK+D+ G D  +VV  +R++L A     Q              V    
EI
Sbjct  129  
KYGVPRIAFVNKMDRVGADFDNVVAEIRERLGAKAWPVQLPLGQGELFTGVVDVVRRVEI  188

Query  165  VLEENTDIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVRE  203
            V EE    + W                     +A +E +D LLEKY+    +S E+
+ R 
Sbjct  189  
VYEEEAQGKHWHEGPVPEALKAKVEQIRRELIEAAVEYDDALLEKYLERHELSEEEVRRA  248

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI------------
GEQGSAALC  250
             +       + PV+ G+A K  G+Q L+D V      P+            GE  S    
Sbjct  249  
IRAATCKLGIVPVFCGAAFKNKGVQQLLDGVVDFLPSPLEIVPVQGHTPHHGEDRSTRCA  308

Query  251  GS-------VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299



            G         FK+       R  ++R+YSG L     +  + +++     ++ +M    
+
Sbjct  309  
GDDEPFAALAFKIMTDPFVGRLTFIRVYSGVLDAGSYIYNSTKDRRERVGRLVQMHANKR  368

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             EI   +    G+I  ++     +  D L D  R         P P++   I PKT 
A +
Sbjct  369  EEI---
EEVRAGDIAAVIGLKDTKTGDTLCDEDRAIILEAMRFPNPVIDVAIEPKTKADQ  425

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++L  AL +L++ DP  R   D+ T + I+S +G + LE++   +  ++K++  V  
P V
Sbjct  426  
DKLGVALQKLSEEDPTFRVHTDAETAQTIISGMGELHLEIIVERMRREFKVDANVGRPQV  485

Query  419  IYME----
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             Y E    R +      I  +      +  + +++ P + G+G  ++ ++  G + 
+ + 
Sbjct  486  AYRETIRHRVVDVEGKFIR-
QTGGRGQYGHVVINLEPAAPGAGFVFDDKIVGGTVPREYI  544

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              V  GI   LE G L G+ V D K+    G Y+   S+   FR    +  ++A + 
+  
Sbjct  545  
GPVEQGIEEALENGVLAGYPVVDVKVELVDGSYHDVDSSEMAFRIAGSMAFKEAAQRARP  604

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P EY+     D       I     +    V    +P   +  Y 
T L
Sbjct  605  
VLLEPIMDVEVVTPAEYMGDVLGDLSSRRGKIGGMTQRAGAQVIGASVPLSEMFGYSTTL  664

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+V   +   Y+
Sbjct  665  RSMSQGRAVYTMQFSRYE  682

>WP_102124596.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 252 bits (643),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 297/627 (47%), Gaps = 
36/627 (6%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D  +R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQDERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L + P   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLKPAPRGSGLQFTTDCSLEVLGRNWQHQ  460



Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_077453910.1 MULTISPECIES: elongation factor G [Enterococcus]
 OOG25338.1 translation elongation factor G [Enterococcus 
casseliflavus]
 OQO85307.1 translation elongation factor G [Enterococcus 
casseliflavus]
 OTO31998.1 elongation factor G [Enterococcus sp. 2G9_DIV0600]
 OTO37103.1 elongation factor G [Enterococcus sp. 2F9_DIV0599]
Length=694

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 315/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+
Sbjct  69   
TAQWKENRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQ-----TV  158
            P ++F NK+D+ G D    V ++ D+L A+                   ++K      
T 
Sbjct  129  
PRIVFCNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVKMKAEIYTN  188



Query  159  SLSPEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI    + EE  ++ E W     +AV + +++L+ K++ GE I+ E+L    
++  
Sbjct  189  
DLGTEIQETEIPEEYVELAEEWREKLIEAVADTDEELMMKFLDGEEITEEELKAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 FPV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LTVDFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGVNPKTDEETDRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A    RE++ +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGILNSGSYVLNASKGKRERIGRILQMHANTRAEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
             T Y G+I    + +V L D     T    K        E P P++   + PK+ A 
+++
Sbjct  366  QTVYSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESIEFPEPVIEVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E ++ T E +++ +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNAETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRAATQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   FR  A + L  A K++   
+LE
Sbjct  542  
KGLEDSMANGVLAGYPLVDIKAKLYDGSYHDVDSSETAFRVAASMALRAAAKKANPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +  ++  P++YL             +E  +   +  +    +P   +  Y T L   
T
Sbjct  602  



PMMKVVITVPEDYLGDVMGHVTARRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLRSST  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMTFDHYE  675

>WP_042152460.1 elongation factor G [Planktothrix agardhii]
 KEI66095.1 elongation factor G [Planktothrix agardhii NIVA-CYA 
126/8]
 CUM61152.1 Elongation factor G (EF-G) [Planktothrix agardhii]
 BBD55028.1 protein synthesis factor, GTP-binding [Planktothrix 
agardhii 
NIES-204]
Length=693

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 315/669 (47%), Gaps = 
60/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGMVHKMGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
TTSWKDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F+NK+D+ G +   V + +RD+L A+ +  Q               V +   
+  +
Sbjct  129  
PRIVFVNKMDRTGANFFKVYEQIRDRLRANAVPIQIPIGSENDFQGLVDLVEMKAYLYND  188

Query  168  EN--TDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++  TD E  D                   +V E +D L+EKY+ GE  + E++  
+ ++
Sbjct  189  
DDKGTDFEVTDQIPEAVKKIAEEYRVKLVESVSETDDHLMEKYLEGEEPTNEEIRTQLRK  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGS--------------AA  248
                  + P+  GSA K  G+Q L+DAV        E    QG+              
A 
Sbjct  249  



GTIAGEIVPLLCGSAFKNKGVQQLLDAVVDYLPAPSEVPPIQGTLSNGDVDVRYANDEAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
            L    FK+   D   R  ++R+YSG L+    V  + ++K  +I+ + +    + +  
D 
Sbjct  309  LSALAFKI-
MADPYGRLTFVRVYSGVLQKGSYVLNSSKDKKERISRLIVLKADDRIEVDE  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G++   L        D L D T+         P P++   + PKT    E+L  
AL 
Sbjct  368  
LRAGDLGAALGLKDTLTGDTLCDDTKPIILESLFIPEPVISVAVEPKTKQDMEKLSKALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
             L++ DP  R  VDS T++ +++ +G + LE++   +  ++K+E  V  P V Y E   
+
Sbjct  428  
SLSEEDPTFRVSVDSETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETIRK  487

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            P+         +      +  + +++ P   GSG ++ S++  G + + + N    
G++ 
Sbjct  488  
PVNRVEGKFIRQSGGKGQYGHVVINLEPGEPGSGFEFVSKIVGGTVPKEYINPAEQGMKE  547

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E G+  G+ + D K     G Y+   S+   F+    + L++A+ ++   LLEP 
+  
Sbjct  548  
ACETGVVAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMALKEAVSKASPVLLEPMMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++++     D       IE    ++     T ++P   +  Y TD+   T 
GR +
Sbjct  608  
EVEVPEDFIGNVIGDLNSRRGQIEGQGTEQGIAKVTAKVPLAQMFGYATDIRSKTQGRGI  667

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  668  FTMEFSHYE  676

>WP_003003071.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFQ55190.1 translation elongation factor G [Streptococcus 
parasanguinis 
F0405]
 EFX38411.1 translation elongation factor G [Streptococcus 



parasanguinis 
ATCC 903]
 AEH56297.1 translation elongation factor G [Streptococcus 
parasanguinis 
ATCC 15912]
 EGU64071.1 translation elongation factor G [Streptococcus 
parasanguinis 
SK236]
 EIG27616.1 translation elongation factor G [Streptococcus 
parasanguinis 
F0449]
 AFJ26843.1 elongation factor G [Streptococcus parasanguinis FW213]
 EQC76050.1 Translation elongation factor G [Streptococcus sp. 
HSISM1]
 ETD13145.1 elongation factor G [Streptococcus parasanguinis CC87K]
 KJU89837.1 elongation factor G [Streptococcus parasanguinis]
 KJU97254.1 elongation factor G [Streptococcus parasanguinis]
 OFK08885.1 elongation factor G [Streptococcus sp. HMSC073D05]
 OFN91497.1 elongation factor G [Streptococcus sp. HMSC074F05]
 OFN93658.1 elongation factor G [Streptococcus sp. HMSC057G03]
 OFP07313.1 elongation factor G [Streptococcus sp. HMSC065E03]
 OFQ65775.1 elongation factor G [Streptococcus sp. HMSC078D09]
 OFQ81873.1 elongation factor G [Streptococcus sp. HMSC065C01]
 OFQ85043.1 elongation factor G [Streptococcus sp. HMSC061E03]
 OFR15099.1 elongation factor G [Streptococcus sp. HMSC072G04]
 OFR27909.1 elongation factor G [Streptococcus sp. HMSC072C09]
 OHQ90270.1 elongation factor G [Streptococcus sp. HMSC076C09]
 PKZ97185.1 elongation factor G [Streptococcus parasanguinis]
Length=693

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  



PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 



T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>KXT86849.1 Translation elongation factor G [Streptococcus 
parasanguinis]
Length=693

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_003074701.1 MULTISPECIES: elongation factor G [Streptococcus]
 EHG11610.1 elongation factor G [Streptococcus intermedius F0413]
 EID82722.1 translation elongation factor G [Streptococcus 
intermedius SK54]
 BAM22807.1 translation elongation factor G [Streptococcus 
intermedius JTH08]
 EKU17946.1 translation elongation factor G [Streptococcus 
intermedius BA1]



 EPH04569.1 elongation factor G [Streptococcus intermedius SK54 = 
ATCC 27335]
 AGU75602.1 elongation factor G [Streptococcus intermedius B196]
 AGU77405.1 elongation factor G [Streptococcus intermedius C270]
 ALF27105.1 elongation factor G [Streptococcus intermedius]
 OFN55707.1 elongation factor G [Streptococcus sp. HMSC034B05]
 BAW16237.1 translation elongation factor G [Streptococcus 
intermedius]
 ARC26520.1 elongation factor G [Streptococcus intermedius]
 PMR63907.1 elongation factor G [Streptococcus intermedius]
 PMR65680.1 elongation factor G [Streptococcus intermedius]
 PMR92628.1 elongation factor G [Streptococcus intermedius]
 PNM84178.1 elongation factor G [Streptococcus sp. FDAARGOS_146]
Length=693

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLVRMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI             + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEEIPADYLEQAQEWREKLVEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R   +A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_095842292.1 GTP-binding protein [Lactobacillus salivarius]
Length=639

 Score = 251 bits (641),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 184/622 (30%), Positives = 301/622 (48%), Gaps = 



52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II     + S + ++E   DI   D    
Sbjct  121  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----NFSSDNMIE---
DIATCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEDYLQTNTIPDEKIL----
SLISDRVVFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  223  --SHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  276

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  277  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDQYNLNVTF  385

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
LN+++
Sbjct  386  TKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLNKNW  443



Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   + V TG  P   
+  
Sbjct  504  ENNNCQLLEPWCRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
DGVLTGIAPVSEMYD  560

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  561  YATNVRSYTHGNGTLELEISGY  582

>WP_019774991.1 elongation factor G [Streptococcus sobrinus]
Length=693

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 189/667 (28%), Positives = 310/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    +  
+P +
Sbjct  72   
WDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI------  164
            +F NK+D+ G D    V ++ ++L A+                I   +++  E+      
Sbjct  132  
VFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDDFTGIIDLITMKAEVYTNDLG  191

Query  165  --VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRKATINV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------EQGSAA----
LCGS  252
              FPV  GSA K  G+Q ++DAV   L  P+               E+  A+        
Sbjct  252  
EFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       R  ++R+YSG +     V    ++K     +I +M   S+ EI   
+T 
Sbjct  312  
AFKIMTDPFVGRLTFIRVYSGVMNSGSYVMNTTKDKRERIGRILQMHANSRKEI---ETV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D          E P P+++  + PKT A ++++   
L +
Sbjct  369  
YSGDIAAAIGLKDTTTGDSLTDEKHKVILESIEVPEPVIQLMVEPKTKADQDKMAIGLQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y E  
R  
Sbjct  429  
LAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETFRAS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G G ++E+ +  G + + F  AV  G+   
+
Sbjct  489  
TQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLEEAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S+   F+  A + L++A K +   +LEP +   
+
Sbjct  549  
ANGVLAGYPLVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILEPMMLVTI  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+E L             ++  +   +  +    +P   +  Y T L   + GR   
+
Sbjct  609  
TVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSSSQGRGTFM  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MVFDHYE  675

>WP_044482525.1 elongation factor G [Paenibacillus antibioticophila]



Length=692

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 200/674 (30%), Positives = 321/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHEGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
             ++NK+D  G D  +VV  +R++L A+                   I++Q   +  
+ + 
Sbjct  132  
AYVNKMDIIGADYLNVVNDMRERLQANAVAIQLPIGAESDFVGIIDIVEQKAYMYKDDLG  191

Query  167  E--ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E T+I             E  + V E +++L  KY+ GE I+  +L    ++ 
V D 
Sbjct  192  
QNIEETEIPADYQAKVEELRAELVEKVAELDEELTMKYLEGEEITVGELKAALRKGVVDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  GIQ ++DAV   L  PI         E GS                
Sbjct  252  
KIFPVVCGSSYRNKGIQLVLDAVVDYLPAPIDIPSIKGHLEDGSEVERHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANSRKEITEV---Y  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKAPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  ER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  GSG Q+ES++  G + + +    
+
Sbjct  482  ETFKAPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGSGNQFESKIVGGSVPREYIAPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A ++    
LLE
Sbjct  541  
QGIEEAMKNGVLAGFPLVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKEKCQAVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>CCZ53164.1 small GTP-binding protein domain [Clostridium sp. CAG:
75]
Length=870

 Score = 256 bits (654),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 191/630 (30%), Positives = 300/630 (48%), Gaps = 
49/630 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+E LLY +G+I + G V+      D   +ER RGITI 
+  
Sbjct  1    
MKHITIGILAHVDAGKTTLSEGLLYTAGSIRQLGRVDDQNAFLDNNHMERDRGITIFSKP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+LV+SA DGVQ+ T  L+      
+



Sbjct  61   
ARFALQDGTVTLLDTPGHVDFSAEMERALQVLDYAVLVVSAADGVQSHTETLWQLFAYYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+D    D   ++Q +++KLS   +        PE V+E         
A   
Sbjct  121  IPVFLFINKMDMPDTDRGRIMQELQEKLSDACV---DFMAEPESVME---------
AAAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + LLE+++    +    ++R  ++R     LFP Y+GSA K  G++  +  +    
+P
Sbjct  169  CEEDLLERFLQDGTLEDADVIRLIRQR----
KLFPCYFGSALKMQGVETFLKGLWQYTEP  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-----------  289
             G+ G       V+K+   + G R  +L++  G L+ R    L G+++L           
Sbjct  225  -GQYGD-EFGARVYKISRDEQGNRLTHLKVTGGRLQARQL--
LQGKKQLQSDDGDEEQIW  280

Query  290  --KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPML  346
              KI ++R  S  +      A  GEI  +   S     + LG            D 
+P+L
Sbjct  281  SEKINQIRFYSGEKYTTAKEAKAGEICAVTGLSHTYPGEGLG--------
FMEHDEVPIL  332

Query  347  RTTIAPKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
               +  +   + +    R L  L QL + +P L    D    E+    +G VQ+EV
+   
Sbjct  333  
EPVLTYRIFLEPDWDVRRALPLLKQLEEEEPELHIIWDETLKELHAQVMGEVQIEVIRQQ  392

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L ++Y++     E +++Y E          H E  P   +A + L + P    SG+ 
+++
Sbjct  393  LFDRYRMHVTFGEGNIVYKETIAAPVIGMGHFE--
PLRHYAEVHLLLEPGEPESGLVFDT  450

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              S   L++++Q  +   ++    +G L G  +TD +I    G  +   +   DFR    
Sbjct  451  
NCSEDMLSKNWQRLILTHLQEKKHRGVLTGSEITDMRISVIAGKAHVKHTEGGDFRQATY  510

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              + Q L+++ T LLEPY SF L  P E L RA  D  +  A +       +  V  
GE 



Sbjct  511  
RAVRQGLRQAETILLEPYYSFRLELPTEQLGRAMTDMERMSAKLNAPDSSGEYAVLAGEA  570

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P   I++Y+ DL+ YT G+     +L GY+
Sbjct  571  PVATIRSYQKDLSAYTGGKGKMSCQLCGYR  600

>WP_028303818.1 elongation factor G [Oceanospirillum maris]
Length=695

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 312/671 (46%), Gaps = 
67/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGETHDGESTTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV  V++ L A  +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFFRVVDQVKNVLGATPLVMTLPIGIEDDFVGVVDVLTKKAYIWDDSGL  188

Query  167  EENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN ++            E ++A++E+    +D+LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENFEVQDVPADMVDQVEEYFEALVESAVEQDDELLEAYMEGEIPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP Y GSA K  G+Q ++DAV            QP+ +  +    G V         
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVSTEEPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG L+  DT+   A    E++ ++ EM    + E
+   



Sbjct  309  RALAFKI-
MDDRFGALTFVRIYSGKLKKGDTILNSATGKTERIGRMVEMHANDRNEL---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D+A  G+I+ I+   +V+    L DP           P P++   +APK  +  E
+L  A
Sbjct  365  
DSAQAGDIIAIVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVAPKDKSSSEKLGVA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L ++   DP  + E D  + E IL  +G + L++   +L   + +E  V  P V Y 
E  
Sbjct  425  
LGKMIAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTFGIELEVGAPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    ++T   +   +  +  I   + P  +GSG  ++S V  G + + F  A+  
G R
Sbjct  485  
TQEIDDTYTHKKQSGGSGQFGKIDYRIKPGEIGSGYTFKSSVVGGNVPKEFFPAIEKGFR  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ V D ++    G +++  S+   F   A     Q++ ++G QL
+EP + 
Sbjct  545  
GMMEMGPLAGFPVLDVEVELYDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGPQLIEPVMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P + +     D  +    I+  +     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDNVGDVIGDLNRRRGMIKDQEAGATGVRIKADVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGYQA  612
                E   Y A
Sbjct  665  QFSMEFSHYNA  675

>WP_011994301.1 elongation factor G [Fervidobacterium nodosum]
 A7HM55.1 RecName: Full=Elongation factor G; Short=EF-G
 ABS60988.1 translation elongation factor G [Fervidobacterium 
nodosum Rt17-B1]
 PHJ14257.1 elongation factor G [Fervidobacterium sp. SC_NGM5_G05]
Length=691

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 199/669 (30%), Positives = 317/669 (47%), Gaps = 
62/669 (9%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILYFTGRKHQIGSVDDGTATMDWMVQEKERGITITSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCLWKEHRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTVSLS  161
            P + F+NK+D+ G D +  VQ++ ++L A                   D+I +K    
L+
Sbjct  133  
PRIAFMNKMDKTGADFEMAVQTMVERLGAHPIPVQLPMGAESDFAGVIDLIEMKAIRWLN  192

Query  162  P---EIVLEE------NTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            P   E+V+EE      +   EA + +IE     +D+++E Y+ GE  S E+ +    
RR+
Sbjct  193  PEGTEMVVEEIPTQWKDKADEAREDMIEKIAEVDDEIMEMYLEGEEPSIEQ-
IHAALRRI  251

Query  209  QDASL-FPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ------
GSAAL  249
              A L  PV+ GSAK  LGIQPL+D +               F   G +       
+A  
Sbjct  252  
TIAGLGTPVFCGSAKMNLGIQPLLDGIVRYLPSPLDLPPVKGFDKAGNEIQVQPTENAPF  311

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY  309
                FK++      +  +LR+YSG L  + +  +   + +K    R+       R 
D  Y
Sbjct  312  VAYAFKIQTDPYVGKLTFLRVYSGKLE-
KGSYVINTTKGVKERVSRLIFLHADKREDVEY  370

Query  310  --PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G+IV ++   S    D + +          E P P++   I P+T     +L  
AL 
Sbjct  371  
VRAGDIVGVIGMKSTITGDTVCEENTYVILEKMEFPEPVISIAIEPETKDDETKLSKALQ  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
             L D DP LR  VD  T E ILS +G + LE++   L  ++ +   V +P V Y E   
+



Sbjct  431  
SLLDEDPSLRAYVDQETGETILSGMGELHLEIIVDRLKREFNVNVRVGKPQVAYRETITK  490

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +K     I  +      +  + +   PL L    ++  +   G + + +  A+ 
+GIR 
Sbjct  491  DVKIEGKYIR-
QSGGRGQYGHVVVQFEPLGLDKTFEFVDKTVGGVIPKQYIPAIEEGIRE  549

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V   K     G Y+   S+   F+  A +  ++A+++    LLEP 
+  
Sbjct  550  
AMQVGVLAGYPVVGIKATLLDGSYHEVDSSEMAFKIAASMAFKEAMEKGNPVLLEPIMKV  609

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++Y+     D     A I+  + +    V    +P   +  Y T L   + 
GR+ 
Sbjct  610  
EVTTPEDYMGNIIADLNSRRAHIDALENRGHLRVVKALVPLSEMFGYATTLRSLSQGRAN  669

Query  603  CLTELKGYQ  611
                L  Y+
Sbjct  670  YTMVLSHYE  678

>WP_020807260.1 GTP-binding protein [Lactobacillus gasseri]
 KDA99799.1 elongation factor G [Lactobacillus gasseri K7]
 ART98209.1 tetracycline resistance protein TetP [Lactobacillus 
gasseri]
Length=640

 Score = 251 bits (641),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 189/631 (30%), Positives = 304/631 (48%), Gaps = 
64/631 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D+  LE++RGITI 
+ +
Sbjct  1    
MKKVTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDSNNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+  +L+VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIKTENSELLLLDTPGHIDFAQEMEETLSVLDYAILVVSASEGVTAYTQTLWNLLKNHK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    +   V+Q +R             +L    V   +   + ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKANKGKVLQDLR-------------
TLDDNCVEFGDEGSDFYEKIAT  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE+Y+    I  E++    +  +    +FPVY+G+A K  G+   +  +    
+ 
Sbjct  168  ADEAILEEYLESGQIKDEEI----
RDLILQREIFPVYFGAALKLNGVAEFLQGLDKWTKK  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR-----  295
            I  +        +FK+ + + G+R  +L++  G LR +    L   E  K+ E+R     
Sbjct  224  I--EYPEKFASRIFKISHDEKGERLTWLKVTGGELRAK--TELMPDE--
KVNEIRLYNGT  277

Query  296  ----IPS--KGEIVRTD---
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                +PS   GEIV      T YPG+ +    D                        
P+L
Sbjct  278  KYQVVPSAQAGEIVAVSGLKTTYPGQGIGFEKDQTNFT-----------------
MQPVL  320

Query  347  RTTIAPKTAAQRER-
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              T A +TA  +    L AL QL D +P L  + D    EI +  +G++QLE++  
+L +
Sbjct  321  --
TYAVQTAPDKTHATLTALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILHD  378

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ L+    +  ++Y E    +     H E  P   +A + L + P  LGSG+ ++
+  S
Sbjct  379  RFGLKAEFAQGKILYQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECS  436

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            L  L + +Q+ V D +      G L G  +TD +I    G   +  +   DFR      
+
Sbjct  437  
LEVLPKKWQDQVMDSLANKEHLGVLAGSPLTDMEITLVGGRGSNVHTVGGDFREATYRAV  496

Query  525  EQALKESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
             Q L E   Q    LLEP+  F L   +E + RA +D  K     E  +   D V  
TG+
Sbjct  497  
RQGLMELKAQNQVSLLEPWYQFTLRINREQVGRAINDIEKMGGKFEIGESDHDVVTITGQ  556



Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             P   +  Y T++  YT+G         GY+
Sbjct  557  APVAQMHDYATEVRNYTHGSGQLECLFAGYR  587

>WP_076175560.1 GTP-binding protein [Clostridium botulinum]
 KEI78923.1 elongation factor G [Clostridium botulinum A2 117]
Length=651

 Score = 251 bits (642),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 168/612 (27%), Positives = 299/612 (49%), Gaps = 
23/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKNSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D AI++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAIIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+ G + ++V++ ++   +     I +++S        EN   E  + + E 
++ 
Sbjct  125  FINKIDRVGANAENVIEEIKLNFNKKAFFIDKSLS-------
NENLSSELIEFIAEQDEC  177

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243
            LLEKY+  +   +E  +   ++ ++ + +FP + GSA + +GI+  ++ +  L +    
E
Sbjct  178  LLEKYLE-
DNYDKELWLNFMKKLIKSSKIFPCFSGSALQDIGIEDFLENLHILTYTEYNE  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKG  300
            +      G V+K+ + +   R  Y+++ SG+L++++ +AL+  E     K+ E+RI 
+  
Sbjct  237  E--
EKFNGRVYKIRHDEQSNRLTYIKILSGSLKVKNEIALSNIEDDFCEKVNEIRIYNGD  294

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            + +  D    G+I  +      LN V +GD     + +   + +P L++ +        
+



Sbjct  295  KYINVDKVEAGQIFAVTG----
LNSVNVGDGIGTLKDKTTYNMVPTLKSKVIFDETLNVK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++
Sbjct  351  
DVLRYFKVLEAEDPSLNIIWNEKFQEIQVYIMGIIQLEVLKNLMEERFHILIDFGPCEIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  L       H E  P   ++ + L + P    SG+ +E+      L    QN 
V+ 
Sbjct  411  YKETILDTVIGYGHFE--
PLGHYSEVHLKLEPGERNSGITFENLCHTDDLTVGNQNLVKT  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEP
Sbjct  469  
HIFERDHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y SF +  P + + R   D  K        +   ++V+  G  P      Y  +   
+T 
Sbjct  529  
YYSFKMEVPLDCMGRVLSDIQKLKGYFNPPETIDNKVIIKGRGPVATFMNYSVEFISFTK  588

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  589  GKGKFNFLFDGY  600

>WP_025387078.1 MULTISPECIES: elongation factor G [Corynebacterium]
 AHI19126.1 elongation factor G [Corynebacterium casei LMG S-19264]
 SLM91939.1 Translation elongation factor G [Corynebacterium sp. 
JB4]
Length=709

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 192/703 (27%), Positives = 333/703 (47%), Gaps = 
81/703 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGASTTDWMEQEKERGITITSAAV  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWEGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYYTVSTIVDRLGAKPLVMQLPIGAEDDFDGVVDLLEMKALMWPG  190

Query  157  TVSLSPEIVLEE---------NTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
              ++  E  +EE         N   E   + V E++++L+EKY  GE IS ++L    
++
Sbjct  191  
KTAIGTEATVEEIPADLVDKANEYREKLVETVAESDEELMEKYFGGEEISIDELKTAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP----IGE-
QGSAA-------------  248
             V ++ ++PVY G+A +  G+QPL+DAV   F P    +GE  G A              
Sbjct  251  MVINSEIYPVYCGTAYRNKGVQPLLDAVID-
FLPNPLDVGEVHGHAVGNEDEELTRKPSI  309

Query  249  ---LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
                 G  FK+       + +++R+YSG +   D V    + K     K+ +M    
+  
Sbjct  310  
ESPFSGLAFKIAAHPFFGQLIFVRVYSGKVTPGDEVQNTTKGKKERIGKLFQMHANKENP  369

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +   + A  G I  ++        D L D          + P P+++ +I PKT A 
+E+
Sbjct  370  V---
EEAVAGNIYAVIGLKDTTTGDTLSDRANPIILESMDFPDPVIKVSIEPKTKADQEK  426

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  A+ +LA  DP    E+D  T + ++  +G + L+V+   +  +YK+E  +  P 
V Y
Sbjct  427  
LGTAIQKLAAEDPTFTVELDDETGQTVIGGMGELHLDVLVDRMKREYKVEANIGNPQVAY  486

Query  421  ME---RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVSLGY  468
             E   + +++  +T   +   +  +A + +S+ P       L  G    Y  E+ V
+ G 
Sbjct  487  
RETIRKTVQSLDYTHKKQTGGSGQFAKVIVSIEPYNPDPSELEEGESATYKFENAVTGGR  546



Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+     
VL++A
Sbjct  547  
IPREYIPSVDAGIQDAMQYGFLAGFPLVNVKATLEDGAYHDVDSSEMAFKLAGSQVLKEA  606

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            + ++   LLEP ++  +  P+E++     D       +   + +    +   ++P   
+ 
Sbjct  607  
VAKAKPVLLEPLMAVEITTPEEFMGDVIGDVNSRRGQVNAMEDRAGAKLVKAKVPLSEMF  666

Query  588  AYRTDLAFYTNGR---SVCLTELKGYQAAVGQPVIQPRRPNSR  627
             Y  DL   T GR   S+         ++V Q +I+ R   S+
Sbjct  667  GYVGDLRSRTQGRANYSMVFDSYAEVPSSVSQEIIEERTGGSK  709

>WP_028949098.1 elongation factor G [Synechocystis sp. PCC 6714]
 AIE73353.1 Translation elongation factor G [Synechocystis sp. PCC 
6714]
Length=695

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 196/662 (30%), Positives = 312/662 (47%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGRIHKLGEVHEGESTMDFMEQEAERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  70   
WKEHQLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSKVARL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------
IVLEENT  170
            I+INK+D+ G D   VV+ V   L A  ++  T+ +  E               + 
+++ 
Sbjct  130  IYINKLDRTGADFYRVVKQVETVLGAKPLV-
MTLPIGTENDFVGVVDILTEKAYIWDDSG  188

Query  171  DIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            D E +                     +  +E +D+L+EKY+ GE IS + + R  +   
+



Sbjct  189  
DPEKYQITDIPADMVDDVATYREMLIETAVEQDDELMEKYLEGEEISIDDIKRCIRIGTR  248

Query  210  DASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIGEQGSA  247
                FP Y GS+ K  G+Q ++DAV                      TG F  +  
+  A
Sbjct  249  
KLDFFPTYGGSSFKNKGVQLVLDAVVDYLPNPKEVPPQPEVDLEGEETGKFAIVDPE--A  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L    FK+     G    + R+YSGTL   DTV   A    E++ ++ EM   S+ 
EI 
Sbjct  307  PLRALAFKIMDDRFGA-
LTFTRIYSGTLSKGDTVLNTATGKTERIGRLVEMHADSREEI-  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              ++A  G+IV I+   +V+    L DP           P P++   I PK     
E+L 
Sbjct  365  --
ESAQAGDIVAIVGMKNVQTGHTLCDPKNPATLEPMVFPDPVISIAIKPKKKGMDEKLG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL+++   DP  + E D  + E I+  +G + L++   +L   + +E  + +P V 
Y E
Sbjct  423  
MALSKMVQEDPSFQVETDEESGETIIKGMGELHLDIKMDILKRTHGVEVEMGKPQVAYRE  482

Query  423  RPLKAASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +  S T +H +       +A I   V P   GSG Q+ES+V+ G + + +  
AV+ G
Sbjct  483  
SITQQVSDTYVHKKQSGGSGQYAKIDYIVEPGEPGSGFQFESKVTGGNVPREYWPAVQKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                + +G L G+ V D K+    G ++   S+   F   A     Q+L ++  Q
+LEP 
Sbjct  543  
FDQSVVKGVLAGYPVVDLKVTLTDGGFHPVDSSAIAFEIAAKAGYRQSLPKAKPQILEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P++++     D  +    I++ +     V    ++P   +  Y  DL   
T+G
Sbjct  603  
MAVDVFTPEDHMGDVIGDLNRRRGMIKSQETGPMGVRVKADVPLSEMFGYIGDLRTMTSG  662

Query  600  RS  601
            R 



Sbjct  663  RG  664

>WP_049489304.1 elongation factor G [Streptococcus parasanguinis]
Length=693

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
NLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----



WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_094050632.1 MULTISPECIES: elongation factor G [Cohnella]
 OXS52756.1 elongation factor G [Cohnella sp. CIP 111063]
 PRX59509.1 translation elongation factor 2 (EF-2/EF-G) [Cohnella 
sp. SGD-V74]
Length=692

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 317/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q



Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-------------------------
IIKQTVS  159
             ++NK+D  G D  +VV+ +R++L+A+                          I K  
+ 
Sbjct  132  
AYVNKMDIIGADYLNVVKDMRERLNANAVAIQLPIGAEDTFKGMIDLVEQVAYIYKDDLG  191

Query  160  LSPEIV---------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              PE V         +EE  + E  + V E +++L  KY+ GE ++ E++    ++ 
V +
Sbjct  192  KDPETVAIPEEYAAQVEELRN-
ELVEKVAELDEELTMKYLEGEELTVEEIKAALRKGVCE  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGS  252
              +FPV  GS+ +  G+QP++DAV   L  P+         + G+               
Sbjct  251  
VKIFPVVCGSSYRNKGVQPMLDAVVAYLPSPVDVPDIKGVLDDGTETTRKSSDNEPFAAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  + R+YSG L     V  A    RE++ +I +M   S+ EI      
Sbjct  311  
AFKIMTDPYVGRLTFFRVYSGVLNSGSYVVNATKGKRERVGRILQMHANSRQEI---SEV  367

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K          P P+++  + PKT A ++
++  
Sbjct  368  YSGDI----
AAAVGLKDTTTGDTLCDEKNPVILESMNFPEPVIQLAVEPKTKADQDKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D  T + I+S +G + LE++   +  ++K+ET V +P V 
Y E 
Sbjct  424  
ALQKLAEEDPTFRAHTDEETGQTIISGMGELHLEILVDRMLREFKVETNVGKPQVAYRET  483

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +   P   G+G  +E+++  G + + +   V
+ GI



Sbjct  484  
FRTAAKVEGKFVRQSGGRGQYGHVWIEFEPQEPGAGFVFENKIVGGVVPREYIAPVQAGI  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
LLEP +
Sbjct  544  
EESMKNGVLAGFPLVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCDPVLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY              IE + ++    +   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYFGDVMGMLSSRRGRIEGSDMRFGAQIVRAKVPLAEMFGYSTTLRSGTQGR  663

Query  601  SVCLTELKGYQ  611
             V   EL  Y+
Sbjct  664  GVFSMELSHYE  674

>WP_014185997.1 GTP-binding protein [Desulfosporosinus orientis]
 AET69189.1 small GTP-binding protein domain protein 
[Desulfosporosinus orientis 
DSM 765]
Length=882

 Score = 256 bits (654),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 187/612 (31%), Positives = 292/612 (48%), Gaps = 
24/612 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ESLLY SG I   G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESLLYLSGKIGRLGRVDNKDAYLDTFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AMFEIGETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLHTYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D   + + ++ +L    I         E    +  D    D 
+  
Sbjct  121  IPVFLFVNKMDQIGTDKDKLKKELKKQLDDGCI---------EFGQVQTEDF--
CDQLAM  169

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE ++    I   ++    +  +++  +FP ++GSA K  G++ LM+ +      
Sbjct  170  CDETMLETFLETGNIESSQI----
KGAIRERKVFPCFFGSALKLEGVEELMEGIVKY--A  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +     A     +FK+   D G R  YL++  G+L+++D V   G  K K+ ++RI 
S  
Sbjct  224  LVPAYPAEFGAKIFKIARDDQGNRLTYLKITGGSLKVKD-
VLTNGIWKEKVNQIRIYSGQ  282

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    +    G +  +   S       G+   +    +     P+L   I          
Sbjct  283  KFEAVNEVEAGTVCAVTGLS---
QTGPGEGLGIEEASYTPILEPVLSYQIILPDGCDPRV  339

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            ++  L QL + +P L    D    EI    +G VQ+E++ +L+  ++ ++       
++Y
Sbjct  340  
MVPKLRQLEEEEPELHIVWDEKLQEIQAQIMGEVQIEILQSLIKSRFGVDVTFGAGRIVY  399

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E          H E  P   +A + L +TP   GSG+Q+ +  S   L +S+Q  
V   
Sbjct  400  KETIANEVEGVGHFE--
PLRHYAEVHLLLTPGERGSGLQFGTECSEDVLGKSWQRLVLSH  457

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +     +G L G  +TD KI    G  ++  +   DFR      + Q LKE+ + 
LLEPY
Sbjct  458  
LEEKEHKGVLTGSAITDLKITLVSGRAHNKHTEGGDFREATYRAVRQGLKEAESILLEPY  517

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             +F L  P + + RA  D  K   T E +Q   +  V  G  P   ++ Y+ D+  
YT G
Sbjct  518  
YAFQLELPAKMVGRAMTDIEKMHGTCEISQTNGEMTVLVGSAPVVTMKNYQQDVVAYTKG  577

Query  600  RSVCLTELKGYQ  611
                   LKGY+
Sbjct  578  LGRLFCSLKGYE  589

>AMP50241.1 elongation factor G, domain IV, partial [uncultured 
bacterium]
Length=341



 Score = 242 bits (618),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 132/343 (38%), Positives = 193/343 (56%), Gaps = 
11/343 (3%)

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
+
Sbjct  1    QGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPEE  58

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E  
Sbjct  59   
RSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDEIK  118

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQNAV
Sbjct  119  
TIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNAV  178

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+LE
Sbjct  179  
FEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDILE  238

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +++
+ YT
Sbjct  239  
PMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSYT  298

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
             G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  299  KGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  336

>WP_084877396.1 elongation factor G [Streptococcus oralis]
 ORO56812.1 elongation factor G [Streptococcus oralis subsp. oralis]
Length=693

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 320/674 (47%), Gaps = 
71/674 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEELMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y



Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_012664234.1 elongation factor G [Staphylococcus carnosus]
 B9DKV7.1 RecName: Full=Elongation factor G; Short=EF-G
 CAL27119.1 elongation factor EF-G [Staphylococcus carnosus subsp. 
carnosus 
TM300]
 KKB24352.1 elongation factor G [Staphylococcus carnosus subsp. 
utilis]
 KOR12113.1 elongation factor G [Staphylococcus carnosus]
 ANZ34145.1 translation elongation factor G [Staphylococcus 
carnosus]
 POA07647.1 elongation factor G [Staphylococcus carnosus subsp. 
utilis]
Length=693

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 315/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G + +  V ++ D+L A                   D++  +    
+ 
Sbjct  129  
PRIVFVNKMDKLGANFEYSVSTLHDRLQANAQPIQLPIGAEDEFEAIIDLVTMKCYQYNG  188

Query  163  EIVLEENTDIEAWD---------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +   EE  +IE  D               AV E N+ L+EKY+ GE I+ ++L    
++ 
Sbjct  189  DFG-
EEVVEIEIPDDYKDKAAEARESLIEAVAEANEDLMEKYLEGEEITIDELKAAIRQA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-
GEQGS-------------A  247
              D   +PV  G+A K  G+Q ++DAV          +PI G                 
A
Sbjct  248  
TLDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHHADNPDEEVIAPADDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGTL     V  + ++K     ++ +M   ++ 
EI 
Sbjct  308  
DFAALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSTKDKRERVGRLLQMHANTRKEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
               T Y G+I      +V L +     T    K        E P P++  ++ PK+ 
A +
Sbjct  367  --STVYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V
Sbjct  421  
DKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMV  480

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  



Sbjct  481  SYRETFKTPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G+  G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  540  
SVEAGLKDAMENGVVAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVADPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVEILMPEEYMGDIMGDVTSRRGRVDGMEARGNAQMVRAFVPLSEMFGYATSLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR         Y+
Sbjct  660  SNTQGRGTYTMYFDHYE  676

>WP_025403594.1 elongation factor G [Corynebacterium falsenii]
 AHI03913.1 elongation factor G [Corynebacterium falsenii DSM 44353]
Length=705

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 193/700 (28%), Positives = 332/700 (47%), Gaps = 
80/700 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKIGETHDGASTMDWMEQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK+GV+ Q+  ++    
K ++
Sbjct  71   
TCYWNDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKEGVEPQSEQVWRQATKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYFTVDTIIDRLGAKPLVMQLPIGAEDTFDGVVDLLNMRAITWRG  190

Query  157  TVSLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV +  E   EE         E +     + V E++++L+E+Y AGE I+ ++L +



+ ++
Sbjct  191  
TVEIGAEPTYEEIPAELQDKAEEYREKLIETVAESDEELMERYFAGEEITVDELKKQIRQ  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
               ++ ++PVY GSA K  GIQP++DAV                           
+P  +
Sbjct  251  
LTINSEVYPVYCGSAYKNKGIQPMLDAVIDFLPNPMDVGSIVGHDPKDPEKEITRKPSKD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
            +  +AL    FKV       +  Y+R+YSG++     V  A ++K     K+ +M    
+
Sbjct  311  EPFSALA---
FKVAVHPFFGKLTYVRVYSGSVETGAQVQNATKDKKERIGKLFQMHSNKE  367

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              +   D A  G I   +        D L D          + P P++   I PKT 
+ +
Sbjct  368  QPV---
DKASAGHIYAFIGLKDTTTGDTLCDQQNPVILESMDFPDPVIEVAIEPKTKSDQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  
P V
Sbjct  425  
EKLGTAIQKLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQV  484

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--SLGSGVQYE--
SRVSLGYLNQ  471
             Y E   +P++   +T   +   +  +A + ++V P     GS   YE  + V+ G 
+ +
Sbjct  485  
AYRETIRKPVEKLEYTHKKQTGGSGQFARVIIAVEPFEPEEGSDETYEFVNEVTGGRVPK  544

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  +V  GI+  ++ G L G+ + + K     G Y+   S+   F+      L+
+A+ +
Sbjct  545  
EYIPSVDAGIQDAMQYGYLAGYPLVNIKATLLDGAYHEVDSSEMAFKLAGSQALKEAVAK  604

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP ++  +  P+EY+     D       I++   +    V   ++P   +  
Y 
Sbjct  605  
AKPVLLEPLMAVEVITPEEYMGDVIGDINSRRGQIQSMDDRAGAKVVKAKVPLSEMFGYI  664

Query  591  TDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSR  627



             DL   T GR+        Y    A V   ++  R  NS+
Sbjct  665  GDLRSRTAGRANFTMIFDSYGEVPANVSAEIVAERTGNSQ  704

>WP_040015934.1 elongation factor G [Desulfobacter postgatei]
Length=677

 Score = 252 bits (643),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 309/671 (46%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT
Sbjct  9    
KIRNIGIMAHIDAGKTTVTERILYYTGRSHKIGEVHDGEATMDWMQDEQERGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W    + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
+  +
Sbjct  69   
YCLWKGATIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D  +   S+R KL+A                   D++  + +
+ + 
Sbjct  129  
PRMAFINKMDRTGADFFAACDSIRKKLAANPVMIQVPIGAEDQFRGVIDLLTMEQIAWND  188

Query  163  EIVLEENTD----------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +  E T            EA+     +AV E +D ++EKY+  E IS ++L    
+  
Sbjct  189  
ETLGAEYTSGPIDDEFLDLAEAYRDKMLEAVSELDDTIMEKYLGEEEISVDELRAAIRAA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
                ++ PV  GSA +  GIQPL+DA+                   TG       + 
+  
Sbjct  249  
TIRRTMVPVLCGSALRNKGIQPLLDAIDYYLPSPKDVPPVKGEHPETGDILEFKPEKNGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREKLKITEMRIPSKGEIVRT  305
            L   +FKV   + G++  + R+YSG +     V   AL  +EKL        +K E  
R 
Sbjct  309  LAALIFKVSMIE-
GRKLSFARIYSGKIASGADVFNPALNRKEKLSRLLRMHANKRE--RL  365



Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G+I+ I+        D L +P         E   P++   I PKT A +E
+L D 
Sbjct  366  
DEASAGDIIGIVGLKDSGTGDTLCNPDHPVFLEKMEYAQPVISIAIEPKTHADQEKLDDV  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +    DP L+   D  T + ILS +G + LE++ + + +++     V +P V+Y 
E  
Sbjct  426  
LAKFMIEDPTLQTSKDEETGQTILSGMGELHLEIIISRMVKEFNTSVNVGKPQVVYREII  485

Query  425  LKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               A+       E+     +A++ + + PL  G GV ++S V    +   +   +   
IR
Sbjct  486  
TAPATGQAVFEREIQGKAHYANVTVELNPLGRGQGVTFKSLVPEEKIAPQYLQNIETAIR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G   G+ + D +I    G      ++   F   A + +++ALK++   
LLEP + 
Sbjct  546  
ESLEGGFLKGYPIVDIEIVLADGFSEEGKASELGFGVCAAMAVKEALKKAKMALLEPIMD  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P   +  A  D       +E+   K    +    +P   +  Y T +   T 
GR 
Sbjct  606  
VEVFVPDANMGDAIADLNARGGRVESITAKFGIQLVKAVVPLSRMFGYSTAIRSATQGRG  665

Query  602  VCLTELKGYQA  612
                + K + A
Sbjct  666  TFTMQFKRFDA  676

>CDE55990.1 elongation factor G [Clostridium sp. CAG:269]
Length=694

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 186/674 (28%), Positives = 310/674 (46%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  72



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++AK GVQ QT  ++    K  
+P +
Sbjct  73   
WKNNRINIIDTPGHVDFTVEVQRSLRVLDGAVTVLAAKGGVQPQTETVWRQADKYQVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLS-----  161
            +++NK+D  G +    V  ++++L A+ +                  IK    +      
Sbjct  133  
VYVNKMDIVGANFMLCVDQLKNRLHANPVPVQLPIGAEDHFRGIVDLIKMRAFIHKDDLG  192

Query  162  --------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                    PE +LEE    + W     +A  E +++L+  Y+ G+  S E++ +  
++  
Sbjct  193  KEIEETDIPEDMLEE---
AKKWRTTMIEAACEQDEELMMNYLDGKEPSEEEIKKALRKGT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAALC  250
                + PV  GS+ K  G+Q L++A+                   G+        S    
Sbjct  250  
IANQIVPVTCGSSYKNKGVQELLNAIVDYMPSPLDIPHIKGTTLDGVETEAKTSDSEPFA  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL    TV  + ++K     +I +M    + +I   
+
Sbjct  310  
ALAFKIATDPFVGKLCFFRVYSGTLETGSTVLNSSKDKKERVGRILQMHSNHREDI---E  366

Query  307  TAYPGEIVILPSDSVRLNDV-----
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I    + +V L DV     L DP         E P P++   I PK  A 
+E++
Sbjct  367  KVYAGDI----
AAAVGLKDVTTGNTLCDPEHPIILESMEFPEPVIDIAIEPKDKAAQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  +   +  T + I++ +G + L+++   L  ++K+E  V +P 
V Y 
Sbjct  423  
GIALAKLAEEDPTFKAYTNQETGQTIIAGMGELHLDIIVDRLKREFKVECNVGKPQVAYK  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E     +K     I  +      +  +   + PL  G GV++ES++  G + + +   
+ 
Sbjct  483  ETIRNKVKVQGKFIR-
QSGGKGQYGDVWFEMEPLEPGKGVEFESKIVGGAVPKEYIKPIE  541



Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R   E G+  G+ V D K     G Y+   S+   F+  A +  ++  K++ + 
LLE
Sbjct  542  
QGLREAAETGILAGYPVIDFKASLVDGSYHEVDSSEMAFKIAASMAFKEGCKQAKSVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E  +           IP   +  Y TDL   
T
Sbjct  602  
PIMKVEITVPEEYMGDVIGDVNSRRGRMEGMEANDGMQEIKAFIPLSEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGYQ  611
             GR     E   Y+
Sbjct  662  QGRGTYSMEPSHYE  675

>WP_063204863.1 elongation factor G [Bdellovibrio bacteriovorus]
 KYG68162.1 elongation factor G [Bdellovibrio bacteriovorus]
Length=701

 Score = 253 bits (645),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 197/673 (29%), Positives = 308/673 (46%), Gaps = 
73/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T   
Sbjct  17   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGDATMDWMVQEQERGITITSAATMAF  76

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V    +GV+ Q+  ++    K  
+P +
Sbjct  77   
WKDHRINIIDTPGHVDFTIEVERSLRVLDGAIAVFDGVNGVEPQSETVWKQADKYKVPRI  136

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT---------------------------  157
             F+NK+D+ G D      +++DKL+A+ I  Q                            
Sbjct  137  
CFVNKMDRVGADFVMSYGTIKDKLNANPIPVQVPIGMEDTFRGVVDLLENRAYMWDQAGM  196

Query  158  -----VSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 V+  P  + EE T    E  + ++E  D+LLEKY+ GE ++  +L R  ++   
+
Sbjct  197  



GDHFEVTDVPNDMKEEVTRFRTEVIEKIVEFEDELLEKYLNGEEVTVAELKRALRKGTLE  256

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG----------------------
EQGSA  247
               FPV+ G+A K  G+QPL+D V   L  PI                       E   
A
Sbjct  257  
LKAFPVFCGAAFKNKGVQPLLDGVIDYLPSPIEVPDIVGHDPQKPEKEIVCKTDFEANVA  316

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK----
LKITEMRIPSKGEIV  303
            AL    FK+          Y+R+YSG +++ D +     EK     K+ +M   S+ 
EI 
Sbjct  317  ALA---
FKIANDPFAGTLTYIRVYSGEVKVGDQLFNPRTEKKERIQKLVKMHANSREEIT  373

Query  304  
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                   G +V L   +    D L + +          P P++   I  K++A +E
++L 
Sbjct  374  SLKAGDIGAVVGLKFTAT--
GDTLCETSHAVVLESITFPEPVISVAIEAKSSADQEKMLQ  431

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L +L   DP  R   D  T +I+LS +G + LE++   L  ++K++  V  P V 
Y E 
Sbjct  432  
GLEKLGKEDPSCRLRNDPETGQILLSGMGELHLEILVDRLLREHKVQANVGNPQVSYREG  491

Query  424  PLKAAS--HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY-
LNQSFQNAVRDG  480
               +A+  H    EV     +A + L++ P+S   G+Q+ S+VS+       F  
AV +G
Sbjct  492  
ISSSATVEHVYEREVAGEQQYAKVSLTIEPISQHDGIQFVSKVSVSKEFTAPFLKAVENG  551

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +   E G L  +++   K            S+   F++   +    A+K +  
+LLEP 
Sbjct  552  
FKEAAEVGPLASYSMIGIKGTLNSVEVRPEASSEMAFKAATSLAFRDAVKSATVELLEPI  611

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIET--
AQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
                +  P E++     D       I T  A+V   +V+ + E P   +  Y T++   
+
Sbjct  612  FKLEVTCPDEFVGNVVGDLNSRRGKILTMNAKVGGGQVI-
SAEAPLANLFGYATNVRSLS  670

Query  598  NGRSVCLTELKGY  610
             GR+    E   Y
Sbjct  671  QGRASFSMEFLEY  683



>WP_073712286.1 elongation factor G [Domibacillus mangrovi]
 OKL35929.1 translation elongation factor G [Domibacillus mangrovi]
Length=692

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 310/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P V+F+NK+D+ G D    V ++ D+L A+     + I      S  I L E        
Sbjct  129  
PRVVFVNKMDKMGADFLYSVGTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATIYGN  188

Query  169  --NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE  D                  AV E ++ L+EKY+ GE ++ +++    
++ V
Sbjct  189  
DLGTDIEVTDIPADYQDQAEEYREKLIEAVAELDEDLMEKYLGGEELTNDEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPTDVPAIKGTLPDSDEEVERESSDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L+    V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLQSGSYVQNSTKGKRERVGRILQMHANSREEISQV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360



               Y G+I      +V L D     T    K          P P++  ++ PKT A 
+++
Sbjct  369  ---YAGDIAA----
AVGLKDTTTGDTLCEEKNLVILESMVFPDPVISLSVEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MTTALQKLQEEDPTFHAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G+G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGSVPREYVPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LE
Sbjct  542  
AGLEDAMKNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKNAISKCNPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLAEMFGYATSLRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR     +   Y+
Sbjct  662  QGRGNYSMQFDHYE  675

>WP_027536821.1 elongation factor G [Bradyrhizobium sp. URHA0002]
Length=690

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 187/666 (28%), Positives = 298/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFYKCLDDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEDEAL  191

Query  166  LEENTDIE---------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DI+                 +A +E +D  L  Y+ G+      L R  ++ 
V  
Sbjct  192  
GANFKDIDIPEDMADKAEEYREKMLEAAVELDDDALAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + I + G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGIDDDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L     V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLMSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKQVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIIVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551



Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>EGL98081.1 ribosome protection-type tetracycline resistance related 
protein, 
group 2 [Lactobacillus salivarius NIAS840]
Length=644

 Score = 251 bits (641),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 186/623 (30%), Positives = 301/623 (48%), Gaps = 
54/623 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  6    
LKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  66   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  126  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---
DIATCD----  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 



Sbjct  174  --ESLFEDYLQTSTIPDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  227

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+   
G
Sbjct  228  --PRYPDNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRV-YNG  280

Query  301  EIVRTD--------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E   T            PG I   P  S+  N     PT  P   +  DP          
Sbjct  281  
EKFSTYPTVSAGQVCTIPGLINTYPGLSIGENQADTIPTITPVLSYALDP----------  330

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                  +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y 
L   
Sbjct  331  -
NGNDIQTCLKALHELEDEDPKLHVTWSEHLQEISVQIMGEIQLEILEQILLDRYNLNVT  389

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
L+++
Sbjct  390  FTKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLDKN  447

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q 
L   
Sbjct  448  
WQHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMML  507

Query  529  -
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             + +  QLLEP+  F L   +  + RA +D  +   T++  QV++   + TG  P   
+ 
Sbjct  508  RENNNCQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQVER---
ILTGIAPVSEMY  564

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y T++  YT+G      E+ GY
Sbjct  565  NYATNVRAYTHGNGTLELEIAGY  587

>WP_057576598.1 GTP-binding protein [Paeniclostridium sordellii]
 CEN25565.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
 CEP93880.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]



 CEP48560.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 252 bits (643),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 163/622 (26%), Positives = 305/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D+  +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIDGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++  +      ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWISSLIENIKKCNIYPILTGSALKNIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                     G ++KV+Y +   R  Y+++ SG L ++D +           KI  
+RI +
Sbjct  238  -
YNNEEDFLGKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEEKEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +  Y G++  L   +   + D L D +       R  + + + +  P L
++ +
Sbjct  297  
GIKFENINEVYSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMAPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +



+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHIFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>WP_092190621.1 elongation factor G [Desulfomicrobium norvegicum]
 SFL54597.1 elongation factor G [Desulfomicrobium norvegicum]
Length=689

 Score = 252 bits (644),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 188/658 (29%), Positives = 304/658 (46%), Gaps = 
64/658 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVSHKLGEVHDGQATMDWMEQEQERGITITSAATTCH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WRNCRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQADRYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-----------------------------



DIIIK  155
             F+NK+D++G D   VV  ++D+L A                             D   
K
Sbjct  132  
AFVNKMDRSGADFYRVVDMIKDRLKAKPVPLHLPIGAEENFLGQIDLVRKVALYYDADSK  191

Query  156  QTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                +  EI  E     + W     +A+ E ++ LLEKY+ GE +  E+++   +     
Sbjct  192  
GETIVEREIPAEMMDQADEWRMNLVEAIAEEDETLLEKYLGGEELLPEEIMAGIRSATIG  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------
EQGSAALC---------G  251
              + PV  GSA K  G+Q L+D V   L  P+          +     LC          
Sbjct  252  
MKICPVICGSAFKNKGVQALLDCVVDYLPSPVEVPAMVGVDPDTNEEVLCECSDDLPLSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTDT  307
              FK+          +LR+YSG L    TV  A +G+++   ++ +M    + +I     
Sbjct  312  
LAFKLMADPFFGHLTFLRVYSGVLVTGSTVLNAASGKKERVGRLLKMHANKREDI---KE  368

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+IV  +        + L D  R       + P P++   I PKT   R+ L  
AL 
Sbjct  369  
AYAGDIVAAVGLKQTSTGETLCDLKRAILLESMDFPEPVIEVAIEPKTKTDRDALGQALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L   DP  R + +  T + +++ +G + LE++   L+ ++K++  V +P V Y E   
K
Sbjct  429  
KLVKEDPSFRVKTNEETGQTLIAGMGELHLEIIVDRLTREFKVDANVGKPQVAYRETISK  488

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A   +    +      +A I + VTP   G G ++ + +  G + + +  AV  
GIR  
Sbjct  489  
PAEKDLKYAKQSGGRGQYAHIVIKVTPQEPGGGYEFVNGIVGGVIPKEYIPAVDKGIRDA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L  G L G+ + D K+   +G Y+   S+   F     + +++A  ++   LLEP 
+   
Sbjct  549  
LLNGVLAGFPMVDLKVELVHGSYHEVDSSEQAFYIAGSMAVKEACHKAAAVLLEPIMFVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601



            +  P +Y+     D       I + +++    +    +P   +  Y TDL   T 
GR+
Sbjct  609  
VLTPDDYMGDVMGDLNGRRGRIVSLEMRHGMQIIRANVPLSSMFGYATDLRSKTQGRA  666

>WP_103118067.1 GTP-binding protein [Lysinibacillus sp. YS11]
 AUS86729.1 elongation factor G [Lysinibacillus sp. YS11]
Length=645

 Score = 251 bits (641),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 174/607 (29%), Positives = 295/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+   T  D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDTFLDHHELERRRGITIFAEQGRMNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR+ +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRQYHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G ++++V+  +R   S  ++      L  + V   + +I  W A  E 
++KL
Sbjct  125  FINKMDREGANMEAVISQLRKDCSQHVLFIDE-PLRADYV---SNNIMEWLA--
ERDEKL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E+ + + +  +++   FP + GSA K  GIQ  +D +  L        
Sbjct  179  LDAFL-NESLEHEQCLAQLKEMIKNEGAFPCFAGSALKDEGIQEFLDQLP-
LLTATHFDK  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   G+L +RD  +     + K+TE+R+ +       
Sbjct  237  DAPFEGEVFKIRH-DGHQRLTFMKATKGSLHVRDEFSFDEVTE-
KVTEIRLYNGSRFETV  294

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   S   + D +G  T L +     + +P L+  +  +     + 
+L  
Sbjct  295  QQVEAGEIFAVKGLSQANIGDRIG-TTMLSQPY---
ELVPTLQAKVQYEGDQHIKEVLQI  350



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L  ++ L     EP +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGAIQLEVLTEVLMTRFSLAVSFGEPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   G+G  + +     +L+   Q  V   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLLMEPNPRGTGNTFTNACHADHLSVGNQRLVEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD       G  ++  ++  DFR  +   L Q L+++   LLEPY  
F 
Sbjct  469  
DHHGLLTGFPVTDIHFTLLTGRGHNEHTSGGDFREASFRALRQGLEQAQNVLLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   T +   + + +V+ TG  P   + +Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMTDIQQAAGTFDDPILSETDVILTGRAPVATLMSYSTTFAAYTNGKGAL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  TLQFDGY  595

>WP_036187802.1 GTP-binding protein [Lysinibacillus manganicus]
 KGR77740.1 elongation factor G [Lysinibacillus manganicus DSM 
26584]
Length=649

 Score = 251 bits (642),  Expect = 5e-71, Method: Compositional 
matrix adjust.
 Identities = 168/608 (28%), Positives = 292/608 (48%), Gaps = 
18/608 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+LAHVDAGKTT +E LL+ + +I   G V+      D   +ERQRGIT+ A      
+
Sbjct  5    
VGVLAHVDAGKTTFSEQLLFHTESIRAMGRVDHKNAYLDHHSIERQRGITVFADQGRIHY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF AE+ R+++VLD AI++ISA DG++  T  ++  LRK +
+PT I



Sbjct  65   
KGDTFTLIDTPGHVDFAAEMERAISVLDYAIMIISAVDGIEGHTETVWELLRKYHVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D+  VD+  +++ ++   S + +      L  E + + +   E  + + E 
++KL
Sbjct  125  FMNKVDRDEVDINGLMEDIQKHFSMNAL------
LVTEPITKNSISDEILEWIAERDEKL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L++Y+ G  I     ++  Q  +Q+   F    GSA K +G+    +  + L +   
+  
Sbjct  179  LDQYLDGN-
IDLPMFIQYLQTYIQNEQAFICMAGSALKDIGVIDFFEQFSLLTETYYDN-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +    G VFK+ + +   R  Y++   GTL++R  +   G    KIT++R+ +       
Sbjct  237  TLPFKGKVFKIRHDEQNVRITYIKALQGTLQIRQEIEF-
GEISEKITDIRLYNGNRYDSV  295

Query  306  DTAYPGEIVILPSDS-VRLNDVLG-
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                 GE+  +   S   + DV+G DP+     +      P L+  +    +   + 
+L 
Sbjct  296  RMVEAGEVFAVTGLSKAEIGDVIGADPSTSKEFQLS----
PTLQARVVYNGSEHIKDVLK  351

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
                L   +P L+        EI +  +G +QLEV+  +  E++ LE    +P +
+Y+E 
Sbjct  352  
LFRILEAEEPTLKVIWSEKFQEIHVHIMGVIQLEVLQVVAKERFNLEISFDDPKILYLET  411

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
               +     H E  P   +A + L + P+  G+GV +E++     L+   Q  +   
+  
Sbjct  412  IHTSVLGYGHFE--
PLKHYAEVHLKMEPVQRGAGVIFENKCHADDLSIGHQRLIEQHVFE  469

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
                GL  G  +TD K     G  ++  +   DFR      + Q L+++   
+LEPY  F
Sbjct  470  
REHHGLLTGSPITDIKFTLLTGRAHNKHTNGGDFREATFRAIRQGLEQADNIVLEPYYRF  529

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             + A  +++ R   D  +   T ET     D+VV  G +P      Y    + 



YTNG+  
Sbjct  530  
KMKASLDHIGRMMSDIQQASGTFETPITTVDKVVIEGTVPVANFINYNATFSAYTNGKGA  589

Query  603  CLTELKGY  610
               +  GY
Sbjct  590  LTLQFIGY  597

>OGO77665.1 translation elongation factor G, partial [Clostridiales 
bacterium 
GWB2_37_7]
Length=789

 Score = 254 bits (650),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 184/619 (30%), Positives = 297/619 (48%), Gaps = 
34/619 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + IGILAHVDAGKTTL+ESLLY SG I + G V+      D   LER RGITI 
+  
Sbjct  1    
MRKLVIGILAHVDAGKTTLSESLLYLSGKIRKLGRVDNKDAYLDNYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF  E+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AMFEVADTQITLLDTPGHVDFSTEMERTLQVLDYAILVISGVDGVQGHTKTLWRLLSIYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G D   ++  ++ +L    I         E    E  D +  D 
+  
Sbjct  121  IPVFLFINKMDQNGTDKGKIMNELKKQLGDGCI---------EFGQGEAEDFK--
DQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ L+E Y+    I   ++    +  +++  +FP ++GSA K  G++  +  +    
+ 
Sbjct  170  CDEALMEAYLEAGHIQTPQI----
KEAIRERKVFPCFFGSALKLEGVEAFIQGIVEYAEI  225

Query  240  -
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                EQ  A     +FK+   + G R  Y+++  G L+ RD +   G  + K+ +
+RI S
Sbjct  226  PSYPEQFGA----RIFKIGRDEQGNRLTYMKITGGRLKARDALN-
NGVWEEKVNQIRIYS  280

Query  299  KGEIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL--



PMLRTTIAPKTA  355
              +    +    G +  +   S  +  +  G      R+     P+  P+L   I     
Sbjct  281  GQKFEAVNEVDAGSVCAVTGLSQTKPGEGFG------
REEASNIPVLEPVLSYQILLPEG  334

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 ++  L  + + DP L    D    EI +  +G VQ+EV+ +L+  ++ +E     
Sbjct  335  
CDPRVMIPKLRLIEEEDPELHIVWDEQLKEIQVQIMGEVQIEVLQSLIQSRFGIEVSFDS  394

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
              ++Y E          H E  P   +A + L + P   GSG+++E+  S   L 
+S+Q 
Sbjct  395  GKIVYKETIANVVEGIGHFE--
PLRHYAEVHLLMEPGERGSGLKFEAECSEDLLGKSWQR  452

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +   L +G++ G  +TD KI    G  ++  +   DFR      + Q LKE
+ + 
Sbjct  453  
LILSHLEEKLHKGVYTGSVITDMKITLVSGRAHNKHTQGGDFREATYRAVRQGLKEAESI  512

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY +F L  P++ + RA  D  K   T   + V  +  V  G  P   ++ Y+ 
D+ 
Sbjct  513  
LLEPYYAFHLELPEKMVGRAMTDIEKMHGTCHISHVDGEIAVLAGIAPVATMRNYQKDVM  572

Query  595  FYTNGRSVCLTELKGYQAA  613
             YT G+      LKGY++ 
Sbjct  573  AYTKGQGRLFCSLKGYESC  591

>WP_010385001.1 elongation factor G [Pseudoalteromonas rubra]
 ERG45408.1 elongation factor G [Pseudoalteromonas rubra DSM 6842]
Length=695

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 311/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
               IF+NK+D+ G D   VV  V++ L+A+                   ++++   
+  E
Sbjct  126  
ARCIFVNKLDRMGADFYRVVDQVQNVLAANPLVMTLPIGIEDEFCGVVDVLEKKAYVWDE  185

Query  164  IVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I+   A                 +E +D L+E Y+ GE  S E++    
++ 
Sbjct  186  
TGLPENYEIQDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEMPSLEQIKACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE--  257
             ++ + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V  
V+  
Sbjct  246  
TRELAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVDAE  305

Query  258  ----------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                        D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
E+ 
Sbjct  306  
QPLKALAFKIMDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNELT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGYTFSSSVVGGNVPKEFWPAVEKG  542



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKMMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPV  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGATGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_094349486.1 elongation factor G [Nostoc sp. 'Peltigera 
membranacea cyanobiont' 
210A]
 OYD94403.1 elongation factor G [Nostoc sp. 'Peltigera membranacea 
cyanobiont' 
210A]
Length=692

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 192/693 (28%), Positives = 322/693 (46%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPE----IVL  166
            P + FINK+D+ G +   V + +RD+L A+ I  Q            V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYKVHEQIRDRLRANAIAIQLPIGSENDFRGIVDLVGQRAYIYAN  188

Query  167  EENTDIEAWD------------------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  A  E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETDIPEELQAQVDEFRTKLIEAAAETDDALMAKYFDGEELTEQEVRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++ PV  GSA K  G+Q ++DAV              GL  P G+        
+  L
Sbjct  249  IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPSEVPPIQGLL-
PNGDTIERRADDNEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    +    
D  
Sbjct  308  AALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNASKNKKERISRLVLMKADDRQDVDEL  366

Query  309  YPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              G++      ++ L D L        G P  L        P P++   + PKT    
++
Sbjct  367  RAGDL----GAALGLKDTLTGDTLCDDGSPVILESLFI---
PEPVISVAVEPKTKNDMDK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  420  
LSKALQSLSEEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAY  479

Query  421  MERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   KA +      +  +      G   +++ P   G+G ++ S+++ G + + +    
Sbjct  480  
RETIRKAVNKVDGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIAGGTVPKEYVGPA  539

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++   E G L G+ + D K+    G Y+   S+   F+    + +++A+ ++   
+L
Sbjct  540  
EQGMKESCESGVLAGYPLIDVKVTLIDGSYHDVDSSEMAFKIAGSMAMKEAVLKASPVIL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       IE+   +K     T ++P   +  Y TD
+   
Sbjct  600  
EPMMKVEVEVPEDYMGNVIGDLNTRRGQIESQSTEKGLAKVTSKVPLASMFGYATDIRSK  659



Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            T GR     E   Y+    +V + +I   + N+
Sbjct  660  TQGRGTFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>OGF21011.1 translation elongation factor G [Candidatus 
Falkowbacteria bacterium 
RIFOXYA2_FULL_38_12]
 OGF33126.1 translation elongation factor G [Candidatus 
Falkowbacteria bacterium 
RIFOXYB2_FULL_38_15]
 OGF43815.1 translation elongation factor G [Candidatus 
Falkowbacteria bacterium 
RIFOXYD2_FULL_39_16]
Length=692

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 315/670 (47%), Gaps = 
64/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTVSERVLFYTGKKHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+++     GV+ Q+   +H     
N+
Sbjct  69   
TCFWKDIRINLIDTPGHIDFTVEVKRSLRVLDGAVVIFDGVAGVEPQSETNWHYADGYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-----------
ADIIIKQTVSL----------  160
            P + F+NK+D+ G D  + V+S+ ++L+           A+   K  V L          
Sbjct  129  
PRMCFVNKLDRTGADFYADVRSIHERLTKNAYPLQLPIGAEENFKGLVDLLTRKAYIYHD  188

Query  161  ----------SPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                      +PE + E+  +  A   +A++EN++ L+ KY+AGE I    L R  
++ V
Sbjct  189  
DLGKDISEEEAPEDMKEKVEEYRAKLLEAIVENDESLMNKYLAGEEIPLADLKRVLRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG----------LFQPIGEQ----------
GSAA  248
               S+ PV  GSA K  G+Q ++DAV            +F  + ++            
A 
Sbjct  249  
IANSIVPVLCGSALKNKGVQFMLDAVADYLPSPLDVPPIFGFVPDKPEEKVARPATDDAP  308



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSG+++    V   A   RE++ +I  M    + 
++  
Sbjct  309  
FTALAFKVASDPYVGKLCFFRVYSGSIKAGSYVLNTATGERERIGRIVRMHANDREDV--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +  Y GEI   +   +      L DP +         P P++   I PKT A +E
++  
Sbjct  367  -
EEVYAGEIAAAVGLKNTFTGHTLCDPDKPVVLESIVFPEPVISIAIEPKTKADQEKMGV  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D  T + ++S +G + L+++   +  ++K+E  V +P V 
Y E 
Sbjct  426  
ALQKLAEEDPTFRVRTDEETAQTLISGMGELHLDIIVERMKREFKVEANVGKPQVAYKET  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +  A      +      +    L V P   G G ++   V  G + + + N +  
G 
Sbjct  486  
IKKMAEAEGKYIRQSGGRGQYGHCWLKVEPQERGKGFEFVDAVKGGVIPKEYINPIHKGA  545

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  LE+G+  G+ V D K+    G ++   S+ A F+      ++ A K++   
LLEP +
Sbjct  546  
KEALEKGILAGYPVIDVKVTVYDGSFHEVDSSEAAFKIAGSFAVQAAAKKADLVLLEPMV  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            S  +  P++++     D       I+  + + +  V    +P   +  Y T L   
+ GR
Sbjct  606  
SVEVLTPEQFMGEVIGDINSKRGQIQEMRDRGNIKVIDATVPLGEMFGYATALRSMSQGR  665

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  666  ASYSMEFSNY  675

>OIQ00561.1 translation elongation factor G [Candidatus 
Wirthbacteria bacterium 
CG2_30_54_11]
Length=695

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 



matrix adjust.
 Identities = 189/693 (27%), Positives = 331/693 (48%), Gaps = 
73/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  ER+RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTTTERILFYTGKTYKIGEVHDGAAVMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++    
K ++
Sbjct  69   
TCFWQDCRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGVSGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    V  ++++L A                   D+I  +    
+ 
Sbjct  129  
PRMCFINKLDRMGADFYKDVVMIKERLGANAVALQLPIGIEDNYKGFVDLITMEATVYTD  188

Query  163  EI--VLEEN---TDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  V EE+    D+EA          +A  E +D L+EKY++G  +S++++    
++  
Sbjct  189  
DLGKVHEESAIPADMEAKAKEYHEKLLEAAAEQDDALMEKYLSGAELSQDEIRAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGSAA------L  249
               +L PV  GS+ +  G+QPL+DA             V+G     GE+   +       
Sbjct  249  
IANTLVPVLNGSSLRNKGVQPLLDAVVAYLPSPLNLPPVSGTHPKTGEEMKRSTGEDQPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  Y R+YSG L     +   A   +E++ ++  M   ++ 
EI   
Sbjct  309  
SALAFKIVTDPFVGRLTYARVYSGKLAAGSYIYNSAKGQKERVSRLVLMHANTREEITEI  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +      IV L + +    D L D   P  L    +   P P++   + PKT   
+E+L 
Sbjct  369  EAGNICGIVGLKATTT--GDTLCDEKAPILLENIVF---
PEPVIDMAVEPKTKGDQEKLG  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422



             AL ++ + DP  R + D  T + ++S +G + L+++   +  ++K+E+ V +P V 
+ E
Sbjct  424  
FALGKMLEEDPTFRVKTDQETGQTVISGMGELHLDIIIDRIRREFKVESNVGKPQVAFKE  483

Query  423  RPLKAASHTIHIEV----
PPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
              + A +  I  +       +  +  + +++ PL   +G ++ ++V  G + + F 
+A  
Sbjct  484  -
AITAEAKEIEGKFIRQSGGHGQYGHVVVNIEPLEGHTGFEFVNKVVGGVIPKEFISACE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G +  +  G+  G+ +   KI    G Y+   S+   F+  A + L++A++++   
LLE
Sbjct  543  
KGFKEAMVSGVIAGYPLEGVKITLFDGSYHDVDSSEMAFKIAASMALKEAVRQASPCLLE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+++L     D       +   + + +       +P R +  Y T L   
T
Sbjct  603  
PVMKLEVVTPEDFLGDVIGDLNSRRGQVLGTEPRGNAQAIKARVPLREMFGYATQLRSMT  662

Query  598  NGRSVCLTELKGYQ---AAVGQPVIQPRRPNSR  627
             GR+    E   Y+   A V + +I  R+  S+
Sbjct  663  QGRASFTMEFDRYEQLPAHVAEEIISSRQGKSK  695

>WP_003028662.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFU22237.1 translation elongation factor G [Streptococcus anginosus 
F0211]
 GAD43111.1 translation elongation factors [Streptococcus anginosus 
1505]
 ETS94828.1 translation elongation factor G [Streptococcus sp. 
OBRC6]
 EUB12456.1 translation elongation factor G [Streptococcus sp. 
ACC21]
 EUC77222.1 translation elongation factor G [Streptococcus sp. CM7]
 EWC98233.1 translation elongation factor G [Streptococcus sp. AC15]
 AIK77039.1 elongation factor G [Streptococcus anginosus]
 ANW85920.1 Translation elongation factor G [Streptococcus 
anginosus]
 OFL58695.1 elongation factor G [Streptococcus sp. HMSC061D01]
 PRT64307.1 elongation factor G [Streptococcus anginosus]
 PRT76056.1 elongation factor G [Streptococcus anginosus]
 PRT79791.1 elongation factor G [Streptococcus anginosus]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 313/674 (46%), Gaps = 



71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEEN------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+         + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPADYLEQAQEWREKLVEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTEEEETRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y



Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R   +A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_027771072.1 elongation factor G [Streptomyces sp. CNQ329]
Length=706

 Score = 253 bits (645),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 189/683 (28%), Positives = 327/683 (48%), Gaps = 
78/683 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGAATMDWMAQEQERGITITSAAT  69

Query  62   SFQWHRCKV----
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W   +V    NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  70   
TCHWPLDEVDHTINIIDTPGHVDFTVEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G +    V  + D+L A                   D++  
+  



Sbjct  130  
RYGVPRICFVNKLDRTGAEFHRCVDMITDRLGATPLVMQLPIGTEADFKGVVDLVRMKAF  189

Query  159  SLSPEIVLEENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
              SPE  L E  D+           + W     +AV EN+++++E Y+ GE  + E
+L  
Sbjct  190  
VWSPEAKLGEAYDVVDIPETHLEAADEWRGTLLEAVAENDEEMMELYLEGEEPTEEQLHA  249

Query  203  EEQR------RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA----  248
              +R      +    ++ PV+ G+A K  G+QPL+DA+   L  P+   G +G A     
Sbjct  250  
AVRRITINSGKGDGTTVTPVFCGTAFKNKGVQPLLDAIVRYLPSPLDVEGIEGHAVGDPD  309

Query  249  ------------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--KIT  292
                        L    FK+       +  ++R+YSG L     V  ++ GR++   
KI 
Sbjct  310  
EVIVRRPSEEEPLSALAFKIASDPHLGKLTFIRVYSGRLNAGSQVQNSVKGRKERIGKIY  369

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             M    + EI   ++   G+IV ++        + L DP +       + P P++   
I 
Sbjct  370  RMHANKREEI---
ESVGAGDIVAVMGLKQTTTGETLSDPAKPVILESMDFPAPVIEVAIE  426

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK+   +E+L  A+ +LA+ DP  R + D  T + I+S +G + L+V+   +  +
+K+E 
Sbjct  427  
PKSKGDQEKLGVAIQRLAEEDPSFRVKTDEETGQTIISGMGELHLDVLVDRMKREFKVEA  486

Query  412  VVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
             V +P V Y E   RP+    +T   +   +  +A + +++ PL  G G ++ + V
+ G 
Sbjct  487  NVGKPQVAYRETVRRPVAKHEYTHKKQTGGSGQFARVIIALEPLE-
GDGYEFVNEVTGGR  545

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  +V  G +  +E G+  G+ +T  ++    G Y+   S+   F+    +  
++A
Sbjct  546  
IPKEYIPSVDAGSQEAMEFGILAGYPLTGVRVRLLDGAYHEVDSSEMAFKIAGSMAFKEA  605

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             +++   LLEP +   +  P++Y+     D       I++ + +    + TG +P   



+ 
Sbjct  606  
ARKAAPVLLEPMMKVEVTTPEDYMGDVIGDINSRRGQIQSMEDRSGAKLVTGLVPLSEMF  665

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y  DL   T+GR+    +   Y
Sbjct  666  GYVGDLRSKTSGRASYSMQFDSY  688

>WP_047423155.1 elongation factor G [Bacillus anthracis]
 KGZ55957.1 elongation factor G [Bacillus anthracis]
Length=691

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 194/659 (29%), Positives = 307/659 (47%), Gaps = 
68/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDI-------EAWDAVIENNDKLLE----------
KYIAGEPISREKLVREEQRRVQDAS  212
            TDI       E  +   E   KL+E          KY+ GE I+ E+L    ++      
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMKYLEGEEITVEELKAGIRKATTSVE  251

Query  213  LFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAALC  250
             FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL 
Sbjct  252  
FFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAALA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    



Sbjct  312  ---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---S  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            T Y G+I   +        D L D   L      E P P++   I PK+ A ++++  
AL
Sbjct  366  
TVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--R  423
            ++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  R
Sbjct  426  
SKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFR  485

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                       +      +  + +   P   G G ++E+++  G + + +  AV  
G+  
Sbjct  486  
AAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLED  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K     G Y+   S+   F+  A + L+ A+ +    +LEP 
+  
Sbjct  546  
ALKNGVLAGYPVVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
EVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  664

>WP_014692622.1 MULTISPECIES: elongation factor G [Actinoplanes]
 AEV86551.1 elongation factor G [Actinoplanes sp. SE50/110]
 SLM02358.1 translation elongation factor G [Actinoplanes sp. 
SE50/110]
 ATO84949.1 elongation factor G [Actinoplanes sp. SE50]
Length=638

 Score = 251 bits (641),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 211/650 (32%), Positives = 300/650 (46%), Gaps = 
50/650 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M++ N+GILAHVDAGKTTLTE +L+ +GA  + G V  GTT TD    ER RGITI 



AA 
Sbjct  1    
MRVRNLGILAHVDAGKTTLTERILFTTGATHKRGEVHDGTTVTDFDPQERDRGITIFAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  W   ++N++DTPGH DF  EV R+L VLDGAI V     GV+ Q+  ++    
+  
Sbjct  61   
VSCDWAGHRLNLIDTPGHADFSDEVERALRVLDGAIAVFDGVAGVEPQSEAVWRTADRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-----W  175
            +P + F+NK+D+AG  L +V +S+R +L    ++ Q   L  E       D+       
W
Sbjct  121  VPRIAFVNKLDRAGASLTAVAESMRVRLGVVPLLVQ-
FPLGAEGAFRGVVDLVGRRTLTW  179

Query  176  -DAVIENNDKL----------LEKYIAG-EPISREKLVREEQRRVQDA--------
SLFP  215
             D V+  +D +          LE+ +AG  P + ++        ++DA            
Sbjct  180  
ADGVLSVHDGMPPEALPARRELEEQVAGLHPAALQEWGDMSDATLRDALRDLTRSGEAVV  239

Query  216  
VYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL  275
            V  GSA +  GI+PL+DAVT           A     VFKV     G R  YLR+Y 
GT+
Sbjct  240  VLCGSAYRNRGIEPLLDAVTDYLPAPAVPAGADPVALVFKVHTARAG-
RLTYLRVYQGTI  298

Query  276  RLRDTV--ALAGREK--LKITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVL---  327
               DTV  A AGR +   +I  ++     EI   D A  G+IV +       +   
L   
Sbjct  299  VKGDTVWDAGAGRTERIARILRVQADRHTEI---
DRAAAGDIVAVTGVKHAPVGATLSSR  355

Query  328  
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEII  387
              P RL   R  E   P++   +  +T A  ERL  AL  LA+ DP L   V   T 
+ I
Sbjct  356  AHPVRLEAPRITE---
PLVSVAVEARTRADAERLPPALAALAEEDPSLSVRVHPETAQTI  412

Query  388  
LSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF---WAS  444
            LS LG + LEV    L ++  L   V  P V Y E   +     ++  V  +     
+A 
Sbjct  413  
LSGLGELHLEVALEKLRQRTGLRVTVGRPQVAYRETVRRGVRDLLYRHVKQDGGAGQFAH  472

Query  445  IGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEY  503



            + L+V P    +G  +ES V+ G +   +  AV  G R  L  G L G  VT  ++    
Sbjct  473  VVLTVAPAG-
DTGFAFESAVTGGRVPAEYIRAVEAGCREALGDGPLGGHPVTGLRVTLTD  531

Query  504  
GLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCA  563
            G  +   S+   FR+   + L +AL+    +LLEP     + AP + L     D     
A
Sbjct  532  
GRTHPKDSSELAFRTAGKLALREALRACVMELLEPVAEVTVTAPADTLGAVLSDLAARRA  591

Query  564  TIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
             +        E   T  +P   +  Y T L   T+GR    +   GY+ A
Sbjct  592  QV----TDSGERTVTATVPLAGLSGYATRLLSCTHGRGTFTSRPAGYRPA  637

>KKU95892.1 Elongation factor G [Candidatus Gottesmanbacteria 
bacterium GW2011_GWA1_48_13]
Length=716

 Score = 253 bits (646),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 320/674 (47%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT+ D M  ER+RGITI 
+A T
Sbjct  34   
KVRNIGIIAHIDAGKTTTTERILFYTGRSYKIGDIDEGTTQMDWMEQERERGITIMSAAT  93

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++H   
K N+
Sbjct  94   
TTFWKGYRFNIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWHQADKYNV  153

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL----------  160
            P + FINK+D+ G D ++ + S+ ++L A   I           K  + L          
Sbjct  154  
PRICFINKMDKIGADFRATITSIEERLGARCAIMVVPIGREHEFKGLIDLLTRTGYVWNS  213

Query  161  -----SPE---IVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRR  207
                  PE   I  E   ++EA    I     E +D L+EK+++GE  + E+L    
+R 
Sbjct  214  
DDLGSHPEEVPIPDELKEEVEASRRAIVERISETDDVLIEKFLSGEEPTIEELKAALRRA  273

Query  208  VQDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAA  248



            V    L P+Y G++ +  G+QPL+D             AVTG     GE+          
Sbjct  274  
VIAYKLVPIYCGTSLRNKGVQPLLDAVVDYLPSPLDLPAVTGTHPKTGEKEERKRVNEDP  333

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVR  304
              G  FK++      +  Y+R+YSG L       ++   A     ++  M    + 
EI  
Sbjct  334  
FSGLAFKIQIDPHVGKLTYVRIYSGKLTSGSYTYNSSKGATERVGRLLLMHANQREEI--  391

Query  305  TDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               AY GEIV ++        D L +   P  L +  +   P P++   I PKT   
+E+
Sbjct  392  -KEAYAGEIVAVVGFKDTGTGDTLCETEKPIVLEKITF---
PDPVISLAIEPKTKNDQEK  447

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  + + +  T++ I+  +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  448  
MGYALQRLAEEDPTFKIKSNLETNQTIIWGMGELHLEILVDRMKREFKVEANVGAPQVAY  507

Query  421  MER-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   ++A     +I +      +    L + P + G G ++   +  G + + F 
+ + 
Sbjct  508  
KETIKIEAEGEGKYIRQSGGRGQYGHCFLRLEPKARGEGFEFIDAIKGGAIPKEFISPIE  567

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +E G+  G+ + D  +    G ++   S+   F+    +  +   K++   
+LE
Sbjct  568  
KGVKEAMENGVVAGYPMVDMAVELYDGTFHEVDSSEIAFKIAGSMAFQNGAKQAQPTILE  627

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P E++     D     A I+    +    V    +P   +  Y T +   
+
Sbjct  628  
PIMKVEVTTPDEFMGDIIGDLGAKRAQIQNTHKRGFVTVIVALVPLAELSGYATTIRSMS  687

Query  598  NGRSVCLTELKGYQ  611
             GR+    E   Y+
Sbjct  688  KGRATYYMEPSHYE  701

>WP_011742953.1 GTP-binding protein [Bifidobacterium adolescentis]
 BAF39282.1 translation elongation factors [Bifidobacterium 
adolescentis 



ATCC 15703]
 OSG98791.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (642),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 188/638 (29%), Positives = 288/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-



ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGIGH-----
FEPLRHYAETHVLLEPLPQGSGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_070758474.1 elongation factor G [Corynebacterium sp. HMSC22B11]
 OFO15425.1 elongation factor G [Corynebacterium sp. HMSC22B11]
Length=702

 Score = 253 bits (645),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 178/667 (27%), Positives = 320/667 (48%), Gaps = 
69/667 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGASTMDWMDQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++N++DTPGH+DF  EV RSL VLDGA+ V  AK+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNDNQINLIDTPGHVDFTVEVERSLRVLDGAVAVFDAKEGVEPQSEQVWRQADKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ +                         



Sbjct  131  
PRICFVNKMDKLGADFYHTVQTIIDRLGAKPLVMELPIGAEDNFEGVVDLLQMKALMWPG  190

Query  157  TVSLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V+   E  +EE         E +     +AV E++++L+E+Y AGE I+ +++ +
+ + 
Sbjct  191  
VVAAGTEPTIEEIPADLQEKAEEYREKLIEAVAESDEELMERYFAGEEITVDEIKKQIRH  250

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS--------------------  246
               +   +PV+ G+A K  GIQP++DA+        + GS                    
Sbjct  251  
LTINGEAYPVFCGTAYKNKGIQPILDAIVDYLPNPMDVGSIKGFDPKDREVERNRKPSRD  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG++   D +  + ++K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAVHPFFGKLTYVRVYSGSVETGDKIINSTKDKPERVGKLFQMHSNKEQPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             R    +    + L   S    D L D          + P P++   I PKT + 
+E+L 
Sbjct  371  DRASAGHIYAFIGLKDTST--
GDTLSDSANPVVLEDMDFPDPVIEVAIEPKTKSDQEKLG  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  P V 
Y E
Sbjct  429  
TAIQKLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--SLGSGVQYE--
SRVSLGYLNQSFQN  475
               +P++   +T   +   +  +A + +++ PL    GS   YE    V+ G + + 
+  
Sbjct  489  
TIKKPVEKLEYTHKKQTGGSGQFARVIIALEPLEPEEGSEETYEFIDEVTGGRIPKEYIP  548

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  GI+  ++ G L G+ + + K     G Y+   S+   F+    + L++A+ +
+   
Sbjct  549  
SVDQGIQDAMQYGYLAGFPLVNIKATLLDGAYHEVDSSEMAFKLAGSMALKEAVAKAKPV  608

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P+EY+     D      ++ + + +    V    +P   +  Y  



DL 
Sbjct  609  
LLEPMMAVEIITPEEYMGEVIGDVNSRRGSVSSMEDRSGAKVVKARVPLSQMFGYVGDLR  668

Query  595  FYTNGRS  601
              T GR+
Sbjct  669  SKTQGRA  675

>WP_096379480.1 elongation factor G [Lysobacter enzymogenes]
 BAV99123.1 translation elongation factor G [Lysobacter enzymogenes]
Length=687

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 204/674 (30%), Positives = 313/674 (46%), Gaps = 
66/674 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AHVDAGKTTLTE LL+ +GAI   G V  G   TD   +ER+RGITI AA    
+
Sbjct  16   
NLGIIAHVDAGKTTLTERLLWKTGAIHRTGEVHDGAATTDFDPIERRRGITIGAAAVQAR  75

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V S  DGVQ Q+  ++   
R
Sbjct  76   WTPHDGAEHR--
LTVIDTPGHIDFAIEVERSLRVLDGAVAVFSGVDGVQPQSETVWRQAR  133

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEI------
VLEE--  168
            +  +P + F+NK+D+ G  L+  +  +R+KL A    + +TV    E+      V  
E  
Sbjct  134  
RHGVPLIAFVNKMDRVGASLERTLAQMREKLDAVPWALGETVGAESELSGWIDYVARESV  193

Query  169  ------NTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                  N   +AW                +AV +++D L E ++    I    L    
+R
Sbjct  194  
SWDDAGNLSRQAWTSEEAARFEPARQRLIEAVADHDDALAEAFLDARAIDAALLKAALRR  253

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  GSA K  G++PL+DA+   L  P+         E+G        
+  L
Sbjct  254  
ATLAGAGTPVLAGSAFKNKGVEPLLDAIVDYLPSPLDRPAVRAQSERGEVELAPDANGPL  313

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-



LKITEMRIPSKGEIVRTDTA  308
             G VFK+   + G  + ++RLYSGTLR+ DTV  + REK L++  +++         
D A
Sbjct  314  AGLVFKIVQQEHGA-
QTFVRLYSGTLRVGDTVWASRREKALRVGRLQVVQADRGQDVDVA  372

Query  309  YPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            Y GEIV +    D++    +     RL     +  P  +     A K+ +   RL   
L 
Sbjct  373  YAGEIVAVVGWKDAISGETLSDAGERLALDSIQAQPAVLSWRLTAAKS-
SDLIRLGQGLA  431

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
             LA  DP  R   D+ T E ++  +G + LEV+   L E + ++     P V Y E 
P +
Sbjct  432  
SLAQQDPSFRVGTDADTGETLVWGMGELHLEVMVDRLRELWNVDVRTGSPRVAYQETPSR  491

Query  427  A---
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            A       +  +   +  +A + + VTP   G   ++  R   G + ++F  A   
G+R 
Sbjct  492  AVRGVEGKLSKQTGGSGQFARVVIDVTPREDGQ-
FEFVDRTVGGVVPRNFVGATEKGLRA  550

Query  484  
GLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             L +G  G+ V    +    G  ++  S+   F+  A   L+ AL ++GT LLEP 
++ +
Sbjct  551  
ALAEGPQGFPVVGLTVALTDGETHAVDSSEMAFQRAAAEALKAALAQTGTTLLEPVMALV  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P   +     D  +    + + + K      T   P   +  Y T L   + 
GR+  
Sbjct  611  
VDTPAANVGDVVGDLQRRSGRVLSIEDKGGRSDVTARAPLAQLSGYTTTLRSLSQGRASA  670

Query  604  LTELKGYQAAVGQP  617
                 GY+ A G P
Sbjct  671  SMVFDGYEVARGLP  684

>WP_075864472.1 elongation factor G [Carboxydothermus islandicus]
 GAV24254.1 elongation factor G [Carboxydothermus islandicus]
Length=692

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 190/686 (28%), Positives = 315/686 (46%), Gaps = 
74/686 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHDGAATMDWMVQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAIFCAVGGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEI-  164
             ++NK+D+ G +   VV+ ++++L A                   D+I  + +  + 
++ 
Sbjct  132  
AYVNKMDRMGANFFEVVKQIKERLGANPVPIQLPIGNEDTFQGVVDLIENKAIIYTDDLG  191

Query  165  --VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
              + E     E  D V E  +K+LE           KY+ GE ++ E++    ++     
Sbjct  192  
TQLAEAEIPAEMLDLVAEYREKVLEAAAEADEELMLKYLEGEELTPEEIRAGLRKATIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
             + PV  GS+ K  G+QPL+D             AV G+    G++       S      
Sbjct  252  
KVVPVLCGSSFKNKGVQPLLDAIVYYLPSPVDIPAVRGINPETGDEDFRKASDSEPFSAL  311

Query  253  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGE  312
             FK+       +  + R+YSG L+       AG   L  T+ +    G ++R    
+  E
Sbjct  312  AFKIMADPYVGKLTFFRVYSGVLK-------
AGSYVLNSTKGKKERIGRLLRMHANHREE  364

Query  313  IVILPSD----SVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            I  + S     +V L D     T    K        E P P++   I PKT   +E
++  
Sbjct  365  
IDEVCSGDIAAAVGLKDTHTGDTICDEKHPIVLESMEFPEPVINVAIEPKTKQDQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  425  
ALQRLAEEDPTFKMWTDQETGQTIIAGMGELHLEIIVDRLMREFKVEANVGKPQVAYKET  484



Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + + + PL  G G ++ +++  G + + +  AV  
G+
Sbjct  485  
VRGTAKAEGKYIRQTGGRGQYGHVWIEIEPLEPGKGYEFVNKIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  LE G L G+ V D ++    G Y+   S+   F+    +  +QA+ ++   
LLEP +
Sbjct  545  
REALESGVLAGYPVIDVRVTLFDGSYHEVDSSEMAFKIAGSMAAKQAVLKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGEVIGDLNSRRGRIEGMEARNNMQVVRGYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
                     Y+     +   +IQ R+
Sbjct  665  GTYTMHFSHYEEVPKNLADQIIQKRQ  690

>WP_023599012.1 GTP-binding protein [Lactobacillus johnsonii]
 AHA96527.1 translation elongation factor [Lactobacillus johnsonii 
N6.2]
Length=639

 Score = 251 bits (641),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 186/631 (29%), Positives = 301/631 (48%), Gaps = 
64/631 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E +LY SG + + G+V+KGT   D+  LE++RGITI 
+ +
Sbjct  1    
MKKITTGILAHVDAGKTTLSEGMLYKSGTLRKLGAVDKGTAYLDSDDLEKKRGITIFSHI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ I+DTPGH+DF  E+  +L+VLD AILV+SA +GV   TR L+  L
+K  
Sbjct  61   
ARIQTGNSELQILDTPGHIDFAQEIEETLSVLDYAILVVSASEGVTGYTRTLWSLLKKHQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+D    D ++             I+KQ   L    +   N D + ++ 



V  
Sbjct  121  IPVFIFVNKMDTLKADKEN-------------
ILKQLNELDDNFIEFGNQDADFYEKVAT  167

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++  L++Y+    I    +    ++ +    +FPVY+G+A K +GI   +  +      
Sbjct  168  ADETTLDQYLELGKIEDSAV----
KKLINQRKIFPVYFGAALKLIGIDEFLAGLDKWTD-  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR-----  295
             G++ +      +FKV Y + G+R  ++++  G+L+ +  +        K+ E+R     
Sbjct  223  -GKKYTNDFGARIFKVSYDEKGERLTWVKITGGSLKAKTEIF----
PDEKVNEIRCYNGT  277

Query  296  ----IP--SKGEIVRTD---
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPML  346
                IP     EI+      + YPG+ +   +D                        
P+L
Sbjct  278  KYQVIPQAEASEIIAVSGLKSTYPGQGLGFENDQTNFT-----------------
VQPVL  320

Query  347  RTTIAPKT-
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSE  405
              T A K  +A     L AL QL D +P L  + +  T EI +  LG++QLE++  
LL +
Sbjct  321  --
TYAVKVDSANTNACLQALKQLEDENPQLHVKWNKQTQEISIDVLGKIQLEILQQLLRD  378

Query  406  
KYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            ++ LE    +  ++Y E    +     H E  P   +A + L +TP   GSG+ ++
++ S
Sbjct  379  RFNLEVEFTQGKILYQESIQASVEGVGHFE--
PLRHYAEVHLLLTPGKNGSGLVFKNKCS  436

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
            L  L + +Q+ V + +      G L G  +TD +I    G   +  +   DFR      
+
Sbjct  437  
LEVLPKKWQDQVMESLSNKEHLGVLTGSPITDIEITLVGGRGSNVHTVGGDFREATYRAV  496

Query  525  EQALKESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
             Q L E   +    LLEP+  F L   Q  + RA +D  +     E  +   +    
TG+
Sbjct  497  
RQGLMELKAKKQVYLLEPWYQFTLRINQNQVGRAINDIERIGGKFELGESSGNVTTITGQ  556

Query  581  IPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             P   +Q Y T++  YT+G         GY+
Sbjct  557  APVAQMQDYATEVRNYTHGSGQLECLFLGYR  587



>WP_061204989.1 GTP-binding protein [Lactobacillus crispatus]
Length=641

 Score = 251 bits (641),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 188/628 (30%), Positives = 295/628 (47%), Gaps = 
61/628 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY  G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKKITTGIVAHVDAGKTTLSEALLYKVGNLRTLGRVDNGDAFLDTDQLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++ ++DTPGH+DF A+   +L+VLD AILVIS  DGV + T  L+H L
++  
Sbjct  61   
AKLTTDDLEITLLDTPGHVDFSAQTEETLSVLDYAILVISITDGVTSYTCTLWHLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D    +  ++  LS     +  V  S         D E ++ 
V  
Sbjct  121  VPVFIFVNKVDAIGADRGMALVDIQKNLS-----ESCVDFS-------
KIDDEFYENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D LLEKY+    +S + +    Q  +    +FP+Y+GSA K  GI   +   +   
+ 
Sbjct  169  TDDALLEKYLDSGAMSDQDV----
QNAIVQRKVFPIYFGSALKLTGITEFLAGFSKWTKE  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              ++ S       FK+ +   G+R  +LR+  G+L+ +    LAG    KI ++R  
+  
Sbjct  225  --KEFSDKFAARCFKISHDTKGERLTWLRILGGSLKAK--TELAGE---
KINQLRSYNGE  277

Query  301  EIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            + V    A  GEIV         P     + D                P  +L+  
+  K
Sbjct  278  KFVTITEAAAGEIVAATGLAKTYPGQGFGVGDA---------------
PAALLKPVLTYK  322

Query  354  TAAQRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410



               Q   L   L AL  L D DP L         EI +  +G++QLE++  L+ E+
+ L 
Sbjct  323  
VNPQDNDLHACLKALQTLEDEDPQLHVTWSEHLQEIHVQVMGKIQLEILEQLMQERFGLN  382

Query  411  TVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
             V ++ S++Y E   +P++A  H       P   +A + L + PL   SG+ +E++ 
SL 
Sbjct  383  IVFEQGSILYQETITKPIEAVGH-----
FEPLRHYAEVHLLLEPLPRNSGIVFENKCSLE  437

Query  468  YLNQSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L +++Q+ +   ++     G+   + +TD KI    G      S   DFR      
+ Q
Sbjct  438  
VLTKNWQHQIMTALKSKEHLGVLTASPITDMKITLIGGKGSIVHSVGGDFREATYRAVRQ  497

Query  527  ALKESG----
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L E      T LLEP+  F L   ++ + RA +D  +      T +   +  V 
+G  P
Sbjct  498  
GLMEEKIRQQTILLEPWYDFRLEIGKDQVGRALNDIQRMNGKFSTPENIGERTVISGSAP  557

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               +Q Y T++  YT+G       + GY
Sbjct  558  VAEMQDYATEVRNYTHGEGNLECVVSGY  585

>OGD66091.1 translation elongation factor G [Candidatus 
Berkelbacteria bacterium 
RIFCSPHIGHO2_12_FULL_36_9]
Length=703

 Score = 253 bits (645),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 194/702 (28%), Positives = 315/702 (45%), Gaps = 
94/702 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVSERVLFYTGKKHKIGEVHEGAAEMDWMEQEKERGITITSAATTCF  71

Query  65   W-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            W              ++NI+DTPGH+DF AEV RSL VLDGA++V     GV+ Q+  
++
Sbjct  72   
WPLSDFLGGNGKKLARINIIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSETVW  131



Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII------------------IK  155
                K  +P + FINK+D+ G D      S+ D+L   ++                  
IK
Sbjct  132  
RQADKYKVPRICFINKMDRLGADFYKSYHSILDRLGTHVVPIQLPIGAEADFKGIVDLIK  191

Query  156  QTVSLSPEIVLEE----------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKL  200
                +  + + +E           TD+E +     + + E +D +LEKY+ G   + 
++L
Sbjct  192  
NKAYIHKDDLGKEIEETKVPEDMKTDVETYRNTMIEKIAETDDAMLEKYLDGNVPTEKEL  251

Query  201  VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIG-----------------  242
             +  +       + PV  GSA K  GIQ ++DAV   L  P+                  
Sbjct  252  
YQALRNATVAFKIIPVLTGSALKNKGIQQMLDAVIAYLPSPLDIAAVNGHDLKDEEKIIQ  311

Query  243  -----
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
                 E+  +AL    FK+          + R+YSG L+       AG   L  T+    
Sbjct  312  IHASDEEPFSALA---FKIATDPFVGTLTFFRVYSGVLK-------
AGSYVLNSTKDEKE  361

Query  298  SKGEIVRTDTA--------YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
              G IVR   A        Y GEIV  +        D L D +R       E P P
++  
Sbjct  362  
RMGRIVRMHAASREDVTEVYAGEIVAAVGLKYTTTGDTLCDESRKVILEKIEFPEPVISV  421

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT A +E++  AL +LA  DP  R   DS T++ ++S +G + LE++   +  
++K
Sbjct  422  
AIEPKTKADQEKMGIALQKLAQEDPTFRINTDSETNQTLISGMGELHLEIIVDRMKREFK  481

Query  409  LETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E  V +P V Y E    P KA    I  +      +  + L + P   G G ++  
++ 
Sbjct  482  VEANVGQPQVAYKETITAPAKAEGKYIR-
QTGGRGQYGHVYLEIAPKERGEGFEFIDKIV  540

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + F      G++  +++G+  G+ + D  +    G Y+   S+   F+    
+ L
Sbjct  541  
GGAIPREFIAPTEKGVKEAMDRGVVAGYPLVDLAVTLYDGTYHDVDSSEMSFQIAGSLAL  600



Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++A+K +   LLEP +   +  P+E+      D       IE    + +  V   +
+P  
Sbjct  601  
QEAVKRAKPVLLEPIMKVEVVTPEEFFGDVMGDLNGKRGRIEGTSARGNAKVIDVKVPLS  660

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
             +  Y T L   T GR+    E   Y+     + Q +I+ +R
Sbjct  661  EMFGYVTQLRSMTQGRATSTMEFDHYEPVPTNIAQLIIEGKR  702

>WP_031923805.1 elongation factor G [Staphylococcus aureus]
 EWT53514.1 elongation factor G [Staphylococcus aureus W65865]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 185/665 (28%), Positives = 311/665 (47%), Gaps = 
74/665 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWEGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTV  158
            P ++F+NK+D+ G + +  V ++ D+L A                   D++     
K T 
Sbjct  129  
PRIVFVNKMDKLGANFEYSVSTLHDRLQANAAPIQLPIGAEDEFEAIIDLVEMKCFKYTN  188

Query  159  SLS----------
PEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L             +   E       +AV E +D+L+EKY+  E IS  +L    
++  
Sbjct  189  
DLGTEIEEIEIPEDHLDRAEEARASLIEAVAETSDELMEKYLGDEEISVSELKEAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQG-------------SAA  248
             +   +PV  G+A K  G+Q ++DAV          +P IG +              
SA 



Sbjct  249  
TNVEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPEEEVIAKADDSAE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGT+     V       RE++ ++ +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTMTSGSYVKNSTKGKRERVGRLLQMHANSRQEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
             DT Y G+I      +V L D     T    K        E P P++  ++ PK+ 
A ++
Sbjct  367  -DTVYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V 
Sbjct  422  
KMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVS  481

Query  420  YMERPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E   K+++        +      +  + +  TP   G+G ++E+ +  G + + 
+  +
Sbjct  482  YRE-
TFKSSAQVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPS  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+
Sbjct  541  
VEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVI  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D       ++  + + +  V    +P   +  Y T 
L  
Sbjct  601  
LEPMMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRS  660

Query  596  YTNGR  600
             T GR
Sbjct  661  NTQGR  665

>WP_007579829.1 elongation factor G [Pseudoalteromonas sp. BSi20429]
 GAA65960.1 elongation factor G 2 [Pseudoalteromonas sp. BSi20429]
Length=694



 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 311/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D+LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVEKTDEYYEMLVETALEQDDELLEAYMEGEAPSEEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425



             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
KEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMGTGVLAGFPVLDVEIELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMNV  604

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLAFYT  597
             ++ P++++     D  +         +K  E   TG     ++P   +  Y   L   
T
Sbjct  605  DVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLRTMT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>SCI32276.1 Vegetative protein 19 [uncultured Clostridium sp.]
 SCJ81137.1 Vegetative protein 19 [uncultured Clostridium sp.]
Length=691

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 190/672 (28%), Positives = 306/672 (46%), Gaps = 
65/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+
Sbjct  69   
TAQWNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKAGVEPQTETVWRQATTYGV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P ++F NK+D  G D    ++S+  +L    +  Q + +  E   E   D+    
AV   
Sbjct  129  PRIVFANKMDATGADFIMSLESLEKRLGVQGVAIQ-
LPIGAEDTFEGIIDLIKMKAVYFE  187

Query  182  NDK--------
LLEKYIAGEPISREKLVREEQRRVQD-----------------------  210
              K        + E+Y+A     R K++ +      D                       
Sbjct  188  
GAKGENVIYKEIPEEYMAQAEEYRAKMLDQAATYDDDLLMKVLEGEEVTEEEIKAAIRKG  247

Query  211  ---ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------L  249
                 LFPV  GSA K  G+QP++DAV             +   E G+            
Sbjct  248  
TLAVELFPVLCGSAYKDKGVQPMLDAVIDFLPAPTDIPSIKGTDEDGNEVERHASDDEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT +    V  + ++K     +I +M    + 
EI   
Sbjct  308  
SALAFKIMADPFVGKLTFFRVYSGTCQSGSYVLNSTKDKKERLGRILQMHANKRNEI---  364

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D + D          E P P+++  I PKT   ++
+L + 
Sbjct  365  
DEVYAGDIAAAVGFKNTTTGDTICDEKNFVILEKMEFPEPVIQLAIEPKTKQDQDKLSNG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   +  T + +++ +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LIKLAEEDPTFKTFTNPETGDTVIAGMGELHLDVIVDRLKREFKVEANVGAPQVAYRETI  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +   P + G G ++   +  G + + + N+V+ 
G+ 
Sbjct  485  TQAAECEGKYVKQSGGRGQYGHVWIKFEP-
NEGKGFEFVDAIVGGAVPREYINSVKVGLE  543

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G+  G+ V D K     G Y+   S+   ++  A + L+ A K+ G  
LLEP ++
Sbjct  544  
DALETGMIAGYPVLDVKATLFDGSYHDVDSSEMAYKVAASLALKNAAKKCGPVLLEPIMA  603



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP EYL     D       IE  + + + V     +P   +  Y TDL  +T 
GR 
Sbjct  604  
VEVTAPSEYLGSVMGDISSRRGMIEGQEERGNAVSVQASVPLSEMFGYATDLRSFTQGRG  663

Query  602  VCLTELKGYQAA  613
                +   Y+AA
Sbjct  664  NYTMQFDRYEAA  675

>WP_069278751.1 elongation factor G [Bradyrhizobium elkanii]
 ODM74858.1 elongation factor G [Bradyrhizobium elkanii]
 ODM79420.1 elongation factor G [Bradyrhizobium elkanii]
Length=690

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 192/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  



GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVINSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K   
H
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKRVEH  491

Query  431  --
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
              T   +      +A++ L V P   G G ++ES++  G + + +   V  G+   
L  G
Sbjct  492  
SYTHKKQTGGTGQFAAVTLIVEPNEAGKGYEFESKIVGGAVPKEYIPGVEKGLESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G Y+   S+   F         +AL+   + LLEP +   
+  P
Sbjct  552  
VVAGFPIVDVKVQLIDGKYHDVDSSALAFEIATRACFREALQMGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>PHS32164.1 elongation factor G [Methylophaga sp.]
Length=697

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.



 Identities = 192/669 (29%), Positives = 313/669 (47%), Gaps = 
66/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ+A 
T+ +
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGESTMDFMDQEAERGITIQSAATTCE  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  70   
WDGHRLNVIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVSRI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEIV--------------
LEEN  169
            IF+NK+D+ G D   VV+ V+D L A+ +++   + +  + +               
EEN
Sbjct  130  
IFVNKLDRIGADFFRVVKQVKDVLGANPLVMVLPIGIEDDFIGCVDLLTRKAWIWDNEEN  189

Query  170  T--------------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            T               IE +     +  +E +D L+ KY+ GE  S + L +  ++    
Sbjct  190  
TMDFRIEEPPAEMADQIEEYREMLVETALEQDDDLMGKYLDGEEPSIDDLKKCIRQGTLT  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-IGEQGS-----------
AALC  250
              +FP Y GSA K  G+Q ++DAV            QP + E+G+             
L 
Sbjct  250  
MDVFPTYCGSAFKDKGVQMILDAVVDYLPSPTEVKPQPEVDEEGNETGDFAIVTTEGPLR  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL   DTV  +  G+ +   ++ EM    + E+    
Sbjct  310  ALAFKIMDDRFGA-
LTFIRIYSGTLNKGDTVLNSFTGKTERVGRMVEMHADDRNEL---S  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+    V+    L DP           P P++   I+P   A  E++  
A+
Sbjct  366  
SAQAGDIIAIVGMKDVQTGHTLCDPKHPTTLEPMVFPDPVISIAISPIDKASTEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R E D  + E I+  +G + L++   +L   + +E  V  P V Y 
E   



Sbjct  426  
GKMIKEDPSFRVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVTVGAPQVAYRETIT  485

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P   GSG ++ES V+ G + + F +AV  
G + 
Sbjct  486  
KKIEDSYTHKKQSGGSGQFGKIEYIIEPGEPGSGFEFESTVTGGSVPREFWSAVEAGFKK  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              ++G L G+   D K+    G +++  S+   F   A     Q++ ++G QL+EP 
+  
Sbjct  546  
MKDRGVLAGFPCLDFKVTLFDGAFHAVDSSAVAFELAAMAAYRQSMPQAGPQLMEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V   GE+P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPEDHVGDVIGDLNRRRGMIKSQDATPTGVRINGEVPLSEMFGYIGSLRTMTSGRGQ  665

Query  603  CLTELKGYQ  611
               E   Y 
Sbjct  666  FSMEFLQYN  674

>WP_024364106.1 GTP-binding protein [Lysinibacillus sphaericus]
 AVK96788.1 elongation factor G [Lysinibacillus sphaericus]
Length=645

 Score = 251 bits (641),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 175/607 (29%), Positives = 295/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LL+ + +I   G V+   T  D   +E+ RGITI A     
Q 
Sbjct  5    
IGVLAHVDAGKTTFCEQLLFHTNSIQSRGRVDHQDTFLDNHAIEQARGITIFAEQGRMQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  LR+ 
+IPT  
Sbjct  65   
ENDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGVQGHTETVWQLLRQYHIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185



            FINKID+ G D+ +V+  ++   S +I++     L  + +    + I  W A  E 
+++L
Sbjct  125  FINKIDREGADINAVMNQLQKDCSDNILLID-APLRKDFI---QSYIAEWLA--
ERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++  + +     + + Q+ + +   FP + G+A K +GI+  +  +  L +   
+  
Sbjct  179  LEAFLT-
DTLDASTCLSQLQKMINEERAFPCFVGAALKDIGIKEFVSQLPLLTETHFDH-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   GTL  RD  A  G    KITE+R+ +       
Sbjct  237  EAPFQGEVFKIRH-DGTQRLTFIKALQGTLHTRDDFAF-
GDVTEKITEIRLYNGRRFQTA  294

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   S+ ++ D+LG  T LP+     + +P L+  +  +     + 
+L  
Sbjct  295  QAVQAGDIFAVKGLSMAKIGDILG-STLLPKPY---
ELVPTLQAKVLYEGQQHIKEILQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L  ++ L     +P +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLAEVLKNRFSLVITFDKPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   G+G  + +      L+   Q  +   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLFMEPNIRGTGNTFVNACHADDLSVGHQRLIEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  
EHHGLLTGSPVTDIRFTLLTGRAHIKHTEGGDFREATFRALRQGLEQAENILLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R  +D  +   T ++  + +++V+ TG +P      Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMNDIQQADGTFDSPILSEEQVILTGRVPVATFMHYSTTFATYTNGKGSL  588

Query  604  LTELKGY  610



              +  GY
Sbjct  589  SLQFDGY  595

>WP_015891263.1 GTP-binding protein [Brevibacillus brevis]
 BAH43945.1 probable tetracycline resistant protein [Brevibacillus 
brevis 
NBRC 100599]
Length=651

 Score = 251 bits (642),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 178/616 (29%), Positives = 295/616 (48%), Gaps = 
21/616 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ERQRGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHDIERQRGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                       ++DTPGH+DF +E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVMHHQGDVYYLIDTPGHVDFSSEMERAIGVMDYAIVIVSAVEGVQGHTETVWQLLRKHR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT  FINK D+ G D     + +R +L+AD+  IK   S +  IV E   ++     
+ 
Sbjct  121  IPTFFFINKTDRIGADASRTEEEIRSQLTADVCSIKD--
SFANGIVAEGLREM-----MT  173

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E ND LLE +I  E   +   +   Q  +++  LFP  YGSA +  G+   ++ ++ 
L  
Sbjct  174  ERNDSLLEAFIE-
EREDQAFWLGALQEMIREGRLFPCAYGSALQDDGVLEFLNQLS-LLT  231

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRI  296
                  +A   G ++K+ +   G R   ++  SG L++R+ ++      R + KIT
++ +
Sbjct  232  
TASYDETAPFGGRIYKIRHAANGLRLTLVKALSGNLKVRELLSYESGGLRYEEKITQILL  291

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             +  +    +    G++  +    V L++   G    L    +  +  P L++ +    
+



Sbjct  292  FTGKKSHSVEQVTAGDLFAV----
VGLSEAEAGQGVGLYSDNFAYETKPTLQSKVQFDGS  347

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               +++L A   L   DP L    +    EI +  +G +QLEV+  ++ E++  +    
+
Sbjct  348  
LHVQQVLGAFRILNAEDPSLNVVWEESLQEIHIRVMGLIQLEVLEQVVKERFGFDISFGQ  407

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E    A +   H E  P   +A + L + P   GSG+ + S      L+ 
++QN
Sbjct  408  PEILYKETIQSAVTGYGHFE--
PLRHYAEVHLLLEPGERGSGIHFTSVCHPDELSFNYQN  465

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V+  +      GL  G  VTD KI    G  ++  +   DFR      L Q L++
+   
Sbjct  466  
LVQSHLYEREHHGLLTGMPVTDMKITLLRGRAHNEHTHGGDFREATFRALRQGLEKAENM  525

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +      + R   D  +   + E  Q+     + TG +P      Y 
T+LA
Sbjct  526  
LLEPYYDFKIKVGMNEMGRVLSDVQRASGSFEPPQMSDTHAIITGRVPVATFMNYSTELA  585

Query  595  FYTNGRSVCLTELKGY  610
             +T+GR        GY
Sbjct  586  SFTHGRGSIRCVFGGY  601

>WP_078925631.1 elongation factor G [Vibrio cincinnatiensis]
 SJZ74328.1 translation elongation factor 2 (EF-2/EF-G) [Vibrio 
cincinnatiensis 
DSM 19608]
Length=695

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 311/674 (46%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    GTT TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHKMGDSHDGTTTTDFMEQEAERGITIQSAAT  65



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +      
++
Sbjct  66   
TCFWKDHRLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYADDSHV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DI-----
IIKQTVSLSPE  163
              +IF+NK+D+ G D   VV+ V++ L A             D      ++ Q   
+  E
Sbjct  126  
SRIIFVNKLDRMGADFYRVVEQVKNVLGATPLVMTLPIGIEDDFKGVVDVLSQKAYIWDE  185

Query  164  IVLEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN   TDI A              +A +E +D+L+  Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEITDIPADMVEKAAEYREMLIEAAVEQDDELMMAYMEGEEPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA--  248
             +D + FP Y GSA +  G+Q ++DAV                     +P GE  + 
+  
Sbjct  246  
TRDLAFFPTYCGSAYRNKGMQLILDAVVDYLPSPTEVDAQPLTNPETGEPTGEVATVSAD  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
              L    FK+     G    ++RLYSG ++  DT+   A    E++ ++ EM    
+ EI
Sbjct  306  EPLRALAFKIMDDRFGA-
LTFIRLYSGRMKKGDTILNSATGKTERIGRMVEMHADQRNEI  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A  G+I+ ++   +V+    L DP           P P++   + PK     
E++
Sbjct  365  ---
DSAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPDPVISIAVKPKDKNGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA   S+T   +   +  +  I   + P    SG ++ S V  G + + F  
A+  
Sbjct  482  



ETITKAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFKFVSTVVGGNVPKEFWPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +++G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFAGMMQEGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P +++     D  +    I+  +     V    ++P   +  Y   L   
T+
Sbjct  602  
IMKVDVFTPDDHVGDVIGDLNRRRGMIKDQEAGVTGVRVKADVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQA  612
            GR     E   Y A
Sbjct  662  GRGQFSMEFSHYSA  675

>WP_065599698.1 elongation factor G [Vibrio breoganii]
 OCH73109.1 translation elongation factor G [Vibrio breoganii]
 PMG05356.1 translation elongation factor G [Vibrio breoganii]
 PMG06021.1 translation elongation factor G [Vibrio breoganii]
 PMG06163.1 translation elongation factor G [Vibrio breoganii]
 PMG31354.1 translation elongation factor G [Vibrio breoganii]
 PMG88329.1 translation elongation factor G [Vibrio breoganii]
 PMG99259.1 translation elongation factor G [Vibrio breoganii]
 PMH12745.1 translation elongation factor G [Vibrio breoganii]
 PMI17930.1 translation elongation factor G [Vibrio breoganii]
 PMJ44526.1 translation elongation factor G [Vibrio breoganii]
 PMK32510.1 translation elongation factor G [Vibrio breoganii]
 PMK51754.1 translation elongation factor G [Vibrio breoganii]
 PMK52923.1 translation elongation factor G [Vibrio breoganii]
 PMK69351.1 translation elongation factor G [Vibrio breoganii]
 PML12897.1 translation elongation factor G [Vibrio breoganii]
 PML28634.1 translation elongation factor G [Vibrio breoganii]
 PML35723.1 translation elongation factor G [Vibrio breoganii]
 PML58111.1 translation elongation factor G [Vibrio breoganii]
 PML90910.1 translation elongation factor G [Vibrio breoganii]
 PML91217.1 translation elongation factor G [Vibrio breoganii]
 PML94887.1 translation elongation factor G [Vibrio breoganii]
 PMM15877.1 translation elongation factor G [Vibrio breoganii]
 PMM18499.1 translation elongation factor G [Vibrio breoganii]
 PMM47685.1 translation elongation factor G [Vibrio breoganii]
 PMM84877.1 translation elongation factor G [Vibrio breoganii]
 PMM89225.1 translation elongation factor G [Vibrio breoganii]
 PMN63126.1 translation elongation factor G [Vibrio breoganii]
 PMO26943.1 translation elongation factor G [Vibrio breoganii]
 PMO28469.1 translation elongation factor G [Vibrio breoganii]
 PMO62643.1 translation elongation factor G [Vibrio breoganii]
 PMO66885.1 translation elongation factor G [Vibrio breoganii]
 PMO69208.1 translation elongation factor G [Vibrio breoganii]



 PMO82756.1 translation elongation factor G [Vibrio breoganii]
 PMO90068.1 translation elongation factor G [Vibrio breoganii]
 PMO95825.1 translation elongation factor G [Vibrio breoganii]
 PMP06230.1 translation elongation factor G [Vibrio breoganii]
 PMP10320.1 translation elongation factor G [Vibrio breoganii]
Length=694

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 193/675 (29%), Positives = 311/675 (46%), Gaps = 
70/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
              +IF+NK+D+ G D  +VV  V++ L A                   D++ ++   
+  
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLTRKAY-VWD  184

Query  163  EIVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +  L EN +I                E  +  +E +D L+  Y+ GE  S E + R  
++
Sbjct  185  
DTGLPENYEIQDVPADMVDDVEQYREELIETAVEQDDDLMMAYMDGEEPSIEDVKRCIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-  252
               + S FP Y GSA K  G+Q ++DAV            QP+      E G  A+  
+ 
Sbjct  245  
GTNNLSFFPTYCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDDEGNENGQHAIVSAD  304

Query  253  ------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   
+ E+
Sbjct  305  ETFKALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNEL  363



Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++
Sbjct  364  T---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKM  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P 
V Y 
Sbjct  421  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYR  480

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV 
Sbjct  481  ETITQPIE-
DSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFSFKSSVVGGNVPKEFWPAVE  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  540  
KGFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T
Sbjct  600  
PIMHVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTIT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>COG93254.1 elongation factor G [Streptococcus pneumoniae]
Length=708

 Score = 253 bits (645),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 200/692 (29%), Positives = 324/692 (47%), Gaps = 
92/692 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKL--------  200
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L        
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  201  --VREE-----QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI-----------  241
              V EE     ++   +   FPV  GSA K  G+Q ++DAV   L  P+           
Sbjct  249  
INVNEELKAGIRKATINVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPD  308

Query  242  ----------GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---
ALAGREK  288
                       E+  AAL    FK+       R  + R+YSG L+    V   +   
RE+
Sbjct  309  TDAEETRPASDEEPFAALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVLNTSKGKRER  365

Query  289  L-KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLND-
VLGDPTRLPRKRWRED----P  342
            + +I +M   S+ EI   DT Y G+I    + +V L D   GD     + +   +    
P
Sbjct  366  IGRILQMHANSRQEI---DTVYSGDI----
AAAVGLKDTTTGDSLTDEKSKIILESINVP  418

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
             P+++  + PK+ A ++++  AL +LA+ DP  R E +  T E ++S +G + L+V
+   
Sbjct  419  
EPVIQLMVEPKSKADQDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDR  478

Query  403  LSEKYKLETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
            +  ++K+E  V  P V Y E  R    A      +      +  + +  TP   G 
G ++
Sbjct  479  
MRREFKVEANVGAPQVSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEF  538



Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            E+ +  G + + F  AV  G+   +  G L G+ + D K     G Y+   S+   
F+  
Sbjct  539  
ENAIVGGVVPREFIPAVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIA  598

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
            A + L++A K +   +LEP +   +  P+E L             ++  +   +  
+   
Sbjct  599  
ASLSLKEAAKSAQPAILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRA  658

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +P   +  Y T L   + GR   +     Y+
Sbjct  659  YVPLAEMFGYATVLRSASQGRGTFMMVFDHYE  690

>WP_005252201.1 MULTISPECIES: elongation factor G [Rhodococcus]
 EHI40774.1 translation elongation factor G [Rhodococcus opacus 
PD630]
 AHK33283.1 Elongation factor G [Rhodococcus opacus PD630]
 KXF50793.1 elongation factor G [Rhodococcus sp. SC4]
 KXX56053.1 elongation factor G [Rhodococcus sp. LB1]
 PBC57369.1 elongation factor G [Rhodococcus sp. ACPA1]
Length=700

 Score = 253 bits (645),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 329/673 (49%), Gaps = 
83/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYFTVQTIIDRLGAKPLVLQLPIGAEDDFDGVVDLVEMKAVTWRG  190



Query  157  TVSLSPEIVLEE-NTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV++  E  +EE   D+         +  + V E+++KL+EKY AGE +S E++    
++
Sbjct  191  
TVAIGAEPTIEEIPADLADKAAEYREKLLETVAESDEKLMEKYFAGEELSVEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQP--IGE-
QGSA---------------  247
               ++ L+PV  GSA K  G+QP++DAV   L  P  IGE QG A               
Sbjct  251  
MTVNSELYPVLCGSAFKNKGVQPMLDAVIDYLPNPLDIGEVQGHALGNEEEILTRKPSKE  310

Query  248  -ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       +  ++R+YSG +     V  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKIASHPFFGKLTFVRVYSGRIDPGAQVMNATKGKKERIGKLFQMHANKENPV  370

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKT  354
               D A  G I  +    + L D   GD       P  L    +   P P+++ +I 
PKT
Sbjct  371  ---DEAVAGHIYAM----IGLKDTTTGDTLCAQDAPIVLESMSF---
PDPVIQVSIEPKT  420

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             + +E+L  A+ +LA+ DP    E+D  T + ++  +G + L+++   +  ++K+E  
V 
Sbjct  421  
KSDQEKLGTAIQKLAEEDPTFSVELDEETGQTVIGGMGELHLDILVDRMRREFKVEANVG  480

Query  415  EPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYL  469
            +P V Y E   + ++    T   +   +  +A + +++ P     G+  ++E++VS 
G +
Sbjct  481  
KPQVAYRETITKKVEKHDFTHKKQTGGSGQFAKVIIALEPFVGEDGATYEFENKVSGGRI  540

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  +V  G +  ++ G L G+ + + K+    G Y+   S+   F+      L
++A 
Sbjct  541  
PREYIPSVDAGAQDAMQYGVLAGYPLVNLKLSLLDGAYHDVDSSEMAFKVAGSQALKEAA  600

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++G  +LEP ++  +  P+EY+     D       I+  + +    V    +P   
+  
Sbjct  601  
RKAGPVILEPLMAVEVTTPEEYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFG  660



Query  589  YRTDLAFYTNGRS  601
            Y  DL   T GR+
Sbjct  661  YIGDLRSKTQGRA  673

>WP_040953945.1 elongation factor G [Virgibacillus sp. SK37]
 AIF42045.1 elongation factor P [Virgibacillus sp. SK37]
Length=692

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAAWKEHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G D      +++D+L A                   D+I  +      
Sbjct  129  
PRIVFINKMDKVGADFLYSTGTLKDRLGANAHPVQLPIGAEDQFEGIIDLINMEAHFYLD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + S EI  E     E       +AV E +++L+ K++ GE IS E+L    
++  
Sbjct  189  
DLGTKAESREIPAEYKDKAEELRAGLIEAVSELDEELMMKFLEGEEISNEELKNAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             D   +PVY GSA K  G+Q ++D             A+ G+     E+        
A  
Sbjct  249  
LDVEFYPVYCGSAFKNKGVQLMLDGVIDFLPAPTDVAAIEGIIPGTEEKVTRPSDDKAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI R 
Sbjct  309  



SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSVKDKRERVGRILQMHANSREEISRV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y GEI   +        D L D   L      E P P++   I PKT A +++
+  A
Sbjct  369  ---
YSGEIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIGVAIEPKTKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R E +  T + I+S +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTETNVETGQTIISGMGELHLDIIVDRLKREFKVEANVGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              AA        +      +  + +   P   G+G ++E+++  G + + +  +V  
GI 
Sbjct  486  
RSAAEVEGKFVRQSGGRGQYGHVWVKFEPNEEGAGFEFENKIVGGVVPREYIPSVEAGIA  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP + 
Sbjct  546  
EAMENGVLAGYPLIDIKASLYDGSYHDVDSNEMAFKIAASMALKAAKNKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    +  G +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDVTSRRGRVEGMEARGTAQLVKGFVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFTMHFDHYE  675

>WP_026276090.1 MULTISPECIES: elongation factor G [Streptomyces]
 PJJ50764.1 elongation factor G [Streptomyces sp. CNZ306]
Length=706

 Score = 253 bits (645),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 187/686 (27%), Positives = 327/686 (48%), Gaps = 
84/686 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 



+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGAATMDWMAQEQERGITITSAAT  69

Query  62   SFQWHRCKV----
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W   +V    NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  70   
TCHWPLDEVDHTINIIDTPGHVDFTVEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G +    V  + D+L A                   D++  
+  
Sbjct  130  
RYGVPRICFVNKLDRTGAEFHRCVDMITDRLGATPLVMQLPIGTEADFKGVVDLVRMKAF  189

Query  159  SLSPEIVLEENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
              SPE  L E  D+           + W     +AV EN+++++E Y+ GE  + E
+L  
Sbjct  190  
VWSPEAKLGEAYDVVDIPETHLEAADEWRGTLLEAVAENDEEMMELYLEGEEPTEEQLYA  249

Query  203  EEQR------
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------  238
              +R      + +  ++ PV+ G+A K  G+QPL+DA+                      
Sbjct  250  
AVRRITINSGKSESTTVTPVFCGTAFKNKGVQPLLDAIVRYLPSPLDVEAIEGHAVGNPD  309

Query  239  -----QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--  289
                 +P  E+  +AL    FK+       +  ++R+YSG L     V  ++ GR+
+   
Sbjct  310  EVIVRRPSEEEPLSALA---
FKIASDPHLGKLTFIRVYSGRLNSGSQVQNSVKGRKERIG  366

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI  M    + EI   ++   G+IV ++        + L DP +       + P P
++  
Sbjct  367  KIYRMHANKREEI---
ESVGAGDIVAVMGLKQTTTGETLSDPAKPVILESMDFPAPVIEV  423

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PK+   +E+L  A+ +LA+ DP  R + D  T + I+S +G + L+V+   +  
++K
Sbjct  424  
AIEPKSKGDQEKLGVAIQRLAEEDPSFRVKTDEETGQTIISGMGELHLDVLVDRMKREFK  483

Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E  V +P V Y E   RP+    +T   +   +  +A + +++ PL  G G ++ 



+ V+
Sbjct  484  VEANVGKPQVAYRETVRRPVAKHEYTHKKQTGGSGQFARVIIALEPLE-
GDGYEFVNEVT  542

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  +V  G +  +E G+  G+ +T  ++    G Y+   S+   F+    
+  
Sbjct  543  
GGRIPKEYIPSVDAGSQEAMEFGILAGYPLTGVRVRLLDGAYHEVDSSEMAFKIAGSMAF  602

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++A +++   LLEP +   +  P++Y+     D       I++ + +    + TG 
+P  
Sbjct  603  
KEAARKAAPVLLEPMMKVEVTTPEDYMGDVIGDINSRRGQIQSMEDRSGAKLVTGLVPLS  662

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  Y  DL   T+GR+    +   Y
Sbjct  663  EMFGYVGDLRSKTSGRASYSMQFDSY  688

>WP_037567135.1 elongation factor G [Streptococcus anginosus]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 313/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEEN------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                 +LEE+         + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPADYLEQAQEWREKLVEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTEEEETRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360
            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R   +A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPTILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611



             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_026335546.1 elongation factor G [Acidobacteriaceae bacterium KBS 
83]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 184/674 (27%), Positives = 314/674 (47%), Gaps = 
72/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTATERILFYTGITHRIGEVHEGTATMDYMEQEQERGITITSAATTCT  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF AEV RSL VLDGA+ +  +  GVQ QT  ++    K +
+P +
Sbjct  72   
WNNIRINIIDTPGHVDFTAEVERSLRVLDGAVALFDSVSGVQPQTETVWRQGDKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----SL  160
             F+NK+D+AG D + V++++R +L A                   D+I  + +     
++
Sbjct  132  
CFVNKMDKAGADFEHVIETIRKRLGARPVAIQIPIGAEANFRGVIDLIEMRAIVWDDETM  191

Query  161  SPEIVLE----------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E  +E          E   ++  + V E +D +L K++ GE  + E+L    ++    
Sbjct  192  
GAEYAIEAVPANLIKKAEAFRMQLVETVAEYDDDMLHKFLEGEIPTAEELKVSLRKATIG  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG----------------------
EQGSA  247
              +FPV  GSA K  GIQ L+DAV   L  P+                        
+  +
Sbjct  252  
MKVFPVLCGSAFKNKGIQTLLDAVVDYLPSPLDVPPVEGIDPADPSKVLIRKADDSEPFS  311

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---LAGREKL-
KITEMRIPSKGEIV  303
            AL   +    Y   G    ++R+YSG+L+  DTV        E++ ++ +M    + 
+I 
Sbjct  312  ALGFKLINDPYGKLG----
FIRIYSGSLKTGDTVENPRTGKTERVGRLVKMHANKREDIT  367



Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 Y G+I   +    ++  D L  P+          P P++   I PKT   
+E++ 
Sbjct  368  EI---
YAGDICACIGLKELKTGDTLCSPSAPIALSAITFPEPVISVAIEPKTKGDQEKMG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL++LAD DP  + + D  + + I+S +G + LE++   +  ++K+E  V EP V 
+ E
Sbjct  425  
VALSRLADEDPTFKVKTDIDSGQTIISGMGELHLEILVDRMKREHKVEANVGEPKVAFRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R    A      +   +  +  + + + P   G G ++   +  G + + +      
G
Sbjct  485  
TIRKTAEAEGKYIRQTGGSGNYGHVKIRLEPNEAGKGFEFIDEIRGGVVPKEYIKPTEMG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            IR  L  G+  G+ + D K     G Y+   S    F+    +  ++A +++   
LLEP 
Sbjct  545  
IREALHNGILAGYEMVDFKAVLYDGSYHDVDSNEMAFKIAGSMAYKEAARKASPVLLEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P+E++     D       IE  +      V    +P + +  Y  D+   
T G
Sbjct  605  
MAVEVTVPEEHMGTIIGDINSRRGRIEGMEHSGGSQVIKAMVPLKEMFGYVNDIRSSTQG  664

Query  600  RSVCLTELKGYQAA  613
            R+    +   Y+ A
Sbjct  665  RASYSMQFARYEEA  678

>OJJ16882.1 translation elongation factor G [Roseofilum reptotaenium 
AO1-A]
Length=692

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 313/670 (47%), Gaps = 
66/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ SG + + G V  GT  TD M  ER+RGITI 
AA  
Sbjct  9    



KIRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS---------  161
            P ++F+NK+D+ G +   V + ++D+L A+ +           ++  V L          
Sbjct  129  
PRIVFVNKMDRTGANFFKVYEQIKDRLRANAVPIQIPIGSESDLRGIVDLVRMRAKIYTN  188

Query  162  -----------PEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       PE VLE+  +  A   ++V E +D L EKY+ GE ++  ++    
++  
Sbjct  189  
DLGTDIEDTEIPEDVLEQAKEYRAKLVESVAETDDALTEKYLEGEELTEAEIHEALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI---------------------
GEQGS  246
             D ++ P+  GSA K  G+Q L+DAV      PI                      
EQ  
Sbjct  249  
IDGTIVPLLCGSAFKNKGVQLLLDAVIDYMPAPIDVQAIQGTLLDKTTPTERKADDEQPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
            +AL    FK+  +D   R  + R+YSG L+    V  + + +K + + + I    E 
+  
Sbjct  309  SALA---FKI-
MSDPYGRLTFTRVYSGVLKKGSYVMNSTKGKKERASRLIILKADERIEV  364

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D    G++  IL        D L D +          P P++   + PKT    E
+L  A
Sbjct  365  
DELRSGDLGAILGLKDTTTGDTLCDDSSPVILESLYIPEPVISVAVEPKTKQDMEKLSKA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P V Y 
E  
Sbjct  425  
LQALSEEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETI  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + +KA    I  +      +  + + + P   GSG ++ S++  G + + +      
G+



Sbjct  485  RKAIKAEGKFIR-
QSGGKGQYGHVVIQLEPGDPGSGFEFVSKIVGGSVPKEYIGPAEQGM  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +   E G+  G+ V D K     G ++   S+   F+    + +++A+ ++   
LLEP +
Sbjct  544  
KEACESGILAGYPVIDLKATLVDGSFHEVDSSEMAFKIAGSMAIKEAVTKASPVLLEPTM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+++L     D       IE    +      + ++P   +  Y TD+   
T GR
Sbjct  604  
KVEVEVPEDFLGDVMGDLNSRRGQIEGMGSEGGISKVSAKVPLAEMFGYATDIRSKTQGR  663

Query  601  SVCLTELKGY  610
             +   E   Y
Sbjct  664  GIFSMEFSHY  673

>WP_052849177.1 elongation factor G [Streptomyces avicenniae]
Length=706

 Score = 253 bits (645),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 188/686 (27%), Positives = 323/686 (47%), Gaps = 
84/686 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G   TD M  E++RGITI 
+A  
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILYYTGMSYKIGEVHDGAATTDWMEQEQERGITITSAAV  69

Query  62   SFQWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W        +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  70   
TCHWVLDDVDNTINIIDTPGHVDFTVEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G D    V  + D+L A                   D++  
+ +
Sbjct  130  
RYGVPRICFVNKLDRTGADFFRCVDMIVDRLKATPLVMQLPIGAEAGFQGVVDLVRMKAL  189

Query  159  SLSPEIVLEENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
              S E  L E  D+           E W     +AV EN++ ++E+Y+ GE  + E
+L+ 



Sbjct  190  
VWSEETKLGEMYDVVDIPADLREQAEEWHTKLVEAVAENDEAVMEQYLEGEEPTEEQLIA  249

Query  203  EEQR------
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------  238
              +R         D ++ PV+ G+A K  G+QPL+DAV                      
Sbjct  250  
AIRRVTLASTGTGDTTITPVFCGTAFKNKGVQPLLDAVVRYLPSPLDVEAVEGTSPRDPE  309

Query  239  -----
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----  289
                 +P  ++  AAL    FK+       +  ++R+YSG L+    V  + +EK     
Sbjct  310  QVISRKPSEDEPLAALA---
FKIASDPHLGKLTFIRIYSGVLQAGAQVQNSVKEKKERIG  366

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI  M    + EI R      G+IV ++        + L DP         + P P
++  
Sbjct  367  KIYRMHANKREEIDRVGA---
GDIVAVMGLKQTTTGETLADPANPVILESMDFPAPVIEV  423

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PK+   +E+L  A+ +LA+ DP  + + D  T + I++ +G + L+++   +  
++K
Sbjct  424  
AIEPKSKGDQEKLGVAIQRLAEEDPSFQVKADQETGQTIIAGMGELHLDILVDRMKREFK  483

Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E  V +P V Y E   + +    +T   +   +  +A + +++ PL  G G ++E
++V+
Sbjct  484  VEANVGKPQVAYRETLRKTVDRLDYTHKKQTGGSGQFAKVQIALAPLE-
GDGYEFENKVT  542

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  +V  G +  +E G L G+ +T  K+    G Y+   S+   F+    
+  
Sbjct  543  
GGRIPKEYIPSVDAGCQEAMEFGVLAGYPLTGVKVTLLDGAYHDVDSSEMAFKIAGSMAF  602

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++A +++G  LLEP ++  +  P++Y+     D       I+  + +    V    
+P  
Sbjct  603  
KEAARKAGPVLLEPLMAVEVTTPEDYMGDVIGDINSRRGQIQAMEDRSGAKVVKALVPLS  662

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  Y  DL   T+GR+    +   Y
Sbjct  663  EMFGYVGDLRSKTSGRASYSMQFDSY  688



>WP_019768574.1 elongation factor G [Streptococcus sobrinus]
 OZV24277.1 elongation factor G [Streptococcus sobrinus]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 311/667 (47%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    +  
+P +
Sbjct  72   
WDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI------  164
            +F NK+D+ G D    V ++ ++L A+                I   +++  E+      
Sbjct  132  
VFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDDFTGIIDLITMKAEVYTNDLG  191

Query  165  --VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDILEEDIPAEYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRKATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------EQGSAA----
LCGS  252
              FPV  GSA K  G+Q ++DAV   L  P+               E+  A+        
Sbjct  252  
EFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       R  ++R+YSG +     V       RE++ +I +M   S+ EI   
+T 
Sbjct  312  
AFKIMTDPFVGRLTFIRVYSGVMNSGSYVMNTTKGKRERIGRILQMHANSRKEI---ETV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D          E P P+++  + PKT A ++++   
L +



Sbjct  369  
YSGDIAAAIGLKDTTTGDSLTDEKHKVILESIEVPEPVIQLMVEPKTKADQDKMAIGLQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y E  
R  
Sbjct  429  
LAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETFRAS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G G ++E+ +  G + + F  AV  G+   
+
Sbjct  489  
TQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLEEAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S+   F+  A + L++A K +   +LEP +   
+
Sbjct  549  
ANGVLAGYPLVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILEPMMLVTI  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+E L             ++  +   +  +    +P   +  Y T L   + GR   
+
Sbjct  609  
TVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSSSQGRGTFM  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MVFDHYE  675

>WP_006738928.1 elongation factor G [Streptococcus urinalis]
 EHJ56160.1 translation elongation factor G [Streptococcus urinalis 
2285-97]
 EKS21111.1 elongation factor G [Streptococcus urinalis FB127-CNA-2]
Length=692

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L+   
+   
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEDLMMKYLEGEEITNEELMAAIRTAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGVNPDTEEEETRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGVLNSGSYVLNTSKGKRERVGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
ETVYSGDIAAAIGLKDTTTGDSLTDEKAKIVLESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLV  545



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_002712304.1 elongation factor G [Afipia clevelandensis]
 EGP06776.1 Translation elongation factor G [Bradyrhizobiaceae 
bacterium 
SG-6C]
 EKS38969.1 elongation factor G [Afipia clevelandensis ATCC 49720]
Length=690

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 189/666 (28%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +Q + D+L A                   D++  + V  + 
E +
Sbjct  132  
VFANKMDKTGADFYKCLQDIIDRLGAKPVAIQLPIGAENNFKGLVDLVRMKAVVWADEAL  191

Query  166  LEENTDIE---------------



AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              +  D E                 +A +E +D  +  Y+ G       L R  ++ 
V  
Sbjct  192  
GAKFEDQEIPADLVEKAKEYREKMIEAAVELDDDAMAAYLDGNEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  P+         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP         E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDHPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + E+  K 
A  
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFREKITKPAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + L V P   G+G  +ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSLVVEPNEPGAGFVFESKIVGGAVPKEYIPGVEKGLNSVMNSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVSLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671



Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>KKT28843.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWC1_44_10]
 KKT60198.1 Elongation factor G [Candidatus Giovannonibacteria 
bacterium 
GW2011_GWA1_44_25]
 KKU30045.1 Elongation factor G [Candidatus Giovannonibacteria 
bacterium 
GW2011_GWB1_46_20]
 OGF49402.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium GWA2_45_15]
 OGF59862.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_01_45_12]
 OGF61068.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_01_FULL_44_100]
 OGF71268.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_02_FULL_45_40]
 OGF83967.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_12_FULL_45_19]
 OGF84635.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_01_FULL_45_140]
 OGF88343.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_02_FULL_45_28]
 OGF94404.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_12_FULL_44_25]
Length=696

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 306/671 (46%), Gaps = 
67/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI +A 
T+  
Sbjct  12   
DIGIIAHIDAGKTTVSERVLFYTGVSHKIGEVHEGEAVMDWMEQERERGITITSAATTCF  71

Query  65   W------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118



            W       + ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++    
K
Sbjct  72   
WTKSYGGEKYRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQSETVWRQADK  131

Query  119  
MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------IK  155
              +P + FINK+D+ G    +   S+ ++L+ + +                       
IK
Sbjct  132  
YKVPRICFINKLDRMGASFVNSFNSILERLTPNAVAVNIPVGLEGDFSGVIDLMRMKFIK  191

Query  156  QTVSLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                   +IV EE      T+ E W     + +   +D L EKY+ G+ IS  +L    
+
Sbjct  192  
FEGEHGEKIVEEEIPAQKKTEAEEWRHKMVERIAGEDDALTEKYLEGKEISEAELRSALR  251

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE-------QGS  246
            R   D  L PV+ GSA K  G+Q ++D V               + P  E       
+  
Sbjct  252  
RATLDYKLVPVFCGSALKNKGVQMMLDGVVDYLPSPADLLPIKGYDPKTEAELTRESKDD  311

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK++      +  Y R+YSG L     V       +E++ +I  M    
+ E+
Sbjct  312  
VPFAALAFKLQTDPYVGQLTYFRVYSGILSAGSYVLNTRTGDKERIGRILRMHANHREEV  371

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                    G IV L   + +  D L DP           P P++   I PKT A 
+E++ 
Sbjct  372  KEMQAGEIGAIVGLK--
NTKTGDTLSDPEHPIVLESIVFPEPVVSLRIEPKTKADQEKMG  429

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L++ DP  R + D  T E I+S +G + LE++   +  ++K+E  V  P V 
Y E
Sbjct  430  
LALRRLSEEDPTFRIKGDEETMETIISGMGELHLEILVDRMKREFKVEANVGRPQVAYKE  489

Query  423  RPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A +   +I +      +  + L V P   G G ++ + +  G + Q F  
AV  G
Sbjct  490  
TVKKTAEAEGKYIRQSGGRGQYGHVWLRVEPNDRGKGFEFLNEIKGGIIPQEFIPAVEKG  549



Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  +E+G+  G+ + D ++    G Y+   S+ A F+    I L++A K +G  
LLEP 
Sbjct  550  
IKEAVEKGVVAGFPLVDMRVALYDGSYHDVDSSEAAFKIAGSIALQEASKRAGAVLLEPV  609

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P ++L     D       IE    + +  V   ++P   +  Y T L   
T G
Sbjct  610  
MKVEVVTPDQFLGDVTGDLSSKRGKIEQMSERGNARVVDAKVPLSEMFGYVTKLRSMTEG  669

Query  600  RSVCLTELKGY  610
            R+    E   Y
Sbjct  670  RASYTMEFDHY  680

>AMP50072.1 elongation factor G, domain IV [uncultured bacterium]
Length=351

 Score = 243 bits (619),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 132/343 (38%), Positives = 193/343 (56%), Gaps = 
11/343 (3%)

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
+
Sbjct  11   QGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--
ALKSSVRPDKPEE  68

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R +L+ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E  
Sbjct  69   
RSKLISALNVLFIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDEIK  128

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQNAV
Sbjct  129  
TIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNAV  188

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+LE
Sbjct  189  
FEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDILE  248



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +++
+ YT
Sbjct  249  
PMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSYT  308

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
             G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  309  KGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  346

>WP_015006842.1 MULTISPECIES: elongation factor G [Cycloclasticus]
 AFT68073.1 Translation elongation factor G-like protein 
[Cycloclasticus 
sp. P1]
 AGS38728.1 Elongation factor G [Cycloclasticus zancles 78-ME]
 SHI71022.1 translation elongation factor 2 (EF-2/EF-G) 
[Cycloclasticus sp. 
DSM 27168]
 PHR50752.1 elongation factor G [Cycloclasticus sp.]
Length=694

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 194/676 (29%), Positives = 307/676 (45%), Gaps = 
76/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGEATTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCEWNGHRMNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------------  154
              VIF+NK+D+ G D   VV  V + L A+ ++                           
Sbjct  126  
ARVIFVNKLDRMGADFYRVVDQVENVLDANPLVMVLPIGIEDDFTGVVDLLTRKAYVWDD  185

Query  155  -----KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREE  204
                   TVS  P  + ++   +E +     +  +E +D L+E Y+ GE  S + + 
R  
Sbjct  186  SGQPENYTVSEPPADMADK---



VEEYREKLIEMAVEQDDDLMEAYLEGEEPSMDDIKRCI  242

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIG  242
            ++       FP Y GSA K  GIQ ++DAV                      TG F  
+ 
Sbjct  243  
RKGTIALDFFPTYCGSAFKNKGIQLVLDAVVDFLPNPTEVKPQPETDDEGKETGNFAIVD  302

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPS  298
            E+G   L    FK+     G    ++R+YSG +   DTV     G+ E++ ++ EM    
Sbjct  303  EKGP--LRALAFKIMDDRFGA-
LTFIRIYSGVMNKGDTVLNTFTGKTERIGRLVEMHADE  359

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + E+   D A  G+IV ++    V+    L DP           P P++   ++PK    
Sbjct  360  RIEL---
DGAVAGDIVAVVGMKDVQTGHTLCDPKNPATLEPMVFPDPVISIAVSPKDKGG  416

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E++  A+ ++   DP  R E D  + E IL  +G + L++   +L   + ++  V 
+P 
Sbjct  417  
SEKMGIAIGKMIKEDPSFRVETDEDSGETILKGMGELHLDIKIDILKRTHGVDVSVGKPQ  476

Query  418  VIYMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K    S+T   +   +  +  I   + P   G G  +ES+V+ G + + 
+  
Sbjct  477  
VAYRETITKRLEDSYTHKKQSGGSGQFGKIDYVLEPAETGEGFSFESKVTGGNVPREYWP  536

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G    + +G L G+   D K+    G +++  S+   F   A     Q++ +
+G Q
Sbjct  537  
AVEKGFEKQMAKGVLAGYPCVDVKVTLMDGGFHAVDSSAVAFELAANGAYRQSMPKAGAQ  596

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            L+EP +   ++ P +++     D  +    I++       V    E+P   +  Y  
DL 
Sbjct  597  
LMEPIMKVDVFTPDDHVGDVIGDLNRRRGMIKSQDAGATGVRIKAEVPLSEMFGYIGDLR  656

Query  595  FYTNGRSVCLTELKGY  610
              T+GR     E   Y
Sbjct  657  TMTSGRGQFSMEFVHY  672



>WP_105992166.1 elongation factor G [Staphylococcus chromogenes]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 187/662 (28%), Positives = 315/662 (48%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDDFQAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E TDI         EA +A+I    E ND ++EKY+ GE IS ++L    ++   
D 
Sbjct  192  
TDIEETDIPEDMQDRAEEAREALIEAVAETNDDVMEKYLGGEEISVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADNPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSRQEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----



AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_104690681.1 elongation factor G [Helicobacter heilmannii]
Length=692

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 187/693 (27%), Positives = 318/693 (46%), Gaps = 
81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +



Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   +R++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIRERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V E  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYEVQEIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLAGEALSEEEIKKGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEIHVQSSDEGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L         DP  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCSEKDPVILERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P
Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   GSG ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKEPGSGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V D K+    G Y+   S+   F+    +  ++A + 



+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDFKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_009624947.1 GTP-binding protein [Desulfosporosinus sp. OT]
 EGW35855.1 small GTP-binding domain protein [Desulfosporosinus sp. 
OT]
Length=883

 Score = 256 bits (654),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 178/621 (29%), Positives = 299/621 (48%), Gaps = 
42/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MRKLVIGILAHVDAGKTTLSESILYLSGKIGKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEIGETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWQLLHMYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D  ++++ ++ +L    I  + V                +D 
+  
Sbjct  121  IPVFLFVNKMDQNGTDKDNLMKEIKKQLDDGCIEFEQVKTDG-----------
FYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++ +++ Y+    +   ++    ++ V++  +FP ++GSA K  GI+  M  +    
L 
Sbjct  170  CDEIMMDTYLEKGHVETAQI----
KKAVKERKVFPCFFGSALKLEGIEQFMQGIVKYALI  225

Query  239  



QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                ++  A L    FK+   + G R  +++L  G L+++D +  +  E+ K+ +
+RI S
Sbjct  226  PNYPDEFGAKL----FKITRDEQGNRLTHMKLTGGKLKVKDVLTNSIWEE-
KVNQIRIYS  280

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +    +    G +  +       P + + +      P   P          +    
I 
Sbjct  281  GQKFEAVNEIEAGSVFSVTGLSQTRPGEGLGIEKASNTPVLEP---------
VLFYQIIL  331

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+    R  ++  L Q+ + +P L    D    EI    +G VQ+E++ +L+  ++ 
++ 
Sbjct  332  PEGCDPR-
VMIPKLRQIEEEEPELHIVWDEQLQEIQAQIMGEVQIEILQSLIKSRFGVDV  390

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  ++Y E          H E  P   +A + L +TP   GSG+Q+    S   
L++
Sbjct  391  AFDAGRIVYKETIANVVEGVGHFE--
PLRHYAEVHLLLTPGETGSGLQFGVECSEDSLSK  448

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            S+Q      +     +G+  G  +TD KI    G  ++  +   DFR      + Q 
LKE
Sbjct  449  
SWQRLTLTHLEEKAHKGILTGSAITDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLKE  508

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + LLEP+ +F L  P + + RA +D  K   T E +Q   + VV  G  P   +
+ Y+
Sbjct  509  
AESILLEPFYAFQLELPVKMVGRAMNDIEKMHGTCEISQTNGEMVVLVGSAPVITMRNYQ  568

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  YT G       LKGY+
Sbjct  569  QEIVAYTKGLGRLFCSLKGYE  589

>WP_025085026.1 GTP-binding protein [Lactobacillus paralimentarius]
 KRL31997.1 translation elongation factor (GTPase) [Lactobacillus 
paralimentarius 
DSM 13238 = JCM 10415]
Length=651

 Score = 251 bits (641),  Expect = 6e-71, Method: Compositional 
matrix adjust.



 Identities = 195/619 (32%), Positives = 310/619 (50%), Gaps = 
37/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + + G V+ G    D+  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIVAHVDAGKTTLSEALLYKTGQLRKLGRVDNGDAFLDSDDLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+   ++ ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  T+ L++ L
+  +
Sbjct  61   
ANLQYENLRLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTKTLWNLLQNYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NKID  GVD   V++ +++KLSA  I     + S E  L ++T    ++ 
+  
Sbjct  121  IPTFIFVNKIDATGVDQAQVLEDLQNKLSAGCI-----TFSNE--LSDDT----
YEEIAL  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L +++    ++ + + +  Q+R     +FP Y+GSA K  GI   +         
Sbjct  170  QNDNILNQFLESGTLTDDTIRQMIQKR----
QIFPCYFGSALKISGIDEFLQGFENWTNE  225

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               Q        VFK+ + +  +R  ++++  G L  +D +     E  K  ++RI 
+  
Sbjct  226  T--QYDNDFGAKVFKISHDENDERLTWIKVTGGVLHNKDVLF----
EDQKANQVRIYNGA  279

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQR  358
            +         G I  +   +   N   G    L ++    DP   P+L  T+ PK     
Sbjct  280  KFELQQNIPAGGICAVTGLT---NTFPG--
LGLGKENNASDPTIQPVLTYTVDPKD-NDL  333

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
               L AL QL D DP L     +   EI +  +G VQLEV+  LL +++ L+    
+ S+
Sbjct  334  
HTCLTALRQLEDEDPQLHVTWSNQLEEIRVQIMGEVQLEVLQQLLLQRFNLDVDFSQGSI  393

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E   K      H E  P   +A + L + P   GSG+ ++S+ +L  L +++Q
+ V 



Sbjct  394  LYKETITKKVEGIGHFE--
PLRHYAEVHLLLEPAKPGSGLTFDSQCNLDTLGRNWQHQVL  451

Query  479  DGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESGT  533
              +      G L G  +TD KI    G   +  S   DFR      + Q L    +  
G 
Sbjct  452  
SNLSAKEHLGVLIGAPITDMKITLISGRASNVHSVGGDFREATWRAVRQGLMMLKQYDGC  511

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTD  592
            QLLEP+  F L   Q+ + RA +D  K   T +T +V  ++  V TG  P   +Q 
Y   
Sbjct  512  
QLLEPWYQFRLEVEQDQVGRAMNDIQKMNGTFDTPEVTNNQTNVLTGIAPVSQMQGYSKQ  571

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT+G+      + GY+
Sbjct  572  VRAYTHGQGQLECIVLGYR  590

>WP_007729153.1 GTP-binding protein [Brevibacillus sp. BC25]
 EJL20560.1 small GTP-binding domain containing protein 
[Brevibacillus sp. 
BC25]
Length=651

 Score = 251 bits (641),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 179/616 (29%), Positives = 298/616 (48%), Gaps = 
21/616 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER+RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHDIERKRGITVFAD-  59

Query  61   TSFQWHRCKV-
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             +   H+  V  ++DTPGH+DF +E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK 
Sbjct  60   
QAVMHHKGDVYYLIDTPGHVDFSSEMERAIGVMDYAIVIVSAVEGVQGHTETVWQLLRKH  119

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             IPT  FINK D+ G D     + +R +L+ D+   +  + +  IV EE  ++     
+ 
Sbjct  120  RIPTFFFINKTDRIGADASRTKEEIRSQLTGDVCSVKD-
NFANGIVGEELREM-----MT  173



Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E N+ LLE +I  E   +   +   Q  ++D SLFP   GSA +  G+   ++ ++ 
L  
Sbjct  174  ERNESLLEAFIE-
ERDDQAFWLGALQEMIRDGSLFPCTCGSALQDDGVVEFLNQLS-LLT  231

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRI  296
                  +A   G ++K+ +   G R  +++  SG L++R+ ++      R + KIT
++ +
Sbjct  232  
TASYDETAPFGGRIYKIRHAANGLRLTFVKALSGKLKVRELLSYESGGLRYEEKITQILL  291

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             +  +    +    G++  +    V L++   G    L   ++  +  P L++ +    
+
Sbjct  292  FNGRKSHSVEQVTAGDLFAV----
VGLSEAEAGQGVGLFSDKFAYETEPTLQSKVQFDGS  347

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               +++L A   L   DP L    +    EI +  +G +QLEV+  ++ E++       
+
Sbjct  348  
LHVQQVLGAFRILNAEDPSLNVVWEESLQEIHIRVMGLIQLEVLEQVVKERFGFVVSFGQ  407

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E    A +   H E  P   +A + L + P   GSG+ + S      LN 
S+QN
Sbjct  408  PEILYKETIQSAVTGYGHFE--
PLRHYAEVHLLLEPGERGSGIHFTSVCHPDELNFSYQN  465

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             VR  +      GL  G  VTD KI    G  ++  +   DFR      L Q L++
+   
Sbjct  466  
LVRSHLYEREHHGLLTGMPVTDMKITLLRGRAHNEHTNGGDFREATFRALRQGLEKAENL  525

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +      + R   D  +   + E  Q+     V TG +P      Y 
T+ A
Sbjct  526  
LLEPYYDFKIKVGMNEMGRVLSDIQRASGSFEPPQMSDTHAVITGRVPVATFMNYSTEFA  585

Query  595  FYTNGRSVCLTELKGY  610
             +T+GR        GY
Sbjct  586  SFTHGRGSIRCVFGGY  601



>WP_010766236.1 elongation factor G [Enterococcus moraviensis]
 EOH96552.1 elongation factor G [Enterococcus moraviensis ATCC 
BAA-383]
 EOT65978.1 elongation factor G [Enterococcus moraviensis ATCC 
BAA-383]
 ALS36221.1 elongation factor G [Enterococcus rotai]
 OJG68250.1 elongation factor G [Enterococcus moraviensis]
Length=695

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 313/675 (46%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMCGSAFKNKGVQIMLDAVLDYLPSPLDIDAIKGIDVKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368



Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            + G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  FSGDI----AAAVGLKDTTTGDTLCAMDAPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    PL  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_006245076.1 elongation factor G [Mycobacterium tusciae]
Length=701

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 185/668 (28%), Positives = 320/668 (48%), Gaps = 
73/668 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   



KVRNIGIMAHIDAGKTTTTERILYYTGISYKIGEVHDGAATMDWMEQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  72   
TCFWNDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P + F+NK+D+ G D    V+++ ++L A++I              I   V ++ +
+   
Sbjct  132  
PRICFVNKMDKIGADFYFSVRTMEERLGANVIPIQLPVGSEGDFEGIVDLVEMNAKVWRG  191

Query  165  -----VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    E  DI A              +AV E ++ LLEKY  GE +S E++    
++
Sbjct  192  
ETKLGETYETVDIPADLAEKADEYRTKLLEAVAETDESLLEKYFGGEELSVEEIKGALRK  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
               ++  + V  GSA K  G+QP++DAV                           
+P  +
Sbjct  252  
LTINSEAYLVLCGSAFKNKGVQPMLDAVIDYLPSPLDVESVSGHAPGKEEEILIRKPSTD  311

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSK  299
            +  +AL    FKV       +  Y+R+YSGT+     V  A    +E+L K+ +M    
+
Sbjct  312  EPFSALA---
FKVATHPFFGKLTYVRVYSGTVESGSQVINATKGKKERLGKLFQMHSNKE  368

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              + R    +   ++ L   +    D L DP +         P P++   I PKT 
+ +E
Sbjct  369  NPVERASAGHIYAVIGLKDTTT--
GDTLSDPNQQVVLESMTFPDPVIEVAIEPKTKSDQE  426

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +LA+ DP  +  +D  T + ++  +G + L+++   +  ++K+E  V 
+P V 
Sbjct  427  
KLGTAIQKLAEEDPTFKVHLDQETGQTVIGGMGELHLDILVDRMKREFKVEANVGKPQVA  486

Query  420  YME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYLNQSFQ  474
            Y E   R +     T   +   +  +A + +S+ P S   G  Y  E++V+ G + 



+ + 
Sbjct  487  
YKETIKRTVDKVEFTHKKQTGGSGQFAKVLISIEPFSGEDGATYEFENKVTGGRIPREYI  546

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G +  ++ G L G+ + + K+    G Y+   S+   F+     VL++A  
++  
Sbjct  547  
PSVDAGAQDAMQYGVLAGYPLVNLKVTLLDGAYHEVDSSEMAFKVAGSQVLKKAAAQAQP  606

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP ++  +  P+EY+     D       I+  + +    V   ++P   +  Y  
DL
Sbjct  607  
VILEPVMAVEVATPEEYMGDVIGDLNSRRGQIQAMEERAGARVVKAQVPLSEMFGYVGDL  666

Query  594  AFYTNGRS  601
               T GR+
Sbjct  667  RSKTQGRA  674

>WP_049474640.1 elongation factor G [Streptococcus parasanguinis]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEVEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  658



Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_088014607.1 elongation factor G [Bacillus acidiceler]
Length=692

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 308/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIVDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  +                  AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYKEQAEEYRGRLIEAVAELDEELMMKYLEGEEITIPELKAAIRTA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIG---------------------EQG  245
                  +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTDEEKVVPSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364



Query  302  IVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>KKS90154.1 Elongation factor G [Microgenomates group bacterium 
GW2011_GWC1_43_11]
Length=725

 Score = 253 bits (646),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 322/672 (48%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T



Sbjct  43   
KVRNIGIIAHIDAGKTTTTERILYYTGRSYKIGDIDEGTTVMDWMEQERERGITIVSAAT  102

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  + NI+DTPGH+DF AEV RSL VLDG I V+  ++GVQ+Q+  ++    
K  +
Sbjct  103  
TTFWNGYRFNIIDTPGHVDFTAEVERSLRVLDGGITVLDGEEGVQSQSETVWRQADKYKV  162

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKL-------------------
SADIIIKQT-----  157
            P + F+NK+D+ G DL + V S+ ++L                   + D++ ++      
Sbjct  163  
PRICFVNKMDKMGADLWTTVTSIEERLGVRTAVMVVPIGRESSYIGNVDLLTRKAFIWHS  222

Query  158  --------VSLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                    V   PE + +  E    E  + + E +D LLEKY+ GE  + ++L    
++ 
Sbjct  223  
DDLGATFDVKDVPEEIKKEVEKHRHELIERISETDDALLEKYLNGEEPTVDELKIALRKA  282

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS------AA  248
            V    L PVY G++ +  G+QPL+DAV              G     GE+ +       
+
Sbjct  283  
VIGYKLVPVYAGTSLRNKGVQPLLDAVVDYLPSPLDLPEVEGTDPKTGEKITRKRTIDES  342

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK--
ITEMRIPSKGEIVRTD  306
              G  FK++      +  Y+R+YSG + +  + A    + LK  I  + +    +     
Sbjct  343  FSGLAFKIQIDPHVGKLTYVRIYSGKI-
VSGSYAYNSSKGLKERIGRLLLMHANQREEIR  401

Query  307  TAYPGEIVILPS--DSVRLNDV--
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A+ GEIV +    D++  + +  +G P  L +  +   P P++   I PKT    
E++ 
Sbjct  402  EAFAGEIVAVVGFKDTITGDTISDVGKPIVLEQISF---
PEPVISLAIEPKTKNDLEKMG  458

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + + +  T++ I+  +G + L+++   +  ++K+E  V  P V 
Y E
Sbjct  459  
YALQRLAEEDPTFKIKSNLETNQTIIWGMGELHLDILVDRMKREFKVEANVGAPQVAYKE  518

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                +A        +   +  +    L V P + G G ++ + +  G + + F N 
+  G



Sbjct  519  
TITTSAEGEGKYIKQTGGHGQYGHCFLRVEPKNRGEGYEFINEIKGGTIPREFINPIEKG  578

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +E G+  G+ + D  +    G ++   S+   F+    + L+ A+K++   
LLEP 
Sbjct  579  
AKEAMENGILAGYPLVDMSVAVYDGSFHEVDSSEIAFKIAGSMALQNAVKQAAPTLLEPI  638

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P EY+     D     A I   Q +    +    +P   +  Y T L   
+ G
Sbjct  639  
MKVEVTTPDEYMGDVIGDLSSKRAQILGTQKRGLATIIVAHVPLAELSGYATILRSLSKG  698

Query  600  RSVCLTELKGYQ  611
            R+    E   Y+
Sbjct  699  RASYYMEPSHYE  710

>WP_099080208.1 elongation factor G [Vibrio sp. PID17_43]
 PHJ41001.1 elongation factor G [Vibrio sp. PID17_43]
Length=695

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 309/672 (46%), Gaps = 
65/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+ ++
Sbjct  66   
TCFWNDHRLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYADESHV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
              +IF+NK+D+ G D   VV  V++ L A                    ++ Q   
+  +
Sbjct  126  
SRLIFVNKLDRMGADFFKVVDQVQNVLGATPLVMTLPIGIEDDFCGVVDVLSQKAYIWDD  185

Query  164  IVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207



              L EN +++   A                 +E +D L+  Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEVQDIPADLVDQAAEYREMLIETAVEQDDDLMMAYMDGEEPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAALC  250
             +D + FP Y GSA K  GIQ ++DAV                     +P GE  + 
+  
Sbjct  246  
TRDLAFFPTYCGSAYKNKGIQLILDAVVDYLPSPTEVDPQPLTNPETGEPTGEVATVSAD  305

Query  251  GSVFKVEYTDCGQR---RVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             S+  + +     R     ++R+Y+G ++  DT+   A    E++ ++ EM    + 
EI 
Sbjct  306  
ESLKALAFKIMDDRFGALTFIRIYAGKMKKGDTILNSATGKTERIGRMVEMHANERNEI-  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D+A  G+I+ ++   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  --
DSAQAGDIIAVVGMKNVKTGHTLCDPKHECTLEPMIFPEPVISIAVKPKDKNGSEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV  G
Sbjct  483  
TITQAVEDSYTHKKQSGGSGQFGKIDYRIRPGEAGSGFTFKSTVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                ++ G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLEP 
Sbjct  543  
FASMMDNGVLAGFPTLDVEVELFDGGFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKGDVPLSEMFGYIGTLRTMTSG  662



Query  600  RSVCLTELKGYQ  611
            R     E   Y 
Sbjct  663  RGQFSMEFSHYN  674

>WP_102426766.1 elongation factor G [Vibrio breoganii]
 PMG99803.1 translation elongation factor G [Vibrio breoganii]
Length=694

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 193/675 (29%), Positives = 311/675 (46%), Gaps = 
70/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
              +IF+NK+D+ G D  +VV  V++ L A                   D++ ++   
+  
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLTRKAY-VWD  184

Query  163  EIVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +  L EN +I                E  +  +E +D L+  Y+ GE  S E + R  
++
Sbjct  185  
DTGLPENYEIQDVPANMVDDVEQYREELIETAVEQDDDLMMAYMDGEEPSIEDVKRCIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-  252
               + S FP Y GSA K  G+Q ++DAV            QP+      E G  A+  
+ 
Sbjct  245  
GTNNLSFFPTYCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDDEGNENGQHAIVSAD  304

Query  253  ------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   
+ E+
Sbjct  305  ETFKALAFKIMDDRFGA-



LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNEL  363

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++
Sbjct  364  T---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKM  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P 
V Y 
Sbjct  421  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYR  480

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV 
Sbjct  481  ETITQPIE-
DSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFSFKSSVVGGNVPKEFWPAVE  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  540  
KGFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T
Sbjct  600  
PIMHVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTIT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>PJE68745.1 elongation factor G [Candidatus Shapirobacteria 
bacterium CG10_big_fil_rev_8_21_14_0_10_38_14]
Length=705

 Score = 253 bits (645),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 182/670 (27%), Positives = 314/670 (47%), Gaps = 
61/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  ER+RGITI 



+A T
Sbjct  17   
KVRNIGIIAHIDAGKTTTTERILYYTGKTYKIGDIDEGTTQMDWMEQERERGITIMSAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG ++V  A++GVQ+Q+  ++    
K  +
Sbjct  77   
TTFWKEHRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAEEGVQSQSEAVWRQADKYQV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-------
IVLEENTDI--  172
            P + F NK+D+ G D    ++ ++D+L A  ++   + +  E       +VLEE   
I  
Sbjct  137  PRICFANKMDKLGADFNRTIEMIKDRLGATPVV-
LALPIGSEKDFKGVVLVLEEKALIWP  195

Query  173  ---------------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                                       E  + + EN++++++KY+AGE ++  +L 
+  +
Sbjct  196  
EKDETGEKYEETEVPENLKESVKQVKEELIEKLAENDEEVMDKYLAGEKLTISELKQGLR  255

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIGE------------------QGS  246
            R      L PVY GS+ +  G+QP++D V      P+                       
Sbjct  256  
RATIANLLIPVYCGSSLRNKGVQPMLDGVVDFLPSPLDAPQIEGNNPETNEKEKRETDSE  315

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKIT-
EMRIPSKGEIVRT  305
              L    FK++      R  Y+R+YSGTL   +T+  + +   + T  + +    +    
Sbjct  316  
GPLTALAFKIQTDPHVGRLTYIRIYSGTLTTGETIWNSTKHHQERTGRLLLMHANQREMI  375

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  GEIV ++        D L    +         P P++   I PKT A +E+
+  A
Sbjct  376  
DKAMAGEIVAVVGLKETTTGDTLCQKDKPIVLESISFPDPVISLAIEPKTKADQEKMGYA  435

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  + + +  T + I+S +G + LE++   +  ++ +      P V Y 
E  
Sbjct  436  
LKKLLEEDPTFKIKSNLETGQTIISGMGELHLEILVDRMKREFNVLANTGRPQVAYKETV  495

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K   A      +      +    L + P   G G ++++ +    +   F  A+  



G++
Sbjct  496  
TKTETAEGKYIRQSGGRGQYGHCFLRIEPKERGKGFEFKNEIRGTAIPSEFIPAIEKGVK  555

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ + D ++    G Y+   S+   F+      L+ A+K++   
LLEP + 
Sbjct  556  
EAMEKGVLAGYPLVDMQVAVYDGSYHEVDSSEIAFKIAGSQALQTAVKKAEPILLEPVMR  615

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++++     +     A I   + +    + T  +P   +  Y T L   T 
GR+
Sbjct  616  
LEVTAPEKFMGDVIGNLSSKRAQILNTESRGMVRIITALVPLAEVPGYSTTLRSMTQGRA  675

Query  602  VCLTELKGYQ  611
                E   YQ
Sbjct  676  TFYMEPSHYQ  685

>WP_061320868.1 GTP-binding protein [Clostridium botulinum]
Length=651

 Score = 251 bits (641),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 164/612 (27%), Positives = 297/612 (49%), Gaps = 
23/612 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINKID+ G + ++V++ ++   +    +I +++S        EN   E  + + E 
++ 
Sbjct  125  FINKIDRVGANAENVIEEIKLNFTKKAFLIDKSLS-------
NENLSFELIEFIAEQDEC  177

Query  185  LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGE  243



            LLEKY+  +   ++  ++  ++ ++ + +FP + GSA + +GI+  ++ +  L +    
E
Sbjct  178  LLEKYLE-
DNYDKKLWLKSMKKLIKSSEIFPCFSGSALQDIGIEDFLENLHILTYTEYNE  236

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKG  300
            +      G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  
Sbjct  237  E--
EKFSGRVYKIRHDEQNNRLTYVKALSGSLKVKDEIALPNIENDFCEKVNEIRIYNGD  294

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            + +  D A  G+I  +      LN   +GD     + +   + +P L++ +    +   
+
Sbjct  295  KYINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDESLNVK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++
Sbjct  351  
DVLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E  +       H E  P   ++ + L + P    SG+ +E+      L    QN 
V+ 
Sbjct  411  YKETIMDTVIGYGHFE--
PLKHYSEVHLKLEPAKRNSGITFENLCHTDDLTIGNQNLVKT  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      G+  G  +TD KI    G  ++  ++  DFR      L Q L++    
LLEP
Sbjct  469  
HVFEKDHHGILTGSPITDLKITLLTGRAHNKHTSGGDFREATFRALRQGLEKDKNVLLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y SF +  P + + R   D  K   +    +   + V   G  P      Y  +   
+T 
Sbjct  529  
YYSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIDNRVTIKGRGPVATFMNYSIEFISFTK  588

Query  599  GRSVCLTELKGY  610
            G+        GY
Sbjct  589  GKGKFNFLFDGY  600

>WP_010874145.1 MULTISPECIES: elongation factor G [Synechocystis]
 P28371.2 RecName: Full=Elongation factor G 1; Short=EF-G 1



 BAA18663.1 elongation factor EF-G [Synechocystis sp. PCC 6803]
 BAK51707.1 elongation factor EF-G [Synechocystis sp. PCC 6803]
 BAL30705.1 elongation factor EF-G [Synechocystis sp. PCC 6803 
substr. GT-I]
 BAL33874.1 elongation factor EF-G [Synechocystis sp. PCC 6803 
substr. PCC-N]
 BAL37043.1 elongation factor EF-G [Synechocystis sp. PCC 6803 
substr. PCC-P]
 BAM53475.1 elongation factor G [Synechocystis sp. PCC 6803]
 AGF53213.1 elongation factor EF-G [Synechocystis sp. PCC 6803]
 ALJ69087.1 elongation factor G [Synechocystis sp. PCC 6803]
 AVP90953.1 elongation factor G [Synechocystis sp. IPPAS B-1465]
Length=695

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 202/661 (31%), Positives = 311/661 (47%), Gaps = 
70/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGRIHKLGEVHEGESTMDFMEQEAERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQLNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            I+INK+D+ G D   VV+ V   L A                   DI+ ++      
S  
Sbjct  130  
IYINKLDRTGADFYRVVKQVETVLGAKPLVMTLPIGTENDFVGVVDILTEKAYIWDDSGD  189

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            PE    E TDI A              +  +E +D L+EKY+ GE IS + + R  
+   
Sbjct  190  PEKY--
EITDIPADMVDDVATYREMLIETAVEQDDDLMEKYLEGEEISIDDIKRCIRTGT  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP----
IGEQGS--------AA  248
            +    FP Y GS+ K  G+Q ++DAV            QP     GE+          
A 
Sbjct  248  
RKLDFFPTYGGSSFKNKGVQLVLDAVVDYLPNPKEVPPQPEVDLEGEETGNYAIVDPEAP  307



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+     G    + R+YSGTL   DT+   A    E++ ++ EM   S+ 
EI  
Sbjct  308  LRALAFKIMDDRFGA-
LTFTRIYSGTLSKGDTILNTATGKTERIGRLVEMHADSREEI--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             ++A  G+IV I+   +V+    L DP           P P++   I PK     E
+L  
Sbjct  365  -
ESAQAGDIVAIVGMKNVQTGHTLCDPKNPATLEPMVFPDPVISIAIKPKKKGMDEKLGM  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL+++   DP  + E D  + E I+  +G + L++   +L   + +E  + +P V 
Y E 
Sbjct  424  
ALSKMVQEDPSFQVETDEESGETIIKGMGELHLDIKMDILKRTHGVEVEMGKPQVAYRES  483

Query  424  PLKAASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +  S T +H +       +A I   V P   GSG Q+ES+V+ G + + +  AV
+ G 
Sbjct  484  
ITQQVSDTYVHKKQSGGSGQYAKIDYIVEPGEPGSGFQFESKVTGGNVPREYWPAVQKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               + +G L G+ V D K+    G ++   S+   F   A     Q+L ++  Q
+LEP +
Sbjct  544  
DQSVVKGVLAGYPVVDLKVTLTDGGFHPVDSSAIAFEIAAKAGYRQSLPKAKPQILEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  ++ P++++     D  +    I++ +     V    ++P   +  Y  DL   
T+GR
Sbjct  604  
AVDVFTPEDHMGDVIGDLNRRRGMIKSQETGPMGVRVKADVPLSEMFGYIGDLRTMTSGR  663

Query  601  S  601
             
Sbjct  664  G  664

>WP_086273290.1 elongation factor G [Enterococcus sp. 8G7_MSG3316]
 OTN75202.1 elongation factor G [Enterococcus sp. 8G7_MSG3316]
Length=694

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 311/674 (46%), Gaps = 



71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+
Sbjct  69   
TAQWKENRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P V+F NK+D+ G D    V ++ D+L A+              + I   V +  E
+   
Sbjct  129  
PRVVFCNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFVGIIDLVKMKAEMYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  T+I             E W     +AV + +++L+ K++ GE I+  +L    
++  
Sbjct  189  
DLGTEIQETEIPEDYIELAEEWREKLIEAVADTDEELMMKFLDGEEITEAELKAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 FPV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LTVDFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDVPAIKGINPKTDEETDRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLNSGSYVLNASKDKRERIGRILQMHANTRAEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
             T Y G+I    + +V L D     T    K        E P P++   + PK+ A 
+++
Sbjct  366  QTVYSGDI----
AAAVGLKDTTTGDTLCDEKSPVILESIEFPEPVIEVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E ++ T E +++ +G + L+V+   +  ++K+E  V  P 



V Y
Sbjct  422  
MGIALQKLAEEDPSFRVETNAETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRAATQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   FR  A + L  A K++   
+LE
Sbjct  542  
KGLEDSMANGVLAGYPLVDIKAKLYDGSYHDVDSSETAFRVAASMALRAAAKKANPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +  ++  P++YL             +E  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMKVVITVPEDYLGDVMGHVTARRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLRSST  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMTFDHYE  675

>WP_009218305.1 GTP-binding protein [Lachnospiraceae bacterium oral 
taxon 500]
 EGG92721.1 hypothetical protein HMPREF0491_00018 [Lachnospiraceae 
oral taxon 
107 str. F0167]
Length=868

 Score = 256 bits (653),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 182/610 (30%), Positives = 305/610 (50%), Gaps = 
33/610 (5%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            +INIG+LAHVDAGKTTL E++LY +G + + G V+ G +  D    ER+RGITI + 
+ +
Sbjct  1    
MINIGVLAHVDAGKTTLIEAILYKTGKLRKMGRVDFGDSFLDNDEYERKRGITIFSKIAA  60

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +     +NI+DTPGH+DF AE+ R+L++LD AILVIS  DGVQ+ +  LF  LR+ 
NIP
Sbjct  61   



TKLEDIDINIIDTPGHVDFSAEMERTLSILDIAILVISGSDGVQSHSHTLFRLLREANIP  120

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            T+IF+NKID    D + V++ ++  LS +II     S + + + EE         V   
+
Sbjct  121  TIIFVNKIDSDKFDKEKVLEELKKSLSNNII---DFSKTNKNIREE---------
VASCD  168

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            + L+EK+I GE IS++ +        +    FPV +GSA K + I+ +++ +   F    
Sbjct  169  ESLIEKFIEGEEISKKDI----
SFCFETLKAFPVVFGSALKLINIEEILELIKKYFHE--  222

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            +  +  L G ++K++Y + G R  +++L  G++ ++DT+     +  KI ++R     
+ 
Sbjct  223  KAYNDKLSGIIYKIKYDENGSRLSFIKLTGGSIYVKDTL-----
KDEKINQIRFYDGEKY  277

Query  303  VRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D    G+I+ +   S  +  D  GD  +   K      LP+L   +         
++
Sbjct  278  STKDKGVAGDIIAVTGLSKSQAGDTFGDIKKPVTK-----
LLPVLSYNMIFPEEISLNQI  332

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L Q+ D  P ++ E +     I ++ +G VQ++++ +L++E+  +     +  
+IY 
Sbjct  333  
YPKLLQIFDEIPEIKMEYNEELERIKVNLMGEVQIDLIKSLINERLCISCDFVDGGIIYK  392

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + + ++    GSG+ + + VS   L +++Q+ V
++ I
Sbjct  393  ESIKGYIEGVGHFE--
PLKHYAEVHILISEGERGSGITFINEVSDDELPKNYQSQVKNII  450

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G L G  +TD  +    G  +   +   DF       +   L  + + 
LLEPY 
Sbjct  451  
ENSKFRGVLTGSELTDVVLTLVAGRAHEKHTEGGDFLEAVNRAVRHGLMYATSVLLEPYY  510

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +  P   L R  +D     A  E +    D V   G  P   IQ Y + L  
YT G 



Sbjct  511  DFEINIPMNCLGRLLNDLNNMNAE-
EISYEGSDTVFVKGFAPTINIQNYGSTLLSYTKGI  569

Query  601  SVCLTELKGY  610
                  LKG+
Sbjct  570  GQITFGLKGF  579

>WP_003026447.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFW07035.1 elongation factor G [Streptococcus anginosus 1_2_62CV]
 EGL45458.1 translation elongation factor G [Streptococcus anginosus 
SK52 
= DSM 20563]
 BAN60820.1 translation elongation factors [Streptococcus anginosus 
subsp. 
whileyi MAS624]
 AGU82338.1 elongation factor G [Streptococcus anginosus C1051]
 AGU84292.1 elongation factor G [Streptococcus anginosus C238]
 GAD36006.1 translation elongation factors [Streptococcus anginosus 
SK52 
= DSM 20563]
 GAD40060.1 translation elongation factors [Streptococcus 
intermedius SK54]
 GAD45767.1 translation elongation factors [Streptococcus anginosus 
T5]
 ETI85100.1 Elongation factor G [Streptococcus anginosus DORA_7]
 ALL03801.1 Translation elongation factor G [Streptococcus 
anginosus]
 KUM00186.1 elongation factor G [Streptococcus anginosus]
 SCQ09941.1 Elongation factor G [Streptococcus anginosus]
 OFL62642.1 elongation factor G [Streptococcus sp. HMSC057E02]
 OFP44433.1 elongation factor G [Streptococcus sp. HMSC066E07]
 OFP81611.1 elongation factor G [Streptococcus sp. HMSC056D07]
 OFQ52223.1 elongation factor G [Streptococcus sp. HMSC066F10]
 OFR38719.1 elongation factor G [Streptococcus sp. HMSC071H03]
 OFR62288.1 elongation factor G [Streptococcus sp. HMSC073A12]
 OHO24419.1 elongation factor G [Streptococcus sp. HMSC034B04]
 OHO25232.1 elongation factor G [Streptococcus sp. HMSC034A12]
 OHO35563.1 elongation factor G [Streptococcus sp. HMSC034E12]
 OHO38549.1 elongation factor G [Streptococcus sp. HMSC034F02]
 OHR60905.1 elongation factor G [Streptococcus sp. HMSC034B03]
 OHR63062.1 elongation factor G [Streptococcus sp. HMSC034F03]
 OHS89252.1 elongation factor G [Streptococcus sp. HMSC36C04]
 ORE82441.1 elongation factor G [Streptococcus anginosus SK52 = DSM 
20563]
 PLA00723.1 elongation factor G [Streptococcus anginosus]
 PLA01820.1 elongation factor G [Streptococcus anginosus]
 PLA06080.1 elongation factor G [Streptococcus anginosus]
 PLA09617.1 elongation factor G [Streptococcus anginosus]
 PLA56055.1 elongation factor G [Streptococcus anginosus]
 PLA65852.1 elongation factor G [Streptococcus anginosus]
 PLA72552.1 elongation factor G [Streptococcus anginosus]
 PRT62564.1 elongation factor G [Streptococcus anginosus]
 PRT67341.1 elongation factor G [Streptococcus anginosus]



 PRT69186.1 elongation factor G [Streptococcus anginosus]
 PRT69455.1 elongation factor G [Streptococcus anginosus]
 PRT74464.1 elongation factor G [Streptococcus anginosus]
 PRT74953.1 elongation factor G [Streptococcus anginosus]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 313/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEEN------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+         + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPADYLEQAQEWREKLVEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  E+            
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTEEEETRPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRER  360



            +T Y G+I    + +V L D   GD     + +      E P P+++  + PK+ A 
+++
Sbjct  366  ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R   +A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPTILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_054981439.1 elongation factor G [Pseudoalteromonas sp. P1-9]
 KPV93800.1 Elongation factor G 1 [Pseudoalteromonas sp. P1-9]
Length=693

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 194/691 (28%), Positives = 317/691 (46%), Gaps = 
74/691 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V   L A+ +++   + +  E      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDEFCGVVDVLEKKAYV--
WDET  186

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E++    
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHEMLIESAVEQDDDLMEAYMEGEIPSLEQIKACIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV-------  253
            ++ + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V       
Sbjct  247  
RELAFFPTYCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVSADE  306

Query  254  ------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + 
EI 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADDRNEIT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYRE  482

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITQEIEDSYTHKKQSGGSGQFGKIDYRIKPGEQNSGFTFSSSVVGGNVPKEFWPAVEKG  542



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FASMMEEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGYQAA---VGQPVIQPRRPNSR  627
            R     E   Y A    V + VI  ++  ++
Sbjct  663  RGQFSMEFSHYSACPANVAETVIAEQKEKNK  693

>KKQ31333.1 Elongation factor G [Candidatus Shapirobacteria 
bacterium GW2011_GWF2_37_20]
 KKQ50138.1 Elongation factor G [Candidatus Shapirobacteria 
bacterium GW2011_GWE1_38_10]
 KKQ64731.1 Elongation factor G [Candidatus Shapirobacteria 
bacterium GW2011_GWF1_38_23]
Length=703

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 201/690 (29%), Positives = 319/690 (46%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+D GKTT TE LL+ +G I + GSV++GTT TD+M  E++RGITIQ
+A  
Sbjct  17   
KVRNIGIIAHIDGGKTTTTERLLFYTGKIHKIGSVDEGTTTTDSMVQEKERGITIQSACI  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  +   ++NI+DTPGH+DF AEV RSL VLDGAI++     GVQAQ+  ++    
K  +
Sbjct  77   
TTFFKSYRINIIDTPGHVDFTAEVERSLRVLDGAIMIFDGNAGVQAQSETVWRQADKYQV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTVSLS  161
            P + F+NK+D+ G   Q  + S+  KL   I+                    +K  
V   
Sbjct  137  
PRLAFVNKMDKVGASFQGTLDSINQKLRCPIVPVVLPIGEEHAFMGVIDLMEMKMIVYDK  196



Query  162  PEIVLEENT-DI--EAWDAVIE-----------
NNDKLLEKYIAGEPISREKLVREEQRR  207
             E  +E  T D+  E  DA  +            ++ L+EK++  + IS  +L    
++ 
Sbjct  197  
DEEGMEFTTKDVTPEYLDAATKARATMVEKIAGEDETLMEKFLNDQDISVPELKAVLRKA  256

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAA  248
              D  LFPV+ G+A +  GI P++DA+   L  PI                    + 
S  
Sbjct  257  
TIDRRLFPVFCGAAWRNKGIHPILDAIVDYLPSPIDLPPTEGFDVVSNEKLYRKPENSEP  316

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
              G +FKV+         Y+R+YSGT++    V  A ++K  +I  + +    +    
+ 
Sbjct  317  
FSGLLFKVQSDPHVGTLSYVRIYSGTVKTGQEVYNATKQKSERIGRLLLMHADKREGIEE  376

Query  308  AYPGEIV--ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             Y GEI+  I   +S+   D L D   P  L   ++ E   P++  +I P+TA  
+E++ 
Sbjct  377  GYAGEIIACIGLKESI-TGDSLCDKNHPISLSPIQFSE---
PVISLSIEPETADDQEKMG  432

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L   DP  R   +  T + I++ +G + LE++   L  ++ +      P V 
Y E
Sbjct  433  
AALNRLTSEDPTFRVSYNHETGQTIIAGMGELYLEIIVDRLKREFGVAVKTGAPQVAYRE  492

Query  423  R---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
                P       IH +   +  +    + V P + G G+++ + +  G +  +F  
A+  
Sbjct  493  TISAPADGEGKYIH-
QSGGHGQYGHCKVRVEPKNRGEGIEFVNAIKGGVIPANFVPAIEK  551

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+R  L +G+  G+  TD KI    G Y+   S+ A F+      ++ A   +   
+LEP
Sbjct  552  
GVRETLAKGIIAGYPCTDIKISVYDGSYHEVDSSEAAFKLAGSYAIKDAFGLARPLILEP  611

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             + F +  P E+L     D       I               IP   ++ Y T +   
T 
Sbjct  612  



IMKFEVATPSEFLGTVIGDLSSRRGQIAGTTDAFGFSTIDATIPLEAVRGYATVIRSLTQ  671

Query  599  GRSVCLTELKGYQAAVGQPVIQPRRPNSRL  628
            GR     E   Y      PV  PR    RL
Sbjct  672  GRGSFYMEPSHY-----DPV--PREIQERL  694

>WP_022765010.1 GTP-binding protein [Butyrivibrio sp. XPD2006]
Length=899

 Score = 256 bits (654),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 187/621 (30%), Positives = 300/621 (48%), Gaps = 
39/621 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+E LLY SGAI   G V+   T  DT  LER RGITI 
+   
Sbjct  3    
KNLTIGILAHVDAGKTTLSEGLLYLSGAIRNMGRVDHRDTFLDTYELERSRGITIFSKQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F++      ++DTPGH DF  E+ R+L VLD A+LVISA D V +Q ++LF  L    
+
Sbjct  63   
MFEYEGINFTLLDTPGHADFSPEMERTLQVLDVAVLVISAPDRVTSQAKVLFKLLSHYQV  122

Query  122  PTVIFINKIDQA---
GVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
            PT+IF+NK+DQ    G+    ++ +++  LS+ +     V  S  +     +D E  
+ +
Sbjct  123  PTIIFVNKMDQTDAQGIGKDDIMAALKSDLSSHV-----VDFSGSV-----
SDAETQEEI  172

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D+LLE ++ G  + +  ++    R ++    FP  +GSA K  G++ L+D V
+   
Sbjct  173  AVCDDELLEGFLEGRAVDKNDII----
RLIRARKCFPCRFGSALKMDGVKELLDLVSAYI  228

Query  239  QPIGEQG----
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
                E      S A    VFK+   +   R  ++++ SG+L++RD +        
KI ++
Sbjct  229  PASDETSENRISKAFGARVFKISRDENNNRLTHMKIISGSLKVRDQIG-----
DDKIDQI  283

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            R+ S         A  G I  +      R  + LG    L  +   E   P+L +T
+   



Sbjct  284  RLYSGDRYTAVKEAETGMICAVTGLTGTRAGEGLG---
TLEGETVTEVLQPILSSTLILP  340

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              A   ++   L  L + +P+L       T  I++  +G VQ E++  L+  ++ L
+   
Sbjct  341  
EEADAIQVYGKLKALEEEEPMLLLNYVESTKSIVVQTMGEVQKEILKHLIKSRFDLDVGF  400

Query  414  KEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                ++Y E    P++   H       P   +A + L + P   GSG+  ++  +   
L 
Sbjct  401  GPGHIVYKETIAAPVEGVGH-----
YEPLRHYAEVHLLLEPGEPGSGIVTDNVCNTDDLA  455

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             ++Q  ++  I      G L G  +TD KI    G  +   +   DFR      + 
Q L 
Sbjct  456  
LNWQRLIQTHITEKKHLGVLTGSEITDIKITLLAGRAHEKHTEGGDFRQATYRAIRQGLM  515

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            E+ + LLEP   + +  PQE++ RA  D  +   T+ +  ++  + + TG +PA C
+  Y
Sbjct  516  
EANSILLEPVFDYRIELPQEFVGRALSDMQRMNGTVSSPDIEGGKSILTGTVPAACLGDY  575

Query  590  RTDLAFYTNGRSVCLTELKGY  610
             T L+ YT G     T L GY
Sbjct  576  STTLSSYTRGEGRIFTTLSGY  596

>WP_046967036.1 elongation factor G [Luteibacter rhizovicinus]
 KLD67585.1 translation elongation factor G [Luteibacter 
rhizovicinus DSM 
16549]
 KLD74999.1 translation elongation factor G [Xanthomonas hyacinthi 
DSM 19077]
 APG03152.1 translation elongation factor G [Luteibacter 
rhizovicinus DSM 
16549]
Length=691

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 198/672 (29%), Positives = 310/672 (46%), Gaps = 
64/672 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            N+GI+AHVDAGKTTLTE LLY +G I   G V  G T TD M LER+RGITI AA     
Sbjct  17   
NLGIIAHVDAGKTTLTERLLYKTGTIHRTGEVHDGATTTDHMELERERGITIGAAAVRAN  76

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V S   GVQ Q+  +
+H  R
Sbjct  77   WTPDGGQPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVTVFSGVAGVQPQSETVWHQAR  134

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------
IIIKQTVSLSPEIVLEE--  168
            +  +P + F+NK+D+ G D  +VV  +RDKL A+       I+  + ++   ++V 
E   
Sbjct  135  
RHGVPLMAFVNKMDRPGADFDAVVAQMRDKLGANPWVVARPIVEGEHMTGLVDLVGERIW  194

Query  169  ------NTDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     I  WD                AV + ++ L E ++A +PI    L    
+R
Sbjct  195  
RFDDAGTPSIHTWDAAERATHADARAELVAAVADRDEALAELWLADQPIDAATLTAALRR  254

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-VTGLFQPIG--------
EQGSAAL--------  249
                 +  PV  GSA + +GI+PL+DA V  L  P+         + G  A+        
Sbjct  255  
GTLARAGSPVLPGSAFRNVGIEPLLDAFVAYLPSPLDRPAVVAHTDDGDVAVAPDADAPL  314

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
               VFKV     G    ++R+YSG L + D V  +G +++ ++  + +    +    
+ A
Sbjct  315  AALVFKVVNQAHGP-
LAFVRVYSGRLHVGDAVWRSGTDRVQRVGRLAVVRAEDTEAVEAA  373

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+IV +     V   + L D     R    +    +L   ++P+ +A   +L + 
L +
Sbjct  374  
EAGDIVAIAGWKDVATGETLADAQHPLRLETIQAQPAVLSWRLSPERSADLLKLGNGLAR  433

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA  DP  R   D  T E ++  +G + LEV+   L  ++ ++     P V Y E 
P   
Sbjct  434  
LAQEDPSFRVGTDPDTGETLVWGMGELHLEVMVERLRREWGVQVRTGSPRVAYQETPASP  493

Query  428  ASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484



            +      +  +   +  +A + LSVTP    S  ++E + + G + +SFQ AV  G    
Sbjct  494  SGSVEGKVAKQTGGSGQYARVVLSVTPTGEDSN-
RFEDKTTGGVIPKSFQPAVEKGALSA  552

Query  485  
LEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            L +G  G+ V    +    G  ++  S    F   A I ++ AL+ +GT LLEP +   
+
Sbjct  553  
LLEGPRGYPVVGAHVVVTDGQAHAVDSNEMAFHRAAQIGVKSALEATGTVLLEPVMRVSV  612

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             +P   +     D  +    I      ++      ++P   ++ Y T L   + GR
+   
Sbjct  613  
SSPGSAVGDLLGDLQRRGGQIVNLTDTQERTEIEADVPLAQLEGYSTALRSLSQGRASAT  672

Query  605  TELKGYQAAVGQ  616
                 Y+ A  Q
Sbjct  673  VAFHAYRPAAVQ  684

>WP_036350591.1 elongation factor G [Microvirga sp. BSC39]
 KFG69286.1 elongation factor G [Microvirga sp. BSC39]
Length=691

 Score = 252 bits (644),  Expect = 6e-71, Method: Compositional 
matrix adjust.
 Identities = 184/668 (28%), Positives = 306/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K +
+P V
Sbjct  72   
WRDKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDGNQGVEPQTETVWRQADKYDVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +  + V  +  +++                    D+I  + +  S 
E +
Sbjct  132  
VFVNKMDKTGANFFNCVADIIKRVAGKPVCLQIPIGAESDFRGMVDLIKMKALIWSGEAL  191

Query  166  LEENTDIEA---------------



WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 ++E                 +A +E +D+ +  Y+ G+      L R  +  
VQ 
Sbjct  192  
GANFDEVEIPADLKDQALEYRGKLVEAAVEMDDEAMMAYLDGQEPDEATLRRLIRTAVQR  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248
             +  PV  GSA K  G+QPL+DAV                          +P  +
+G + 
Sbjct  252  
RAFHPVLCGSAFKNKGVQPLLDAVVDFLPSPADREAIQGIDFKTEEPTTRKPKDDEGFSM  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
            L    FK+          + R+YSG +   +T+  + R+K  ++  M +           
Sbjct  312  LA---
FKIMDDPFVGTITFCRVYSGKVNAGETLLNSSRDKKERVGRMLLMHANNREDIKE  368

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+IV L     VR  D L DP +       E P P++   I PK+ A +E+L  
AL+
Sbjct  369  
AYAGDIVALAGLKEVRTGDTLCDPAKPVILERMEFPEPVIEIAIEPKSKADQEKLGLALS  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R   D  + + IL  +G + L++   +L   YK++  +  P V Y E   
K
Sbjct  429  
KLAAEDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAYRETVTK  488

Query  427  AA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A   +T   +      +A + + V P   G+G  +ES++  G + + +   V  G
++  
Sbjct  489  
KAEIDYTHKKQTGGTGQFARVKIVVQPNEQGAGFAFESKIVGGAVPKEYIPGVEKGLQSV  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +  G+  G+ V D K+    G ++   S+   F   +   L +AL++ G+ LLEP 
+   
Sbjct  549  
VGAGVVAGFPVVDLKVELVDGAFHEVDSSALAFEIASRAALREALQKGGSVLLEPVMKVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P++Y      D       I+   ++ + VV    +P   +  Y   L   + 
GR+  
Sbjct  609  
VTTPEDYTGSVIGDLNSRRGQIQGQDMRGNAVVINAMVPLANMFGYVNTLRGMSQGRASY  668



Query  604  LTELKGYQ  611
              +   Y+
Sbjct  669  TMQFDHYE  676

>WP_087531296.1 elongation factor G [Pseudoalteromonas sp. A601]
 OUS73825.1 elongation factor G [Pseudoalteromonas sp. A601]
Length=694

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 307/669 (46%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKSGETHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   V + VR  L A                   D++ KQ   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDEFVGVVDVLNKQAY-
VWDETG  187

Query  166  LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN   TD+ A              +  +E +D L+E Y+ GE  S E + R  +
+  +
Sbjct  188  
LPENYEITDVPADMVEKTEEYHEMLIETAVEQDDDLMEAYMEGEVPSIEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
            D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +    
Sbjct  248  
DLAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEDGNENGEHAIVSADEPF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E
+   
Sbjct  308  KALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRKELT--  364



Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ I+   +V+    L DP           P P++   + PK     E+
+  A
Sbjct  365  -
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  424  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  483

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G +
Sbjct  484  
TREIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFSSSVVGGNVPKEFWPAVEKGFK  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  544  
SMMGEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR 
Sbjct  604  
VDVFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSHY  672

>WP_034287981.1 elongation factor G [Bacillus sp. 72]
Length=692

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 311/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P V+F+NK+D+ G D    V ++ D+L A+     + I      S  I L E        
Sbjct  129  
PRVVFVNKMDKMGADFLYSVGTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATVYGN  188

Query  169  --NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE  D                  AV E +++L+EKY+ GE ++ +++    
++ V
Sbjct  189  
DLGTDIEVVDIPADYQDQADEYREKLIEAVAELDEELMEKYLGGEELTNDEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G      E+        
A  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPTDVPAIKGTLPDSDEEVEREANDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLHSGSYVQNSTKGKRERVGRILQMHANSREEISQV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K          P P++  ++ PKT A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMVFPDPVISLSVEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MTTALQKLQEEDPTFHAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G+G ++E+ +  G + + +  
AV+



Sbjct  482  
RETFRSSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGSVPREYVPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LE
Sbjct  542  
AGLEDAMKNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKNAISKCNPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLAEMFGYATSLRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR     +   Y+
Sbjct  662  QGRGNYSMQFDHYE  675

>WP_094407680.1 elongation factor G [Elstera cyanobacteriorum]
 OYQ20813.1 elongation factor G [Elstera cyanobacteriorum]
Length=691

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 313/670 (47%), Gaps = 
66/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSYKIGEVHEGTATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA  V  +  GV+ Q+  ++    K N
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTIEVERSLRVLDGACAVFDSVAGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             F+NK+D+ G +    V  + D+L                     D++  Q V    
E +
Sbjct  132  
CFVNKMDRIGANFFRCVDMMVDRLGTRPMVMQLPIGAESDFVGMVDLVKMQAVIWKDESL  191

Query  166  LEE--NTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210



              E   TDI A              +  +E +D L+E Y+ G   + E+L    ++ 
V  
Sbjct  192  
GAEFYYTDIPADLADQAADYRAKLVEMAVEMDDALMESYLEGTEPTEEQLHACIRKGVIT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDA-VTGLFQPI------------------
GEQGSAALCG  251
            +S  PV+ GSA K  G+QPL+DA VT L  P+                       A 
+ G
Sbjct  252  
SSFVPVFLGSAFKNKGVQPLLDAVVTYLPSPLDVKAVVGRKVDSEEEDTRATSDEAPMSG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLR----LRDTVALAGREKL-
KITEMRIPSKGEIVRTD  306
              FK+          ++RLYSG +     + +TV    RE++ ++ +M   S+ +I    
Sbjct  312  LAFKIMNDPFVGSLTFVRLYSGVMEGGSYILNTVK-
NKRERIGRMLQMHANSREDI---K  367

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV L         D L DP         E P P++   + PK+ A +E++ 
+AL
Sbjct  368  
EARAGDIVALAGLKDTTTGDTLCDPNAPIVLERMEFPEPVIEIAVEPKSKADQEKMSEAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R  VD  + + I+  +G + LE++   +  ++K++  +  P V Y 
E   
Sbjct  428  
QRLAKEDPSFRVSVDHESGQTIIKGMGELHLEIIVDRMKREFKVDANIGAPQVAYRETIS  487

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K A   +T   +   +  +A I L   P   G G  +E+++  G + + +   V  
G+  
Sbjct  488  
KKAEIDYTHKKQSGGSGQYARIKLVFEPQEAGQGFTFENKIVGGSVPKEYVPGVVKGLEG  547

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G+  G+ V D K+    G Y+   S+   F   A    ++ ++++G +LLEP 
+S 
Sbjct  548  
SMDTGVIAGFPVIDFKVQLIDGAYHDVDSSVLAFEIAARAAFKEGIQKAGPKLLEPIMSV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++Y+     D       +     + +  V +  +P   +  Y   L   + 
GR+ 
Sbjct  608  
EVVTPEDYMGDVIGDLNSRRGQVSGMDSRGNARVVSAMVPLANMFGYVNTLRSMSQGRAQ  667

Query  603  CLTELKGYQA  612



               +   Y+A
Sbjct  668  YTMQFHHYEA  677

>WP_072986233.1 GTP-binding protein [Clostridium cavendishii]
 SHJ29309.1 small GTP-binding protein domain-containing protein 
[Clostridium 
cavendishii DSM 21758]
Length=647

 Score = 251 bits (641),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 171/630 (27%), Positives = 302/630 (48%), Gaps = 
24/630 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D+  +ER+RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQVLYHTNSIRSRGRVDHRDSFLDSHSIERERGITVFSDQAIFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++  +D A+L+ISA  GVQ  T  ++  LRK  
IPT I
Sbjct  65   
EDSTYYLIDTPGHIDFSCEMERAIEAMDYAVLIISALQGVQGHTETVWQLLRKNKIPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI--
VLEENTDIEAWDAVIENND  183
            FINK+D A +    ++  ++D LS D+      S++ E   V+ E    E  + + 
E ++
Sbjct  125  FINKMDSAILTENEILCEIKDNLSKDV-----CSITNEFSSVINE----
ELIEFIAERDE  175

Query  184  KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIG  242
            +L   YI G+  S E    +    +++  +FP + GSA + +GI   +D +  L +    
Sbjct  176  ELFLNYIEGK-
YSYEVWFNKFIALIKENKVFPCFSGSALQDIGIDKFLDKLHKLTYTDYS  234

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
            E  +    G V+K+ + D G +  +++   G+L ++  +     +  KI  +RI +  
+ 
Sbjct  235  E--
AEGFGGKVYKIRHDDIGNKLTFIKALKGSLNIKQEIIYGDNKLGKINNIRIYNGTKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                    G++  ++  DS ++ D +G+    P      + +P L + +   +    
+ +
Sbjct  293  KEVKKVVAGDVFAVIGLDSSKIGDCIGNINYKPNF----



EMVPTLSSKVIFDSKLNVKNI  348

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+    L + DP L       T EI +  +G +QLEV+  ++ E++ L+       
+IY 
Sbjct  349  
LEYFKLLEEEDPGLNIIWQEKTKEIQVHIMGIIQLEVLKQVVKERFNLDVEFAPCEIIYK  408

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L +  L  GSG+ + ++  +  L    QN 
VR  I
Sbjct  409  ETIENTVIGYGHFE--
PLGHYAEVHLELETLKRGSGIVFSNKCHVDDLAVGNQNLVRTHI  466

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEPY 
Sbjct  467  
FEKEHSGILTGSELTDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKANNILLEPYY  526

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A  +Y+ +   D  +   + +  ++ +++ +  G  P     +Y  +    
T G+
Sbjct  527  
DFKIQADVDYIGKIISDIQRLNGSFKEPEIVENKFIIRGRGPVSKFMSYTMEFINNTRGK  586

Query  601  SVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
                 +L GY     +  +IQ +  N + D
Sbjct  587  GKISFKLSGYDRCHNEDEIIQNKNYNKKAD  616

>OGT25679.1 translation elongation factor G [Gammaproteobacteria 
bacterium 
RIFCSPHIGHO2_02_FULL_42_43]
 OGT62369.1 translation elongation factor G [Gammaproteobacteria 
bacterium 
RIFCSPLOWO2_02_FULL_42_14]
 OGT86142.1 translation elongation factor G [Gammaproteobacteria 
bacterium 
RIFCSPLOWO2_12_FULL_42_18]
Length=702

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 189/697 (27%), Positives = 320/697 (46%), Gaps = 
78/697 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G+   D M  E++RGITI +A 



T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERILYYTGVSHKMGEVHEGSAVMDWMEQEQERGITITSAATTCY  71

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W        + ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
Sbjct  72   
WQGMDKQFPKYRINIIDTPGHVDFTIEVERSLRVLDGAVGVFCSVGGVEPQSETVWRQAN  131

Query  118  
KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ---------------------  156
            K ++P + F+NK+D++G +   VV  +  +L  + ++ Q                     
Sbjct  132  
KYHVPRLAFVNKMDRSGANFLRVVGQIEKRLRGNPVVMQLPIGAEEEFKGVVDLIRMKAI  191

Query  157  ---------TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
                     T  L  +I  +   D + W     +A  E+ND L+ KY+    ++ E
++ +
Sbjct  192  FWNEADSGMTYELK-
DIPADMQADCKMWREKMIEAAAESNDALMGKYLETGELTVEEIKQ  250

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGS-------  246
              + R     + PV+ GSA K  G+Q ++DAV               + E+G+       
Sbjct  251  
GIRARTLKNEIVPVFCGSAFKNKGVQAVLDAVVEFLPSPNDVPPIMGVSEKGAEDSRKAD  310

Query  247  --AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              A      FK+          ++R YSG  +  D+V    ++K     +I +M   
++ 
Sbjct  311  
DAAPFSALAFKIMTDPFVGTLTFVRAYSGAAKTGDSVFNPVKDKKERIGRILQMHANTRE  370

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+      Y G+IV L    +V   D L D  ++      E P P++   + PKT   
+E
Sbjct  371  ELKEI---
YSGDIVALVGMKNVTTGDTLCDIDKVITLERMEFPEPVISVAVEPKTKVDQE  427

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA  DP  R   D  T + I+S +G + LE++   +  ++K+E  V 
+P V 
Sbjct  428  
KMGVALGKLAQEDPSFRVHTDEETGQTIISGMGELHLEIIVDRMLREFKVEANVGKPQVA  487

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K          +      +  + L + P  LG G ++ + V  G + + +  
AV



Sbjct  488  
YRETIKKQVEQEGKYIRQTGGRGQYGHVWLRIEPKPLGEGFEFVNEVVGGAIPREYIPAV  547

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  +E G+  G+ V D K+    G Y+   S+   F+    +  + A K++G  
LL
Sbjct  548  
EKGIKEQMENGVIAGYPVVDVKVALFDGSYHDVDSSEMAFKIAGSMCFKDAAKKAGAVLL  607

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D  +    I+         +   E+P   +  Y TD
+   
Sbjct  608  
EPIMKVEVVTPEDYMGDVVGDLNRRRGVIQGMDEGPSGKIVDAEVPLAEMFGYATDVRSM  667

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRRPNSRLDK  630
            + GR+    E   Y    A++ + +I   + N+  DK
Sbjct  668  SQGRATYTMEFLKYAEAPASIAEAII---KKNADRDK  701

>WP_004227233.1 elongation factor G [Streptococcus criceti]
 EHI74267.1 translation elongation factor G [Streptococcus criceti 
HS-6]
Length=693

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ ++L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGAEDDFQGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFIRVYSGVLNSGSYVMNTTKGKRERIGRILQMHANSRKEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PKT A +++
+   
Sbjct  366  
ETVYSGDIAAAIGLKDTTTGDSLTDEKHKVILESIEVPEPVIQLMVEPKTKADQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
EAMANGVLAGYPLVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPTILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSASQGRG  665



Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>OQY79343.1 elongation factor G [Ignavibacteriales bacterium UTCHB3]
Length=699

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 192/676 (28%), Positives = 313/676 (46%), Gaps = 
76/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N+GI+AH+DAGKTT TE +L+ +G     G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNVGIMAHIDAGKTTTTERILFYTGKSHRLGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI +  A  GV+ Q+  ++    
K  +
Sbjct  69   
TCMWKEHRINIIDTPGHVDFTVEVERSLRVLDGAIALFCAVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLS---------------  161
            P + FINK+D+ G D  + +  +R++L A+ I     I Q    +               
Sbjct  129  
PRIAFINKMDRVGADFFNALSMIRERLGANAIPIELPIGQGDMFAGVIDLIGFKAIIYHD  188

Query  162  ------------PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                        P+ +LE  E    E  +AV + +D LLEKY+ G+ IS E++    
++ 
Sbjct  189  
ETQGKEFDVIDIPKDLLELAEKYRTEMLEAVSDVDDTLLEKYLEGQEISAEEIRSVLRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIG-----------EQG  245
              D  + PV  G++ K  GIQ L++AV                 +G           
E+ 
Sbjct  249  
TIDNVIIPVLCGASFKNKGIQMLLNAVIDFLPSPLDAKEIEAHHVGINDKIKRVVSEEEK  308

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGE  301
             +AL    FK+       +  + R+Y+G L     + ++V        ++ +M    
+ E
Sbjct  309  FSALA---
FKIMNDPYVGKLTFFRVYTGKLESGSYIYNSVTGKKERISRLLQMHANHREE  365



Query  302  IVRTDTAYPGEIVILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            I        G  V L     R  D L    DP  L +  +   P P+++  I PKT 
A +
Sbjct  366  ITEVRAGDIGAAVGLR--FTRTGDTLCTEDDPIVLEKMEF---
PEPVIQIAIEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +RL ++L++L D DP  R  VD  T + I++ +G + LE++   L  ++K++  V 
+P V
Sbjct  421  
DRLSESLSKLMDEDPTFRVTVDEETAQTIIAGMGELHLEIIVDRLKREFKVDANVGKPQV  480

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E     ++A    +        F   + L V P   G G ++ + +  G + + 
+  
Sbjct  481  AYRETITETVEAEGRFVKQSGGRGKF-
GHVWLEVGPNEPGKGYEFINGIVGGVVPKEYVP  539

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G+  G+ + D K+    G Y+   S    F+    +  + A K+
+   
Sbjct  540  
AVSQGVQEAMRNGIVAGYPMVDIKVRLFDGSYHDVDSDEISFKVAGSMGFQNAAKKAKPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +S  + +P+EYL     D       IE    +KD  V   ++P   +  Y 
T L 
Sbjct  600  
ILEPIVSVEVISPEEYLGDVMGDLNSRRGRIEGFTSRKDAQVIKAKVPLAEMFGYATILR  659

Query  595  FYTNGRSVCLTELKGY  610
              T GR++   +   Y
Sbjct  660  SMTQGRAIYTMQFSHY  675

>SFC68788.1 small GTP-binding protein domain-containing protein 
[Bacillus 
sp. OV322]
Length=652

 Score = 251 bits (641),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 176/617 (29%), Positives = 291/617 (47%), Gaps = 
31/617 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E LL+ +  I   G V+      D   +E++RGIT+ +     
++



Sbjct  6    
IGILAHVDAGKTTFAEQLLFHTKVIKHRGRVDHKDAFLDHHDIEKERGITVFSNQAEMRY  65

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF  E+ RS+  +D A++++SA +GV++ T  +++ LRK 
+IP+  
Sbjct  66   
KDSLIQLIDTPGHVDFSPEMERSIMAMDFAVIILSAVEGVESHTETVWNLLRKHDIPSFF  125

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D   V + V   ++ D +  + +  + E+      + E  + + E 
++ L
Sbjct  126  FINKTDRIGSDEGKVREEVSLAITRDAVNIRDLCHTGEM------
NEELIEFLAERDENL  179

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+  E     K +   +  ++   +FP   GSA +  GI P +D +  L +     
G
Sbjct  180  LETYLT-
EGYDSVKWISSMKEMIRKNRIFPCSSGSALQDEGILPFLDTLDLLTETDYSNG  238

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
                 G  +KV+Y   G +  Y++  +GTL +RD +     EK    KIT++R       
Sbjct  239  -
GLFSGRAYKVQYDKNGTKIAYIKALTGTLSVRDEICYGQGEKRTCEKITQIRKYQGNTY  297

Query  303  VRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
            V  D A  GE+        I P D +    +L +   L      + P   L++  A   
A
Sbjct  298  VAADKAESGELFAVSGLTKISPGDGL---GILSESKNLS----LDSP---
LKSKAAFDPA  347

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L     L D DP L    +    EI +  +G++QLEV+  ++ E++ +E   
KE
Sbjct  348  
IPVRDVLACFNILNDEDPSLNVAWEETNQEITVQVMGKIQLEVLEKVVRERFNIEVSFKE  407

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P +IY E    A +   H E  P   +A + + + P   GSG+ + +  S   L   
+QN
Sbjct  408  PEIIYKETIGTAVNGFGHFE--
PLKHYAEVHIKLEPALNGSGITFRNVCSNDDLPPGYQN  465

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             ++  +      G+  G  +TD K+    G  +   ++  DFR  A   L Q L++



+   
Sbjct  466  
LIKQHLLEKKHHGILTGSELTDIKLTLITGRSHIKHTSGGDFRQAAYRALRQGLEKAENI  525

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +     ++ R   D      +  T ++   + V TG+ P      Y 
T L+
Sbjct  526  
LLEPYYHFKITVDINHMGRVLSDIQAAFGSFNTPELIHSKAVITGKAPVATFMEYSTSLS  585

Query  595  FYTNGRSVCLTELKGYQ  611
             +T G+        GYQ
Sbjct  586  SFTKGKGTIGLVFGGYQ  602

>WP_065209511.1 elongation factor G [Vibrio breoganii]
 ANO32210.1 translation elongation factor G [Vibrio breoganii]
Length=694

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 193/675 (29%), Positives = 312/675 (46%), Gaps = 
70/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
              +IF+NK+D+ G D  +VV  V++ L A                   D++ ++   
+  
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLTRKAY-VWD  184

Query  163  EIVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +  L EN +I                E  +  +E +D L+  Y+ GE  S E + R  
++
Sbjct  185  
DTGLPENYEIQDVPADMVDDVEQYREELIETAVEQDDDLMMAYMDGEEPSIEDVKRCIRK  244

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----



GEQGSAALCGS-  252
              Q+ S FP + GSA K  G+Q ++DAV            QP+      E G  A+  
+ 
Sbjct  245  
GTQNLSFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDEEGNENGQHAIVSAD  304

Query  253  ------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   
+ E+
Sbjct  305  ETFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNEL  363

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++
Sbjct  364  T---
SAQAGDIIAIVGMKNVQTGHTLCDPKDPVTLEPMVFPTPVISIAVSPKDKGGSEKM  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P 
V Y 
Sbjct  421  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYR  480

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV 
Sbjct  481  ETITQPIE-
DSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFSFKSTVVGGNVPKEFWPAVE  539

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLE
Sbjct  540  
KGFASMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLE  599

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T
Sbjct  600  
PIMHVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTIT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>WP_055678481.1 elongation factor G [Labrenzia alba]



 CTQ55937.1 Elongation factor G [Labrenzia alba]
Length=691

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 186/659 (28%), Positives = 301/659 (46%), Gaps = 
66/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K N
+P +
Sbjct  72   
WNDKRLNIIDTPGHVDFTIEVERSLRVLDGAVALLDANAGVEPQTETVWRQADKYNVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------------  172
            IF+NK+D+ G D    V  ++D+L A  ++ Q +++  E       D+            
Sbjct  132  IFVNKMDKLGADFDRCVAMIKDRLGATPLVMQ-
LNIGAESEFAGVVDLLKMKALIWQSEN  190

Query  173  --EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
               AWD                      V+E ++  +E Y+ GE  S EK+    +
+   
Sbjct  191  
LGAAWDEVDIPAELEDRAKEARDLLIETVVEVDEAAMEAYLEGEEPSVEKIQELARKGTI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALC  250
                 PV+ GSA K  G+QPL+DAV                 P  E+           
L 
Sbjct  251  
SGEFVPVFCGSAFKNKGVQPLLDAVVDYLPNPIEVPAIKGIDPKNEEEVERQSSDEEPLG  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTD  306
               FK+          + R+YSG L     L +TV        ++ +M   S+ +I   
D
Sbjct  311  
LLAFKIANDPFVGSLTFCRIYSGVLNKGTTLLNTVKDKRERVGRMMQMHSNSREDI---D  367

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY G+IV +         D L DP +       E P P++   + PKT A +E++  
AL
Sbjct  368  



VAYAGDIVAIAGLKDTTTGDTLCDPLKPVILERMEFPEPVIEIAVEPKTKADQEKMGLAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R + D  + + I++ +G + L+++   +  ++K+E  +  P V Y 
E   
Sbjct  428  
NRLAAEDPSFRVKTDEESGQTIIAGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETIT  487

Query  426  KAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K A   +T   +   +  +A I L++ P     G  +ES++  G + + +   V  
GI  
Sbjct  488  
KRADVDYTHKKQSGGSGQFARIKLTLEPGEPNDGFVFESKIVGGNVPKEYIPGVSKGIAS  547

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F         + ++++G +LLEP 
+  
Sbjct  548  
VMSSGPLAGFPMLDIKATLTDGAYHDVDSSVLAFEIAGRAGFREGIQKAGPKLLEPVMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P++Y+     D       I   + +    V T  +P   +  Y  +L   + 
GR+
Sbjct  608  
EVVTPEDYMGDVIGDLNSRRGQIAGTENRGVVTVITAMVPLANMFGYVNNLRSMSQGRA  666

>SCJ74497.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Butyricicoccus sp.]
Length=861

 Score = 255 bits (652),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 191/619 (31%), Positives = 299/619 (48%), Gaps = 
39/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGI AHVDAGKTTL+E++LY +GA+ + G V+      DT  LER RGITI 
+  
Sbjct  7    
MKHICIGITAHVDAGKTTLSEAMLYQAGALKKLGRVDHRDAFLDTFALERARGITIFSKQ  66

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     +V ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQA T  L+  L 
+  
Sbjct  67   
AEFSLPHTEVTLLDTPGHVDFSAEMERTLQVLDCAVLVISGTDGVQAHTETLWRLLTRQG  126



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT +FINK+D  G D  +++Q ++ +L +  +    T +++ E+ +             
Sbjct  127  
IPTFLFINKMDLDGADRNALLQELKSRLDSGCVDFTSTDTMAEELAV-------------  173

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++ LLE+Y+    +   ++     + V +   FP Y+GSA K  G+  L+D +   
+ 
Sbjct  174  -CDEGLLEQYLETGMVDDSQIA----
QLVAERKAFPCYFGSALKLDGVDALLDGLE-RYL  227

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEMRIP  297
            P  + G A     VFK+     G R  YL++  G L +R+ ++    G  + K++ 
+RI 
Sbjct  228  PAPQYG-
ADFGARVFKIARDAQGNRLSYLKITGGALSVREQLSGGEDGGWQEKVSGIRIY  286

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLG---DPTRLPRKRWREDPL--
PMLRTTIAP  352
            S GE  RT       +V   +        +G   +   LP       P+  P+L   
+  
Sbjct  287  S-GEKFRTAERVESGMVCAVTGLTHTRPGMGLGAEAGALP-------
PVLEPVLGYRVCL  338

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                    +L  L QL + DP LR   +    EI L  +G VQLE+++++++E++ 
++  
Sbjct  339  
PEGCDAHVMLRNLRQLEEEDPQLRVVWNERLGEIHLQLMGEVQLEILTSVIAERFGVDVT  398

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              E S++Y E   +      H E  P   +A + L + P   GSG+Q  +      
L+ +
Sbjct  399  FDEGSIVYRETITEPVIGIGHFE--
PLRHYAEVHLLLEPAERGSGIQLSTACPTDVLDLN  456

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +Q  +   +      G L G  +TD KI    G  +   +   DFR      +   
L  +
Sbjct  457  
WQRLILTHLAEKPHLGVLTGAPITDVKITILAGRAHVKHTEGGDFREATYRAVRNGLMRT  516

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY +F L  P E + RA  D  +   T E  +      + TG  P   ++ 
Y T
Sbjct  517  



ESLLLEPYYAFRLELPDECVGRAMTDIQRMNGTFEPPEQGAHGSILTGTAPVSTMRNYWT  576

Query  592  DLAFYTNGRSVCLTELKGY  610
            ++A YT GR        GY
Sbjct  577  EVAAYTKGRGRLSCTPNGY  595

>WP_095656289.1 GTP-binding protein [Virgibacillus profundi]
 PAV28849.1 elongation factor G [Virgibacillus profundi]
Length=656

 Score = 251 bits (641),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 170/618 (28%), Positives = 296/618 (48%), Gaps = 
17/618 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+      D+  +ER RGITI A    
F++
Sbjct  11   
IGILAHVDAGKTTFSEQLLYHTKSIKQRGRVDHKGAYLDSHEIERARGITIFADQGMFKY  70

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI+++SA +GV+  T  ++  L+K +
+P   
Sbjct  71   
NESTYYLIDTPGHIDFSPEMERAIQVMDYAIVIVSAVEGVEGFTETVWQLLQKHSVPVFF  130

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D+  V+  +R  LS D+     +S S      +N  IE    + E 
++ L
Sbjct  131  FINKTDREGADITRVLDGIRLNLSEDVC---EISTSFSDGKMKNDLIE---
FIAERDELL  184

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             E Y+      ++  +      +++  +FP   GSA + +G+   ++ +  L +      
Sbjct  185  FETYMES-GYDKDLWLHSFVSMIKEGEIFPCCSGSALQDIGVIAFLEKLDQLTET-
AYTD  242

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKLKITEMRIPSKGEI  302
            +    G V+K+ Y + G R  +L+   GTL++R+ ++      R   K+T++R+ +  
+ 
Sbjct  243  
NVDFAGKVYKIRYDNDGNRVTFLKALQGTLKVREIISYGNGENRTSEKVTQLRVYNGEKY  302

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               D    GE+  +   S     V+GD      +    + +P L++ +   ++   
+ +L



Sbjct  303  QIVDHVQAGELFAVIGLS---
RAVVGDGIGEVVEWASHELIPALKSKVVFDSSYHVKDVL  359

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   +P LR   D    EI +  +G +QLEV+  L+ E+++LE   +EP +
+Y E
Sbjct  360  
RCFNILDAEEPSLRVHWDEKFQEIYIQVMGIIQLEVLEQLVRERFQLEVSFEEPKILYKE  419

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                A +   H E  P   +A + L + P    SG  +E+      L+   QN V   
+ 
Sbjct  420  TVDSAVNGYGHFE--
PLKHYAEVHLKIEPAERNSGTAFENVCHTNDLSVGNQNLVCHHLF  477

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G+  G   TD KI    G  ++  ++  DFR      L Q L+++   
LLEPY  
Sbjct  478  
EREHHGILTGSAFTDVKITLLTGRAHNKHTSGGDFREATYRALRQGLEKANNVLLEPYYD  537

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    +Y+ R   D  +   +    +  + +V  TG +P      Y      +T
+G+ 
Sbjct  538  
FKIKVDLDYIGRVLSDIQQAHGSFAPPETVEGKVTVTGRVPVATFMNYNAMFTSFTHGKG  597

Query  602  VCLTELKGYQAAVGQPVI  619
            +   +  GY     + V+
Sbjct  598  ILNLKFGGYDRCHNEEVV  615

>WP_008170635.1 elongation factor G [Pseudoalteromonas sp. BSi20652]
 GAA60996.1 elongation factor G 2 [Pseudoalteromonas sp. BSi20652]
Length=694

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 196/678 (29%), Positives = 312/678 (46%), Gaps = 
76/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            S  W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+
Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   V + VR  L A  +I+   + +  E V               
Sbjct  126  
ARIIFVNKLDRMGADFYRVTEQVRKVLGATPLIMTLPIGIEDEFVGVVDVLTKKAYVWDD  185

Query  166  --LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN   TD+ A              +  +E +D+LLE Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEITDVPADMVEKTDEYYEMLVETALEQDDELLEAYMEGEAPSEEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  PFKALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  422  
VAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  481

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  
AV  G
Sbjct  482  
TITKEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FKSMMGTGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  601

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLA  594
            ++  ++ P++++     D  +         +K  E   TG     ++P   +  Y   
L 
Sbjct  602  MNVDVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLR  656

Query  595  FYTNGRSVCLTELKGYQA  612
              T+GR     E   Y A
Sbjct  657  TMTSGRGQFSMEFSHYAA  674

>WP_098428740.1 elongation factor G [Bacillus sp. AFS088145]
 PFH85313.1 elongation factor G [Bacillus sp. AFS088145]
Length=692

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 308/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIVDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYQELAEEYRGRLIEAVAELDEELMMKYLEGEEITLPELKAAIRTA  247



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQG  245
                  +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTDEEKIVPSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665



>OIP12915.1 translation elongation factor G [Caldisericum sp. 
CG2_30_36_11]
 PIP49540.1 elongation factor G [Caldiserica bacterium 
CG23_combo_of_CG06-09_8_20_14_all_35_60]
 PIV56105.1 elongation factor G [Caldiserica bacterium 
CG02_land_8_20_14_3_00_36_38]
 PIX28783.1 elongation factor G [Caldiserica bacterium 
CG_4_8_14_3_um_filter_35_18]
Length=692

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 191/680 (28%), Positives = 314/680 (46%), Gaps = 
84/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G+    G V+ G T TD M  ER+RGITI 
+AV 
Sbjct  9    
KIRNIGIIAHIDAGKTTTTERILYYTGSTYRIGDVDDGNTVTDWMVQERERGITITSAVI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W   ++NI+DTPGH+DF AEV RSL VLDGA+++ SA +GV+AQ+  ++    
+  +
Sbjct  69   
ICFWKGYQINIIDTPGHVDFTAEVERSLRVLDGAVVIFSAVEGVEAQSEAVWRQADRHRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
            P +I+INK+D+ G      ++S+++KL+A  ++++  +    E++               
Sbjct  129  
PRIIYINKMDRIGASFFDTIKSIKEKLNAKPLVLEIPIGQEDELIGLINLIDLKAYIFRD  188

Query  166  ----------LEENTDIEAW-------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                      + EN   EA        +AV + +++ L  Y+    +  E L    
+R  
Sbjct  189  
PSGETFDVEEIPENLMNEALKRREELIEAVADVDEEALRIYLEEGTVPNEILKNAIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG------------------
SAALC  250
              +  FP++ GS+ K  G+Q L+D V        ++G                  +  
L 
Sbjct  249  
MFSIAFPIFVGSSFKNKGLQMLLDGVCDYLPSPLDKGEITAKDLNNNEISLNPDPNGPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
              VFKV          ++R+YSGTL               R+   + +   +K ++
+ +R



Sbjct  309  
ALVFKVIADPYSGILSFVRVYSGTLEEGTYVLNSKTNEKHRISRLLRMRANKKEEVSSIR  368

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G I     AY G  +   S+ + L D+             E P P++  +I 
PKT 
Sbjct  369  AGDLGAIAGLKGAYTGHTISSISNPIILEDI-------------
EFPEPVVSVSIEPKTR  415

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  AL + A  DP  + + D  T E I+S +G + LE++   L  +Y +E  
V  
Sbjct  416  
ADQEKLSAALAKFAIEDPTFKIKYDEDTGETIISGMGELHLEIIVDRLLREYFVEAKVGR  475

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +  KA    +  +   +  +  + + V+P   G GV +  R   G 
+ + 
Sbjct  476  PQVAYKEAVSKSTKAEGKYVR-
QTGGHGQYGHVVILVSPAEAGKGVLFVDRTRGGVIPKE  534

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F  AV++G     E G L G+ VTD K+    G Y+   S+   FR  A    ++A
+ ++
Sbjct  535  
FIPAVKEGAISASENGPLLGYPVTDLKVELIDGSYHPVDSSEIAFRIAASKAFKEAVAKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               +LEP +S  +  P ++L    +        ++    +    +    +P   + 
+Y T
Sbjct  595  
DPYILEPIMSVEIITPIDFLGEVINSINSRRGNVKGISERGHTEILNCLVPLSTMFSYTT  654

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T GR         Y+
Sbjct  655  ALRTITQGRGTSSMIFHSYE  674

>WP_089108435.1 GTP-binding protein [Lactobacillus mixtipabuli]
 GAW98609.1 elongation factor G [Lactobacillus mixtipabuli]
Length=643

 Score = 251 bits (641),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 192/626 (31%), Positives = 308/626 (49%), Gaps = 
49/626 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK I  GI+AHVDAGKTTL+E++LY SG +S+ G V+ G    D   LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIAHVDAGKTTLSEAMLYQSGELSQLGRVDNGDAFLDPNDLEKKRGITIFSHE  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+ +  + ++DTPGH DF A+  + L+VLD AILV+SA DGVQ  TR L+  L 
+  
Sbjct  61   
ANLQYQQLSLTLLDTPGHADFGAQTEQVLSVLDDAILVVSATDGVQGYTRTLWRLLSRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  GVD ++++  ++ +LSA  +      L+           ++++ 
+  
Sbjct  121  IPTFIFVNKMDAPGVDREALLAQLQSELSAGCLAFDGEKLA-----------
DSYEDIAL  169

Query  181  NNDKLLEKYIAGEPISREKLVRE--
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             +D  L+ Y+A   +S + ++R+   QR+V     FP Y+G+A K  G++ LM  +    
Sbjct  170  QDDSALDSYMADGKLS-DDMIRQLIAQRKV-----
FPTYFGAALKLAGVEALMSGLENWT  223

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P+  +   A    +FKV + + G+R  ++RL  G L  RD V      + KI +
+R  +
Sbjct  224  MPMVPE--TAFGARIFKVSHDEKGERLTWVRLTGGELHPRDEVL----
PEQKINQLRQYN  277

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTA  355
              +   + +   GE+  +      R    LG           ++P+  P+L   + 
PK  
Sbjct  278  GVKYQVSQSVGAGEVCAITGLTGTRPGQGLGHLAN------
GDEPVLQPVLTYKVDPK-G  330

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                  L AL QL D DP L     +   EI +  +G +QLEV+  LL  +++L+    
E
Sbjct  331  
NDLHACLKALQQLEDEDPQLHVTWSNQLQEIRVQLMGTMQLEVIQQLLQHQFQLDVGFDE  390

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             S++Y E    P++   H       P   +A + L + P   GSGV + +  SL  
L ++
Sbjct  391  GSILYKETISSPIEGVGH-----
FEPLRHYAEVHLLMEPAECGSGVSFAADCSLEVLGKN  445

Query  473  FQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q+ +   +      G L G  +TD K+    G      +   DFR      + Q 
L   
Sbjct  446  
WQHQIMTNLSAKQHLGVLIGAPITDMKMTLIGGRGSIVHTVGGDFREATWRAVRQGLMMA  505

Query  529  KESG-TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCI  586
            K+ G  +LLEP+  F L   Q+ + RA +D  +     +  +     +V   G  P   
+
Sbjct  506  
KQQGEARLLEPWYQFRLTVTQDQVGRAMNDIQQMNGQFDAPENTGGAIVTLNGSAPVSEM  565

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQA  612
            Q Y   +  YT+G+        GYQA
Sbjct  566  QGYAQTVNAYTHGQGALECVFDGYQA  591

>WP_066086986.1 GTP-binding protein [Bacillus novalis]
Length=654

 Score = 251 bits (641),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 181/632 (29%), Positives = 306/632 (48%), Gaps = 
39/632 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTTL E LL+ + AI + G V+   T  DT  +E+QRGIT+ A    
F +
Sbjct  5    
IGIFAHVDAGKTTLAEQLLFHTKAIRQRGRVDHQDTFLDTHEIEKQRGITVFADQAMFSF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  LRK +
+PT  
Sbjct  65   
NDSDYYLIDTPGHVDFSPEMERAIQVMDYAIVIISAVEGIEGHTETVWRLLRKHHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI-EAW-
DAVIENND  183
            FINKID+ G D Q V+  +R  L++D +   T +L+       N D+ EA  + + 
E N+
Sbjct  125  FINKIDRVGADSQKVLDEIRANLTSD-VFDMTETLN-------
NGDMNEALIEFIAERNE  176

Query  184  KLLEKYIAGEPISR------
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             L E Y+     S+      + L+RE Q       +FP   GSA + +GI+  ++ 
+  L
Sbjct  177  SLFETYMDTGYHSKLWLDSLKVLLRENQ-------
IFPCARGSALQDIGIESFLEKLD-L  228



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-GREKL--
KITEM  294
              P          G V+K+ Y + G R  +++  SGTL++RD ++   G + L  
KIT++
Sbjct  229  
LTPTDYVSEEPFSGRVYKIRYDEKGTRITFIKALSGTLKVRDEISYGDGDDGLFEKITQI  288

Query  295  RIPSKGE---
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
            R+ +  +   +V+T       +  L S S       GD     +++   + +  L+
+ ++
Sbjct  289  RLYNGTKYKTVVQTSAGDIFAVTGLTSASA------
GDGLGTLKEKADYEMVSALKSKVS  342

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
               +   + +L     L   DP L         EI +  +G +QLEV+  ++ +++ 
L+ 
Sbjct  343  
IDPSINIKEVLRYFKMLDAEDPALNVTWVERLQEIHIHVMGTIQLEVLKLIIKDRFHLDV  402

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               EP ++Y E    A     H E  P   +A + L + P    SG+ +E+     
+L  
Sbjct  403  EFAEPEILYKETIRSAVIGYGHFE--
PLGHYAEVHLKIAPSPRNSGISFETVCHTDHLPV  460

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
              QN +R         G+  G  ++D KI    G  +   +   DFR  A   L Q 
L++
Sbjct  461  
GTQNVIRHHFFERDHHGILTGSPISDVKITLLTGRSHIKHTFGGDFREAAYRALRQGLEK  520

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP+  F +    +++ +   D  K   +      + ++ + TG++P      
Y 
Sbjct  521  
AENILLEPFYDFKIKIDLDHIGKVLTDIQKAHGSFNPPMTEGNKTIITGKVPVATFMNYG  580

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVIQPR  622
             + A  T G+ +    + GY     QP +  R
Sbjct  581  PEFASLTQGKGLLNLVVGGYYPCHNQPEVIAR  612

>WP_069137231.1 GTP-binding protein [Lactobacillus plantarum]
 AOG32646.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 251 bits (642),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 



36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G  + G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRADNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L  L QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAVLRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +T    GSG+Q+ +  SL  L ++
+Q+ 



Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTSAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQAGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>PKO13242.1 elongation factor G [Chloroflexi bacterium HGW-
Chloroflexi-10]
Length=690

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 187/677 (28%), Positives = 312/677 (46%), Gaps = 
83/677 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     GSV+ GTT TD M  ER+RGITI +A  
+ +
Sbjct  12   
NIGIIAHIDAGKTTTTERILFYTGKTYRIGSVDDGTTVTDWMAQERERGITIVSASVTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGYQFNIIDTPGHIDFTAEVQRSLRVLDGGVVVFDAVQGVEPQSETVWRQADRYEVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
             FINK+D+ G   +  VQS+ D+L A+ II Q                            
Sbjct  132  
CFINKMDRVGASFERSVQSIIDRLGANPIIMQLPIGSESNFLGVIDLVKMVAVYWEDKEG  191

Query  157  TVSLSPEIVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               +  EI  +   D E   A +     E +D L+EK++ G+ IS E+L    +R 



V  +
Sbjct  192  
REPIEREIPADMLADAEKARATMFERAAEVDDVLIEKFLDGDEISNEELKSGLRRAVLAS  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-------------------
LFQPIGEQGSAALCGS  252
                V+ GS+ K  G+QP++DAV                     L   +  +    
L   
Sbjct  252  
KTTLVFCGSSLKNKGVQPILDAVIDFLPSPLDVPPVKGTSLDGDLIIELPTEDDQPLSAL  311

Query  253  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGE  312
            VFK+       R  Y R+YSG +       +AG   +   + +    G ++R       
+
Sbjct  312  VFKIVADPYVGRLAYFRVYSGRM-------
IAGETVINPVKGKKERVGRLIRMYADRRED  364

Query  313  IVILPSDSVRLNDVLG--------------
DPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            +  +P+  +    +LG               P  L    +   P P++   I PK+
+A +
Sbjct  365  VPFIPAGDI--GAILGLKFTFTGDTLCNVDKPVVLENISF---
PEPVISIAIEPKSSADQ  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++ +AL +L++ DP  R   D  T + I+  +G + L+V+   +  ++ ++  V 
+P V
Sbjct  420  
DKMGEALRRLSEEDPTFRVNTDDTTGQTIIRGMGELHLDVLVDRMLREFNVKANVGKPRV  479

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E     +K  S+    +   +  +  +  ++ PL+ G G+ +E + + G + + 
+  
Sbjct  480  
SYRETIQNAVKEVSYKYVKQSGGHGQYGHVVFNMEPLARGGGIVFEEKTTGGVIPKEYYK  539

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            A+  G++   E G+  G+ VTD K+    G Y+   S+   F+  A    ++A ++    
Sbjct  540  
AIEHGVKEAAESGILAGYPVTDLKVTLVDGSYHEVDSSEMAFKMAAVFGFKEAFQKGHPV  599

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK-
KDEVVFTGEIPARCIQAYRTDL  593
            LLEP +   +  P+EYL           + I+   V+  +       +P   +  Y 
T+L
Sbjct  600  
LLEPIMKVEVVMPEEYLGEVLGQLNARRSEIQGMDVRPGNSHAARAMVPLAEMFGYATEL  659

Query  594  AFYTNGRSVCLTELKGY  610
               T GR V   E   Y



Sbjct  660  RSGTQGRGVFSMEFDHY  676

>ASY51282.1 elongation factor G [Clostridium perfringens]
Length=646

 Score = 251 bits (641),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 175/627 (28%), Positives = 293/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + +  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEMGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
IPT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKIPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII       S E+      + E  + V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKHKLSEDIIF-----FSSEL------
EDETIEEVVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + +   R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKENRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSISWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGKAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +  +  G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERAIIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +    R
Sbjct  586  GGLSLKFHGYDVCHNEEEIIKKMAYDR  612

>WP_035794855.1 GTP-binding protein [Butyrivibrio sp. WCD3002]
Length=890

 Score = 256 bits (653),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 190/620 (31%), Positives = 309/620 (50%), Gaps = 
42/620 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI--QAA  59
            K +NIGI AHVDAGKTTL+E+LL+ SGAI + G V+ G T  DT  LER RGITI  
+ A
Sbjct  9    
KHLNIGIYAHVDAGKTTLSEALLFTSGAIRKSGRVDHGNTFLDTYSLERSRGITIFSKQA  68

Query  60   
VTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
              + Q    +V ++DTPGH DF AE  R++ VLD AIL+ISA DGV +Q  +L+  
L   
Sbjct  69   ELTLQGG-
TRVTLLDTPGHADFTAETERTMKVLDVAILIISAADGVTSQVSLLWRLLSHY  127



Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             +P  IF+NK+DQ G D   V + +R +LS+   +  +  LSP+   EE         
+ 
Sbjct  128  QVPAFIFVNKMDQTGTDRSRVYEDIRKRLSSH-
ALDFSGDLSPDDFQEE---------LA  177

Query  180  ENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
              +D+LL +Y+ +G  ++ E++     + + D  LFP  +GSA K  G+  L + +   
+
Sbjct  178  LCDDELLAEYLESGRHVTDEEI----
SKLIADRKLFPCVFGSALKMEGVAELTELIE-RY  232

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                E G       V+K+   + G R  ++++  G+L  RD +        KI +
+R+ S
Sbjct  233  ATEPEYGK-EFGARVYKISRDNLGARITWMKITGGSLHPRDMIF-----
DEKIDQIRVYS  286

Query  299  KGEIVRTDTAYPGEIVILPSDSVR-----
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
              +      A  G IV +   S       L ++LG+   L +        P+L 
TTI   
Sbjct  287  GEKYELLQEATGGRIVAVTGLSKTRAGQGLGNLLGETAELLQ--------
PILSTTILLP  338

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
              A +  + + L  L++ +PLL    +  T +I +  +G VQ+EV+  L  E++ +
+   
Sbjct  339  
EDADKFTVYNNLLTLSEEEPLLSVHKNEQTGDISVQIMGEVQMEVLKHLCKERFDIDIDF  398

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
               +++Y E    A     H E  P   +A + L ++P   GSG+ +++      L 
+++
Sbjct  399  GPETIVYKETIRNAVEGVGHFE--
PLRHYAEVHLLLSPAEPGSGLVFDTDCKTDILARNW  456

Query  474  QNAVRDGI-
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN +   + +  +   L G ++TD +I    G  +   +   DFR      + Q L  
+ 
Sbjct  457  
QNLIISNLEQLNIRGVLTGSDITDMRITVIGGRAHDKHTEGGDFREATLRAVRQGLMMTD  516

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRT  591
            + LLEP   + +  P + + R   D  +   T    +VK+D   V TG +PA  +  
Y  
Sbjct  517  



SILLEPVYDYEIEVPGDCVGRVLSDMSRMNGTSNPPEVKEDGTSVITGTVPASELSGYSA  576

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L  +T+G+      L+GY+
Sbjct  577  SLISFTHGQGRISLNLRGYE  596

>WP_070888825.1 elongation factor G [Streptococcus sp. HMSC34B10]
 OHS87785.1 elongation factor G [Streptococcus sp. HMSC34B10]
Length=693

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +



+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_057032889.1 elongation factor G [Campylobacter jejuni]
 KQK50827.1 elongation factor G [Campylobacter jejuni]
Length=691

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 180/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     + V E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEVVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_108030281.1 GTP-binding protein [Lysinibacillus tabacifolii]
Length=645

 Score = 251 bits (641),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 175/607 (29%), Positives = 294/607 (48%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LL+ + +I   G V+   T  D   +E+ RGITI A     
Q 
Sbjct  5    
IGVLAHVDAGKTTFCEQLLFHTNSIQSRGRVDHQDTFLDNHAIEQARGITIFAEQGRMQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  LR+  
IPT  
Sbjct  65   
ENDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGVQGHTETVWQLLRQYQIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+ +V+  ++   S +I++     L  + +    + I  W A  E 
+++L
Sbjct  125  FINKIDREGADINAVMNQLQKDCSDNILLID-APLRKDFI---QSYIAEWLA--
ERDEQL  178



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++  + +     + + Q+ + +   FP + G+A K +GI+  +  +  L +   
+  
Sbjct  179  LEAFLT-
DTLDASTCLSQLQKMINEERAFPCFVGAALKDIGIKEFVSQLPLLTETHFDH-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   GTL  RD  A  G    KITE+R+ +       
Sbjct  237  QAPFQGEVFKIRH-DGTQRLTFIKALQGTLHTRDDFAF-
GDVTEKITEIRLYNGRRFQTA  294

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   S+ ++ D+LG  T LP+     + +P L+  +  +     + 
+L  
Sbjct  295  QAVQAGDIFAVKGLSMAKIGDILG-STLLPKPY---
ELVPTLQAKVLYEGQQHIKEILQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L  ++ L     +P +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGIIQLEVLAEVLKNRFSLVITFDKPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   G+G  + +      L+   Q  +   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLFMEPNIRGTGNTFVNACHADDLSVGHQRLIEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  
EHHGLLTGSPVTDIRFTLLTGRAHIKHTEGGDFREATFRALRQGLEQAENILLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R  +D  +   T ++  + +++V+ TG +P      Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMNDIQQADGTFDSPILSEEQVILTGRVPVATFMHYSTTFATYTNGKGSL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  SLQFDGY  595

>WP_003477672.1 GTP-binding protein [Clostridium perfringens]



 EHP49659.1 small GTP-binding protein domain protein [Clostridium 
perfringens 
WAL-14572]
Length=646

 Score = 251 bits (641),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 176/627 (28%), Positives = 291/627 (46%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKHKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEGN-
LSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  +     +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVGGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421



            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEDVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +    R
Sbjct  586  GGLSLKFHGYDLCHNEEEIIKKMAYDR  612

>OGZ18768.1 translation elongation factor G [Candidatus 
Nealsonbacteria bacterium 
RBG_13_42_11]
Length=695

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 186/687 (27%), Positives = 323/687 (47%), Gaps = 
72/687 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+ AGKTT +  +LY +G + + G++EKGTT  D M   ++R +TI AA 
T+  
Sbjct  12   
DIGIIAHISAGKTTTSTCILYHTGKVHKIGTLEKGTTPLDWMVQSQERAMTIMAAATTCY  71

Query  65   WHR----
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            W       ++NI+DTPGH+DF AEV RSL VLDGA++V     GVQ+Q+  ++H   
+  
Sbjct  72   
WKTEEGDYQINIIDTPGHIDFTAEVQRSLRVLDGAVVVFDGGAGVQSQSETVWHQADQFK  131



Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVL---------  166
            +P + FINK+D+ G DL+  + S+  +L+ + I     I +    S  I L         
Sbjct  132  
VPRICFINKMDKVGADLEINLDSIWKRLTPNAIPIQLPIGKEGQFSGVIDLLKMKAFKFE  191

Query  167  --------------EENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                          +   + + W     + +   +  LLEKY+ GE +S E+L +  
++ 
Sbjct  192  
GTEGEIIKEEEIPEDMKEEAQKWRKKIMEKIAAEDHGLLEKYLGGEELSAEELRKGLRKA  251

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAA  248
            V   +LFP+ +GS  K +G+QPL+DA             + G     G+      + 
S  
Sbjct  252  
VISCNLFPILFGSLFKRIGVQPLIDAIIYYLPNPIELPPIKGTDPKTGQEIERKPEDSEP  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTD  306
                 FK+          + R+YSG L+    V  ++ G EK +I  +      E    
+
Sbjct  312  FSALAFKIMTDPYVGTLTFFRVYSGCLKRGSYVLNSVTG-
EKERIGRILRMHADERQELE  370

Query  307  TAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A+ G+I+  +   +    + L D   P  L +  +   P P++   I PKT A 
+E++ 
Sbjct  371  EAFAGDILATVGLKNTSTGNTLCDENNPIILEKIIF---
PEPVISIKIEPKTKADQEKMG  427

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + + D  T E I+S +G + LE+++  +  ++  E  V  P V 
Y E
Sbjct  428  
TALKKLAEEDPTFKIKSDMETGETIISGMGELHLEIITDRMKREFSFEGNVGRPQVAYKE  487

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +    A      +      +  + L + P   G G ++ + +  G + Q F  
AV  G
Sbjct  488  
TIKEESEAEGKYIRQSGGRGQYGHVWLKIEPKEKGKGFEFINEIKGGTIPQEFIPAVEKG  547

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L++G+  G+ + D  +    G ++   S+   F+    + L+ A+K++   
+LEP 
Sbjct  548  



VKEALDKGVVAGYPLVDISVTLYDGSFHEVDSSEMAFKIAGSMALQSAVKKAKPIILEPI  607

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+E+      D       IE  + +    V   ++P   +  Y T +   
T G
Sbjct  608  
MKLEVVVPEEFFGEVIGDLSSRRGRIEETKDRLQMKVIDAKVPLAEMFGYATSVRSLTEG  667

Query  600  RSVCLTELKGYQA---AVGQPVIQPRR  623
            R +   E   Y+    +V Q +++ +R
Sbjct  668  RGIFTMEFSNYEEVPQSVSQEIVEGKR  694

>WP_069641180.1 elongation factor G [Enterococcus ureilyticus]
 OEG21388.1 translation elongation factor G [Enterococcus 
ureilyticus]
Length=695

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 313/675 (46%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMEQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252



              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMCGSAFKNKGVQIMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  YSGDI----AAAVGLKDTTTGDTLCAMDAPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P+  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPVTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAMPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_084108344.1 elongation factor G [Campylobacter concisus]
 ORI04306.1 elongation factor G [Campylobacter concisus]
Length=692



 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 184/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGTEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415



Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFINDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>OUR64580.1 translation elongation factor G [Methylophaga sp. 
42_25_T18]
 OUR89795.1 translation elongation factor G [Methylophaga sp. 
42_8_T64]
Length=697

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 310/671 (46%), Gaps = 
64/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ
+A T
Sbjct  7    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGESTMDFMDQEAERGITIQSAAT  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    



+  +
Sbjct  67   
TCEWDGHRLNVIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  126

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
              +IF+NK+D+ G D   VV+ V D L A                   D++ ++      
Sbjct  127  
SRIIFVNKLDRMGADFFRVVKQVEDVLGAHPLVMVLPIGIEDDFKGCVDLLTRKAWIWDN  186

Query  157  ---TVSLSPEIVLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               T +   E    E  D IE +     +  +E +D L+EKY+ GE  S E + +  
++ 
Sbjct  187  
EADTTAFRLEDAPAEMADQIEEYRELLIETALEQDDDLMEKYLEGEEPSMEDIQKCIRKG  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-
IGEQGSAALCGSVFKVE-  257
              +   FP Y GSA K  G+Q ++DAV            QP + E+G+     ++ 
K + 
Sbjct  247  
TLNMDFFPTYCGSAFKDKGVQMVLDAVVSYLPNPTEVKPQPEVDEEGTETGDFAIVKTDG  306

Query  258  ---------YTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVR  304
                       D      ++R+YSG L   DTV  +  G+ +   ++ EM    + 
E+  
Sbjct  307  
PFRALAFKIMDDRFGALTFIRIYSGILNKGDTVLNSFTGKTERVGRMVEMHADDRNEL--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +TA  G+I+ ++    V+    L DP           P P++   I+P   A  E
++  
Sbjct  365  -
NTAQAGDIIAVVGMKDVQTGHTLCDPKNPTTLEPMVFPDPVISIAISPIDKASTEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP  R E D  + E I+  +G + L++   +L   + +E  V  P V 
Y E 
Sbjct  424  
AIGKMIKEDPSFRVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVTVGAPQVAYRET  483

Query  424  PLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K    S+T   +   +  +  I   + P   G+G ++ES V+ G + + F +AV  
G 
Sbjct  484  
ITKRIEDSYTHKKQSGGSGQFGKIEYIIEPGEPGTGFEFESTVTGGSVPREFWSAVEAGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540



                ++G L G+   D K+    G +++  S+   F   A     Q++  +G QL
+EP +
Sbjct  544  
GKMKDRGVLAGFPCLDFKVTLFDGAFHAVDSSAVAFELAAMAAYRQSMPTAGPQLMEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +Y P++++     D  +    I++       V   GE+P   +  Y   L   
T+GR
Sbjct  604  
KVDVYTPEDHVGDVIGDLNRRRGMIKSQDATPTGVRINGEVPLSEMFGYIGSLRTMTSGR  663

Query  601  SVCLTELKGYQ  611
                 E   Y 
Sbjct  664  GQFSMEFLQYN  674

>WP_000951555.1 elongation factor G [Streptococcus agalactiae]
 EPV72286.1 elongation factor P [Streptococcus agalactiae GB00959]
Length=677

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 317/670 (47%), Gaps = 
77/670 (11%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A T+ 
QW   
Sbjct  1    
MAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQWDGH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    +  +P +
+F N
Sbjct  61   
RVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGVPRIVFAN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI--------VL  166
            K+D+ G D    VQS+ D+L A+                I   + +  EI        
+L
Sbjct  121  
KMDKIGADFLYSVQSLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTNDLGTDIL  180

Query  167  EENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            EE+   E  D           AV + ++ L+ KY+ GE I+ E+L+   ++   +   
+P
Sbjct  181  
EEDIPAEYVDQANEYREKLVEAVADTDEDLMMKYLEGEEITNEELMAAIRKATINVEFYP  240



Query  216  VYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAALCGSV  253
            V  GSA K  G+Q ++DAV   L  P+                      E+  AAL    
Sbjct  241  
VLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPFAALA---  297

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ EI   
+T Y
Sbjct  298  FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRQEI---
ETVY  354

Query  310  PGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D   GD     + +      E P P+++  + PK+ A +++
+  A
Sbjct  355  AGDI----
AAAVGLKDTTTGDSLTDEKSKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  410

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  411  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  470

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  471  
RASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLV  530

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  531  
ESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILEPMML  590

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP++ L             ++  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  591  
VTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQVVRAFVPLAEMFGYATVLRSATQGRG  650

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  651  TFMMVFDHYE  660

>PIP62100.1 elongation factor G [Candidatus Roizmanbacteria 



bacterium CG22_combo_CG10-13_8_21_14_all_38_20]
 PJC31826.1 elongation factor G [Candidatus Roizmanbacteria 
bacterium CG_4_9_14_0_2_um_filter_38_17]
Length=695

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 316/674 (47%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIG++AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  13   
RVRNIGVIAHIDAGKTTTTERILYYTGKTYKIGEVHEGAAVMDWMVQEQERGITITSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V+ A++GVQ+Q+  +++   
K  +
Sbjct  73   
TTFWKNVRINIIDTPGHVDFTAEVERSLRVLDGAVTVLDAEEGVQSQSETVWNQANKYKV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSLSPEIVL-EEN  169
            P V FINK+D+ G D  + VQ + D+L A+  I           K  V+L  E  L    
Sbjct  133  
PRVCFINKMDKVGADFFATVQDIIDRLGANPAIVMLPIGAENDFKGMVNLLEEKALIWSG  192

Query  170  TDIEA----------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +D++A                       + V E +D L EK++ GE IS+E +    
++ 
Sbjct  193  
SDMDASYEEVDIPTDMQELVEKYRKILIEQVAETDDTLTEKFLNGEEISKEDIKSALRKA  252

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------TGLF---
QPIGEQG  245
                 L P+Y GS+ K  GIQPL+DAV                   TG+    +P  
++ 
Sbjct  253  
TIAYKLVPIYCGSSLKNKGIQPLLDAVIDYLPSPQDVPPMEGKDPQTGVSVVRKPSKDEP  312

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
             +AL   VFK++      +  Y R+YSG L     +    ++K     +I  M   
++ +
Sbjct  313  FSAL---
VFKIQLDPHVGQLAYARIYSGKLESGSYINNVTKDKQERVGRILLMHANTRED  369

Query  302  IVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +     A+ GEIV L    +    D L D            P  ++   I PKT   



+E+
Sbjct  370  V---
KEAFAGEIVALVGLKNASTGDTLTDKDHQILLETISFPETVISLAIEPKTKQDQEK  426

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L D DP    + D  T + I+S +G + LEV+   +  ++ +E  V +P 
V Y
Sbjct  427  
MSQALRRLMDEDPTFGVKTDEDTGQTIISGMGELHLEVLVDRMKREFNVEANVGKPQVSY  486

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +    + + P   G+G  +E+++  G + + F  
A+ 
Sbjct  487  
KETIREKAQAEGKYIKQSGGRGQYGHCFIRIEPQERGTGFVFENKIKGGAIPKEFVPAIE  546

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+   E+G+  G+ + D KI    G Y+   S+   F+    +  + A K++   
L E
Sbjct  547  
KGIKEAAERGIVAGYPMVDIKIELYDGTYHDVDSSEVAFKIAGSMAFQSAAKQADPTLTE  606

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P +++     D     A I+    +    + T  +P   +  Y T L   
T
Sbjct  607  
PIMKVEVTTPPDFVGDVIGDLSAKRAQIQGTVTRGKAQIITALVPLAELPGYSTILRSMT  666

Query  598  NGRSVCLTELKGYQ  611
             GR+    E   Y+
Sbjct  667  QGRATYYMEPSHYE  680

>WP_069635477.1 MULTISPECIES: elongation factor G [Enterococcus]
 OEG15606.1 translation elongation factor G [Enterococcus 
quebecensis]
 OJG74609.1 elongation factor G [Enterococcus quebecensis]
 OTN83222.1 elongation factor G [Enterococcus sp. 7F3_DIV0205]
Length=695

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 313/675 (46%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   



NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P +
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMCGSAFKNKGVQIMLDAVLDYLPSPLDIDAIKGIDVKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            + G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  FSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    PL  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV



Sbjct  482  
RETFRAPLTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_010392256.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 ERG59322.1 elongation factor G [Pseudoalteromonas undina DSM 6065]
 OLF72161.1 elongation factor G [Pseudoalteromonas haloplanktis]
Length=694

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 308/670 (46%), Gaps = 
66/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESGVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V   V+  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTAQVQKVLGATPLIMTLPIGIEDEFVGVVDVLNKQAYVWDDTGL  188



Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDKVDEYHEMLIETAVEQDDDLMEAYMEGEVPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLMDEEGNENGEHAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGVLNKGDTILNAFTGKTERVGRMVEMQADERKELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            TA  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
TAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G + 
Sbjct  485  
REIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFAFTSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMGEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMLSNQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664



Query  603  CLTELKGYQA  612
               E   Y A
Sbjct  665  FSMEFSHYAA  674

>WP_096991833.1 elongation factor G [Vibrio thalassae]
 SNX45048.1 Elongation factor G 1 [Vibrio thalassae]
Length=693

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 311/674 (46%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L+A+ +++   +    E V               
Sbjct  126  
SRIIFVNKLDRMGADFFNVVDQVKNVLAANPLVMVLPIGREEEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S + + R  
++ 
Sbjct  186  
SGLPENYEIQDVPADMVDEVEQYREELIETAVEQDDDLMEAYMEGEEPSIDDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG +   DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVMNKGDTILNSATGKTERIGRMVEMQADERNEL  364



Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                TA  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  T---
TAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMETGVLAGFPTLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +++P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGYQA  612
            GR     E   Y A
Sbjct  662  GRGQFSMEFSHYSA  675

>WP_088003790.1 elongation factor G [Bacillus solisilvae]
Length=692

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 189/664 (28%), Positives = 308/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIIDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  +                  AV E +++L+ KY+ GE I+  +L    
++ 
Sbjct  191  ---
GTDIETIEIPEEYKEQAEEYRGRLVEAVAELDEELMMKYLEGEEITLPELKAAIRKA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSV-------------  253
                  +PV  GSA K  G+Q ++DAV   L  P+      A+ G+V             
Sbjct  248  TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLD---
VPAIMGTVPDSDEEKVVPSSD  304

Query  254  --------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
                    FK+       +  + R+Y+GTL     V       RE++ +I +M   
S+ E
Sbjct  305  
DEPFAALAFKIMTDPYVGKLTFFRVYAGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIHIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I+  +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIGGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  



RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKARLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_070273999.1 MULTISPECIES: elongation factor G [Campylobacter]
 OEW16797.1 translation elongation factor G [Campylobacter sp. 
BCW_6877]
 OEW95937.1 translation elongation factor G [Campylobacter jejuni]
 OIN31820.1 translation elongation factor G [Campylobacter jejuni]
Length=691

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 181/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKAVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++   
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKADAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664



Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_057537562.1 GTP-binding protein [Paeniclostridium sordellii]
 CEQ29366.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 251 bits (642),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 163/622 (26%), Positives = 306/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D+  +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIDGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTSSLIENIKKCNIYPILTGSALKNIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                   L G ++KV+Y +   R  Y+++ SG L ++D +           KI  
+RI +
Sbjct  238  YNNEEDFL-
GKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKCLKEEKEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +  Y G++  L   +   + D L D +       R  + + + + +P L
++ +



Sbjct  297  
GIKFENINEVYSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMVPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   G++++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTVGYGHFE--
PLGHYSEVHLKLEPLNANEGIKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHIFEKEHKGILGGFPITDMEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>WP_055063097.1 GTP-binding protein [Bifidobacterium 
pseudocatenulatum]
 CUN54200.1 translation elongation factors [Bifidobacterium 
pseudocatenulatum]
Length=662

 Score = 251 bits (642),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 190/635 (30%), Positives = 288/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S D  +  T  +  E + E          
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFS-
DGCVDFTEPIGGERMEE----------IAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADVVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G 
VQLEV+  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEVIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  GSG
+ Y 
Sbjct  393  MMHDRFGLDVTFGPGSILYKETIAAPVEGIGHFE--
PLRHYAETHVLLEPLPQGSGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510



Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_005504794.1 elongation factor G [Grimontia hollisae]
 EEY71983.1 translation elongation factor G-like protein [Grimontia 
hollisae 
CIP 101886]
 AMG29444.1 elongation factor G [Grimontia hollisae]
Length=695

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 199/684 (29%), Positives = 313/684 (46%), Gaps = 
70/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCFWKDHRLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYADESRV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   V + V++ L A  +I+   + +  + V               
Sbjct  126  
SRLIFVNKLDRMGADFYRVCEQVKNVLGATPLIMTLPIGIEEDFVGVVDILNRQAYVWDD  185

Query  166  --LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I+   A                 +E +D L+  Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEIKDVPADMVEKVEEYREMLIETAVEQDDDLMMAYMEGEEPSVEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA--  248
             +D + FP Y GSA K  G+Q ++D V                     +P GE  + 



+  
Sbjct  246  
TRDLAFFPTYCGSAYKNKGMQLVLDGVVDYLPAPTEVDPQPLTNPETGEPTGEVATVSPD  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
              L    FK+     G    ++R+YSG ++  DTV   A    E++ ++ EM    
+ EI
Sbjct  306  EPLRALAFKIMDDRFGA-
LTFIRIYSGKMKKGDTVLNSATGKTERIGRMVEMHANDRTEI  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A  G+I+ ++   +V+    L DP           P P++   + PK     
E+L
Sbjct  365  ---
DSAQAGDIIAVVGMKNVQTGHTLCDPKNECTLEPMIFPDPVISIAVTPKDKGASEKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL ++   DP  + E D  + E IL  +G + L++   +L   + +E  V  P 
V Y 
Sbjct  422  
GVALGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTHGVELTVGAPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  
A+  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFKFSSTVVGGNVPKEFWPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D +I    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFAGMMESGVLAGFPTLDVEIELFDGAFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T+
Sbjct  602  
IMKVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKGDVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR     E   Y    A V + VI
Sbjct  662  GRGQFSMEFSHYAPCPANVAEKVI  685

>WP_006793851.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 EAW26857.1 elongation factor EF-2 [Alteromonadales bacterium TW-7]



 GAA74092.1 elongation factor G 2 [Pseudoalteromonas sp. BSi20480]
 ATG59572.1 elongation factor G [Pseudoalteromonas marina]
Length=694

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 309/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDDFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVEKTEEYHEMLIETAVEQDDDLMEAYMEGEVPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADERKELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  



SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ VV +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLVVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G + 
Sbjct  485  
REIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFTSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMQEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_085379386.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSG92865.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (642),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 286/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  



Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  G+G
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGVGHFE--
PLRHYAETHVLLEPLPQGAGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     



+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_062692218.1 elongation factor G [Photobacterium sanguinicancri]
 KXI21203.1 elongation factor G [Photobacterium sanguinicancri]
Length=697

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 192/684 (28%), Positives = 316/684 (46%), Gaps = 
76/684 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
            IF+NK+D+ G D  SVV  V+  L A                   D++ +Q         
Sbjct  129  
IFVNKLDRMGADFFSVVDQVKKVLGANPLVMTLPIGREDDFVGVVDVLNRQAYVWDDTGL  188

Query  158  -----VSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 +   PE +++   D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  189  PENYEIQAIPEDMVD---
DVEAYREEMIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA--  248
             +D + FP + GSA K  G+Q ++DAV                     +P GE  + 
+  
Sbjct  246  
TRDIAFFPTFCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVSVD  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302



              L    FK+   D      ++R+YSG +   DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLKALAFKI-
MDDRFGALTFIRIYSGKMNKGDTILNSATGKTERIGRMVEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ ++   +V+    L D            P+P++   + PK     
E++
Sbjct  365  T---
SAQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPIPVISIAVTPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA   S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  
A+  
Sbjct  482  
ETITKAVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFSFKSVVVGGNVPKEFWPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    ++ G L G+   D ++    G +++  S+   F   A     Q + ++G 
QLLEP
Sbjct  542  
GFAGMMDNGVLAGFPTLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQTMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+        V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQMAGVTGVRIKADVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR     E   Y    A V + VI
Sbjct  662  GRGQFSMEFAHYAPCPANVAEAVI  685

>WP_004615927.1 GTP-binding protein [[Clostridium] papyrosolvens]
 EGD49304.1 small GTP-binding protein [ [[Clostridium] papyrosolvens 
DSM 
2782]
Length=882

 Score = 256 bits (653),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 183/619 (30%), Positives = 298/619 (48%), Gaps = 



38/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLIIGILAHVDAGKTTLSESILYLSGKIGKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +     + ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L
+  N
Sbjct  61   
AVLETGEVNITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWLLLQMYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQ G D + +++ ++ +L    I    V  +           E ++ 
+  
Sbjct  121  IPAFIFVNKMDQIGTDKEKLIKDMKKQLGEGCIEFGKVDTT-----------
EFYEQLSM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +LE Y+    I  +++ +  + R     +FP ++GSA K  GI  LM  + G
++  
Sbjct  170  CDEIILENYLETGHIETQQISKAMRER----KVFPCFFGSALKLDGIDELMQGI-
GVYST  224

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I     A     +FK+   + G R  +L++  G L+++D +   G+ + K+ ++RI 
S  
Sbjct  225  IPSY-PAEFGAKIFKITRDEQGTRLTHLKITGGKLKVKDLLT-
NGKWEEKVNQIRIYSGK  282

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +      A  GE+  +       P + + +    G P   P   +R          
I P+
Sbjct  283  KYDAASEATAGEVCAVTGLNQTRPGEGLGIEAASGSPLLEPVLFYR---------
IILPE  333

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  +L  L Q+ + +P L    D    EI    +G VQ+E++ +++  ++ +    
Sbjct  334  GCDPR-
MMLPKLRQIEEEEPELNIVWDEQLQEIHAQIMGEVQIEILQSVIQSRFGVSVSF  392

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
                ++Y E          H E  P   +A + L + P   G G+Q+    S   L
++S+



Sbjct  393  DAGRIVYKETIGNTVEGVGHFE--
PLRHYAEVHLLMEPGEPGGGLQFGLECSEDILSRSW  450

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G  +TD KI    G  ++  +   DFR+     + Q L 
E+ 
Sbjct  451  
QRLILTHLAEKTHKGVLTGSALTDVKITLVSGRAHNKHTEGGDFRAATYRAVRQGLMEAE  510

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY +F L  P++ + RA  D  K       +Q   +  V  G  P   ++ 
Y+ +
Sbjct  511  
SILLEPYYTFQLELPEKMVGRAMTDIEKMHGVSSISQTNGETAVLVGSAPVITMRNYQKE  570

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +  YT G       +KGY+
Sbjct  571  VNAYTKGAGRLFCSVKGYE  589

>WP_107588164.1 elongation factor G [Staphylococcus simulans]
 PTJ03793.1 elongation factor G [Staphylococcus simulans]
Length=693

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 315/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G  + D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHDGGAQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P ++F+NK+D+ G + +  V ++ D+L A+    Q + +  E   E   D+         
Sbjct  129  PRIVFVNKMDKIGANFEYAVSTLHDRLDANAQAVQ-
LPIGAEDEFEAIIDLVTMKCFQYN  187

Query  173  ---------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                                 EA + +IE+    N+ L+EKY+ GE IS ++L    



++ 
Sbjct  188  
GEFGEEVVEIEIPEDYKAKAAEARETLIESVAEVNEDLMEKYLEGEEISVDELKAAIRQA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQGS-------------A  247
              D   +PV  G+A K  G+Q ++DAV          +P IG + S             
A
Sbjct  248  
TLDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPDEEIVARADDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGT+     V  + ++K     ++ +M   ++ 
EI 
Sbjct  308  
EFAALAFKVMTDLYVGKLTFFRVYSGTMNSGSYVKNSTKDKRERVGRLLQMHANTRKEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
               T Y G+I      +V L +     T    K        E P P++  ++ PK+ 
A +
Sbjct  367  --STVYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V
Sbjct  421  
DKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMV  480

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  
Sbjct  481  SYRETFKTPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  540  
SVEAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVADPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVEILMPEEYMGDIMGDVTARRGRVDGMEPRGNAQMVRAFVPLSEMFGYATSLR  659

Query  595  FYTNGRSVCLTELKGYQ  611



              T GR         Y+
Sbjct  660  SNTQGRGTYTMYFDHYE  676

>SNT51645.1 translation elongation factor 2 (EF-2/EF-G) [Rhodococcus 
kyotonensis]
Length=700

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 180/669 (27%), Positives = 320/669 (48%), Gaps = 
75/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGISYKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ+++D+L A                   D++  +    
S 
Sbjct  131  
PRICFVNKMDKLGADFYFTVQTIKDRLGARPLVIQLPIGAENDFEGIVDLVEMKAKVWSG  190

Query  163  EIVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  ++                E  + V E+++ LLEK+  GE +S +++    
++
Sbjct  191  
ETKLGEKYEVQEIPADLQEKAEQYRQELLETVAESDEALLEKFFGGEELSIDEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
               ++ L+P+  GSA K  G+QP++DAV                           
+P  +
Sbjct  251  
MTVNSELYPILCGSAFKNKGVQPMLDAVIDYLPSPLDVESVEGHAPGNEEEILTRKPSAD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
            +  +AL    FK+       +  Y+R+YSG +     V       +E+L K+ +M    
+
Sbjct  311  EPFSALA---
FKIATHPFFGKLTYVRVYSGKVDSGAQVINSTKGKKERLGKLFQMHSNKE  367



Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              I    TA  G I  ++        D L DP           P P+++ +I PKT 
+ +
Sbjct  368  NAIA---
TASAGHIYAVIGLKDTTTGDTLCDPQNQVILESMTFPDPVIQVSIEPKTKSDQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP    ++D  T + ++  +G + L+++   +  ++K+E  V 
+P V
Sbjct  425  
EKLGTAIQKLAEEDPTFSVKLDEDTGQTVIGGMGELHLDILVDRMKREFKVEANVGKPQV  484

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYLNQSF  473
             Y E   + +    +T   +   +  +A + +S+ P     G  Y  E++V+ G + 
+ +
Sbjct  485  
AYRETIRKKVDKLDYTHKKQTGGSGQFAKVIISLEPFEGEDGATYEFENKVTGGRVPREY  544

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  ++ G L G+ + + K+    G Y+   S+   F+       ++A 
K++G
Sbjct  545  
IPSVDAGAQDAMQYGVLAGYPLVNVKVTLLDGAYHDVDSSEMAFKVAGSQAFKEAAKKAG  604

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P++Y+     D       I+  + +    V   ++P   +  
Y  D
Sbjct  605  
PVILEPVMAVEVTTPEDYMGEVIGDLNSRRGQIQAMEERSGARVVKAQVPLSEMFGYIGD  664

Query  593  LAFYTNGRS  601
            L   T GR+
Sbjct  665  LRSKTQGRA  673

>WP_068783694.1 elongation factor G [Paenibacillus phocaensis]
Length=692

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 200/674 (30%), Positives = 320/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   



NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  +VV  +R++L A                   DII ++      
++ 
Sbjct  132  
AYVNKMDIIGADYLNVVNDMRERLQANAVAIQLPIGAESDFVGIIDIITQKAYIYKDDLG  191

Query  166  LE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E T+I             E  + V E ++ L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QNIEETEIPAEYLAKVEELRAELVEKVAELDEDLTMKYLEGEEITIEELKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  GIQ ++DAV   L  PI         E G+                
Sbjct  252  
KIFPVVCGSSYRNKGIQLMLDAVIDYLPAPIDVPSIQGHLEDGTEVERHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKSPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  ER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  G+G Q++S++  G + + +    
+



Sbjct  482  ETFKAPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGNQFDSKIVGGAVPREYIAPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S+   F+    + L+ A ++    
LLE
Sbjct  541  
QGIEEAMQNGVLAGFPVVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKEKCQPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_041156133.1 elongation factor G [Vibrio mytili]
 KIN10290.1 elongation factor G [Vibrio mytili]
Length=695

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 315/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII------------------
KQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L+A+ ++                   +   
+  +
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLAANPLVMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  164  IVLEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207



              L EN            D+EA+     +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
TGLPENYEVLDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA--  248
             +D + FP + GSA K  G+Q ++DAV                     +P GE+   
+  
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPSPTEVDPQDLTDPETGEPTGEKAIVSAD  305

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
              L    FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   
+ EI
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVMKKGDTVLNSATGKTERIGRMCEMQADDRNEI  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L DP           P P++   ++PK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +  I   + P  L SG  ++S V  G + + F  
AV 
Sbjct  482  ETITQPVE-
DSYTHKKQSGGSGQFGKIDYRIKPGELNSGFTFKSTVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    + +G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLE
Sbjct  541  
KGFASMMNEGVLAGFPTLDVEVELFDGGFHAVDSSAIAYEIAAKGAFRQSMPKAGPQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +++P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T
Sbjct  601  
PIMHVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTIT  660



Query  598  NGRSVCLTELKGY  610
            +GR     E   Y
Sbjct  661  SGRGQFSMEFAHY  673

>WP_107375279.1 elongation factor G [Staphylococcus chromogenes]
 PTF83403.1 elongation factor G [Staphylococcus chromogenes]
 PTG60904.1 elongation factor G [Staphylococcus chromogenes]
Length=693

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 187/662 (28%), Positives = 314/662 (47%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDDFQAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E TDI         EA +A+I    E ND L+EKY+ GE IS ++L    ++   
D 
Sbjct  192  
TDIEETDIPEDMQDRAEEAREALIEAVAETNDDLMEKYLGGEEISVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +                    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADNPDEEVIAKADDDGEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  



LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSRQEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_080863515.1 GTP-binding protein [Bifidobacterium adolescentis]
 OQM57780.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (642),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 286/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    



Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  G+G
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGVGHFE--
PLRHYAETHVLLEPLPQGAGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   



DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_094956782.1 elongation factor G [Photobacterium sanguinicancri]
 OZS44363.1 elongation factor G [Photobacterium sanguinicancri]
Length=697

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 192/684 (28%), Positives = 316/684 (46%), Gaps = 
76/684 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGEIHKIGDTHDGSTTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
            IF+NK+D+ G D  SVV  V+  L A                   D++ +Q         
Sbjct  129  
IFVNKLDRMGADFFSVVDQVKKVLGANPLVMTLPIGREDDFVGVVDVLNRQAYVWDDTGL  188

Query  158  -----VSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 +   PE +++   D+EA+     +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  189  PENYEIQAIPEDMVD---
DVEAYREEMIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253



             +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDIAFFPTFCGSAYKNKGMQLILDAVVDYLPAPTEVEPQPLTDPETGEATGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+     G    ++R+YSG +   DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLKALAFKIMDDRFGA-
LTFIRIYSGRMNKGDTILNSATGKTERIGRMVEMQADDRNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +A  G+I+ ++   +V+    L D            P+P++   + PK     
E++
Sbjct  365  T---
SAQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPVPVISIAVTPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   KA   S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  
A+  
Sbjct  482  
ETITKAVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFSFKSVVVGGNVPKEFWPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    ++ G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFAGMMDNGVLAGFPTLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+        V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPEDHVGDVIGDLNRRRGMIKDQMAGVTGVRIKADVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR     E   Y    A V + VI
Sbjct  662  GRGQFSMEFAHYAPCPANVAEAVI  685

>WP_002908654.1 MULTISPECIES: elongation factor G [Streptococcus]
 EGD37373.1 elongation factor G [Streptococcus sanguinis SK150]
 EGJ42906.1 elongation factor G [Streptococcus sanguinis SK1059]



 EGQ19507.1 elongation factor G [Streptococcus sanguinis ATCC 29667]
 EGQ22895.1 elongation factor G [Streptococcus sanguinis SK340]
 ETD06932.1 elongation factor G [Streptococcus sanguinis CC94A]
Length=693

 Score = 252 bits (643),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 314/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361



               +T Y G+I   +        D L D            P P+++  + PK+ A 
++++
Sbjct  366  ---
ETVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPAILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+ 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSASQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_006288640.1 elongation factor G [Parascardovia denticolens]
 EFG32860.1 elongation factor G [Parascardovia denticolens F0305]
 EFT83219.1 translation elongation factor G [Parascardovia 
denticolens DSM 
10105 = JCM 12538]
 EIT88589.1 elongation factor G [Parascardovia denticolens IPLA 
20019]
 BAR05878.1 elongation factor G [Parascardovia denticolens DSM 10105 
= JCM 
12538]
Length=710

 Score = 252 bits (644),  Expect = 7e-71, Method: Compositional 
matrix adjust.
 Identities = 195/689 (28%), Positives = 333/689 (48%), Gaps = 
95/689 (14%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI +A  
+  
Sbjct  16   
NIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAITCF  75

Query  65   WHR--------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
            W+R         +VNI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  +
+   
Sbjct  76   
WNRQSHDTKDRYQVNIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQA  135

Query  117  RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEI-  164
             K N+P + FINK+D+ G D    V ++++KL A  ++ Q            V L   
+ 
Sbjct  136  
DKYNVPRICFINKMDKLGADFYYSVDTIKEKLQAKPLVMQLPIGAESTFTGVVDLVRMVA  195

Query  165  -VLEENTDIEA-WDAV-----------------IEN----
NDKLLEKYIAGEPISREKL-  200
             V ++ +D+ A +D V                 +EN    ND L+EKY+    ++ 
E++ 
Sbjct  196  
YVWKDTSDLGAHYDTVDIPADLRDRAEEYRTELMENAAEANDTLMEKYLEAGELTEEEMR  255

Query  201  --
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------------  238
              +RE   R   +  +PV+ GSA K  G+QP++D V                        
Sbjct  256  AGIRELTIR---
SEAYPVFCGSAFKDKGVQPMLDGVVDYLPSPEDVPAIKGYDIHDPAIE  312

Query  239  ---
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KI  291
               +P  ++  +AL    FK+       + VY+R+YSGT+   D++  A ++K     
K+
Sbjct  313  IDRKPSADEPFSALA---
FKIAAHPFYGKLVYVRVYSGTVHPGDSILNATKDKRERVGKL  369

Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M   +K E V  D A  G I   +   ++   D L D   P  L    +   P 
P+++
Sbjct  370  FQMH-SNKEEPV--DVATAGNIYAFIGLKNITTGDTLCDEKNPIVLESMTF---
PDPVIQ  423

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PKT A +E++  AL +L+D DP  +   D  + + +++ +G +QL+++   +  
++
Sbjct  424  



VAVEPKTKADQEKMGIALARLSDEDPTFQVTTDEESGQTLIAGMGELQLDILIDRMRREF  483

Query  408  KLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--S  462
             +E  V  P V Y E   +P+    +T   +   +  +A + +++ PL    G  
YE  +
Sbjct  484  
HVECNVGNPQVSYRETIRKPVMNVEYTHKKQTGGSGQFAKVLMNILPLDTSEGKTYEFDN  543

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
             V+ G++++ F  +V  G++  +E G+  G+ V   KI    G  +   S+   F+    
Sbjct  544  
LVTGGHISKEFIPSVDAGVQEAMESGILAGYPVVGVKIELTDGQMHEVDSSEMAFKIAGS  603

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
            +  ++   ++G  +LEP ++  +  P+EY+     D      TI++        V   
++
Sbjct  604  
MAFKEGAPKAGPVILEPIMAVEVRTPEEYMGDVIGDLNSRRGTIQSMTDATGVKVIDAKV  663

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P   +  Y  DL   T GR+V   ++  Y
Sbjct  664  PLSEMFGYIGDLRSRTQGRAVYSMQMDSY  692

>CAA46277.1 elongation factor G [Synechocystis sp. PCC 6803]
Length=695

 Score = 252 bits (644),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 202/661 (31%), Positives = 311/661 (47%), Gaps = 
70/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ+A 
TS  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGRIHKLGEVREGESTMDFMEQEAERGITIQSAATSCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDHQLNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            I+INK+D+ G D   VV+ V   L A                   DI+ ++      
S  
Sbjct  130  



IYINKLDRTGADFYRVVKQVETVLGAKPLVMTLPIGTENDFVGVVDILTEKAYIWDDSGD  189

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            PE    E TDI A              +  +E +D L+EKY+ GE IS + + R  
+   
Sbjct  190  PEKY--
EITDIPADMVDDVATYREMLIETAVEQDDDLMEKYLEGEEISIDDIKRCIRTGT  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP----
IGEQGS--------AA  248
            +    FP Y GS+ K  G+Q ++DAV            QP     GE+          
A 
Sbjct  248  
RKLDFFPTYGGSSFKNKGVQLVLDAVVDYLPNPKEVPPQPEVDLEGEETGNYAIVDPEAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+     G    + R+YSGTL   DT+   A    E++ ++ EM   S+ 
EI  
Sbjct  308  LRALAFKIMDDRFGA-
LTFTRIYSGTLSKGDTILNTATGKTERIGRLVEMHADSREEI--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             ++A  G+IV I+   +V+    L DP           P P++   I PK     E
+L  
Sbjct  365  -
ESAQAGDIVAIVGMKNVQTGHTLCDPKNPATLEPMVFPDPVISIAIKPKKKGMDEKLGM  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL+++   DP  + E D  + E I+  +G + L++   +L   + +E  + +P V 
Y E 
Sbjct  424  
ALSKMVQEDPSFQVETDEESGETIIKGMGELHLDIKMDILKRTHGVEVEMGKPQVAYRES  483

Query  424  PLKAASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +  S T +H +       +A I   V P   GSG Q+ES+V+ G + + +  AV
+ G 
Sbjct  484  
ITQQVSDTYVHKKQSGGSGQYAKIDYIVEPGEPGSGFQFESKVTGGNVPREYWPAVQKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               + +G L G+ V D K+    G ++   S+   F   A     Q+L ++  Q
+LEP +
Sbjct  544  
DQSVVKGVLAGYPVVDLKVTLTDGGFHPVDSSAIAFEIAAKAGYRQSLPKAKPQILEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  ++ P++++     D  +    I++ +     V    ++P   +  Y  DL   



T+GR
Sbjct  604  
AVDVFTPEDHMGDVIGDLNRRRGMIKSQETGPMGVRVKADVPLSEMFGYIGDLRTMTSGR  663

Query  601  S  601
             
Sbjct  664  G  664

>GBD34879.1 Elongation factor G [bacterium HR35]
Length=708

 Score = 252 bits (644),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 193/686 (28%), Positives = 323/686 (47%), Gaps = 
85/686 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GTT TD M  ER+RGITI AA  
+  
Sbjct  12   
NIGIIAHIDAGKTTTTERILYYTGISHKIGEVHEGTTVTDWMPQERERGITITAAAVTCF  71

Query  65   WHRC----------------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQ  108
            W +                 K+NI+DTPGH+DF AEV RSL VLDGA+++  A  
GV+AQ
Sbjct  72   
WTQSYLRPAETREERIKGEYKINIIDTPGHIDFTAEVERSLRVLDGAVVLFDAVQGVEAQ  131

Query  109  
TRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------  149
            +  ++H   K  +P + FINK+D+ G D +  ++S+  KL+                   
Sbjct  132  
SETVWHQADKYKVPRICFINKMDKIGADFEEALESIYQKLTRNAVPVVIPIGREDNFKGV  191

Query  150  ADIIIKQTVSLSPE----IV---LEEN--TDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
             D+I+ + V    E    +V   +EE+   + E W     + + E++++ + KY 
+GE  
Sbjct  192  
IDLILMKEVYFEGEKGEKVVYKEIEESHLKEAEKWRNFMLEKLAESDEEFMNKYFSGE-F  250

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------
FQPIGEQGSAAL  249
            + E + R  +R   +    PVY GSA    G+Q ++D V           PI  +G   
L
Sbjct  251  TAEDIRRAIRRACINYLFIPVYCGSALDNKGVQLVLDGVVDFLPSPVDLPPI--
KGVNPL  308

Query  250  CGS---------------
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----K  290
             G                +FK+          + R+YSG L+   T+  +   +     



+
Sbjct  309  
TGQEEIRKADDNEPFSALIFKIMIDPHVGTLSFFRIYSGVLKSGMTILNSSTGETYRIGR  368

Query  291  ITEMRIPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            I  M    + E+   +  + G+I  I+    ++  D + DP +  +    +   P+
+   
Sbjct  369  IARMHANHREEV---
EEMFAGDIGAIVGGKDLKTGDTICDPKKPIQFEKIQFADPVVWMK  425

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT A +E++  AL  LAD DP  R  V+  T + ++  +G +QLE++   L  
++K+
Sbjct  426  
VTPKTKADQEKMGLALKALADEDPTFRVTVNPETGDTLIGGMGELQLEIMIDRLKREFKV  485

Query  410  ETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            E  V +P V Y E   + ++A       +      +  + + + PL  G G ++ + 
+  
Sbjct  486  
EVNVGKPQVAYKETITKVVEAVEGKYIRQSGGRGQYGHVIIRLEPLERGKGFEFVNAIRG  545

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G +  +F  AV  GI+  +E+G+  G+ VTD ++    G Y+   S+   F+    
I L+
Sbjct  546  
GIIPDNFIPAVEKGIKEAMEKGVIAGYPVTDIRVILFDGSYHEVDSSDIAFKIAGAIALQ  605

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            + +K+    +LEP +   +  P E++     D     A IE    ++   +   +
+P   
Sbjct  606  
EGVKQGNPVILEPIMKVEVSIPPEFVGDVTGDLSSRRARIEEVVDEERIKIIRAKVPLGE  665

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y T L   T GR     E   Y+
Sbjct  666  MFGYATILRSLTQGRGFFYMEFSHYE  691

>WP_000090336.1 elongation factor G [Streptococcus oralis]
 EFU63532.1 translation elongation factor G [Streptococcus oralis 
ATCC 49296]
 ORO61594.1 elongation factor G [Streptococcus oralis subsp. oralis]
Length=693

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y



Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_024578570.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 KIU50587.1 elongation factor G [Bradyrhizobium elkanii]
 OCX27327.1 translation elongation factor G [Bradyrhizobium sp. 
UASWS1016]
 AUC96373.1 elongation factor G [Bradyrhizobium sp. SK17]
Length=690

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  +  Y+ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDAMAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  



VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_017723032.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 252 bits (644),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 182/662 (27%), Positives = 312/662 (47%), Gaps = 
74/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERADEARSTLIEAVAETNDELMEKYLADEEISVSELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  



EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               KA++        +      +  + +  +P   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKASAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATALRSNTQ  663

Query  599  GR  600
            GR
Sbjct  664  GR  665

>WP_009226635.1 elongation factor G [Paenibacillus sp. oral taxon 
786]
 EES71448.1 translation elongation factor G [Paenibacillus sp. oral 
taxon 
786 str. D14]



Length=692

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 318/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
             ++NK+D  G D  +VV+ +RD+L A                   DII ++         
Sbjct  132  
AYVNKMDIIGADFLNVVKDMRDRLQANAVAIQLPIGAENDFVGIIDIISQKAYIYRDDLG  191

Query  158  -----VSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 V +  E   + E    E  + V E ++ L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QQIDEVEIPAEYAAQVEELRAELVEKVAELDEDLTMKYLEGEEITVEELKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+                
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVIDYLPSPVDVPSIKGHLEDGTEVERHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M    + EI   
+  Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANHRQEI---
NEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKAPVILESMNF---
PEPVIEIAVEPKTKADQDKM  421



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K++T V +P 
V Y 
Sbjct  422  
GVALAKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVDTNVGKPQVAYR  481

Query  422  ER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  GSG Q++S++  G + + +    
+
Sbjct  482  ETFRVPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGSGNQFDSKIVGGAVPKEYIGPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEAMQNGVLAGFPVVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCQPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_055068323.1 GTP-binding protein [Roseburia faecis]
 CRL40792.1 small GTP-binding protein [Roseburia faecis]
Length=900

 Score = 256 bits (654),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 197/631 (31%), Positives = 297/631 (47%), Gaps = 
52/631 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K INIG+LAHVDAGKTTL+E+LLYA+G I   G V+      DT   ER RGITI 
+   
Sbjct  8    
KNINIGLLAHVDAGKTTLSEALLYATGQIRALGRVDHQDAFLDTDAQERARGITIFSKQA  67

Query  62   SFQWHRCKVN----------
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
              +      N          I+DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  
TR 
Sbjct  68   



RLRLQMTDENLHSEQTIGLTILDTPGHVDFSAEMERTLQVLDYAILVISGTDGVQGHTRT  127

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD  171
            L+  L+  NIPT +F+NK+D  G D + V Q ++ +LS   +       S E   
EE   
Sbjct  128  LWRLLQHYNIPTFLFVNKMDLPGADKEVVQQQLKTELSDGCV--
DFTQDSGEAFFEE---  182

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                      ++ LL++Y+    I+ E L     +R     LFP YYGSA K  G+
+ L+
Sbjct  183  ------AAMGSEALLDEYMDQGSIAEEHLAHAVAKR----
ELFPCYYGSALKVKGVKELL  232

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
                   +    +        V+K+     G R  YL++  GTL ++D ++  G E
+ K+
Sbjct  233  AGFAKYHRT--
PEYENEFSARVYKIGRDTKGARLTYLKVTGGTLHVKDRISYDGLEE-KV  289

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK---
RWREDPLPMLRT  348
             ++R+ S  +    +    GE+            V G  T +P +     +E  +P
+L  
Sbjct  290  DQIRLYSGEKFETAEAVEAGEVCA----------
VTGLTTTVPGQGLGAQQESSVPVLEP  339

Query  349  TIAPKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
             +  +     E     +++ L QL + DP L    +    EI    +G+VQ+EV++ 
L+ 
Sbjct  340  
VLNYRIYLPDEVNAVEMMEKLKQLEEEDPQLHILWNEQLQEIHAQMMGQVQIEVLTQLIK  399

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            E++ +  V  + +++Y E   K      H E  P   +A + L + P   GSG++  
S  
Sbjct  400  ERFGVVVVFGQGNIVYKETIAKPVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGIEVASVC  457

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            S   L+ ++Q  +   I      G L G  +TD KI    G  +   +   DFR      
Sbjct  458  
SEDVLDLNWQRLIATHIMEREHPGVLTGSALTDVKITILSGRAHIKHTEGGDFRQATYRA  517

Query  524  LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK----
DEVVFTG  579
            + Q LK + + LLEP  +F L  PQE + RA  D  +     ++ +       D  
V  G



Sbjct  518  
IRQGLKSTESVLLEPVYAFTLEVPQEMVGRAMTDLKQRAGKFDSPEFGTGNGMDYAVLQG  577

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             +P   +Q Y +++  YT G      EL GY
Sbjct  578  TVPVATMQDYSSEVHAYTRGLGHLTLELSGY  608

>WP_029276482.1 elongation factor G [Carnobacterium jeotgali]
Length=695

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 309/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAA  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WHDHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F+NK+D+ G D    V ++ D+L A+                I   + +  E+   
+  
Sbjct  133  
VFVNKMDKTGADFLYSVGTIIDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEMYTNDLG  192

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +AV + ++ L+EKY+ GE IS  +L +  +    
+ 
Sbjct  193  
TDIREEEIPEEYVELAEEWRTKLVEAVADTDEALMEKYLEGEEISEAELKKAIRTATVNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV                 P  E+        S      
Sbjct  253  
EFYPVLCGSAFKNKGVQMMLDAVVDYLPSPLDVPAIQGILPDSEETVERHSDDSEPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL+    V       RE++ +I +M   S+ EI      
Sbjct  313  



AFKVMTDPYVGRLTFFRVYSGTLQAGSYVQNSTKGKRERVGRILQMHANSRSEIPEV---  369

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +   +    D L D          + P P+++  I PK+ A ++++  
AL +
Sbjct  370  
FAGDIAAAVGLKNTTTGDTLCDEKDQVILESMDFPEPVIQVAIEPKSKADQDKMGVALQK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P V Y E  
R  
Sbjct  430  
LAEEDPTFRAETDHETGETIIAGMGELHLDIIVDRMRREFNVEASVGAPQVSYRETFRGS  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  +P   G G  +E  +  G + + +  AV+ G+   
L
Sbjct  490  
TQAEGKFVRQSGGKGQYGHVWIEFSPNEEGKGFDFEDAIVGGTVPREYIPAVKAGLEASL  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S    F+  A + L+ A K++   +LEP +   
+
Sbjct  550  
DNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKNAAKKANPVILEPMMGVEI  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++YL             IE ++ + +  +  G IP   +  Y T L   T GR    
Sbjct  610  
TIPEDYLGDVMGHISARRGRIEGSEARGNTTIVKGMIPLAEMFGYATALRSATQGRGTFS  669

Query  605  TELKGYQ  611
                 Y+
Sbjct  670  MTFDHYE  676

>WP_100795235.1 elongation factor G [Viridibacillus sp. OK051]
 PKA85835.1 translation elongation factor 2 (EF-2/EF-G) 
[Viridibacillus sp. 
OK051]
Length=692

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 184/669 (28%), Positives = 310/669 (46%), Gaps = 
61/669 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGGSQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P ++FINK+D+ G D    V ++ ++L A                   D++   T     
Sbjct  129  
PRIVFINKMDKMGADFLYSVGTLTERLQANAHPIQLPIGAEDEFKAIIDLVEMNTTFYGN  188

Query  159  SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  E+ + E         E +     +A+ + N+ ++EKY AGE IS ++L +  
++  
Sbjct  189  
DLGTEVTVGEIPEEYKAQAEEYREKLIEAIADVNEDIMEKYFAGEEISVDELKKAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
             +   +PV  G+A K  G++ ++DA             + G      E+           
Sbjct  249  
INIEFYPVICGTAFKHKGVRKMLDAAIDYLPAPTDVESIKGTLPDSDEEVVRHSSDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L+    V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPFVGKLTFFRVYSGVLQSGSYVQNSSKGKRERVGRILQMHANSREEIAEV  368

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                    V L   +    D L +   L      E P P++  ++ PK+ A ++++  
AL
Sbjct  369  HAGDIAAAVGLKDTTT--
GDTLCEEKHLVILESMEFPEPVISLSVEPKSKADQDKMGQAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--R  423
             +L + DP  R   D+ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  R
Sbjct  427  
QKLQEEDPTFRAHTDTETGQTIISGMGELHLDILVDRMRREFKVEANVGAPQVSYRETFR  486

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483



                       +      +  + +  +P   G G ++E+ +  G + + +  AV  
G+R 
Sbjct  487  
GSAKVQGKFTRQSGGRGQYGDVTIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAGLRD  546

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L++G+  G+ + D K    +G Y+   S    F+  A + L++A K+    +LEP 
+  
Sbjct  547  
SLDRGVVAGYPLIDIKAKLVFGSYHDVDSNEMAFKIAASMALKEASKQCNAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EYL     +       +E  + + +  V    +P   +  Y T L   T 
GR V
Sbjct  607  
EVVIPEEYLGDIMGNITSRRGRVEGMEARGNSQVVRSMVPLSEMFGYATTLRSATQGRGV  666

Query  603  CLTELKGYQ  611
                   Y+
Sbjct  667  FSMTFDHYE  675

>WP_025117220.1 GTP-binding protein [Lysinibacillus fusiformis]
Length=646

 Score = 251 bits (640),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 182/614 (30%), Positives = 294/614 (48%), Gaps = 
32/614 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+      D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDAYLDNHELERKRGITIFAEQGRMTI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR  +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRNYHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN---
TDIEAWDAVIENN  182
            FINKID+ G D+++V+  +    S  ++        P   L+EN   + I  W A  
E +
Sbjct  125  FINKIDRDGADVRAVMTQLHKDFSEHVLFVD----EP---
LQENYVSSTIMEWLA--ERD  175

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA---
VTGL-F  238



            ++LL+ ++  E +   + + + Q  +++ S FP + GSA K  GIQ L+     
+TG  F
Sbjct  176  EELLDAFL-
NETLEHGQCINQLQSMIKNESAFPCFTGSALKDEGIQELIAQLPLITGTHF  234

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +P      A   G VFK+ + D  QR  +++  +G L +RD     G    K+TE
+R+ +
Sbjct  235  EP-----EAPFQGEVFKIRH-DGHQRLTFIKALTGKLHVRDEFTF-
GDLTEKVTEIRLYN  287

Query  299  KGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                        GEI  +   S   + D +G  T L +     + +P L+  +  +    
Sbjct  288  GSRFETVQHVEAGEIFAVKGLSQANIGDRIGSNT-LSQPY---
ELVPTLQAKVQYEGEQH  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   +P LR        EI +  +G +QLEV+  +L +++ L     
EP 
Sbjct  344  
MKEVLKIFRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLIEVLMKRFTLNITFGEPQ  403

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++YME      +   H E  P   +A I L + P   G+G+ + +      L+   
Q  V
Sbjct  404  ILYMETIATPVTGYGHFE--
PLKHYAEIHLLMEPNERGTGITFSNACHADDLSVGNQRLV  461

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      GL  G+ VTD       G  ++  ++  DFR      L Q L+++   
LL
Sbjct  462  
EKHLFERDHHGLLTGYAVTDIHFTLLTGRGHNEHTSGGDFREATFRALRQGLEQAQNVLL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F + A  +++ R   D  +   T +   + + +VV TG  P     +Y T  
A Y
Sbjct  522  
EPYYRFKMKASNDFIGRMMTDIQQAAGTFDDPVLTETDVVLTGRAPVATFMSYSTIFAAY  581

Query  597  TNGRSVCLTELKGY  610
            TNG+     +  GY
Sbjct  582  TNGKGALTLQFDGY  595

>WP_010554859.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 ATC84871.1 elongation factor G [Pseudoalteromonas arctica A 37-1-2]



 PKH91045.1 elongation factor G [Pseudoalteromonas sp. 78C3]
 PLT26476.1 elongation factor G [Pseudoalteromonas sp. MelDa3]
Length=694

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 198/675 (29%), Positives = 310/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGATPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI A              +  +E +D LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDIPADMVDKTDEYYEMLVETALEQDDALLEAYMEGEAPSLEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPCPTEVDPQPLMDEEGNENGEFAVVSTDEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  



SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
KEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMGTGVLAGFPVLDVEIELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMNV  604

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLAFYT  597
             ++ P++++     D  +         +K  E   TG     ++P   +  Y   L   
T
Sbjct  605  DVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLRTMT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>WP_070278906.1 MULTISPECIES: elongation factor G [Campylobacter]
 OEW07274.1 translation elongation factor G [Campylobacter sp. 
BCW_6874]
 OEW08435.1 translation elongation factor G [Campylobacter sp. 
BCW_6873]
 OEW17338.1 translation elongation factor G [Campylobacter sp. 
BCW_6878]
Length=691

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 180/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    



KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     + V E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIETVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  



IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>PID83138.1 elongation factor G [Candidatus Campbellbacteria 
bacterium]
Length=721

 Score = 253 bits (645),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 195/711 (27%), Positives = 332/711 (47%), Gaps = 
96/711 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N GI+AHVDAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNFGIVAHVDAGKTTTTERILYYTGRSHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   SFQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            +  W           + + NI+DTPGH+DF AEV RSL VLDGA++V+    GV+ 
QT  
Sbjct  69   
TCFWIPTYEGENVERKHRFNIIDTPGHVDFTAEVERSLKVLDGAVVVLDGNAGVEPQTET  128

Query  112  LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----
TVSLS-----  161
            ++    K  +P + F+NK+D+ G D    ++S++++L+ D +  Q       SLS     
Sbjct  129  
VWRQADKYKVPRMCFVNKLDKTGADYFKTLESIQERLTPDAVAAQLPIGSEESLSGVIDL  188

Query  162  ---------------------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISRE  198
                                 P  +LE+ T++     + ++ENN++L +K +  E 
IS  



Sbjct  189  
LEMKAFKFEGNMGNEIKKEDIPAELLEQATELRRVFVEKIVENNEELTDKVLGEEEISLA  248

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ--  244
            +L  E ++ V    + PVY GSA K +G+Q L+DAV                 P  
E+  
Sbjct  249  
ELKAELRKAVIANQIVPVYCGSAFKNIGVQILLDAVVDFLPAPTDIEDIKGIDPKTEEEI  308

Query  245  -----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMR  295
                     L   VFK++      +  Y+R+YSG L+    V   +   +E++ ++ 
+M 
Sbjct  309  
TRKASDEEPLAALVFKLQTDPFVGQLSYIRIYSGVLKSGSYVLNASTGNKERIGRLLKMH  368

Query  296  IPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIA  351
               + E+   +  Y GEIV  +     + +D + D   P  L +  +   P P++   
I 
Sbjct  369  ANEREEV---EAGYAGEIVAAVGLKDTKTSDTICDLDAPIELHKIEF---
PEPVISLKIE  422

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+T A +E++  A+ +L+D DP  R   ++ T+E I+S +G + L+++   +  ++ 
++ 
Sbjct  423  
PETKADQEKMGIAIKKLSDEDPTFRVSTNNETNETIISGMGELHLDILVDRMKREFNVKA  482

Query  412  VVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGS-------------  456
            VV EP V Y E  L A+        +      +  + L V PL   +             
Sbjct  483  
VVGEPEVSYRETILGASEGEEKYVKQSGGKGQYGHVKLRVKPLEQSTNDPENLPKTVYRE  542

Query  457  -GVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPA  514
             G ++E+ +  G + Q +    R G++ G+++G+  G+ V +  +    G Y+   
S+  
Sbjct  543  
EGFEFENNIKGGIIPQEYIVPCRKGVQEGMDRGILAGYPVVNVSVDLYDGSYHDVDSSEI  602

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
             F+  A     +A K +   LLEP +   +  P+EY+     +      +IE  + 
+   
Sbjct  603  
AFKIAASKAFTKAAKNAQPVLLEPIMKVDIVTPEEYVGDITGNISSMRGSIEGIEERGLA  662

Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
             V   ++P   +  Y T +   T GR+    E   Y+     V   +I+ R
Sbjct  663  QVVKAKVPLGELFGYTTKVRSMTQGRATPTLEFSNYEVVPRNVADEIIKKR  713



>WP_085380244.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSH04476.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (641),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 187/638 (29%), Positives = 288/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE



++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
G+G+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGVGH-----
FEPLRHYAETHVLLEPLPQGAGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_054251760.1 elongation factor G [Neofamilia massiliensis]
Length=689

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 188/663 (28%), Positives = 310/663 (47%), Gaps = 
58/663 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L  SG I + G    G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILLYSGRIHKIGETHDGGATMDFMEQEKERGITIGSAATTAM  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDHRLNIIDTPGHVDFTVEVERSLRVLDGAVSLFDAKSGVEPQSETVWRQADKYMVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE---  167



              INK+D  G D    V++++++L+A+ +  Q               V++  EI  
+   
Sbjct  132  
AHINKMDVVGADFFRSVETIKNRLNANPVPIQIPIGAEDNFTGMIDLVTMKAEIYKDDMG  191

Query  168  ---ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TD+        E +     D V   +D L+  Y+ GE IS E L +  ++     
Sbjct  192  
FEIEITDVPDDMKDLAEEYRENLIDKVSNFDDDLMMAYLEGEEISEEMLKKAIRKGTVSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ------
GSAALCGSV  253
             + PV  GS+ K  G+Q L+DA+   L  P+           GE+               
Sbjct  252  
QMVPVTCGSSYKNKGVQLLLDAIIDYLPSPLDVPAIKGTTEDGEEVERHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAYPGE  312
            FK+       +  Y R+YSG+++    V  + + +K +I  + +    +    +  
+ GE
Sbjct  312  
FKIVTDQYVGKLCYFRVYSGSIKAGSYVYNSTKGKKERIGRIMVMHADKREEVEEVFAGE  371

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +        D L D          E P P++   I PKT A ++++  AL 
+LA+ 
Sbjct  372  
IAAAIGLKDTTTGDTLCDQDAPIVLENMEFPEPVISVAIEPKTKASQDKMTAALLKLAEE  431

Query  372  DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER---
PLKAA  428
            DP  R   D  T + I+S +G + LE++   L  ++K+E  V  P V Y E    P 
+A 
Sbjct  432  
DPTFRTYTDDETGDTIISGMGELHLEIIVDRLLREFKVEANVGNPQVSYRESITIPSEAD  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
            +     +      +  + L + PL  G+G ++ + +  G + + +  AV++G+   
L+ G
Sbjct  492  TKYAR-
QSGGRGQYGHVKLRMEPLEKGAGFEFVNEIVGGAIPKEYMGAVQEGVEEALKSG  550

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F+  A +  ++AL++   QLLEP ++  
+  P
Sbjct  551  
ILGGYEVLDVKVTVYDGSYHEVDSSEMAFKIAASMATKEALRKGNPQLLEPTMAVEITTP  610

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607



            +EY+     D       +E  ++     V    +P   +  Y T L   T GR+    
+ 
Sbjct  611  
EEYMGDVIGDVNSRRGQVEGMEMVAGAQVIRAFVPLGEMFGYATSLRSNTQGRATYSMQF  670

Query  608  KGY  610
              Y
Sbjct  671  DHY  673

>WP_087801954.1 elongation factor G [Saccharibacillus sp. O16]
 OWA32917.1 elongation factor G [Saccharibacillus sp. O16]
Length=692

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 323/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV----------------LE  167
             ++NK+D  G D  +VV+ + ++L A+ + I+  +    + V                
L 
Sbjct  132  
AYVNKMDIIGADFLNVVKDMGERLQANSVAIQLPIGAENDFVGIIDLVEQKAHMYKDDLG  191

Query  168  ENTDI----EAWDAVIEN------------
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +N ++    E + A +E             +++L+ KY+ GE IS E+L    ++ 
V D 
Sbjct  192  
QNIEVVDVPEEFKAQVEELRGILVEKVAELDEELMMKYLEGEEISIEELKAALRQGVIDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ K  G+Q ++DAV   L  P+         E G   +  S          
Sbjct  252  
KIFPVICGSSYKNKGVQLMLDAVLDYLPAPVDVPAIQGHLEDGEETVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-



KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSRQEI---
SVVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKSPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALSKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +  + +   PL  G+G Q+ES+V  G + + +     
Sbjct  482  ETFRQPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGSQFESKVVGGSVPREYIQPAL  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
AGIEEQMKSGVIAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRSGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_003085284.1 MULTISPECIES: elongation factor G [Streptococcus]
 EFR45003.1 translation elongation factor G [Streptococcus 
pseudoporcinus 
SPIN 20026]
 EGJ27898.1 translation elongation factor G [Streptococcus porcinus 
str. 
Jelinkova 176]
 EHI65028.1 translation elongation factor G [Streptococcus 
pseudoporcinus 



LQ 940-04]
Length=692

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 313/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWDGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFSGIIDLIKMKAEIYTN  188

Query  168  E-NTDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI                  +  +AV E +++L+ KY+ GE I+ E+LV   
++  
Sbjct  189  
DLGTDIREEEIPAEYVDQANEYREKLIEAVAETDEELMMKYLEGEEITNEELVEGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V    + K     +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGILESGSYVMNTSKNKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +   +    D L D          + P P+++  + PK+ A 
++++



Sbjct  366  ---
EKVYAGDIAAAVGLKNTTTGDSLTDEKAKVILESIDVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GVALQKLAEEDPTFRVETNVETGETVIAGMGELHLDVLVDRMKREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLIESMANGVLAGYPLVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  V    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNVQVVRAYVPLAEMFGYATILRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_004184294.1 elongation factor G [Streptococcus sanguinis]
 EGC24433.1 translation elongation factor G [Streptococcus sanguinis 
SK405]
Length=693

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESINV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVE  541



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_089252708.1 elongation factor G [Rhodococcus kyotonensis]
Length=703

 Score = 252 bits (644),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 180/669 (27%), Positives = 320/669 (48%), Gaps = 
75/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  14   
KVRNIGIMAHIDAGKTTTTERILFYTGISYKIGEVHDGAATMDWMEQEQERGITITSAAT  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  74   
TCFWNDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ+++D+L A                   D++  +    
S 
Sbjct  134  
PRICFVNKMDKLGADFYFTVQTIKDRLGARPLVIQLPIGAENDFEGIVDLVEMKAKVWSG  193

Query  163  EIVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  ++                E  + V E+++ LLEK+  GE +S +++    
++
Sbjct  194  



ETKLGEKYEVQEIPADLQEKAEQYRQELLETVAESDEALLEKFFGGEELSIDEIKGAIRK  253

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
               ++ L+P+  GSA K  G+QP++DAV                           
+P  +
Sbjct  254  
MTVNSELYPILCGSAFKNKGVQPMLDAVIDYLPSPLDVESVEGHAPGNEEEILTRKPSAD  313

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
            +  +AL    FK+       +  Y+R+YSG +     V       +E+L K+ +M    
+
Sbjct  314  EPFSALA---
FKIATHPFFGKLTYVRVYSGKVDSGAQVINSTKGKKERLGKLFQMHSNKE  370

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              I    TA  G I  ++        D L DP           P P+++ +I PKT 
+ +
Sbjct  371  NAIA---
TASAGHIYAVIGLKDTTTGDTLCDPQNQVILESMTFPDPVIQVSIEPKTKSDQ  427

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP    ++D  T + ++  +G + L+++   +  ++K+E  V 
+P V
Sbjct  428  
EKLGTAIQKLAEEDPTFSVKLDEDTGQTVIGGMGELHLDILVDRMKREFKVEANVGKPQV  487

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYLNQSF  473
             Y E   + +    +T   +   +  +A + +S+ P     G  Y  E++V+ G + 
+ +
Sbjct  488  
AYRETIRKKVDKLDYTHKKQTGGSGQFAKVIISLEPFEGEDGATYEFENKVTGGRVPREY  547

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  ++ G L G+ + + K+    G Y+   S+   F+       ++A 
K++G
Sbjct  548  
IPSVDAGAQDAMQYGVLAGYPLVNVKVTLLDGAYHDVDSSEMAFKVAGSQAFKEAAKKAG  607

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P++Y+     D       I+  + +    V   ++P   +  
Y  D
Sbjct  608  
PVILEPVMAVEVTTPEDYMGEVIGDLNSRRGQIQAMEERSGARVVKAQVPLSEMFGYIGD  667

Query  593  LAFYTNGRS  601
            L   T GR+
Sbjct  668  LRSKTQGRA  676



>WP_033499211.1 GTP-binding protein [Bifidobacterium adolescentis]
 KFI96675.1 translation elongation factor [Bifidobacterium stercoris 
JCM 
15918]
Length=662

 Score = 251 bits (641),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 285/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD A+LVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAVLVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  



PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  GSG
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGVGHFE--
PLRHYAETHVLLEPLPQGSGMAYT  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L +++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLGRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_053818937.1 GTP-binding protein [Clostridium sporogenes]
 KOY64354.1 elongation factor G [Clostridium sporogenes]
Length=651

 Score = 251 bits (641),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 293/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124



Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPEI+          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKPLNSDELSPEII----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++   LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKTELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ + L   E     K  E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIVLPNIENDFCEKANEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNSGITFESACHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFERDHHGILTGSPITDIKITLLTGRSHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  



EPYYSFKMEVPLDYMGRVLSDIQKLKGDFSPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_026971002.1 elongation factor G [Aliagarivorans marinus]
Length=694

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 194/669 (29%), Positives = 311/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTSTERILKLTGKIHKTGEVHDGAATTDFMEQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRLNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V++ L+A+                   ++ Q   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVDQVKNVLAANPLVMTLPIGIEDDFTGVVDVLSQKAYIWDDSGL  188

Query  167  EEN---TDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI             +  ++ +E +D+L+  Y+ GE  S E + R  +   
+ 
Sbjct  189  
PENYEVTDIPEDMVEKAAEYREQLIESAVEMDDELMMAYMEGEEPSLEDIKRCIREGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  GIQ ++DAV            QP+ ++ +    G V         
Sbjct  249  
MAFFPTFCGSAFKNKGIQLVLDAVVDYLPSPTEVDAQPLTDEETGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG +    T+   A    E++ ++ EM    + 
EI   
Sbjct  309  RALAFKI-



MDDRFGALTFIRIYSGKMEKGMTILNSATGKTERIGRMVEMHADERNEI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            ++A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  365  
NSAQAGDIIAVVGMKNVQTGHTLCDPKHPCTLEPMIFPEPVISIAVAPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G +
Sbjct  485  
TQELEDSYTHKKQSGGSGQFGKIDYRIRPGEPGSGFKFSSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D ++    G +++  S+   F   A     Q+L ++G 
QLLEP + 
Sbjct  545  
VMMEEGPLAGFPVLDLEVELFDGAFHAVDSSAIAFEIAAKGAYRQSLPKAGPQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGATGVRIKGEVPLAEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFAHY  673

>WP_055105069.1 elongation factor G [Paenibacillus ihumii]
Length=692

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 198/675 (29%), Positives = 322/675 (48%), Gaps = 
80/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI +A 
T+  



Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGSATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------
IVLE---------  167
             ++NK+D  G D  +VV+ +R++L A+ +  Q + +  E        I+ E         
Sbjct  132  AYVNKMDIIGADFLNVVKDMRERLQANAVAIQ-
LPIGAEDNFVGIIDIIAEKAYIYKDNM  190

Query  168  ----ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E T+I             E  + V E +++L  KY+ GE IS +++    ++ 
V +
Sbjct  191  
GQNIEETEIPEDYKAQVEELRAELVEKVAELDEELTMKYLEGEEISVDEIKAALRKGVVE  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGS  252
              +FPV  GS+ +  G+Q ++DAV   L  PI         E GS               
Sbjct  251  
VKIFPVICGSSYRNKGVQLMLDAVVDYLPAPIDIPSIKGHLEDGSEVERHSSDDEPFAAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Sbjct  311  
AFKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSRQEITEV---  367

Query  309  YPGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++
Sbjct  368  YAGDI----ASAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDK  420

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y
Sbjct  421  
MGVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIERMRREFKVETNVGKPQVAY  480

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P +     +  +      +  + +   PL  GSG Q++S++  G + + +    
Sbjct  481  RETFRAPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEAGSGNQFDSKIVGGAVPREYIAPA  539



Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            + GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
LL
Sbjct  540  
QQGIEEAMKNGVLAGFPLVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCQAVLL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+             IE    +    +   ++P   +  Y T 
L   
Sbjct  600  
EPIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGSAQIIRAKVPLSEMFGYSTTLRSG  659

Query  597  TNGRSVCLTELKGYQ  611
            T GR V   EL  Y+
Sbjct  660  TQGRGVFSMELSHYE  674

>WP_006598935.1 elongation factor G [Pseudoramibacter alactolyticus]
 EFV01398.1 translation elongation factor G [Pseudoramibacter 
alactolyticus 
ATCC 23263]
Length=691

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 306/669 (46%), Gaps = 
64/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY SG I + G    G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYSGKIHKIGETHDGASQMDWMEQEQERGITITSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    + +
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKAGVEPQSETVWRQAEEYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLSPEI  164
            ++INK+D  G D    V ++ D+L  +                    I +K  V  
+ E 
Sbjct  132  
VYINKMDVTGADFYMSVDTLVDRLGTNPVCIQLPIGAEHGFVGIIDLIKMKAEVYKNEEG  191

Query  165  VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



               E TDI A              + + E +D L+EKY+ G+ IS E++    ++   
+ 
Sbjct  192  
TEFEMTDIPAEMRDKAEEYHEKMLEQLAEVDDNLMEKYLDGQEISEEEIKAAIRKGTVEL  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
             L  V  GS+ K  G+Q L+DA+                 P  E+         A     
Sbjct  252  
KLVAVTCGSSYKNKGVQMLVDAIVDYMPSPVDIPAIKGVNPDTEEDDERVASDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  ++R+YSG       V   +   RE+L +I +M    + EI      
Sbjct  312  
AFKIMTDPYVGKLAFMRVYSGKAEAGSYVLNTSKGKRERLGRILQMHANHRAEITEV---  368

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+IV  +        D L DP         E P P++   + PKT A +E++  
AL +
Sbjct  369  
YTGDIVAAVGLKDTATGDTLCDPDHPIILESMEFPDPVISVAVEPKTKAGQEKMTVALMK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I+S +G + L+++   +  ++K+E  + +P V Y E   
K 
Sbjct  429  
LAEEDPTFQTHTDEETGQTIISGMGELHLDIIIDRMLREFKVEANIGKPQVAYKEAITKK  488

Query  428  --
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +    +++ PL  G G  +E++V  G + + F   + +GI   
+
Sbjct  489  
VDAEGKFARQSGGRGQYGHCLITLEPLESGEGFVFENKVVGGAIPKEFIGPIENGIAEAM  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D K     G Y+   S+   F+    +  +  ++++   ++EP     
+
Sbjct  549  
QNGVVAGYPVIDVKATVYDGSYHEVDSSEMAFKVAGSMAFKNGMRKAAPVIMEPMEKLEV  608

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P+EY+     D       +E  + + +      G +P   +  Y T L   T 
GR + 
Sbjct  609  
LVPEEYMGDVMGDINSRRGRVEGMEARANGTQSIKGVVPLAEMFGYATSLRSKTQGRGIY  668

Query  604  LTELKGYQA  612
              +   Y+A



Sbjct  669  TMQFSHYEA  677

>WP_013119205.1 MULTISPECIES: elongation factor G [Thermincola]
 ADG81179.1 translation elongation factor G [Thermincola potens JR]
 KNZ69483.1 translation elongation factor G [Thermincola 
ferriacetica]
Length=692

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 188/673 (28%), Positives = 307/673 (46%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCQWRGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    +  +R++L A                   D++  Q +  
+ 
Sbjct  129  
PRIAFINKMDRVGADFFRGLNMIRERLGANPVALQIPIGSEDQFKGVVDLVENQAIIYTD  188

Query  163  EIVLE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  + + TDI             +  +AV E +++L+ KY+ GE ++ E++ +  
++  
Sbjct  189  
DLGTQSDKTDIPEDLKEIAAEYREKLIEAVAETDEELMMKYLEGEELTVEEIKKGIRKGC  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                L PV  GSA K  G+QPL+DAV              G     GE+           
Sbjct  249  
IAVKLIPVLCGSAFKNKGVQPLLDAVVDYLPSPLDIPAIKGTNPETGEEDKRVASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L+    V  + + K     +I +M    + 
EI   
Sbjct  309  
SALAFKIMADPYVGKLAFFRVYSGVLQSGSYVFNSTKGKKERIGRILQMHANHREEISEV  368



Query  306  DTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             T      V L   S    D L D   P  L   ++   P P++   I PKT A 
+E++ 
Sbjct  369  CTGDIAAAVGLKDTST--GDTLCDEKAPIILESMQF---
PEPVIAVAIEPKTKADQEKMG  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL++LA+ DP  R   D  T + I+  +G + LE++   +  ++K+E  V  P V 
Y E
Sbjct  424  
LALSRLAEEDPTFRTYTDPETGQTIIQGMGELHLEIIVDRMLREFKVEANVGRPQVAYKE  483

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
                 +KA    I  +      +  + +   PL  G G ++ +++  G + + +   
V  
Sbjct  484  TIRSSVKAEGKFIR-
QSGGRGQYGHVWVEFEPLEPGQGFEFVNKIVGGVVPKEYIAPVEA  542

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GIR  +E G+  G+   D +     G Y+   S+   F+    +  +    ++   
LLEP
Sbjct  543  
GIREAMENGILAGYPAIDIRATLYDGSYHDVDSSEMAFKIAGSLAFKNGAVKANPVLLEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       IE  + + +     G +P   +  Y TDL   
T 
Sbjct  603  
IMKVEVVVPEEYMGDVMGDINSRRGRIEGMEPRGNSQTIRGYVPLAEMFGYATDLRSRTQ  662

Query  599  GRSVCLTELKGYQ  611
            GR     +   Y+
Sbjct  663  GRGTYTMQFSHYE  675

>WP_088770300.1 GTP-binding protein [Lactobacillus pentosus]
 ASG79759.1 elongation factor G [Lactobacillus pentosus]
Length=663

 Score = 251 bits (641),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 192/634 (30%), Positives = 299/634 (47%), Gaps = 
50/634 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G++AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  



Sbjct  1    
MKQIVAGMIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHR  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + ++DTPGH+DF  +  + L+VLD AILVISA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLKYNNLDLTLLDTPGHVDFATQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLARYH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLS---------
PEIVLEENTD  171
            +PT+IFINK+D  G D   ++  V+  LS   +   TV  +         P+ V+E
+   
Sbjct  121  
VPTIIFINKMDAPGTDAAHLMAQVQQTLSPGCVAFNTVEANATATELPTVPDAVMED---  177

Query  172  
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM  231
                  +   ND +L  Y+    I  E +    QRR     +FP Y+G+A K  G+  
LM
Sbjct  178  ------IAMQNDDVLADYLETGSIDDETIRHMIQRR----
EIFPCYFGAALKLTGVDDLM  227

Query  232  
DAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI  291
              +     P  +  +A     VFK+ + + G+R  ++R+  G L  +D V  A     
K+
Sbjct  228  TGLDHWTLP--
KPAAAEFGAQVFKITHDEQGERLTWVRVTGGALHPKDVVLGA----QKV  281

Query  292  TEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTT  349
             ++RI S  +         G + ++   +   +        L      + PL  P
+L   
Sbjct  282  NQLRIYSGTKYETQSVVNAGTVCVITGLTKTYSG-----
QGLGAAADGQQPLMQPVLTYA  336

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + P++       L AL QL D DP L         E+ +  +G +QLEV+  LL +
+++L
Sbjct  337  LDPQS-
EDLHACLTALRQLEDEDPQLHVTWSESLQELRVQVMGTIQLEVLQQLLKDRFQL  395

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                   S++Y E          H E  P   +A + L + P   GSG+ + +  
SL  L
Sbjct  396  TVQFGTGSILYQETITAPVEGVGHFE--
PLRHYAEVHLLLEPAPRGSGLHFAADCSLEVL  453

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528



             +++Q+ V   ++   ++G L G  +TD  +    G      S   DFR      L 
Q L
Sbjct  454  
GRNWQHQVLSNLQAKTQRGVLVGAPLTDVNVTLISGRASIVHSVGGDFREATWRALRQGL  513

Query  529  ----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPK----
YCATIETAQVKKDE---VVF  577
                +    QLLEP+  F L   Q+ + RA  D  +    + A +    V  D       
Sbjct  514  
MMLRQRGACQLLEPWYRFRLEVGQDQVGRAMTDIQRMNGQFDAPVANTSVATDGTELTTI  573

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            TG  P   +Q Y   +  YT+G+      + GY+
Sbjct  574  TGVAPVAAMQDYSQMVRAYTHGQGQLECVVDGYR  607

>WP_016709925.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
Length=694

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 306/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII------------------
KQTVSLSPEIVL  166
            IF+NK+D+ G D   V + VR  L A+ +I                   +   +  
E  L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGANPLIMTLPIGIEDEFCGVVDVLTKKAYIWDETGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN  +E   A                 +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYTVEDVPADMVDKVDEYHEMLIETAVEQDDDLMEAYMEGEVPSLEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----



GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
REIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSTVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMSEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    ++  +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMMKDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_019375537.1 elongation factor G [Virgibacillus 
halodenitrificans]
 CDQ37336.1 Vegetative protein 19 [Virgibacillus halodenitrificans]



 APC46808.1 translation elongation factor G [Virgibacillus 
halodenitrificans]
Length=692

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAAWKEHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G D      +++D+L A                   D+I  +      
Sbjct  129  
PRIVFINKMDKVGADFLYSTGTLKDRLGANAHPVQLPIGAEDQFEGIIDLINMEAHFYLD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + S EI  E     E       +AV E +++L+ K++ GE IS E+L    
++  
Sbjct  189  
DLGTKAESREIPAEYKDKAEELRAGLIEAVSELDEELMMKFLEGEEISNEELKNAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             D   +PVY GSA K  G+Q ++D             A+ G+     E+        
A  
Sbjct  249  
LDVEFYPVYCGSAFKNKGVQLMLDGVIDFLPAPTDVAAIEGIIPGTEEKVTRPSDDKAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI R 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSVKDKRERVGRILQMHANSREEISRV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y GEI   +        D L D   L      E P P++   I PKT A +++
+  A



Sbjct  369  ---
YSGEIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIGVAIEPKTKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R E +  T + I+S +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTETNVETGQTIISGMGELHLDIIVDRLKREFKVEANVGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              AA        +      +  + +   P   G+G ++E+++  G + + +  +V  
GI 
Sbjct  486  
RSAAEVEGKFVRQSGGRGQYGHVWVKFEPNEEGAGFEFENKIVGGVVPREYIPSVEAGIA  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP + 
Sbjct  546  
ESMENGVLAGYPLIDIKASLYDGSYHDVDSNEMAFKIAASMALKAAKNKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    +  G +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDVTSRRGRVEGMEARGTAQLVKGFVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFTMHFDHYE  675

>WP_012809248.1 elongation factor G [Atopobium parvulum]
 ACV51592.1 translation elongation factor G [Atopobium parvulum DSM 
20469]
Length=698

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 306/677 (45%), Gaps = 
80/677 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RG+TI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERILYYTGKTHKIGEVHDGAATMDWMVQEQERGVTITSAATTCF  72

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    + I+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  73   
WKDHVIQIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVQPQSETVWRQATKYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE------
IVLEENTDIEAWD--  176
             FINK D+ G D    +Q++RD+L A+ I  Q V +  E      I L  NT   
AWD  
Sbjct  133  AFINKFDRVGADFFRAIQTMRDRLGANAIAAQ-VPMGAESNFWGLIDLVTNT---
AWDFK  188

Query  177  --------------------------------
AVIENNDKLLEKYIAGEPISREKLVREE  204
                                            A  + +++L+   + GE I  + L    
Sbjct  189  
EDAKGMIYPEPLDEIPAEFVDVAAEKREELLEAASDFSEELMMAVLEGEEIDVDILKGAL  248

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQG------S  246
            +  V    + PV+ GSA K  GIQ L+DAV                 P G++        
Sbjct  249  
RAGVLAGKINPVFVGSAYKNKGIQELLDAVIDFLPSPLDVPEIDGVTPKGDEAVRHADVK  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEI  302
                   FK+       +  Y+R+YSG       V  +    RE+  +I EM    
+   
Sbjct  309  
EPFSALAFKIMTDPYVGKLTYIRVYSGQAEAGSYVYNSVKDNRERFGRILEMNANDR---  365

Query  303  VRTDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            V  +    G+IV      +    D L D   P  L    + +   P++   + PKT 
A++
Sbjct  366  VDREECSAGDIVACVGLKNTTTGDTLCDEKNPIILESISFAD---
PVIDVAVEPKTKAEQ  422

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++   L +LA+ DP  +   D  T + I++ +G + LE++   L  ++K++  V 
+P V
Sbjct  423  
EKMSIGLAKLAEEDPTFQVHTDHETGQTIIAGMGELHLEIIVDRLRREFKVDCNVGKPQV  482

Query  419  IYMERPLKAASHTIHIEVPPNPFWASIGLSV---
TPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   KA SH     V  +      G +V    P   G G ++ + +  G + + 
+  
Sbjct  483  
AYRETAGKAVSHAEGKFVRQSGGKGQYGHAVIDLEPQEEGKGYEFVNAIVGGVIPKEYIP  542

Query  476  AVRDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            ++  GIR  LE G+  G+ V D K+    G Y+   S+ A F+    + ++ ALK
+S   
Sbjct  543  
SIDKGIREALENGVIAGYPVVDIKVTLVDGSYHEVDSSEAAFKIAGSMAVKDALKKSNPV  602

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP  S  +  P++Y+     +       IE    ++D  V   ++P   +  Y 
TDL 
Sbjct  603  
LLEPVESVEVETPEQYMGDVMGNLSSRRGKIEGMDDRQDAKVIRAKVPLGEMFGYATDLR  662

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+    +   Y+
Sbjct  663  SQTQGRASYTMQFDSYE  679

>WP_053518559.1 elongation factor G [Stenotrophomonas maltophilia]
 KOQ69083.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=678

 Score = 251 bits (642),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 202/678 (30%), Positives = 308/678 (45%), Gaps = 
86/678 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166
            +  +P + F+NK+D+ G   + V++ +R+KL A           +      V L  
E VL
Sbjct  129  
RHRVPLIAFVNKMDRVGASFERVLEQLREKLQARPWALGVPLGSESDFSGWVDLVDERVL  188

Query  167  EEN----TDIEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +        I  WD                AV ++++ L + ++ G  I  E L    
+R
Sbjct  189  



QWRDGGVVTITPWDDAARSQWQPRRDALVEAVADHDEGLADAWLEGRVIDAELLRAALRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQG--------
SAAL  249
                 +  PV  G+A K  GI+ L+DAV   L  P+        GE G           
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIEALLDAVVDYLPSPLDRPAVTAEGEAGDVLLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSGTL+  D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGTLKAGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKTAA  356
            + A  G+IV +    +   D +   T       R+ PL         P+L   + P  
AA
Sbjct  365  EQAVAGDIVAV----LGWKDAVSGETLSA----
RDQPLRLESIQAQAPVLAWRLEPARAA  416

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
               R+   L  LA  DP  R E D  + E ++  +G + LEV+   L  ++K++  
+  P
Sbjct  417  
DLIRMAQGLASLAQEDPSFRVETDRESGETLVWGMGELHLEVMVERLRSEWKVDVGIGSP  476

Query  417  SVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E PL+A S  +   V  +     +A + L V P      V +  R+  G + 
+ F
Sbjct  477  RVAYQETPLRAVSGVVGRVVKQSGGQGQFAHVVLDVAPRE-
DDQVVFNDRIVGGVIPRGF  535

Query  474  
QNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              AV  G R  L +G  G  V   ++    G  ++  S+   F       +  AL  
+GT
Sbjct  536  
IAAVEKGARAALSEGPHGHPVVGIEVTLVDGQTHAKDSSDMAFHRAGSEAVRAALASAGT  595

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            Q+LEP ++  +++P   +     D  +    +   + ++     +G  P   +  Y 
T L
Sbjct  596  
QVLEPVMAVTVHSPSASVGDVVGDLNRRHGRVARIEDQEGRAEVSGFAPLAQLVGYTTAL  655

Query  594  AFYTNGRSVCLTELKGYQ  611
               + GR+     L GY+
Sbjct  656  RSLSQGRASSEAHLHGYE  673



>WP_089977310.1 elongation factor G [Carnobacterium viridans]
 SDQ32720.1 elongation factor G [Carnobacterium viridans]
Length=695

 Score = 252 bits (643),  Expect = 8e-71, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 309/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAA  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WHDHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F+NK+D+ G D    V ++ D+L A+                I   + +  E+   
+  
Sbjct  133  
VFVNKMDKTGADFLYSVGTILDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEMYTNDLG  192

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +AV + ++ L+EKY+ GE IS  +L +  +    
+ 
Sbjct  193  
TDIREEDIPEEYVELAEEWRTKLVEAVADTDEALMEKYLEGEEISEAELKKAIRTATVNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV                 P  E+        S      
Sbjct  253  
DFYPVLCGSAFKNKGVQLMLDAVVDYLPSPLDVAAIQGILPDSEETVERHADDSEPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL+    V       RE++ +I +M   S+ EI      
Sbjct  313  
AFKVMTDPYVGRLTFFRVYSGTLQAGSYVQNSTKGKRERVGRILQMHANSRSEIPEV---  369

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +   +    D L D          + P P+++  I PK+ A ++++  



AL +
Sbjct  370  
FAGDIAAAVGLKNTTTGDTLCDEKDQVILESMDFPEPVIQVAIEPKSKADQDKMGVALQK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P V Y E  
R  
Sbjct  430  
LAEEDPTFRAETDHETGETIIAGMGELHLDIIVDRMRREFNVEASVGAPQVSYRETFRGS  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  +P   G G  +E  +  G + + +  AV+ G+   
L
Sbjct  490  
TQAEGKFVRQSGGKGQYGHVWIEFSPNEEGKGFDFEDAIVGGTVPREYIPAVKAGLEASL  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S    F+  A + L+ A K++   +LEP +   
+
Sbjct  550  
DNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKNAAKKANPVILEPMMGVEI  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++YL             IE ++ + +  +  G IP   +  Y T L   T GR    
Sbjct  610  
TIPEDYLGDVMGHISARRGRIEGSEARGNTTIVKGMIPLAEMFGYATALRSATQGRGTFS  669

Query  605  TELKGYQ  611
                 Y+
Sbjct  670  MTFDHYE  676

>ABW36896.1 mutant TetW, partial [Bifidobacterium adolescentis]
Length=163

 Score = 235 bits (600),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 116/121 (96%), Positives = 119/121 (98%), Gaps = 0/121 
(0%)

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND+L
Sbjct  1    
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDEL  60

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LEKYIAGEPISREKL REEQ+RVQDASLFPVYYGSAK 



GLGIQPLMDAVTGLFQPIGEQG
Sbjct  61   
LEKYIAGEPISREKLAREEQQRVQDASLFPVYYGSAKNGLGIQPLMDAVTGLFQPIGEQG  120

Query  246  S  246
            +
Sbjct  121  A  121

>WP_026196347.1 elongation factor G [Corynebacterium lubricantis]
Length=707

 Score = 252 bits (644),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 190/700 (27%), Positives = 327/700 (47%), Gaps = 
79/700 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G   TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGGATTDWMEQEQERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYYTVGTIEDRLGAKPLVMQLPIGAEDDFDGVVDLLEMKALTWRG  190

Query  157  TVSLSPEIVLEE-NTDIEAWDA---------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
             V +  E  +EE   D++   A         V E+++ L+EKY  GE IS E+L    
++
Sbjct  191  
KVEVGAEATVEEIPADLQERAAEYREKLVETVAESDEALMEKYFGGEEISLEELKAAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP----
IGEQGSAALCGS----------  252
             V ++ ++PVY G+A +  GIQPL+DAV   F P    IGE    A+             
Sbjct  251  MVVNSEIYPVYCGTAYRNKGIQPLLDAVVD-
FLPNPLDIGEVHGVAMNDETQELTRKPSI  309

Query  253  -------VFKVEYTDCGQRRVYLRLYSGTL----
RLRDTVALAGREKLKITEMRIPSKGE  301
                    FK+       +  Y+R+YSG      ++ ++   +     K+ +M    
+  



Sbjct  310  
EEPFSALAFKIAVHPFFGKLTYVRVYSGQAHPGEQMLNSTKNSKERVGKLFQMHANKENP  369

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            +   D       + L + +    D L DP         + P P+++  I PKT A 
+E+L
Sbjct  370  VEHADAGNIYAFIGLKNTTT--
GDTLCDPANPIILESMDFPDPVIQVAIEPKTKADQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP     +D  + + ++  +G + L+V+   +  ++K+E  +  P 
V Y 
Sbjct  428  
GVAIQKLAEEDPTFTVHLDDESGQTVIGGMGELHLDVLVDRMKREFKVEANIGSPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVSLGYL  469
            E   + +++  +T   +   +  +A + +++ P       L  G    Y  E+ V+ 
G +
Sbjct  488  
ETIRKKVESLDYTHKKQTGGSGQFAKVVVTIEPYNPDPETLEEGESATYKFENAVTGGRV  547

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+     VL
++A+
Sbjct  548  
PREYIPSVDAGIQDAMQYGYLAGYPLVNIKATLEDGAYHDVDSSEMAFKMAGSQVLKEAM  607

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             ++   LLEP ++  +  P+EY+     D       +   + +    V    +P   
+  
Sbjct  608  
AKAKPVLLEPLMAVEVVTPEEYMGDVIGDLNSRRGQVGAMEDRSGAKVVKATVPLSEMFG  667

Query  589  YRTDLAFYTNGR---SVCLTELKGYQAAVGQPVIQPRRPN  625
            Y  DL   T GR   S+         ++V Q +I  R  N
Sbjct  668  YVGDLRSRTQGRANYSMVFDSYGEVPSSVSQEIIDERNGN  707

>WP_075345743.1 elongation factor G [Streptococcus sp. 'caviae']
 OLN84649.1 translation elongation factor G [Streptococcus sp. 
'caviae']
Length=693

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFQGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTTKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYSGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMAIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G++
Sbjct  486  
RAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_034572145.1 elongation factor G [Carnobacterium divergens]
 KRN56922.1 translation elongation factor G [Carnobacterium 
divergens DSM 
20623]
Length=693

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+
Sbjct  70   
TAEWKNYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V S+ ++L A+                I   V +  



EI   
Sbjct  130  
PRIVFCNKMDKIGADFLYSVNSLHERLQANAHPIQLPIGAEDDFTGIIDLVKMKAEIYTN  189

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+  D                  AV+E +++L+ KY+ GE I+ E+L    
++  
Sbjct  190  
DLGTDIQETDIPEEYVEAATEWRKKLIEAVVETDEELMMKYLDGEEITEEELKAGIRQAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+       
SA  
Sbjct  250  
INVEFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDVDAIKGIDVKTEEETTRPADDSAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  310  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKNKKERVGRILQMHANTRKEI---  366

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D   GD       P  L    +   P P+++  + PK
+ A 
Sbjct  367  DKVYSGDI----AAAVGLKDTTTGDTLCALEAPVILESIEF---
PEPVIQVAVEPKSKAD  419

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E ++ T E ++S +G + L+V+   +  ++ ++  V  
P 
Sbjct  420  
QDKMGIALQKLAEEDPSFRVETNAETGETVISGMGELHLDVLVDRMRREFNVDASVGAPQ  479

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G+G ++E+ +  G + + 
+  
Sbjct  480  
VSYRETFRGSTKAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV+ G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A K+
+   
Sbjct  540  
AVKAGLEGSLDNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKAAAKKANPV  599

Query  535  



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +  I+  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVIVTVPEDYLGDIMGHITARRGRVEGMEAHGNSQIVNAIVPLANMFGYATTLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  660  SSTQGRGTFMMVFDHYE  676

>WP_096023697.1 elongation factor G [Campylobacter lanienae]
Length=691

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTDFVEKDIPAELQEKANEYRNKMIEAVAETDDALMEKFFGGEELSNEEIKKGLKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDNGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>KKT24107.1 Elongation factor G [candidate division TM6 bacterium 
GW2011_GWF2_43_87]
Length=687

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 314/671 (47%), Gaps = 
65/671 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT+TE +L+ +G   + G V +G   TD M  E++RGITIQ
+A  
Sbjct  7    
RVRNIGIAAHIDAGKTTVTERILFYTGLSHKIGEVHEGAATTDWMEQEKERGITIQSAAV  66

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +WH C++NI+DTPGH+DF  EV RSL VLDG + V     GVQ QT  ++    
+  +
Sbjct  67   
SCKWHDCQINIIDTPGHVDFTIEVGRSLRVLDGVVAVFCGVGGVQPQTETVWRQANRYRV  126

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P V+F+NK+D+ G D   V++    KL A+ I  Q                         
Sbjct  127  
PRVMFVNKLDRIGADYFKVIKEANTKLHANAIAMQMPVGESENFKGIVDLLSRKYMTFSE  186

Query  157  -------TVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   TV+  PE + +   ++ A   + V E +++L EK++  E I+ E++ +  
++ 
Sbjct  187  
EDRGSTVTVNEIPEELKDRTEELRAELVERVCELDERLSEKFLNEEEITTEEVKKALRKG  246

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------GE------------
QGSAA  248
            V +  + P + GSA K  GIQ L+DAV   L  P+      GE                 
Sbjct  247  
VIERRIVPAFCGSAFKDKGIQLLLDAVVDYLPSPLDIPPVEGEVPREDRKVLRHADPKEP  306

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVR  304
            L   +FK+  TD      ++R+YSGTL+    +  AG   +E++ ++  +    + 
EI  
Sbjct  307  LAALIFKI-
ATDQFGTLCFVRIYSGTLKAGSYIYNAGKGSKERVSRLVRLHANKREEIDE  365

Query  305  
TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                  G IV L    V   D + D          + P P++ T++ PK+    E+
+  A
Sbjct  366  LTAGDIGAIVGLR--
DVTTGDTICDEDNKIVLEKIDVPAPVISTSVEPKSKTDYEKMTIA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +++  DP LR   D  T + ++  +G + LE+V   L  ++K+E    +  V + 
E  
Sbjct  424  
LRKMSQEDPSLRFTFDRETGQTVIRGMGELHLEIVVDRLRREHKVEATQGKLQVAFKETI  483



Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             + ++A    I  +      +  + +   PL  G G ++   V  G + + F  AV
+ G+
Sbjct  484  QKTVQAEGKFIK-
QSGGRGQYGHVWIRFEPLERGKGFEFVDDVVGGSIPREFIPAVQKGL  542

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G+  G+ V D +     G Y+   S+   F+    + L++A++ +   
LLEP +
Sbjct  543  
EEAINSGILGGYPVVDIRASLYDGSYHDVDSSEMAFQIAGSMALKEAMRNADACLLEPIM  602

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     D       I   + +    +   E+P   +  Y T L   
T GR
Sbjct  603  
KVEVETPEEYLGDVMGDLNSRRGRILGMEERHGAQIVHAEVPLAEMFGYSTQLRSMTKGR  662

Query  601  SVCLTELKGYQ  611
            +    E   YQ
Sbjct  663  ATYTMEFDLYQ  673

>WP_076661284.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 251 bits (642),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 197/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDALEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKTDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +   +    P+L   + P    
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQLVMQ----
PVLTYALYP----QRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GS +Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSRLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A    D    TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTDLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607



>WP_085382424.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSH05896.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (641),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 187/638 (29%), Positives = 289/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ ++S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRVSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-



ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
G+G+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGVGH-----
FEPLRHYAETHVLLEPLPQGAGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_075619034.1 GTP-binding protein [Paenisporosarcina indica]
Length=648

 Score = 251 bits (640),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 167/607 (28%), Positives = 296/607 (49%), Gaps = 
15/607 (2%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT  E +L+ + +I + G V+   T  D+  +ERQRGIT+ A   
+F +
Sbjct  5    
IGVFAHVDAGKTTFAEQILFHTKSIKQRGRVDHKDTFLDSHEIERQRGITVFADQATFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF  E+ RS+ V+D AI++ISA +GV+  T  ++  L+K  
+PT  
Sbjct  65   
LDSTYYLIDNPGHVDFSPEMERSVQVMDYAIIIISAVEGVEGHTTTIWQLLQKHQVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D++ V+  +R +L+A+ +   T S       E N D+  +  V E 
N+ L



Sbjct  125  FINKTDRVGADVKRVLDEIRSELTAN-VCHLTDSFKQG---EMNEDLIEF--
VAERNEIL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+  E   ++  ++       +  +FP   GSA   +GI   ++    L      
+ 
Sbjct  179  LEHYMV-EGYQKDLWLKTMIELTAEKKVFPCSSGSALLDIGILDFLNQFHQL-
TVTNYES  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            S A  G V+K+ + D G R  +++  SGT+ +RD +   G  + KIT++R+ +  +    
Sbjct  237  SEAFSGRVYKIRHDDKGARVTFIKALSGTMSVRDVITYNGNTE-
KITQIRVYNGKKYKTV  295

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +    GE+  +   S      +GD     +++   + +P L++ +        +  
L   
Sbjct  296  EQVIAGELFAVIGLSFA---
AIGDGLGTIQEKAVYEMVPTLKSKVVIDPTVHIKEALRCF  352

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP L    +    EI +  +G +QLEV+  L+ E+++ +   +EP ++Y 
E   
Sbjct  353  
QLLDVEDPSLNVTWEERLQEIHIHVMGTIQLEVLKPLIKERFRFDVTFEEPEILYKETIA  412

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               +   H E  P   +A + L +   +  SG+ +++      L+   QN VR+ +    
Sbjct  413  STVTGYGHFE--
PLKHYAEVHLKLEAGNRNSGITFDNSCHANDLSIGNQNLVRNHLFEKS  470

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G  +TD K+    G      ++  DFR      L Q ++++   LLEP+ 
+F +
Sbjct  471  
HNGLLTGSPLTDVKVTLLTGRADIKHTSGGDFREATYRALRQGMEKTTNYLLEPFYNFKV  530

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
                + + +   D        ++ + + D+ + TG++P      Y ++LA +T G+ 
V  
Sbjct  531  
KVDLDLMGKVLSDIQVAHGFFDSPKTEGDKAILTGKVPVATFMNYASELASFTQGKGVLN  590

Query  605  TELKGYQ  611
                GY+
Sbjct  591  LVFGGYE  597



>WP_094241614.1 elongation factor G [Fusobacterium sp. oral taxon 
203]
 ASS38727.1 translation elongation factor G [Fusobacterium sp. oral 
taxon 
203]
Length=693

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 189/688 (27%), Positives = 315/688 (46%), Gaps = 
105/688 (15%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NVGIMAHIDAGKTTTTERILFYTGVERKLGEVHEGQATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++    K  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD-IE----
AW----  175
             F NK+D+ G +    V  +++KL ++ +  Q + +  E   E   D IE     W    
Sbjct  132  AFFNKMDRIGANFDMCVSDIKEKLGSNPVPIQ-
IPIGAEDQFEGVVDLIEMKEIVWPIDS  190

Query  176  ---------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                       ++++E +D L+EK+  GE I++E++++  
++  
Sbjct  191  
DQGQHFDVKDIRAELQEKAEETRQYMLESIVETDDVLMEKFFGGEEITKEEIIKGLRKAT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP-------------------
IGEQGS--A  247
             D ++ PV  G+A K  GIQ L+DA+   + P                   I  + 
S  A
Sbjct  251  IDNTIVPVVCGTAFKNKGIQALLDAIVN-
YMPAPTDVAMVEGRDPKNSDVLIDREMSDDA  309

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FKV       R  + R+YSG +    TV       +E++ +I +M    + 
EI 
Sbjct  310  
PFASLAFKVMTDPFVGRLTFFRVYSGVVEKGATVLNSTKGKKERMGRILQMHANKREEI-  368



Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
              D  Y G+I    + +V L D     T             E P P++   + PKT   
+
Sbjct  369  --DQVYCGDI----
AAAVGLKDTTTGDTLCAEDAPIVLEQMEFPEPVISVAVEPKTKNDQ  422

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL++LA+ DP  R   D  T + I+S +G + LE++   +  ++K+E+ V 
+P V
Sbjct  423  
EKMGIALSKLAEEDPTFRVRTDEETGQTIISGMGELHLEIIVDRMKREFKVESNVGKPQV  482

Query  419  IYMERPLKAASHTI-------------HIEV--
PPNPFWASIGLSVTPLSLGSGVQYESR  463
             Y E   ++    +             H+++   PNP              G   +
+ ++
Sbjct  483  AYRETITQSCDQEVKYAKQSGGRGQYGHVKIILEPNP--------------
GKEFEFVNK  528

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
            ++ G + + +  AV  G +  LE G+  G+ + D K+    G Y+   S+   F+    
+
Sbjct  529  
ITGGVIPREYIPAVEKGCKEALESGVIAGYPLVDVKVTLYDGSYHEVDSSEMAFKIAGSM  588

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
             L+QA  +S   +LEP     +  P+EY+     D       +     +    + T 
++P
Sbjct  589  
ALKQAATKSKPVILEPVFKVEVTTPEEYMGDIIGDLNSRRGMVSGMIDRNGAKIITAKVP  648

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               +  Y TDL   + GR+    E   Y
Sbjct  649  LSEMFGYATDLRSKSQGRATYSWEFSEY  676

>WP_038804156.1 elongation factor G [Streptococcus oralis]
Length=693

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 320/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEELMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 



Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_023943516.1 elongation factor G [Streptococcus mitis]
 ETD96747.1 elongation factor P [Streptococcus mitis 21/39]
Length=693

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661



Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_095479275.1 elongation factor G [Bacillaceae bacterium SAOS 7]
 PAQ15152.1 elongation factor G [Bacillaceae bacterium SAOS 7]
Length=692

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 185/666 (28%), Positives = 303/666 (45%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP---  162
            +F+NK+D+ G D    V ++ ++L A                   D++  Q         
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHNRLMANAHPIQLPIGAEDEFRGIIDLVEMQATFYGNDLG  191

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E +     +AV E ++ L+EKY+ GE +++E++    ++   
+ 
Sbjct  192  
TDVQVGEIPAEYQDQAEEYREKLIEAVAELDEDLMEKYLGGEELTKEEIKAAIRKGTTNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAALCGS  252
              FPV  G+A K  G+Q ++DAV                 P  E+         A     
Sbjct  252  
EFFPVLCGTAFKNKGVQLMLDAVIDYLPAPTDVPAIKGTLPDSEEEVTRPSSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGVLNSGSYVQNSTKGKRERVGRILQMHANSREEISEVHAG  371

Query  309  



YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P++  ++ PK+ A   ++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDEKNLVILESMEFPEPVISLSVEPKSKADSAKMSTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R E +  T ++I+S +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAETNQETGQVIISGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRGSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  +P   G+G ++E+ +  G + + +  AV+ G+   
L+
Sbjct  490  
QVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPAVQAGLEDALQ  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+ 
Sbjct  550  
NGVLAGYPLVDVKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPIILEPMMKVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P EYL     D       +E  + + +  V    +P   +  Y T L   T GR     
Sbjct  610  
IPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRGTYSM  669

Query  606  ELKGYQ  611
                Y+
Sbjct  670  HFDHYE  675

>WP_021296613.1 elongation factor G [Alicyclobacillus 
acidoterrestris]
 EPZ45915.1 elongation factor P [Alicyclobacillus acidoterrestris 
ATCC 49025]
Length=691

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 182/666 (27%), Positives = 305/666 (46%), Gaps = 
62/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   



NIGIIAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMVQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA  V  AK GV+ Q+  ++    K +
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGACAVFDAKGGVEPQSETVWRQADKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEI-  164
             ++NK+D  G D  S V+ ++ +L A                   D++  + +  + 
++ 
Sbjct  132  
AYVNKMDIIGADFLSCVEQMKTRLGAKAVAIQLPIGAEDEFRGIIDLVEMKAIIYTDDLG  191

Query  165  -------------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                          L E    E  +AV E +++L+ KY+ GE I+  ++    ++   
+ 
Sbjct  192  
RQSEDTEIPADMRALAEEKRTELIEAVAEVDEELMMKYLEGEEITIPEIKAALRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAALCGSV  253
             LFPV  GS+ +  G+Q ++DAV                 P GE+               
Sbjct  252  
QLFPVLCGSSYRNKGVQLMLDAVVDYLPAPTDVPAIKGVTPEGEEIERHSSDDEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V       RE++ +I +M    + EI +    
Y
Sbjct  312  
FKIMTDPFVGKLAFFRVYSGILESGSYVLNSTKGKRERIGRILQMHANHREEISQV---Y  368

Query  310  PGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D   +      E P P++  +I PKT A ++++  
AL++L
Sbjct  369  
SGDIAAAVGLKDTTTGDTLCDEKSVVLLESMEFPDPVISVSIEPKTKADQDKMGIALSKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  +   D  T + I+  +G + LEV+   +  ++K++  V  P V Y E   
+  
Sbjct  429  
AEEDPTFKTYTDQETGQTIIQGMGELHLEVIVDRMQREFKVDCNVGMPQVAYRETITQRV  488

Query  429  SHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +   PL  G G  +E++V  G + + +  AV +GI   
+ 



Sbjct  489  
DQEGKFVRQSGGRGQYGHVKVIFEPLERGQGFVFENKVVGGAIPKEYIPAVEEGIHEAMR  548

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ + D K     G Y+   S+   F+    + L+   +++   LLEP +   
+ 
Sbjct  549  
NGVLAGYPLVDVKATLYDGSYHDVDSSEMAFKIAGSMALKAGAQKASPVLLEPVMKVEVT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       +E    + +  +  G +P   +  Y T L   T GR     
Sbjct  609  
VPEEYMGDILGDINSRRGRVEGMDSRNNASIVRGFVPLSEMFGYTTSLRSRTQGRGTFAM  668

Query  606  ELKGYQ  611
            EL  Y+
Sbjct  669  ELAAYE  674

>KPP97540.1 translation elongation factor G [Bacteroidetes bacterium 
HLUCCA01]
Length=694

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 311/672 (46%), Gaps = 
73/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     G V  G    D M  ER+RGITI +A 
T+  
Sbjct  15   
NIGIMAHIDAGKTTTTERILFYTGVSHRLGEVHDGAATMDWMEQERERGITITSAATTCN  74

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  A   VQ Q+  ++    K  
+P +
Sbjct  75   
WKGTRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAVGAVQPQSETVWRQANKYKVPRI  134

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
             F+NK+D+ G D  +VV  +R KL+A+ +            K  V L             
Sbjct  135  
AFVNKMDRTGADFFNVVDKMRTKLNANAVPLQIPIGREENFKGVVDLLHMKGHIWDDANL  194

Query  161  --------SPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     P+ + E  EN   E  +AV + ++ L+EKY+  E I+ ++L    ++   
+



Sbjct  195  
GKSLEEIEIPDDLRETAENYRKELIEAVADTDEALMEKYLMEEEITVDELEAAIRKATLN  254

Query  211  ASLFPVYYGSAKKGLGIQPLM-------------DAVTGLFQPIGEQ--------
GSAAL  249
             ++ PV  G+A K  G+Q L+             DAVTG   P  E+         
+   
Sbjct  255  LTINPVVCGTAFKNKGVQALLDDVVKYMPSPLDVDAVTGT-
DPDDEEKELKRKVSSTEPF  313

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  ++R+YSGTL     V   +   +E++ ++ +M   +K 
+I   
Sbjct  314  
AALAFKIATDPYVGKLTFIRVYSGTLEAGSYVLNTSTGKKERIGRLLKMHANTKEDI---  370

Query  306  DTAYPGEI-VILPSDSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 G+I   +    VR  D L     P  L +  +   P P+++  + PKT A  
++L
Sbjct  371  KVVRAGDIAAAVGIKEVRTGDTLAAENAPIILEQMVF---
PEPVIKLAVEPKTKADNDKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  +  VD  T +  ++ +G + LE++   L  ++K+E  V +P 
V Y 
Sbjct  428  
TTGLAKLAEEDPTFKVSVDDETGQTTIAGMGELHLEIIVDRLKREFKVEANVGKPQVSYR  487

Query  422  ERPLKAASH--
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K+ +H      +      +A I   + P+   +G Q+ + V+ G + + F   
V  
Sbjct  488  
ETITKSFTHREVYKKQTGGRGKFADIQFEIMPVEGNTGFQFVNEVTGGNIPREFIGPVEK  547

Query  480  GIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G + G+  G+  G+ +   K+    G Y+   S    F   A   L +A K +G  
+LEP
Sbjct  548  
GFKSGMSSGIQAGYPIEGLKVRLFDGSYHDVDSDALSFELCARAGLREAAKRAGPIILEP  607

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       I     + D  +   E+P   +  Y T+L   
+ 
Sbjct  608  
IMKVEVITPEEYMGDIIGDLNSRRGMILGMDNQIDGSIINAEVPLAEMFGYSTNLRSLSQ  667

Query  599  GRSVCLTELKGY  610
            GR+V   E + +



Sbjct  668  GRAVYSMEFEKF  679

>AMJ37435.1 elongation factor Tu domain 2, partial [uncultured 
bacterium]
Length=240

 Score = 238 bits (608),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 119/239 (50%), Positives = 167/239 (70%), Gaps = 0/239 
(0%)

Query  158  
VSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVY  217
            V L P + +   T+ E WD VIE ND LLEKY++G+ +   +L +EE  R Q+ SL
+PVY
Sbjct  2    
VELYPNMCVTNFTESEQWDTVIEGNDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVY  61

Query  218  
YGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL  277
            +GSAK  +GI+ L++ +T  F     +  + LCG+VFK+EY++  QR  Y+RLY G 
L L
Sbjct  62   
HGSAKSNIGIEQLIEVITNKFYSSTYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHL  121

Query  278  
RDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR  337
            RD+V ++ +EK+KITEM     GE+ + D AY GEIVIL ++ ++LN VLGD   
LP++ 
Sbjct  122  
RDSVRISEKEKIKITEMYTSINGELCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRE  181

Query  338  
WREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
              E+PLP+L+TT+ P    QRE LLDAL +++D+DPLL+  VDS THEIILSFLG
+VQ+
Sbjct  182  
RIENPLPLLQTTVEPSKPQQREMLLDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQM  240

>EDP20009.1 translation elongation factor G [Faecalibacterium 
prausnitzii 
M21/2]
Length=698

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 187/684 (27%), Positives = 318/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 



T+  
Sbjct  4    
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  63

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  64   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  123

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  124  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  183

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN+++L+EKY+ GE 
I+R
Sbjct  184  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILVEAVAENDEELMEKYLEGEEITR  243

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            E+L +  ++     +L PV  GS+ K  G+Q L+DA+              G+     
EQ
Sbjct  244  
EELKKAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVEDIKGVNPETEEQ  303

Query  245  GS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
             +      A      FK+       +  Y R+YSG +    TV  +    +E++ 
+I +M
Sbjct  304  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDSKERMGRILQM  363

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  364  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  417

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  418  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  477

Query  411  TVVKEPSVIYMERPLKAASHTIHI--



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   K A+       +      +  + + + P   G G ++ + +  
G 
Sbjct  478  
ANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  537

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
+ A
Sbjct  538  
IPKEYIPAIDNGIQGAMKAGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKDA  597

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  598  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAFVPLAQMF  657

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  658  GYATDLRSKTQGRGQYVMEPSHYE  681

>WP_107551125.1 elongation factor G [Staphylococcus xylosus]
 PTI10856.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 182/662 (27%), Positives = 312/662 (47%), Gaps = 
74/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191



Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISVSELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               KA++        +      +  + +  +P   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKASAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  



MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATALRSNTQ  663

Query  599  GR  600
            GR
Sbjct  664  GR  665

>PIE57963.1 elongation factor G [Desulfobulbus propionicus]
Length=693

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 184/664 (28%), Positives = 305/664 (46%), Gaps = 
75/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  GT   D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKSHKIGEVHDGTAVMDWMEQEQERGITITSAATTCH  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF  EV RSL VLDG + V  A  GV+ Q+  ++    +  
+P +
Sbjct  73   
WKDVVINIIDTPGHVDFTVEVERSLRVLDGVVAVFCAVGGVEPQSETVWRQADRYEVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSLSPEIVL---
EENT  170
             F+NK+D+ G   +  +  +R +L AD +            +  + L  E +L   
E++ 
Sbjct  133  
AFVNKMDRVGASFERCLDQMRQRLGADPVAVTLPVGSEDTFRGIIDLVEERLLTFDEDSL  192

Query  171  DIEAWDAVIEN--------------------
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
             ++ ++  I N                    +++++EKYI  + I+  +L    ++   
+
Sbjct  193  
GMDVFEEPIPNELVGESSAAKMILLEKLADFDEEIMEKYIDDQEITSGELRAALRKAALN  252

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSAAL  249
              + PV  GSA K  G+QPL+DA+                         QP+   
GS   
Sbjct  253  RQIVPVLCGSAFKNKGVQPLLDAINWYLPSPIDVPPIEGKDKKGVPLIRQPV---
GSEKF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
            CG VFK++         ++R+YSG  ++ + +    + K     K+ ++    + E
+   



Sbjct  310  
CGLVFKLQSDSYVGSLAFIRVYSGIFKVGEKMFNPLKRKTEKISKLLKLHANKREEVTAL  369

Query  306  DTAYPGEIVILP----
SDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 G +V L      D++  N   GD   L    +   P P++   I PKT A   
+L
Sbjct  370  QAGDIGAVVGLKWTTTGDTLCAN---GDFIVLEEMTF---
PEPVIGIAIEPKTKADEAKL  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             ++L ++   DP  +  V+  T + I+S +G + LE+V   L  ++K+   + +P 
V Y 
Sbjct  424  
SESLDKVMKEDPSFKVTVNEDTGQTIISGMGELHLEIVVDRLIREFKVSANIGKPQVAYR  483

Query  422  ERPLKAASHTIHIE--
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K  +     E  V     +  + L + P   GSG  + S +    +   +  
A++ 
Sbjct  484  
ETVTKTGTGVGRFETLVTGKEQYGHVELELRPAPAGSGTSFHSAIDDKTIPDQYVEAIKK  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   L+ G + G+ V D +     G Y    ST   F   + +    A +E   
+LLEP
Sbjct  544  
GVLDSLDSGPIIGYPVIDVEAHLVGGSYDEERSTEMAFGVASTMACRAAAQEGDPKLLEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL    +D  K  A +   +V+KD  V   + P   +  Y TDL   
T 
Sbjct  604  
VMLLEVVTPEEYLGDVINDLNKKRAQVSGVEVEKDRQVIQAKAPLAEMFGYSTDLRSATQ  663

Query  599  GRSV  602
            GR+V
Sbjct  664  GRAV  667

>WP_106767170.1 elongation factor G [Paenibacillus sp. Marseille-
P3787]
Length=692

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 317/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGSATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
             ++NK+D  G D  +VV  +RD+L A+                   IIK+   +  
+ + 
Sbjct  132  
AYVNKMDIIGADFLNVVNDMRDRLQANAVAIQLPIGAEADFNGIIDIIKEKAYMYKDDLG  191

Query  167  E--ENTDI--EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            +  E TDI  E  D V E  + L+E           KY+ GE I+ +++    ++ 
V + 
Sbjct  192  
QNVEETDIPEEYKDQVEELRNDLVEKVAELDEDLTMKYLEGEEITVDEIKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  P          E GS                
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVIDYLPAPTDVPSIKGQLEDGSEVERHSSDDEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A + K     +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKNKRERIGRILQMHANSRQEIT---VVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+V+   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDVIIDRMRREFKVETNVGKPQVAYR  481

Query  422  E---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  G+G Q++S++  G + + +    
+
Sbjct  482  ETFRTPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGNQFDSKIVGGAVPREYIGPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEQMKNGVLAGFPLVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    V   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGTQVIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>OGF59968.1 translation elongation factor G [Candidatus 
Fischerbacteria bacterium 
RBG_13_37_8]
Length=710

 Score = 252 bits (644),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 190/664 (29%), Positives = 313/664 (47%), Gaps = 
70/664 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G     G V++GT   D M  E++RGITI 
AA T+
Sbjct  26   
IRNIGIMAHIDAGKTTTTERILYYTGITHRLGEVDEGTAAMDWMKQEQERGITITAASTT  85

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W++ K+NI+DTPGH+DF  EV RSL VLDGA++V  A  GV+ Q+  ++    K  
+P
Sbjct  86   
CYWNKYKINIIDTPGHVDFTVEVERSLRVLDGAVIVFCAVGGVEPQSEAVWRQADKYKVP  145

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPE  163
             + FINK+D+ G +    V  +  KL+                    DII +     
S E
Sbjct  146  



RICFINKMDRIGANFWGTVAMIEKKLNVAALPIQLPFGMEHEFKGVIDIINQTAFEYSDE  205

Query  164  IVLEENTDIEAWDAVIEN---------------
NDKLLEKYIAGEPISREKLVREEQRRV  208
             +  + T IE  D   E                +D +LEKYI   PI+ ++L+   
+R  
Sbjct  206  
TLGAQFTTIEIPDEYKETAEKMKEKLTEKLSELDDYILEKYINNYPITTDELLNAIRRVT  265

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI------GEQG------
SAALC  250
                  PV  GSA +  G+QPL++A+           P+      G Q           
C
Sbjct  266  
IQNKATPVLCGSAFRNKGVQPLLEAIVSFLPSPKDIPPVHGVNLEGRQSYRRALDEEPFC  325

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
              VFK+       +  Y+R+YSG L   DTV  + + K     ++ +M    + E+   
+
Sbjct  326  
ALVFKIMSDAYMGQLAYMRVYSGKLGAGDTVLNSRKSKRERVSRLVKMHANKREEL---E  382

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I  ++   +V   D + +          E P P++  TI PKT   +++L   
L
Sbjct  383  
VVYAGDIAAVIGLKTVTTGDTICNVAHPIILEAIEFPKPVISITIEPKTKVDQDKLSGGL  442

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L++ DP  +  VD  +   ++S +G + LE++   L+ ++ ++  V +P V Y 
E   
Sbjct  443  
EKLSNEDPTFKVGVDKESGLSLISGMGELHLEIIVDRLNREFGVQANVGKPRVAYKETIR  502

Query  426  KAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            K+A      IH +V     +  + L V P+  GSG  +      G + + + +A++ 
GI 
Sbjct  503  KSAEGVGKYIH-
QVGGKGQYGHVILRVEPMPAGSGFVFLDETKGGVIPREYFSAIKHGIE  561

Query  483  YGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G+   + + D +     G Y+   S+   F+  A +  ++A+K+    
LLEP + 
Sbjct  562  
EAMLDGMVADFPMEDIRAVATGGSYHEVDSSEIAFKXXASMAFKEAVKKGDPYLLEPLMR  621

Query  542  FILYAPQEYLSRAYHDAP---
KYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
              +  P+E++     +         +++T ++  + +V     P   +  Y TDL   



T 
Sbjct  622  IEIVTPEEFMGDVIANVNGRRGKILSVDTPRMGTNVIVCIA--
PLAELFNYATDLRSLTQ  679

Query  599  GRSV  602
            GR+V
Sbjct  680  GRAV  683

>WP_101890880.1 GTP-binding protein [Lactobacillus gasseri]
 PKZ90516.1 tetracycline resistance protein TetP [Lactobacillus 
gasseri]
Length=640

 Score = 251 bits (640),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 189/618 (31%), Positives = 300/618 (49%), Gaps = 
38/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E LLY SG + + G+V+KGT   D   LE++RGITI 
+ +
Sbjct  1    
MKKVTIGILAHVDAGKTTLSEGLLYQSGTLRKLGAVDKGTAYLDNDNLEKKRGITIFSHM  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  E+  +L VLD AILV+SA +GV A T+ L++ L
+   
Sbjct  61   
ARIKNENSELLLLDTPGHIDFAQEMEETLGVLDYAILVVSASEGVTAYTQTLWNLLKSHK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D    +   V+Q +              +L    V     D E ++ 
+  
Sbjct  121  IPTFIFVNKMDTLKANKGKVLQDLS-------------
TLDDNCVEFGGEDSEFYEKIAT  167

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++ +LE+Y+    I  E++     QRR+     FPVY+G+A K  G+   +  +    
+
Sbjct  168  ADEAILEEYLESGQIKDEEIKDLIFQRRI-----
FPVYFGAALKLKGVAEFLQGLDKWTK  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             I  +        +FK+ + + G+R  +L++  G LR +    L   E  K+ E+R
+ + 
Sbjct  223  KI--EYPEKFASRIFKISHDEKGERLTWLKVTGGELRAK--TELMPDE--
KVNEIRLYNG  276



Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR-  358
             +     +A  GEI  +           G      R +      P+L  T A +T   
+ 
Sbjct  277  TKYQVVPSAQAGEIAAISGLKTTYP---GQGLGFERDQTNFTMQPVL--
TYAVQTVPDKM  331

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
               L AL QL D +P L  + D    EI +  +G++QLE++  +L +++ L+    
+  +
Sbjct  332  
HATLTALRQLEDENPQLHVKWDKQAEEISIDVMGKIQLEILQQILHDRFGLKAEFAQGKI  391

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E    +     H E  P   +A + L + P  LGSG+ +++  SL  L + +Q
+ V 
Sbjct  392  LYQESIKDSVEGVGHFE--
PLRHYAEVHLLLKPGKLGSGLVFKNECSLEVLPKKWQDQVM  449

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ---  534
            D +      G L G  +TD +I    G   +  +   DFR      L Q L E   
Q   
Sbjct  450  
DSLANKEHLGVLTGSPLTDMEITLVGGRGSNVHTVGGDFREATYRALRQGLMELKAQNQV  509

Query  535  -
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   +E + RA +D  K     E  +   D V  TG+ P   +Q Y 
T++
Sbjct  510  
SLLEPWYQFTLRINREQVGRAINDIEKKGGKFEIGESDHDVVTITGQAPVAQMQDYATEV  569

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT+G         GY+
Sbjct  570  RNYTHGSGQLECLFAGYR  587

>OGY24172.1 translation elongation factor G [Candidatus 
Woykebacteria bacterium 
RBG_13_40_15]
Length=702

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 194/678 (29%), Positives = 313/678 (46%), Gaps = 
71/678 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT+TE +L+ +G   + G V +GT   D M  ER+RGITI 
+A T+



Sbjct  10   
IRNIGIIAHIDAGKTTVTERVLFYTGKTYKIGEVHEGTAVMDWMAQERERGITITSAATT  69

Query  63   FQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
              W          + +VNI+DTPGH+DF AEV RSL VLDG ++V   K GV+ Q+  
++
Sbjct  70   
AFWETKEGPFKDTKHRVNIIDTPGHVDFTAEVERSLRVLDGGVVVFDGKMGVEPQSETVW  129

Query  114  HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII  154
                K N+P + FINK+D  G D     +S++++L +                   
D+I 
Sbjct  130  
RQADKYNVPRICFINKLDATGSDFYKSYKSIKERLGSNAHPIQLPIGEESNFKGVVDLIS  189

Query  155  KQTVSLS---------PEIVLEENTDIEAW-DAVIE-----
NNDKLLEKYIAGEPISREK  199
            ++    +          EI  E N  +E + + ++E     + D LLEKY+ G+ +
+ E+
Sbjct  190  
RKAAIYTDELGAHPAEAEIPAELNDKVEEYREKLVEQIAEHSTDDLLEKYLGGQELTEEE  249

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ--  244
            L R  +       + PV  GSA K   IQPL+DAV              G+     
E+  
Sbjct  250  
LRRGLRVATIAGKITPVMAGSALKNKAIQPLLDAVVDYLPSPLDLPAVRGINPNTNEEEE  309

Query  245  ----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRI  296
                 S       FKV       R  Y R+YSG L     +  +    +E++ +I  
M  
Sbjct  310  
RKTSDSEPFSALAFKVMSDPFVGRLTYFRVYSGKLTAGSYIYNSSKQIKERVGRILLMHA  369

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             ++ E+        G  V L        D L D ++       + P P++   I 
PKT  
Sbjct  370  NARQELTDISAGEIGAAVGL--
KDTFTGDTLSDESKSIVFETIKFPEPVISLAIEPKTKV  427

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +L++ DP  R + D  T + I+S +G + LE++   +  ++ +E  
V  P
Sbjct  428  
DQEKMSLALAKLSEEDPTFRMKTDLETGQAIISGMGELHLEIIVDRMKREFNVEANVGRP  487

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474



             V Y E   K A+       +      +    + + P   G G ++ S +  G + 
+ F 
Sbjct  488  
QVAYKETIRKTANGEGKYIRQTGGRGQYGHCLIRLDPKGRGEGGEFVSEIVGGAIPREFI  547

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G++   + G+  G+ V D K     G Y+   S+   F+  A + +++A K
+   
Sbjct  548  
PAVEKGVKEAFDNGMLAGYPVVDVKAAVYDGSYHEVDSSEVAFKIAASMAVKEAAKKGNP  607

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   + AP+E++     D     A IE+ + K +  +    +P   +  Y 
T L
Sbjct  608  
VLLEPIMKIEVTAPEEFMGEVIGDLSSKRARIESTESKGNTRIIKALVPLAEMFGYATTL  667

Query  594  AFYTNGRSVCLTELKGYQ  611
               T+GR+    E   Y+
Sbjct  668  RSLTSGRAGFNMEPSHYE  685

>WP_035820762.1 elongation factor G [Cupriavidus sp. SK-4]
 EYS91520.1 elongation factor G [Cupriavidus sp. SK-4]
Length=701

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 195/694 (28%), Positives = 311/694 (45%), Gaps = 
80/694 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGISAHIDAGKTTTTERILFYTGVSHKLGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W          ++NI+DTPGH+DF  EV RS+ VLDGA +V  A  GVQ Q+  ++    
Sbjct  72   
WKGMAGNYPEHRINIIDTPGHVDFTIEVERSMRVLDGACMVYDAVGGVQPQSETVWRQAN  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL------  160
            K  +P + F+NK+D+ G D   V   + D+L    +            K  V L      
Sbjct  132  
KYAVPRIAFVNKMDRVGADFFRVQTQIADRLKGRAVPIQIPLGTEDHFKGVVDLVTMKAI  191

Query  161  ----SPEIVLEENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVRE  203



                + + V  E  DI A        W     +A  E ++ LL +Y++GEP++ E+
+ R 
Sbjct  192  
VWDDASQGVRFEYQDIPADLLATAQEWRDKMVEAAAEADETLLHQYLSGEPLTEEQIKRG  251

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIG  242
             ++R     + P+  GSA K  G+Q ++DAV                          
P  
Sbjct  252  
LRKRTIANEIVPMLCGSAFKNKGVQSMLDAVIDYLPSPADVPAILGHTEDDREAERHPND  311

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPS  298
            ++  AAL    FK+       + ++ R+YSG ++  DTV     A RE+L +I +M    
Sbjct  312  DEPFAALA---
FKIMTDPFVGQLIFFRVYSGVVKSGDTVYNPVKAKRERLGRILQMHANV  368

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            + EI           V L   +    D L DP ++        P P++   + P+T 
A +
Sbjct  369  RQEIKEVRAGDIAAAVGLKEATT--
GDTLCDPDKVIILERMSFPEPVISQAVEPRTKADQ  426

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++ +E  V 
+P V
Sbjct  427  
EKMAIALNRLAQEDPSFRVTTDEESGQTIISGMGELHLEILVDRMRREFGVEASVGKPQV  486

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   +P+K        +      +  + L++ P+  G G ++   +  G + + 
F  
Sbjct  487  
AYRETIRQPIKDVEGKFIKQSGGRGQYGHVVLNLEPMPHGGGYEFVDAIKGGVVPREFIP  546

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GIR  L+ G L G+ V D K    +G Y+   S    FR    +  +  ++ 
+   
Sbjct  547  
AVDKGIRETLQSGVLAGYPVVDIKATLVFGSYHDVDSNENAFRMAGSMAFKDGMRRARPI  606

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ--
VKKDEVVFTGEIPARCIQAYRTD  592
            LLEP ++  +  P+E+      D       +   +        +   E+P   +  
Y T 
Sbjct  607  
LLEPMMAVEVETPEEFTGNVMGDLSSRRGMVHGMEDIAGGGGKIVRAEVPLATMFGYSTT  666

Query  593  LAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623



            L   T GR+    E K Y  A   V + VI  +R
Sbjct  667  LRSLTQGRATYTMEFKHYAEAPANVAEAVISAKR  700

>OIP81195.1 translation elongation factor G [Parcubacteria group 
bacterium 
CG2_30_45_37]
Length=693

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 188/683 (28%), Positives = 318/683 (47%), Gaps = 
71/683 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTVSERVLFYTGKKHKIGEVHEGAAEMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++N++DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++H   
K ++
Sbjct  69   
TCFWKDCRINLIDTPGHVDFTAEVERSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P V FINK+D+ G +  + + S+  +L+                    D+  ++      
Sbjct  129  
PRVAFINKMDRTGANFYADLDSIYKRLTKQAHPVQLPIGAEDQFRGIIDLFERKARVYQD  188

Query  163  EIVLE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  + E+ D+ A              +A++EN++KL+E+Y+AGE ++   L +  
++ V
Sbjct  189  
ELGTKWEDMDVPADMKDKTEEYRAKLIEAIVENDEKLMERYLAGEELAIADLKKVLRQAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQG  245
                + PV  GSA K  G+Q L+DAV                           +P  
E+ 
Sbjct  249  
VAGKIVPVLCGSALKNKGVQFLLDAVVEYLPSPLEVPPLVGFAADDKEKKIEVKPSDEEP  308

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       +  ++R+YSG L+    V   +   +E++ +I  M    
+ E
Sbjct  309  FAALA---
FKIATDPYVGKLCFIRVYSGVLKSGSYVLNTSTGIKERIGRIVRMHANHREE  365



Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +      Y GEI   +        + L   +R         P P++   I PKT A 
+E+
Sbjct  366  V---
QAVYSGEIAAAIGLKGTTTGNTLCAESRAVVLESITFPEPVIYIAIEPKTKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I+  +G + L+++   +  ++K+E  V +P 
V Y
Sbjct  423  
MGMALVKLAEEDPTFRVRSDEETMQTIIGGMGELHLDIIVDRMKREFKVEANVGKPQVAY  482

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K+A        +      +    L V P   G G ++   V  G + + +  
A+ 
Sbjct  483  
RETIKKSAEAEGRYIKQSGGRGQYGHCWLRVEPNEAGKGFEFIDEVKGGAIPREYIPAIA  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  L++G+  G+ + D K+    G Y+   S+ A F+    +  +   K +G  
+LE
Sbjct  543  
KGVKEALDRGILAGYPIVDVKVAVFDGSYHEVDSSEAAFKIAGSLAFQDGCKRAGPVILE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +      P+E++     D     A IE    +        ++P   +  Y T L   
T
Sbjct  603  
PIMKVEAVTPEEFMGEVIGDLNSKRAQIEEMGDRAAVKFIKAKVPLSEMFGYATQLRSMT  662

Query  598  NGRSVCLTELKGYQAAVGQPVIQ  620
             GR+    E  GY + V + V +
Sbjct  663  QGRASYTMEF-GYYSEVPRNVAE  684

>WP_087585694.1 elongation factor G [Campylobacter concisus]
 OUT18965.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 184/681 (27%), Positives = 309/681 (45%), Gaps = 
85/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T



Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKVG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475

Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 



+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_063964484.1 elongation factor G [Domibacillus aminovorans]
 OAH63015.1 elongation factor G [[Bacillus] aminovorans]
Length=692

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 312/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P V+F+NK+D+ G D    V ++ D+L A+     + I      S  I L E        
Sbjct  129  
PRVVFVNKMDKMGADFLYSVGTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATVYGN  188

Query  169  --NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



               TDIE  D                  AV E +++L+EKY+ GE ++ +++    
++ V
Sbjct  189  
DLGTDIEVTDIPADYQDQADEYREKLIEAVAELDEELMEKYLGGEELTNDEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGS--AAL  249
             +   FPV  GSA K  G+Q ++DAV                     + +  + S  
A  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPTDVPAIKGTLPDSDEEVEREASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLHSGSYVQNSTKGKRERVGRILQMHANSREEISQV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K          P P++  ++ PKT A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMVFPDPVISLSVEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MTTALQKLQEEDPTFHAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G+G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGSVPREYVPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LE
Sbjct  542  
AGLEDAMKNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKNAISKCNPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLAEMFGYATALRSNT  661



Query  598  NGRSVCLTELKGYQ  611
             GR     +   Y+
Sbjct  662  QGRGNYSMQFDHYE  675

>PVE16865.1 elongation factor G [Clostridium perfringens]
Length=646

 Score = 251 bits (640),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 175/627 (28%), Positives = 293/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +        LE+ T     + V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-------KLEDGT----
IEEVVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
ILSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E   K+ E+RI +  
+ 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESFEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G++QLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKIQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+
Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +    R
Sbjct  586  GGLSLKFHGYDLCHNEEEIIEKMAYDR  612

>WP_072715194.1 elongation factor G [Rhodothermus profundi]
 SHK54331.1 translation elongation factor 2 (EF-2/EF-G) 
[Rhodothermus profundi]
Length=706

 Score = 252 bits (644),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 185/679 (27%), Positives = 309/679 (46%), Gaps = 
73/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +L+ +G +   G V +G    D M  E++RGITI 
AA T
Sbjct  12   
RIRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHEGAATMDWMEQEKERGITITAAAT  71

Query  62   SFQWHRCK-------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            +  W   K       +NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  



++ 
Sbjct  72   
TCFWSGSKKDRPVHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETVWR  131

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLS  161
               K  +P + FINK+D+ G + +  ++ ++ +L A  +  Q              
+ L+
Sbjct  132  
QANKYRVPRIAFINKMDRTGANFEGTIEQMKQRLKAHPVPVQIPIGTGEMFRGVIDLVLN  191

Query  162  PEIVLEENTDIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKL  200
              I+  + T    WD                     ++ E+ND+LL KY+ GEPI+ 
E++
Sbjct  192  
KAIIWHDETQGATWDEIDIPDDLKKEARHWRILMLESIAEHNDELLMKYLEGEPITPEEI  251

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------  238
                ++      + PV+ GSA K  GIQ L+D +                          
Sbjct  252  
RATIRKATLSLDITPVFCGSAFKNKGIQRLLDGILDYLPSPVDIPAIKGHHPDTHEELER  311

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRL-
RDTVALAGREKLKITEMRIP  297
             P  ++  +AL    FK+       +  + R+YSG L+  +  +     +K +I  
+   
Sbjct  312  HPSPDEPFSALA---
FKIMTDPYVGKLTFFRVYSGRLKKGQQVLNTTTGKKERIGRLLFM  368

Query  298  SKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
                    D    G+I   +    VR  D L DP    +    + P P++R  I 
PKT A
Sbjct  369  
HANHREDVDEVMAGDIAAAVGLKEVRTGDTLCDPAHPIQLEKMDFPEPVIRIAIEPKTKA  428

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              ++L   L +LA+ DP  +  +D  T + I++ +G + LE++   L  ++K+E  
V  P
Sbjct  429  
DSDKLATGLQKLAEEDPTFQVSIDPETGQTIIAGMGELHLEIIVDRLRREFKVEANVGRP  488

Query  417  SVIYMERPLKAA--SHTIH-
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E  ++A    H +H  +      +A + +   P   G+G+++ + +  G + 
+ F
Sbjct  489  QVAYRE-
AIRATVDEHYVHKKQTGGRGQFAEVYIEFGPNESGTGLEFINDIHGGVIPREF  547

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532



              AV  GIR  + +G L G+ V   +     G  +   S    F     +    A 
+ + 
Sbjct  548  
IPAVEKGIRDAMNRGPLAGYPVEGVRARLYDGKTHPVDSDSISFEIAGRMAFRNAARRAN  607

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              L+EP +   +  P+EYL     D       I + + +++  V    +P   +  
Y TD
Sbjct  608  
PVLMEPIMRVEVITPEEYLGDVIGDLNSRRGRILSMEQRQEAQVVRALVPLAEMFGYSTD  667

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR++   + + Y+
Sbjct  668  LRSLTQGRAIYTMQFETYE  686

>WP_074716985.1 GTP-binding protein [Lachnobacterium bovis]
 SDY27014.1 small GTP-binding protein domain-containing protein 
[Lachnobacterium 
bovis DSM 14045]
Length=924

 Score = 256 bits (654),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 193/665 (29%), Positives = 315/665 (47%), Gaps = 
57/665 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK INIGILAHVDAGKTTL+E+LLY +G I + G V+      DT  +E+QRGITI 
+  
Sbjct  1    
MKKINIGILAHVDAGKTTLSEALLYKTGQIRKLGRVDHKDAFLDTDSMEKQRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +  +  + ++DTPGH+DF AE+ R+L +LD A+LVIS  D +Q+ TR ++  L
+   
Sbjct  61   
ARIKTEKMDITLLDTPGHVDFSAEMERTLDILDYAVLVISGTDKIQSHTRTVWKLLKHYK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE----
NTDIEAW-  175
            +PT +F+NK+D  G D + V++ ++  LS      + V  SP  + EE    NT +  
W 
Sbjct  121  VPTFVFVNKMDLDGADKEEVLEELKSGLS-----NECVDFSP--
IFEEDSVKNTKLNEWK  173

Query  176  
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT  235
            + +  ++D+LLEK++    +    +     + V+   +FP  +GSA K  G+  L   
+ 
Sbjct  174  EEIAVSDDELLEKFMETGELKESDVA----



KVVKGRKVFPCIFGSALKLEGVDELYSVLE  229

Query  236  GL-
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEM  294
                QP   +  +     V+K+ + D G+R  +L++  GT++++D + +        
++ 
Sbjct  230  KYTIQP---KYGSDFGAKVYKISHDDSGKRLTFLKVTGGTVKVKDLIDIR-----
DYSDN  281

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLN--------
DVLGDPTRLP------------  334
             +    +  + + A  G  V    D +R+         DV+   T               
Sbjct  282  
SVHRDSDASKCNNASNGSNVSEKVDQIRIYSGLKFEAVDVVEAGTVCAVVGLTKTKAGMG  341

Query  335  ---RKRWREDPL-
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
                K   E  L P+L   I       + ++L  L  L + DP L    +    EI 
+  
Sbjct  342  
LGVEKNENESILEPVLNYQIFFPDNITKTQMLQNLRVLEEEDPKLNVVWNEELKEIHVQL  401

Query  391  
LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVT  450
            +G VQ+EV++ L+ E++ +     E S++Y E   +      H E  P   +A + 
L + 
Sbjct  402  MGPVQIEVLTHLIKERFDINVTFGEGSIVYKETIAEPVEGVGHFE--
PLRHYAEVHLLLE  459

Query  451  PLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSP  509
            P   G+GV    + S   L+ ++Q  +   I     +G L G  +TD +I    G  
+  
Sbjct  460  
PGERGTGVTLGKKCSTDILDLNWQRLITTHIEEREHKGVLTGSGLTDVRISILTGRAHQK  519

Query  510  
VSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI---E  566
             +   DFR      +  AL ++   LLEPY SF +  P+E L R   D  +  A     
E
Sbjct  520  
HTEGGDFRQATYRAIRNALMKAKNVLLEPYFSFEIEVPKENLGRTLSDMEQNFAKYNSPE  579

Query  567  TAQVKKDEVV-FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVG-
QPVIQPRRP  624
              Q+  +E    TG++P   +  Y++ L  YT+GR      L GY      + VI  
R  
Sbjct  580  
FLQINGEEWTRLTGKVPVSTVANYKSVLNEYTSGRGRITLNLDGYDVCHNPEEVIAERGY  639

Query  625  NSRLD  629
            N  +D
Sbjct  640  NPEMD  644



>WP_003715495.1 GTP-binding protein [Lactobacillus oris]
 EGS36912.1 putative translation elongation factor G [Lactobacillus 
oris 
F0423]
Length=646

 Score = 251 bits (640),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 198/632 (31%), Positives = 303/632 (48%), Gaps = 
62/632 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I  G++AHVDAGKTTLTE+LLY +G + + G V+KG++  D   LE+QRGITI     
Sbjct  3    
KQIIGGLVAHVDAGKTTLTEALLYQAGQLRQLGRVDKGSSFLDPDQLEKQRGITIFTHQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  + +  + ++DTPGH+DF A+  + L VLD A+LVISA DG+Q  TR L+  L 
+ ++
Sbjct  63   
ALDYQKLHLTLLDTPGHIDFAAQTEQVLQVLDYAVLVISATDGLQGSTRTLWDLLAQYHV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IFINK D  G D+ +V++ ++  LSA  +         +   +  T     +A
+   
Sbjct  123  PTFIFINKTDSVGADVPAVIKQLQSSLSAACV---------
DFTGKTPTTGATAEAIAMQ  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D +LE Y+A + ++ +++    Q  +Q   LFP Y GSA K  GIQ L+D   GL 
Q  
Sbjct  174  DDAVLESYLANDCLTEQQV----QSLIQQRKLFPCYAGSALKLTGIQELLD---
GLAQWT  226

Query  242  GEQGSAA--LCGSVFKVEYTDCGQRRVYLRLYSGTLRLR---------
DTVALAGREKLK  290
             E  S        VFK+ + D G R  ++R+ SG L  +         D + +    
K  
Sbjct  227  
VETPSTGDQFAARVFKISHDDRGNRLSWVRVLSGQLVAKREVLPGEKADQLRVYNGSKFS  286

Query  291  ITEMRIPSKG--
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            I +  IP+ G   I    ++YPG+              LG  T  P+ R +    P
+L  
Sbjct  287  I-QQSIPAGGVCAITGLTSSYPGQ-------------GLGQATTAPQPRLQ----
PVLSY  328

Query  349  



TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I       R   L AL +LAD +P L+ E  S   E  +  +G VQ EV+  LL+
++Y 
Sbjct  329  AIKIDNDNPRP-
YLAALRELADEEPQLKVEWLSELQEARVQLMGTVQKEVLEQLLAQRYG  387

Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            L+       ++Y E   RP++   H       P   +A + L + P   GSG+ + 
S   
Sbjct  388  LQVQFTNGQILYRETINRPVEGVGH-----
FEPLRHYAEVHLRLEPAPRGSGLTFTSHCR  442

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L+ ++Q  V   +     +G L G  +TD +I    G      S   DFR      
+
Sbjct  443  
EEVLSHNWQQQVMTSLGAKEHRGVLIGAPLTDVQITLVGGKGSIVHSVGGDFREATWRAV  502

Query  525  EQALKE----SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTG  579
             Q L E     G  LLEP+  + L  PQE + RA +D  +  A  +  +     +   
TG
Sbjct  503  
RQGLMELRAQKGCVLLEPWYHYRLTVPQEEVGRAINDLQQMGADFKLTESGAGPLTTITG  562

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              P   ++ Y   +  Y+ G+      + GY+
Sbjct  563  SGPVATMRDYAITVRNYSRGQGQLECVVDGYR  594

>WP_084662971.1 elongation factor G [Thermanaeromonas toyohensis]
 SMB88817.1 translation elongation factor 2 (EF-2/EF-G) 
[Thermanaeromonas 
toyohensis ToBE]
Length=692

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 196/686 (29%), Positives = 327/686 (48%), Gaps = 
68/686 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRMGEVHEGTATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF  EV RSL VLDGA+ +  +  GV+ Q+  ++    
K  +



Sbjct  69   
TCFWRDCRINIIDTPGHVDFTVEVERSLRVLDGAVAIFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    V+ + +KL A                   D+I ++ +    
Sbjct  129  
PRIAYINKMDRVGADFFRAVREIAEKLGATPVPIQLPIGVEDSFRGVVDLIRQKAIYFVD  188

Query  163  EI--VLEEN---TDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  V+EE     ++E           +AV E++++L+ KY+ GE ++ E++    
++  
Sbjct  189  
ELGTVIEEGPVPPEMEELVAEYREKLLEAVAESDEELMLKYLEGEELTEEEIKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  GS+ K  G+QPL+DA+              G+    G +       
+  L
Sbjct  249  
IALKMVPVLCGSSFKNKGVQPLLDAIVDYLPAPTDIPAIRGIDPETGREDRRQASDNEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  ++R+YSGTL+    V       RE++ +I  M    + E
+   
Sbjct  309  
AALAFKIMADPYVGKLTFIRVYSGTLKPGTYVYNSTKGKRERIGRILRMHANHREEV---  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A+ G+I+  +        D L D          + P P++   I PKT A +E+
+  A
Sbjct  366  
GEAFAGDIIAAVGLKETTTGDTLCDEQHPIILESMDFPEPVISVAIEPKTKADQEKMGLA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I+S +G + LE++   L  ++K+   V +P V Y 
E  
Sbjct  426  
LQRLAEEDPTFRMHTDPETGQTIISGMGELHLEIIVDRLLREFKVGANVGKPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP++A    I  +      +  + L + PL  G G ++ +++  G + + +  AV  
GI
Sbjct  486  RRPVRAEGKYIR-
QTGGRGQYGHVILELEPLEPGKGYEFVNKIVGGVVPKEYIPAVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ + D +     G Y+   S+   F+  A   L+  +K +   



LLEP +
Sbjct  545  
REAMENGVLAGYPLVDIRATLVDGSYHEVDSSEMAFKIAASQALKDGVKRANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVTVPEEYMGDVIGDLNARRGRIEGMEPRGGAQVIRAYVPLAEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGYQ---AAVGQPVIQPRR  623
               + +   Y    A + + +I+ R+
Sbjct  665  GTYVMQFSHYSEVPANLAEEIIKRRQ  690

>WP_066390663.1 elongation factor G [Fictibacillus phosphorivorans]
 ANC75446.1 elongation factor G [Fictibacillus phosphorivorans]
Length=692

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 308/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ D+L A                   D+I  + V    
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLGANAHPIQLPIGAEDQFEAIIDLIEMKAVFYGNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  D                  AV E +++++ KY+ GE I+ E+L    
++ 
Sbjct  191  ---
GTDIEVRDIPEEHMPLAEEYRGKLIEAVAELDEEMMMKYLEGEEITNEELKAGIRQG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------



EQGSAA  248
              +   +PV  GSA K  G+Q ++DAV   L  PI                       
A 
Sbjct  248  
TCNVEFYPVMCGSAFKNKGVQLMLDAVLDYLPSPIDVPAIKGVLPDSEEEVTRESSDEAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI  
Sbjct  308  
FSALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI--  365

Query  305  TDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +        D L D   L        P P++  +I PK+ A ++
++  
Sbjct  366  -
SIVYAGDIAAAVGLKDTTTGDTLCDEKNLVILESMVFPEPVISLSIEPKSKADQDKMGM  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R E +  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALAKLAEEDPTFRTETNEETGQTIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +   P   GSG  +E+++  G + + +  AV
+ GI
Sbjct  485  
IRQAAKVEGKFVRQSGGRGQYGHVWIEFEPGDEGSGFVFENKIVGGAVPREYIPAVQAGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
+LEP +
Sbjct  545  
EESMKNGMLAGFPLLDLKARIVDGSYHDVDSNEMAFKIAGSMALKNAKSKCDPAILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  605  
KVEVTVPEEYMGDIMGDVTSRRGRVEGMEARGNAQIVKAMVPLAEMFGYATSLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTYSMHFDHYE  675

>WP_013499485.1 GTP-binding protein [Ruminococcus albus]



 ADU23376.1 small GTP-binding protein [Ruminococcus albus 7 = DSM 
20455]
Length=858

 Score = 255 bits (651),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 186/621 (30%), Positives = 303/621 (49%), Gaps = 
43/621 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD+GKTTL+E++LY SGAI + G V+      D   +ER RGITI +    
F++
Sbjct  7    
IGILAHVDSGKTTLSEAMLYKSGAIRKLGRVDHKDAFLDNNAIERDRGITIFSKQAVFEY  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E  R+L V+D AILVIS  DGVQ  T+ L   L + 
+IPT +
Sbjct  67   
GGVGFTLLDTPGHVDFSGETERTLRVIDAAILVISGTDGVQPHTKTLARLLERYDIPTFV  126

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D  G     V+ S+            T ++    V       E ++A+    
+++
Sbjct  127  FVNKMDMDGARKDFVMNSL------------
TAAMGDRCVSFAQPRDELYEALSLCTEEM  174

Query  186  LEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            +E+Y+    I+ EK++   E RR     L PV +GSA +  GI+ L+D V+  + P
+ E+
Sbjct  175  MEEYLENGEITDEKMISAIECRR-----LIPVCFGSALRLEGIEGLLDCVS-
RYIPLPEE  228

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE----
MRIPSKG  300
             S      V+K+   D G R  ++++  G+L +RD +    RE  +ITE    +R+ 
S  
Sbjct  229  KS-GFGAKVYKIT-
EDGGARLTHMKITGGSLAVRDVLTYTDREGEEITEKVGRIRVYSGE  286

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLG-DPTRLPRKRWREDPL-
PMLRTTIAPKTAAQ  357
            +    +    GE+  +P   S      LG +PT        E  L P+L   +       
Sbjct  287  KARNAEEVSQGEVCAVPGLTSTFAGQGLGAEPTDT------
EQILEPVLTYRVKAPEGVD  340

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               LL  L  L D DP +    +   HE+  + +G VQ EV+  ++SE++ ++  + 
E  



Sbjct  341  
EHTLLGRLRILEDEDPTMTVNYNEQLHEVTAALMGEVQAEVLKRIVSERFGMDIELGEGR  400

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            + Y E    P+  A H       P   +A + L + PL  GSG+++ S  S   L+
+++Q
Sbjct  401  IAYRETIAEPVDGAGH-----
FEPLRHYAEVHLRLEPLPRGSGLEFYSDCSEDILSRNWQ  455

Query  475  NAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   ++    +G+   + +TD +I    G  +   +   DFR      + Q L+
++ +
Sbjct  456  
RLILTHLKEKTHRGVLTCSPITDMRITLTAGRAHLKHTEGGDFRQATYRAVRQGLRKAKS  515

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+ ++ L  P   + RA  D  +  A  +  +   +  V TG  P   ++ Y 
T++
Sbjct  516  
ILLEPWYAYRLEIPAANVGRALTDLDRMGAHCDPPETDGENAVLTGTAPVSKLRFYHTEV  575

Query  594  AFYTNGRSVCLTELKGYQAAV  614
            A YT G         GY   +
Sbjct  576  AGYTKGLGRLSCRAAGYDTCI  596

>WP_029081774.1 elongation factor G [Bradyrhizobium sp. th.b2]
Length=690

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 187/666 (28%), Positives = 304/666 (46%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----SL  160
            +F NK+D+ G D    +  + D+L A                   D+++ + V     



SL
Sbjct  132  
VFANKMDKTGADFFKCLADIVDRLGAKPIAIQLPIGAENNFKGLVDLVVMKGVIWNDESL  191

Query  161  S--------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDMIEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + I + G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGIDDDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + R+K  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTRDKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  



QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_021081659.1 elongation factor G [Bradyrhizobium sp. MOS004]
 ERF85043.1 elongation factor G [Bradyrhizobium sp. DFCI-1]
 OYU87791.1 elongation factor G [Bradyrhizobiaceae bacterium PARB1]
 PSO27335.1 elongation factor G [Bradyrhizobium sp. MOS004]
Length=690

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLADIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  



GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K   
H
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKRVEH  491

Query  431  --
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
              T   +      +A++ + V P   G G ++ES++  G + + +   V  G+   
L  G
Sbjct  492  
SYTHKKQTGGTGQFAAVTIIVEPNEAGKGYEFESKIVGGAVPKEYIPGVEKGLESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G Y+   S+   F         +AL+   + LLEP +   
+  P
Sbjct  552  
VVAGFPIVDVKVQLIDGKYHDVDSSALAFEIATRACFREALQMGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_010436214.1 MULTISPECIES: elongation factor G [Vibrio]
 ERM59997.1 putative translation elongation factor G [Vibrio 
cyclitrophicus 
FF75]
 KNH14679.1 elongation factor G [Vibrio lentus]



 OBS96423.1 translation elongation factor G [Vibrio cyclitrophicus]
 OBS97976.1 translation elongation factor G [Vibrio cyclitrophicus]
 OBT10886.1 translation elongation factor G [Vibrio cyclitrophicus]
 OBT21612.1 translation elongation factor G [Vibrio cyclitrophicus]
 OCH43224.1 translation elongation factor G [Vibrio cyclitrophicus]
 OED60983.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF99]
 OED77861.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF65]
 OED86283.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF30]
 OEE00753.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF264]
 OEE01023.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF28]
 OEE01234.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF270]
 OEE14126.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF205]
 OEE19873.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF207]
 OEE22828.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF170]
 OEE28836.1 translation elongation factor G [Vibrio cyclitrophicus 
ZF14]
 OEE46960.1 translation elongation factor G [Vibrio cyclitrophicus 
FF75]
 OEE80173.1 translation elongation factor G [Vibrio cyclitrophicus 
FF160]
 OEF31168.1 translation elongation factor G [Vibrio cyclitrophicus 
1F53]
 OEF33546.1 translation elongation factor G [Vibrio cyclitrophicus 
1F97]
 OEF41775.1 translation elongation factor G [Vibrio cyclitrophicus 
1F289]
 OEF45931.1 translation elongation factor G [Vibrio cyclitrophicus 
1F273]
 OEF64642.1 translation elongation factor G [Vibrio cyclitrophicus 
1F175]
 OEF66519.1 translation elongation factor G [Vibrio cyclitrophicus 
1F175]
 OEF77994.1 translation elongation factor G [Vibrio cyclitrophicus 
1F111]
 PME15081.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME17016.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME17404.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME24524.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME44841.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME45195.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME56316.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME72620.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME78995.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME85144.1 translation elongation factor G [Vibrio cyclitrophicus]
 PME90697.1 translation elongation factor G [Vibrio cyclitrophicus]



 PMF10229.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMF10526.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMF25406.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMF29867.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMF35034.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMF41633.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMF58428.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMF62235.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMG15603.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMG33467.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMG89043.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMH24888.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMH32095.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMH43609.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMH47598.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMH49635.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMH77332.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMI10459.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMI45510.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMI69333.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMJ22990.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMJ32417.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMJ40012.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMJ42596.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMJ56652.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMJ72865.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMJ97348.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMK03150.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMK18541.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMK84385.1 translation elongation factor G [Vibrio cyclitrophicus]
 PML01836.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMN21041.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMO07492.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMP19261.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMP27803.1 translation elongation factor G [Vibrio cyclitrophicus]
 PMP53418.1 translation elongation factor G [Vibrio cyclitrophicus]
Length=695

 Score = 252 bits (643),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +



Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +I+   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLIMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
IAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDENGEETGEHAIVSTDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFKFNSVVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 



Sbjct  545  
MMDNGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_025024850.1 GTP-binding protein [Lactobacillus nodensis]
 KRK79596.1 translation elongation factor (GTPase) [Lactobacillus 
nodensis 
DSM 19682 = JCM 14932 = NBRC 107160]
Length=645

 Score = 251 bits (640),  Expect = 9e-71, Method: Compositional 
matrix adjust.
 Identities = 185/620 (30%), Positives = 304/620 (49%), Gaps = 
40/620 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY +G + + G V+ G    D+  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIVAHVDAGKTTLSEAMLYQTGELRKLGRVDNGDAFLDSDKLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S +++  ++ ++DTPGH+DF ++  + L+VLD AILV+SA DG+Q  TR L+  L   
N
Sbjct  61   
ASLKYNDLELTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGIQGYTRTLWRLLEHYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D   V+Q ++D  SA             I   E    E+++ 
+  
Sbjct  121  VPTFIFVNKMDATGADQGRVLQQLQDTFSAGC-----------
IAFNETMSEESYEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LE ++    +  + +    ++ ++   +FP Y+GSA K  G++  +    G
+ Q 
Sbjct  170  QDDDVLETFLDSSQVFDDVI----KKMIKQRKVFPCYFGSALKLEGVENFL---
GGMEQW  222



Query  241  IGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E    A  G+ VFK+ + +  +R  ++R+ SG L  +  V     +  K  ++R
+ + 
Sbjct  223  SSEDNYQADFGAQVFKISHDENDERLTWVRVTSGVLPTKSVVV----
DDQKANQLRVYNG  278

Query  300  GEIVRTDTAYPGEIVILPS-DSVRLNDVLGDP--
TRLPRKRWREDPLPMLRTTIAPKTAA  356
             +         G +  +           LG+    +LP  +      P+L   + 
PK   
Sbjct  279  NKFTLVQEVDAGGVCAITGLTQTYPGQGLGNAQNAQLPEIQ------
PVLNYALDPKD-N  331

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L AL QL D DP L     S   E  +  +G VQLE++  L+ +++ L+    
E 
Sbjct  332  
DIHNCLTALRQLEDEDPQLHVSWSSHLQEARVQIMGEVQLEILQQLMLDRFNLDIGFGEG  391

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   K      H E  P   +A + L + P + G+G+ ++S+ SL  L ++
+Q+ 
Sbjct  392  SILYKETITKPVEGVGHFE--
PLRHYAEVHLLLEPEAPGTGLVFDSQCSLEILGKNWQHQ  449

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE----S  531
            V   +    + G L G  +TD KI    G   +  S   DFR      + Q L E    
S
Sbjct  450  
VLTNLGAKEQLGVLTGSPLTDVKISLVSGKSSNVHSVGGDFREATWRAVRQGLMELKERS  509

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
              QLLEP+  F L   Q+ + RA  D  +   + +T        V TG  P   ++ 
Y  
Sbjct  510  
ACQLLEPWYRFRLEVEQDQVGRAMSDIQRMNGSFDTPDGGTGTTVLTGTAPVSEMRGYAQ  569

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            ++  YT+G+ +    + GY+
Sbjct  570  EVNAYTHGQGLFEAVVDGYR  589

>WP_039774894.1 GTP-binding protein [Bifidobacterium adolescentis]
 AJE05512.1 translation elongation factor [Bifidobacterium 
adolescentis]
Length=662

 Score = 251 bits (641),  Expect = 9e-71, Method: Compositional 
matrix adjust.



 Identities = 187/635 (29%), Positives = 286/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  G+G
+ Y 



Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGVGHFE--
PLRHYAETHVLLEPLPQGAGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_058404706.1 elongation factor G [Pseudoalteromonas sp. H71]
 KTD96642.1 elongation factor G [Pseudoalteromonas sp. H71]
Length=694

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 307/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDDFVGVVDVLEKKAYVWDDTGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210



             EN  IE   A                 +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYSIEDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEVPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADERKELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G + 
Sbjct  485  
REIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFTSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMQEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y



Sbjct  665  FSMEFSHY  672

>WP_107530606.1 elongation factor G [Staphylococcus xylosus]
 PTI45474.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 182/662 (27%), Positives = 312/662 (47%), Gaps = 
74/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISISELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----



WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               KA++        +      +  + +  +P   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKASAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDAMENGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATALRSNTQ  663

Query  599  GR  600
            GR
Sbjct  664  GR  665

>SHJ84602.1 elongation factor G [Dethiosulfatibacter aminovorans DSM 
17477]
Length=685

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 311/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY SG I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  11   
NIGIMAHIDAGKTTCTERILYYSGRIHKIGETHEGASQMDWMEQEQERGITITSAATTCA  70



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ +  AK+GV+ Q+  ++    K  
+P +
Sbjct  71   
WKDTRINIIDTPGHVDFTVEVERSLRVLDGSVAIFDAKNGVEPQSETVWRQADKYKVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE---  167
             F+NK+D+ G + +  V ++ ++L A+++              I   V ++  I  
+   
Sbjct  131  
CFVNKMDKMGANFEYSVGTMEERLKANVVPIQYPIGAEENFVGIIDLVEMNARIYKDDLG  190

Query  168  ---ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E T+I A              +A+ + N++++EKY+ GE I   ++    ++     
Sbjct  191  
EEIEITEIPADYVDKAEEYREKMLEAISDYNEEIMEKYLEGEAIEVAEIKEAIRKATIAV  250

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQGS--
AALCGSV  253
             + PV  GSA K  G+Q L+DAV                    +PI  + S  A      
Sbjct  251  
DIIPVLCGSAYKNKGVQLLLDAVVEFMPSPLDVDAITGTDEAGEPIVRESSDDAPFSALA  310

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG +     V  + + K     +I +M    + EI +    
+
Sbjct  311  
FKIMADPFVGKLTFFRVYSGVMESGSYVINSTKNKKERVGRILQMHANKREEISKV---F  367

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L DP  +      E P P++   I PKT A +E++   
L +L
Sbjct  368  
AGDIAAAVGFKQTTTGDTLCDPNSIVILESMEFPEPVIEVAIEPKTKAGQEKMGIGLQKL  427

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A+ DP  R   +  T + I++ +G + LE++   L  ++K+E  V +P V Y E      
Sbjct  428  
AEEDPTFRTYTNEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKE----TI  483

Query  429  SHTIHIEVP------
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            S T  ++            +  + + + P   G+G ++ ++V+ G + + +  AV  
GI+
Sbjct  484  
SGTADVDCKYSRQSGGKGQYGHVKIIIEPQEPGAGFEFVNKVTGGAIPKEYIPAVEAGIK  543



Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               E G+  G+   D K+    G Y+   S+   F+    +  + A K++   
+LEPY+ 
Sbjct  544  
ESAENGVMSGFPTIDFKVTLYDGTYHEVDSSEMAFKIAGSMAFKDAAKKANPVVLEPYMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P EYL     D       IE    +    V    +P   +  Y T L   + 
GR+
Sbjct  604  
VEVLTPDEYLGDVMGDVNSRRGRIEGFVDRNGIKVVDAFVPLSEMFGYATVLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  664  NYSMQFDHYE  673

>WP_016860904.1 elongation factor G [Fischerella muscicola]
Length=692

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/692 (28%), Positives = 316/692 (46%), Gaps = 
75/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V + VRD+L A+ I  Q    S    L               
Sbjct  129  
PRIVFVNKMDRTGANFYKVYEQVRDRLRANAIPIQLPIGSESDFLGLVDLVKMRAYVYGN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++  ++    
++  
Sbjct  189  
DQGTDIKDEDIPADMQDLVQEYRNKLIEAVAETDDDLMNKYFEGEELTEAEIRTALRKGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P GE        +  
L 
Sbjct  249  
VGGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPPDVPAIQGTLPNGETVERHADDNEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +      +  
D   
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVVLKADNRIDVDELR  367

Query  310  PGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G++      +V L D L        G P  L        P P++   + PKT    
++L
Sbjct  368  AGDL----GAAVGLKDTLTGDTLTDEGSPVILESLFI---
PEPVISVAVEPKTKNDMDKL  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y 
Sbjct  421  
SKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYR  480

Query  422  ERPLKAASH---
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   K  +        +      +  + + + P   GSG ++ S++  G + + + 
+ V 
Sbjct  481  
ETIRKQVNRIEGKFIRQSGGKGQYGHVVIDLAPGEPGSGFEFVSKIVGGTVPKEYISPVE  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++   E G+  G+ + D K     G Y+   S+   F+    + +++A+ ++   
LLE
Sbjct  541  
AGMKETCESGILAGYPLIDVKATLVDGSYHEVDSSEMAFKIAGSMAMKEAVMKASPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+ +L     D       IE    ++     T ++P   +  Y TD+   
T
Sbjct  601  
PMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEQGLAKVTAKVPLAEMFGYATDIRSKT  660

Query  598  NGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             GR +   E   Y      V + +I   + N+
Sbjct  661  QGRGIFSMEFSHYDEVPRNVAEAIIAKSKGNA  692



>WP_085333414.1 GTP-binding protein [Clostridium sporogenes]
 OSB19170.1 elongation factor G [Clostridium sporogenes]
Length=651

 Score = 251 bits (640),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 163/614 (27%), Positives = 294/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDVGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKPLNSDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++   LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKTELFPCFIGSALQDIGIEDFLENLHVLTYTQ  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D    G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKIEAGQIFAVTGLS---
SANIGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        



Sbjct  349  
VKDVLKHFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L + P    SG+++ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEPGERNSGIKFESTCHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFEKDHHGILTGSPITDIKITLLTGKAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P + + R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDCMGRVLSDIQKLKGNFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_106988943.1 elongation factor G [Lachnoclostridium sp. 
SNUG30370]
 SCH84325.1 Vegetative protein 19 [uncultured Clostridium sp.]
 PST35436.1 elongation factor G [Lachnoclostridium sp. SNUG30370]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 305/669 (46%), Gaps = 
65/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+P +
Sbjct  72   
WNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKAGVEPQTETVWRQATTYGVPRI  131



Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            +F NK+D  G D    ++S+  +L    +  Q + +  E   E   D+    AV     
K
Sbjct  132  VFANKMDATGADFIMSLESLEKRLGVQGVAIQ-
LPIGAEDTFEGIIDLIKMKAVYFEGAK  190

Query  185  --------
LLEKYIAGEPISREKLVREEQRRVQD--------------------------  210
                    + E+Y+A     R K++ +      D                          
Sbjct  191  
GENVTYKEIPEEYMAQAEEYRAKMLDQAATYDDDLLMKVLEGEEISEEEIKAAIRKGTLA  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
              LFPV  GSA K  G+QP++DAV             +   E G+               
Sbjct  251  
VELFPVLCGSAYKDKGVQPMLDAVIDFLPAPTDIPSIKGTDEDGNEVERHASDDEPFSAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGT +    V  + ++K     +I +M    + EI   
D  
Sbjct  311  
AFKIMADPFVGKLTFFRVYSGTCQSGSYVLNSTKDKKERLGRILQMHANKRNEI---DEV  367

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D + D          E P P+++  I PKT   +++L + 
L +
Sbjct  368  
YAGDIAAAVGFKNTTTGDTICDEKNFVILEKMEFPEPVIQLAIEPKTKQDQDKLSNGLIK  427

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   +  T + +++ +G + L+V+   L  ++K+E  V  P V Y E   
+A
Sbjct  428  
LAEEDPTFKTFTNPETGDTVIAGMGELHLDVIVDRLKREFKVEANVGAPQVAYRETITQA  487

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A        +      +  + +   P + G G ++   +  G + + + N+V+ G+   
L
Sbjct  488  AECEGKYVKQSGGRGQYGHVWIKFEP-
NEGKGFEFVDAIVGGAVPREYINSVKVGLEDAL  546

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G+  G+ V D K     G Y+   S+   ++  A + L+ A K+ G  LLEP +
+  +
Sbjct  547  
ETGMIAGYPVLDVKATLFDGSYHDVDSSEMAYKVAASLALKNAAKKCGPVLLEPIMAVEV  606



Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             AP EYL     D       IE  + + + V     +P   +  Y TDL  +T GR    
Sbjct  607  
TAPSEYLGSVMGDISSRRGMIEGQEERGNAVSVQASVPLSEMFGYATDLRSFTQGRGNYT  666

Query  605  TELKGYQAA  613
             +   Y+AA
Sbjct  667  MQFDRYEAA  675

>WP_087478714.1 MULTISPECIES: elongation factor G [Megasphaera]
 SCH98428.1 Vegetative protein 19 [uncultured Megasphaera sp.]
 SCJ53679.1 Vegetative protein 19 [uncultured Ruminococcus sp.]
 OUO44951.1 elongation factor G [Megasphaera sp. An286]
 PAV38081.1 elongation factor G [Megasphaera sp. ASD88]
Length=690

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 316/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V SAK GV+ Q+  ++      
++
Sbjct  69   
TAHWKGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFSAKGGVEPQSETVWRQAEHYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + FINK+D  G D  + VQ ++D+L A+ +  Q               V++  E
+  +
Sbjct  129  
PRIAFINKMDTTGADFLNCVQMMKDRLQANAVAIQLPIGSEATFSGIIDLVTMKAEVYDD  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +IE  D                  AV E +D+L+ KY+ GE IS +++    
+  V
Sbjct  189  
ALGKEIEVVDIPDDMKDEAEEYHQIMLEAVCETDDELMMKYLDGEEISIDEIKAAIRNAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
                +FPV  GSA K  GIQ L+DAV              G+    GE  S         



Sbjct  249  
VSNKMFPVLCGSAYKNKGIQMLLDAVVDYMPSPLDIPPVAGVNPDTGEDDSRKADDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL+    V  + + K     +I  M    + E
+   
Sbjct  309  
SALAFKIMADPFVGKLAFFRIYSGTLQSGTYVFNSTKGKKERVGRILRMHANHREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              AY G+I  I+        D L D          E P P++   + PKT A +E+
+  A
Sbjct  366  
QEAYCGDIGAIVGLKDTTTGDTLCDEKHPIILEKMEFPEPVISVAVEPKTKADQEKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + + D+ T + I+S +G + L+++   ++ ++K++  V +P V Y 
E  
Sbjct  426  
LARLAEEDPTFKVKTDAETGQTIISGMGELHLDIIVDRMAREFKVDCNVGKPQVAYRETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+         +      +    L + P   G+G ++E++V  G + + +  +V  
G++
Sbjct  486  
RKSVKQEGRFVRQSGGRGQYGDCWLELIPQEAGAGFEFENKVVGGAIPKEYIGSVEAGVK  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K+    G Y+   S+   F+    +  ++  K++   
LLEPY+ 
Sbjct  546  
EAMETGVLAGFPMVDIKVIVFDGSYHDVDSSEMAFKIAGSMGFKEGAKKADPVLLEPYVK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       ++  +++       G +P   +  Y TDL   T 
GR 
Sbjct  606  
VEVVVPEEYMGDVIGDLNSRRGRVDGMEMRGGAEHINGFVPLAEMFGYATDLRSKTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VYTMTFDHYE  675

>WP_078485552.1 GTP-binding protein [Solemya elarraichensis gill 
symbiont]
 OOZ37899.1 GTP-binding protein [Solemya elarraichensis gill 
symbiont]



Length=683

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 311/677 (46%), Gaps = 
73/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIG+ AH+DAGKTTLTE +L+ +G + + G V  G    D M  E+  GITI 
+AVT
Sbjct  9    
KVRNIGVAAHIDAGKTTLTERILFYTGDLYKIGEVHDGAAHMDYMAEEQNHGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W    + IVDTPGH+DF  EV RS+ VLDG I+V+    GV+ QT  ++    
K ++
Sbjct  69   
KASWEEHLIQIVDTPGHVDFTIEVERSMRVLDGCIVVLDGVGGVEPQTETVWRQRSKFDL  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD----------------
IIIKQTVSLS---P  162
            PT+ FINK+D+ G D    + S+R +L A+                +I KQ +S S    
Sbjct  129  
PTLFFINKMDRPGADFDKSMASIRKRLHAEPVPVTVPLANQSAVVHLIEKQIISFSGEHG  188

Query  163  EIVLEENTDIEAWDAV-----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            E++  E  D E W +V            E +D+L E  + GE    E +    +R     
Sbjct  189  
ELLNIEPCDEETWSSVAEFRENLLLGIAETDDELAEHVLEGEEPDSETVWAALRRGCFSG  248

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ-----
GSAALCGSV  253
             LFP + GSA + +G+QPL+D V             T       EQ      +  L   
V
Sbjct  249  
QLFPCFGGSALRNIGVQPLLDGVIQLLPPPLDRPPTTAFLDDGSEQQVVMTDNGPLAALV  308

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GRE----
KLKITEMRIPSKGEIVRTD  306
            FKV+  + G+R V+ R+Y G L+  DTV      G E      ++ ++    K    
R  
Sbjct  309  FKVQMWE-
GRRHVFARIYRGLLKPGDTVFHCKPDGEEFHEHAARVFDIDAAKKS---RVS  364

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A+ GEIV+L         D L DP +       E   P+L   + P T+ Q ++ 
++ L
Sbjct  365  
VAHAGEIVLLAGLRHASTGDTLCDPDQPILLERIETHDPVLTLAVEPATSEQEDKFIEVL  424



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L + DP LR   D  T + +LS +G + L+++   L  ++ L+    +P+V   
E   
Sbjct  425  
DKLLEEDPTLRFGEDHETGQRLLSGMGELHLQIIVERLEREFHLQVRTGKPAVALRETVT  484

Query  426  KAASHTIHIEVPP-------NPFWASIGLSVTPLSLGSGVQY--ESRV-SLGY-
LNQSFQ  474
            ++A+ + H+  PP           A + + V P   GSG  Y  E R+   G+ L 
+   
Sbjct  485  QSAA-
SDHLFQPPVDSAQRTAELKARVSVRVAPRQRGSGNTYLLEPRILPEGHPLTEEQL  543

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             A+  G+++ L  G L G  + D +I  +    +   +TP    +     L +A   
+G 
Sbjct  544  
GALEQGVKFALGSGPLEGALIQDVEIEIQEVKLFGAATTPDALSAATTRALRKAFNAAGP  603

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LL+P +   +  P++       D     A I+ ++   +      E+    +  Y 
T+L
Sbjct  604  
ALLQPIMKAEVVVPEDNFGVVLGDLQARHAIIKDSEHTMESATIDCEVALAQLLGYTTEL  663

Query  594  AFYTNGRSVCLTELKGY  610
               T GR    T+ + +
Sbjct  664  RSMTQGRGQFSTQFERF  680

>ARO65866.1 Elongation factor G [Bacillus cereus]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/660 (29%), Positives = 309/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NI I+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NISIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRVEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEVERKSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++E+++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMMK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>WP_032089390.1 elongation factor G [bacterium LF-3]
 SCI36077.1 Vegetative protein 19 [uncultured Clostridium sp.]
 OKZ97607.1 translation elongation factor G [Coprobacillus sp. CAG:
235_29_27]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/672 (28%), Positives = 306/672 (46%), Gaps = 
65/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+
Sbjct  69   
TAQWNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKAGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P ++F NK+D  G D    ++S+  +L    +  Q + +  E   E   D+    
AV   
Sbjct  129  PRIVFANKMDATGADFIMSLESLEKRLGVQGVAIQ-
LPIGAEDTFEGIIDLIKMKAVYFE  187

Query  182  NDK--------
LLEKYIAGEPISREKLVREEQRRVQD-----------------------  210
              K        + E+Y+A     R K++ +      D                       
Sbjct  188  
GAKGENVIYKEIPEEYMAQAEEYRAKMLDQAATYDDDLLMKVLEGEEVTEEEIKAAIRKG  247

Query  211  ---ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------L  249
                 LFPV  GSA K  G+QP++DAV             +   E G+            
Sbjct  248  
TLAVELFPVLCGSAYKDKGVQPMLDAVIDFLPAPTDIPSIKGTDEDGNEVERHASDDEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT +    V  + ++K     +I +M    + 
EI   
Sbjct  308  
SALAFKIMADPFVGKLTFFRVYSGTCQSGSYVLNSTKDKKERLGRILQMHANKRNEI---  364

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D + D          E P P+++  I PKT   ++
+L + 
Sbjct  365  
DEVYAGDIAAAVGFKNTTTGDTICDEKNFVILEKMEFPEPVIQLAIEPKTKQDQDKLSNG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   +  T + +++ +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LIKLAEEDPTFKTFTNPETGDTVIAGMGELHLDVIVDRLKREFKVEANVGAPQVAYRETI  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +   P + G G ++   +  G + + + N+V+ 
G+ 
Sbjct  485  TQAAECEGKYVKQSGGRGQYGHVWIKFEP-
NEGKGFEFVDAIVGGAVPREYINSVKVGLE  543

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G+  G+ V D K     G Y+   S+   ++  A + L+ A K+ G  
LLEP ++
Sbjct  544  
DALETGMIAGYPVLDVKATLFDGSYHDVDSSEMAYKVAASLALKNAAKKCGPVLLEPIMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP EYL     D       IE  + + + +     +P   +  Y TDL  +T 
GR 
Sbjct  604  
VEVTAPSEYLGSVMGDISSRRGMIEGQEERGNAISVQASVPLSEMFGYATDLRSFTQGRG  663

Query  602  VCLTELKGYQAA  613
                +   Y+AA
Sbjct  664  NYTMQFDRYEAA  675

>WP_022660810.1 elongation factor G [Desulfovibrio longus]
Length=690

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 310/671 (46%), Gaps = 
70/671 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVSHKIGEVHDGAATMDWMVQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WRDHRINIIDTPGHVDFTMEVERALRVLDGAIAVFDAVAGVEPQSETVWRQADRYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             F+NK+D+ G D    V  ++ +L A                          II  
+  S
Sbjct  132  
AFVNKMDRIGADFFRCVDMIKTRLGAKPVPLQIPIGAEDEFQGVVDLIEGKAIIFDKPES  191

Query  160  LSPEIV----------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L  E            L E   +E  +AV E ++ L+EKY+ GE ++ E+L RE  
R+  
Sbjct  192  LGMEFSTTDVPEDMQELYETMRLEMLEAVAEEDESLMEKYLGGEELTAEEL-
REGVRKAT  250

Query  210  DA-SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             A ++ PV  G+A K  G+Q L++AV              G+    GE+          
L
Sbjct  251  
VALTICPVLCGTAFKNKGVQQLLNAVVDYLPSPLDVVAIKGVHADTGEEVTCPCEDDKPL  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA---LAGREKL-
KITEMRIPSKGEIVRT  305
                FK+          +LRLYSG +    +V       +E++ ++ +M    + E
+   
Sbjct  311  
SALAFKLMTDPFVGHLTFLRLYSGHIESGQSVVNTRSGKKERIGRLLKMHANKRDEV---  367

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPKTAAQRERLLD  363
              A+ G+IV  +    V   D L DP +LP      D P P++   I PKT A R+ 
L D
Sbjct  368  KEAWAGDIVAAVGLKIVATGDTLADP-
KLPVVLESLDIPEPVIEVAIEPKTKADRDVLTD  426

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            +L +LA  DP  R + D  T + +++ +G + LE++   L  ++ +   V  P V 
Y E 
Sbjct  427  



SLAKLAKEDPSFRVKTDEETGQTLIAGMGELHLEIIVDRLLREFNVNANVGAPRVAYRET  486

Query  424  PLKAASHTIH--
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA    +    +      +  + L V P S G G  +E  +  G + + +   V  
GI
Sbjct  487  ITKAVKVDVKHAKQSGGRGQYGHVVLEVEPNSEG-
GYLFEDEIKGGVIPKEYIAPVDRGI  545

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G+  G+ V D K    +G Y+   S+   F     + +++A +++G  
LLEP +
Sbjct  546  
QDALKNGVMAGYPVVDIKAKLVFGSYHEVDSSEQAFYVAGSMAIKEACRKAGQVLLEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P++YL     D       +     +    V    +P   +  Y TDL   
T GR
Sbjct  606  
NVEVVTPEDYLGDVMGDLSGRRGRVAGMDTRGGAQVIRANVPLSMMFGYATDLRSKTQGR  665

Query  601  SVCLTELKGYQ  611
            +    +   Y+
Sbjct  666  ATFTMQFDHYE  676

>WP_090990084.1 GTP-binding protein [Bacillus sp. OV322]
Length=654

 Score = 251 bits (640),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 176/617 (29%), Positives = 291/617 (47%), Gaps = 
31/617 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E LL+ +  I   G V+      D   +E++RGIT+ +     
++
Sbjct  8    
IGILAHVDAGKTTFAEQLLFHTKVIKHRGRVDHKDAFLDHHDIEKERGITVFSNQAEMRY  67

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                + ++DTPGH+DF  E+ RS+  +D A++++SA +GV++ T  +++ LRK 
+IP+  
Sbjct  68   
KDSLIQLIDTPGHVDFSPEMERSIMAMDFAVIILSAVEGVESHTETVWNLLRKHDIPSFF  127

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G D   V + V   ++ D +  + +  + E+      + E  + + E 
++ L



Sbjct  128  FINKTDRIGSDEGKVREEVSLAITRDAVNIRDLCHTGEM------
NEELIEFLAERDENL  181

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+  E     K +   +  ++   +FP   GSA +  GI P +D +  L +     
G
Sbjct  182  LETYLT-
EGYDSVKWISSMKEMIRKNRIFPCSSGSALQDEGILPFLDTLDLLTETDYSNG  240

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
                 G  +KV+Y   G +  Y++  +GTL +RD +     EK    KIT++R       
Sbjct  241  -
GLFSGRAYKVQYDKNGTKIAYIKALTGTLSVRDEICYGQGEKRTCEKITQIRKYQGNTY  299

Query  303  VRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
            V  D A  GE+        I P D +    +L +   L      + P   L++  A   
A
Sbjct  300  VAADKAESGELFAVSGLTKISPGDGL---GILSESKNLS----LDSP---
LKSKAAFDPA  349

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L     L D DP L    +    EI +  +G++QLEV+  ++ E++ +E   
KE
Sbjct  350  
IPVRDVLACFNILNDEDPSLNVAWEETNQEITVQVMGKIQLEVLEKVVRERFNIEVSFKE  409

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P +IY E    A +   H E  P   +A + + + P   GSG+ + +  S   L   
+QN
Sbjct  410  PEIIYKETIGTAVNGFGHFE--
PLKHYAEVHIKLEPALNGSGITFRNVCSNDDLPPGYQN  467

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             ++  +      G+  G  +TD K+    G  +   ++  DFR  A   L Q L++
+   
Sbjct  468  
LIKQHLLEKKHHGILTGSELTDIKLTLITGRSHIKHTSGGDFRQAAYRALRQGLEKAENI  527

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +     ++ R   D      +  T ++   + V TG+ P      Y 
T L+
Sbjct  528  
LLEPYYHFKITVDINHMGRVLSDIQAAFGSFNTPELIHSKAVITGKAPVATFMEYSTSLS  587

Query  595  FYTNGRSVCLTELKGYQ  611
             +T G+        GYQ
Sbjct  588  SFTKGKGTIGLVFGGYQ  604



>WP_025219608.1 GTP-binding protein [Lysinibacillus varians]
 AHN21994.1 elongation factor G [Lysinibacillus varians]
Length=645

 Score = 251 bits (640),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 175/607 (29%), Positives = 294/607 (48%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E LL+ + +I   G V+   T  D   +E+ RGITI A     
Q 
Sbjct  5    
IGVLAHVDAGKTTFCEQLLFHTNSIQSRGRVDHQDTFLDNHAIEQARGITIFAEQGRMQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  LR+  
IPT  
Sbjct  65   
ENDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGVQGHTETVWQLLRQYQIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+ +V+  ++   S +I++     L  + +    + I  W A  E 
+++L
Sbjct  125  FINKIDREGADINAVMNQLQKDCSDNILLID-APLRKDFI---QSYIAEWLA--
ERDEQL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE ++  + +     + + Q+ + +   FP + G+A K +GI+  +  +  L +   
+  
Sbjct  179  LEAFLT-
DTLDASTCLSQLQKMINEERAFPCFVGAALKDIGIKEFVSQLPLLTETHFDH-  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   GTL  RD  A  G    KITE+R+ +       
Sbjct  237  EAPFQGEVFKIRH-DGTQRLTFIKALQGTLHTRDDFAF-
GDVTEKITEIRLYNGRRFQTA  294

Query  306  DTAYPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 G+I  +   S+ ++ D+LG  T LP+     + +P L+  +  +     + 
+L  
Sbjct  295  QAVQAGDIFAVKGLSLAKIGDILG-STLLPKPY---
ELVPTLQAKVLYEGQQHIKEILQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424



               L   +P LR        EI +  +G +QLEV++ +L  ++ L     +P +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLAEVLKNRFSLVITFDKPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   G+G  + +      L+   Q  +   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLFMEPNIRGTGNTFVNACHADDLSVGHQRLIEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G  VTD +     G  +   +   DFR      L Q L+++   LLEPY  
F 
Sbjct  469  
EHHGLLTGSPVTDIRFTLLTGRAHIKHTEGGDFREATFRALRQGLEQAENILLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R  +D  +   T ++  + +++V+ TG +P      Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMNDIQQADGTFDSPILSEEQVILTGRVPVATFMHYSTTFATYTNGKGSL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  SLQFDGY  595

>WP_107690991.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/696 (27%), Positives = 321/696 (46%), Gaps = 
90/696 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGAVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------



IKQTVSL----------  160
            P ++F+NK+D+ G +   V + +R++L A+ I            +  V L          
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  161  --SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
               P   +EE    E  D           AV E +D L+EK+ AGE ++ E++ +  
+  
Sbjct  190  
DKKPTDYVEEEIPAEVKDKAEEYRAKLIEAVSETDDSLMEKFFAGEELTEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ  263
                ++ P+  G+A K  GIQPL+DAV   + P  ++  A       G+   V+ 
TD G+
Sbjct  250  CLRMTITPMLCGTAFKNKGIQPLLDAVVD-
YLPAPDEIEAIKGVYEDGTEVTVDSTDDGE  308

Query  264  ---------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITE  293
                           +  ++R+Y G+L         ++D     GR       ++ 
+I+E
Sbjct  309  
FAALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDNKERIGRLLKMHSNKREEISE  368

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAP  352
            +     G +V       G+ +    D V L               R D P P++   
+ P
Sbjct  369  LFAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPDPVISVAVEP  414

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K
++  
Sbjct  415  
KTKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAE  474

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R      +    +      +  + L + PLS  SG ++ + +  
G + 
Sbjct  475  
VGQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLSAASGFEFVNDIKGGVVP  534

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  +
+  +
Sbjct  535  
KEYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAR  594



Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++G  +LEP +   +  P+EY+     D  K    + +   +    +     P   
+  Y
Sbjct  595  
KAGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRSGIKIIAAYCPLAQMFGY  654

Query  590  RTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
             TDL   T GR+    E   Y+     V + +I+ R
Sbjct  655  STDLRSMTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_095267535.1 MULTISPECIES: elongation factor G [Paenibacillus]
 PAD72528.1 elongation factor G [Paenibacillus campinasensis]
 PAK49136.1 elongation factor G [Paenibacillus sp. 7541]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 318/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENTDI-  172
             ++NK+D  G D  +VV+ +RD+L A+ +  Q            + L  E       
D+ 
Sbjct  132  
AYVNKMDIIGADFLNVVKDMRDRLQANAVAIQLPIGAEADFIGIIDLVEEKAYMYKDDLG  191

Query  173  ----------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
                      E  D V E  ++L+E           KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QNIEEAEIPAEYKDQVEELRNELIEKVAELDEDLTMKYLEGEEITVEELKAALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+                
Sbjct  252  



KIFPVICGSSYRNKGVQLMLDAVIDYLPAPVDVPDIKGTLEDGTEVSRKSADEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI   
+  Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANSRQEI---
NQVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKHPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P +     +  +      +  + +   PL  GSG Q++S++  G + + +    
+
Sbjct  482  ETFRKPGRVEGKFVR-
QSGGRGQYGHVWVEFEPLEAGSGNQFDSKIVGGAVPREYIGPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A       
LLE
Sbjct  541  
QGIEEQMKNGVLAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDVCSPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGTQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>OFZ24020.1 translation elongation factor G [Bdellovibrionales 
bacterium 
RIFOXYA1_FULL_36_14]
Length=690



 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 309/670 (46%), Gaps = 
68/670 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G V  G T  D M  E++RGITI 
+A T+
Sbjct  4    
IRNIGIMAHIDAGKTTTTERILYYTGKTHKMGEVHDGNTIMDWMVQEQERGITITSAATT  63

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
             +W +  +NI+DTPGH+DF  EV RSL +LDGA+ V  A  GV+ Q+  +++   K  
+P
Sbjct  64   
CEWKKNTINIIDTPGHVDFTIEVERSLRILDGAVGVFDAVSGVEPQSETVWYQADKYKVP  123

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKL-----------
SADIIIKQTVSLSPEIVLEENTD  171
             + FINK+D+ G D +  V+ +R+KL            ++   K  V L     L  
N D
Sbjct  124  
RIAFINKMDRVGADFEFCVKDIREKLGKVACAIQYPIGSEEKFKGIVDLVQMKALYWNED  183

Query  172  --------IEAWDAVIE---------------
NNDKLLEKYIAGEPISREKLVREEQRRV  208
                    +E  D+V+E                +DK  EKY+ GE +  +++ R  
++ V
Sbjct  184  
DLGSTYKLMEVPDSVLEICQALREDLIESLADYDDKFAEKYLEGEEVFIDEIKRVIRKAV  243

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS--------------------AA  248
                  PV  GSA K  GIQPL+DA+        ++G                       
Sbjct  244  
NGNHFIPVLCGSAFKNKGIQPLLDAIVDYLPSPLDRGDIIGHNTKNFEKMESRKPDPKEV  303

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV          Y+R+YSG +++   +       RE++ KI +M    + 
E+  
Sbjct  304  
FSALAFKVASDPFVGSITYIRIYSGEIKVGQNIYNPHKKKRERIGKILQMHSNKRQEL--  361

Query  305  TDTAYPGEIVIL--
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               A  G+IV L  P +++   + L    R       E P  ++   I PKT+A  
++L+
Sbjct  362  -QVATAGQIVALAGPKETI-
TGETLCLEHRPILYDLMEFPETVISVAIEPKTSADEKKLI  419

Query  363  



DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            + L QL   DP    + +  T ++++  +G + LE++   L  ++ +   V +P   
Y E
Sbjct  420  
NVLEQLKLEDPSFDFKNNKETGQLLIFGMGELHLEIIVDRLGREFNVGINVGKPQASYRE  479

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              L++  AS+T + E+          +SV      +G+ +ES V    L + F NA
+   
Sbjct  480  
TILESATASYTFNKEINGKEQHGQCTVSVEKFESQTGITFESEVKKRDLPEDFLNAIEKS  539

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++     G L G+ + D K+  +   Y    ST   F+  A     +A  ++   L
+EP+
Sbjct  540  
LKDAAAGGVLAGYPLIDVKVTLKKAEYNETNSTELGFKIAAAYAFREACIKAKPTLMEPF  599

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P +Y      D       I +   K  + V  GE+P   +  Y TDL   
T G
Sbjct  600  
MKLEVITPLDYTGDVVSDVNMKRGRIISMGHKVGKEVINGEVPLTEMFGYSTDLRSKTQG  659

Query  600  R-SVCLTELK  608
            R S  L+ LK
Sbjct  660  RASFTLSFLK  669

>WP_068731500.1 elongation factor G [Tardiphaga robiniae]
 KZD24025.1 elongation factor G [Tardiphaga robiniae]
Length=690

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 298/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA++V+    GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVVVLDGNQGVEPQTETVWRQGDKYKVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +Q + D+L A                   D++I +    + 
E +
Sbjct  132  
VFANKMDKTGADFYKCLQDIIDRLGAKPVAIQLPIGAENDFVGMIDLVIMKAYVWNNEAL  191

Query  166  LE--ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E  DI A              +A +E +D ++  Y+ G       L R  ++ 
V  
Sbjct  192  
GAKYETVDIPADLLEKAKEYREKMLEAAVELDDDVMAAYLDGTEPDEATLKRMIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQG---------
SAALCGS  252
             + +PV  GSA K  G+QPL+DAV             + + ++G         S  
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGMDDEGNEILRLPNDSEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLISGTGVVNSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PKT A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPQKQVILEKMEFPEPVIEIAIEPKTKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + E+  K 
A  
Sbjct  432  
EDPSFRVSTDVESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFREKITKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A +   V P   GSG  +ES+V  G + + +   V  G+   
+  G
Sbjct  492  
DYTHKKQTGGTGQFARVKFVVEPGEPGSGFVFESKVVGGSVPKEYIPGVEKGLNSVMTSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D  +    G Y+   S+   F   +   L  AL++  + LLEP +      
P



Sbjct  552  
VVAGFPVVDVHVQLVDGAYHDVDSSALAFEIASRAALRDALQKGKSVLLEPIMKVECVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y   L   + GR+      
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNTLRSMSQGRATFSMSF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_028650464.1 elongation factor G [Nocardioides halotolerans]
Length=703

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/678 (27%), Positives = 319/678 (47%), Gaps = 
72/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHEGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V     GV+ QT  ++    
K  +
Sbjct  71   
TCWWKDHQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGVAGVEPQTMTVWRQANKYAV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V  + D+L++                   D++  + +
+   
Sbjct  131  
PRMCFVNKLDRTGADFFHCVDMMVDRLNSTPLVLQLPIGAESDFLGVVDLVGMRALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  + E+ D+E                  + + E +D ++EKY+ GE ++ E+L    
+R
Sbjct  191  
ETKIGEDYDVEEIPAELEAQAAEYREKLLETLAEADDAVMEKYLEGEELTVEELEAAIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGE--------QGS  246
                  L PV  G+A K  G+QPL+DAV                +P  E          
S



Sbjct  251  
ATLADKLNPVLCGTAFKNKGVQPLLDAVVKYLPSPLDIDAIVGHKPNDESVEISRKPSDS  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
                G  +K+       + +Y+R+YSG L    TV  ++ G+++   K+ +M    
+ EI
Sbjct  311  
EPFSGLAYKIASDPHLGKLIYVRVYSGKLEAGSTVVNSVNGKKERIGKVYQMHANKREEI  370

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +   G+IV ++     +    L DP           P P++   I PKT   
+E+L
Sbjct  371  ---
SSVGAGQIVAVMGLKDTKTGHTLSDPANQVVLESMTFPAPVIEVAIEPKTKGDQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +L+D DP    + D  T + I++ +G + LE++   +  ++++E  V +P 
V Y 
Sbjct  428  
GTAIQRLSDEDPTFTVKSDEETGQTIIAGMGELHLEILVDRMKREFRVEATVGKPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTP-----
LSLGSGVQYESRVSLGYLNQSF  473
            E     ++  S+T   +   +  +A + +++ P        G+G ++ + VS G + 
+ +
Sbjct  488  
ETIRNKVENHSYTHKKQTGGSGQFAKVIITIEPSIDPETGTGAGYEFVNNVSGGRVPREY  547

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  +E G L G+ + D K+  E G Y+   S+   F+       ++A 
+++ 
Sbjct  548  
IPSVDQGAQEAMEFGVLAGYPMVDVKMTLEDGAYHDVDSSELAFKIAGNQAFKEAARKAR  607

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP     +  P+ +L     D       I+  + +  ++V    +P   +  
Y  D
Sbjct  608  
PVLLEPMFKVEVTTPESFLGTVIGDLNSRRGQIQAQEERHGDMVINALVPLSEMFGYVGD  667

Query  593  LAFYTNGRSVCLTELKGY  610
            L   T+G++    E   Y
Sbjct  668  LRSKTSGQASYSMEFDSY  685

>WP_021276168.1 elongation factor G [Bacteriovorax sp. DB6_IX]
 EQC52739.1 translation elongation factor G [Bacteriovorax sp. 
DB6_IX]
Length=694



 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/675 (29%), Positives = 308/675 (46%), Gaps = 
73/675 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T+
Sbjct  9    
IRNIGIMAHIDAGKTTTTERILFYTGKSHKIGEVHDGAATMDWMVQEQERGITITSAATT  68

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W + K+NI+DTPGH+DF  EV R+L VLDGA+ V  A  GV+ Q+  ++    K 
N+P
Sbjct  69   
CTWKKKKINIIDTPGHVDFTIEVERALRVLDGAVGVFDAVGGVEPQSETVWAQADKYNVP  128

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKL------------SADI------
IIKQTVSLSPEI  164
             + F+NK+D+ G D Q+ ++ +R KL            S D+      +I+       
E 
Sbjct  129  
RIAFVNKMDRVGADFQNCIEEIRTKLGKSAAAAQLPIGSEDVFAGVVDLIEMKAYKFKED  188

Query  165  VLEENTDIE------------AWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
             L E   +E            A + +IE+    +D   E Y+ GE I+ E++    
++ V
Sbjct  189  
DLGETVIVEDIPADMADDAEMAREELIESLADYDDDFAEAYLGGENITIERIKSVMRKAV  248

Query  209  
QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA--------------------  248
               S  PVY GSA K  G+QPL+DAV        ++G                       
Sbjct  249  
IKDSFVPVYCGSAFKNKGVQPLLDAVLDFLPSPVDRGEVHGVGGKNKDKEEVRRPDVDDL  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVR  304
              G  FK+          + R+YSG L+    V   L G RE++ KI +M    + 
E+  
Sbjct  309  
FSGIAFKIATDPFVGSLTFFRIYSGVLKSGQQVYNPLKGKRERINKILQMHADKRTEV--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
             D A  G+I+ +      L D +   T     R       E P  ++   I PKTA   
+
Sbjct  367  -DEAKAGDIIAISG----
LKDTVTGETLCAENRTIIFDLMEFPESVISVAIEPKTANDEK  421



Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L+++L QL+  DP    + +  T ++++  +G + LE++   L  ++K+   V 
+P V 
Sbjct  422  
KLMESLRQLSLEDPSFSYKHNKETGQLLIFGMGELHLEIICDRLDREFKVGIRVGDPQVS  481

Query  420  YMERPL--
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  +    A +T + E      + +  + V P    SGV +E+ ++   L Q F 
+A+
Sbjct  482  
YRESVVGQAQAENTFNKEQGGKVVFGNCTIKVEPTDYQSGVLFETELTKRDLPQEFISAI  541

Query  478  RDGIR-
YGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               I    L   L G+   + K       Y    ++   +   A     QA +++G 
+L+
Sbjct  542  
EKSIHDSSLGGALAGYPFINIKATLVAATYNEEDASDVAYSIAAAHAFRQACQDAGLKLM  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +S  +  P +Y      D       I     K+D+ +   E+P   +  Y 
TDL   
Sbjct  602  
EPKMSLEVITPSDYTGDVISDINMKRGKILNMGAKQDKEIVDAEVPLAEMFGYSTDLRSK  661

Query  597  TNGRSVCLTELKGYQ  611
            + GR+        Y+
Sbjct  662  SQGRANFTMNFDRYE  676

>WP_000090340.1 MULTISPECIES: elongation factor G [Streptococcus]
 CBZ01332.1 translation elongation factor G [Streptococcus oralis 
Uo5]
 OFL48035.1 elongation factor G [Streptococcus sp. HMSC076C08]
 OFP31453.1 elongation factor G [Streptococcus sp. HMSC072D07]
 OFR43641.1 elongation factor G [Streptococcus sp. HMSC062H02]
 ORO47198.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ORO60027.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ORO63930.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ORO65686.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ORO67322.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ORO69433.1 elongation factor G [Streptococcus oralis subsp. oralis]
 ORO72386.1 elongation factor G [Streptococcus oralis subsp. oralis]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481



Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>OUV77783.1 elongation factor G [Acidimicrobiaceae bacterium 
TMED130]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/677 (27%), Positives = 316/677 (47%), Gaps = 
76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  8    
KTRNIGIMAHIDAGKTTTTERILYYTGRSYKIGEVHDGAATMDWMEQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDG + V     GV+ Q+  ++    
K ++
Sbjct  68   
TCYWNDHRINIIDTPGHVDFTVEVERSLRVLDGTVAVFDGVAGVEPQSETVWRQAEKYSV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------------
TVSLSPEIVLEEN  169
            P + F+NK+D+ G D   V+ +++++L+ + ++ Q               LS + +
+ + 



Sbjct  128  
PRMCFVNKMDRTGADFFFVLDTIKERLTDNYVVVQLPIGAESEYQGVIDLLSMKALIWQG  187

Query  170  TDIEA-WDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRR  207
             D+ A WD V                      E ++ ++EKY+  E I+ ++L    
+  
Sbjct  188  
EDLGASWDEVEIPEEYADQAEEYRELMMDKLSEFDETIMEKYLEDEEITVDELKSAIREG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQG  245
                 L P+  G+A K  G+QPL+DAV                          +P  
++ 
Sbjct  248  
TLHHELVPILNGTAFKNKGVQPLLDAVVDYLPSPLDIPEIKGTAVKGDDELTRKPSDDEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       R  + R+YSG+L     +       +E++ +I EM    
+ +
Sbjct  308  FAALA---
FKIMTDPHVGRLAFFRVYSGSLEKGSQILNTRTGNKERMGRILEMHANDRED  364

Query  302  IVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   D  Y G+I+  +    VR  D L    +P  L    +   P P++   + PK
+ A 
Sbjct  365  V---DAVYTGDIMAAIGIKDVRTGDSLVAIDNPVILEEMTF---
PDPVIDVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  AL  L+  DP  R E D  T + ILS +G + LEV+   +  ++ ++  V 
+P 
Sbjct  419  
QEKLSKALMALSQEDPTFRVETDQETAQTILSGMGELHLEVLVDRMLREFNVDASVGKPQ  478

Query  418  VIYMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K    ++T   +   +  +A + + V+P + G G  +E  +S G + + 
+  
Sbjct  479  
VAYRETITKPITTTYTHKKQTGGSGQFAEVEIDVSPATPGEGYSFEDNISGGRIPKEYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+  +  G L G+ V D  +    G ++   S+   F+    +  + A ++
+   
Sbjct  539  
AVDAGIKEAMTSGVLAGFPVVDVHVELNDGKFHDVDSSDMAFKIAGTMAFKDAARKAKPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            LLEP ++  +  P +YL     D       ++  + +    V    +P   +  Y  
DL 
Sbjct  599  
LLEPIMAVEVVTPDDYLGGVVGDLNSRRGQVQGTEQRGTNQVVNALVPLSEMFGYVGDLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              ++GR+    +   YQ
Sbjct  659  TMSSGRANYTMQFDSYQ  675

>WP_085345852.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSG94296.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 188/638 (29%), Positives = 288/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGTRIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------



ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGIGH-----
FEPLRHYAETHVLLEPLPQGSGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_088186608.1 GTP-binding protein [Desulfosporosinus sp. FKA]
Length=883

 Score = 255 bits (652),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 174/623 (28%), Positives = 298/623 (48%), Gaps = 
46/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+E++LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSEAILYLSGKIGKLGRVDHKNAYLDTFELERARGITIFSKQ  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEIEETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLDMYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D   ++  ++ +L+   I  + V  +             +D 
+  
Sbjct  121  IPVFLFVNKMDQNGTDKDKLMLEIKKQLNDGCIEFEHVKTN-----------
RFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---  237
             N+ ++E+Y+  E I   ++    +  +++ ++FP ++GSA K  G++  M  +      
Sbjct  170  CNETMMEEYLETEHIETAQI----
KNAIKERNVFPCFFGSALKLEGVEQFMQGIADNAIV  225

Query  238  -
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             F P      +     +FK+   + G R  +++L  G L+++D +   G  + K+ 
++R+
Sbjct  226  PFYP------SQFGAKIFKITRDEQGNRLTHMKLTGGRLKVKDILK-
NGLWEEKVNQIRV  278

Query  297  PSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             S  +    +    G ++ +       P + + + +    P   P          +    
Sbjct  279  YSGQKFEAVNEIEAGSVLAVTGLSQTKPGEGLGIEEASNTPVLEP---------
VLFYQI  329

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P+    R  ++  L Q+ + +P L    +    EI    +G VQ+E+   L+  
++ +
Sbjct  330  ILPEGCDPR-
VMIPKLRQIEEEEPELHIVWNEQLQEIQAQIMGEVQIEIFQNLIQSRFGI  388

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                    ++Y E          H E  P   +A + L + P   GSG+++ ++ S   
L
Sbjct  389  SVTFDAGRIVYKETIANVVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLKFGAKCSEDTL  446

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++++Q  +   +     +G+  G  +TD KI    G  ++  +   DFR      + 
Q L
Sbjct  447  
SKNWQRLILTHLEEKAHKGILTGSAITDMKITLVSGRAHTKHTEGGDFREATYRAVRQGL  506

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588



            KE+ + LLEPY +F L  P + + RA  D  K   T E +Q   +  V  G  P   
++ 
Sbjct  507  
KEAESILLEPYYAFELELPVKMVGRAMTDIEKMHGTCELSQTNGEMSVLVGSAPVLTMRN  566

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y+ ++  YT G       LKGY+
Sbjct  567  YQKEVIAYTKGLGRLFCSLKGYE  589

>WP_010623587.1 GTP-binding protein [Lactobacillus versmoldensis]
 KRL68465.1 elongation factor G [Lactobacillus versmoldensis DSM 
14857 = 
KCTC 3814]
Length=642

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/629 (30%), Positives = 311/629 (49%), Gaps = 
47/629 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SG++ + G V+KG    DT  LE++RGITI 
+  
Sbjct  1    
MKKIVSGIVAHVDAGKTTLSEALLYNSGSLRKLGRVDKGDAFLDTDDLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S ++   ++ ++ TPGHMDF A+  + L VLD AILVISA DG+Q QTR L+  L
+  +
Sbjct  61   
ASLEFQDLQLTMLYTPGHMDFAAQTEQVLTVLDYAILVISATDGIQGQTRTLWDLLQTYS  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  GVD   V+  +R +LS   +             + N+D +   
A+++
Sbjct  121  VPTFIFVNKMDADGVDKTQVLNQLRAELSEGCL----------
DFTDLNSDTKETMAMLD  170

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              D++ + Y+  E +S + +     QR+V     FP Y+GSA K  GI   +  +     
Sbjct  171  --DQVFDDYLKTENLSDDTVKWMISQRKV-----
FPCYFGSALKLSGIDEFLAGLKTWTD  223

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
             +  +    L   VFK+ +   G+R  ++R+  G+L+ +D +        KI ++R
+   
Sbjct  224  QVKSEPELGL--KVFKISHDSKGERLTWIRMTGGSLKAKDVL----
YHNQKINQIRVYDG  277



Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDV---LGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
             +         G++  L      L D    LG    + +++ +  P   P+L   + 
P+ 
Sbjct  278  AKFTLESQVETGDVCALTG----LTDTYPGLG----
IGKEKNQSAPKIRPVLNYAVDPQ-  328

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                 + L A   L D DP L        +EI +  +G+VQLE +  ++ E++KL     
Sbjct  329  
GNDIHQCLTAFKILEDEDPQLHVIWSEHLNEIRVQIMGKVQLETLQQIMLERFKLTIGFD  388

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            +  ++Y E    +     H E  P   +A + L + P   G+G+ Y+S+ SL  L+ 
++Q
Sbjct  389  KGKILYQETITDSVEGVGHFE--
PLRHYAEVHLLLEPQPAGTGLVYDSQCSLDILSSNWQ  446

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----K  529
            + V   ++   + G L G  +TD KI    G   +  S   DF+      + Q L     
Sbjct  447  
HQVMTNLQSKEQLGVLIGAPITDMKITLINGKGSNVHSVGGDFKEATWRAIRQGLMMLKA  506

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET--
AQVKKDEVVFTGEIPARCIQ  587
            +   QLLEP+ +F L   Q+ + RA +D  K   T +   +    + V+ +G  P   
+Q
Sbjct  507  
KDQCQLLEPFYAFRLTVNQDQVGRAMNDIQKMKGTFQDPISSQNSEFVILSGSAPVAQMQ  566

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
             Y  ++  YT+G       ++GY+    Q
Sbjct  567  DYAQEVRAYTHGMGNLECIIEGYRPCHNQ  595

>WP_088921737.1 elongation factor G [Granulosicoccus antarcticus]
 ASJ71717.1 Elongation factor G 1 [Granulosicoccus antarcticus 
IMCC3135]
Length=694

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 316/669 (47%), Gaps = 
66/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS +
Sbjct  9    



NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGEATTDFMAQEQERGITIQSAATSCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  V
Sbjct  69   
WDGHRFNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-------  158
            IF+NK+D+ G D   VV+ V+D L+A                   D++ ++         
Sbjct  129  
IFVNKLDRMGADFYRVVKQVKDVLAARPVIMTLPIGTEDDFVGVVDLLTEKAWIWDDSGN  188

Query  159  --SLSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              S + E V E+  +I      E  +  +E +D+ +EKY  GE      + +  ++   
D
Sbjct  189  
PESYTLEDVPEDMIEIVAKYREELIETALEMDDEAMEKYFEGEIPDIATIQKCIRKGTID  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-----
IGEQGSAALCGS-----  252
               FP + GSA K  G+QP++D V            QP       E G+ A+        
Sbjct  249  
LVWFPAFCGSAFKNKGMQPMLDGVVAYLPSPTEVKPQPEVDLEGVETGNFAIVDPDRPLR  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG +   DTV     G+ E++ +I EM    + E+   
D
Sbjct  309  ALAFKIMDDRYGA-
LTFIRIYSGRIAKGDTVLNTFTGKTERIGRIVEMNAEDRIEL---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV +L   +V+    L DP           P P++   ++PK  A  E+L  
A+
Sbjct  365  
SAQAGDIVAVLGMKNVQTGHTLADPKHPATLEPMVFPDPVISIAVSPKDKAGSEKLGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R   D  + E IL  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFRVMTDEESGETILMGMGELHLDIKIDILKRTHGVEVQVGKPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    ++T   +   +  +  I  ++ P   G+G ++ES+V+ G + + +  AV  
G + 
Sbjct  485  



QKIEDTYTHKKQSGGSGQYGRIDYTIEPGEPGTGFEFESKVTGGNVPREYWPAVEKGFKL  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+ + D ++    G +++  S+   F   A     Q+++++G Q++EP 
+  
Sbjct  545  
SMHEGVLAGYPLLDFRVVLTDGAFHAVDSSALAFEIAAKGAYRQSIQKAGPQIIEPVMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I++ +     V    ++P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKSQEPGATGVRIKADVPLSEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGYQ  611
               E   Y 
Sbjct  665  FSMEFSHYN  673

>WP_071311376.1 elongation factor G [Anaerobacillus 
arseniciselenatis]
 OIJ15447.1 translation elongation factor G [Anaerobacillus 
arseniciselenatis]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 307/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTCTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGYRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----------------
IIIKQTVSLSPEI  164
            P V+FINK+D+ G D    V ++ D+L+A+                 I + + V+   
E 
Sbjct  129  
PRVVFINKMDKIGADFLYSVGTLGDRLAANAHPIQLPIGAEDEFEGIIDLVENVAYYYED  188

Query  165  VLEENTDI-----------EAW-----



DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L   T+            E W     +   E ++ L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTRTEAKEIPDTHKELAEEWRTKLIEGAAELDEDLMMKYLEGEEITTDELKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q L+DAV              G     GE+           
Sbjct  249  
TNVEFYPVVCGSAFKNKGVQLLLDAVLDYLPAPTDVESIKGTLPDTGEEVLRHSSDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGT+     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTVNSGSYVINSTKGKRERMGRILQMHANSREEI---  365

Query  306  DTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D          E P P++  ++ PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAGVGLKDTTTGDSLCDEKNQVILESMEFPEPVISLSVEPKSKADQDKMGMA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTHTDEETGQTIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +   PL  G+G  +E+++  G + + +  AV+ 
GI 
Sbjct  486  
RKSAKVEGKFVRQSGGRGQYGHVWIEFEPLEEGAGFVFENKIVGGVVPREYIPAVQAGIE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D K     G Y+   S    F+    + L+ A       
+LEP + 
Sbjct  546  
ESMQNGMLAGYPLLDLKARIFDGSYHDVDSNEMAFKIAGSMALKNAKAHCDPAILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVVPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSRTQGRG  665



Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TYSMHFDHYE  675

>WP_069033608.1 MULTISPECIES: elongation factor G [Bacillus]
 ODG92098.1 translation elongation factor G [Bacillus luciferensis]
 SFD78911.1 elongation factor G [Bacillus sp. UNCCL81]
 PEC48325.1 elongation factor G [Bacillus sp. AFS096315]
 PET68964.1 elongation factor G [Bacillus sp. AFS001701]
 PFM75093.1 elongation factor G [Bacillus sp. AFS077874]
 PGZ94085.1 elongation factor G [Bacillus sp. AFS029533]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 308/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIVDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYQELAEEYRGRLIEAVAELDEELMMKYLEGEEITIPELKAAIRTA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQG  245
                  +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTDEEKIVPSSDEEP  307



Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_046328180.1 elongation factor G [Sneathia amnii]
 AKC95074.1 elongation factor G [Sneathia amnii]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/667 (28%), Positives = 306/667 (46%), Gaps = 



65/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A  
+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDYMEQEQERGITITSAAITCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + ++NI+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++    K +
+P +
Sbjct  72   
WKKHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQADKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLSPEIVLEENT-  170
             F NK+D+ G + +  V  ++ KL  + I  Q              +    E +  
+ T 
Sbjct  132  
AFFNKMDRTGANFEMCVDDIKKKLGGNGIPIQLPIGAEEHFEGIIDLITEKEYIFHDETM  191

Query  171  --DIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              D E  D                  AV+E +D L+EK+ A EPIS E++    ++   
D
Sbjct  192  
GADYEIRDVRPELKDAVEEARHNLIEAVVETDDALMEKFFADEPISEEEIKVALRKATID  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248
              + PV  G+A K  GIQPL+DA+                           P   +  
+A
Sbjct  252  
GIVVPVTCGTAFKNKGIQPLLDAIVAYMPSPLDIPSIEGINPKTDAEEVRHPSDSEKFSA  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDT  307
            L    FK+       R  + R+YSG L+    V  + + +K ++  + +    +    
+ 
Sbjct  312  LA---
FKIVTDPFVGRLSFFRVYSGMLQKGSYVLNSTKGKKERMGRLLLMHANKREELEE  368

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D L D +        E P P++   + PKT A +E++  
AL+
Sbjct  369  
VYTGDIAAAVGLKDTTTGDTLCDESAPIILENMEFPDPVISVAVEPKTKADQEKMGTALS  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP      +  T + ++S +G + LE++   +  ++K+E  V +P V Y E  



L 
Sbjct  429  
KLAEEDPTFVVTANQETGQTVISGMGELHLEIIVDRMKREFKVEANVGKPQVAYRETILS  488

Query  427  AAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +        +      +  + + V P +   G ++ + ++ G + + +  AV  
GI+  
Sbjct  489  NSDVEEKYIKQSGGRGQYGHVKIKVEP-
NKDKGYEFINEITGGVIPREYIPAVDKGIQEA  547

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L+ G+  G+ V D K+    G Y+   S+   F+    + ++ ALK++   LLEP     
Sbjct  548  
LQAGVVAGYPVQDVKVTLYDGSYHEVDSSEMAFKIAGSLAIKSALKQAQPILLEPIFKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +     + +  +    +P   +  Y TDL   T 
GR+  
Sbjct  608  
VTTPEEYMGDVIGDLNSRRGQVSGMNDRNNAKIIDAHVPLSEMFGYATDLRSKTQGRASY  667

Query  604  LTELKGY  610
              E + Y
Sbjct  668  SMEFEKY  674

>WP_010558083.1 elongation factor G [Pseudoalteromonas marina]
 ERG25350.1 elongation factor G [Pseudoalteromonas marina DSM 17587]
 PHR53687.1 elongation factor G [Colwellia sp.]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 309/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-



DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDDFVGVVDVLEKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVEKTEEYHEMLIETAVEQDDDLMEAYMEGEVPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADERKELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G + 
Sbjct  485  
REIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFTSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMQEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  



ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_049514482.1 elongation factor G [Streptococcus anginosus]
 PRT67659.1 elongation factor G [Streptococcus anginosus]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 318/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   V +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLVRMKAEIYTN  188

Query  165  -----VLEEN------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+         + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILEEDIPADYLEQAQEWREKLVEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---------  246
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +         
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDDEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANHRNEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R   +A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAQTSARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLIESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPT  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>CDF11252.1 elongation factor EF-G [Eubacterium sp. CAG:76]
Length=868

 Score = 255 bits (651),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 186/618 (30%), Positives = 299/618 (48%), Gaps = 
41/618 (7%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+LAHVDAGKTTL+ES+LY SGAI + G V+      D    ERQRGITI 
+  
Sbjct  1    
MKKLVIGMLAHVDAGKTTLSESILYTSGAIRKLGRVDNKDAFLDNNDYERQRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +    V ++DTPGH+DF AE+ R+L VLD A+LVI+  DGVQ  T  L+  L
+++ 
Sbjct  61   
AVFTYKDLDVTLLDTPGHVDFSAEMERTLWVLDYAVLVINGMDGVQGHTETLWGLLKRLK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+DQ G D   +++ +++KLS+  +    +      V  E    EA + 
V+E
Sbjct  121  VPVFIFVNKMDQQGTDRHRILEQLKNKLSSGCVDFDRLDYEELAVCNE----
EALEQVLE  176

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + +++  + G  IS        QR V     FPV +GSA +  G+  L+D +   
+  
Sbjct  177  --EGIVDDKLIGNMIS--------QREV-----FPVIFGSALRLDGVDRLLD-
IMNKYCE  220

Query  241  IGEQGS---
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            + E G    + +   V+K+   D G+R  ++++  G+L+ +  +        KI +
+RI 
Sbjct  221  VSENGDDKQSDMSARVYKISRDDRGERLTHIKVTGGSLKAKQLI-----
NGEKINQIRIY  275

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
            S  +    + A  G I  +   +       LG      R+     P+  P+L   I    
Sbjct  276  SGEKYTSVNEAVCGSICAITGLEGTYAGQALG------
RENNDNAPVLSPVLNYKINLPA  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +L  L  + + +P L  E +    EI +  +G V +EV+  ++ E+Y  +    
Sbjct  330  
GTDPLMMLPKLKMIEEEEPQLHIEWNESFKEIHVQVMGPVMIEVLQNIIKERYDCDVTFS  389

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E S++Y E          H E  P   +A + L + P   GSG+QYE   S   L 
+++Q
Sbjct  390  EGSIVYKETIADKVEGIGHFE--
PLRHYAEVHLILEPGEAGSGMQYELDCSEDMLAKNWQ  447



Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  ++  +   DFR      +   L 
++ +
Sbjct  448  
RLIYTHLCEKTHKGVLTGSALTDVKITVVAGRAHNKHTEGGDFRQATYRAVRNGLMQAES  507

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   ++Y+ RA  D  +  A  E      DE V  G  P   +  Y
+ ++
Sbjct  508  VLLEPFYEFTLILDRQYIGRAMTDFERMGAQFEIND-
NGDEAVIKGAGPVATVGNYQAEV  566

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G+ V   ++ GY+
Sbjct  567  NAYTRGKGVLRFKMSGYR  584

>WP_072235837.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 180/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  ++ G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKVGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674



>OJJ08974.1 translation elongation factor G [Alphaproteobacteria 
bacterium 
AO1-B]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/659 (28%), Positives = 304/659 (46%), Gaps = 
66/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K N
+P +
Sbjct  72   
WNEKRLNIIDTPGHVDFTIEVERSLRVLDGAVALLDANAGVEPQTETVWRQADKYNVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------------  172
            IF+NK+D+ G D     + ++ +L A  ++ Q +++  E       D+            
Sbjct  132  IFVNKMDKLGADFDRCCEMIKSRLGATPLVMQ-
LNIGAESEFAGVVDLLKMKALIWQSEN  190

Query  173  --EAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
               AWD V                     +E +++ +E Y+ GE  S EK+ +  +
+   
Sbjct  191  
LGAAWDVVDIPAELADRAQEMRDALIETAVEIDEEAMEAYLEGEEPSFEKIQQLIRKGTI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI----------
GEQGSAALCGS------  252
            +    PV+ GSA K  G+QPL+DAV   L  P+            +G A    S      
Sbjct  251  
NGDFVPVFCGSAFKNKGVQPLLDAVVDYLPSPVEVPAIKGIDPKTEGEAVRKSSDEEPLS  310

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTD  306
               FK+          + R+YSG L     L +TV        ++ +M   S+ +I   
D
Sbjct  311  
ILAFKIANDPFVGSLTFCRIYSGVLNKGVSLLNTVKDKKERVGRMMQMHSNSREDI---D  367

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY G+IV +         D L DP +       E P P++   + PKT   +E++  
AL



Sbjct  368  
VAYAGDIVAIAGLKDTTTGDTLCDPLKPVILERMEFPEPVIEIAVEPKTKGDQEKMGLAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R + D  + + I++ +G + L+++   +  ++K+E  +  P V Y 
E   
Sbjct  428  
NRLAAEDPSFRVKTDEESGQTIIAGMGELHLDILVDRMKREFKVEANIGAPQVAYRETIT  487

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K A   +T   +   +  +A I L++ P     G  +ES++  G + + +   V  
GI  
Sbjct  488  
KTADVDYTHKKQSGGSGQFARIKLTIEPAEPNEGFVFESKIVGGNVPKEYIPGVSKGIES  547

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F         + + ++G +LLEP 
+  
Sbjct  548  
VMSSGPLAGFPMLDIKATLTDGAYHDVDSSVLAFEIAGRAGFREGIAKAGPKLLEPVMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P++Y+     D       I   + +    V T  +P   +  Y  +L   + 
GR+
Sbjct  608  
EVVTPEDYMGDVIGDLNSRRGQIAGTENRGIVTVITAMVPLANMFGYVNNLRSMSQGRA  666

>WP_035009914.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSH02475.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 286/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  G+G
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGVGHFE--
PLRHYAETHVLLEPLPQGAGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570



Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>AJO24893.1 translation elongation factor G [Bacillus coagulans]
 AKN53675.1 Translation elongation factor G [Bacillus coagulans]
 KYC86215.1 hypothetical protein B4096_1207 [Bacillus coagulans]
Length=677

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 180/663 (27%), Positives = 305/663 (46%), Gaps = 
63/663 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A T+ 
QW+  
Sbjct  1    
MAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQWNDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       +P +
+F+N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRIVFVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSP------------  162
            K+D+ G D    V ++ D+L A+              + I   + ++             
Sbjct  121  
KMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGDDLGTKIE  180

Query  163  --EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
              EI  E     E +     +AV E ++ ++EKY+ GE IS+E+L    ++   +   
FP
Sbjct  181  
VREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKATCNVEFFP  240

Query  216  VYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGSVFKV  256
            V  GSA K  G+Q ++DAV              G     GE+               
FKV
Sbjct  241  
VLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPFAALAFKV  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSGTL     V  + ++K     +I +M    + EI   D  
Y G+



Sbjct  301  MTDPFVGKLTFFRVYSGTLSAGSYVKNSTKDKRERIGRILQMHANHRKEI---
DKVYAGD  357

Query  313  I-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +        D L D          E P P+++ ++ PK+ A ++++  AL 
+L + 
Sbjct  358  
IAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTALQKLQEE  417

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y E   K
+A   
Sbjct  418  
DPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETFRKSAQVQ  477

Query  432  IHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGL  489
                 +      +  + +  +P   G G ++E+ +  G + + +  A++ G+   +
++G+
Sbjct  478  
GKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLEDAMQRGV  537

Query  490  F-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
              G+ + D K     G Y+   S+   F+  A + L  A  +    LLEP +   +  
P+
Sbjct  538  
IAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALRNAASKCDPVLLEPVMKVEIVIPE  597

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            EYL             +E  + + +  V    +P   +  Y T L   T GR V      
Sbjct  598  
EYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRGVFTMTFD  657

Query  609  GYQ  611
             Y+
Sbjct  658  HYE  660

>WP_101875390.1 GTP-binding protein [Lachnoclostridium edouardi]
Length=644

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 163/611 (27%), Positives = 304/611 (50%), Gaps = 
22/611 (4%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I  GILAHVDAGKTTL+E +LY +  I   GSV K  +  D   +ER+RGIT+ +   
SF



Sbjct  3    
ITFGILAHVDAGKTTLSEQILYLTNTIRSLGSVNKQNSFLDYNDVERERGITVFSEQASF  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
              +  +  ++DTPGH+DF  E+ R L  LD A+L+I   DG+Q  T  ++  LR+ 
++PT
Sbjct  63   
VLNNNQYCLIDTPGHVDFSTELERVLEALDYAVLLIDGTDGIQGHTETIWGLLREYHVPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
             +FINK+D+   D +  +  ++D  S +I+    +       +         D       
Sbjct  123  
FLFINKLDRETADYEKTIGELKDSFSREIMDFTNIFSEISEEIAAAAAETRED-------  175

Query  184  KLLEKYIAGEPISREKLVREE-
QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
             +L+++I G     E  +R+E  R +Q+ ++FP   G+A  G G++  +   + L 
+   
Sbjct  176  -ILDQFIEGNLCFDE--
IRDEIIRLIQEENIFPCLGGAAATGQGVEKFLQIFSSLTRT-D  231

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
               S    G V K+ Y +  +R+ +L++ SG + +++ + L G+   KI ++R  +  
+ 
Sbjct  232  YDNSLPFAGKVIKIRYDEQKERQTFLKITSGKIHVKEPI-LDGQ---
KINQIRFYNGEKY  287

Query  303  VRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + +  A  G+IV +       + + LG+     ++  R   +P L+  +  +T    
+ +
Sbjct  288  IVSQEASAGDIVAVTGLKNSYSGMGLGESGSEQQQVNR--
IMPTLQAKVLYETDISDKAI  345

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            ++    L + DP+L C+ ++   ++ +  +G++QLE++ A + +++ +E    +P 
V+Y+
Sbjct  346  
VEIFHILEEEDPMLFCQWEASLKQLKIHIMGKIQLEILKAAVLKRFGVEITFAQPQVVYL  405

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E      +   H E  P   +A + + + P  LGSG+ + S   +  L  +FQN +
+  +
Sbjct  406  ETISGPVTGHGHFE--
PLRHYAEVAVRLEPGVLGSGITFSSECHVDTLALNFQNLIKTHV  463

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G L G  +TD  I   +G  +   +   DFR      + Q L ++ + 



+LEPY 
Sbjct  464  
FEKKHRGVLTGSELTDIHIILIWGRAHIKHTEGGDFREALYRAIRQGLMKADSLILEPYY  523

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +F +   QE++ R  +D  KY  + +   +K    + +G+        Y  ++A +
+ GR
Sbjct  524  
AFTIKIAQEHVGRVMNDITKYSGSFQAPDIKNGLAIISGKGSVASFVNYGEEIASFSGGR  583

Query  601  SVCLTELKGYQ  611
                    GY 
Sbjct  584  GQISFRFAGYH  594

>PKQ36618.1 elongation factor G [Actinobacteria bacterium HGW-
Actinobacteria-1]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 191/679 (28%), Positives = 312/679 (46%), Gaps = 
79/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILFYTGKSHKIGEVHDGAATMDWMVQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++ I+DTPGH+DF  EV RSL VLDG + V  A  GV+ Q+  ++       
+
Sbjct  70   
TCFWKDHRIQIIDTPGHVDFTVEVERSLRVLDGTVAVFCAVGGVEPQSETVWRQADTYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLE  167
            P + +INK+D+ G D  +VV  ++D+L    ++ Q               V+++     
E
Sbjct  130  
PRIAYINKMDRTGADFMNVVGMMKDRLGTRPVLLQLPIGAEDKFTGIIDVVAMNAIHFNE  189

Query  168  ENTDI--------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            ++  I                    E  +A  E +D LLEK++  E I+ ++LV   
++ 
Sbjct  190  
DDNGINPTIEAIPAEYADEAELYRHELIEAAAEYDDALLEKFLGDEEIAVDELVAALRKA  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------



TGLFQPIGEQGSAA  248
                ++ P+  G++ K  G+QPL+DA+                   T L         
A 
Sbjct  250  
TIACAITPITCGASFKNKGVQPLLDAILDYLPSPLDIAAVKGIDLKTDLEVERPPSDDAP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  Y R+YSG +     V       +E++ ++ EM    + 
+   
Sbjct  310  
FAALAFKVMTDPYVGKLTYFRVYSGKMTSGSYVLNSTKGHKERVGRLLEMHANHRED---  366

Query  305  TDTAYPGEIVILPSDSVRL-NDVLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            TD  + G+IV     +V L N   GD       P  L    +   P P++   I 
PKT A
Sbjct  367  TDEVFAGDIVA----AVGLKNTTTGDTLSSEDAPVLLESMVF---
PDPVIDIAIEPKTKA  419

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            ++E+L   L +LA+ DP  R   D  T + I++ +G + LEV+   L  ++K+E  
V +P
Sbjct  420  
EQEKLGTGLAKLAEEDPTFRVRTDEETGQTIIAGMGELHLEVIVDRLMREFKVEANVGKP  479

Query  417  SVIYMERPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E   K           +      +  + ++V P   G G  +ES++  G + 
+ +
Sbjct  480  
QVAYRETAGKRVDDVDMRFARQTGGRGQFGHVVINVVPQQPGDGYVFESKIVGGAIPKEY  539

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  GI+  +  G L G+ V D KI    G Y+   S+   F+    + +++ L
++S 
Sbjct  540  
IPAVDKGIQEAITSGVLAGYPVVDVKIELVDGSYHEVDSSEMAFKIAGSMAIKEGLRKSN  599

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP ++  +  P+E++     D       IE  + + +  V   ++P   +  
Y TD
Sbjct  600  
PTLLEPMMAVEVVTPEEFMGDVMGDLSSRRGHIEGMEPRGNAQVIRAKVPLANMFGYATD  659

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR+    + K Y+
Sbjct  660  LRSRTQGRAAYTMQFKAYE  678

>WP_038806425.1 elongation factor G [Streptococcus oralis]



Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLIEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-



PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_080979556.1 GTP-binding protein [Lactobacillus salivarius]
Length=639

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 183/622 (29%), Positives = 305/622 (49%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRSLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +



Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  121  VPVFLFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---
DIATCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
+ 
Sbjct  169  --ESLFEEYLQINTISDEKILS----
LISDRVIFPCYFGSALKLDGIDKFLQGFNQWTKK  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +    +      VFK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  223  LHYPNN--FQAKVFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  276

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK-------  353
            +     T   G++  +P          G     P     E+ +  +  TI P        
Sbjct  277  KFSTYPTVNAGQVCTIP----------GLVNTYPGLSIGENQIDTI-
LTITPVLSYALDL  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQACLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTF  385

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
LN+++
Sbjct  386  TKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLNKNW  443

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKSKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   + V TG  P   
+  
Sbjct  504  ENNDCQLLEPWYRFKLKVDRTQIGRAINDIQRMHGTLDEQQV---
DGVLTGIAPVSEMYD  560



Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  561  YATNVRSYTHGNGTLELEIAGY  582

>WP_009847514.1 MULTISPECIES: elongation factor G [Vibrio]
 EAQ52922.1 elongation factor EF-2 [Vibrio sp. MED222]
 SBS60828.1 Elongation factor G 1 [Vibrio atlanticus]
 OEF44763.1 translation elongation factor G [Vibrio tasmaniensis 
1F-267]
 OEF73487.1 translation elongation factor G [Vibrio tasmaniensis 
1F-187]
 OEF81654.1 translation elongation factor G [Vibrio tasmaniensis 
1F-155]
 PML18124.1 translation elongation factor G [Vibrio tasmaniensis]
 PML48448.1 translation elongation factor G [Vibrio tasmaniensis]
 PMO88906.1 translation elongation factor G [Vibrio tasmaniensis]
 PMP14711.1 translation elongation factor G [Vibrio tasmaniensis]
Length=695

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/668 (29%), Positives = 312/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G+ A+  +     
Sbjct  249  
IAFFPTFCGSAFKNKGMQVILDAVVDYLPSPTEVDPQPLMDENGEETGNHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMDNGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>EKD91562.1 hypothetical protein ACD_30C00001G0003 [uncultured 
bacterium]



 KKQ10391.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWB1_36_5]
 KKQ15770.1 Elongation factor G [Candidatus Daviesbacteria bacterium 
GW2011_GWA1_36_8]
 OGE16552.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_01_FULL_36_37]
 OGE31765.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_02_FULL_37_9]
 OGE34635.1 translation elongation factor G [Candidatus 
Daviesbacteria bacterium 
RIFCSPHIGHO2_12_FULL_37_16]
Length=713

 Score = 252 bits (644),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 194/686 (28%), Positives = 323/686 (47%), Gaps = 
85/686 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            +I N+GI+AH+DAGKTT TE +L+ +G   + G +++G T TD M  ER+RGITI  
AA+
Sbjct  15   
RIRNMGIIAHIDAGKTTTTERILFYTGKTYKIGDIDEGNTTTDWMEQERERGITIVSAAI  74

Query  61   TSFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            T+F W            ++N++DTPGH+DF  EV RSL VLDG ++V+ +  GVQ
+QT  
Sbjct  75   TTF-
WTPKSGPFKDQEMRINLIDTPGHVDFTVEVERSLRVLDGGVIVLDSASGVQSQTET  133

Query  112  LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL  160
            ++    K  +P + F NK+D  G D    +QS RD+L A+ +            K  
V L
Sbjct  134  
VWRQADKYGVPLIAFSNKMDVVGADFLGTIQSARDRLGANALPYNLPIGVENDFKGVVDL  193

Query  161  SPEIVL---EENTD---------------IEAW-----
DAVIENNDKLLEKYIAGEPISR  197
              +  L    +NT                ++ W     + +   +D L+EK++ GE 
+  
Sbjct  194  
LTQKALIWEGDNTGAAFHEAEIPADMADLVKEWREKLVEEIAGTDDNLMEKFLNGEELGI  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ  244
            E+L    ++ V    + PV  GS+ +  G+QP++DAV              G     
GE+
Sbjct  254  
EELKAVLRKAVISKKIVPVMAGSSLRNKGVQPMLDAVIEYLPSPLDIPQLAGTDPSTGEE  313



Query  245  GS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIP  297
             S      A L    FK++      R  Y+R+YSGTL+    +  + +  K ++  
+ + 
Sbjct  314  
KSFDNTKDAPLGALAFKIQIDPHVGRLTYVRVYSGTLKSGSYIYNSTKGVKERVGRVLLM  373

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTT  349
               +    D AY GEI+ +    V L D V GD       P  L    + E   P+
+   
Sbjct  374  HANDREEIDEAYAGEIIAV----VGLKDTVTGDTLCDEDNPIVLESITFAE---
PVISLA  426

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PKT + +E+L  AL +LA+ DP  R + +  T + I+S +G + LE++   +  
++K+
Sbjct  427  
IEPKTKSDQEKLAIALQRLAEEDPTFRVKSNPETGQTIISGMGELHLEIIVDRMKREFKV  486

Query  410  ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSL  466
            E  + EP V Y E   K A H     +  +    + G   + + PL  G G ++ S 
+  
Sbjct  487  EANIGEPQVAYRETITKEA-
HGEGKYIRQSGGRGNYGHAVIRIEPLPRGQGREFVSEIVG  545

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + +  A+  GI    + G+  G+ +TD K+    G ++   S    F+      
+ 
Sbjct  546  
GAIPREYIPAIEKGIYEKEDTGILAGYPMTDVKVSVYDGSFHEVDSNEMAFKIAGSFAMT  605

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A +++   LLEP +   +  P E++     D     A I  ++ + +  +    
+P   
Sbjct  606  
DAAQKADMILLEPIMKVEVSTPDEFMGDLIGDLSSKRAQILGSEKRGNATIINAMVPLAE  665

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y T +   + GR+    E   Y+
Sbjct  666  LGGYITTIRSMSQGRATAYIEPSHYE  691

>WP_106006348.1 elongation factor G [Moorella humiferrea]
 PRR69334.1 Elongation factor G [Moorella humiferrea]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.



 Identities = 194/671 (29%), Positives = 311/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G +   G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHRLGEVHDGNATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRDHRINIIDTPGHVDFTVEVERSLRVLDGAIAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D    V+ + ++L A                   D+I  + +    
Sbjct  129  
PRIAYINKMDRVGADFFRGVKMIAERLGANPVPIQLPIGAEENFRGMVDLIRMKALYFPD  188

Query  163  EI--VLEEN---TDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  V+EE     D+E           +AV E++++L+ KY+ GE ++ E++    
++  
Sbjct  189  
ELGTVIEEGPIPADMEDLVREYREKLLEAVAESDEELMVKYLEGEELTEEEIKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAAL  249
                + PV  GS+ K  G+QPL+DAV                   TG         
+   
Sbjct  249  
IAVKMVPVLCGSSFKNKGVQPLLDAVVDFLPAPTDIPAIHGIDPETGAEDERHSSDNEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT++    V       RE++ +I  M    + E
+   
Sbjct  309  
AALAFKIMADPYVGKLTFFRVYSGTIKSGSYVYNSTKGRRERIGRILRMHANHREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D AY G+I   +        D L D          E P P++   I PKT A +E
+L  A
Sbjct  366  
DEAYAGDIAAAVGLKETTTGDTLCDEQHPIILESMEFPEPVISVAIEPKTKADQEKLSTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I+S +G + LE++   L  ++K+   V  P V Y 



E  
Sbjct  426  
LQKLAEEDPTFKIHTDPETGQTIISGMGELHLEIIVDRLMREFKVGANVGRPQVAYKETI  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP+KA    I  +      +  + + V P   G G ++ +++  G + + +  AV  
GI
Sbjct  486  RRPVKAEGKFIR-
QTGGRGQYGHVVIEVEPQERGKGYEFVNKIVGGVVPKEYVPAVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G L G+ V D K+    G Y+   S+   F+    +  + A K++G  
LLEP +
Sbjct  545  
QEAMNNGVLAGYPVVDVKVSLVDGSYHEVDSSEMAFKIAGSLAFKDAAKKAGPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGDVIGDLNARRGRLEGMEPRAGAQVIRAFVPLAEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
               + +   Y+
Sbjct  665  GTYVMQFDHYE  675

>WP_070956728.1 GTP-binding protein [Clostridium perfringens]
 AOY53719.1 Ribosome protection-type tetracycline resistance-related 
protein, 
group 2 [Clostridium perfringens]
Length=646

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 176/627 (28%), Positives = 293/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNQIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G  +  V+  ++ KLS DII   +        LE+ T     + V+E 
++ L
Sbjct  125  FINKIDREGAKVNKVINEMKKKLSEDIIFFSS-------KLEDGT----
IEEVVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
ILSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E   K+ E+RI +  
+ 
Sbjct  233  
EDSFSGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESFEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVYWDERLKEIQVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEDVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   ++ +     G+ P      Y  +   
+T G+



Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIEGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +R   R
Sbjct  586  GGLSLKFHGYDLCHNEEEIIEKRAYDR  612

>WP_000090337.1 MULTISPECIES: elongation factor G [Streptococcus]
 EGU63517.1 translation elongation factor G [Streptococcus mitis bv. 
2 str. 
SK95]
 ORO84293.1 elongation factor G [Streptococcus oralis subsp. 
dentisani]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  



INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_088369560.1 elongation factor G [endosymbiont 'TC1' of Trimyema 
compressum]
 AMP20319.1 elongation factor G [endosymbiont 'TC1' of Trimyema 
compressum]
Length=692



 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 200/693 (29%), Positives = 335/693 (48%), Gaps = 
81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCSWKDHKINIIDTPGHVDFTMEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + +INK+D+ G D  + V  ++D+L A                   D+I  + +  
+ 
Sbjct  129  
PRIAYINKMDRTGADFFTGVNMIKDRLGANPVPMQIPIGSEENFKGVVDLIENEAIIYTD  188

Query  163  EI--------VLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++        + E+  +I A       +A  EN+++L+ KY+ GE +S E++ R  
+R  
Sbjct  189  
DLGQVSDHTAIPEDLVEIAAEYREKLIEAAAENDEELMMKYLEGEELSLEEIRRGIRRGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAAL  249
               ++ PV+ GSA K  GIQPL+DA             V G+    GE         
A  
Sbjct  249  
LAVTMIPVFCGSAFKNKGIQPLLDAIIDFMPSPVDVPPVEGINPETGETETRDSDDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLR----LRDTVALAGREKL-
KITEMRIPSKGEI--  302
                FK+       +  + R YSG +     + ++V  + RE+L +I +M   S+ 
+I  
Sbjct  309  SALAFKIMADPFVGKLAFFRSYSGIVESGTYIYNSVK-
SKRERLGRILQMHANSREDIKE  367

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
            VR+     G+I    + +V L D     T    K        E P P++   I 
PKT   
Sbjct  368  VRS-----GDI----
AAAVGLKDTATGETLCDEKHPIVLESMEFPDPVIDIAIEPKTKQD  418



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +L++ DP  R   D  T + I+S +G + LEV+   L  ++K++ +V 
+P 
Sbjct  419  
QEKMGMALQKLSEEDPTFRVHTDEETGQTIISGMGELHLEVIVDRLLREFKVDALVGKPQ  478

Query  418  VIYMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K A S T +  +      +  + +++ PL  G+G ++ +++  G + + 
+  
Sbjct  479  
VAYKETVTKEARSETKYARQSGGRGQYGHVVINIEPLERGTGYEFVNKIVGGVIPKEYIP  538

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GI+  +  G+  G+ + D KI    G Y+   S+   F+    +  ++  K+
+G  
Sbjct  539  
AVDAGIQEAMVNGVIAGYPLMDVKITLVDGSYHDVDSSEMAFKIAGSMAFKEGAKKAGAT  598

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDL  593
            ++EP +      P+EY+     D       IE    +   V V  G +P   +  Y 
TDL
Sbjct  599  
IVEPVMKIEATIPEEYMGDVIGDINSRRGRIEGMDPRPGGVTVVRGFVPLAEMFGYATDL  658

Query  594  AFYTNGRSVCLTELKGYQA---AVGQPVIQPRR  623
               + GR   + +   Y+A   ++ + +I+ RR
Sbjct  659  RSRSQGRGTYVMQFDHYEAVPKSISEEIIEKRR  691

>WP_027745160.1 MULTISPECIES: elongation factor G [Streptomyces]
Length=706

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/686 (27%), Positives = 327/686 (48%), Gaps = 
84/686 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGAATMDWMAQEQERGITITSAAT  69

Query  62   SFQWHRCKV----
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W   +V    NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  70   
TCHWPLDEVDHTINIIDTPGHVDFTVEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129



Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G +    V  + D+L A                   D++  
+  
Sbjct  130  
RYGVPRICFVNKLDRTGAEFHRCVDMITDRLGATPLVMQLPIGTEADFKGVVDLVRMKAF  189

Query  159  SLSPEIVLEENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
              SPE  L E  D+           + W     +AV EN+++++E Y+ GE  + E
+L  
Sbjct  190  
VWSPEAKLGEAYDVVDIPETHLEAADEWRGTLLEAVAENDEEMMELYLEGEEPTEEQLYA  249

Query  203  EEQR------
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------  238
              +R      + +  ++ PV+ G+A K  G+QPL+DA+                      
Sbjct  250  
AVRRITINSGKGEGTTVTPVFCGTAFKNKGVQPLLDAIVRYLPSPLDVEAIEGHAVGNPD  309

Query  239  -----QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--  289
                 +P  E+  +AL    FK+       +  ++R+YSG L     V  ++ GR+
+   
Sbjct  310  EVIVRRPSEEEPLSALA---
FKIASDPHLGKLTFIRVYSGRLNSGSQVQNSVKGRKERIG  366

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI  M    + EI   ++   G+IV ++        + L DP +       + P P
++  
Sbjct  367  KIYRMHANKREEI---
ESVGAGDIVAVMGLKQTTTGETLSDPAKPVILESMDFPAPVIEV  423

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PK+   +E+L  A+ +LA+ DP  R + D  T + I+S +G + L+V+   +  
++K
Sbjct  424  
AIEPKSKGDQEKLGVAIQRLAEEDPSFRVKTDEETGQTIISGMGELHLDVLVDRMKREFK  483

Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E  V +P V Y E   RP+    +T   +   +  +A + +++ PL  G G ++ 
+ V+
Sbjct  484  VEANVGKPQVAYRETVRRPVAKHEYTHKKQTGGSGQFARVIIALEPLE-
GDGYEFVNEVT  542

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  +V  G +  +E G+  G+ +T  ++    G Y+   S+   F+    
+  
Sbjct  543  



GGRIPKEYIPSVDAGSQEAMEFGILAGYPLTGVRVRLLDGAYHEVDSSEMAFKIAGSMAF  602

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++A +++   LLEP +   +  P++Y+     D       I++ + +    + TG 
+P  
Sbjct  603  
KEAARKAAPVLLEPMMKVEVTTPEDYMGDVIGDINSRRGQIQSMEDRSGAKLVTGLVPLS  662

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  Y  DL   T+GR+    +   Y
Sbjct  663  EMFGYVGDLRSKTSGRASYSMQFDSY  688

>WP_048925245.1 elongation factor G [Coprobacillus sp. 8_1_38FAA]
 KMV76819.1 translation elongation factor G [Coprobacillus sp. 
8_1_38FAA]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/672 (28%), Positives = 306/672 (46%), Gaps = 
65/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+
Sbjct  69   
TAQWNGYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKAGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P ++F NK+D  G D    ++S+  +L    +  Q + +  E   E   D+    
AV   
Sbjct  129  PRIVFANKMDATGADFIMSLESLEKRLGVQGVAIQ-
LPIGAEDTFEGIIDLIKMKAVYFE  187

Query  182  NDK--------
LLEKYIAGEPISREKLVREEQRRVQD-----------------------  210
              K        + E+Y+A     R K++ +      D                       
Sbjct  188  
GAKGENVIYKEIPEEYMAQAEEYRAKMLDQAATYDDDLLMKVLEGEEISEEEIKAAIRKG  247

Query  211  ---ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAA---------L  249
                 LFPV  GSA K  G+QP++DAV             +   E G+            



Sbjct  248  
TLAVELFPVLCGSAYKDKGVQPMLDAVIDFLPAPTDIPSIKGTDEDGNEVERHASDDEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT +    V  + ++K     +I +M    + 
EI   
Sbjct  308  
SALAFKIMADPFVGKLTFFRVYSGTCQSGSYVLNSTKDKKERLGRILQMHANKRNEI---  364

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D + D          E P P+++  I PKT   ++
+L + 
Sbjct  365  
DEVYAGDIAAAVGFKNTTTGDTICDEKNFVILEKMEFPEPVIQLAIEPKTKQDQDKLSNG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  +   +  T + +++ +G + L+V+   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LIKLAEEDPTFKTFTNPETGDTVIAGMGELHLDVIVDRLKREFKVEANVGAPQVAYRETI  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +AA        +      +  + +   P + G G ++   +  G + + + N+V+ 
G+ 
Sbjct  485  TQAAECEGKYVKQSGGRGQYGHVWIKFEP-
NEGKGFEFVDAIVGGAVPREYINSVKVGLE  543

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G+  G+ V D K     G Y+   S+   ++  A + L+ A K+ G  
LLEP ++
Sbjct  544  
DALETGMIAGYPVLDVKATLFDGSYHDVDSSEMAYKVAASLALKNAAKKCGPVLLEPIMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP EYL     D       IE  + + + V     +P   +  Y TDL  +T 
GR 
Sbjct  604  
VEVTAPSEYLGSVMGDISSRRGMIEGQEERGNAVSVQASVPLSEMFGYATDLRSFTQGRG  663

Query  602  VCLTELKGYQAA  613
                +   Y+AA
Sbjct  664  NYTMQFDRYEAA  675

>WP_013263377.1 elongation factor G [gamma proteobacterium HdN1]
 CBL46923.1 Translation elongation factor G [gamma proteobacterium 
HdN1]
Length=696



 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 198/677 (29%), Positives = 309/677 (46%), Gaps = 
72/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    GT+ TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGRIHKLGETHDGTSTTDFMVQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
              ++F+NK+D+ G D   VV+ +   L A                   D++ +Q      
Sbjct  126  
ARIVFVNKLDRIGADFFRVVKQIETILGARPLVMVLPIGREDTFVGVVDLLTRQAFVWDD  185

Query  157  -------TVSLSPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREE  204
                   T+   PE + E   D+E + A      +E +D+L+  Y+ GE  S   + 
R  
Sbjct  186  SGLPENFTIQPIPEDMKE---
DVELYRAQLIETAVEQDDELMMAYLEGEEPSIADIKRCV  242

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGE-----
QGSAALCG  251
            ++  +D + FP + GSA +  G+Q ++DAV            QP+ +      G  
A+  
Sbjct  243  
RKGCRDLAFFPAFCGSAFRNKGMQLVLDAVVDYLPAPTEVNPQPLTDPEGNPTGEYAIVS  302

Query  252  S-------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKG  300
                     FK+     G    + R+YSG LR  DTV  +  G+ +   ++ EM    
+ 
Sbjct  303  PDQPFRALAFKIMDDRFGN-
LTFTRIYSGVLRKGDTVLNSFTGKTERVGRMVEMLANDRI  361

Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            EI   D+A  G+I+ I+   +V+    L DP           P P++   +APK  
A  E
Sbjct  362  EI---
DSAQAGDIIAIVGLKNVQTGHTLCDPKNSCTLEAMVFPDPVISIAVAPKDKAGVE  418



Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  A+ ++   DP  + E D  T E IL  +G + L+V   +L   Y +E +V 
+P V 
Sbjct  419  
KMGIAIGRMVAEDPTFKVETDQETGETILKGMGELHLDVKVDVLKRTYGVELIVGQPQVA  478

Query  420  YMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   +    S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  
AV
Sbjct  479  
YRESITREVEDSYTHKKQSGGSGQYGKIDYRIRPGEVGSGFKFSSSVVGGNVPKEFWPAV  538

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            + G    +  G L G+ V D ++    G Y++  S+   F   A     Q++ ++G 
QL+
Sbjct  539  
QKGFESMMGTGVLAGFPVLDLEVELTDGAYHAVDSSAIAFEIAAKAAFRQSIPKAGPQLM  598

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +Y P   +     D  +    I+  +     V    ++P   +  Y   
L   
Sbjct  599  
EPIMKVDVYTPDANVGDVIGDLNRRRGMIKDQEPSSTGVRVKADVPLSEMFGYIGTLRTM  658

Query  597  TNGRSVCLTELKGYQAA  613
            T+GR     E   Y AA
Sbjct  659  TSGRGQFSMEFSHYSAA  675

>WP_019323886.1 elongation factor G [Streptococcus mutans]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILVEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  



ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_003808506.1 GTP-binding protein [Bifidobacterium adolescentis]
 EDN83865.1 putative translation elongation factor G 
[Bifidobacterium adolescentis 
L2-32]
 CUN76151.1 translation elongation factors [Bifidobacterium 
adolescentis]
 CUN77277.1 translation elongation factors [Bifidobacterium 
adolescentis]
 OSG88904.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (640),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 286/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 



Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  G+G
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGVGHFE--
PLRHYAETHVLLEPLPQGAGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>CDC66931.1 small GTP-binding protein [Ruminococcus sp. CAG:57]
 SCH32601.1 Elongation factor G [uncultured Ruminococcus sp.]
Length=852

 Score = 254 bits (650),  Expect = 1e-70, Method: Compositional 



matrix adjust.
 Identities = 178/626 (28%), Positives = 296/626 (47%), Gaps = 
33/626 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   IGI+AHVD+GKTTL+E++LY SG I + G V+ G    DT  +E+ RGIT+ 
+  
Sbjct  1    
MKKTVIGIIAHVDSGKTTLSEAMLYLSGKIRKIGRVDHGDAFLDTDMIEKNRGITVFSKP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++      ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ+ T+ L+  L
++ N
Sbjct  61   
AEFEYKNTSFTLLDTPGHVDFSAETERALQVLDLAVLVISGTDGVQSHTQTLWRLLKRYN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--
IKQTVSLSPEIVLEENTDIEAWDAV  178
            +PT +F+NK+D  G D   V+ S+  +L +  +   +    ++ +  L +   +  
+   
Sbjct  121  
VPTFVFVNKMDLDGADKTFVMNSLEGRLGSGFVDFCRMKSEVTEDCALFDENIMNEFLET  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +DK+L   +A              R+V     FP ++GSA K  GI+  M+A+  
L 
Sbjct  181  GSMSDKILSDAVA-------------HRKV-----
FPCFFGSALKSQGIEKFMNALAELA  222

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEM  294
              + + G+      V+K+   D G R  ++++  G L++RD V  +  +      K
++ +
Sbjct  223  PCVYDSGT--FGAKVYKIS-
EDGGSRLTFMKITGGCLKVRDQVDYSSADGESFSEKVSRI  279

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            RI S  +    D A  G +  +   +       G      +   +    P+L   + 
P  
Sbjct  280  RIYSGAKYRNADNAETGVVCAVEGLT---
KTYAGQGFGFEQDSAKPLLEPVLTYRVEPVC  336

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  LL     L + DP L  + +    EI +S +G VQLE++ +L   ++ ++    
Sbjct  337  
DLDMHTLLSYFRVLENEDPQLHVDWNEQLGEIHVSIMGEVQLEILKSLFKRRFDIDIDFG  396

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474



            E S+ Y E   K      H E  P   +A + L + PL  G G+++ +  S   L+
+++Q
Sbjct  397  EGSIAYKETIEKTVYGYGHYE--
PLRHYAEVHLKLEPLERGKGLRFATECSEDTLDKNWQ  454

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   ++     G L G  +TD KI    G  +   +   DFR      + Q L+ 
+ +
Sbjct  455  
RLILTHLQEKKYLGVLTGSPITDMKITLVSGRAHLKHTEGGDFRQATYRAVRQGLRNAKS  514

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY SF L  PQ+ + RA  D           +V  +  V  G  P   ++ Y
++ +
Sbjct  515  
VLLEPYYSFTLEVPQQNVGRAITDIQNMGGVFSQPEVSGEFSVIKGSAPVAEMRGYQSQV  574

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVI  619
              YT G    +    GY+      V+
Sbjct  575  ISYTKGVGKLICTSDGYRECHNTEVV  600

>WP_019322034.1 elongation factor G [Streptococcus mutans]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    IP   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFIPLAEMFGYATVLRSASQGRG  665



Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_002302260.1 elongation factor G [Streptococcus mutans]
 EMB54689.1 elongation factor G [Streptococcus mutans 1ID3]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             I+  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRIDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_101422298.1 elongation factor G [Streptomyces sp. CMB-StM0423]
 AUH41159.1 elongation factor G [Streptomyces sp. CMB-StM0423]
Length=706

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/686 (27%), Positives = 325/686 (47%), Gaps = 
84/686 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T



Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGAATMDWMAQEQERGITITSAAT  69

Query  62   SFQWH----
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W        +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  70   
TCHWPLDDVDHTINIIDTPGHVDFTVEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G +    V  + D+L A                   D++  
+  
Sbjct  130  
RYGVPRICFVNKLDRTGAEFHRCVDMITDRLGATPLVMQLPIGTEADFKGVVDLVRMKAF  189

Query  159  SLSPEIVLEENTDI-----------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
              SPE  L E  D+           + W     +AV EN+++++E Y+ GE  + E
+L  
Sbjct  190  
VWSPEAKLGEAYDVVEIPETHLEAADEWRGKLLEAVAENDEEMMELYLEGEEPTEEQLHA  249

Query  203  EEQR------
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------  238
              +R      + +  ++ PV+ G+A K  G+QPL+DA+                      
Sbjct  250  
AVRRITINSGKGEGTTVTPVFCGTAFKNKGVQPLLDAIVRYLPSPLDVEAIEGHAVGNPD  309

Query  239  -----QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--  289
                 +P  E+  +AL    FK+       +  ++R+YSG L     V  ++ GR+
+   
Sbjct  310  EVIVRRPSEEEPLSALA---
FKIASDPHLGKLTFIRVYSGRLNSGSQVQNSVKGRKERIG  366

Query  290  KITEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            KI  M    + EI   D+   G+IV ++        + L DP         + P P
++  
Sbjct  367  KIYRMHANKREEI---
DSVGAGDIVAVMGLKQTTTGETLSDPANPVILESMDFPAPVIEV  423

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PK+   +E+L  A+ +LA+ DP  R + D  T + I+S +G + L+V+   +  
++K
Sbjct  424  
AIEPKSKGDQEKLGVAIQRLAEEDPSFRVKTDEETGQTIISGMGELHLDVLVDRMKREFK  483

Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            +E  V +P V Y E   RP+    +T   +   +  +A + +++ PL  G G ++ 
+ V+



Sbjct  484  VEANVGKPQVAYRETVRRPVAKHEYTHKKQTGGSGQFARVIIALEPLE-
GDGYEFVNEVT  542

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  +V  G +  +E G+  G+ +T  ++    G Y+   S+   F+    
+  
Sbjct  543  
GGRIPKEYIPSVDAGSQEAMEFGILAGYPLTGVRVRLLDGAYHEVDSSEMAFKIAGSMAF  602

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++A +++   LLEP +   +  P++Y+     D       I++ + +    + TG 
+P  
Sbjct  603  
KEAARKAAPVLLEPMMKVEVTTPEDYMGDVIGDINSRRGQIQSMEDRSGAKLVTGLVPLS  662

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  Y  DL   T+GR+    +   Y
Sbjct  663  EMFGYVGDLRSKTSGRASYSMQFDSY  688

>WP_066237971.1 elongation factor G [Fictibacillus phosphorivorans]
 KZE68241.1 elongation factor G [Fictibacillus phosphorivorans]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 309/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V+++ D+L A                   D+I  + V    
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTIHDRLGANAHPIQLPIGAEDQFEAIIDLIEMKAVFYGNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207



                TDIE  D                  AV E +++++ KY+ GE I+ E+L    
++ 
Sbjct  191  ---
GTDIEVRDIPEEHMPLAEEYRGKLIEAVAELDEEMMMKYLEGEEITNEELKAGIRQG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAA  248
              +   +PV  GSA K  G+Q ++DAV              G+     E+        
A 
Sbjct  248  
TCNVEFYPVMCGSAFKNKGVQLMLDAVLDYLPSPVDVPAIKGVLPDSEEEVTRESSDEAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI  
Sbjct  308  
FSALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI--  365

Query  305  TDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +        D L D   L        P P++  +I PK+ A ++
++  
Sbjct  366  -
SVVYAGDIAAAVGLKDTTTGDTLCDEKNLVILESMVFPEPVISLSIEPKSKADQDKMGM  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R E +  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALAKLAEEDPTFRTETNEETGQTIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +   P   GSG  +E+++  G + + +  AV
+ GI
Sbjct  485  
IRQAAKVEGKFVRQSGGRGQYGHVWIEFEPGDEGSGFVFENKIVGGAVPREYIPAVQAGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
+LEP +
Sbjct  545  
EESMKNGMLAGFPLLDLKARIVDGSYHDVDSNEMAFKIAGSMALKNAKSKCDPAILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  +    +P   +  Y T L   
T GR
Sbjct  605  
KVEVTVPEEYMGDIMGDVTSRRGRVEGMEARGNAQIVKAMVPLAEMFGYATSLRSRTQGR  664



Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTYSMHFDHYE  675

>WP_075652249.1 elongation factor G [Vibrio ponticus]
 OLQ85976.1 translation elongation factor G [Vibrio ponticus]
Length=695

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/673 (29%), Positives = 308/673 (46%), Gaps = 
67/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+ ++
Sbjct  66   
TCFWNDHRLNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYADESHV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DI-----
IIKQTVSLSPE  163
              +IF+NK+D+ G D   VV  V++ L A             D      ++ Q   
+  +
Sbjct  126  
SRLIFVNKLDRMGADFFKVVDQVQNVLGATPLVMTLPIGIEDDFCGVVDVLSQKAYIWDD  185

Query  164  IVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN  +E   A                 +E +D+L+  Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYSVEDIPADLVDQAAEYREMLIETAVEQDDELMMAYMEGEEPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGS-------  252
             +D + FP Y GSA K  GIQ ++DAV            QP+    +    G        
Sbjct  246  
TRDLAFFPTYCGSAYKNKGIQLILDAVVDYLPSPTEVDPQPLTNPDTGEATGEFATVSAD  305

Query  253  ------VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+     G    ++R+Y+G ++  DT+   A    E++ ++ EM    
+ EI
Sbjct  306  EPLKALAFKIMDDRFGA-
LTFIRIYAGKMKKGDTILNSATGKTERIGRMVEMHANDRNEI  364



Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A  G+I+ ++   +V+    L DP           P P++   + PK     
E++
Sbjct  365  ---
DSAQAGDIIAVVGMKNVKTGHTLCDPKHEVTLEPMIFPEPVISIAVKPKDKNGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV  
Sbjct  482  
ETITQAIEDSYTHKKQSGGSGQFGKIDYRIRPGEQGSGFTFKSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    ++ G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMDHGVLAGFPTLDVEVELFDGGFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T+
Sbjct  602  
IMKVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKGDVPLSEMFGYIGTLRTMTS  661

Query  599  GRSVCLTELKGYQ  611
            GR     E   Y 
Sbjct  662  GRGQFSMEFSHYN  674

>AMP49715.1 elongation factor G, domain IV [uncultured bacterium]
Length=351

 Score = 242 bits (617),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 131/343 (38%), Positives = 193/343 (56%), Gaps = 
11/343 (3%)

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +G+ +  D     +I I+   + +R+ D LG    L +    + P   L++++ P    
+
Sbjct  11   QGKEINVDEVVANDIAIIEDIEELRIGDYLGVKPCLIQGLSHQHP--



ALKSSVRPNKPEE  68

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            R +++ AL  L   DP L   ++S + E+ +S  G  Q E++  LL E++ ++    
E  
Sbjct  69   
RSKVISALNTLWIEDPSLSFSINSYSDELEISLYGLTQKEIIQTLLEERFSVKAHFDEIK  128

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             IY ERP K  +  IHIEVPPNP+WASIGL++ PL +GSG+Q ES +S GYLN 
SFQNAV
Sbjct  129  
TIYKERPKKKVNKIIHIEVPPNPYWASIGLTLEPLPIGSGLQIESEISFGYLNHSFQNAV  188

Query  478  
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             +GIR   + GL GW VTD K+ F Y LYYSP+STPADFR L+P V   AL++SG  
+LE
Sbjct  189  
FEGIRMSCQSGLHGWEVTDLKVTFTYALYYSPISTPADFRQLSPYVFRLALQQSGVDILE  248

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P L F L  PQ   S+A  D  K  + I+      +  +  G++P    + Y +++
+ YT
Sbjct  249  
PMLYFELQIPQVASSKAITDLQKMMSEIKGISCNNEWCLIEGKVPLNTSKDYASEVSSYT  308

Query  598  NGRSVCLTELKGYQAAVGQPVIQPRRPNSRL---DKVRHMFQK  637
             G    + +  GYQ   G         N+R+   DK+  MF+K
Sbjct  309  KGLGTFMVKPCGYQITKGG-----YSDNTRMEEKDKLLFMFEK  346

>WP_018395152.1 MULTISPECIES: elongation factor G [Bacillaceae]
 OAH59322.1 elongation factor G [[Bacillus] aminovorans]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 312/674 (46%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+
Sbjct  69   
TASWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P V+F+NK+D+ G D    V ++ D+L A+     + I      S  I L E        
Sbjct  129  
PRVVFVNKMDKMGADFLYSVGTIHDRLMANAHPIQLPIGAEDEFSGIIDLIEMKATVYGN  188

Query  169  --NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE  D                  AV E +++L+EKY+ GE ++ +++    
++ V
Sbjct  189  
DLGTDIEVVDIPADYQDQADEYREKLIEAVAELDEELMEKYLGGEELTNDEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGS--AAL  249
             +   FPV  GSA K  G+Q ++DAV                     + +  + S  
A  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPTDVPAIKGTLPDSDEEVEREASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLHSGSYVQNSTKGKRERVGRILQMHANSREEISQV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K          P P++  ++ PKT A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMVFPDPVISLSVEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MTTALQKLQEEDPTFHAHTDQETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G+G ++E+ +  G + + +  
AV+
Sbjct  482  
RETFRSSAQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGSVPREYVPAVQ  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537



             G+   ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LE
Sbjct  542  
AGLEDAMKNGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKNAISKCNPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLAEMFGYATALRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR     +   Y+
Sbjct  662  QGRGNYSMQFDHYE  675

>WP_070122193.1 GTP-binding protein [Bifidobacterium adolescentis]
 OFA35788.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 251 bits (640),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 285/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------



DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  G+G
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGVGHFE--
PLRHYAETHVLLEPLPQGAGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T  T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFNTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_107558153.1 elongation factor G [Staphylococcus xylosus]
 PTI58071.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 182/662 (27%), Positives = 312/662 (47%), Gaps = 
74/662 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISISELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484



Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               KA++        +      +  + +  +P   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKASAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATALRSNTQ  663

Query  599  GR  600
            GR
Sbjct  664  GR  665

>WP_099090501.1 elongation factor G [Staphylococcus edaphicus]
 PHK49443.1 elongation factor G [Staphylococcus edaphicus]
Length=696

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 182/663 (27%), Positives = 310/663 (47%), Gaps = 
74/663 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTD--  171
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D  



Sbjct  132  
VFVNKMDKLGANFEYSVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  172  -----IEAWD---------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 IE  D               AV E ND+L+EKY+  E IS  +L    ++   
D 
Sbjct  192  
TEIEEIEIPDDHKERAEEARAALVEAVAETNDELMEKYLGDEEISIAELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               KA++        +      +  + +  +P   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKASAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   



T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQ  663

Query  599  GRS  601
            GR 
Sbjct  664  GRG  666

>WP_102391247.1 elongation factor G [Enterovibrio norvegicus]
 PMN72115.1 translation elongation factor G [Enterovibrio 
norvegicus]
 PMN90849.1 translation elongation factor G [Enterovibrio 
norvegicus]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 195/683 (29%), Positives = 320/683 (47%), Gaps = 
75/683 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
            IF+NK+D+ G D   VV+  +D L+A                   D++ ++         
Sbjct  129  
IFVNKLDRMGADFFRVVKQTKDVLAANPLVMVLPIGIEDEFCGVVDLLTRKAYVWDDSGL  188

Query  158  -----VSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 V   PE +L++   +E +     +  +E +D L+E Y+ GE  S E+L    
++ 
Sbjct  189  PENYEVKDVPEDMLDQ---
VEEYREMLVETAVEQDDDLMEAYMEGEEPSIEQLKACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +    FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  
Sbjct  246  
TRTMDFFPAYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLMDENGEETGDHAIVSADE  305



Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  SFKALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P+P++   +APK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKNSVTLEPMVFPIPVISIAVAPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  481

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P  +G+G ++ S V  G + + F  A
+  G
Sbjct  482  
TITKPVEDSYTHKKQSGGSGQFGKIDYIMKPGEVGTGFKFTSSVVGGNVPKEFWPAIEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FKGMMDTGVLAGFPVLDVEIELLDGAFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P +++     D  +    I+        V    ++P   +  Y   L   
T+G
Sbjct  602  
MAVDVFTPDDHVGDVIGDLNRRRGMIKDQMAGVTGVRVKADVPLSEMFGYIGTLRTMTSG  661

Query  600  RSVCLTELKGYQ---AAVGQPVI  619
            R     E   Y    A V + VI
Sbjct  662  RGQFSMEFAHYSPCPANVSEKVI  684

>OCH56848.1 translation elongation factor G, partial [Vibrio 
cyclitrophicus]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.



 Identities = 193/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +I+   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLIMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
IAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDENGEETGEHAIVSTDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   



Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFKFNSVVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMDNGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_069110683.1 elongation factor G [Jiangella alba]
 SEF08975.1 translation elongation factor 2 (EF-2/EF-G) [Jiangella 
alba]
Length=701

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/678 (28%), Positives = 317/678 (47%), Gaps = 
75/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGAATMDWMEQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W    +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++H   
K  +
Sbjct  72   
TCEWDDHTINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSETVWHQANKYGV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSP  162
            P + F+NK+D+ G +    V  +  +L A                   D++  + +  
S 
Sbjct  132  
PRICFVNKLDRTGAEFHRCVDMIVSRLKATPLVLQLPIGAEADFRGLVDLVDMKAMLWSA  191

Query  163  EIVLEE--------NTDIEA---W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E        +T  EA   W     + + EN++ ++E Y+ G+   R++L+   
+R
Sbjct  192  
ETPLGEMYDTVDIPDTHTEAAQEWRDRLLETIAENDEAMMELYLEGKEPGRDELIAAIRR  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-------------------
GEQGS  246
                 +L PV  GSA K  G+QP++DAV   L  P+                     
+  
Sbjct  252  
ATIAGNLTPVLTGSAFKNKGVQPMLDAVVRYLPSPVDVGAVEGHAVDNEDEILTRAPEED  311

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            A L    FK+       +  ++R+YSGTL     V       +E++ KI  M    
+ EI
Sbjct  312  
APLSSLAFKIMADPHLGKLTFVRVYSGTLTTGTMVLNSTKGNKERIGKIYRMHANKREEI  371

Query  303  VRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               + A  G+IV ++   +    D L D   P  L   ++   P P++   I PKT 
+ +
Sbjct  372  ---EKASAGQIVAVMGLKNTTTGDTLSDSAQPVILESMKF---
PAPVISVAIEPKTKSDQ  425

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LAD DP  +   D  T + I+S +G + LE++   +  ++K+E  V 
+P V
Sbjct  426  
EKLGTAIQRLADEDPTFQVRTDEDTGQTIISGMGELHLEILVDRMKREFKVEANVGKPQV  485

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLS--
LGSGVQYESRVSLGYLNQSF  473
             Y E   R ++   +T   +   +  +A + + + P       G ++ + V+ G + 
+ +
Sbjct  486  
AYRETIRRKVEKVEYTHKKQTGGSGQFARVIIDIEPTGGEGDGGYEFVNSVTGGRIPREY  545

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  +E G+  G+ + D K+  + G Y+   S+   F+    +  ++A 
+ + 
Sbjct  546  
IPSVDAGAQEAMEFGVVAGYPLVDVKVTLQDGAYHDVDSSELAFKIAGSMAFKEAARRAD  605



Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP     +  P++Y+     D       I+  + +  + +    +P   +  
Y  D
Sbjct  606  
PVLLEPMFEVEVSTPEDYMGEVIGDLNSRRGQIQAMEERAGQRIVKALVPLSEMFGYVGD  665

Query  593  LAFYTNGRSVCLTELKGY  610
            L   T GR+    +   Y
Sbjct  666  LRSKTQGRASYSMQFDSY  683

>PIY96364.1 elongation factor G [Candidatus Kerfeldbacteria 
bacterium CG_4_10_14_0_8_um_filter_42_10]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 307/671 (46%), Gaps = 
67/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +LY +G   + G V +G    D M  E++RGITI 
AA T
Sbjct  9    
KTRNIGIIAHIDAGKTTVTERILYYTGKKHKIGEVHEGEAEMDWMEQEKERGITITAAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++H   
K  +
Sbjct  69   
TCFWKDHLINIIDTPGHIDFTVEVQRSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYEV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D  S + S+ ++L+                    D+  K+ +    
Sbjct  129  
PRLCFINKMDRMGADFYSDLDSIHERLTKNAHPIQLPIGAEENFKGVIDLFTKKAIIYKD  188

Query  163  EIVLE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  E E TD+             E  +A++EN++ LL++Y+ G+ I+ E L R  
++  
Sbjct  189  
EMGKEWEETDVPEDMKEKVEEYRHELIEAIVENDENLLQQYLDGKEIAIEDLKRTLRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
                + P+  GSA K  G+Q L+DAV                 P  +Q            
Sbjct  249  
IAYKIVPILTGSALKNKGVQFLLDAVNDYLPSPLDVPPVEGDNPDTDQKETRETKDEVPF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L     V       +E++ +I  +    + +
+   
Sbjct  309  
SALAFKVAADPFVGKLTFFRVYSGILAAGSYVLNTTTGNKERISRIVRLHANHREDVKEV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                    V L   +    D L D   P  L +  +   P P++   I PKT A 
+E+L 
Sbjct  369  HAGDIAAAVGLKKTTT--GDTLCDLDHPIVLEKIIF---
PEPVISIAIEPKTKADQEKLA  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             +L QLA+ DP  R + D  T + I+S +G + LEV+   +  ++ +E  V  P V 
Y E
Sbjct  424  
LSLAQLAEEDPTFRVKTDEETAQTIISGMGELHLEVIVDRMKREFNVEANVGRPRVAYKE  483

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A        +      +    L+V PL  G G ++ ++V  G +   +   
+  G
Sbjct  484  
TIKKEAQGEGKYIRQSGGRGQYGHCYLTVEPLERGKGFEFVNKVKGGNIPAEYIPPIEKG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L+ G L G+ + D +     G Y+   S+ A F+    + L+ A +++   
LLEP 
Sbjct  544  
VKEALDNGVLAGYPLVDVRATVTDGSYHEVDSSEAAFKIAGSMALQAAARKADLVLLEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+ ++     D     A I+  + + ++ V   E+P   +  Y T L   
T G
Sbjct  604  
MKIEVITPENFMGDVIGDLNSKRAHIKEMKDRLNQKVIDAEVPLAEMFGYATTLRSMTQG  663

Query  600  RSVCLTELKGY  610
            R+    E   +
Sbjct  664  RASYSMEFSHF  674

>WP_006823211.1 elongation factor G [Corynebacterium casei]
 CCE55763.1 elongation factor G [Corynebacterium casei UCMA 3821]
Length=709

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.



 Identities = 190/703 (27%), Positives = 334/703 (48%), Gaps = 
81/703 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWEGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYYTVSTIVDRLGAKPLVMQLPIGAEDDFDGVVDLLEMKALMWPG  190

Query  157  --------TVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    TV   P  ++++  +   +  + V E++++L+EKY  GE IS ++L    
++
Sbjct  191  
KTEIGTEATVEEIPADLVDKANEYREKLVETVAESDEELMEKYFGGEEISIDELKTAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP----IGE-
QGSAA-------------  248
             V ++ ++PVY G+A +  G+QPL+DAV   F P    +GE  G A              
Sbjct  251  MVINSEIYPVYCGTAYRNKGVQPLLDAVID-
FLPNPLDVGEVHGHAVGNEDEELTRKPSI  309

Query  249  ---LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
                 G  FK+       + +++R+YSG +   D V    + K     K+ +M    
+  
Sbjct  310  
ESPFSGLAFKIAAHPFFGQLIFVRVYSGKVTPGDEVQNTTKGKKERIGKLFQMHANKENP  369

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +   + A  G I  ++        D L D          + P P+++ +I PKT A 
+E+
Sbjct  370  V---
EEAVAGNIYAVIGLKDTTTGDTLSDRANPIILESMDFPDPVIKVSIEPKTKADQEK  426

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  A+ +LA  DP    E+D  T + ++  +G + L+V+   +  +YK+E  +  P 
V Y



Sbjct  427  
LGTAIQKLAAEDPTFTVELDEETGQTVIGGMGELHLDVLVDRMKREYKVEANIGNPQVAY  486

Query  421  ME---RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVSLGY  468
             E   + +++  +T   +   +  +A + +S+ P       L  G    Y  E+ V
+ G 
Sbjct  487  
RETIRKVVQSLDYTHKKQTGGSGQFAKVIVSIEPYNPDPSELEEGESATYKFENAVTGGR  546

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+     
VL++A
Sbjct  547  
IPREYIPSVDAGIQDAMQYGFLAGFPLVNVKATLEDGAYHDVDSSEMAFKLAGSQVLKEA  606

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            + ++   LLEP ++  +  P+E++     D       +   + +    +   ++P   
+ 
Sbjct  607  
VAKAKPVLLEPLMAVEITTPEEFMGDVIGDVNSRRGQVNAMEDRAGAKLVKAKVPLSEMF  666

Query  588  AYRTDLAFYTNGR---SVCLTELKGYQAAVGQPVIQPRRPNSR  627
             Y  DL   T GR   S+         ++V Q +I+ R   S+
Sbjct  667  GYVGDLRSRTQGRANYSMVFDSYAEVPSSVSQEIIEERTGGSK  709

>OGZ26655.1 translation elongation factor G [Candidatus 
Nealsonbacteria bacterium 
RIFOXYC1_FULL_40_7]
 OGZ27825.1 translation elongation factor G [Candidatus 
Nealsonbacteria bacterium 
RIFOXYB1_FULL_40_15]
 OGZ28923.1 translation elongation factor G [Candidatus 
Nealsonbacteria bacterium 
RIFOXYD1_FULL_39_11]
Length=701

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/695 (28%), Positives = 324/695 (47%), Gaps = 
76/695 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ +IGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  9    
KVRDIGIIAHIDAGKTTVSERILFYTGISHKIGEVHEGAAVMDWMEQERERGITITSAAT  68

Query  62   SFQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111



            +  W          +  ++N++DTPGH+DF AEV RSL VLDGA++V     GV+ 
Q+  
Sbjct  69   
TCFWTPTYKEKTKENEHRINLIDTPGHIDFTAEVQRSLRVLDGAVVVFDGVAGVEPQSET  128

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------  157
            ++    K N+P + FINK+D+ G   ++  +S+ +KLS + +  Q               
Sbjct  129  
VWRQADKFNVPRICFINKLDRTGASFENSFKSILEKLSPNAVAMQIPIGEEQAHKGVIDL  188

Query  158  -------------VSLSPEIVLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISRE  198
                          ++  E V E   D  +AW     + ++  ++  LEKY+AGE 
I  E
Sbjct  189  
LNMEAILFEGDFGQTMKREPVPENLKDQAKAWREKMIEKIVSEDESYLEKYLAGEEIKTE  248

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQ-  244
             + +  +  V +  L PV+ G+A K  G+Q ++DA             V G+     
E+ 
Sbjct  249  
DIKKILRNAVINYKLIPVFTGTALKNKGVQLMLDAVCDYLPSPIELPSVKGINPKTKEEE  308

Query  245  -----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMR  295
                  S       FK+          Y R+YSGTL+    V   +   +E++ +I  
M 
Sbjct  309  
ERKADDSEKFSALAFKIAADPYVGSLTYFRVYSGTLKAGSYVLNSSTGEKERVGRILRMH  368

Query  296  IPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
               + E+      Y G+I   +   + R  + L D T          P P++   I 
PK+
Sbjct  369  AAEREEV---
QEIYAGDIGATVGLKNTRTGNTLCDETAPIILEQISFPEPVISIRIEPKS  425

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               +E++ +AL +L+D DP  R + D  T EII+S +G + L+++   +  ++ +E  
V 
Sbjct  426  
KEDQEKMGEALRRLSDEDPTFRVKTDIETGEIIISGMGELHLDILVDRMKREFNVEASVG  485

Query  415  EPSVIYMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E    +A +   +I +      +  + L V+     SG ++++ +  G 
+ Q 
Sbjct  486  
RPQVAYRETVKSSAEAEGKYIRQSGGRGQYGHVWLKVSAKERSSGFEFKNEIKGGVIPQE  545

Query  473  FQNAVRDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F  AV  GIR  +E+G+  G+ + D +     G ++   S+   F+  A +  + A 
K++
Sbjct  546  
FIPAVEKGIREAMEKGVVAGYPMVDVEAVLYDGSFHDVDSSENAFKIAASMAFKDASKKA  605

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P+ +   A  D       IE  + + +  V   ++P   +  
Y T
Sbjct  606  
QAVLLEPIMKLEVIVPENFFGDAIGDLSARRGKIEETKDRLNLKVIDAKVPLAEMFGYAT  665

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             L   T GR     E   Y+     + Q VI+ +R
Sbjct  666  SLRSITEGRGNFTMEFDHYEEVPFNISQEVIEGKR  700

>OGM29594.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPHIGHO2_01_FULL_44_10]
 OGM54690.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPHIGHO2_12_FULL_44_11]
 OGM70160.1 translation elongation factor G [Candidatus 
Woesebacteria bacterium 
RIFCSPLOWO2_01_FULL_44_14]
Length=707

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/667 (28%), Positives = 317/667 (48%), Gaps = 
60/667 (9%)

Query  3    IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAVT  61
            I NIGI+AH+DAGKTT TE +L+ +G     GSV++GTT TD M  ER+RGITI  
AA+T
Sbjct  27   
IRNIGIIAHIDAGKTTTTERILFETGKTYRLGSVDEGTTATDWMEQERERGITIVSAAIT  86

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +F W   ++NI+DTPGH+DF AEV RSL VLDGA++V   + GV++Q+  ++    
K  +
Sbjct  87   TF-
WKDHRINIIDTPGHIDFTAEVERSLRVLDGAVMVFDGRTGVESQSETVWRQANKYKV  145

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DII---------  153
            P +  +NK++  G D +  ++S++ +L A                   D+I         
Sbjct  146  
PRICILNKLNLIGADFEGSIKSIKTRLGANAAPIQIPVGLEHDLHGVVDLIFMKALTYKA  205



Query  154  ---IKQTVSLSPEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               IK T    P  ++E+      E  +A  E +D+ L KY+ G  +S E + R  
++ V
Sbjct  206  
VEDIKLTQEEIPADLVEKAQKYRQELIEATAEFDDETLAKYLEGSKLSGEDVKRAIRKGV  265

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAAL  249
                 FP+  G  +     Q L+DAV                   TG  +         
L
Sbjct  266  VAGKFFPILGGDNRTAT-
TQLLLDAVVDYLPSPLDVPDVEGENPKTGQKEARKADRDEPL  324

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTA  308
                FKV       R VY R+YSG L   DTV  + R+   +I ++ +    +    
+ A
Sbjct  325  
AALAFKVVTDPHVGRLVYARVYSGKLAAGDTVMNSSRQLTERIGKLVLMHADQRELIEEA  384

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y GEIV I+        + L +P +         P P++   I P T   +E++  
ALT+
Sbjct  385  
YAGEIVAIVGVKDTTTGNTLCNPAKPILLESITFPEPVISLAIEPATKNDQEKMGLALTK  444

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-PLK  426
            L+D DP  R   D  T + I+S +G +QLE++   +  ++ ++    +P V Y E    
+
Sbjct  445  
LSDEDPTFRIRSDVETGQTIISGMGELQLEILVDRMKREFNVDATTGKPQVAYKETIKQE  504

Query  427  AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A     +I +      +    L + P++ G G ++ +++  G +   F + ++ G+   
+
Sbjct  505  
ATGEGKYIRQTGGRGQYGHCLLRIEPMARGEGFEFINKIKGGAIPGEFISPIQKGVVEKM  564

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E+G+  G+ + D ++    G ++   S+   F+    + +E+A +++   LLEP +   
+
Sbjct  565  
EKGILAGFPMVDMRVSVYDGSFHEVDSSEIAFKIAGSLAVEEAARKANMVLLEPIMKVEV  624

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       I   + + D  +  G  P   ++ Y T+L   + GR
+   
Sbjct  625  



TTPEEYMGDVIGDLSSRRVQIRGTEGQGDFTMINGFGPLAELRGYATNLRSISKGRASFY  684

Query  605  TELKGYQ  611
             E   Y+
Sbjct  685  MEPSHYE  691

>WP_102436739.1 MULTISPECIES: elongation factor G [Shewanella]
 PMG32225.1 translation elongation factor G [Shewanella sp. 10N.
286.52.C2]
 PMG45204.1 translation elongation factor G [Shewanella sp. 10N.
286.52.B9]
 PMH88328.1 translation elongation factor G [Shewanella sp. 10N.
286.48.B5]
 PMH94519.1 translation elongation factor G [Shewanella sp. 10N.
286.48.A6]
Length=696

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 196/692 (28%), Positives = 317/692 (46%), Gaps = 
82/692 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEENTD  171
            IF+NK+D+ G D   VV+  +D L+A+ +++   + +  E             V 
+E  +
Sbjct  129  
IFVNKLDRMGADFLRVVKQTKDVLAANPLVMVLPIGIEDEFSGVVDLLTRKAWVWDETGE  188

Query  172  IEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             E +                     +  +E +D L+E Y+ GE  S E++ R  ++  
+D
Sbjct  189  
AENYKIEDVPADMVDMVEEYREMLIETAVEQDDDLMEAYMEGEEPSMEEIKRCIRQGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             S FP Y GSA K  G+Q L+DAV            QP+      E G  AL        



Sbjct  249  
MSFFPTYCGSAFKNKGMQLLLDAVVDYLPNPVEVDPQPLTDEEGNETGEHALVSVDEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG +   DT+  +  G+ +   ++ EM+   + E+   
D
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKINKGDTILNSFTGKTERVGRMVEMQADERNEL---D  364

Query  307  TAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +A  G+I+ I+   +V+    L D   P  L    +   P P++   +APK     
E++ 
Sbjct  365  SAQAGDIIAIVGMKNVQTGHTLCDVKHPCTLEAMVF---
PEPVISIAVAPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  R E D  + E IL  +G + L++   +L   Y ++ +V EP V 
Y E
Sbjct  422  
IAIGKMIAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGEPQVAYRE  481

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P    +G  ++S V  G + + F  
AV  G
Sbjct  482  
TITKVTEDSYTHKKQSGGSGQFGKIDYVIRPGEQNTGFTFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +  G + G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FASMMNTGTVAGFPVLDVELELTDGAFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +++P + +     D  +    I+        V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFSPDDNVGDVIGDLNRRRGMIKDQMAGVTGVRIKADVPLSEMFGYIGSLRTMTSG  661

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            R     E   Y             PNS  +KV
Sbjct  662  RGQFSMEFAHYNPC----------PNSVAEKV  683

>WP_069654067.1 elongation factor G [Enterococcus plantarum]
 OEG17440.1 translation elongation factor G [Enterococcus plantarum]
Length=695



 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 314/675 (47%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P V
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGSEDNFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMDQAVEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDEAPFSSL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            + G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  FSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P+  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPVTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAMPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_035013251.1 elongation factor G [Catenovulum agarivorans]
 EWH11539.1 elongation factor G [Catenovulum agarivorans DS-2]
Length=695

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/676 (28%), Positives = 312/676 (46%), Gaps = 
71/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
TCFWNDHRLNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDAEV  125



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAW  175
              +IF+NK+D+ G D   VV  V++ L+A+ +++   + +  +      VLE+   
I  W
Sbjct  126  
SRLIFVNKLDRMGADFYRVVDQVKNVLAANPLVMTLPIGIEDDFSGVVDVLEQKAYI--W  183

Query  176  D------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQ  205
            D                                +E +D ++  Y+ GE  + E++    
+
Sbjct  184  
DDSGLPENYEVTEIPEEYKEKAAEYREMLIETAVEQDDDIMMAYMDGEEPTLEQIKECIK  243

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA  248
            +   + S FP + GSA K  GIQ +++AVT                    +P GE+   
+
Sbjct  244  
KGTHNLSFFPTFCGSAYKNKGIQLVLNAVTDYLPSPTEVEPQDLTDEETGEPTGEKAIVS  303

Query  249  LC----GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
            +        FK+   D      ++R+YSG L   DT+   A    E++ ++ EM    
+ 
Sbjct  304  VDEPFRALAFKI-
MDDRFGALTFIRIYSGKLNKGDTILNSATGKTERVGRMVEMHADERT  362

Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            E+    +A  G+I+ ++   +V+    L DP           P P++   +AP+     
E
Sbjct  363  ELT---
SAQAGDIIAVVGMKNVQTGHTLCDPKNACTLEPMIFPDPVISIAVAPRDKGSTE  419

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V 
+P V 
Sbjct  420  
KMGIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELNVGQPQVA  479

Query  420  YMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   +A   S+T   +   +  +  I   + P    SG ++ES V  G + + F  
A+
Sbjct  480  
YRETITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFKFESTVVGGNVPKEFFPAI  539

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G +  + QG L G+   D +I    G Y++  S+   F   A     Q++K++G 
QLL



Sbjct  540  
EKGFKEMMNQGVLAGFPTLDVEIELFDGAYHAVDSSAIAFEIAAKGAFRQSMKKAGPQLL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   ++ P++++     D  +    I+  +     V    ++P   +  Y   
L   
Sbjct  600  
EPVMKVDVFTPEDHVGDVIGDINRRRGMIKDQEAGATGVRVKADVPLSEMFGYIGHLRTM  659

Query  597  TNGRSVCLTELKGYQA  612
            T+GR     E   Y A
Sbjct  660  TSGRGQFSMEFSHYAA  675

>WP_007546161.1 elongation factor G [Sulfurihydrogenibium 
yellowstonense]
 EEP60958.1 translation elongation factor G [Sulfurihydrogenibium 
yellowstonense 
SS-5]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 197/686 (29%), Positives = 310/686 (45%), Gaps = 
96/686 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
AA T
Sbjct  9    
KLRNIGIVAHIDAGKTTTTERILFYTGKTYKVGEVHEGAATMDWMEQEKERGITITAATT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+  LDG I V ++ +GVQ Q+   +    
+  +
Sbjct  69   
AAYWKGYQLNIIDTPGHVDFGVEVVRSMKALDGIIFVFASVEGVQPQSEANWRWADRFGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLE-  167
            P + F+NK+D+ G +   V + ++ KL  + +            K  V L     
IV E 
Sbjct  129  
PRIAFVNKMDRVGANFFGVYEDMKKKLGTNPVPIQVPIGAEDNFKGVVDLFKMKAIVWEG  188

Query  168  -------ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   E  +I A        W     +A++E ++ L+EKY AGE I  E L +  
++ 
Sbjct  189  
DELGAKFEEKEIPAEIVDLAQEWREKMIEAIVETDESLMEKYFAGEEIPVEDLKKALRKA  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLFQPIGEQGSAA  248
              +  L P+  G+A K  GIQPL+DAV                   TG  +         
Sbjct  249  
TIERKLVPMLCGTAFKNKGIQPLLDAVIDFLPSPVDVPPVKGTNPNTGKEEERHASDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            LC   FKV       +  Y R+YSG+L+   TV ++ + K     +I  M    + 
EI  
Sbjct  309  
LCALAFKVMADPYAGQLTYFRVYSGSLKAGQTVYVSNKGKKERIGRILRMHANQREEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                Y G+I           D L D   P  L +  +   P P++   I PKT + 
+E+L
Sbjct  367  -SEVYAGDIAAAVGIDATTGDTLCDEKAPIILEKMEF---
PEPVIAMAIEPKTKSDQEKL  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +    DP  +  VD  T++ ++  +G + LE++   +  +YKLE  V +P 
V Y 
Sbjct  423  
SQVLNKFMKEDPTFKVSVDPETNQTLIHGMGELHLEIIIDRMKREYKLEVNVGKPQVAYK  482

Query  422  ERPLKAASHT---------------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            E   K A+                 + IE+ PNP                  ++  
++  
Sbjct  483  ETIKKKATAEGKFIRQSGGRGQYGHVWIEIEPNP--------------
EKEYEFVDKIVG  528

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + F  AV +GIR  + QG+  G+ V + K     G ++   S+   F+    
+   
Sbjct  529  
GVIPKEFIPAVDEGIREAMNQGVVAGYPVINVKATLFDGSFHEVDSSEIAFKIAGSMAFR  588

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A+K++   LLEP +   +  P+EY+     D  +    I   + K + V    E
+P   
Sbjct  589  
DAMKKADPVLLEPIMHVEVDTPEEYMGDVMGDLNRRRGRILGMEKKGNTVTIKAEVPLAE  648

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y TDL   T GR+  +   + Y+
Sbjct  649  MFGYATDLRSLTQGRATFVMTFERYE  674



>PJC40345.1 elongation factor G, partial [Parcubacteria group 
bacterium CG_4_9_14_0_2_um_filter_41_8]
Length=605

 Score = 249 bits (637),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 180/602 (30%), Positives = 288/602 (48%), Gaps = 
68/602 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIIAHIDAGKTTVTERILFYTGKKHKIGEVHQGEATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG + V     GV++Q+  ++H   
K  +
Sbjct  69   
TCFWQDCRINIIDTPGHVDFTAEVERSLRVLDGGVTVFDGVAGVESQSETVWHQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + FINK+D+ G D  + + S+  +L+                    D++  +      
Sbjct  129  
PRICFINKLDRTGADFFADIDSIHKRLTKKAYPIQLPIGTEENFVGIVDLLKMKAFIYKD  188

Query  163  EIVLE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E T+I A              +A+ EN++ ++EKY+ GE +S E+     
++ V
Sbjct  189  
DLGKEIEETEIPADMKEKADEYRSKLLEAIAENDEVVMEKYLNGEEVSMEEWNAAMRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------
IGEQ-------------GSA  247
              A  FPV  GSA K  G+Q L+DAV  L+ P        +G                
S 
Sbjct  249  ITADFFPVMCGSALKNKGVQKLLDAVC-
LYLPSPLDVPDIVGHDPKDMEKEIIRKASDSE  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       + ++ R+YSGTL+    V     +K     +I  M   ++ 
E+ 
Sbjct  308  
PFSALAFKVAIDPFVGKLIFFRVYSGTLKSGSYVFNTSTDKKERIGRILRMHANAREEV-  366

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              +  Y GEI   I   D+V  N +  DP           P P++   I PKT A 
+E++



Sbjct  367  --EEVYAGEIAAAIGLKDTVTGNTIC-
DPDHEVILESIVFPEPVISVAIEPKTKADQEKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++LA+ DP  R + D  T + I+S +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  424  
GIALSRLAEEDPTFRVKGDEETGQTIISGMGELHLDIIVDRMKREFKVEANVGRPQVAYR  483

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R +  A      +      +    + + P   G G ++   +  G +   F  
AV  
Sbjct  484  
ETIRKIAQAEGRYIKQSGGRGQYGHCWIRLEPQESGKGFEFVDEIKGGSIPNEFIPAVGK  543

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  L+ G+  G+ V D K     G Y+   S+   F+    +  + A +++   
LLEP
Sbjct  544  
GVKEALDSGVVAGYPVVDVKAALYDGSYHDVDSSEIAFKIAGNMAFKSAARQANPVLLEP  603

Query  539  YL  540
             +
Sbjct  604  IM  605

>OGR23469.1 translation elongation factor G [Desulfobacterales 
bacterium 
RIFOXYA12_FULL_46_15]
Length=676

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/660 (29%), Positives = 308/660 (47%), Gaps = 
72/660 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E++RGITI 
+AVT+ +
Sbjct  12   
NIGIMAHIDAGKTTVTERILYYTGKSYKMGEVHDGEAVMDWMQDEQERGITISSAVTTCE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W++  + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    K  
+P +
Sbjct  72   
WNQSVIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADKYAVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE----



IVLEENTDIEAWD----  176
             FINK+D+ G D    V S+R KL A+ +I Q    S +    ++   N     WD    
Sbjct  132  
AFINKMDRTGADFFGAVNSMRKKLKANPVILQLPMGSEDRFKGVIDLVNMKQITWDDETK  191

Query  177  --------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                      A+ E ND+++EKY++ E I  E+L R  +     
Sbjct  192  
GSSFSKDDITPEFEEKALEYRDKLLEAISEVNDEIMEKYLSEEDIPLEELNRAIRTATIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCG  251
              + PV+ GSA +  GIQ L+D              V G+    G++       +  
L  
Sbjct  252  
RKIVPVFCGSALRNKGIQTLLDGVELYLPSPLDIPPVKGIHPETGDEVEFPSKKNGPLAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
             +FKV   + G++  ++R+YSG +     V    L   EKL +I +M    +    
R   
Sbjct  312  LIFKVSMIE-GRKLSFVRIYSGRIETGSEVYNPLLKKTEKLSRILQMHANKR---
ERLKD  367

Query  308  AYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            A  GEI+ I+        D L    +P  L +  + +   P++   + PKT + +E
+L +
Sbjct  368  ASAGEIIGIIGLRDSGTGDTLCSVENPVCLEKMEYED---
PVISIAVEPKTHSDQEKLDE  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
             L +    DP L+   D  T + +LS +G + LE++ + + +++     V  P V
+Y E 
Sbjct  425  
VLGKFTMEDPTLKVSRDEETGQTLLSGMGELHLEIIISRMQKEFNTNVNVGHPQVVYREV  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                         ++     +A + L++ PL  G+G+ ++S+     + + +  AV  
GI
Sbjct  485  
INSKAKGGAVFEKDITGKTHFARVNLALEPLRRGAGISFKSKAGNDQIPEQYLAAVEKGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  LE G L G+ + D  I  E G  +   S+   F   A +  + AL+ +   
LLEP +
Sbjct  545  RESLEGGYLKGYPLVDIAIVIEGG-
SFDERSSELAFSVCASMACKDALEHASIGLLEPIM  603

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P  ++  A  D       IE+   K    +    +P   +  Y T +   
+ GR
Sbjct  604  
EVEVFVPDAFMGEAIADLNARGGKIESIDSKSGIQIVKAVVPLARMFGYSTAIRSASQGR  663

>WP_096260121.1 elongation factor G [Lebetimonas natsushimae]
 GAX88293.1 elongation factor G [Lebetimonas natsushimae]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/676 (27%), Positives = 307/676 (45%), Gaps = 
73/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILYYTGVSHKIGEVHEGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDGAI V  A  GVQ Q+  ++    
K ++
Sbjct  69   
TCFWKDHQINIIDTPGHVDFTIEVERSMRVLDGAIAVFCAVGGVQPQSETVWRQANKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D  +V + +R++L A                   D++  + +    
Sbjct  129  
PRIAFVNKMDRIGADFYNVEKQIRERLKANPVPIQIPIGAEENFKGVVDLVQMKALVWED  188

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L    +IE                  ++V E +++L+EKY AGE ++ +++    
++
Sbjct  189  
EAALGSKYEIEDIPAELMDKAEEYREKLIESVAETDEELMEKYFAGEELTVDEIKAAIKK  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGSAA-----  248
               +  + P+  G+A K  G+QPL+DAV              G+    GE+ S       
Sbjct  249  
ATLNLEIVPMLCGTAFKNKGVQPLLDAVIDYLPAPTEVTWIKGIDPKTGEEISVNPGDDQ  308

Query  249  -
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
               G  FK+       +  + R YSG ++       AG   L  T+ +    G +
+R   
Sbjct  309  PFSGLAFKIMTDPFVGKLTFTRFYSGVIK-------



AGSYVLNSTKNKKERVGRLLRMHA  361

Query  308  A--------YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                     Y GEI  I+        D L D  R       E P P++   + PKT 
A +
Sbjct  362  
NKREEVSEFYSGEIGAIVGLKYTLTGDTLCDENRPIILEKMEFPDPVISVAVEPKTKADQ  421

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA+ DP  R   D  + + I+S +G + LE++   L  ++K+E    
+P V
Sbjct  422  
EKMAIALQKLAEEDPSFRVTTDEESGQTIISGMGELHLEIIVDRLKREFKVECNTGKPQV  481

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E  +      +    +      +  + + + P   G G ++   +  G + + 
+  A
Sbjct  482  
AYRETIKSQVEQEYKYAKQSGGRGQYGHVFIRLIPQEPGKGYEFVDLIKGGVIPREYIPA  541

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+   + G L G+ V D K+    G Y+   S+   F+    +  ++  K++   
+
Sbjct  542  
VDKGIQEAAQGGVLAGFPVVDFKVELFDGSYHEVDSSEMAFKLAGSMAFKEGAKKANPVI  601

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D  +    + + +        T  IP   +  Y 
TDL  
Sbjct  602  
LEPIMKVEIEVPEEYMGDVIGDVNRRRGQVNSMEDSHGIKKITAYIPLAEMFGYSTDLRS  661

Query  596  YTNGRSVCLTELKGYQ  611
             T GR   + +   Y+
Sbjct  662  MTQGRGTYVMQFDHYE  677

>WP_054254526.1 elongation factor G [Clostridiales bacterium SIT11]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/667 (28%), Positives = 300/667 (45%), Gaps = 
57/667 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
K ++
Sbjct  69   
TAHWKGYRLNIIDTPGHVDFTVEVERSLRVLDGAVSLFDAKSGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P +  INK+D  G D    V ++  KL  + +  Q               V++  
EI  +
Sbjct  129  
PRIAHINKMDVTGADFFRSVDTIDKKLKGNPVPIQIPMGAEDNFIGMIDLVTMKAEIYKD  188

Query  168  E-NTDIEAWDA------------------
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E   +IE  D                    +E ++ L+ KY+ GE I+ ++L    
++  
Sbjct  189  
ELGKEIEITDVPAEYEEQAQQYRDELIEKAVEYDEDLMMKYLEGEEITEDELKSAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-----------------
VTGLFQPIGEQGS--AAL  249
                + PV  GS+ K  G+Q L+DA                 V G  +P+    S     
Sbjct  249  
LAVKMTPVTCGSSYKNKGVQLLLDAIIDYLPSPTDIPAIEGIVPGTEEPVARHASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+       +  Y R+YSG L     V  + + +K +I  + +    + V  
D  
Sbjct  309  
SALAFKIVTDPYVGKLAYFRVYSGVLEAGSYVYNSSKGKKERIGRILLMHANKRVEVDQV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D          E P P++   I PKT A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTSTGDTLCDQDNEVILEQMEFPEPVISVAIEPKTKASQDKMAIALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  +  P V Y E  
LK 
Sbjct  429  
LAEEDPTFRTYTDEETGQTIISGMGELHLDIIVDRMLREFKVEANIGNPQVSYRESILKP  488

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A        +      +    + V P   GSG  +E+++  G + + F    + GI   



+
Sbjct  489  
AEGEGKYVRQSGGRGQYGHAKIKVEPGEPGSGFVFENKIVGGAIPKEFIGPTQSGIEEAM  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D K+    G ++   S+   F+    + L  AL +    LLEP +   
+
Sbjct  549  
QSGILGGYEVLDVKVTLYDGSFHDVDSSEMAFKIAGSMALRDALAKGDPVLLEPVMKVEI  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E  ++     + T  +P   +  Y T L   T GR
+   
Sbjct  609  
TTPEEYMGDVIGDINSRRGRMEGMELVAGAQIVTSYVPLAEMFGYATSLRSNTQGRATYS  668

Query  605  TELKGYQ  611
             +   Y+
Sbjct  669  MQFDHYE  675

>WP_033676064.1 elongation factor G [Streptococcus mitis]
 KEQ48451.1 translation elongation factor G [Streptococcus mitis]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGVNPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661



Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_100899835.1 elongation factor G [Nostoc flagelliforme]
 AUB38554.1 fusA, elongation factor G [Nostoc flagelliforme CCNUN1]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/693 (28%), Positives = 321/693 (46%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPE----IVL  166
            P + FINK+D+ G +   V + +RD+L A+ I  Q            V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYKVHEQIRDRLRANAIAIQLPIGSENDFRGIVDLVGQRAYIYAN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  A  E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETDIPEELQAQVEEFRTKLIEAAAETDDALMTKYFEGEELTEQEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++ PV  GSA K  G+Q ++DAV              GL  P G+        
+  L
Sbjct  249  IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPSEVPPIQGLL-
PNGDTVERRADDNEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    +    
D  
Sbjct  308  AALAFKI-



MADPYGRLTFVRVYSGVLKKGSYVLNASKNKKERISRLVLMKADDRQDVDEL  366

Query  309  YPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              G++      ++ L D L        G P  L        P P++   + PKT    
++
Sbjct  367  RAGDL----GAALGLKDTLTGDTLCDDGSPVILESLFI---
PEPVISVAVEPKTKNDMDK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  420  
LSKALQSLSEEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAY  479

Query  421  MERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   KA +      +  +      G   +++ P   G+G ++ S+++ G + + +    
Sbjct  480  
RETIRKAVNKVEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIAGGTVPKEYVGPA  539

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++   E G L G+ + D K     G Y+   S+   F+    + +++A+ ++   
+L
Sbjct  540  
EQGMKESCESGVLAGYPLIDVKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLKASPVIL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       IE+   +K     T ++P   +  Y TD
+   
Sbjct  600  
EPMMKVEVEVPEDYMGNVIGDLNTRRGQIESQSTEKGLAKVTSKVPLASMFGYATDIRSK  659

Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            T GR     E   Y+    +V + +I   + N+
Sbjct  660  TQGRGTFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_060681362.1 elongation factor G [Virgibacillus 
halodenitrificans]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 196/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAAWKEHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P ++FINK+D+ G D      +++D+L A                   D+I  +      
Sbjct  129  
PRIVFINKMDKVGADFLYSTGTLKDRLGANAHPVQLPIGAEDQFEGIIDLINMEAHFYLD  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + S EI  E     E       +AV E +++L+ K++ GE IS E+L    
++  
Sbjct  189  
DLGTKAESREIPAEYKDKAEELRAGLIEAVSELDEELMMKFLEGEEISNEELKNAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAAL  249
             D   +PVY GSA K  G+Q ++D             A+ G+     E+        
A  
Sbjct  249  
LDVEFYPVYCGSAFKNKGVQLMLDGVIDFLPAPTDVAAIEGIVPGTEEKVTRPSDDKAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 
EI R 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVKNSVKDKRERVGRILQMHANSREEISRV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y GEI   +        D L D   L      E P P++   I PKT A +++
+  A
Sbjct  369  ---
YSGEIAAAVGLKDTSTGDTLCDEKDLVILESMEFPEPVIGVAIEPKTKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R E +  T + I+S +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTETNVETGQTIISGMGELHLDIIVDRLKREFKVEANVGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              AA        +      +  + +   P   G+G ++E+++  G + + +  +V  



GI 
Sbjct  486  
RSAAEVEGKFVRQSGGRGQYGHVWVKFEPNEEGAGFEFENKIVGGVVPREYIPSVEAGIA  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP + 
Sbjct  546  
ESMENGVLAGYPLIDIKASLYDGSYHDVDSNEMAFKIAASMALKAAKNKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    +  G +P   +  Y T L   T 
GR 
Sbjct  606  
VEIVIPEEYMGDIMGDVTSRRGRVEGMEARGTAQLVKGFVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFTMHFDHYE  675

>WP_057560284.1 GTP-binding protein [Paeniclostridium sordellii]
 CEQ09832.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 251 bits (640),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 162/622 (26%), Positives = 305/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D++ +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIEGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178



Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTSSLIENIKKCNIYPILTGSALKNIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                     G ++KV+Y +   R  Y+++ SG L ++D +           KI  
+RI +
Sbjct  238  -
YNNEEDFLGKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEEKEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +  Y G++  L   +   + D L D +       R  + + + +  P L
++ +
Sbjct  297  
GIKFENINEVYSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMAPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFEILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  +     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHVFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616



>WP_057569863.1 GTP-binding protein [Paeniclostridium sordellii]
 CEK33274.1 tetracycline resistance protein TetP,Tetracycline 
resistance 
protein tetM,elongation factor G,GTPases-translation elongation 
factors,translation elongation factor G,Elongation factor 
Tu GTP binding domain [[Clostridium] sordellii]
 CEP88288.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 251 bits (640),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 162/622 (26%), Positives = 305/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D++ +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIEGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTSSLIENIKKCNIYPILTGSALKNIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                     G ++KV+Y +   R  Y+++ SG L ++D +           KI  
+RI +
Sbjct  238  -
YNNEEDFLGKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEEKEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +  Y G++  L   +   + D L D +       R  + + + +  P L
++ +



Sbjct  297  
GIKFENINEVYSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMAPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  +     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHVFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>WP_024613216.1 GTP-binding protein [Clostridium sp. Ade.TY]
Length=649

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 169/631 (27%), Positives = 299/631 (47%), Gaps = 
24/631 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVD GKTT +E +LY + +I   G V+   +  D+  +E+ RGIT+ + V  
F +
Sbjct  5    
IGIFAHVDGGKTTFSEQILYHTNSIRNRGRVDHKNSYLDSHEIEKSRGITVFSDVGKFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  EV R + VLD AIL+ISA +G+Q  T  +++ L+  



NIPT I
Sbjct  65   
KDSEYYLIDTPGHIDFAQEVERCIGVLDYAILIISAVEGIQGHTDTIWNLLKHNNIPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G +L  +V  ++ K + +II  ++  L+ E+ L      +  + + E+
++ L
Sbjct  125  FINKVDRVGANLNKIVDEIKLKFNENIIYMESY-LNNELSL------
DFIEKIAESDEML  177

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LE Y+ G+  ++E  + + ++ +++  LF  Y GSA    GI   ++    L +    
++
Sbjct  178  LEIYLDGD-
FNKELWIDKAKKLIKERELFVCYSGSALLDNGIVEFLEDFNKLTYTSYNKE  236

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKLKITEMRIPSKGE  301
            G     G VFKV+Y D G +  +++  +GT++ +D ++        K KI E+R  
+  +
Sbjct  237  GE--
FRGRVFKVKYDDKGNKMAFIKCLNGTIKTKDEISFKYFLEDYKEKINEIRSYNGNK  294

Query  302  IVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                +    G+I  IL  + ++    LG    L       + +P L+  +          
Sbjct  295  FNVINEIVAGDIACILGVNHLKSGMALGFSEDLNY-----
ELIPTLKVKVIYDEKINSNE  349

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +    L   D  L  + D    E+ +  +G VQ+EV+  +L  ++ L      P 
++Y
Sbjct  350  
VFNIFKILESEDNTLNVKFDESLKELHIDIMGLVQIEVLKEVLKNRFNLNVDFDRPEILY  409

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  +       H E  P   ++ + L +     GSG+ + ++     L    QN 
++  
Sbjct  410  KETIIGETLGYGHFE--
PLGHYSEVNLKIEEGERGSGINFINKCHADDLTVGNQNLIKTH  467

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I     +G+  G  +TD KI    G  ++  ++  DFR      L Q L+++  +
+LEPY
Sbjct  468  
IFEREHKGILTGSPITDLKITLITGRAHNKHTSGGDFREATKRALRQGLEKATNKVLEPY  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599



              F +    + + R   D  K            D V+ TG  P +    Y  +   
+T G
Sbjct  528  
YKFKIDINIDLIGRVLSDIQKLKGEFNDPINNGDRVLITGRGPVKTFMDYSLEFLSFTKG  587

Query  600  RSVCLTELKGYQAAVGQ-PVIQPRRPNSRLD  629
            + +      GY     +  VI+ +  +   D
Sbjct  588  KGILSLVFDGYDYCHNEDEVIEDKGYDKDCD  618

>2BM1_A Chain A, Ribosomal Elongation Factor G (Ef-G) Fusidic Acid 
Resistant 
Mutant G16v
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 196/666 (29%), Positives = 318/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NI I AH+DAGKTT TE +LY +G I + G V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIVIAAHIDAGKTTTTERILYYTGRIHKIGEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--



LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_036763261.1 elongation factor G [Peptostreptococcus sp. MV1]
 KGF13431.1 elongation factor G [Peptostreptococcus sp. MV1]
Length=688

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/660 (28%), Positives = 302/660 (46%), Gaps = 
64/660 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYAGRTHKIGETHDGASQMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDG++ V  A+ GV+ Q+  ++       
+
Sbjct  69   
TCQWDGHRVNIIDTPGHVDFTVEVERSLRVLDGSVAVFCARSGVEPQSENVWRQAETYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVL-  166
            P + F+NK+D+ G D  +VV  ++++L A+ +  Q               +++   
I   
Sbjct  129  
PRIAFVNKMDRQGADFLNVVGMMKERLKANAVAIQLPIGSEDNFTGIIDLLTMKASIYKN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +E T+IE  D                  AV E ++ L+ KY+ GE IS ++L    
++  
Sbjct  189  
DEGTEIEVIDIPSDMVDQANEYREIMVEAVAETDEDLMMKYLEGEEISIDELKLAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
                + PV  G+A K  G+Q L+DAV                 P GE+            
Sbjct  249  
IACEMNPVLCGTAYKNKGVQLLLDAVIDYLPAPTDIESIKGILPDGEESERHASDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSG L     V  A + K     +I +M   ++ EI    
Sbjct  309  
ALAFKIMTDPFVGKLAFFRVYSGKLESGSYVLNATKNKRERIGRILQMHANTREEITEV-  367

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +        D L DP         E P P++   I P + A +E++  
AL
Sbjct  368  --
YAGDIAAAVGLKDTTTGDSLCDPNEPIILESMEFPEPVIFVAIEPASKAAQEKMGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +LA+ DP      D+ T + I+  +G + LE++   L  ++K+E  V  P V Y 
E   
Sbjct  426  
QKLAEEDPTFTVRTDAETGQTIIGGMGELHLEIIVDRLLREFKVEATVGAPQVAYRETIT  485



Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    +    +      +  + + V PL  G G ++E++   G + + +   V  
GI+
Sbjct  486  VPVD-
VEYKYSKQSGGRGQYGHVKIRVNPLEPGEGYKFENKTVGGSVPKEYVGPVDQGIQ  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D  +    G Y+   S+   F+  A +  + A+K+    
LLEP  +
Sbjct  545  
GAMQSGIVAGYPVVDVAVELYDGSYHEVDSSEMAFKMAASMAFKDAMKKGNAVLLEPIFA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P +Y+     D       I+  + +    V    +P   +  Y TDL   T 
GR+
Sbjct  605  
VEVVTPDDYMGDVMGDLNSRRGMIQGMEERNGAQVVRAHVPLSEMFGYSTDLRSTTQGRA  664

>KUK33840.1 Elongation factor G [Thermotoga sp. 47_83]
Length=695

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 209/676 (31%), Positives = 322/676 (48%), Gaps = 
73/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     G V++G T TD M  E++RGITIQ
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILYYTGRKHFLGDVDEGNTTTDWMPQEKERGITIQSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV R+L VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGYRINIIDTPGHVDFTAEVERALRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + F+NK+D+ G D    V+++  KL A+                    I +K    
+S
Sbjct  133  
PRIAFMNKMDKVGADFYMAVETLVTKLKANPIPVQMPIGSEKDFQGVIDLIKMKAIYWVS  192

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +  + E  +I             E  + V E ++++LEKY+ GE IS E++ R  



++  
Sbjct  193  
EDGSVYEEREIPEELREEAEMRREEMLEKVAELDEEILEKYLEGEEISEEEIKRILRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GE------
QGSAAL  249
             +    PV  G+AK   GIQPL+DAV   L  P+            GE        
+   
Sbjct  253  
IENRAVPVLCGAAKANKGIQPLLDAVIDYLPSPLDLPPVKGWRVSDGEIVYRKPDENEPF  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
               VFKV+      + VY R+YSG L     V       RE++ +I  M    + E
+   
Sbjct  313  
TALVFKVQVDPYIGKLVYFRVYSGRLEKGSYVYNSTKGQRERISRIVFMHADKREEV---  369

Query  306  DTAYPGEIVILPSDSV-RLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D   PG+I       V +  D L D   P  L +  +   P P++   I P T A  
E+L
Sbjct  370  DYVRPGDIAAGVGLKVSQTGDTLCDEKEPVILEKIDF---
PEPVISLAIEPATKADEEKL  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + AL  L++ DP L+  VD  T E I+S +G + LE+V   L  ++ +   V +P 
V Y 
Sbjct  427  
VKALLALSEEDPTLQVRVDKETGETIISGMGELHLEIVVDRLKREFGVNVRVGQPQVAYR  486

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   RP +A    I  +      +  + L + P+    G  +E   +   G + + 
F  A
Sbjct  487  ETIKRPAEAEGKYIR-
QTGGRGQYGHVILRIEPIPEKEGKNFEFIDKTVGGVIPKEFMPA  545

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +  GI+  +  G L G+ V   +     G Y+   S+   F+  A +  ++A+K++   
L
Sbjct  546  
IEAGIKEAMMSGPLAGYPVVRVRAVVLDGSYHEVDSSEMAFKIAASMAFKEAMKKAQPVL  605

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D     A IE+ + +    +   +IP      Y T 
L  
Sbjct  606  
LEPIMKLEITTPEEYMGNIISDLNSRRAKIESLETRGHLKIVVAKIPLSETFGYATVLRS  665

Query  596  YTNGRSVCLTELKGYQ  611



             + GR+  + +   YQ
Sbjct  666  LSQGRASYIMQFSHYQ  681

>WP_096463196.1 elongation factor G [Aneurinibacillus soli]
 BAU26123.1 Elongation factor G [Aneurinibacillus soli]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/675 (28%), Positives = 312/675 (46%), Gaps = 
72/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P ++FINK+D+ G D    V ++ ++L A                   D++ K+T     
Sbjct  129  
PRIVFINKMDKLGADFLYSVGTLHERLQANAHPIQLPIGAEDEFRGIIDLVEKKTYIYTN  188

Query  159  SLSPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             L  +I + E    E  D           AV + +++L+ KY+ GE ++  +L    
++ 
Sbjct  189  
DLGTDIEITEGFPAEFADQAEEYRGKLIEAVSDFDEELMMKYLEGEEVTIAELKNAIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQGSA-------A  248
                  FPV  GSA K  G+QP++DAV                 P  E+ +         
Sbjct  249  
TISVQFFPVTCGSAFKNKGVQPMLDAVIDYLPSPLDVPSIKGTVPDSEEETVRESSDEIP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  + R+YSGT+     V       RE++ +I +M   ++ 
EI  
Sbjct  309  
FSALAFKIMTDPYVGKLTFFRVYSGTIDSGSYVLNSTKGKRERIGRILQMHANTREEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----



RWREDPLPMLRTTIAPKTAAQRE  359
              T Y G+I    + +V L D     T    K          P P++   I PKT 
A ++
Sbjct  367  -KTVYSGDI----
AAAVGLKDTTTGDTLCDEKAPVILESMNFPDPVISIAIEPKTKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  +   D  T + I+S +G + L+++   +  ++K+E  V  
P V 
Sbjct  422  
KMGMALAKLAEEDPTFKTFTDQETGQTIISGMGELHLDIIVDRMRREFKVEANVGAPQVA  481

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   + A        +      +  + +   P   GSG  +E++V  G + + +  
AV
Sbjct  482  
YKESFRQGAKVEAKYAKQSGGKGQYGHVVVEFEPGEPGSGYVFENKVVGGAIPREYVPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            ++GI   ++ G L G+ + D K    +G Y+   S+   F+    + L++A K+    
+L
Sbjct  542  
QNGIEESMKNGVLAGYPLLDLKARLVHGSYHEVDSSEMAFKIAGSMALKEAGKKCNPAIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P EY+     D       +E  + +    V  G +P   +  Y T 
L   
Sbjct  602  
EPMMKVEVTVPDEYMGDIMGDISSRRGRVEGMEARGTAQVVRGFVPLSEMFGYATALRSR  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR         Y+
Sbjct  662  TQGRGTYSMHFDHYE  676

>WP_015924569.1 GTP-binding protein [[Clostridium] cellulolyticum]
 ACL75413.1 small GTP-binding protein [[Clostridium] cellulolyticum 
H10]
Length=880

 Score = 255 bits (651),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/623 (30%), Positives = 300/623 (48%), Gaps = 
49/623 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    



MKKLIIGILAHVDAGKTTLSESILYLSGKIGKLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+     + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T+ L+  L   
N
Sbjct  61   
AVFETGGINITLLDTPGHIDFSAEMERTLQVLDYAVLVISGADGVQGHTKTLWRLLDMYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+DQ G +   +++ ++ +LS   I    V  +           E ++ 
+  
Sbjct  121  VPAFIFVNKMDQNGTEKSKLIKDMKKQLSDGCIDFGQVETT-----------
EFYEQLSM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
             ++ +LE Y+    I  +++     + V++  +FP ++GSA K  GI+ LM  +      
Sbjct  170  CDETILETYLEKGHIETKQI----
SKAVREHKVFPCFFGSALKLEGIEQLMQGIAKYTTI  225

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P   +   A    +FK+   + G R  +L+L  G L+++D +   G+ + KI +
+RI S 
Sbjct  226  PCYPEEFGA---KIFKITRDEQGNRLTHLKLTGGKLKVKDLLT-
NGKWEEKINQIRIYSG  281

Query  300  GEIVRTDTAYPGEIVIL-------PSDSVRLNDVLGDPTRLPRKRWR---
EDPLPMLRTT  349
             +         G +  +       P + + +    G P   P   +R    DP  
ML   
Sbjct  282  
KKYEAVSEIEAGSVCAVTGLSQTRPGEGLGIESTSGSPLLEPVLFYRIILCDPRMML---  338

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
              PK           L Q+ + +P L    D    EI    +G VQ+E++ +L+  
++ +
Sbjct  339  --PK-----------
LRQIEEEEPELNIVWDEQLQEIHAQIMGEVQIEILQSLIQSRFGV  385

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                    ++Y E          H E  P   +A + L + P   GSG+++ +  S   
L
Sbjct  386  VVSFDAGRIVYKETIANTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLKFGTECSEDIL  443

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++S+Q  +   +   + +G L G  +TD KI    G  ++  +   DFR      + 
Q L



Sbjct  444  
SRSWQRLILTHLEEKVHKGVLTGSALTDVKITLVSGRAHNKHTEGGDFRQATYRAVRQGL  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             E+ + LLEPY +F L  P++ + RA  D  K   T + +Q   +  V  G  P   
++ 
Sbjct  504  
MEAESVLLEPYYTFQLELPEKMVGRAMTDIEKMNGTSKISQTNGETAVLVGSAPVITMRN  563

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y+ ++  YT G       +KGY+
Sbjct  564  YQQEVTAYTKGAGRLFCSVKGYE  586

>WP_096013469.1 elongation factor G [Campylobacter lanienae]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTDFVEKDIPAELQEKANEYRNKMIEAVAETDDALMEKFFGGEELSNEEIKKGLKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   



Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>WP_104612845.1 elongation factor G [Thermobifida fusca]
 PPS93259.1 elongation factor G [Thermobifida fusca]
Length=704

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 



matrix adjust.
 Identities = 191/681 (28%), Positives = 320/681 (47%), Gaps = 
94/681 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKLGETHEGSATMDWMKEEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+   +NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
+ N+
Sbjct  70   
TCRWNDTTINIIDTPGHVDFTIEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADRYNV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D Q  V  +R++L A                   D+I  +    
SP
Sbjct  130  
PRICFVNKMDKIGADFQRCVDMIRERLGANPLAVQLPIGAESDFQGVIDLIRMKAYVWSP  189

Query  163  EIVLEENTD-IEAWD---------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E  D IE  D               AV E +D+++E Y+ G+  + E+LV   
+R
Sbjct  190  
DTPKGEMYDTIEIPDAYAEAAQEGHERLVEAVAEADDEIMELYLEGQEPTVEQLVAAIRR  249

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------------QPI  241
                 +  PV  GSA K  G+QPL+DA+                             
+P 
Sbjct  250  
ATISGAAVPVLCGSAFKNKGVQPLLDAIVAYLPSPLDIEAIEGHDPQDKDEEVTLQRKPS  309

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR--LRDTVALAGREKL--
KITEMRIP  297
             E+  AAL    FK+       +  YLR+YSG L   ++   ++ GR++   KI  
M   
Sbjct  310  EEEPLAALA---
FKIMSDQHLGKLTYLRIYSGVLESGMQVLNSIKGRKERIGKIYRMHAN  366

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTT  349
             + EI R      G+IV +    V L D           +P  L    +   P P+
+   
Sbjct  367  KREEITRVGA---GDIVAV----VGLKDTTTGETLCDQANPIVLESMTF---
PAPVIEVA  416

Query  350  



IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PKT + +E+L  A+ +LA+ DP  R   D  T + ++S +G + LEV+   + E
++K+
Sbjct  417  
IEPKTKSDQEKLGTAIQRLAEEDPSFRVTTDEETGQTVISGMGELHLEVLVNRMREEFKV  476

Query  410  ETVVKEPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS-----
GVQYE  461
            E  + +P V Y E   R ++   +T   +      +  + + + PL +       G 
++ 
Sbjct  477  
EANIGKPQVAYRETIRRKVEGVEYTHKKQTGGAGQYGRVVIDLEPLPIDGDGDSPGYEFV  536

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            + ++ G + + +  +V  G +   + G L G+ +   K+  + G Y+   S+   F
+   
Sbjct  537  
NNITGGRIPREYIPSVDAGCQEAAQFGVLAGYPLVGIKVTLQDGAYHDVDSSELAFKIAG  596

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
             +  ++A  ++   LLEP ++  +  P+EY+     D       I++ + +    V    
Sbjct  597  
SMAFKEAASKANPVLLEPVMAVEVTTPEEYMGDVIGDLNSRRGQIQSMEERAGTRVVKAL  656

Query  581  IPARCIQAYRTDLAFYTNGRS  601
            +P   +  Y  DL   T GR+
Sbjct  657  VPLSEMFGYVGDLRSRTQGRA  677

>WP_101214614.1 elongation factor G [Alteromonadales bacterium 
alter-6D02]
 PKF56395.1 elongation factor G [Alteromonadales bacterium 
alter-6D02]
Length=695

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/672 (29%), Positives = 310/672 (46%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   



TCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV+  +D L+A+ +++   +    E V               
Sbjct  126  
ARLIFVNKLDRLGADFYRVVKQTQDVLAANPLVMVLPIGTEDEFVGVVDLLTRKAWVWDD  185

Query  166  --LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I+   A                 +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEIQDVPADMVDKVEEYRELLIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCG--S  252
             +    FP Y GSA K  G+Q ++DAV            QP+ ++     G+ AL     
Sbjct  246  
TRTMDFFPTYCGSAFKNKGVQLVLDAVVDYLPSPTEVDPQPLTDEEGEATGNFALVSPEE  305

Query  253  VFKVEYTDCGQRR----VYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
             FK         R     ++R+YSGTL+  DT+  A   K     ++ EM+   + 
E+  
Sbjct  306  
TFKALAFKISDDRFGALTFVRIYSGTLKKGDTILNAATGKTERIGRMCEMQADDRNELT-  364

Query  305  TDTAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              +A  G+I+ +     +V+    L DP           P P++  ++ PK     
E++ 
Sbjct  365  --
SAQAGDIIAIVGMKSNVQTGHTLCDPKDPIILEAMVFPEPVISISVKPKDKGSTEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  R E D  + E ILS +G + L++   +L   Y +E  V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPTFRVETDEDSGETILSGMGELHLDIKVDILRRTYGVELEVGQPQVAYRE  482

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +P++  S+T   +   +  +  I   + P   G+G  + S V  G + + F  
AV  
Sbjct  483  TITQPIE-
DSYTHKKQSGGSGQFGKIDYRIKPGEPGTGFVFNSSVVGGNVPKEFFPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QL+EP
Sbjct  542  



GFASMMDEGVLAGFPVLDVEVELYDGAFHAVDSSAVAFEIAAKGAFRQSIPKAGAQLIEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P +++     D  +    I+        V   G++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFTPDDHVGDVIGDLNRRRGMIKDQMAGATGVRIKGDVPLSEMFGYIGSLRTMTS  661

Query  599  GRSVCLTELKGY  610
            GR     E   Y
Sbjct  662  GRGQFSMEFSHY  673

>WP_019322324.1 elongation factor G [Streptococcus mutans]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  



INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGQRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    IP   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFIPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_100404156.1 elongation factor G [Bacillus sp. FJAT-42315]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.



 Identities = 185/666 (28%), Positives = 303/666 (45%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP---  162
            +F+NK+D+ G D    V ++ ++L A                   D++  Q         
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHNRLMANAHPIQLPIGAEDEFRGIIDLVEMQATFYGNDLG  191

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E +     +AV E ++ L+EKY+ GE +++E++    ++   
+ 
Sbjct  192  
TDVQVGEIPAEYQDQAEEYREKLIEAVAELDEDLMEKYLGGEELTKEEIKAAIRKGTTNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  G+A K  G+Q ++DAV              G      E+        A     
Sbjct  252  
EFFPVLCGTAFKNKGVQLMLDAVIDYLPAPTDVPSIKGTLPDSDEEVTRPSSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGVLNSGSYVQNSTKGKRERVGRILQMHANSREEISEVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P++  ++ PK+ A   ++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDEKNLVILESMEFPEPVISLSVEPKSKADSAKMSTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R E +  T ++I+S +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  



QEEDPTFRAETNQETGQVIISGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRGSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  +P   G+G ++E+ +  G + + +  AV+ G+   
L+
Sbjct  490  
QVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFENGIVGGVVPREYIPAVQAGLEDALQ  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP +   
+ 
Sbjct  550  
NGVLAGYPLVDVKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPIILEPMMKVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P EYL     D       +E  + + +  V    +P   +  Y T L   T GR     
Sbjct  610  
IPDEYLGDIMGDVTSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRGTYSM  669

Query  606  ELKGYQ  611
                Y+
Sbjct  670  HFDHYE  675

>PKN09561.1 elongation factor G [Deltaproteobacteria bacterium HGW-
Deltaproteobacteria-8]
Length=682

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 203/667 (30%), Positives = 323/667 (48%), Gaps = 
79/667 (12%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I N+GI+AH+DAGKTTL+E +L+ +G I   G V +GT   D M  E++RGITI 
+AVTS
Sbjct  14   
IRNLGIIAHIDAGKTTLSERILFYAGRIHRMGEVHEGTATMDFMPEEQERGITITSAVTS  73

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W  C VN++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++      
++P
Sbjct  74   
CLWKGCTVNLIDTPGHVDFTVEVERSLRVLDGAVGVFCAVSGVEPQSETVWRQSESYHVP  133

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEE  168
             + F+NKID+ G D  +V+ S+R+KLSA+++  Q               VSL   
+V + 



Sbjct  134  KLAFVNKIDRLGADFSAVLVSMREKLSANVLPLQVPDGEGADFQAVFDLVSLE-
RLVFDA  192

Query  169  NTD----------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            ++                 +  W     +++ E++D ++E Y+ G+ I  E L    
++ 
Sbjct  193  
DSKGAEYERSPLTAAQAERVAPWRERLLESLSEHDDAIMEAYLGGQDIPAETLRAAIRKA  252

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQG---------------SAA  248
                ++ PV  GSA K +G+QPLMDAV   L  P+    +QG                
A 
Sbjct  253  
TIALAIVPVLAGSALKNIGVQPLMDAVCDYLPSPLDLPAQQGLDPATLLPKSFSVDPEAP  312

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTD  306
            L   VFKV   + G+++ ++R+YSG L   +TV     G E+      R+ +     
+ +
Sbjct  313  LSALVFKV-VMESGRKQSFVRIYSGHLIEGETVLNVTHGSEERVARLFRLHADRR-
EKIE  370

Query  307  TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKTAAQ  357
             A  GEIV   +  +R     GD   L RK   ++P+         P++   I P+ 
A +
Sbjct  371  VARAGEIV--AAAGMRFGRT-GD--TLARK---
DEPILLEQIAAYKPVISLAIEPRNAEE  422

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E+L + L +    DP L    D  T+++ILS +G + LEV+   ++ ++ L+    
+P 
Sbjct  423  
SEKLDEVLQRYLLEDPTLTVLRDPETNQVILSGMGELHLEVLLERMAREHNLKPRTGKPQ  482

Query  418  VIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V++ E   ++A  S   H E+     + S+ L++ PL  G G      V +     
++  
Sbjct  483  
VVFQETVTRSAEASEEFHRELGEVMHYGSVRLAIEPLPRGQGRAVLFEVDMDRTPAAWTE  542

Query  476  AVRDGIRYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV +G+  GL+ G+ G + V D KI           S+PA +R  A + L   L E
+   
Sbjct  543  
AVNEGLNDGLQCGVIGGYPVQDVKIRVLDMPRKEGESSPAGYRMAAAMTLRTLLAEASPM  602

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594



            LLEP +   + AP  ++           A IE    +  +         R +  + 
T L 
Sbjct  603  
LLEPIMWLEVIAPDAFVGEVVGLLGAKGAKIENIIDRGSQKTVQAFAALRQMFGFSTSLR  662

Query  595  FYTNGRS  601
              T GR+
Sbjct  663  SGTQGRA  669

>WP_024599704.1 elongation factor G [Pseudoalteromonas sp. TAE56]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 312/678 (46%), Gaps = 
76/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+
Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   V + VR  L A  +I+   + +  E V               
Sbjct  126  
ARIIFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDEFVGVVDVLTKKAYVWDD  185

Query  166  --LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN   TD+ A              +  +E +D+LLE Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEITDVPADMVEKTDEYYEMLVETALEQDDELLEAYMEGEAPSVEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303



                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  PFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  422  
VAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  481

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  
AV  G
Sbjct  482  
TITKEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +  G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FKSMMGTGFLAGFPVLDVEIELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  601

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLA  594
            ++  ++ P++++     D  +         +K  E   TG     ++P   +  Y   
L 
Sbjct  602  MNVDVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLR  656

Query  595  FYTNGRSVCLTELKGYQA  612
              T+GR     E   Y A
Sbjct  657  TMTSGRGQFSMEFSHYAA  674

>WP_095106859.1 elongation factor G [Staphylococcus piscifermentans]
 SNV09015.1 protein translation elongation factor G (EF-G) 
[Staphylococcus 
piscifermentans]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/677 (27%), Positives = 317/677 (47%), Gaps = 



76/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QWH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWHDYRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G + +  V ++ D+L A                   D++  +    
+ 
Sbjct  129  
PRIVFVNKMDKLGANFEYSVSTLHDRLQANAQPIQLPIGAEDEFEAIIDLVTMKCYQYNG  188

Query  163  EIVLEENTDIEAWD---------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            +   EE  +IE  D               +V E N++L+EKY+ GE I+ ++L    
++ 
Sbjct  189  DFG-
EEVVEIEIPDDYKDKAAEARESLIESVAEANEELMEKYLEGEEITIDELKAAIRQA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-
GEQGS-------------A  247
              D   +PV  G+A K  G+Q ++DAV          +PI G                 
A
Sbjct  248  
TLDIEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHHADNPDEEVIAPADDDA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       +  + R+YSGTL     V  + ++K     ++ +M   ++ 
EI 
Sbjct  308  
DFAALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSTKDKRERVGRLLQMHANTRKEI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
               T Y G+I    + +V L +     T    K        E P P++  ++ PK+ 
A +
Sbjct  367  --STVYSGDI----
AAAVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  



P V
Sbjct  421  
DKMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELHLDILVDRMKKEFNVEANVGAPMV  480

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P K        +      +  + +  TP  +G+G ++E+ +  G + + 
+  
Sbjct  481  SYRETFKTPAKVQG-
KFSRQSGGRGQYGDVHIEFTPNEVGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G+  G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  540  
SVEAGLKDAMENGVVAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKVADPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       ++  + + +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVEILMPEEYMGDIMGDVTSRRGRVDGMEARGNAQMVRAFVPLSEMFGYATSLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR         Y+
Sbjct  660  SNTQGRGTYTMYFDHYE  676

>WP_096024343.1 elongation factor G [Campylobacter lanienae]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170



            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTDFVEKDIPAELQEKANEYRNKMIEAVAETDDALMEKFFGGEELSNEEIKKGLKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602



             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>CDE82161.1 small GTP-binding protein domain [Ruminococcus sp. CAG:
353]
Length=858

 Score = 254 bits (650),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/615 (31%), Positives = 300/615 (49%), Gaps = 
38/615 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG+ AH D+GKTTL+E+LLY SG I + G V+ G    DT  +ER RGIT+ 
+  
Sbjct  1    
MKRIVIGMTAHADSGKTTLSEALLYLSGEIRKQGRVDHGDAFLDTHSIERSRGITVFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                       ++DTPGH DF AE  R+L+V+D A+LVIS  DGVQ+ T  L+  L 
K N
Sbjct  61   
AVIHGDDAVFTLLDTPGHTDFSAEAERALSVVDYAVLVISGTDGVQSHTETLWRLLGKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
             P  IF+NK+D +  D   ++  +R  LS D I   +VS         + D     
A++ 
Sbjct  121  KPVFIFVNKMDISQFDRDYILSDLRKHLS-DKIADFSVS---------
DDDRNGELALL-  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL--F  238
             ++ L+ +Y+  + ++ E + R+    + +  +FP ++GSA K  G + LM   
TGL  F
Sbjct  170  -SESLMNEYLETDALTDESIARD----IAERGIFPCWFGSALKLKGARELM---
TGLEKF  221

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
              + E G A     V+K+  ++ G R  ++++  G LR++D V        K+ +
+RI S
Sbjct  222  TIMPEYG-ADFGARVYKIT-SEGGARLTHIKITGGVLRVKDAVGEG-----
KVNQIRIYS  274



Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
              +    + A  G +  +      L D       L  +   +DP+  P+L   +      
Sbjct  275  GAKFSAVNEAPAGTLCAVTG----LADTFAGQG-
LGAESEADDPVIEPVLTYRVLFPADI  329

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +LD +  L + DP L    +    EI L  +G++QLE++  L++E++ ++      
Sbjct  330  
DPHDMLDKMRLLEEEDPQLHVVWNEQLGEIHLRLMGKIQLEILRTLIAERFSIDADFDHG  389

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S+ Y E     A    H E  P   +A + L + PL  GSG+ + S  S   L Q+
+Q  
Sbjct  390  SIAYKETISAPAVGIGHYE--
PLRHYAEVHLLLEPLEQGSGLVFASDCSEDVLGQNWQRL  447

Query  477  VRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   ++     G+   + +TD K+    G  +   +   DFR  A   L   L+ + 
+ L
Sbjct  448  
VISLLKATTLTGVLTNSPLTDMKMTLVAGRAHIKHTEGGDFRQAAYRALRMGLRSTQSVL  507

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ SF L  P +   RA  D  + C      ++  +  V TG +P      Y 
TD+A 
Sbjct  508  
LEPFYSFRLEVPSDCAGRAMTDIQRMCGEFSAPEIMGENAVITGTVPVSEAADYHTDVAG  567

Query  596  YTNGRSVCLTELKGY  610
            YT G+   + ELKGY
Sbjct  568  YTKGKGRFICELKGY  582

>WP_021106895.1 GTP-binding protein [Clostridium botulinum]
 EPS56080.1 tetracycline resistance protein [Clostridium botulinum 
Af84]
 OPD23515.1 elongation factor G [Clostridium botulinum]
 OSA70073.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 163/611 (27%), Positives = 298/611 (49%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+  ++  D   +E++RGIT+ +   
+FQ+



Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKSSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +      + V    + +  ++   E  + + E 
++ L
Sbjct  125  FINKIDRVGANAENVIEDIKLNFT------
RKVCFIDKPLNSDDLSSELIEFIAEQDEYL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++ +  L +    
E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMKKLIKSNKIFPCFSGSALQDIGIEEFLENLHTLSYTEYNEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +
Sbjct  238  --
EKFSGRVYKIRHDEQKNRLTYVKALSGSLKVKDEIALPNIEDDFCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD   + + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEAGQIFAVTG----
LNSANVGDGIGILKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ +++ +        
++Y
Sbjct  352  
VLRYFKVLESEDPSLNIIWNERFQEIQVYIMGIIQLEVLKNLMEDRFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ + L + P    SG+ +E+      L    QN 
V+  
Sbjct  412  KETILDTIIGYGHFE--
PLGHYSEVHLKLEPAERNSGITFENLCHADDLTVGNQNLVKTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539



            I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +  + +   ++ +  G  P      Y  +   
+T G
Sbjct  530  
YSFKMEVPLDCMGRVLSDIQKLKGSFNSPETIDNKAIIKGRGPVATFMNYSVEFISFTKG  589

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKFNFIFDGY  600

>WP_089271662.1 elongation factor G [Desulfovibrio mexicanus]
 SNR65783.1 elongation factor G [Desulfovibrio mexicanus]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 196/687 (29%), Positives = 307/687 (45%), Gaps = 
93/687 (14%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVSHKIGEVHDGQATMDWMVQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WREHRVNIIDTPGHVDFTMEVERSLRVLDGAVAVFDAVAGVEPQSETVWRQADRYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENTD  171
             F+NK+D+ G +    V  +RD+L A  +               V L     IV  
+NTD
Sbjct  132  
AFVNKMDRVGANYFRCVDMIRDRLGAKPVPLHIPIGSEDQYTGMVDLVRGNAIVYGDNTD  191

Query  172  IEA----------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              A                       +AV+E ++ L+EKY+AG+ +S +++++  +    
Sbjct  192  
KGASFDIVEVPADLKDKYDELRQVMLEAVVEEDEALMEKYLAGDELSVDEIIQGIRSATI  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ--------



GSAAL  249
               + PV  G+A +  G+QPL+DAV                 P  E+            
L
Sbjct  252  
AMKICPVLCGTAFRNKGVQPLLDAVVDYLPSPIDIPPMVGANPDNEEEKIECPCDAGKPL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+          +LR+YSG +    TV  AG  K     ++ +M    + 
EI   
Sbjct  312  
AALAFKLMTDPFVGHLTFLRVYSGRIESGATVVNAGNGKKERIGRLLKMHANKREEI---  368

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+IV  +   SV   D L D          + P P++   I PKT A R+ 
L  +
Sbjct  369  
KEALAGDIVAAVGLKSVSTGDTLADLKAPVVLESLDVPEPVIEVAIEPKTKADRDLLSQS  428

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L   DP  R + D  T + +++ +G + LE++   L  ++ +   V  P V Y 
E  
Sbjct  429  
LAKLTKEDPSFRVKGDEETGQTLIAGMGELHLEIIVDRLLREFNVNANVGAPRVAYRETI  488

Query  423  -RPLKA----ASHT--------
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
             +P KA    A  T        + IE+ PNP                G  +E  +  
G +
Sbjct  489  TKPAKADMKHAKQTGGRGQYGHVVIEIEPNP--------------
AGGYVFEDEIKGGVI  534

Query  470  NQSFQNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +   V  GI+  L+ G+  G+   D K+   +G Y+   S+   F     + +
++A 
Sbjct  535  
PKEYIAPVDRGIQDALKNGIQAGFPAVDIKVRLVFGSYHEVDSSEQAFYVAGSMAIKEAC  594

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++G  LLEP +S  +  P+EYL     D       +   + +    V   ++P   
+  
Sbjct  595  
QKAGPVLLEPIMSVEVVTPEEYLGDVMGDLNGRRGRVSNLEARVSSQVIRSQVPLSNMFG  654

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVG  615
            Y TDL   T GR+    +   Y+   G
Sbjct  655  YATDLRSRTQGRATFTMQFDHYEQVPG  681

>WP_086293699.1 elongation factor G [Campylobacter sp. P0024]



Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTDYVEKDIPAELQEKANEYRNKMIEAVAETDDALMEKFFGGEELSNEEIKKGLKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426



Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>WP_101216228.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 PKG62961.1 elongation factor G [Pseudoalteromonas sp. MelAa3]
 PKG71989.1 elongation factor G [Pseudoalteromonas sp. GutCa3]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 197/675 (29%), Positives = 310/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       



+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGATPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI A              +  +E +D LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDIPADMVDKTDEYYEMLVETALEQDDALLEAYMEGEAPSLEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPCPTDVDPQPLMDEEGNENGEFAVVSTDEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
KEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 



++ 
Sbjct  545  
MMGTGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMNV  604

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLAFYT  597
             ++ P++++     D  +         +K  E   TG     ++P   +  Y   L   
T
Sbjct  605  DVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLRTMT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>CDD30971.1 gTP-binding domain protein [Firmicutes bacterium CAG:94]
Length=869

 Score = 255 bits (651),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 188/616 (31%), Positives = 296/616 (48%), Gaps = 
48/616 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVD+GKTTL+E++LY +GA+ + G V+      DT  LER RGITI 
+  
Sbjct  1    
MKRLVIGILAHVDSGKTTLSEAMLYRAGALRKLGRVDHRNAFLDTDALERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF AE  R+L V+D AILV+S  DGVQ+ T  L+  L 
+ +
Sbjct  61   
AVLKLPDTQLTLLDTPGHVDFSAEAERALQVMDYAILVVSGTDGVQSHTETLWRLLERYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NK+D AG D  + ++ +R +     +     +   ++ L              
Sbjct  121  
VPVFLFVNKMDLAGADKAARLEELRRRFGTGCLDLSDPACGEDLAL--------------  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N++LLE  +AGE  + E+L     RR     LFP Y+GSA K  G+  L++ +  
L QP
Sbjct  167  CNEELLETVMAGESPTEEQLGAAVARR----
ELFPCYFGSALKLEGVDKLLEDLERLTQP  222

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL------
KITEM  294
            + ++   A    VFKV   D   R  ++++  G L+++    L+ RE        K  



++
Sbjct  223  LPQR--EAFGARVFKVTKEDV--RLTWVKVTGGELKVK--
AELSAREDARSPWSGKADQL  276

Query  295  RIPSKGEIVRTDTAYPGEIVILP--SDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            R+ +  +    DTA PG++V +   SD+     +  +P   P       P   P
+LR   
Sbjct  277  RLYNGAKFQLVDTALPGDVVAVAGLSDAYPGEGLGSEPDASP-------
PALEPVLRYRA  329

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                     + L  L +L   DPLL    D    ++ L  +G VQLEV+ +L+  +
+  +
Sbjct  330  
LLPQGIDVHKALGQLRELEQEDPLLHVVWDERLGQVHLQLMGEVQLEVLQSLVERRFGWQ  389

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                E  ++Y E          H E  P   +A + L + P + GSGV+  +      
L 
Sbjct  390  AAFDEGGILYKETINARVEGVGHYE--
PLRHYAEVHLVLEPGAPGSGVEIATSCREDELA  447

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
             S+Q  V   +      G L G  +TDCKI    G  +   +   DFR      + 
Q L+
Sbjct  448  
GSWQRLVLTHLAEKAHIGPLLGAPLTDCKITLAAGRAHIKHTEGGDFRQATYRAVRQGLR  507

Query  530  ESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             +  Q    LLEP+  F L  PQ+ + RA  D P+  A  E   ++ ++ V  G  
P   
Sbjct  508  
TAQAQGACVLLEPWYQFSLRVPQDCVGRALADMPRLFAEFEPPVIQGEQAVLAGRAPVAS  567

Query  586  IQAYRTDLAFYTNGRS  601
            +  Y  +++ YT G  
Sbjct  568  LLGYAREVSAYTKGHG  583

>WP_086242591.1 elongation factor G [Campylobacter sp. P0124]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE ++ E++ +  +     
Sbjct  192  
PTDYVEKDIPAELQEKAQEYRNKMIEAVAETDDALMEKFFGGEELTNEEIKKGLKAGCLS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDNGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483



            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>KXK13560.1 elongation factor G [Chloroflexi bacterium OLB14]
Length=690

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/689 (27%), Positives = 319/689 (46%), Gaps = 
88/689 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +++ +G     GSV+ G T TD M  ER+RGITI +A  
S +
Sbjct  12   
NIGIIAHIDAGKTTTTERIMFYTGLTHRIGSVDDGNTVTDWMVQERERGITIVSAAVSAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF AEV RSL VLDG ++V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHQVNIIDTPGHIDFTAEVQRSLRVLDGGVVVFDAVQGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             F+NK+D+ G   +  ++S+ ++L A+                         II +  
+ 
Sbjct  132  
CFVNKMDRVGASYERTIESIINRLGANPIAMQLPIGFEATFKGVVDLLTMKAIIWEDDLG  191

Query  160  LSPEIV-LEENTDIEAWDA-------



VIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              P++V + ++   +A +A       + E +D+L  K++  + IS  +L    ++ 
+   
Sbjct  192  
KEPKVVEIPDDLKAQAEEARAKMVEKIAELDDELTLKFLEAQEISINELKAALRKGIIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------QPIGE-----
QGSAALCG  251
                ++ GS+ K  G+Q L+DAV                    P  E     Q  + 
L  
Sbjct  252  
KANAIFCGSSLKNKGVQVLLDAVVDYLPSPADIPSIKVSEPGNPENEFELSTQDDSPLSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK---------------
ITEMRI  296
             VFK+       R  Y+R+YSG L    TV  + + K +               
ITE+R 
Sbjct  312  
LVFKIVTDPYVGRLAYVRVYSGVLSQGQTVQNSTKGKKERIGRLLRMHADRREDITEIRA  371

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               G ++    ++ G+  +  + S+ L  +               P P++   I 
PK++A
Sbjct  372  GDIGAVLGFKDSFTGD-TLCDTKSLVLESI-------------
SFPEPVISIAIEPKSSA  417

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++ +AL +LA+ DP  R   D  T + ++  +G + L+++   L  ++K++  
V  P
Sbjct  418  
DQEKMGEALRKLAEEDPTFRVNSDETTAQTVIRGMGELHLDIIVDRLLREFKVQANVGTP  477

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E   +P+K  ++    +      +  +  S+ P   GSGV +E+++  G + 
+ +
Sbjct  478  
RVAYRESITKPVKEVNYKYAKQSGGKGQYGHVVFSLEPGERGSGVVFENKIVGGAIPKEY  537

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
             N V  G R   E G L G+ V D KI    G ++   S+   F+  A I  ++ +
++  
Sbjct  538  
INPVEKGFREAAENGVLAGYPVVDLKITLFDGSFHEVDSSEMAFKLAASIGFKEGVQKGN  597

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRT  591
              LLEP +   +  P+EYL             I+  + ++         +P   +  
Y T
Sbjct  598  
PILLEPMMKVEVIVPEEYLGDVMGQINSRRGLIQGMEARQGNAQAIRSMVPLAEMFGYAT  657



Query  592  DLAFYTNGRSVCLTELKGYQAAVGQPVIQ  620
             L   T GR V   E   Y A V Q V +
Sbjct  658  QLRSATQGRGVFSMEFDHY-APVAQSVAE  685

>WP_002715366.1 elongation factor G [Afipia felis]
 EKS27764.1 elongation factor G [Afipia felis ATCC 53690]
Length=690

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/667 (28%), Positives = 298/667 (45%), Gaps = 
59/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMTQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WDGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +Q + D+L A                   D++  Q +  + 
+  
Sbjct  132  
VFCNKMDKTGADFYKCLQDIVDRLGAKPVAIQLPIGSENNFKGMIDLVRMQALVYNQD-A  190

Query  166  LEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L    D+E                  +A +E +D  L K++ G       L R  +
+ V 
Sbjct  191  
LGSMYDVEPIPADLADKAKEYREKLIEAAVELDDDALTKFLDGVEPDEATLKRLIRKAVL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS--------  252
              + +PV  G+A K  G+QPL+DAV             +   E G+  L  +        
Sbjct  251  
TGAFYPVLCGTAFKNKGVQPLLDAVVAYLPSPLDVPAIKGTDEDGNEILRHADDKEPMSL  310

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FK+          + R+YSG L     V  + REK  +I  M +           
AY 
Sbjct  311  



LAFKIMDDPFVGTITFCRIYSGVLTSGTGVINSTREKKERIGRMLLMHANNREDIKEAYA  370

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L      R  D L DP         E P P++   I PK+ A +E+L  AL 
+LA
Sbjct  371  
GDIVALAGLKEARTGDTLCDPDHPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLA  430

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-  428
              DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + E+  
K+A 
Sbjct  431  
AEDPSFRVSTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFREKITKSAE  490

Query  429  -
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              +T   +      +A +   V P   G+G Q+ES++  G + + +   V  G+   
+  
Sbjct  491  
VDYTHKKQTGGTGQFARVKFVVEPTEPGAGFQFESKIVGGAVPKEYIPGVEKGLNSVMTS  550

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ V D K+    G Y+   S+   F   +      AL++  + LLEP +   
+  
Sbjct  551  
GVVAGFPVVDVKVTLIDGAYHDVDSSALAFEIASRAAFRDALQKGKSVLLEPIMKVEVVT  610

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+
Sbjct  611  
PEDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQ  670

Query  607  LKGYQAA  613
               Y  A
Sbjct  671  FDHYAEA  677

>WP_076925899.1 elongation factor G [Pseudoalteromonas sp. EB27]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 311/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  



Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D+LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVEKTDEYYEMLVETALEQDDELLEAYMEGEAPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 



Sbjct  485  
KEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMGTGVLAGFPVLDVEIELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMNV  604

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLAFYT  597
             ++ P++++     D  +         +K  E   TG     ++P   +  Y   L   
T
Sbjct  605  DVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLRTMT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>WP_108305976.1 elongation factor G [Lysinibacillus jejuensis]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/661 (28%), Positives = 306/661 (46%), Gaps = 
65/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGGAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWNNHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSL---  160
            P ++FINK+D+ G D    V ++ D+L A+                   +++   +    
Sbjct  129  
PRIVFINKMDKMGADFLYSVGTLHDRLEANAHPIQLPIGAEDEFRGIIDLVEMNATFYGN  188

Query  161  -------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     + + E N+ ++EKY AGE IS+E+LV   
++  



Sbjct  189  
DLGTEVTEGEIPEEYKAQAEEYREKLIEGIAEVNEDIMEKYFAGEEISKEELVAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ-------
GSAA  248
                 +PV  G+A K  G++ ++D             A+TG+ +P  E+           
Sbjct  249  IAVDFYPVMCGTAFKHKGVRKMLDAAVAYLPAPTDVPAITGI-
RPDSEEEVVRHSSDEEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSG L+    V   +   RE++ +I +M   S+ 
EI  
Sbjct  308  
FSALAFKVMTDPFVGKLTFFRVYSGVLQSGSYVQNSSKGKRERVGRILQMHANSREEIAE  367

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                + G+I   +        D L D   L      E P P++  ++ PK+ A ++
++  
Sbjct  368  V---
FAGDIAAAVGLKDTGTGDTLCDEKDLVILESMEFPEPVISLSVEPKSKADQDKMGQ  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R   D  T + I+S +G + L+++   +  ++K++  V  P V 
Y E 
Sbjct  425  
ALAKLQEEDPTFRAHTDQETGQTIISGMGELHLDILVDRMRREFKVDANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +  AV  
G+
Sbjct  485  
FRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYVPAVEAGL  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  L  G+  G+ + D K     G Y+   S    F+  A + L+ A+ +    
LLEP +
Sbjct  545  
RDSLNNGVVAGYPLIDIKAKLYDGSYHDVDSNEMAFKIAASMALKNAVSKCNPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     +       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVMPEEYLGDVMGNITSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATTLRSSTQGR  664

Query  601  S  601
             
Sbjct  665  G  665



>WP_075483600.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 182/663 (27%), Positives = 303/663 (46%), Gaps = 
74/663 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WRDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------TVSL-
SPEIVLEENTDI  172
             F+NK+D+ G D    V  ++D+L A  ++ Q            V L   + ++ 
+N D+
Sbjct  132  
CFVNKLDRTGADFFRCVDMIKDRLGAKPMVMQIPIGIESSLQGVVDLVKMKAIVWKNEDL  191

Query  173  -EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              AW+                     + +E ++KL+E Y+ G+ I  E L++  ++   
+
Sbjct  192  
GAAWEEKEIPEDLKEICEKYRQELVESAVEQDEKLMESYLNGDQIKNEDLIKCVRKGCLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGE----------------
QGSAALCG  251
                PV  GSA K  G+QPL+DAV       + IG                 + +A    
Sbjct  252  
FDFVPVLTGSAFKNKGVQPLLDAVVDYLPSPEDIGSIKGTKPGSDDVVEMKFEDNAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    +    ++K  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGSLTFIRIYSGTVKSGTGIYNTSKDKEERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILPSDSVRLND---------
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            G+IV L      +           VL +P   P         P++   + PKT   



+E++
Sbjct  372  GDIVALAGLKYTITGHTLANEESPVLLEPMEFPD--------
PVIEIAVEPKTKGDQEKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  424  
GEALGRLAKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYR  483

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  LK +   +T   +      +A + LS+ PL  G G + ES++  G + + F   
V  
Sbjct  484  
ETILKQSEFDYTHKKQSGGAGQFARVKLSIEPLEPGKGREVESKIKGGAIPKEFIPGVEK  543

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI    + G+  G+ + D K+    GL++   S+   F   +    ++A   +  
+LLEP
Sbjct  544  
GIESVSDSGILAGFPIIDYKVTILDGLHHDVDSSVLAFELASRQCFKEACNRATLKLLEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++Y+     D       I T + + +  V T  +P   +  Y   L   
+ 
Sbjct  604  
IMRVEVVTPEDYMGDVIGDLNSRRGQINTQEQRGNATVITAMVPLANMFGYINALRSMSQ  663

Query  599  GRS  601
            GR+
Sbjct  664  GRA  666

>WP_079492322.1 GTP-binding protein [Maledivibacter halophilus]
 SKC73630.1 small GTP-binding protein domain-containing protein 
[Maledivibacter 
halophilus]
Length=648

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 161/610 (26%), Positives = 302/610 (50%), Gaps = 
21/610 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E LLY +  +   G V+   +  DT  +E++RGITI +     
++
Sbjct  5    
IGVLAHVDAGKTTFSEDLLYHTKTVRNRGRVDHKNSYLDTHEIEKERGITIFSDQAVIEY  64



Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ RS+ V+D AI++ISA +G+Q  T  ++  LRK  
+PT  
Sbjct  65   
KGSTYYLIDTPGHVDFSPEMERSIMVMDYAIIIISAVEGIQGHTETVWQLLRKHKVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G +++ V++ ++  L+ DI   Q         L++  D E  + + E 
+++L
Sbjct  125  FINKTDRVGANVERVLEEIKIDLTPDICYIQG-------
FLDDGLDEEIIEFIAERDEEL  177

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+  +  +++      ++ ++   ++    GSA +  G+   +D++  L +   
E  
Sbjct  178  LELYME-
DKYNKDLWTDRMKKMIKKNLIYMCSSGSALQDKGVSEFLDSINCLTET--EYM  234

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGEI  302
                   ++K+ + + G +  Y+++ SG++++RD +     E+    KI+++RI +  
+ 
Sbjct  235  
DGEFKARIYKIGHENSGTKITYMKILSGSIKVRDEIRYTYNEEEISEKISQIRIYNGVKY  294

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A  G+++ ++          LG+ +    K  + + +P L++ +   ++   
+ +
Sbjct  295  KTVDSAGAGQLIAVMGLSKTFAGQGLGNMS----
KEIQYNIVPTLKSKVIFDSSLNIKEV  350

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + A   L   DP L+   +    EI +  +G +QLE++  ++ +++        P+
++Y 
Sbjct  351  
VKAFKILDKEDPSLKVTWEEKLQEIHIHVMGPIQLEILEKIVKDRFGFSVEFGRPNILYK  410

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P    SG+++E+   + +L    QN 
VR  I
Sbjct  411  ETIKNKVIGYGHFE--
PLGHYAEVHLKIEPAERNSGLRFENLCHVDHLTSGNQNLVRYHI  468

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LLEPY 



Sbjct  469  
YEREHKGILAGSPLTDVKISLLTGRAHNKHTSGGDFRQATYRALRQGLEKADNILLEPYY  528

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +Y+ R   D  K   T +  + K  +V   G  P      Y  +L  
+T+GR
Sbjct  529  
DFKIKVDLDYMGRVLSDIQKCSGTFKNPESKDRKVTIKGRAPVATFMNYPKELVAFTSGR  588

Query  601  SVCLTELKGY  610
             +      GY
Sbjct  589  GMINLYFGGY  598

>WP_016798306.1 elongation factor G, partial [Vibrio cyclitrophicus]
Length=700

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 312/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A  +I+   +    E V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGATPLIMVLPIGREDEFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEITDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSVEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  



Sbjct  246  
TRDIAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDENGEETGEHAIVSTDE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFKFNSVVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                ++ G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FAGMMDNGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFAQY  672

>WP_094344972.1 elongation factor G [Nostoc sp. 'Peltigera 
membranacea cyanobiont' 
232]
 OYE01782.1 elongation factor G [Nostoc sp. 'Peltigera membranacea 



cyanobiont' 
232]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/693 (28%), Positives = 321/693 (46%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPE----IVL  166
            P + FINK+D+ G +   V + +RD+L A+ I  Q            V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYKVHEQIRDRLRANAIAIQLPIGSENDFQGIVDLVGQRAYIYAN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  A  E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETDIPEELQAQVDEFRTKLIEAAAETDDALMAKYFEGEELTEQEVKTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++ PV  GSA K  G+Q ++DAV              GL  P G+        
+  L
Sbjct  249  IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPSEVPPIQGLL-
PNGDTIERRADDNEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    +    
D  
Sbjct  308  AALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNASKNKKERISRLVLMKADDRQDVDEL  366

Query  309  YPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              G++      ++ L D L        G P  L        P P++   + PKT    
++



Sbjct  367  RAGDL----GAALGLKDTLTGDTLCDEGSPVILESLFI---
PEPVISVAVEPKTKNDMDK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  420  
LSKALQSLSEEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAY  479

Query  421  MERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   KA +      +  +      G   +++ P   G+G ++ S+++ G + + +    
Sbjct  480  
RETIRKAVNKVEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIAGGTVPKEYVGPA  539

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++   E G L G+ + D K     G Y+   S+   F+    + +++A+ ++   
+L
Sbjct  540  
EQGMKESCESGVLAGYPLIDVKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLKASPVIL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       IE+   +K     T ++P   +  Y TD
+   
Sbjct  600  
EPMMKVEVEVPEDYMGNVIGDLNTRRGQIESQSTEKGLAKVTSKVPLASMFGYATDIRSK  659

Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            T GR     E   Y+    +V + +I   + N+
Sbjct  660  TQGRGTFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_096021118.1 elongation factor G [Campylobacter lanienae]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +



Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTDFVEKDIPADLQEKANEYRNKMIEAVAETDDALMEKFFGGEELSNEEIKKGLKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  



Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>WP_075573969.1 elongation factor G [Ezakiella massiliensis]
Length=688

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 183/668 (27%), Positives = 312/668 (47%), Gaps = 
60/668 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  8    
KLRNIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGAAQMDWMAQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  ++NI+DTPGH+DF  EV RSL +LDGA+ +  AK GV+ Q+  ++    
K  +
Sbjct  68   
TAFWHDYQLNIIDTPGHVDFTVEVERSLRILDGAVALFCAKGGVEPQSETVWRQADKYKV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G D    ++ ++++L A+ +              I   V +  E
+  +
Sbjct  128  
PRIAFVNKMDRTGADFFRAIRMMKERLGANPVPIQLPIGKEDYFKGIVDLVKMKAEVYYD  187

Query  168  E-NTDI--------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            +   DI              E  + +IE+    +D+++  ++ GE +  EK+V   
++  
Sbjct  188  
DLGNDIREEEIPEDLRDLADEYREKLIESISDYDDEIMMMFLEGEEVPEEKIVAALRKAT  247

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSA---------ALC  250
               S+ PV  GSA K  G+QPL+DA+             + +  +G+           



L 
Sbjct  248  
VANSITPVLCGSAYKNKGVQPLLDAIVAYMPSPLDVPAIEGVDAEGNEITRHAGDDDPLS  307

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG+++    V       RE++ +I  M    + E+    
Sbjct  308  
ALAFKIVTDPFVGKLAYFRIYSGSIKSGSYVYNSTKGKRERIGRILLMHANKREEVEELH  367

Query  307  
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
                G  V L   +    D L            E P P++   I PKT A +E++  
AL 
Sbjct  368  AGAIGAAVGLKFTTT--
GDTLCAEEAPVILENMEFPEPVISVAIEPKTKASQEKMSIALV  425

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  +   D  T + I++ +G + L+++   L  ++K+E  V  P V Y E    
Sbjct  426  
KLAEEDPTFKTYTDHETGQTIIAGMGELHLDIIVDRLLREFKVEANVGNPQVAYKESITS  485

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +A        +   +  +    L V P   G G ++ + +  G + + F  +V  G
++  
Sbjct  486  
SAEAEAKYVRQTGGHGQYGHCKLRVEPQEPGKGYEFVNAIVGGVIPKEFIGSVDAGVQEA  545

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            LE G+  G+ V D K+    G Y+   S+   F+    + ++ AL+++   LLEP 
+   
Sbjct  546  
LESGIIAGYPVLDVKVTLFDGSYHDVDSSEMAFKIAGSMAVKDALQKASPTLLEPMMKVE  605

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL     D       I+  +++       G +P   +  Y T L   T 
GR+  
Sbjct  606  
ITTPEEYLGDVMGDVNGRRGRIDGMELENGLQTIHGFVPLSEMFGYATSLRSNTQGRANY  665

Query  604  LTELKGYQ  611
              E   Y+
Sbjct  666  SMEFDHYE  673

>WP_056487561.1 GTP-binding protein [Brevibacillus sp. Leaf182]
 KQS24067.1 elongation factor G [Brevibacillus sp. Leaf182]
Length=651

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 



matrix adjust.
 Identities = 176/615 (29%), Positives = 300/615 (49%), Gaps = 
19/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+   +  D+  +ER+RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDSFLDSHDIERKRGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                       ++DTPGH+DF +E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVMNDKGDVYYLIDTPGHVDFSSEMERAIGVMDYAIVIVSAVEGVQGHTETVWQLLRKHR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT  FINK D+ G D     + +R +L+ D+   +  + +  IV EE  ++     
+ E
Sbjct  121  IPTFFFINKTDRIGADANRTEEEIRSQLTRDVCSVKD-
NFANSIVGEELREM-----MTE  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ LLE +I  E + +   +   Q  ++D SLFP   GSA +  G+   ++ ++ 
L   
Sbjct  175  RNESLLEAFIE-
ERVDQAFWLGALQEMIRDGSLFPCASGSALQDDGVVEFLNQLSLLTTA  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRIP  297
              ++ +A   G ++K+ +T  G R  +++  SG L++R+ ++      R + KIT+
+ + 
Sbjct  234  TYDE-
TAPFGGRIYKIRHTANGLRLTFVKALSGKLKVRELLSYESGGLRYEEKITQILMV  292

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +    +    G++  +    V L++   G    L   ++  +  P L++ +   
++ 
Sbjct  293  NGRKSHSVEQVAAGDLFAV----
VGLSEAEAGQGVGLCSDKFAYETEPTLQSKVQFDSSL  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              +++L A   L   DP L    +    EI +  +G +QLEV+  ++ E++       
+P
Sbjct  349  
HVQQVLGAFRILNAEDPSLNVVWEESLQEIHIRVMGLIQLEVLEQVVKERFGFVVSFGQP  408

Query  417  



SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A +   H E  P   +A + L + P   GSG+ + S      L+ +
+QN 
Sbjct  409  EILYKETIQSAVTGYGHFE--
PLRHYAEVHLLLEPGERGSGIHFTSLCHPDELSFNYQNL  466

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            VR  +      GL  G  VTD KI    G  ++  +   DFR      L Q L+++   
L
Sbjct  467  
VRSHLYEREHHGLLTGMPVTDMKITLLRGRAHNEHTHGGDFREATFRALRQGLEKAENIL  526

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +      + R   D  +   + E  Q+     V TG +P      Y T
+ A 
Sbjct  527  
LEPYYDFKIKVGINEMGRVLSDIQRASGSFEPPQMSDTHTVITGRVPVATFMNYSTEFAS  586

Query  596  YTNGRSVCLTELKGY  610
            +T+GR        GY
Sbjct  587  FTHGRGSIRCVFGGY  601

>WP_087018979.1 elongation factor G [Butyricicoccus porcorum]
 OUM20503.1 elongation factor G [Butyricicoccus porcorum]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 191/683 (28%), Positives = 321/683 (47%), Gaps = 
83/683 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGAAVMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++H      
+
Sbjct  69   
TCHWKGHRINIIDTPGHVDFTVEVQRSLRVLDGSVCVFCAKGGVEPQSETVWHQADDYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKL-------------SADII-
IKQTVSLSPEIVLE  167
            P + F+NK+D  G +  +VV+ ++D+L              +D + I   +++  E
+  +
Sbjct  129  
PRMAFVNKMDIMGANFYNVVEMMKDRLKCKPVPIQLPIGSESDFVGIIDLMTMRAEVYYD  188



Query  168  E------NTDI---------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRV  208
            +      + DI         E  DA++E+    +D L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKDVRDEDIPADMLDKAQEYHDAMVESITETDDDLMMKYLEGEEITVEELKAALRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                L PV  G+A +  G+Q L+DAV              G+    GE+        
A  
Sbjct  249  
IANELVPVLCGTAYRNKGVQMLLDAVIDYMPAPIDIPPIKGINPDTGEEDERPSDDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+YSGT+    +V  A ++K     ++  M    + 
+I + 
Sbjct  309  
SALAFKIATDPFVGRLSFIRVYSGTVDAGTSVLNATKDKRERLGRLLLMHANHREDITKV  368

Query  306  DTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y G+I   +   +    D L D   P  L    +   P P++R  I PKT A 
+E++
Sbjct  369  ---YSGDIAAAVGFKNTTTGDTLCDEKHPIILESMNF---
PEPVIRVAIEPKTKAGQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P 
V Y 
Sbjct  423  
GIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYK  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K+A        +      +  + + + P   G G ++ ++V  G + + +   
V  
Sbjct  483  
ETIRKSADVECKYARQSGGKGQYGHVKIILEPNEPGKGYEFINKVVGGAIPKEYIEPVNQ  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  + A+K++   
L EP
Sbjct  543  
GIQGAMQNGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKDAMKKADPVLTEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       I+  + +      +  +P   +  Y TDL   
+ 



Sbjct  603  
IMQVDVMVPEEYMGDVIGDLNSRRGQIQGMEPRGAVQAISAAVPLSEMFGYATDLRSRSQ  662

Query  599  GRSVCLTELKGYQAAVGQPVIQP  621
            GR              GQ V+QP
Sbjct  663  GR--------------GQYVMQP  671

>WP_075501283.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/655 (29%), Positives = 296/655 (45%), Gaps = 
58/655 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WQDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----
VSLSPEIVL-------------  166
             F+NK+D+ G D    V  ++D+L A  ++ Q       SLS  + L             
Sbjct  132  
CFVNKLDRTGADFFRCVDMIKDRLGAKPLVIQVPIGIEASLSGVVDLVKMKAQVWKNEAL  191

Query  167  ---EENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E  DI             E  +  +E ++KL+E Y+ GE I  E L++  ++   
+
Sbjct  192  
GAEWEYKDIPDDLKEISQKYRTELVELAVEQDEKLMEAYLNGEEIKEEDLIKCIRKGTLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALCG  251
                PV  GSA K  G+QPL+DAV        + GS                   A    
Sbjct  252  
FDFVPVLTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGTKIGSDEEIDMKFDDKAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    +  + +EK  ++  M +           
A  
Sbjct  312  



LAFKVANDPFVGSLTFIRVYSGTIKSGTGIYNSSKEKEERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L    +      L D          E P P++   + PKT   +E++ +AL 
+LA
Sbjct  372  
GDIVALAGLKNTITGHTLCDEDNAVLLEPMEFPDPVIEIAVEPKTKGDQEKMGEALARLA  431

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
              DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E   
K+A 
Sbjct  432  
KEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETIEKSAE  491

Query  430  HT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
               IH +       +A + L V P   G G + ES +  G + + F   V  GI    
+ 
Sbjct  492  
FEYIHKKQSGGAGQFAKVKLFVEPQEPGKGREVESAIKGGAIPKEFIPGVEKGIESVSDS  551

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ + D K+    GL++   S+   F   +    ++A  + G +LLEP +   
+  
Sbjct  552  
GILAGFPMIDYKVTIVDGLHHDVDSSVLAFELASRACFKEACTQGGLKLLEPIMRVEVVT  611

Query  547  PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
            P++Y+     D       I T + + +  V T  +P   +  Y   L   + GR+
Sbjct  612  PEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINSLRSMSQGRA  
666

>WP_072732030.1 elongation factor G [Paenibacillus sp. NAIST15-1]
 GAV15817.1 elongation factor G [Paenibacillus sp. NAIST15-1]
Length=691

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 199/673 (30%), Positives = 319/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------
TVSLS  161
             ++NK+D  G D  +V++S++D+L A+ +  Q                          
L 
Sbjct  132  
AYVNKMDIIGADYLNVIESMKDRLQANAVAIQLPIGAENDFTGIIDLMEEKAYIFKDDLG  191

Query  162  PEI----VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E+    V  E  D      +E  + + E +++L+ KY+ GE I+  +L    ++ 
V   
Sbjct  192  
KEVDETEVPAEFKDKVAELRMEMIEKIAELDEELMMKYLEGEEITVPELKAALRKGVCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G   +  S          
Sbjct  252  
QIFPVVCGSSYRNKGVQLMIDAVVDYLPSPLDVPDIKGHLEDGEEEVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A  G RE++ +I +M   S+ EI    
T +
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSREEIA---TVH  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKSPIILESMNF---
PDPVISIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L + DP LR   D  T + ILS +G + L+++   +  ++K+ET V  P 
V Y 
Sbjct  422  
GTALSKLTEEDPTLRVYTDEETGQTILSGMGELHLDIIIDRMRREFKVETNVGSPQVAYR  481

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +   PL  GSG  +E+++  G + + +  
AV+ 
Sbjct  482  
ETFRQQAKVEGKFVRQSGGRGQYGHVWIDFEPLEAGSGFVFENKIVGGVVPREYVPAVQA  541



Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP
Sbjct  542  
GIEESMKNGVLAGFPLVDLKATIFDGSYHDVDSNEMAFKIAGSMALKAAKDKCKPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRAKVPLSEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>WP_067541854.1 GTP-binding protein [Emergencia timonensis]
Length=853

 Score = 254 bits (650),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 188/617 (30%), Positives = 293/617 (47%), Gaps = 
43/617 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K + IGILAHVDAGKTTL+E +LY +G     G V+ G    DT  LE+ RGITI 
+   
Sbjct  5    
KKLTIGILAHVDAGKTTLSEGILYLNGITRSLGRVDHGDAFLDTFELEKARGITIFSKQA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F     +V ++DTPGHMDF AE+ R+L VLD  ILVIS  DGVQ Q + L+  L 
+  I
Sbjct  65   
VFPLGEKEVTLLDTPGHMDFSAEMERTLQVLDYGILVISGPDGVQGQVQTLWKLLERYQI  124

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+DQ+G DL  +++ ++ KLS   +            L ++ D   ++     
Sbjct  125  PTFLFINKMDQSGADLTHIMEELKSKLSEHCL------------
LADHKDEMFYEQAALC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-P  240
            ++ +LEKY+    IS E +      R     LFP Y GSA K  G++  +D  T   
+ P
Sbjct  173  DEAVLEKYLETGVISDETISDLTASR----
KLFPCYSGSALKMEGVKEFLDEFTKYARCP  228



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  AA    VFK+     G R  +++L  G L ++D V      K KI ++RI 
S  
Sbjct  229  SYPEAFAA---RVFKITRDQQGNRLTHMKLVGGDLHVKDVVG-----
KSKINQIRIYSGS  280

Query  301  EIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA-----PKT  354
                 +    G +  +   +  R+   LG           ++  P+L T +      
PK 
Sbjct  281  RFQSVEAVQAGTVCAVTGLEDTRIGQSLG--------
TCEQEFNPLLDTVLTYQVLLPKD  332

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
              Q +     L QL +  P L    +    +I +  +G VQ E++  L+S+++ +E    
Sbjct  333  FDQ-
QAAYTKLKQLEEEIPELHVLWNEEKRQIHIQMMGEVQGEILKNLVSQRFDIEIGYG  391

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
              ++IY E   +      H E  P   +A + L + PL  GSG+ +++  S   L+
+++Q
Sbjct  392  SETIIYRETIAEKVEGVGHFE--
PLRHYAEVHLILEPLPQGSGMVFQTTCSEDDLSRNWQ  449

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
            + +   +     +G L G  +TD KI    G  +   +   DFR      + Q L 
++ +
Sbjct  450  
HLILSHLAEKPHRGVLTGSEITDIKITLAAGKAHVKHTEGGDFRQATYRAVRQGLCKAKS  509

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  + L  P + + RA  D  K   T    +   D  + +G+ P   +  Y
+ ++
Sbjct  510  
ILLEPYYEYRLEVPTDMVGRAMSDIQKMHGTCNPPENFGDMAILSGDAPVATMNGYQKEV  569

Query  594  AFYTNGRSVCLTELKGY  610
              Y+ G        KGY
Sbjct  570  ISYSRGSGRLFCFFKGY  586

>WP_080545323.1 elongation factor G [Faecalibacterium prausnitzii]
 PDX71349.1 elongation factor G [Faecalibacterium prausnitzii]
Length=708

 Score = 252 bits (643),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/684 (27%), Positives = 318/684 (46%), Gaps = 
83/684 (12%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  193

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN+++L+EKY+ GE 
I+R
Sbjct  194  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILVEAVAENDEELMEKYLEGEEITR  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            E+L +  ++     +L PV  GS+ K  G+Q L+DA+              G+     
EQ
Sbjct  254  
EELKKAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVEDIKGVNPETEEQ  313

Query  245  GS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
             +      A      FK+       +  Y R+YSG +    TV  +    +E++ 
+I +M
Sbjct  314  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDSKERMGRILQM  373

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  374  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  427

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E



Sbjct  428  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  487

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   K A+       +      +  + + + P   G G ++ + +  
G 
Sbjct  488  
ANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  547

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
+ A
Sbjct  548  
IPKEYIPAIDNGIQGAMKAGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKDA  607

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  608  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAFVPLAQMF  667

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  668  GYATDLRSKTQGRGQYVMEPSHYE  691

>WP_019932693.1 elongation factor G [Nocardia sp. BMG111209]
Length=700

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 178/665 (27%), Positives = 321/665 (48%), Gaps = 
67/665 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGITYKIGEVHDGAATMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEI---  164
            P + F+NK+D+ G D    VQ+++D+L A  ++ Q               V ++ +



+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVQTIKDRLGAKPLVIQLPIGAEDTFEGIVDLVEMNAKVWRG  190

Query  165  ---------VLEENTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                     V+E  +D+         E  +A+ E+++ LLEK+  GE ++ E++    
++
Sbjct  191  
ETKLGEQYEVVEIPSDLAEKAEEYRQELLEAIAESDEVLLEKFFGGEELTVEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------  248
               ++ L+PV  GSA K  G+QP++DAV   L  P+ + G+                   
Sbjct  251  
LTVNSELYPVLCGSAFKNKGVQPMLDAVIDYLPNPLDDGGTDGHVPGKEEEILHRDASVT  310

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+       +  Y+R+YSG +     V       +E+L K+ +M    
+  +
Sbjct  311  
EPFSALAFKIATHPFFGKLTYVRVYSGKVDSGAQVINSTKGKKERLGKLFQMHSNKENPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                  +   ++ L   +    D L DP           P P++   I PKT A 
+E+L 
Sbjct  371  TEAQAGHIYAVIGLKDTTT--
GDTLCDPQNQIVLESMTFPDPVIEVAIEPKTKADQEKLG  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ + A+ DP    ++D  T + ++  +G +QL++    +  ++K+E  + +P V 
Y E
Sbjct  429  
TAIQKFAEEDPTFNVKLDQETGQTVIGGMGELQLDIYVDRMKREFKVEANIGKPQVAYRE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYLNQSFQNAV  477
               + ++   +T   +   +  +A + +++ P     G  Y  E++V+ G + + +  
+V
Sbjct  489  
TITKKVEKLEYTHKKQTGGSGQFARVIIALEPFKGEDGATYEFENKVTGGRVPREYIPSV  548

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ + + K     G Y+   S+   F+    + L++A +++G  
+L
Sbjct  549  
DAGIQDSMQYGVLAGYPLVNVKALLLDGAYHEVDSSEMAFKIAGSMALKEAARKAGPVIL  608

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596



            EP ++  +  P+EY+     D       I+  + +    V    +P   +  Y  
DL   
Sbjct  609  
EPLMAVEVTTPEEYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFGYIGDLRSK  668

Query  597  TNGRS  601
            T GR+
Sbjct  669  TQGRA  673

>WP_069633186.1 elongation factor G [Campylobacter pinnipediorum]
 OPA76556.1 translation elongation factor G [Campylobacter 
pinnipediorum 
subsp. pinnipediorum]
 OPA82105.1 translation elongation factor G [Campylobacter 
pinnipediorum 
subsp. pinnipediorum]
 AQW84011.1 translation elongation factor EF-G [Campylobacter 
pinnipediorum 
subsp. pinnipediorum]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 178/666 (27%), Positives = 309/666 (46%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIAAHIDAGKTTTSERILYFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  73   
WKEHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  132

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------------IK  155
            +F+NK+D+ G +  +V Q ++D+L A+ +                              
K
Sbjct  133  
VFVNKMDRTGANFFNVEQQIKDRLKANPVPIQIPIGSEDNFKGVVDLVAMKALVWEDENK  192

Query  156  QTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             T     EI  E     E +     +A+ E +D L+EK+  GE ++ +++ +  +     
Sbjct  193  
PTTFAEKEIPAELKEKAEEYRAKMIEAIAETDDALMEKFFGGEELTTDEIKKGLKAGCLS  252



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQP-----
IGEQGSAALCGS  252
             ++ P+  G+A K  G+QPL+DAV              G ++      +         
G 
Sbjct  253  
MAIIPMLCGTAFKNKGVQPLLDAVVEYLPAPDEVAAIKGEYEDGTEVVVDSTDDGEFAGL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  ++R+Y G+L             +E++ ++ +M    + EI      
Sbjct  313  
AFKIMTDPFVGQLTFVRVYRGSLESGSYAYNPVKGKKERIGRLLKMHSNKREEISVLHAG  372

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G +V L  D++  + +  D   +  +R  + P P++   + PKT A +E++  
AL +L
Sbjct  373  EIGAVVGL-KDTLTGDTLSSDKDHVILERM-
DFPDPVISVAVEPKTKADQEKMAIALQKL  430

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
            A  DP  R   D  + + I+S +G + LE++   +  ++K++  V +P V Y E  
R   
Sbjct  431  
AQEDPSFRVGTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEVGQPQVAYRETIRKTV  490

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +    +      +  + L + PL  GSG ++ + +  G + + +  AV  G +  
L+
Sbjct  491  
EQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVVPKEYIPAVDKGCQEALQ  550

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP +   
+ 
Sbjct  551  
NGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKVEVE  610

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D  K    I +   +    + T   P   +  Y TDL   T GR+    
Sbjct  611  
TPEEYMGDVIGDLNKRRGQINSMDDRSGNKIVTAFCPLAAMFGYSTDLRSQTQGRATYSM  670

Query  606  ELKGYQ  611
            E   Y+
Sbjct  671  EFDHYE  676

>WP_107348263.1 elongation factor G [Photobacterium lutimaris]
 PSU34940.1 elongation factor G [Photobacterium lutimaris]



Length=695

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/681 (28%), Positives = 314/681 (46%), Gaps = 
70/681 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII------------------
KQTVSLSPEIVL  166
            IF+NK+D+ G D  +VV  V++ L A  +I                   +   +  
E  L
Sbjct  129  
IFVNKLDRMGADFFNVVDQVKNVLGATPLIMVLPIGREDDFVGVVDLLSRKAYVWDETGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDEVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA----L  249
             + FP + GSA K  G+Q ++DAV                     +P GE  + +    
L
Sbjct  249  
IAFFPTFCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVSVDEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMQADDRNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L D            P P++   + PK     E+
+  A
Sbjct  367  --



AQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVTPKDKGGSEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +A   S+T   +   +  +  I   + P  +GSG ++ S V  G + + F  AV  
G  
Sbjct  485  
TQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFKFTSSVVGGNVPKEFWPAVEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  545  
GMMDTGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIMA  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    I+        V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDHVGDVIGDLNRRRGMIKDQMAGTTGVRIKADVPLSEMFGYIGHLRTMTSGRG  664

Query  602  VCLTELKGYQ---AAVGQPVI  619
                E   Y    A V + VI
Sbjct  665  QFSMEFAHYSPCPANVAEQVI  685

>WP_063696477.1 GTP-binding protein [Pediococcus inopinatus]
Length=656

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/623 (30%), Positives = 297/623 (48%), Gaps = 
35/623 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+ESLLY +G + + G V+ G    D+  LE++ GITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSESLLYRAGELRKLGRVDNGDAFLDSDDLEKKHGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  +H   + ++DTPGH+DF ++    L+VLD AILVISA DG+Q  TR L+  L 
+ +



Sbjct  61   
ANLHYHNLDLTLLDTPGHVDFASQTEAVLSVLDYAILVISATDGIQGHTRTLWRLLERYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D    D Q V+  ++   S   I   T     E+  + N +I        
Sbjct  121  VPTFVFVNKMDMDRADKQQVLDQLQTVFSQGCIDFSTG--
KTELSDDANEEIAM------  172

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +LE ++    +  + + +  +RR     +FP Y+G+A K  GI P +D +      
Sbjct  173  RNDTVLESFLDIGNLDEDTVQQMIKRR----
EVFPCYFGAALKVAGIDPFLDGIERWTSE  228

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +        VFK+ + + G+R  ++R+  GTL  +  +     E  K  ++R+    
Sbjct  229  T--EVKPDFAARVFKISHDEKGERLTWVRVTGGTLATKAILL----
EDQKANQLRVYDGA  282

Query  301  EI-
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +  V+ +    G   I           LGD         +    P+L   + PK      
Sbjct  283  KFTVQQNITDGGVCAITGLTGTYPGQGLGDEADGATPSIQ----PVLNYALDPK-
GQDIH  337

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L AL QL D DP L     S   EI +  +G +QLE++  +L E++ L+    E 
S++
Sbjct  338  
VCLTALRQLEDEDPQLHVSWSSHLQEIRVQIMGEIQLEILQQILLEQFNLDVGFGEGSIL  397

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +      H E  P   ++ + L + P   GS + ++++ +L  L +++Q+ 
V  
Sbjct  398  YKETITQPVEGVGHFE--
PLRHYSEVHLLLQPAPKGSSLTFDTQCALDVLGKNWQHQVLT  455

Query  480  GIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESGTQ  534
             +R     G L G  +TD +I    G   +  S   DFR      + Q L    +  
G Q
Sbjct  456  
NLRSKEHLGVLVGAPITDMQITLVGGKASNVHSVGGDFREATWRAVRQGLMMLKERGGCQ  515

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE----
VVFTGEIPARCIQAYR  590
            LLEP+  F L   Q+ + RA +D  K   + +T ++  ++       TG  P   
+Q Y 
Sbjct  516  
LLEPWYQFRLEVGQDQVGRAMNDIQKMSGSFDTPEMTSNDDGALTTLTGVAPVSEMQDYA  575



Query  591  TDLAFYTNGRSVCLTELKGYQAA  613
             ++  YT+G+      + GYQA 
Sbjct  576  QEVRAYTHGKGQLECVIGGYQAC  598

>WP_024593825.1 elongation factor G [Pseudoalteromonas sp. TB13]
Length=694

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 197/675 (29%), Positives = 310/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGATPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDKTDEYYEMLVETALEQDDALLEAYMEGEAPSLEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPCPTEVDPQPLMDEEGNENGEFAVVSTDEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364



Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
KEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMGTGVLAGFPVLDVEIELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMNV  604

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLAFYT  597
             ++ P++++     D  +         +K  E   TG     ++P   +  Y   L   
T
Sbjct  605  DVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLRTMT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>WP_002307411.1 elongation factor G [Streptococcus mutans]
 EMC42767.1 elongation factor G [Streptococcus mutans SM1]
Length=693

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 



Sbjct  486  
RQATQAHGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_093062482.1 elongation factor G [Psychrobacillus sp. OK028]
 SDN92637.1 translation elongation factor 2 (EF-2/EF-G) 
[Psychrobacillus 
sp. OK028]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/666 (29%), Positives = 309/666 (46%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +FINK+D+ G D    V ++ D+L A+                    I +K T+    
L 
Sbjct  132  
VFINKMDKTGADFLYSVGTLHDRLQANAHPIQLPIGAEDQFNGIIDLITMKATLYGNDLG  191



Query  162  PEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             ++  EE         E +     +AV E ++ L+EKY+ GE I+ E+LV+  ++   
+ 
Sbjct  192  
TDVTEEEIPEEYKAQAEEYREKLIEAVAELDEDLMEKYLGGEEITNEELVQGIRKGTLNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCGS  252
              +PV  G+A K  G+Q ++DAV   L  P+                      S      
Sbjct  252  
EFYPVVCGTAFKNKGVQKVLDAVVAYLPSPLDIPAMKGIDPNTDEEIERHSDDSEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL+    V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLQAGSYVQNSTKGKRERVGRILQMHANSREEISEVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P++  ++ PK+ A ++++  
AL +L
Sbjct  372  DIAAAVGLKDTTT--
GDTLCDEKALVILESMEFPEPVISLSVEPKSKADQDKMGAALVKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
            A+ DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
AEEDPTFRVHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSYRETFRSSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  +P   G G ++E+ V  G + + +  AV  G+R  
L 
Sbjct  490  
QVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAVVGGVVPREYIPAVEAGLRDSLN  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ + D K     G Y+   S    F+  A + L+ A+ +    +LEP +   
+ 
Sbjct  550  
NGVLAGYPLIDIKAKLYDGSYHDVDSNEMAFKVAASMALKNAVSKVNPVILEPIMKVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EYL     D       +E    + +  V    +P   +  Y T L   T GR 
V   
Sbjct  610  
IPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRAMVPLAEMFGYATSLRSNTQGRGVFSM  669



Query  606  ELKGYQ  611
                Y+
Sbjct  670  TFDHYE  675

>PSR00624.1 elongation factor G [Bacteroidetes bacterium QS_9_68_14]
Length=701

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 183/665 (28%), Positives = 301/665 (45%), Gaps = 
60/665 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G +   G V +G    D M  E++RGITI +A 
T+  
Sbjct  16   
NIGITAHIDAGKTTATERILFYTGRLHRMGEVHEGAATMDWMDQEKERGITITSAATTCY  75

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGAI +  A  GV+ Q+  ++  + K +
+P +
Sbjct  76   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAIALFCAVGGVEPQSETVWRQMNKYDVPRI  135

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENTD  171
             F+NK+D+ G D ++V++ + D+L+A+ +            K  + L  +  IV +
+ T 
Sbjct  136  
AFVNKMDRTGADFENVIEMMEDRLAANAVPVQIPIGAGDMFKGVIDLIENQAIVWDDETK  195

Query  172  IEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
               WD                     AV E++D+L+ KY+ GE I+ +++    ++    
Sbjct  196  
GVKWDVLDIPEDMEGAAERWRVNLLEAVAEHDDELMMKYLDGEEIAPDEVRAAVRKATVA  255

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------------QPIGEQG-----
SAALCG  251
              +  V+ GSA K  G+Q L+D V                  Q   E+            
Sbjct  256  
QDMTAVFCGSALKNKGLQRLLDGVVDYLPSPLEVPPVTGRIPQTEDEEDRHPEEDEPFSA  315

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSKGEIVRTDTAYP  310
              FK+   +   +  +LR+YSGTL     V  A   E  +I  +           D    
Sbjct  316  
VAFKIATDEYVGKITFLRVYSGTLEKGSKVYNATNDEDERIGRLMFMHSDSREDVDMVRA  375

Query  311  GEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368



            G+I   +  SD+ +  D + D          E P P++R  I PK+ A R++L + 
L +L
Sbjct  376  GDICAAVGLSDT-
KTGDTVCDADHPIILEEMEFPEPVIRIAIEPKSKADRDKLGNGLLKL  434

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
            A+ DP      D  T + I++ +G + LE++   L  ++ +E  V  P V Y E    
+ 
Sbjct  435  
AEEDPTFEVSTDEETGQTIIAGMGELHLEIIVDRLKREFGVEANVGRPQVAYREAITSMY  494

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               + +  +      +A + +  +P   G+G ++   +  G + + F  +V  GI+  
+E
Sbjct  495  
DEHYQLKKQTGGRGQFAEVYVEFSPTEDGTGFEFIDEIKGGNIPREFIPSVEKGIQSAME  554

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            QG L G+ +   K     G Y+   S    F         +A +++   L+EP +   
+ 
Sbjct  555  
QGPLAGYPIEGVKARLYDGDYHEVDSDQVAFEMAGRTAFREAARQADPALMEPIMEVEVV  614

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P EY+     D       IE    +    V    +P   +  Y TDL   T GR+
+   
Sbjct  615  
TPDEYMGEVIGDLNGRRGRIEKMDQRDTAQVVNAFVPLAEMFGYSTDLRSLTQGRAIYTM  674

Query  606  ELKGY  610
            +   Y
Sbjct  675  QFSEY  679

>WP_046180691.1 elongation factor G [Domibacillus tundrae]
Length=692

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 314/674 (47%), Gaps = 
77/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V ++ D+L A+                    I +K TV    
L 
Sbjct  132  
VFVNKMDKLGADFLYSVGTIHDRLMANAHPIQLPIGAEDDFSGIIDLIEMKATVYGNDLG  191

Query  162  PEIVLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             EI +    DI A              +AV E +++L+EKY+ GE ++ +++    
++ V
Sbjct  192  TEIDV---
VDIPADYKDQADEYREKLIEAVAELDEELMEKYLGGEELTNDEIKAAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV                 P  E+         
A  
Sbjct  249  
INVEFFPVMVGSAFKNKGVQLMLDAVIDYLPAPTDVPAIKGTLPDSEEEVERAASDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSG L+    V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGVLQSGSYVQNSTKGKRERVGRILQMHANSREEISQV  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360
               Y G+I    + +V L D     T    K          P P++  ++ PKT A 
+++
Sbjct  369  ---YAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMVFPDPVIHLSVEPKTKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +AL +L + DP      D  T E+I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MTNALQKLQEEDPTFHAHTDPETGEVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G+G ++ + V  G + + +  
AV+
Sbjct  482  
RETFRASAQVEGKFARQSGGRGQFGHVWIEFSPNEEGAGFEFINGVVGGSVPREYIPAVQ  541



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  ++ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
LLE
Sbjct  542  
AGLQDAMKNGVLAGYQLIDVKARLFDGSYHDVDSSEMAFKIAASMALKNAVSKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P EYL     D       +E  + + +  V    +P   +  Y T+L   
T
Sbjct  602  
PLMKVEVVIPDEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSQMFGYATNLRSNT  661

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  662  QGRGNYSMHFDHYE  675

>WP_096016432.1 elongation factor G [Campylobacter lanienae]
Length=691

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTDFVEKDIPADLQEKANEYRNKMIEAVAETDDALMEKFFGGEELSNEEIKKGLKAGCLA  251



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675



>WP_074961081.1 GTP-binding protein [Ruminococcus albus]
Length=858

 Score = 254 bits (650),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/615 (30%), Positives = 305/615 (50%), Gaps = 
39/615 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD+GKTTL+E++LY SGAI + G V+      D   +ER RGITI +    
F++
Sbjct  7    
IGILAHVDSGKTTLSEAMLYKSGAIRKLGRVDHKDAFLDNNPIERDRGITIFSKQAVFEY  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E  R+L V+D AILVIS  DGVQ  T+ L   L + 
+IPT I
Sbjct  67   
GGVGFTLLDTPGHVDFSGETERTLRVIDAAILVISGTDGVQPHTKTLARLLERYDIPTFI  126

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D  G     V+ SV            T ++    V       E  +A+    
+++
Sbjct  127  FVNKMDMDGARKDFVMNSV------------
TAAMGERCVSFAQPADELTEALSLCTEEM  174

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +E+Y+    IS   ++    +R     L PV +GSA +  GI+ L+D ++  + P+ 
E+ 
Sbjct  175  MEEYLEKGKISDSNIISAIAQR----HLIPVCFGSALRLEGIEALLDCISK-
YIPLPEE-  228

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE----
MRIPSKGE  301
            +A     V+K+   D G +  ++++  G+L +RD +    RE  +++E    +R+ 
S  +
Sbjct  229  NAEFGAKVYKI-
TEDNGAKLTHMKITGGSLAVRDVLTYTDREGEEVSEKVGRIRVYSGEK  287

Query  302  IVRTDTAYPGEIVILPSDSVRL-NDVLG-
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                +    GE+  +P+ +       LG +PT   +     +P+   R  IAPK   
+  
Sbjct  288  ARNAEVVVQGEVCAVPALTATFAGQGLGFEPTDTEQIL---EPVLTYR-
VIAPKEVDEHT  343

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             LL  L  L D DP +    +   HE+  + +G VQ EV+  ++SE++ +E  + E  
+ 



Sbjct  344  -
LLSRLRILEDEDPTMAVNYNEQLHEVTAALMGEVQAEVLKRIVSERFGMEIELSEGRIA  402

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P+  A H       P   +A + L + PL  GSG++++S  S   L+++
+Q  
Sbjct  403  YRETIVEPIDGAGH-----
FEPLRHYAEVHLRLEPLPRGSGLEFDSDCSEDILSRNWQRL  457

Query  477  VRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   ++    +G+   + +TD +I    G  +   +   DFR      + Q L+++ 
+ L
Sbjct  458  
ILTHLKEKTHRGVLTCSPITDMRITLTAGRAHLKHTEGGDFRQATYRAVRQGLRKAKSIL  517

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ ++ L  P   + RA  D  +  A  E  +   +  V TG  P   ++ Y 
TD+A 
Sbjct  518  
LEPWYAYRLEIPAANVGRALTDLDRMGAHAEPPETDGETAVLTGTAPVSKLRFYHTDVAG  577

Query  596  YTNGRSVCLTELKGY  610
            YT G         GY
Sbjct  578  YTKGLGRLSCRAAGY  592

>WP_045518156.1 GTP-binding protein [Clostridium sporogenes]
Length=651

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 164/614 (27%), Positives = 294/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNILRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPE++          + 



+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKPLNSDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ +    LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLINRTELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIALPNSENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINGDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVIKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEASERNSGITFESACHTDDLTVGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFERDYHGILTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +++ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDFMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY



Sbjct  587  TKGKGKFNFVFDGY  600

>WP_068099558.1 MULTISPECIES: elongation factor G [Rhodococcus]
 AMY17806.1 Elongation factor G [Rhodococcus sp. PBTS 1]
 SFA52412.1 translation elongation factor 2 (EF-2/EF-G) [Rhodococcus 
kroppenstedtii]
Length=700

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 181/669 (27%), Positives = 321/669 (48%), Gaps = 
75/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGISYKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ+++D+L A                   D++       
S 
Sbjct  131  
PRICFVNKMDKLGADFYFTVQTIKDRLGAKPLVIQLPIGAEDGFEGIVDLVEMNAKVWSG  190

Query  163  EIVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  D+                E  + V E+++ LLEK+  GE +S E++    
++
Sbjct  191  
ETKLGEKYDVREIPADLQEKAEQYRQELLETVAESDEALLEKFFGGEELSIEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
               ++ L+P+  GSA K  G+QP++DAV                           
+P  +
Sbjct  251  
LTVNSELYPILCGSAFKNKGVQPMLDAVIDYLPSPLDVESVQGHAPNNEEEILTRRPSSD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSK  299
            +  AAL    FK+       +  Y+R+YSG +     V       +E+L K+ +M    
+
Sbjct  311  EPFAALA---



FKIATHPFFGKLTYVRVYSGKVDSGSQVINSTKGKKERLGKLFQMHSNKE  367

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              +    TA  G I  ++        D L DP +         P P+++ +I PKT 
+ +
Sbjct  368  NPVA---
TASAGHIYAVIGLKDTTTGDTLCDPQQQVILESMTFPDPVIQVSIEPKTKSDQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP    ++D  T + ++  +G + L+++   +  ++K+E  V 
+P V
Sbjct  425  
EKLGTAIQKLAEEDPTFSVQLDEETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQV  484

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYLNQSF  473
             Y E   + ++    T   +   +  +A + + + P     G+  ++E++V+ G + 
+ +
Sbjct  485  
AYRETITKTVEKHEFTHKKQTGGSGQFAKVIIGLEPFVGEDGATYEFENKVTGGRVPREY  544

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  ++ G L G+ + + K+    G Y+   S+   F+      L++A 
+++G
Sbjct  545  
IPSVDAGAQDAMQYGVLAGYPLVNLKMTLIDGAYHDVDSSEMAFKIAGSQALKEAARKAG  604

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P+EY+     D       I+  + +    V    +P   +  
Y  D
Sbjct  605  
PVILEPLMAVEVTTPEEYMGDVIGDVNSRRGQIQAMEERSGARVVKALVPLSEMFGYIGD  664

Query  593  LAFYTNGRS  601
            L   T GR+
Sbjct  665  LRSRTQGRA  673

>WP_074276035.1 elongation factor G [Bradyrhizobium erythrophlei]
 SIO50250.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium erythrophlei]
Length=690

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/666 (28%), Positives = 297/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFYKCLDDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEDEAL  191

Query  166  LEENTDIE---------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DI+                 +A +E +D  L  Y+ G+      L R  ++ 
V  
Sbjct  192  
GANFKDIDIPADLVEKAKEYREKMLEAAVELDDDALAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + I + G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGIDDDGNEVVRHADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L     V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLASGTGVINSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKQVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRSYKVDANIGAPQVAFRERVTKRAEV  491



Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIIVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_091984585.1 elongation factor G [Pseudoalteromonas 
denitrificans]
 SFC82742.1 translation elongation factor 2 (EF-2/EF-G) 
[Pseudoalteromonas 
denitrificans DSM 6059]
Length=698

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 197/690 (29%), Positives = 312/690 (45%), Gaps = 
77/690 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WDDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166



            IF+NK+D+ G D   VV+  +D L+A+ +++   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVKQTQDVLAANPLVMVLPIGIEDEFVGVVDLLTRKAYVWDDSGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D L+E Y+ GE  S E++ R  ++  
+ 
Sbjct  189  
PENYEVTDVPADMVDKVEEYREMLIETAVEQDDDLMEAYMEGEEPSLEEIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-
GEQGSA-----------ALC  250
               FP Y GSA K  GIQ ++DAV            QP+  E+G A           
+  
Sbjct  249  
MDFFPTYCGSAFKNKGIQLILDAVVDYLPSPTEVDPQPLTDEEGEATGAVATVSPDESFK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL   DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKISDDRFGA-
LTFVRIYSGTLNKGDTILNAATGKTERIGRMCEMQADDRNEL---S  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAQAGDIIAIVGMKSNVQTGHTLCDPKDPIILEAMVFPEPVISISVKPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E ILS +G + L++   +L   Y +E  V +P V Y 
E  
Sbjct  425  
IGKMVAEDPTFKVETDQDSGETILSGMGELHLDIKVDILKRTYGVELEVGQPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                  S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  
G +
Sbjct  485  
TSEIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFVFSSSVVGGNVPKEFFPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D +I    G +++  S+   F   A     Q++ ++G QL
+EP + 
Sbjct  545  
SMMDEGVLAGFPVLDVEIELYDGGFHAVDSSAVAFEIAAKGAFRQSIPKAGAQLIEPIMK  604

Query  542  



FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I         V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLNRRRGMINGQDAGATGVRIKADVPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
                E   Y             PNS  +KV
Sbjct  665  QFSMEFSHYMPC----------PNSVAEKV  684

>WP_071644101.1 GTP-binding protein [Paenibacillus polymyxa]
 APB68909.1 GTP-binding protein [Paenibacillus polymyxa]
Length=654

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 181/615 (29%), Positives = 290/615 (47%), Gaps = 
19/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHDIERARGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++      ++DTPGH+DF  E+ R++ V+D AIL++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVIEYKGDSYYLIDTPGHVDFSPEMERAIQVIDYAILIVSAVEGVQGHTETVWQLLRKHR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT  FINK D+ G D+      +R +L+ ++    T SLS  IV E        
+A+ E
Sbjct  121  IPTFFFINKTDRIGADVGRTEADIRQQLTGEVCCI-TQSLSDGIVGE-----
PLREAMAE  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LLE ++ G   S   L    QR +    LFP  YGSA +  GI   +D +  
L   
Sbjct  175  RDEALLEAFLEGREDSGFWL-
EALQRMIAAGLLFPCAYGSALQDTGIIEFLDQLHLLTTT  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMRIP  297
              ++ +A+  G V+K+ +   G R  +++   G L++R+ ++  +GR +   KIT 
+ + 
Sbjct  234  TYDE-
NASFQGRVYKIRHDAGGARLTFIKALGGQLKVREQLSYESGRVQYDEKITRIFLF  292



Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +    +    G++  +    +      LG  +     +   D  P L++ +    
+ 
Sbjct  293  NGLKSRPVEQVEAGDLFAVAGLSAAEAGQGLGSIS----
DKLAYDSEPTLQSKVVFDNSI  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              +++L A   L   +P L    D    EI +  +G +QLEV+  L+ E++       
+P
Sbjct  349  
HVQKVLGAFRTLEAEEPSLNVVWDEKLQEISIRVMGLIQLEVLEQLVRERFGFAISFGQP  408

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A     H E  P   +A + L + P   G G+ ++SR     LN S
+QN 
Sbjct  409  EILYKETIQSAVKGYGHFE--
PLRHYAEVHLLIEPGERGKGILFDSRCHADDLNISYQNL  466

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +R+ +      GL  G  VTD  I    G  +   +   DFR  A   L Q L+++   
L
Sbjct  467  
IRNHLYEREHHGLLTGMPVTDVNITLLRGRAHKEHTHGGDFREAAFRALRQGLEKADNVL  526

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +    + + R   D  +        Q    + V TG +P      Y  
+ A 
Sbjct  527  
LEPYYDFKIKVAIDEMGRVLSDIQRASGIFNPPQTTGTQAVVTGRVPVSTFMNYSAEFAS  586

Query  596  YTNGRSVCLTELKGY  610
            +T+GR        GY
Sbjct  587  FTHGRGSIRCVFSGY  601

>PAY32988.1 elongation factor G [Lactobacillus salivarius]
Length=647

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 183/622 (29%), Positives = 301/622 (48%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  9    



LKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  68

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  69   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  128

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II     + S + ++E   DI   D    
Sbjct  129  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----NFSSDNMIE---
DIATCD----  176

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  177  --ESLFEDYLQTNTIPDEKIL----
SLISDRVVFPCYFGSALKLDGIDEFLQGFNHWTQE  230

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  231  --SHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  284

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  285  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  333

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  334  
NGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDQYNLNVTF  393

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
LN+++
Sbjct  394  TKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLNKNW  451

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  452  
QHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  511



Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   + V TG  P   
+  
Sbjct  512  ENNNCQLLEPWCRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
DGVLTGIAPVSEMYD  568

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  569  YATNVRSYTHGNGTLELEISGY  590

>WP_002806559.1 elongation factor G [Campylobacter coli]
 EIA67453.1 elongation factor G [Campylobacter coli 1098]
Length=691

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 179/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TD    
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDFRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_011473878.1 elongation factor G [Rhodopseudomonas palustris]
 Q211E5.1 RecName: Full=Elongation factor G; Short=EF-G
 ABD88991.1 translation elongation factor 2 (EF-2/EF-G) 
[Rhodopseudomonas 
palustris BisB18]
Length=690



 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/666 (28%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA++V+    GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVVVLDGNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +Q + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFYKCLQDIIDRLGAKPIAIQLPIGEESNFKGLVDLVRMKGVIWEDEAL  191

Query  166  LEENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DI+                 +A +E +D++L  ++ G       L R  ++ 
V  
Sbjct  192  
GANFKDIDIPADLVEKAKEYREKLVEAAVELDDEVLTAFLDGVEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQG---------
SAALCGS  252
            ++ +PV  GSA K  G+QPL+DAV             + + + G         S  
L   
Sbjct  252  
SAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDDDGNEIIRLPNDSEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLISGTGVVNSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L D  +       E P P++   I PKT A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDANKPVILEKMEFPEPVIEIAIEPKTKADQEKLGVALAKLAA  431



Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDLESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A +   V P   G G ++ES+V  G + + +   V  G+   
L  G
Sbjct  492  
DYTHKKQTGGTGQFARVKFIVEPNEPGKGFEFESKVVGGAVPKEYIPGVEKGLNSVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +      
P
Sbjct  552  
VVAGFPVVDVKVTLIDGAYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVECVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_089868516.1 GTP-binding protein [Lachnospiraceae bacterium G11]
 SDA69606.1 small GTP-binding protein domain-containing protein 
[Lachnospiraceae 
bacterium G11]
Length=864

 Score = 254 bits (650),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/624 (29%), Positives = 297/624 (48%), Gaps = 
51/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+E++LY +GAI   G V+   T  DT  +ERQRGIT+ 
+  
Sbjct  1    
MKKIVMGILAHVDAGKTTLSEAILYNTGAIRNLGRVDNRDTFLDTDSIERQRGITVFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGHMDF AE  R+LAVLD A+L++SA DGV   T +L+ 



ALR   
Sbjct  61   
AIFTHEDTYVTLLDTPGHMDFSAETERTLAVLDVAVLLVSATDGVDGHTLLLWKALRHYG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PTVIF+NK D  GVD ++V +++ +K    I+   +      I +              
Sbjct  121  
VPTVIFVNKTDMPGVDRKAVFENISEKFGGGIVDFSSDDRDENIAM--------------  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ L+EKY+         ++      + +  LFPV++GSA K  G++ L+D +      
Sbjct  167  CDEGLMEKYLEEGKFEDSDIL----
TTMVNEQLFPVFWGSALKNEGVKELVDFICRYTPE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            +  +G       VFK+     G+R  ++++  G+ ++++TV  +   K KI ++RI 
S  
Sbjct  223  V--EGGEEFGARVFKITRDSKGERLTHVKITGGSCKVKETVEGS---
KDKINQIRIYSGE  277

Query  301  EIVRTDTAYPGEIVILP--SDSV------
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +    D    GEI      SD++       L +  G+P   P + +           
+ P
Sbjct  278  KFETRDEVTKGEICAFVGLSDTITGRGLGSLKETSGEPLMTPVQSY--------
SIILPP  329

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +  A     L  L  + D DP L          + +S +G V LE++ A + E++ 
+   
Sbjct  330  EVPAV--
TFLPKLKMMEDEDPTLTVTKSEDDGTLGISVMGEVGLEILKAKIKERFDVNVD  387

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                 ++Y E    P++   H       P   ++ + L + P+ LGSG+ +++ VS   
L
Sbjct  388  FAPGKILYRETVASPVEGVGH-----
YEPLRHYSEVHLLLEPMPLGSGLSFDTAVSTDEL  442

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            + ++Q  +   ++    +G L G  +TD KI    G  +   +   DFR      L 
Q L
Sbjct  443  
DLNWQRLILTHLKEKEHKGVLTGSPITDMKITLVAGRAHLKHTEGGDFRQSTYRALRQGL  502

Query  529  KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET-
AQVKKDEVVFTGEIPARCIQ  587
             ++   LLEP   F +  P E + RA  D  +  A         KD    +G +    



+ 
Sbjct  503  
MKTENILLEPMYDFTINLPTESVGRAMSDLERMGARFSVEGTTGKDTTTISGRVSVYEMS  562

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y ++L  YT G+   +    GY+
Sbjct  563  NYDSELKTYTRGQGELICVASGYE  586

>WP_002351865.1 elongation factor G [Streptococcus mutans]
 EMC30163.1 elongation factor G [Streptococcus mutans ST6]
Length=693

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEKITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305



                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_107695337.1 elongation factor G [Campylobacter concisus]
Length=692

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 183/681 (27%), Positives = 308/681 (45%), Gaps = 
85/681 (12%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDG + V  +  GVQ Q+  ++    
K ++
Sbjct  70   
TAFWKGYQINLIDTPGHVDFTIEVERSMRVLDGTVSVFCSVGGVQPQSETVWRQANKYHV  129

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +   V + +R++L A+ I                            
Sbjct  130  
PRIVFVNKMDRIGANFFRVEEQIRERLKANPIPIQIPIGAEDNFRGVVDLVRMKAYVWND  189

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D L+EK+ AGE +S E++ +  
+  
Sbjct  190  
EKKPTDYVEEEIPAEVKEKAEEYRAKLIEAVSETDDSLMEKFFAGEELSEEEIKKGIKAG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAALCGSVFKVEYTDCGQ-  263
                ++ P+  G+A K  GIQPL+DAV         I         G+   VE TD 
G+ 
Sbjct  250  
CLRMTITPMLCGTAFKNKGIQPLLDAVVDYLPAPDEIAAINGVYEDGAEVTVESTDDGEF  309

Query  264  --------------RRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                          +  ++R+Y G+L               R+   + +   ++ 
+ITE+
Sbjct  310  
AALAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDCKERIGRLLKMHSNKREEITEL  369

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPK  353
                 G +V       G+ +    D V L               R D P P++   
+ PK
Sbjct  370  FAGEIGAVVGLKNTLTGDTLASEKDKVILE--------------
RMDFPEPVISVAVEPK  415

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+
+  V
Sbjct  416  
TKADQEKMAIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEV  475



Query  414  KEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E  R      +    +      +  + L + PL   SG ++ + +  G 
+ +
Sbjct  476  
GQPQVAYRETIRKTVEQEYKYAKQSGGRGQYGHVFLRIEPLPAASGFEFVNDIKGGVVPK  535

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
++
Sbjct  536  
EYIPAVEKGCKEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARK  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  +LEP +   +  P+EY+     D  K    + +   +    +     P   +  
Y 
Sbjct  596  
AGAVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVNSMDDRNGVKIIAAYCPLAQMFGYS  655

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            TDL   T GR+    E   Y+
Sbjct  656  TDLRSMTQGRATYSMEFDHYE  676

>WP_024955257.1 elongation factor G [Sulfurospirillum arcachonense]
Length=692

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/691 (27%), Positives = 322/691 (47%), Gaps = 
77/691 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYTGISHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    
+  +
Sbjct  69   
TCEWRNHQINIIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANRYEV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G D   V + ++ +L +                   D++  + +    
Sbjct  129  
PRMVFVNKMDRTGADFYEVEKQIKTRLKSTPIPIQIPIGAEENFKGVVDLVKMKALMWED  188



Query  163  EIVLE---ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  +    E  +I A              +AV E +D L+EK++ GE ++ E++    
+ 
Sbjct  189  
EAAMGSAYEEQEIPADLVEKANEYRDRMVEAVSETDDALMEKFLEGEELTNEEIAAGIKA  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------
TGLFQPIGEQGSAALCGSVFKVEYT  259
                 +  P+  G+A K  G+QPL+DAV       T +    GE      C     
VE +
Sbjct  249  GCHAMTFIPMLCGTAFKNKGVQPLLDAVVDYMPSPTEVHAIKGEYEDGKEC----
VVESS  304

Query  260  DCGQ---------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
            D G                +  ++R+Y G+L        + +EK     ++ +M    
+ 
Sbjct  305  
DDGDFAALAFKIMTDPFVGQLAFVRVYRGSLDSGSYAYNSSKEKKERVGRLLKMHANKRE  364

Query  301  EIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            EI    T Y GEI  V+   D++  + + G+  ++  +R  + P P++   + PKT 
A +
Sbjct  365  EI---KTLYAGEIGAVVGLKDTLTGDTLTGEKDKVILERM-
DFPDPVISVAVEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA  DP  R E D  + + I+S +G + LE++   +  ++K++  V 
+P V
Sbjct  421  
EKMGVALQKLAQEDPSFRVETDEDSGQTIISGMGELHLEILVDRMMREFKVDAEVGQPQV  480

Query  419  IYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   K+         +      +  + L + P+  GSG ++ + +  G + + 
F  A
Sbjct  481  
SYRETIKKSVEQEYKYAKQSGGRGQYGHVYLKLDPMEAGSGFEFVNAIKGGSVPREFIPA  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G    ++ G L G+ V D K+    G Y+   S+   F+  A +  ++  + +   
+
Sbjct  541  
VEKGCIEAMQGGVLAGYPVEDVKVTLYDGSYHDVDSSEMAFKLAASMGFKEGARNANAII  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P++++     D  +    I + + +    +     P   +  Y 
TDL  
Sbjct  601  



LEPMMKVEVETPEDFMGDVIGDLNRRRGQINSMEDRSGNKIVNAFCPLSEMFGYSTDLRS  660

Query  596  YTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             T GR+    E   Y+     V + +I+ R 
Sbjct  661  QTQGRASYSMEFDHYEEVPKNVAEEIIKKRN  691

>SCI16473.1 Tetracycline resistance protein tetM from transposon 
Tn916 [uncultured 
Coprococcus sp.]
Length=900

 Score = 255 bits (652),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 182/618 (29%), Positives = 307/618 (50%), Gaps = 
41/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVD+GKTTL+E++LY +G I + G V+      DT   ER+RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDSGKTTLSEAMLYTAGKIRKLGRVDHKDAYLDTDAQERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   ++ ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ+ T  L+  L
++  
Sbjct  61   
AVFTYDGMEITLLDTPGHVDFSAEMERTLQVLDYAILVINGMDGVQSHTDTLWKLLKRYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  G D  +V Q++R KL  D +   +     +I +              
Sbjct  121  
IPTFIFVNKMDMEGTDKDTVFQNIRKKLDGDCVDFSSGDRDEQIAMA-------------  167

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQ  239
             +++LL+ Y+    +  E ++      + D  +FP ++GSA K  G+Q L+DA+ T 
+  
Sbjct  168  -DERLLDTYLDSGMVEVEDIIEA----
ILDRKIFPCFWGSALKLSGVQELLDAMNTYMVM  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P     +A   G +FK+     G+R  Y+++  G+L+ R+ +   G E  K+ +
+RI S 
Sbjct  223  PT---YNAEFGGRIFKISRDAKGERLTYMKVTGGSLKCREQI--EGTEG-
KVNQIRIYSG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-
REDPLPMLRTTIAPKTAAQR  358
                  + A  G +  +          LG+ +        +E+    L   ++ K 



+   
Sbjct  277  ARYETVEEASAGTVCAVTG--------
LGETSAGQGVGCEQENVFAGLEPVLSYKVSYPE  328

Query  359  ER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            ++    +L  + QL + +P L  E    T EI +  +G+VQL+V++ ++ +++       
Sbjct  329  
DKDAVVVLRDIRQLEEEEPELHVEFAQETGEIFVKVMGQVQLQVLTQIIKDRFGYLISFG  388

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               +IY E   +      H E  P   +A + L + PL  GSG+Q+++  S   L+
+++Q
Sbjct  389  MGRIIYKETLAEPVMGVGHFE--
PLRHYAEVHLLMEPLEPGSGMQFDTICSEDVLDKNWQ  446

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  +   +   DFR      + Q L     
Sbjct  447  
RLILTHLEEKEYRGVLTGAPITDMKITVTAGRAHQKHTEGGDFRQATYRAVRQGLMMGEC  506

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEP  +F L  P E   RA +D  +        +++ +  + TG  P   +Q Y
+ D+
Sbjct  507  
RLLEPVYAFRLEIPTEMTGRAMNDITRMHGRFAQPEIEGEMSILTGTAPVATMQEYQQDV  566

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G+      L+GY+
Sbjct  567  TAYTRGQGKLSCTLQGYE  584

>WP_106809337.1 elongation factor G [Candidatus Sulfotelmatobacter 
kueseliae]
Length=695

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/675 (28%), Positives = 306/675 (45%), Gaps = 
74/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHRIGEVHEGTATMDWMEQEQERGITITSAATTCT  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDGA+ V  A  GVQ Q+  ++    K  



+P +
Sbjct  72   
WRDIRINIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVHGVQPQSEKVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
             FINKID+ G D +  + ++R +LSA  +            K  V L             
Sbjct  132  
CFINKIDKMGADFEHAIDTIRKRLSAKPVAIQIPIGQEDKFKGVVDLINMKAVVWKDDTI  191

Query  161  -----SPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 + EI  E     EA+ A     + EN+D++L K++ GE I+ ++L    +R    
Sbjct  192  
GAEYDTEEIPAELKKKAEAFHAQLVESIAENDDEILHKFLEGEEITADELRASLRRSTIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQP---IGE-------QGSA---------
ALCG  251
              +FPV  G+A K  G+QPL+DAV         +GE        G A             
Sbjct  252  
LKVFPVVVGTAFKNKGVQPLLDAVVDYLPSPLDVGETHGMNPDNGQAISRKPADNEPFSA  311

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
              FK+       +  ++R+YSG L+  D+V       L +   +    G +++       
Sbjct  312  LAFKIMADSFVGQLTFIRVYSGQLQTGDSV-------
LNVRTGKTERIGRLLKMHANKRE  364

Query  312  EIV-ILPSD--------
SVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            EI  IL  D        +V   D + + T        E   P++   + PKT A 
+E++ 
Sbjct  365  
EISEILAGDICAAVGLRNVSTGDTICNETHPIALESIEFATPVISVAVEPKTKADQEKMG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA  DP  +   D  + + I+S +G + LE++   +  +Y++E  V +P V 
Y E
Sbjct  425  
MALGKLAQEDPTFKVHTDPDSGQTIISGMGELHLEIIVDRMMREYRVEANVGKPQVAYRE  484

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               R  +A    I  +      +    + + P   G+G ++ + +  G + + +   
+  
Sbjct  485  TIRRHAEAEGKYIR-
QTGGRGQYGHAKIYLDPQPPGTGYEFVNEIVGGSVPKEYIKPIDQ  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S    F+    +  ++A + +   
LLEP
Sbjct  544  



GMQEAMEGGVLAGYPMVDVKATLYDGSYHEVDSNEMAFKIAGSMAFKEAARRASPVLLEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +  P++Y      D       IE  + +    V    +P   +  Y T +   
T 
Sbjct  604  
VMAVEVVTPEDYAGTIMGDLSSRRGRIEGMEHRAGSQVIKAIVPLAEMFGYATHMRSSTQ  663

Query  599  GRSVCLTELKGYQAA  613
            GR+        Y+ A
Sbjct  664  GRAEYSMHFARYEEA  678

>WP_072534233.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 251 bits (640),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 299/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T+     +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTLGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  



Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSKLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVE  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_008105597.1 elongation factor G [Verrucomicrobiae bacterium 
DG1235]
 EDY80557.1 translation elongation factor G [Verrucomicrobiae 
bacterium DG1235]
Length=698

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 198/669 (30%), Positives = 310/669 (46%), Gaps = 
68/669 (10%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
T+  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMEQEQERGITIQSAATTCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG + V  A  GV+ Q+   +    +  
+  V
Sbjct  70   
WKDHRFNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCASGGVEPQSETNWRYANESEVARV  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL--
SPEIVLEENTD  171
            I+INK+D+ G D   V++ ++D+L A+ ++           K  V L      V 
+E+ D
Sbjct  130  
IYINKMDRVGADYYRVIKQIKDRLGANPLVMVLPIGKETELKGVVDLLTRKAWVWDESGD  189

Query  172  ----------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                            +E W     +  +E +D+L+EKY+ GE  S + L +  ++   
+
Sbjct  190  
PLNYEITDVPADMADQVEEWREKLIETAVEQDDELMEKYLEGEEPSVDALKKCIRKGTIN  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GS+ K  G+Q ++DAV            QP       E G  A+        
Sbjct  250  
LDFFPTYCGSSFKNKGVQNVLDAVVEYLPSPTEVKPQPEVDAEGNETGEFAIVDPKRPVR  309

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGT+    T+     G+ E++ +I EM   ++ EI   
D
Sbjct  310  ALAFKIMDDKYGA-
LTFMRIYSGTISKGSTLVNTFTGKTERIGRIIEMHADNRQEI---D  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +   G+IV  L   +V+    L D            P P++  +I PK  A  E+L  
AL
Sbjct  366  
SCQAGDIVAFLGMKTVQTGHTLADENDPATLEPMVFPDPVISISITPKDKANAEKLGVAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             ++   DP  R E D  + E IL  +G + L++   +L   Y  E  V +P V Y 
E   
Sbjct  426  
GKMIAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGAEVEVGKPLVAYRESIT  485



Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    +T   +   +  +  I  ++TP   G+G Q+ES+V  G + + F  A+  
G +
Sbjct  486  TPI-
TDGYTHKKQSGGSGQYGKIEYTITPGEPGTGFQFESKVVGGNVPKEFWPAIEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ + D K     G ++   S+   F   A     Q++ ++  Q
+LEP + 
Sbjct  545  
SCIEKGVLAGYPMVDVKFELLDGGFHPVDSSAVAFEIAAKAGYRQSVPKANPQILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++  +E +     D  +    I++       V    + P   +  Y   L   T
+GR 
Sbjct  605  
IDVFVAEESIGDVIGDLNRRRGMIKSQDATTTGVQIKADAPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_043032008.1 GTP-binding protein [Clostridium botulinum]
 KIS24011.1 elongation factor G [Clostridium botulinum B2 450]
Length=651

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 294/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANGENVIEDIKLNFTKKVCFIDKPLNSDELSPELI----------



EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++   LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKTELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L +++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
QKFSGRVYKIRHDEQNNRLTYIKALSGSLNVKEEIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKAIYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNSGITFESACHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G L G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFEKDHHGVLTGSPITDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVGTFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600



>WP_078424308.1 elongation factor G [Campylobacter pinnipediorum]
 AQW87264.1 translation elongation factor EF-G [Campylobacter 
pinnipediorum 
subsp. caledonicus]
Length=692

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 178/666 (27%), Positives = 311/666 (47%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIAAHIDAGKTTTSERILYFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  73   
WKEHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII----------K  155
            +F+NK+D+ G +  +V Q ++D+L A                   D++           
K
Sbjct  133  
VFVNKMDRTGANFFNVEQQIKDRLKANPVPIQIPIGSEDNFKGVVDLVTMKTLVWEDENK  192

Query  156  QTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             T  +  EI  E     E +     +++ E +D L+EK+  GE ++ +++ +  +     
Sbjct  193  
PTTFVEKEIPAELKEKAEEYRAKMVESIAETDDALMEKFFGGEELTTDEIKKGLKAGCLS  252

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQP-----
IGEQGSAALCGS  252
             ++ P+  G+A K  G+QPL+DAV              G ++      +         
G 
Sbjct  253  
MAIIPMLCGTAFKNKGVQPLLDAVVEYLPAPDEVAAIKGEYEDGTEVVVDSTDDGEFAGL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  ++R+Y G+L             +E++ ++ +M    + EI      
Sbjct  313  
AFKIMTDPFVGQLTFVRVYRGSLESGSYAYNPVKGKKERIGRLLKMHSNKREEISVLHAG  372

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368



              G +V L  D++  + +  D   +  +R  + P P++   + PKT A +E++  
AL +L
Sbjct  373  EIGAVVGL-KDTLTGDTLSSDKDHVILERM-
DFPDPVISVAVEPKTKADQEKMAIALQKL  430

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
            A  DP  R   D  + + I+S +G + LE++   +  ++K++  V +P V Y E  
R   
Sbjct  431  
AQEDPSFRVGTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEVGQPQVAYRETIRKTV  490

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +    +      +  + L + PL  GSG ++ + +  G + + +  AV  G +  
L+
Sbjct  491  
EQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVVPKEYIPAVDKGCQEALQ  550

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP +   
+ 
Sbjct  551  
NGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKVEVE  610

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D  K    I +   +    + T   P   +  Y TDL   T GR+    
Sbjct  611  
TPEEYMGDVIGDLNKRRGQINSMDDRSGNKIVTAFCPLAAMFGYSTDLRSQTQGRATYSM  670

Query  606  ELKGYQ  611
            E   Y+
Sbjct  671  EFDHYE  676

>WP_100417512.1 elongation factor G [Bradyrhizobium lablabi]
 PJJ13316.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium lablabi]
Length=690

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 189/666 (28%), Positives = 296/666 (44%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFFKCLDDIVDRLGAKPIAIQLPIGSENNFKGLVDLVRMKGVVWEDEAL  191

Query  166  LEENTDIE---------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DI+                 +A +E +D  L  Y+ G+      L R  ++ 
V  
Sbjct  192  
GANFHDIDIPADLVDKAKEYREKMLEAAVELDDDALAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGS---------
AALCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEIVRLPNDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLASGTGVVNSTRDRKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L D  +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDANKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K   
H
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRVEH  491

Query  431  --
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
              T   +      +A+I + V P   G G ++ES++  G + + +   V  G+   
L  G
Sbjct  492  



SYTHKKQTGGTGQFAAITIIVEPNEPGKGFEFESKIVGGAVPKEYIPGVEKGLESVLTSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F         +AL+   + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLIDGKYHDVDSSALAFEIATRACFREALQMGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_086994389.1 elongation factor G [Pseudoalteromonas sp. JB197]
 SJN27603.1 Translation elongation factor G paralog 
[Pseudoalteromonas sp. 
JB197]
 PCC14271.1 elongation factor G [Pseudoalteromonas sp. JB197]
Length=694

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 307/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    GTT TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGMIHKSGDSHDGTTVTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESGVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            IF+NK+D+ G D   VV+ V+D L+A                   D++ K+      
S  
Sbjct  129  
IFVNKLDRMGADFFRVVKQVKDVLAATPLVMTLPIGREDEFVGVVDVLTKKAYVWDDSGQ  188



Query  162  PEIVLEENTDIEAWDAV-----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE    ++   +  D V           +E +D L+E Y+ GE  S   + R  ++  
++
Sbjct  189  
PENYEIKDVPADMVDQVEEYHEMLIEIAVEQDDDLMEAYMEGEMPSEADIKRCIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA +  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAYRNKGMQLILDAVVDYLPAPTEVNPQPLMDEEGNENGEFAIVSTDLPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  AV  
G + 
Sbjct  485  
KEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMNEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++ +     D  +    +   +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDNVGDVIGDLNRRRGMLSNQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664



Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_002277579.1 elongation factor G [Streptococcus mutans]
 EMB76500.1 elongation factor G [Streptococcus mutans 2VS1]
 EMP67455.1 elongation factor G [Streptococcus mutans AC4446]
Length=693

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  



AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_027187298.1 elongation factor G [Desulfovibrio cuneatus]
Length=691

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 190/683 (28%), Positives = 314/683 (46%), Gaps = 
94/683 (14%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RGITI +A 
T+  



Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGVSHKIGETHDGAATMDWMAQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++       
+P +
Sbjct  72   
WKDHRLNIIDTPGHVDFTMEVERSLRVLDGAIAVFDAVAGVEPQSETVWRQANNYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
             F+NK+D+ G +    V  +RD+L A                   D++ +Q         
Sbjct  132  
CFVNKMDRVGANFFRCVDMIRDRLKAKPVVLQIPIGAEDLLEGVVDLVTEQAIVFDKSTK  191

Query  158  -----VSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 V+  P+ + E+  ++ A   D+V E ++ LLEKY+ GE ++ E++    +R    
Sbjct  192  
GKELVVTAVPDDLKEKVAEMRAVLLDSVAEEDEVLLEKYLGGEELTVEEIQTCIRRATIG  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-------QPIG-------------
EQGSAALC  250
              + PV  GSA + LG+QPL+DAV           Q +G                +  
L 
Sbjct  252  
QKIVPVLCGSAFRNLGVQPLLDAVVAYLPSPLDIEQMVGINPDKEEEEIVCHSDDNEPLA  311

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
            G VFK+          + R+YSG L    TV     G++    ++ +M    + E+    
Sbjct  312  
GLVFKLFSDPYIGHLSFFRIYSGMLESGQTVLNTTTGKKDRVGRLLQMHANKREEV---K  368

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV I+    V   D +    R  +      P P++   I PKT A R+ L  
AL
Sbjct  369  
WAGAGDIVAIVGLKQVSTGDTICSVDRPVKLESLNIPEPVIEVAIEPKTKADRDALSAAL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA  DP  R + D  T++ +++ +G + LE++   L+ ++ +   V +P V Y 
E   
Sbjct  429  
NKLAKEDPSFRVKGDEETNQTLIAGMGELHLEIIVDRLTREFNVNANVGKPQVAYRETIS  488

Query  423  RPLKAA-------------
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +P K+               H + IE+ PN                 G ++ + +S 
G +
Sbjct  489  KPGKSDMKYAKQSGGRGQYGHCV-IEIEPN--------------



FEKGYEFVNSISGGVI  533

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  A+  GI+  L+ G+  G+ V D K+   +G Y+   S+   F     + +
++A+
Sbjct  534  
PKEYIPAIDKGIQDALKSGVVAGFPVVDVKVTLTFGSYHEVDSSEQAFYIAGSMAIKEAM  593

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            ++SG  LLEP +   +  P +Y+     D       +++ + +        ++P   
+  
Sbjct  594  
QKSGPVLLEPIMDVEVVTPDDYVGEVMGDLNSRRGRVQSMEARVGSQSVRAQVPLSEMFG  653

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y TDL   T GR+    +   Y+
Sbjct  654  YATDLRSKTQGRANFTMQFHHYE  676

>WP_030456365.1 GTP-binding protein [Herbidospora cretacea]
Length=598

 Score = 249 bits (635),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 196/627 (31%), Positives = 295/627 (47%), Gaps = 
47/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + NIGILAHVDAGKTT+TE +L+A+GA  + G V  GTT TD    ER RGITI 
AA 
Sbjct  1    
MTLRNIGILAHVDAGKTTVTERVLFATGATYKQGEVHHGTTVTDFDPQERDRGITIFAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
+  
Sbjct  61   
VTCHWRGAQINLIDTPGHVDFSDEVERSLRVLDGAVAVFDAVAGVEPQSEAVWRRADRYG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D+ G DL + V+++R +L    ++       P +V          + 
V E
Sbjct  121  VPRIVFVNKMDRPGADLDATVEAIRRRLHPVPLVLG----RPGLV----------
EQVAE  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             +  +L++Y    P + ++ +RE    + + ++  V  GSA +  GI+ L+DAV   
L +



Sbjct  167  RHPDVLDEYPHVSPATLQRALRELT--LSNEAVV-
VLSGSAYRNQGIEALLDAVVAYLPE  223

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P  E+      G VFKV      +R  +LR+YSGTLR  DTV       L +T  R    
Sbjct  224  PRVEE--RPFSGLVFKV-----AERTAFLRVYSGTLRKGDTV-------
LDMTTGRTERV  269

Query  300  GEIVR--------TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              I+R         D A  G+IV +    SVR    L DP             P++   
+
Sbjct  270  
SRILRIQADRHTDIDRAEAGDIVAVTGPKSVRTGTTLADPAAPLVLEPPSTTEPVVSVAV  329

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
               T A+ ++L  AL +LAD DP +R   D  T + ILS LG + LEV    +     
L 
Sbjct  330  
EAATGAEHQKLAVALARLADEDPSIRVRTDPETGQTILSGLGELHLEVAVEKIRRDRGLT  389

Query  411  TVVKEPSVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLG  467
              V  P V   E  ++  +  ++  V  +     +A + + V P        + S 
V  G
Sbjct  390  IRVGAPQVALRETVVQGVTGVLYRHVKQDGGAGQYAHVRIDVEPCD--
EPFAFASTVVGG  447

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + +  AV  G R  L +G L G  V   ++    G  +   S+   FR+   + 
L +
Sbjct  448  
RVPKEYVKAVEQGCRDALAEGPLGGHPVMGLRVTLTDGATHVKDSSELAFRTAGRLALRE  507

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            AL+     +LEP     +  P +       D       ++  + +   VV T  +P   
+
Sbjct  508  
ALRSCRMAVLEPVTEVTVTVPDDLAGGVLGDLAARKGQVQGTEARPGTVVITATVPLAEV  567

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAA  613
              Y T L   T GR    T   GY  A
Sbjct  568  FGYATRLRSRTQGRGAFTTRPAGYAEA  594

>WP_006703606.1 elongation factor G [Granulicatella elegans]
 EEW92484.1 elongation factor G [Granulicatella elegans ATCC 700633]
Length=695

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 



matrix adjust.
 Identities = 195/674 (29%), Positives = 320/674 (47%), Gaps = 
77/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V+++ ++L A+                I   + +  EI   
+  
Sbjct  133  
VFANKMDKIGADFLYSVRTIHERLQANAHPIQLPIGAEDEFSGIIDLIKMKAEIYTNDLG  192

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +AV E +++L+E+Y+ G+ IS+E+L    ++    
A
Sbjct  193  
TDIQETDIPEDLQDLAEEWREKLVEAVAETDEELMERYLEGDEISQEELKAAIRKATCAA  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              +PV  GSA K  G+Q ++DAV   L  P+                      E+  
+AL
Sbjct  253  
EFYPVLCGSAFKNKGVQLMLDAVVDYLPSPLDVPAIKGIDPNTDAEVERHSSDEEPFSAL  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSGTL+    V       RE++ +I +M   S+ 
EI   
Sbjct  313  A---
FKVMTDPFVGRLTFFRVYSGTLQSGSYVKNSTKGKRERVGRILQMHANSRQEIPEV  369

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
               + G+I      +V L D     T    K        E P P++   I PK+ A 
+++
Sbjct  370  ---FSGDIAA----
AVGLKDTTTGDTLCDEKAEVILESMEFPDPVIEVAIEPKSKADQDK  422

Query  361  



LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   +  T E +++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  423  
MGIALQKLAEEDPTFRAYTNQETGETVIAGMGELHLDIIVDRMRREFKVEANVGAPQVSY  482

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +   P   G+G ++E+ +  G + + +  
AV 
Sbjct  483  
RETFRASTQAEGKFVRQSGGKGQYGHVWIEFAPNEEGAGFEFENAIVGGVVPREYIPAVE  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  +E G L G+ + D K     G Y+   S+   F+  A + L+ A K++   
+LE
Sbjct  543  
AGLKDAMENGVLAGYPLVDIKAKLYDGSYHDVDSSETAFKVAASMALKAAAKKAQPSILE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P ++  +  P+EY              +E ++V+ +  +  G IP   +  Y T L   
T
Sbjct  603  
PMMAVEITVPEEYFGDVMGHVNARRGRVEGSEVRGNAQIVKGMIPLSEMFGYATTLRSAT  662

Query  598  NGRSVCLTELKGYQ  611
             GR         Y+
Sbjct  663  QGRGTFSMTFDHYE  676

>WP_097773654.1 elongation factor G [Faecalibacterium prausnitzii]
 SCH17010.1 Vegetative protein 19 [uncultured Faecalibacterium sp.]
 PDX65364.1 elongation factor G [Faecalibacterium prausnitzii]
 PDX77167.1 elongation factor G [Faecalibacterium prausnitzii]
Length=708

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 188/684 (27%), Positives = 316/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 



Sbjct  74   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  193

Query  157  TVSLSPEIVLEE-NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN++ L+EKY+ GE 
I+R
Sbjct  194  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILIEAVAENDEVLMEKYLEGEEITR  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            E+L    ++     +L PV  GS+ K  G+Q L+DA+              G+     
EQ
Sbjct  254  
EELKAAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVEDIKGVNPETEEQ  313

Query  245  GS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
             +      A      FK+       +  Y R+YSG +    TV  +    RE++ 
+I +M
Sbjct  314  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDARERMGRILQM  373

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  374  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  427

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  428  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  487

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   K A+       +      +  + + + P   G G ++ + +  
G 
Sbjct  488  
ANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  547

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527



            + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
+ A
Sbjct  548  
IPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKDA  607

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  608  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNSRRGQIQGMEAMAGTQRVNAFVPLAQMF  667

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  668  GYATDLRSKTQGRGQYVMEPSHYE  691

>WP_020007569.1 elongation factor G [Salinicoccus albus]
Length=694

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 187/673 (28%), Positives = 309/673 (46%), Gaps = 
73/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI-----------
IIKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G D    V ++ D+L A+              K  + L        N 
DI 
Sbjct  132  
VFVNKMDKVGADFDYAVSTLNDRLQANAHPIQYPIGAEDNFKAIIDLIEMKAFYYNNDIG  191

Query  173  -----------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             E  + +IE     N++++EKY+ GE I+ ++L    ++   
D 
Sbjct  192  
TEIEEIEIPDDYKAKADELREGLIEGLADVNEEIMEKYLGGEEINTDELRAAIRQATCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQ-------------



GSAALCG  251
              +PV  G+A K  G+Q L++AV          +PI G +              S     
Sbjct  252  
EFYPVMCGTAFKNKGVQLLLNAVIDYLPSPLDVKPIVGHKKNDEDAKIIARPDDSEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ E+     
Sbjct  312  
LAFKVMSDPFVGKLTFFRVYSGTLESGSYVRNSAKDKRERVGRILQMHANSRQEL---SA  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRK------
RWREDPLPMLRTTIAPKTAAQRERL  361
             + G+I      +V L D     T    K         E P P++  ++ PK+ A 
++++
Sbjct  369  VHAGDIAA----
AVGLKDTGTGDTLCDEKGEHVILESMEFPEPVIHLSVEPKSKADQDKM  424

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              +L +L + DP      D+ T ++I+  +G + L+V+   +  ++K++  V  P 
V Y 
Sbjct  425  
TSSLVKLQEEDPTFTARTDNETGQVIIGGMGELHLDVLVDRMKREFKVDCNVGAPMVSYR  484

Query  422  ERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E    +AS       +      +  + +  TP   G G +++  +  G + + F  
+V +
Sbjct  485  
ETFKTSASVQGKFARQSGGRGQFGDVHIEFTPNEQGGGFEFKDNIVGGAVPREFIPSVEE  544

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  LE G L G+ + D K     G Y+   S+   F+  A + L++A K     
+LEP
Sbjct  545  
GLKNSLEGGVLAGYPLVDVKARLFDGSYHEVDSSEMAFKVAASMALKEAAKVCDPVILEP  604

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EYL     D       +E    +    V    +P   +  Y T+L   
T 
Sbjct  605  
MMKVEIVMPEEYLGDIMGDVTSRRGRVEGMGERGGAQVVDAFVPLSEMFGYATNLRSNTQ  664

Query  599  GRSVCLTELKGYQ  611
            GR         Y+
Sbjct  665  GRGTYTMAFDHYE  677

>CDD57279.1 putative uncharacterized protein [Bacteroides 
pectinophilus CAG:437]
Length=890



 Score = 255 bits (651),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/626 (29%), Positives = 297/626 (47%), Gaps = 
43/626 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL E +L+A G I + G V+      D   +ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLAEGILHACGTIRKAGRVDHKDAFLDNGEMERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                W  C + I+DTPGH+DF AE+ R+L VLD A+LVI  KDGVQ     L+  L 
+  
Sbjct  61   
ARVTWKDCDITILDTPGHVDFSAEMERTLQVLDYALLVIDGKDGVQGDVHTLWQLLGRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+DQ G D ++V+  +R KL  +I+         EI  +  ++ EA + 
+  
Sbjct  121  VPVFIFVNKMDQPGTDREAVLTELRHKLDNNIM---------
EIPSDIASEPEAAEELAM  171

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDA----
SLFPVYYGSAKKGLGIQPLMDAVTG  236
             +++L+E+Y+    I        E   V DA     LFP ++GSA K  GI  L+D 
+  
Sbjct  172  CSEQLMEEYLENGSI--------
EADSVNDAICERKLFPCFFGSALKEEGITELLDGINS  223

Query  237  LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR----
DTVALAGRE--KLK  290
            + + +  +        V+K+     G R  Y+++  GTLR++    ++ +  G    
+ K
Sbjct  224  MTENM--
EYPEEFGARVYKIGRDASGVRLTYMKVTGGTLRVKMMVGNSCSADGDNVWEEK  281

Query  291  
ITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              ++R+ +      T+    G+I  +      L    G    +      E+  P+L   
I
Sbjct  282  ADQLRLYNGAGYQMTEKVEAGDICAVTG---LLKTFAGQGLGIE----
SENSAPVLEPVI  334

Query  351  APKTAAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
              +     E      L  + QL + +P L       + EI +  +G+VQ+E++ + 
L+E+
Sbjct  335  
TYRLILNDETDPVVALGKVRQLEEEEPELHVTWQEESREIHIQVMGQVQMEILKSTLAER  394



Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            + +E      S++Y E   +      H E  P   +A + L + P   GSGVQ  S  
S 
Sbjct  395  FGIEAEFDAGSIVYKETLAEPVVGIGHFE--
PLRHYAEVHLLMEPGERGSGVQIASLCSS  452

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
              L++++Q  +   +   +  G L G  +TD +I    G  +   +   DFR      
+ 
Sbjct  453  
DELDKNWQRLILTHLEERIHPGVLTGSELTDVRIILIAGRAHDKHTEGGDFRQATYRAVR  512

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            Q L+     LLEP+  F L  P + + +A  D  +     +    + D+ + TG  
PA  
Sbjct  513  
QGLRSGRNILLEPWFDFRLEVPADNIGKAMSDVTRMHGEFQPPVTEGDKCILTGSAPAAA  572

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            ++ Y  ++  YT G       LKGY+
Sbjct  573  MRDYSREVTAYTRGHGRLTCTLKGYE  598

>WP_101080903.1 elongation factor G [Psychromonas sp. Urea-02u-13]
 PKG40561.1 elongation factor G [Psychromonas sp. Urea-02u-13]
Length=698

 Score = 251 bits (642),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 197/684 (29%), Positives = 314/684 (46%), Gaps = 
70/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
TCFWDDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSRV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV+  +D L A+ +++   + +  + V               
Sbjct  126  



ARIIFVNKLDRMGADFYRVVKQTQDVLGANPLVMVLPIGIEDDFVGVVDLLTRKAFIWDD  185

Query  166  --LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN  +E   A                 +  +D+LLE Y+ GE  S   + R  
+  
Sbjct  186  
SGLPENFKVEDVPADMVDKVEEYREMLLEEALGQDDELLEAYLEGEEPSLADIKRCIRMG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GE-
QGSAALCGS--  252
             +    FP Y GSA K  G+Q ++DAV            QP+    GE  G  A+  
+  
Sbjct  246  
TRTMDFFPTYCGSAFKNKGVQNILDAVVDYLPCPTDVDPQPLTDDEGEPNGEYAIVSTEE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + 
E+ 
Sbjct  306  SFKALAFKITDDRFGS-
LTFVRIYSGTLKKGDTIMNAATGKTERVGRMCEMQADDRNEL-  363

Query  304  RTDTAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +A  G+I+ +     +V+    L DP           P P++  ++ PK     
E++
Sbjct  364  --
QSAQAGDIIAIVGMKTNVQTGHTLCDPKNPIVLEAMVFPNPVISISVTPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E ILS +G + L++   +L   Y +E +V EP 
V Y 
Sbjct  422  
GIAIGKMVAEDPTFKVETDIDSGETILSGMGELHLDIKVDILKRTYGVELLVGEPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +    S+T   +   +  +  I   + P   GSG  ++S V+ G + + F  
A+  
Sbjct  482  
ETITQETEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFKSIVTGGNVPKEFFPAIEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFKGMMDTGVLAGFPVLDVEIELYDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +S  ++ P +++     D  +    I   +     V    ++P   +  Y   L   



T+
Sbjct  602  
IMSVDVFTPDDHVGDVIGDLSRRRGMIAGQEPGASGVRIKADVPLSEMFGYIGSLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR     E K Y    ++V + VI
Sbjct  662  GRGQFSMEFKNYMPTPSSVAEAVI  685

>CUO62749.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Lachnospira 
pectinoschiza]
Length=868

 Score = 254 bits (650),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 185/618 (30%), Positives = 299/618 (48%), Gaps = 
41/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+LAHVDAGKTTL+ES+LY SGAI + G V+      D    ERQRGITI 
+  
Sbjct  1    
MKKLVIGMLAHVDAGKTTLSESILYTSGAIRKLGRVDNKDAFLDNNDYERQRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +    V ++DTPGH+DF AE+ R+L VLD A+LVI+  DGVQ  T  L+  L
+++ 
Sbjct  61   
AVFTYKDLDVTLLDTPGHVDFSAEMERTLWVLDYAVLVINGMDGVQGHTETLWGLLKRLK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+DQ G D   +++ +++KLS+  +    +      V  E    EA + 
V++
Sbjct  121  VPVFIFVNKMDQQGTDRHRILEQLKNKLSSGCVDFDRLDYEELAVCNE----
EALEQVLD  176

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + +++  + G  IS        QR V     FPV +GSA +  G+  L+D +   
+  
Sbjct  177  --EGIVDDKLIGNMIS--------QREV-----FPVIFGSALRLDGVDRLLD-
IMNKYCE  220

Query  241  IGEQGS---
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            + E G    + +   V+K+   D G+R  ++++  G+L+ +  +        KI +
+RI 
Sbjct  221  VSENGDDKQSDMSARVYKISRDDRGERLTHIKVTGGSLKAKQLI-----
NGEKINQIRIY  275



Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
            S  +    + A  G I  +   D       LG      R+     P+  P+L   I    
Sbjct  276  SGEKYTSVNEAVCGSICAITGLDGTYAGQALG------
RENNDNAPVLSPVLNYKINLPA  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +L  L  + + +P L  E +    EI +  +G V +EV+  ++ E++  +    
Sbjct  330  
GTDPLMMLPKLKMIEEEEPQLHIEWNESFKEIHVQVMGPVMIEVLQNIIKERFDCDVTFS  389

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E S++Y E          H E  P   +A + L + P   GSG+QYE   S   L 
+++Q
Sbjct  390  EGSIVYKETIADKVEGIGHFE--
PLRHYAEVHLILEPGEAGSGMQYELDCSEDMLAKNWQ  447

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  ++  +   DFR      +   L 
++ +
Sbjct  448  
RLIYTHLCEKTHKGVLTGSALTDVKITVVAGRAHNKHTEGGDFRQATYRAVRNGLMQAES  507

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   ++Y+ RA  D  +  A  E      DE V  G  P   +  Y
+ ++
Sbjct  508  VLLEPFYEFTLILDRQYIGRAMTDFERMGAQFEIND-
NGDEAVIKGAGPVATVGNYQAEV  566

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G+ V   ++ GY+
Sbjct  567  NAYTRGKGVLRLKMSGYR  584

>WP_050355665.1 elongation factor G [Gottschalkia purinilyticum]
 KNF08016.1 translation elongation factor EF-G [[Clostridium] 
purinilyticum]
Length=688

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 184/675 (27%), Positives = 310/675 (46%), Gaps = 
71/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGSATMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P + F+NK+D  G D    V  ++++L  +                         I
+ K 
Sbjct  129  
PRLAFVNKMDILGADFYRAVDMMKERLRTNAVPLQLPIGKEDTFVGMVDLVNMNAIVYKD  188

Query  157  TVSLSPEIV-LEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             + +  ++V + E+   EA        +A+ + N++L+ KY+ GE IS +++    
++  
Sbjct  189  
DLGMQFDVVEIPEDMKAEAEEYREALLEAIADQNEELMMKYLEGEEISVDEIKDAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI-----------------------
GEQG  245
                + PV+ GSA K  G+Q L+D V   F P                         
E+ 
Sbjct  249  LSVQITPVFCGSAYKNKGVQSLLDGVID-
FMPAPTDVASIKGVKPNSDEEDERHSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
             AAL    FK+       +  + R+YSG L     V  + + K     +I +M    
+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLAFFRVYSGILESGSYVLNSTKGKKERIGRILQMHANKREE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I R    Y G+I   +        D L D          E P P++   I PKT A 
+++
Sbjct  365  IERV---
YSGDIAAAVGLKDTTTGDTLCDENHPIILESMEFPEPVIEVAIEPKTKAGQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   +  T + I+  +G + LE++   L  ++K+E  V  P 
V Y
Sbjct  422  
MGIALAKLAEEDPTFRTYTNQETGQTIIGGMGELHLEIIVDRLLREFKVEANVGSPQVAY  481

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K A        +      +  + + + P   G G ++ ++++ G + + +  
AV 



Sbjct  482  
KESITKPADVEAKYARQSGGRGQYGHVKIKMEPREPGEGYEFVNKITGGAIPKEYIPAVD  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  ++ G+  G+ V D ++    G Y+   S+   F+    +  ++ +K++   
+LE
Sbjct  542  
NGIQEAMQNGILAGYPVLDFRVTLYDGSYHDVDSSEMAFKIAGSMAFKEGMKKASPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+   +  P+EY+     D       +E  + +    +    +P   +  Y TDL   
T
Sbjct  602  
PYMRVEVTVPEEYMGDVIGDLNSRRGRVEGMESRSGAQIIRAFVPLSEMFGYATDLRSNT  661

Query  598  NGRSVCLTELKGYQA  612
             GR         Y++
Sbjct  662  QGRGTYSMVFDHYES  676

>WP_107282919.1 elongation factor G [Photobacterium lipolyticum]
 PSW05767.1 elongation factor G [Photobacterium lipolyticum]
Length=695

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 197/682 (29%), Positives = 312/682 (46%), Gaps = 
72/682 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  V
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D  SVV  ++  L A                   D++ +Q   +  
E  
Sbjct  129  IFVNKLDRMGADFFSVVDQIKKVLGAVPLVMTLPIGREDDFVGVVDVLNRQAY-
VWDETG  187

Query  166  LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209



            L EN            D+EA+     +  +E +D LLE Y+ GE  S E + R  +
+  +
Sbjct  188  
LPENYEIKEVPADMVDDVEAYREEMIETAVEQDDDLLEAYMEGEEPSIEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA----  248
            D + FP + GSA K  G+Q ++DAV                     +P GE  + +    
Sbjct  248  
DCTFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVSVDEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+   D      ++R+YSG L   DT+   A    E++ ++ EM+   + 
E+  
Sbjct  308  LKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSATGKTERIGRMVEMQADQRNEL--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              +A  G+I+ I+   +V+    L D            P P++   + PK     E
++  
Sbjct  365  -
SSAQAGDIIAIVGMKNVQTGHTLCDVKHECTLEAMIFPTPVISIAVTPKDKGGSEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V  P V 
Y E 
Sbjct  424  
AIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGAPQVAYRET  483

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +A   S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  A+  
G 
Sbjct  484  
ITQAVEDSYTHKKQSGGSGQFGKIDYFMRPGEVGSGFTFKSSVVGGNVPKEFWPAIEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KGMMDTGVLAGFPVLDVEIELVDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++++     D  +    I+             ++P   +  Y   L   
T+GR
Sbjct  604  
HVDVFTPEDHVGDVIGDLNRRRGMIKDQMAGLTGSRIKADVPLSEMFGYIGHLRTMTSGR  663

Query  601  SVCLTELKGYQ---AAVGQPVI  619



                 E   Y    A V + VI
Sbjct  664  GQFSMEFSHYAPCPANVAETVI  685

>WP_105200389.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
Length=695

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 192/669 (29%), Positives = 309/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G+T TD M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTSTERILKLTGKIHKIGDTHDGSTTTDFMEQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESGVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLE-----------  167
            IF+NK+D+ G D   VV  V + L+A  +++   + +  +      VLE           
Sbjct  129  
IFVNKLDRMGADFYRVVDQVENVLAATPLVMTLPIGIEDDFSGVVDVLEKKAYIWDDSGL  188

Query  168  ----ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E TD+ A              +  +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEVTDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEMPSMEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  G+QP++DAV            QP+ +  +    G V         
Sbjct  249  
LAFFPTFCGSAYKNKGMQPILDAVVDYLPSPTEVDPQPLTDPDTGEATGEVATVSVDEPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG L   DT+   A    E++ ++ EM    + E
+   
Sbjct  309  RALAFKI-
MDDRFGALTFIRIYSGKLNKGDTILNSATGKTERIGRMVEMHADERTEL---  364

Query  306  DTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  365  
SSAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPDPVISIAVAPKDKGGNEKMGVA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P    SG  + S V  G + + F  AV  
G  
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFTSSVVGGNVPKEFWPAVEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++QG L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMDQGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_041511338.1 elongation factor G [Shewanella sp. cp20]
 KIO35413.1 elongation factor G [Shewanella sp. cp20]
Length=694

 Score = 251 bits (641),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 203/692 (29%), Positives = 317/692 (46%), Gaps = 
82/692 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL-------
SPEIVL  166
            IF+NK+D+ G D   VV+  +D L+A+ ++           K  V L         
E   
Sbjct  129  
IFVNKLDRMGADFLRVVKQTKDVLAANPLVMVLPIGIEDEFKGVVDLLTRKAWVWDETGQ  188

Query  167  EENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN  IE                  ++ +E +D L+E Y+ GE  S E + R  +   
+ 
Sbjct  189  
AENYSIEDVPADMVDMVEEYREQLIESAVEMDDDLMEAYMEGEEPSMEDIKRCIREGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-GEQGS-----------
AALC  250
               FP Y GSA K  G+Q L+DAV            QP+  E+G+           
A L 
Sbjct  249  
MHFFPTYCGSAFKNKGMQLLLDAVVDYLPAPQEVDPQPLTDEEGNETGEHAIVDADAPLK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG +   DT+   A    E++ ++ EM+   + E+   
+
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGRINKGDTILNSATGKTERIGRMCEMQADERNEL---E  364

Query  307  TAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            TA  G+I+ I+   +V+    L D   P  L    +   P P++   +APK     
E++ 
Sbjct  365  TAQAGDIIAIVGMKNVQTGHTLCDVKHPCTLEAMVF---
PEPVISIAVAPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  R E D  + E IL  +G + L++   +L   Y ++ +V EP V 
Y E
Sbjct  422  
IAIGKMIAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGEPQVAYRE  481

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +  A S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G



Sbjct  482  
TITQEVADSYTHKKQSGGSGQFGKIDYIIRPGEQNSGFTFSSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                ++ G + G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FESMMQTGTVAGFPVLDVELELTDGAFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +++P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MKVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGSLRTMTSG  661

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            R     E   Y A           PNS  +KV
Sbjct  662  RGQFSMEFSHYSAC----------PNSVSEKV  683

>WP_088547371.1 GTP-binding protein [Paenibacillus sp. St-s]
Length=649

 Score = 250 bits (639),  Expect = 1e-70, Method: Compositional 
matrix adjust.
 Identities = 168/617 (27%), Positives = 295/617 (48%), Gaps = 
25/617 (4%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I  IG+ AHVDAGKTT  E LLY + AI+EPG V+  +   D+  +E++RGIT+ A   
+
Sbjct  2    
IKTIGLFAHVDAGKTTFAEQLLYLTRAIAEPGRVDHRSAFLDSHEIEQERGITVFADQAT  61

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F +     +++DTPGH+DF  E+ R++ V+D AI+++SA +GV+  T  ++  L+K 
++P
Sbjct  62   
FAYKDHIYHLIDTPGHVDFSPEMERTIQVMDAAIIIVSAVEGVEGHTETVWQLLKKQHVP  121

Query  123  
TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
               FINK D+ G +L  VV  +R   + D+       L P   + E    E  + V 
E +
Sbjct  122  VFFFINKTDRTGANLDEVVAQIRSLFTTDLF------
LLPATQVAEEWSTEQIEFVAERD  175

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL----F  238
              LLE Y+        +  +     V +  +FP+  GSA    GI+P    + GL    



+
Sbjct  176  SLLLEAYLE-
RGFDEFRWRQALSMMVMERRVFPLGSGSALHHHGIEPFFAMLDGLVMTSY  234

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE---
KLKITEMR  295
             P     +      V+K+ Y   G R  +L++ SG+L++R T++    +     K
+T++R
Sbjct  235  DP-----
TEPFAAQVYKIRYDAAGTRMTFLKVRSGSLQVRGTISYKHNDIEYSEKVTQIR  289

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +  +  + + A  GE+  +   ++      G        +   + +P L++ +  
+ +
Sbjct  290  SINGKQFKQVERAAAGELCAVAGLTMA---
ACGQGVGALSSQTAVELIPALKSKVILEPS  346

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               +  L     L D DP L    +  T +I L  +G +QLEV+  ++ E+++L+    
E
Sbjct  347  
VHPKDALKVFRMLDDEDPSLSVSWEERTQDIHLHVMGVIQLEVLERIVLERFQLKIRFGE  406

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E    A +   H E  P   +A + L + P    SG+ + +      L  
++Q+
Sbjct  407  PQILYKETIGDAVAGCGHFE--
PLKHYAEVHLRIEPGPRDSGIVFRNACHPDVLPVNYQH  464

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V   I      GL  G  +TD  I    G  ++  +   DFR      + Q L++
+   
Sbjct  465  
LVEQHIHEREHHGLLTGSPLTDLHITLLKGRAHNKHTHGGDFREATFRAIRQGLEQADNI  524

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP   + +    +++ R   D  +   + +  +++ D+V  TG +P      Y  
+LA
Sbjct  525  
LLEPIYDYKIRVALDHMGRVLSDIQQAHGSFQPPEIEGDKVTVTGRVPVATFMNYSVELA  584

Query  595  FYTNGRSVCLTELKGYQ  611
             +T G+      L GY+
Sbjct  585  SFTQGKGRLSLMLGGYE  601

>WP_020620135.1 elongation factor G [Paenibacillus daejeonensis]
Length=691



 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/674 (29%), Positives = 319/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WDGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             ++NK+D  G D  +V++ +R++L A+ +                          K  
+ 
Sbjct  132  
AYVNKMDIIGADYLNVIKDMRERLQANAVAIQLPIGAENDFQGMIDIVERVAYVYKDDLG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE V          E    E  + V E +++L  KY+ GE I+ E+L    ++ 
V D 
Sbjct  192  
RDPEKVEIPAEFADQVEELRAELVEKVAELDEELTMKYLEGEEITIEELKATLRKGVCDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV   L  PI         E G+     S          
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVVDYLPAPIDVPDIKGLLEDGTEVTRKSGDDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG----REKL-
KITEMRIPSKGEIVRTDTA  308
            FK+       +  + R+YSG L    +  L G    RE++ +I +M   S+ EI      
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVL-
ASGSYVLNGTKGKRERVGRILQMHANSRQEI---SEV  367

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            Y G+I    + +V L D V GD       P  L    +   P P+++  I PKT A 
+++
Sbjct  368  YSGDI----AAAVGLKDTVTGDTLCDEKAPVILESMNF---
PEPVIQIAIEPKTKADQDK  420

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420



            +  AL++L++ DP  R   D  T + I++ +G + LE++   +  ++K+ET V +P 
V Y
Sbjct  421  
MGVALSKLSEEDPTFRAYTDEETGQTIIAGMGELHLEIIVDRMVREFKVETSVGKPQVAY  480

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   +AA        +      +  + +   P   G G  +E+++  G + + +  
AV+
Sbjct  481  
RETFKQAAKVEGKFVRQSGGRGQYGHVWIEFEPQEPGDGFVFENKIVGGVVPREYVPAVQ  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G+  G+ + D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
AGIEEAMKNGVIAGFPLVDVKARIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY              IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYFGDVMGMLSSRRGRIEGTDSRSGAQIIRSKVPLAEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   E+  Y+
Sbjct  661  QGRGVFSMEISHYE  674

>WP_011293072.1 elongation factor G [Thermobifida fusca]
 Q47LJ0.1 RecName: Full=Elongation factor G; Short=EF-G
 AAZ56682.1 translation elongation factor 2 (EF-2/EF-G) 
[Thermobifida fusca 
YX]
 EOR70273.1 elongation factor G [Thermobifida fusca TM51]
Length=704

 Score = 251 bits (642),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/681 (28%), Positives = 320/681 (47%), Gaps = 
94/681 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKLGETHEGSATMDWMKEEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+   +NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    



+ N+
Sbjct  70   
TCRWNDTTINIIDTPGHVDFTIEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADRYNV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D Q  V  +R++L A                   D+I  +    
SP
Sbjct  130  
PRICFVNKMDKIGADFQRCVDMIRERLGANPLAVQLPIGAESDFQGVIDLIRMKAYVWSP  189

Query  163  EIVLEENTD-IEAWD---------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +    E  D IE  D               AV E +D+++E Y+ G+  + E+LV   
+R
Sbjct  190  
DAPKGEMYDTIEIPDAYAEAAQEGHERLVEAVAEADDEIMELYLEGQEPTVEQLVAAIRR  249

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------------QPI  241
                 +  PV  GSA K  G+QPL+DA+                             
+P 
Sbjct  250  
ATISGAAVPVLCGSAFKNKGVQPLLDAIVAYLPSPLDIEAIEGHDPQDKDEEVTLQRKPS  309

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR--LRDTVALAGREKL--
KITEMRIP  297
             E+  AAL    FK+       +  YLR+YSG L   ++   ++ GR++   KI  
M   
Sbjct  310  EEEPLAALA---
FKIMSDQHLGKLTYLRIYSGVLESGMQVLNSIKGRKERIGKIYRMHAN  366

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTT  349
             + EI R      G+IV +    V L D           +P  L    +   P P+
+   
Sbjct  367  KREEITRVGA---GDIVAV----VGLKDTTTGETLCDQANPIVLESMTF---
PAPVIEVA  416

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PKT + +E+L  A+ +LA+ DP  R   D  T + ++S +G + LEV+   + E
++K+
Sbjct  417  
IEPKTKSDQEKLGTAIQRLAEEDPSFRVTTDEETGQTVISGMGELHLEVLVNRMREEFKV  476

Query  410  ETVVKEPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGS-----
GVQYE  461
            E  + +P V Y E   R ++   +T   +      +  + + + PL +       G 
++ 
Sbjct  477  
EANIGKPQVAYRETIRRKVEGVEYTHKKQTGGAGQYGRVVIDLEPLPIDGDGDSPGYEFV  536

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            + ++ G + + +  +V  G +   + G L G+ +   K+  + G Y+   S+   F
+   
Sbjct  537  
NNITGGRIPREYIPSVDAGCQEAAQFGVLAGYPLVGIKVTLQDGAYHDVDSSELAFKIAG  596

Query  521  
PIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGE  580
             +  ++A  ++   LLEP ++  +  P+EY+     D       I++ + +    V    
Sbjct  597  
SMAFKEAASKANPVLLEPVMAVEVTTPEEYMGDVIGDLNSRRGQIQSMEERAGTRVVKAL  656

Query  581  IPARCIQAYRTDLAFYTNGRS  601
            +P   +  Y  DL   T GR+
Sbjct  657  VPLSEMFGYVGDLRSRTQGRA  677

>EKE16153.1 hypothetical protein ACD_11C00029G0033 [uncultured 
bacterium]
Length=695

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/681 (28%), Positives = 319/681 (47%), Gaps = 
80/681 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+D GKTT TE +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  9    
KLRNIGIIAHIDGGKTTTTERILFYTGITHKIGEVHEGAAVMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA++V   K+GV+ Q+  ++    
K  +
Sbjct  69   
TCFWKEHQINIIDTPGHVDFTVEVERSLRVLDGAVVVFDGKEGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + F+NKID+ G D    ++S+ ++L+                    D++  +  
+   
Sbjct  129  
PRMCFVNKIDKEGADFDKALESIWNRLTPNAVALQIPIGERSDFSGMVDLMKMKAYTFEG  188

Query  163  EI---VLEENTDIE------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+   V+E     E       W     + + E +D L EKY+ GE IS E+L    
++  
Sbjct  189  
EMGEKVVESEIPAELVEKANQWREKMIERISETDDSLTEKYLGGEEISTEELKTALRKAT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAA------L  249
                L PV+ G+A +  G+Q ++DAV              G+    G +   A       
Sbjct  249  
IAVKLIPVFMGTALRNKGVQLILDAVVDYLPSPVDIDSVKGINPKDGSEVERAASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL+    V       +E++ +I +M    + 
EI   
Sbjct  309  
SALAFKVATDPFVGQLTFFRVYSGTLKAGSYVLNSTKGEKERIGRILQMHANHREEIEDI  368

Query  306  DTAYPGEIVILPSDSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +   G IV L  D+V  + +  +  P  L    +   P P++   + PKT A +E
++  
Sbjct  369  YSGGIGAIVGL-KDTVTGDTLCAEDKPIILEAITF---
PEPVIDIAVEPKTKADQEKMGA  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP LR   D  + + I+S +G + L+++   +  ++K+E  + +P V 
Y E 
Sbjct  425  
ALRKLAQEDPTLRLRTDEESGQTIISGMGELHLDIIIDRMKREFKVEANIGQPQVAYRE-  483

Query  424  PLKAASHTIHIEVPPNPFWASIG---LSVTPLS-
LGSGVQYESRVSLGYLNQSFQNAVRD  479
             +K+++      +  +      G   + V P    G G ++   +  G + Q F  
AV+ 
Sbjct  484  
TIKSSAEAEGKYIKQSGGRGQYGHCWVKVEPQDETGKGFEFVDEIKGGAIPQEFIPAVQK  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G ++   S+ A F+    +   +A+K S   
LLEP
Sbjct  544  
GVKEAMENGVLAGYPLVDIKATLYDGTFHDVDSSEAAFKIAGSMAFREAVKRSNPILLEP  603

Query  539  YLSFILYAPQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYR  590
             +   +  P++++     D       I+         A+VK+      GEIP   +  
Y 
Sbjct  604  IMKVQVITPEQFMGDVVGDINSRRGIIKDINDRGEGNARVKE----
INGEIPLASMFGYA  659

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
            T L   T GR+  + E   Y 
Sbjct  660  TQLRSMTQGRASYVMEFGHYN  680

>WP_086201018.1 GTP-binding protein [Lactobacillus salivarius]



Length=639

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/622 (30%), Positives = 300/622 (48%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRSLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IFINKID        ++  ++ +L   II       S + +LE   DI   D    
Sbjct  121  IPVFIFINKIDINTNMASQILSQLKSELDESII-----DFSSDNMLE---
DIAMCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEDYLQTNAIPDEKIL----
SLISDRVVFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++RI 
+  
Sbjct  223  --PHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRIYNGE  276

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  277  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTF  385

Query  414  



KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  L
++++
Sbjct  386  TKVNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLDKNW  443

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV +   V TG  P   
+  
Sbjct  504  ENNDCQLLEPWYRFKLKVDRTQIGRAINDIQRMHGTLDEQQVDR---
VLTGIAPVSEMYD  560

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  561  YATNVRSYTHGNGTLELEISGY  582

>OKZ56369.1 translation elongation factor G [Clostridium sp. 26_21]
Length=694

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/674 (28%), Positives = 309/674 (46%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V++AK GVQ QT  ++    K  
+P +
Sbjct  73   
WKNNRINIIDTPGHVDFTVEVQRSLRVLDGAVTVLAAKGGVQPQTETVWRQADKYQVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +++NK+D  G +    V  ++++L A+ +            K  V L             
Sbjct  133  
VYVNKMDIVGANFMLCVDQLKNRLHANPVPVQLPIGAEDNFKGIVDLIKMRAFIHKDDLG  192

Query  162  --------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208



                    PE +LEE    + W     +A  E +++L+  Y+ G+  S E++ +  
++  
Sbjct  193  KEIEETDIPEDMLEE---
AKKWRTAMVEAACEQDEELMMNYLDGKEPSEEEIKKALRKGT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAALC  250
                + PV  GS+ K  G+Q L++A+                   G+        S    
Sbjct  250  
IANQIVPVTCGSSYKNKGVQELLNAIVDYMPSPLDIPHIKGTTLDGVETEAKTSDSEPFA  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGTL    TV  + ++K     +I +M    + +I   
+
Sbjct  310  
ALAFKIATDPFVGKLCFFRVYSGTLETGSTVLNSSKDKKERIGRILQMHSNHREDI---E  366

Query  307  TAYPGEIVILPSDSVRLNDV-----
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
              Y G+I    + +V L DV     L DP         E P P++   I PK  A 
+E++
Sbjct  367  KVYAGDI----
AAAVGLKDVTTGNTLCDPEHPIILESMEFPEPVIDIAIEPKDKAAQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  +   +  T + I++ +G + L+++   L  ++ +E  V +P 
V Y 
Sbjct  423  
GIALAKLAEEDPTFKAYTNQETGQTIIAGMGELHLDIIVDRLKREFHVECNVGKPQVAYK  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E     +K     I  +      +  +   + PL  G GV++ES++  G + + +   
+ 
Sbjct  483  ETIRNKVKVQGKFIR-
QSGGKGQYGDVWFEMEPLEPGKGVEFESKIVGGAVPKEYIKPIE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+R   E G+  G+ V D K     G Y+   S+   F+  A +  ++  K++ + 
LLE
Sbjct  542  
QGLREAAETGILAGYPVIDFKASLVDGSYHEVDSSEMAFKIAASMAFKEGCKQAKSVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+     D       +E  +           IP   +  Y TDL   
T
Sbjct  602  
PIMKVEITVPEEYMGDVIGDVNSRRGRMEGMEANDGMQEIKAFIPLSEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGYQ  611



             GR     E   Y+
Sbjct  662  QGRGTYSMEPSHYE  675

>WP_049523435.1 elongation factor G [Streptococcus parasanguinis]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +A  E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAAAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365



Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_002268028.1 elongation factor G [Streptococcus mutans]
 EMC53837.1 elongation factor G [Streptococcus mutans SF12]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    



KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPTDYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 



Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_094331157.1 MULTISPECIES: elongation factor G [Nostoc]
 OYD89038.1 elongation factor G [Nostoc sp. 'Peltigera membranacea 
cyanobiont' 
213]
 AVH63410.1 translation elongation factor G [Nostoc sp. 'Peltigera 
membranacea 
cyanobiont N6']
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/686 (28%), Positives = 317/686 (46%), Gaps = 
63/686 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPE----IVL  166
            P + FINK+D+ G +   V + +RD+L A+ I  Q            V L  +       
Sbjct  129  



PRIAFINKMDRTGANFYKVHEQIRDRLRANAIAIQLPIGSENDFQGIVDLVGQRAYIYAN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  A  E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETDIPEELQAQVDEFRTKLIEAAAETDDALMAKYFEGEELTEQEVKTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++ PV  GSA K  G+Q ++DAV              GL  P G+        
+  L
Sbjct  249  IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPSEVPPIQGLL-
PNGDTVERRADDNEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    +    
D  
Sbjct  308  AALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNASKNKKERISRLVLMKADDRQDVDEL  366

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G++   L        D L D            P P++   + PKT    ++L  
AL  
Sbjct  367  
RAGDLGAALGLKDTLTGDTLCDDASPVILESLFIPEPVISVAVEPKTKNDMDKLSKALQS  426

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P V Y E   
KA
Sbjct  427  
LSEEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETIRKA  486

Query  428  ASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +      +  +      G   +++ P   G+G ++ S+++ G + + +      G
++  
Sbjct  487  
VNKVEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIAGGTVPKEYVGPAEQGMKES  546

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             E G L G+ + D K     G Y+   S+   F+    + +++A+ ++   +LEP 
+   
Sbjct  547  
CESGVLAGYPLIDVKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLKASPVILEPMMKVE  606

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P++Y+     D       IE+   +K     T ++P   +  Y TD+   T 



GR   
Sbjct  607  
VEVPEDYMGNVIGDLNTRRGQIESQSTEKGLAKVTSKVPLASMFGYATDIRSKTQGRGTF  666

Query  604  LTELKGYQA---AVGQPVIQPRRPNS  626
              E   Y+    +V + +I   + N+
Sbjct  667  TMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_088070812.1 elongation factor G [Bacillus luciferensis]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/664 (29%), Positives = 308/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIVDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  +                  AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYKEQAEEYRGRLIEAVAELDEELMMKYLEGEEITIPELKAAIRTA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIG---------------------EQG  245
                  +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTDEEKVVPSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301



             AAL    FK+       +  + R+Y+GTL     V       RE++ +I +M   
S+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLTFFRVYAGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYLGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_032551575.1 MULTISPECIES: elongation factor G [Vibrio]
 KDN28126.1 Elongation factor G [Vibrio fortis]
 PQJ61336.1 translation elongation factor G [Vibrio chagasii]
Length=695

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 192/684 (28%), Positives = 313/684 (46%), Gaps = 
70/684 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L A+ +++   +    + V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLGANPLVMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
SGLPENYEIQDIPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDKETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG ++  DT+  A   K     ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNAATGKTERIGRMVEMQADDRNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L DP           P P++   +APK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVAPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELTVGAPQVAYR  481



Query  422  ERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    ++ G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP
Sbjct  542  
GFESMMDNGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMNVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR     E   Y    A V + VI
Sbjct  662  GRGQFSMEFAHYAPCPANVAEEVI  685

>WP_107399949.1 elongation factor G [Staphylococcus chromogenes]
 PTG45584.1 elongation factor G [Staphylococcus chromogenes]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/662 (28%), Positives = 314/662 (47%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 



Sbjct  132  
VFVNKMDKMGANFDYAVSTLHDRLQANAAPIQLPIGAEDDFQAIIDLVTMKCFKYNNDLG  191

Query  166  LE-ENTDI---------EAWDAVI----
ENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + E TDI         EA +A+I    E ND L+EKY+ GE IS ++L    ++   
D 
Sbjct  192  
TDIEETDIPEDMQDRAEEAREALIEAVAETNDDLMEKYLGGEEISVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADNPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
+
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSRQEI---SS  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +   P   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSAAAVQGKFSRQSGGRGQYGDVHIEFIPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   



T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_061388951.1 elongation factor G [Staphylococcus aureus]
 CXW33346.1 protein translation elongation factor G (EF-G) 
[Staphylococcus 
aureus]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 185/665 (28%), Positives = 309/665 (46%), Gaps = 
72/665 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TVAWEGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII----
IKQTV  158
            P ++F+NK+D+ G + +  V ++ D+L A                   D++     
K T 
Sbjct  129  
PRIVFVNKMDKLGANFEYSVSTLHDRLQANAAPIQLPIGAEDEFEAIIDLVEMKCFKYTN  188

Query  159  SLS----------
PEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L             +   E       +AV E +D+L+EKY+  E IS  +L    
++  
Sbjct  189  
DLGTEIEEIEIPEDHLDRAEEARASLIEAVAETSDELMEKYLGDEEISVSELKEAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QP-
IGEQG-------------SAA  248
             +   +PV  G+A K  G+Q ++DAV          +P IG +              
SA 
Sbjct  249  
TNVEFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIIGHRASNPEEEVIAKADDSAE  308



Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGT+     V       RE++ ++ +M   S+ 
EI  
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTMTSGSYVKNSTKGKRERVGRLLQMHANSRQEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRE  359
             DT Y G+I      +V L D     T    K        E P P++  ++ PK+ 
A ++
Sbjct  367  -DTVYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V 
Sbjct  422  
KMTQALVKLQEEDPTFHAHTDEETGQVIIGGMGELYLDILVDRMKKEFNVECNVGAPMVS  481

Query  420  YMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E    +A        +      +  + +  TP   G+G ++E+ +  G + + +  
+V
Sbjct  482  
YRETFKSSAQVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+L
Sbjct  542  
EAGLKDAMENGVLAGYPLIDVKAKLYDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D       ++  + + +  V    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSN  661

Query  597  TNGRS  601
            T GR 
Sbjct  662  TQGRG  666

>WP_023385633.1 elongation factor G [Campylobacter fetus]
 AGZ82130.1 translation elongation factor EF-G [Campylobacter fetus 
subsp. 
testudinum 03-427]
 AJB45858.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]



 ALV65300.1 translation elongation factor EF-G [Campylobacter fetus 
subsp. 
testudinum Sp3]
 OCR84796.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCR87089.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCR89189.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCR91459.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCR93219.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCR94842.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCR96717.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCR98445.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCS01098.1 translation elongation factor G [Campylobacter fetus 
subsp. testudinum]
 OCS01874.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCS03696.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCS04503.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCS06482.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCS08296.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCS09711.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCS11159.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 OCS13191.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
 AVK81549.1 elongation factor G [Campylobacter fetus subsp. 
testudinum]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 189/688 (27%), Positives = 328/688 (48%), Gaps = 
78/688 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WNDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  + L     +V E
++T 
Sbjct  132  
VFVNKMDRVGANFFNVEEQIKNRLKANPVPIQIPIGAEDEFKGVIDLIEMKALVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTDYVIKDIPAELLEKAEEYRAKMVEAVAETDDALMEKFFGGEELSVEEIKKGIKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL++AV   + P  ++ +A       G+   V+ TD G
+   
Sbjct  252  MTMIPMLCGTAFKNKGVQPLLNAVVD-
YLPAPDEVAAIRGEYEDGTEVTVDSTDNGEFAG  310

Query  264  ------------RRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKGEIV  303
                        +  ++R+Y G L         ++D     GR    +  M    + 
E  
Sbjct  311  LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNTVKDKKERVGR----
LLRMHSNKREE--  364

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             T   Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A 
+E++
Sbjct  365  -TKVLYAGEIGAVVGLKDTMTGDTLTSEKDQVILERM-
DFPDPVISVAVEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  423  
GIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K+         +      +  + L + PL  GSG ++ + +  G + + +  
AV  
Sbjct  483  
ETIKKSVEQEYKYAKQSGGRGQYGHVFLRLDPLEPGSGFEFVNDIKGGVVPREYIPAVEK  542



Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP
Sbjct  543  
GCQEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D  K    I +   +    + T   P   +  Y TDL   
T 
Sbjct  603  
MMKVEVETPEEYMGDVIGDLNKRRGQINSMDERAGNKIVTAFCPLAEMFGYSTDLRSQTQ  662

Query  599  GRSVCLTELKGYQAA---VGQPVIQPRR  623
            GR+    E   Y+     V + +I+ R 
Sbjct  663  GRATYSMEFDHYEEVPKNVSEEIIKKRN  690

>KKW17595.1 Elongation factor G [Candidatus Magasanikbacteria 
bacterium GW2011_GWA2_50_22]
Length=714

 Score = 251 bits (642),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/673 (28%), Positives = 309/673 (46%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  32   
KTRNIGIMAHIDAGKTTTTERVLFYTGKKHKIGEVHEGEATMDWMEQEKERGITITSAAT  91

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++H   
K N+
Sbjct  92   
TCFWKGHRINLIDTPGHVDFTVEVERSLRVLDGAVAVFDGSQGVEPQSETVWHQADKYNV  151

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----IKQTVSLSPEI-
VLEENT-----  170
            P + F+NK+D+ G D    ++S++++LS   +     I Q  S S  + VLEE       
Sbjct  152  
PRIAFVNKMDKLGADFYMSLKSIQERLSPHAVAVQLPIGQESSFSGIVDVLEEKAFKFEG  211

Query  171  -------------DIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                         D++           + V E  D+++ KY+ G   + E++ +  
+  V
Sbjct  212  
EKGQNVVELPVPEDMKQLLAEHRAKLVEKVAEATDEMMTKYLNGGIFTIEEIKKGIRTLV  271



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE-------------------
QGSAAL  249
                ++PV  GSA   +G+QP++DAV        +                     
S   
Sbjct  272  
LKGGIYPVLCGSALGNIGVQPMLDAVVAYLPAPTDVPAIKGHNPDTDAEEARHVSDSEPF  331

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
            CG  FK+       + V+ R+YSG +     +   +   +E+L +I  M   ++ +
+   
Sbjct  332  
CGLAFKIATDPFVGKLVFFRVYSGVVSAGSYIYNSSKGNKERLGRIVRMHANNREDV---  388

Query  306  DTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               Y GEI   +    V   D L D   P  L R  + E   P++   I PKT A 
+ER+
Sbjct  389  SEVYAGEIAAAIGLKDVATGDTLCDENKPIMLERPTFAE---
PVISMAIEPKTKADQERI  445

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  R   +  T + I+S +G + L+++   +  ++K+E  V  P 
V Y 
Sbjct  446  
GMAMQKLAEEDPTFRVHTNEETLQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVAYK  505

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +    L V P   G G ++   +  G + + F  
A+  
Sbjct  506  
ETIRSTAEAEGKYIKQSGGRGQYGHCYLRVEPQEAGKGFEFVDEIKGGVVPREFIPAIEK  565

Query  480  GIRYGLEQGL-FGWNVTDCKI-
CFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            G++ GL +G+  G+ V D K+ CF+ G Y+   S+   F+    +  + A K++   
+LE
Sbjct  566  GVKEGLTRGIQAGYPVVDIKVTCFD-
GSYHEVDSSEIAFKMAGSMAFQSACKKANPVILE  624

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+ ++     D       I     +    V    +P   +  Y T+L   
+
Sbjct  625  
PIMKIEVVTPESFMGDVIGDLNAKRGQILEMTDRGAMKVVKAMVPLASMFGYVTNLRSMS  684

Query  598  NGRSVCLTELKGY  610
             GR+    E   Y
Sbjct  685  QGRASSSMEFDHY  697



>WP_102315855.1 elongation factor G [Enterovibrio norvegicus]
 PML81820.1 translation elongation factor G [Enterovibrio 
norvegicus]
Length=694

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/683 (29%), Positives = 319/683 (47%), Gaps = 
75/683 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
            IF+NK+D+ G D   VV+  +D L+A                   D++ ++         
Sbjct  129  
IFVNKLDRMGADFFRVVKQTKDVLAANPLVMVLPIGIEDEFCGVVDLLTRKAYVWDDSGL  188

Query  158  -----VSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 V   PE +L++   +E +     +  +E +D L+E Y+ GE  S E+L    
++ 
Sbjct  189  PENYEVKDVPEDMLDQ---
VEEYREMLVETAVEQDDDLMEAYMEGEEPSIEQLKACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +    FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  
Sbjct  246  
TRTMDFFPAYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLMDENGEETGEHAIVSADE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  SFKALAFKI-
MDDRFGALTFVRIYSGKLTKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362



               +A  G+I+ I+   +V+    L DP           P+P++   +APK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKNSVTLEPMVFPIPVISIAVAPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  481

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  A
+  G
Sbjct  482  
TITKPVEDSYTHKKQSGGSGQFGKIDYIMKPGEVGSGFTFTSSVVGGNVPKEFWPAIEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FKGMMDTGVLAGFPVLDVEIELLDGAFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P +++     D  +    I+        V    ++P   +  Y   L   
T+G
Sbjct  602  
MAVDVFTPDDHVGDVIGDLNRRRGMIKDQMAGVTGVRVKADVPLSEMFGYIGTLRTMTSG  661

Query  600  RSVCLTELKGYQ---AAVGQPVI  619
            R     E   Y    A V + VI
Sbjct  662  RGQFSMEFAHYSPCPANVSEKVI  684

>CCY30688.1 putative uncharacterized protein [Roseburia 
inulinivorans CAG:15]
 CRL43134.1 small GTP-binding protein [Roseburia inulinivorans]
Length=900

 Score = 255 bits (651),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 194/656 (30%), Positives = 315/656 (48%), Gaps = 
54/656 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLY+SG+I + G V+ G T  DT  +E++RGITI 
+  
Sbjct  1    
MKQIIAGILAHVDAGKTTLSEALLYSSGSIKKIGRVDNGDTFLDTDAMEKKRGITIFSKQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+   K+ ++DTPGH+DF AE+ R+L VLD A+LVISA DGVQA T+ L+  L
++  
Sbjct  61   
AELQFGDTKMTLLDTPGHVDFSAEMERTLMVLDYAVLVISASDGVQAHTQTLWRLLKRYE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------------
IKQTVSLSPEIV  165
            IP  +FINK+DQ G D  +++  ++ +LS   I                +++ ++  
EI 
Sbjct  121  
IPVFLFINKMDQPGTDRAAILLELKKQLSDGCIDFTELGAGTEEEAQENEKSSTIMEEIA  180

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            +E+ T +E++         L    IAGE I RE +V   QR++     FP ++GSA 
+  
Sbjct  181  MEDETAMESF---------LETGRIAGEQI-REMIV---QRKI-----
FPCFFGSALRNA  222

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            G+   +         +  +        VFK+   + G R  YL++  GTL+++    
L+ 
Sbjct  223  GVDTFLQGFDRY--TLAPEYPDGFGMKVFKIARDEAGSRLTYLKVTGGTLKVK--
ALLSN  278

Query  286  
REKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----RE  340
             + ++  E     K   +R  +    E+ I  +D+  +  V G     P + +      
E
Sbjct  279  ADHVRFGEEVWEQKVNQIRIYSGTKYEL-
INEADAGMVCAVTGLDHTYPGQGFGIEAQGE  337

Query  341  DPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
             P+  P+L   +      +   +L  L Q+ + +P L    +    EI +  +G 
VQ E+
Sbjct  338  
TPVLEPVLHFRLILPEGVEPAVMLPKLRQIEEEEPELHIVWNEKLQEIQIQIMGEVQTEI  397

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            + ++++E++ ++       ++Y E          H E  P   +A + L + PL  
GSG+
Sbjct  398  LKSMIAERFGVDVSFGPGKIVYKETIADTVEGVGHFE--
PLRHYAEVHLLLEPLEPGSGI  455

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
              ++  S   L++++Q  +   ++     G L G  +TD KI    G  ++  +   
DFR



Sbjct  456  
VIDTDCSEDVLDKNWQRMIVTHLKEREHIGVLTGSVITDMKITVIGGRAHTKHTEGGDFR  515

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
                  + Q LK++ + LLEPY  F +  PQ  + RA  D  K     E    + D  
V 
Sbjct  516  
QATYRAVRQGLKQAQSVLLEPYYEFHIAVPQNMVGRAMTDIEKMHGKFEGPYQEGDAQVL  575

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY------QAAVGQPVIQPRRPNSR  
627
             G  P  C+  Y+ ++  YT G         GY      +  V Q    P R  S 
Sbjct  576  RGIAPVACMANYQKEVTAYTKGLGKVTFRFAGYYPCHNTEEVVAQTGYDPERDLSH  
631

>OGY26099.1 translation elongation factor G [Candidatus 
Woykebacteria bacterium 
RBG_16_39_9b]
Length=706

 Score = 251 bits (642),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 198/678 (29%), Positives = 316/678 (47%), Gaps = 
70/678 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT+TE +L+ +G   + G V +GT   D M  ER+RGITI 
+A T
Sbjct  9    
RIRNIGIIAHIDAGKTTVTERVLFYTGKTYKVGEVHEGTAVMDWMEQERERGITITSAAT  68

Query  62   SFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +  W          + ++NI+DTPGH+DF AEV RSL VLDGA++V   K GV+ Q
+  +
Sbjct  69   
TTFWETHGGPFKGQKYRINIIDTPGHVDFTAEVERSLRVLDGAVVVFDGKMGVEPQSETV  128

Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII  153
            +    K  +P + FINK+D  G D    + +++DKL A                   
D+I
Sbjct  129  
WRQADKYKVPRICFINKLDAIGGDFYMSLSTIKDKLGANAHPIQLPIGQEGSFKGVVDLI  188

Query  154  IKQTVSLS---------PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREK  199
             ++    +          EI  E  + +E +     +A+IE ++ LLEKY+ GE I
+ E 
Sbjct  189  
TREATIYTDDMGKEPQKTEIPSEMASKVEEYRSKLVEAIIEQDEALLEKYLNGEEINTES  248



Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ--  244
            L +  ++ V +A +FPV  GSA K   +QPL+DAV              G     
GE+  
Sbjct  249  
LEQTLRKSVIEAKIFPVMAGSALKNKAVQPLLDAVIEYLPSPLETPHIKGKNSKGGEEIE  308

Query  245  ----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRI  296
                 +   C   FKV       R  Y R+YSG L     V  +    +E++ +I  
M  
Sbjct  309  
IKTDTNEPFCALAFKVMTDPFVGRLTYFRVYSGKLLAGSYVHNSTKGVKERVGRILLMHA  368

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             ++ EI           V L   +    D L D +R         P P++   I 
PKT  
Sbjct  369  NARQEISEIAAGEIAAAVGLKETTT--
GDTLCDESRQVILESIHFPEPVISLAIEPKTKV  426

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL++L++ DP  +   D  T + I+S +G + L+++   +  ++ +   
V +P
Sbjct  427  
DQEKMSLALSKLSEEDPTFKMRTDFETGQAIISGMGELHLDIIVDRMKREFGVGANVGKP  486

Query  417  SVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   K A+       +      +    + V P   G G  + S++  G + 
+ F 
Sbjct  487  
QVAYKETIKKIATGEGKYIRQTGGRGQYGHCFIRVEPQGRGEGEAFVSKIVGGAIPKEFI  546

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             A+  G R  +  G+  G+ + D K     G Y+   S+ A F+    + L++A K 
+  
Sbjct  547  
PAIEKGAREAMANGILAGYPIVDIKAAVYDGSYHDVDSSEAAFKIAGSLALKEASKNAEL  606

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+E++     D     A IE  + + +  +  G +P   +  Y 
T L
Sbjct  607  
VLLEPIMKIEVTTPEEFMGDIIGDLSSKRARIEGTEARGNTRIIKGSVPLAEMFGYATSL  666

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR+    E   Y+
Sbjct  667  RSMTQGRAGFNMETSHYE  684



>WP_104148140.1 elongation factor G [Campylobacter hyointestinalis]
 PPB68772.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/687 (27%), Positives = 324/687 (47%), Gaps = 
78/687 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L             
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWENEAK  191

Query  161  --------SPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     P  ++E+  +  A   +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTEFSIQEIPANLVEKAEEYRAKMIEAVAETDDALMEKFFGGEELSNEEIKKGIKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++ +A       G+   V+ TD G
+   
Sbjct  252  MNIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVAAIKGEYEDGTEVTVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKGEIV  303
                        +  ++R+Y G L         ++D     GR    +  M    + 
E  
Sbjct  311  LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNTVKDKKERVGR----
LLRMHSNKREE--  364

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             T   Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A 



+E++
Sbjct  365  -TKVLYAGEIGAVVGLKDTMTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  423  
GIALGKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K          +      +  + L + PL  GSG ++ + +  G + + +  
AV  
Sbjct  483  
ETIKKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPREYIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP
Sbjct  543  
GCQEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D  K    I +   +    + T   P   +  Y TDL   
T 
Sbjct  603  
MMKVEVETPEEYMGDVIGDLNKRRGQINSMDERAGNKIVTAFCPLAEMFGYSTDLRSQTQ  662

Query  599  GRSVCLTELKGYQAA---VGQPVIQPR  622
            GR+    E   Y+     V + +I+ R
Sbjct  663  GRATYSMEFDHYEEVPKNVSEEIIKKR  689

>WP_021259837.1 MULTISPECIES: elongation factor G [Paenibacillus]
 EPY06941.1 translation elongation factor G [Paenibacillus alvei 
TS-15]
 KJB88315.1 elongation factor G [Paenibacillus sp. E194]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 198/673 (29%), Positives = 317/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------
TVSLS  161
             ++NK+D  G D  +V++S++D+L A+ +  Q                          
L 
Sbjct  132  
AYVNKMDIIGADYLNVIESMKDRLQANAVAIQLPIGAENDFTGIIDLMEEKAYIFKDDLG  191

Query  162  PEI----VLEENTD------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E+    V  E  D      +E  + + E ++ L+ KY+ GE IS  +L    ++ 
V   
Sbjct  192  
KEVDETEVPAEFKDQVAELRMEMVEKIAELDEDLMMKYLEGEEISVAELKAALRKGVCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G   +  S          
Sbjct  252  
QIFPVVCGSSYRNKGVQLMIDAVVDYLPSPLDVPDIKGHLEDGEEEVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI    
T +
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSREEIA---TVH  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKSPIILESMNF---
PDPVISIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L + DP LR   D  T + ILS +G + L+++   +  ++++ET V  P 
V Y 
Sbjct  422  
GTALSKLTEEDPTLRVYTDEETGQTILSGMGELHLDIIIDRMRREFRVETNVGSPQVAYR  481

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R           +      +  + +   PL  GSG  +E+++  G + + +  
AV+ 
Sbjct  482  



ETFRQQAKVEGKFVRQSGGRGQYGHVWIDFEPLEAGSGFVFENKIVGGVVPREYVPAVQA  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP
Sbjct  542  
GIEESMKNGVLAGFPLVDLKATIFDGSYHDVDSNEMAFKIAGSMALKAAKDKCKPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRAKVPLSEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>WP_049483638.1 elongation factor G [Streptococcus parasanguinis]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 195/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ E+L    
++  



Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKAGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   +PV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEEERPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L     V   +   RE++ +I +M   +
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANTRKEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTAAQ  357
               +T Y G+I    + +V L D   GD     + +      E P P+++  + PK
+ A 
Sbjct  366  ---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  +  G L G+ + D K     G Y+   S    F+  A + L++A K 
+   
Sbjct  539  
AVEKGLQESMANGVLAGYPMVDVKAKLYDGSYHDVDSYETAFKIAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +      +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+



Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_078387411.1 elongation factor G [Campylobacter pinnipediorum]
 OPA71804.1 translation elongation factor G [Campylobacter 
pinnipediorum 
subsp. caledonicus]
 AQW85654.1 translation elongation factor EF-G [Campylobacter 
pinnipediorum 
subsp. caledonicus]
 AQW80672.1 translation elongation factor EF-G [Campylobacter 
pinnipediorum 
subsp. pinnipediorum]
 AQW82340.1 translation elongation factor EF-G [Campylobacter 
pinnipediorum 
subsp. pinnipediorum]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 178/666 (27%), Positives = 311/666 (47%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIAAHIDAGKTTTSERILYFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  73   
WKEHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII----------K  155
            +F+NK+D+ G +  +V Q ++D+L A                   D++           
K
Sbjct  133  
VFVNKMDRTGANFFNVEQQIKDRLKANPVPIQIPIGSEDNFKGVVDLVTMKALVWEDENK  192

Query  156  QTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             T  +  EI  E     E +     +++ E +D L+EK+  GE ++ +++ +  +     
Sbjct  193  
PTTFVEKEIPAELKEKAEEYRAKMVESIAETDDALMEKFFGGEELTTDEIKKGLKAGCLS  252

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQP-----
IGEQGSAALCGS  252
             ++ P+  G+A K  G+QPL+DAV              G ++      +         
G 



Sbjct  253  
MAIIPMLCGTAFKNKGVQPLLDAVVEYLPAPDEVAAIKGEYEDGTEVVVDSTDDGEFAGL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  ++R+Y G+L             +E++ ++ +M    + EI      
Sbjct  313  
AFKIMTDPFVGQLTFVRVYRGSLESGSYAYNPVKGKKERIGRLLKMHSNKREEISVLHAG  372

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G +V L  D++  + +  D   +  +R  + P P++   + PKT A +E++  
AL +L
Sbjct  373  EIGAVVGL-KDTLTGDTLSSDKDHVILERM-
DFPDPVISVAVEPKTKADQEKMAIALQKL  430

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
            A  DP  R   D  + + I+S +G + LE++   +  ++K++  V +P V Y E  
R   
Sbjct  431  
AQEDPSFRVGTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEVGQPQVAYRETIRKTV  490

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +    +      +  + L + PL  GSG ++ + +  G + + +  AV  G +  
L+
Sbjct  491  
EQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVVPKEYIPAVDKGCQEALQ  550

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP +   
+ 
Sbjct  551  
NGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKVEVE  610

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D  K    I +   +    + T   P   +  Y TDL   T GR+    
Sbjct  611  
TPEEYMGDVIGDLNKRRGQINSMDDRSGNKIVTAFCPLAAMFGYSTDLRSQTQGRATYSM  670

Query  606  ELKGYQ  611
            E   Y+
Sbjct  671  EFDHYE  676

>WP_074126944.1 elongation factor G [Bradyrhizobium sp. NAS96.2]
 OKO79521.1 elongation factor G [Bradyrhizobium sp. NAS96.2]
Length=690

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.



 Identities = 191/666 (29%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 



A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_039068588.1 elongation factor G [Staphylococcus xylosus]
 OEK88119.1 elongation factor G [Staphylococcus xylosus]
 PKI10067.1 elongation factor G [Staphylococcus xylosus]
 PKI14412.1 elongation factor G [Staphylococcus xylosus]
 PTI67140.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 181/661 (27%), Positives = 310/661 (47%), Gaps = 
72/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   



WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISVSELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                +A        +      +  + +  +P   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKTSAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 



Sbjct  545  
LKDSMENGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  R  600
            R
Sbjct  665  R  665

>WP_003637329.1 GTP-binding protein [Lactobacillus pentosus]
 EIW15138.1 tetracycline resistance protein [Lactobacillus pentosus 
KCA1]
Length=663

 Score = 250 bits (639),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/639 (30%), Positives = 297/639 (46%), Gaps = 
60/639 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G++AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKQIVAGMIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + ++DTPGH+DF  +  + L+VLD AILVISA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLKYNNLDLTLLDTPGHVDFATQTEQVLSVLDYAILVISATDGVQGYTRTLWRLLARYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IFINK+D  G D   ++  V+  LS   +   TV               A + 
+  
Sbjct  121  
VPTIIFINKMDAPGTDAAHLMAQVQQTLSPGCVAFNTVEAHAPAAESPTVPDAAMEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +L  Y+    I  E +    QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDDVLADYLEMGTIDDETIRHMIQRR----
EIFPCYFGAALKLTGVDDLMTGLDHWTLP  236

Query  241  



IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +  +A     VFK+ + + G+R  ++R+  G L  ++ V  A     K+ ++RI 
S  
Sbjct  237  --KPAAAEFGAQVFKITHDEQGERLTWVRVTGGALHPKEVVLGA----
QKVNQLRIYSGT  290

Query  301  E-----IVRTDT---------
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--P  344
            +     +V   T          YPG+ +   +D                    + 
PL  P
Sbjct  291  KYETQSVVNAGTVCVITGLTKTYPGQGLGAAADG-------------------
QQPLMQP  331

Query  345  
MLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLS  404
            +L   + P++       L AL QL D DP L         E+ +  +G +QLEV+  
LL 
Sbjct  332  VLTYALDPQS-
EDLHACLTALRQLEDEDPQLHVTWSESLQELRVQVMGTIQLEVLQQLLK  390

Query  405  
EKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            ++++L       S++Y E          H E  P   +A + L + P   GSG+ + 
+  
Sbjct  391  DRFQLTVQFGTGSILYQETITAPVEGVGHFE--
PLRHYAEVHLLLEPAPRGSGLHFAADC  448

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            SL  L +++Q+ V   ++   ++G L G  +TD  +    G      S   DFR      
Sbjct  449  
SLEVLGRNWQHQVLSNLQAKTQRGVLIGAPLTDVNVTLISGRASIVHSVGGDFREATWRA  508

Query  524  LEQAL----KESGTQLLEPYLSFILYAPQEYLSRAYHDAPK----
YCATIETAQVKKDE-  574
            L Q L    +    QLLEP+  F L   Q+ + RA  D  +    + A +    V  
D  
Sbjct  509  
LRQGLMMLRQRGACQLLEPWYRFRLEVGQDQVGRAMTDIQRMNGEFDAPVANTSVATDGT  568

Query  575  --VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
                 TG  P   +Q Y   +  YT+G+      + GY+
Sbjct  569  ELTTITGVAPVAAMQDYSQTVRAYTHGQGQLECVVDGYR  607

>WP_047811629.1 GTP-binding protein [Desulfosporosinus acididurans]
 KLU64220.1 tetracycline resistance protein TetO [Desulfosporosinus 
acididurans]
Length=883

 Score = 255 bits (651),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 172/623 (28%), Positives = 298/623 (48%), Gaps = 
46/623 (7%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  + IGILAHVDAGKTTL+E++LY SG I + G V+      DT  LER RGITI 
+  
Sbjct  1    
MNKLVIGILAHVDAGKTTLSEAILYLSGKIGKLGRVDHKNAYLDTFELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEIEETQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLNMYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D   ++  ++ +L+   I  + V  +             +D 
+  
Sbjct  121  IPVFLFVNKMDQNGTDKDKLMLEIKKQLNDGCIEFEHVKTN-----------
RFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---  237
             N+ ++E+Y+  E I   ++    +  +++ ++FP ++GSA K  G++  M  +      
Sbjct  170  CNETMMEEYLETEHIETAQI----
KNAIKERNVFPCFFGSALKLEGVEQFMQGIADNAIV  225

Query  238  -
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             F P      +     +FK+   + G R  +++L  G L+++D +   G  + K+ 
++R+
Sbjct  226  PFYP------SQFGAKIFKITRDEQGNRLTHMKLIGGRLKVKDILK-
NGLWEEKVNQIRV  278

Query  297  PSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             S  +    +    G ++ +       P + + + +    P   P          +    
Sbjct  279  YSGQKFEAVNEIEAGSVLAVTGLSQTKPGEGLGIEEASNTPVLEP---------
VLFYQI  329

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P+    R  ++  L Q+ + +P L    +    EI    +G VQ+E++  L+  
++ +
Sbjct  330  ILPEGCDPR-
VMIPKLRQIEEEEPELHIVWNEQLQEIQAQIMGEVQIEILQNLIQSRFGI  388

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                    ++Y E          H E  P   +A + L + P   GSG+++ ++ S   
L
Sbjct  389  PVTFDAGRIVYKETIANVVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLKFGAKCSEDTL  446



Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++++Q  +   +     +G+  G  +TD KI    G  ++  +   DFR      + 
Q L
Sbjct  447  
SKNWQRLILTHLEEKAHKGILTGSTITDMKITLVSGRAHTKHTEGGDFREATYRAVRQGL  506

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            KE+ + LLEPY +F L  P + + RA  D  K   T E +Q   +  +  G  P   
++ 
Sbjct  507  
KEAESILLEPYYAFELELPVKMVGRAMTDIEKMHGTCEISQTNGEMSILVGSAPVLTMRN  566

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y+ ++  YT G       LKGY+
Sbjct  567  YQKEIIAYTKGLGRLFCSLKGYE  589

>WP_058430294.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 KTD93773.1 elongation factor G [Pseudoalteromonas sp. H100]
 SIO00320.1 translation elongation factor 2 (EF-2/EF-G) 
[Pseudoalteromonas 
sp. 13-15]
 AUL74249.1 elongation factor G [Pseudoalteromonas sp. 13-15]
Length=694

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/668 (28%), Positives = 307/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDDFVGVVDVLEKKAYVWDDTGL  188



Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN  +E   A                 +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYSVEDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEVPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADERKELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G + 
Sbjct  485  
REIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFTSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMQEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664



Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_075522351.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/655 (29%), Positives = 298/655 (45%), Gaps = 
58/655 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WQDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----
VSLSPEIVL-------------  166
             F+NK+D+ G D    V+ ++D+L A  ++ Q       SLS  I L             
Sbjct  132  
CFVNKLDRTGADFFRCVEMIKDRLGAKPLVIQVPIGIESSLSGVIDLVKMKAQVWKNEAL  191

Query  167  ---EENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E  DI             E  +  +E ++KL+E Y+ G+ +S E L++  ++   
+
Sbjct  192  
GAEWEYKDIPDDLKEISQKYRTELVELAVEQDEKLMESYLNGDELSEEDLIKCIRKGTLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALCG  251
                PV  GSA K  G+QPL+DAV        + GS                   A    
Sbjct  252  
FDFVPVLTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGSKVGSDEEIEMKFDDKAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    +  + +EK  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGSLTFIRIYSGTIKSGTGIYNSSKEKEERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILPS-



DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L    +      L D          E P P++   + PKT   +E++ +AL 
+LA
Sbjct  372  
GDIVALAGLKNTITGHTLCDEESAVLLEPMEFPDPVIEIAVEPKTKGDQEKMGEALARLA  431

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
              DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E   
K+A 
Sbjct  432  
KEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETIEKSAE  491

Query  430  HT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
               IH +       +A + L V P   G G   ES +  G + + F   V  GI    
+ 
Sbjct  492  
FEYIHKKQSGGAGQFAKVKLFVEPQEPGKGRDVESAIKGGAIPKEFIPGVEKGIETVSDS  551

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ + D K+    GL++   S+   F   +    ++A  + G +LLEP +   
+  
Sbjct  552  
GILAGFPLIDYKVTIVDGLHHDVDSSVLAFELASRACFKEACTQGGLKLLEPIMRVEVVT  611

Query  547  PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
            P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR+
Sbjct  612  PEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_015847229.1 elongation factor G [Paenibacillus sp. JDR-2]
 ACT04293.1 translation elongation factor G [Paenibacillus sp. 
JDR-2]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 311/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  



+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             +INK+D  G D  +V++ +R++L A+ +                          K  
+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRERLQANAVAIQLPIGAESDFLGVIDIVERVAYKYKDDLG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE V          E    E  + V E +++L  KY+ GE I+  ++    ++ 
V + 
Sbjct  192  
KDPEQVEIPAEYADQVEELRTELIEKVAELDEELTMKYLEGEEITIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G  ++  S          
Sbjct  252  
KIFPVIAGSSYRNKGVQMMLDAVVDYLPSPLDVPAIKGTLEDGEESVRHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A + K     +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILKSGSYVLNATKNKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D +   T    K          P P++   I PKT A ++
+L  A
Sbjct  369  SGDI----
AAAVGLKDTITGDTLCDEKEPIILESMNFPDPVISVAIEPKTKADQDKLGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            +++LA+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
ISKLAEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMLREFKVETNVGKPQVAYRETF  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +    +  TP   G G  +E++V  G + + F   ++ 
GI 
Sbjct  485  
RTAAKVEGKFVRQSGGKGQYGHCWVEFTPQEPGQGFVFENKVVGGSIPREFIGPIQAGIE  544

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              ++ G+  G+ + D K     G Y+   S+   F+    + L+ A  +    
LLEP + 
Sbjct  545  
ESMKNGVIAGFPLVDVKATVVDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRAKVPLAEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>WP_101104080.1 elongation factor G [Staphylococcus xylosus]
 PKI06588.1 elongation factor G [Staphylococcus xylosus]
 PTH99604.1 elongation factor G [Staphylococcus xylosus]
 PTI55724.1 elongation factor G [Staphylococcus xylosus]
 PTI56578.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 180/661 (27%), Positives = 309/661 (47%), Gaps = 
72/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 



Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISISELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              SA    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDSAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +           +      +  + +  +P   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKGTAQVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  R  600
            R
Sbjct  665  R  665



>WP_066731180.1 GTP-binding protein [Bariatricus massiliensis]
Length=899

 Score = 255 bits (651),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 183/614 (30%), Positives = 296/614 (48%), Gaps = 
24/614 (4%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +G+LAHVD+GKTTL+ES+LY SGAI   G V+      DT  LERQRGITI 
A   
Sbjct  11   
KHICLGLLAHVDSGKTTLSESILYMSGAIRSLGRVDHKDAFLDTHELERQRGITIFAKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F     +V ++DTPGH+DF AE+ R+L VLD A+LVI+   GVQ  T  L+  L 
+  I
Sbjct  71   
VFPLGDTEVTLLDTPGHVDFSAEMERTLQVLDYAVLVINGASGVQGHTVTLWKLLERYGI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +FINK+DQ G D   ++  +  +L    I    +       + E    +A + 
+   
Sbjct  131  
PVFLFINKMDQEGTDRDRLLNELSSELDNGCIDFICIGDGKGQSVSEAKREKALEQLAMC  190

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++  LE Y+    +++  ++    R + +  +FP Y+GSA K  G++ L++ +    
+  
Sbjct  191  DESALEHYLEHGSVNKGDII----
RMIHERKVFPCYFGSALKLTGVEELLEGLNHYTE--  244

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
              +   A    VFK+     G R  ++++  GTLR++D +        KI ++R+ 
S  +
Sbjct  245  APEYPDAFAAKVFKISRDKQGSRLTHMKITGGTLRVKDVIG------
EKINQIRVYSGDK  298

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTIAPKTAAQR  358
                + A  G +  +             P + L  +   E P+  P+L   I     
A  
Sbjct  299  YEVVNEAPAGAVCAVAGLEYTY------
PGQGLGAEAASEAPVLEPVLSYQIVLPQGADV  352

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418



               L  L  L + +P L    +    EI +  +G +Q+E++ +L+ E++ +E      
++
Sbjct  353  
HTSLKNLRLLEEEEPQLHIVWNEQLSEIHVQVMGEIQIEILKSLMKERFDMEVEFGAGNI  412

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E  L       H E  P   +A + L + P   GSG+ + +++S   L+ ++Q  
+ 
Sbjct  413  VYKETILNPVEGIGHFE--
PLRHYAEVHLLLEPGEPGSGLVFGTKLSEDELDGNWQRLIL  470

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              ++     G L G  +TD KI    G  +   +   DFR      + Q LK++ + 
LLE
Sbjct  471  
THLKEREHLGVLTGSPITDMKISLIAGRAHKKHTEGGDFRQSTYRAVRQGLKKAESILLE  530

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY SF L  P E + RA  D  K   + E  Q   D  V +G  P   ++ Y+ +   
YT
Sbjct  531  
PYYSFRLEMPSECVGRAMADIQKMSGSFEPLQPGTDLAVLSGSAPVSEMRDYQREFIAYT  590

Query  598  NGRSVCLTELKGYQ  611
             GR    + +KGY+
Sbjct  591  KGRGRMSSRIKGYE  604

>WP_002262490.1 elongation factor G [Streptococcus mutans]
 NP_720811.1 elongation factor G [Streptococcus mutans UA159]
 Q8DVV4.1 RecName: Full=Elongation factor G; Short=EF-G
 AAN58117.1 translation elongation factor G (EF-G) [Streptococcus 
mutans 
UA159]
 BAH88617.1 translation elongation factor G [Streptococcus mutans 
NN2025]
 BAL69951.1 elongation factor G [Streptococcus mutans LJ23]
 AFM80825.1 elongation factor G [Streptococcus mutans GS-5]
 EMB54435.1 elongation factor G [Streptococcus mutans NLML8]
 EMB56256.1 elongation factor G [Streptococcus mutans 11A1]
 EMB59551.1 elongation factor G [Streptococcus mutans 15JP3]
 EMB60547.1 elongation factor G [Streptococcus mutans 8ID3]
 EMB63173.1 elongation factor G [Streptococcus mutans 1SM1]
 EMB64132.1 elongation factor G [Streptococcus mutans 4SM1]
 EMB66716.1 elongation factor G [Streptococcus mutans 3SN1]
 EMB69279.1 elongation factor G [Streptococcus mutans 2ST1]
 EMB71650.1 elongation factor G [Streptococcus mutans 4VF1]
 EMB71741.1 elongation factor G [Streptococcus mutans 11SSST2]
 EMB72996.1 elongation factor G [Streptococcus mutans 15VF2]
 EMB80373.1 elongation factor G [Streptococcus mutans 5SM3]
 EMB80644.1 elongation factor G [Streptococcus mutans 11VS1]



 EMB82492.1 elongation factor G [Streptococcus mutans NFSM2]
 EMB83030.1 elongation factor G [Streptococcus mutans NVAB]
 EMB84452.1 elongation factor G [Streptococcus mutans A9]
 EMB86368.1 elongation factor G [Streptococcus mutans N29]
 EMB87840.1 elongation factor G [Streptococcus mutans NMT4863]
 EMB91746.1 elongation factor G [Streptococcus mutans A19]
 EMB93383.1 elongation factor G [Streptococcus mutans U138]
 EMB94253.1 elongation factor G [Streptococcus mutans G123]
 EMB97860.1 elongation factor G [Streptococcus mutans M21]
 EMC01111.1 elongation factor G [Streptococcus mutans T4]
 EMC01712.1 elongation factor G [Streptococcus mutans N34]
 EMC02667.1 elongation factor G [Streptococcus mutans NFSM1]
 EMC06153.1 elongation factor G [Streptococcus mutans NLML4]
 EMC06754.1 elongation factor G [Streptococcus mutans NLML5]
 EMC09374.1 elongation factor G [Streptococcus mutans NLML9]
 EMC10831.1 elongation factor G [Streptococcus mutans N3209]
 EMC14033.1 elongation factor G [Streptococcus mutans M2A]
 EMC15640.1 elongation factor G [Streptococcus mutans N66]
 EMC17727.1 elongation factor G [Streptococcus mutans W6]
 EMC18311.1 elongation factor G [Streptococcus mutans NV1996]
 EMC21923.1 elongation factor G [Streptococcus mutans SF1]
 EMC23781.1 elongation factor G [Streptococcus mutans SF14]
 EMC25419.1 elongation factor G [Streptococcus mutans SM6]
 EMC27449.1 elongation factor G [Streptococcus mutans ST1]
 EMC31861.1 elongation factor G [Streptococcus mutans U2A]
 EMC32967.1 elongation factor G [Streptococcus mutans 14D]
 EMC33733.1 elongation factor G [Streptococcus mutans NLML1]
 EMC35682.1 elongation factor G [Streptococcus mutans 21]
 EMC37903.1 elongation factor G [Streptococcus mutans 66-2A]
 EMC39735.1 elongation factor G [Streptococcus mutans B]
 EMC42882.1 elongation factor G [Streptococcus mutans SM4]
 EMC46991.1 elongation factor G [Streptococcus mutans 24]
 EMC49444.1 elongation factor G [Streptococcus mutans S1B]
 EMC49561.1 elongation factor G [Streptococcus mutans SA38]
 EMC50135.1 elongation factor G [Streptococcus mutans SA41]
 EMC57120.1 elongation factor G [Streptococcus mutans R221]
 EMC57913.1 elongation factor G [Streptococcus mutans M230]
 EMC61960.1 elongation factor G [Streptococcus mutans U2B]
 EMP60389.1 elongation factor G [Streptococcus mutans KK21]
 EMP61263.1 elongation factor G [Streptococcus mutans 5DC8]
 EMP65040.1 elongation factor G [Streptococcus mutans ATCC 25175]
 EMP65778.1 elongation factor G [Streptococcus mutans KK23]
 EMP69053.1 elongation factor G [Streptococcus mutans NCTC 11060]
 ESS18491.1 Elongation factor G [Streptococcus mutans PKUSS-LG01]
 ESS18844.1 Elongation factor G [Streptococcus mutans PKUSS-HG01]
 AJD54780.1 elongation factor G [Streptococcus mutans UA159-FR]
 BAQ25006.1 elongation factor G [Streptococcus troglodytae]
 AMF86023.1 elongation factor G [Streptococcus mutans]
 KZM63286.1 elongation factor G [Streptococcus mutans]
 GAW69386.1 elongation factor G [Streptococcus mutans]
 ARS61819.1 elongation factor G [Streptococcus mutans]
 OVF01801.1 elongation factor G [Streptococcus mutans]
 PNM01514.1 elongation factor G [Streptococcus mutans]
 AVM72117.1 elongation factor G [Streptococcus mutans]



Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_086237864.1 elongation factor G [Campylobacter sp. P0078]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   



WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE ++ E++ +  +     
Sbjct  192  
PTDYVEKDIPAELQEKAQEYRNKMIEAVAETDDALMEKFFGGEELTNEEIKKGLKAGCLS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDNGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  



ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>WP_070297985.1 elongation factor G [Campylobacter coli]
 OEX41375.1 translation elongation factor G [Campylobacter coli]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 180/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  



CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L  + V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP +
Sbjct  545  
QEALQNGVLASYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_038034548.1 elongation factor G [Thermotoga sp. Xyl54]
 KHC95348.1 elongation factor G [Thermotoga sp. Xyl54]
Length=695

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 



matrix adjust.
 Identities = 209/676 (31%), Positives = 322/676 (48%), Gaps = 
73/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     G V++G T TD M  E++RGITIQ
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILYYTGRKHFLGDVDEGNTTTDWMPQEKERGITIQSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV R+L VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGYRINIIDTPGHVDFTAEVERALRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + F+NK+D+ G D    V+++  KL A+                    I +K    
+S
Sbjct  133  
PRIAFMNKMDKVGADFYMAVETLVTKLKANPIPVQMPIGSEKDFQGVIDLIKMKAIYWVS  192

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +  + E  +I             E  + V E ++++LEKY+ GE IS E++ R  
++  
Sbjct  193  
EDGSVYEEREIPEELREEAEMRREEMLEKVAELDEEILEKYLEGEEISEEEIKRILRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GE------
QGSAAL  249
             +    PV  G+AK   GIQPL+DAV   L  P+            GE        
+   
Sbjct  253  
IENRAVPVLCGAAKANKGIQPLLDAVIDYLPSPLDLPPVKGWRVSDGEIVYRKPDENEPF  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
               VFKV+      + VY R+YSG L     V       RE++ +I  M    + E
+   
Sbjct  313  
TALVFKVQVDPYIGKLVYFRVYSGRLEKGSYVYNSTKGQRERISRIVFMHADKREEV---  369

Query  306  DTAYPGEIVILPSDSV-RLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D   PG+I       V +  D L D   P  L +  +   P P++   I P T A  
E+L
Sbjct  370  DYVRPGDIAAGVGLKVSQTGDTLCDEKEPVILEKVDF---
PEPVISLAIEPATKADEEKL  426

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + AL  L++ DP L+  VD  T E I+S +G + LE+V   L  ++ +   V +P 
V Y 
Sbjct  427  
VKALLALSEEDPTLQVRVDKETGETIISGMGELHLEIVVDRLKREFGVNVRVGQPQVAYR  486

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   RP +A    I  +      +  + L + P+    G  +E   +   G + + 
F  A
Sbjct  487  ETIKRPAEAEGKYIR-
QTGGRGQYGHVILRIEPIPEEEGKNFEFIDKTVGGVIPKEFMPA  545

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +  GI+  +  G L G+ V   +     G Y+   S+   F+  A +  ++A+K++   
L
Sbjct  546  
IEAGIKEAMMSGPLAGYPVVRVRAVVLDGSYHEVDSSEMAFKIAASMAFKEAMKKAQPVL  605

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D     A IE+ + +    +   +IP      Y T 
L  
Sbjct  606  
LEPIMKLEITTPEEYMGNIISDLNSRRAKIESLETRGHLKIVVAKIPLSETFGYATVLRS  665

Query  596  YTNGRSVCLTELKGYQ  611
             + GR+  + +   YQ
Sbjct  666  LSQGRASYIMQFSHYQ  681

>AVQ40527.1 elongation factor G [Clostridium botulinum]
 AVQ44070.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 250 bits (639),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 296/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKYNIPVLF  124



Query  126  FINKIDQAGVDLQSVVQSVRDKLSADI--IIK--
QTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +  I K   +  LSPE++          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCSIDKPLNSDELSPELI----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ +LEKY+  +   ++  ++  ++ ++   LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYVLEKYLE-
DNYEKDLWLKSMKKLIKKTELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ +AL   E     K+ E
+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEDIALPNIENDFCEKVNEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINGDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNSGIIFESACHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  + D KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFEKDHHGILTGSPIIDIKITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  



EPYYSFKMEVPLDYMGRVLSDIQKLKGDFNPPETIHNKAIIKGRGPVETFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_011986616.1 GTP-binding protein [Clostridium botulinum]
 YP_001254600.1 tetracycline resistance protein [Clostridium 
botulinum A str. 
ATCC 3502]
 YP_001387893.1 tetracycline resistance protein [Clostridium 
botulinum A str. 
Hall]
 CAL83644.1 putative tetracycline resistance protein [Clostridium 
botulinum 
A str. ATCC 3502]
 ABS34400.1 GTP-binding elongation factor, TetM/TetO family 
[Clostridium 
botulinum A str. ATCC 19397]
 ABS38255.1 GTP-binding elongation factor, TetM/TetO family 
[Clostridium 
botulinum A str. Hall]
 AWB17967.1 tetracycline resistance protein [Clostridium botulinum]
Length=651

 Score = 250 bits (639),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 166/611 (27%), Positives = 296/611 (48%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+  ++  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKSSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIKVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +     K+   +   +  EE +  E  + + E 
++ L
Sbjct  125  FINKIDRVGANAENVIEEIKLNFT-----KKAFFIDKSLSNEECSS-
ELIEFIAEQDECL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244



            LEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++ +  L +    
E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMKKLIKSNKIFPCFSGSALQDIGIEEFLENLHTLSYTEYNEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +
Sbjct  238  --
EKFSGRVYKIRHDEQKNRLTYVKALSGSLKVKDEIALPNIEDDFCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++Y
Sbjct  352  
VLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ +   + P    SG+ +E+      L    QN 
VR  
Sbjct  412  KETILDTVIGYGHFE--
PLGHYSEVHFKLEPGERNSGITFENLCHTDDLTVGNQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G  +TD  I    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDINITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +    +  ++ V+  G  P      Y  +   
+T G
Sbjct  530  
YSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIENRVIIKGRGPVATFMNYSVEFISFTKG  589

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKFNFIFDGY  600

>OXE35226.1 elongation factor G [Phenylobacterium zucineum]
Length=692



 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/679 (28%), Positives = 308/679 (45%), Gaps = 
64/679 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    + N
+P +
Sbjct  72   
WNGHRLNIIDTPGHVDFTIEVERSLRVLDGAVAVLDGNQGVEPQTETVWRQADRYNVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------------  172
            +F+NK+D+ G D Q  ++++R++L    +  Q + +  E  L+   D+            
Sbjct  132  VFVNKMDKIGADFQMCLKTIRERLGVKAVPIQ-
LPIGAESSLKGIVDLVRMKAVVWDSEG  190

Query  173  -------------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQ  209
                               EA + +IEN    +D+ +E Y+ GE  S   + +  
+R V 
Sbjct  191  
LGANYHDEEIPDDMKAEAEEARNYMIENSVELDDEAMEAYLGGEEPSEAVIKKCLRRAVL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAALCGS  252
              + +P+  GSA K  G+QPL+DAV                     +PI    S     
S
Sbjct  251  
TGAFYPILAGSAFKNKGVQPLLDAVVDYLPSPLDIPPTPGLDYKTEEPIVRHASDDEPLS  310

Query  253  V--FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            V  FK+          + R+YSG L     +  + REK  ++  M +           
A+
Sbjct  311  
VLAFKIMDDPFVGSLTFCRIYSGKLETGMGLLNSTREKRERVGRMLLMHSNNREDIKEAF  370

Query  310  PGEIVILPS-DSVRLNDVLGDPTRLPRKRWRED-
PLPMLRTTIAPKTAAQRERLLDALTQ  367
             G+IV L      R  D L DPT+ P    + + P P++   I PK+ A +E+L  
AL +
Sbjct  371  
AGDIVALAGLKDTRTGDTLCDPTKSPVILEKMNFPEPVIEIAIEPKSKADQEKLGVALAK  430



Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            +   DP      D  + + I+  +G + L++   +L   YK+E  +  P V Y E   
+ 
Sbjct  431  
MVAEDPSFTVFTDQESGQTIMKGMGELHLDIKVDILKRTYKVEANIGAPQVAYRESLGRV  490

Query  428  AS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A   +T   +      +A + +   P   GSG  +E+ +  G + + F   V+ GI    
Sbjct  491  
ADIDYTHKKQTGGTGQFARVKIKFEPGEPGSGFVFENTIVGGSVPKEFIPGVQKGIESAK  550

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + GL  G+ + D K     G Y+   S+   F   +     +  +  G +LLEP +   
+
Sbjct  551  
DNGLLAGFPLIDFKATLYDGGYHDVDSSVLAFEIASRAAFRELRERGGPKLLEPIMKVEV  610

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P EY+     D       I+  + + +  V T  +P   +  Y   L  ++ GR
+   
Sbjct  611  
LTPDEYMGDVIGDLNSRRGQIQGTETRGNAQVVTAFVPLANMFGYINTLRSFSQGRAQFT  670

Query  605  TELKGYQA---AVGQPVIQ  620
             +   Y+    AV   VI+
Sbjct  671  MQYDHYETVPQAVADEVIK  689

>WP_055302926.1 GTP-binding protein [Roseburia inulinivorans]
 CUO37505.1 Tetracycline resistance protein tetM [Roseburia 
inulinivorans]
Length=900

 Score = 255 bits (651),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 197/659 (30%), Positives = 317/659 (48%), Gaps = 
68/659 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLY+SG+I + G V+ G    DT  +E++RGITI 
+  
Sbjct  1    
MKQIIAGILAHVDAGKTTLSEALLYSSGSIKKIGRVDNGDAFLDTDAMEKKRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+   K+ ++DTPGH+DF AE+ R+L VLD A+LVISA DGVQA T+ L+  L
++  
Sbjct  61   



AELQFGDTKMTLLDTPGHVDFSAEMERTLMVLDYAVLVISASDGVQAHTQTLWRLLKRYE  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------------
IKQTVSLSPEIV  165
            IP  +FINK+DQ G D  +++  ++ +LS   I                +++ ++  
EI 
Sbjct  121  
IPVFLFINKMDQPGTDRAAILLELKKQLSDGCIDFTELGAGTEEEAQENEKSSTIMEEIA  180

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            +E+ T +E++         L    IAGE I RE +V   QR++     FP ++GSA 
+  
Sbjct  181  MEDETAMESF---------LETGRIAGEQI-REMIV---QRKI-----
FPCFFGSALRNA  222

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-  284
            G+   +         +  +        VFK+   + G R  YL++  GTL+++  +
+ A 
Sbjct  223  GVDTFLQGFDRY--
TLAPEYPDGFGMKVFKIARDEAGSRLTYLKVTGGTLKVKALLSNAD  280

Query  285  ----GRE--
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW  338
                G E  + K+ ++RI S        T Y    +I  +D+  +  V G     P 
+ +
Sbjct  281  HVRFGEEVWEQKVNQIRIYS-------GTKYE---
LINEADAGMVCAVTGLDHTYPGQGF  330

Query  339  -----REDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
                  E P+  P+L   +      +   +L  L Q+ + +P L    +    EI 
+  +
Sbjct  331  
GIEAQGETPVLEPVLHFRLILPEGVEPAVMLPKLRQIEEEEPELHIVWNEKLQEIQIQIM  390

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G VQ E++ ++++E++ +E       ++Y E          H E  P   +A + L 
+ P
Sbjct  391  GEVQTEILKSMIAERFGVEVAFGPGKIVYKETIADTVEGVGHFE--
PLRHYAEVHLLLEP  448

Query  452  LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPV  510
            L  GSG+  ++  S   L++++Q  +   ++     G L G  +TD KI    G  
++  
Sbjct  449  
LEPGSGIVIDTDCSEDVLDKNWQRLIVTHLKEREHIGVLTGSVITDMKITVIGGRAHTKH  508

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            +   DFR      + Q LK++ + LLEPY  F +  PQ  + RA  D  K     E    



Sbjct  509  
TEGGDFRQATYRAVRQGLKQAQSVLLEPYYEFHIAVPQNMVGRAMTDIEKMHGKFEGPYQ  568

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY------
QAAVGQPVIQPRR  623
            + D  V  G  P  C+  Y+ ++  YT G         GY      +  V Q    
P R
Sbjct  569  
EGDAQVLRGIAPVACMANYQKEVTAYTKGLGKVTFRFAGYYPCHNTEEVVAQTGYDPER  627

>WP_095720292.1 elongation factor G [Calothrix elsteri]
 PAX60218.1 elongation factor G [Calothrix elsteri CCALA 953]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/680 (28%), Positives = 308/680 (45%), Gaps = 
84/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHQGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STTWKNHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIV--------------L  166
            P ++F+NK+D+ G +   V + VRD+L  + I I+  +    E +               
Sbjct  129  
PRIVFVNKMDRTGANFYKVYEQVRDRLRTNAIPIQLPIGAETEFLGLVDLVKMRAYIYTN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  G+ ++ E++    
++  
Sbjct  189  
DKGTDIQEQDIPADMQEVAAEYRTKLIEAVSETSDDLMNKYFEGQALTEEEIHTALRKST  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---GEQG--------------
SAALC  250
                + P+  GSA K  GIQ L+DAV   L  P+     QG              +  
L 
Sbjct  249  
VSGRIVPMLCGSAFKNKGIQLLLDAVVDYLPSPLEVPAIQGLLLNGDTVERHADDNEPLS  308



Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V L   E+  + 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGILKKGSYVLNATKGKKERISRLVILKADERQDVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +   +  V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTLTGDTITDENSPVILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  +D  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVSIDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYMERPLKAASH---
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   KA +        +      +  + + + P   GSG ++ S++  G 
+ + 
Sbjct  475  
PQVAYRETIRKAVTKIEGKFIRQSGGKGQYGHVVIDLQPGEPGSGFEFVSKIVGGTIPKE  534

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ + D K     G Y+   S+   F+    + +++A
+ ++
Sbjct  535  
YVGPAEAGMKESCESGVIAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAMKEAVMKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P++YL     D       IE    ++     T ++P   +  
Y T
Sbjct  595  
SPVLLEPMMKVEVEVPEDYLGDVMGDLNSRRGQIEGMGSEEGLAKVTAKVPLAEMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQ  611
            D+   T GR +   E   Y+
Sbjct  655  DIRSKTQGRGIFSMEFSRYE  674

>WP_028543505.1 elongation factor G [Paenibacillus taiwanensis]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/673 (29%), Positives = 321/673 (48%), Gaps = 
76/673 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIV------LE  167
             ++NK+D  G D  +V++S++D+L A+ +  Q            + L  ++       
L 
Sbjct  132  
AYVNKMDIIGADYLNVIESMKDRLQANAVAIQLPIGAENDFVGIIDLVEQVAHIFKDDLG  191

Query  168  ENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + +I                E  + V E +++L+ KY+ GE  + E++    ++ 
V   
Sbjct  192  
RDVEITEIPAEFKEQVAELRMELVEKVAELDEELMMKYLEGEEPTVEEIKAALRKGVCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G  A+  S          
Sbjct  252  
QIFPVVCGSSYRNKGVQLMIDAVVDYLPSPLDVPDIKGHLEDGEEAIRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A  G RE++ +I +M   S+ EI   
D  Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLSSGSYVLNATKGKRERIGRILQMHANSREEI---
DVVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL++L + DP LR   D  T + IL+ +G + LE++   +  ++K++T V +P 
V Y 
Sbjct  422  



GVALSKLTEEDPTLRAHTDEETGQTILAGMGELHLEIIVDRMRREFKVDTNVGKPQVAYR  481

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E     A        +      +  + +   P   G+G ++E++V  G + + +   
V+ 
Sbjct  482  
ETFKTGAKVEGKFVRQSGGRGQYGHVWIEFAPQEPGAGFEFENKVVGGVVPREYIAPVQA  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
LLEP
Sbjct  542  
GIEESMKNGVLAGFPLVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDTRSGAQIIRAKVPLAEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>WP_017311595.1 MULTISPECIES: elongation factor G 
[Hapalosiphonaceae]
 KIY11549.1 elongation factor G [Mastigocladus laminosus UU774]
 ONN62578.1 translation elongation factor G [Mastigocladus laminosus 
74]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 194/692 (28%), Positives = 316/692 (46%), Gaps = 
75/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V + VRD+L A+ I  Q    S    L               
Sbjct  129  
PRIVFVNKMDRTGANFYKVYEQVRDRLRANAIPIQLPIGSESDFLGLVDLVKMRAYVYGN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++  ++    
++  
Sbjct  189  
DQGTDIKDEDIPADMQDLVQEYRNKLIEAVAETDDDLMNKYFEGEELTEAEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P GE        +  
L 
Sbjct  249  
VAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPPDVPAIQGTLPNGETVERHADDNEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +      +  
D   
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVVLKADNRIDVDELR  367

Query  310  PGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G++      +V L D L        G P  L        P P++   + PKT    
++L
Sbjct  368  AGDL----GAAVGLKDTLTGDTLTDEGSPVILESLFI---
PEPVISVAVEPKTKNDMDKL  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y 
Sbjct  421  
SKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYR  480

Query  422  ERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   K  +      +  +      G   + + P   GSG ++ S++  G + + + 
+ V 
Sbjct  481  
ETIRKQVNRIEGKFIRQSGGKGQYGHVVIDLAPGEPGSGFEFVSKIVGGTVPKEYISPVE  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++   E G+  G+ + D K     G Y+   S+   F+    + +++A+ ++   
LLE
Sbjct  541  
AGMKETCESGILAGYPLIDVKATLIDGSYHEVDSSEMAFKIAGSMAMKEAVMKASPVLLE  600



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+ +L     D       IE    ++     T ++P   +  Y TD+   
T
Sbjct  601  
PMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEQGIAKVTAKVPLAEMFGYATDIRSKT  660

Query  598  NGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             GR +   E   Y      V + +I   + N+
Sbjct  661  QGRGIFSMEFSHYDEVPRNVAEAIIAKSKGNA  692

>WP_066118241.1 elongation factor G [Geminocystis sp. NIES-3709]
 BAQ64978.1 translation elongation factor G [Geminocystis sp. 
NIES-3709]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 181/678 (27%), Positives = 305/678 (45%), Gaps = 
83/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W    +NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STDWRGHHINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P + F+NK+D+ G +   V + V+++L A  +  Q               +++   
I L+
Sbjct  129  
PRIAFVNKMDRTGANFLKVYKQVKERLRAPAVAIQIPIGSEEKFQGIVDLITMKAHIYLD  188

Query  168  E----------NTDIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +           TDI            +AV E+++ LLEKY+  E I+ +++    
+   
Sbjct  189  
DLGEQIKIADIPTDILELAQEYRGYLVEAVAESDENLLEKYLGEEEITEQEIKLALRHGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
               +L P+  GSA K  G+Q L+DAV                 P GE+G           



Sbjct  249  
LTGALIPMLCGSAFKNKGVQLLLDAVVDYLPAPTEVPAIKGILPDGEEGVRHSSDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+  +D   R  ++R+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKIA-
SDPYGRLTFIRVYSGVLTKGTYVYNATKNKKERISRLIILKANDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G I+       G+ +    + + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAIIGLKLTTTGDTLCDDQNPIILESLY-------------
VPEPVISVAVEPKTT  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L+D DP  +  VD  T++ +++ +G + LE++   +  ++K+E  
V +
Sbjct  415  
QDMDKLSKALQSLSDEDPTFKVSVDPETNQTVIAGMGELHLEILVDRMLREFKVEAHVGQ  474

Query  416  PSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   KA  A      +      +  + + + P   G G ++ S++  G + 
+ +
Sbjct  475  
PQVAYRETIRKAVRAEGKFIRQSGGKGQYGHVVIEIEPQEEGKGFEFVSKIVGGTIPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              ++  GI+   E G+  G+ V D K+    G ++   S+   F+    + +   +
+++ 
Sbjct  535  
IPSIGQGIKEACESGIMAGYPVIDLKVTLIDGSFHDVDSSEMAFKIAGSMAIRDGVEKAA  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P  +L     D      TIE    +      T ++P   +  
Y TD
Sbjct  595  
PVLLEPMMKVEVEVPDNFLGDVMGDLNSRRGTIEGMNSEDSIAKVTAKVPLGAMFGYATD  654

Query  593  LAFYTNGRSVCLTELKGY  610
            +   T GR +   E   Y
Sbjct  655  IRSKTQGRGIFSMEFSNY  672

>WP_006530855.1 elongation factor G [Gloeocapsa sp. PCC 73106]
 ELR96230.1 translation elongation factor EF-G [Gloeocapsa sp. PCC 
73106]
Length=691



 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/681 (27%), Positives = 310/681 (46%), Gaps = 
89/681 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIVHKLGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWQGHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P + F+NK+D+ G +   V + ++++L A+++              I   V +   
I   
Sbjct  129  
PRIAFVNKMDRTGANFFKVYEQIKERLRANVVPIQVPIGAEGDFVGIVDLVRMRALISQD  188

Query  165  ----------VLEENTDIEAW------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                      + EE ++I A       ++V E++D L  KY+ GE +S  ++ +  
+   
Sbjct  189  
DLGQDVLETDIPEEVSEIVATYRSKLIESVAESDDLLTGKYLEGEELSEAEIRQGIRMAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI------
GEQGS---------A  247
             +  + P+  GSA K  G+Q L+DAV           PI      G +G          
A
Sbjct  249  
IEGKMVPLLCGSAFKNKGVQLLLDAVVDYLPAPTEVPPIKGTLADGSEGERKASDEEPFA  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKIT  292
            AL    FK+     G R  +LR+YSG L               R+   + L   E+
+++ 
Sbjct  309  ALA---FKIAADPFG-
RLTFLRVYSGILAKGSYAYNATKDQKERISRLIVLKSNERIEVE  364

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E+R    G  +       G+ +   +  + L  +               P P++   
+ P
Sbjct  365  ELRAGDLGAAIGLKNTITGDTLCDENKPIILESLF-------------
VPEPVISVAVEP  411



Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT    E+L  AL  L+D DP  R  VD  T++ +++ +G + LE++   +  +YK
+E  
Sbjct  412  
KTKQDMEKLSKALQALSDEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREYKVEAN  471

Query  413  VKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E  R    A      +      +  + + + P  +GSG Q+ S++  
G + 
Sbjct  472  
VGQPQVAYRETVRKKSEAEGKFIRQSGGKGQYGHVIIQLEPGEMGSGFQFVSKIIGGTIP  531

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +   V  G++   E G+  G+ + D K     G Y+   S+   F+    + ++
+A+ 
Sbjct  532  
KEYVAPVEQGMKEACESGILAGYPMIDVKATLLDGSYHDVDSSEMAFKIAGSMAIKEAVL  591

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   +LEP +   +  P+++L     D       IE             ++P   
+  Y
Sbjct  592  
KASPVILEPMMKVEIEVPEDFLGDVIADLNSRRGNIEGMNSTSGIAQIISKVPLAEMFGY  651

Query  590  RTDLAFYTNGRSVCLTELKGY  610
             TD+   T GR +   E   Y
Sbjct  652  ATDIRSKTQGRGIFTMEFSKY  672

>WP_025023859.1 elongation factor G [Lactobacillus nodensis]
 KRK79674.1 elongation factor G [Lactobacillus nodensis DSM 19682 = 
JCM 14932 
= NBRC 107160]
Length=698

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 180/668 (27%), Positives = 306/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+ +
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAATTAE  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124



            W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++      +
+P +
Sbjct  74   
WKGNRINIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQASTYSVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G +    V+++ ++L A+                   +I+    L  
E  L
Sbjct  134  
VFVNKMDKIGANFDYSVETLHERLDANAHAIQMPIGAEDKFEGVIDLIEMKADLYDEDEL  193

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                D                 E  ++V + +D ++EKY+ G  IS ++L    ++   
D
Sbjct  194  
GTKWDTVDVPDEYLEKAKEKRAELVESVADVDDDIMEKYLDGAEISNDELRAAIRKATVD  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE-------
QGSAALCG  251
               FPV  GSA K  G+Q LMDAV                 P  +         +    
G
Sbjct  254  
LKFFPVLAGSAFKNKGVQMLMDAVVDYLPSPLEVRPYNATNPKDDSQVELMADDNKPFAG  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+       R  Y+R+Y G+L     V  A ++K     ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTYIRVYRGSLESGSYVLNATKDKRERVGRLLQMHSNHRKEIPEV--  371

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I  ++   +    D L DP         + P P+++ +I P +   R+++  
A+ 
Sbjct  372  -
FSGDIAAVIGLKNTTTGDSLTDPDDPLILESLDIPDPVIQVSIEPDSKEDRDKMDLAIQ  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L++ DP  + E +  T E +++ +G + L+++   +  ++K+   V EP V Y E   
K
Sbjct  431  
KLSEEDPTFQAETNPETGETLIAGMGELHLDIMVDRMKREFKVACKVGEPQVAYRETFTK  490

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
              S       +      +  + +  TP   G G ++E  +  G + + +  +V  G
++  
Sbjct  491  
QTSAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGLKES  550

Query  485  LEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  +LEP 
+   
Sbjct  551  
MENGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKIAASMSLRNASKSAGAVILEPIMKVE  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+ YL             +E  + + +  +    +P   +  Y T L   T 
GR   
Sbjct  611  
IVTPESYLGDVMGQVTARRGRVEGMEARGNAQLINSFVPLAEMFGYATTLRSATQGRGTF  670

Query  604  LTELKGYQ  611
                  Y+
Sbjct  671  TMTFDHYE  678

>WP_011345195.1 MULTISPECIES: elongation factor G [Carboxydothermus]
 Q3A9R2.1 RecName: Full=Elongation factor G; Short=EF-G
 ABB14098.1 translation elongation factor G [Carboxydothermus 
hydrogenoformans 
Z-2901]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/686 (28%), Positives = 313/686 (46%), Gaps = 
74/686 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHDGAATMDWMVQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAIFCAVGGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEENTDI-------  172
             ++NK+D+ G +   VV+ ++++L A+ +     I    +    I L EN  I       
Sbjct  132  
AYVNKMDRMGANFFEVVRQIKERLGANPVPIQLPIGNEDTFQGVIDLIENKAIIYTDDLG  191

Query  173  ----------EAWDAVIENNDK-----------
LLEKYIAGEPISREKLVREEQRRVQDA  211
                      E  D V E  +K           L+ KY+ GE ++ E++    ++     
Sbjct  192  



TQLAEAEIPAEMLDLVAEYREKVMEAAAEADEELMLKYLDGEELTPEEIRAGLRKATIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
             + PV  GS+ K  G+QPL+D             AV G+    G++       S      
Sbjct  252  
KVVPVLCGSSFKNKGVQPLLDAIVYYLPSPVDIPAVRGINPETGDEDFRKASDSEPFAAL  311

Query  253  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGE  312
             FK+       +  + R+YSG L+       AG   L  T+ +    G ++R    
+  E
Sbjct  312  AFKIMADPYVGKLTFFRVYSGVLK-------
AGSYVLNSTKGKKERIGRLLRMHANHREE  364

Query  313  IVILPSD----SVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            I  + S     +V L D     T    K        E P P++   I PKT   +E
++  
Sbjct  365  
IDEVCSGDIAAAVGLKDTHTGDTICDEKHPIVLESMEFPEPVINVAIEPKTKQDQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  425  
ALQRLAEEDPTFKMWTDQETGQTIIAGMGELHLEIIVDRLMREFKVEANVGKPQVAYKET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + + + PL  G G ++ +++  G + + +  AV  
G+
Sbjct  485  
VRGTAKAEGKYIRQTGGRGQYGHVWIEIEPLEPGKGYEFVNKIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  LE G L G+ V D ++    G ++   S+   F+    +  +QA+ ++   
LLEP +
Sbjct  545  
REALESGVLAGYPVIDVRVTLFDGSFHEVDSSEMAFKIAGSMAAKQAVLKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGEVIGDLNSRRGRIEGMEARNNMQVVRGYVPLAEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
                     Y+     +   +IQ R+
Sbjct  665  GTYTMHFSHYEEVPKNLADQIIQKRQ  690



>SCI52053.1 Vegetative protein 19 [uncultured Clostridium sp.]
Length=688

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 185/661 (28%), Positives = 311/661 (47%), Gaps = 
66/661 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGQTHKIGETHEGASQMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSENVWRQADNYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEE--------  168
            P + F+NK+D  G D  +VVQ ++D+L+A+ +     I +   L  E+ L E        
Sbjct  129  
PRMAFVNKMDIMGADFYNVVQMMKDRLNANAVPVQLPIGKEDWLQGEVDLVEMCAHIYKD  188

Query  169  --NTDIEA-------------W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                +IE              W     +AV E +++L+ KY+ GE  S E++    
++  
Sbjct  189  
DLGKEIEKTEIPEDMKELAAEWREKLIEAVAETDEELMMKYLEGEEFSVEEIKTAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQG------
SAAL  249
                + PV+ GSA +  G+Q L+D             A+ G+ +  GE+           
Sbjct  249  IACEMNPVFCGSAYRNKGVQLLLDGVVDYLPAPTDIPAIKGVLED-
GEESERHSSDEEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG ++    V       RE++ +I +M   ++ 
EI   
Sbjct  308  
SALAFKIMTDPFVGKLAFFRVYSGIMQGGSYVLNSTKGKRERIGRILQMHANTREEITEV  367

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L DP         E P P++   I PK+ A +E+
+  A
Sbjct  368  ---



YAGDIAAAVGLKDTTTGDTLCDPAHPIILESMEFPEPVISVAIEPKSKAAQEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP    + D  T + I+S +G + LE++   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LQKLAEEDPTFVVKTDEETGQTIISGMGELHLEIIVDRLLREFKVEANVGAPQVAYRETI  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P+    +    +      +  + + V P   GSG ++E++   G + + +      
GI
Sbjct  485  TQPVD-
VEYKYSKQSGGRGQYGHVKIRVNPQEPGSGYKFENKTVGGSVPKEYVGPTDAGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +  G+  G+ V D  +    G Y+   S+   F+    + ++ ALK+  + 
LLEP+ 
Sbjct  544  
QGAMAAGIVAGYPVVDVAVELYDGSYHEVDSSEMAFKMAGSMAMKDALKKGNSVLLEPFF  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+             I+  + +    V    +P   +  Y T+L   
T GR
Sbjct  604  
KVEVVTPEEYMGDVMGGLNSKRGLIQGMEARNGAQVINAFVPLSEMFGYSTELRSTTQGR  663

Query  601  S  601
            +
Sbjct  664  A  664

>SCI55470.1 Vegetative protein 19 [uncultured Butyricicoccus sp.]
Length=701

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/694 (27%), Positives = 320/694 (46%), Gaps = 
77/694 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVNHKIGDTHDGTATMDWMEQEQERGITITSAATTCH  71

Query  65   W---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W         HR  +NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  
++H 



Sbjct  72   WSGSTHQFPEHR--
INIIDTPGHVDFTVEVERSLRVLDGSVTVFCAKGGVEPQSETVWHQ  129

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLS  161
              K  +P + F+NK+D  G D  +VV  ++D+L  + +              I   
+++ 
Sbjct  130  
ADKYKVPRMAFVNKMDIMGADFYNVVGMMKDRLKCNAVPVQLPIGSEDTFKGIIDLITMR  189

Query  162  PEIVLEE------NTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVR  202
             E+  ++      + DI             E W+ V E ++ L+ KY+ GE ++  
++  
Sbjct  190  
AEVYYDDLGKDIRDEDIPADMMEKAQQYHDELWEHVAELDEDLMMKYLEGEELTIPEVKA  249

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS---  246
              ++      + PV  G+A +  G+QPL+DAV              G+     E+ 
S   
Sbjct  250  
AIRKGCIANEIVPVLCGTAYRNKGVQPLLDAVIEYMPAPTDIPDIKGVNPQTDEEDSRPS  309

Query  247  ---AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSK  299
               A      FK+       R  + R+YSGT+    +V  A    RE+L +I +M    
+
Sbjct  310  
SDDAPFSALAFKIATDPFVGRLTFFRVYSGTITAGSSVLNATKDQRERLGRILQMHANHR  369

Query  300  GEIVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +I   D  Y G+I   +   +    D L D          E P P++R  I PKT 
A +
Sbjct  370  QDI---
DCVYSGDIAAGIGFKNTTTGDTLCDEKHPIILESMEFPDPVIRVAIEPKTKAGQ  426

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  
P V
Sbjct  427  
EKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGSPQV  486

Query  419  IYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E   ++A        +      +  + + V P   G G ++ +++  G + + 
+   
Sbjct  487  
AYKETIRRSADVDQKYARQSGGKGQYGHVKIIVEPNESGKGYEFINKIVGGAIPKEYIEP  546

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535



            V  GI+  ++ G+  G+ V D K+    G Y+   S+   F+    +  ++A+K++   
L
Sbjct  547  
VNQGIQGAMQAGILAGYPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEAMKKADPVL  606

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            +EP +   +  P+EY+     D       I+  + +      +  +P   +  Y T 
L  
Sbjct  607  
MEPIMQVDVMVPEEYMGDVIGDLNSRRGQIQGMEPRGGVQAISAGVPLSEMFGYATALRS  666

Query  596  YTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
             T GR     +   Y     ++ + +I  R  N+
Sbjct  667  RTQGRGQYTMQPSHYTEVPKSIQEKIIDNRNKNN  700

>WP_028848710.1 elongation factor G [Thermocrispum agreste]
Length=701

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/676 (28%), Positives = 324/676 (48%), Gaps = 
70/676 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINYKIGEVHDGAATMDWMEEEQKRGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++N+VDTPGH+DF  EV R+L VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCFWNDHQINLVDTPGHVDFTVEVERNLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    V++++++L+A                   D++  + +
+   
Sbjct  131  
PRICFINKMDKLGADFFFSVRTIQERLAARPLVIQLPIGAENDFQGVIDLVEMRALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   ++ +IE                  +AV E +D+L+EKY  GE ++  ++ R  
++
Sbjct  191  
EVRKGQDYEIEEIPAELAEQAAEYREQLIEAVAETDDELMEKYFGGEELTPAEIKRGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQ---------



PIGEQ  244
                  ++PV  GSA K  G+QP++DAV              G+ Q         P  
++
Sbjct  251  
LTIAQEVYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDIPSIEGVLQDGETPASRKPSSDE  310

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIV  303
              AAL    FK+       +  Y+R+YSG +    +V  A ++ K +I +M      
+  
Sbjct  311  PFAALA---
FKIMSHPYFGKLTYIRVYSGQIDSGASVVNATKDRKERIGKMFQMHSNKEN  367

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D A  G I  +         D L DP           P P++   I PKT A +
++L 
Sbjct  368  
PVDIARAGHIYAVQGLKDTTTGDTLADPQNPIVLESMTFPEPVIEVAIEPKTKADQDKLS  427

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  + + D  T + I+S +G + LEV+   +   +K+E  + +P V 
Y E
Sbjct  428  
TAIQKLAEEDPTFQVKQDEETGQTIISGMGELHLEVLVNRMKSDFKVEANIGKPQVAYRE  487

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG----
VQYESRVSLGYLNQSFQN  475
               + ++   +T   +      +A + +S+ PL   S      +++++V+ G + + 
+  
Sbjct  488  
TIRKTVERYEYTHKKQTGGAGQFARVIISLEPLDTSSADGALYEFDNKVTGGRIPKEYIP  547

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  ++ G L G+ +   K+    G Y+   S+   F+    + L++A K 
+   
Sbjct  548  
SVDAGVQDAMQYGVLAGYPLVGLKVTLLDGAYHEVDSSEMAFKVAGSMALKEAAKLAKPV  607

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P+EY+     D       I+    +    V   ++P   +  Y  
DL 
Sbjct  608  
LLEPMMAVEVTTPEEYMGDVIGDLNARRGQIQAMDERAGVRVVRAQVPLSEMFGYVGDLR  667

Query  595  FYTNGRSVCLTELKGY  610
              T GR+    +   Y
Sbjct  668  SKTQGRANYSMQFDSY  683

>PPR42115.1 Elongation factor G [Alphaproteobacteria bacterium 



MarineAlpha5_Bin12]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 180/666 (27%), Positives = 306/666 (46%), Gaps = 
59/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    + N
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADRYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----SL  160
             F+NK+D+ G +    V  ++D+L +                   D++  +++     
+L
Sbjct  132  
CFVNKLDRTGANFFMTVDMIKDRLGSYPLVTQLPIGNESNFVGIVDLVENKSIIWKEETL  191

Query  161  SPEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              E  + EN   E  D            V+E +DK++E Y+ G   S E + +  +
+   
Sbjct  192  
GAEFDISENIPDELKDQVKEYREKLIEKVVEEDDKIMEAYLDGNEPSIEDIKKCIRKGTI  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------
GEQGSAALCGS-----  252
              +  PV  GSA K  G+QPL+DA+   L  P+           G++     C       
Sbjct  252  
SGNFVPVLTGSAFKNKGVQPLLDAIINYLPSPLDVKSVKGVDIKGDKELERSCSDAEPFS  311

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK-
ITEMRIPSKGEIVRTDTAY  309
               FK+         V++R+YSG +  +D V  + R+K + I  M +           
AY
Sbjct  312  
ALAFKIMTDPFVGSLVFIRIYSGKVMTKDAVINSIRDKKENIGRMLLMHANNREEIKEAY  371

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L     V   + L DP         + P P++   + PKT A  E++  
AL +L
Sbjct  372  



AGDIVALVGVKDVTTGETLCDPNNPIILEKMDFPDPVIEVAVEPKTKADHEKMGIALGRL  431

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA-  427
            A  DP  R   D  + + I+  +G + LEV+   +  ++K+E  V  P V Y E   
K+ 
Sbjct  432  
AQEDPSFRVTSDEESGQTIIKGMGELHLEVLVDRMKREFKVEANVGAPQVAYRETITKSY  491

Query  428  -
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + ++      G G  +E++V+ G + + +   V  G++  
++
Sbjct  492  
EVDYTHKKQSGGAGQFARVEITFEATKPGEGFIFENKVTGGNIPKEYIPGVEKGLKSQMQ  551

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ V D K     G Y+   S+   F   A     + + ++   LLEP +   
+ 
Sbjct  552  
TGVIAGYPVIDFKATLNDGAYHDVDSSVLAFEIAARAAFREGIAKANPALLEPMMKVEVV  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P++Y+     D       ++  + +++  V    +P   +  Y  +L   + GR+    
Sbjct  612  
TPEDYMGDVIGDLNSRRGQVQNMENRRNASVIDAMVPLANMFGYVNNLRSLSQGRANYTM  671

Query  606  ELKGYQ  611
            +   Y+
Sbjct  672  QFSHYE  677

>EEU97609.1 translation elongation factor G [Faecalibacterium 
prausnitzii 
A2-165]
Length=698

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/684 (27%), Positives = 316/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  4    
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  63

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 



Q+ 
Sbjct  64   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  123

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  124  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  183

Query  157  TVSLSPEIVLEE-NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN++ L+EKY+ GE 
I+R
Sbjct  184  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILIEAVAENDEVLMEKYLEGEEITR  243

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            E+L    ++     +L PV  GS+ K  G+Q L+DA+              G+     
EQ
Sbjct  244  
EELKAAIRKETIANTLVPVTCGSSYKNRGVQKLLDAIVDYMPAPTDVEDIKGVNPETEEQ  303

Query  245  GS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
             +      A      FK+       +  Y R+YSG +    TV  +    RE++ 
+I +M
Sbjct  304  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDARERMGRILQM  363

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  364  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  417

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  418  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  477

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   K A+       +      +  + + + P   G G ++ + +  
G 
Sbjct  478  
ANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  537

Query  469  LNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
+ A
Sbjct  538  
IPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKDA  597

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  598  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNSRRGQIQGMEAMAGTQRVNAFVPLAQMF  657

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  658  GYATDLRSKTQGRGQYVMEPSHYE  681

>WP_066114993.1 elongation factor G [Geminocystis sp. NIES-3709]
 BAQ63247.1 translation elongation factor G paralog [Geminocystis 
sp. NIES-3709]
Length=697

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 195/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G   TD M  E++RGITIQ+A 
T+  
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHEGAATTDFMEQEQERGITIQSAATTCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  70   
WKDYQFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            I++NK+D+ G D   V++ V++ L+A  ++           K  V L             
Sbjct  130  
IYVNKLDRTGADFFRVIKQVKEILAATPLVMVLPIGVETEFKGVVDLLTRKAWIWDDSGD  189

Query  162  P------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P      EI  +   D+E +     +  +E ++ L+EKY+ GE I+ + + R  ++  
+D
Sbjct  190  
PMNYSIQEIPADMVDDVELYREQLIETAVEQDNDLMEKYLEGEEIAIDDIKRCIRKGTRD  249



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-----
IGEQGSAALCGS-----  252
               FP Y GS+ K  G+Q ++D V            QP       E G+ A+        
Sbjct  250  
LVFFPTYCGSSFKNKGVQLVLDGVIDYLPDPTEVNPQPEVDLEGNETGTFAIVDPEKPLR  309

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSG L    TV      K     ++ EM    + EI   
+
Sbjct  310  ALAFKIMDDRYGA-
LTFTRIYSGVLSKGMTVLNTATGKTDRVGRLVEMHANDRIEI---E  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+IV I+   +V+    + DP +         P P++   I PK     E++  
AL
Sbjct  366  
SAQAGDIVAIVGMKNVQTGHTICDPNQPATLEPMVFPDPVISIAIKPKQKGGNEKMGMAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   + +E  V +P V Y 
E   
Sbjct  426  
SKMVQEDPSFYVETDQESGETIIKGMGELHLDIKVDILRRTHGVEVEVGKPQVAYRESIT  485

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  +V P   GSG Q+ES+V+ G + + F  AV+ 
G + 
Sbjct  486  
KVINDSYTHKKQSGGSGQFGRIDYTVEPGEPGSGFQFESKVTGGNVPREFWPAVQKGFQA  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+   D K+    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  546  
SIVKGVLAGFPCVDLKVTLTDGAFHAVDSSAIAFEIAARAGYRQSIPKAGPQLLEPIMNI  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V    E P   +  Y  DL   T
+GR  
Sbjct  606  
DVFTPEDHMGDVIGDLNRRRGMIKSQSTNPMGVRIKAEAPLSEMFGYIGDLRTMTSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673



>OGL14180.1 translation elongation factor G [Candidatus Rokubacteria 
bacterium 
RIFCSPLOWO2_12_FULL_71_19]
Length=687

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 185/665 (28%), Positives = 309/665 (46%), Gaps = 
65/665 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI AA T+  
W  C
Sbjct  1    
MAHIDAGKTTTTERVLYYTGRSYKIGEVHEGTATMDWMVQEQERGITITAAATTSFWQDC  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGAI ++ A  GV+ QT  ++    K  +P +
+++N
Sbjct  61   
RINIIDTPGHVDFTMEVERSLRVLDGAIAILDAVSGVEPQTETVWRQADKYRVPRIVYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSLSPEIV--------
LEEN  169
            K+D+ G D    +  ++++L A  +            K  ++L  ++         
L +N
Sbjct  121  
KMDRVGADFYRCLTMLKERLGAHPVPIQIPIGREDQFKGVINLIEQVAYTWPDDDSLGQN  180

Query  170  -------TDIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
                    D++           + + E +D L+ KY++GE IS E++    +       
+
Sbjct  181  
YTTQEIPADMQEQVKEHREKMIEGLAEVDDHLMGKYLSGEKISPEEIKAAVRAGTIAMKV  240

Query  214  FPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQGS-------
AALCGSVF  254
            FPV  G++ K  G+QP++D V                 P  +Q         A      
F
Sbjct  241  
FPVICGASFKNKGVQPMLDCVVDYLPSPLDIPPVNGTNPDTQQPDTREPDPKAPFSALAF  300

Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYP  310
            K+       + V++R+YSGTL     V  + REK     ++  M    + EI   +
+   
Sbjct  301  KIMNDAFIGQLVFVRVYSGTLASGSGVYNSTREKKERVGRLVRMHANKREEI---
ESVSA  357

Query  311  GEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369



            G+I  ++     R  D L DP +       + P P++   I PKT A  E+L  +L 
+LA
Sbjct  358  
GDIAAVVGLKDTRTGDTLCDPAKPIVLESMDFPTPVIAVAIEPKTKADEEKLGLSLARLA  417

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLKA  427
              DP  +  VD  T++ ++  +G + LE++   L  ++K+E  V +P V Y E  R    
Sbjct  418  
LEDPTFKVNVDPETNQTLIHGMGELHLEIIVDRLLREFKVEANVGKPQVAYRETVRQKAE  477

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A      +      +  + L V P   G GV +E+++    + + +  AV  G++   
E 
Sbjct  478  
AQGRFVRQTGGRGQYGDVWLEVEPTEPGLGVVFENKLKGPAIPREYVPAVEKGVKEAAET  537

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ V D KI    G Y+   S+   F+    +  + A++++   LLEP +   
+  
Sbjct  538  
GILAGYPVVDIKISLTDGSYHEVDSSEMAFKIAGSMGFKGAVRKARPVLLEPVMDVEVVV  597

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+EY+     D       I + + +    V    +P   +  Y TD+   T GR+    
+
Sbjct  598  
PEEYMGAVVGDLNSRRGRIVSMEARAGAQVIRANVPLGQMFGYATDVRSMTQGRATYTMQ  657

Query  607  LKGYQ  611
               Y+
Sbjct  658  FARYE  662

>OOL50865.1 tetracycline resistance ribosomal protection protein, 
partial 
[Enterococcus faecium]
Length=227

 Score = 237 bits (604),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 118/226 (52%), Positives = 164/226 (73%), Gaps = 0/226 
(0%)

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ND LLEKY++G+ +   +L +EE  R Q+ SL+PVY+GSAK  +GI+ L++ +T  
F   
Sbjct  1    
NDDLLEKYMSGKSLEALELEQEESIRFQNCSLYPVYHGSAKSNIGIEQLIEVITNKFYSS  60



Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
              +  + LCG+VFK+EY++  QR  Y+RLY G L LRD+V ++ +EK+KITEM     
GE
Sbjct  61   
TYRKKSELCGNVFKIEYSEERQRLAYVRLYGGILHLRDSVRISEKEKIKITEMYTSINGE  120

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            + + D AY GEIVIL ++ ++LN VLGD   LP++   E+PLP+L+TT+ P    
QRE L
Sbjct  121  
LCKIDKAYSGEIVILQNEFLKLNSVLGDTKLLPQRERIENPLPLLQTTVEPSKPQQREML  180

Query  362  LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            LDAL +++D+DPLL+  VDS THEIILSFLG+VQ+EV+SALL EKY
Sbjct  181  LDALLEISDSDPLLQYYVDSTTHEIILSFLGKVQMEVISALLQEKY  226

>WP_104629501.1 elongation factor G [Helicobacter bizzozeronii]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/693 (27%), Positives = 319/693 (46%), Gaps = 
81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  SV   ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYSVENQIKERLKANPVPINIPIGAEDTFQGVIDLVAMKAIIWTN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +  +D++A          +AV E ++ L+EKY+ GE +S E++ R  
+  
Sbjct  189  
EAMGAKYEVQDIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLGGEALSVEEIKRGIKAG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPRNEEEIKVQSSDEGD  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRAYRGKLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL-GD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L GD       P  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCNEKSPVVLERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P
Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    + +  +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVSAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691



>WP_086297046.1 elongation factor G [Campylobacter sp. RM6137]
 ARR00423.1 translation elongation factor EF-G [Campylobacter sp. 
RM6137]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE ++ E++ +  +     
Sbjct  192  
PTDYVEKDIPAELQEKANEYRNKMIEAVAETDDALMEKFFGGEELTNEEIKKGLKAGCLS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MTIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGEMEDGSEVIVDSTDNGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL



Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K          +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>SCH92935.1 Elongation factor G [uncultured Blautia sp.]
Length=970

 Score = 256 bits (654),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/647 (29%), Positives = 315/647 (49%), Gaps = 
48/647 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +G+LAHVDAGKTTL+E+LLY SG I + G V+      DT  LER+RGITI 
+   
Sbjct  10   
KNICMGLLAHVDAGKTTLSEALLYLSGKIRKLGRVDHKDAYLDTSPLERERGITIFSKQA  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              ++   +V I+DTPGH+DF AE+ R+L VLD A+L+I+  DGVQ  T  L+  + 



+  I
Sbjct  70   
VLEFPETRVTILDTPGHVDFSAEMERTLQVLDYAVLLINGADGVQGHTVTLWKLIERYQI  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA---DIIIKQTVSLSPEI---------
VLEEN  169
            PT IF+NK+DQ G D  +++  ++ +L+    D       +L PE+         +
+E  
Sbjct  130  
PTFIFVNKMDQDGTDHDALLTELKKRLNENCMDFSENADGALEPELPAGEKEQQNLIENK  189

Query  170  
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP  229
               E  +++   ++KLLEKY+    +SR +++      + D  +FP Y+GSA +  
G++ 
Sbjct  190  FSEEFLESLAMCDEKLLEKYLETGEVSRREII----
GLIADRKVFPCYFGSALRMEGVEK  245

Query  230  LMDAVTGLFQ-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV------A  282
            L+  +    + P+  +   A    V+K+   D G R  Y+++  GTL++++ +       
Sbjct  246  LIHGLDRYTRCPVYPE---
AFGAKVYKIARDDQGNRLSYMKITGGTLKVKELLITSKGNV  302

Query  283  LAGRE--KLKITEMRIPS--KGEIVR-----
TDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
             AG E  + K  ++RI S  + E+V+     T  A  G     P   + + +    
P   
Sbjct  303  
AAGEEVWEEKADQIRIYSGARFELVKEVPAGTVCAVTGLSHTFPGQGLGVTENSNMPVL-  361

Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
                      P+L   I         ++L  L +L + DP L    D    EI    
+G 
Sbjct  362  ---------
EPVLNYQIILPEGCDVHQMLKKLRELEEEDPQLHIVWDEQLGEIHAMLMGD  412

Query  394  
VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLS  453
            VQ+E++  L+ E++ +       +++Y E          H E  P   +A + L + 
P  
Sbjct  413  VQIEILKRLIWERFHVAVDFGTGNIVYKETIAAPVEGVGHFE--
PLRHYAEVHLLLEPGE  470

Query  454  LGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVST  512
             GSG+Q+ +  S   L++++Q  +   +     +G L G  +TD +I    G  +   
+ 
Sbjct  471  
QGSGMQFFTACSEDVLDRNWQRLILTHLEEKEHRGVLTGAPITDMQITLLTGRAHQKHTE  530

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572



              DFR      + Q LK++   LLEPY  F L  P E + RA +D  K   T+   
+ ++
Sbjct  531  
GGDFRQATYRAIRQGLKKAQNVLLEPYYEFRLEVPVEVVGRAMNDIQKMQGTLLPMETEE  590

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +  +  G+ P   ++ Y+ ++  YT G       LKGY+    Q  I
Sbjct  591  NTAILKGKAPVSTMRDYQKEVVSYTRGMGRLFCSLKGYEPCKNQDEI  637

>KKP79782.1 Elongation factor G [Candidatus Moranbacteria bacterium 
GW2011_GWF2_35_39]
 OGI32041.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYB12_FULL_35_8]
 OGI35366.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYA12_FULL_35_19]
Length=696

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/675 (28%), Positives = 313/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERVLFYTGITHKIGEVHEGAAVMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG ++V   K+GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGKEGVEPQSETVWRQAEKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLS---P  162
             FINKID+ G D    ++++ D+L+                    D+I  +  + S    
Sbjct  132  
CFINKIDKEGADFYYALKTIWDRLTPNAVAVQLPIGERGDFSGVVDLIKMKAYTFSGEMG  191

Query  163  EIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            EIV E     E  D            + E NDKL EK++ GE IS+++L +  ++ 
V   
Sbjct  192  
EIVNEGEIPAEMLDKAKEWREKMVEKISETNDKLTEKFLNGEEISQDELKQALRQAVIRV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGSAALCG  251



            +L PV+ G+A +  G+Q ++DAV   L  PI                       SA    
Sbjct  252  
ALVPVFTGTALRNKGVQLVLDAVIDYLPSPIDVPAIKATEIEDETKEVAVKYDDSAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSG L+    +   +   +E++ +I  M    + E+    
T
Sbjct  312  
LAFKVATDPFVGQLTFFRVYSGMLKAGSYILNSSKGEKERVGRILRMHANHREEVDEIHT  371

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
               G +V + + +    D L DP           P P++   + PKT A +E++  
AL +
Sbjct  372  GGIGALVGMKNTTT--
GDTLCDPENPILLEKITFPEPVISIAVEPKTKADQEKMGMALRK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I+S +G + L+++   +  ++K+E  +  P V Y E  
+KA
Sbjct  430  LAEEDPTFKVRTDEETSQTIISGMGELHLDIIVDRMKREFKVEANIGAPQVAYRE-
TIKA  488

Query  428  ASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +      +  +      G   + V P   G G ++   +  G + Q +   ++ 
GI+  
Sbjct  489  
GAQAEGKYIRQSGGRGQYGHCWVKVEPQEAGKGFEFVDEIKGGVIPQEYITPIQKGIKDA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ + D K     G ++   S+ A FR    +  ++A + +   ++EP 
+  +
Sbjct  549  
MDSGVLAGYPMVDIKATVYDGSFHEVDSSEAAFRIAGSMAFKEACRRATPIIMEPIMKTV  608

Query  544  LYAPQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            +  P+ ++     D       I+         A+VK+       E+P   +  Y T 
L  
Sbjct  609  VTTPENFMGDVVGDLNSKRGIIKEMNDRGEGNARVKE----
INAEVPLASMFGYATQLRS  664

Query  596  YTNGRSVCLTELKGY  610
             T GR+  + E   Y
Sbjct  665  MTQGRANYVMEFSHY  679

>WP_024610804.1 elongation factor G [Pseudoalteromonas sp. TB64]
Length=694



 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 311/678 (46%), Gaps = 
76/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   V + VR  L A  +I+   + +  E V               
Sbjct  126  
ARIIFVNKLDRMGADFYRVTEQVRKVLGATPLIMTLPIGIEDEFVGVVDVLTKKAYVWDD  185

Query  166  --LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN   TD+ A              +  +E +D LLE Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEITDVPADMVDKTDEYYEMLVETALEQDDALLEAYMEGEAPSLEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEFAVVSTDE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  PFKALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMG  421

Query  363  



DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  422  
VAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  481

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  
AV  G
Sbjct  482  
TITKEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FKSMMGTGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  601

Query  540  LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLA  594
            ++  ++ P++++     D  +         +K  E   TG     ++P   +  Y   
L 
Sbjct  602  MNVDVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLR  656

Query  595  FYTNGRSVCLTELKGYQA  612
              T+GR     E   Y A
Sbjct  657  TMTSGRGQFSMEFSHYAA  674

>WP_074402168.1 elongation factor G [Carnobacterium divergens]
 SBO17076.1 elongation factor G [Carnobacterium divergens]
 SPC36201.1 elongation factor G [Carnobacterium divergens]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 317/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+
Sbjct  70   



TAEWKNYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V S+ ++L A+                I   V +  
EI   
Sbjct  130  
PRIVFCNKMDKIGADFLYSVNSLHERLQANAHPIQLPIGAEDDFTGIIDLVKMKAEIYTN  189

Query  168  E-NTDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+              W     +AV+E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  190  
DLGTDIQETEIPEEYVEAANEWRKKLIEAVVETDEDLMMKYLDGEEITEEELKAGIRQAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIGEQG------------------
SAAL  249
             +   FPV  GSA K  G+Q ++DAV   L  P+  +                   
SA  
Sbjct  250  
INVEFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDVEAIKGTDVKTEEETTRPADDSAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  310  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKNKKERVGRILQMHANTRKEI---  366

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D   GD       P  L    +   P P+++  + PK
+ A 
Sbjct  367  DKVYSGDI----AAAVGLKDTTTGDTLCALEAPVILESIEF---
PEPVIQVAVEPKSKAD  419

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E ++ T E ++S +G + L+V+   +  ++ ++  V  
P 
Sbjct  420  
QDKMGIALQKLAEEDPSFRVETNAETGETVISGMGELHLDVLVDRMRREFNVDASVGAPQ  479

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G+G ++E+ +  G + + 
+  
Sbjct  480  
VSYRETFRGSTKAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV+ G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A K+



+   
Sbjct  540  
AVKAGLEGSLDNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKAAAKKANPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +  I+  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVIVTVPEDYLGDIMGHITARRGRVEGMEAHGNSQIVNAIVPLANMFGYATTLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  660  SSTQGRGTFMMVFDHYE  676

>WP_098798327.1 elongation factor G [Bacillus sp. AFS040349]
 PGT81262.1 elongation factor G [Bacillus sp. AFS040349]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 183/667 (27%), Positives = 308/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V ++ D+L A+                    + +K T     
L 
Sbjct  132  
VFVNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDQFEGIIDLVEMKATFYGNDLG  191

Query  162  PEIVLEE----------
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +IV +E              +  +AV E ++ L+E+Y+ GE IS ++L    ++   
+ 
Sbjct  192  
TDIVDKEIPEEYQEQAEEYREKLVEAVAELDEDLMERYLGGEEISNDELKAAIRKGTLNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------



GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G+     E+              
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVIDYLPAPIDVAAIKGIIPDTEEEVTRESSDEGPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     +       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYIQNSTKGKRERVGRILQMHANSREEI---SEV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      + P P+++ ++ PK+ A ++++  
AL +
Sbjct  369  
YSGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIQLSVEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDPETGQTIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRQG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G G ++E+++  G + + +  AV+ G+   
+
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFENKIVGGVVPREYVPAVQAGLEDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
QNGVLAGFPLVDVKAALVDGSYHDVDSSEMAFKIAASLALKNAVSKCSPVILEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+             +E  + + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
VIPEEYMGDIMGGVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGVFT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>WP_086827468.1 elongation factor G [Allokutzneria sp. NRRL B-24872]
Length=699



 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 189/693 (27%), Positives = 328/693 (47%), Gaps = 
85/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGISYKIGEVHDGAAVMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKNHQINIIDTPGHVDFTVEVERNLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIIERLGAKPVVIQLPIGSESDFIGLVDLVEMRALTWRG  190

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D+L+E Y+ GE ++ E+L    
++
Sbjct  191  
EVQKGEDYTVEEIPADMADVVAEYREKLVEAVAETDDELMELYLGGEELTVEQLKTGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQ  244
             V D S FPV  GSA K  G+QP++DAV                          +P  
E+
Sbjct  251  
IVVDRSGFPVMCGSAFKNKGVQPMLDAVIDYLPAPGDLPPVEGTLKDGETPAFRKPSSEE  310

Query  245  
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR  304
              AAL    FK+       +  Y+R+YSG +        AG + +  T+ R    G
+I +
Sbjct  311  PFAALA---FKIAAHPFFGKLTYIRVYSGKV-------
AAGTQVINSTKDRKERIGKIFQ  360

Query  305  --------TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                     D A  G I  ++        + L DP           P P+++  I 
PKT 
Sbjct  361  
MHANKENPVDEASVGHIYAVIGLKDTTTGETLCDPQAPIVLESMTFPEPVIQVAIEPKTK  420



Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  A+ +LA+ DP  R  +D  T + I++ +G + L+++   +  ++K+E  
+ +
Sbjct  421  
ADQEKLGTAIQKLAEEDPTFRVNLDEETGQTIIAGMGELHLDILVDRMRREFKVEANIGK  480

Query  416  PSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLN  470
            P V Y E   R +    +T   +   +  +A + +++ PL    G  YE  ++VS 
G + 
Sbjct  481  
PQVAYRESIRRKVDKHEYTHKKQTGGSGQFARVIIALEPLESEDGATYEFANKVSGGRIP  540

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  +V  G +  ++ G L G+ +   K+    G Y+   S+   F+    + L+
+A +
Sbjct  541  
REYIPSVDAGAQDAMQYGVLAGYPLVGLKVSLLDGAYHEVDSSEMAFKIAGSMALKEAAR  600

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   +LEP ++  +  P++Y+     D       I++   +    V    +P   
+  Y
Sbjct  601  
KADPVILEPMMAVEVTTPEDYMGDVIGDLNSRRGQIQSMDERSGSRVVKALVPLSEMFGY  660

Query  590  RTDLAFYTNGRSVCLTELKGYQ---AAVGQPVI  619
              DL   T GR+    +   Y    A+V + +I
Sbjct  661  VGDLRSRTQGRANYSMQFDSYAEVPASVAKEII  693

>WP_091382666.1 elongation factor G [Alloactinosynnema album]
 SDH64693.1 elongation factor G [Alloactinosynnema album]
 SDP74608.1 elongation factor G [Alloactinosynnema album]
Length=699

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/671 (28%), Positives = 322/671 (48%), Gaps = 
80/671 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGISYKIGEVHDGAAVMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++



Sbjct  71   
TCFWKNHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVRTISERLGAKPLPIQLPIGSEGDFIGVVDLVQMRALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  +E                  +AV E +D L+E Y+AGE +S E++    
+R
Sbjct  191  
EVSKGEDYTVEEIPADLVDKANEYREALIEAVAETDDDLMELYLAGEELSVEQIKTGIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQ---------
PIGEQ  244
             V + S +PV  GSA K  G+QP++DA             V G  Q         P  
E+
Sbjct  251  
IVTNRSAYPVLCGSAFKNKGVQPMLDAVIDFLPSPLDVPPVEGTLQDGETKVLRAPNTEE  310

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKG  300
              +AL    FK+       +  Y+R+YSG L     V  A +++     K+ +M    
+ 
Sbjct  311  PFSALA---
FKIASHPFFGKLTYVRVYSGRLASGSQVINATKDRKERIGKLFQMHANKEN  367

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +   + A  G I  ++        + L DP           P P+++  I PKT 
A +E
Sbjct  368  PV---
EEAIAGHIYAVIGLKDTTTGETLCDPANPIVLESMTFPDPVIQVAIEPKTKADQE  424

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +LA+ DP  R   D  T + I++ +G + L+++   +  ++K+E  + 
+P V 
Sbjct  425  
KLGTAIQKLAEEDPTFRVNQDDETGQTIIAGMGELHLDILVDRMRREFKVEANIGKPQVA  484

Query  420  YME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQ  474
            Y E   R +    +    +   +  +A + + + PL+   GV YE  ++V+ G + 
+ + 
Sbjct  485  
YRETIRRTVDKLDYVHKKQTGGSGQFAKVIIKLEPLATTDGVLYEFDNKVTGGRVPREYI  544

Query  475  NAV----
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530



             +V    +D +RYG+   L G+ +   K+    G Y+   S+   F+    + L+
+A ++
Sbjct  545  PSVDAGAQDAMRYGV---
LAGYPLVGLKLTLLDGAYHEVDSSEMAFKVAGSMALKEAARK  601

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP ++  +  P++Y+     D       I+  + +    +    +P   +  
Y 
Sbjct  602  
ADPVLLEPMMAVEVTTPEDYMGEVIGDLNSRRGQIQAMEERSGARIVKALVPLSEMFGYV  661

Query  591  TDLAFYTNGRS  601
             DL   T GR+
Sbjct  662  GDLRSKTQGRA  672

>AUC60456.1 translation elongation factor G [Cyanobacterium sp. 
HL-69]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/678 (28%), Positives = 309/678 (46%), Gaps = 
83/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
KIRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W    +NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
STDWQGHHINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYHV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA------------------------------D  151
            P V F+NK+D+ G +   V + V+D+L A                              
D
Sbjct  129  
PRVAFVNKMDRTGANFFRVCEQVKDRLQAPAIPIQIPLGSEDQFSGIVDLVRMKATIYED  188

Query  152  IIIKQTVSLS-PEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             + KQ   +  P  V E   +   +  +A+ E+N+ LLEKY+A E IS  ++ +  
++  
Sbjct  189  
DLGKQIKEIDIPHEVRELAEEYRGYLIEAIAESNEALLEKYLAEEEISEAEIKQAIRQGT  248



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
               +L P+  GSA K  G+Q L+DAV                 P GE+G           
Sbjct  249  
IKGTLMPMLCGSAFKNKGVQLLLDAVVDYLPAPNEVPAIKGILPSGEEGERHAGDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FKV  +D   R  +LR+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKVA-
SDPFGRLTFLRIYSGVLTKGSYIYNSTKDTKERISRLIILKSNDRIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +   S+S+ L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAIGLKNTTTGDTLCDDSESIILESLY-------------
VPEPVISVAVEPKTQ  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L+D DP  +  ++  T++ +++ +G + LE++   +  ++K+   
V +
Sbjct  415  
QDMDKLSKALQSLSDEDPTFKVSINPETNQTVIAGMGELHLEILVDRMLREFKVGANVGQ  474

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   KA         +      +  + + + P   GSG ++ S+++ G + 
+ +
Sbjct  475  
PQVAYRETIRKAVQTEGKFIRQSGGKGQYGHVVIEIEPGEEGSGFEFVSKITGGAIPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V+ GI+   E G+  G+ + D K+    G Y+   S+   F+    I +  A
+K++ 
Sbjct  535  
IPSVQQGIKEACESGIIAGYPLIDVKVALIDGSYHDVDSSEMAFKIAGSIAIRDAVKKAQ  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P  Y+     D       IE  + +      + ++P   +  
Y TD
Sbjct  595  
PVLLEPTMKVEVEVPDNYVGDIIGDLNSRRGIIEGMETESSLAKVSAKVPLETMFGYATD  654

Query  593  LAFYTNGRSVCLTELKGY  610
            +   T GR +   E   Y
Sbjct  655  IRSKTQGRGIFSMEFSKY  672

>WP_056035778.1 MULTISPECIES: elongation factor G [Paenibacillus]



 KQO12130.1 elongation factor G [Paenibacillus sp. Leaf72]
 ANY67044.1 translation elongation factor G [Paenibacillus sp. 
BIHB4019]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 313/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WDGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             +INK+D  G D  +V++ +R++L A+ +                          K  
+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRERLQANAVAIQIPIGAESDFVGVIDIVERVAYKYKDDLG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE +          E    E  + V E +++L  KY+ GE I+  ++    ++ 
V + 
Sbjct  192  
KDPEKIEIPAEYADQVEELRTELIEKVAELDEELTMKYLEGEEITIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ-----
GSAALCGSV  253
             +FPV  GS+ +  G+Q ++DAV              G+     E+      S       
Sbjct  252  
KIFPVIVGSSYRNKGVQMMLDAVVDYLPSPLDVPAIKGMLDDGSEEIRQSSDSEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG----REKL-
KITEMRIPSKGEIVRTDTA  308
            FK+       R  + R+YSG L+   +  L G    RE++ +I +M   S+ EI      
Sbjct  312  FKIMTDPYVGRLTFFRVYSGVLK-
SGSYVLNGTKNKRERIGRILQMHANSRQEI---SEV  367

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D +   T    K          P P++   I PKT A ++
+L  



Sbjct  368  YSGDI----
AAAVGLKDTITGDTLCDEKHPIILESMNFPEPVISVAIEPKTKADQDKLGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+++LA+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V 
Y E 
Sbjct  424  
AISKLAEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMLREFKVETNVGKPQVAYRET  483

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +    +   P   G G  +E++V  G + + F   +
+ GI
Sbjct  484  
FRQAAKVEGKFVRQSGGKGQYGHCWVEFVPQEPGEGFVFENKVVGGSIPREFIAPIQAGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP +
Sbjct  544  
EESMKNGVIAGFPLVDVKAIVFDGSYHDVDSSEMAFKIAGSMALKAAKEKCKPVLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+             IE    +    +   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRAKVPLSEMFGYSTTLRSGTQGR  663

Query  601  SVCLTELKGYQ  611
             V   EL  Y+
Sbjct  664  GVFSMELSHYE  674

>WP_011943783.1 MULTISPECIES: elongation factor G [Thermotoga]
 A5IM80.1 RecName: Full=Elongation factor G; Short=EF-G
 ABQ47303.1 translation elongation factor 2 (EF-2/EF-G) [Thermotoga 
petrophila 
RKU-1]
 ADA67391.1 translation elongation factor G [Thermotoga naphthophila 
RKU-10]
 KHC91245.1 elongation factor G [Thermotoga sp. Mc24]
 KHC94211.1 elongation factor G [Thermotoga sp. TBGT1765]
 KHC94779.1 elongation factor G [Thermotoga sp. TBGT1766]
 KUK22890.1 Elongation factor G [Thermotoga naphthophila]
Length=695

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 209/676 (31%), Positives = 322/676 (48%), Gaps = 
73/676 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     G V++G T TD M  E++RGITIQ
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILYYTGRKHFLGDVDEGNTTTDWMPQEKERGITIQSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV R+L VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGYRINIIDTPGHVDFTAEVERALRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + F+NK+D+ G D    V+++  KL A+                    I +K    
+S
Sbjct  133  
PRIAFMNKMDKVGADFYMAVETLVTKLKANPIPVQMPIGSEKDFQGVIDLIKMKAIYWVS  192

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +  + E  +I             E  + V E ++++LEKY+ GE IS E++ R  
++  
Sbjct  193  
EDGSVYEEREIPEELREEAEMRREEMLEKVAELDEEILEKYLEGEEISEEEIKRILRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GE------
QGSAAL  249
             +    PV  G+AK   GIQPL+DAV   L  P+            GE        
+   
Sbjct  253  
IENRAVPVLCGAAKANKGIQPLLDAVIDYLPSPLDLPPVKGWRVSDGEIVYRKPDENEPF  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
               VFKV+      + VY R+YSG L     V       RE++ +I  M    + E
+   
Sbjct  313  
TALVFKVQVDPYIGKLVYFRVYSGRLEKGSYVYNSTKGQRERISRIVFMHADKREEV---  369

Query  306  DTAYPGEIVILPSDSV-RLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D   PG+I       V +  D L D   P  L +  +   P P++   I P T A  
E+L
Sbjct  370  DYVRPGDIAAGVGLKVSQTGDTLCDEKEPVILEKIDF---
PEPVISLAIEPATKADEEKL  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + AL  L++ DP L+  VD  T E I+S +G + LE+V   L  ++ +   V +P 
V Y 
Sbjct  427  



VKALLALSEEDPTLQVRVDKETGETIISGMGELHLEIVVDRLKREFGVNVRVGQPQVAYR  486

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   RP +A    I  +      +  + L + P+    G  +E   +   G + + 
F  A
Sbjct  487  ETIKRPAEAEGKYIR-
QTGGRGQYGHVILRIEPIPEEEGKNFEFIDKTVGGVIPKEFMPA  545

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +  GI+  +  G L G+ V   +     G Y+   S+   F+  A +  ++A+K++   
L
Sbjct  546  
IEAGIKEAMMSGPLAGYPVVRVRAVVLDGSYHEVDSSEMAFKIAASMAFKEAMKKAQPVL  605

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D     A IE+ + +    +   +IP      Y T 
L  
Sbjct  606  
LEPIMKLEITTPEEYMGNIISDLNSRRAKIESLETRGHLKIVVAKIPLSETFGYATVLRS  665

Query  596  YTNGRSVCLTELKGYQ  611
             + GR+  + +   YQ
Sbjct  666  LSQGRASYIMQFSHYQ  681

>WP_048033133.1 GTP-binding protein [Brevibacillus brevis]
 KMM20598.1 elongation factor G [Brevibacillus brevis]
Length=651

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 175/615 (28%), Positives = 299/615 (49%), Gaps = 
19/615 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER+RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHDIERKRGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                       ++DTPGH+DF +E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVMNDKGDVYYLIDTPGHVDFSSEMERAIGVMDYAIVIVSAVEGVQGHTETVWQLLRKHR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT  FINK D+ G D+    + +R +L+ D+   +  + +  IV EE  ++     



+ E
Sbjct  121  IPTFFFINKTDRIGADVNRTEEEIRSQLTRDVCSVKD-
NFANGIVGEELREM-----MTE  174

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+ LLE +I  E + +   +   Q  ++D SLFP   GSA +  G+   ++ ++ 
L   
Sbjct  175  RNESLLEAFIE-
ERVDQAFWLGALQEMIRDGSLFPCASGSALQDDGVVEFLNQLSLLTTA  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRIP  297
              ++ +A   G ++K+ +   G R  +++  SG L++R+ ++      R + KIT+
+ + 
Sbjct  234  TYDE-
TAPFGGRIYKIRHAANGLRLTFVKALSGKLKVRELLSYESGGLRYEEKITQILMV  292

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +    +    G++  +    V L++   G    L   ++  +  P L++ +   
++ 
Sbjct  293  NGRKSHSVEQVAAGDLFAV----
VGLSEAEAGQGVGLYSDKFAYETEPTLQSKVQFDSSL  348

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              +++L A   L   DP L    +    EI +  +G +QLEV+  ++ E++       
+P
Sbjct  349  
HVQQVLGAFRILNAEDPSLNVVWEESLQEIHIRVMGLIQLEVLEQVVKERFGFVVSFGQP  408

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E    A +   H E  P   +A + L + P   GSG+ + S      L+ +
+QN 
Sbjct  409  EILYKETIQSAVTGYGHFE--
PLRHYAEVHLLLEPGERGSGIHFTSLCHPDELSFNYQNL  466

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            VR  +      GL  G  VTD KI    G  ++  +   DFR      L Q L+++   
L
Sbjct  467  
VRSHLYEREHHGLLTGMPVTDMKITLLRGRAHNEHTHGGDFREATFRALRQGLEKAENML  526

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +      + R   D  +   + E  Q+     V TG +P      Y T
+ A 
Sbjct  527  
LEPYYDFKIKVGMNEMGRVLSDIQRASGSFEPPQMSDTHTVITGRVPVATFMNYSTEFAS  586

Query  596  YTNGRSVCLTELKGY  610



            +T+GR        GY
Sbjct  587  FTHGRGSIRCVFGGY  601

>AVV97781.1 elongation factor G [Lactobacillus plantarum]
 AVW06322.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342



Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_012410238.1 elongation factor G [Nostoc punctiforme]
 B2J5B0.1 RecName: Full=Elongation factor G; Short=EF-G
 ACC82267.1 protein synthesis factor, GTP-binding [Nostoc 
punctiforme PCC 
73102]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 192/693 (28%), Positives = 321/693 (46%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPE----IVL  166
            P + FINK+D+ G +   V + +RD+L A+ I  Q            V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYKVHEQIRDRLRANAIAIQLPIGSENDFQGIVDLVRQRAYIYAN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  A  E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETDIPEELQAQVDEFRTKLIEAAAETDDALMAKYFEGEELTEQEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++ PV  GSA K  G+Q ++DAV              GL  P G+        
+  L
Sbjct  249  IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPSEVPPIQGLL-
PNGDTIERRADDNEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    +    
D  
Sbjct  308  AALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNASKNKKERISRLVLMKADDRQDVDEL  366

Query  309  YPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              G++      ++ L D L        G P  L        P P++   + PKT    
++
Sbjct  367  RAGDL----GAALGLKDTLTGDTLCDDGSPVILESLFI---
PEPVISVAVEPKTKNDMDK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  420  
LSKALQSLSEEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAY  479

Query  421  MERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   KA +      +  +      G   +++ P   G+G ++ S+++ G + + +    
Sbjct  480  
RETIRKAVNKVEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIAGGTVPKEYVGPA  539

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536



              G++   E G L G+ + D K     G Y+   S+   F+    + +++A+ ++   
+L
Sbjct  540  
EQGMKESCESGVLAGYPLIDVKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLKASPVIL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       IE+   +K     T ++P   +  Y TD
+   
Sbjct  600  
EPMMKVEVEVPEDYMGNVIGDLNTRRGQIESQSTEKGLAKVTSKVPLASMFGYATDIRSK  659

Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            T GR     E   Y+    +V + +I   + N+
Sbjct  660  TQGRGTFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_088740334.1 elongation factor G [Haliangium sp. UPWRP_2]
 PSM32008.1 elongation factor G [Haliangium sp. UPWRP_2]
Length=711

 Score = 251 bits (642),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 207/689 (30%), Positives = 317/689 (46%), Gaps = 
99/689 (14%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT++E  L+ SG I + G V +G T+ D M  ER+RGITI AA 
TSF 
Sbjct  18   
NIGIIAHIDAGKTTVSERFLFYSGRIHKIGEVHEGQTQMDWMPEERKRGITITAAATSFS  77

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +++++DTPGH+DF  EV RSL VLDGA++V+SA DGV+ QT  ++    K +
+P +
Sbjct  78   
WRGYEMHLIDTPGHVDFTIEVERSLRVLDGAVVVLSAVDGVEPQTETVWRQADKFHVPRI  137

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS----  161
             F+NK+D+ G + +SVV S+   LSA                   D++ ++ +  +    
Sbjct  138  
AFVNKMDRVGSNFESVVDSISRILSANPVPLQEPIGAEDTFVGMYDLVAQKRIDFTGEEE  197

Query  162  --PEIVLEENTDIEAWDAVIEN--------
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              P +    + D EA+    E         +D+L EKY++GE I    L    +R     
Sbjct  198  
DAPTVSELSDADQEAFAPARERLVERIANVDDELAEKYLSGEAIDEPSLRAAIRRATLAN  257

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQGS------
AALCGS  252



               PV  G+A +  GIQPL+DA             VTG     GE  S      A 
LC  
Sbjct  258  
KAVPVMCGAALRNRGIQPLLDAVIEFLPAPTEVPPVTGHHPRTGEPESRPADDKAPLCAL  317

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---------------
ALAGREK--------L  289
             FKV   + G++ VYLR+YSGTL+  D V                 A  EK         
Sbjct  318  AFKVAMVE-
GRKAVYLRIYSGTLKAGDDVWNPRLGPPTKGKDRGGPAASEKPLGRLEKVA  376

Query  290  KITEMRIPSKGEIVRTDTAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPL-PML  346
            ++  +   S+ +I   D A  G IV+     DS    D L DP R P    R D   
P++
Sbjct  377  RLFSVHADSRDKI---DEAKAGSIVLAVGLKDSA-TGDTLCDP-
RSPIALERIDTYQPVI  431

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               +   T A  E+++ AL ++AD DP  +   D  T + ++S +G + LE+   
+L  +
Sbjct  432  
TQAVEAATTADAEKMMAALEKMADEDPTFQVREDPETGQTVVSGMGELHLEIKRDVLDRE  491

Query  407  YKLETVVKEPSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            Y ++  +  P V+Y E  L +  A H     +     +    + V+P   GSG   
++ V
Sbjct  492  
YGVQARMGRPQVVYRETILGSGEAEHIFERTMDEGNLYGRATVRVSPRERGSGSLVKNAV  551

Query  465  ---------SLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCK---
ICFEYGLYYSPVST  512
                      L         A   G+R  +  G  G  + D +   +  E  L  S 
V++
Sbjct  552  PPPPADMPQPLQRALPPLVEAALAGVREAMGSGPKGNRLEDVEATLVAVEPKL-
SSEVAS  610

Query  513  
PADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKK  572
               +R      L +A + +   LLEP +   +  P +++     D  +  A I    
++ 
Sbjct  611  
DVGWRIAGSRALLKACEAASVALLEPIMHLDVLVPDDFVGEVLGDLNQRRAQILDVGMRG  670

Query  573  DEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            +      E+P R +  Y T +   T GR+
Sbjct  671  NRRCVIAELPLRSLFGYSTAVRSATEGRA  699

>WP_035130122.1 GTP-binding protein [Clostridium sulfidigenes]
 KEZ88143.1 elongation factor G [Clostridium sulfidigenes]
Length=651



 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 180/634 (28%), Positives = 295/634 (47%), Gaps = 
28/634 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGI AHVDAGKTT +E LLY + +I   G V+      D+  +ER+RGIT+ + +  
F +
Sbjct  5    
IGIFAHVDAGKTTFSEQLLYHTKSIKTRGRVDHKEAFLDSHNIERERGITVFSDIGIFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R++ VLD AIL+IS+ +GVQ  T  ++  LRK 
NIPT I
Sbjct  65   
EDSEYYLIDTPGHIDFSPEMERAMGVLDYAILLISSVEGVQGHTETVWQLLRKNNIPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G DLQ V+  +R+ LS+++ +     +  ++    N +IE    + E 
N++L
Sbjct  125  FINKTDREGADLQKVIHEIRNNLSSEVCL-----VEEDLYNLSNENIE---
FIAERNEEL  176

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+ G+       V + +  ++   +F V  GSA    G++  ++    L     
E+ 
Sbjct  177  LETYL-
GKGYDNYLWVDKLKELIKSEKIFIVLKGSALLDEGVKEFLENFNSLSYTNYEEI  235

Query  246  SAALC--GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGRE-
KLKITEMRIPSKG  300
                C  G VFK++Y + G R  +++   G L+++D +  +  G E + KI E+R  
+  
Sbjct  236  
KDNKCFKGRVFKIKYDEKGNRITFIKALQGELKVKDEIIYSTNGEEIREKINEIRSYNGN  295

Query  301  EIVRTDTAYPGEIV-ILPSDSVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +    D    GEI  I+   S+R    +G  D             +P LR  +    
+  
Sbjct  296  KFESKDKIVSGEIFGIIGISSLRAGMGIGVLDLNEFFM-------
IPTLRAKVEFDKSIN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +L     L   +  L         E+ +S +G++QLEV+  +L +++ L      
P 
Sbjct  349  
PREVLGCFKILESEENSLNVVWSEELQELHISIMGKIQLEVLKEILKDRFNLLVDFGTPE  408



Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L +     GSG+ ++++    +L    
QN +
Sbjct  409  ILYKETMEGEVDGFGHFE--
PLRHYAEVYLKLKEGPRGSGITFKNKCHSDFLTTGNQNLI  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            R  I     +G+  G  +TD +I    G  +   +   DFR      L Q L+ +   
LL
Sbjct  467  
RTHIFERDHKGILTGSTITDIEITLMNGRAHLKHTEGGDFREATKRALRQGLESAKNLLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F +      + R   D  K   +I   +   + V+  G  P      Y  D   
+
Sbjct  527  
EPYYKFNIDVEINLMGRVISDIQKMSGSINEPKSYGERVIIEGRGPVATFMNYALDFQAF  586

Query  597  TNGRSVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
            T G+        GY      + VI+ +  N  +D
Sbjct  587  TKGKGSLSLVFHGYDICHNPEEVIEAKSYNKDVD  620

>WP_048395714.1 GTP-binding protein [Lysinibacillus sp. LK3]
 KMN36552.1 elongation factor G [Lysinibacillus sp. LK3]
Length=645

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 174/607 (29%), Positives = 295/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+   T  D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDTFLDHHELERRRGITIFAEQGRMNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR+ +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRQYHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G ++++V+  +R   S  ++      L  + V   + +I  W A  E 
++KL
Sbjct  125  FINKMDREGANMEAVISQLRKDCSQHVLFIDE-PLRADYV---SNNIMEWLA--



ERDEKL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E+ + + +  +++   FP + GSA K  GIQ  +D +  L        
Sbjct  179  LDAFL-NESLEHEQCLAQLKEMIKNEGAFPCFAGSALKDEGIQEFLDQLP-
LLTASHFDK  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   G+L +RD  +     + K+TE+R+ +       
Sbjct  237  DAPFEGEVFKIRH-DGHQRLTFMKATKGSLHVRDEFSFDEVTE-
KVTEIRLYNGSRFETV  294

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   S   + D +G  T L +     + +P L+  +  +     + 
+L  
Sbjct  295  QQVEAGEIFAVKGLSQANIGDRIG-TTMLSQPY---
ELVPTLQAKVQYEGDQHIKEVLQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L  ++ L     EP +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLTEVLITRFSLAVSFGEPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   G+G  + +     +L+   Q  V   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLLMEPNPRGTGNTFTNACHADHLSVGNQRLVEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD       G  ++  ++  DFR  +   L Q L+++   LLEPY  
F 
Sbjct  469  
DHHGLLTGFPVTDIHFTLLTGRGHNEHTSGGDFREASFRALRQGLEQAQNVLLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   T +   + + +V+ TG  P   + +Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMTDIQQAAGTFDDPILSETDVILTGRAPVATLMSYSTTFAAYTNGKGAL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  TLQFDGY  595



>OGW58930.1 translation elongation factor G [Nitrospirae bacterium 
RBG_16_64_22]
Length=697

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/682 (28%), Positives = 316/682 (46%), Gaps = 
67/682 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGTAVMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+    A  GV+ Q+  ++    
K ++
Sbjct  69   
TCYWRNHRVNIIDTPGHVDFTIEVERSLRVLDGAVAAFDAVSGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ++ D+L A                   D++  + V    
Sbjct  129  
PRIAFMNKMDRVGADFFMSVQTMIDRLGARPVPIQIPIGREGGFRGSVDLVQMRAVVFDD  188

Query  163  EI------VLEENTDI----EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V++   D+    +AW     +A  + ++ ++ KY+ G  I+  +L+   
++ 
Sbjct  189  
ETLGAKYEVIDIPADLLPEAKAWREKMIEAAADCDETVMAKYLEGAEITAAELMTAVRKG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQGSAALCGS----  252
                 + PV  GSA K  G+Q L+DAV               +P+  +G      S    
Sbjct  249  
TISMKITPVLCGSAFKNKGVQLLLDAVVDYLPAPVDIPAVVGKPVDGEGEVVRTASDGEP  308

Query  253  ----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  Y R+YSG L     +       RE++ ++ +M    + 
+I  
Sbjct  309  
FAALAFKIMTDPFVGQLTYFRVYSGVLNAGSYIYNSTKGSRERVGRLLKMHANKREDI--  366

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +        D L D  +       E P P++   I PKT A 
+ERL  
Sbjct  367  -



KDVYAGDIAAAVGLKGTTTGDTLCDENKPLILEAMEFPEPVISVAIEPKTKADQERLGL  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            +L +LA  DP  R   D  T + I+S +G +QLE++   L  ++K++  V +P V 
Y E 
Sbjct  426  
SLQKLAHEDPSFRVHTDEETGQTIISGMGELQLEIMVDRLLREFKVDANVGKPQVAYRET  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + L V P   G+G ++ +++  G + + +  AV  
G+
Sbjct  486  
IRAKVQAEGKFIRQTGGRGQYGHVWLEVAPQEPGAGFEFVNKIVGGSVPREYVPAVEKGV  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  LE G L G+ + D ++    G Y+   S+   F+    + ++   +++   
LLEP +
Sbjct  546  
REALEGGVLAGYPMVDLRVTIFDGSYHDVDSSEMAFKIAGSMAVKDGARKAKPVLLEPVM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P +YL     D       I+  +++ +  V    +P   +  Y TDL   
T GR
Sbjct  606  
AVEVTVPVDYLGNVMGDLNSRRGRIQNQELRGNAQVIEAHVPLAEMFGYATDLRSATQGR  665

Query  601  SVCLTELKGYQA---AVGQPVI  619
            +    +   Y+    ++G+ +I
Sbjct  666  ATYHMQFLRYEEVPRSIGEEII  687

>WP_015381229.1 elongation factor G [Corynebacterium urealyticum]
 AGE35898.1 elongation factor EF-G [Corynebacterium urealyticum DSM 
7111]
Length=702

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 178/667 (27%), Positives = 319/667 (48%), Gaps = 
69/667 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGASTMDWMEQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W+  ++N++DTPGH+DF  EV RSL VLDGA+ V  AK+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNDNQINLIDTPGHVDFTVEVERSLRVLDGAVAVFDAKEGVEPQSEQVWRQADKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ +                         
Sbjct  131  
PRLCFVNKMDKLGADFYHTVQTIIDRLGAKPLVMELPIGAEDDFEGVVDLLQMKALMWPG  190

Query  157  TVSLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V+   E  +EE         E +     +AV E++++L+E+Y AGE I+ +++ +
+ + 
Sbjct  191  
VVAAGTEPTIEEIPADLQEKAEEYREKLIEAVAESDEELMERYFAGEEITVDEIKKQIRH  250

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS--------------------  246
               +   +PV+ G+A K  GIQP++DA+        + GS                    
Sbjct  251  
LTINGEAYPVFCGTAYKNKGIQPILDAIVDYLPNPMDVGSIKGFDPKDREIERNRKPSRD  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG++   D +  + + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAVHPFFGKLTYVRVYSGSVETGDKIINSTKNKPERVGKLFQMHSNKEQPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             R    +    + L   S    D L D          + P P++   I PKT + 
+E+L 
Sbjct  371  DRASAGHIYAFIGLKDTST--
GDTLSDSANPVVLEDMDFPDPVIEVAIEPKTKSDQEKLG  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  P V 
Y E
Sbjct  429  
TAIQKLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--SLGSGVQYE--
SRVSLGYLNQSFQN  475
               +P++   +T   +   +  +A + +++ PL    GS   YE    V+ G + + 
+  
Sbjct  489  
TIKKPVEKLEYTHKKQTGGSGQFARVIIALEPLVPEEGSEETYEFIDEVTGGRIPKEYIP  548

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534



            +V  GI+  ++ G L G+ + + K     G Y+   S+   F+    + L++A+ +
+   
Sbjct  549  
SVDQGIQDAMQYGYLAGFPLVNIKATLLDGAYHEVDSSEMAFKLAGSMALKEAVAKAKPV  608

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P+EY+     D      ++ + + +    V    +P   +  Y  
DL 
Sbjct  609  
LLEPMMAVEIITPEEYMGEVIGDVNSRRGSVSSMEDRSGAKVVKARVPLSQMFGYVGDLR  668

Query  595  FYTNGRS  601
              T GR+
Sbjct  669  SKTQGRA  675

>WP_024782052.1 elongation factor G [Streptococcus mutans]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------



EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDISAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_100041987.1 GTP-binding protein [[Clostridium] sphenoides]
 SET73544.1 small GTP-binding protein domain-containing protein 



[[Clostridium] 
sphenoides JCM 1415]
Length=649

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 173/610 (28%), Positives = 294/610 (48%), Gaps = 
35/610 (6%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I  GILAHVDAGKTT +E +LY  G I   G V+      D   +ER RGITI + 
+  F
Sbjct  3    
ITFGILAHVDAGKTTFSEQVLYREGVIRALGRVDAKNACMDHDIIERARGITIFSDMACF  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                    ++DTPGH DF  E+ R+L V+D A+L+I+  DG+Q  T  +++ L + 
+IP 
Sbjct  63   
THDDNTYYLIDTPGHTDFSGEMERALEVMDYAVLMINGTDGIQGHTEAIWNLLERYHIPV  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN--  181
             +FINK+D      + V+  +R++ S +I+  Q      +I L++  ++   D  
IEN  
Sbjct  123  FLFINKLDVISASYERVLTEIRERFSGNILDFQ------
DITLKKGNEVALTDDFIENVS  176

Query  182  --
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++ LL+K++ G  I+ E L      ++++  LFP + GSA  G GI+   +    
+F 
Sbjct  177  EWDETLLDKWLNG-
SITFEDLRPAVVSQIKNRKLFPCFGGSALNGEGIEAFFN----IFY  231

Query  240  PIGEQG---
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
               E     S    G VFK+ Y   G+R  Y+++ SG L +RD+++       K+ 
++RI
Sbjct  232  NYSETSYPVSVPFRGRVFKIRYDGHGERMTYMKILSGILNVRDSLST----
DEKVHQIRI  287

Query  297  PSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPK  353
                      TA  G++V +    + R    LG+   T +P  +      P L+  
+   
Sbjct  288  FQGERFTALQTASAGDVVAVTGLRTTRAGQGLGECYDTVVPTLQ------
PTLQARVLYS  341

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            +      +L     L + +P L    +    ++ ++ +G++QLEV+  ++ E+++ 



+   
Sbjct  342  
SEIPDRAILQMFHILEEEEPGLSVVWEESLRQLKVNIMGKIQLEVLEQVVLERFQTKITF  401

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +P +IYME   +  +   H E  P   +A + L + P   G G+ +ES+  +  L  
++
Sbjct  402  GQPEIIYMETVEEPVTGYGHFE--
PLRHYAEVALRLEPGERGKGITFESQCHVDRLGINY  459

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            QN VR  +   + +G L G  +TD K+    G+ +   +   DFR      + Q L 
++ 
Sbjct  460  
QNLVRTHVFETIHKGVLTGLELTDIKVILVDGISHIKHTEGGDFREAVYRAIRQGLMKAH  519

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET-
AQVKKDEVVFTGEIPARCIQAYRT  591
              +LEPY SF +  P     R  +D  KY    E      + + V  G+ P      
Y  
Sbjct  520  
NLILEPYYSFTILIPDPLAGRVLNDITKYSGRFEAPVPDGRGKTVIRGQGPVASFMNYGE  579

Query  592  DLAFYTNGRS  601
            +L   + G+ 
Sbjct  580  ELMIMSGGKG  589

>WP_004459119.1 GTP-binding protein [Clostridium perfringens]
 EDT79427.1 putative tetracycline resistance protein [Clostridium 
perfringens 
NCTC 8239]
Length=646

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 176/627 (28%), Positives = 292/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKKKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
ILSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + PL   SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEDVIGYGHFE--
PLGHYSEVHLKIEPLERNSGIVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +      + R  +D  K     +   +  +     G+ P      Y  +   
+T G+



Sbjct  526  
KFKIDVDLNLIGRVMNDIQKMHGEFKDPIIDGERATIEGKGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +    R
Sbjct  586  GGLSLKFHGYDLCHNEEEIIKKMAYDR  612

>WP_068537333.1 elongation factor G [Paenibacillus glacialis]
 OAB35152.1 elongation factor G [Paenibacillus glacialis]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 325/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHQGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV----------------LE  167
             ++NK+D  G D  +V++S+RD+L+A+ + I+  +    E +                
L 
Sbjct  132  
AYVNKMDIIGADYLNVIESMRDRLNANAVAIQLPIGAESEFIGIIDLIEQKAHMYKDDLG  191

Query  168  ENTDI----EAWDAVIEN------------
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +N ++    E + A +E             +++L  KY+ GE IS  +L +  ++ 
V + 
Sbjct  192  
QNIEVIEVPEEFKAKVEELRATLIEKVAELDEELTMKYLEGEEISIPELKKALRKGVVET  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------TGLFQPIG--
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q +MDAV       T +   +G  + G+  L  S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMMDAVVDYLPAPTDVPAIVGHLDDGTETLRKSDDKEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      



Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  CGDI----ASAVGLKDTSTGDTLCDEKHPVILESMNF---
PEPVISIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++ +ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFNVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +AA+      V  +     +  + +   PL  G+G  +ES+V  G + + +     
Sbjct  482  E-
TFRAAARVEGKFVRQSGGRGQYGHVWVEFEPLEAGTGNTFESKVVGGSVPREYIAPAL  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI  G++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
AGIEEGMKSGVIAGFPLVDVKATVVDGSYHDVDSNEMAFKVAGSLALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVVVPEEYMGDVMGMLNSRRGRIEGMDSRAGGQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_046234220.1 elongation factor G [Paenibacillus algorifonticola]
 SFF36963.1 elongation factor G [Paenibacillus algorifonticola]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 313/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64



            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WDGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-------------------------
KQTVS  159
             +INK+D  G D  +V++ +R++L A+ +                          K  
+ 
Sbjct  132  
AYINKMDIIGADFLNVIKDMRERLQANAVAIQIPIGAESDFVGVIDIVERVAYKYKDDLG  191

Query  160  LSPEIV--------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              PE +          E    E  + V E +++L  KY+ GE I+  ++    ++ 
V + 
Sbjct  192  
KDPEKIEIPSEYADQVEELRTELIEKVAELDEELTMKYLEGEEITIPEIKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ-----
GSAALCGSV  253
             +FPV  GS+ +  G+Q ++DAV              G+     E+      S       
Sbjct  252  
KIFPVIVGSSYRNKGVQMMLDAVVDYLPSPLDVPAIKGMLDDGSEEIRQSSDSEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG----REKL-
KITEMRIPSKGEIVRTDTA  308
            FK+       R  + R+YSG L+   +  L G    RE++ +I +M   S+ EI      
Sbjct  312  FKIMTDPYVGRLTFFRVYSGVLK-
SGSYVLNGTKNKRERIGRILQMHANSRQEI---SEV  367

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D +   T    K          P P++   I PKT A ++
+L  
Sbjct  368  YSGDI----
AAAVGLKDTITGDTLCDEKHPIILESMNFPEPVISVAIEPKTKADQDKLGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+++LA+ DP  R   D  T++ I+S +G + LE++   +  ++K+ET V +P V 
Y E 
Sbjct  424  
AISKLAEEDPTFRAHTDEETNQTIISGMGELHLEILVDRMLREFKVETNVGKPQVAYRET  483

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481



              +AA        +      +    +   P   G G  +E++V  G + + F   +
+ GI
Sbjct  484  
FRQAAKVEGKFVRQSGGKGQYGHCWVEFVPQEPGDGFVFENKVVGGSIPREFIAPIQAGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S+   F+    + L+ A ++    
LLEP +
Sbjct  544  
EESMKNGVIAGFPLVDVKAIVFDGSYHDVDSSEMAFKIAGSMALKAAKEKCKPVLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+             IE    +    +   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDVMGMLNSRRGRIEGMDTRAGAQIIRAKVPLSEMFGYSTTLRSGTQGR  663

Query  601  SVCLTELKGYQ  611
             V   EL  Y+
Sbjct  664  GVFSMELSHYE  674

>SFC35877.1 small GTP-binding protein domain-containing protein 
[Ruminococcus 
albus]
Length=867

 Score = 254 bits (650),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 185/615 (30%), Positives = 305/615 (50%), Gaps = 
39/615 (6%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD+GKTTL+E++LY SGAI + G V+      D   +ER RGITI +    
F++
Sbjct  16   
IGILAHVDSGKTTLSEAMLYKSGAIRKLGRVDHKDAFLDNNPIERDRGITIFSKQAVFEY  75

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E  R+L V+D AILVIS  DGVQ  T+ L   L + 
+IPT I
Sbjct  76   
GGVGFTLLDTPGHVDFSGETERTLRVIDAAILVISGTDGVQPHTKTLARLLERYDIPTFI  135

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D  G     V+ SV            T ++    V       E  +A+    
+++
Sbjct  136  FVNKMDMDGARKDFVMNSV------------
TAAMGERCVSFAQPADELTEALSLCTEEM  183



Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            +E+Y+    IS   ++    +R     L PV +GSA +  GI+ L+D ++  + P+ 
E+ 
Sbjct  184  MEEYLEKGKISDSNIISAIAQR----HLIPVCFGSALRLEGIEALLDCISK-
YIPLPEE-  237

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE----
MRIPSKGE  301
            +A     V+K+   D G +  ++++  G+L +RD +    RE  +++E    +R+ 
S  +
Sbjct  238  NAEFGAKVYKIT-
EDNGAKLTHMKITGGSLAVRDVLTYTDREGEEVSEKVGRIRVYSGEK  296

Query  302  IVRTDTAYPGEIVILPSDSVRL-NDVLG-
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                +    GE+  +P+ +       LG +PT   +     +P+   R  IAPK   
+  
Sbjct  297  ARNAEVVVQGEVCAVPALTATFAGQGLGFEPTDTEQIL---EPVLTYR-
VIAPKEVDEHT  352

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             LL  L  L D DP +    +   HE+  + +G VQ EV+  ++SE++ +E  + E  
+ 
Sbjct  353  -
LLSRLRILEDEDPTMAVNYNEQLHEVTAALMGEVQAEVLKRIVSERFGMEIELSEGRIA  411

Query  420  YME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            Y E    P+  A H       P   +A + L + PL  GSG++++S  S   L+++
+Q  
Sbjct  412  YRETIVEPIDGAGH-----
FEPLRHYAEVHLRLEPLPRGSGLEFDSDCSEDILSRNWQRL  466

Query  477  VRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   ++    +G+   + +TD +I    G  +   +   DFR      + Q L+++ 
+ L
Sbjct  467  
ILTHLKEKTHRGVLTCSPITDMRITLTAGRAHLKHTEGGDFRQATYRAVRQGLRKAKSIL  526

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ ++ L  P   + RA  D  +  A  E  +   +  V TG  P   ++ Y 
TD+A 
Sbjct  527  
LEPWYAYRLEIPAANVGRALTDLDRMGAHAEPPETDGETAVLTGTAPVSKLRFYHTDVAG  586

Query  596  YTNGRSVCLTELKGY  610
            YT G         GY
Sbjct  587  YTKGLGRLSCRAAGY  601



>WP_069645951.1 elongation factor G [Enterococcus ureasiticus]
 OEG12120.1 translation elongation factor G [Enterococcus 
ureasiticus]
Length=695

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 313/675 (46%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P V
Sbjct  72   
WKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYKVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V S+ D+L A+                I   +++  EI   
+  
Sbjct  132  
VFCNKMDKIGADFLYSVNSLHDRLQANAHPIQLPIGAEDSFTGIIDLITMKAEIYTNDLG  191

Query  170  TDIE-------------AW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+              W     +AV E ++ L+ KY+ GE I+ E+L    ++   
+ 
Sbjct  192  
TDIQETEIPEEYMEQAIEWREKLVEAVAETDEDLMMKYLDGEEITIEELKAGIRQATINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+ +      A     
Sbjct  252  
EFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDVKTDEETTRPADDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A ++K     +I +M   ++ EI   
D  
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANTRKEI---DKV  368

Query  309  YPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            + G+I    + +V L D   GD       P  L    +   P P+++  + PK+ A 
+++
Sbjct  369  FSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PEPVIQVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  MER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E    P+  A      +      +  + +  TP   G G ++E+ +  G + + +  
AV
Sbjct  482  
RETFRAPVTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+L
Sbjct  542  
EKGLAESMNNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAMPVIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL             +E  +   +  +    +P   +  Y T 
L   
Sbjct  602  
EPMMKVTITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTLRSA  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR   +     Y+
Sbjct  662  TQGRGTFMMVFDHYE  676

>WP_057799805.1 GTP-binding protein [Lactobacillus kalixensis]
Length=640

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/627 (30%), Positives = 297/627 (47%), Gaps = 
60/627 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  1    
MKNITTGIVAHVDAGKTTLSEALLYEAGNLRSLGRVDNGDAFLDTDELEKKRGITIFSHE  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++N++DTPGH+DF  +    L+VLD AILVISA DGV + TR+L++ L
+  N
Sbjct  61   
AKLTIENAEINLLDTPGHVDFSFQTEEVLSVLDYAILVISASDGVTSYTRVLWNLLKHRN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D   ++  +++ L  + +              EN D + ++ 
V  
Sbjct  121  LPVFIFVNKMDMPGADKAQLLNDLQENLDQNCLSF------------
ENEDEDFFENVAA  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D+LLEKY+    +    +    Q  + +  ++PVY+GSA K  GI   +    G  
+ 
Sbjct  169  SDDELLEKYLDSGEVEESDI----QNLIAERKIYPVYFGSALKMDGISEFL---
AGFTKW  221

Query  241  IGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            I E+  A       FK+ +   G+R  +LR+  G ++ +D   LAG    KI ++R    
Sbjct  222  IKEKNFATDFKARCFKISHDKKGERLTWLRVLGGQVQAKD--ELAGE---
KINQLR-DYN  275

Query  300  GEIVRTDTAYP-GEIV-------ILPSDSVRLNDVLG---
DPTRLPRKRWREDPLPMLRT  348
            GE  +T  A P G IV         P     ++D +    +P    +    ED    
LR 
Sbjct  276  
GEKFQTVKAMPSGAIVAATGLNKTYPGQGFGIDDAVNAVLEPVLTYKVDTEEDIHACLR-  334

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
                           A+  L D +P L         EI +  +G +QLE++  LL 
+++ 
Sbjct  335  ---------------
AMKTLEDENPQLHVTWSEHLQEIHVQVMGEIQLEILQQLLKDRFN  379

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            LE    + +++Y E          H E  P   +A + L + P    SG+ +E++  
L  
Sbjct  380  LEVSFTQGNILYKETITAQIEGVGHFE--
PLRHYAEVHLLLEPSEKNSGIIFENKCDLEV  437

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++Q+ +   +      G L G  +T+ KI    G      S   DFR      
+ Q 
Sbjct  438  
LDKNWQHQIMTALTSKEHLGALIGSPITNMKITLIGGKGSIVHSVGGDFREATYRAVRQG  497



Query  528  LKE----
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L E    +  QLLEP+  F      + + RA +D  +   T +T + K + VV  G  
P 
Sbjct  498  
LMELKVRNKLQLLEPWYDFRFEVGVDQVGRALNDIQQMSGTFKTPEDKGNRVVIEGSAPV  557

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
              +Q Y  ++  YT+G       +KGY
Sbjct  558  SQMQDYAINVRNYTHGDGNLECVVKGY  584

>2BM0_A Chain A, Ribosomal elongation factor G (EF-G) Fusidic acid 
resistant 
mutant T84A
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 195/666 (29%), Positives = 317/666 (48%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +LY +G I +   V +G    D M  ER+RGITI 
AAVT+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILYYTGRIHKIAEVHEGAATMDFMEQERERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+D PGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K  
+P +
Sbjct  74   
WKDHRINIIDAPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYKVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE        +  L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPNGPLAALA  313



Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGTL     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPYVGRLTFIRVYSGTLTSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRAFVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_071979286.1 MULTISPECIES: elongation factor G [Alteromonas]
 APE05554.1 translation elongation factor G [Alteromonas sp. RW2A1]
 AUC88903.1 elongation factor G [Alteromonas sp. MB-3u-76]
Length=694

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.



 Identities = 187/666 (28%), Positives = 306/666 (46%), Gaps = 
62/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +++   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVKEQVRKVLGATPLVMTLPIGIEDEFVGVVDVLNKQAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                +  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIKDVPEDMVDLVEEYYEQLIETAVEQDDDLMEAYMEGEEPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+        
Sbjct  249  
LAFFPTYCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLMDEEGNETGEHAIVSPDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTDTA  308
               FK+   D      ++R+YSG L+  DT+  +  G+ + ++  M      E +  
++A
Sbjct  309  ALAFKI-MDDRFGALTFVRIYSGKLKKGDTILNSFTGKTE-
RVGRMVEMQADERIELESA  366

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+ +
Sbjct  367  
QAGDIIAIVGMKNVQTGHTLCDPKDKVTLEPMVFPTPVISIAVQPKDKGGNEKMGIAIGK  426

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            +   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y E   



+ 
Sbjct  427  
MVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETITQQ  486

Query  428  A--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               S+T   +   +  +  I   + P   GSG  ++S V  G + + F  AV  G 
+  +
Sbjct  487  
VEDSYTHKKQSGGSGQFGKIDYRIKPGEQGSGFTFKSTVVGGNVPKEFWPAVEKGFKSMM  546

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            ++G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP +   
+
Sbjct  547  
DEGVLAGFPVLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKVDV  606

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
            + P++++     D  +    +   +     V    ++P   +  Y   L   T+GR    
Sbjct  607  
FTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQFS  666

Query  605  TELKGY  610
             E   Y
Sbjct  667  MEFSHY  672

>WP_097018169.1 elongation factor G [Orenia metallireducens]
 SNY31906.1 translation elongation factor 2 (EF-2/EF-G) [Orenia 
metallireducens]
 PRX26202.1 translation elongation factor 2 (EF-2/EF-G) [Orenia 
metallireducens]
Length=690

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 181/671 (27%), Positives = 317/671 (47%), Gaps = 
67/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILFYTGRVHKIGETHDGASQMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K N+
Sbjct  69   
TCEWDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFCSVGGVEPQSETVWRQADKYNV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P + FINK+D+ G D  +VVQ + D+++A+                         I
+  +
Sbjct  129  
PRIAFINKMDRTGADFYNVVQMMEDRIAANPVPIQLPIGKEEDFKGSIDLVEMKAIVYDE  188

Query  157  TVSLSPEIVLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             + ++ EIV +  T++E           +A+ + +++++ KY+ GE ++ E++    
++ 
Sbjct  189  ELGINYEIV-
DIPTELEDKAQEYRELLIEAIADLDEEIMMKYLEGEELTVEEIKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE-------
QGSA  247
              +  + PV  G+A K  G+QPL+DA             VTG+ +P  E       
+  A
Sbjct  248  TIENKITPVLCGTALKNKGLQPLLDAVIAYLPSPVDIPPVTGI-
RPRTEEEVVRPAEDDA  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FK+       +  + R+YSG L     +  + +E      +I +M    + 
E  
Sbjct  307  
PFSALAFKIMTDPYVGKLAFFRVYSGVLESGSYIYNSTKESKERVGRIVQMHANKREE--  364

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D  Y G++   +   +    D L D          E P P++   I PKT    
++L 
Sbjct  365  -
RDEVYAGDLAAAVGLKNTSTGDTLCDQDDPVILESMEFPEPVIHVAIEPKTQKDGDKLG  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +LA+ DP      D  T + I+  +G + L+V+   L+ ++ +E  V EP V 
Y E
Sbjct  424  
EALQKLAEEDPTFTVRTDEETGQTIIGGMGELHLDVIVDRLTREFSVEANVGEPQVSYRE  483

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K  +       +      +  + + V PL  G G ++  ++  G + + +  
+V  G
Sbjct  484  
TFTKTGTVEGKFVRQSGGRGQYGHVVMDVEPLDPGEGFEFVDKIVGGTIPRDYIGSVEQG  543

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  LE G L G+ V D ++    G Y+   S+   F+    + ++  +K+    
LLEP 



Sbjct  544  
AKEALENGVLAGYPVVDVRVILHDGSYHEVDSSEMAFKIAGSMAIKDGVKKLKPVLLEPI  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  +  P+EY+     D       ++    + +  +    +P   +  Y TDL   
T G
Sbjct  604  
MAVEVTTPEEYMGDVIGDLNSRRGQVQGMDQRGNARIVRAMVPLSEMFGYATDLRSNTQG  663

Query  600  RSVCLTELKGY  610
            R+  + ++  Y
Sbjct  664  RAQYVMQMDHY  674

>OJY13277.1 translation elongation factor G [Rhizobiales bacterium 
62-47]
Length=690

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 189/666 (28%), Positives = 297/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMAQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WDGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENT---  170
            +F NK+D+ G D    +  + D+L A  +            K  V L     L  N    
Sbjct  132  
VFCNKMDKTGADFYKCLADIVDRLGARPVALQLPIGSESNFKGMVDLVRMKALVYNQDSL  191

Query  171  ----DIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                DIE                  +A +E +D  +  Y+ G     + L R  ++ 
V  
Sbjct  192  
GSMYDIEEIPADLADKAKEYREKLVEAAVELDDDAMAAYLDGTEPDEDTLKRLVRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------  252
             + +PV  G+A K  G+QPL+DAV             + I E+G   +  +         



Sbjct  252  
GAFYPVLCGTAFKNKGVQPLLDAVVAYLPSPVDVPAIKGIDEKGEEVVRHADDKEPMALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP         E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPEHPVILEKMEFPEPVIEIAIEPKSKADQEKLGIALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + E+  K 
A  
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFREKITKPAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A +   V P   G+G Q+ES++  G + + +   V  G++  
L  G
Sbjct  492  
DYTHKKQTGGTGQFARVKFVVEPTEPGAGFQFESKIVGGAVPKEYIPGVEKGLQSVLTSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +      AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGAYHDVDSSALAFEIASRAAFRDALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>SCV02387.1 protein chain elongation factor EF-G, GTP-binding 
[Cupriavidus 
necator]
Length=702



 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/694 (28%), Positives = 312/694 (45%), Gaps = 
80/694 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGISAHIDAGKTTTTERILFYTGVSHKLGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W          ++NI+DTPGH+DF  EV RS+ VLDGA +V  A  GVQ Q+  ++    
Sbjct  72   
WKGMAGNYPEHRINIIDTPGHVDFTIEVERSMRVLDGACMVYDAVGGVQPQSETVWRQAN  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDK-----------
LSADIIIKQTVSL------  160
            K  +P + F+NK+D+ G D   V   + D+           L A+   K  V L      
Sbjct  132  
KYAVPRIAFVNKMDRVGADFFRVQTQIADRLKGRAVPIQIPLGAEDHFKGVVDLVTMKAI  191

Query  161  ----SPEIVLEENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVRE  203
                + + V  E  DI A        W     +A  E ++ LL +Y++GEP++ E+
+ R 
Sbjct  192  
VWDDASQGVRFEYQDIPADLLATAQEWRDKMVEAAAEADETLLHQYLSGEPLTEEQIKRG  251

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIG  242
             ++R     + P+  GSA K  G+Q ++DAV                          
P  
Sbjct  252  
LRKRTIANEIVPMLCGSAFKNKGVQSMLDAVIDYLPSPADVPAILGHTEDDREAERHPSD  311

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPS  298
            ++  AAL    FK+       + ++ R+YSG ++  DTV     A RE+L +I +M    
Sbjct  312  DEPFAALA---
FKIMTDPFVGQLIFFRVYSGVVKSGDTVYNPVKAKRERLGRILQMHANV  368

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            + EI           V L   +    D L DP ++        P P++   + P+T 
A +
Sbjct  369  RQEIKEVRAGDIAAAVGLKEATT--
GDTLCDPDKVIILERMSFPEPVISQAVEPRTKADQ  426

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418



            E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++ +E  V 
+P V
Sbjct  427  
EKMGIALNRLAQEDPSFRVTTDEESGQTIISGMGELHLEILVERMRREFGVEASVGKPQV  486

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   +P+K        +      +  + L++ P+  G G  +   +  G + + 
F  
Sbjct  487  
AYRETIRQPIKDVEGKFIKQSGGRGQYGHVVLNLEPMPHGGGYAFVDAIKGGVVPREFIP  546

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  GIR  L+ G L G+ V D K    +G Y+   S    FR    +  ++ ++ 
+   
Sbjct  547  
AVDKGIRETLQSGVLAGYPVVDIKATLVFGSYHDVDSNENAFRMAGSMAFKEGMRRARPI  606

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ--
VKKDEVVFTGEIPARCIQAYRTD  592
            LLEP ++  +  P+E+      D       +   +        +   E+P   +  
Y T 
Sbjct  607  
LLEPMMAVEVETPEEFTGNVMGDLSSRRGMVHGMEDIAGGGGKIVRAEVPLATMFGYSTT  666

Query  593  LAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
            L   T GR+    E K Y  A   V + VI  +R
Sbjct  667  LRSLTQGRATYTMEFKHYAEAPTNVAEAVISAKR  700

>OGP14672.1 translation elongation factor G [Deltaproteobacteria 
bacterium 
GWA2_54_12]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/668 (28%), Positives = 315/668 (47%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVTYKIGEVHEGTATMDWMEQEKERGITITSAATTCS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K +
+P +
Sbjct  72   
WRDTRINIIDTPGHVDFTIEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQANKYHVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLSPEIVLEENT-  170
             FINK+D+ G D   VV  + D+L A  ++ Q              + L+  IV 
+E T 
Sbjct  132  
AFINKMDRIGSDFFRVVSMIVDRLKARPVLLQLPIGKEDTFKGVVDLVLNKGIVWDEETL  191

Query  171  -------DIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   D+ A              +A  + ++ ++EKY+AGE ++ E ++   ++    
Sbjct  192  
GAKYRMIDVPAEMAEQVAEYREKLIEAAADFDESIMEKYLAGEAVAPEAIMSAIRKGTIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCG  251
              L PV  GS+ K  G+Q L+D V   L  PI                    + +A 
L  
Sbjct  252  
MELTPVICGSSFKNKGVQLLLDTVVDYLPSPIDIPDVKGIDPETDEETTRPTEDNAPLSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  + R+YSG +     V  +    +E++ +I +M    + E+     
Sbjct  312  
LAFKIMTDPFVGQLTFFRVYSGCMTAGSYVLNSKKDSKERIGRIVKMHANKREEV---KE  368

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +   +    D + D  +       E P P++   I PKT + +E+L  
AL 
Sbjct  369  
VYAGDIAAAVGLKNTTTGDTICDVEKPIVLEAMEFPEPVISIAIEPKTKSDQEKLGIALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-PL  425
            +LA  DP  R + D  T + I++ +G + LE++   +  ++K+E  V +P V Y E    
Sbjct  429  
KLAVEDPSFRVKTDEETGQTIIAGMGELHLEIIVDRMLREFKVEASVGKPQVAYRETITR  488

Query  426  KAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            KA +   +I +      +  + + + P   G   ++ ++   G + + + N V +G
+R  
Sbjct  489  
KARTEGKYIRQTGGRGQYGHVVIEIEPGEKGKSFEFVNKTVGGSIPKEYINPVENGMREA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             E G + G+ V D K+    G Y+   S+   F+    +  + A+K +G  LLEP 
+S  
Sbjct  549  
SESGPMAGFPVVDVKVTLVDGSYHDVDSSEMAFKIAGSMAFKDAVKSAGPILLEPIMSVE  608



Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P++++     D       I+  + +    V    +P   +  Y TDL   T 
GR+  
Sbjct  609  
VVVPEQFMGDVIGDLNSRRGKIQGMESRGGFQVVAAHVPLANMFGYSTDLRSKTQGRATY  668

Query  604  LTELKGYQ  611
              +   Y+
Sbjct  669  TMQFSHYE  676

>WP_015134470.1 elongation factor G [Leptolyngbya sp. PCC 7376]
 AFY38711.1 translation elongation factor 2 (EF-2/EF-G) 
[Leptolyngbya sp. 
PCC 7376]
Length=693

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 183/697 (26%), Positives = 310/697 (44%), Gaps = 
88/697 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI AA  
S  
Sbjct  12   
NIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAISTS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    + +
+P +
Sbjct  72   
WRDQKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
             F+NK+D+ G +   V   ++ +L A+ +              I   V +   I  
+E  
Sbjct  132  
AFVNKMDRTGANFFKVYDQIKGRLKANAVPIQIPIGAENNFEGIIDLVKMQANIYKDEIG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             DIE  D                  A+ E ++ LLEKY+ GE  +  +++   +      
Sbjct  192  
QDIEVCDIPEGLQEQAEEYRTLMVEAIAEADEALLEKYLEGEEFTETEIISALRNGTISG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGSAA------
LCGS  252
             + P+  GSA K  G+Q L+DAV             TG   P G +GS +          
Sbjct  252  EVVPLLCGSAFKNKGVQLLLDAVVDYLPSPLDVPAITGEL-



PDGSEGSRSASDDEPFAAL  310

Query  253  VFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMRIP  297
             FK+  +D   R  ++R+YSG +               R+   + L   E++++  
+R  
Sbjct  311  AFKI-
ASDPYGRLTFIRVYSGAIEKGSYIYNSTKDKKERISRLIVLKSNERIEVDSLRAG  369

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
              G ++       G+ +    + + L  +               P P++   + 
PKT   
Sbjct  370  DLGAVIGMRDTTTGDTLCNVDEPIILESLYV-------------
PEPVISVAVEPKTKQD  416

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E+L  AL  L+D DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V 
+P 
Sbjct  417  
MEKLSKALQSLSDEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMLREFKVEADVGQPQ  476

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + + + P   GSG ++ES++  G + + 
+  
Sbjct  477  
VAYRETIRQKADAEGKFIRQSGGKGQYGHVVIQIEPGDEGSGFEFESKIVGGTIPREYIP  536

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V+ G++   E G+  G+ + D K     G ++   S+   F+    I +  A+ +
+   
Sbjct  537  
SVQQGMKEACESGIIAGYPMIDLKATLLDGSFHDVDSSEMAFKIAGSIAIRDAVDQAAPV  596

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+++L     D       I+           + ++P   +  Y 
TD+ 
Sbjct  597  
VLEPIMQVEVEVPEDFLGEIMGDLNARRGNIQGMNSDDGIAKVSAKVPLAEMFGYATDIR  656

Query  595  FYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNSRL  628
              T GR +   E   Y      V + +I   + N+  
Sbjct  657  SKTQGRGIFSMEFSNYDEVPHHVAEAIIAKNKGNAHF  693

>WP_105309632.1 GTP-binding protein [Dorea sp. Marseille-P4042]
Length=925

 Score = 255 bits (652),  Expect = 2e-70, Method: Compositional 
matrix adjust.



 Identities = 185/634 (29%), Positives = 307/634 (48%), Gaps = 
57/634 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + I++G+LAHVD+GKTTL+E +LY +G I +PG V+ G    D   LERQRGITI 
+   
Sbjct  11   
RYISVGLLAHVDSGKTTLSEGILYLTGQIRKPGRVDHGDAFLDNYALERQRGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             FQ    +V ++DTPGH+DF AE+ R+L VLD A+LV+S  DGVQ  TR L++ L 
+  I
Sbjct  71   
VFQLGDSQVTLLDTPGHVDFSAEMERTLQVLDYAVLVVSGADGVQGHTRTLWNLLARYRI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IF+NK+DQ G D   +++ ++ KL A  +                 D+E  + 
+   
Sbjct  131  PTFIFVNKMDQPGTDKALILKELKKKLDASCV-----------------
DMEDPEDIATG  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++ LE+Y+    +S + +     R + D  +FP Y+G+A K  G+Q L+D   G+ 
+ +
Sbjct  174  DERALEEYLEAGEVSIDTI----SRMIADRQIFPCYFGAALKLQGVQELLD---
GIGKYV  226

Query  242  GEQ---------------GSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            G+                G A   G+ V+K+     G R  ++++ SG L+++    
L G
Sbjct  227  
GDNVSANYDQADNRLQNSGDAQQFGARVYKISRDPQGNRLTHMKITSGELKVKSL--LKG  284

Query  286  RE-----KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWR  339
             +     + K  ++RI S  +      A  G I  +      L     G+   +   
+  
Sbjct  285  GQVSEPWEEKADQIRIYSGEKFETVQQAKAGMICAVTG----
LKHTFPGEGLGIEAGKQA  340

Query  340  EDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
              P+  P+L   +          +L  + Q+ + DP+LR   +    EI +  +G 
VQ E
Sbjct  341  
VTPMLEPVLNYQVYFPDQVDAHTMLGYMRQIEEEDPMLRVIWNEELGEIHVQLMGEVQTE  400

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457



            ++ +L+SE++ ++      +++Y E          H E  P   +A + L + P   
GSG
Sbjct  401  ILKSLVSERFGVDVTFGTGNIVYKETIKNVVEGVGHYE--
PLRHYAEVHLILEPGLPGSG  458

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            +++ +  S   L+ ++Q  +   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  459  
LEFSTDCSTDDLDLNWQRLILTHLLEREHRGVLLGAAITDMKITLVAGRAHLKHTEGGDF  518

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      + Q L ++ + LLEPY  F L  P E + RA  D  +        +   
D+ V
Sbjct  519  
RQSTYRAVRQGLMQAESVLLEPYYEFRLEVPSEMIGRALTDVQRMYGEFAPPETDGDQSV  578

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             TG  P  C++ Y+ ++  YT GR       +GY
Sbjct  579  LTGSAPVACMRDYQKEVVSYTRGRGRLTLVFQGY  612

>WP_080804146.1 elongation factor G [Desulfamplus 
magnetovallimortis]
 SLM27679.1 protein chain elongation factor EF-G, GTP-binding 
[Desulfamplus 
magnetovallimortis]
Length=680

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 314/668 (47%), Gaps = 
78/668 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
             I NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT
Sbjct  9    
NIRNIGIMAHIDAGKTTVTERILYYTGKSHKIGEVHDGEATMDWMEDEQNRGITITSAVT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +++I+DTPGH+DF  EV R+L VLDGA+ V     GV+ Q+  ++    
K  +
Sbjct  69   
TCQWKSAQIHIIDTPGHVDFTIEVERALRVLDGAVAVFCGVGGVEPQSETVWRQADKYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE----
IVLEENTDIEAWD-  176
            P + FINK+D+ G D  + V  +R++L+A+ +  Q    S E    ++   N +   
WD 



Sbjct  129  
PRIAFINKMDRIGADFFNAVSMIRERLNANPVPLQIPVGSEENFTGVIDLVNMEQITWDD  188

Query  177  ------------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
                                          A+ E +D ++E+Y+  E IS E L++  
+ 
Sbjct  189  
ETLGAQFTVSKDIDPAEIDKAKEYREKMLEAISEVDDNIMERYLGEETISSEDLIKAIRC  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE------
QGSA  247
                  + PV  G+A +  G+QPL+DA+             TG+    GE      
Q SA
Sbjct  249  
ATVGRKIVPVLCGTALRNKGVQPLLDAIKDYLPSPSDVPPMTGIHPETGETISCLPQKSA  308

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
            +L   +FKV   + G++  + R+YSG L   + V   +L  +EKL +I +M    +    
Sbjct  309  SLAALIFKVSMIE-
GRKLSFARIYSGKLIAGEDVYNSSLKKKEKLSRILQMHANKRE---  364

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            R   A  G+IV I+        + L     P  L R  + +   P++   I PK+ 
+ +E
Sbjct  365  RVKEAVAGDIVGIVGLKDSSTGETLCSASAPLLLERMEFYK---
PVISIAIEPKSHSDQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L + L +    DP L  + D  T + ILS +G + LE++ + +  ++     V 
+P V+
Sbjct  422  
KLDEVLKKFTIEDPTLEVKTDEDTGQTILSGMGELHLEIIISRMLREFNTNVNVGKPQVV  481

Query  420  Y---MERPLKAASHTI-HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG--
YLNQSF  473
            Y   ME P K   H I   ++     +A + + + P+  G+G+ +++ ++     L    
Sbjct  482  YREIMESPSKG--
HAIFEKDITGKSHFAELEMELIPIERGAGIIFKNELTGDPPVLIPEH  539

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              A+  G R GLE G   G+ + D +I  +        ST   F   A +  + A+ 
+  
Sbjct  540  
IAAIEKGAREGLESGFLKGYPMVDTEIRLKKANTRDGQSTELAFSVCASMACKNAMTKGK  599

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LL+P ++  +  P  Y+  A  D       IE+   + +  V    +P   +  
Y T 



Sbjct  600  
VALLQPIMAVEVLVPDNYMGDAIADINTRGGKIESIAPRSNIQVIKATVPLSKMFGYSTS  659

Query  593  LAFYTNGR  600
            L   T GR
Sbjct  660  LRSATQGR  667

>WP_077605126.1 elongation factor G [Oceanobacillus sojae]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 311/671 (46%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAAWKDHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-  166
            P ++FINK+D+ G D      +++++L A+                I   V +   
I L 
Sbjct  129  
PRIVFINKMDKTGADFLYSTNTLKERLGANAHPIQMPIGAEDEFSGIIDLVKMEAHIYLD  188

Query  167  -----EENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +E T+I A              +AV E ++ L+ KY+ GE IS E+L    
++  
Sbjct  189  
DLGQTDETTEIPAELKDEAEELRANLVEAVAETDEDLMMKYLEGEEISNEELANAIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   +PV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LNVDFYPVLCGSAFKNKGVQLMLDAVLAYLPAPTDVPPIEGIIPGTEEKVTRPSTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ 



EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSVKDKRERIGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              AY GEI   +        D L D   L      E P P++   I P+T A +++
+  A
Sbjct  366  
SVAYAGEIAAAVGLKDTTTGDTLCDEKDLVILESMEFPEPVISVAIEPETKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L++LA+ DP  R E ++ T + I+S +G + L+++   L  ++K+   V  P V Y 
E  
Sbjct  426  
LSKLAEEDPTFRTETNTETGQTIISGMGELHLDIIVDRLKREFKVGATVGAPQVSYRE-T  484

Query  425  LKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +AA+      V  +      G   +   P   G+G ++ + +  G + + +  AV
+ GI
Sbjct  485  
FRAAAEVEGKFVRQSGGRGQFGHVWVKFEPNEEGAGFEFVNNIVGGVVPREYIPAVQQGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +E G L G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP +
Sbjct  545  
EESMENGVLAGYPLIDVKATLYDGSYHDVDSNEMAFKVAASMALKAAKNKCNPVLLEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V    +P   +  Y T L   
T GR
Sbjct  605  
RVEIVVPEEYMGDIMGDVTSRRGRVEGMEARGTAQVVKAFVPLAEMFGYATALRSNTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVYTMHFDHYE  675

>CCY18773.1 putative translation elongation factor G 
[Bifidobacterium adolescentis 
CAG:119]
Length=662

 Score = 250 bits (639),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 286/635 (45%), Gaps = 
54/635 (9%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDAPGADKTQLLVQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  G+G
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGVGHFE--
PLRHYAETHVLLEPLPQGAGMAYA  450



Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>OGS46668.1 translation elongation factor G [Elusimicrobia bacterium 
RIFOXYD2_FULL_34_15]
Length=687

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/672 (28%), Positives = 320/672 (48%), Gaps = 
68/672 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE LL+ SG I   G+V++G T  D M  E++RGITI 
+A T 
Sbjct  7    
IRNIGIIAHIDAGKTTTTERLLFYSGKIHRMGNVDEGNTTMDWMEQEQERGITITSAATR  66

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
            F W+ C +N++DTPGH+DF AEV RSL +LDG ++V     GVQ Q+  ++H   K  
IP
Sbjct  67   
FTWNNCHINVIDTPGHVDFTAEVERSLRILDGVVVVFCGVGGVQPQSETVWHQADKYKIP  126

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----------
VSLSPEIVLE----  167
             + FINK+D+ G +  +VV+ +  +L A+ ++ Q            + L  E   +    
Sbjct  127  
RITFINKLDRTGANFFNVVEQMTKRLHANPVLLQIPIGNEDKFIGIIDLVKEKAFKFVDL  186

Query  168  -----ENTDI-------------EAWDAVIENNDKLLEKYIAGE-
PISREKLVREEQRRV  208
                 E  +I             + ++   E ++ +L KYI G   I+ ++L+   
++  
Sbjct  187  
LGTTYEEMEIPEDLKPQVKKYRDKLFEVASEADENILNKYINGTGKITTDELLNALRKLT  246



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQG-------
SAAL  249
                + PV  GS+ K  G+Q L+DA+                +P+  +        
S + 
Sbjct  247  
IACKIIPVLTGSSLKNKGVQFLLDAIVNYLPSPLDVPAISGMEPVTNKSINRKADESEST  306

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVRT  305
                FK++      R  Y+R+YSGT++   ++  + R   E++ KI +M    + E
+   
Sbjct  307  
SALAFKIQTDPFIGRLTYIRVYSGTIKRGHSIYNSTRDFRERISKIVKMHANDREEVEEV  366

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                   +V L        D L D   P  L   ++   P P++   I PKT A  
E+L 
Sbjct  367  SCGDIAGVVGLKR--TFTGDTLCDEKTPIILENIKF---
PDPVIWLAIEPKTKADEEKLS  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL++L++ DP  + ++D  T + I+S +G + LEV+   +  ++ +   V +P V 
Y E
Sbjct  422  
KALSKLSEEDPTFKLKIDEQTSQTIISGMGELHLEVLVDRMKREFGVAANVGKPQVAYKE  481

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K+A        +   +  +  + L++ P   G G ++ + +  G + + + ++
+ +G
Sbjct  482  
TVTKSAESVGKFIRQTGGHGQYGHVVLNIEPNQKGLGFEFINEIREGRIPREYFSSIEEG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I   LE G L G+ V D K+    G Y+   S+   F+  A I  +  + ++   
LLEP 
Sbjct  542  
IVSALEAGPLGGFPVVDIKVTLLDGSYHEVDSSDIAFKMAASIATKDGILKASPVLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   + AP++YL     D       +E   V K      G +P   +  Y + L   
+ G
Sbjct  602  
MKLEVIAPEDYLGDVLGDINSRRGRVENMAVSKKIHTVDGHVPLAAMFGYSSSLRSLSQG  661

Query  600  RSVCLTELKGYQ  611
            R+    E   Y+
Sbjct  662  RATYTMEPAYYE  673



>WP_024533824.1 GTP-binding protein [Sporosarcina sp. EUR3 2.2.2]
Length=650

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 168/621 (27%), Positives = 291/621 (47%), Gaps = 
17/621 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT  E +L+ + +I   G V+      D+  +ERQRGIT+ A   
+F +
Sbjct  5    
IGVFAHVDAGKTTFAEQILFHTKSIKNRGRVDHKDAFLDSHEIERQRGITVFADQATFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++D PGH+DF  E+ RS+ V+D AI+++SA +GV+  T  ++  LRK 
NIPT  
Sbjct  65   
KGSTYYLIDNPGHVDFSPEMERSVQVMDYAIVILSAVEGVEGHTTTIWQMLRKHNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G  +++V+  +R   S D+       ++      E T+ +  + + E 
N+ L
Sbjct  125  FINKTDRVGASVENVLLEIRQDFSTDVF-----DITEAFHQGEMTE-
DLIEFIAERNENL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE Y+      +E         +++  +F    GSA + +GI   ++    L        
Sbjct  179  LEHYMDS-GYEKELWQYTMNELIKEGKIFTCSNGSALQDIGISDFLEKFH-
LLTTTHYYN  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRIPSKGEI  302
                 G V+K+ + + G R  +++  SGT+ +RD V+      R   KIT++R+ +  
+ 
Sbjct  237  
EEEFSGRVYKIRHDEKGTRITFIKSLSGTVSVRDEVSYGNGEYRSTEKITQIRVYNGNKY  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +    GE+  +   S       GD      ++   + +P L++ +   ++   
+  L
Sbjct  297  KTVEHVKAGELFAVIGLS---
GASTGDGLGTIHEKAVYEMVPTLKSKVVFDSSVHIKEAL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
                 L   DP L    +    EI +  +G +QLE++  ++ E++ LE   +EP +
+Y E



Sbjct  354  
RYFQLLDIEDPSLNVTWEERLQEIQIHVMGTIQLEILKQIVKERFHLEVTFEEPKILYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
                      H E  P   +A + + + P S  SG+ +E+      L+   QN VR  
+ 
Sbjct  414  SISSTVIGYGHFE--
PLKHYAEVHVKLEPASRNSGISFENMCHTNDLSIGNQNLVRHHLF  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 GL  G  +TD KI    G   +  ++  DFR      L Q L+++   
LLEPY  
Sbjct  472  
ERAHNGLLTGSPLTDVKITLLTGRADNKHTSGGDFREATYRALRQGLEKAQNHLLEPYYQ  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    ++  +   D      T ++   K ++ + TG++P      Y ++LA +T 
G+ 
Sbjct  532  
FKIKVDIDHTGKVLSDIQIAHGTFDSPITKGNKSLLTGKVPVATFMNYASELASFTQGKG  591

Query  602  VCLTELKGYQAAVGQPVIQPR  622
            V      GY+    +P +  R
Sbjct  592  VLNLVFGGYERCHNEPEVIER  612

>WP_098121853.1 MULTISPECIES: elongation factor G [Bacillus]
 PEJ47416.1 elongation factor G [Bacillus sp. AFS002410]
 PEL08270.1 elongation factor G [Bacillus sp. AFS017336]
Length=692

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 307/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIVDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  +                  AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYQELADEYRGRLIEAVAELDEELMMKYLEGEEITLAELKAAIRTA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIG---------------------EQG  245
                  +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTEEEKVVPSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKARLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_006292610.1 elongation factor G [Scardovia inopinata]
 EFG26647.1 elongation factor G [Scardovia inopinata F0304]
 BAR06244.1 elongation factor G [Scardovia inopinata JCM 12537]
Length=710

 Score = 251 bits (642),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/702 (27%), Positives = 333/702 (47%), Gaps = 
92/702 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI +A  
+  
Sbjct  16   
NIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTMDWMDQEKERGITITSAAITCF  75

Query  65   WHR--------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHAL  116
            W+R         ++NI+DTPGH+DF AEV RSL VLDGA+ V   K+GV+ Q+  +
+   
Sbjct  76   
WNRQSHDTKDRYQINIIDTPGHVDFTAEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQA  135

Query  117  
RKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII----------------------  154
             K N+P + FINK+D+ G D    V ++++KL A  I+                      
Sbjct  136  
DKYNVPRICFINKMDKLGADFYYSVDTIKEKLQAKPIVMQLPIGAENTFTGVVDLLRMVA  195

Query  155  ---KQTVSLS--------PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLV  201
               K T  L         P+ + E  E    E  +A  E +D+L EKY+    ++ 
E++ 
Sbjct  196  
YVWKDTTDLGAHYDTVDIPDDLKEKAEQYHTELVEAAAEASDELTEKYLETGELTDEEVR  255

Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------  238
               ++    +  +PV+ GSA K  G+QP++D V                           
Sbjct  256  



AGIRQLTIRSEAYPVFCGSAFKDKGVQPMLDGVVDFLPSPEDVPAIKGYDIHDESIEIDR  315

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEM  294
            +P  E+  +AL    FK+       + VY+R+YSG +   DT+  A ++K     K
+ +M
Sbjct  316  KPTAEEPFSALA---
FKIAAHPFYGKLVYVRVYSGVVHPGDTILNATKDKRERVGKLFQM  372

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
               +K E V  D A  G I   +   +V   D L D   P  L    +   P P++
+  +
Sbjct  373  H-SNKEEPV--DIATAGNIYAFVGLKNVTTGDTLCDEKHPIALESMSF---
PDPVIQVAV  426

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A +E++  AL +L+D DP  +   D  + + ++S +G +QL+++   +  +
+ +E
Sbjct  427  
EPKTKADQEKMALALQRLSDEDPTFQVTTDEESGQTLISGMGELQLDILVDRMRREFHVE  486

Query  411  TVVKEPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVS  465
              V  P V Y E   +P+    +T   +   +  +A + +++ PL    G  YE  
++V+
Sbjct  487  
CNVGNPQVSYRETIRKPVMNVEYTHKKQTGGSGQFAKVLINILPLDTSEGKNYEFDNQVT  546

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G++++ F  +V  G++  +E G+  G+ V   ++    G  +   S+   F+    
+  
Sbjct  547  
GGHISKEFIPSVDAGVQEAMESGILAGFPVVGVRVELIDGQMHEVDSSEMAFKIAGSMAF  606

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++  +++   +LEP ++  +  PQEY+     D      +I++        V   +
+P  
Sbjct  607  
KEGARKASPVILEPIMAVEVRTPQEYMGDVIGDLTSRRGSIQSMTDATGVKVVDAKVPLS  666

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
             +  Y  DL   T GR+V   ++  Y     +V   +I+ +R
Sbjct  667  EMFGYIGDLRSRTQGRAVYSMQMDSYAEVPKSVSDEIIKAQR  708

>WP_012604685.1 elongation factor G [Vibrio tasmaniensis]
 CAV19613.1 elongation factor EF-G [Vibrio tasmaniensis LGP32]
Length=695

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 



matrix adjust.
 Identities = 192/668 (29%), Positives = 311/668 (47%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
IAFFPTFCGSAFKNKGMQVILDAVVDYLPSPTEVDPQPLMDENGEETGKHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKDQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 



E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMDNGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672

>WP_018591139.1 MULTISPECIES: GTP-binding protein 
[Peptostreptococcaceae]
Length=661

 Score = 250 bits (639),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 173/637 (27%), Positives = 302/637 (47%), Gaps = 
22/637 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD+GKTTL E +LY + +I + G V+   +  D   +ERQRGIT+ +    
F +
Sbjct  5    
IGILAHVDSGKTTLCEQILYHTNSIRKRGRVDHKDSYFDNNHIERQRGITVFSKEGYFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ RSL +LD AIL++S  + VQ+ +  +F+ LR+ 
NIPT+I
Sbjct  65   
KDSNYYLIDTPGHVDFSPEMERSLKMLDYAILIVSGVEKVQSHSETIFNYLREHNIPTII  124

Query  126  



FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F NK+D+   +   + +S+++ LS DI        + E  L  N   E  + + E 
+++L
Sbjct  125  FANKMDRDISNKDEINKSLKENLSKDIF-----DFTKE--
LNNNMSEELIEFIAEKDEEL  177

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            LE+++  E           +      +++P  +GSA     +  L++ +  L        
Sbjct  178  LERFL-DENFDYNLWFERIKSLFNSCNIYPCVFGSALFDENVDNLLEVLDCL-
SETNYHE  235

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGEI  302
            + +  G V+K++  +  QR  ++++ SG L+++D +  +G++ +   K+ E+RI    
+ 
Sbjct  236  
NKSFTGKVYKIKTEENKQRLTFIKVLSGKLKIKDELCYSGQKHILREKVNEIRIYKGDKF  295

Query  303  VRTDTAYPGEIVILP--SDSVRLNDVLG--DPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
            +  D AY GEIV +   S++   N ++   +  RL +    E     P L T +    
+ 
Sbjct  296  
ISRDEAYAGEIVAIKGLSETYPSNFIVSIKEEDRLSKLNTEESNFIVPTLATKVLFDKSV  355

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +      L + +  L         EI ++ +G++QLEV+  ++ E++ L       
Sbjct  356  
NIKDVYSYFKILGEEEISLNPIYSEELKEIKINIMGKIQLEVLKEMILERFNLNVDFGPC  415

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E     A    H E  P   +A + L + P    SG+ +ES   +  +    
QN 
Sbjct  416  EILYKETIKDTAIGIGHFE--
PLRHYAEVVLKIEPDKRNSGISFESLAHVDNITIGHQNL  473

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V+  I     +G+  G+ VTD KI    G  ++  +   DFR      L Q L++    
L
Sbjct  474  
VKTHIFERNHRGILGGYEVTDVKITLLTGKEHNKHTEGGDFRQATFRALRQGLEQVENIL  533

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F +    +Y+ R   D  K   +        ++ + +G  P      Y  
+L  
Sbjct  534  
LEPYYKFKIEIDNDYMGRVISDIQKMSGSFNIKDSSNNKSIISGRGPVSEFMDYPLELIS  593

Query  596  YTNGRSVCLTELKGY-QAAVGQPVIQPRRPNSRLDKV  631



            +T GR        GY +      V++ R  +   DK+
Sbjct  594  FTKGRGRITFNYDGYDECHNSDEVLKDRNYDKNSDKL  630

>WP_098574641.1 GTP-binding protein [Bacillus sp. AFS073361]
 PFP27556.1 elongation factor G [Bacillus sp. AFS073361]
Length=650

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 170/622 (27%), Positives = 291/622 (47%), Gaps = 
19/622 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I + G V+   T  DT  +E+QRGIT+ A    
F +
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYHTKTIRQRGRVDHQDTFLDTHDIEKQRGITVFADQAVFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  +++ L+K  
+PT  
Sbjct  65   
NESTYYLIDTPGHVDFSPEMERAIQVMDYAIVIISAVEGIEGHTETVWNLLQKHAVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D + V+  +R  L+ D+          +I+ +   + E  + + E 
N+ L
Sbjct  125  FINKIDRVGADSERVLNEIRSYLTTDVFD------
ITDILTDGEMNDELIEFIAERNESL  178

Query  186  LEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LE Y+  E   +  L  E  R+ V++  LFP   GSA + +G+   ++ +  L       
Sbjct  179  LEIYM--ESGYQPHLWLETIRKLVKEQQLFPCAIGSALQDIGVNSFLEKME-
LLTTTNYP  235

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKGE  301
                  G V+K+ Y + G R  +++   GTL++RD +  +  E L   KIT++R+ 
+  +
Sbjct  236  
NEEPFAGRVYKIRYDEKGTRMTFIKALRGTLKVRDELYYSVDENLLHEKITQIRLYNGNK  295

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                D    G+I  +   S       GD      ++   + +  L++ +  + +   
+ +
Sbjct  296  FKTADQVTAGDIFAVIGLSAA---
AAGDGLGTLEEKAEYEMVSALKSKVLFEPSMNVKEV  352



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +  T EI +  +G +QLEV+  ++ E++  +    +P 
++Y 
Sbjct  353  
LRYFNMLNAEDPALNVSWEERTQEIHIHVMGVIQLEVLKHVIKERFSFDVSFADPEILYK  412

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P    +G+ +ES      L    QN + 
+ +
Sbjct  413  ETIDSTVIGYGHFE--
PLGHYAEVHLKLEPCGRNTGISFESVCHTDDLPVGTQNVIHNHL  470

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD KI    G  +   ++  DFR      L Q L+++   
LLEP+ 
Sbjct  471  
FEWEHHGLLTGSPITDLKITLVTGRAHVKHTSGGDFREATFRALRQGLEKANNILLEPFY  530

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    E++ +   D      +      + ++   TG++P      Y  + A  
T G+
Sbjct  531  
DFKIRVNLEHMGKVLTDIQNARGSFNAPMTEGNKTFITGKVPVATFMNYGPEFASITQGK  590

Query  601  SVCLTELKGYQAAVGQPVIQPR  622
                    GY     Q  +  R
Sbjct  591  GSLNLVFGGYYPCHNQNEVMAR  612

>WP_059430723.1 MULTISPECIES: elongation factor G [Campylobacter]
 CUU91465.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 CUU86841.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 PPB57255.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
Length=691

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/687 (27%), Positives = 324/687 (47%), Gaps = 
78/687 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L             
Sbjct  132  
VFVNKMDRIGANFFNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWENEAK  191

Query  161  --------SPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     P  ++E+  +  A   +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTEFSIQEIPANLVEKAEEYRAKMIEAVAETDDALMEKFFGGEELSNEEIKKGIKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++ +A       G+   V+ TD G
+   
Sbjct  252  MNIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVAAIKGEYEDGTEVTVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKGEIV  303
                        +  ++R+Y G L         ++D     GR    +  M    + 
E  
Sbjct  311  LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNTVKDKKERVGR----
LLRMHSNKREE--  364

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             T   Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A 
+E++
Sbjct  365  -TKVLYAGEIGAVVGLKDTMTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  423  
GIALGKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K          +      +  + L + PL  GSG ++ + +  G + + +  
AV  
Sbjct  483  
ETIKKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPREYIPAVEK  542



Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP
Sbjct  543  
GCQEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D  K    I +   +    + T   P   +  Y TDL   
T 
Sbjct  603  
MMKVEVETPEEYMGDVIGDLNKRRGQINSMDERAGNKIVTAFCPLAEMFGYSTDLRSQTQ  662

Query  599  GRSVCLTELKGYQAA---VGQPVIQPR  622
            GR+    E   Y+     V + +I+ R
Sbjct  663  GRATYSMEFDHYEEVPKNVSEEIIKKR  689

>WP_006916610.1 elongation factor G [Lactobacillus coleohominis]
 EEU30425.1 translation elongation factor G [Lactobacillus 
coleohominis 101-4-CHN]
Length=695

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 182/671 (27%), Positives = 312/671 (46%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAVWKDHRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-----------ADIIIKQTVSLSPEI--
VLEE  168
            P ++F NK+D+ G +    VQ+++D+L+           A+      V L   +  
V +E
Sbjct  131  
PRIVFANKMDKMGANFDYSVQTIKDRLNVTPLPIQLPIGAEDDFAGVVDLVKMVAYVYDE  190

Query  169  NTDIEAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRR  207
            +     WD V                      + +D ++EKY+ G  IS +++    
++ 



Sbjct  191  
DKLGTNWDTVDIPDDLKDEAEKRHDEMLETLADVDDNIMEKYLDGADISVDEIKAAIRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------L  249
                 LFPV  GSA K  GIQ ++DAV   L  P+  +   A                  
Sbjct  251  
TLSQELFPVLAGSAYKDKGIQMMLDAVIDYLPSPLDVKPFVAHDADGNEVELTAGDDKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  +LR+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFLRVYTGSLQSGSYVLNATKDKRERIGRLLQMHSNQQHEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAAAIGLKNTTTGDSLTDPDHPLQLESMDFPEPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKTETNPETGETLIAGMGELHLDIIVERLRREFHAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K AS       +      +  + +  TPL  G G ++E  +  G + + +  AV  
G++
Sbjct  488  
TKQASAQGKFVRQSGGKGQYGDVWIEFTPLEEGKGFEFEDAIVGGVVPREYIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ + D       G Y+   S+ A F+  A + L+ A K++   
+LEP + 
Sbjct  548  
EAMENGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P++ L            +I+  + + +  +    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVTPEDNLGDVMGHVTARRGSIDGMEERGNAQLVHAFVPLSEMFGYATTLRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678



>WP_054549242.1 GTP-binding protein [Lysinibacillus sphaericus]
Length=645

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 174/607 (29%), Positives = 295/607 (49%), Gaps = 
18/607 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+   T  D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDTFLDHHELERRRGITIFAEQGRMNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR+ +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRQYHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK+D+ G ++++V+  +R   S  ++      L  + V   + +I  W A  E 
++KL
Sbjct  125  FINKMDREGANMEAVISQLRKDCSQYVLFIDE-PLRADYV---SNNIMEWLA--
ERDEKL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E+ + + +  +++   FP + GSA K  GIQ  +D +  L        
Sbjct  179  LDAFL-NESLEHEQCLAQLKEMIKNEGAFPCFAGSALKDEGIQEFLDQLP-
LLTASHFDK  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
             A   G VFK+ + D  QR  +++   G+L +RD  +     + K+TE+R+ +       
Sbjct  237  DAPFEGEVFKIRH-DGHQRLTFMKATKGSLHVRDEFSFDEVTE-
KVTEIRLYNGSRFETV  294

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   S   + D +G  T L +     + +P L+  +  +     + 
+L  
Sbjct  295  QQVEAGEIFAVKGLSQANIGDRIG-TTMLSQPY---
ELVPTLQAKVQYEGDQHIKEVLQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV++ +L  ++ L     EP +
+YME  
Sbjct  351  



FRLLEAEEPSLRVVWQEKFQEIHVHIMGAIQLEVLTEVLMTRFSLAVSFGEPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                +   H E  P   +A + L + P   G+G  + +     +L+   Q  V   
+   
Sbjct  411  ATTVTGYGHFE--
PLKHYAEVHLLMEPNPRGTGNTFTNACHADHLSVGNQRLVEKHLFER  468

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ VTD       G  ++  ++  DFR  +   L Q L+++   LLEPY  
F 
Sbjct  469  
DHHGLLTGFPVTDIHFTLLTGRGHNEHTSGGDFREASFRALRQGLEQAQNVLLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   T +   + + +V+ TG  P   + +Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMTDIQQAAGTFDDPILSETDVILTGRAPVATLMSYSTTFAAYTNGKGAL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  TLQFDGY  595

>PHX97285.1 elongation factor G [Gemmatimonadetes bacterium]
Length=707

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 181/682 (27%), Positives = 305/682 (45%), Gaps = 
78/682 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   WHRC--------------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W R               ++NI+DTPGH+DF  EV RSL VLDGA+ ++ +  GV+ 
QT 
Sbjct  72   
WKRHGSSHDTGSATGPEYRINIIDTPGHVDFTVEVERSLRVLDGAVTLLDSVAGVEPQTE  131

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++    +  +P +IF NK+D+ G D    +  +RD+LS                    
D



Sbjct  132  
TVWRQADRYKVPRIIFANKMDRVGADFDRCMVMIRDRLSKEAYPLQLPVGSGELFTGHID  191

Query  152  IIIKQ-------------TVSLSPEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGEPIS  196
            +I ++             TV+  P  + +  E    E  +A I+++D+L+EKY
+AGEP++
Sbjct  192  
VIERKQYIFDDETLGKTFTVTDVPADMKDKVEKARHELVEAAIQHDDELIEKYLAGEPLT  251

Query  197  
REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-------------------  237
             + +    +         PV  G++ K  G+Q L+D+V                      
Sbjct  252  
DDDIRHAIRAATLKMRFVPVLCGASFKNKGVQALLDSVIDFLPAPTDVPPIKGHLPGHDE  311

Query  238  -
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----KIT  292
             F+    +  A      FK+       +  + R+YSGT++    V  + ++K     
++ 
Sbjct  312  
HFETREVRDDAPFAALAFKIATDPFVGKLTFFRVYSGTMKAGSGVYNSTKDKTERVGRLL  371

Query  293  
EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +M    + EI           + L     R  D L D  +       + P P++   
I P
Sbjct  372  QMHANKREEITEVRAGDIAAAIGLK--
DTRTGDTLSDEDKPIILEAMKFPAPVIDVAIEP  429

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A +++L  AL +L++ DP  R   D  T + I+S +G + LE++   +  ++K
++  
Sbjct  430  
KTKADQDKLAIALQKLSEEDPTFRVHTDVETSQTIISGMGELHLEIIVDRMMREFKVDAN  489

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            V  P V Y E   +P+         +      +  + ++V+P   G G  +E  +  
G +
Sbjct  490  
VGRPQVAYRETIRKPVNKVEGKFIRQSGGKGQYGHVVINVSPAETGQGFVFEDEIVGGTI  549

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +   V  GIR  LE G L G+ + D K+   YG Y+   S+   F+    + +
++A 
Sbjct  550  
PREYIKPVEAGIREALENGVLAGYPMVDVKVALVYGSYHDVDSSEMAFKIAGSMAIKEAC  609

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +   LLEP ++  +  P  ++     D       I     + +  V    +P   



+  
Sbjct  610  
RLAHPVLLEPMMNVEVVTPDAFMGDVLGDISSRRGKIGGMTQRGEAQVIASTVPLSEMFG  669

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T +   T GR+V   E   Y
Sbjct  670  YSTKMRSMTQGRAVYSMEFAHY  691

>WP_070051991.1 elongation factor G [Staphylococcus xylosus]
 SCU15765.1 protein translation elongation factor G (EF-G) 
[Staphylococcus 
xylosus]
Length=696

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 181/662 (27%), Positives = 311/662 (47%), Gaps = 
74/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     ++V E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIESVAETNDELMEKYLADEEISISELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              SA    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDSAEFAA  311



Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               KA +        +      +  + +  +P   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKATAQVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQ  663

Query  599  GR  600
            GR
Sbjct  664  GR  665

>WP_016294151.1 GTP-binding protein [Lachnospiraceae bacterium 
M18-1]
 EOS41292.1 small GTP-binding protein domain protein 
[Lachnospiraceae bacterium 
M18-1]
Length=945



 Score = 255 bits (652),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/650 (29%), Positives = 298/650 (46%), Gaps = 
59/650 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I   +LAHVDAGKTTL+E LLY SGAI + G V+      DT  LER+RGITI 
+   
Sbjct  11   
KKICTALLAHVDAGKTTLSEGLLYTSGAIRKLGRVDNKNAFLDTFELERERGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F     +V ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+H L 
K  +
Sbjct  71   
VFPLEDLEVTLLDTPGHVDFSAEMERTLQVLDAAILVISGADGVQGHTETLWHLLSKYRV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-------------
IKQTVSLSPEIVLEE  168
            P  +F+NK+DQ G D   ++  ++ +L    +                T     E 
+L++
Sbjct  131  
PVFLFVNKMDQEGTDAAGLLDELKKRLDESCVDFSGCPQNMGKGSDGSTQGREGEGLLQD  190

Query  169  
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                  ++ +   ++  L+ ++    +S +++    ++ + +  LFP ++GSA K  
G++
Sbjct  191  GDPDVFFENIAMCDESALDAFLETGTVSDKEI----
RKLISERKLFPCFFGSALKLTGVE  246

Query  229  
PLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-----  283
              + A +  + PI      A    V+K+   D G R  YL++  G LR++D +       
Sbjct  247  AFLKAFS-RYAPI-
RSYPEAFGAKVYKISRDDQGNRLTYLKVTGGRLRVKDLLTNRKETG  304

Query  284  ---AGREKL------------KITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSV  321
                GR+K             K+ ++RI S  +    +    G I          P 
+ +
Sbjct  305  
ERGEGRQKADIPMTDAEFWEEKVNQIRIYSGAKFETEEEVCAGTICAVTGLTKTFPGEGL  364

Query  322  
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDS  381
                  G P             P+L   I          +L  L QL + +PLL    
+ 
Sbjct  365  GAEAESGTPVL----------
EPVLTYQIQLPPGCDVHVMLKHLRQLEEEEPLLHIVWNE  414

Query  382  



ITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF  441
               EI    +G VQ+E++  L+ E++ +       +++Y E          H E  
P   
Sbjct  415  TLGEIHAQLMGEVQIEILKRLILERFHVPVEFGTGNIVYKETIADMVEGVGHFE--
PLRH  472

Query  442  WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKIC  500
            +A + L + P   GSG+Q+ S  S   L++++Q  +   +      G L G ++TD 
+I 
Sbjct  473  
YAEVHLLLEPGEPGSGLQFASVCSEDVLDRNWQRLILTHLEEKEHAGVLTGSSITDMRIT  532

Query  501  
FEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPK  560
               G  +   +   DFR      + Q LK++ + LLEPY  + L  PQ+ + RA  
D  +
Sbjct  533  
LAAGRAHQKHTEGGDFRQATYRAVRQGLKKAQSILLEPYYDYRLEVPQDTVGRALSDLQR  592

Query  561  YCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
               T  T +      V  G +P   ++ Y+T+LA YT GR      LKGY
Sbjct  593  MHGTFGTPKQDGGTAVLEGAVPVVNMRDYQTELAAYTKGRGRLSCSLKGY  642

>WP_077538889.1 elongation factor G [Pseudoalteromonas aliena]
 AQQ02049.1 translation elongation factor G [Pseudoalteromonas 
aliena]
Length=694

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 195/675 (29%), Positives = 311/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  



IFVNKLDRMGADFYRVTEQVRKVLGATPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D+LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVEKTDEYYEMLVETALEQDDELLEAYMEGEAPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
KEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMGTGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMNV  604

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLAFYT  597
             ++ P++++     D  +         +K  E   TG     ++P   +  Y   L   
T
Sbjct  605  DVFTPEDHVGDVIGDLNR-----



RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLRTMT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>WP_103091247.1 GTP-binding protein [[Clostridium] 
thermosuccinogenes]
 PNT90584.1 translation elongation factor G [[Clostridium] 
thermosuccinogenes]
Length=888

 Score = 254 bits (650),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 183/615 (30%), Positives = 297/615 (48%), Gaps = 
30/615 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M+ + IGILAHVDAGKTTL+ES+LY SG I + G V+      DT  LE+ RGITI 
+  
Sbjct  1    
MEKLIIGILAHVDAGKTTLSESMLYLSGKIGKLGRVDNKDAFLDTYDLEKARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L    
Sbjct  61   
AIFEIGETQIILLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTGTLWRLLDIYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+DQAG D   ++  ++ +L    I    V                +D 
+  
Sbjct  121  IPVFIFVNKMDQAGTDKDRLMNELKKQLDDGCIDFGQVGSDA-----------
FYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ ++E+Y+    +   ++    ++ V++  +FP Y+GSA K  G++  M  +      
Sbjct  170  CDEAMMEEYLETGRVETGRI----
KKAVRERKVFPCYFGSALKLDGVEQFMQGIVKY--A  223

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
            I  Q        VFK+   + G R  +++L  G L+++D V   G  + K+ ++RI 
S  
Sbjct  224  IIPQYPDEFGAKVFKISRDEQGNRLTHMKLTGGRLKVKD-
VLTNGIWEEKVNQIRIYSGQ  282

Query  301  EIVRTDTAYPGEIVILPSDS-VRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
            +    +    G +  +   S  R  + LG       ++    P+  P+L   I       



Sbjct  283  KYQAVNEVEAGSVFAVTGLSQTRPGEGLG------
IEKASSTPILEPVLSYQIILPEGCD  336

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +L  L Q+ + +P L    D    EI    +G VQ+E++ +L+ E++ +        
Sbjct  337  
PRVMLPKLRQIEEEEPELHIVWDEQLQEIQARVMGEVQIEILQSLIQERFGVAVAFDAGR  396

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E          H E  P   +A + L + P   GSG+Q+ ++ S   L++S
+Q  +
Sbjct  397  IVYKETIANVVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLQFGTQCSEDILSKSWQRLI  454

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +   + +G L G  +TD KI    G  ++  +   DFR      + Q LKE+ 
+ LL
Sbjct  455  
LTHLEEKVHKGVLTGSAITDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLKEAESVLL  514

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF L  P++ + RA +D  +     E +    +  V  G  P   ++ Y+ +
+  Y
Sbjct  515  
EPYYSFRLELPEKMIGRAMNDIERMHGVCEISSTNGEMAVLVGSAPVVTMRNYQKEVVSY  574

Query  597  TNGRSVCLTELKGYQ  611
            T G       LKGY+
Sbjct  575  TKGLGKLFCTLKGYE  589

>WP_096515876.1 GTP-binding protein [Clostridium perfringens]
Length=646

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 176/627 (28%), Positives = 292/627 (47%), Gaps = 
24/627 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +ER RGITI + V  
F  
Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIERDRGITIYSEVGRFFI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +G+Q  +  ++  L K  
+PT I



Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGIQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++ KLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKKKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S EKL+ + Q  +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEG-
NLSEEKLLNKIQSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEER  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++   GTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFKGRVFKVRHDEKGNRLTFIKALEGTLRTKEELTYLKEGKEFLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G      +     D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIG-----
IKNIDSYDMVPTLKSKVLYRDGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L    D    EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWDERLKEIQVNIMGKVQLEVLKEVMKNRFNEEIGFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + P    SG+ +E++     L    QN 
+R  I
Sbjct  408  ETLNEEVIGYGHFE--
PLGHYSEVHLKIEPSERNSGIVFENKCHADDLTVGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD KI    G  ++  ++  DFR      L Q L+    
+LLEPY 
Sbjct  466  
FECEHKGILTGSPITDLKITLLTGRAHNKHTSGGDFREATKRALRQGLESGENKLLEPYY  525

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600



             F +      + R  +D  K     +   +  +  +  G  P      Y  +   
+T G+
Sbjct  526  
KFKIDVDINLIGRVMNDIQKMHGEFKEPIIDGERAIIEGNGPVSTFINYGMEFQSFTKGK  585

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSR  627
                 +  GY     +  I  +    R
Sbjct  586  GGLSLKFHGYDLCHNEEEIIEKMAYDR  612

>WP_075520593.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 183/656 (28%), Positives = 300/656 (46%), Gaps = 
60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-------------
ENTD  171
             F+NK+D+ G D    V  ++D+L A  ++ Q + +  E  L+             
+N D
Sbjct  132  CFVNKLDRTGADFFRCVDMIKDRLGAKPLVMQ-
IPIGIEASLQGVVDLVKMKAIVWKNED  190

Query  172  I-EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            +  AW+                       +E ++KL+E Y+ GE I  E L +  +
+   
Sbjct  191  
LGAAWEEKDIPSDLKEITDKYRQELVETAVEQDEKLMESYLNGEEIKSEDLKKCIRKGCL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE-------
QGSAALC  250
              +  PV  GSA K  G+QPL+DAV                +P  E       + 
+A   
Sbjct  251  
SFNFVPVLTGSAFKNKGVQPLLDAVVDYLPSPVDIGSINGTKPNSEDIVEMKFEDNAPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-



KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    +    ++K  ++  M +           
A 
Sbjct  311  
ALAFKVANDPFVGSLTFIRIYSGTVKSGTGIYNTSKDKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L      +    L D          E P P++   + PKT   +E++ 
+AL +L
Sbjct  371  
AGDIVALAGLKYTITGHTLADEDSPVLLEPMEFPDPVIEIAVEPKTKGDQEKMGEALGRL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  +  P V Y E  
LK +
Sbjct  431  
AKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETILKNS  490

Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + LSV PL  G G + ES++  G + + F   V  GI    
+
Sbjct  491  
EFDYTHKKQSGGAGQFARVKLSVEPLEPGKGREVESKIKGGAIPKEFIPGVEKGIESVSD  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    GL++   S+   F   +    ++A   +  +LLEP +   
+ 
Sbjct  551  
SGILAGFPIIDYKVTILDGLHHDVDSSVLAFELASRQCFKEACNRATLKLLEPIMRVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P++Y+     D       I T + + +  V T  +P   +  Y   L   + GR+
Sbjct  611  TPEDYMGDVIGDLNSRRGQINTQEQRGNATVITAMVPLANMFGYINALRSMSQGRA  
666

>WP_012506609.1 elongation factor G [Prosthecochloris aestuarii]
 B4S5N0.1 RecName: Full=Elongation factor G; Short=EF-G
 ACF47077.1 translation elongation factor G [Prosthecochloris 
aestuarii DSM 
271]
Length=704

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/682 (27%), Positives = 316/682 (46%), Gaps = 
78/682 (11%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGRLHKMGEVHDGGATMDWMEQEKERGITITSAAT  68

Query  62   SFQWH---------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +  W            ++NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q
+  +
Sbjct  69   
TCFWEPRYGIYKGKNHRINIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETV  128

Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD---------------------  151
            +    K N+P V ++NK+D+ G D    V+S++++L A+                     
Sbjct  129  
WRQANKYNVPRVAYVNKMDRVGADFFETVKSIKERLGANPVPVQIPIGQGEMFAGVVDLI  188

Query  152  -----IIIKQTVSLSPEIVLEENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISREK  199
                 I  K+  S   E+ +  + + EA  W     +AV E ++ LLEKY+ GE I
+ ++
Sbjct  189  
RMKGIIYDKEDGSTYEEVAIPHDLESEAKHWRINMLEAVSEVDETLLEKYLEGEDITEDE  248

Query  200  
LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA-----------  248
            + +  ++     ++ P   GS+ K  G+Q ++D V        + G+ A           
Sbjct  249  
VRKVLRQATLAGTIIPTLCGSSFKNKGVQFMLDTVVECLPSPVDVGNVAGHHPDTDEDIV  308

Query  249  --------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRI  296
                      G  FK+       +  + R+YSG L+    +       +E++ ++ 
+M  
Sbjct  309  
REPKDEAPFAGLAFKIATDPFVGKLTFFRVYSGVLKAGSYILNSTTGKKERIGRLLQMHS  368

Query  297  PSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAP  352
              + ++      + G+I   +    V+  D + D   P  L +  +   P P+++  
I P
Sbjct  369  NKREDLTEV---HAGDIAAAVGMKDVKTGDTMCDEAKPIILEKMVF---
PEPVIQIAIEP  422

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            KT A  ++L  +L +LA+ DP  R   D  T + +++ +G + LEV+   L  ++K
+E  
Sbjct  423  
KTKADSDKLGMSLAKLAEEDPTFRVSSDEETGQTLIAGMGELHLEVLVDRLKREFKVEAN  482

Query  413  VKEPSVIYMERPLKAASHTIHI--



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
            V +P V Y E   KA  H      +      +  + L V PL  G G ++   +  
G + 
Sbjct  483  
VGQPQVAYRETIKKAVDHEGKFVRQSGGKGQFGLVNLKVEPLEQGKGYEFVDAIKGGVIP  542

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            + +  AV +GI+  ++ G+  G+ V D K+    G Y+   S+   F+    I  + 
A++
Sbjct  543  
KEYIPAVSNGIQEAMKDGVIAGYPVQDVKVTLYDGKYHDVDSSEMAFKIAGSIGFKGAVR  602

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++   LLEP +   +  P+EYL     D       IE    +        ++P   
+  Y
Sbjct  603  
KADPVLLEPLMKVEVITPEEYLGDVMGDLSSRRGHIEGMGDRAGAQFVKAKVPLSEMFGY  662

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
             T L   T GR+    E + Y 
Sbjct  663  STVLRSMTQGRANYTMEFEQYH  684

>OGH19088.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_38_12]
 OGH22048.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_02_FULL_37_18]
 OGH23079.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_12_FULL_38_12]
 OGH33742.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_01_FULL_37_20]
 OGH44647.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_02_FULL_37_18]
 OGH50514.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_12_FULL_37_7]
Length=713

 Score = 251 bits (642),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 199/691 (29%), Positives = 325/691 (47%), Gaps = 
84/691 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G +++G T  D M  ER+RGITI 
+A T



Sbjct  13   
KIRNIGIIAHIDAGKTTTTERILFYTGRTHKIGDIDEGNTVMDWMEQERERGITIVSAAT  72

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W           HR  +NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ
+Q+ 
Sbjct  73   TAFWIPTDGENKGVEHR--
INIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSE  130

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++    K  +P + F+NK+D+ G D  S ++S+ ++L A                   
D
Sbjct  131  
TVWRQADKYKVPRLCFVNKMDKLGADFLSTIKSIEERLGANPAIMVIPIGSENTFKGIVD  190

Query  152  IIIKQTV-----------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPI  195
            +I ++ +            +S EI  +    +E +     + + E +D LLEKY++ 
+  
Sbjct  191  
LITRKALIWGSDELGAKYDISDEIPEDMRDGVEEYRHKLIEKIAETDDTLLEKYLSNQEP  250

Query  196  SREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---------
FQPIGEQGS  246
            + E+L +  +R V    L P+Y GS+ +  G+QPL+DAV            F+ I  
+ +
Sbjct  251  
TIEELRKALRRAVIAYKLVPIYAGSSLRNKGVQPLLDAVVDYLPSPLDVHEFKGINPKTN  310

Query  247  AA----------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---
EKL-KIT  292
                        + G  FK++      R  Y R+YSG +     +  + +   E++ 
+I 
Sbjct  311  
EEVIRKPDVNEPIAGLAFKIQIDPHVGRLTYFRVYSGKVTSGSYIYNSTKNITERIGRIL  370

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRT  348
             M    + EI     A+ GEIV L         D L D   P  L +  +   P P
++  
Sbjct  371  LMHANHREEI---KEAHTGEIVALVGLKDTTTGDTLCDDKAPIVLEKITF---
PEPVISL  424

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT + +E+L  AL +L D DP  + + +  T + I+S +G +QLE++   +  
++ 
Sbjct  425  
AIEPKTKSDQEKLGFALKRLMDEDPTFQVKTNHETGQTIISGVGELQLEIMVDRMKREFN  484

Query  409  LETVVKEPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466



            +   V  P V Y E   K A     +I +      +    L V+P   G G ++   
+  
Sbjct  485  
VLANVGAPQVAYKETVKKRAEGEGKYIRQSGGRGQYGHCFLRVSPKPRGEGYEFVDAIRG  544

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G +   F +AV  G++  +E G L G+ + D ++    G Y+   S+   F+  A   
L+
Sbjct  545  
GAIPAEFVSAVEKGVKESMENGILLGYPMVDMEVTCYDGSYHDVDSSEIAFKIAASQALQ  604

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A K++   LLEP +   +  P E++     D     A I   + +    +    
+P   
Sbjct  605  
AACKKADLTLLEPIMKIEVTTPSEFMGDVIGDLSSKRAQILGTEERGKATIILAIVPLAE  664

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            +  Y T L   + GR+    E   Y+   G 
Sbjct  665  LSGYATMLRSMSQGRASYYMEPSHYEEVPGN  695

>WP_075858210.1 elongation factor G [Carboxydothermus pertinax]
 GAV21755.1 elongation factor G [Carboxydothermus pertinax]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 189/686 (28%), Positives = 313/686 (46%), Gaps = 
74/686 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKVHKMGEVHDGAATMDWMVQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEI-  164
             ++NK+D+ G +   VV+ ++++L A                   D+I  + +  + 
++ 
Sbjct  132  
AYVNKMDRMGANFFEVVKQIKERLGANPVPIQLPIGSEDTFQGIVDLIENKAIIYTDDLG  191



Query  165  --VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
              + E     +  D V E  +K+LE           KY+ GE ++ E++    ++     
Sbjct  192  
TQLAEAEIPADMLDMVAEYREKVLEAAAEADEELMLKYLDGEELTAEEIRAGLRKATIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
             + PV  GS+ K  G+QPL+D             AV G+    G +       S      
Sbjct  252  
KVVPVLCGSSFKNKGVQPLLDAIVYYLPSPVDIPAVKGINPETGSEDTRIASDSEPFSAL  311

Query  253  
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGE  312
             FK+       +  + R+YSG L+       +G   L  T+ +    G ++R    
+  E
Sbjct  312  AFKIMADPYVGKLTFFRVYSGVLK-------
SGSYVLNSTKGKKERIGRLLRMHANHREE  364

Query  313  IVILPSD----SVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            I  + S     +V L D     T    K        E P P++   I PKT   +E
++  
Sbjct  365  
IDEVCSGDIAAAVGLKDTHTGDTICDEKHPIVLESMEFPEPVINVAIEPKTKQDQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  425  
ALQRLAEEDPTFRMWTDQETGQTIIAGMGELHLEIIVDRLMREFKVEANVGKPQVAYKET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + + + PL  G G ++ +++  G + + +  AV  
G+
Sbjct  485  
VRGTAKVEGKYIRQTGGRGQYGHVWIEIEPLEAGKGYEFVNKIVGGVIPKEYIPAVDAGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  LE G L G+ V D ++    G Y+   S+   F+    +  +QA+ ++   
LLEP +
Sbjct  545  
REALESGVLAGYPVIDVRVTLFDGSYHEVDSSEMAFKIAGSMAAKQAVLKANPVLLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   
T GR
Sbjct  605  
KVEVVVPEEYMGEVIGDLNSRRGRIEGMEARNNMQVVRGYVPLAEMFGYATDLRSKTQGR  664



Query  601  SVCLTELKGYQAA---VGQPVIQPRR  623
                     Y+     +   +IQ R+
Sbjct  665  GTYTMHFSHYEEVPKNLADQIIQKRQ  690

>WP_053364767.1 elongation factor G [Bacillus sp. FJAT-27245]
Length=693

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/674 (28%), Positives = 314/674 (47%), Gaps = 
70/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGRIHKLGETHEGAAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE--------  168
            P ++F+NK+D+ G D    V ++RD+L A+     + I      +  I L E        
Sbjct  129  
PRIVFVNKMDKIGADFLYSVGTLRDRLQANAHPIQLPIGAEDQFTGIIDLVEMKATFYGN  188

Query  169  --NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE  D                  AV E +++L+EKY+ GE ++ E++    
++  
Sbjct  189  
DLGTDIEVSDIPEEYLPQAEEYREKLIEAVAELDEELMEKYLGGEELTNEEIKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-----------------
GLFQPIGEQGSA---A  248
                 +PV  G+A K  G+Q ++DAV                  G  + + E+ S+    
Sbjct  249  
LSVEFYPVLCGTAFKNKGVQLMLDAVIDYLPAPTDVAAIKGHLPGDEETVVEKHSSDEEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI +
Sbjct  309  
FAALAFKVMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERIGRILQMHANSRQEISK  368

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGD---



PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                Y G+I   +        D L D   P  L   ++   P P+++ ++ PK+ A 
+++
Sbjct  369  V---YSGDIAAAVGLKDTTTGDTLCDEKNPVILESMKF---
PEPVIQLSVEPKSKADQDK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  423  
MATALQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDVLIDRMRREFKVEANVGAPQVAY  482

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV+
Sbjct  483  
RETFRGSAQVEGKFARQSGGRGQYGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVQ  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LE
Sbjct  543  
AGLEDALDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCSPVILE  602

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL             +E    + +  V    +P   +  Y T L   
T
Sbjct  603  
PVMKVEVVIPEEYLGDIMGQITSRRGRVEGMDARGNAQVVRAMVPLSEMFGYATALRSGT  662

Query  598  NGRSVCLTELKGYQ  611
             GR V       Y+
Sbjct  663  QGRGVFSMHFDHYE  676

>WP_044763254.1 elongation factor G [Streptococcus suis]
 CYX23840.1 elongation factor G [Streptococcus suis]
Length=693

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 315/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ ++L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHERLQANAHPIQLPIGSEDEFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAEEYREKLVEAVAETDEELMMKYLEGEEITNEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  ++R+YSG L     V   +   RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFIRVYSGVLNSGSYVMNTSKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D            P P+++  + PK+ A 
++++
Sbjct  366  ---
EQVYAGDIAAAIGLKDTTTGDSLTDEKAKVVLESINVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 
Sbjct  423  
GIGLQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV  



Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPTILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++ L             ++  + + +  +    +P   +  Y T L   
T 
Sbjct  603  
MMLVTITAPEDNLGDVMGHVTARRGRVDGMEARGNTQIVRAYVPLAEMFGYATVLRSATQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_018272141.1 elongation factor G [Bradyrhizobium elkanii]
Length=690

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  



Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVINSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K   
H
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKRVEH  491

Query  431  --
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
              T   +      +A++ L V P   G G ++ES++  G + + +   V  G+   
L  G
Sbjct  492  
SYTHKKQTGGTGQFAAVTLIVEPNEAGKGYEFESKIVGGAVPKEYIPGVEKGLESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G ++   S+   F         +AL+   + LLEP +   
+  P
Sbjct  552  
VVAGFPIVDVKVQLIDGKFHDVDSSALAFEIATRACFREALQMGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A



Sbjct  672  DHYAEA  677

>KYC65035.1 hypothetical protein B4100_1251 [Bacillus coagulans]
Length=677

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 182/663 (27%), Positives = 306/663 (46%), Gaps = 
63/663 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A T+ 
QW   
Sbjct  1    
MAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQWKDH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       +P +
+F+N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRIVFVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADI------------------IIKQTVS-----
LSPEIV  165
            K+D+ G D    V ++ D+L A+                   +I+   +     L  
+I 
Sbjct  121  
KMDKIGADFLYSVSTLHDRLQANAHPVQLPIGAEDNFVGIIDLIEMNATFYGDDLGTKIE  180

Query  166  LEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215
            + E  D      E +     +AV E ++ ++EKY+ GE IS+E+L    ++   +   
FP
Sbjct  181  
VREIPDEYRDQAEEYHEKLLEAVAEVDEDIMEKYLGGEEISKEELKAAIRKATCNVEFFP  240

Query  216  VYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGSVFKV  256
            V  GSA K  G+Q ++DAV              G     GE+               
FKV
Sbjct  241  
VLCGSAFKNKGVQLMLDAVVDYLPAPTDVPSIKGTLPDTGEEVFRHSSDDEPFSALAFKV  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSGTL     V  + + K     +I +M    + EI   D  
Y G+
Sbjct  301  MTDPFVGKLTFFRVYSGTLSAGSYVKNSTKNKRERIGRILQMHANHRKEI---
DMVYAGD  357

Query  313  I-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADT  371
            I   +        D L D          E P P+++ ++ PK+ A ++++  AL 
+L + 
Sbjct  358  
IAAAVGLKDTTTGDTLCDDNNPVILESMEFPEPVIQLSVEPKSKADQDKMTTALQKLQEE  417

Query  372  
DPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHT  431
            DP  R   D  T + I+  +G + L+++   +  ++K+E  +  P V Y E   K
+A   
Sbjct  418  
DPTFRAHTDPETGQTIIEGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETFRKSAQVQ  477

Query  432  IHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-  488
                 +      +  + +  +P   G G ++E+ +  G + + +  A++ G+   +
++G 
Sbjct  478  
GKFVRQSGGRGQYGDVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAIQSGLEDAMQRGV  537

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L G+ + D K     G Y+   S+   F+  A + L+ A  +    LLEP +   +  
P+
Sbjct  538  
LAGYPLVDIKAKLYDGSYHDVDSSEMAFKVAASLALKNAASKCDPVLLEPVMKVEIVIPE  597

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            EYL             +E  + + +  V    +P   +  Y T L   T GR V      
Sbjct  598  
EYLGDIMGQVTARRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSSTQGRGVFTMTFD  657

Query  609  GYQ  611
             Y+
Sbjct  658  HYE  660

>WP_107740916.1 GTP-binding protein [Lactobacillus sp. PFC-70]
 PTM21179.1 elongation factor G [Lactobacillus sp. PFC-70]
Length=661

 Score = 250 bits (639),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 194/629 (31%), Positives = 297/629 (47%), Gaps = 
36/629 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+   G V+ G    D+  LE++RGITI 
+  
Sbjct  1    
MKQIVTGIVAHVDAGKTTLSEALLYQTGAVRRLGRVDNGDAFLDSDALEKKRGITIFSHQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L    
Sbjct  61   
AVLKTKDLELTVLDTPGHVDFATQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLTHYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            +PT IF+NK+D  G +  +++  ++ KL+   +   +       PE + E   DI   
D 
Sbjct  121  VPTFIFVNKMDAPGTNQATLLADLQAKLAPGCLPFPVGDPAQTLPEALQE---
DIAMQDE  177

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             + N  + LE         R+ L+R+ Q       +FP Y+GSA K  G+  L+  
+   
Sbjct  178  TVLN--RFLETGTLEASTVRD-LIRQRQ-------
VFPCYFGSALKLQGVTELLAGMAYW  227

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             QP  +Q  A     VFK+ + + G+R  ++RL  G LR +D +     ++ K+ +
+R  
Sbjct  228  SQP--QQAQAEFGAKVFKITHDEKGERLTWVRLTGGQLRPKDVLV----
DQQKVNQLRAY  281

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +      A+ GEI  L           LG+     R   R    P+L   + P
+   
Sbjct  282  NGTKYTTLTVAHAGEIAALTGLTGTYPGQGLGNQVDGSRPEMR----
PVLTYAVDPQ-GQ  336

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L  L +L D DP L         EI +  +G VQLE++  LL ++++L+      
Sbjct  337  
DIHHCLAVLQELEDEDPQLHVTWSEQLQEIRVQLMGTVQLEILQQLLHDRFQLDVKFDAG  396

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E   +A     H E  P   +A + L + P   GSG+  ++  SL  L ++
+Q+ 
Sbjct  397  GILYQETLTRAVEGVGHFE--
PLRHYAEVHLLMRPAPRGSGLTIDADCSLEVLVKNWQHQ  454

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++     G L G  +TD  I    G      S   DFR      + Q L       
Sbjct  455  
VLTSLKAKEHLGVLVGAPLTDVHITLVTGRGSIVHSVGGDFREATWRAVRQGLMMLRDTQ  514

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET-



AQVKKDEVVFTGEIPARCIQAYR  590
            G QLLEP+  F L   Q  + RA  D  +   T ET  +      V TG  P   
+QAY 
Sbjct  515  
GLQLLEPWYRFRLEVGQAQVGRAMTDIQRMHGTFETPVETATGTTVLTGVAPVAEMQAYS  574

Query  591  TDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
             ++  YT+G+      + GY+    Q  I
Sbjct  575  QEVNAYTHGQGQLECLVDGYRPCHDQAAI  603

>WP_008136532.1 elongation factor G [Pseudoalteromonas sp. BSi20495]
 GAA79859.1 elongation factor G 2 [Pseudoalteromonas sp. BSi20495]
Length=694

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/675 (29%), Positives = 310/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D LLE Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVEKTDEYYEMLVETALEQDDALLEAYMEGEAPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308



Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
KEIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMGTGVLAGFPVLDVEIELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMNV  604

Query  543  ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG-----
EIPARCIQAYRTDLAFYT  597
             ++ P++++     D  +         +K  E   TG     ++P   +  Y   L   
T
Sbjct  605  DVFTPEDHVGDVIGDLNR-----
RRGMMKDQEAGLTGSRIKADVPLSEMFGYIGTLRTMT  659

Query  598  NGRSVCLTELKGYQA  612
            +GR     E   Y A
Sbjct  660  SGRGQFSMEFSHYAA  674

>WP_024785878.1 elongation factor G [Streptococcus mutans]
Length=693

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEDITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485



Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_028510794.1 elongation factor G [Ruminococcus sp. NK3A76]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 179/666 (27%), Positives = 311/666 (47%), Gaps = 
63/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGINHKIGETHDGASTMDWMEQEKERGITITSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W++ ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ QT  ++       
+P +
Sbjct  72   
WNKHRLNIIDTPGHVDFTVEVERSLRVLDGSVTVLCAKGGVEPQTETVWRQADNYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------
TVSLS  161
            +++NK+D  G D  +V+  + ++L  + +  Q                       T  
L 
Sbjct  132  



VYVNKMDIMGADFYNVMNMLHERLKCNAVAIQLPIGAEDDFKGLIDLLEMKAYIYTNDLG  191

Query  162  PEIVLEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +I + +  D      E +     DAV E +++++EKY+ GE ++ E++ +  ++     
Sbjct  192  
TDIQITDIPDDMKDKAEEYRSILLDAVAEQDEEIMEKYLEGEELTIEEMKKCIRKGTIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCGS  252
            +  PV  G++ +  G+Q L+DA             + G+    GE+       S      
Sbjct  252  
TFVPVCCGTSYRNKGVQKLLDAIIDYMPAPTDIDHIKGVNPETGEECERPSSDSEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L+    V  A ++K     +I +M    + +I   
+  
Sbjct  312  
AFKIATDPFVGKLCFFRVYSGVLKAGSNVYNASKDKSERIGRILQMHSNHRKDI---EEV  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P+++  I PKT A +E++  
AL++
Sbjct  369  
YAGDIAAAVGLKNTTTGDTLCDEDHPVILESMEFPEPVIQLAIEPKTKAGQEKMGIALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V  P V Y E   
K+
Sbjct  429  
LAEEDPTFKTWTDEETGQTIIAGMGELHLEIIVDRLMREFKVEANVGAPQVSYKETIRKS  488

Query  428  A--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A   H    +      +  + ++V P   G G ++ + +  G + + +  AV  
GIR  +
Sbjct  489  
ADVDHKYAKQSGGKGQYGHVKITVEPNESGKGYEFVNNIVGGAIPKEYIPAVDAGIRGAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L  + V D K+    G Y+   S+   F+    +  ++A+ ++   +LEP +   
+
Sbjct  549  
EAGVLAAYPVVDVKVTLYDGSYHEVDSSEMAFKIAGSMAFKEAMAKADPVILEPIMKVTV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             AP +Y+     D       I+  + +         +P   +  Y  DL   T GR    
Sbjct  609  
IAPDDYMGTVIGDLNSRRGQIQGQETRNGTAQVDALVPLSEMFGYSNDLRSKTQGRGNYT  668



Query  605  TELKGY  610
             E   Y
Sbjct  669  MEPHSY  674

>WP_108066792.1 elongation factor G [Vitiosangium sp. GDMCC 1.1324]
 PTL83874.1 elongation factor G [Vitiosangium sp. GDMCC 1.1324]
Length=702

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 198/678 (29%), Positives = 310/678 (46%), Gaps = 
74/678 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTTLTE +L+ +G I   G V  G+T  D M  E+QRGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTLTERILFFTGRIHAMGEVHTGSTEMDWMVQEKQRGITITSAATTAS  71

Query  65   W-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILF  113
            W           HR  +NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  
++
Sbjct  72   WKPMRGPFAGLPHR--
INILDTPGHVDFTIEVERSLRVLDGAVAVFDASQGVEPQSETVW  129

Query  114  
HALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------  156
            H   +  +P + F+NK+D+ G D    V+S+R +L A+ +  Q                 
Sbjct  130  
HQANRHGVPRIAFLNKMDKVGADFAMSVRSIRQRLDANPVPVQLPIGAGLDFHGLIDLPR  189

Query  157  -----------TVSLSPEIVLEENTDIEAW-----DAVIENNDKLLEKYIAGE--
PISRE  198
                         +   E+      + EA      +A  E +  +L+KY+ G    
I+ E
Sbjct  190  
MRAFYFDEETGESTEGQEVPAPLRAEAEALRLRLIEACAEVDGTVLQKYVEGRLADITVE  249

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGEQG  245
            +L R  +       L PV  G+A K  G++ L+D             AV G+      
Q 
Sbjct  250  
ELERALRTGTLQRQLVPVLCGAAFKNKGVRMLLDGIINYLPSPADLPAVEGVTPGTQVQV  309

Query  246  SAA------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE--
KLKITEMRIP  297
            + A      LC   FK+ +       V+LR+YSGTLR   +V L  R+  + ++  
+   
Sbjct  310  TRAPEDEEPLCAIAFKLMHDKAVGSIVFLRVYSGTLRTGMSV-



LNTRQQRRERVGRLMFM  368

Query  298  SKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               +    D  + G+I   L    VR  D L  P         + P P+++  +  
++ A
Sbjct  369  
HANKREEVDEVHAGDICAALNLRGVRTGDTLCAPEAPVVLETLQFPEPVIQLAVEARSRA  428

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            +++++ D LT+LA  DP LR EVD  T + +LS +G + LE++   L  +Y +ET 
V +P
Sbjct  429  
EQQKMEDGLTRLAAEDPSLRVEVDPETGQQLLSGMGELHLEIIVDRLRTEYGVETRVGQP  488

Query  417  SVIYMERPLKAASHTI-HIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   +       H+     P  +A + L V P   GSG+ +      G + 
+   
Sbjct  489  
KVAYRETLRQNVRQEYRHVRQTGGPGQYAHVVLEVAPAPRGSGLVFVDETHGGVIPKELV  548

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             A+  G+   +++G L G+ V D ++    G  +   STP  F     +  ++A   
+G 
Sbjct  549  
PAIEKGVAGAMQRGVLAGYPVVDVEVRLVDGSTHVRDSTPQAFTMAGSLAFQEAAHRAGM  608

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QLLEP +   +  P+E+L     D       +   +        +  +P   +  Y 
T L
Sbjct  609  
QLLEPVMDVEVTTPEEFLGDVLGDLSARRGRVRGMEGHGAVRNVSALVPMASLFGYVTSL  668

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR+     L  Y+
Sbjct  669  RGRTQGRASATLRLATYE  686

>WP_072581463.1 elongation factor G [Bacillus weihaiensis]
 APH06668.1 translation elongation factor G [Bacillus weihaiensis]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 183/667 (27%), Positives = 308/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 



T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTV---SLS  161
            +F+NK+D+ G D    V ++ D+L A+                    + +K T     
L 
Sbjct  132  
VFVNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDQFEGIIDLVEMKATFYGNDLG  191

Query  162  PEIVLEE----------
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +IV +E              +  +AV E ++ L+E+Y+ GE IS ++L    ++   
+ 
Sbjct  192  
TDIVDKEIPEEYQEQAEEYREKLVEAVAELDEDLMERYLGGEEISNDELKAAIRKGTLNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G+     E+              
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVIDYLPAPTDVAAIKGIIPDTEEEVTRESGDDGPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     +       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYIQNSTKGKRERVGRILQMHANSREEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      + P P+++ ++ PK+ A ++++  
AL +
Sbjct  369  
YSGDIAAAVGLKDTTTGDTLCDEKDLVILESMQFPEPVIQLSVEPKSKADQDKMTTALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LQEEDPTFRAHTDQETGQTIIAGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFRQS  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +  +P   G G ++E+++  G + + +  AV+ G+   



+
Sbjct  489  
AKVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFENKIVGGVVPREYVPAVQAGLEDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    +LEP +   
+
Sbjct  549  
GNGVLAGFPLVDVKAALVDGSYHDVDSSEMAFKIAASLALKNAISKCSPVILEPVMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+             +E  + + +  V    +P   +  Y T L   T GR 
V  
Sbjct  609  
VIPEEYMGDIMGGVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGVFT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MHFDHYE  675

>KRO56217.1 elongation factor G [Pelagibacteraceae bacterium BACL5 
MAG-121015-bin10]
 KRO60843.1 elongation factor G [Pelagibacteraceae bacterium BACL5 
MAG-121128-bin54]
 KRO65252.1 elongation factor G [Pelagibacteraceae bacterium BACL5 
MAG-120820-bin39]
 KRO75678.1 elongation factor G [Pelagibacteraceae bacterium BACL5 
MAG-120813-bin20]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 181/664 (27%), Positives = 302/664 (45%), Gaps = 
76/664 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WQDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEENT  170



             F+NK+D+ G D    ++ ++D+L A  I+ Q               V +  ++  
+E  
Sbjct  132  
CFVNKLDRTGADFFRCIEMIKDRLGATPIVLQIPIGIESSLTGVVDLVKMKAQVWKDEAL  191

Query  171  DIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              E W+                       +E ++KL+E Y+ G+ I  E L++  +
+   
Sbjct  192  GAE-
WEYKEIPADLKEITDKYRTQLVETAVEQDEKLMESYLNGDEIKEEDLIKCIRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVT---------GLFQ----------
PIGEQGSAALC  250
            + S  P+  GSA K  G+QPL+DAV          GL +           +    
+A   
Sbjct  251  
NFSFVPIITGSAFKNKGVQPLLDAVVHYLPSPVDIGLIKGTKLDSEDTVEMKFDDNAPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FK+          ++R+YSGT++    V  + +EK  ++  M +           
A 
Sbjct  311  
ALAFKIANDPFVGSLTFIRIYSGTIKTGTGVYNSSKEKEERVGRMLLMHANSREDIKEAN  370

Query  310  PGEIVILPSDSVRL---------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             G+IV L      +         N +L +P   P         P++   + PKT A 
+E+
Sbjct  371  AGDIVALAGLKYTITGHTLCDKENPILLEPMEFPE--------
PVIEIAVEPKTKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            + +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  423  
MGEALGRLAKEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAY  482

Query  421  MERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E    A+   +T   +      +A + L V P   G G   ES++  G + + F   
V 
Sbjct  483  
RETIENASEVEYTHKKQSGGAGQFAKVKLLVEPQEPGKGRMVESKIKGGSIPKEFIPGVE  542

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI    + G+  G+ + D K+    GL++   S+   F   +    ++A  + G 
+LLE
Sbjct  543  
KGIETISDGGILAGFPMIDYKVTILDGLHHDVDSSVLAFELASRACFKEACIKGGLKLLE  602



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P++Y+     D       I T + + +  V T  +P   +  Y  +L   
+
Sbjct  603  
PVMRVEVVTPEDYMGDVIGDLNSRRGQINTQEQRGNATVITAMVPLANMFGYINNLRSMS  662

Query  598  NGRS  601
             GR+
Sbjct  663  QGRA  666

>WP_068727197.1 elongation factor G [Tepidibacillus decaturensis]
 KXG44897.1 elongation factor G [Tepidibacillus decaturensis]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 304/671 (45%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKSGVEPQTETVWRQATTYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
            +++NK+D  G D    VQ++ D+L A  +  Q                            
Sbjct  132  
VYVNKMDILGADYLKSVQTIHDRLQAKAVPIQLPIGAEDQFQGIIDLIDMVAYYYLDDLG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T S   EI  E     E W     ++V E ++ L+ KY+ GE  ++E++    ++   
+ 
Sbjct  192  
TRSEQREIPAEYKELAEEWRTKLIESVAELDEDLMMKYLEGEEFTKEEIKAGLRKGTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-----------------
EQGSAALCGSV  253
             +FPV  GS+ K  G+Q ++DAV   L  P+                     S       
Sbjct  252  
EIFPVLCGSSYKNKGVQLMLDAVVDYLPSPLDIPAIKGHLEDETEAERHADDSEPFSALA  311



Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL     V       RE++ +I +M    + EI    
T Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGTLNSGSYVLNSTKGKRERIGRILQMHANHREEI---
STVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++R ++ PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKSPIILESMVFPEPVIRLSVEPKTKADQDKMGLA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LAKLAEEDPTFKTHTDEETGQTIIAGMGELHLDIIVDRLRREFKVEANVGAPQVAYKETI  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P K     +  +      +  + +   PL  G G  +E+++  G + + +  AV
+ GI
Sbjct  485  RKPAKVEGKFVR-
QSGGRGQYGHVWIEFEPLEPGQGFIFENKIVGGVVPKEYIPAVQAGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ V D K     G Y+   S+   F+    + L+ A  +    
LLEP +
Sbjct  544  
EESMQNGMLAGYPVIDLKATIVDGSYHDVDSSEMAFKIAGSMALKAAKSKCDPVLLEPVM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +           +P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDVMGDLNSRRGRIEGMEAASGAQNIRAMVPLAEMFGYATALRSRTQGR  663

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  664  GNYSMHFDHYE  674

>WP_008633428.1 elongation factor G [Thermus parvatiensis]
 EIA38554.1 elongation factor G [Thermus parvatiensis]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 195/666 (29%), Positives = 317/666 (48%), Gaps = 



61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH DAGKTT TE +LY +G I + G V +G    D M  E +RGITI 
AAVT+  
Sbjct  14   
NIGIAAHXDAGKTTTTERILYYTGXIHKIGEVHEGAATMDFMEQEXERGITITAAVTTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RS+ VLDGAI+V  +  GV+ Q+  ++    K +
+P +
Sbjct  74   
WKDHRINIIDTPGHVDFTIEVERSMRVLDGAIVVFDSSQGVEPQSETVWRQAEKYHVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------
TVSLSPEIVLEE--------N  169
             F NK+D+ G DL  V+++++++L A  ++ Q       T S   +++  +         
Sbjct  134  
AFANKMDKTGADLWLVIRTMQERLGARPVVMQLPIGREDTFSGIIDVLRMKAYTYGNDLG  193

Query  170  TDI-------EAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRVQDA  211
            TDI       E  D   E ++KL+E           KY+ GE  + E+LV   ++   
D 
Sbjct  194  
TDIREIPIPEEYLDQAREYHEKLVEVAADFDENIMLKYLEGEEPTEEELVAAIRKGTIDL  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAALCGSV  253
             + PV+ GSA K  G+Q L+DAV                 P GE           L    
Sbjct  254  
KITPVFLGSALKNKGVQLLLDAVVDYLPSPLDIPPIKGTTPEGEVVEIHPDPDGPLAALA  313

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREK--
LKITEMRIPSKGEIVRTDTAY  309
            FK+       R  ++R+YSGT+     V     GR++   ++  M    + E+       
Sbjct  314  
FKIMADPFVGRLTFIRVYSGTITSGSYVYNTTKGRKERVARLLRMHANHREEVEELKAGD  373

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
             G +V L  +++  + ++G+          E P P++   I PKT A +E+L  AL 
+LA
Sbjct  374  LGAVVGL-
KETITGDTLVGEDAPRVILESIEVPEPVIDVAIEPKTKADQEKLSQALARLA  432

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLK  426
            + DP  R      T + I+S +G + LE++   L  ++K++  V +P V Y E   
+P+ 
Sbjct  433  
EEDPTFRVSTHPETGQTIISGMGELHLEIIVDRLKREFKVDANVGKPQVAYRETITKPVD  492



Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                 I  +      +  + + V PL  GSG ++ + +  G + + +  AV+ GI   
++
Sbjct  493  VEGKFIR-
QTGGRGQYGHVKIKVEPLPRGSGFEFVNAIVGGVIPKEYIPAVQKGIEEAMQ  551

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+    + +++A+++    +LEP +   
+ 
Sbjct  552  
SGPLIGFPVVDIKVTLYDGSYHEVDSSEMAFKIAGSMAIKEAVQKGDPVILEPIMRVEVT  611

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I   + + +  V    +P   +  Y TDL   T GR   
+ 
Sbjct  612  
TPEEYMGDVIGDLNARRGQILGMEPRGNAQVIRALVPLAEMFGYATDLRSKTQGRGSFVM  671

Query  606  ELKGYQ  611
                YQ
Sbjct  672  FFDHYQ  677

>WP_017218327.1 elongation factor G [Pseudoalteromonas sp. NJ631]
Length=695

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/669 (28%), Positives = 311/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
+  L
Sbjct  129  



IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYEITDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSIEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGE----
QGSAAL  249
             + FP + GSA K  G+Q ++DAV                     +P GE       
A L
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVEPQPLTDPETGEPTGEVATVDADAPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERTELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  AV  
G +
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSTVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T



+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_033059782.1 GTP-binding protein [Clostridium sporogenes]
 KCZ68204.1 tetracycline resistance protein TetP [Clostridium 
sporogenes]
 AKC62826.1 tetracycline resistance protein TetP [Clostridium 
sporogenes]
 AKJ90076.1 elongation factor G [Clostridium sporogenes]
 OOO65339.1 elongation factor G [Clostridium sporogenes]
Length=651

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 165/614 (27%), Positives = 293/614 (48%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKIRGRVDHKNSFLDNHKIEKERGITVFSEQGTFNY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIQVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIII----
KQTVSLSPEIVLEENTDIEAWDAVIEN  181
            FINKID+ G + ++V++ ++   +  +        +  LSPEI+          + 
+ E 
Sbjct  125  FINKIDRVGANAENVIEDIKLNFTKKVCFIDKPLNSDELSPEII----------
EFIAEQ  174

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-FQP  240
            ++ LLEKY+  +   ++  ++  ++ ++   LFP + GSA + +GI+  ++ +  L 
+  
Sbjct  175  DEYLLEKYLE-
DNYEKDLWLKSMKKLIKKTELFPCFIGSALQDIGIEDFLENLHVLTYTE  233

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIP  297
              E+      G V+K+ + +   R  Y++  SG+L++++ + L   E     K  E



+RI 
Sbjct  234  YNEE--
EKFSGRVYKIRHDEQNNRLTYIKALSGSLKVKEEIVLPNIENDFCEKANEIRIY  291

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  + +  D A  G+I  +   S   +  +GD     + +   + +P L++ +    
+  
Sbjct  292  NGDKYINVDKAEAGQIFAVTGLS---
SANVGDGIGTLKDKATYNMVPTLKSKVIFDESLN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    D    EI +  +G +QLEV+  L+ E++ +        
Sbjct  349  
VKDVLKYFKILESEDPSLNIIWDEKFQEIQVYIMGVIQLEVLKNLMEERFNISIDFGPCE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E  L       H E  P   +  + L +      SG+ +ES      L    
QN V
Sbjct  409  ILYKETILDTVIGYGHFE--
PLKHYCEVHLKLEAGERNSGITFESACHTDDLTTGNQNLV  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I      G+  G  +TD KI    G  ++  ++  DFR      L Q L+++   
LL
Sbjct  467  
KTHIFERDHHGILTGSPITDIKITLLTGRSHNKHTSGGDFREATFRALRQGLEKAKNVLL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY SF +  P +Y+ R   D  K        +   ++ +  G  P      Y  +   
+
Sbjct  527  
EPYYSFKMEVPLDYMGRVLSDIQKLKGDFSPPETIHNKAIIKGRGPVATFMNYSVEFISF  586

Query  597  TNGRSVCLTELKGY  610
            T G+        GY
Sbjct  587  TKGKGKFNFVFDGY  600

>WP_055040468.1 GTP-binding protein [Roseburia inulinivorans]
Length=912

 Score = 255 bits (651),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 197/659 (30%), Positives = 318/659 (48%), Gaps = 
68/659 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLY+SG+I + G V+ G T  DT  +E++RGITI 



+  
Sbjct  13   
MKQIIAGILAHVDAGKTTLSEALLYSSGSIKKIGRVDNGDTFLDTDAMEKKRGITIFSKQ  72

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q+   K+ ++DTPGH+DF AE+ R+L VLD A+LVISA DGVQA T+ L+  L
++  
Sbjct  73   
AELQFGDTKMTLLDTPGHVDFSAEMERTLMVLDYAVLVISASDGVQAHTQTLWRLLKRYE  132

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------------
IKQTVSLSPEIV  165
            IP  +FINK+DQ G D  +++  ++ +LS   I                +++ ++  
EI 
Sbjct  133  
IPVFLFINKMDQPGTDRAAILLELKKQLSDGCIDFTELGAGTEEEAQENEKSSTIMEEIA  192

Query  166  
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGL  225
            +E+ T +E++         L    IAGE I RE +V   QR++     FP ++GSA 
+  
Sbjct  193  MEDETAMESF---------LETGRIAGEQI-REMIV---QRKI-----
FPCFFGSALRNA  234

Query  226  
GIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-  284
            G+   +         +  +        VFK+   + G R  YL++  GTL+++  +
+ A 
Sbjct  235  GVDTFLQGFDRY--
TLAPEYPDGFGMKVFKIARDEAGSRLTYLKVTGGTLKVKALLSNAD  292

Query  285  ----GRE--
KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW  338
                G E  + K+ ++RI S        T Y    +I  +D+  +  V G     P 
+ +
Sbjct  293  HVRFGEEVWEQKVNQIRIYS-------GTKYE---
LINEADAGMVCAVTGLDHTYPGQGF  342

Query  339  -----REDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
                  E P+  P+L   +      +   +L  L Q+ + +P L    +    EI 
+  +
Sbjct  343  
GIEAQGETPVLEPVLHFRLILPEGVEPAVMLPKLRQIEEEEPELHIVWNEKLQEIQIQIM  402

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G VQ E++ ++++E++ ++       ++Y E          H E  P   +A + L 
+ P
Sbjct  403  GEVQTEILKSMIAERFGVDVSFGPGKIVYKETIADTVEGVGHFE--
PLRHYAEVHLLLEP  460

Query  452  LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPV  510
            L  GSG+  ++  S   L++++Q  +   ++     G L G  +TD KI    G  
++  
Sbjct  461  
LEPGSGIVIDTDCSEDVLDKNWQRMIVTHLKEREHIGVLTGSVITDMKITVIGGRAHTKH  520

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            +   DFR      + Q LK++ + LLEPY  F +  PQ  + RA  D  K     E    
Sbjct  521  
TEGGDFRQATYRAVRQGLKQAQSVLLEPYYEFHIAVPQNMVGRAMTDIEKMHGKFEGPYQ  580

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY------
QAAVGQPVIQPRR  623
            + D  V  G  P  C+  Y+ ++  YT G         GY      +  V Q    
P R
Sbjct  581  
EGDAQVLRGIAPVACMANYQKEVTAYTKGLGKVTFRFAGYYPCHNTEEVVAQTGYDPER  639

>KRL88797.1 translation elongation factor G [Lactobacillus 
kalixensis DSM 
16043]
Length=643

 Score = 249 bits (637),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/627 (30%), Positives = 297/627 (47%), Gaps = 
60/627 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G +   G V+ G    DT  LE++RGITI 
+  
Sbjct  4    
MKNITTGIVAHVDAGKTTLSEALLYEAGNLRSLGRVDNGDAFLDTDELEKKRGITIFSHE  63

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                    ++N++DTPGH+DF  +    L+VLD AILVISA DGV + TR+L++ L
+  N
Sbjct  64   
AKLTIENAEINLLDTPGHVDFSFQTEEVLSVLDYAILVISASDGVTSYTRVLWNLLKHRN  123

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D   ++  +++ L  + +              EN D + ++ 
V  
Sbjct  124  LPVFIFVNKMDMPGADKAQLLNDLQENLDQNCLSF------------
ENEDEDFFENVAA  171

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++D+LLEKY+    +    +    Q  + +  ++PVY+GSA K  GI   +    G  



+ 
Sbjct  172  SDDELLEKYLDSGEVEESDI----QNLIAERKIYPVYFGSALKMDGISEFL---
AGFTKW  224

Query  241  IGEQGSAA-
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            I E+  A       FK+ +   G+R  +LR+  G ++ +D   LAG    KI ++R    
Sbjct  225  IKEKNFATDFKARCFKISHDKKGERLTWLRVLGGQVQAKD--ELAGE---
KINQLR-DYN  278

Query  300  GEIVRTDTAYP-GEIV-------ILPSDSVRLNDVLG---
DPTRLPRKRWREDPLPMLRT  348
            GE  +T  A P G IV         P     ++D +    +P    +    ED    
LR 
Sbjct  279  
GEKFQTVKAMPSGAIVAATGLNKTYPGQGFGIDDAVNAVLEPVLTYKVDTEEDIHACLR-  337

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
                           A+  L D +P L         EI +  +G +QLE++  LL 
+++ 
Sbjct  338  ---------------
AMKTLEDENPQLHVTWSEHLQEIHVQVMGEIQLEILQQLLKDRFN  382

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            LE    + +++Y E          H E  P   +A + L + P    SG+ +E++  
L  
Sbjct  383  LEVSFTQGNILYKETITAQIEGVGHFE--
PLRHYAEVHLLLEPSEKNSGIIFENKCDLEV  440

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++++Q+ +   +      G L G  +T+ KI    G      S   DFR      
+ Q 
Sbjct  441  
LDKNWQHQIMTALTSKEHLGALIGSPITNMKITLIGGKGSIVHSVGGDFREATYRAVRQG  500

Query  528  LKE----
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L E    +  QLLEP+  F      + + RA +D  +   T +T + K + VV  G  
P 
Sbjct  501  
LMELKVRNKLQLLEPWYDFRFEVGVDQVGRALNDIQQMSGTFKTPEDKGNRVVIEGSAPV  560

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGY  610
              +Q Y  ++  YT+G       +KGY
Sbjct  561  SQMQDYAINVRNYTHGDGNLECVVKGY  587

>WP_040198065.1 elongation factor G [Candidatus Soleaferrea 
massiliensis]
Length=691



 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 192/693 (28%), Positives = 318/693 (46%), Gaps = 
85/693 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKTHKIGETHEGSATMDWMQQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDG++ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTAEVERSLRVLDGSVTVFCAKGGVEPQSETVWRQADKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
             ++NK+D  G +  +VVQ + D+L  + +              I   V +   +  
++  
Sbjct  132  
AYVNKMDIMGANFYNVVQMMLDRLKCNAVPIQLPIGAESDFKGIIDLVEMKAYVYYDDLG  191

Query  170  TDIEAWD------------------AVIENNDKLLEKYIAGE--
PISREKLVREEQRRVQ  209
            TDI   D                  AV E +DKL+E Y+ GE  PI   KL   +     
Sbjct  192  
TDIRVEDIPEELADKAEEYHVKLLEAVAEQDDKLMELYLEGEELPIDDVKLAIRKATIAN  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIG------------------
EQGSAALC  250
            D  + PV  G++ K  G+Q L+DA+      P+                      +    
Sbjct  252  D--
MIPVVCGTSYKNKGVQKLLDAIVDYMPAPVDVPHIKGVNPETEEEEERVSSDNGPFA  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  + R+YSGT++   TV  + +   E++ +I +M    + +I   
D
Sbjct  310  
ALAFKIAVDPFVGKLGFFRVYSGTVKAGSTVYNSVKDCNERIGRILQMHANHRQDI---D  366

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
              Y G+I   +   +    D L D          E P P++R  I PKT A +E++   
L
Sbjct  367  
VCYAGDIAAAVGLKNTTTGDTLCDEKHPIILESMEFPEPVIRVAIEPKTKAGQEKMGIGL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425



            ++LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  +  P V Y 
E   
Sbjct  427  
SKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANIGNPQVAYKETIR  486

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K A   H    +      +  + + V P   G G ++++ V  G + + +  AV  
GI+ 
Sbjct  487  
KNADIDHKYARQSGGKGQYGHVKIRVEPNESGKGYEFKNAVVGGAIPKEYIPAVDQGIQG  546

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G+  G+ V D K+    G Y+   S+   F+    +  ++AL+++ + +LEP 
+  
Sbjct  547  
AMQSGILAGYPVVDVKVELYDGSYHEVDSSEMAFKIAGSMAFKEALRKADSVILEPIMRV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D       I+  +        T  +P   +  Y TD+   T 
GR  
Sbjct  607  
DVTVPEEYMGDVMGDLNSRRGQIQGMEAINGAQQITAFVPLSEMFGYATDMRSKTQGR--  664

Query  603  CLTELKGYQAAVGQPVIQPRR----PNSRLDKV  631
                        GQ V+QP      P S  +K+
Sbjct  665  ------------GQYVMQPSHYIEVPKSIAEKI  685

>WP_013255109.1 elongation factor G [Sediminispirochaeta 
smaragdinae]
 ADK81647.1 translation elongation factor G [Sediminispirochaeta 
smaragdinae 
DSM 11293]
Length=678

 Score = 250 bits (639),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 313/669 (47%), Gaps = 
58/669 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V+ G    D M  E+ RGITI +A 
T+  
Sbjct  8    
NIGIMAHIDAGKTTTTERILFYTGKSHKIGEVDDGEAVMDWMEQEQDRGITITSAATTCF  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLD AI +  A  GV+ Q+  ++H      
IP +



Sbjct  68   
WKETQINIIDTPGHVDFTAEVERSLRVLDSAIAIFCAVGGVEPQSETVWHQADHYKIPRI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP---  162
             +INK+D+ G D   V++ +++KL A                   D+I +Q +S  
P   
Sbjct  128  
AYINKMDRLGADFFGVIEEIKEKLKANPVPLYLPIGKESDFTGIIDLIEEQEISFEPTNY  187

Query  163  ------EIVLEENTDIEA-W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                    + EE  ++ A W     D +   +D++ E+Y+ GE + +E +    ++    
Sbjct  188  
GSEMHHSPISEEYKELCAQWREHLIDQLSAFSDEITERYLEGEEVPKEMIKAAIRKGTIS  247

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAAL------CG  251
              + P++ G++ K +G+QPL+D V              GL     +  + A+       
G
Sbjct  248  
REIIPIFVGASLKNVGVQPLLDGVVAYLPSPWETPPIEGLHLKQDKMVAVAIDEQQQPLG  307

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTDTAYP  310
             VFK+++        ++R+YSGTL+   TV  +  R++ +I  +           D
+   
Sbjct  308  
LVFKIQFDREMGALSFVRMYSGTLKKGQTVYNITKRKRERINRILRMHSNRSEAMDSISA  367

Query  311  GEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+I VI+     +  D +G           + P P++   I PKTA+ +E+L   L 
QL 
Sbjct  368  
GDIAVIVGFKLAQTGDTIGSEGYQVSLEPMQFPEPVISVAIEPKTASDQEKLHKVLDQLH  427

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
              DP      +  T ++++S +G + L+V+   + + + ++  +  P V Y E   
K  +
Sbjct  428  
REDPTFTVRENVDTGQLLISGMGELHLDVLVTRVIKDFNVDARIGNPQVTYRESISKEHT  487

Query  430  HTIHIE--
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            HT H    V      A I L V P+  G+G  +E  V+     + F++AV  G+      
Sbjct  488  
HTEHFHKVVSGKETNAVITLKVEPVKQGAGNVFECLVNEREFPREFRDAVERGVMNAFGG  547

Query  488  G-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G ++G+ V D K+      +    +T A + +   +  + A +++   LLEP +   
+  



Sbjct  548  
GIMYGYPVFDVKVSLLSVEFDEMTATAAAYEAAGSLGFDAACRDADPILLEPVMKVDVMC  607

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+E++             IE+ + K+       E+P   +  Y T+L   T GR     
E
Sbjct  608  
PKEFVGEVMSQITSRGGMIESLESKQSIEHIRAEVPMIKMFGYSTNLRSVTQGRGTFAME  667

Query  607  LKGYQAAVG  615
               +Q   G
Sbjct  668  FSHFQPKEG  676

>WP_020062290.1 elongation factor G [Bacillus sp. 123MFChir2]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 189/660 (29%), Positives = 309/660 (47%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFTGIIDLVEECAYMYANDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+  +L    ++     
Sbjct  192  
TDIQRIEIPAEHKELAAEYRGKLIEAVAELDEEMMMKYLEGEEITVAELKAGIRKATTSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              FPV  GSA K  G+Q L+DAV   L  P+                      E+  
AAL
Sbjct  252  



EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGTLPDTDEEIERHSSDEEPFAAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---
FKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVISVAIEPKSKADQDKMGTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G G ++++++  G + + +  AV  
G+ 
Sbjct  486  
RAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DALKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

>OKZ61310.1 translation elongation factor G [Clostridium sp. 42_12]
Length=870

 Score = 254 bits (649),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/632 (31%), Positives = 301/632 (48%), Gaps = 
53/632 (8%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IGILAHVDAGKTTL+E LLY +G+I + G V+      D   +ER RGITI 
+  
Sbjct  1    
MKHITIGILAHVDAGKTTLSEGLLYTAGSIRQLGRVDDQNAFLDNNHMERDRGITIFSKP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F      V ++DTPGH+DF AE+ R+L VLD A+LV+SA DGVQ+ T  L+      
+
Sbjct  61   
ARFALQDGTVTLLDTPGHVDFSAEMERALQVLDYAVLVVSAADGVQSHTETLWQLFAYYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+D    D   ++Q +++KLS   +        PE V+E         
A   
Sbjct  121  IPVFLFINKMDMPDTDRGRIMQELQEKLSDACV---DFMAEPESVME---------
AAAM  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ-  239
              + LLE+++    +    ++R  ++R     LFP Y+GSA K  G++  +    
GL+Q 
Sbjct  169  CEEDLLERFLQDGTLEDADVIRLIRQR----KLFPCYFGSALKMQGVETFL---
KGLWQY  221

Query  240  -
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---------  289
               G+ G       V+K+   + G R  +L++  G L+ R    L G+++L         
Sbjct  222  TESGQYGD-EFGARVYKISRDEQGNRLTHLKVTGGRLQARQL--
LQGKKQLQSDDGDEEQ  278

Query  290  ----KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLP  344
                KI ++R  S  +      A  GEI  +   S     + LG            
D +P
Sbjct  279  IWSEKINQIRFYSGEKYTTAKEAKAGEICAVTGLSHTYPGEGLG--------
FMEHDEVP  330

Query  345  MLRTTIAPKTAAQRE----
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
            +L   +  +   + +    R L  L QL + +P L    D    E+    +G VQ
+EV+ 
Sbjct  331  
ILEPVLTYRIFLEPDWDVRRALPLLKQLEEEEPELHIIWDETLKELHAQVMGEVQIEVIR  390

Query  401  
ALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY  460
              L ++Y++     E +++Y E          H E  P   +A + L + P    
SG+ +
Sbjct  391  QQLFDRYRMHVTFGEGNIVYKETIAAPVIGMGHFE--
PLRHYAEVHLLLEPGEPESGLVF  448



Query  461  ESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSL  519
            ++  S   L++++Q  +   ++    +G L G  +TD +I    G  +   +   
DFR  
Sbjct  449  
DTNCSEDMLSKNWQRLILTHLQEKKHRGVLTGSEITDMRISVIAGKAHVKHTEGGDFRQA  508

Query  520  
APIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTG  579
                + Q L+++ T LLEPY SF L  P E L RA  D  +  A +       +  
V  G
Sbjct  509  
TYRAVRQGLRQAETILLEPYYSFRLELPTEQLGRAMTDMERMSAKLNAPDSSGEYAVLAG  568

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            E P   I++Y+ DL+ YT G+     +L GY+
Sbjct  569  EAPVATIRSYQKDLSAYTGGKGKMSCQLCGYR  600

>WP_046999129.1 GTP-binding protein [Bifidobacterium adolescentis]
 KLE28062.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/638 (29%), Positives = 291/638 (46%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTNAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVITTPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  GVD   ++  ++ + S D  +  T  ++ E + E          
+  
Sbjct  121  VPTFVFVNKMDAPGVDKTQLLAQLKKRFS-
DGCVDFTEPIAGERMEE----------IAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225



Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL         E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQPRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+       ++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMHDRFGLDVTFGPGGILYKETITSPIEGVGH-----
FEPLRHYAETHVLLEPLPQGSGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
            +Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
EYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_073203332.1 elongation factor G [Gracilibacillus kekensis]
 SHN36970.1 translation elongation factor 2 (EF-2/EF-G) 
[Gracilibacillus 
kekensis]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 



matrix adjust.
 Identities = 185/670 (28%), Positives = 307/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P V+F+NK+D+ G D    V ++ D+L A                   D+I  +      
Sbjct  129  
PRVVFVNKMDKVGADFIYSVGTLGDRLGANAHPVQLPIGAEDEFDGIIDLITMEAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + + EI  E     E +     +AV E ++ L+E+Y+ GE  S +++    
++  
Sbjct  189  
DLGTRTEAREIPEEYKEQAEEYRTSLIEAVAEVDEDLMERYLEGEEFSNDEIRAAVRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAAL  249
                 +PV+ GSA K  G+Q L+D V                 P  E+            
Sbjct  249  
LSVEFYPVFCGSAFKNKGVQLLIDGVVDYLPSPLDIPPIEGHVPQTEEEVVRKADDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL+    V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVATDPFVGKLTFFRVYSGTLKSGSYVKNSTKDKRERVGRILQMHANSREEIPEV  368

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      + P P++   I PK+ A +++
+  A
Sbjct  369  ---
YAGDIAGAVGLKDTSTGDTLCDEKSLVILESMDFPDPVISVAIEPKSKADQDKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  + E ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 



E  
Sbjct  426  
LGKLAEEDPTFKTETNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++ ++++ G + + +  +V  
GI+
Sbjct  486  
RSSAEVEGKFVRQSGGRGQFGHVWVKFEPNEEGAGYEFVNKITGGVVPREYIPSVEQGIK  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G+  G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP + 
Sbjct  546  
ESLENGVVAGYPLIDVKATLYDGSYHDVDSNETAFKVAASMALKAAKNKCNPVLLEPMMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGPAQVVKAFVPLSEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TYTMHFDHYE  675

>WP_036580031.1 elongation factor G [Paenibacillus darwinianus]
 EXX88952.1 elongation factor G [Paenibacillus darwinianus]
 EXX89649.1 elongation factor G [Paenibacillus darwinianus]
 EXX90265.1 elongation factor G [Paenibacillus darwinianus]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 315/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WNGNRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
             ++NK+D  G D  +VV+ +R++L A+ +            K  + L   +      
D+ 
Sbjct  132  
AYVNKMDIIGADFLNVVKDMRERLQANAVAIQLPIGAENDFKGVIDLVERVAYVYKDDLG  191

Query  173  ---------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                 E  + V E +++L  KY+ GE IS  +L    ++ 
V   
Sbjct  192  
KEPEKIEIPDQYKEQVEELRNELVEKVAELDEELTMKYLEGEEISIAELKAALRKGVVQV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+  +  S          
Sbjct  252  
KIFPVIAGSSYRNKGVQMMLDAVVDYLPSPVDVPDIKGVLEDGTETIRRSGDDQPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG +     V  A    RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPFVGKLTFFRVYSGVVEAGSYVLNATKGKRERIGRILQMHANSRQEIA---ICY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D +   T    K          P P+++  I PKT A +++
+  A
Sbjct  369  SGDI----
AAAVGLKDTITGDTLCDEKNPVILESMNFPEPVIQIAIEPKTKADQDKMGTA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++L++ DP  R   D  T++ I++ +G + LE++   +  ++K+ET V +P V Y 
E  
Sbjct  425  
LSKLSEEDPTFRAYTDEETNQTIIAGMGELHLEIIVDRMLREFKVETNVGKPQVAYRETF  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P K     +  +      +  + +   P   G G  +E+++  G + + +  AV
+ GI
Sbjct  485  KTPAKVEGKFVR-
QSGGRGQYGHVWIEFEPQEPGQGFVFENKIVGGVVPREYVPAVQAGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S+   F+    + L+ A  +    
LLEP +
Sbjct  544  



EESMKNGVIAGFPLVDIKARIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY              IE    +    +   ++P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYFGDVMGMLSSRRGRIEGTDSRSGAQIIRAKVPLAEMFGYSTTLRSGTQGR  663

Query  601  SVCLTELKGYQ  611
             V   EL  Y+
Sbjct  664  GVFAMELSHYE  674

>WP_050335477.1 elongation factor G [Campylobacter ureolyticus]
 AKT91114.1 translation elongation factor EF-G [Campylobacter 
ureolyticus 
RIGS 9880]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 184/684 (27%), Positives = 322/684 (47%), Gaps = 
70/684 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G   +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGVSHKIGETHEGTATMDWMAQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    K +
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL------------S  161
            +F+NK+D+ G +  +V Q ++D+L A+ +            K  V L             
Sbjct  132  
VFVNKMDRVGANFYNVEQQIKDRLKANPVPLQIPIGAEDDFKGVVDLINMKALVWEDETK  191

Query  162  PEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P   +E     E  D           AV E +D L++KY +GE +S +++    ++   
+
Sbjct  192  
PTTYVEREIPAELLDKAKEYHDKLIEAVAETDDALMDKYFSGEQLSVDEIKEGIKKACLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAALCGSVFKVEYTDCGQ---  263



             S+ P+  G+A K  G+QPL+DA+        E    +G       VF VE +D G
+   
Sbjct  252  LSMIPMMCGTAFKNKGVQPLLDAIVDYLPAPDEVADIRGEYENGDEVF-
VESSDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L     + +TV        +I  M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGILESGSYVYNTVKGKKERIGRILRMHSNKREEIKEL--  368

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + + G+  ++  +R  + P P++   + PKT A +E++  
AL
Sbjct  369  -YAGEIGAVVGLKDTLTGDTLAGEKDQVILERM-
DFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--R  423
             +LA  DP  + + D  + + I+S +G + LEV+   +  ++K++  + +P V Y 
E  R
Sbjct  427  
QKLAQEDPSFQVKTDEESGQTIISGMGELHLEVIVDRMLREFKVDAEIGKPQVAYRETIR  486

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                  +    +      +  + L + PL  G+G ++ + +  G + + +  AV  
G + 
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGTGYEFVNDIKGGAIPKEYIPAVDKGCQE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D ++    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
AMQGGVLAGYPVEDVRVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPVMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  K    +     +    +     P   +  Y TDL   T 
GR+ 
Sbjct  607  
EIETPEEYMGDVIGDINKRRGQVNNMGDRGGNKIIDAFCPLAEMFGYSTDLRSQTQGRAT  666

Query  603  CLTELKGYQAA---VGQPVIQPRR  623
               E   Y      V + +I+ R 
Sbjct  667  YSMEFDHYDEVPKNVSEEIIKQRN  690

>WP_087611366.1 elongation factor G [Marinomonas sp. QM202]
Length=694



 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 201/690 (29%), Positives = 321/690 (47%), Gaps = 
81/690 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGAATTDFMEQEQERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNIIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
            IF+NK+D+ G D   VV+ V D L A                   D++ +Q         
Sbjct  129  
IFVNKLDRMGADFLRVVKQVEDVLGANPMVMTLPIGREDDFVGVVDLLTRQAFVWDDSGL  188

Query  158  -----VSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 V   PE ++++   +E +     +  +E +D L+  Y+ GE  S E + R  
++ 
Sbjct  189  PENFEVKEVPEDMVDQ---
VEEYREKLIEMAVEQDDDLMMAYMDGEEPSMEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP----IGEQ-
GSAALC----  250
                  FP Y GSA K  G+Q ++DAV            QP    +GE+ G  AL     
Sbjct  246  
TIALDFFPTYCGSAFKNKGVQLVLDAVVDYLPSPVEVDPQPLTDEVGEETGEYALVDVNE  305

Query  251  ---GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG L+  DTV  +  G+ E++ ++ EM    + 
EI 
Sbjct  306  PLRALAFKIMDDRFGA-
LTFVRIYSGVLQKGDTVLNSFTGKTERIGRMVEMHADDRNEI-  363

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              D A  G+I+ I+   +V+    L D   P  L    +   P P++  ++ PK     
E
Sbjct  364  --DRAQAGDIIAIVGMKNVQTGHTLCDTKNPCTLEPMVF---
PEPVISISVQPKDKGGNE  418

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419



            ++  A+ ++   DP  R E D  T E IL  +G + L+V   +L   Y ++ VV 
+P V 
Sbjct  419  
KMGIAIGKMVAEDPTFRVETDQETGETILKGMGELHLDVKVDILKRTYGVDLVVGQPQVA  478

Query  420  YMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   ++   S+T   +   +  +  I   + P  +GSG  + S V  G + + +  
A+
Sbjct  479  
YRETITQSVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFSFSSTVVGGNVPKEYFPAI  538

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G    +++G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QL+
Sbjct  539  
EKGFASMMQEGTLAGFPVLDVEIELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLI  598

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  ++ P +++     D  +    I+        V    ++P   +  Y   
L   
Sbjct  599  
EPIMAVDVFTPDDHVGDVIGDLNRRRGMIKDQSAGTTGVRIKADVPLSEMFGYIGSLRTM  658

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T+GR     E   Y      V + VI+ +R
Sbjct  659  TSGRGQFSMEFSHYSPCPNTVAEAVIEAQR  688

>WP_053340906.1 GTP-binding protein [Clostridium botulinum]
 KON10960.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 166/611 (27%), Positives = 295/611 (48%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKNRGRVDHKNSFLDNHKIEKERGITVFSEKGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIKVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +     K+   +   +  EE +  E  + + E 
++ L
Sbjct  125  FINKIDRVGANAENVIEEIKLNFT-----KKAFFIDKSLSNEECSS-
ELIEFIAEQDECL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++ +  L +    
E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMKKLIKSNKIFPCFSGSALQDIGIEEFLENLHTLSYTEYNEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +
Sbjct  238  --
EKFSGRVYKIRHDEQKNRLTYVKALSGSLKVKDEIALPNIEDDFCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++Y
Sbjct  352  
VLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ +   + P    SG+ +E+      L    QN 
VR  
Sbjct  412  KETILDTVIGYGHFE--
PLGHYSEVHFKLEPGERNSGITFENLCHTDDLTVGNQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G  +TD  I    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDINITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +    +  ++ V+  G  P      Y  +   
+T G
Sbjct  530  



YSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIENRVIIKGRGPVATFMNYSVEFISFTKG  589

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKFNFIFDGY  600

>OGI26932.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYB1_FULL_43_19]
 OGI34163.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYC1_FULL_44_13]
 OGI38350.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYD1_FULL_44_12]
Length=695

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/674 (28%), Positives = 312/674 (46%), Gaps = 
73/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERVLFYTGISHKIGEVHEGEATMDWMEQEKERGITITSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDG ++V   K+GV+ Q+  ++    K N
+P +
Sbjct  72   
WQDCQINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGKEGVEPQSETVWRQADKYNVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
             FINK+D+ G D    + S+ ++L+  ++            K  V L             
Sbjct  132  
CFINKVDKEGADFFFSLDSIENRLNPRVMAVQIPIGQRSDFKGVVDLMKMKAVYFEGDKG  191

Query  161  ----SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E   + + W     + + E +D L EK++ GE IS  +L    ++ 
V + 
Sbjct  192  
EKVKEDEIPAEMQQEAKKWRDKMVEKIAETDDALTEKFLGGEEISVPELKAALRKAVIEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
             LFP Y GSA K  GIQP++D V                 P  E+          +    
Sbjct  252  



KLFPAYCGSALKNKGIQPILDGVVEYLPSPVEIPPAKGIDPKTEKEIEVEARDDGSFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG ++    V  A  G +E++ +I +M    + E+      
Sbjct  312  
AFKIATDPFVGQLTFFRVYSGAIKAGSYVLNATKGEKERVGRILQMHANHREEMQEIHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G +V +   +    D L DP +         P P++  +I PKT A +E++  
AL +L
Sbjct  372  GIGALVGMKYTTT--
GDTLCDPEKPVILESITFPEPVISISIEPKTKADQEKMGIALKKL  429

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK-A  427
            +  DP  R   D  T + I+S +G + L+++   +  ++K+E  V  P V Y E   
K A
Sbjct  430  
SAEDPTFRVRTDEETGQTIISGMGELHLDIIVDRMKREFKVEGNVGRPQVAYKETIKKEA  489

Query  428  ASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             +   +I +      +    L V P   G G ++   +  G + Q +  A++ G++  
L+
Sbjct  490  
EAEGKYIRQSGGRGQYGHCWLRVKPNEKGKGFEFIDEIKGGIIPQEYIPAIQKGVKEALD  549

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            +G+  G+ + D  +    G Y+   S+ + F+    + L++ ++ +   +LEP +   
+ 
Sbjct  550  
RGVIAGYPLVDIMVTVYDGSYHDVDSSESAFKIAGSMALQEGVRRADPIILEPIMKVEVT  609

Query  546  APQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
             P++++  A  D       I+         A+VK    V     P   +  Y T L   
+
Sbjct  610  TPEQFMGDAVGDLNAKRGQIQEIEDRGEGNARVK----
VIKAIAPLASMFGYATQLRSMS  665

Query  598  NGRSVCLTELKGYQ  611
             GR+    E   Y+
Sbjct  666  QGRANYNMEFDHYE  679

>WP_008291355.1 elongation factor G [Methylophaga thiooxydans]
 EEF79269.1 translation elongation factor G [Methylophaga 
thiooxydans DMS010]
Length=698

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 



matrix adjust.
 Identities = 189/670 (28%), Positives = 308/670 (46%), Gaps = 
64/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ
+A T
Sbjct  9    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHKTGEVHEGESTMDFMDQEAERGITIQSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+
Sbjct  69   
TCEWKGHRLNVIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV+ V D L+A  +++   + +  E V               
Sbjct  129  
SRLIFVNKLDRMGADFYRVVKQVEDVLAATPLVMVLPIGIEDEFVGVVDLLTRKAWTWAD  188

Query  166  -------------LEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                          E    IE W     +  +E +D L+E Y+ GE  + + + R  
++ 
Sbjct  189  
EKDPTSYSIDEPPAEMADQIEEWREKLIETAVEQDDDLMEAYLEGEEPAIDDIKRCIRKG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP--------
IGEQGSAALCG  251
                  FP Y GSA K  G+Q L+DA+            QP         GE  +  
+ G
Sbjct  249  
TLQLDFFPTYCGSAFKNKGMQLLLDAIVDYLPNPTEVDPQPEVDLEGNETGEVATVDING  308

Query  252  SVFKVEYTDCGQR---RVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVR  304
             +  + +     R     ++R+YSG L+  DTV     G+ +   ++ EM    + 
E+  
Sbjct  309  
PLRALAFKIMDDRFGALTFVRVYSGELKKGDTVLNTFTGKTERVGRMVEMHADDRNEL--  366

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A+ G+I+ I+    V+    L DP           P P++   IA K     E
++  
Sbjct  367  -
DYAHAGDIIAIVGMKDVQTGHTLCDPKNPATLEPMVFPDPVISIAIAAKDKGASEKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423



            AL ++   DP  R E D  + E I+  +G + L++   +L   + ++ +V EP V 
Y E 
Sbjct  426  
ALGKMIKEDPSFRVETDQDSGETIMKGMGELHLDIKVDILKRTHGVDVIVGEPQVAYRET  485

Query  424  PLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +    S+T   +   +  +  I   + P   GSG  +ES V+ G + + F  AV  
G 
Sbjct  486  
ITQRIEDSYTHKKQSGGSGQFGRIDYIIEPGEPGSGFTFESTVTGGTVPREFWPAVDGGF  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +++G L G+ + D K+    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  546  
KKMMDKGVLAGFPLLDVKVNLFDGAFHAVDSSAIAFELAAMGAYRQSIPKAGPQLLEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++++     D  +    I++       V    ++P   +  Y   L   
T+GR
Sbjct  606  
KVDVFTPEDHVGDVIGDLNRRRGMIKSQDAGATGVRIKADVPLSEMFGYIGSLRTMTSGR  665

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  666  GQFSMEFLQY  675

>WP_098809316.1 elongation factor G [Bacillus sp. AFS041924]
 PGS52818.1 elongation factor G [Bacillus sp. AFS041924]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/664 (29%), Positives = 307/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTLHDRLQANAHPIQLAMGAEDNFWGIVDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE                    +AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYQELAEEYRGRLIEAVAELDEELMMKYLEGEEITIPELKAAIRTA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQG  245
                  +PV  GSA K  G+Q ++DAV   L  P+                      
E+ 
Sbjct  248  
TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGTLPDTDEEKVVPSSDEEP  307

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
             AAL    FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  308  FAALA---
FKIMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPDPVISIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  



AGLEDSLKNGVLAGFPLIDIKAKLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PLMKVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_095526879.1 elongation factor G [Actinobacteria bacterium 
IMCC26103]
Length=703

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/682 (27%), Positives = 312/682 (46%), Gaps = 
76/682 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  16   
NIGIMAHIDAGKTTTTERILFYTGISYKIGEVHEGAATMDWMEQEQERGITITSAATTCM  75

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    + +
+P +
Sbjct  76   
WKDHLINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSETVWRQADRYSVPRI  135

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             FINK+D+ G      V  ++D+L+A                   D+I    +    
E  
Sbjct  136  
CFINKLDRTGASFDKCVGMIKDRLNAVALVLQLPIGNESDFIGVVDLIAMNALVWRGETK  195

Query  166  LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              E+  IEA  A                + EN+D ++EKY+AGE +S E+++   
+R   
Sbjct  196  
KGEDYTIEAIPADMADKAKQARHEMIETLAENDDTIMEKYLAGEELSEEEIIAGIRRATI  255

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGEQGS  246
             A L PV  GSA K  G+QP++DAV                            P  



E+  
Sbjct  256  
SAKLSPVLTGSAFKNKGVQPMLDAVNRYLPSPLDIDAIVGMDMNDKEKEMKRYPKNEEPF  315

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            +AL    FK+       +  ++R+YSG L    T+  + +++     KI +M    
+ E 
Sbjct  316  SALA---
FKIMTDPHLGKLTFIRVYSGVLETGSTILNSTKDRKERIGKIYQMHANKREE-  371

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D    G IV ++        + L DP +       + P P++   I PKT   
+E+L
Sbjct  372  --
RDNVGAGMIVAVMGLKDTTTGETLCDPAKPVILESMDFPAPVISVAIEPKTKGDQEKL  429

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +L++ DP      D  T + I++ +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  430  
GVAIQRLSEEDPTFHVNTDEETGQTIIAGMGELHLEILVDRMRREFKVEANVGKPQVAYR  489

Query  422  ERPLKAAS---HTIHIEVPPNPFWASIGLSVTPLSLG---
SGVQYESRVSLGYLNQSFQN  475
            E   KA +   +T   +   +  +A I +++ PL  G    G ++ ++++ G + + 
+  
Sbjct  490  
ETLRKAVARHDYTHKKQTGGSGQFAKIQIAIEPLPTGQVEGGYEFVNKITGGRVPREYIP  549

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G R  +  G L G+ +TD ++    G Y+   S+   F+       ++A K 
+   
Sbjct  550  
SVDAGCREAMTAGPLAGYPLTDVRVTLLDGAYHDVDSSELAFKVAGIAAFKEAAKLADPA  609

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++++     D       I+    +    V    +P   +  Y  
DL 
Sbjct  610  
ILEPVMRVEVVTPEDFMGDVIGDINSRRGQIQAMDERSGARVVRALVPLSEMFGYVGDLR  669

Query  595  FYTNGRSVCLTELKGYQAAVGQ  616
              T GR+    E   Y    G 
Sbjct  670  SRTQGRASYSMEFDSYAEVPGN  691

>WP_057565429.1 GTP-binding protein [Paeniclostridium sordellii]
 CEQ17039.1 small GTP-binding protein [[Clostridium] sordellii]
Length=666



 Score = 250 bits (638),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 163/622 (26%), Positives = 304/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D+  +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGYDIDGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTSSLIENIKKCNIYPILTGSALKNIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                     G ++KV+Y +   R  Y+++ SG L ++D +           KI  
+RI +
Sbjct  238  -
YNNEEDFLGKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEEKEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +  Y G++  L   +   + D L D +       R  + + + +  P L
++ +
Sbjct  297  
GIKFENINEVYSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMAPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNIIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416



Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHIFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>WP_012359570.1 elongation factor G [Corynebacterium urealyticum]
 B1VET0.1 RecName: Full=Elongation factor G; Short=EF-G
 CAQ04269.1 elongation factor EF-G [Corynebacterium urealyticum DSM 
7109]
 SNV94404.1 elongation factor G [Corynebacterium urealyticum]
Length=702

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 178/667 (27%), Positives = 319/667 (48%), Gaps = 
69/667 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGINRKVGETHDGASTMDWMEQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++N++DTPGH+DF  EV RSL VLDGA+ V  AK+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNDNQINLIDTPGHVDFTVEVERSLRVLDGAVAVFDAKEGVEPQSEQVWRQADKYDV  130

Query  122  



PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ +                         
Sbjct  131  
PRLCFVNKMDKLGADFYHTVQTIIDRLGAKPLVMELPIGAEDDFEGVVDLLQMKALMWPG  190

Query  157  TVSLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V+   E  +EE         E +     +AV E++++L+E+Y AGE I+ +++ +
+ + 
Sbjct  191  
VVAAGTEPTIEEIPADLQEKAEEYREKLIEAVAESDEELMERYFAGEEITVDEIKKQIRH  250

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS--------------------  246
               +   +PV+ G+A K  GIQP++DA+        + GS                    
Sbjct  251  
LTINGEAYPVFCGTAYKNKGIQPILDAIIDYLPNPMDVGSIKGFDPKDREIERNRKPSRD  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG++   D +  + + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAVHPFFGKLTYVRVYSGSVETGDKIINSTKNKPERVGKLFQMHSNKEQPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             R    +    + L   S    D L D          + P P++   I PKT + 
+E+L 
Sbjct  371  DRASAGHIYAFIGLKDTST--
GDTLSDSANPVVLEDMDFPDPVIEVAIEPKTKSDQEKLG  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  P V 
Y E
Sbjct  429  
TAIQKLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--SLGSGVQYE--
SRVSLGYLNQSFQN  475
               +P++   +T   +   +  +A + +++ PL    GS   YE    V+ G + + 
+  
Sbjct  489  
TIKKPVEKLEYTHKKQTGGSGQFARVIIALEPLVPEEGSEETYEFIDEVTGGRIPKEYIP  548

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  GI+  ++ G L G+ + + K     G Y+   S+   F+    + L++A+ +
+   
Sbjct  549  
SVDQGIQDAMQYGYLAGFPLVNIKATLLDGAYHEVDSSEMAFKLAGSMALKEAVAKAKPV  608

Query  535  



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  +  P+EY+     D      ++ + + +    V    +P   +  Y  
DL 
Sbjct  609  
LLEPMMAVEIITPEEYMGEVIGDVNSRRGSVSSMEDRSGAKVVKARVPLSQMFGYVGDLR  668

Query  595  FYTNGRS  601
              T GR+
Sbjct  669  SKTQGRA  675

>WP_058548791.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 KTF11749.1 elongation factor G [Pseudoalteromonas sp. H103]
 SOU39386.1 protein chain elongation factor EF-G, GTP-binding 
[Pseudoalteromonas 
carrageenovora IAM 12662]
Length=694

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 309/671 (46%), Gaps = 
68/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   V + VR  L A                   D++ K+   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVTEQVRKVLGATPLIMTLPIGIEDDFVGVVDVLTKKAY-
IWDETG  187

Query  166  LEEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN   TD+ A              +  +E +D L+E Y+ GE  S E + R  +
+  +
Sbjct  188  
LPENYEITDVPADMVEKTEEYHEMLIETAVEQDDDLMEAYMEGEVPSLEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252



            D + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +    
Sbjct  248  
DLAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLMDEDGNENGEHAIVSADEPF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
                FK+     G    ++R+YSG L   DT+  A  G+ +   ++ EM+   + E
+   
Sbjct  308  KALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADERKELT--  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ I+   +V+    L DP           P P++   + PK     E+
+  A
Sbjct  365  -
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  424  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  483

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G +
Sbjct  484  
TREIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFK  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  544  
SMMGEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR 
Sbjct  604  
VDVFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRG  663

Query  602  VCLTELKGYQA  612
                E   Y A
Sbjct  664  QFSMEFSHYAA  674

>WP_027975825.1 elongation factor G [Streptococcus devriesei]
Length=693



 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFQGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTTKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYSGDIAAAVGLKETTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKSKADQDKMGVA  425

Query  365  



LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G++
Sbjct  486  
RAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLQ  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_021801216.1 GTP-binding protein [Clostridium intestinale]
 ERK31407.1 tetracycline resistance protein [Clostridium intestinale 
URNW]
Length=649

 Score = 249 bits (637),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 175/630 (28%), Positives = 305/630 (48%), Gaps = 
22/630 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +L+ S +I   G V+  ++  D+  +E+ RGITI +    
F +
Sbjct  5    
IGILAHVDAGKTTFSEQILFHSKSIKNRGRVDHKSSFLDSHNIEKDRGITIFSDQAVFSY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+D   E+ R++ V+D AIL+IS  DG+QA T  ++  LRK  
+P   
Sbjct  65   



NESTYYLIDTPGHIDISQEMERAIKVMDYAILIISGVDGIQAHTETVWELLRKNKVPVFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENT-
DIEAWDAVIENNDK  184
            FINKID+   D++SV+  ++  L+ D+ +      S E   E+N+   E  + V E 
++K
Sbjct  125  FINKIDRETADIESVLNEIKTNLTEDVFL-----TSKE--
FEDNSISEELAEFVAERDEK  177

Query  185  LLEKYIAGEPISREKL-
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            LLEKY+ GE    EKL +   ++ +++  ++    GSA + +G++  + A   L      
Sbjct  178  LLEKYLDGE--YDEKLWLSSLKKLIKENKVYTCLTGSALQDVGVEEFL-
AKFDLLTYTEY  234

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-
GREKLKITEMRIPSKGEI  302
                 L   V+K++Y + G R  +L++ SGTL++RD      G    K++++R+ +  
+ 
Sbjct  235  
DKDEELSALVYKIKYDEQGSRVTFLKVLSGTLKVRDEFKTKDGETYEKVSQIRVYNGSKF  294

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D  + G+I  +    S +  + +G  T +    +  + +P L++ +        
+ +
Sbjct  295  KTVDEVHAGDIFGVTGLSSFKTGEGIG--TLVDDVDY--
EMVPTLKSKVIFDKKLNIKEV  350

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+    L   DP L    D    EI L  +G +QLE++  +L +++ L+       
++Y 
Sbjct  351  
LNKFKILEAEDPSLNIVWDEKLQEIQLHIMGVIQLEILKQVLEDRFDLKVEFGPCEILYK  410

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E  ++      H E  P   +A + L + PL    G+++E++     +    QN V
+  I
Sbjct  411  ETIVEETVGYGHFE--
PLKHYAEVHLKLEPLKRNEGIKFENKCHADDMTVGNQNLVKVHI  468

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                 +G+  G  +TD K+    G  ++  +   DFR      L Q L+ +   
+LEPY 
Sbjct  469  
FEKEHRGILTGSPITDIKVTLLTGRAHNKHTEGGDFREATLRALRQGLESTKNIILEPYY  528

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F + A  +Y+ +   D  +   T E   +  D+V+  G  P      Y  +    
T G+



Sbjct  529  
RFKIEAHLDYMGKILSDIQRLNGTFEAPNINLDKVIIIGRGPVATFMNYNIEFVAMTKGK  588

Query  601  SVCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                    GY      + VI+    N   D
Sbjct  589  GKLSLIFDGYDVCHNEEEVIEKIGYNKNAD  618

>OUW26578.1 elongation factor G [Rhizobiales bacterium TMED168]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 192/680 (28%), Positives = 313/680 (46%), Gaps = 
69/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSYKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K N
+P +
Sbjct  72   
WNDKRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDSVAGVEPQSETVWRQANKYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----SL  160
             F+NK+D+ G D    V+ ++D+L +                   D++I + V     
SL
Sbjct  132  
CFVNKMDRIGADFFRCVEMIKDRLGSIPLVMQLPIGSESNYEGLIDLVIMKEVIWKEESL  191

Query  161  SPEIVLEENTD----------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E   +E  D           E  ++ +E +D ++E+Y+ G     E + R  ++ 
V +
Sbjct  192  
GAEFEYKEIRDDLKEQAEKYRSELIESAVEQDDDVMEQYLDGNEPDTETIKRCIRKGVLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-
QPIGEQGSAALCGSV----------------  253
             S  PV  G+A K  G+QPL+DAV      PI  +    +                    
Sbjct  252  
QSFVPVLNGTAFKNKGVQPLLDAVVDFMPSPIDVEAIKGINPDTEEEMKRESSDEEPLSL  311

Query  254  --FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV          + R+YSG L    T+    + K     ++ EM   S+ +I     
Sbjct  312  



LAFKVMNDPFVGNLTFARIYSGVLETGQTLVNTVKNKKERIGRMLEMHSNSREDI---KE  368

Query  308  AYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            A  G+IV L    D+   + + GD  ++  +R  E P P++   + PKT A +E++  
AL
Sbjct  369  ARAGDIVALVGLKDTTTGDTLCGDDNQIILERM-
EFPEPVIEVAVEPKTKADQEKMGLAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            ++LA  DP  R   D+ + + ++S +G + L+++   +  ++K+E  V  P V Y 
E   
Sbjct  428  
SRLAKEDPSFRVSSDNESGQTVISGMGELHLDILVDRMKREFKVEANVGAPQVAYRETFS  487

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K A   +T   +      +A + + +TP   G G  + S +  G + + +   V  
GI  
Sbjct  488  
KEAEIDYTHKKQSGGAGQFARLKIIITPNQPGEGYNFTSEIVGGSIPKEYIPGVEKGIES  547

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              + G L G+ + D  +    G Y+   S+   F   A     +  +++G +LLEP 
+  
Sbjct  548  
VKDTGALAGFPIIDFNVRLVDGAYHDVDSSVMAFEIAARAAFREVCRDAGIKLLEPMMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+E+L     D       I   + +    V    +P   +  Y   L   + 
GR+V
Sbjct  608  
EVVTPEEHLGDIIGDLNSRRGQISGTETRGPSTVIDSMVPLANMFGYVNTLRSMSQGRAV  667

Query  603  CLTELKGYQ---AAVGQPVI  619
                   YQ    AV + VI
Sbjct  668  FTMLFDHYQEVPKAVSEEVI  687

>WP_008116254.1 GTP-binding protein [[Bacteroides] pectinophilus]
 EEC55970.1 putative translation elongation factor G [[Bacteroides] 
pectinophilus 
ATCC 43243]
Length=791

 Score = 253 bits (645),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 179/622 (29%), Positives = 296/622 (48%), Gaps = 
35/622 (6%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL E +L+A G I + G V+      D   +ER RGITI 
+  
Sbjct  1    
MKKIVLGILAHVDAGKTTLAEGILHACGTIRKAGRVDHKDAFLDNGEMERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                W  C + I+DTPGH+DF AE+ R+L VLD A+LVI  KDGVQ     L+  L 
+  
Sbjct  61   
ARVTWKDCDITILDTPGHVDFSAEMERTLQVLDYALLVIDGKDGVQGDVHTLWQLLGRYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+DQ G D ++V+  +R KL  +I+         EI  +  ++ EA + 
+  
Sbjct  121  VPVFIFVNKMDQPGTDREAVLTELRHKLDNNIM---------
EIPSDIASEPEAAEELAM  171

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +++L+E+Y+    I  + +       + +  LFP ++GSA K  GI  L+D +  
+ + 
Sbjct  172  CSEQLMEEYLENGSIEVDSV----
NDAICERKLFPCFFGSALKEEGITELLDGINSMTEN  227

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR----DTVALAGRE--
KLKITEM  294
            +  +        V+K+     G R  Y+++  GTLR++    ++ +  G    + K  
++
Sbjct  228  M--
EYPEEFGARVYKIGRDASGVRLTYMKVTGGTLRVKMMVGNSCSADGDNVWEEKADQL  285

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R+ +       +    G+I  +      L    G    +      E+  P+L   I  
+ 
Sbjct  286  RLYNGAGYQMAEKVEAGDICAVTG---LLKTFAGQGLGIE----
SENSAPVLEPVITYRL  338

Query  355  AAQRER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                E      L  + QL + +P L       + EI +  +G+VQ+E++ + L+E+
+ +E
Sbjct  339  
ILNDETDPVVALGKVRQLEEEEPELHVTWQEESREIHIQVMGQVQMEILKSTLAERFGIE  398

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                  S++Y E   +      H E  P   +A + L + P   GSGVQ  S  S   
L+
Sbjct  399  AEFDAGSIVYKETLAEPVVGIGHFE--
PLRHYAEVHLLMEPGERGSGVQIASLCSSDELD  456



Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   +   +  G L G  +TD +I    G  +   +   DFR      + 
Q L+
Sbjct  457  
KNWQRLILTHLEERIHPGVLTGSELTDVRIILIAGRAHDKHTEGGDFRQATYRAVRQGLR  516

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
                 LLEP+  F L  P + + +A  D  +     +    + D+ + TG  PA  
++ Y
Sbjct  517  
SGRNILLEPWFDFRLEVPADNIGKAMSDVTRMHGEFQPPVTEGDKCILTGSAPAAAMRDY  576

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              ++  YT G       LKGY+
Sbjct  577  SREVTAYTRGHGRLTCTLKGYE  598

>WP_082210757.1 elongation factor G [Faecalibacterium prausnitzii]
 ATP00910.1 elongation factor G [Faecalibacterium prausnitzii]
Length=708

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/684 (27%), Positives = 316/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  193

Query  157  TVSLSPEIVLEE-NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN++ L+EKY+ GE 
I+R



Sbjct  194  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILIEAVAENDEVLMEKYLEGEEITR  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            E+L    ++     +L PV  GS+ K  G+Q L+DA+              G+     
EQ
Sbjct  254  
EELKAAIRKETIANTLVPVTCGSSYKNRGVQKLLDAIVDYMPAPTDVEDIKGVNPETEEQ  313

Query  245  GS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
             +      A      FK+       +  Y R+YSG +    TV  +    RE++ 
+I +M
Sbjct  314  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDARERMGRILQM  373

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  374  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  427

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  428  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  487

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   K A+       +      +  + + + P   G G ++ + +  
G 
Sbjct  488  
ANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  547

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
+ A
Sbjct  548  
IPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKDA  607

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  608  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNSRRGQIQGMEAMAGTQRVNAFVPLAQMF  667

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+



Sbjct  668  GYATDLRSKTQGRGQYVMEPSHYE  691

>OGT41876.1 translation elongation factor G [Gammaproteobacteria 
bacterium 
RIFCSPHIGHO2_12_FULL_40_19]
Length=702

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/676 (28%), Positives = 310/676 (46%), Gaps = 
70/676 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G+   D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGVSHKMGEVHEGSAVMDWMEQEQERGITITSAATTCH  72

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W        + ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
Sbjct  73   
WQGMDKQFPKHRINIIDTPGHVDFTIEVERSLRVLDGAVGVFCSVGGVEPQSETVWRQAN  132

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL------  160
            K  +P + FINK+D++G +   VV  +  +L  + +            K  V L      
Sbjct  133  
KYGVPRLAFINKMDRSGANFLRVVGQIEQRLRGNPVPMQLPIGAEDEFKGVVDLIRMKAI  192

Query  161  ------------SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVRE  203
                        + +I  +   D E W     +A  E+ND L+EKY+    +   +
+   
Sbjct  193  
YWNEADSGMSYEAKDIPADMLADCEEWRAKMIEAAAESNDTLMEKYLETGELDALEIKEG  252

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGE-----QG  245
             + R     + PV  GSA K  G+Q ++DAV              GL +   E       
Sbjct  253  
IRARTLKNEIVPVLCGSAFKNKGVQAMLDAVIEYLPSPLDVPPVKGLDERDAEISRPVDD  312

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGE  301
            +A      FK+          ++R+YSG+ +  DTV  ++ G+++   +I +M   
++ E
Sbjct  313  
NAPFSALAFKIMTDPFVGTLTFIRVYSGSAKSGDTVYNSVKGKKERIGRILQMHANTREE  372

Query  302  IVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360



            I    T   G+I  L    +V   D L     +      E P P++   + PKT A 
+E+
Sbjct  373  IKEIHT---
GDIAALVGMKNVTTGDTLSSIDDVVILERMEFPEPVISVAVEPKTKADQEK  429

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y
Sbjct  430  
MGIALGKLAQEDPSFRVHTDEESGQTIISGMGELHLEIIVDRMMREFKVEANVGKPQVAY  489

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K   H      +      +  + L + P +LG G ++ + +  G + + +  
AV 
Sbjct  490  
RETIKKTVEHEGKYIRQTGGRGQYGHVWLRIEPNTLGEGFEFANEIVGGVIPREYIPAVE  549

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++  ++ G+  G+ V D K+    G Y+   S    F+    +  ++A +++G  
LLE
Sbjct  550  
KGVKEQMQNGVIAGYPVVDVKVALFDGSYHDVDSNEMAFKIAGSMCFKEAARKAGAVLLE  609

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +      P++Y+     D  +    I+         +   E+P   +  Y TDL   
+
Sbjct  610  
PIMKVEAVTPEDYMGDVVGDLNRRRGVIQGMDEGPSGKIIGAEVPLAEMFGYATDLRSMS  669

Query  598  NGRSVCLTELKGYQAA  613
             GR+    E   Y  A
Sbjct  670  QGRATYTMEFLKYAEA  685

>CUQ52805.1 Tetracycline resistance protein tetM [[Ruminococcus] 
torques]
 SCI91784.1 Tetracycline resistance protein tetM [uncultured 
Ruminococcus 
sp.]
Length=972

 Score = 256 bits (653),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 192/649 (30%), Positives = 315/649 (49%), Gaps = 
50/649 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +G+LAHVDAGKTTL+E+LLY SG I + G V+      DT  LER+RGITI 
+   



Sbjct  10   
KNICMGLLAHVDAGKTTLSEALLYLSGKIRKLGRVDHKDAYLDTSPLERERGITIFSKQA  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              ++   +V I+DTPGH+DF AE+ R+L VLD A+L+I+  DGVQ  T  L+  L 
+  I
Sbjct  70   
VLEFPETRVTILDTPGHVDFSAEMERTLQVLDYAVLLINGADGVQGHTVTLWKLLERYQI  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----
KQTVSLSPEI---------VLE  167
            PT IF+NK+DQ G D  +++  ++ +L+ + +           L+PE+         
++E
Sbjct  130  
PTFIFVNKMDQDGTDHDALLTELKKRLNENCMDFSEKGNPDGDLNPEVLAGEKEQQNLME  189

Query  168  
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGI  227
                 E  +++   +++LLEKY+    +SR    RE    + D  +FP Y+GSA K  
G+
Sbjct  190  NKFSEEFLESLAMCDEELLEKYLETGEVSR----
REITGLIADRKVFPCYFGSALKMEGV  245

Query  228  QPLMDAVTGLFQ-
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-----  281
            + L+  +    + P+  +   A    V+K+   D G R  Y+++  GTL++++ +     
Sbjct  246  EKLIHGLDRYTRCPVYPE---
AFGAKVYKIARDDQGNRLSYMKITGGTLKVKELLITSKG  302

Query  282  -ALAGRE--KLKITEMRIPS--KGEIVR-----
TDTAYPGEIVILPSDSVRLNDVLGDPT  331
               AG E  + K  ++RI S  + E+V+     T  A  G     P   + + +    
P 
Sbjct  303  
NVAAGEEVWEEKADQIRIYSGARFELVKEVPAGTVCAVTGLSHTFPGQGLGVTENSNMPV  362

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
                        P+L   I         ++L  L +L + DP L    D    EI    
+
Sbjct  363  L----------
EPVLNYQIILSEGCDVHQMLKKLRELEEEDPQLHIVWDEQLGEIHAMLM  412

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G VQ+E++  L+ E++ +       +++Y E          H E  P   +A + L 
+ P
Sbjct  413  GDVQIEILKRLIWERFHVAVDFGTGNIVYKETIAAPVEGVGHFE--
PLRHYAEVHLLLEP  470

Query  452  LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPV  510
               GSG+Q+ +  S   L++++Q  +   +     +G L G  +TD +I    G  



+   
Sbjct  471  
GEQGSGMQFFTACSEDVLDRNWQRLILTHLEEKEHRGVLTGAPITDMQITLLTGRAHQKH  530

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            +   DFR      + Q LK++   LLEPY  F L  P E + RA +D  K   T+   
+ 
Sbjct  531  
TEGGDFRQATYRAIRQGLKKAQNVLLEPYYEFRLEVPVEVVGRAMNDIQKMQGTLLPMET  590

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
            +++  +  G+ P   ++ Y+ ++  YT G       LKGY+    Q  I
Sbjct  591  EENTAILKGKAPVSTMRDYQKEVVSYTRGMGRLFCSLKGYEPCKNQDEI  639

>WP_043787610.1 elongation factor G [Amycolatopsis rifamycinica]
 KDN17355.1 elongation factor G [Amycolatopsis rifamycinica]
Length=647

 Score = 249 bits (637),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 207/647 (32%), Positives = 311/647 (48%), Gaps = 
49/647 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTT+TE +L+ +G   + G V  GTT TD    ER RGITI AA  
S  
Sbjct  11   
NLGILAHVDAGKTTVTERILHRTGTTHKTGEVHDGTTVTDFDPQERDRGITIFAAAVSCT  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++ ++DTPGH+DF AEV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  71   
WDGHRLTLIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVEPQSETVWRQADRYGVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTVS-----------
LSPEIVLEE----  168
             F+NK+D+AG DL + V S+R +L  A ++++  +            + P  V ++    
Sbjct  131  
AFVNKLDRAGADLDAAVASIRARLHPAPLVVQLPIGREDGFTGVVDLVRPRDVPDDLVAE  190

Query  169  --
NTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                     +AV E +   L+++ A   +S E L +  +      +   V  G+A 
+  G
Sbjct  191  
ARRRRRVLEEAVAELHPVALDEFCATGTVSAETLEKALRELTLSGAGLVVLCGAAYRDRG  250

Query  227  IQPLMDAVTGLFQPIGE----------
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276



            I+PL+DAV        +            +A L   VFKV  T  G R  YLR
+YSGTLR
Sbjct  251  IEPLLDAVVAYLPSPADVPPVRPDRPADPAAPLAALVFKVVSTATG-
RLTYLRVYSGTLR  309

Query  277  LRDTVALAGR-EKL-KITEMRIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVL---GDP  330
              D VA AGR E++ ++  ++   + E+   D+A  G+IV +    + R+   L   
G P
Sbjct  310  KGDQVADAGRVERIARVLRVQADRQSEV---
DSAVAGDIVAVAGPKAARVGATLCAPGAP  366

Query  331  
TRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSF  390
              L       DP+     ++A +     +RL +AL +LA+ DP L   VD  T + 
+LS 
Sbjct  367  VLL-EPPVTADPV----
VSVAIEARRDGDRLTEALARLAEEDPSLVVRVDPETGQTVLSG  421

Query  391  LGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF---
WASIGL  447
            LG + LEV    L     LE VV  PSV Y E  +   S  ++  V  +     +A 
+ L
Sbjct  422  
LGELHLEVAVEKLRRDRGLEVVVGRPSVAYRETVVSGVSGLVYRHVKQDGGAGQFAHVVL  481

Query  448  SVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLY  506
             V P +   G ++ S V  G + + +  AV  G R  L +G L G  VT  ++    
G  
Sbjct  482  DVAPAA--
DGFEFASAVVGGRVPREYVRAVEAGCRDALAEGPLGGHPVTGLRVTLTDGAT  539

Query  507  
YSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIE  566
            +   S+   FR+   + L +AL+ S  +LLEP     +  P E +     D       
+ 
Sbjct  540  
HPKDSSDLAFRTAGRLGLREALRRSVLRLLEPVAEVSVTVPPEAVGGVLGDLAARRGRVA  599

Query  567  TAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAA  613
             ++V+    V T  +P   +  Y T L   T GR        G+  A
Sbjct  600  GSEVRPGTAVVTATVPVAELFGYATRLRSRTQGRGTFTARPAGFAPA  646

>PIT97614.1 elongation factor G [Candidatus Berkelbacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_41_12]
Length=699

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/690 (28%), Positives = 318/690 (46%), Gaps = 
74/690 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  E++RGITI AA 
T+  
Sbjct  12   
NIGIIAHIDAGKTTVTERILFYTGKKHKVGEVHEGEAEMDWMAQEKERGITITAAATTCF  71

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       H+ K+NI+DTPGH+DF  EV RSL VLDG ++V     GV++Q+  ++    
Sbjct  72   
WSSRSDPGHKTKINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVESQSETVWRQAD  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEE----  168
            K ++P + FINK+D+ G D     +S+ D+L  + I     I +  + S  I L E    
Sbjct  132  
KYSVPRIAFINKLDRTGADFYKSYRSILDRLGREAIPTQIPIGEESNFSGLIDLLEMVSY  191

Query  169  -------------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREE  204
                                +  E W     + + E +D+LLE ++  + IS  +L    
Sbjct  192  
VYKDDLGKDIEKKEVPENLKSQAEEWRHKLVEKIAETDDRLLENFLEEKEISLLELKDAL  251

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA---------------  248
            ++   +  + PV  GSA K  G+Q L+DAV   L  P+    + A               
Sbjct  252  
RKATVEGKIVPVLTGSALKNKGVQLLLDAVVDYLPNPLDLPPAVAKDVKDPEKEIEIVAR  311

Query  249  ----LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIV  303
                  G  FK+       +  + R+YSGTL+    V  +   EK ++  + I    
+  
Sbjct  312  
DEDPFAGLAFKIATDPFVGKLTFTRIYSGTLKAGSYVLNSSTLEKERVGRLLIMHANKRE  371

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            + +  + G+IV I+   S      +   G P  L   ++ E   P++   I PKT   
+E
Sbjct  372  QVEEVFAGDIVAIVGLKSTTTGQTICDEGHPVVLEAIKFAE---
PVISIAIEPKTKVDQE  428

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            R+  AL +LA+ DP  R E+   T++ ++S +G + L+++   L  ++K++  V  
P V 
Sbjct  429  
RMSLALQKLAEEDPTFRVEIKPETNQTLISGMGELHLDILVDRLRREFKVDANVGTPQVA  488

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477



            Y E  R   +A      +      +  + L V P   G G ++ ++++ G + + F  
AV
Sbjct  489  
YRETIRHRASAEGKFIRQTGGRGQYGHVFLDVEPKEPGEGTEFVNKIAGGAIPREFIPAV  548

Query  478  RDGIRYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++   ++G+   + + D K     G Y+   S+   F+    I  + A+K +   
LL
Sbjct  549  
EKGVKEATQKGVVANYPMVDLKTTLTDGTYHDVDSSELAFQIAGSIAFQAAVKRADPVLL  608

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +      P+EY+  A  D     A I+    + +  V    +P   +  Y T 
L   
Sbjct  609  
EPIMKVETVVPEEYMGDALGDLNSKRAKIDQVTDRGNVKVIPSMVPLAEMFGYATTLRSM  668

Query  597  TNGRSVCLTELKGYQAA---VGQPVIQPRR  623
            T GR     E   Y+     V Q +I+ R+
Sbjct  669  TQGRGSYTMEFDHYEEVPYNVSQEIIEGRK  698

>PIV65098.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG01_land_8_20_14_3_00_12]
 PIW91353.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG_4_8_14_3_um_filter_37_36]
 PJA82984.1 elongation factor G [Candidatus Nealsonbacteria 
bacterium CG_4_9_14_3_um_filter_37_29]
Length=694

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 202/691 (29%), Positives = 328/691 (47%), Gaps = 
80/691 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+ AGKTT T  +LY +G   + G++EKGTT  D M LER+R +TI AA 
TS  
Sbjct  11   
NIGIIAHISAGKTTTTVCILYYTGKTYKIGTLEKGTTILDWMALERERAMTIMAAATSCY  70

Query  65   W----
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            W       ++NI+DTPGH+DF AEV RSL VLDGAI+V     GVQ Q+  ++H      
Sbjct  71   
WSLDGENYQINIIDTPGHIDFTAEVQRSLRVLDGAIVVFDGGAGVQTQSETVWHQADNFG  130

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSP-------------  162
            +P + F+NK+D+ G   +  ++S+  +L+ + I     I +  + S              
Sbjct  131  



VPRICFVNKMDKVGATFEMNLESIWKRLAMNAIPLQLPIGEEDNFSGLVDLLKMKALRFE  190

Query  163  ----EIVLEENTDI------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                EIV EE          + W     + V   +++LLEKY++ + IS  +L +  
++ 
Sbjct  191  
GKEGEIVKEEEIPKELEEKAKEWRKKIIEKVAAEDEELLEKYLSKKEISITELRKGLRKA  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------------------TGLF---
QPIGEQG  245
            V    +FPV++GS  K +GIQPL+DA+                   TG     +P+  
+ 
Sbjct  251  
VIKCKIFPVFFGSLFKRIGIQPLLDAIIYYLPSPVDLPPIKGTDPKTGEVIERKPLDSEP  310

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA--
GREKLKITEMRIPSKGEIV  303
             +AL    FK++         + R+YSG L+ R +  L     EK +I  +      
E  
Sbjct  311  FSALA---FKIQADPYVGTLTFFRVYSGYLK-
RGSYLLNPITGEKERIGRLLRMHAAERE  366

Query  304  RTDTAYPGEIVIL-----
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             T+ A+ G+I+        S    L+D   +P  L +  +   P P++   I PKT 
A +
Sbjct  367  ETEEAFAGDILATVGLKNTSTGHTLSDS-NNPIILEKITF---
PEPVISIRIEPKTKADQ  422

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +L++ DP  + + D  T E I+S +G + LE+++  +  ++K+E  V  
P V
Sbjct  423  
EKMSLALKRLSEEDPTFKMKTDQETGETIISGMGELHLEIITDRMKREFKVEGDVGRPQV  482

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             Y E  + L  A      +      +  + L V P   G G ++   +  G + Q 
F  A
Sbjct  483  
AYKETIKELAEAEGKYIRQSGGRGQYGHVWLKVEPKKSGEGFEFVDEIKGGVIPQEFIPA  542

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G++  +E+G L G+ + D ++    G ++   S+   F+      L+ A + +   
L
Sbjct  543  
VEKGVKEAMEKGVLAGYPLVDLRVTLYDGSFHEVDSSEFAFKIAGSAALQSAARRAKLVL  602

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   + +PQE+      D       IE  Q +    +   ++P   +  Y T 



L  
Sbjct  603  
LEPIMKLEVISPQEFFGSVIGDLGAKRGKIEETQDRFQVKIIRAKVPLAEMFGYATTLRS  662

Query  596  YTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             T GR     E   Y+     + Q +I+ +R
Sbjct  663  LTQGRGTFTMEFDHYEEMPQNIAQEIIEGKR  693

>OGF52474.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_01_FULL_43_100]
 OGF66790.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_02_FULL_43_32]
 OGF77565.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_12_FULL_43_15]
 OGF90360.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_02_FULL_43_11b]
 OGF92646.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_12_FULL_43_11c]
Length=700

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/677 (29%), Positives = 310/677 (46%), Gaps = 
73/677 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI +A 
T+  
Sbjct  12   
DIGIIAHIDAGKTTVSERVLFYTGVSHKIGEVHEGEAVMDWMEQERERGITITSAATTCF  71

Query  65   W----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            W          +  ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  
++ 
Sbjct  72   
WTPSYLPKDKKNEFRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVSGVEPQSETVWR  131

Query  115  
ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---------------------  153
               K  +P + FINK+D+ G      + S+ D+L+ + +                     
Sbjct  132  
QADKYKVPRICFINKLDRMGASFFGSLASIHDRLTPNAVAVNIPIGLESDFQGLIDLIRM  191

Query  154  --IKQTVSLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLV  201
              IK       +I++E+       + E W     + V E +D L EKY+ G+ IS 



E++ 
Sbjct  192  
KFIKFEGEHGEKIIVEDIPESHKAEAEKWRHKLIEKVAEQDDFLTEKYLEGKEISEEEIK  251

Query  202  REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------FQPI-------
GEQGSAA  248
            +  ++     +L PV+ GSA K  G+Q ++D V           P+       GE+ 
S  
Sbjct  252  
KTLRKATLAYNLVPVFCGSALKNKGVQIMLDGVVDYLPSPADLPPVRGKDLITGEEISRL  311

Query  249  LCGSV------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPS  298
               +V      FK++      +  Y R+YSG L+    V     E      +I  M    
Sbjct  312  
ADDNVPFASLAFKLQTDPYVGQLTYFRVYSGVLKAGSYVLNTNTEDKERVGRILRMHANH  371

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + EI      Y GEI  I+   + R  D L DP    R      P P++   I 
PKT   
Sbjct  372  REEI---
KEIYAGEIGAIVGLKNTRTGDTLCDPENPIRLETITFPEPVVSMRIEPKTKQD  428

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +ER+  AL +L++ DP  R + D  T E I+S +G + LE++   +  ++K+E  V  
P 
Sbjct  429  
QERMGLALKRLSEEDPTFRIKSDEETLETIISGMGELHLEIIVDRMKREFKVEANVGRPQ  488

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + L    L  G G ++E+ +  G + Q 
F  
Sbjct  489  
VAYKETVRGTAEAEGKYIKQSGGRGQYGHVRLRAEALERGKGNEFENEIRGGVVPQEFIP  548

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++ GL++G+  G+ + D KI    G Y+   S+   F+  A +  ++  + 
+   
Sbjct  549  
AVEKGVKEGLDRGVIAGFPLVDVKISLYDGSYHEVDSSEIAFKIAASMATQEVCRRAKPV  608

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P +++     D     A IE    + +  V   ++P   +  Y 
T L 
Sbjct  609  
LLEPIMKVEVVTPDKFMGDVTGDLNSKRARIEQISDRLNLKVIDAKVPLSEMFGYVTTLR  668

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+    E   Y+



Sbjct  669  SNTEGRASYTMEFSHYE  685

>WP_012501436.1 elongation factor G [Chlorobaculum parvum]
 B3QR64.1 RecName: Full=Elongation factor G; Short=EF-G
 ACF10601.1 translation elongation factor G [Chlorobaculum parvum 
NCIB 8327]
Length=704

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/688 (28%), Positives = 320/688 (47%), Gaps = 
90/688 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGRLHKMGEVHEGGATMDWMEQEKERGITITSAAT  68

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W           HR  +NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ 
Q+ 
Sbjct  69   TCFWTPKFGNYSGVNHR--
INIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSE  126

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------  151
             ++    K  +P + ++NK+D+ G D  + V+++R++L A+                   
Sbjct  127  
TVWRQANKYGVPRIAYVNKMDRTGADFFNAVKAIRERLGANPVPIQIPIGEGEMFAGFVD  186

Query  152  -------IIIKQTVSLSPEIVLEENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISR  197
                   I  K+  S   E+ +  + + EA  W     +AV E ++ LLEKY+ G+ 
I+ 
Sbjct  187  
LIRMKGIIYDKEDGSTYEEVAIPHDLENEARTWRINMLEAVSELDETLLEKYLNGDDITE  246

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------  238
            E++    ++   + S+ PV  GS+ K  G+Q ++DAV                       
Sbjct  247  
EEIRSVLRQATLNVSIIPVLCGSSFKNKGVQFMLDAVIDYLASPVDDGVVEGHDPRTEEE  306

Query  239  ---QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--KI  291
               QP  E+  AAL    FK+       +  + R+YSG L     V  ++ G+++   
++
Sbjct  307  IVRQPKDEEPFAALA---
FKIATDPFVGKLTFFRVYSGVLNAGSYVLNSVTGKKERVGRV  363



Query  292  TEMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLR  347
             +M    + E    D  Y G+I   +    VR  D L D   P  L +  +   P 
P++ 
Sbjct  364  LQMHSNKREE---RDAVYAGDIAAAVGLKEVRTGDTLCDENKPIVLEKMVF---
PEPVIE  417

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              + PKT A  ++L  +L +LA+ DP  R + D  T + +++ +G + LEV+   L  
++
Sbjct  418  
IAVEPKTKADNDKLGMSLAKLAEEDPTFRVKTDEETGQTLIAGMGELHLEVLVDRLKREF  477

Query  408  KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSV---
TPLSLGSGVQYESRV  464
            K+E  V +P V Y E       H     V  +      GL V    PL  G G ++   
+
Sbjct  478  KVEANVGQPQVAYRETIRGTVEHEGKF-
VRQSGGKGQFGLVVLRLEPLEEGKGYEFVDEI  536

Query  465  SLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              G + + +  +V  GI+  ++ G+  G+ + D K+    G Y+   S+   F+    
I 
Sbjct  537  
KGGAIPKEYIPSVNAGIQQAMKDGVVAGFPMQDVKVALIDGKYHEVDSSEMAFKIAGSIG  596

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
             + A K++   LLEP +   +  P+EYL     D       IE    +        
++P 
Sbjct  597  
FKGAAKKANPVLLEPIMKVEVITPEEYLGDVMGDLSGRRGHIEGMGERAGAQFVKAKVPL  656

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +  Y T L   T GR+    E + Y+
Sbjct  657  SEMFGYSTTLRSMTQGRANYSMEFETYR  684

>WP_016843742.1 elongation factor G [Bradyrhizobium elkanii]
 OIM95531.1 translation elongation factor G [Bradyrhizobium elkanii]
Length=690

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   



NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G



Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>BBD67779.1 protein synthesis factor, GTP-binding [Nostoc commune 
HK-02]
 GBG21239.1 protein synthesis factor, GTP-binding [Nostoc commune 
NIES-4072]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 192/693 (28%), Positives = 320/693 (46%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPE----IVL  166
            P + FINK+D+ G +   V + +RD+L A+ I  Q            V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYKVHEQIRDRLRANAIAIQLPIGSENDFQGIVDLVRQRAYIYAN  188

Query  167  EENTDIEAWD------------------



AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  A  E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETDIPEELQAQVEEFRTKLIEAAAETDDALMTKYFEGEELTEDEVRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++ PV  GSA K  G+Q ++DAV              GL  P G+           
L
Sbjct  249  IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPSEVPPIQGLL-
PNGDTVERRADDDEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    +    
D  
Sbjct  308  AALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNASKNKKERISRLVLMKADDRQDVDEL  366

Query  309  YPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              G++      ++ L D L        G P  L        P P++   + PKT    
++
Sbjct  367  RAGDL----GAALGLKDTLTGDTLCDDGSPVILESLFI---
PEPVISVAVEPKTKNDMDK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  420  
LSKALQSLSEEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAY  479

Query  421  MERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   KA +      +  +      G   +++ P   G+G ++ S+++ G + + +    
Sbjct  480  
RETIRKAVNKVEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIAGGSVPKEYVGPA  539

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++   E G L G+ + D K     G Y+   S+   F+    + +++A+ ++   
+L
Sbjct  540  
EQGMKESCESGVLAGYPLIDVKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLKASPVIL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       IE+   +K     T ++P   +  Y TD
+   
Sbjct  600  
EPMMKVEVEVPEDYMGNVIGDLNTRRGQIESQSTEKGLAKVTSKVPLASMFGYATDIRSK  659



Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            T GR     E   Y+    +V + +I   + N+
Sbjct  660  TQGRGTFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_010872942.1 MULTISPECIES: elongation factor G [Synechocystis]
 P74228.1 RecName: Full=Elongation factor G 2; Short=EF-G 2
 BAA18322.1 elongation factor EF-G [Synechocystis sp. PCC 6803]
 BAK50495.1 elongation factor EF-G [Synechocystis sp. PCC 6803]
 BAL29494.1 elongation factor EF-G [Synechocystis sp. PCC 6803 
substr. GT-I]
 BAL32663.1 elongation factor EF-G [Synechocystis sp. PCC 6803 
substr. PCC-N]
 BAL35832.1 elongation factor EF-G [Synechocystis sp. PCC 6803 
substr. PCC-P]
 BAM54964.1 elongation factor G [Synechocystis sp. PCC 6803]
 AGF52010.1 elongation factor EF-G [Synechocystis sp. PCC 6803]
 ALJ67974.1 elongation factor G [Synechocystis sp. PCC 6803]
 AVP89806.1 elongation factor G [Synechocystis sp. IPPAS B-1465]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 188/666 (28%), Positives = 303/666 (45%), Gaps = 
59/666 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RIRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W    +NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STDWLGHHINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYQV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEE-------------  168
            P + F+NK+D+ G +   V Q + D+L A+ +  Q + +  E   E              
Sbjct  129  PRIAFVNKMDRTGANFFRVCQQIGDRLRANAVPVQ-
IPIGSEAEFEGIVDLVRMKAYLYK  187

Query  169  ---NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDI+                    ++V E +D L+EKY+ GE ++ ++LV   
+R 
Sbjct  188  
NDLGTDIQEVPIPDSVKDKTEEYRLRLVESVAEADDALMEKYLEGEELTADELVAGLRRG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------



QGSAAL  249
                ++ PV  GSA K  G+Q L+DAV                 P GE      +  
A L
Sbjct  248  
TIAGTMVPVLCGSAFKNKGVQLLLDAVVDYLPSPLEVPAIEGHLPDGEVATRPAEDKAPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
                FKV   D   R  ++R+YSG L     V  + +EK  +I+ + I    + +  
D  
Sbjct  308  SALAFKV-
MADPFGRLTFVRVYSGVLEKGSYVLNSTKEKKERISRLIILKADDRIEVDQL  366

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G++  +L        D L D            P P++   + PKT    ++L  
AL  
Sbjct  367  
NAGDLGAVLGLKDTLTGDTLCDDQEPIILESLFVPQPVISVAVEPKTKQDMDKLSKALQS  426

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P V Y E   
KA
Sbjct  427  
LSEEDPTFRVSVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETIRKA  486

Query  428  --
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + + V P   G+G ++ S++  G + + +      G+
+   
Sbjct  487  
VQAEGKFIRQSGGKGQYGHVVIEVEPTEPGTGFEFVSKIVGGVIPKEYIAPSEQGMKEAC  546

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ V D K     G ++   S+   F+    + + +A+ ++   LLEP +   
+
Sbjct  547  
ASGVLAGYPVIDLKATLVDGSFHDVDSSEMAFKIAGSMAIREAVGQADPVLLEPVMKVEI  606

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P +++     D       IE  + ++        +P   +  Y TD+   T GR 
+  
Sbjct  607  
EVPDDFMGNVIGDLNARRGHIEGQETEQGIAKVAASVPLAEMFGYATDIRSKTQGRGIFS  666

Query  605  TELKGY  610
             E   Y
Sbjct  667  MEFSHY  672

>WP_043408975.1 elongation factor G [Archangium violaceum]



 KFA88382.1 elongation factor G [Archangium violaceum Cb vi76]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 196/680 (29%), Positives = 320/680 (47%), Gaps = 
78/680 (11%)

Query  5    NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAVTSF  63
            NIGI+AH+DAGKTT TE +L+ +GAI + G V +GTT TD M  ER+RGITI  AA
+T+F
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGAIHKMGEVHEGTTTTDWMPQERERGITITSAAITAF  71

Query  64   QWHRC----
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             W R     ++NI+DTPGH+DF  EV RSL VLDGAI V    +GV+ Q+  ++    
K 
Sbjct  72   -
WSRSEQKYRINIIDTPGHVDFTIEVERSLRVLDGAIAVFDGVNGVEPQSETVWRQADKY  130

Query  120  NIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSL  160
             +P + F+NK+D+ G D    V S+R+KL A                   D++  + 
+  
Sbjct  131  
KVPRICFVNKMDRVGADYTMSVNSIREKLGARPVRLQLPLGTEDKLRGVIDLVRMKALVF  190

Query  161  S-------------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                          PE  LEE T    E  +   E +D L EK++ G  ++  ++    
+
Sbjct  191  
HDSEQGSRYDVVDIPEEFLEEATAARSELVETAAEQDDALTEKFLEGTELTEAEIRGAIR  250

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGS------A  247
            +      +FPV+ GS+ K  G+QPL+DAV                 P GE  +      
A
Sbjct  251  
KGCLGLKIFPVFCGSSFKHKGVQPLLDAVVDYLPNPLEVPPVHGKSPKGEDETRPTDDKA  310

Query  248  ALCGSVFKV--EYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGE  301
                  FK+  +     Q   +LR+YSG L        ++ G RE++ ++ +MR   
K E
Sbjct  311  
PFSALAFKIMNDPQFPSQTLTFLRIYSGKLEAGSAAWNSVKGKRERISRLVQMRADKKDE  370

Query  302  IVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +      Y G+I  ++        D L D   P  L R  +   P P++   I PK
+ A 



Sbjct  371  V---QECYAGDICAVVGLKLATTGDTLCDDKHPIILERMEF---
PEPVIDVAIEPKSTAD  424

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +++++ +L +LA  DP  R + +  T + I++ +G + L+++   L  ++K++  V 
+P 
Sbjct  425  
QDKIITSLARLAMEDPSFRVKTNEETGQTIIAGMGELHLDIIVDRLLREFKVDANVGKPQ  484

Query  418  VIYMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   +A  S   +I +      +  I L V P   G+G  +E+++  G +++ 
F  
Sbjct  485  
VAYRETITQAVESEGKYIRQTGGKGMYGHINLRVAPNEPGAGFAFENKIVGGTVSKEFIE  544

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            A + GI+  ++ G + G+ + D K+    G  +   S    F+    +    A++ 
+   
Sbjct  545  
AAKQGIQEAMQSGPIAGYPMLDVKVEAYDGSMHDVDSNEMAFKIAGSMAFRDAVRTAAPT  604

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDL  593
            LLEP +   +  P ++      D       I   + +   V     ++P   +  Y 
TDL
Sbjct  605  
LLEPIMDCEIVTPDDFTGDVIGDLNGRRGKIMGMEPRPGGVQAINAQVPLAKMFGYSTDL  664

Query  594  AFYTNGRSVCLTELKGYQAA  613
               + GR+        Y  A
Sbjct  665  RSRSQGRATYTMRFSHYAPA  684

>WP_012454024.1 elongation factor G [Methylobacterium populi]
 B1ZLK1.1 RecName: Full=Elongation factor G; Short=EF-G
 ACB80282.1 translation elongation factor G [Methylobacterium populi 
BJ001]
 OAH17265.1 elongation factor G [Methylobacterium populi]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 303/667 (45%), Gaps = 
62/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  ++    K +
+P V
Sbjct  72   
WRDKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDGNQGVEPQTETVWRQADKYDVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V  +  +++                    D+I  + +  S 
E +
Sbjct  132  
VFVNKMDKIGADFFKCVADIIGRVAGKPVCLQLPIGAESSFKGVIDLIKMKAIVWSGEAL  191

Query  166  ----LEENTDIEAWDAVIENNDKLLEK-----------
YIAGEPISREKLVREEQRRVQD  210
                 EE    E  D  +E   KL+E            Y+ G     + L R  +R 
VQ 
Sbjct  192  
GANFAEEEIPAELKDQAVEYRTKLVEACVELDDDAMTAYLDGVEPDEDGLRRLVRRAVQL  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALCGSVFKVEY------
TDCGQR  264
             +  PV  GSA K  G+QPL+DAV        ++G  A+ G  FK E       TD    
Sbjct  252  RAFHPVLCGSAFKNKGVQPLLDAVVDYLPSPVDRG--
AVDGLDFKTEEPVKREPTDEDPF  309

Query  265  RV---------------YLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             +               + R+YSG +    +V  + R+K  ++  M +           
A
Sbjct  310  
SMLAFKIMDDPHVGTITFCRVYSGKVESGTSVLNSSRDKKERVGRMLLMHANNREDIKEA  369

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+IV L      R  D L D  +       E P P++   + PK+ A +E+L  
AL++
Sbjct  370  
YAGDIVALAGLKDTRTGDTLCDANKAVILEKMEFPEPVIEIAVEPKSKADQEKLGIALSK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK-  426
            LA  DP  R   D  + + IL  +G + L++   +L   YK++  + +P V Y E+  
+ 
Sbjct  430  
LAAEDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGQPQVAYREKLTRR  489

Query  427  -
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                +T   +      +A +   V P   G+G  +ES++  G + + +   V  G+   
L
Sbjct  490  



QEIDYTHKKQTGGTGQFARVKFVVEPNEPGAGFSFESKIVGGAVPKEYIPGVEKGLNSVL  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ V D K+    G Y+   S+   F   +     +AL++ G+ LLEP +   
+
Sbjct  550  
GAGVLAGFPVVDVKVELVDGAYHDVDSSALAFEIASRAAFREALQKGGSVLLEPVMKVEV  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
             +P+EY      D       I+   ++ +  V    +P   +  Y   L  ++ GR
+   
Sbjct  610  
VSPEEYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLANMFGYVNQLRSFSQGRANFT  669

Query  605  TELKGYQ  611
             +   Y+
Sbjct  670  MQFDHYE  676

>WP_033538392.1 elongation factor G [Shewanella sp. ECSMB14101]
Length=697

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 201/698 (29%), Positives = 317/698 (45%), Gaps = 
88/698 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKAGETHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL--
SPEIVLEE  168
              +IF+NK+D+ G D   VV+  +D L+A+ ++           K  V L      
V +E
Sbjct  126  
ARIIFVNKLDRMGADFLRVVKQTKDVLAANALVMVLPIGIEDEFKGVVDLLTRKAWVWDE  185

Query  169  NTDIEAW---------------------DAVIENNDKLLEKYIAGEPISREKL---
VREE  204
              + E +                     ++ +E +D L+E Y+ GE  S E +   
+RE 



Sbjct  186  
TGEAENYSIEDVPADMVDMVEEYREQLIESAVEMDDDLMEAYMEGEEPSMEDIKRCIREG  245

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------
QPIGEQ----  244
             R +Q    FP Y GSA K  G+Q L+DAV                     P GE     
Sbjct  246  TRTMQ---
FFPTYCGSAFKNKGMQLLLDAVVDYLPSPTEVEPQDLTDEEGNPTGEHAIVD  302

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              A L    FK+   D      ++R+YSG +   DT+   A    E++ ++ EM+   
+ 
Sbjct  303  ADAPLKALAFKI-
MDDRFGALTFVRIYSGRINKGDTILNSATGKTERIGRMCEMQADERN  361

Query  301  EIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
            E+   ++A  G+I+ I+   +V+    L D   P  L    +   P P++   
+APK   
Sbjct  362  EL---ESAQAGDIIAIVGMKNVQTGHTLCDVKHPCTLEAMVF---
PEPVISIAVAPKDKG  415

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              E++  A+ ++   DP  R E D  + E IL  +G + L++   +L   Y +E 
+V EP
Sbjct  416  
GSEKMGIAIGKMIAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVELIVGEP  475

Query  417  SVIYMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V Y E   +  A S+T   +   +  +  I   + P    SG  ++S V  G + 
+ + 
Sbjct  476  
QVAYRETITQEVADSYTHKKQSGGSGQFGKIDYVIRPGEANSGFTFKSSVVGGNVPKEYW  535

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G    ++ G + G+ V D ++    G +++  S+   F   A     Q++ 
++G 
Sbjct  536  
PAVEKGFESMMKTGTVAGFPVLDVELELTDGAFHAVDSSAIAFEIAAKGAFRQSMPKAGA  595

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QLLEP +   +++P++ +     D  +    I   +     V   G++P   +  Y   
L
Sbjct  596  
QLLEPIMKVDVFSPEDNVGDVIGDLNRRRGMISGQEAGVTGVRVKGDVPLSEMFGYIGSL  655

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
               T+GR     E   Y             PNS  +KV
Sbjct  656  RTMTSGRGQFSMEFSHYSPC----------PNSVSEKV  683



>WP_107548585.1 elongation factor G [Staphylococcus xylosus]
 PTI03417.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 181/661 (27%), Positives = 310/661 (47%), Gaps = 
72/661 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVTTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISVSELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362



             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                +A        +      +  + +  +P   G G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKTSAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDSMENGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQG  664

Query  600  R  600
            R
Sbjct  665  R  665

>WP_104660478.1 elongation factor G [Enterococcus durans]
 PQD40783.1 elongation factor G [Enterococcus durans]
Length=695

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 309/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V ++ D+L A+                I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVTMKAEIYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E +++L  KY+ GE I+  +L    +R   
+ 
Sbjct  192  
TEIEEREIPEEYRELAEEWREKLVEAVAETDEELTLKYLEGEEITEAELKEGIRRATLNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
DFYPVLCGSAFKNKGVQLLLDAVLAYLPSPLDIPAIKGIDPKTDEEVERPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLKSGSYVQNATKGKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQVAIEPKSKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNVETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRSG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVETGLKDAM  548



Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S    FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P++YL             +E  + +   + V    +P   +  Y T L   T 
GR   
Sbjct  609  
VIPEDYLGDVMGHVTARRGRVEGMEARAGGQQVVRAMVPLAEMFGYATTLRSATQGRGTF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  TMTFDHYE  676

>WP_072233266.1 elongation factor G [Campylobacter coli]
Length=691

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 180/670 (27%), Positives = 311/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADII----------------------------  153
            P ++F+NK+D+ G +  +V   +R++L A+ +                            
Sbjct  129  
PRIVFVNKMDRIGANFYNVEDQIRNRLKANPVPLQIPIGAEDNFKGVIDLVTMKALVWED  188

Query  154  -IKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T  +  EI  E     E +     +AV E +D+L+EKY+ GE +S E++    
+  
Sbjct  189  
DTKPTDYVEKEIPAELKEKAEEYRTKMIEAVSETSDELMEKYLGGEELSLEEIKTGIKAG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT------------------
GLFQPIGEQGSAAL  249
                S+ P+  G+A K  G+QPL+DAV                   G    +        
Sbjct  249  
CLSLSIVPMLCGTAFKNKGVQPLLDAVVAYLPAPDEVANIKGEYEDGTEVSVKSTDDGEF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
             G  FK+       +  ++R+Y G L        + ++K     ++ +M    + 
EI   
Sbjct  309  
AGLAFKIMTDPFVGQLTFVRVYRGCLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---  365

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E
++  
Sbjct  366  KVLYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPDPVISVAVEPKTKADQEKMSI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALNKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R      +    +      +  + L + PL  GSG ++ + +  G + + +  AV  
G+
Sbjct  485  
IRKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVIPKEYIPAVDKGV  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++   
+LEP +
Sbjct  545  
QEALQNGVLAGYPVEDVKVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKADAVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  K    + +   +    + T   P   +  Y TDL   
T GR
Sbjct  605  
KVEVETPEDYMGDVIGDLNKRRGQVNSMDERGGNKIITAFCPLAEMFGYSTDLRSQTQGR  664

Query  601  SVCLTELKGY  610
            +    E   Y
Sbjct  665  ATYSMEFDHY  674

>WP_048782836.1 elongation factor G [Streptococcus sp. 263_SSPC]



Length=695

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 314/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  73   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEE-N  169
            +F NK+D+ G D    V+++ ++L A+                I   + +  EI   
+  
Sbjct  133  
VFANKMDKIGADFLYSVRTIHERLQANAHPIQLPIGAEDNFTGIIDLIKMKAEIYTNDLG  192

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI             E W     +AV E ++ L+E+Y+ GE IS  +L    ++     
Sbjct  193  
TDIQETDIPEDLQDLAEEWREKLVEAVAETDEALMERYLEGEEISEAELKAAIRKATCAV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQGS-------
AALCGS  252
              +PV  GSA K  G+Q ++DAV                 P  +Q +             
Sbjct  253  
EFYPVLCGSAFKNKGVQLMLDAVVDYLPSPLDVPSIKGIDPNTDQETERHSSDEEPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL+    V       RE++ +I +M   S+ EI      
Sbjct  313  
AFKVMTDPFVGRLTFFRVYSGTLQSGSYVKNSTKGKRERVGRILQMHANSRQEIPEV---  369

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            + G+I    + +V L D     T    K        E P P++   I PK+ A ++
++  
Sbjct  370  FSGDI----
AAAVGLKDTTTGDTLCDEKAEVILESMEFPDPVIEVAIEPKSKADQDKMAI  425

Query  364  



ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   +  T E +++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  426  
ALQKLAEEDPTFRAYTNQETGETVIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRET  485

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G+
Sbjct  486  
FRASTQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEAGL  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E G L G+ + D K     G Y+   S+   F+  A + L+ A K++   
+LEP +
Sbjct  546  
KDAMENGVLAGYPLVDIKAKLYDGSYHDVDSSETAFKVAASMALKAAAKKAQPAILEPMM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  +  P+EY              +E ++V+ +  +  G IP   +  Y T L   
T GR
Sbjct  606  
AVEITVPEEYFGDVMGHVNARRGRVEGSEVRGNAQIVKGMIPLSEMFGYATTLRSATQGR  665

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  666  GTFSMTFDHYE  676

>WP_069637770.1 elongation factor G [Campylobacter pinnipediorum]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 179/666 (27%), Positives = 310/666 (47%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIAAHIDAGKTTTSERILYFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  73   
WKEHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  132



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIII----------K  155
            +F+NK+D+ G +  +V Q ++D+L A                   D++           
K
Sbjct  133  
VFVNKMDRTGANFFNVEQQIKDRLKANPVPIQIPIGSEDNFKGVVDLVAMKALVWEDENK  192

Query  156  QTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             T     EI  E     E +     +A+ E +D L+EK+  GE ++ +++ +  +     
Sbjct  193  
PTTFAEKEIPAELKEKAEEYRAKMIEAIAETDDVLMEKFFGGEELTTDEIKKGLKAGCLS  252

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQP-----
IGEQGSAALCGS  252
             ++ P+  G+A K  G+QPL+DAV              G ++      +         
G 
Sbjct  253  
MAIIPMLCGTAFKNKGVQPLLDAVVEYLPAPDEVAAIKGEYEDGTEVVVDSTDDGEFAGL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  ++R+Y G+L             +E++ ++ +M    + EI      
Sbjct  313  
AFKIMTDPFVGQLTFVRVYRGSLESGSYAYNPVKGKKERIGRLLKMHSNKREEISVLHAG  372

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G +V L  D++  + +  D   +  +R  + P P++   + PKT A +E++  
AL +L
Sbjct  373  EIGAVVGL-KDTLTGDTLSSDKDHVILERM-
DFPDPVISVAVEPKTKADQEKMAIALQKL  430

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
            A  DP  R   D  + + I+S +G + LE++   +  ++K++  V +P V Y E  
R   
Sbjct  431  
AQEDPSFRVGTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEVGQPQVAYRETIRKTV  490

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +    +      +  + L + PL  GSG ++ + +  G + + +  AV  G +  
L+
Sbjct  491  
EQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGYEFVNDIKGGVVPKEYIPAVDKGCQEALQ  550

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP +   
+ 
Sbjct  551  
NGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKVEVE  610



Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D  K    I +   +    + T   P   +  Y TDL   T GR+    
Sbjct  611  
TPEEYMGDVIGDLNKRRGQINSMDDRSGNKIVTAFCPLAAMFGYSTDLRSQTQGRATYSM  670

Query  606  ELKGYQ  611
            E   Y+
Sbjct  671  EFDHYE  676

>WP_098958586.1 elongation factor G [Pseudonocardia sp. N23]
 GAY10204.1 translation elongation factor G [Pseudonocardia sp. N23]
Length=699

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 184/669 (28%), Positives = 318/669 (48%), Gaps = 
76/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGLNYKIGEVHDGAATMDWMEEEQKRGITITSAAI  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
SCFWNDHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ+++D+L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKLGADFYFTVQTIQDRLGAKPLPLQLPIGSESEFIGVVDLVEMRALTWRG  190

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+ + E+  +E                  +AV E +D+L+E Y+ GE ++ E++    
++
Sbjct  191  
EVKMGEDYTVEEIPADLVERAAEYRTALVEAVAETDDELMELYLGGEELTTEQIKLGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------
GEQGSA-------  247
             V D   +PV  GSA K  G+QP++DAV   L  PI           GE  ++       
Sbjct  251  
IVNDRVAYPVLCGSAYKNKGVQPMLDAVIDYLPSPIDVPPVEGTLTDGETPASRKPSIDE  310



Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR---  304
                  FK+       +  Y+R+YSG +        AG + +  T+ R    G+  
+   
Sbjct  311  PFSALAFKIAAHPFFGKLTYIRVYSGKV-------
AAGAQVINSTKDRKERIGKFFQMHA  363

Query  305  -----TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  D A  G I  +         + L DP           P P+++  + PKT 
A +
Sbjct  364  
NKENPVDEALAGHIYAVTGLKDTTTGETLSDPQAPIVLESMSFPDPVIQVAVEPKTKADQ  423

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP  +   D  + + IL+ +G + LEV+   +   YK+E  + 
+P V
Sbjct  424  
EKLGIAIQKLAEEDPTFQVHQDDESGQTILAGMGELHLEVLVNRMKSDYKVEANIGKPQV  483

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSF  473
             Y E   + ++   +T   +   +  +A + + + PL    G  YE  ++VS G + 
+ +
Sbjct  484  
AYRETIRKTVEKFEYTHKKQTGGSGQFARVIIKLEPLDTADGALYEFDNKVSGGRIPREY  543

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  ++ G L G+ +T  K+    G Y+   S+   F+    + L++A 
+++ 
Sbjct  544  
IPSVDAGAQDAMQYGVLAGYPLTGIKLTLLDGQYHEVDSSEMAFKVAGSMALKEAARKAD  603

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P++Y+     D       I+  + +    +    +P   +  
Y  D
Sbjct  604  
PAILEPMMAVEVTTPEDYMGDVIGDLNSRRGQIQAMEERAGARIVKAVVPLSEMFGYVGD  663

Query  593  LAFYTNGRS  601
            L   T GR+
Sbjct  664  LRSRTQGRA  672

>WP_106318322.1 elongation factor G [Rhizobium tropici]
 PRX88662.1 translation elongation factor 2 (EF-2/EF-G) [Rhizobium 
tropici]
Length=690

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.



 Identities = 191/666 (29%), Positives = 300/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLADIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVINSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K   



H
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKRVEH  491

Query  431  --
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
              T   +      +A++ L V P   G G ++ES++  G + + +   V  G+   
L  G
Sbjct  492  
SYTHKKQTGGTGQFAAVTLIVEPNEAGKGYEFESKIVGGAVPKEYIPGVEKGLESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G ++   S+   F         +AL+   + LLEP +   
+  P
Sbjct  552  
VVAGFPIVDVKVQLIDGKFHDVDSSALAFEIATRACFREALQMGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_079603860.1 elongation factor G [Bradyrhizobium erythrophlei]
 SHH55430.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium erythrophlei]
Length=690

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/666 (28%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFYKCLDDIVDRLGAKPIAIQLPIGSENNFKGLIDLVRMKGVIWEDEAL  191

Query  166  LEENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 DI+                 ++ +E +D++L  Y+ G       L R  ++ 
V  
Sbjct  192  
GANFKDIDIPEDMVEKAKEYREKLLESAVELDDEVLAAYLDGNEPDEATLKRMIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + FPV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFFPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVVRLPNDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSGTL     V  + R+ K +I  M +           
A+ G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGTLLSGTGVINSTRDRKERIGRMLLMHANNREDIKEAFAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L D ++       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDASKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A +   V P   G G ++ES+V  G + + +   V  G+   
L  G
Sbjct  492  
DYTHKKQTGGTGQFARVKFIVEPNEPGKGFEFESKVVGGSVPKEYIPGVEKGLNSVLGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  



VVAGFPVVDVKVQLVDGAYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_004208726.1 MULTISPECIES: elongation factor G [Sphingobium]
 EKU76301.1 elongation factor G [Sphingobium yanoikuyae ATCC 51230]
 KEZ19852.1 Elongation factor G [Sphingobium yanoikuyae]
 KFD26847.1 elongation factor G [Sphingobium yanoikuyae]
 KMW30600.1 elongation factor G [Sphingobium yanoikuyae]
 KZC78005.1 elongation factor G [Sphingobium yanoikuyae]
 OAH44398.1 elongation factor G [Sphingobium yanoikuyae]
 SHM54874.1 translation elongation factor 2 (EF-2/EF-G) [Sphingobium 
sp. 
YR657]
 ATI81851.1 elongation factor G [Sphingobium yanoikuyae]
 PHP20804.1 elongation factor G [Sphingobium sp. IP1]
 ATP18071.1 elongation factor G [Sphingobium yanoikuyae]
Length=690

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/660 (29%), Positives = 294/660 (45%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSYKIGEVHDGAATMDWMEQEQERGITITSAATTCI  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+       GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRLNIIDTPGHVDFTIEVERSLRVLDGAVAAFDGVAGVEPQSETVWRQADKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------------
IIIKQTVSL  160
             FINK+D+ G D    VQ++ D+L A                          II +  
SL
Sbjct  132  
CFINKLDRTGADFYYCVQTIIDRLGATPAVLYLPIGAESDFKGLVDLVENRAIIWKDESL  191



Query  161  SPEIVLEE-NTDIEAWDA---------VIENNDKLLEKYIAG---
EPISREKLVREEQRR  207
              E   EE   D+    A          +E +D  +E Y+ G   +  + +KL+R   
+ 
Sbjct  192  
GAEFYYEEIPADLADKAAEYREKLIELAVEQDDAAMEAYLEGNLPDTATLKKLIR---KG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQG----------SAA  248
                +  PV  GSA K  G+QPL+DAV             Q +   G           
A 
Sbjct  249  
TLGHAFVPVLCGSAFKNKGVQPLLDAVVDYLPSPLDIEDVQGVKMDGETPDSRPTSDDAP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
              G  FK+          +LR+YSGTL     +     +K KI  M +         
DTA
Sbjct  309  
FSGLAFKIMNDPFVGSLTFLRIYSGTLTKGTYLNSVKDKKEKIGRMLLMHANSREDIDTA  368

Query  309  YPGEIVILPS-DSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+IV L         D L     P  L R  +   P P++  ++ PKT A +E+
+  A
Sbjct  369  YAGDIVALAGMKETTTGDTLCAERQPIILERMEF---
PEPVIELSVEPKTKADQEKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA  DP  R   D  + + I+  +G + LE++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LNRLAAEDPSFRVSTDHESGQTIIKGMGELHLEILVDRMKREFKVEANVGAPQVAYREYL  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA    +T   +      +  I + +TP   GSG  ++  +  G + + +  A+  
G+R
Sbjct  486  
KKAVDVDYTHKKQSGGTGQFGRIKVKLTPGERGSGFVFKDEIKGGNIPKEYIPAIEKGMR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G L G+ + D ++    G Y+   S+   F       + +A ++SG  
LLEP + 
Sbjct  546  
ETAATGSLIGFPIIDFEVLLYDGAYHDVDSSALAFEITGRAAMREAAQKSGITLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       I+    + +  V    +P   +  Y   L  +T 
GR+



Sbjct  606  
VEVVTPEEYLGDVIGDMNSRRGQIQGTDTRGNAQVVEAMVPLANMFGYVNSLRSFTQGRA  665

>WP_006442249.1 GTP-binding protein [[Clostridium] hylemonae]
 EEG74956.1 putative translation elongation factor G 
[ [[Clostridium] hylemonae 
DSM 15053]
Length=898

 Score = 254 bits (650),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 197/634 (31%), Positives = 313/634 (49%), Gaps = 
60/634 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+ES+LY SGA+   G V+      DT  +E++RGITI 
+  
Sbjct  1    
MKRIVLGILAHVDAGKTTLSESMLYLSGAVRRMGRVDHKDAFLDTYEMEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     +V ++DTPGH+DF AE+ R+L VLD A+LV+S  DGVQ  T  L+  L 
+ +
Sbjct  61   
AVFPLDGMEVTLMDTPGHVDFSAEMERTLQVLDYAVLVVSGADGVQGHTETLWRLLARYH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDAVI  179
            IPT +FINK+DQ G + + +++ ++D+L       + V  SPE       D+E  +
+ + 
Sbjct  121  IPTFVFINKMDQDGTEKERLLKELQDRLGG-----ECVDFSPE------
RDMEIFYEQIA  169

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-  238
              ++ LLE+Y+A E    E +     R +++  +FP ++GSA K  G++ L+  +     
Sbjct  170  MCDEALLEQYLAEERAGEEDIA----
RLIRERKVFPCFFGSALKMAGVEELLRGIVQYTR  225

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE------
KLKIT  292
            QP+    S      V+K+     G R  Y+++  G+LR+++ V    RE      + 
K  
Sbjct  226  QPV---
YSEVFGAKVYKIARDSQGSRLTYMKITGGSLRVKEVVEAGHRESGREPFREKAD  282

Query  293  EMRIPS--KGEIVRTDTA------------
YPGEIVILPSDSVRLNDVLGDPTRLPRKRW  338
            ++RI S  K E V+   A            YPG+   L ++S     VL           
Sbjct  283  QIRIYSGAKYETVQKAEAGMVCAVTGLTGTYPGQ--
GLGAESASDMPVL-----------  329



Query  339  
REDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEV  398
              +P+   R  +   T A    +L  L  L +  P L         EI ++ +G 
VQ+ +
Sbjct  330  --EPVLTYRLVLPDGTDAH--
TMLADLRLLEEEVPELHTVWKERLGEIHVNLMGEVQIGI  385

Query  399  
VSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            +  ++ E++ +       S++Y E   +AA    H E  P   +A + L + PL  
GSG+
Sbjct  386  IRRIIEERFGVAVQFDAGSIVYKETIRRAAEGVGHFE--
PLRHYAEVHLLMEPLESGSGL  443

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             ++S VS   L+ ++Q  +   +      G L G  +TD KI    G  +   +   
DFR
Sbjct  444  
VFDSAVSEDELDGNWQRLILTHLEEREHPGVLTGSAITDMKITLIAGRGHLKHTEGGDFR  503

Query  518  
SLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVF  577
                  + Q LK++ + LLEPY +F L  P E + RA  D  +   + E  ++  D  
V 
Sbjct  504  
QATYRAVRQGLKKAESILLEPYYTFRLEVPAESVGRAMSDLQRMNGSFEPPKMSGDMSVL  563

Query  578  TGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             G  P   ++ Y+T++  YT GR        GY+
Sbjct  564  EGSAPVASMRDYQTEVNAYTRGRGRLSCMQGGYR  597

>WP_089762176.1 elongation factor G [Halarsenatibacter silvermanii]
 SDM42840.1 elongation factor G [Halarsenatibacter silvermanii]
Length=689

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 189/683 (28%), Positives = 312/683 (46%), Gaps = 
84/683 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI++H+DAGKTT TE +LY +G + + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIISHIDAGKTTTTERILYYTGRVHKMGETHDGAAVMDFMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGAI +  +  GV+ Q+  ++    
K  +



Sbjct  69   
TCQWREHRVNIIDTPGHVDFTVEVERSLRVLDGAIALFCSVGGVEPQSETVWRQADKYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P + F+NK+D+ G D   V+  ++++L A+ +  Q + +  E   +   D+   DA
+I +
Sbjct  129  PRIGFVNKMDRMGADFFRVIDMMKERLGANAVPIQ-
LPVGTEDEFKGVIDLIEMDAIIYH  187

Query  182  ----------------------------------
NDKLLEKYIAGEPISREKLVREEQRR  207
                                              +D+L+ +Y+  E IS E++    
++ 
Sbjct  188  
DDLGVNYERCEIPDEYKEQAAEKREELLEKLSEEDDELMMRYLEDEEISAEEITEVLRQA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAA  248
            V D S+ PV  GSA K  G+Q L+DAV               F P  E+         
A 
Sbjct  248  
VLDVSIVPVMCGSAFKNKGVQMLLDAVVDYLPSPTDVPPVEGFHPETEEELTREADDDAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  + R YSG L     +       RE++ +I +M    + 
E   
Sbjct  308  
FSALAFKIMSDPYVGKLAFFRAYSGVLESGSYIYNSTSEERERIGRILQMHANHREE---  364

Query  305  TDTAYPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  Y G++   +        D L    DP  L    +   P P++   I PKT A
++++
Sbjct  365  REKVYAGDLAAAVGLKHTTTGDTLCDDEDPIILESMDF---
PEPVISVAIEPKTQAEQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L +AL +LA+ DP  R + D  T + ++  +G + LEV+   L   + ++  V +P 
V Y
Sbjct  422  
LSEALQKLAEEDPTFRVKSDEETGQTLIMGMGELHLEVIVNRLLRDFNVDANVGQPRVSY  481

Query  421  MERPLKAASHTIHIEVPPNPF---------
WASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             E      + T  IE     F         +  + + V PL  G G ++E+ +  G 
+ +
Sbjct  482  RE------
TITERIEDVEGKFVRQSGGRGQYGHVIMDVEPLDEGEGFEFENDIFGGAIPK  535

Query  472  SFQNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530



             +  +V DGI   +E G+  G+ V D K+  + G Y+   S+   F+    +  +
+A + 
Sbjct  536  
EYIPSVEDGIEEAMENGITAGYPVVDIKVTLKDGSYHEVDSSEMAFKIAGSMGFKKAAER  595

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEP +   +  P+EY+     D       ++    + +  V T  +P   +  
Y 
Sbjct  596  
ANPVILEPMMEVEVVTPEEYMGEVIGDLNGRRGEVQGMDQRNNAQVVTALVPLAEMFGYA  655

Query  591  TDLAFYTNGRSVCLTELKGYQAA  613
            TDL   T GR+    +   Y  A
Sbjct  656  TDLRSKTQGRATHTMQFAHYAQA  678

>WP_063485540.1 GTP-binding protein [Lactobacillus plantarum]
 KZU38651.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU41859.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 250 bits (639),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEYRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_050625740.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 PAY05194.1 elongation factor G [Bradyrhizobium sp. UFLA03-84]
Length=690



 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 190/666 (29%), Positives = 299/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLADIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G       L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGNEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  P+         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431



Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K   
H
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKRVEH  491

Query  431  --
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
              T   +      +A++ + V P   G G ++ES++  G + + +   V  G+   
L  G
Sbjct  492  
SYTHKKQTGGTGQFAAVTIIVEPNEAGKGYEFESKIVGGAVPKEYIPGVEKGLESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G Y+   S+   F         +AL+   + LLEP +   
+  P
Sbjct  552  
VVAGFPIVDVKVQLIDGKYHDVDSSALAFEIATRACFREALQMGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_046202860.1 elongation factor G [Corynebacterium kroppenstedtii]
 PMC66065.1 elongation factor G [Corynebacterium kroppenstedtii]
Length=708

 Score = 251 bits (641),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 186/697 (27%), Positives = 325/697 (47%), Gaps = 
73/697 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT+TE +LY +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTVTERILYYTGINRKVGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   



TCFWKDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYYTVDTIVDRLHAKPLVMQLPIGAEDDFDGVVDLINMNAITWRG  190

Query  157  TVSLSPEIVLEENTDI----------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V +  E  +EE  D           +  +AV E++++L+EKY AGE ++ +++    
++
Sbjct  191  
KVDVGAEPTIEEIPDDLKDKADEYHEKLLEAVAESDEELMEKYFAGEELTTDEIHEAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQG---------S  246
             V ++ +FPV+ GSA K  G+QPL+DA+                 +G++           
Sbjct  251  
MVVNSEIFPVFCGSAYKNKGVQPLLDAINWYLPTPLDVGEVHGHKVGDESVELTRHPSVD  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
            A      FK+       +  ++R+YSG++     V  + +  K +I ++      +    
Sbjct  311  
APFSALAFKIAAHPFFGKLTFVRVYSGSVEPGQQVMNSTKGHKERIGKLFQMHANKENPM  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G I   +        D L D          + P P++   I PK+ A +E
+L  A
Sbjct  371  
DVAKAGNIYAFIGLKDTTTGDTLCDANDQIILESMDFPDPVIEVAIEPKSKADQEKLGIA  430

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            + +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  431  
IQRLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRETI  490

Query  423  -RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVSLGYLNQS  472
             +P++   +T   +   +  +A + +S+ P       L  G    Y  E+ V+ G 
+ + 
Sbjct  491  
RKPVEKYEYTHKKQTGGSGQFAKVIISLEPYAPNPDELEEGESATYKFENAVTGGRVPKE  550

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI+  ++ G L G+ + + K     G Y+   S+   F+      L++A
++++
Sbjct  551  
YIPSVDAGIQDAMQYGTLAGFPLVNIKATLVDGQYHEVDSSEMAFKIAGAQALKEAVQKA  610



Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  +  P+EY+     D       + + + +    V    +P   +  
Y  
Sbjct  611  
KPVLLEPMMAVDVITPEEYMGEVIGDVNARRGQVHSMEDRSGAKVVKATVPLSSMFGYVG  670

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPN  625
            DL   T GR+        Y      V Q +I  R  N
Sbjct  671  DLRSKTQGRANYTMIFDSYAEVPTNVAQEIIAERTGN  707

>KPJ99869.1 elongation factor G [Gemmatimonas sp. SG8_28]
Length=695

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 185/682 (27%), Positives = 312/682 (46%), Gaps = 
76/682 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIMAHIDAGKTTTTERILYYTGRTYKLGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   SFQW----
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
              +W     R ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A  GV+ QT  ++    
Sbjct  69   
FCEWDRFGERHQINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAVAGVEPQTETVWRQAD  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------
TVSLSPEI  164
            +  +P ++F+NK+D+ G D    V  +R++L    +  Q              V    
E+
Sbjct  129  
RYRVPRIVFVNKMDRVGADFDRCVSMMRERLGVKAVPVQYPLGSSELFTGLIDVIREVEV  188

Query  165  VLEENTDIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVRE  203
            V +E++    W                     +A +E++++LL KY+ GEP++ ++
+ R 
Sbjct  189  
VYDEDSMGVTWVEGPVPEVFKERVAALRHELIEAAVEHDEELLHKYLEGEPLTEDEIRRA  248

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMD-------------AVTG-------
LFQPIGE  243
             ++     +L PV+ G+A K  G+Q L+D             +V+G        F     
Sbjct  249  
VRKATLANALVPVFCGAAFKNKGVQRLLDGIIDYLPSPLDVPSVSGHLPHHDETFAERPA  308



Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
               A      FK+       +  + R+YSG L     V  + +++     ++ +M    
+
Sbjct  309  
DDDAPFSALAFKIATDPYVGKLTFFRVYSGVLASGSHVFNSTKDRRERIGRLLQMHANKR  368

Query  300  GEIVRTDTAYPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             E+        G+I   +     R  D L    DP  L   R+   P P++   I 
PKT 
Sbjct  369  EEV---QEVRAGDIAAAIGLKDTRTGDTLCDRDDPIILEAMRF---
PEPVISVAIEPKTK  422

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +++L  AL +L++ DP  +   D  T + I+S +G + LE++   +  ++K+E  
+  
Sbjct  423  
ADQDKLATALQKLSEEDPTFQVRTDQETGQTIISGMGELHLEILVDRMKREFKVEANIGR  482

Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E     ++        +      +  + + V P   G+G  +E R+  G 
+ + 
Sbjct  483  
PQVAYRETIRERVEYVEGKFVRQTGGRGQYGHVVIHVEPAQPGNGFTFEDRIVGGSIPRE  542

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F   V  G++  LE G L G+ + D ++    G  +   S+   F+    + L++A
++ +
Sbjct  543  
FIGPVEQGVKGALENGVLAGYPIVDLRVELVDGSSHDVDSSEMAFKIAGSMALKEAVERA  602

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P EY+     D       I     + +  V    +P   +  
Y T
Sbjct  603  
KPVLLEPIMDVEVVTPSEYMGDVIGDLNSRRGKIGGMTQRGEAQVIGASVPLGEMFGYST  662

Query  592  DLAFYTNGRSVCLTELKGYQAA  613
             L   + GR+V   +   Y  A
Sbjct  663  TLRSMSQGRAVYSMQFSHYAEA  684

>WP_053206287.1 elongation factor G [Jiangella muralis]
Length=701

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 187/678 (28%), Positives = 317/678 (47%), Gaps = 
75/678 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGAATMDWMEQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W    +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++H   
K  +
Sbjct  72   
TCEWDDHTINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSETVWHQANKYGV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G +    V  +  +L A                   D++  + +  
S 
Sbjct  132  
PRICFVNKLDRTGAEFHRCVDMIVSRLKATPLVLQLPIGAEADFRGLVDLVDMKAMLWSA  191

Query  163  EIVLEE--------NTDIEA---W-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E        +T  EA   W     + + EN++ ++E Y+ G+   R++L+   
+R
Sbjct  192  
ETPLGEMYDTVDIPDTHTEAAQEWRDRLLETIAENDEAMMELYLEGKEPGRDELIAAIRR  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-------------------
GEQGS  246
                 +L PV  GSA K  G+QP++DAV   L  P+                     
+  
Sbjct  252  
ATIAGNLTPVLTGSAFKNKGVQPMLDAVVRYLPSPVDVGAVEGHAMDNEEEILTRAPEED  311

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            A L    FK+       +  ++R+YSGTL     V       +E++ KI  M    
+ EI
Sbjct  312  
APLSSLAFKIMADPHLGKLTFVRVYSGTLTTGTMVLNSTKGNKERIGKIYRMHANKREEI  371

Query  303  VRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               + A  G+IV ++   +    D L D   P  L   ++   P P++   I PKT 
+ +
Sbjct  372  ---EKASAGQIVAVMGLKNTTTGDTLSDSAQPVILESMKF---
PAPVISVAIEPKTKSDQ  425

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LAD DP  +   D  T + I+S +G + LE++   +  ++K+E  V 
+P V



Sbjct  426  
EKLGTAIQRLADEDPTFQVRTDEDTGQTIISGMGELHLEILVDRMKREFKVEANVGKPQV  485

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLS--
LGSGVQYESRVSLGYLNQSF  473
             Y E   R ++   +T   +   +  +A + + + P       G ++ + V+ G + 
+ +
Sbjct  486  
AYRETIRRKVEKVEYTHKKQTGGSGQFARVIIDIEPTGGEGDGGYEFVNSVTGGRIPREY  545

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  +E G+  G+ + D K+  + G Y+   S+   F+    +  ++A 
+ + 
Sbjct  546  
IPSVDAGAQEAMEFGVVAGYPLVDVKVTLKDGAYHDVDSSELAFKIAGSMAFKEAARRAD  605

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP     +  P++Y+     D       I+  + +  + +    +P   +  
Y  D
Sbjct  606  
PVLLEPMFEVEVSTPEDYMGEVIGDLNSRRGQIQAMEERAGQRIVKALVPLSEMFGYVGD  665

Query  593  LAFYTNGRSVCLTELKGY  610
            L   T GR+    +   Y
Sbjct  666  LRSKTQGRASYSMQFDSY  683

>WP_016310712.1 MULTISPECIES: elongation factor G [Paenibacillus]
 EOS59036.1 elongation factor G [Paenibacillus barengoltzii G22]
 SMF31013.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus barengoltzii 
J12]
 SMF46894.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus sp. 
J6]
Length=692

 Score = 251 bits (640),  Expect = 2e-70, Method: Compositional 
matrix adjust.
 Identities = 195/674 (29%), Positives = 319/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  



+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT--------  157
             ++NK+D  G D  +VV+ +RD+L A                   DI+ ++         
Sbjct  132  
AYVNKMDIIGADFLNVVKDMRDRLQANAVAIQLPIGAENDFVGIIDIVAQKAYMYRDDLG  191

Query  158  -----VSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                 V +  E   + E    E  + V E +++L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QQIDEVEIPAEYAAQVEELRAELVEKVAELDEELTMKYLEGEEITVEELKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+                
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVIDYLPAPVDVPSIKGHLEDGTEVERHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M    + EI   
+  Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANHRQEI---
NEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKAPVILESMNF---
PEPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K++T V +P 
V Y 
Sbjct  422  
GVALAKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVDTNVGKPQVAYR  481

Query  422  ER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  G+G Q++S++  G + + +    
+
Sbjct  482  ETFRVPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGNQFDSKIVGGAVPKEYIGPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S+   F+    + L+ A  +    



LLE
Sbjct  541  
QGIEEAMQNGVLAGFPVVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCQPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_054016093.1 elongation factor G [Pseudoalteromonas sp. R3]
Length=695

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/668 (28%), Positives = 309/668 (46%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV  V + L+A+ +++   + +  E                   
L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVENVLAANPLVMTLPIGIEDEFCGVVDVLSKKAYVWDDTGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +++   A                 +E +D L+E Y+ GE  S E++    ++  
++
Sbjct  189  
PENYEVQDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEMPSVEQIKACIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257



             + FP Y GSA K  G+Q ++DAV            QP+ +  +    G V  V+     
Sbjct  249  
LAFFPTYCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVDADEPL  308

Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+YSG ++  DTV   A    E++ ++ EM+   + EI    
Sbjct  309  
KALAFKIMDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADDRNEISE--  366

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ ++   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  367  -
AQAGDIIAVVGMKNVQTGHTLCDPKNECTLEAMIFPDPVISIAVAPKDKGGNEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  426  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  485

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P    SG  + S V  G + + F  AV  
G + 
Sbjct  486  
QEIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGYTFSSSVVGGNVPKEFWPAVEKGFKM  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPVMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPEDNVGDVIGDLNRRRGMIKDQEAGATGVRIKGEVPLSEMFGYIGHLRTITSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_028050106.1 elongation factor G [Cellulomonas sp. URHD0024]
Length=700

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 



matrix adjust.
 Identities = 184/675 (27%), Positives = 317/675 (47%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  WH  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCYWHDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ D+L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVDRLKAKPLVIQLPIGSENDFIGVVDLVTMRALVWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  ++E                  +AV E +D+LLEK++ GE ++  ++    
++
Sbjct  191  
ETALGEKYEVEDIPADLVEKAEQYRAELLEAVAETDDELLEKFLGGEELTEAEIKAGIRQ  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-----
TGLFQPIGE---------------QGS  246
                +  +PV  GSA K  G+QP++DAV     T L  P  E                 
+
Sbjct  251  
LTVKSQAYPVLCGSAFKNKGVQPMLDAVIDYLPTPLDVPAVEGHDMKDPELVVERHPDST  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +     V  + + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVASHPFFGKLTYVRVYSGKVAQGAQVLNSTKNKKERIGKLFQMHSNKENPV  370

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               + A  G I   +    V   D L DP           P P++   I PKT   
+E+L
Sbjct  371  ---
EDATAGHIYAFIGLKDVTTGDTLCDPAAPVVLESMTFPEPVIDVAIEPKTKGDQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421



              A+ +LA+ DP  R + D  T + ++  +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  428  
SVAIQKLAEEDPTFRVKHDEETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   R ++   +T   +   +  +A + ++  PL    G  YE  ++V+ G + + 
+  +
Sbjct  488  
ETIRRSVEKIDYTHKKQTGGSGQYAKVQMTFEPLDTADGEIYEFSNKVTGGRIPREYIPS  547

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++ G L G+ +   K     G  +   S+   F+    ++L++A++++   
L
Sbjct  548  
VDAGIQSAMQLGVLAGFPLVGVKAILLDGAAHDVDSSEMAFKIAGSMILKEAVRKADPVL  607

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P+EY+     D       I++ +      V   ++P   +  Y  
DL  
Sbjct  608  
LEPVMAVEVRTPEEYMGDVIGDINSRRGMIQSMEDATGVKVVRAQVPLSEMFGYVGDLRS  667

Query  596  YTNGRSVCLTELKGY  610
             T GR+V   +   Y
Sbjct  668  KTQGRAVYSMQFDSY  682

>WP_062904125.1 elongation factor G [Pediococcus damnosus]
 AMV61126.1 Translation elongation factor G [Pediococcus damnosus]
Length=699

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAAWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASDYSV  130



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+RD+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQSLRDRLQANALPIQMPIGAEDSFEGGIDLVEMKADLYDE  190

Query  168  ENTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                 A+IE     +D ++EKY+ GE IS++++    
++
Sbjct  191  DKLGTE-
WDTVDVPDDYKEEAEKRRTAIIEQLADIDDDIMEKYLDGEEISKDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT------------
GLFQPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++    + 
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAIDPETDKPVELIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFSALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP           P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMTFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E D  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPSFKAETDPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +   P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKASAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K++   
+LEP 
Sbjct  547  



LREALGNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMSLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_085498984.1 MULTISPECIES: elongation factor G [Paenibacillus]
 SMG59244.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus aquistagni]
Length=691

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 194/670 (29%), Positives = 317/670 (47%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIV---LE  167
             ++NK+D  G D  +V++S++D+L A+ +              I   V L   I    
L 
Sbjct  132  
AYVNKMDIIGADYLNVIESMKDRLQANAVAIQLPIGAENDFKGIIDLVELKAHIFKDDLG  191

Query  168  ENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             + DI                E  + V E +++L+ KY+ GE ++ E++    ++ 
V   
Sbjct  192  
RDVDIVDVPEEFKAQVDELRMELIEKVAELDEELMMKYLEGEELTIEEIKAGLRKGVCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253



             +FPV  GS+ +  G+Q ++DAV   L  P+         E G   +  S          
Sbjct  252  
QIFPVVCGSSYRNKGVQMMIDAVVDYLPSPLDVPDIKGQLEDGEEVIRHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI   
D  Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSREEI---
DIVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K        + P P++   + PKT A ++
+L  A
Sbjct  369  AGDI----
AAAVGLKDTGTGDTLCDEKHPVILESMDFPDPVIEIAVEPKTKADQDKLSVA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP LR   D  T + IL+ +G + L+++   +  ++K++T V +P V Y 
E  
Sbjct  425  
LGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVDTNVGKPQVAYRETF  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              AA        +      +  + +   P   G G ++E+++  G + + +  AV+ 
GI 
Sbjct  485  
KTAAKVEGKFVRQSGGRGQYGHVWIEFAPQEPGEGFKFENKIVGGVVPREYVPAVQAGIE  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
+LEP + 
Sbjct  545  
ESMKSGVLAGFPLVDIKATIFDGSYHDVDSSEMAFKIAGSMALKAAKDKCSPVILEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+             IE    +    +   ++P   +  Y T L   T 
GR 
Sbjct  605  
VEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLAEMFGYSTTLRSGTQGRG  664

Query  602  VCLTELKGYQ  611
            V   EL  Y+
Sbjct  665  VFSMELSHYE  674

>OLC52098.1 translation elongation factor G [Acidobacteria bacterium 
13_1_40CM_65_14]
 OLC81685.1 translation elongation factor G [Acidobacteria bacterium 



13_1_40CM_4_65_8]
 OLD54461.1 translation elongation factor G [Acidobacteria bacterium 
13_1_40CM_2_64_6]
Length=702

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 188/685 (27%), Positives = 311/685 (45%), Gaps = 
79/685 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGITYKIGEVHEGTAVMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF AEV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWRDHRVNIIDTPGHVDFTAEVERSLRVLDGAVAVFDSVAGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D +     +  KL A                   D+I  +++
+   
Sbjct  129  
PRICFVNKMDRIGADFKRTFDQIITKLEANPVAIQLPIGSEDKFVGVVDLIKMKSITYKD  188

Query  163  E------IVLEENTDI---------
EAWDAVIENNDKLLEKYIAGEPISRE-------KL  200
            E      +V E   D+         +  + V E +DK+LEKY+ GE I+ +       
K 
Sbjct  189  
ETMGADYVVGEIPADMMEEAKRYREQLIEKVSEADDKILEKYLHGEAITEDEIKAALRKR  248

Query  201  
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------  238
            V    R+  +A+  PV  GSA K  G+QPL+DAV                          
Sbjct  249  
VNSSVRKKGEAAFVPVICGSAFKNKGVQPLLDAVVDFLPSPLDVPAIVGIDPTKKEETLI  308

Query  239  -QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITE  293
             +P  ++  A      FK+       +  + R+YSG L    +V  A +++     
++ +
Sbjct  309  ERPASDE--
APFGALAFKIMTDPFVGQLTFFRVYSGVLASGASVYNATKQRTERIGRLLK  366

Query  294  MRIPSKGEIVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            M    + EI      Y G+I   +   SV   D L D          + P P++   



I P
Sbjct  367  MHANKREEI---
KEVYAGDIAAAVGLKSVSTGDTLCDEKHAIVLESMDFPEPVISLAIEP  423

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
            +T   +E+L   L +L   DP  R + D  T ++I++ +G + LE++   L  ++ 
+E  
Sbjct  424  
RTKVDQEKLGVGLQKLMAEDPTFRVQTDQQTGQVIIAGMGELHLEIIVDRLKREFNVEAT  483

Query  413  VKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            V +P V Y E   RP       +  +      +    + + P   G+G  +E+ +  
G +
Sbjct  484  VGKPQVAYKETLTRPADGDGRYVK-
QTGGRGQYGHAKIHLFPGEPGTGYVFENEIVGGSI  542

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + F   + +GI+  L +G L G+ + D +I    G Y+   S+   F+    +  
+ A 
Sbjct  543  
PKEFIKPINEGIKEALTRGVLAGYPIDDVRIELYDGSYHDVDSSEMAFKIAGSMAFQDAA  602

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K +   LLEP +   +  P++Y+     +       I++ + +    + +  +P   
+  
Sbjct  603  
KRAKPVLLEPMMRVEVVVPKDYMGDVMGNLASRRGHIQSQEDRGGTQIISARVPLSEMFG  662

Query  589  YRTDLAFYTNGRSVCLTELKGYQAA  613
            Y TDL   T GR+        Y+ A
Sbjct  663  YATDLRSRTQGRATYSMHFDRYEPA  687

>KKU34116.1 Elongation factor G [Candidatus Uhrbacteria bacterium 
GW2011_GWF2_46_218]
 KKU41178.1 Elongation factor G [Candidatus Uhrbacteria bacterium 
GW2011_GWE2_46_68]
Length=695

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 197/689 (29%), Positives = 320/689 (46%), Gaps = 
75/689 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N GI+AH+DAGKTT++E +L+ +G   + G V +G    D M  E++RGITI 
AA T
Sbjct  9    
KTRNFGIIAHIDAGKTTVSERVLFYTGKKHKIGEVHEGEATMDWMEQEQERGITITAAAT  68



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA+++     GV+ Q+   +       
+
Sbjct  69   
TCFWKGHRMNLIDTPGHIDFTVEVKRSLRVLDGAVVIFDGVAGVEPQSETNWRYADDYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    V+S+  +L+                    D+I ++      
Sbjct  129  
PRICFINKLDRTGADFFKDVESIHRRLTKNAYPTQLPIGTESNFVGIIDLIAQRAFIYKD  188

Query  163  EIVLE-ENTDI---------EAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRRV  208
            E+  E E TDI         E  D +IE     ++ L+EKY+AG+ +S E+L R  
++ V
Sbjct  189  
ELGREIEETDIPEEYRVKAKEYRDKLIEAIATADESLMEKYLAGDELSLEELKRGLRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------
EQGSAAL---------  249
                + P+  GSA K  G+Q L+DAV   L  P+          E  S +L         
Sbjct  249  
IAVDIVPIMCGSALKNKGVQMLLDAVVDYLPNPLDVPPLKCSDPEDSSISLERKADDNEP  308

Query  250  -CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       + V+ R+YSGTL+    V       RE++ +I  M   S+ 
E+  
Sbjct  309  
FTALAFKIAADPYVGKLVFFRIYSGTLKAGSYVLNSTTGNRERVGRIVRMHANSREEV--  366

Query  305  TDTAYPGEIVILPSDSVRLNDV-----
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             +  Y GEI    + +V L D      L DP           P P++   I PKT 
A +E
Sbjct  367  -EEVYAGEI----
AAAVGLKDTFTGHSLCDPDHPVLLEAIVFPEPVISIAIEPKTKADQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R   D  T+++I+S +G + L+V+   +  ++ +E  V 
+P V 
Sbjct  422  
KMGVALQKLAEEDPTFRVRTDEETNQVIISGMGELHLDVIVDRMRREFNVEANVGQPQVS  481

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E  L +A        +      +    + V  L  G G ++   +  G + + + 
N +
Sbjct  482  
YRETILGSAEGEGKYIRQTGGRGQYGHCSVKVEKLETGKGFEFVEAIKGGVIPREYFNPI  541



Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GIR   ++G L G+ + D K+    G Y+   S+ A F+    +  + A K++   
LL
Sbjct  542  
EKGIREAADRGVLAGYPILDIKVTLIDGSYHEVDSSEAAFKIAGSMAFQDAAKKAKLVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++++     D       I+    +         +P   +  Y T 
L   
Sbjct  602  
EPMMKVDVVTPEDFMGTVVGDLNAKRGQIQEMTDRSGSKAIVAFVPLAEMFGYATQLRSI  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPR  622
            T GR+    E   Y+   + V + +I+ R
Sbjct  662  TQGRASYSMEFDHYEPVPSNVSKAIIEAR  690

>WP_096606049.1 elongation factor G [Staphylococcus delphini]
 PCF73821.1 elongation factor G [Staphylococcus delphini]
 PCF83704.1 elongation factor G [Staphylococcus delphini]
Length=693

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 182/662 (27%), Positives = 306/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMVQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WEGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G +    V ++ D+L A+                 + L      + N 
D+ 
Sbjct  132  
VFVNKMDKIGANFDYAVSTLHDRLQANAAPIQLPIGAEDEFSAIIDLVTMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E N+ L+EK    + I+ ++L    ++   



D 
Sbjct  192  
TEIEEIEIPEDYRERAEEARETLIEAVAETNESLMEKIFEEQEITVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +              +A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADDPDEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKREFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSSAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 



Sbjct  665  RG  666

>WP_107904032.1 elongation factor G [Bacillus sp. OV186]
 PTW16489.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. OV186]
Length=692

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 189/664 (28%), Positives = 307/664 (46%), Gaps = 
77/664 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WNNHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V ++ D+L A                   D++  + +  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVGTMHDRLQANAHPIQLAMGAEDNFWGIIDLVEMKAIKYNNDL-  190

Query  166  LEENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                TDIE  +                  AV E +++L+ KY+ GE I+  +L    
+  
Sbjct  191  ---
GTDIETIEIPEEYKEQADEYRGRLVEAVAELDEELMMKYLEGEEITIPELKAAIRTA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSV-------------  253
                  +PV  GSA K  G+Q ++DAV   L  P+      A+ G++             
Sbjct  248  TCSVQFYPVVCGSAFKNKGVQLMLDAVIDYLPSPLD---
VPAIMGTIPDSEEEKVVPSSD  304

Query  254  --------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
                    FK+       +  + R+YSGTL     V       RE++ +I +M   
S+ E
Sbjct  305  
DEPFAALAFKIMTDPYVGKLTFFRVYSGTLESGSYVQNSTKGKRERVGRILQMHANSRQE  364



Query  302  IVRTDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I +    Y G+I   +        D L D   L      E P P++   I PK+ A 
+++
Sbjct  365  ISKV---
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIHIAIEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L + DP  R   D  T ++I+  +G + L+++   +  ++K+E  V  P 
V Y
Sbjct  422  
MGQALVKLTEEDPTFRAHTDQETGQVIIGGMGELHLDIIVDRMRREFKVEANVGAPQVAY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R           +      +  + +  +P   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRSSAQVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENGIVGGVVPREYIPAVA  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A+K+    
LLE
Sbjct  542  
AGLEDSLKNGVLAGFPLIDIKARLFDGSYHDVDSNEMAFKVAASLALKNAVKKCNPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T
Sbjct  602  
PIMKVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLAEMFGYATSLRSNT  661

Query  598  NGRS  601
             GR 
Sbjct  662  QGRG  665

>WP_036619500.1 elongation factor G [Paenibacillus macerans]
Length=692

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 314/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  +VV  +RD+L A                   DII K+      
++ 
Sbjct  132  
AYVNKMDIIGADYLNVVNDMRDRLQANAVAIQLPIGAENDFVGIIDIITKKAYIYKDDLG  191

Query  166  LE--------------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E    E  + V E ++ L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QNIEEAEIPADLADKVEELRAELVEKVAELDEDLTMKYLEGEEITVEELKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253
             +FPV  GS+ +  GIQ ++DAV   L  P+         E G+                
Sbjct  252  
KIFPVVCGSSYRNKGIQLMLDAVIDYLPAPVDVPNIQGHLEDGTEVERHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M    + EI   
+  Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANHRQEI---
NEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKSPVILESMNF---
PDPVIEIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL  +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAYTDEETGQTILKGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  G+G Q++S++  G + + +    
+
Sbjct  482  ETFRTPARVEGKFVR-



QSGGRGQYGHVWVEFEPLEPGTGNQFDSKIVGGAVPREYIGPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEAMQNGVLAGFPVVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_061038674.1 elongation factor G [Vibrio splendidus]
Length=695

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 192/668 (29%), Positives = 310/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++ TPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNGHRLNVIATPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D  +VV  V++ L A  +++   +    E V                 
L
Sbjct  129  
IFVNKLDRMGADFYNVVDQVKNVLGATPLVMVLPIGREDEFVGVVDLLSRKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                E  +  +E +D L+E Y+ GE  S E + R  ++  
+D



Sbjct  189  
PENYEILDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGVQIVLDAVVDYLPSPTEVDPQPLMDENGEETGEHAIVSTDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHQVTLEPMVFPTPVISIAVSPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  AV  
G   
Sbjct  485  
QAIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFKFNSVVVGGNVPKEFWPAVEKGFAS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+   D ++    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIMNV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFAQY  672



>WP_078121310.1 elongation factor G [Chromatiaceae bacterium 
2141T.STBD.0c.01a]
Length=694

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 202/668 (30%), Positives = 303/668 (45%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ+A 
TS Q
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGEATTDFMEQEAERGITIQSAATSCQ  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  V
Sbjct  69   
WDGHRFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSLSP-------
EIVL  166
            IF+NK+D+ G D   VV  V + L+A  ++           K  V L         
E  L
Sbjct  129  
IFVNKLDRLGADFYRVVDQVENVLAARPLVMVLPIGIEDDFKGVVDLMSMKAYVWDESGL  188

Query  167  EEN---TDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI             +  +  +E +D L+E Y+ G   S + L R  ++    
Sbjct  189  
PENFEITDIPEDMVAKAEEYREKMIETAVEQDDDLMEAYLEGNEPSVDDLKRCIRKGTIA  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GSA K  GIQ ++DAV            QP       E G  A+        
Sbjct  249  
LDFFPTYCGSAFKNKGIQLVLDAVVDYLPSPTEVEPQPEVDLEGNETGEKAIVDPDRPLR  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSG ++  DTV     G+ E++ +I EM    + E+   
D
Sbjct  309  ALAFKIMDDKYGA-
LTFTRIYSGRIKKGDTVLNTFTGKTERIGRIVEMHADQREEL---D  364

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ L    + +    L DP +         P P++   + PK     E++  
A+



Sbjct  365  
SAQAGDIIALIGMKNTQTGHTLCDPNKPATLEPMVFPEPVISIAVKPKDKGSVEKMGLAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R E D  + E IL  +G + L++   +L   +K+E  V +P V Y 
E   
Sbjct  425  
NKMVAEDPSFRVETDEESGETILKGMGELHLDIKVDILKRTHKVEVEVGKPQVAYRETIS  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +A I   + P    SG Q+ES V+ G + + F  AV  
G + 
Sbjct  485  
QRVEDSYTHKKQSGGSGQFAKIDYVIEPGEQNSGYQFESAVTGGNVPREFWPAVDKGFKM  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++QG L G+ + D K+    G ++   S+   +   A     Q++ ++  QLLEP 
+  
Sbjct  545  
SMQQGTLAGFPLLDVKVTLVDGGFHPVDSSAIAYEIAAKGAYRQSIPKAAPQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+  +     V    + P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIQGQEAGATGVRVKAQAPLAEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_057489966.1 elongation factor G [Streptococcus orisasini]
Length=693

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    



+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFQGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPAEYVDQANEYREKLIEAVAETDEDLMMKYLEGEEITEAELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVIDYLPSPLDIPAIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTSKGKRERIGRILQMHANSRNEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          + P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYSGDIAAAVGLKETTTGDSLTDEKAKVILESIDVPEPVIQLMVEPKSKADQDKMAIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEKGLV  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_018164835.1 elongation factor G [Streptococcus henryi]
Length=692

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 196/679 (29%), Positives = 319/679 (47%), Gaps = 
81/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                 +LEE  DI A              +AV E ++ L+ KY+ GE I+ ++L    
++
Sbjct  189  DLGTDILEE--
DIPADYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRK  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------



TGLFQPIGEQGS-------  246
               +   +PV  GSA K  G+Q ++DAV              G+     E+ +       
Sbjct  247  
ATINVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEETRPASDDE  306

Query  247  --AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       R  + R+YSG L     V       RE++ +I +M   
++ 
Sbjct  307  PFAALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTTKGKRERIGRILQMHANTRK  363

Query  301  EIVRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTA  355
            EI   +T Y G+I    + +V L D   GD     + +      E P P+++  + 
PK+ 
Sbjct  364  EI---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSK  416

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  
V  
Sbjct  417  
ADQDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGA  476

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + 
+ F
Sbjct  477  
PQVSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREF  536

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A 
K + 
Sbjct  537  
IPAVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQ  596

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   + AP++ L             ++  +      +    +P   +  
Y T 
Sbjct  597  
PAILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATV  656

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR   +     Y+
Sbjct  657  LRSATQGRGTFMMVFDHYE  675

>WP_020559519.1 elongation factor G [Thiothrix flexilis]
Length=698



 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 194/671 (29%), Positives = 307/671 (46%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ+A 
T+ Q
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGESTMDFMEQEAERGITIQSAATTCQ  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKGHRFNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ---------  156
            I++NK+D+ G D   V++ V + L A                   D++ ++         
Sbjct  129  
IYVNKLDRIGADYYRVIKQVEEVLGAKPLPMTLPIGTEDTFVGVVDVLTRKAWVWDDSGD  188

Query  157  ----TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                T+   P  ++E    +E W     +  +E +D L+E Y+ GE  S E L    
++ 
Sbjct  189  PMNYTIEDVPADMVEL---
VEEWREKMIETAVEQDDDLMEAYLNGEEPSIEDLKLCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-----
IGEQGSAALCGS--  252
                  FP Y GS+ K  G+Q ++D V            QP       E G+ A+  
+  
Sbjct  246  
TIKMDFFPTYAGSSFKNKGVQLVLDGVVDYLPNPTEVNPQPETDEEGKETGTFAIVDADR  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                 VFK+     G    ++R+YSG L+  DT+     G+ +   ++ EM    + 
EI 
Sbjct  306  PLRALVFKIMDDRFGALN-
FIRIYSGRLKKGDTILNTFTGKTERVGRMVEMHANDRNEI-  363

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              ++A  G+IV L    +V+    L DP           P P++   IAPK     
E++ 
Sbjct  364  --
ESAQAGDIVALIGLKNVQTGHTLADPDHPATLEPMVFPDPVISIAIAPKNKGASEKMG  421



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL ++   DP  R E D  + E I+  +G + L++   +L   + +E  V +P V 
Y E
Sbjct  422  
VALGKMVQEDPSFRVETDEDSGETIIKGMGELHLDIKVDILRRTHGVEVEVGKPQVAYRE  481

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I  ++ P   G+G  +ES V+ G + + +  
AV+ G
Sbjct  482  
TITQAVDDSYTHKKQSGGSGQYGRIDYTIEPNEPGAGFAFESVVTGGNVPREYWPAVQKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                + +G L G+   D K+    G Y++  S+   F   A     Q + ++G 
QLLEP 
Sbjct  542  
FDASMAKGVLAGYPCLDVKVTLRDGAYHAVDSSALAFEIAAKGAYRQTIPKAGPQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P +++     D  +  A I++ +     V    E P   +  Y  DL   
T+G
Sbjct  602  
MKIDVFTPADHVGDVIGDLNRRRAMIKSQEPGATGVRVKSEAPLSEMFGYIGDLRTMTSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFSHY  672

>WP_066217567.1 elongation factor G [Balneola sp. EhC07]
 OAN64101.1 translation elongation factor G [Balneola sp. EhC07]
Length=712

 Score = 251 bits (641),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/698 (28%), Positives = 318/698 (46%), Gaps = 
86/698 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G     G V  G    D M  E++RGITI +A 
T   
Sbjct  20   
NIGIMAHIDAGKTTVTERILFYTGRSHRIGEVHDGAATMDWMEQEQERGITITSAATHCI  79

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +   VQ Q+  ++    K  
+P +
Sbjct  80   



WKDHRINIIDTPGHVDFTVEVERSLRVLDGAVFVLCSVGAVQPQSETVWRQANKYKVPCM  139

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
             F+NK+D+ G D  +VV  + +KL+A+ I            K  V L             
Sbjct  140  
AFVNKMDRTGADFYNVVGQLDEKLNANPIPIQIPIGSEENFKGVVDLINMRGIVWDDASL  199

Query  161  ---SPEIVLEENTDIEAWD-------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 E+ + E+   +A D       A+ ++++ L+EKY+  E IS ++++   ++    
Sbjct  200  
GAKYDEVDIPEDLATKAADYRVQLIEAIADHDESLMEKYLMEEEISEDEILAAIRKATIA  259

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPIGEQG------------------
SAALCG  251
              + PV  G+A K  G+Q ++D V      P+  Q                   +A    
Sbjct  260  
KDITPVMCGTALKNKGVQAMLDRVISFMPSPLDVQAVKGVKPHTEDEVIREADVNAPFSA  319

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  + R+YSGTL     V   +   +E++ ++ EM   SK +I   
+ 
Sbjct  320  
LAFKIMTDPYVGKLTFARVYSGTLEKGSYVLNSSTGKKERVGRLLEMHANSKKDI---EV  376

Query  308  AYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
            A  G+IV ++    V   D L    DP  L +  +   P P+++  + PKT A  E
+L  
Sbjct  377  AQAGDIVAVVGVKEVYTGDTLCDLDDPVILEQITF---
PEPVIKLAVEPKTKADSEKLSA  433

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L +LA+ DP  +   D  T +  ++ +G + LE++   L  ++K+E  V  P V 
Y E 
Sbjct  434  
GLQKLAEEDPTFQVRTDDETGQTTIAGMGELHLEIIVDRLKREFKVEANVGAPQVSYRET  493

Query  424  PLKAASH---------------
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              KA  H                I  E+ P  ++A        +S   G  + + +  
G 
Sbjct  494  
ISKAVEHRELYKKQSGGRGKFADIQFEIAPIEYFADYDGKKDRISEEDGFMFINEIVGGN  553

Query  469  LNQSFQNAVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + F  +V+ G +  LE G+   + V +  +    G Y+   S    F   A +    
+
Sbjct  554  
IPREFIPSVQKGFKAALENGIQANYAVQNIGVRLFDGSYHDVDSDQLSFELAAKLGFRNS  613



Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             K++  QLLEP +   +  P+EY+     D       I++   + D  V    +P   
+ 
Sbjct  614  
AKKAKPQLLEPVMKVEVTTPEEYMGDVIGDLNSRRGIIQSMDNRNDGSVVKANVPLSEMF  673

Query  588  AYRTDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
             Y TD+   T GR+V   E + Y A    + Q +I+ +
Sbjct  674  GYSTDVRSLTQGRAVYSMEFEEYTAVPEKIAQEIIESQ  711

>WP_069811010.1 elongation factor G [Chlorobaculum limnaeum]
 AOS84824.1 translation elongation factor G [Chlorobaculum limnaeum]
Length=704

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 192/685 (28%), Positives = 318/685 (46%), Gaps = 
84/685 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGRLHKMGEVHEGGATMDWMEQEKERGITITSAAT  68

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W           HR  +NI+DTPGH+DF  EV RSL VLDGA+ +  A  GV+ 
Q+ 
Sbjct  69   TCFWTPKYGNYTGLNHR--
INIIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSE  126

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------  151
             ++    K  +P + ++NK+D+ G D    V+++R++L A+                   
Sbjct  127  
TVWRQANKYGVPRIAYVNKMDRVGADFFDTVKAIRERLGANPVPIQIPIGQGEIFAGFVD  186

Query  152  -------IIIKQTVSLSPEIVLEENTDIEA--W-----
DAVIENNDKLLEKYIAGEPISR  197
                   I  K+  S   E+ +  + + EA  W     +AV E +D LLEKY+ GE 
I+ 
Sbjct  187  
LIRMKGIIYDKEDGSTYTEVEIPHDLENEARTWRINMLEAVSEVDDTLLEKYLNGEEITE  246

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA---------  248
            +++    ++     ++ PV  GS+ K  G+Q ++DAV        + GS           
Sbjct  247  
DEVRVVLRKATLGVTIIPVLCGSSFKNKGVQFMLDAVIDYLASPVDVGSVEGHHPRTEEE  306



Query  249  ----------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEM  294
                        G  FK+       +  + R+YSG L     V  ++ G+++   +
+ +M
Sbjct  307  
VVRQPKDEEPFAGLAFKIATDPFVGKLTFFRVYSGVLNAGSYVLNSVTGKKERVGRVLQM  366

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + E    D  Y G+I   +    VR  D L D   P  L +  +   P P++   
+
Sbjct  367  HSNKREE---RDAVYAGDIAAAVGLKDVRTGDTLCDENNPIVLEKMVF---
PEPVIEIAV  420

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  ++L  +L +LA+ DP  R + D  T + +++ +G + LE++   L  +
+K+E
Sbjct  421  
EPKTKADSDKLGISLAKLAEEDPTFRVKTDEETGQTLIAGMGELHLEILVDRLKREFKVE  480

Query  411  TVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
              V +P V Y E     ++     +        F   + L V PL  G G ++   
+  G
Sbjct  481  ANVGQPQVAYRETIRGKVEYEGKFVRQSGGKGQFGLVV-
LRVEPLEEGKGYEFADEIKGG  539

Query  468  YLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + +  AV  GI+  ++ G+  G+ + D K+    G Y+   S+   F+    I  
+ 
Sbjct  540  
VIPREYIPAVNAGIQQAMKDGVVAGFPMQDIKVALIDGKYHEVDSSEMAFKIAGSIGFKG  599

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A K++   LLEP +   +  P+EYL     D       IE    +      + ++P   
+
Sbjct  600  
AAKKANPVLLEPIMKVEVITPEEYLGDVMGDLSGRRGHIEGMGQRAGAQFVSAKVPLSEM  659

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
              Y TDL   T GR+    E + Y+
Sbjct  660  FGYSTDLRSMTQGRANYSMEFESYR  684

>WP_044056756.1 elongation factor G [Alteromonas australica]
 AIF98580.1 elongation factor G [Alteromonas australica]
 AJP43592.1 elongation factor G [Alteromonas australica]
Length=694

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 



matrix adjust.
 Identities = 189/669 (28%), Positives = 309/669 (46%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   V + VR  L A                   D++ K+   +  
+  
Sbjct  129  IFVNKLDRMGADFYRVTEQVRKVLGAVPLVMTLPIGIEDDFVGVVDVLTKKAY-
VWDDTG  187

Query  166  LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN +I+   A                 +E +D L+E Y+ GE  S E + R  +
+  +
Sbjct  188  
LPENYEIQDVPADMVDKVNEYHEQLIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
            D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +    
Sbjct  248  
DLAFFPTYCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLMDEEGNETGEHAIVSADETF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E
+   
Sbjct  308  KALAFKI-
MDDRFGALTFVRIYSGKLNKGDTIMNSFTGKTERVGRMVEMQADDRIEL---  363

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            ++A  G+I+ I+   +V+    L DP           P P++   + PK     E+
+  A
Sbjct  364  
NSAQAGDIIAIVGMKNVQTGHTLCDPKDKVTLEPMVFPTPVISIAVQPKDKGGNEKMGIA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424



            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  424  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  483

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P   GSG  ++S V  G + + F  AV  
G +
Sbjct  484  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEQGSGFTFKSTVVGGNVPKEFWPAVEKGFK  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  544  
SMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR 
Sbjct  604  
VDVFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSHY  672

>WP_027822280.1 GTP-binding protein [Lactobacillus plantarum]
 ASL78548.1 Ribosome protection-type tetracycline resistance related 
protein, 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   



ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMVGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  



Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>AID38888.1 Tetracycline resistance protein TetM [Staphylococcus 
aureus]
Length=152

 Score = 234 bits (596),  Expect = 3e-70, Method: Composition-based 
stats.
 Identities = 113/145 (78%), Positives = 126/145 (87%), Gaps = 0/145 
(0%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MKIINIG+LAHVDAGKTTLTESLLY SGAI+E GSV+KGTTRTD   
LERQRGITIQ  +
Sbjct  1    
MKIINIGVLAHVDAGKTTLTESLLYNSGAITELGSVDKGTTRTDNTLLERQRGITIQTGI  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSFQW   KVNI+DTPGHMDFLAEVYRSL+VLDGAIL
+ISAKDGVQAQTRILFHALRKM 
Sbjct  61   
TSFQWENTKVNIIDTPGHMDFLAEVYRSLSVLDGAILLISAKDGVQAQTRILFHALRKMG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVR  145
            IPT+ FINKIDQ  +  Q  ++ ++
Sbjct  121  IPTIFFINKIDQMELIYQRFIRILK  145

>PIV39162.1 elongation factor G [Candidatus Omnitrophica bacterium 
CG02_land_8_20_14_3_00__42_8]
Length=689

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 198/681 (29%), Positives = 327/681 (48%), Gaps = 
74/681 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G + + GSV++GT   D M  E++RGITI 
AA T
Sbjct  9    
KLRNIGIIAHIDAGKTTTTERILFYTGRVYKIGSVDEGTAVMDWMEQEQERGITITAAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W  C++NI+DTPGH+DF AEV RSL VLDGA++V     GVQ Q+  ++       
+
Sbjct  69   
TCDWKDCRINIIDTPGHVDFTAEVERSLKVLDGAVIVFCGVGGVQPQSETVWRQADNYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + FINK+D+ G D   V + + DKL A+                +   +++   
I  E
Sbjct  129  
PRIAFINKMDRTGADFLKVFRDITDKLGANAFPLQLPIGREEDFRGVIDLINMKAYIFEE  188

Query  168  ENT-DIEAWDAVIEN-------------------
NDKLLEKYIAGEPISREKLVREEQRR  207
            EN  D    +A+ EN                   ++ L+ KY+  + IS  ++    
++ 
Sbjct  189  
ENKLDNFRQEAIPENMLQEAKKFRHGLIEKLAEHDEVLMNKYVHDKEISIGQIKTALRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------
GEQGS------AA  248
            V      PV  G++ K  G+Q L+DAV   L  P+            GE+ S        
Sbjct  249  
VIKDMFVPVLCGASFKNKGVQMLLDAVCDCLPSPLDLLPVKGVDPYSGEEVSRKTDDDEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVR  304
             CG  FK+       R  Y+R+YSGT++    V  +    +E+L KI  M   +K 
+IV 
Sbjct  309  FCGLCFKIVTDPYIGRLTYVRIYSGTIKPSSYVYNSSKDTKERLAKIVRMH-
ANKQKIV-  366

Query  305  TDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             + A  G+IV I+   + +  D L     P  L +  +   P P++   I P T   
+++
Sbjct  367  -EEAGAGDIVGIVGLKNTKTGDTLCVKDYPIILEKIHF---
PEPVVSMAIEPATKMDQDK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL +L + DP  + + ++ T + I+S +G + LE++   L  ++K+      P 
V Y
Sbjct  423  
LGMALNKLQEEDPTFKVKYNAETGQTIISGMGELHLEIIMDRLLREFKVTAKTGAPQVAY  482

Query  421  MERP---
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E P   +++    I  +   +  +  + + + P    SG+++++++  G + + + 
+AV
Sbjct  483  KEMPSEEIRSVGKFIQ-
QTGGHGQYGHVVIIIKPGEQDSGIEFKNKIVGGAIPKEYISAV  541

Query  478  RDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
             DGI    + G L G+ V D  +    G Y+   S+   F+  A I +   L+++  
+L+
Sbjct  542  
EDGIDMASKTGVLGGYPVIDTIVTLIDGSYHEVDSSELAFKMAASIAMGDGLRKAKCKLM  601

Query  537  EPYLSFILYAPQEYLSRAYHD-
APKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            EP ++     P+ Y      D   + C   E  Q  K ++V  G +P   +  Y T 
+  
Sbjct  602  EPIMNLEAIFPENYTGDVIGDLNSRRCRIREITQKGKTKIV-
KGGVPLAEMFGYATSIRS  660

Query  596  YTNGRSVCLTELKGYQAAVGQ  616
             T GR+    E   Y    G 
Sbjct  661  LTQGRASYTMEPSHYSEVPGN  681

>KXB49586.1 translation elongation factor G [Corynebacterium 
kroppenstedtii]
Length=712

 Score = 251 bits (641),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 186/697 (27%), Positives = 325/697 (47%), Gaps = 
73/697 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT+TE +LY +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  15   
KVRNIGIMAHIDAGKTTVTERILYYTGINRKVGETHDGASTTDWMEQEKERGITITSAAV  74

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  75   
TCFWKDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  134

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  135  
PRICFVNKMDKLGADFYYTVDTIVDRLHAKPLVMQLPIGAEDDFDGVVDLINMNAITWRG  194

Query  157  TVSLSPEIVLEENTDI----------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V +  E  +EE  D           +  +AV E++++L+EKY AGE ++ +++    
++
Sbjct  195  
KVDVGAEPTIEEIPDDLKDKADEYHEKLLEAVAESDEELMEKYFAGEELTTDEIHEAIRK  254



Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQG---------S  246
             V ++ +FPV+ GSA K  G+QPL+DA+                 +G++           
Sbjct  255  
MVVNSEIFPVFCGSAYKNKGVQPLLDAINWYLPTPLDVGEVHGHKVGDESVELTRHPSVD  314

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
            A      FK+       +  ++R+YSG++     V  + +  K +I ++      +    
Sbjct  315  
APFSALAFKIAAHPFFGKLTFVRVYSGSVEPGQQVMNSTKGHKERIGKLFQMHANKENPM  374

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G I   +        D L D          + P P++   I PK+ A +E
+L  A
Sbjct  375  
DVAKAGNIYAFIGLKDTTTGDTLCDANDQIILESMDFPDPVIEVAIEPKSKADQEKLGIA  434

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            + +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  435  
IQRLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRETI  494

Query  423  -RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVSLGYLNQS  472
             +P++   +T   +   +  +A + +S+ P       L  G    Y  E+ V+ G 
+ + 
Sbjct  495  
RKPVEKYEYTHKKQTGGSGQFAKVIISLEPYAPNPDELEEGESATYKFENAVTGGRVPKE  554

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI+  ++ G L G+ + + K     G Y+   S+   F+      L++A
++++
Sbjct  555  
YIPSVDAGIQDAMQYGTLAGFPLVNIKATLVDGQYHEVDSSEMAFKIAGAQALKEAVQKA  614

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  +  P+EY+     D       + + + +    V    +P   +  
Y  
Sbjct  615  
KPVLLEPMMAVDVITPEEYMGEVIGDVNARRGQVHSMEDRSGAKVVKATVPLSSMFGYVG  674

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPN  625
            DL   T GR+        Y      V Q +I  R  N
Sbjct  675  DLRSKTQGRANYTMIFDSYAEVPTNVAQEIIAERTGN  711

>WP_016116950.1 MULTISPECIES: elongation factor G [Bacillus cereus 
group]



 EOP61918.1 elongation factor G [Bacillus cereus VD136]
 EOP76966.1 elongation factor G [Bacillus cereus VDM006]
 EOQ18133.1 elongation factor G [Bacillus cereus VDM021]
 OOG90727.1 hypothetical protein BTH41_02583 [Bacillus mycoides]
 OUM47234.1 elongation factor G [Bacillus pseudomycoides]
 PEE44716.1 elongation factor G [Bacillus pseudomycoides]
 PEI90921.1 elongation factor G [Bacillus pseudomycoides]
 PEK67535.1 elongation factor G [Bacillus pseudomycoides]
 PEL23935.1 elongation factor G [Bacillus pseudomycoides]
 PGA86354.1 elongation factor G [Bacillus pseudomycoides]
 PGE88721.1 elongation factor G [Bacillus pseudomycoides]
 PHF48016.1 elongation factor G [Bacillus pseudomycoides]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 310/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPEI-----
VLEE---------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E      ++EE          
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDEFNGIIDLVEECAYMYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI+                    +AV E +++++ KY+ GE I+ E+L    ++     
Sbjct  192  
TDIQRIEIPEEHKELAEEYRGKLIEAVAELDEEMMMKYLEGEEITVEELKAGIRKATISV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q L+DAV              G+     E+              
Sbjct  252  
EFFPVICGSAFKNKGVQILLDAVIDYLPSPLDVPAIKGILPDTDEEVERKSSDEEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M   S+ EI    



T 
Sbjct  312  
AFKIMTDPYVGKLTFFRVYSGVLNSGSYVKNSTKGKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P++   I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCEEKNLVILESMEFPEPVISVAIEPKSKADQDKMGT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL++L++ DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALSKLSEEDPTFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +   P   G G ++++++  G + + +  AV  
G+
Sbjct  485  
FRAAAKVEGKFARQSGGRGQFGHVWIEFEPNEEGKGFEFQNKIVGGVVPREYIPAVGAGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               L+ G L G+ + D K     G Y+   S+   F+  A + L+ A+ +    
+LEP +
Sbjct  545  
EDSLKNGVLAGYPLVDIKAALVDGSYHDVDSSEMAFKIAASMALKAAVSKCSPVILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVIPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATALRSNTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTFSMTFDHYE  675

>WP_012863405.1 elongation factor G [Sebaldella termitidis]
 ACZ10830.1 translation elongation factor G [Sebaldella termitidis 
ATCC 33386]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 178/674 (26%), Positives = 317/674 (47%), Gaps = 
77/674 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVTHKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQADKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
             F NK+D+ G D    V  +++KL  +                   +IK    L  
+  +
Sbjct  132  
AFFNKMDRVGADFDMCVNDIKEKLGGNALPIQLPIGAEEAFEGVIDLIKMQELLFIDETM  191

Query  167  EENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              N D++                  ++++E +D+L+EK+ +GE I+ E+L++  ++   
+
Sbjct  192  
GANYDVKEIRAELADKAKEAREYMIESIVETDDELMEKFFSGEEITEEELIKALRKATIE  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248
              + P   G+A K  GIQPL+D V  +                       +P  ++  
AA
Sbjct  252  
GIVVPCVCGTAFKNKGIQPLLDKVVEIMPSPEDVGEVKGTNPKTDEEITRKPSDDEKFAA  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+       +  + R+YSG L     V       +E++ ++ +M    + 
E   
Sbjct  312  LA---
FKIMTDPFVGKLAFFRVYSGILEKGSYVLNSTKGKKERMGRLLQMHANKREE---  365

Query  305  TDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D  + G+I   +        D L D   P  L +  + +   P+++  + PKT A 
+E+
Sbjct  366  KDEVHAGDIAAAVGLKDTTTGDTLCDESAPIILEKMEFAD---
PVIQVAVEPKTKADQEK  422

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL++LA+ DP  +   +  T + +++ +G + LE++   +  ++K+E  V +P 
V Y
Sbjct  423  



MGTALSKLAEEDPTFKVTTNQETGQTLIAGMGELHLEILVDRMKREFKVEANVGKPQVAY  482

Query  421  MERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  +  A+       +      +  + + V P + G G ++ ++++ G + + +  
AV 
Sbjct  483  RETIIGEANVETKYAKQSGGRGQYGHVKIIVEP-
NNGKGYEFINKITGGAIPREYIPAVD  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI+  +E G+  G+ V D K+    G Y+   S+   F+    + ++  ++++   
LLE
Sbjct  542  
KGIQEAMEAGVVAGYPVQDVKVTLYDGTYHEVDSSEMAFKIAGSMAVKDGMRKATPILLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P     +  P+EY+     D       +     +    +    +P   +  Y TDL   
T
Sbjct  602  
PIFKVEVTTPEEYMGDVIGDLNSRRGQVSGMTDRNGAKIINAFVPLSEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGYQ  611
             GR+    E + Y+
Sbjct  662  QGRASYSMEFEKYE  675

>WP_057539884.1 GTP-binding protein [Paeniclostridium sordellii]
 CEQ26885.1 small GTP-binding protein [[Clostridium] sordellii]
Length=666

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 163/622 (26%), Positives = 304/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D+  +++ ++  LS ++I     SLS  +++ EN DI+  + +I    



EN
Sbjct  125  FLNKIDREGYDIDGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTSSLIENIKKCNIYPILTGSALKNIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                     G ++KV+Y +   R  Y+++ SG L ++D +           KI  
+RI +
Sbjct  238  -
YNNEEDFLGKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEEKEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +  Y G++  L   +   + D L D +       R  + + + +  P L
++ +
Sbjct  297  
GIKFENINEVYSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMAPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNIIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKAHIFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611



              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>WP_041628919.1 elongation factor G [Corynebacterium kroppenstedtii]
Length=708

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 186/697 (27%), Positives = 325/697 (47%), Gaps = 
73/697 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT+TE +LY +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTVTERILYYTGINRKVGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWKDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYYTVDTIVDRLHAKPLVMQLPIGAEDDFDGVVDLINMNAMTWRG  190

Query  157  TVSLSPEIVLEENTDI----------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V +  E  +EE  D           +  +AV E++++L+EKY AGE ++ +++    
++
Sbjct  191  
KVDVGAEPTIEEIPDDLKDKADEYHEKLLEAVAESDEELMEKYFAGEELTTDEIHEAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQG---------S  246
             V ++ +FPV+ GSA K  G+QPL+DA+                 +G++           
Sbjct  251  
MVVNSEIFPVFCGSAYKNKGVQPLLDAINWYLPTPLDVGEVHGHKVGDESVELTRHPSVD  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
            A      FK+       +  ++R+YSG++     V  + +  K +I ++      +    
Sbjct  311  
APFSALAFKIAAHPFFGKLTFVRVYSGSVEPGQQVMNSTKGHKERIGKLFQMHANKENPM  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G I   +        D L D          + P P++   I PK+ A +E



+L  A
Sbjct  371  
DVAKAGNIYAFIGLKDTTTGDTLCDANDQIILESMDFPDPVIEVAIEPKSKADQEKLGIA  430

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            + +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  431  
IQRLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRETI  490

Query  423  -RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVSLGYLNQS  472
             +P++   +T   +   +  +A + +S+ P       L  G    Y  E+ V+ G 
+ + 
Sbjct  491  
RKPVEKYEYTHKKQTGGSGQFAKVIISLEPYAPNPDELEEGESATYKFENAVTGGRVPKE  550

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI+  ++ G L G+ + + K     G Y+   S+   F+      L++A
++++
Sbjct  551  
YIPSVDAGIQDAMQYGTLAGFPLVNIKATLVDGQYHEVDSSEMAFKIAGAQALKEAVQKA  610

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  +  P+EY+     D       + + + +    V    +P   +  
Y  
Sbjct  611  
KPVLLEPMMAVDVITPEEYMGEVIGDVNARRGQVHSMEDRSGAKVVKATVPLSSMFGYVG  670

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPN  625
            DL   T GR+        Y      V Q +I  R  N
Sbjct  671  DLRSKTQGRANYTMIFDSYAEVPTNVAQEIIAERTGN  707

>WP_045101297.1 elongation factor G [Aliivibrio wodanis]
 CED70599.1 elongation factor G (EF-G) [Aliivibrio wodanis]
Length=694

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 192/669 (29%), Positives = 313/669 (47%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+  +D L A+ +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFFRVVKQTQDVLGANPLVMVLPIGIEDDFVGVVDLLTRKAYVWDETGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI A              +  +E +D L+E Y+ GE  + E+L    ++  
+ 
Sbjct  189  
PENYEITDIPADMVDQVEEYREMLVETAVEQDDDLMEAYMEGEEPTIEQLKVCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
               FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
MDFFPAYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLMDEEGAETGEHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADERKELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P+P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHSVTLEPMVFPVPVISIAVTPKDKGGSEKMGIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGQPQVAYRETIT  484

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +P++  S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  A+  
G +
Sbjct  485  QPVE-
DSYTHKKQSGGSGQFGKIDYVMKPGEVGSGFSFKSSVVGGNVPKEFWPAIEKGFK  543

Query  483  YGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP ++
Sbjct  544  
GMMDTGVLAGFPVLDVEIELIDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIMA  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I+        V    +IP   +  Y   L   T
+GR 
Sbjct  604  
VDVFTPDDHVGDVIGDLNRRRGMIKDQMAGVTGVRVKADIPLSEMFGYIGSLRTMTSGRG  663

Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSHY  672

>WP_063998570.1 elongation factor G [Campylobacter hyointestinalis]
 ANE34710.1 translation elongation factor EF-G [Campylobacter 
hyointestinalis 
subsp. lawsonii]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 181/668 (27%), Positives = 311/668 (47%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L     IV E
++T 
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWEDDTK  191

Query  171  -------DIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  



PTDFVEKDIPAELQEKANEYRNKMIEAVAETDDALMEKFFGGEELSNEEIKKGLKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQP------------------
IGEQGSAALCGS  252
             ++ P+  G+A K  G+QPL+DAV                        +         
G 
Sbjct  252  
MTIIPMLCGTAFKNKGVQPLLDAVVDYLPAPDEVEAIRGEMEDGREVIVDSTDDGEFAGL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  ++R+Y G L        + ++K     ++ +M    + EI      
Sbjct  312  
AFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KVL  368

Query  309  YPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  
AL 
Sbjct  369  YAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIALG  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y E   
K
Sbjct  428  
KLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIKK  487

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + L + PL  GSG ++ + +  G + + +  AV  G    
Sbjct  488  
TVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNEA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  +LEP 
+   
Sbjct  548  
LQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPMMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+  
Sbjct  608  
VETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRASY  667

Query  604  LTELKGYQ  611
              E   Y+
Sbjct  668  SMEFDHYE  675



>KKT20529.1 Elongation factor G [Candidatus Giovannonibacteria 
bacterium 
GW2011_GWC2_43_8]
Length=711

 Score = 251 bits (641),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 192/701 (27%), Positives = 315/701 (45%), Gaps = 
104/701 (15%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ +IGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  E++RGI I 
AA T
Sbjct  9    
RVRDIGIIAHIDAGKTTVSERVLFYTGVSHKIGEVHEGEAIMDWMEQEQERGIPITAAAT  68

Query  62   SFQW---------------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVIS  100
            +  W                     +  ++NI+DTPGH+DF  EV RSL VLDG +
+V  
Sbjct  69   
TCFWTPTYLGARSDADENAEKLGKENEYRINIIDTPGHVDFTVEVERSLRVLDGGVVVFD  128

Query  101  
AKDGVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA----------  150
               GV+ Q+  ++    K N+P + FINK+D+ G   ++  +S+ D+L+           
Sbjct  129  
GVAGVEPQSETVWRQADKYNVPRICFINKLDRMGASFENSFKSILDRLTPNAVALNIPVG  188

Query  151  ---------DIIIKQTVSLS---------PEIVLEENTDIEAW-----
DAVIENNDKLLE  187
                     D+I  + V             EI  E   + E W     + + E +D 
L E
Sbjct  189  
LEAAFSGVIDLIRMKFVKFEGDHGEKMVVEEIPAERKKEAEDWRHKLVEKIAEQDDTLTE  248

Query  188  
KYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT------------  235
            KY+ G+ IS+E+L +  +      +L PV+ GSA K  G+Q ++D V             
Sbjct  249  
KYLEGKEISQEELKKVLRASSLAYTLVPVFCGSALKNKGVQLMLDGVVDYLPSPQDLPPV  308

Query  236  -GLFQPIGEQ------
GSAALCGSVFKVEYTDCGQRRVYLRLYSGTL-------------  275
             G     GE+        A L    FK++      +  Y R+YSGTL             
Sbjct  309  
KGTDLKTGEEIFRESKDDAPLAALAFKLQTDPYVGQLTYFRVYSGTLSSGSYVFNSTKNE  368

Query  276  --
RLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRL  333
              R+   + +    + +  EM+    G IV   +   G+ +  P   + L +++      
Sbjct  369  
KERVGRILRMHANHREEAKEMQAGDIGAIVGLKSTKTGDTLCDPDKPIILENIIF-----  423



Query  334  
PRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGR  393
                    P P++   I PKT A +ER+  AL +L++ DP  R + D  T E I+S 
+G 
Sbjct  424  --------
PEPVVSLRIEPKTKADQERMGLALHRLSEEDPTFRIKGDEETMETIISGMGE  475

Query  394  VQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTP  451
            + LE++   +  ++K+   V  P V Y E   K A +   +I +   +  +  + L 
V P
Sbjct  476  
LHLEIIVDRMKREFKVGANVGRPQVAYKETIKKTAEAEGKYIKQSGGHGQYGHVWLRVEP  535

Query  452  LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPV  510
               G G ++ES +  G + Q F  AV  G++  +E+G+  G+ + D K+    G Y
+   
Sbjct  536  
QERGKGFEFESEIRGGVIPQEFIPAVEKGVKEAVEKGVVAGFPLVDIKVALYDGSYHDVD  595

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            S+ + F+    I L++A K +   LLEP +   +  P+ +L     D       IE    
Sbjct  596  
SSESAFKIAGSIALQEAAKRAQAILLEPIMKVEVVTPEHFLGDVTGDLSSKRGKIERMFE  655

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +    V   ++P   +  Y T L   T GR+    E   Y+
Sbjct  656  RGTAKVVDAKVPLSEMFGYVTKLRSMTEGRASYTMEFSHYE  696

>WP_090567786.1 MULTISPECIES: elongation factor G [Bacillales]
 SEN34908.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenisporosarcina 
quisquiliarum]
 SFM80802.1 elongation factor G [Psychrobacillus psychrodurans]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 195/670 (29%), Positives = 311/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAAWDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P ++FINK+D+ G D    V ++ D+L A+                    + +K 
TV  +
Sbjct  129  
PRIVFINKMDKTGADFLYSVGTLHDRLQANAHPIQLPIGAEDEFSGIIDLVTMKATVYGN  188

Query  162  P--------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                     EI  E     E +     +AV E ++ L+EKY+ GE I+ E+LV   
++  
Sbjct  189  
DLGTDIQEVEIPEEYMAQAEEYREKLVEAVAELDEDLMEKYLGGEEITNEELVNGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAAL  249
             +   +PV  G+A K  G+Q ++DAV   L  P+                      
S   
Sbjct  249  
LNVEFYPVVCGTAFKNKGVQKVLDAVVAYLPSPLDIPAMKGIDPNSDDEIERHSDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL+    V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLQAGSYVQNSTKGKRERVGRILQMHANSREEISQV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P++  ++ PK+ A +++
+  A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDEKALVILESMEFPEPVISLSVEPKSKADQDKMGAA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LVKLAEEDPTFRVHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++E+ V  G + + +  AV  
G+R
Sbjct  486  
RSSAKVEGKFVRQSGGRGQFGHVWIEFSPNEEGKGFEFENAVVGGVVPREYIPAVEAGLR  545



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L  G L G+ + D K     G Y+   S    F+  A + L+ A+ +    
+LEP + 
Sbjct  546  
DSLNNGVLAGYPLIDIKAKLYDGSYHDVDSNEMAFKVAASMALKNAVSKVNPVILEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       +E    + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYLGDIMGDITSRRGRVEGMDARGNAQVVRSMVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMTFDHYE  675

>WP_102115657.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMVGLDYWTTP  236



Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET-------
AQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +     E        A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFEAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_014276030.1 elongation factor G [Arthrospira platensis]
 BAI91593.1 translation elongation factor EF-G [Arthrospira 
platensis NIES-39]
Length=697

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.



 Identities = 189/705 (27%), Positives = 320/705 (45%), Gaps = 
97/705 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWLDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT-----  157
            P + FINK+D+ G D   V   +RD+L A                   DI+  +T     
Sbjct  129  
PRIAFINKMDRTGADFFKVYGQIRDRLRANAVPIQVPVGRESDFHGLVDIVAMKTYLYTN  188

Query  158  -----VSLSPEIVLEENTDIEA------WDAVIENNDKLLEKYI----
AGEPISREKLVR  202
                 + +S EI  EE  D+ A       +AV E ++ L+EKY+     G+ ++ E
++  
Sbjct  189  DLGTDIQISDEIP-
EEVQDLVAEYREKLLEAVAETDEALMEKYLEYLEGGDALTEEEVRH  247

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQG-----  245
              ++      + PV  GS+ K  G+Q L+DAV                 P GE+      
Sbjct  248  
SLRQGTIKGLIVPVICGSSFKNRGVQRLLDAVVDYLPAPTEVPPIKGILPDGEEAVRHAD  307

Query  246  -SAALCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKL  289
               AL    FKV   D   R  ++R+YSG L               R+   + L   
E++
Sbjct  308  DDVALSALAFKV-
MADPYGRLTFVRVYSGVLQKGSYIYNATKNKKERISRLIVLKSDERI  366

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            ++ E+R    G  +       G+ +   ++ + L  +               P P+
+   
Sbjct  367  EVEELRAGDLGAALGLKDTLTGDTICDEANPIILESLY-------------
IPEPVISVA  413

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT    E+L  AL  L++ DP  R  +DS T++ +++ +G + LE++   +  
++K+



Sbjct  414  
VEPKTKQDMEKLSKALQSLSEEDPTFRVSIDSETNQTVIAGMGELHLEILVDRMLREFKV  473

Query  410  ETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            E  +  P V Y E   + ++     I  +      +  + + + P   GSG ++ S
+V  
Sbjct  474  EANIGAPQVAYRETIRKSVRTEGKFIR-
QSGGKGQYGHVVIELEPGEPGSGFEFVSKVVG  532

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + + N    G++   E G+  G+ + D K     G Y+   S+   F+    
+ ++
Sbjct  533  
GSVPREYINPAEQGMKEACESGVIAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAIK  592

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV--
FTGEIPA  583
              + ++   LLEP +   +  P +++     D       IE  +  + + +     
++P 
Sbjct  593  
NGVTKASPVLLEPMMKVEVEVPDDFIGNVIGDLNSRRGQIEGQETDQSQGIAKVVAKVPL  652

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPN  625
              +  Y TD+   T GR V   E   Y+    +V + +I   + N
Sbjct  653  ATMFGYATDIRSKTQGRGVFSMEFSHYEEVPRSVAETIIAKSKGN  697

>KKR44767.1 Elongation factor G [Candidatus Moranbacteria bacterium 
GW2011_GWC2_40_12]
 KKT99763.1 translation elongation factor 2 (EF-2/EF-G), elongation 
factor 
EF-G [Candidatus Moranbacteria bacterium GW2011_GWC1_45_18]
 OGI39506.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYB1_FULL_44_23]
 OGI42830.1 translation elongation factor G [Candidatus 
Moranbacteria bacterium 
RIFOXYD1_FULL_44_9]
Length=695

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 188/674 (28%), Positives = 313/674 (46%), Gaps = 
73/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERVLFYTGISHKIGEVHEGEATMDWMEQEKERGITITSAATTCY  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDG ++V   K+GV+ Q+  ++    K N
+P +
Sbjct  72   
WQDCQINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGKEGVEPQSETVWRQADKYNVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
             FINK+D+ G D    + S+ ++L+  ++            K  V L             
Sbjct  132  
CFINKVDKEGADFFFSLDSIENRLNPRVMAVQIPIGQRSDFKGVVDLMKMKAVYFEGDKG  191

Query  161  ----SPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E   + + W     + + E +D L EK++AGE IS  +L    ++ 
V   
Sbjct  192  
EKVREDEIPSEMLEEAKKWRDKMVEKIAETDDALTEKFLAGEEISFPELKAALRKAVIGV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCGS  252
             LFP Y GSA K  G+QP++D V                 P  E+          +    
Sbjct  252  
KLFPAYCGSALKNKGVQPVLDGVVDYLPSPIEIPPAKGIDPKTEKEIEVKALDEGSFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGT++    V  A  G +E++ +I +M    + E+      
Sbjct  312  
AFKIATDPFVGQLTFFRVYSGTVKAGSYVLNATKGEKERVGRILQMHANHREEMQEIYAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G +V +   +    D L DP +         P P++   I PKT A +E++  
AL +L
Sbjct  372  GIGALVGMKYTTT--
GDTLCDPEKPVILESITFPEPVISIAIEPKTKADQEKMGIALKKL  429

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            +  DP  R   D  T + I+S +G + L+++   +  ++K+E  V  P V Y E   
K+A
Sbjct  430  
SAEDPTFRVRSDEETGQTIISGMGELHLDIIVDRMKREFKVEGNVGRPQVAYRETIKKSA  489

Query  429  -SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             +   +I +      +    L V P   G G ++   +  G + Q +  A++ G++  
L+
Sbjct  490  
EAEGKYIRQSGGRGQYGHCWLKVEPNEKGKGFEFLDEIKGGIIPQEYIPAIQKGVKEALD  549

Query  487  QGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
            +G+  G+ + D K+    G Y+   S+ A F+    + L++ ++ +   +LEP +   
+ 
Sbjct  550  
RGVIAGYPLVDIKVTVYDGSYHDVDSSEAAFKIAGSMALQEGVRRADPIILEPIMKVEVV  609

Query  546  APQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
             P++++     D       I+         A+VK    V     P   +  Y T L   
+
Sbjct  610  TPEQFMGDVVGDINAKRGQIQEIEDRGEGNARVK----
VIKSIAPLASMFGYATQLRSMS  665

Query  598  NGRSVCLTELKGYQ  611
             GR+    E   Y+
Sbjct  666  QGRANYNMEFDYYE  679

>WP_074486077.1 elongation factor G [Streptococcus henryi]
 SDB25457.1 translation elongation factor 2 (EF-2/EF-G) 
[Streptococcus henryi]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 196/679 (29%), Positives = 319/679 (47%), Gaps = 
81/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDTRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    VQ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVQTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                 +LEE  DI A              +AV E ++ L+ KY+ GE I+ ++L    
++
Sbjct  189  DLGTDILEE--



DIPADYLEQAQEYREKLIEAVAETDEDLMMKYLEGEEITNDELKAAIRK  246

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS-------  246
               +   +PV  GSA K  G+Q ++DAV              G+     E+ +       
Sbjct  247  
ATINVEFYPVLCGSAFKNKGVQLMLDAVLDYLPSPLDIPAIKGVNPDTDEEETRPASDDE  306

Query  247  --AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKG  300
              AAL    FK+       R  + R+YSG L     V       RE++ +I +M   
++ 
Sbjct  307  PFAALA---
FKIMTDPFVGRLTFFRVYSGVLNSGSYVLNTTKGKRERIGRILQMHANTRK  363

Query  301  EIVRTDTAYPGEIVILPSDSVRLND-VLGDPTRLPRKR----
WREDPLPMLRTTIAPKTA  355
            EI   +T Y G+I    + +V L D   GD     + +      E P P+++  + 
PK+ 
Sbjct  364  EI---ETVYSGDI----
AAAVGLKDTTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSK  416

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  
V  
Sbjct  417  
ADQDKMGVALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGA  476

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + 
+ F
Sbjct  477  
PQVSYRETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREF  536

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A 
K + 
Sbjct  537  
IPAVEKGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAQ  596

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   + AP++ L             ++  +      +    +P   +  
Y T 
Sbjct  597  
PAILEPMMLVTITAPEDNLGDVMGHVTARRGRVDGMEAHGASQIVRAYVPLAEMFGYATV  656

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR   +     Y+
Sbjct  657  LRSATQGRGTFMMVFDHYE  675



>WP_053830265.1 elongation factor G [Helicobacter heilmannii]
 CRF48770.1 Translation elongation factor G [Helicobacter 
heilmannii]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/690 (27%), Positives = 318/690 (46%), Gaps = 
75/690 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  +V   +R++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYNVENQIRERLKANPVPINIPIGAEDTFIGVIDLVAMKAIVWNN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V E  +D++A          +AV E ++ L+EKY+AGE +S E++ +  
+  
Sbjct  189  
EAMGAKYEVQEIPSDLQAKAQEYRDKLLEAVAEQDETLMEKYLAGEALSEEEIKKGIKTG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ------
GSAA-  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+      G 
A  
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPKSEEEVHVQSGDAGE  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRVYRGNLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----



WREDPLPMLRTTIAPKTAAQRE  359
                Y GEI       V L D L   T    K        E P P++   + PKT 
A +E
Sbjct  367  -KEVYAGEICAF----
VGLKDTLTGDTLCSEKNPVILERMEFPEPVIHIAVEPKTKADQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  V 
+P V 
Sbjct  422  
KMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQPQVA  481

Query  420  YME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            + E  R      H    +      +  + + + P   G+G ++ + +S G + + +  
AV
Sbjct  482  
FRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKEPGTGYEFVNEISGGVIPKEYIPAV  541

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G L G+ V D K+    G Y+   S+   F+    +  ++A + +   
LL
Sbjct  542  
DKGIQEAMQSGVLAGYPVVDFKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRIANPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL   
Sbjct  602  
EPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDLRSA  661

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
            T GR     E   Y    A + + +++ R+
Sbjct  662  TQGRGTYSMEFNHYGEVPANIAKEIVEKRK  691

>WP_087444230.1 elongation factor G [Paenibacillus thiaminolyticus]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 318/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGSATMDWMAQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  +V+QS++D+L A                   D++ ++      
++ 
Sbjct  132  
AYVNKMDIIGADFLNVIQSMKDRLQANAVALQLPIGAENDFVGIVDLMTQKAYIFKDDLG  191

Query  166  LE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E E T+I             E  + + E ++ L  KY+ GE I+  +L    ++ 
V   
Sbjct  192  
KEIEETEIPAELKDKAEELRLELIEKIAELDEDLTMKYLEGEEITVPELKAALRKGVCSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+ ++  S          
Sbjct  252  
QIFPVVCGSSYRNKGVQMMIDAVVDYLPSPLDVPDIQGHLEDGTESVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI   
D  Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSREEI---
DIVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKNPIILESMNF---
PEPVIHIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL  +G + L+V+   +  ++K+ET +  P 
V Y 
Sbjct  422  
GVALAKLTEEDPTLRAHTDEETGQTILGGMGELHLDVIIDRMRREFKVETNIGNPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   P   G+G  +E+++  G + + +   
V+
Sbjct  482  ETFRTPARVEGKFVR-
QSGGRGQYGHVWIEFAPQEPGAGFAFENKIVGGVVPREYIAPVQ  540



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
AGIEESMQNGVLAGYPLVDIKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRAGAQIIRAKVPLAEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>PLX89747.1 elongation factor G [Desulfuromonas sp.]
Length=688

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 200/679 (29%), Positives = 314/679 (46%), Gaps = 
83/679 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI++H+DAGKTT++E +LY +G I   G V  G    D M  E+QRGITI A  
TS +
Sbjct  11   
NIGIISHIDAGKTTVSERILYYTGEIHRLGEVHDGQATMDWMEQEQQRGITITATSTSCR  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +N++DTPGH+DF  EV RSL VLDGA+ + SA +GVQ Q+  ++    + +
+P +
Sbjct  71   
WGETCINLIDTPGHIDFTIEVERSLRVLDGAVTIFSAVEGVQPQSESVWRQADRYSVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENTDIE  173
              INK+D+ G D Q V++ +R +L A  ++ Q            + L  + +L  
+T+  
Sbjct  131  
CLINKMDRVGADYQGVIEQIRQRLGARPVLMQLPYGEESEFSGVIDLVADRLLVFDTEDR  190

Query  174  AW------------DAVIENNDKLLEKYIA-----------
GEPISREKLVREEQRRVQD  210
                          + V    + L E               G  IS +++    +R 
V  
Sbjct  191  



GLTVNTLPVPESLSEEVAGAREALFEAAADWDDDLLAALLDGREISAQQVRAALRRGVLA  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-QPI----------
GEQGSAAL--------CG  251
              LFPV+ GSA +  G+QPL+D VT     P+          GE     L        
C 
Sbjct  251  
CGLFPVFLGSALRNKGVQPLLDGVTDFLPSPLELPAVAAHRPGEPAEVKLVCDPQGPFCA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEMRIPSKGEIVRTDT  307
              FKV  +D G++  YLR+YSG L++ ++V  + R+      ++  M    +    
R D 
Sbjct  311  LAFKV-LSDEGRKLTYLRIYSGQLKMGESVLNSTRQVEERAARLFRMHAHKR---
ERIDL  366

Query  308  AYPGEIVILPSDSVRLNDVL-GDPTRLPRKRWREDPL---------
PMLRTTIAPKTAAQ  357
            A  G+IV +      L + L GD    PR     DPL         P++   I PK    
Sbjct  367  ARAGDIVAVAG----LKEALTGDTLCSPR-----
DPLVLAGLNIPEPVISLAIEPKRIQD  417

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +++LL++L +L   DP  R   D  T +++LS +G + LEVV   L++ + +E     
P 
Sbjct  418  
QDKLLNSLDKLQWEDPTFRVREDRETGQLVLSGMGELHLEVVLRRLADDFGVEVNAGFPQ  477

Query  418  VIYMERPLKAASH--
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V+Y E   +AASH      E+        + LSV P + G+G   +   S   L     
+
Sbjct  478  
VVYRESITQAASHRERFEREIDGRLQRGEVALSVAPRARGTGWLLQFPDSSAELPAEMAS  537

Query  476  AVRDGIRYGLEQGL-
FGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            A+ + +   L  GL  G+ V D ++  +   +   V+T +  R+ A   L  A++ 
+G  
Sbjct  538  
ALEETLNQALAAGLQVGYPVVDLEVRIDELPFEPGVTTLSGVRAAAQRGLMLAVRNAGPV  597

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   + AP E   R      +    +E  + +++  +    +P      Y 
T+L 
Sbjct  598  
LLEPVMELEMTAPFEASGRVLASLQQKRGRVEGMESRQECEIIRASVPLSETFGYMTELR  657

Query  595  FYTNGRSVCLTELKGYQAA  613
              T GR     +   Y  A
Sbjct  658  SATQGRGSFTMQFSHYDRA  676



>KPJ62621.1 elongation factor G [Planctomycetes bacterium DG_23]
Length=686

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 317/674 (47%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V++GT   D M  E++RGITI 
+A T
Sbjct  8    
KIRNIGIMAHIDAGKTTVTERILYYTGKAYKMGEVDEGTATMDWMPEEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV R L VLDGAI+V     GV+AQ+  ++    
+  +
Sbjct  68   
TCYWKEHEINIIDTPGHVDFTAEVERCLRVLDGAIVVFCGVAGVEAQSETVWRQADRYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-------------
VSLSPEIVLEE  168
            P   F+NK+D+ G D    ++ ++ +L+A  +  Q              ++    I
+ +E
Sbjct  128  
PRTCFVNKLDRVGADFFKTLEGIKTRLAAHPVPVQIPLGQGEEFAGVIDLTQMKAIIFDE  187

Query  169  NTDIEAWDA---------------------
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
             +    ++A                     + E  D  +EK++  E I+ E + R  
++ 
Sbjct  188  
ESLGAKYEAIEIPEGYLHRAKEYREIMLERIAEGVDWFMEKFVEAEEITLEDIHRAIRQG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAA  248
              +    PV  G+A +  GIQPL+DAV               F P  E+           
Sbjct  248  
TVECVFTPVLCGAALRNKGIQPLLDAVCFYLPGPQDIPPVKGFHPKTEKLIDRRADDKEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLK-ITEM-
RIPSKGEIVRTD  306
                VFK+  +D     +YLR+YSG  +L   +      +++ I+ M R+ +     
R +
Sbjct  308  TASLVFKIT-
SDRHGDLIYLRVYSGKFKLGQRLYNPKERRMEPISRMWRMHADSREPR-E  365

Query  307  TAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A  G+IV +    SV   D L D   P  L +  +   P  +++  I P++   R
++L 



Sbjct  366  MASAGDIVAVAGPKSVITGDTLCDRHHPVVLEKMHF---
PTTVIKMAIEPRSTKDRDKLA  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
              L++LA  DP      D  T ++I+S +G + LEV+   +   + L+  V  P V 
Y E
Sbjct  423  
QTLSRLAREDPTFEWHSDPETGQVIVSGMGELHLEVLKHRMLRDFHLDAKVGRPRVAYKE  482

Query  423  RPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              L+ A +   +I +      +  + L +      + V+  S ++ G +   F  A
++ G
Sbjct  483  
TVLRTAEAQGKYIKQTGGRGHYGDVVLRLEHYQGENLVEVVSEITRGEIPSRFIPAIKQG  542

Query  481  IRYGLEQ-
GLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   L   GL G+ + + K+    G Y+   S+   F + A   L +A+KE+GT 
LLEP 
Sbjct  543  
VESALSTAGLAGYPLMNIKVTIIGGSYHPVDSSDVAFEAAAIYALNKAVKEAGTTLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            + F +  P +Y+     D     A I    ++ +  V  G +P   +  Y T L   
T G
Sbjct  603  
MKFEVVVPTDYMGEVLSDLEMRRADINEMDLRGNLRVIMGSVPLAEMFGYATTLRSLTQG  662

Query  600  RSVCLTELKGYQAA  613
            R+  + E   Y  A
Sbjct  663  RATFVMEPSSYAPA  676

>WP_029369151.1 MULTISPECIES: elongation factor G [Mycobacterium]
 GAS87116.1 elongation factor G [Mycobacterium brisbanense]
Length=700

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 318/670 (47%), Gaps = 
77/670 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTTDWMEQEQERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---------  172
            P + F+NK+D+ G D    VQ+++D+L A  ++ Q + +  E   E   D+         
Sbjct  131  PRICFVNKMDKLGADFYFTVQTIKDRLGAKPLVIQ-
LPIGAENDFEGIVDLVEMKAKVWR  189

Query  173  ---------------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQ  205
                                       E  D V E ++ LLEKY+ GE ++ E++    
+
Sbjct  190  
GETKLGESYETVEIPAELADRAAEYRSELLDTVAETDEALLEKYLGGEELTVEEIKGAIR  249

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-----------------------
LFQPIG  242
            +    + L+PV  GSA K  G+QP++DAV                         L 
+P  
Sbjct  250  
KLTVSSELYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVESVRGHAPGKEDEEILRRPST  309

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPS  298
            ++  AAL    FK+       +  Y+R+YSG +     V  A    +E+L K+ +M    
Sbjct  310  DEPFAALA---
FKIAVHPFFGKLTYVRVYSGKVESGAQVINATKGKKERLGKLFQMHANK  366

Query  299  KGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +  +   +TA  G I  ++        D L D            P P++   I 
PKT + 
Sbjct  367  ENPV---
ETAAAGHIYAVIGLKDTTTGDTLSDANNQVVLESMTFPDPVIEVAIEPKTKSD  423

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +LA+ DP  +  +D  T + ++  +G + L+++   +  ++K+E  V 
+P 
Sbjct  424  
QEKLGTAIQKLAEEDPTFKVHLDQETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQ  483

Query  418  VIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYLNQS  472
            V Y E   R ++   +T   +   +  +A + + + P     G  Y  E++V+ G 
+ + 
Sbjct  484  
VAYRETIRRKVEKVEYTHKKQTGGSGQFAKVLIDLEPFHGEDGATYEFENKVTGGRIPRE  543

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531



            +  +V  G +  ++ G L G+ + + K+    G Y+   S+   F+     VL++A 
+ +
Sbjct  544  
YIPSVDAGAQDAMQYGVLAGYPLVNVKVTLLDGAYHEVDSSEMAFKVAGSQVLKKAAQAA  603

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               +LEP ++  +  P++Y+     D       I+  + +    V   ++P   +  
Y  
Sbjct  604  
QPVILEPIMAVEVTTPEDYMGDVIGDLNSRRGQIQAMEERSGARVVKAQVPLSEMFGYVG  663

Query  592  DLAFYTNGRS  601
            DL   T GR+
Sbjct  664  DLRSKTQGRA  673

>WP_036652489.1 elongation factor G [Paenibacillus pini]
 GAF10244.1 translation elongation factor G [Paenibacillus pini JCM 
16418]
Length=693

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 315/672 (47%), Gaps = 
76/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSPEIVL  166
             ++NK+D  G D  +VV  +RD+L A+ +                  ++Q   +  
+ + 
Sbjct  132  
AYVNKMDIIGADYLNVVSDMRDRLQANAVAIQLPIGAENDFLGIIDLVEQRAHMYKDDLG  191

Query  167  E--ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +  E TDI             E  + V E +++L  KY+ GE I+  +L    ++ 
V + 
Sbjct  192  
QDIEETDIPEEFKEKVEELRAELIEKVAELDEELTMKYLEGEEITVPELKAALRKGVVEV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE-----
QGSAALCGSV  253
             +FPV  GS+ +  G+Q ++DAV             TG  +   E       S       
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVVDYLPAPTDVPAITGHLEDGSETVRRSDDSEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  CGDI----ASAVGLKDTGTGDTLCDEKHPVILESMNF---
PDPVIEIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +AA        +      +  + +   PL  G+G Q+ES+V  G + + +      
Sbjct  482  
ETFRQAARVEGKFVRQSGGRGQYGHVWVEFEPLEPGTGSQFESKVVGGSVPREYVQPALA  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP
Sbjct  542  
GIEENMKNGVLAGFPLVDVKATIVDGSYHDVDSNEMAFKVAGSLALKAAKDKCKPVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDTRSGAQIIRAKVPLSEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGY  610
            GR V   EL  Y
Sbjct  662  GRGVFSMELSHY  673

>WP_024786228.1 elongation factor G [Streptococcus mutans]



Length=693

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAVIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_028926946.1 elongation factor G [Pseudonocardia acaciae]
Length=699

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 184/678 (27%), Positives = 318/678 (47%), Gaps = 
76/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
RVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGAATMDWMEEEQKRGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   



TCFWKDHQINIIDTPGHVDFTVEVERNLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V ++R++L A                   D++  + +
+   
Sbjct  131  
PRICFVNKMDKIGADFFFTVGTIRERLGATPLPIQLPIGSEGDFIGVIDLVGMRALTWRG  190

Query  163  EIVLEENTDIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E+   E+  IE                  +AV E +D L+E+Y+ GE ++ +++    
++
Sbjct  191  
EVQKGEDYAIEEIPAELAEQAAEYREKLVEAVAETDDDLMERYLGGEELTTDEIKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQGSA-------  247
             V D   +PV  GSA K  G+QP++DAV                 P GE  ++       
Sbjct  251  
IVTDRVAYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDLPPVEGTLPDGETPASRKPSKDE  310

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR---  304
                  FK+       +  Y+R+YSG +        AG + +  T+ R    G+I 
+   
Sbjct  311  PFSALAFKISAHPFFGKLTYIRVYSGRVP-------
AGAQVINSTKDRKERIGKIFQMHA  363

Query  305  -----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  D A  G I  ++        + L DP           P P++   I PKT 
A +
Sbjct  364  
NKENPVDEALCGHIYAVIGLKETTTGETLCDPQAPIVLESMTFPEPVISVAIEPKTKADQ  423

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP  R  +D  T + I+  +G + LEV+   +   +K+E  + 
+P V
Sbjct  424  
EKLSTAIQKLAEEDPTFRVNLDDETGQTIIQGMGELHLEVLVNRMKSDFKVEANIGKPQV  483

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLNQSF  473
             Y E   R +    +T   +   +  +A + +++ PL  G G   ++ES+V+ G + 
+ +
Sbjct  484  
AYRETITRAVPKYEYTHKKQTGGSGQFAKVIIALEPLETGDGALYEFESKVTGGRVPREY  543

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  ++ G L G+ +   K+    G ++   S+   F+    + L++A 
+++ 



Sbjct  544  
IPSVDAGAQDAMQYGVLAGYPLVGIKLTLLDGAFHEVDSSEMAFKIAGSMALKEAARQAK  603

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP ++  +  P++Y+     D       I+  + +    V    +P   +  
Y  D
Sbjct  604  
PVLLEPMMAVEVTTPEDYMGDVIGDLNSRRGHIQAMEERSGTRVVKALVPLSEMFGYVGD  663

Query  593  LAFYTNGRSVCLTELKGY  610
            L   T GR+    +   Y
Sbjct  664  LRSRTQGRANYSMQFDSY  681

>WP_053485949.1 GTP-binding protein [Lysinibacillus sp. FJAT-14745]
 KOP69708.1 elongation factor G [Lysinibacillus sp. FJAT-14745]
Length=646

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 180/615 (29%), Positives = 298/615 (48%), Gaps = 
30/615 (5%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            + IG+LAHVDAGKTT +E LL+ + +I   G V+   T  D   LERQRGITI A     
Sbjct  3    
VTIGVLAHVDAGKTTFSEQLLFHTNSIQARGRVDHQDTFLDNHELERQRGITIFAEQGRM  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
                    ++DTPGH+DF  E+ R++ V+D AI+++SA +GVQ  T  ++  LR+ 
++PT
Sbjct  63   
TLGDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIVSAVEGVQGHTETVWQLLRQYHVPT  122

Query  124  VIFINKIDQAGVDLQSVVQSVRDKLSADIIIK----
QTVSLSPEIVLEENTDIEAWDAVI  179
              FINKID+ G D+++V+  ++   S D++      ++  +SP ++         W 
A  
Sbjct  123  FFFINKIDREGADVEAVMAQLQKDCSKDVLFVDEPLRSDYVSPHMM--------
EWLA--  172

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E +++LL+ ++  E +     +   Q  V+    F  + GSA K +GI+  + A   
L  
Sbjct  173  ERDEQLLDAFL-NETLDSSSCLTHLQTMVKQEKAFLCFSGSALKDIGIKEFL-
AQLPLLT  230

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI--P  297
                   A   G V+K+ + D  QR  +L+   GTL +RD  +  G    K+TE+R



+   
Sbjct  231  ETHFHNDAPFQGKVYKIRH-DGHQRLTFLKALQGTLHVRDEFSF-
GDVTEKVTEIRLYNG  288

Query  298  SKGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            S+ E V+   A  GEI  +   S   + D++G+ +  P+     + +P L+  +  
+   
Sbjct  289  SRHETVQEVKA--GEIFAVKGISQANIGDIIGNLSN-PQPY---
ELVPTLQAKVQYEGDQ  342

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
              + +L     L   +P LR        EI +  +G +QLEV+  +L++++ L+    
EP
Sbjct  343  
HIKEVLKIFRTLEAEEPSLRVLWHEKFQEIHVHIMGVIQLEVLIDVLNKRFSLDISFSEP  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++YME      +   H E  P   +A + L +   S G+G  + +      L+   
Q  
Sbjct  403  QILYMETIATTVTGYGHFE--
PLKHYAEVHLLMESNSRGAGNTFVNACHTDDLSVGHQRL  460

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      GL  G+ VTD +     G  +   +   DFR      L Q L+++   
L
Sbjct  461  
IEKHLFERDHHGLLTGFPVTDVRFTLLTGRAHIKHTDGGDFREATFRALRQGLEQAENVL  520

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEPY  F L AP +++ R   D  +   T +   + + + + TG  P     +Y T  
A 
Sbjct  521  
LEPYYRFKLKAPSDFIGRMMTDIQQAAGTFDAPILTEHDAILTGRAPVATFMSYSTTFAA  580

Query  596  YTNGRSVCLTELKGY  610
            YTNG+     +  GY
Sbjct  581  YTNGKGALSLQFDGY  595

>WP_105050919.1 elongation factor G [Psychrosphaera saromensis]
 PQJ52457.1 translation elongation factor G [Psychrosphaera 
saromensis]
Length=698

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 197/681 (29%), Positives = 310/681 (46%), Gaps = 
74/681 (11%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+
Sbjct  66   
SCFWKGHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV+ V+D L A+ +++   + +  E                 
Sbjct  126  
ARIIFVNKLDRMGADFYRVVKQVKDVLGANPLVMVLPIGIEDEFCGVVDLLTRKAYIWDD  185

Query  166  --LEEN---TDIEA-------------WDAVIENNDKLLEKYI--AGEPISRE--
KLVRE  203
              L EN   TD+ A              +  +E +D L+E Y+    EP   E  + 
+R 
Sbjct  186  
TGLPENFEITDVPADMVDQVEEYREMLIETALEQDDDLMEAYLEDGTEPAMDEIKRCIRA  245

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALC  250
              R +     FP + GSA K  G+Q ++DAV            QP+ ++     G  
A+ 
Sbjct  246  GTRTMD---
FFPTFCGSAFKNKGVQNILDAVVDYLPCPTDVDPQPLTDEEGEPNGKFAIV  302

Query  251  GS-------VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
             +        FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   
+
Sbjct  303  DANETFKALAFKITDDRFGS-
LTFVRIYSGTLKKGDTIMNAATGKTERVGRMCEMQADDR  361

Query  300  GEIVRTDTAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             E+    +A  G+I+ +     +V+    L DP           P P++  ++ PK    
Sbjct  362  NELT---
SAQAGDIIAIVGMKTNVQTGHTLCDPKDPIILEAMVFPEPVISISVKPKDKGS  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E++  A+ ++   DP  R E D  + E ILS +G + L++   +L   Y +E  V 
EP 
Sbjct  419  
TEKMGIAIGKMVAEDPTFRVETDQDSGETILSGMGELHLDIKVDILKRTYGVELEVGEPQ  478



Query  418  VIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA   S+T   +   +  +  I   + P   GSG  + S V  G + + 
F  
Sbjct  479  
VAYRETITKAVEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFTFSSTVVGGNVPKEFFP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            A+  G    ++ G L G+ V D +I    G +++  S+   F   A     Q++ +
+G Q
Sbjct  539  
AIEKGFAGMMDTGVLAGFPVLDVEIELYDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQ  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP ++  ++ P++++     D  +    I   +     V    ++P   +  Y   
L 
Sbjct  599  
LLEPVMAVDVFTPEDHVGDVIGDLSRRRGMIAGQEAGATGVRIKADVPLSEMFGYIGSLR  658

Query  595  FYTNGRSVCLTELKGYQAAVG  615
              T+GR     E K Y    G
Sbjct  659  TMTSGRGQFSMEFKNYMPCPG  679

>KKQ86027.1 Elongation factor G [Candidatus Woesebacteria bacterium 
GW2011_GWB1_38_8]
Length=739

 Score = 251 bits (642),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 198/685 (29%), Positives = 313/685 (46%), Gaps = 
84/685 (12%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            KI NIGI+AH+DAGKTT TE +L+ +G   + GSV++GTT TD M  ER+RGITI  
AA+
Sbjct  42   
KIRNIGIIAHIDAGKTTTTERILFETGKTYKLGSVDEGTTATDWMDQERERGITIVSAAI  101

Query  61   TSFQWH----------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            T+F W             +VNI+DTPGH+DF AEV RSL VLDGA++V   + GV+
+Q+ 
Sbjct  102  TTF-
WDLQTSSSVENGHYRVNIIDTPGHIDFTAEVERSLRVLDGAVMVFDGRTGVESQSE  160

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------D  151
             ++    +  +P +  +NK++  G D +  ++SVR++L A                   
D
Sbjct  161  



TVWRQADRYKVPRICILNKLNLIGADFEGSIKSVRERLGANASPIQLPIGQEHEHHGIVD  220

Query  152  IIIKQTVSLS------------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISR  197
            +I  +  S              P  +LE++     E  +AV E +D  L K++ G+ 
++ 
Sbjct  221  
LIKMKAYSYKGIEDNKLIEEEVPSNLLEQSKKYRDELLEAVAEFDDVTLSKFLEGQNLNE  280

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
              + R  ++ V     FP+  G  +  +  Q L+D+V              G+    
GE 
Sbjct  281  ADIKRAVRKGVIAGKFFPILGGDNRTAI-
TQLLLDSVVEFLPSPLDVPPVQGVNPKTGET  339

Query  245  GS------
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             S             FKV       R VYLR+YSGTL        AG+  L +T  
+   
Sbjct  340  ESRKPDKKEPFSALAFKVVTDPHVGRLVYLRIYSGTLG-------
AGQAILNVTRQKQER  392

Query  299  KGEIV--------RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
             G++V          + AY GEIV  +        D L DP           P P+
+   
Sbjct  393  
IGKLVLLHADQRELIEEAYAGEIVAAVGIRDTTTGDSLADPAHPIILESISFPEPVISLA  452

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I P T + +E++  AL +L+D DP  + + +  T + I+S +G +QLEV+   +  
++ +
Sbjct  453  
IEPATKSDQEKMGLALQKLSDEDPTFKIKSNPETGQTIISGMGELQLEVLVDRMKREFNV  512

Query  410  ETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +     P V Y E   K A        +      +    L V P   G G  ++S 
+  G
Sbjct  513  
DATTGAPQVAYKETIKKVAQGEGKYIRQTGGRGQYGHCFLRVEPQGRGEGYTWKSEIRGG  572

Query  468  YLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             +   F  A+  G+R  LE G+  G+ +TD K+    G Y+   S+   F+    + 
+E+
Sbjct  573  
AIPSEFIPAIEKGVREKLENGILAGFPMTDMKVVVYDGTYHDVDSSEIAFKIAGSLAVEE  632

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A+K +   LLEP +   +  P E++     D     A I+    + +  +     P   



+
Sbjct  633  
AVKHADMVLLEPIMKIEVTTPDEFMGDVIGDLSSKRAQIQGTDQRGNMTIINALAPLAEL  692

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQ  611
              Y T L   + GR+    E   Y+
Sbjct  693  SGYATKLRSISQGRASFYMEPSHYE  717

>WP_050347838.1 elongation factor G [Arsenicicoccus sp. oral taxon 
190]
 AKT51276.1 elongation factor G [Arsenicicoccus sp. oral taxon 190]
Length=700

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 183/678 (27%), Positives = 315/678 (46%), Gaps = 
75/678 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G+   D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTATERILFYTGINYKIGETHDGSATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K N+
Sbjct  71   
TCFWEGNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    VQ++ D+L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYYTVQTIVDRLGAEPLVLQIPIGAENDFVGMIDLVYNRALVWRG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            ++ + ++ +IE   A                V E++++LLEKY+ GE ++ E++    
++
Sbjct  191  
DVKMGQDYEIEEIPAELADKAEEYRSKLVERVAESDEELLEKYLGGEELTPEEIKAAVRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ--------GS  246
                  + PV  G+A K  G+QPL+DA+                 P  E+         
S
Sbjct  251  
ITIAGEVNPVLCGTAFKNKGVQPLLDAIVDYLPSPLDVPAIQAHDPKDEEKVIERHSDAS  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----



KITEMRIPSKGEI  302
                   FKV       R  Y+R+YSG ++  D +  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVVSHPFFGRLTYVRVYSGEVKQGDMMLNATKGKKERVGKLFQMHANKENPV  370

Query  303  VRTDTAYPGEI-VILPSDSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               D A  G I  ++        D L     P  L    +   P P++   I PKT   
+
Sbjct  371  ---DHATAGHIYAMIGLKDTTTGDTLAAQDQPVLLESMTF---
PEPVINVAIEPKTKGDQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP  R E+D  T + I+  +G + L+++   +  ++K+E  V 
+P V
Sbjct  425  
EKLSTAIQKLAEEDPTFRVELDEETGQTIIKGMGELHLDILVDRMRREFKVEANVGKPQV  484

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSF  473
             Y E   R ++   +T   +   +  +A + ++  P+    G  YE  ++V+ G + 
+ +
Sbjct  485  
AYRETIRRAVEKYDYTHKKQTGGSGQYAKVQITFEPMDTSEGKMYEFDNKVTGGRVPREY  544

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  GI   + QG L G+ +   K     G Y+   S+   F+    +  ++A 
+++ 
Sbjct  545  
IPSVGSGIEEAMGQGVLAGYPMVGVKAILIDGAYHDVDSSEMAFKIAGSMAFKEAARKAD  604

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP ++  +  P++Y+     D       I+  +      +    +P   +  
Y  D
Sbjct  605  
PALLEPMMAVEVRTPEDYMGDVIGDINSRRGQIQAMEDISGAKIVRALVPLSEMFGYVGD  664

Query  593  LAFYTNGRSVCLTELKGY  610
            L   T GR+    +   Y
Sbjct  665  LRSKTQGRANYTMQFDSY  682

>WP_104640465.1 elongation factor G [Helicobacter bizzozeronii]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/693 (27%), Positives = 318/693 (46%), Gaps = 
81/693 (12%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  SV   ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYSVENQIKERLKANPVPINIPIGAEDTFQGVIDLVAMKAIIWAN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +  +D++A          +AV E ++ L+EKY+ GE +S E++ R  
+  
Sbjct  189  
EAMGAKYEVQDIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLGGETLSVEEIKRGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPRNEEEIKVQSSDEGD  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRAYRGKLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL-GD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L GD       P  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCNEKSPVVLERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P
Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478



Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_024932789.1 GTP-binding protein [Clostridium botulinum]
 APQ74624.1 small GTP-binding domain protein [Clostridium botulinum]
 OSB13499.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 166/611 (27%), Positives = 296/611 (48%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+  ++  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKSSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIKVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +     K+   +   +  EE +  E  + + E 



++ L
Sbjct  125  FINKIDRVGANAENVIEEIKLNFT-----KKAFFIDKSLSNEECSS-
ELIEFIAEQDECL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++ +  L +    
E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMKKLIKSNKIFPCFSGSALQDIGIEEFLENLHTLSYTEYNEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +
Sbjct  238  --
EKFSGRVYKIRHDEQKNRLTYVKALSGSLKVKDEIALPNIEDDFCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++Y
Sbjct  352  
VLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ +   + P    SG+ +E+      L    QN 
VR  
Sbjct  412  KETILDIVIGYGHFE--
PLGHYSEVHFKLEPGERNSGITFENLCHTDDLTVGNQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G  +TD  I    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDINITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +    +  ++ V+  G  P      Y  +   
+T G
Sbjct  530  
YSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIENRVIIKGRGPVATFMNYSVEFISFTKG  589

Query  600  RSVCLTELKGY  610



            +        GY
Sbjct  590  KGKFNFIFDGY  600

>WP_047914092.1 elongation factor G [Paenibacillus sp. TCA20]
 GAK43067.1 elongation factor G [Paenibacillus sp. TCA20]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 321/673 (48%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
             ++NK+D  G D  +VV+ +R++L A+                   I++Q   +  
+ + 
Sbjct  132  
AYVNKMDIIGADYLNVVKDMRERLQANAVAIQLPIGAENDFIGIIDIVEQKAYMYKDDLG  191

Query  167  E---------------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +               E   +E  + V E ++ L  KY+ GE ++ +++    ++ 
V + 
Sbjct  192  
KDIEETAIPADYADQVEELRMELIEKVAELDEDLTMKYLEGEELTVDEIKSALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+ A+  S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVLDYLPAPIDVPDIKGTLEDGTEAIRKSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLTSGSYVLNATKGKRERIGRILQMHANSRQEITEV---Y  368



Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P+++  + PKT A 
++++
Sbjct  369  AGDI----ASAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIQIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K++T + +P 
V Y 
Sbjct  422  
SVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVDTNIGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +AA        +      +  + +   PL  GSG Q++S++  G + + +    
+ 
Sbjct  482  
ETFRQAARVEGKFVRQSGGRGQYGHVWVEFEPLEAGSGNQFDSKIVGGSVPREYVGPAQQ  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP
Sbjct  542  
GIEEAMKNGVLAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDKCKAVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGTQIIRAKVPLSEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>WP_071864206.1 elongation factor G [Enterococcus canintestini]
 OJG15823.1 elongation factor G [Enterococcus canintestini]
 PAB00869.1 elongation factor G [Enterococcus canintestini]
Length=694

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 315/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T



Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P V+F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRVVFCNKMDKIGADFLYSVSTLHDRLGANAHPIQLPIGSEEDFTGIIDLVTMKAEIYTN  188

Query  168  E-NTDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  T+I             + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTEIQETEIPEEYLEQAQEWREKLVEAVAETDEDLMMKYLDGEEITEAELKAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS------AAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+ +      
A  
Sbjct  249  
INVEFFPVMAGSAFKNKGVQLMLDAVLDYLPSPLDVEAIKGIDPKTDEETTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGILESGSYVLNASKDKKERIGRILQMHANTRNEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  DRVYSGDI----AAAVGLKDTTTGDTLCALDSPVILESIEF---
PDPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475



            V Y E  R    A      +      +  + +  TP   G+G ++E+ +  G + + 
+  
Sbjct  479  
VSYRETFRAATEAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +E G L G+ + D K     G Y+   S+   FR  A + L  A K+
+   
Sbjct  539  
AVEKGLVDAMENGVLAGYPLVDIKAKLYDGSYHDVDSSETAFRVAASMALRAAAKKAKPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMKVTITVPEDYLGDIMGHVTARRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  659  SATQGRGTFMMVFDHYE  675

>WP_041326296.1 elongation factor G [Ruminococcus champanellensis]
Length=694

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/666 (28%), Positives = 312/666 (47%), Gaps = 
63/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHEGAATMDWMEQEQERGITITSAATTAH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    K +
+P +
Sbjct  72   
WAGHRINIIDTPGHVDFTVEVERSLRVLDGSVTVFCAKGGVEPQSETVWRQADKYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV---SLS  161
             ++NK+D  G +  +VV  ++ +L  + +                    +K  V    
L 
Sbjct  132  
AYVNKMDIMGANFYNVVDMMKTRLHCNAVPIQLPIGAESDFKGLIDLVEMKAYVYYDDLG  191

Query  162  PEIVLEE------NTDIEAWDAVIEN----



NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +I +E+      +   E  DA+IE+    +D LLEKY++GE +S +++ R  +      
Sbjct  192  
KDIRVEDIPADMMDKAQEYHDAMIESAAEQDDDLLEKYLSGEELSIDEIKRCIREGTLAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
            +  PV  G++ K  G+Q L+DA+              G+    GE+              
Sbjct  252  
TFVPVVCGTSYKNKGVQKLLDAIVDYMPSPLDVPPIKGVNPETGEEVERPSSDDEPFAAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGT+    TV  A    RE+L +I +M    + +I   
+T 
Sbjct  312  
AFKIATDPFVGKLCFFRVYSGTVDAGTTVLNATKDNRERLGRILQMHSNHRKDI---ETV  368

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P++   I PKT A +E++  
AL++
Sbjct  369  
YAGDIAAAVGLKNTTTGDTLCDEKHPVILESMEFPDPVINLAIEPKTKAGQEKMGIALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V  P V Y E  
+  
Sbjct  429  
LAEEDPTFRTWTDEETGQTIIAGMGELHLEIIVDRLFREFKVEANVGAPQVSYKEAIKGK  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                H    +      +  + + + P   G G ++ + V  G + + +  AV  
GIR  +
Sbjct  489  
ADVDHKYARQSGGKGQYGHVKIQIEPNEPGKGYEFINDVVGGAIPKEYIPAVDQGIRGAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K+    G Y+   S+   F+    +  ++A++++   L+EP +  
++
Sbjct  549  
QSGVLAGYQVVDVKVRLYDGSYHEVDSSEMAFKIAGSMAFKEAMRKANPVLMEPIMKVVV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       I   + +         +P   +  Y  DL   T GR    
Sbjct  609  
IVPEEYMGDVIGDLNSRRGQILGMEARPGAQQINALVPLSEMFGYSNDLRSKTQGRGQYS  668

Query  605  TELKGY  610
             E   Y



Sbjct  669  MEPHSY  674

>WP_057734983.1 GTP-binding protein [Lactobacillus hammesii]
 KRL93599.1 translation elongation factor (GTPase) [Lactobacillus 
hammesii 
DSM 16381]
Length=660

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 191/624 (31%), Positives = 296/624 (47%), Gaps = 
37/624 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    D   LE+QRGITI 
+  
Sbjct  1    
MKHIVAGIVAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDPDDLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q     + ++DTPGH+DF ++  + L+VLD A+LV+SA DG+Q  TR L+  L    
Sbjct  61   
ASLQHGNLDLTLLDTPGHVDFASQTEQVLSVLDYAVLVVSATDGIQGYTRTLWRLLDHYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D    D + V+  ++   SA  I     + + +   +      +++ 
+  
Sbjct  121  VPTFIFVNKMDADTADRERVLAQLQQVFSAGCI-----
AFNDDATADGAIPAASYEDLAM  175

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LE ++    ++ E + R  QRR     +FP Y+G+A K  G+  L+  +    
Q 
Sbjct  176  QDDAVLEGFLDTGTVADETVRRMIQRR----
EVFPCYFGAALKLDGVDSLLAGMDQWTQ-  230

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +  A     VFK+ + D G+R  +LRL  G L  +  +     ++ K+ ++R+ 
+  
Sbjct  231  -APEYPAEFGAKVFKISHDDKGERLTWLRLTGGVLANKAEIL----
DEQKVNQIRVYNGA  285

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT--
RLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +     T   G +  +P+         LG     R P  +      P+L  T+ PK    
Sbjct  286  KFTIQPTVSAGMVCAIPNLTGTHPGQGLGAQAAGRSPEIQ------
PVLNYTLDPK-GND  338



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
                L  L QL D DP L     S   EI +  +G VQLE++  +L E++ L+      
S
Sbjct  339  
LHNCLTILRQLEDEDPQLHVVWSSQLQEIRVQIMGAVQLEILQQILRERFNLDVDFGAGS  398

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y E   +A     H E  P   +A + L + P   GSGV + +   L  L ++
+Q+ V
Sbjct  399  ILYKETLTQAVEGVGHFE--
PLRHYAEVHLLMEPAPRGSGVTFAADCDLEVLGKNWQHQV  456

Query  478  RDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESG  532
               +R     G L G  +TD KI    G      S   DFR      + Q L     
+  
Sbjct  457  
LTSLRAKEHLGVLTGSPLTDVKITLISGRASIVHSVGGDFREATWRAVRQGLMMAKTQDH  516

Query  533  TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV-----
KKDEVVFTGEIPARCIQ  587
            TQLLEP+  F L   QE + RA  D  +     +T        +    V TG  P   
+Q
Sbjct  517  
TQLLEPWYRFRLVVGQEQVGRAMTDVQRMHGQFDTPDSTTTAGEAGMTVLTGTAPVAEMQ  576

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  ++  YT+G+      + GY+
Sbjct  577  GYIQEVNAYTHGQGQLECLIDGYR  600

>WP_069799562.1 elongation factor G [Tepidibacillus sp. HK-1]
 GAU63511.1 elongation factor G [Tepidibacillus sp. HK-1]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 304/671 (45%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ QT  ++       
+P +
Sbjct  72   



WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAKSGVEPQTETVWRQATTYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
            +++NK+D  G D    VQ++ D+L A  +  Q                            
Sbjct  132  
VYVNKMDILGADYLKSVQTIHDRLQAKAVPIQLPIGAEDQFQGIIDLIDMVAYYYLDDLG  191

Query  157  TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T S   EI  E     E W     ++V E ++ L+ KY+ GE  ++E++    ++   
+ 
Sbjct  192  
TRSEQREIPAEYKELAEEWRTKLIESVAELDEDLMMKYLEGEEFTKEEIKAGLRKGTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-----------------
EQGSAALCGSV  253
             +FPV  GS+ K  G+Q ++DAV   L  P+                     S       
Sbjct  252  
EIFPVLCGSSYKNKGVQLMLDAVVDYLPSPLDIPAIKGHLEDETEAERHADDSEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSGTL     V       RE++ +I +M    + EI    
T Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGTLNSGSYVLNSTKGKRERVGRILQMHANHREEI---
STVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K          P P++R ++ PKT A +++
+  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKSPIILESMVFPEPVIRLSVEPKTKADQDKMGLA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  +   D  T + I++ +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  425  
LAKLAEEDPTFKTHTDEETGQTIIAGMGELHLDIIVDRLRREFKVEANVGAPQVAYKETI  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P K     +  +      +  + +   PL  G G  +E+++  G + + +  AV
+ GI
Sbjct  485  RKPAKVEGKFVR-
QSGGRGQYGHVWIEFEPLEPGQGFIFENKIVGGVVPKEYIPAVQAGI  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ V D K     G Y+   S+   F+    + L+ A  +    
LLEP +
Sbjct  544  



EESMQNGMLAGYPVIDLKATIVDGSYHDVDSSEMAFKIAGSMALKAAKSKCDPVLLEPVM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  +           +P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDVMGDLNSRRGRIEGMEAASGAQNIRAMVPLAEMFGYATALRSRTQGR  663

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  664  GNYSMHFDHYE  674

>KGM07401.1 Translation elongation factor G-like [Methylophaga 
thiooxydans]
Length=698

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 190/670 (28%), Positives = 306/670 (46%), Gaps = 
64/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V +G +  D M  E +RGITIQ
+A T
Sbjct  9    
KYRNIGIFAHVDAGKTTSTERILKLTGKIHKTGEVHEGESTMDFMDQEAERGITIQSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+
Sbjct  69   
TCEWKGHRLNVIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D   VV+ V D L+A  +++   + +  E V               
Sbjct  129  
SRLIFVNKLDRMGADFYRVVKQVEDVLAATPLVMVLPIGIEDEFVGVVDLLTRKAWTWAD  188

Query  166  -------------LEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                          E    IE W     +  +E +D L+E Y+ GE  + + + R  
++ 
Sbjct  189  
EKDPTSYSIDEPPAEMADQIEEWREKLIETAVEQDDDLMEAYLEGEEPAIDDIKRCIRKG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP--------
IGEQGSAALCG  251
                  FP Y GSA K  G+Q L+DAV            QP         GE     
+ G



Sbjct  249  
TLQLDFFPTYCGSAFKNKGMQLLLDAVVDYLPNPTEVDPQPEVDLEGNETGEHAIVDIKG  308

Query  252  SVFKVEYTDCGQR---RVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVR  304
             +  + +     R     ++R+YSG L+  DTV     G+ +   ++ EM    + 
E+  
Sbjct  309  
PLRALAFKIMDDRFGALTFVRIYSGELKKGDTVLNTFTGKTERVGRMVEMHADDRNEL--  366

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D A+ G+I+ I+    V+    L DP           P P++   IA K     E
++  
Sbjct  367  -
DYAHAGDIIAIVGMKDVQTGHTLCDPKNPATLEPMVFPDPVISIAIAAKDKGASEKMGI  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL ++   DP  R E D  + E I+  +G + L++   +L   + ++ +V EP V 
Y E 
Sbjct  426  
ALGKMIKEDPSFRVETDQDSGETIMKGMGELHLDIKVDILKRTHGVDVIVGEPQVAYRET  485

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +    S+T   +   +  +  I   + P   GSG  +ES V+ G + + F  AV  
G 
Sbjct  486  
ITQRVEDSYTHKKQSGGSGQFGRIDYIIEPGEPGSGFTFESTVTGGTVPREFWPAVDGGF  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  + +G L G+ + D K+    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  546  
KKMMSKGVLAGFPLLDVKVNLFDGAFHAVDSSAIAFELAAMGAYRQSIPKAGPQLLEPIM  605

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++++     D  +    I++       V    ++P   +  Y   L   
T+GR
Sbjct  606  
KVDVFTPEDHVGDVIGDLNRRRGMIKSQDAGATGVRIKADVPLSEMFGYIGSLRTMTSGR  665

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  666  GQFSMEFLQY  675

>WP_022721914.1 elongation factor G [Rhodopseudomonas sp. B29]
Length=690

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 



matrix adjust.
 Identities = 190/666 (29%), Positives = 298/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D++  + V    
E +
Sbjct  132  
VFANKMDKTGADFFKCLADIVDRLGAKPVAIQLPIGAENNFKGLIDLVRMKAVVWDDEAL  191

Query  166  LEENTDIE---------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              +  D E                 +A +E +D  +  Y+ G       L R  ++ 
V  
Sbjct  192  
GAKFHDEEIPADLLDQAKEYHEKMVEAAVELDDDAMAAYLDGNMPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  P+         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP         E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPANPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  



TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERITKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A++   V P   G+G  +ES++  G + + +   V  GI   
L  G
Sbjct  492  
DYTHKKQTGGTGQFAAVSFVVEPTEPGTGYVFESKIVGGAVPKEYIPGVEKGIESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVSLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRANFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>PHY12003.1 elongation factor G [Acidobacterium sp.]
Length=702

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 196/683 (29%), Positives = 324/683 (47%), Gaps = 
82/683 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITYKIGEVHEGTAVMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    K  
+P +
Sbjct  72   
WKEHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAVSGVEPQSETVWRQADKYRVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------TVSL--
SPEIVLEENT-  170
             F+NK+D+ G D +  +  +  KL  + +  Q            V L     +V +
+ T 
Sbjct  132  
CFVNKMDRIGADFKETLAQIGSKLQGNAVAIQLPIGAEDKFRGVVDLIQMKALVYKDETM  191

Query  171  ---------------DIEAWDAVI-----ENNDKLLEKYIAGEPISREKL---
VRE---E  204
                           D +A   ++     E +DKLLEKY+ GE I+ ++L   +R+   
E
Sbjct  192  
GADYEIEDIPADMLADAKAHHEILVEKASEADDKLLEKYLGGETITGDELKAALRKRCIE  251

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQGS-----  246
              R ++A   PV  G+A K  G+QP++DAV             TG+     ++       
Sbjct  252  
SVRKEEAPFVPVICGTAFKNKGVQPMLDAVVDYLPSPLDIPPVTGIDPDSKDENKIERSA  311

Query  247  ------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRI  296
                  AAL    FK+       +  + R+YSGTL    +V  +  GR E++ ++ 
+M  
Sbjct  312  NDKEPFAALA---
FKIMTDPFVGQLTFFRVYSGTLTSGSSVINSTKGRTERIGRLLKMHA  368

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPK  353
              + EI   +       V L S  V   D L D   P  L +  +   P P++   
I PK
Sbjct  369  NKREEIKEVNAGDIAAAVGLKS--VTTGDTLCDEKKPIILEKMIF---
PEPVISLAIEPK  423

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E+L   + +L   DP  R + D  T +++++ +G + LE++   L  ++ 
+E  V
Sbjct  424  
TKADQEKLGVGMQKLMAEDPTFRVKTDEQTGQVVIAGMGELHLEIIVDRLKREFGVEASV  483

Query  414  KEPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   K A  H +   +      +    + + PL+ G+G Q+E+    G 
+ +
Sbjct  484  
GKPQVAYKETLTKPAEGHGLFKRQTGGRGQFGDCWIRLFPLAPGTGYQFENETVGGSIPR  543

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F   +  GI+  L +G+  G+ + D +I    G Y+   S+   F+    +  + 
A K+
Sbjct  544  
EFIKPIDQGIQEALTRGILAGYPIDDVRIEVFDGSYHDVDSSEMAFKIAGSLAFQDAAKK  603



Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G  L+EP +   +  P++YL     D       I++ + +    + +  +P   +  
Y 
Sbjct  604  
AGAVLMEPVMRVEVVCPKDYLGDVMGDLASRRGRIQSQEDRGGTQIISARVPLSDMFGYA  663

Query  591  TDLAFYTNGRSVCLTELKGYQAA  613
            TDL   T GR+      + Y+ A
Sbjct  664  TDLRSRTQGRATYSMFFERYEQA  686

>WP_039446224.1 elongation factor G [Thermotoga sp. Cell2]
 AIY88611.1 elongation factor G [Thermotoga sp. Cell2]
Length=695

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 209/676 (31%), Positives = 322/676 (48%), Gaps = 
73/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     G V++G T TD M  E++RGITIQ
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILYYTGRKHFLGDVDEGNTTTDWMPQEKERGITIQSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV R+L VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGYRINIIDTPGHVDFTAEVERALRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + F+NK+D+ G D    V+++  KL A+                    I +K    
+S
Sbjct  133  
PRIAFMNKMDKVGADFYMAVETLVTKLKANPIPVQMPIGSEKDFQGVIDLIKMKAIYWVS  192

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +  + E  +I             E  + V E ++++LEKY+ GE IS E++ R  
++  
Sbjct  193  
EDGSVYEEREIPEELREEAEMRREEMLEKVAELDEEILEKYLEGEEISEEEIKRILRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GE------
QGSAAL  249
             +    PV  G+AK   GIQPL+DAV   L  P+            GE        
+   



Sbjct  253  
IENRAVPVLCGAAKANKGIQPLLDAVIDYLPSPLDLPPVKGWRVSDGEIVYRKPDENEPF  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
               VFKV+      + VY R+YSG L     V       RE++ +I  M    + E
+   
Sbjct  313  
TALVFKVQVDPYIGKLVYFRVYSGRLEKGSYVYNSTKGQRERISRIVFMHADKREEV---  369

Query  306  DTAYPGEIVILPSDSV-RLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D   PG+I       V +  D L D   P  L +  +   P P++   I P T A  
E+L
Sbjct  370  DYVRPGDIAAGVGLKVSQTGDTLCDEKEPVILEKIDF---
PEPVISLAIEPATKADEEKL  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + AL  L++ DP L+  VD  T E I+S +G + LE+V   L  ++ +   V +P 
V Y 
Sbjct  427  
VKALLALSEEDPSLQVRVDKETGETIISGMGELHLEIVVDRLKREFGVNVRVGQPQVAYR  486

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNA  476
            E   RP +A    I  +      +  + L + P+    G  +E   +   G + + 
F  A
Sbjct  487  ETIKRPAEAEGKYIR-
QTGGRGQYGHVILRIEPIPEEEGKNFEFIDKTVGGVIPKEFMPA  545

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +  GI+  +  G L G+ V   +     G Y+   S+   F+  A +  ++A+K++   
L
Sbjct  546  
IEAGIKEAMMSGPLAGYPVVRVRAVVLDGSYHEVDSSEMAFKIAASMAFKEAMKKAQPVL  605

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D     A IE+ + +    +   +IP      Y T 
L  
Sbjct  606  
LEPIMKLEITTPEEYMGNIISDLNSRRAKIESLETRGHLKIVVAKIPLSETFGYATVLRS  665

Query  596  YTNGRSVCLTELKGYQ  611
             + GR+  + +   YQ
Sbjct  666  LSQGRASYIMQFSHYQ  681

>WP_064011015.1 elongation factor G [Fervidobacterium pennivorans]
 ANE40626.1 elongation factor G [Fervidobacterium pennivorans]
Length=692



 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 198/670 (30%), Positives = 315/670 (47%), Gaps = 
66/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G     GSV+ GT   D M  E++RGITI 
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILFFTGRKHTIGSVDDGTATMDWMIQEKERGITITSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGHRINIIDTPGHVDFTIEVERSLRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII-
IKQTVSLS  161
            P + F+NK+D+ G D +  VQ++ ++L A                   D+I +K    
L+
Sbjct  133  
PRIAFMNKMDKTGADFEMAVQTMVERLGAHPIPVQIPMGAESDFKGIIDLIQMKAIRWLN  192

Query  162  P---EIVLEENTDIEAW------------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            P   E V EE    E W            + + E +D+++  Y+ GE  + E+ + 
+  R
Sbjct  193  PEGTEYVYEEIP--EEWREKAEEAREDMIEKIAEVDDEIMMLYLEGEEPTEEQ-
IHDALR  249

Query  207  RVQDASL-FPVYYGSAKKGLGIQPLMDAV------------------
TGLFQPIGEQGSA  247
            R+   +L  PV+ GSAK  +GIQPL+D V                   G    +  
+  A
Sbjct  250  
RITIGNLGTPVFCGSAKMNVGIQPLLDGVIRYLPSPLDLPPVRGYDKNGNEVQVFPKEDA  309

Query  248  
ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
                  FK++      +  +LR+YSG L  + +  +   + +K    R+       
R D 
Sbjct  310  PFVAYAFKIQTDPYVGKLTFLRVYSGRLE-
KGSYVINTTKGVKERVSRLIFLHADKREDV  368

Query  308  AY--PGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             Y   G+IV ++   S    D + +          E P P++   I P+T     
+L  A
Sbjct  369  
EYVRAGDIVGVIGMKSTITGDTVCEEGTYVILEKMEFPEPVISIAIEPETKDDETKLSKA  428



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L  L + DP LR  VD  T E IL+ +G + LE++   L  ++ +   V +P V Y 
E  
Sbjct  429  
LQALLEEDPSLREYVDQETGETILAGMGELHLEIIVDRLKREFNVNVRVGKPQVAYRETI  488

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             RP++A    I  +      +  + +   PLSL    ++E R   G + + +  A+ 
+GI
Sbjct  489  TRPVRAEGKYIR-
QSGGRGQYGHVVVEFEPLSLDKTFEFEDRTVGGVIPKQYIPAIEEGI  547

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  ++ G L G+ V   K     G Y+   S+   F+  A +  ++A+++    
LLEP +
Sbjct  548  
REAMQVGVLAGYPVVGVKATLVDGSYHEVDSSEMAFKIAASMAFKEAMEKGAPVLLEPIM  607

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D     A I+  + +    V    +P   +  Y T L   
+ GR
Sbjct  608  
KVEVTTPEEYMGNIIADLNSRRAHIDALENRGHLRVIRALVPLSEMFGYATTLRSLSQGR  667

Query  601  SVCLTELKGY  610
            +  +  L  Y
Sbjct  668  ANYVMVLSHY  677

>WP_058305735.1 elongation factor G [Gracilibacillus massiliensis]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 185/670 (28%), Positives = 307/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTATERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
            P V+F+NK+D+ G D    V ++ D+L A                   D+I  +      
Sbjct  129  
PRVVFVNKMDKIGADFLYSVGTLGDRLGANAHPVQLPIGAEDEFDGIIDLITMEAYFYED  188

Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T + + EI  E     E +     +AV E ++ L+E+Y+ GE  S +++    
++  
Sbjct  189  
DLGTRTEAREIPEEYKEQAEEYRTSLIEAVAEVDEDLMERYLEGEEFSNDEIRAAVRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAAL  249
                 +PV+ GSA K  G+Q L+D V                 P  E+            
Sbjct  249  
LSVEFYPVFCGSAFKNKGVQLLIDGVVDYLPSPLDIPPIEGHVPQTEEEVTRKADDKEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL+    V  + ++K     +I +M   S+ 
EI   
Sbjct  309  
SALAFKVATDPFVGKLTFFRVYSGTLKSGSYVKNSTKDKRERVGRILQMHANSREEIPEV  368

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      + P P++   I PK+ A +++
+  A
Sbjct  369  ---
YAGDIAGAVGLKDTSTGDTLCDEKSLVILESMDFPDPVISVAIEPKSKADQDKMSIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  + E ++ T + I+S +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LGKLAEEDPTFKTETNTETGQTIISGMGELHLDIIVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +   P   G+G ++ ++++ G + + +  +V  
GI+
Sbjct  486  
RSSAEVEGKFVRQSGGRGQFGHVWVKFEPNEEGAGYEFVNKITGGVVPREYIPSVEQGIK  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              LE G+  G+ + D K     G Y+   S    F+  A + L+ A  +    
LLEP + 
Sbjct  546  
ESLENGVVAGYPLIDVKATLYDGSYHDVDSNETAFKVAASMALKAAKNKCNPVLLEPMMK  605



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  + +    V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYMGDIMGDVTSRRGRVEGMEARGPAQVVKAFVPLAEMFGYATALRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TYTMHFDHYE  675

>WP_107240870.1 elongation factor G [Photobacterium frigidiphilum]
 PSU51397.1 elongation factor G [Photobacterium frigidiphilum]
Length=695

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 305/670 (46%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G DL  VV  ++  L A                   D++ +Q   +  
+  
Sbjct  129  IFVNKLDRMGADLFRVVDQIKKVLGAVPLVMTLPIGREDDFVGVVDVLSRQAF-
VWDDTG  187

Query  166  LEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN            D+EA+     +  +E +D LLE Y+ GE  + E++    
+R  +
Sbjct  188  
LPENYEITDVPADMVDDVEAYREELIETALEQDDDLLEAYMEGEMPTIEQVKMCIRRGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA----  248
            D S FP Y GSA K  G+Q ++DAV                     +P GE  + +    
Sbjct  248  



DCSFFPTYCGSAFKNKGMQLILDAVIDYLPSPTEVDPQPLTDPETGEPTGEVATVSVDEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+     G    ++R+YSG L   DTV   A    E++ ++ EM+   + 
E+  
Sbjct  308  LKALAFKIMDDRFGA-
LTFIRIYSGKLNKGDTVLNSATGKTERIGRMVEMQADERNEL--  364

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              TA  G+I+ ++   +V+    L DP           P P++   + PK     E
++  
Sbjct  365  -
STAQAGDIIAVVGMKNVKTGHTLCDPKHEVTLEAMIFPTPVISIAVTPKDKGGSEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP      D  T E IL  +G + L++   +L   Y ++ +V  P V 
Y E 
Sbjct  424  
AIGKMVAEDPSFLVHTDEETGETILKGMGELHLDIKVDILKRTYGVDLIVGAPQVAYRET  483

Query  424  PLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  A+  
G 
Sbjct  484  
ITKPVEDSYTHKKQSGGSGQFGKIDYIMKPGEVGSGFTFTSSVVGGNVPKEFWPAIEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KGMMDTGVLAGFPVLDVEIELLDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +  ++ P++++     D  +    I+             ++P   +  Y   L   
T+GR
Sbjct  604  
AVDVFTPEDHVGDVIGDLNRRRGMIKDQMAGITGSRIKADVPLSEMFGYIGQLRTMTSGR  663

Query  601  SVCLTELKGY  610
                 E   Y
Sbjct  664  GQFSMEFAHY  673

>WP_104907513.1 elongation factor G [Nostoc sp. 'Lobaria pulmonaria 
(5183) cyanobiont']
 AVH71971.1 translation elongation factor 2 (EF2/EFG) [Nostoc sp. 
'Lobaria 
pulmonaria (5183) cyanobiont']



Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 191/693 (28%), Positives = 321/693 (46%), Gaps = 
77/693 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVL-  166
            P + FINK+D+ G +   V + +RD+L A+ I              I   V +   
I   
Sbjct  129  
PRIAFINKMDRTGANFYKVHEQIRDRLRANAIAIQLPIGSENDFQGIVDLVRMRAYIYAN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  A  E +D L+ KY  GE ++ +++    
++  
Sbjct  189  
DQGTDIQETDIPEALQAQVDEFRTKLIEAAAETDDALMTKYFEGEELTEQEVRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAAL  249
               ++ PV  GSA K  G+Q ++DAV              GL  P G+        
+  L
Sbjct  249  IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPSEVPPIQGLL-
PNGDTIERRADDNEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTA  308
                FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +    +    
D  
Sbjct  308  AALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNASKNKKERISRLVLMKADDRQDVDEL  366

Query  309  YPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
              G++      ++ L D L        G P  L        P P++   + PKT    
++
Sbjct  367  RAGDL----GAALGLKDTLTGDTLCDDGSPVILESLFI---



PEPVISVAVEPKTKNDMDK  419

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y
Sbjct  420  
LSKALQSLSEEDPTFRVRVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAY  479

Query  421  MERPLKAASH---
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   KA S        +      +  + +++ P   G+G ++ S+++ G + + +    
Sbjct  480  
RETIRKAVSKIEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIAGGTVPKEYVGPA  539

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G++   E G L G+ + D K     G Y+   S+   F+    + +++A+ ++   
LL
Sbjct  540  
EQGMKESCESGVLAGYPLIDVKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLKASPVLL  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++Y+     D       IE+   ++       ++P   +  Y TD
+   
Sbjct  600  
EPMMKVEVEVPEDYIGNVIGDLISRRGQIESQSTEQGLAKVASKVPLATMFGYATDIRSK  659

Query  597  TNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626
            T GR +   E   Y+    +V + +I   + N+
Sbjct  660  TQGRGIFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_062665456.1 elongation factor G [Grimontia celer]
 CZF83197.1 Elongation factor G 1 [Grimontia celer]
Length=695

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/685 (28%), Positives = 314/685 (46%), Gaps = 
72/685 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +



Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV+ VR+ L A+ +++   +    E V               
Sbjct  126  
ARIIFVNKLDRMGADFFNVVEQVRNVLGANPVVMTLPIGREDEFVGVVDVLNRQAYVWDD  185

Query  166  --LEENTDIE----------------
AWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I+                  +  +E +D L+  Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYEIKDVPEDMLDQLEEYREMMIETAVEQDDDLMMAYMDGEEPSIEDIKRCLRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D S FP + GSA K  G+Q ++DAV            QP+ ++ +    G V      
Sbjct  246  
TRDCSFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDKETGEPTGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+     G    ++R+YSG ++  DT+  A   K     ++ EM+   
+ E+
Sbjct  306  EPLRALAFKIMDDRFGA-
LTFIRIYSGVMKKGDTILNAATGKTERIGRMVEMQADQRNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                TA  G+I+ ++   +V+    L D            P P++   ++PK     
E++
Sbjct  365  T---
TAQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPTPVISIAVSPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S T   +   +  +  I   + P    SG  + S V  G + + F  
A+ 
Sbjct  482  ETITQPVE-
DSFTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSSVVGGNVPKEFWPAIE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLE



Sbjct  541  
KGFAGMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++++     D  +    I+  Q     V   G++P   +  Y   L   
T
Sbjct  601  
PIMKVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGATGVRIKGDVPLSEMFGYIGTLRTMT  660

Query  598  NGRSVCLTELKGYQ---AAVGQPVI  619
            +GR     E   Y    A V + VI
Sbjct  661  SGRGQFSMEFAHYAPCPANVAEKVI  685

>WP_083124560.1 elongation factor G [Mycobacterium tusciae]
 ORB66769.1 translation elongation factor G [Mycobacterium tusciae]
Length=701

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 183/668 (27%), Positives = 317/668 (47%), Gaps = 
73/668 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGISYKIGEVHDGAATMDWMEQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  72   
TCFWNDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P + F+NK+D+ G D    V+++ ++L A++I              I   V ++ +
+   
Sbjct  132  
PRICFVNKMDKIGADFYFSVRTMEERLGANVIPIQLPVGSEGDFEGIVDLVEMNAKVWRG  191

Query  165  -----VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    E  DI A              +AV E ++ LLEKY  GE +S E++    
++
Sbjct  192  
ETKLGETYETIDIPADLTEKADEYRTKLLEAVAETDESLLEKYFGGEELSVEEIKGALRK  251

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243



               ++  + V  GSA K  G+QP++DAV                           
+P  +
Sbjct  252  
LTINSDAYLVLCGSAFKNKGVQPMLDAVIDYLPSPLDVESVSGHAPGKEDEILIRKPSTD  311

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
            +  +AL    FKV       +  Y+R+YSGT+     V  A + K     K+ +M    
+
Sbjct  312  EPFSALA---
FKVATHPFFGKLTYVRVYSGTVESGSQVINATKGKKERLGKLFQMHSNKE  368

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              + R    +   ++ L   +    D L DP +         P P++   I PKT 
+ +E
Sbjct  369  NPVERASAGHIYAVIGLKDTTT--
GDTLSDPNQQVVLESMTFPDPVIEVAIEPKTKSDQE  426

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            +L  A+ +LA+ DP  +  +D  T + ++  +G + L+++   +  ++K+E  V 
+P V 
Sbjct  427  
KLGTAIQKLAEEDPTFKVHLDQETGQTVIGGMGELHLDILVDRMKREFKVEANVGKPQVA  486

Query  420  YME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYLNQSFQ  474
            Y E   R +     T   +   +  +A + +S+ P +   G  Y  E++V+ G + 
+ + 
Sbjct  487  
YKETIKRTVDKVEFTHKKQTGGSGQFAKVLISIEPFTGEDGATYEFENKVTGGRIPREYI  546

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             +V  G +  ++ G L G+ + + K+    G Y+   S+   F+     VL++A  
++  
Sbjct  547  
PSVDAGAQDAMQYGVLAGYPLVNLKVILLDGAYHEVDSSEMAFKVAGSQVLKKAAAQAQP  606

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP ++  +  P+EY+     D       I+  + +    V    +P   +  Y  
DL
Sbjct  607  
VILEPVMAVEVTTPEEYMGEVIGDLNSRRGQIQAMEERAGARVVKAHVPLSEMFGYVGDL  666

Query  594  AFYTNGRS  601
               T GR+
Sbjct  667  RSKTQGRA  674

>WP_003643647.1 GTP-binding protein [Lactobacillus plantarum]
 EHS83784.1 elongation factor G [Lactobacillus plantarum subsp. 



plantarum 
NC8]
 KFL86493.1 Ribosome protection-type tetracycline resistance related 
protein, 
group 2 [Lactobacillus plantarum]
 KZU11791.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 195/627 (31%), Positives = 300/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMVGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE



Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA---
LKESG  532
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q    
LK+ G
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLKQRG  520

Query  533  -TQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>KTD47461.1 Elongation factor G 2 [Legionella quinlivanii]
 SEG39621.1 elongation factor G [Legionella quinlivanii DSM 21216]
Length=713

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 202/680 (30%), Positives = 312/680 (46%), Gaps = 
69/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G + TD M  E +RGITIQ+A  
S  
Sbjct  27   
NIGIFAHVDAGKTTTTERILKLTGRIHKMGEVHEGESTTDFMEQEAERGITIQSAAVSCY  86

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       



+  +
Sbjct  87   
WKGTRFNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANNSKVSRL  146

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            IF+NK+D+ G +  +V + V+  L A  +I           K  V L             
Sbjct  147  
IFVNKLDRVGANFINVTEQVKKVLGAHPLIMTLPIGFEDSFKGVVDLLTRKAYIWDESGQ  206

Query  162  PE------IVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE      +  + + D+E + A      +E +D LL  Y+ GE  S E + R  ++   
+
Sbjct  207  
PENYTVTDVPADMHDDVEMYRAQLIETALEMDDDLLMAYLEGEEPSIEDIKRCIRKGTLE  266

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GE-
QGSAALCGS-----  252
             + FP Y GSA K  G+Q L+DAV            QP+    GE  G  A+        
Sbjct  267  
LAFFPTYCGSAFKNKGMQLLLDAVVDYLPAPHEVNPQPLTNAEGEPNGEFAIVSPDEPFR  326

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  327  ALAFKIMDDRYGA-
LTFIRVYSGRLNKGDTILNSFTGKTERVGRMVEMQANERNEL---Q  382

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +VR    L DP           P P++   ++PK     E++  
A+
Sbjct  383  
SAEAGDIIAIVGMKNVRTGHTLCDPNHECTLEAMVFPEPVISIAVSPKDKTSTEKMAIAI  442

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R E D  + E IL  +G + L++   +L   Y +E +V +P V Y 
E   
Sbjct  443  
GKMVAEDPTFRVETDEDSGETILRGMGELHLDIKVDILKRTYDVELIVGQPQVAYRETIT  502

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  ++ P    SG  + + V  G + + F  A+  
G R 
Sbjct  503  
KTVHDSYTHKKQSGGSGQYGKIDYTIEPGEPNSGFTFVTSVVGGNVPKEFFPAIEKGFRS  562

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ + D KI    G Y+S  S+   F   A     Q++ ++G QLLEP 
+  



Sbjct  563  
MMDSGTLAGFPLLDVKINLTDGGYHSVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPIMKV  622

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +Y+ +E +     D  +    I   +     V    ++P   +  Y + L   T
+GR  
Sbjct  623  
DVYSTEEDVGNVIGDLNRRRGMISGQEPSAAGVRIKADVPLSEMFGYISTLRTLTSGRGQ  682

Query  603  CLTELKGYQ---AAVGQPVI  619
               E   Y    A V + VI
Sbjct  683  FSMEFSHYSPCPANVAEAVI  702

>WP_038444250.1 GTP-binding protein [Bifidobacterium adolescentis]
 AII75937.1 translation elongation factor [Bifidobacterium 
adolescentis]
Length=662

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/638 (29%), Positives = 287/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288



               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGIGH-----
FEPLRHYAETHVLLEPLPQGSGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L +++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYTTVCSEDVLGRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTDDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             ++  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMLLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_106233012.1 elongation factor G [Pleurocapsa sp. CCALA 161]
 PSB12285.1 elongation factor G [Pleurocapsa sp. CCALA 161]
Length=693

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 186/680 (27%), Positives = 304/680 (45%), Gaps = 
87/680 (13%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYTGIAYKMGEVHDGAATMDWMQQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWKDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +   V + +R++L A                   D++  + +    
Sbjct  129  
PRIAFINKMDRTGANFFKVHEQIRERLQANAVPIQIPIGNEAEFTGIVDLVRMKAIVYKD  188

Query  163  EIVLE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  E E TDI             +  +++ E N+ LLEK++  E  S  ++    
++  
Sbjct  189  
DLGKEIEETDIPEQLQAQAQEYRAKLIESLAEINEALLEKFMLEEEFSEAEIKAAIRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAAL  249
             D+S+ PV  GSA K  G+Q L+DAV             TG   P GEQ           
Sbjct  249  IDSSIMPVLCGSAFKNKGVQDLLDAVVDYLPAPPEVPAITGEL-
PNGEQAVRHSDDDEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FK+     G R  ++R+YSG L               R+   V L   E+++
+ E+
Sbjct  308  AALAFKIASDKFG-
RLTFIRVYSGVLAKGTYVYNSTKQKKERISRLVVLKSNERIEVDEL  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G IV    A  G+ +    + + L  +               P P++   + 
P+T
Sbjct  367  RAGDLGAIVGLKFATTGDTLCDDENPIILESLY-------------
VPEPVISVAVEPQT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             +  E+L  AL  L+D DP  R   +  T++ +++ +G + LE++   +  ++ +E  
V 
Sbjct  414  
KSDVEKLSKALQTLSDEDPTFRVSTNPETNQTVIAGMGELHLEILVDRMLREFNVEATVG  473

Query  415  EPSVIYME---



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
            +P V Y E   R  K     I        +  ++ L V P   GSG ++ S++  G 
+ +
Sbjct  474  KPQVAYRETIRRSGKGVGKYIKQSGGKGQYGHAV-
LEVEPAKPGSGFEFISKIVGGTIPK  532

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             F   +  G++   E G+  G+ + D K+    G Y+   S    F+    + +  
A+ +
Sbjct  533  
EFIPPIEQGVKQTCESGILSGYPLIDIKVTLVDGSYHDVDSNEMAFKVAGSMAVRDAVNQ  592

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   +LEP +   +  P++YL     D       IE             ++P   +  
Y 
Sbjct  593  
AAPVVLEPMMKVEVEVPEDYLGDVIGDLNSRRGNIEGMNSDSGIAKVDAQVPLAKMFGYA  652

Query  591  TDLAFYTNGRSVCLTELKGY  610
            TD+   T GR +   E   Y
Sbjct  653  TDIRSKTQGRGIFSMEFSEY  672

>WP_024782939.1 elongation factor G [Streptococcus mutans]
Length=693

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 310/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188



Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R    A      +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVIARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665



Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675

>WP_057878163.1 GTP-binding protein [Lactobacillus paucivorans]
 KRO04113.1 translation elongation factor (GTPase) [Lactobacillus 
paucivorans]
Length=654

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 202/633 (32%), Positives = 303/633 (48%), Gaps = 
62/633 (10%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I  GI+AHVDAGKTTL+E+LLY +GA+ E G V+ G    D+  LE+QRGITI 
+  
Sbjct  1    
MPKITAGIVAHVDAGKTTLSEALLYQAGAVRELGRVDNGDAFLDSDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S       + ++DTPGH+DF ++  + L+VLD AILV+SA DG+Q  TR L+  L    
Sbjct  61   
ASLTMQDLTLTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGIQGYTRTLWRLLDHYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII--
KQTVSLSPEIVLEENTDIEAWDAV  178
            +PT IF+NK+D    D   V+  ++   S   +   +   +  PE         +A
++ V
Sbjct  121  VPTFIFVNKMDAVTADRDRVLDQLQTTFSPGCLAFDQGAATTLPE---------
DAYEDV  171

Query  179  IENNDKLLEKYI----
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV  234
               +D +LE+++      +P  R+ L+R  QR+V     FP Y+GSA K  G+   
+   
Sbjct  172  AMQDDTVLEQFLDTGEVADPTVRQ-LIR--QRKV-----
FPCYFGSALKLEGVSAFL---  220

Query  235  TGLFQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE  293
            TGL             G+ VFK+ + D G R  +LR+  G L  +    L G +K+    
Sbjct  221  TGLAHWTSNPVVTPDFGAKVFKISHDDKGVRLTWLRITGGQLATK--
TVLLGEQKVNQLR  278

Query  294  MRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV-----LGD--
PTRLPRKRWREDPLPML  346
            +   +K EI ++  A  GE+  +P+    L D      LG+    R P  +      
P+L
Sbjct  279  VYNGTKFEIRQSVAA--GEVCAIPN----



LTDTYPGQGLGNVADERTPEIQ------PVL  326

Query  347  RTTIAPKTAAQRERLLDALT---
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALL  403
               + P    Q   L D LT   QL D DP L     S   EI +  +G VQLE++  
+L
Sbjct  327  TYAVDP----
QGHDLHDCLTIFRQLEDEDPQLHVTWSSHLQEIRVQIMGSVQLEILQQIL  382

Query  404  
SEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             + + L+      S++Y E   KA     H E  P   +A + L + P   GSG+ 
+ + 
Sbjct  383  HDCFHLDVGFDAGSILYKETVTKAVEGVGHFE--
PLRHYAEVHLLIEPAPRGSGLTFAAD  440

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
             SL  L +++Q+ V   +R   + G L G  +TD KI    G      S   DFR     
Sbjct  441  
CSLEILGKNWQHQVLSNLRAKEQLGVLTGSPLTDAKITLVTGRASIVHSVGGDFREATWR  500

Query  523  VLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFT  578
             + Q L    +  G QLLEP+  F L   Q+ + RA  D  +     +T     +  
V T
Sbjct  501  
AVRQGLMMLRENDGLQLLEPWYRFRLEVGQDQVGRAMTDIQRMSGDFDTPTDAGEMTVLT  560

Query  579  GEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            G  P   +Q Y  ++  YT+G+      + GY+
Sbjct  561  GTAPVAAMQDYAQEVNAYTHGKGQLECLIDGYR  593

>WP_061468158.1 GTP-binding protein [Lactobacillus plantarum]
 AMO28481.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +



Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  



P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_107851444.1 elongation factor G [Oceanimonas sp. 102-Na3]
Length=697

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/673 (29%), Positives = 313/673 (47%), Gaps = 
72/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKAGETHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKGHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESGVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL--
SPEIVLEENTD  171
            IF+NK+D+ G D   VVQ  RD L+A+ ++           K  V L      + +
++ D
Sbjct  129  
IFVNKLDRLGADFLRVVQQTRDVLAANPVVMVLPIGREDEFKGVVDLLTRKAYIWDDSGD  188

Query  172  IEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             E +                     ++ +E +D L+E Y+ GE  S E + R  ++  
+ 
Sbjct  189  
AENYTIEDVPADMVDMVEEYREQLVESAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-GEQGS-----------
AALC  250
             ++FP Y GSA K  G+Q ++DAV            QP+  E+G+           
A L 
Sbjct  249  
MAIFPAYCGSAFKNKGMQLVLDAVNDYLPSPTEVDPQPLTDEEGNETGEHAIVDADAPLK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306



               FK+     G    ++R+YSG ++  DT+   A    E++ ++ EM+   + E+   
D
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGRIKKGDTILNSATGKTERVGRMVEMQADERTEL---D  364

Query  307  TAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +A  G+I+ I+   +V+    L D   P  L    +   P P++   +APK     
E++ 
Sbjct  365  SAQAGDIIAIIGMKNVQTGHTLCDVKHPCTLEAMVF---
PEPVISIAVAPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  R E D  + E IL  +G + L++   +L   Y +E +V EP V 
Y E
Sbjct  422  
VAIGKMVAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVELIVGEPQVAYRE  481

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                    S+T   +   +  +  I   + P    +G+ ++S V  G + + F  A
+  G
Sbjct  482  
TITAQVEDSYTHKKQSGGSGQYGKIDYIIRPGEANTGLVFKSSVVGGNVPKEFWPAIEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   ++ G + G+ V D +     G Y++  S+   F   A     Q+L ++  
QLLEP 
Sbjct  542  
VASMMKTGPIAGFPVLDIEFELTDGAYHAVDSSAIAFEIAAKGAFRQSLPKAQPQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I+        V    ++P   +  Y   L   
T+G
Sbjct  602  
MKVDVFTPEDHVGDVIGDLNRRRGMIKDQNAGVTGVRIKADVPLSEMFGYIGSLRTMTSG  661

Query  600  RSVCLTELKGYQA  612
            R     E   Y A
Sbjct  662  RGQFSMEFSHYAA  674

>WP_085461830.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSG89756.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/638 (29%), Positives = 287/638 (45%), Gaps = 
60/638 (9%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD A+LVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAVLVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E    E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETAPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
GSG+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGIGH-----
FEPLRHYAETHVLLEPLPQGSGM  447



Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507

Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_016176307.1 elongation factor G [Enterococcus saccharolyticus]
 EOT25675.1 elongation factor G [Enterococcus saccharolyticus subsp. 
saccharolyticus 
ATCC 43076]
 EOT83215.1 elongation factor G [Enterococcus saccharolyticus subsp. 
saccharolyticus 
ATCC 43076]
 OJG90560.1 elongation factor G [Enterococcus saccharolyticus]
Length=694

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 195/671 (29%), Positives = 308/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+P V
Sbjct  72   
WKGNRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYRVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE---  167
            +F NK+D+ G D    V ++ D+L A+                I   V +  EI      
Sbjct  132  
VFCNKMDKLGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVKMKAEIYTNDLG  191



Query  168  ---ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E T+I        E W     +AV + ++ L+ K++ GE I+ E+L    ++     
Sbjct  192  
TEIEETEIPAEYVEQAEEWREKLIEAVADTDEDLMMKFLDGEEITEEELKAGIRKATLTV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  GSA K  G+Q ++DAV              G+     E+        A     
Sbjct  252  
DFFPVMCGSAFKNKGVQLMLDAVIDYLPAPTDVPAINGINPKTDEETERPSSDEAPFASL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A    RE++ +I +M   ++ EI    
T 
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLNSGSYVLNASKGKRERIGRILQMHANTREEI---QTV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K        E P P++   + PK+ A ++
++  
Sbjct  369  YSGDI----
AAAVGLKDTTTGDTLCDEKDPVILESIEFPEPVIEVAVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R   +  T E +++ +G + L+V+   +  ++K++  V  P V 
Y E 
Sbjct  425  
ALQKLAEEDPSFRVTTNVETGETVIAGMGELHLDVLVDRMRREFKVDANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G+
Sbjct  485  
FRASTQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +E G L G+ + D K     G Y+   S    FR  A + L  A K++   
+LEP +
Sbjct  545  
EESMENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAQPAILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL             +E  +   +  +    +P   +  Y T L   
T GR
Sbjct  605  
KVTITVPEEYLGDVMGHVTARRGRVEGMEAHGNSQIVNAMVPLSEMFGYATTLRSATQGR  664



Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMVFDHYE  675

>WP_085408224.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSG95293.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/635 (29%), Positives = 285/635 (45%), Gaps = 
54/635 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++    L+ +            D VA  
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGSELKAKMMLSGTAHAGDADAVAEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334



Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  
LLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE  461
            ++ +++ L+      S++Y E          H E  P   +A   + + PL  GSG
+ Y 
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPVEGIGHFE--
PLRHYAETHVLLEPLPQGSGMAYA  450

Query  462  SRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLA  520
            +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR   
Sbjct  451  
TVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFRQAT  510

Query  521  PIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
               + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+ +V
Sbjct  511  
YRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGEYMV  570

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  571  LNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_046871291.1 elongation factor G [Pediococcus damnosus]
 KJU74516.1 elongation factor G [Pediococcus damnosus LMG 28219]
Length=699

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   



TAAWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+RD+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQSLRDRLQANALPIQMPIGAEDSFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                 A+IE     +D ++EKY+ GE IS++++    
++
Sbjct  191  DKLGTE-
WDTVDVPDDYKEEAEKRRTAMIEQLADIDDDIMEKYLDGEEISKDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT------------
GLFQPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++    + 
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAIDPETDKPVELIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFSALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP           P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMTFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E D  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPSFKAETDPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +   P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKASAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K++   



+LEP 
Sbjct  547  
LREALGNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMSLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMDQITARRGRVEGMEAISGAEEIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>OMG46883.1 translation elongation factor G [Paenibacillus macerans]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 198/674 (29%), Positives = 313/674 (46%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  +VV  +RD+L A                   DII K+      
++ 
Sbjct  132  
AYVNKMDIIGADYLNVVNDMRDRLQANAVAIQLPIGAENDFVGIIDIITKKAFIYKDDLG  191

Query  166  LE--------------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E    E  + V E ++ L  KY+ GE I+ E+L    ++ 
V + 
Sbjct  192  
QNIEEAEIPADLADKVEELRAELVEKVAELDEDLTMKYLEGEEITVEELKAALRKGVCEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------EQGSAA---------
LCGSV  253



             +FPV  GS+ +  GIQ ++DAV   L  P+         E G+                
Sbjct  252  
KIFPVVCGSSYRNKGIQLMLDAVIDYLPAPVDVPNIQGHLEDGTEVERHSSDEEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M    + EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGILQSGSYVLNATKGKRERIGRILQMHANHRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  AGDI----AAAVGLKDTGTGDTLCDEKSPVILESMNF---
PDPVIEIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL  +G + L+++   +  ++K+ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAYTDEETGQTILKGMGELHLDIIIDRMRREFKVETNVGKPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   PL  G+G Q++S++  G + + +    
+
Sbjct  482  ETFRTPARVEGKFVR-
QSGGRGQYGHVWVEFEPLEPGTGNQFDSKIVGGAVPREYVGPAQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ V D K     G Y+   S+   F+    + L+ A  +    
LLE
Sbjct  541  
QGIEEAMQNGVLAGFPVVDVKATIVDGSYHDVDSSEMAFKIAGSMALKAAKDKCNPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGAQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_106780177.1 GTP-binding protein [Brevibacillus sp. NRRL NRS-603]
 PSK18908.1 elongation factor G [Brevibacillus sp. NRRL NRS-603]
Length=651



 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 175/629 (28%), Positives = 303/629 (48%), Gaps = 
21/629 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +E++RGIT+  
A 
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRSRGRVDHQDAFLDSHDIEKKRGITV-FAD  59

Query  61   TSFQWHRCKV-
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKM  119
             +   H+  V  ++DTPGH+DF +E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK 
Sbjct  60   
QAVMHHKGDVYYLIDTPGHVDFSSEMERAIGVMDYAIVIVSAVEGVQGHTETVWQLLRKH  119

Query  120  
NIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI  179
             IPT  FINKID+ G D     + +R +L+ D+   +  + +  +V E   ++     
+ 
Sbjct  120  RIPTFFFINKIDRIGADASRTEEEIRSQLTGDVCCIKD-
NFANGMVSEGLREM-----MT  173

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E ND LLE ++  E   +E  +   Q  +++  LFP  YGSA +  G+   ++ ++ 
L  
Sbjct  174  ERNDSLLEAFLE-
ERDDQEFWLGALQEMIREGRLFPCTYGSALQDDGVVEFLNQLS-LLT  231

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRI  296
                  +A   G ++K+++   G R  +++  SG L++R+ +       R + KIT
++ +
Sbjct  232  
TASYDETAPFGGRIYKIQHAANGLRLTFVKALSGKLKVRELLGYESGGLRYEEKITQILL  291

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             +  +    +    G++  +    V L++   G    L   ++  +  P L++ +  
+ +
Sbjct  292  FTGRKSYSVEQVEAGDLFAV----
VGLSEAEAGQGVGLYSDKFAYETEPTLQSKVQFEES  347

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               +++L A   L   DP L    +    EI +  +G +QLEV+  ++ E++       
+
Sbjct  348  
LHVQQVLGAFRILNAEDPSLNVVWEESLQEIHIRVMGMIQLEVLEQVVKERFGFVVSFGQ  407



Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E    A +   H E  P   +A + L + P   GSG+ + S      L+ 
++QN
Sbjct  408  PEILYKETIQSAVTGYGHFE--
PLRHYAEVHLLLEPGERGSGIHFTSVCHPDELSFNYQN  465

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V+  +      GL  G  VTD KI    G  ++  +   DFR      L Q L++
+   
Sbjct  466  
LVQSHLYEREHHGLLTGMPVTDMKITLLRGRAHNEHTHGGDFREATFRALRQGLEKAENM  525

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +      + R   D  +   + E  Q+     V TG +P      Y 
T+ A
Sbjct  526  
LLEPYYDFKIKVGMNEMGRVLSDIQRASGSFEPPQMSDTHAVITGRVPVATFMNYSTEFA  585

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRR  623
             +T+GR        GY        +  R+
Sbjct  586  SFTHGRGSIRCVFGGYDRCHNAEEVMKRK  614

>WP_087350364.1 GTP-binding protein [Brevibacillus brevis]
 OUQ85547.1 elongation factor G [Brevibacillus brevis]
Length=651

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 176/616 (29%), Positives = 294/616 (48%), Gaps = 
21/616 (3%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+ AHVDAGKTT  E LLY + +I   G V+      D+  +ER+RGIT+ 
A  
Sbjct  1    
MKRLTIGLFAHVDAGKTTFAEQLLYHTNSIRTRGRVDHQDAFLDSHDIERRRGITVFADQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                       ++DTPGH+DF +E+ R++ V+D AI+++SA +GVQ  T  ++  
LRK  
Sbjct  61   
AVMHHQGDVYYLIDTPGHVDFSSEMERAIGVMDYAIVIVSAVEGVQGHTETVWQLLRKHR  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            IPT  FINK D+ G D     + +R +L+ D+  IK   S S  I+ E   ++     
+ 



Sbjct  121  IPTFFFINKTDRIGADASRTEEEIRSQLTGDVCSIKD--
SFSNGIIAERLREM-----MT  173

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
            E ND LLE +I  E   +   +   Q  +++  LFP  YGSA +  G+   ++ ++ 
L  
Sbjct  174  ERNDSLLEAFIE-
EREDQAFWLGALQEMIREGRLFPCTYGSALQDDGVLEFLNQLS-LLT  231

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---
REKLKITEMRI  296
                  +A   G ++K+ +   G R  +++  SG L++R+ ++      R + KIT
++ +
Sbjct  232  
TASYDETAPFGGRIYKIRHAANGLRLTFVKALSGNLKVRELLSYENGGLRYEEKITQILL  291

Query  297  PSKGEIVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             +  +    +    G++  +    V L++   G    L    +  +  P L++ +    
+
Sbjct  292  FTGRKSHSVEQVTAGDLFAV----
VGLSEAKAGQGVGLYSDNFAYETEPTLQSKVQFDGS  347

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               +++L A   L   DP L    +    EI +  +G +QLEV+  ++ E++  +    
+
Sbjct  348  
LHVQQVLGAFRILNAEDPSLNVVWEESLQEIHIRVMGLIQLEVLEQVVKERFGFDVSFGQ  407

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            P ++Y E    A +   H E  P   +A + L + P   GSG+ + S      L+ 
++QN
Sbjct  408  PEILYKETIQSAVTGYGHFE--
PLRHYAEVHLLLEPGERGSGIYFTSVCHPDELSFNYQN  465

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V+  +      GL  G  VTD KI    G  ++  +   DFR      L Q L++
+   
Sbjct  466  
LVQSHLYEREHHGLLTGMPVTDMKITLLRGRAHNEHTHGGDFREATFRALRQGLEKAENM  525

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F +      + R   D  +   + E  Q+     V TG +P      Y 
T+ A
Sbjct  526  
LLEPYYDFKIKVGMNEMGRVLSDVQRASGSFEPPQMSDTHAVITGRVPVATFMNYSTEFA  585

Query  595  FYTNGRSVCLTELKGY  610
             +T+GR        GY



Sbjct  586  SFTHGRGSIRCVFGGY  601

>WP_103998014.1 elongation factor G [Paenibacillus sp. UNC499MF]
 SEG77788.1 elongation factor G [Paenibacillus sp. UNC499MF]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 196/667 (29%), Positives = 315/667 (47%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
             ++NK+D  G D   VV S+RDKL A+                   I+++   L  
+ + 
Sbjct  132  
AYVNKMDIIGADFLGVVDSMRDKLGANAVAIQLPIGAENDFVGIIDIVEEKAILYKDDLG  191

Query  167  EENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +E  DIE                 + V E +++L  KY+ GE I+  +L    ++ 
V   
Sbjct  192  
KEVEDIEIPAEYKDKVAELRMELVEKVAELDEELTMKYLEGEEITVAELKAALRKGVVSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV             Q + E G+  +  S          
Sbjct  252  
QIFPVICGSSYRNKGVQPMLDAVIDYLPAPIDVPDIQGVLEDGTETIRKSSDSEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERVGRILQMHANSRQEI---
SEVY  368

Query  310  PGEI-



VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D            P P++   + PKT A ++++  
AL++L
Sbjct  369  
AGDIAAAVGLKDTGTGDTLCDEKNAVILESMNFPEPVIEIAVEPKTKADQDKMGVALSKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
             + DP LR   +  T + IL+ +G + LE++   +  ++K++T V +P V Y E   
K+ 
Sbjct  429  TEEDPTLRASTNEETGQTILAGMGELHLEIIVDRMRREFKVDTNVGKPQVAYRE-
TFKSG  487

Query  429  SHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            +      V  +      G   +   PL  GSG  +ES++  G + + +   ++ GI   
+
Sbjct  488  
AKVEGKFVRQSGGRGQYGHCWVEFQPLEPGSGFVFESKIVGGAIPREYIAPIQAGIEESM  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D K     G Y+   S    F+    + L+ A  +    LLEP +   
+
Sbjct  548  
KNGVIAGFPVVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKDKCNPALLEPIMKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       IE    +    +   ++P   +  Y T L   T GR 
V  
Sbjct  608  
TVPEEYMGDVMGDLNSRRGRIEGMDNRSGAQIIRAKVPLSEMFGYSTTLRSRTQGRGVYS  667

Query  605  TELKGYQ  611
             E+  Y+
Sbjct  668  MEISHYE  674

>WP_097770297.1 elongation factor G [Faecalibacterium prausnitzii]
 PDX90039.1 elongation factor G [Faecalibacterium prausnitzii]
Length=708

 Score = 251 bits (640),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/684 (27%), Positives = 314/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  73



Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  193

Query  157  TVSLSPEIVLEE-NTDIEA------------------
WDAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN++ L+EKY+ GE 
I+R
Sbjct  194  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILIEAVAENDEVLMEKYLEGEEITR  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ-  244
            E+L    ++     +L PV  GS+ K  G+Q L+DA+                 P  
E+ 
Sbjct  254  
EELKAAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVEDIKGVNPETEEP  313

Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
                    A      FK+       +  Y R+YSG +    TV  +    RE++ 
+I +M
Sbjct  314  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDARERMGRILQM  373

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  374  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  427

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  428  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  487

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   K A+       +      +  + + + P   G G ++ + +  
G 



Sbjct  488  
ANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  547

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
+ A
Sbjct  548  
IPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKDA  607

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  608  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNSRRGQIQGMEAMAGTQRVNAFVPLAQMF  667

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  668  GYATDLRSKTQGRGQYVMEPSHYE  691

>WP_096652072.1 elongation factor G [Staphylococcus delphini]
 PCF45857.1 elongation factor G [Staphylococcus delphini]
Length=693

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 182/662 (27%), Positives = 306/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMVQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WEGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G +    V ++ D+L A+                 + L      + N 
D+ 
Sbjct  132  
VFVNKMDKIGANFDYAVSTLHDRLQANAAPIQLPIGAEDEFSAIIDLVTMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



                             EA     +AV E N+ L+EK    + I+ ++L    ++   
D 
Sbjct  192  
TEIEEIEIPEDYRERAEEARETLIEAVAETNESLMEKIFEEQEITVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +              +A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADDPDEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKREFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSSAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEIPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601



            R 
Sbjct  665  RG  666

>PDH18649.1 elongation factor G [Pelagibacterales bacterium MED-G41]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 183/656 (28%), Positives = 295/656 (45%), Gaps = 
60/656 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WQDHRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEENT  170
             F+NK+D+ G D    V  +RD+L A  ++ Q               V +  ++   
E  
Sbjct  132  
CFVNKLDRTGADFFRCVDMIRDRLGAKPLVVQVPIGIESSLTGVVDLVKMKAQVWKNEAL  191

Query  171  DIEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              E W+                       +E ++KL+E Y+ G+ I  E L+R  +
+   
Sbjct  192  GAE-
WEYKDIPDDLKDISNKYRTELVEMAVEQDEKLMESYLNGDEIKEEDLIRCVRKGTL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALC  250
            +    PV  GSA K  G+QPL+DAV        + GS                   
A   
Sbjct  251  
NFDFVPVLTGSAFKNKGVQPLLDAVVNYLPSPVDIGSIKGTKLGSEEELEMKFDDKAPFS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
               FKV          ++R+YSGT++    V  + +EK  ++  M +           
A 
Sbjct  311  
ALAFKVANDPFVGSLTFIRIYSGTIKTGTAVYNSSKEKEERVGRMLLMHANSREDIKEAN  370



Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L    +      L D          E P P++   + PKT A +E++ 
+AL +L
Sbjct  371  
AGDIVALAGLKNTITGHTLCDEENAVLLEPMEFPDPVIEIAVEPKTKADQEKMGEALGRL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E    
A+
Sbjct  431  
AKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETLENAS  490

Query  429  S--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A + L V P   G+G   ES++  G + + F   V  GI    
+
Sbjct  491  
EVEYTHKKQSGGAGQFAKVKLLVEPQEPGAGRSVESKIKGGAIPKEFIPGVEKGIETVSD  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K+    GL++   S+   F   +    ++A  +   +LLEP +   
+ 
Sbjct  551  
GGILAGFPMIDYKVTILDGLHHDVDSSVLAFELASRACFKEACTKGTLKLLEPVMRVEVV  610

Query  546  APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
             P++Y+     D       I T + + +  V T  +P   +  Y  +L   + GR+
Sbjct  611  TPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_056945046.1 GTP-binding protein [Lactobacillus namurensis]
 KRK72774.1 translation elongation factor (GTPase) [Lactobacillus 
namurensis 
DSM 19117]
Length=661

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 197/629 (31%), Positives = 297/629 (47%), Gaps = 
41/629 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +GA+   G V+ G    D+  LE++RGITI 
+  
Sbjct  1    
MKQIVTGIVAHVDAGKTTLSEALLYQTGAVRRLGRVDNGDAFLDSDALEKKRGITIFSHQ  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L    
Sbjct  61   
AVLKTKDLELTVLDTPGHVDFATQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLTHYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            +PT IF+NK+D  G D  +++  ++ KL+   +      +    PE + E   DI   
D 
Sbjct  121  VPTFIFVNKMDAPGTDQAALLADLQAKLAPGCLPFPAGDSAQTLPEALQE---
DIAMQDE  177

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             + N    LE     E  +   L+R+ Q       +FP Y+GSA K  G+  L+  
+   
Sbjct  178  TVLNG--FLETGTL-EASTVRNLIRQRQ-------
VFPCYFGSALKLQGVTELLAGMAYW  227

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             QP  +Q  A     VFK+ + + G+R  ++RL  G LR +D +     ++ K+ +
+R  
Sbjct  228  SQP--QQSQAEFGAKVFKITHDEKGERLTWVRLTGGQLRPKDVLV----
DQQKVNQLRAY  281

Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +      A+ GEI  L           LG+     R   R    P+L   + P
+   
Sbjct  282  NGTKYTTLPVAHAGEIAALTGLTGTYPGQGLGNQGDGSRPEMR----
PVLTYAVDPQ-GQ  336

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L  L +L D DP L         EI +  +G VQLE++  LL ++++L+      
Sbjct  337  
DIHHCLAVLQELEDEDPQLHVTWSEQLQEIRVQLMGTVQLEILQQLLHDRFQLDVQFDAG  396

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             ++Y E   +A     H E  P   +A + L + P   GSG+  ++  SL  L ++
+Q+ 
Sbjct  397  GILYQETLTRAVEGVGHFE--
PLRHYAEVHLLMRPAPRGSGLTIDADCSLEVLVKNWQHQ  454

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++     G L G  +TD  I    G      S   DFR      + Q L       
Sbjct  455  
VLTSLKAKEHLGVLVGAPLTDVHITLVTGRGSIVHSVGGDFREATWRAVRQGLMMLRDTQ  514

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIET-
AQVKKDEVVFTGEIPARCIQAYR  590



            G QLLEP+  F L   Q  + RA  D  +   T ET  +      V TG  P   
+QAY 
Sbjct  515  
GLQLLEPWYRFRLEVGQAQVGRAMTDIQRMHGTFETPVETATGTTVLTGVAPVAEMQAYS  574

Query  591  TDLAFYTNGRSVCLTELKGY-----QAAV  614
             ++  YT+G+      + GY     QAAV
Sbjct  575  QEVNAYTHGQGQLECLVDGYRPCHDQAAV  603

>WP_068591148.1 elongation factor G [Paenibacillus macquariensis]
 OAB28724.1 elongation factor G [Paenibacillus macquariensis subsp. 
macquariensis]
 SIR61697.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus macquariensis]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 319/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHQGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSP----  162
             ++NK+D  G D  +V++S+RD+L+A+ +                  I+Q   +      
Sbjct  132  
AYVNKMDIIGADYLNVIESMRDRLAANAVAIQLPIGAENEFIGIIDLIEQKAHMYKDDLG  191

Query  163  ------EIVLEENTDIEA-----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E    +E      ++ V E +++L  KY+ GE I+  +L +  ++ 
V + 
Sbjct  192  
QNIEVVEIPEEFKAQVEELRAILFEKVAELDEELTMKYLEGEEITIPELKKALRKGVVET  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------TGLFQPIGE-----------
QGSAALCGSV  253
             +FPV  GS+ +  G+Q +MDAV       T +   +G               A      
Sbjct  252  
KIFPVICGSSYRNKGVQLMMDAVVDYLPAPTDVPAIVGHLDDGTETIRQADDKAPFAALA  311



Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSRQEIAEV---Y  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  CGDI----ASAVGLKDTSTGDTLCDEKHPVILESMNF---
PEPVISIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++ +ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFNVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +AA+      V  +     +  + +   PL  G+G  +ES+V  G + + +     
Sbjct  482  E-
TFRAAARVEGKFVRQSGGRGQYGHVWVEFEPLEAGTGNTFESKVVGGSVPREYVAPAL  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI  G++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
AGIEEGMKSGVIAGFPLVDVKATIVDGSYHDVDSNEMAFKVAGSLALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVVVPEEYMGDVMGMLNSRRGRIEGMDSRAGGQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_015117214.1 elongation factor G [Rivularia sp. PCC 7116]
 AFY53636.1 translation elongation factor EF-G [Rivularia sp. PCC 
7116]
Length=693

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.



 Identities = 190/671 (28%), Positives = 310/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N+GI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNMGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVL----------  166
            P +IF+NK+D+ G +   V + VRD+L A+ I     I      S  + L          
Sbjct  129  
PRIIFVNKMDRTGANFYKVYEQVRDRLRANAIPIQLPIGSESEFSGIVDLVKMRAFIYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++  ++    
++  
Sbjct  189  
DQGTDIQEQDIPGDMLELATEYRTKLVEAVAETSDDLMTKYFEGEELTEAEVSLALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P   GSA K  G+Q L+DAV                 P GE         
A L 
Sbjct  249  
IAGTMVPTLCGSAFKNKGVQLLLDAVVDYLPSPLEVPAIQGTLPSGETVERPADDEAPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FKV   D   R  ++R+YSG L+    V  + + +K +I+ + +    E    
+   
Sbjct  309  ALAFKV-
MADPYGRLTFVRVYSGVLKKGSYVYNSTKGKKERISRLVVMKADERQDVEQLC  367

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G++      +V L D L   T   +           P P++   + PKT    E
+L  A
Sbjct  368  AGDL----
GATVGLKDTLTGDTLCEQDSPIILESLYIPEPVISVAVEPKTKVDMEKLGRA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  L++ DP  R  V+  T++ +++ +G + LE++   +  ++K+E  V  P V Y 



E  
Sbjct  424  
LQSLSEEDPTFRVSVNPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETI  483

Query  425  LKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             K  +      +  +      G   +++ P   GSG ++ S++  G + + +   V  
G+
Sbjct  484  
RKQVNRIEGKFIRQSGGKGQYGHVVVNLEPADEGSGFEFVSKIVGGTIPKEYIGPVEQGM  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +   E G+  G+ + D K     G Y+   S+   F+    + +++A+ ++   
LLEP +
Sbjct  544  
KETCESGIIAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAMKEAVMKASPVLLEPLM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+E+L     D       IE    ++     T ++P   +  Y TD+   
T GR
Sbjct  604  
KVEVEVPEEFLGDVMGDLNSRRGQIEGMGSEQGLAKVTSKVPLAEMFGYATDIRSKTQGR  663

Query  601  SVCLTELKGYQ  611
             +   +   Y+
Sbjct  664  GIFSMQFSNYE  674

>EHQ89774.1 small GTP-binding protein domain protein 
[Desulfosporosinus youngiae 
DSM 17734]
Length=883

 Score = 254 bits (648),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 178/624 (29%), Positives = 296/624 (47%), Gaps = 
48/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+ES+LY SG I   G V+      DT  LER RGITI 
+  
Sbjct  2    
MKKLVVGILAHVDAGKTTLSESMLYLSGKIGRLGRVDNKDAYLDTYELERARGITIFSKQ  61

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  62   
AMLEIGETQIILLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLHMYR  121

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D   +++ ++ +L    I         E    E  +   +D 
+  
Sbjct  122  IPVFLFVNKMDQIGTDKDKLIKELKKQLDDGCI---------EFGQAEMDNF--
YDQLAM  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---  237
              + ++E ++    I R ++    Q+ V++  +FP ++GSA K  G++  M  +      
Sbjct  171  CEEMMMEAFLETGHIKRVQI----
QKAVRERKVFPCFFGSALKLEGVEQFMQGLVNYAMI  226

Query  238  --
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
              + P            +FK+   + G R  YL++  G L+++D V   G  K K+ 
++R
Sbjct  227  PSYPP-------EFGAKIFKIARDEQGNRLTYLKITGGRLKVKD-
VLTNGIRKEKVNQIR  278

Query  296  IPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            I S  +    +    G +  +       P + + +      P   P   ++         
Sbjct  279  
IYSGQKFGTVNEIEAGSVCAVTGLSQTRPGEGLGIEAASAAPVLEPVLSYQ---------  329

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I P+    R  ++  L Q+ + +P L+   D    EI    +G VQ+E++ +L+  
++ 
Sbjct  330  IILPEGCDPR-
VMIPKLRQIEEEEPELQIVWDEQLQEIQAQIMGEVQIEILQSLIQSRFG  388

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E       ++Y E          H E  P   +A + L + P   GSG+Q+ ++ 
S   
Sbjct  389  IEVAFDAGRIVYKETIANVVEGVGHFE--
PLRHYAEVHLLLEPWEPGSGLQFGTQCSEDS  446

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++S+Q  +   +   + +G L G  +TD KI    G  ++  +   DFR      
+ Q 
Sbjct  447  
LSKSWQRLILSHLEEKVHRGVLTGSAITDLKITLVSGRAHNKHTEGGDFREATYRAVRQG  506

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LKE+ + +LEPY +F L  P++ + R   D  K   T   ++   +  V  G  P   
++
Sbjct  507  
LKEAQSIMLEPYYTFQLELPEKMVGRGMTDIEKMHGTCAISETNGETAVLVGSAPVVTMR  566

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611



             Y+ ++  YT G       LKGY+
Sbjct  567  NYQKEVMAYTKGLGRLFCSLKGYE  590

>AAB19927.2 EF-G [Thermotoga maritima]
Length=682

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 203/673 (30%), Positives = 318/673 (47%), Gaps = 
80/673 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G     G V++G T TD M  E++RGITIQ
+A T
Sbjct  13   
KLRNIGIMAHIDAGKTTTTERILYYTGRKHFIGDVDEGNTTTDWMPQEKERGITIQSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV R+L VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGYRINIIDTPGHVDFTAEVERALRVLDGAIRVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + F+NK+D+ G D    V+++  KL A+                    I +K    
+S
Sbjct  133  
PRIAFMNKMDKVGADFYMAVETLVTKLRANPIPVQMPIGSEKDFQGVIDLIKMKAIYWVS  192

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +  + E  DI             E  + + E ++++LEKY+ G  IS E++ R  
++  
Sbjct  193  
EDGSVYEERDIPEELREEAEMRREEMLEKIAELDEEILEKYLEGAEISEEEIKRVLRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GE------
QGSAAL  249
             +    PV  G+AK   GIQPL+DAV   L  P+            GE        
+   
Sbjct  253  
IENKAVPVLCGAAKANKGIQPLLDAVIDYLPSPLDLPPVKGWRVSDGEVVYRKPDENEPF  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
               VFKV+      + VY R+YSG L     V       RE++ +I  M    + E
+   
Sbjct  313  
TALVFKVQVDPYIGKLVYFRVYSGRLEKGSYVYNSTKGQRERISRIVFMHADKREEV---  369



Query  306  DTAYPGEIVILPSDSV-RLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D   PG+I       V +  D L    +P  L +  +   P P++   + P T A  
E+L
Sbjct  370  DYFRPGDIAAGVGLKVSQTGDTLWHEKEPIILEKIDF---
PEPVISLAVEPVTKADEEKL  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + AL  L++ DP L+  VD  T E I+S +G + LE+V   L  ++ +   V +P 
V Y 
Sbjct  427  
VKALLALSEEDPTLQVRVDKETGENIISGMGELHLEIVVDRLKREFGVNVRVGQPQVAYR  486

Query  422  ERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K+A +   +I +      +  + L + P+    G  +E           F  
A+  
Sbjct  487  ETIKKSAEAEGKYIRQTGGRGQYGHVILRIEPIPEEEGKNFE-----------
FMPAIEA  535

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  +  G L G+ V   +     G Y+   S+   F+  A +  ++A+K++   
LLEP
Sbjct  536  
GIKEAMMAGPLAGYPVVRVRAIVLDGSYHEVDSSEMAFKIAASMAFKEAMKKAQPVLLEP  595

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D     A +E+ + +    V   ++P      Y T L   
+ 
Sbjct  596  
IMKLEITTPEEYMGNIISDLNSRRAKVESLETRGHLKVIVAKVPLSETFGYATVLRSLSQ  655

Query  599  GRSVCLTELKGYQ  611
            GR+  + +   YQ
Sbjct  656  GRASYIMQFSHYQ  668

>WP_038811054.1 elongation factor G [Enterococcus faecium]
 KEI60235.1 elongation factor G [Enterococcus faecium UC7251]
Length=695

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 309/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   



NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V ++ D+L A+                I   V++  E+   
+  
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVTMKAEMYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E +++L  KY+ GE I+  +L    +R   
+ 
Sbjct  192  
TEIEETEIPEEYRELAEEWREKLVEAVAETDEELTLKYLEGEEITEAELKEGIRRATVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
EFYPVLCGSAFKNKGVQLLLDAVLDYLPSPLDIPAIKGIDPKTDEEVERPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLQSGSYVQNATKGKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++R+  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKSLVILESMEFPEPVIQVAIEPKSKADQDRMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNVETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRAG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  



TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVETGLKDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S    FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P++YL             +E  + +   + V    +P   +  Y T L   T 
GR   
Sbjct  609  
VIPEDYLGDVMGHVTARRGRVEGMEARAGGQQVVRAMVPLAEMFGYATTLRSATQGRGTF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  TMTFDHYE  676

>PQB55767.1 elongation factor G, partial [Enterococcus faecium]
 PQC19558.1 elongation factor G, partial [Enterococcus faecalis]
 PQC19989.1 elongation factor G, partial [Enterococcus faecium]
 PQC44067.1 elongation factor G, partial [Enterococcus faecium]
 PQD87843.1 elongation factor G, partial [Enterococcus faecium]
Length=143

 Score = 233 bits (594),  Expect = 3e-70, Method: Composition-based 
stats.
 Identities = 104/142 (73%), Positives = 119/142 (84%), Gaps = 0/142 
(0%)

Query  497  
CKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYH  556
            CKICF+YGLYYSPVSTPADFR L PIVLEQA +++GT+LLEPYLSF 
+YAPQEYLSRAY+
Sbjct  1    
CKICFKYGLYYSPVSTPADFRMLTPIVLEQAFRKAGTELLEPYLSFKVYAPQEYLSRAYN  60

Query  557  
DAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQ  616
            DAPKYCA I   Q+K +EV+  GEIPARCIQ YR DL F+TNG SVCL ELKGYQ   
G+
Sbjct  61   
DAPKYCANIVNTQLKNNEVIIIGEIPARCIQDYRNDLTFFTNGLSVCLAELKGYQVTTGE  120

Query  617  PVIQPRRPNSRLDKVRHMFQKV  638
            PV Q RR NSR+DKVR+MF K+
Sbjct  121  PVCQTRRLNSRIDKVRYMFNKI  142

>WP_100070640.1 GTP-binding protein [Lactobacillus backii]
 PIO82377.1 elongation factor G [Lactobacillus backii]



Length=662

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 190/629 (30%), Positives = 300/629 (48%), Gaps = 
47/629 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + + G V+KG    D   LE++RGITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSEALLYRAGELRKLGRVDKGDAFLDPDKLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q+   K+ ++DTPGH+DF  +  + L+VLD AILVISA DG+Q  TR L+  L   
+
Sbjct  61   
ASLQYGDLKLTLLDTPGHVDFATQTEQVLSVLDCAILVISATDGIQGYTRTLWRLLEHYH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT IF+NK+D  G D   V+  +++  S   I     +   ++   +NTD   EA 
+ +
Sbjct  121  VPTFIFVNKMDTNGADKTQVLNQLQNTFSPGCI---DFNADEQV---
QNTDFSAEAAEEI  174

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +DK+LE Y+    +    + +   RR     +FP Y+G+A K  G+  L+  +    
Sbjct  175  AVRDDKVLEGYLTSGALDGSTVRQMIGRR----
EVFPCYFGAALKVAGVDNLLAGLERWT  230

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                ++        VFK+ Y + G+R  ++R+  G LR +D +      + K  +
+R+ +
Sbjct  231  NAATDKQD--FGARVFKISYDEKGERLTWIRVTGGVLRTKDVLL----
NEQKANQLRVYN  284

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +         G+I  +       P   +  N+V G    +          P+L   
+ 
Sbjct  285  GTKFTACQKISAGDICAIAGLTNTYPGQGLG-NEVDGATPVIQ---------
PVLNYALD  334

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK A      L AL QL D DP L     S   EI +  +G VQLE++  +L E++ 
L+ 
Sbjct  335  PK-
AYDIHVCLAALRQLEDEDPQLHVSWSSHLQEIRVQIMGEVQLEILQQILLERFNLDV  393



Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
               + S++Y E   +A     H E  P   +A + L + P   GSG+ + +  SL  
L +
Sbjct  394  SFGKGSILYKESITQATEGVGHFE--
PLRHYAEVHLLLQPAPRGSGLTFAANCSLEVLGR  451

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL--  528
            ++Q+ V   +R   + G L G  +TD ++    G      S   DFR      + Q 
L  
Sbjct  452  
NWQHQVLANLRAKEQLGVLTGAPITDMRVTLVGGRASIVHSVGGDFREATWRAIRQGLMM  511

Query  529  --KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK----
KDEVVFTGEIP  582
              K    QLLEP+  F L   Q+ + RA  D  +   +    +V           
TG  P
Sbjct  512  
LKKRGACQLLEPWYQFRLEINQDQIGRAMSDIERMSGSFAAPEVTAISGAGPTTLTGFAP  571

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
               +Q Y  ++  YT+G+      + GY+
Sbjct  572  VSEMQDYAQEVHAYTHGQGQLECIVAGYR  600

>WP_016423664.1 elongation factor G [Paenibacillus sp. HGH0039]
 EPD88541.1 elongation factor G [Paenibacillus sp. HGH0039]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 197/667 (30%), Positives = 314/667 (47%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WRGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
             ++NK+D  G D   VV S+RDKL A+                   I+++   L  
+ + 



Sbjct  132  
AYVNKMDIIGADFLGVVDSMRDKLGANAVAIQLPIGAENDFVGIIDIVEEKAILYKDDLG  191

Query  167  EENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +E  DIE                 + V E +++L  KY+ GE I+  +L    ++ 
V   
Sbjct  192  
KEVEDIEIPAEYKDKVAELRMELVEKVAELDEELTMKYLEGEEITVAELKAALRKGVVSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQG---------
SAALCGSV  253
             +FPV  GS+ +  G+QP++DAV             Q + E G         S       
Sbjct  252  
KIFPVICGSSYRNKGVQPMLDAVIDYLPAPIDVPDIQGVLEDGTETTRKSSDSEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERVGRILQMHANSRQEI---
SEVY  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D            P P++   + PKT A ++++  
AL++L
Sbjct  369  
SGDIAAAVGLKDTGTGDTLCDEKNAVILESMNFPEPVIEIAVEPKTKADQDKMGVALSKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
             + DP LR   +  T + IL+ +G + LE++   +  ++K++T V +P V Y E   
K+ 
Sbjct  429  TEEDPTLRASTNEETGQTILAGMGELHLEIIVDRMRREFKVDTNVGKPQVAYRE-
TFKSG  487

Query  429  SHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            +      V  +      G   +   PL  GSG  +ES++  G + + +   ++ GI   
+
Sbjct  488  
AKVEGKFVRQSGGRGQYGHCWVEFQPLEPGSGFVFESKIVGGSIPREYIAPIQAGIEESM  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V D K     G Y+   S    F+    + L+ A ++    LLEP +   
+
Sbjct  548  
KNGVIAGFPVVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKEKCNPALLEPIMKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       IE    +    V   ++P   +  Y T L   T GR 



V  
Sbjct  608  
TVPEEYMGDVMGDLNSRRGRIEGMDSRSGAQVIRAKVPLSEMFGYSTTLRSRTQGRGVYS  667

Query  605  TELKGYQ  611
             E+  Y+
Sbjct  668  MEISHYE  674

>WP_076632829.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359



            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRTSNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_028766989.1 elongation factor G [Shewanella fidelis]
Length=697

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 312/674 (46%), Gaps = 
72/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKSGETHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            S  W+  + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
SCFWNDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSRV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEE  168
              +IF+NK+D+ G D   VV+  +D L+A+ +++   + +  E             
V +E
Sbjct  126  
ARIIFVNKLDRMGADFLRVVKQTKDVLAANALVMVLPIGIEDEFTGVVDLLTRKAWVWDE  185

Query  169  NTDIEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              + E +                     ++ +E +D L+E Y+ GE  S E + R  
+  
Sbjct  186  
TGEAENYRIEDVPADMVDMVEEYREQLIESAVEMDDDLMEAYMEGEEPSMEDIKRCIRAG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS--  252
             ++ + FP Y GSA K  G+Q L+DAV            QP+      E G  AL     
Sbjct  246  
TRNMTFFPTYCGSAFKNKGMQLLLDAVVDYLPDPVEVDPQPLTDEEGNETGEHALVSVDE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
                  FK+     G    ++R+YSG LR  DT+   A    E++ ++ EM+   + 
E+ 
Sbjct  306  PLKALAFKIMDDRFGA-
LTFVRIYSGQLRKGDTILNSATGKTERIGRMCEMQADERNEL-  363

Query  304  RTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
              D A  G+I+ I+   +V+    L D   P  L    +   P P++   +APK     
E
Sbjct  364  --DYAQAGDIIAIVGMKNVQTGHTLCDVKHPCTLEAMVF---
PEPVISIAVAPKDKGGSE  418

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  A+ ++   DP  R E D  + E IL  +G + L++   +L   Y +E +V 
EP V 
Sbjct  419  
KMGIAIGKMIAEDPSFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVELIVGEPQVA  478

Query  420  YMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   +  A S+T   +   +  +  I   + P    +G  ++S V  G + + F  
AV
Sbjct  479  
YRETITREIADSYTHKKQSGGSGQFGKIDYVIRPGEANTGFTFKSSVVGGNVPKEFWPAV  538

Query  478  RDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G    ++ G + G+ V D ++    G +++  S+   F   A     Q++ ++G 
+LL
Sbjct  539  
EKGFESMMKTGTVAGFPVLDVELELTDGAFHAVDSSAIAFEIAAKGAFRQSMPKAGAELL  598

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +++P++ +     D  +    I+        V    ++P   +  Y   
L   
Sbjct  599  
EPIMNVDVFSPEDNVGDVIGDLNRRRGMIKDQNAGVTGVRIKADVPLSEMFGYIGSLRTM  658

Query  597  TNGRSVCLTELKGY  610
            T+GR     E   Y
Sbjct  659  TSGRGQFSMEFAHY  672

>WP_058508473.1 elongation factor G [Legionella quinlivanii]
Length=695

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 202/680 (30%), Positives = 312/680 (46%), Gaps = 
69/680 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V +G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGRIHKMGEVHEGESTTDFMEQEAERGITIQSAAVSCY  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKGTRFNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANNSKVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            IF+NK+D+ G +  +V + V+  L A  +I           K  V L             
Sbjct  129  
IFVNKLDRVGANFINVTEQVKKVLGAHPLIMTLPIGFEDSFKGVVDLLTRKAYIWDESGQ  188

Query  162  PE------IVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE      +  + + D+E + A      +E +D LL  Y+ GE  S E + R  ++   
+
Sbjct  189  
PENYTVTDVPADMHDDVEMYRAQLIETALEMDDDLLMAYLEGEEPSIEDIKRCIRKGTLE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GE-



QGSAALCGS-----  252
             + FP Y GSA K  G+Q L+DAV            QP+    GE  G  A+        
Sbjct  249  
LAFFPTYCGSAFKNKGMQLLLDAVVDYLPAPHEVNPQPLTNAEGEPNGEFAIVSPDEPFR  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRYGA-
LTFIRVYSGRLNKGDTILNSFTGKTERVGRMVEMQANERNEL---Q  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +VR    L DP           P P++   ++PK     E++  
A+
Sbjct  365  
SAEAGDIIAIVGMKNVRTGHTLCDPNHECTLEAMVFPEPVISIAVSPKDKTSTEKMAIAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  R E D  + E IL  +G + L++   +L   Y +E +V +P V Y 
E   
Sbjct  425  
GKMVAEDPTFRVETDEDSGETILRGMGELHLDIKVDILKRTYDVELIVGQPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I  ++ P    SG  + + V  G + + F  A+  
G R 
Sbjct  485  
KTVHDSYTHKKQSGGSGQYGKIDYTIEPGEPNSGFTFVTSVVGGNVPKEFFPAIEKGFRS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ + D KI    G Y+S  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMDSGTLAGFPLLDVKINLTDGGYHSVDSSAIAFEIAAKGAFRQSIPKAGPQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +Y+ +E +     D  +    I   +     V    ++P   +  Y + L   T
+GR  
Sbjct  605  
DVYSTEEDVGNVIGDLNRRRGMISGQEPSAAGVRIKADVPLSEMFGYISTLRTLTSGRGQ  664

Query  603  CLTELKGYQ---AAVGQPVI  619
               E   Y    A V + VI
Sbjct  665  FSMEFSHYSPCPANVAEAVI  684

>WP_013712038.1 elongation factor G [Carnobacterium sp. 17-4]
 AEB31103.1 elongation factor G [Carnobacterium sp. 17-4]
Length=695



 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 309/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAA  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ ++ A+ GV+ QT  ++       
+P +
Sbjct  73   
WHDHRVNIIDTPGHVDFTVEVERSLRVLDGAVALLDAQSGVEPQTETVWRQATTYGVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE-N  169
            +F+NK+D+ G D    V ++ D+L A+                I   + +  E+   
+  
Sbjct  133  
VFVNKMDKTGADFLYSVGTILDRLQANAHPIQLPIGAEDNFTGIIDLIKMKAEMYTNDLG  192

Query  170  TDI-------------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDI               W     +AV + ++ L+EKY+ GE IS  +L +  +    
+ 
Sbjct  193  
TDILEEEIPEEYAELAAEWRTKLVEAVADTDEALMEKYLEGEEISEAELKKAIRTATVNV  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV                 P  E+        S      
Sbjct  253  
EFYPVLCGSAFKNKGVQLMLDAVIDYLPSPLDVAAIQGILPDSEETVERHADDSEPFSAL  312

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSGTL+    V       RE++ +I +M   S+ EI      
Sbjct  313  
AFKVMTDPYVGRLTFFRVYSGTLQAGSYVQNSTKGKRERVGRILQMHANSRSEIPEV---  369

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            + G+I   +   +    D L D          + P P+++  I PK+ A ++++  
AL +
Sbjct  370  
FAGDIAAAVGLKNTTTGDTLCDEKVQVILESMDFPEPVIQVAIEPKSKADQDKMGVALQK  429

Query  368  



LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R E D  T E I++ +G + L+++   +  ++ +E  V  P V Y E  
R  
Sbjct  430  
LAEEDPTFRAETDHETGETIIAGMGELHLDIIVDRMRREFNVEASVGAPQVSYRETFRGS  489

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  +P   G G ++E  +  G + + +  AV+ G+   
L
Sbjct  490  
TQAEGKFVRQSGGKGQYGHVWIEFSPNEEGKGFEFEDAIVGGTVPREYIPAVKAGLEASL  549

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ + D K     G Y+   S    F+  A + L+ A K++   +LEP +   
+
Sbjct  550  
DNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKNAAKKANPVILEPMMGVEI  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++YL             IE ++ + +  +  G IP   +  Y T L   T GR    
Sbjct  610  
TVPEDYLGDVMGHISARRGRIEGSEARGNTTIVKGMIPLAEMFGYATALRSATQGRGTFS  669

Query  605  TELKGYQ  611
                 Y+
Sbjct  670  MTFDHYE  676

>WP_107764198.1 elongation factor G [Coprothermobacter 
proteolyticus]
Length=699

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 188/683 (28%), Positives = 319/683 (47%), Gaps = 
64/683 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT TE +L+ +G   + G V  GT   D M  E++RGITI 
AA T
Sbjct  11   
KTRNIGIAAHIDAGKTTTTERILFFTGKSHKMGEVHDGTATMDFMEQEKERGITIMAAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA++VI A  GVQ QT  ++    
+ ++
Sbjct  71   
TCFWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVVVIDAVAGVQPQTETVWRQADRYSV  130



Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE------------------  163
            P ++F+NK+D+ G +    + +++++L  + +  Q +  S E                  
Sbjct  131  
PRIVFVNKMDRNGANFLRAINTMKERLGVNAVPVQLMIGSEENFQGVVDLIERKAYYWTD  190

Query  164  ---------------
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                           + L E    +  +A +E +D+++EKY+ GE ++ +++    
++  
Sbjct  191  
VLGTSFEERPIPSDMLDLVEEYREKLVEAAVEMDDEVMEKYLEGEDVTADEIRMCLRKGT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GSA K  GIQPL+DAV              G+     E+       
S  L
Sbjct  251  
IERKIVPVLGGSAYKNKGIQPLLDAVVYYLPSPLDLPPVKGINPKTNEEEERAPLDSEPL  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRT  305
               +FK++      R  ++R+YSG L        V    +E++ ++  M    + +
+   
Sbjct  311  
AAFIFKIQTDPYVGRLAWVRVYSGVLHAGSYVYNVTKDSKERVSRLLRMHASHREDVEAI  370

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 G IV +   +V   D L D            P P++  +I PKT   ++RL   
L
Sbjct  371  GAGDLGAIVGM--
RNVSTGDTLADENAPIILESLFIPEPVISLSIEPKTQQDQDRLSMGL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R +VD  T E I+S +G + L+++   L  ++K++  + +P V Y 
E   
Sbjct  429  
QRLAEEDPTFRVKVDQETGETIISGMGELHLDIIVDRLRREFKVDANIGKPQVSYRETIK  488

Query  426  KAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA  +   +I +      +  + +   PL  G+G+ +E+++  G + + +  AV  
GIR 
Sbjct  489  
KAVRTEGKYIRQSGGRGQYGHVVVEFEPLPRGTGIIFENKIVGGVIPKEYIPAVEKGIRE  548

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E G+  G+ + D K     G Y+   S+   F   A   +   + ++   LLEP 
+  
Sbjct  549  
AFENGVIAGYPIVDVKATLVDGSYHEVDSSEIAFHLAAARAVRVGIPQADPVLLEPIMKV  608



Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++Y+     D       I   + +        E+P   +  Y T L   T 
GR  
Sbjct  609  
EVVVPEDYMGDVMGDLSSRRGRIIGIEAQGHLQEIRAEVPLAEMFGYATVLRSLTQGRGS  668

Query  603  CLTELKGYQ---AAVGQPVIQPR  622
             + E   Y+   + + + +I+ R
Sbjct  669  FVMEFSHYEEVPSKIAETIIESR  691

>WP_074685289.1 GTP-binding protein [Kandleria vitulina]
 SDW00874.1 small GTP-binding protein domain-containing protein 
[Kandleria 
vitulina]
Length=833

 Score = 253 bits (646),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 180/616 (29%), Positives = 307/616 (50%), Gaps = 
50/616 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +G+LAHVDAGKTTL+ESLLY SG I   G V+  +T  D    ER+RGITI 
+ +
Sbjct  1    
MKEIVVGLLAHVDAGKTTLSESLLYKSGTIRTQGRVDHESTFLDYDQQERKRGITIFSKL  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            +S  ++  K+  +DTPGH+DF  E+ R+L++LD AI++IS  +GVQ+ T+ ++  L   
+
Sbjct  61   
SSLTFNNTKMTFIDTPGHVDFSGEMERALSILDYAIVIISGSEGVQSHTKTIWKLLEHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P   F+NK+D +    + ++ S+              +LS  IV  +N      + 
V  
Sbjct  121  VPAFFFVNKMDMSHYSEEELLSSLH-------------TLSDHIVKLDN-----
HEEVAM  162

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ LL+ Y+    +S E++       +    +FPV +GSA K      L++ +    
+ 
Sbjct  163  CSESLLDSYLEKWKLSDEEIT----
SAIASREVFPVLFGSALKNEKTVELLEMIDQYTKS  218

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300



               + +  L G V+KV + + G+R V++RL  G+L+ +D +        KI ++RI    
Sbjct  219  PSYKDN--LSGIVYKVSHDESGERLVHIRLTGGSLKPKDEI-----
NGEKINQVRIYQGA  271

Query  301  EIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL-
PMLRTTIAPKTAAQR  358
                +  ++ GE+V L    ++   DV GD      +R +   L P L   I       
+
Sbjct  272  NYTLSKDSHAGEVVTLTGIKNLEAGDVFGD------
ERAQSHFLKPYLLYDIDLPEGEDQ  325

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             R+L  LT L + +PLL  ++   T  + +S +G VQ+E++  ++ E++  +  +    
V
Sbjct  326  RRMLKHLTMLKEEEPLLHMKM--
YTDHVQVSLMGDVQIEILKDIMKERFHEDITIGNKKV  383

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             Y E   +A     H E  P   +A + L + PL+ G G+Q+ ++     L + +Q  
+ 
Sbjct  384  AYKETITRAVEGVGHFE--PLRHYAEVHLYLEPLNQGEGLQFVNKCQ-
NNLPEHYQRLIM  440

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              ++     G L G  +TD +I    G  +   +   DFR      + Q LK + + 
LLE
Sbjct  441  
THLQEKEHLGVLSGSPITDMRITLLGGKAHDKHTEGGDFREATYRAVRQGLKSTTSILLE  500

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE---
VVFTGEIPARCIQAYRTDLA  594
            PY  + L  P  +LS+A++D   Y    +T +++ D+    +  GE P R +  Y+  
+ 
Sbjct  501  PYGHYTLVIPSMHLSKAFYDFENY----
DTPRIEDDDGTIAILKGEAPLRFLSDYQLSVL  556

Query  595  FYTNGRSVCLTELKGY  610
             YT G    + E   Y
Sbjct  557  HYTKGEGSLMIEEVAY  572

>WP_038312209.1 elongation factor G [bacterium YEK0313]
 CEJ13275.1 Elongation factor G [bacterium YEK0313]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 188/668 (28%), Positives = 305/668 (46%), Gaps = 
60/668 (9%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NFGIMAHIDAGKTTTSERILFYTGKSHKIGEVHDGAATMDFMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WAGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  ++ +L A                   D++  + V  S 
E +
Sbjct  132  
VFCNKMDKTGADFYMCLDDIKKRLGAKPVAIQLPIGSESNFKGVIDLVRMKAVVWSGEAL  191

Query  166  LEE---NTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              E   N DI             E  +A +E +D  +  Y+ G       L R  +
+ V 
Sbjct  192  
GAEFNPNLDIPDDLKDKAAQYRNELVEAAVELDDDAMTAYLEGNEPDEATLKRLIRKAVL  251

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIGE----------------
QGSAALCGS  252
             ++ FPV  GSA K  G+Q L+DAV   L  P+                  + S A   
S
Sbjct  252  
TSAFFPVLCGSAFKNKGVQTLLDAVVDYLPSPVDRPAIKGIDPKTEAETERKSSDAEPLS  311

Query  253  VFKVEYTDCGQRRV--YLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            +   +  D  Q  V  + R+YSG L    ++  + REK  ++  M +           
AY
Sbjct  312  ILAFKIMD-
DQYGVLTFCRIYSGKLEKGVSLMNSSREKTERVGRMVLMHANNREEISEAY  370

Query  310  PGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+IV L      R  D L DP +       E P P++   I PKT A +E++  
AL +L
Sbjct  371  
AGDIVALVGLKDTRTGDTLCDPQKPVILERMEFPEPVIEMAIEPKTKADQEKMALALIKL  430

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            A  DP  R   D+ + +  +  +G + L++   +L   +K++  V  P V + E+  
K  
Sbjct  431  
ASEDPSFRVSTDAESGQTRIKGMGELHLDIKVDILRRTHKVDVTVGAPQVAFREKITKKG  490



Query  429  --
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
               +T   +      +A +   V P   G G ++ESR+  G + + +   V  G+   
+ 
Sbjct  491  
EIDYTHKKQTGGTGQFARVKFVVEPNEPGKGFEFESRIIGGAVPKEYLPGVEKGLASVMG  550

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ V D K+    G Y+   S+   F   +   + +AL++ G+ LLEP ++  
+ 
Sbjct  551  
AGIIAGFPVVDIKVALVDGAYHEVDSSALAFEIASRAAMREALQKCGSVLLEPIMNVEVV  610

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY      D       I+   ++ +  V    +P   +  Y   L  ++ GR+    
Sbjct  611  
TPEEYTGSVIGDLNSRRGQIQGQDMRGNANVVHAMVPLMNMFGYVNQLRSFSQGRASYTM  670

Query  606  ELKGYQAA  613
            +   Y+ A
Sbjct  671  QFSHYEQA  678

>WP_073032198.1 elongation factor G [Desulfosporosinus lacus]
 SHI62943.1 elongation factor G [Desulfosporosinus lacus DSM 15449]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 314/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHDGAATMDWMVQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNNRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI------  164
             FINK+D+ G D    V  + D+L A+ +              I   V+++  I      
Sbjct  132  
AFINKMDRLGADFFRGVSMITDRLGANPVPIQLPIGVEENFKGIVDLVTMTSTIYTDDLG  191



Query  165  VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              EE++ I             +  +AV E +++L+ KY+ GE ++ +++    +R 
V   
Sbjct  192  
TTEEHSAIPEDLAELASEYREKLIEAVSETSEELMMKYLEGEALTEQEIRDGIRRGVIGN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIG--EQGSAA----
LCGS  252
               PV  GSA K  G+QPL+DAV              G+    G  +Q +A+        
Sbjct  252  
KFIPVICGSAFKNKGVQPLLDAVVDYMPSPLDVPPINGVHPDTGAEDQRTASDTEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V       RE++ +I +M    + +I    
+ 
Sbjct  312  
AFKIMADPFVGKLAFFRVYSGVLGAGSYVYNSTKGKRERIGRILQMHANHREDIQEVRSG  371

Query  309  YPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 V L   S    D L D   P  L +  +   P P++  +I PKT A +E++  
AL
Sbjct  372  DIAAAVGLKDTST--GDTLCDEKTPIILEKMVF---
PEPVISVSIEPKTKADQEKMGGAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---  422
             +LA+ DP  R   D+ T + I+  +G + LE++   L  ++K++  V  P V Y 
E   
Sbjct  427  
GRLAEEDPTFRMHTDTETGQTIIEGMGELHLEIIVDRLQREFKVQCDVGRPQVAYKETIR  486

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            + +K+    +  +      +    + + PL  GSG ++ ++V  G + + + N +  
GI 
Sbjct  487  KTVKSEGKFVR-
QSGGRGQYGHCWIELEPLEPGSGFEFVNKVVGGVIPREYINPIGAGIE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ + D +     G Y+   S+   F+    +  +    ++   +
+EP   
Sbjct  546  
EAMQNGILAGYPLLDMRATVYDGSYHDVDSSEMAFKIAGSMAFKAGALKADPAIIEPIEK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       IE  + + +  V  G +P   +  Y TDL   T 
GR 
Sbjct  606  



IEVTVPEEYMGDVIGDISSRRGRIEGMEARGNTQVVRGFVPLSEMFGYSTDLRSATQGRG  665

Query  602  VCLTELKGYQ  611
            V + +   Y+
Sbjct  666  VYVMQFDHYE  675

>WP_075534966.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=691

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 179/655 (27%), Positives = 301/655 (46%), Gaps = 
58/655 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WRDNRINIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-VSLSPEI-----------
VLEENTDI  172
             F+NK+D+ G D    V+ ++++L A  ++ Q  V +   +           ++ 
+N D+
Sbjct  132  
CFVNKLDRTGADFFRCVEMIKERLGAKPLVMQIPVGIESSLQGVVDLVKMKAIIWKNEDL  191

Query  173  EA-WD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             A W+                       +E ++KL+E Y+ G+ I  E L++  ++    
Sbjct  192  
GAEWEEKDIPEDLKEICSKYRQELVETAVEQDEKLMESYLNGDDIKNEDLIKCVRKGCLS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGE----------------
QGSAALCG  251
                PV  GSA K  G+QPL+DAV       + IG                 + SA    
Sbjct  252  
FDFVPVLTGSAFKNKGVQPLLDAVVDYLPSPKDIGSIKGTKPNSDEEMEMKFEDSAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    +    ++K  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGSLTFIRVYSGTVKTGTAIYNTSKDKEERVGRMLLMHANSREDIKEANA  371



Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L    +      L +  +       E P P++   + PKT A +E++ +AL 
+LA
Sbjct  372  
GDIVALAGLKNTITGHTLANKDKPVLLEPMEFPDPVIEIAVEPKTKADQEKMGEALARLA  431

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA-  428
              DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E     
+ 
Sbjct  432  
KEDPSFRVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETIQNPSE  491

Query  429  -
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              +T   +      +A + LSV PL  G G + ES++  G + + F   V  G+    
+ 
Sbjct  492  
FDYTHKKQSGGAGQFARVKLSVEPLEPGKGREVESKIKGGAIPKEFIPGVEKGVESVADN  551

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ + D K+    GL++   S+   F   +    ++A   +  +LLEP +   
+  
Sbjct  552  
GILAGFPMIDYKVTILDGLHHDVDSSVLAFELASRQCFKEACTRATLKLLEPMMRVEVVT  611

Query  547  PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
            P++Y+     D       I T + + +  V T  +P   +  Y   L   + GR+
Sbjct  612  PEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINSLRSMSQGRA  
666

>WP_028352166.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
Length=690

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 190/666 (29%), Positives = 302/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  



+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAESNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         ++G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDDEGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547



            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_008400114.1 GTP-binding protein [Clostridium sp. L2-50]
 EDO56893.1 putative translation elongation factor G [Clostridium 
sp. L2-50]
Length=910

 Score = 254 bits (649),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 182/618 (29%), Positives = 306/618 (50%), Gaps = 
41/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVD+GKTTL+E++LY +G I + G V+      DT   ER+RGITI 
+  
Sbjct  11   
MKKLVVGILAHVDSGKTTLSEAMLYTAGKIRKLGRVDHKDAYLDTDAQERERGITIFSKQ  70

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   ++ ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ+ T  L+  L
++  
Sbjct  71   
AVFTYDDMEITLLDTPGHVDFSAEMERTLQVLDYAILVINGMDGVQSHTDTLWKLLKRYE  130

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  G D  +V Q++R KL  D +   +     +I +              
Sbjct  131  
IPTFIFVNKMDMDGSDKDAVFQNIRKKLDGDCVDFSSEDRDEQIAMA-------------  177

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQ  239
             +++LL+ Y+    +  E ++      + D  +FP ++GSA K  G+Q L+DA+ T 
+  
Sbjct  178  -DERLLDTYLDSGTVETEDIIEA----
ILDRKIFPCFWGSALKLSGVQELLDAMNTYMVM  232



Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P     +A   G +FK+     G+R  Y+++  G L+ R+ +   G E  K+ +
+RI S 
Sbjct  233  P---AYNAEFGGRIFKISRDAKGERLTYMKVTGGCLKCREQI--EGTEG-
KVNQIRIYSG  286

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-
REDPLPMLRTTIAPKTAAQR  358
                  + A  G +  +          LG+ +        +E+    L   ++ K 
+   
Sbjct  287  ARYETVEEAPAGTVCAVTG--------
LGETSAGQGVGCEQENVFAGLEPVLSYKVSYPE  338

Query  359  ER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            ++    +L  + QL + +P L  E    T EI +  +G+VQL+V++ ++ +++       
Sbjct  339  
DKDAVVVLRDIRQLEEEEPELHVEFAQETREIFVKVMGQVQLQVLTQIIKDRFGYLISFG  398

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               +IY E   +      H E  P   +A + L + PL  GSG+Q+++  S   L+
+++Q
Sbjct  399  MGRIIYKETLAEPVMGVGHFE--
PLRHYAEVHLLMEPLEPGSGMQFDTICSEDVLDKNWQ  456

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  +   +   DFR      + Q L     
Sbjct  457  
RLILTHLEEKEYRGVLTGAPITDMKITVTAGRAHQKHTEGGDFRQATYRAVRQGLMMGEC  516

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEP  +F L  P E   RA +D  +        +++ +  + TG  P   +Q Y
+ D+
Sbjct  517  
RLLEPVYAFRLEIPTEMTGRAMNDITRMHGRFAQPEIEGEMSILTGTAPVATMQEYQQDV  576

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G+      L+GY+
Sbjct  577  TAYTRGQGKLSCTLQGYE  594

>WP_057985531.1 MULTISPECIES: elongation factor G [Bacillaceae]
 KRG14284.1 elongation factor G [Virgibacillus soli]
 OAK75696.1 elongation factor G [Bacillus galactosidilyticus]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 189/671 (28%), Positives = 307/671 (46%), Gaps = 
65/671 (10%)



Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW---  175
            P ++F+NK+D+ G D    V ++R++L A+    Q + +  E   +   D+   
+AW   
Sbjct  129  PRIVFVNKMDKIGADFLYSVGTIRERLQANAHPIQ-
LPIGAEDTFKGMIDLIEMKAWYYE  187

Query  176  ----------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                                        +AV E ++ L+ KY+ GE IS E+L    
+  
Sbjct  188  
SDDPQDPIEGEIPADLQDKAEELRTSLIEAVAELDEDLMMKYLEGEEISVEELKAAIRVA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAA  248
                  +PV  G+A K  G+Q ++DAV              G+     E+       
+  
Sbjct  248  
TLKVEFYPVLCGTAFKNKGVQKVLDAVVDYLPAPTDIESIKGIVPDTDEEIARHADDNEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSG L     V       RE++ +I  M    + 
EI  
Sbjct  308  
FSALAFKVMTDPYVGRLTFFRVYSGQLNSGSYVQNSTKGKRERVGRILLMHANHREEI--  365

Query  305  TDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +T Y G+I   +        D L D   L      E P P++   + PK+ A ++
++  
Sbjct  366  -
NTVYSGDIAAAVGLKDTATGDTLCDEKNLVILESMEFPEPVISVAVEPKSKADQDKMGT  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +L + DP  R E +  T ++++S +G + L+V+   +  ++K+E  V  P V 
Y E 



Sbjct  425  
ALAKLQEEDPTFRAETNPETGQVVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R           +      +  + +  +P   G G ++E+ +  G + + +  AV
+ G+
Sbjct  485  
FRSTAQVEGKFIRQSGGRGQFGHVWIEFSPNEEGKGFEFENAIVGGVVPREYIPAVQAGL  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S    FR  A + L+ A K+    
LLEP +
Sbjct  545  
EDSMDNGVIAGYPLIDIKAKLYDGSYHDVDSNEMAFRIAASMALKNAAKKCDPVLLEPLM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EYL     D       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGR  664

Query  601  SVCLTELKGYQ  611
             V       Y+
Sbjct  665  GVYTMFFDHYE  675

>WP_091312368.1 elongation factor G [Amycolatopsis tolypomycina]
 SEC89560.1 elongation factor G [Amycolatopsis tolypomycina]
Length=644

 Score = 249 bits (636),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 203/640 (32%), Positives = 302/640 (47%), Gaps = 
44/640 (7%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTT+TE +L+ +GA  + G V  GTT TD    ER RGITI AA  
S +
Sbjct  11   
NLGILAHVDAGKTTVTERILHRTGATHKTGEVHDGTTVTDFDPQERDRGITIFAAAVSCE  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++ ++DTPGH+DF AEV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  71   
WAGHRLTLIDTPGHVDFTAEVERSLRVLDGAVAVFDAVAGVEPQSETVWRQADRHGVPRI  130

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------------  172



             F+NK+D+AG DL + V S+R +L    ++ Q + +  E       D+            
Sbjct  131  AFVNKLDRAGADLDAAVASIRARLHPAPLVVQ-
LPIGREDGFTGVVDLVHLPVDASAEAR  189

Query  173  ----
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQ  228
                   +AV E +   L+++ A   +S E L +  +      +   V  G+A +  
GI+
Sbjct  190  
RRRRVLAEAVAELHPVALDEFCATGTVSAETLEKALRELTLSGAGLVVLCGAAYRDRGIE  249

Query  229  PLMDAVTGLF------QPIGEQGSAALCGS----
VFKVEYTDCGQRRVYLRLYSGTLRLR  278
            PL+DAV           P+     A         VFKV  T  G R  YLR
+YSGTLR  
Sbjct  250  PLLDAVVAYLPSPADVPPVRPDRPADPAAPPAALVFKVATTATG-
RLTYLRVYSGTLRKG  308

Query  279  DTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL---
GDPTRLP  334
            D V+ AGR +     +R+ +       D+A  G+IV +    + R+   L   GDP  
L 
Sbjct  309  DQVSDAGRPERIARVLRVQAD-
RCSEVDSAVAGDIVAVAGPKAARVGATLCAPGDPVLL-  366

Query  335  
RKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRV  394
                  DP+     ++A +     +RL  AL +LA+ DP L   VD  T + +LS 
LG +
Sbjct  367  EPPVTADPV----
VSVAVEARRDADRLAVALARLAEEDPSLVVRVDPETGQTVLSGLGEL  422

Query  395  QLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTP  451
             LEV    L     LE VV  PSV Y E  +   +  ++  V  +     +A + L 
VTP
Sbjct  423  
HLEVAVEKLRRDRGLEVVVGRPSVAYRETVVGGVTGLVYRHVKQDGGAGQFAHVVLDVTP  482

Query  452  LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPV  510
             +   G ++ S +  G + + +  AV  G R  L  G L G  VT  ++    G  
+   
Sbjct  483  AA--
EGFEFTSAIVGGRVPREYVRAVEAGCRDALAAGPLGGHPVTGLRVTLTDGATHPKD  540

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            S+   FR+   + L QAL+E   +LLEP    ++  P + +     D       +  
+ V
Sbjct  541  
SSDLAFRTAGLLGLRQALRECVLRLLEPVAEVVVTVPSDAVGGVLGDLAARRGRVAGSSV  600

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610



            +      T  +P   +  Y + L   T GR        G+
Sbjct  601  RPPAAEVTATVPVAELFGYASRLRSRTQGRGTFTARPAGF  640

>WP_062713376.1 elongation factor G [Streptomyces regalis]
 KUL22556.1 elongation factor G [Streptomyces regalis]
Length=682

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 214/675 (32%), Positives = 306/675 (45%), Gaps = 
74/675 (11%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            + N+GILAHVDAGKTT+TE +LYA+G   + G V  GTT TD    ER RGITI 
AA  S
Sbjct  11   
VRNLGILAHVDAGKTTVTERILYATGTTHKRGEVHDGTTVTDFDPQERDRGITIFAAAVS  70

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P
Sbjct  71   
CAWDGHRINLIDTPGHVDFADEVERSLRVLDGAVAVFDAVAGVEPQSESVWRQAERHGVP  130

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSL----------S  161
             + F+NK+D+AG DL + V S+R++L    ++ Q            V L           
Sbjct  131  
RIAFVNKLDRAGADLDTAVASIRERLHPAPLVVQLPIGTEDGFRGVVDLVRMRALVWADG  190

Query  162  PEIVLEENT--DIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             E V+EE    D++A          +AV E +   LE++ A   +S E L    +     
Sbjct  191  
AETVVEERMPEDLQAEADRRRRLLEEAVAELHAGALEEFCARSTLSPETLGAALRSLTTS  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG----
SAALCGSV  253
                 V  GSA +  GI+PL+DAV              GL   + E      SA L    
Sbjct  251  
GDGVVVLCGSAYRNRGIEPLLDAVVAYLPSPLDVPAVRGLRDGVEEDRPADPSAPLAALA  310

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG-
REKLKITEMRIPSKGEIVRTDTAYPGE  312
            FKV  T  G R  YLRLYSGT+   DTV  AG R   +I  +         + D A  
G+
Sbjct  311  FKVSATSTG-
RLTYLRLYSGTIEKGDTVFDAGARRSERIGRILRVQADRHAQVDRAVAGD  369

Query  313  IV-ILPSDSVRLNDVLGDPTRLPRKRWREDPL---------
PMLRTTIAPKTAAQRERLL  362



            IV ++   S R    L  P         + PL         P++   +  +T+   
+RL 
Sbjct  370  IVAVVGLKSARPGSTLCAP---------
DAPLVLEPPSVADPVVSVAVEARTSTDTDRLA  420

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP L    D+ T + +LS +G + LEV    +  +  L+  V  P V 
Y E
Sbjct  421  
SALARLAEEDPSLVVRTDAETGQTVLSGMGELHLEVAVEKIRREVGLDVNVGRPRVSYRE  480

Query  423  RPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               +  S  +   V  +     +A + L V P   GSG ++ S V  G + Q +  
AV  
Sbjct  481  
TVGRGVSGFVFRHVKQDGGAGQFAHVVLDVEPAETGSGFEFRSAVVGGRVPQEYVRAVEA  540

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G R  L +G L G  VT  ++    G  +   S+   FR+   + L  AL+     
LLEP
Sbjct  541  
GCRDALAEGPLGGHPVTGLRVTLTDGSTHVKDSSDTAFRTAGRLGLRDALRACAMVLLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++ +     D       +  +  +    V T  +P   +  Y T L   
T 
Sbjct  601  
VVEVTVTVPEDAVGGVLGDLAARRGRVTGSTTRAGAAVVTATVPLAELFGYATRLRSRTQ  660

Query  599  GRSVCLTELKGYQAA  613
            GR        GY AA
Sbjct  661  GRGTFTARPTGYAAA  675

>WP_085380801.1 GTP-binding protein [Bifidobacterium adolescentis]
 OSG97943.1 GTP-binding protein [Bifidobacterium adolescentis]
Length=662

 Score = 249 bits (637),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 186/638 (29%), Positives = 287/638 (45%), Gaps = 
60/638 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GILAHVDAGKTTL+E+LLYA+G + + G V+ G    DT  +ERQRGITI    
Sbjct  1    
MKRIVAGILAHVDAGKTTLSEALLYATGQVRKLGRVDHGDAFLDTDAMERQRGITIFTEP  60

Query  61   



TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                     + ++DTPGH+DF AE  R+LAVLD AILVIS  DG+Q  T  L+  L 
+  
Sbjct  61   
AVIATPDLTITLLDTPGHVDFSAETERTLAVLDYAILVISGADGIQGHTETLWRLLNRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D  G D   ++  ++ + S   +              E  D E  + 
+  
Sbjct  121  VPTFVFVNKMDSPGADKTQLLAQLKKRFSDGCVD-----------
FTEPIDGERMEEIAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             N+  ++ Y+  E +  E +     RR     LFP Y+GSA K  GI+  +       
Q 
Sbjct  170  QNETAMDAYLDTETVPDETIRAMIARR----
ELFPCYFGSALKMDGIEQFVAGFERFAQE  225

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR------------
DTVALAGREK  288
               Q +      ++KV +   G R  +L++  G L+ +            D V   
G+  
Sbjct  226  --
PQYNGEFGARIYKVSHDAQGNRLTWLKVTGGELKAKMMLSGTAHAGDADAVTEDGQWH  283

Query  289  LKITEMRIPSKGEIVRTDTAYPGEIV-------
ILPSDSVRLNDVLGDPTRLPRKRWRED  341
             K  ++R+ S  +    DT   G I          P + + +    G P           
Sbjct  284  
EKADQVRVYSGAKSTTVDTVPAGTICAVTGLTQTFPGEGLGMERDAGSPVL---------  334

Query  342  
PLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSA  401
              P+L  T+ P       + L AL +L D DPLL     S   E+ L  +G VQLE
++  
Sbjct  335  -QPVLTYTLEPG-
ECDIHKCLVALRELEDEDPLLHVVWQSRLEEVHLQLMGAVQLEIIQQ  392

Query  402  LLSEKYKLETVVKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGV  458
            ++ +++ L+      S++Y E    P++   H       P   +A   + + PL  
G+G+
Sbjct  393  IMHDRFGLDVTFGPGSILYKETIAAPIEGVGH-----
FEPLRHYAETHVLLEPLPQGAGM  447

Query  459  QYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFR  517
             Y +  S   L++++Q  +    +     G L G  +TD +I    G  +   +   
DFR
Sbjct  448  
AYATVCSEDVLDRNWQRLIMQHFQEREHLGVLTGSPITDMRITLLTGRAHLKHTEGGDFR  507



Query  518  SLAPIVLEQAL----
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
                  + Q L    K+   +LLEP+  F L  PQ+ +  A  D  +   T +T     
+
Sbjct  508  
QATYRAIRQGLMEAKKKGDCRLLEPWYGFRLEVPQDMVGHAMADIQRMSGTFDTPTGDGE  567

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +V  G  P   ++ Y  D+  YT+GR        GYQ
Sbjct  568  YMVLNGTAPVSEMRDYAMDVNAYTHGRGHLSCVFAGYQ  605

>WP_019136322.1 elongation factor G [Cellulomonas massiliensis]
Length=700

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 184/682 (27%), Positives = 317/682 (46%), Gaps = 
83/682 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCYWKNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ D+L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVDRLKAKPLVIQLPIGSESDFIGVVDLVEMRALVWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  +IE                  ++V E +D+LLEK++ GE ++  ++    
+ 
Sbjct  191  
ETALGEKYEIEDIPADLQEKAEQYRAELLESVAETDDELLEKFLGGEELTVAEIKAGIRS  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-----------------------
LFQPIGE  243
                +  +PV  GSA K  G+QP++DAV                         L  
P   
Sbjct  251  
LTTSSQAYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVPAVQGHDVKDEAVEVLRHPDAA  310



Query  244  
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            +  +AL    FKV       +  Y+R+YSG +         G + L  T+ +    
G++ 
Sbjct  311  EPFSALA---FKVAAHPFFGKLTYVRVYSGKVE-------
QGAQVLNSTKGKKERIGKLF  360

Query  304  RTDT--------AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            +  +        A  G I   +    V   D L DP+          P P++   I 
PKT
Sbjct  361  
QMHSNKENPVPEAQAGHIYAFIGLKDVTTGDTLSDPSAPVVLESMTFPEPVIDVAIEPKT  420

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
               +E+L  A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++K+E  
V 
Sbjct  421  
KGDQEKLSTAIQKLAEEDPTFRVKLDEETGQTVIGGMGELHLDILVDRMRREFKVEANVG  480

Query  415  EPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYL  469
            +P V Y E   R ++   +    +   +  +A + ++  PL    G  Y  E+ V+ 
G +
Sbjct  481  
KPQVAYRETIRRSVEKMDYVHKKQTGGSGQYAKVQVTFEPLDPAEGELYAFENAVTGGRI  540

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
             + +  +V  GI+  ++QG L G+ +   K     G Y+   S+   F+    +VL
++A 
Sbjct  541  
PREYIPSVDAGIQSAMQQGVLAGFPMVGVKATLVDGAYHDVDSSEMAFKIAGSMVLKEAA  600

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++   LLEP ++  +  P++Y+     D       I++ +      V   ++P   
+  
Sbjct  601  
RKADPALLEPIMAVEVRTPEDYMGDVIGDLNSRRGMIQSMEDATGVKVIRAQVPLSEMFG  660

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y  DL   T GR+V   +   Y
Sbjct  661  YVGDLRSKTQGRAVYSMQFDSY  682

>WP_042614102.1 elongation factor G [Stenotrophomonas maltophilia]
 KIP85405.1 translation elongation factor G [Stenotrophomonas 
maltophilia]
Length=675

 Score = 250 bits (638),  Expect = 3e-70, Method: Compositional 
matrix adjust.



 Identities = 193/671 (29%), Positives = 316/671 (47%), Gaps = 
69/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ +G I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKTGQIHRVGEVHDGAATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  +
+H  R
Sbjct  71   WAPRDLPAHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWHQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G     VV  + D+L A                   D++ 
++ +
Sbjct  129  
RHGVPLLAFVNKMDRIGASFDRVVAQLADRLQARPLALGLPLGSEAAFDGWVDLVDRKML  188

Query  159  SLSPEIVLEEN--TDIEA--W----DAVI----
ENNDKLLEKYIAGEPISREKLVREEQR  206
                   L++   TD +A  W    DA++    E +D L + ++AG P++ + L    
+R
Sbjct  189  
HWDAAGSLQQQPWTDAQALQWQPQRDALVQAAAELDDVLADAWLAGAPVNADALRAAVRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGS-------------  252
                 +  PV  G+A KG G++ L+DA+   L  P+     +A+ G              
Sbjct  249  
ITVSGAGVPVLAGAAFKGKGVESLLDAIVDYLPSPLDRPSVSAIAGEETVQLLPDAEGPL  308

Query  253  ---
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY  309
               +FKV +   G    ++R+YSGTLR+ D +A +  +  ++  +      ++   
+ A 
Sbjct  309  AALLFKVTHMQQGA-
LAFIRVYSGTLRVGDRIASSRHDARRVGRLVRVQADQVHDIEQAE  367

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE----
RLLDAL  365
             G+IV +       + + G+     ++    + +      +A +  A R     R+   
L
Sbjct  368  AGDIVAVMGWK---
DAISGETLSSLQQPLLLEAIHSQPAVLAWRLQAGRAGDLIRISQGL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              L   DP  R E D+ T E ++  +G + LEV+   L  ++K+E  V +P V Y



+E+P 
Sbjct  425  
ASLVQEDPSFRVEADAETGETLVWGMGELHLEVMVERLRSEWKVEVQVGQPRVAYLEKPR  484

Query  426  KAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             AA   +   V  +     +A + L V P      V++  R++ G + ++F  A   
G+R
Sbjct  485  SAALGVVGRVVKQSGGQGQFAHVVLEVRPRE-
DDAVEFSDRIAGGVVPRNFIRAAEQGVR  543

Query  483  
YGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              L+ G  G  V    +    G  ++  S+   F       ++ AL E GTQLLEP 
++ 
Sbjct  544  
AALQDGPQGHPVVGLDVVLVDGQTHAKDSSEQAFHRAGMEAVKAALAEVGTQLLEPVMAL  603

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             + +P   +     D  +    ++    ++     +G  P   +Q Y T L   + 
GR+ 
Sbjct  604  
QVLSPAANVGDVVGDLQRRHGRVQAIDEREGRSQVSGFAPLAQLQGYSTALRSMSQGRAS  663

Query  603  CLTELKGYQAA  613
               +L GY  A
Sbjct  664  STMQLHGYAPA  674

>WP_061975666.1 elongation factor G [Fictibacillus enclensis]
 KSU78433.1 elongation factor G [Fictibacillus enclensis]
 SCC40527.1 translation elongation factor 2 (EF-2/EF-G) 
[Fictibacillus enclensis]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 191/671 (28%), Positives = 311/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP---  162
            +F+NK+D+ G D    V+++ D+L A                   D+I  + V  S    
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHDRLGANAHPIQLPIGAEDQFEAIIDLIEMKAVFYSNDLG  191

Query  163  ------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E     E +     +AV E +++L+ KY+ GE ++ +++    ++   
+ 
Sbjct  192  
TDITIGEIPSEYQEQAEEYRGKLIEAVAELDEELMMKYLEGEELTNDEIKGAIRQGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQGS------
AALCGS  252
              +PV  GSA K  G+Q ++DAV             TG      E+ S      A     
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVLDYLPAPTDVEAITGHLPDSEEEVSRLSSDEAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V       RE++ +I +M    + EI    
T 
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANHREEI---STV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T    K          P P++  +I PK+ A ++
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCDEKDQVILESMVFPEPVIHLSIEPKSKADQDKMGM  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R E D  T + I+  +G + L+++   +  ++K+E  V  P V 
Y E 
Sbjct  425  
ALAKLAEEDPTFRTETDEETGQTIIGGMGELHLDILVDRMKREFKVEANVGAPQVAYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +AA        +      +  + +   P   GSG  +E+++  G + + +  AV
+ GI
Sbjct  485  
IRQAAKVEGKFVRQSGGRGQYGHVWIEFEPGEEGSGFVFENKIVGGVVPREYIPAVQSGI  544

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
+LEP +
Sbjct  545  
EESMKNGMLAGFPLLDLKARIVDGSYHDVDSNEMAFKIAGSMALKNAKSKCDPAILEPIM  604



Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + + +  V    +P   +  Y T L   
T GR
Sbjct  605  
KVEVVVPEEYMGDIMGDVTSRRGRVEGMEARGNAQVVKAMVPLAEMFGYATSLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTYSMHFDHYE  675

>WP_040372536.1 elongation factor G [Bacillus 
psychrosaccharolyticus]
Length=692

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 311/668 (47%), Gaps = 
65/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKDHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----SLS  161
            +F+NK+D+ G D    V ++ D+L A                   D++    V     
L 
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDDFSAIIDLVEMNAVFYGNDLG  191

Query  162  PEIVL----EENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +I +    EE+ ++ E W     +AV E ++ L+EK++ GE I++ +L    ++   
+ 
Sbjct  192  
TDITIGEIPEEHKELAEEWREKLLEAVAELDENLMEKFLNGEEITKAELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ-------
GSAALCG  251
              +PV  GSA K  G+Q ++DAV             TG   P  E+        S     
Sbjct  252  EFYPVICGSAFKNKGVQLMLDAVVDYLPSPLDVPAITGTL-



PDSEETVERHPDDSEPFAA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI     
Sbjct  311  
LAFKVMTDPYVGKLTFFRVYSGTLNSGSYVKNSTKGKRERVGRILQMHANSREEI---SV  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D + D   L        P P++  +I PK+ A ++++  
AL 
Sbjct  368  
VYAGDIAAAVGLKDTTTGDTICDEKDLVILESMVFPEPVISLSIEPKSKADQDKMTTALQ  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  428  
KLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRA  487

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +   P   G G ++E+ V  G + + +  AV+ G
+   
Sbjct  488  
SAKVEGKFVRQSGGRGQFGHVWIEFGPNEEGKGFEFENAVVGGVVPREYIPAVQAGLVDS  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L++G L G+ + D K     G Y+   S    F+  A + L+ A  +    +LEP 
+   
Sbjct  548  
LDRGVLAGYPLVDIKAKLYDGSYHDVDSNEMAFKIAASMALKNAASKCKPVILEPIMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EY+     D       +E  + + +  +    +P   +  Y T L   T 
GR   
Sbjct  608  
VVIPEEYMGDIMGDITSRRGRVEGMEARGNTQMVKSMVPLSEMFGYATSLRSNTQGRGTF  667

Query  604  LTELKGYQ  611
                  Y+
Sbjct  668  SMHFDHYE  675

>WP_019227366.1 elongation factor G [Sedimentibacter sp. B4]
Length=690

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 189/696 (27%), Positives = 320/696 (46%), Gaps = 



81/696 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTCH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDVRINIIDTPGHVDFTVEVERSLRVLDGAVTVFDAKMGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
              INK+D+ G D    V ++ D+L A                   D++  +T++      
Sbjct  132  
CLINKMDKMGADFFYSVGTIIDRLKANAVPIQLPIGVEENFRAIIDLVEMKTINYGN---  188

Query  166  LEENTDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             +E TDI                  +  +AV + ++ L+EKY+ GE I+ E+L +  
+  
Sbjct  189  -
DEGTDITITEIPEEYVDQANEYREKLVEAVADTDETLMEKYLNGEEITVEELKKAIRIA  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAA  248
              +  + PV  G+A K  G++ ++DAV               F P  ++         
A 
Sbjct  248  
TTNVQIIPVLCGTAYKHKGVRLMLDAVLDYLPSPVDVPQMKGFDPDTKEEVEVHIADDAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FK+       +  + R+Y GTL     V  + + K     +I +M    + 
EI  
Sbjct  308  
LAALAFKIMTDPFVGKLTFFRIYGGTLESGSYVLNSTKNKKERIGRILQMHANKREEI--  365

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              T+Y G+I   +        D L DP         E P P++   I PKT A +E
++  
Sbjct  366  -
KTSYSGDIEAAVGLKFTTTGDTLCDPDHPVVLESMEFPDPVIEVAIEPKTKAGQEKMGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 



Sbjct  425  
GLQKLAEEDPTFKTYTNPDTGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVSYKET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                +   +    +      +  + +++ PL  G G+++ + +  G + + +  AV  
GI
Sbjct  485  
ITGTSDVDMKYARQSGGKGQYGHVKITMEPLEAGKGIEFVNAIVGGAIPKEYIPAVEAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R   E G L G+ V D K+    G Y+   S+   F+    +  ++A++++   L
+EPY+
Sbjct  545  
RGAAENGVLAGYPVLDFKVTLYDGSYHEVDSSEMAFKIAGSMAFKEAMRKASPVLMEPYM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++YL     D       +E    +    +    +P   +  Y T L   
+ GR
Sbjct  605  
KVEVTTPEDYLGDVMGDISSRRGRVEGFSDRSGVKIVDAYVPLSEMFGYATVLRSMSQGR  664

Query  601  SVCLTELKGYQAAVGQPVIQPRRPNSRLDKVRHMFQ  636
            +    E   ++          R PNS  +K+    Q
Sbjct  665  AAYSMEFHHFE----------RVPNSVAEKITQQQQ  690

>WP_009768832.1 elongation factor G [Oscillatoriales cyanobacterium 
JSC-12]
 EKQ67270.1 translation elongation factor 2 (EF-2/EF-G) 
[Oscillatoriales 
cyanobacterium JSC-12]
Length=706

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 185/694 (27%), Positives = 310/694 (45%), Gaps = 
100/694 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   SFQWHR---------------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQ  106
            S  W R                K+NI+DTPGH+DF  EV RS+ VLDG I V+ +  
GVQ
Sbjct  69   
STAWTRRDPNNPTQPLAGEPEYKINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQ  128



Query  107  
AQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IK  155
             QT  ++    +  +P ++F+NK+D+ G +   V   VRD+L  + +           
++
Sbjct  129  
PQTETVWRQADRYRVPRIVFVNKMDRTGANFFKVYDQVRDRLRTNAVPIQLPIGSEDNLR  188

Query  156  QTVSLS--------------------PEIVLE--
ENTDIEAWDAVIENNDKLLEKYIAGE  193
              V L                     PE V E  E   ++  ++V E +D L EKY
+ GE
Sbjct  189  
GIVDLVRMRAYIYANDLGTDIQEVAIPEDVAELAEEYRLKLLESVAETDDALTEKYLEGE  248

Query  194  
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPI  241
             ++  ++    ++   + ++ P+  GSA K  G+Q L+DAV                 
P 
Sbjct  249  
ELTEAEIKSALRKGTLEGTIVPMLCGSAFKNKGVQLLLDAVIDYLPAPIDVPAIQGTTPT  308

Query  242  GE------QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDT  280
            G+        +  L    FK+   D   R  ++R+YSG L               R
+   
Sbjct  309  GDTVERIADDNQPLAALAFKI-
MADPYGRLTFVRVYSGVLQKGSYVLNSAKNKKERISRL  367

Query  281  
VALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE  340
            + L   +++++ E+R    G  +     + G+ +   +  V L  +              
Sbjct  368  
IVLKADDRIEVDELRAGDLGAALGLKDTFTGDTLCDENAPVILESLF-------------  414

Query  341  
DPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVS  400
             P P++   + PKT    E+L  AL  LA+ DP  R  VD  T++ ++S +G + L
+++ 
Sbjct  415  
IPEPVISVAVEPKTKQDMEKLSKALQSLAEEDPTFRVHVDQETNQTVISGMGELHLDILV  474

Query  401  ALLSEKYKLETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
              +  ++K+E  V  P V Y E   +P++A    +  +      +  + + + P   
GSG
Sbjct  475  DRMKREFKVEANVGAPQVAYRETIRKPVRAEGKFVR-
QSGGKGQYGHVVIELEPGEPGSG  533

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADF  516
             ++ S++  G + + +      G++   E G+  G+ V D K     G Y+   S+   
F
Sbjct  534  



FEFVSKIVGGAVPKEYIAPAEQGMKEACESGIIAGYPVIDLKATLVDGSYHEVDSSEMAF  593

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            +    + +++A+ ++   LLEP +   +  P +++     D       IE          
Sbjct  594  
KIAGSMAIKEAVMKAAPVLLEPMMKVEVEVPDDFVGNVIGDLNSRRGQIEGQDNTNGIAK  653

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             T ++P   +  Y TD+   T GR V   E   Y
Sbjct  654  VTAKVPLANMFGYATDIRTKTQGRGVFSMEFSNY  687

>WP_107690279.1 elongation factor G [Coprothermobacter 
proteolyticus]
Length=699

 Score = 250 bits (639),  Expect = 3e-70, Method: Compositional 
matrix adjust.
 Identities = 188/683 (28%), Positives = 319/683 (47%), Gaps = 
64/683 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AH+DAGKTT TE +L+ +G   + G V  GT   D M  E++RGITI 
AA T
Sbjct  11   
KTRNIGIAAHIDAGKTTTTERILFFTGKSHKMGEVHDGTATMDFMEQEKERGITIMAAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA++VI A  GVQ QT  ++    
+ ++
Sbjct  71   
TCFWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVVVIDAVAGVQPQTETVWRQADRYSV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE------------------  163
            P ++F+NK+D+ G +    + +++++L  + +  Q +  S E                  
Sbjct  131  
PRIVFVNKMDRNGANFLRAINTMKERLGVNAVPVQLMIGSEENFQGVVDLIERKAYYWTD  190

Query  164  ---------------
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                           + L E    +  +A +E +D+++EKY+ GE ++ +++    
++  
Sbjct  191  
VLGTSFEERPIPSDMLDLVEEYREKLVEAAVEMDDEVMEKYLEGEDVTADEIRMCLRKGT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
             +  + PV  GSA K  GIQPL+DAV              G+     E+       
S  L
Sbjct  251  



IERKIVPVLGGSAYKNKGIQPLLDAVVYYLPSPLDLPPVKGINPKTNEEEERAPLDSEPL  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRT  305
               +FK++      +  ++R+YSG L        V    +E++ ++  M    + +
+   
Sbjct  311  
AAFIFKIQTDPYVGKLAWVRVYSGVLHAGSYVYNVTKDSKERVSRLLRMHASHREDVEAI  370

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                 G IV +   +V   D L D            P P++  +I PKT   ++RL   
L
Sbjct  371  GAGDLGAIVGM--
RNVSTGDTLADENAPIILESLFIPEPVISLSIEPKTQQDQDRLSMGL  428

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA+ DP  R +VD  T E I+S +G + LE++   L  ++K++  + +P V Y 
E   
Sbjct  429  
QRLAEEDPTFRVKVDQETGETIISGMGELHLEIIVDRLRREFKVDANIGKPQVSYRETIK  488

Query  426  KAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA  +   +I +      +  + +   PL  G+G+ +E+++  G + + +  AV  
GIR 
Sbjct  489  
KAVRTEGKYIRQSGGRGQYGHVVVEFEPLPRGTGIIFENKIVGGVIPKEYIPAVEKGIRE  548

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E G+  G+ + D K     G Y+   S+   F   A   +   + ++   LLEP 
+  
Sbjct  549  
AFENGVIAGYPIVDVKATLVDGSYHEVDSSEIAFHLAAARAVRVGIPQADPVLLEPIMKV  608

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++Y+     D       I   + +        E+P   +  Y T L   T 
GR  
Sbjct  609  
EVVVPEDYMGDVMGDLSSRRGRIIGIEAQGHLQEIRAEVPLAEMFGYATVLRSLTQGRGS  668

Query  603  CLTELKGYQ---AAVGQPVIQPR  622
             + E   Y+   + + + +I+ R
Sbjct  669  FVMEFSHYEEVPSKIAETIIESR  691

>WP_092114996.1 elongation factor G [Bradyrhizobium erythrophlei]
 SEC32415.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium erythrophlei]
Length=690



 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGIVWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRHADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  



TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVTIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_095728810.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 PAY00548.1 elongation factor G [Pseudoalteromonas sp. HM-SA03]
 AUJ71644.1 Elongation factor G 1 [Pseudoalteromonas sp. NC201]
Length=695

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 186/671 (28%), Positives = 310/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+   



Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARC  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V   L A+ +++   + +  +      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVDQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYV--
WDDT  186

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E +D L+E Y+ GE  S E++    
++  
Sbjct  187  
GLPENYEVQDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSIEQIKACIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGE----
QGSA  247
            +D + FP + GSA K  G+Q ++DAV                     +P GE       
A
Sbjct  247  
RDLAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVEPQPLTDPETGEPTGEVATVDADA  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L    FK+   D      ++R+Y+G ++  DT+   A    E++ ++ EM+   + 
E+ 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYAGRMKKGDTILNSATGKTERIGRMVEMQADERTELT  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  482

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P  +GSG  ++S V  G + + F  
AV  G
Sbjct  483  
TITQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFKSTVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539



             +  +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKSMMDEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673

>WP_088084982.1 elongation factor G [Bacillus sp. OV166]
 SMQ60034.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. OV166]
Length=692

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 187/670 (28%), Positives = 315/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WHGHRVNIIDTPGHVDFTIEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEI-  164
            +F+NK+D+ G D    V+++ ++L A                   D++    V  + 
++ 
Sbjct  132  
VFVNKMDKIGADFLYSVKTLHERLGANAHPIQLPIGAEEEFKAIIDLVEMNAVFYADDLG  191

Query  165  -------------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                          L E    +  +AV E ++ L++KY+ GE I++E+L    ++   
+ 
Sbjct  192  
ENIEVREIPEEFRALAEEHREKLVEAVAELDENLMDKYLNGEEITKEELKAGIRKGTVNV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAALCGSV-----------------  253
              +PV  GSA K  G+Q ++DAV   L  P+     AA+ G++                 
Sbjct  252  EFYPVICGSAFKNKGVQLMLDAVIDYLPSPL---
DVAAIKGTLPDSDEEIERHSSDEEPF  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI + 
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDAGSYVQNSTKGKRERVARILQMHANSRKEISKV  368

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L        P P+++ ++ PK+ A +++
+ +A
Sbjct  369  ---
YAGDIAAAVGLKDTTTGDTLCDDKNLVILESMVFPEPVIQLSVEPKSKADQDKMSNA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPSFRAHTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R   +       +      +  + +  +P   G G ++ + +  G + + +  AV+ 
G+ 
Sbjct  486  
RSSASVEGKFARQSGGRGQYGHVWIEFSPNDEGKGFEFVNGIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DSLDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVILEPVMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E    + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVIIPEEYLGDIMGQLTARRGRVEGMDARGNAQVVRSMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMHFDHYE  675



>WP_063723168.1 GTP-binding protein [Lactobacillus plantarum]
 KZU04650.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 ANM73808.1 elongation factor G [Lactobacillus plantarum]
 ARW34096.1 Elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 249 bits (637),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDMLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342



Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_076235089.1 GTP-binding protein [Clostridium botulinum]
 KEI76200.1 elongation factor G [Clostridium botulinum B2 128]
Length=651

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 166/611 (27%), Positives = 296/611 (48%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+  ++  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKSSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   



KDSTYYLIDTPGHMDFSSEMERAIKVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +     K+   +   +  EE +  E  + + E 
++ L
Sbjct  125  FINKIDRVGANAENVIEEIKLNFT-----KKAFFIDKSLSNEECSS-
ELIEFIAEQDECL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++ +  L +    
E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMKKLIKSNKIFPCFSGSALQDIGIEEFLENLHTLSYTEYNEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +
Sbjct  238  --
EKFSGRVYKIRHDEQKNRLTYVKALSGSLKVKDEIALPNIEDDFCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEGGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++Y
Sbjct  352  
VLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ +   + P    SG+ +E+      L    QN 
VR  
Sbjct  412  KETILDIVIGYGHFE--
PLGHYSEVHFKLEPGERNSGITFENLCHTDDLTVGNQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G  +TD  I    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDINITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +    +  ++ V+  G  P      Y  +   



+T G
Sbjct  530  
YSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIENRVIIKGRGPVATFMNYSVEFISFTKG  589

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKFNFIFDGY  600

>KFF41940.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Atelocyanobacterium 
thalassa isolate SIO64986]
Length=698

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 193/667 (29%), Positives = 310/667 (46%), Gaps = 
61/667 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYTGIAHKLGEVHEGTAIMDWMVQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   +VNI+DTPGH+DF  EV RS+ VLDG + +  A  GVQ Q+  ++    
+  +
Sbjct  69   
STNWSDHQVNIIDTPGHVDFTIEVERSMRVLDGVVAIFCAVGGVQPQSETVWRQANRYEV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSPE  163
            P ++FINK+D+ G +   V + + D+L A+II                  I+    
+  +
Sbjct  129  
PRIVFINKMDRTGANFFKVHEQICDRLKANIIPIQIPIGNESDFCGIVDLIRMRAKVYQD  188

Query  164  IVLEENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             + E+  DIE                 +AV E ++ LLEKY+  E ++  ++    
++  
Sbjct  189  
DLGEKIEDIEIPSECLEKAKEYRTKLVEAVAEIDETLLEKYLECEELTETEIKEGLRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAAL  249
               S+ P+  GSA K  GIQ L+DAV              GL  P   +G          
Sbjct  249  LARSIIPLLCGSAFKNKGIQLLLDAVVEYLPSPLDVPSIKGLL-
PNNIEGCRISSDEEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-



GREKLKITEMRIPSKGEIVRTDTA  308
               VFK+  +D   R  ++R+YSG L   + +  A  ++K +I+ + I      +  
D  
Sbjct  308  SALVFKIA-
SDPYGRLTFIRVYSGVLNKGNIIYNATKKQKERISRLIILKSNNRIEVDEL  366

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G++  ++        D L D            P P++   I  +T  + E+L  
AL  
Sbjct  367  
RAGDLGAVIGLKKTTTGDTLCDENHPILLESLYIPEPVISVAIETQTKQELEKLSKALQS  426

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL--  425
            L+D DP  R  +D  T++ +++ +G + LE++   +  +YK+E  + +P V Y E  
L  
Sbjct  427  
LSDEDPTFRVNIDPETNQTVIAGMGELHLEILVDRMLREYKIEASIGQPQVAYRETILKL  486

Query  426  -
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             KA    I   V  N  +A + + + P   GSG+++ S +  G + + F  +V  
GIR  
Sbjct  487  GKAEEEYIRENVGKN-
HYAHVLIQIEPSEKGSGLEFVSAIIDGIIPKEFIASVEKGIRET  545

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             + G+  G+ VTD K+    G ++   S+   F+    I +  A+ +S   LLEP 
+   
Sbjct  546  
CDSGIIAGYPVTDIKVTLLGGSFHEIDSSDIAFKIAGSISIRNAVMKSSPILLEPMMKID  605

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P ++L     D       I     + D    +  +P   +  Y TD+   T 
GR V 
Sbjct  606  
VEIPNDFLGDIVGDLNARRGQINGMITEDDLTKVSANVPLAEMFGYATDMRSKTQGRGVF  665

Query  604  LTELKGY  610
              E   Y
Sbjct  666  SMEFDHY  672

>WP_063700970.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
Length=695

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 307/668 (46%), Gaps = 
65/668 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
E  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYVWDETGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN    D+ A              ++ +E +D L+E Y+ GE  S E++    ++  
+D
Sbjct  189  
PENYTVQDVPADMVDKVEEYHEMLVESAVEQDDDLMEAYMEGEVPSLEQIKACIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSVFKVE-----  257
             + FP + GSA K  G+Q ++DAV            QP+ +  +    G V  V+     
Sbjct  249  
LAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLTDPETGEATGEVATVDADAPL  308

Query  258  -------YTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
                     D      ++R+YSG ++  DTV   A    E++ ++ EM+   + EI    
Sbjct  309  
KALAFKIMDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQANDRNEISE--  366

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ ++   +V+    L DP           P P++   +APK     E++  
A+
Sbjct  367  -
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  426  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  485



Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P    SG  + S V  G + + F  AV  
G   
Sbjct  486  
KEIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFTSSVVGGNVPKEFWPAVEKGFAS  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  546  
MMQEGVLAGFPVLDVEVELVDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRGQ  665

Query  603  CLTELKGY  610
               E   Y
Sbjct  666  FSMEFSHY  673

>WP_106452634.1 elongation factor G [Zobellella taiwanensis]
 PSJ45429.1 elongation factor G [Zobellella taiwanensis]
Length=697

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 197/673 (29%), Positives = 306/673 (45%), Gaps = 
72/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKAGETHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKGHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESGVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL------------S  161
            IF+NK+D+ G D   VVQ  RD L+A+ +I           K  V L             
Sbjct  129  



IFVNKLDRMGADFFRVVQQTRDVLAANPVIMVLPIGREDEFKGVVDLLTRKAYIWDNSGD  188

Query  162  PEIVLEENTDIEAWDAV-----------
IENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            PE    E+   +  D V           +E +D L+E Y+ GE  S E + R  ++  
+ 
Sbjct  189  
PEKYTIEDVPADMVDQVEEYRELLVESAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ------------
GSAALC  250
             +LFP Y GSA K  G+Q ++DAV            QP+ ++              
A L 
Sbjct  249  
MALFPAYCGSAFKNKGMQLVLDAVNDYLPSPTEVDPQPLTDEEGKETGEFAIVDADAPLK  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG ++  DT+   A    E++ ++ EM    + E+   
D
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGRIKKGDTILNSATGKTERIGRMVEMHADQRSEL---D  364

Query  307  TAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            +A  G+I+ I+   +V+    L D   P  L    +   P P++   +APK     
E++ 
Sbjct  365  SAQAGDIIAIIGMKNVQTGHTLCDVKHPCTLEAMVF---
PEPVISIAVAPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +L   DP  R E D  + E IL  +G + L++   +L   Y +E +V EP V 
Y E
Sbjct  422  
VAIGKLVAEDPTFRVETDEDSGETILKGMGELHLDIKVDILKRTYGVELIVGEPQVAYRE  481

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                    S+T   +   +  +  I   + P    +G+ ++S V  G + + F  A
+  G
Sbjct  482  
TITAEVEDSYTHKKQSGGSGQYGKIDYVIRPGEANTGLVFKSSVVGGNVPKEFWPAIEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +   +  G + G+ V D +     G Y++  S+   F   A     Q L ++  
QLLEP 
Sbjct  542  
VASMMSTGPIAGFPVLDIEFELTDGAYHAVDSSAIAFEIAARGAFRQTLPKAKPQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    I+        V    ++P   +  Y   L   



T+G
Sbjct  602  
MKVDVFTPEDHVGDVIGDLNRRRGMIKDQVAGVTGVRVKADVPLSEMFGYIGSLRTMTSG  661

Query  600  RSVCLTELKGYQA  612
            R     E   Y A
Sbjct  662  RGQFSMEFSHYAA  674

>WP_042339699.1 GTP-binding protein [Desulfosporosinus youngiae]
Length=882

 Score = 254 bits (648),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 178/624 (29%), Positives = 296/624 (47%), Gaps = 
48/624 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVDAGKTTL+ES+LY SG I   G V+      DT  LER RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDAGKTTLSESMLYLSGKIGRLGRVDNKDAYLDTYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AMLEIGETQIILLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLHMYR  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D   +++ ++ +L    I         E    E  +   +D 
+  
Sbjct  121  IPVFLFVNKMDQIGTDKDKLIKELKKQLDDGCI---------EFGQAEMDNF--
YDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL---  237
              + ++E ++    I R ++    Q+ V++  +FP ++GSA K  G++  M  +      
Sbjct  170  CEEMMMEAFLETGHIKRVQI----
QKAVRERKVFPCFFGSALKLEGVEQFMQGLVNYAMI  225

Query  238  --
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
              + P            +FK+   + G R  YL++  G L+++D V   G  K K+ 
++R
Sbjct  226  PSYPP-------EFGAKIFKIARDEQGNRLTYLKITGGRLKVKD-
VLTNGIRKEKVNQIR  277

Query  296  IPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            I S  +    +    G +  +       P + + +      P   P   ++         
Sbjct  278  



IYSGQKFGTVNEIEAGSVCAVTGLSQTRPGEGLGIEAASAAPVLEPVLSYQ---------  328

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I P+    R  ++  L Q+ + +P L+   D    EI    +G VQ+E++ +L+  
++ 
Sbjct  329  IILPEGCDPR-
VMIPKLRQIEEEEPELQIVWDEQLQEIQAQIMGEVQIEILQSLIQSRFG  387

Query  409  
LETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
            +E       ++Y E          H E  P   +A + L + P   GSG+Q+ ++ 
S   
Sbjct  388  IEVAFDAGRIVYKETIANVVEGVGHFE--
PLRHYAEVHLLLEPWEPGSGLQFGTQCSEDS  445

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            L++S+Q  +   +   + +G L G  +TD KI    G  ++  +   DFR      
+ Q 
Sbjct  446  
LSKSWQRLILSHLEEKVHRGVLTGSAITDLKITLVSGRAHNKHTEGGDFREATYRAVRQG  505

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            LKE+ + +LEPY +F L  P++ + R   D  K   T   ++   +  V  G  P   
++
Sbjct  506  
LKEAQSIMLEPYYTFQLELPEKMVGRGMTDIEKMHGTCAISETNGETAVLVGSAPVVTMR  565

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y+ ++  YT G       LKGY+
Sbjct  566  NYQKEVMAYTKGLGRLFCSLKGYE  589

>WP_056986280.1 elongation factor G [Pediococcus damnosus]
 KRN50176.1 elongation factor G [Pediococcus damnosus]
Length=699

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      



++
Sbjct  71   
TAAWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+RD+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQSLRDRLQANALPIQMPIGAEDSFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                 A+IE     +D ++EKY+ GE IS++++    
++
Sbjct  191  DKLGTE-
WDTVDVPDDYKEEAEKCRTAMIEQLADIDDDIMEKYLDGEEISKDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT------------
GLFQPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++    + 
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAIDPETDKPVELIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFSALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP           P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMTFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E D  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPSFKAETDPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +   P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKASAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K++   
+LEP 
Sbjct  547  
LREALGNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMSLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_015523525.1 GTP-binding protein [Ruminococcus bromii]
 PKD27560.1 Elongation factor G [Ruminococcus bromii]
 SPE91881.1 Elongation factor G,elongation factor G,Predicted RNA-
binding 
protein containing a PIN domain,translation el ongation factor 
G,YacP-like NYN domain [Ruminococcus bromii L2-63]
Length=869

 Score = 254 bits (648),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 180/616 (29%), Positives = 297/616 (48%), Gaps = 
30/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVD+GKTTL+E+L+Y+SG I++ G V+   +  DT  LER RGITI 
+  
Sbjct  1    
MKKIAVGILAHVDSGKTTLSEALMYSSGNITKLGRVDHRDSFLDTFSLERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +++  +  ++DTPGH+DF AE  R+L VLD AILVIS  DGVQ+ T  L+  L
+K N
Sbjct  61   
AVMKYNNTEFTLLDTPGHVDFSAEAERTLQVLDYAILVISGTDGVQSHTCTLWKLLKKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D  SV+  +R  L  + +         +     +       
AV +
Sbjct  121  VPCFIFVNKMDLDGADKLSVMAQLRTGLDENCV---------
DFTYPNSDGFRESVAVCD  171

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP---
LMDAVTGL  237



              +K+LEKY   + + +  +       +++  +FP  +GSA K  G++    L+D  
T +
Sbjct  172  --EKILEKYYETDAVEKTDITGA----
IKERKIFPCMFGSALKLDGVKAFLNLLDEYT-V  224

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRI  296
                G++  A     V+K+   + G R  ++++  G+L++R+ + +       K+  
+RI
Sbjct  225  MPSYGDEFGA----
KVYKIAEDNQGNRLTFMKITGGSLKVREVLQSEKNTNAEKVNRIRI  280

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             S  +    + A  G +  +   +   +   GD   + +        P+L   +  
+   
Sbjct  281  YSGEKFTAVEEAVAGTVCAVTGITFTSS---
GDGLGVEKNSGVPVLEPVLTYKVELEDGT  337

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L  L  L + DP L    +S   EI +  +G +QLEV+  ++ E++ +       
Sbjct  338  
DAHTALTKLKTLENEDPQLNVVWNSRLGEIHIRLMGEIQLEVLRCIIKERFGMNVSFSTG  397

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S+IY E          H E  P   +A + L + P   GSG+   SR     L+++
+Q  
Sbjct  398  SIIYKETIENTVEGVGHFE--
PLRHYAEVHLLLKPAKRGSGITINSRCKEDLLDRNWQRL  455

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      G L G  +TD +I    G  ++  +   DFR      + Q L+ + 
+ L
Sbjct  456  
ILTHLCEKTHLGVLTGSPITDIEITLVSGKAHAKHTEGGDFRQATYRAVRQGLRSAKSIL  515

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP   F L  P E + RA  D  +   T  + + K ++ V TG  P   +  Y  
++  
Sbjct  516  
LEPVYDFTLEVPNENVGRAMSDIQRMSGTFNSPEAKGEDSVLTGTAPVSEMGNYTKEVMQ  575

Query  596  YTNGRSVCLTELKGYQ  611
            YT+GR      LKGY+
Sbjct  576  YTHGRGRLSCSLKGYE  591

>WP_107272270.1 elongation factor G [Photobacterium sanctipauli]
 PSW18162.1 elongation factor G [Photobacterium sanctipauli]
Length=693



 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 192/689 (28%), Positives = 317/689 (46%), Gaps = 
70/689 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNNHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVSRL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPEIVL  166
            IF+NK+D+ G D  +VV  V++ L A             D +     + +   +  
E  L
Sbjct  129  
IFVNKLDRMGADFFNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDETGL  188

Query  167  EEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN            D+EA+     +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIKDVPADMVDDVEAYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA----L  249
             + FP Y GSA K  G+Q ++DAV                     +P GE  + +    
L
Sbjct  249  
IAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLTDPETGEPTGEVATVSADEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMVEMQADDRNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L D            P P++   + PK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDVKHECTLEPMIFPEPVISIAVTPKDKGGSEKMGIA  424



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  A+  
G  
Sbjct  485  
TQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFWPAIEKGFA  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
GMMDTGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIMH  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDHVGDVIGDLNRRRGMIKDQQAGTTGVRIKADVPLSEMFGYIGTLRTMTSGRG  664

Query  602  VCLTELKGYQ---AAVGQPVIQPRRPNSR  627
                E   Y    A V + VI+  +   +
Sbjct  665  QFSMEFSHYAPCPANVAEAVIEAAKEEKK  693

>WP_043930383.1 GTP-binding protein [Bacillus sp. EB01]
Length=648

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 173/623 (28%), Positives = 290/623 (47%), Gaps = 
23/623 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY + AI   G V+   T  D   +E+QRGIT+ A    
F +
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYHTDAIRHRGRVDHKDTFLDHHVIEKQRGITVFAEQARFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++A++D AI++ SA +GV+  T  +++ L+K 
+IP   
Sbjct  65   



QNSDYYLIDTPGHVDFSPEMERAIAMMDAAIIIFSAVEGVEGHTETVWNLLKKHDIPVFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSA---
DIIIKQTVSLSPEIVLEENTDIEAWDAVIENN  182
            FINKID+ G D   V++ +R +L+    DI   Q      E++ E          + 
E +
Sbjct  125  FINKIDRTGADPDRVLKEIRSQLTGDACDIAGLQDDGRMKEVLAE---------
FIAERD  175

Query  183  DKLLEKYIAG--
EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            D+LLE+Y+    EP+     +   Q+ V +  +FP   GSA + +G+   +  +  
+   
Sbjct  176  DELLERYMEDGYEPVL---WLETMQKLVHEGEIFPCMSGSALQDVGVAEFLQRLD-
MLTI  231

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               Q      G V+K+ Y   G R  ++++ +GTL++RD V        KIT +RI 
S  
Sbjct  232  
THYQTDQPFAGRVYKLRYDKKGTRITFIKVLAGTLKVRDEVQYGEEFFEKITGIRIYSGN  291

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +    + AY G+IV +   S       G+     R+    + +  L++ +    +   
+ 
Sbjct  292  KFTTVNEAYAGDIVAVTGLS---
EAAAGEGLGTLRESASYEMVSALKSKVIFDKSLNAKD  348

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L    +L   DP L    +  + +I +  +G +QLEV+  +  +++ L+    EP 
++Y
Sbjct  349  
VLGNFKKLDAEDPSLNVSWEERSQDIHIHVMGVIQLEVLKQVAHDRFGLDISFAEPEILY  408

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  +       +    P   +A + L + P    SG+ +ES      L    QN 
+R  
Sbjct  409  RE-
TIDGPGVVGYGHFEPLGHYAEVHLKLEPGPRNSGISFESICHPNDLEIGTQNVIRTH  467

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      GL  G  VTD KI    G  ++  ++  DFR  +   L Q L+++   
LLEP+
Sbjct  468  
LFERDHHGLLTGSPVTDMKITLLTGRDHNRHTSGGDFREASFRALRQGLEKARNILLEPF  527

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +     ++ R   D      + +      +  + TG++P      Y  + A  



T G
Sbjct  528  
YEFKIKVEVNHIGRILTDIQTAHGSFDAPDAHDNYTIVTGKVPVATFMNYGPEFASITGG  587

Query  600  RSVCLTELKGYQAAVGQPVIQPR  622
            +        GY     Q  +  R
Sbjct  588  KGTLNLVFAGYYPCHNQDEVIER  610

>WP_057019548.1 MULTISPECIES: elongation factor G [Bradyrhizobium]
 KRP88072.1 elongation factor G [Bradyrhizobium pachyrhizi]
 OMI03745.1 translation elongation factor G [Bradyrhizobium sp. UFLA 
03-321]
Length=690

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 190/666 (29%), Positives = 302/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGVIWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  L  ++ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDALAAFLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         ++G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDDEGNEVVRKADDKEPLALL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL +  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALTKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_062430832.1 GTP-binding protein [Herbidospora daliensis]
Length=600

 Score = 248 bits (633),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 198/625 (32%), Positives = 294/625 (47%), Gaps = 
36/625 (6%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + NIGILAHVDAGKTT+TE +L+A+GA  + G V  GTT TD    ER RGITI 
AA 
Sbjct  1    
MTLRNIGILAHVDAGKTTVTERVLFATGATYKQGEVHHGTTVTDFDPQERDRGITIFAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
+  
Sbjct  61   
VTCHWRGAQINLIDTPGHVDFSDEVERSLRVLDGAVAVFDAVAGVEPQSEAVWRRADRYG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D+ G DL + V+++R +L    ++       P +V          + 
V E
Sbjct  121  VPRIVFVNKMDRPGADLDATVEAIRRRLHPVPLVLG----RPGLV----------
EQVAE  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             +  +L++Y    P + ++ +RE            V  GSA +  GI+ L+DAV   
L +
Sbjct  167  RHPDVLDEYPNVSPATLQRALRE---
LTLSGEAVVVLSGSAYRNQGIEALLDAVVAYLPE  223

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIP  297
            P  E+      G VFKV      +R  +LR+YSGTLR  DTV  A  G+ +     
+RI 
Sbjct  224  PRVEE--RPFSGLVFKV-----
AERTAFLRVYSGTLRKGDTVLDATTGKTERVSRILRIQ  276

Query  298  SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +       D A  G+IV +    SVR    L DP             P++   +   
T A
Sbjct  277  AD-
RHSDLDRAEAGDIVAVTGPKSVRTGTTLTDPAAPLVLEPPSTTEPVVSVAVEAATGA  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            + ++L  AL +LAD DP +R   D  T + ILS LG + LEV    +     L   
V  P
Sbjct  336  
EHQKLAVALARLADEDPSIRVRTDPETGQTILSGLGELHLEVAVEKIRRDRGLTIRVGAP  395

Query  417  SVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V   E  +   +  ++  V  +     +A + L V P +      + S V  G + 
+ +



Sbjct  396  QVALRETVVTGVTGVLYRHVKQDGGAGQYAHVRLDVEPCA--
EPFAFASTVVGGRVPKEY  453

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G R  L +G L G  V   ++    G  +   S+   FR+   + L +AL
+   
Sbjct  454  
VKAVEQGCRDALAEGPLGGHPVMGLRVTLTDGATHVKDSSELAFRTAGRLALREALRSCE  513

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP     +  P +       D       +   + +   VV T  +P   +  
Y T 
Sbjct  514  
MAVLEPVTEVTVTVPDDLAGGVLGDLAARKGQVSGTEARPGTVVITATVPLAEVFGYATR  573

Query  593  LAFYTNGRSVCLTELKGYQ-AAVGQ  616
            L   T GR    T   GY  AA G+
Sbjct  574  LRSRTQGRGAFTTRPAGYALAAAGR  598

>CDC05662.1 elongation factor G [Clostridium leptum CAG:27]
Length=693

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 191/703 (27%), Positives = 319/703 (45%), Gaps = 
105/703 (15%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N+GI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNVGIMAHIDAGKTTTTERILYYTGVNHKIGETHDGAATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    
+ ++
Sbjct  69   
TCFWKEHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLCAKGGVEPQSETVWRQADEYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + ++NK+D  G D   VVQ +RD+L  + +              I   V +  +
+  +
Sbjct  129  
PRMAYVNKMDIMGADFYRVVQMMRDRLQCNAVPIQLPIGAEDTFKGIVDLVEMKADVYYD  188

Query  168  E-NTDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E  TD+                  E  + V E +D+LLEKY+ GE ++ +++ R  



++  
Sbjct  189  
EMGTDMKVEEIPDDMKELAEKYRAELIEHVAEQDDELLEKYLGGEELTVDEIKRTIRKSC  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGS-----  246
               ++ PV  G++ +  G+Q L+DA+                     +P+    S     
Sbjct  249  
IANTMVPVTCGTSYRNKGVQKLLDAIVDYMPAPTDVEAIKGVNPETEEPVVRHSSDDEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            AAL    FK+       +  + R+YSG +    TV  A ++      +I +M    
+ +I
Sbjct  309  AALA---
FKIATDPFVGKLCFFRVYSGVINAGTTVYNANKDNNERIGRILQMHANHRQDI  365

Query  303  VRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               +  Y G+I   +   +    D L D   P  L    +   P P++R  I PKT 
A +
Sbjct  366  ---ECCYAGDIAAAVGLKNTSTGDTLCDEKHPVILESMVF---
PEPVIRVAIEPKTKAGQ  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V 
+P V
Sbjct  420  
EKMGIALAKLAEEDPTFKAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQV  479

Query  419  IYME---------------
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR  463
             Y E                  K     + I + PNP              G G +
+ + 
Sbjct  480  AYKETIRGNADVDNKYARQSGGKGQYGHVKIRIEPNP--------------
GKGYEFVNA  525

Query  464  VSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPI  522
            +  G + + +  AV  GI+  +  G L G+NV D K+    G Y+   S+   F+  
A +
Sbjct  526  
IVGGAVPKEYIPAVDQGIQGAMLSGVLAGYNVVDVKVTLYDGSYHEVDSSEMAFKIAASM  585

Query  523  
VLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIP  582
              ++A++++   L+EP +   +  P+EY+     D       I+              
+P
Sbjct  586  
AFKEAMRKAQPVLMEPIMKVAVIVPEEYMGDVIGDLNSRRGMIQGMDALPGAQRINAMVP  645

Query  583  ARCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPR  622
               +  Y TD+   T GR     E   Y     +VG+ +I  R



Sbjct  646  LSEMFGYATDMRSKTQGRGQYTMEPSDYAEVPKSVGEKIISSR  688

>WP_041101789.1 elongation factor G [Bacillus badius]
 KIL76870.1 Translation elongation factor G [Bacillus badius]
Length=692

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 186/666 (28%), Positives = 305/666 (46%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPE----
IVLEE----------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E    I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVGTINDRLMANAHPIQLPIGAEDEFRGIIDLVEMKATFYGNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T+IE  D                  A+ E +++++EKY+ GE ++  ++    ++   
+ 
Sbjct  192  
TEIETGDIPEDMQDQAEEYREKLIEAIAEFDEEIMEKYLGGEEVTIPEIKAAIRKGTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  G+A K  G+Q ++DAV              G      E+        A     
Sbjct  252  
EFFPVLCGTAFKNKGVQLMLDAVIDYLPAPTDVPNIKGTLPDSDEEVTRPSSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGILNSGSYVQNSTKGKRERVGRILQMHANSREEISEVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P++  ++ PK+   ++++  



AL +L
Sbjct  372  DIAAAVGLKDTAT--
GDTLCDEKHLVILESMEFPEPVISLSVEPKSKGDQDKMTTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R E +  T ++++S +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAETNPETGQVVISGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRSSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  TP   G+G ++E+ +  G + + +  AV+ G+   
L+
Sbjct  490  
QVEGKFARQSGGRGQYGHVWIEFTPNEEGAGFEFENGIVGGVVPREYIPAVQAGLEDALQ  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ + D K     G Y+   S+   F+  A + L+ A  +    LLEP +   
+ 
Sbjct  550  
NGVLAGYQLIDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVLLEPMMKVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P EYL     D       +E  + + +  V    +P   +  Y T L   T GR     
Sbjct  610  
IPDEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRGTYSM  669

Query  606  ELKGYQ  611
                Y+
Sbjct  670  HFDHYE  675

>WP_042235509.1 elongation factor G [Paenibacillus chitinolyticus]
Length=691

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 196/667 (29%), Positives = 315/667 (47%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +



+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
             ++NK+D  G D   VV S+RDKL A+                   I+++   L  
+ + 
Sbjct  132  
AYVNKMDIIGADFLGVVDSMRDKLGANAVAIQLPIGAENDFVGIIDIVEEKAILYKDDLG  191

Query  167  EENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +E  DIE                 + V E +++L  KY+ GE I+  +L    ++ 
V   
Sbjct  192  
KEVEDIEIPAEYKDKVAELRMELVEKVAELDEELTMKYLEGEEITVAELKAALRKGVVSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGSAALCGS---------V  253
             +FPV  GS+ +  G+QP++DAV             Q + E G+  +  S          
Sbjct  252  
QIFPVICGSSYRNKGVQPMLDAVIDYLPAPVDVPDIQGVLEDGTETIRKSSDSEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERVGRILQMHANSRQEI---
SEVY  368

Query  310  PGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
             G+I   +        D L D            P P++   + PKT A ++++  
AL++L
Sbjct  369  
AGDIAAAVGLKDTGTGDTLCDEKNAVILESMNFPDPVIEIAVEPKTKADQDKMGVALSKL  428

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
             + DP LR   +  T + IL+ +G + LE++   +  ++K++T V +P V Y E   
K+ 
Sbjct  429  TEEDPTLRASTNEETGQTILAGMGELHLEIIVDRMRREFKVDTNVGKPQVAYRE-
TFKSG  487

Query  429  SHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            +      V  +      G   +   PL  GSG  +ES++  G + + +   ++ GI   
+
Sbjct  488  
AKVEGKFVRQSGGRGQYGHCWVEFQPLEPGSGFVFESKIVGGAIPREYIAPIQAGIEESM  547

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544



            + G+  G+ V D K     G Y+   S    F+    + L+ A  +    LLEP +   
+
Sbjct  548  
KNGVIAGFPVVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKDKCSPALLEPIMKVEV  607

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       IE    +    +   ++P   +  Y T L   T GR 
V  
Sbjct  608  
TVPEEYMGDVMGDLNSRRGRIEGMDNRSGAQIIRAKVPLSEMFGYSTTLRSRTQGRGVYS  667

Query  605  TELKGYQ  611
             E+  Y+
Sbjct  668  MEISHYE  674

>KKU05206.1 Elongation factor G [Candidatus Giovannonibacteria 
bacterium 
GW2011_GWA2_45_21]
 KKU16736.1 Elongation factor G [Candidatus Giovannonibacteria 
bacterium 
GW2011_GWB1_45_9b]
 OGF73792.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_02_43_16]
 OGF81650.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPHIGHO2_12_44_12]
 OGF84102.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_02_44_8]
 OGF93970.1 translation elongation factor G [Candidatus 
Giovannonibacteria 
bacterium RIFCSPLOWO2_12_43_8]
Length=702

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 190/679 (28%), Positives = 308/679 (45%), Gaps = 
75/679 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+DAGKTT++E +L+ +G   + G V +G    D M  ER+RGITI +A 
T+  
Sbjct  12   
DIGIIAHIDAGKTTVSERILFYTGVSHKIGEVHEGEAVMDWMEQERERGITITSAATTCF  71

Query  65   W------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            W               ++NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q
+  +
Sbjct  72   



WTPSYDGASASKNREHRINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVSGVEPQSETV  131

Query  113  
FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------DII  153
            +    K  +P + FINK+D+ G      + S+ D+L+                    
D+I
Sbjct  132  
WRQADKYKVPRICFINKLDRMGASFTGSLNSIHDRLTPNAVAVTVPVGLESDFQGVIDLI  191

Query  154  IKQTVSLSPE----IVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREK  199
              + V    E    +++E+       + E W     + + E ++ L EKY+ G+ I
+ E+
Sbjct  192  
RMKFVRFEGEHGEKVIVEDIPESNKAEAEKWRHKMVEKIAEQDEALTEKYLEGKEITEEE  251

Query  200  LVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ--  244
            L +  +R     +L PV+ GSA K  G+Q ++D V              G     
GE+  
Sbjct  252  
LKKTLRRATLAYNLIPVFCGSALKNKGVQIVLDGVVDYLPSPADLPPAKGKDLKTGEEIS  311

Query  245  ----GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRI  296
                 +       FK++      +  Y R+YSGTL+    V  +  E      +I  
M  
Sbjct  312  
RLADDNTPFTALAFKLQTDPYVGQLTYFRVYSGTLKAGSYVLNSNTEDKERIGRILRMHA  371

Query  297  PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              + EI      Y GEI  I+   + +  D L DP    R      P P++   I 
PKT 
Sbjct  372  NHREEI---
KEIYAGEIGAIVGLKNTKTGDTLCDPENPIRLETITFPEPVVSMRIEPKTK  428

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              +ER+  AL +L++ DP  R + D  T E I+S +G + LE++   +  ++K+E  
V  
Sbjct  429  
QDQERMGLALKRLSEEDPTFRIKSDEETMETIISGMGELHLEIIVDRMKREFKVEANVGR  488

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R    A      +      +  + L    L  G G ++E+ +  G + 
Q F
Sbjct  489  
PQVAYKETIRGTAEAEGKYIKQSGGRGQYGHVRLRAEALERGKGNEFENEIRGGVVPQEF  548

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G++ GL++G+  G+ + D +I    G Y+   S+   F+  A +  ++  



+ + 
Sbjct  549  
IPAVEKGVKEGLDRGVIAGFPLVDVRIILYDGSYHEVDSSEIAFKIAASMATQEVCRRAK  608

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P  ++     D     A IE    + +  V   ++P   +  
Y T 
Sbjct  609  
PVLLEPIMKVEVVTPDRFMGDVTGDLNSKRARIEQITDRLNLKVIDAKVPLSEMFGYVTK  668

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR+    E   Y+
Sbjct  669  LRSNTEGRASYTMEFSHYE  687

>WP_066503524.1 elongation factor G [Clostridiales bacterium MCWD3]
Length=688

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 188/668 (28%), Positives = 317/668 (47%), Gaps = 
63/668 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGRIYKIGETHEGASQMDWMEQEQERGITITSAATTTQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    K N
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTIFDAKSGVEPQSETVWRQADKYNVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ--------------
TVSLSPEIVLEE-N  169
             F+NK+D+ G +    +Q+++D+L A+ I  Q               V++   +  
+E  
Sbjct  132  
CFVNKMDKMGANFLYSLQTMKDRLKANAIAMQLPIGAEDDFRGIIDLVTMKAVMYNDELG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             DIE                    +A  E++++L+ KY+ GE I++E++++  ++     
Sbjct  192  
KDIETIEIPEEYIDTAKEYREILLEAAAEHDEELMMKYLEGEEITQEEIIKAVRKGTIAV  251

Query  212  SLFPVYYGSAKKGLGIQPLMD-------------AVTGLFQPIGEQ------
GSAALCGS  252
             + PVY GSA K  G+Q L+D             A+TGL     E+              



Sbjct  252  
EMIPVYCGSAYKNKGVQLLLDAIVAFLPSPLDVPAITGLHPDTDEEIKRHSSDEEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L     V  + + K     +I +M   ++ +I   
+  
Sbjct  312  
AFKIMADPYVGKLSFFRVYSGQLTKGSYVYNSTKGKKERIGRILQMHANTREDI---EKV  368

Query  309  YPGEIVILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I       +    D L D          E P P++   I PK+ A +E++  
AL +
Sbjct  369  
YAGDIAAAVGLKITTTGDTLCDENNPIVLESMEFPEPVIEVAIEPKSKAGQEKMGIALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-PLK  426
            LA+ DP  +   +  T + I+  +G + L+++   L  ++K+E  V  P V Y E    
K
Sbjct  429  
LAEEDPTFKTYTNEETGQTIIGGMGELHLDIIVDRLLREFKVEANVGNPQVSYRETITTK  488

Query  427  AASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A   + + +       +    + + PL  GSG ++  ++  G + + +   V  
GIR   
Sbjct  489  
ADVDSKYAKQSGGKGQYGHCKIIMEPLEPGSGYEFIDQIKGGSIPKEYIPHVDAGIREAA  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ V+D ++    G Y+   S+   F+    +  ++A+ ++   LLEPY+   
+
Sbjct  549  
QNGILAGYPVSDFRVTLYDGSYHEVDSSEMAFKIAGSMAFKEAMAKAKPVLLEPYMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       IE+   +    V    +P   +  Y TDL   T GR    
Sbjct  609  
LVPEEYMGDVMGDVSSRRGRIESFSDRNGIKVVNAMVPLSEMFGYATDLRSKTQGRGNYS  668

Query  605  TELKGYQA  612
             E   ++A
Sbjct  669  METDHFEA  676

>WP_003929600.1 elongation factor G [Mycobacterium vaccae]
 EJZ10903.1 elongation factor G [Mycobacterium vaccae ATCC 25954]
 ANI38312.1 elongation factor G [Mycobacterium vaccae 95051]
Length=700



 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 176/665 (26%), Positives = 313/665 (47%), Gaps = 
67/665 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTTDWMEQEQERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W++ ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNQNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ ++L A                   D++  +      
Sbjct  131  
PRICFVNKMDKLGADFYFTVRTIEERLGARPLVIQLPIGAENDFIGIIDLVEMKAKVWRG  190

Query  163  EIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  ++E   A                V E ++ L+EKY  GE +S +++    
++
Sbjct  191  
ETALGEKYEVEDIPADLADKAEEYRTKLIETVAETDEALMEKYFGGEELSTDEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------
QPIGEQGSA-  247
               ++ L+PV  GSA K  G+QP++DAV                      +P+  + 
S  
Sbjct  251  
LTINSELYPVLCGSAFKNKGVQPMLDAVIDYLPSPLDVESVQGHVPGKEDEPVTRKPSVD  310

Query  248  -ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +     V  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVATHPFFGKLTYVRVYSGKVDSGSAVVNATKGKKERLGKLFQMHANKENPV  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             R    +   ++ L   +    D L DP           P P++   I PKT + 
+E+L 
Sbjct  371  ERASAGHIYAVIGLKDTTT--
GDTLSDPNDQVVLESMTFPDPVIEVAIEPKTKSDQEKLG  428

Query  363  



DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  +  +D  T + ++  +G + L+++   +  ++K+E  V +P V 
Y E
Sbjct  429  
TAIQKLAEEDPTFKVHLDQETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYKE  488

Query  423  ---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYLNQSFQNAV  477
               R +     T   +   +  +A + +S+ P +   G  Y  E++V+ G + + +  
+V
Sbjct  489  
TIKRAVDKVEFTHKKQTGGSGQFAKVLVSIEPFTGEDGATYEFENKVTGGRIPREYIPSV  548

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G +  ++ G L G+ + + K+    G Y+   S+   F+     V+++A  ++   
+L
Sbjct  549  
DAGAQDAMQYGVLAGYPLVNVKLTLLDGAYHEVDSSEMAFKVAGSQVMKKAAAQAQPVIL  608

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++  +  P++Y+     D       I+  + +    V   ++P   +  Y  
DL   
Sbjct  609  
EPVMAVEVTTPEDYMGEVIGDLNSRRGQIQAMEERSGARVVKAQVPLSEMFGYVGDLRSK  668

Query  597  TNGRS  601
            T GR+
Sbjct  669  TQGRA  673

>WP_068650943.1 elongation factor G [Paenibacillus antarcticus]
 OAB44030.1 elongation factor G [Paenibacillus antarcticus]
Length=692

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 319/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHQGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSP----  162
             ++NK+D  G D  +V++S+RD+L+A+ +                  I+Q   +      
Sbjct  132  
AYVNKMDIIGADYLNVIESMRDRLAANAVAIQLPIGAENEFIGIIDLIEQKAHMYKDDLG  191

Query  163  ------EIVLEENTDIEA-----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                  EI  E    +E      ++ V E +++L  KY+ GE I+  +L +  ++ 
V + 
Sbjct  192  
QNIEVVEIPEEFKAQVEELRAILFEKVAELDEELTMKYLEGEEITIPELKKALRKGVVET  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------TGLFQPIGE-----------
QGSAALCGSV  253
             +FPV  GS+ +  G+Q +MDAV       T +   +G               A      
Sbjct  252  
KIFPVICGSSYRNKGVQLMMDAVVDYLPAPTDVPAIVGHLDDGTETIRQADDKAPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSRQEIAEV---Y  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  CGDI----ASAVGLKDTSTGDTLCDEKHPVILESMNF---
PDPVISIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++ +ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFNVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +AA+      V  +     +  + +   PL  G+G  +ES+V  G + + +     
Sbjct  482  E-
TFRAAARVEGKFVRQSGGRGQYGHVWVEFEPLEAGTGNTFESKVVGGSVPREYVAPAL  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI  G++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
AGIEEGMKSGVIAGFPLVDVKATIVDGSYHDVDSNEMAFKVAGSLALKAAKDKCKPVLLE  600



Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVVVPEEYMGDVMGMLNSRRGRIEGMDSRAGGQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_048313319.1 elongation factor G [Anaerobacillus macyae]
 KMM36045.1 elongation factor G [Anaerobacillus macyae]
Length=692

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 187/667 (28%), Positives = 304/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ SG I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYSGRIHKIGETHEGGSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKDHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATNYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-------  158
            +FINK+D+ G D      ++ D+L A                   D+I  +         
Sbjct  132  
VFINKMDKLGADFIYSTGTLTDRLQANAHPIQLPIGAEDDFEGIIDLITMEAFYYLDDLG  191

Query  159  --SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              + S EI  E     E +     +AV E  + L+ KY+ GE ++ +++    ++   
+ 
Sbjct  192  
SRTESREIPAEYKEQAEEYRTKLVEAVAELEEDLMMKYLEGEELTEDEIKAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G  +   E+       +      
Sbjct  252  
EFYPVLCGSAFKNKGVQLVLDAVLDYLPSPLDVPAIKGHLKDSEEEVIRTADDNGPFSAL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ EI    
T 
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSAGSYVKNSTKDKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D          + P P++   I PKT + ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTSTGDTLCDEKDTVILESMDFPDPVISVAIEPKTKSDQDKMSVALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  + E +  T + I+S +G + L+++   L  ++K+E  V  P V Y E   
KA
Sbjct  429  
LAEEDPTFKTETNEETGQTIISGMGELHLDIIVDRLRREFKVEATVGAPQVAYRESIRKA  488

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G+G ++E+++  G + + +  AV  G
+R  +
Sbjct  489  
GKVEGKFVRQSGGRGQFGHVWVEFEPNEEGAGFEFENKIVGGVVPREYIPAVEAGLRDSM  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G+ + D K     G Y+   S    F+  A + L++A       LLEP +   
+
Sbjct  549  
ANGLLAGYPLIDVKARLVDGSYHDVDSNEMAFKIAASMALKKAKTVCDPALLEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E    + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VVPEEYMGDIMGDVTSRRGRVEGMTARGNAQVVNAFVPLSEMFGYATTLRSRTQGRGTYT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_036122389.1 GTP-binding protein [Lysinibacillus sphaericus]
Length=645

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 179/607 (29%), Positives = 295/607 (49%), Gaps = 
18/607 (3%)



Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+   T  D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTQSIQARGRVDHQDTFLDHHELERKRGITIFAEQGRMNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +GVQ  T  ++  LRK +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGVQGHTETVWQLLRKYHVPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++++V+  +R   S  ++      L  + V   ++ I  W A  E 
N++L
Sbjct  125  FINKIDREGANVEAVMTQLRKDCSQQVLFVDE-PLRTDYV---SSSIMEWLA--
ERNEEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L+ ++  E +  E+ + + Q  +Q    FP + GSA K  GI+ L+ A   L      
+ 
Sbjct  179  LDAFL-NESLEHEQCLTQLQTMIQKECAFPCFTGSALKDEGIKELL-
AQLPLLTDTHFEV  236

Query  246  
SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRT  305
            +A   G VFK+ + D  QR  +++   G L +RD  +     + K+TE+R+ +       
Sbjct  237  NAPFEGEVFKIRH-DGHQRLTFMKAIKGVLHVRDEFSFEEVTE-
KVTEIRLYNGSRFDTV  294

Query  306  DTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
                 GEI  +   S   + D +G  T L +     + +P L+  +  +     + 
+L  
Sbjct  295  QKVEAGEIFAVKGLSQANIGDRIG-TTMLSQPY---
ELVPTLQAKVQYEGHQHIKEVLQI  350

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
               L   +P LR        EI +  +G +QLEV+  +L +++ L     EP +
+YME  
Sbjct  351  
FRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLIEVLMKRFSLTVSFGEPQILYMETI  410

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +   +   H E  P   +A + L + P   G G  + +     +L+   Q  V   
+   
Sbjct  411  VTTVTGYGHFE--
PLKHYAEVHLLMEPNPRGVGNTFSNACHADHLSVGNQRLVEKHLFER  468



Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
               GL  G+ +TD       G  ++  ++  DFR  +   L Q L+++   LLEPY  
F 
Sbjct  469  
DHHGLLTGFPLTDVHFTLLTGRGHNEHTSGGDFREASFRALRQGLEQAQNILLEPYYRFK  528

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            + A  +++ R   D  +   T +   + + +VV TG  P   + +Y T  A YTNG
+   
Sbjct  529  
MKASNDFIGRMMSDIQQAAGTFDDPILSETDVVLTGRAPVATLMSYSTTFAAYTNGKGAL  588

Query  604  LTELKGY  610
              +  GY
Sbjct  589  TLQFDGY  595

>OGH49897.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_12_FULL_37_14]
Length=703

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 192/668 (29%), Positives = 317/668 (47%), Gaps = 
59/668 (9%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T+
Sbjct  13   
IRNIGIIAHIDAGKTTTTERILYYTGKTYKIGDIDEGTTVMDWMEEERKRGITIVSAATT  72

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++    K  
+P
Sbjct  73   
AYWGGYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWRQADKYKVP  132

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----  158
             + F+NK+D+ G D  + V+S+ D+L A                   D++ ++++     
Sbjct  133  
RLCFVNKMDKLGADFLTTVKSIEDRLGANPAIMVLPIGAEATFKGVYDLLNRKSIIWSGE  192

Query  159  ------SLSPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  +++ EI       IE + A     + E +D L+ KY+  + IS E+L    
+R 
Sbjct  193  



ELGAKFAVTDEIPEGMKDKIEEYRAKLVEKISETDDVLMGKYLENKEISVEELKTALRRA  252

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--
GEQGSAA----------------  248
            V    L P++ GS+ +  G+QPL+D V   L  P+  G+   A                 
Sbjct  253  
VIAYKLVPIFAGSSLRNKGVQPLLDGVVDYLPSPVDLGQVKGANPKTGAEEIRKLVPEEP  312

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            + G  FK++      +  Y R+YSG +     +  + +  + ++  + +    E      
Sbjct  313  
IAGLAFKIQNDPHVGKLTYFRVYSGRIAAGTYIYNSTKNAQERVGRLLLMHSNERTEIKE  372

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A+ GEIV I+        D L +P +         P P++   I PKT + +E+L  
AL 
Sbjct  373  
AFAGEIVAIVGLKDTTTGDTLCEPEKPIILEKITFPEPVISLAIEPKTKSDQEKLGYALK  432

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L D DP    + +  T + I+S +G +QLEV    +   + +E  V  P V Y E  
+K
Sbjct  433  
RLMDEDPTFHVKTNHETGQTIISGVGELQLEVKVNTMKADFGVEANVGAPQVAYKETIIK  492

Query  427  AA-SHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A     +I+       +    L V P   G G ++ + +  G +   F +++  G
++  
Sbjct  493  
TAEGEGKYIKQSGGKGQYGHCLLRVEPRPRGEGFEFLNEIKGGTIPAVFISSIEKGVKET  552

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D  +    G ++   S+   F+  A   L+ A K++G  LLEP 
+   
Sbjct  553  
MENGILLGYPMVDMNVAVYDGSFHEVDSSDIAFKIAASQALQAAAKKAGLTLLEPIMKVE  612

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P E++     D     A I   + +    +    +P   +  Y T L   T 
GR+  
Sbjct  613  
VTTPSEFMGDVIGDLSSKRAQISGTEERSRATIILAMVPLSELSGYATVLRSMTKGRASY  672

Query  604  LTELKGYQ  611
              E   Y+
Sbjct  673  YMEPSHYE  680



>WP_100752919.1 elongation factor G [Vibrio salilacus]
Length=695

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 310/673 (46%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
TCEWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A+                   ++ +   
+  +
Sbjct  126  
ARLIFVNKLDRMGADFFNVVDQVKNVLGANPLVMTLPIGREDDFIGVVDVLSRKAFVWDD  185

Query  164  IVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
TGLPENYEIKDVPEDMVDEVEQYREELVETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP Y GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLILDAVVDYLPAPAEVDPQPLTDPETGEPTGEVATVSVD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMCEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ I+   +V+    L DP           P P++   +APK     
E++
Sbjct  365  TE---



AQAGDIIAIVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVAPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +A I   + P    SG  ++S V  G + + F  
AV 
Sbjct  482  ETITQPVE-
DSYTHKKQSGGSGQFAKIDYRIKPGEPNSGYTFKSSVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLE
Sbjct  541  
KGFGSMMETGVLAGFPTLDVEVELFDGGFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T
Sbjct  601  
PIMKVDVFTPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTIT  660

Query  598  NGRSVCLTELKGY  610
            +GR     E   Y
Sbjct  661  SGRGQFSMEFAHY  673

>WP_013176383.1 elongation factor G [Syntrophothermus lipocalidus]
 ADI02981.1 translation elongation factor G [Syntrophothermus 
lipocalidus 
DSM 12680]
Length=694

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 194/672 (29%), Positives = 306/672 (46%), Gaps = 
73/672 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G +   G V+KGT   D M  E++RGITI +A 
TS  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVHRMGEVDKGTATMDWMIQEQERGITITSAATSCY  71

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL +LDGAI +  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKGRRINIIDTPGHVDFTVEVERSLRILDGAIAIFCAVAGVQPQSETVWRQADKYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSV-----------------------------------
RDKLS  149
             +INK+D+ G D   V++ +                                    
D+L 
Sbjct  132  
AYINKMDRIGADFFRVLEMINRNLGQKACAIQLPVGVEDSFVGVIDLVRMKAYTYHDELG  191

Query  150  
ADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
             DI  ++      E  L   TD+  + A  E ++ +LE+Y+ G+ I   +LV   +
++  
Sbjct  192  LDIRERELTGEEKEEALRWRTDLIEFLA--
ERDESILERYLEGQEIPELELVAAIRQQTL  249

Query  210  DASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALC  250
               L PV  GS+ +  G+Q L+DA             V G+    GE+         
+  
Sbjct  250  
ANELVPVLCGSSFRNRGVQFLLDAVVDYLPSPLDIPPVAGVDPVTGEEVIRAASKDESFS  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLR---LRDTVALAGREKL-
KITEMRIPSKGEIVRTD  306
               FK+       +  Y R+YSG ++   L   V    +E+L +I  M    + E+    
Sbjct  310  
ALSFKIAVDPYVGKLTYFRVYSGVVKTGSLVYNVRKGRKERLSRILRMHANHREEVAE--  367

Query  307  TAYPGEIVI-LPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             A  G+IV  +        D L D   P  L    +   P P++   I PKT A  
ER+ 
Sbjct  368  -ASAGDIVAGVGLKETTTGDTLSDEKCPILLEAMTF---
PEPVISVAIEPKTKADEERIS  423

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +AL +LA+ DP  +  +D  T + I+S +G + LEV+   L  ++K+   V  P V 
Y E
Sbjct  424  
EALQRLAEEDPTFKTFIDPETGQSIISGMGELHLEVIVDRLVREFKVNANVGRPQVSYKE  483

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +           +      +  + L V+PL+ G G ++    S G + + F  A
+  G
Sbjct  484  
TIKGTGRGEGKFIRQSGGRGQYGHVLLQVSPLAQGEGFRFIDATSGGVVPKEFIPAIEAG  543



Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            IR  +E G+  G+ V D ++    G Y+   S+   F+  A +  + +L ++G  
LLEP 
Sbjct  544  
IREAMEAGIMAGYPVVDVEVKLIGGSYHEVDSSEIAFKVAASMAFKDSLDKAGPVLLEPV  603

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+E+   A  D       +   +  K      G +P   +  Y TDL   
T G
Sbjct  604  
MDIEIVVPEEHTGDAISDLNARRGRVLGLEENKGIRTIRGYVPLSEMFGYATDLRSLTQG  663

Query  600  RSVCLTELKGYQ  611
            R     +   Y+
Sbjct  664  RGTFTMQFSHYE  675

>WP_026958960.1 elongation factor G [Aliagarivorans taiwanensis]
Length=694

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 194/669 (29%), Positives = 309/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTSTERILKLTGKIHKTGEVHDGAATTDFMEQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRLNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V++ L+A+                   ++ Q   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVDQVKNVLAANPLVMTLPIGIEDDFTGVVDVLSQKAYIWDDSGL  188

Query  167  EEN---TDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TDI             +  ++ +E +D+L+  Y+ GE  S E + R  +   
+ 
Sbjct  189  
PENYEVTDIPEDMVEKAAEYREQLIESAVEMDDELMMAYMEGEEPSLEDIKRCIREGTRT  248



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP + GSA K  GIQ ++DAV            QP+ ++ +    G V         
Sbjct  249  
MAFFPTFCGSAFKNKGIQLVLDAVVDYLPSPTEVDAQPLTDEETGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG +    T+   A    E++ ++ EM    + 
EI   
Sbjct  309  RALAFKI-
MDDRFGALTFIRIYSGKMEKGMTILNSATGKTERIGRMVEMHADERNEI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  365  
SSAQAGDIIAVVGMKNVQTGHTLCDPKHPCTLEPMIFPEPVISIAVAPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  
G +
Sbjct  485  
TQELEDSYTHKKQSGGSGQFGKIDYRIRPGEPGSGFTFSSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E+G L G+ V D ++    G +++  S+   F   A     Q+L ++G 
QLLEP + 
Sbjct  545  
VMMEEGPLAGFPVLDLEVELFDGAFHAVDSSAIAFEIAAKGAYRQSLPKAGPQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGATGVRIKGEVPLAEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFAHY  673



>WP_020162682.1 elongation factor G [Cycloclasticus pugetii]
Length=694

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 193/676 (29%), Positives = 307/676 (45%), Gaps = 
76/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGEATTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCEWNGHRMNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------------  154
              VIF+NK+D+ G D   VV  V + L A+ ++                           
Sbjct  126  
ARVIFVNKLDRMGADFYRVVDQVENVLDANPLVMVLPIGIEDDFTGVVDLLTRKAYVWDD  185

Query  155  -----KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREE  204
                   TVS  P  + ++   +E +     +  +E +D L+E Y+ GE  S + + 
R  
Sbjct  186  SGQPENYTVSEPPADMADK---
VEEYREKLIEMAVEQDDDLMEAYLEGEEPSMDDIKRCI  242

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIG  242
            ++       FP Y GSA K  GIQ ++DAV                      TG F  
+ 
Sbjct  243  
RKGTIALDFFPTYCGSAFKNKGIQLVLDAVVDFLPNPTEVKPQPETDDEGKETGNFAIVD  302

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPS  298
            E+G   L    FK+     G    ++R+YSG +   DTV     G+ E++ ++ EM    
Sbjct  303  EKGP--LRALAFKIMDDRFGA-
LTFIRVYSGMMNKGDTVLNTFTGKTERIGRLVEMHADE  359

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + E+   + A  G+IV ++    V+    L DP           P P++   ++PK    
Sbjct  360  RIEL---
EGATAGDIVAVVGMKDVQTGHTLCDPKNPATLEPMVFPDPVISIAVSPKDKGG  416



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E++  A+ ++   DP  R E D  + E IL  +G + L++   +L   + ++  V 
+P 
Sbjct  417  
SEKMGIAIGKMIKEDPSFRVETDEDSGETILKGMGELHLDIKIDILKRTHGVDVSVGKPQ  476

Query  418  VIYMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K    S+T   +   +  +  I   + P   G G  +ES+V+ G + + 
+  
Sbjct  477  
VAYRETITKRLEDSYTHKKQSGGSGQFGKIDYVLEPAETGEGFSFESKVTGGNVPREYWP  536

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G    + +G L G+   D K+    G +++  S+   F   A     Q++ +
+G Q
Sbjct  537  
AVEKGFEKQMAKGVLAGYPCVDVKVTLMDGGFHAVDSSAVAFELAANGAYRQSMPKAGAQ  596

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            L+EP +   ++ P +++     D  +    I++       V    E+P   +  Y  
DL 
Sbjct  597  
LMEPIMKVDVFTPDDHVGDVIGDLNRRRGMIKSQDAGATGVRIKAEVPLSEMFGYIGDLR  656

Query  595  FYTNGRSVCLTELKGY  610
              T+GR     E   Y
Sbjct  657  TMTSGRGQFSMEFVHY  672

>WP_063440045.1 elongation factor G [Bacillus badius]
 KZR60549.1 elongation factor G [Bacillus badius]
Length=692

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 186/666 (28%), Positives = 305/666 (46%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   



WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPE----
IVLEE----------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E    I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVGTINDRLMANAHPIQLPIGAEDEFRGIIDLVEMKATFYGNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T+IE  D                  A+ E +++++EKY+ GE ++  ++    ++   
+ 
Sbjct  192  
TEIEVGDIPEDMQDQAEEYREKLIEAIAEFDEEIMEKYLGGEEVTIPEIKAAIRKGTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              FPV  G+A K  G+Q ++DAV              G      E+        A     
Sbjct  252  
EFFPVLCGTAFKNKGVQLMLDAVIDYLPAPTDVPNIKGTLPDSDEEVTRPSSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGILNSGSYVQNSTKGKRERVGRILQMHANSREEISEVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P++  ++ PK+   ++++  
AL +L
Sbjct  372  DIAAAVGLKDTAT--
GDTLCDEKHLVILESMEFPEPVISLSVEPKSKGDQDKMTTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R E +  T ++++S +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAETNPETGQVVISGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRSSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  TP   G+G ++E+ +  G + + +  AV+ G+   
L+
Sbjct  490  
QVEGKFARQSGGRGQYGHVWIEFTPNEEGAGFEFENGIVGGVVPREYIPAVQAGLEDALQ  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ + D K     G Y+   S+   F+  A + L+ A  +    LLEP +   
+ 
Sbjct  550  
NGVLAGYQLIDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVLLEPMMKVEVV  609



Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P EYL     D       +E  + + +  V    +P   +  Y T L   T GR     
Sbjct  610  
IPDEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRGTYSM  669

Query  606  ELKGYQ  611
                Y+
Sbjct  670  HFDHYE  675

>WP_050402249.1 elongation factor G [Bradyrhizobium embrapense]
Length=690

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 191/666 (29%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F NK+D+ G D    +  + D+L A  I            K  V L             
Sbjct  132  
VFANKMDKTGADFFKCLSDIVDRLGAKPIAIQLPIGAENNFKGLVDLVKMKGIVWNDESL  191

Query  162  ---------PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     PE ++E+  +   +  +A +E +D  +  Y+ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPEDLVEQAKEYREKMVEAAVELDDDAMAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGTDEDGNEVVRHADDKEPLALL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L+    V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILQSGTGVINSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPGKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASH  430
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K   
H
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILKRTYKVDANIGAPQVAFRERVTKRVEH  491

Query  431  --
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
              T   +      +A++ L V P   G G ++ES++  G + + +   V  G+   
L  G
Sbjct  492  
SYTHKKQTGGTGQFAAVTLIVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLESVLSSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ + D K+    G ++   S+   F         +AL+   + LLEP +   
+  P
Sbjct  552  
VVAGFPIVDVKVQLIDGKFHDVDSSALAFEIATRACFREALQMGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D     + I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRSQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_079346409.1 elongation factor G [Vagococcus martis]
 OPF87698.1 translation elongation factor G [Vagococcus martis]
Length=695

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 198/678 (29%), Positives = 313/678 (46%), Gaps = 



78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKLGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFCNKMDKTGADFLYSVKTIHDRLQANAHPIQLPIGSEDNFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+  D                  AV E ++ L+EKY+ GE I+ E+L +  
+R  
Sbjct  189  
DLGTDIQETDIPEEYVDMANEWREKLVEAVAETDEDLMEKYLEGEEITEEELKQGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPAPTDVEAIKGIDTKTDEETERPSTDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSGTL     V  A ++K     +I +M   S+ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGTLDSGSYVLNASKDKKERIGRILQMHANSREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             T Y G+I      +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  STVYAGDIAA----AVGLKDTTTGDTLCALDAPVVLESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  



P 
Sbjct  419  
QDKMGIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    P+  A      +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
VSYRETFRAPMTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K
++  
Sbjct  539  
PAVEKGLEDSMANGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAQP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++ L             +E  +   +  +    +P   +  Y 
T L
Sbjct  599  
VILEPMMKVTITVPEDNLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTL  658

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   +     Y+
Sbjct  659  RSSTQGRGTFMMVFDHYE  676

>WP_005880821.1 MULTISPECIES: elongation factor G [Enterococcus]
 EMS74559.1 elongation factor G [Enterococcus durans IPLA 655]
 EOT33811.1 elongation factor G [Enterococcus durans ATCC 6056]
 EOU25442.1 elongation factor G [Enterococcus durans ATCC 6056]
 AKX85819.1 elongation factor G [Enterococcus durans]
 AKZ47197.1 elongation factor G [Enterococcus durans]
 KST53129.1 elongation factor G [Enterococcus faecium]
 OQO82132.1 translation elongation factor G [Enterococcus durans]
 ASV95021.1 elongation factor G [Enterococcus durans]
 PEH46134.1 elongation factor G [Enterococcus durans]
Length=695

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 308/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V ++ D+L A+                I   V++  EI   
+  
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVTMKAEIYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E ++ L  KY+ GE I+  +L    +R   
+ 
Sbjct  192  
TEIEEREIPEEYRELAEEWREKLVEAVAETDEDLTLKYLEGEEITEAELKEGIRRATLNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
DFYPVLCGSAFKNKGVQLLLDAVLAYLPSPLDIPAIKGIDPKTDEEVERPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLKSGSYVQNATKGKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQVAIEPKSKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNVETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRSG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVETGLKDAM  548



Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S    FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P++YL             +E  + +   + V    +P   +  Y T L   T 
GR   
Sbjct  609  
VIPEDYLGDVMGHVTARRGRVEGMEARAGGQQVVRAMVPLAEMFGYATTLRSATQGRGTF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  TMTFDHYE  676

>WP_035793477.1 GTP-binding protein [Butyrivibrio sp. AE3006]
Length=890

 Score = 254 bits (648),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 194/623 (31%), Positives = 312/623 (50%), Gaps = 
48/623 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI---QA  58
            K +NIGI AHVDAGKTTL+E+LL+ SGAI + G V+ G T  DT  LER RGITI   
QA
Sbjct  9    
KHLNIGIYAHVDAGKTTLSEALLFTSGAIRKSGRVDHGDTFLDTHSLERSRGITIFSKQA  68

Query  59   
AVTSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
             +T    +   V ++DTPGH DF AE  R++ VLD AIL+ISA DGV +Q  +L+  
L  
Sbjct  69   ELT--
LQNGTSVTLLDTPGHADFTAETERTMKVLDVAILIISAADGVTSQVSLLWRLLSH  126

Query  119  
MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAV  178
              +PT IF+NK+DQ G D   V + +R +LS+  ++  +V +S E   EE         
+
Sbjct  127  YQVPTFIFVNKMDQTGADKARVYEDIRKRLSSH-
VLDFSVDISSEDFQEE---------L  176

Query  179  IENNDKLLEKYI-
AGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
               +D+LL +Y+ +G  ++ +++       + D  LFP  +GSA K  G+  L + 
+   
Sbjct  177  ALCDDELLSEYLESGRHVTDDEI----
SALIADRKLFPCVFGSALKMEGVTELTELIERY  232



Query  238  -FQP-
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMR  295
              +P  GE+  A     V+K+     G R  ++++  GTL  RD +        K+ 
++R
Sbjct  233  ATEPEYGEEFGA----RVYKISRDSLGARITWMKITGGTLHPRDMIF-----
DEKVDQIR  283

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVR-----
LNDVLGDPTRLPRKRWREDPLPMLRTTI  350
            + S  +      A  G+IV +   S       L ++LG+   L +        P+L 
TTI
Sbjct  284  VYSGEKYELLMEAGGGKIVAVTGLSKTRAGQGLGNLLGETAELLQ--------
PILSTTI  335

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                   +  + + L  LA+ +PLL    +  T +I +  +G VQ+EV+  L  E+
+ ++
Sbjct  336  
MLPEDTDKFTVYNNLLTLAEEEPLLSVHKNDQTGDISVQIMGEVQMEVLKHLCKERFDID  395

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                  +++Y E    A     H E  P   +A + L ++P   GSG+ +++      
L 
Sbjct  396  IDFGPETIVYKETIRTAVEGVGHFE--
PLRHYAEVHLLLSPAEPGSGLIFDTDCKTDLLA  453

Query  471  QSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++QN +   +     +G L G ++TD +I    G  +   +   DFR      + 
Q L 
Sbjct  454  
RNWQNLIISNLEQLKIRGVLTGSDITDMRITVIGGRAHDKHTEGGDFREATLRAVRQGLM  513

Query  530  ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD-
EVVFTGEIPARCIQA  588
             + + LLEP   + +  P + + R   D  +   T    +VK+D   V TG +PA  
+  
Sbjct  514  
MTDSILLEPVYDYEIEVPGDCVGRVLSDMSRMNGTSNPPEVKEDGSSVITGTVPASELSG  573

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y   L  +T+G+      L+GY+
Sbjct  574  YSASLISFTHGQGRISLNLRGYE  596

>KXK00782.1 elongation factor G [Acidobacteria bacterium OLB17]
Length=698

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 189/676 (28%), Positives = 311/676 (46%), Gaps = 



66/676 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT +E +L+ +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  8    
KFRNIGIMAHIDAGKTTTSERILFYTGVSHKIGEVHEGTATMDWMEQEQERGITITSAAT  67

Query  62   SFQWHRC----
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W R     ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  68   
TCFWKRNGVEHRINIIDTPGHVDFTMEVERSLRVLDGAVAVFDGVAGVEPQSETVWRQAD  127

Query  118  
KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDA  177
            K  +P + FINK+D+AG   +    S+  +L A+ +  Q + +  E  L+   D+ 
A   
Sbjct  128  KYGVPRICFINKLDRAGASFERSFNSILTRLGANAVALQ-
IPIGEEDHLKGVVDLIAMKG  186

Query  178  VIEN-----------------------------------
NDKLLEKYIAGEPISREKLVR  202
            ++ N                                   +D L+ KY+ GE IS  
++ +
Sbjct  187  
LVWNDETKGAQYQEVDIPAELVDSAKEWREKLVEAAASVDDDLMMKYLEGEEISEAEVRK  246

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI------------------GE  243
              ++   +  + PV  GSA K  G+Q L+DAV   L  P+                    
Sbjct  247  
ALRKGTLELKIVPVVTGSAFKNKGVQTLLDAVVDYLPSPLDIPAVEGTNPKSDAVETRAA  306

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEI  302
                   G VFK+       +  ++R+YSGT+     V       K ++  + +    
+ 
Sbjct  307  
DAKEPFSGLVFKLMADKHLGQLAFVRIYSGTVNSGSYVYNTIKNSKERVGRLMLMHANKR  366

Query  303  VRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               ++A  GEIV +    SV   D + D T+       E P P++R  + PKT A 
++++
Sbjct  367  
EDVESASAGEIVAIGGMKSVTTGDTISDETKQIVLESMEFPDPVVRVAVEPKTRADQDKM  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  +   D  T + I++ +G + LE++   +  ++ +E  V +P 
V Y 
Sbjct  427  



GVALNRLAQEDPSFQVSTDHETGQTIIAGMGELHLEIIVDRMKREFGVEANVGKPQVAYR  486

Query  422  ER-PLKAASHTI-
HIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   + AA   I   +      +  + L + P + G G  +E +++ G + + F   
V +
Sbjct  487  ETITMPAAGKEIFKKQSGGRGQFGHVELEIEP-
APGEGFVFEDKITGGAIPRQFIKPVSE  545

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  + +G L G+ + D K    +G Y+   S    F     +  + A+K++   
LLEP
Sbjct  546  
GIQDAMRRGFLAGYELVDVKASLVFGSYHEVDSDERSFHIAGSLAFQDAVKKAKPVLLEP  605

Query  539  YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYT  597
             +   +  P+EY+     D  +    IE  + +   V V T  +P   +  Y TDL   
T
Sbjct  606  
IMRVEVVTPEEYMGSVNGDLNRRRGQIEKMEPRPGNVSVVTAFVPLSEMFGYTTDLRSAT  665

Query  598  NGRSVCLTELKGYQAA  613
             GR+      + Y  A
Sbjct  666  QGRATSSMHFERYAEA  681

>WP_062350794.1 GTP-binding protein [Herbidospora yilanensis]
Length=598

 Score = 248 bits (632),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 195/621 (31%), Positives = 289/621 (47%), Gaps = 
35/621 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M + NIGILAHVDAGKTT+TE +L+A+GA  + G V  GTT TD    ER RGITI 
AA 
Sbjct  1    
MTLRNIGILAHVDAGKTTVTERILFATGATYKQGEVHHGTTVTDFDPQERDRGITIFAAA  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  W   ++N++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
+  
Sbjct  61   
VTCHWQGTQINLIDTPGHVDFSDEVERSLRVLDGAVAVFDAVAGVEPQSEAVWRRADRYG  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P ++F+NK+D+ G DL + V+++R +L    ++       P +V          + 
V E



Sbjct  121  VPRIVFVNKMDRPGADLDATVEAIRRRLHPVPLVLG----RPGLV----------
EQVAE  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQ  239
             +  +L++Y    P + ++ +RE            V  GSA +  GI+ L+DAV   
L +
Sbjct  167  RHPDVLDEYPDVSPATLQRALRE---
LTLSGEAVVVLSGSAYRDQGIEALLDAVVAYLPE  223

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIP  297
            P  E  +    G VFKV      +R  +LR+YSGTLR  DTV     G+ +     
+RI 
Sbjct  224  PRAE--ARPFSGLVFKV-----
AERAAFLRVYSGTLRKGDTVLDTTTGKTERVSRILRIQ  276

Query  298  SKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +       D A  G+IV +    SVR    L DP             P++   +   
T A
Sbjct  277  ADRH-
TDIDRAEAGDIVAVTGPRSVRTGTTLADPAAPLVLEPPSTTEPVVSVAVEAATGA  335

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
            + +RL  AL +LAD DP +R   D  T + ILS LG + LEV    +     L   
V  P
Sbjct  336  
EHQRLAVALARLADEDPSIRVRTDPETGQTILSGLGELHLEVAVEKIRRDRGLTIRVGAP  395

Query  417  SVIYMERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V   E  +   +  ++  V  +     +A + + V P        + S V  G + 
+ +
Sbjct  396  QVALRETVVAGVTGVLYRHVKQDGGAGQYAHVRIDVEPCD--
EPFAFASTVVGGRVPKEY  453

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G R  L +G L G  V   ++    G  +   S+   FR+   + L +AL
+   
Sbjct  454  
VKAVEQGCRDALTEGPLGGHPVMGLRVILTDGATHVKDSSELAFRTAGRLALREALRSCR  513

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP     +  P +       D       +   + +   VV T  +P   +  
Y T 
Sbjct  514  
MAVLEPVTEVTVTVPDDLAGGVLGDLAARKGQVSGTEARPGTVVITATVPLAEVFGYATR  573

Query  593  LAFYTNGRSVCLTELKGYQAA  613
            L   T GR    T   GY  A



Sbjct  574  LRSRTQGRGAFTTRPAGYAVA  594

>WP_070123547.1 elongation factor G [Alteromonas confluentis]
 OFC72320.1 translation elongation factor G [Alteromonas 
confluentis]
Length=695

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 196/683 (29%), Positives = 315/683 (46%), Gaps = 
72/683 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKDHRMNIIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEIVLEEN-TDIEA--
WD----  176
            IF+NK+D+ G D   VV  V+  L+A+ +++   + +  E     N  D++A  WD    
Sbjct  129  
IFVNKLDRMGADFYRVVGQVKKVLAANPLVMTLPIGIEDEFTGVVNLLDMKAYIWDDSGL  188

Query  177  --------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                        +E +D L+  Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEVVDIPADMVDKANEYREQMIETAVEQDDDLMMAYMEGEEPSLEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAALC---  250
             S FP Y GSA K  GIQ ++DAV                     +P GE  + ++    
Sbjct  249  
MSFFPTYCGSAFKNKGIQLVLDAVVDFLPSPTEVDPQDLTDEETGEPTGEVATVSVDEPF  308

Query  251  -GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+     G    ++R+YSG L   DT+   A    E++ ++ EM    + E
+   
Sbjct  309  RALAFKIMDDRFGA-
LTFIRIYSGKLNKGDTILNSATGKTERIGRMVEMHADERTELT--  365

Query  306  DTAYPGEIV-



ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ ++   +V+    L DP           P P++   + PK     E+
+  A
Sbjct  366  -
SAQAGDILAVVGMKNVQTGHTLCDPKNPCTLEPMIFPEPVISIAVKPKDKGANEKMSIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            + +L   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P V Y 
E  
Sbjct  425  
IGKLVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYRETI  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              P++  S+T   +   +  +  I   + P    SG  ++S V  G + + F  A+  
G 
Sbjct  485  TTPVE-
DSYTHKKQSGGSGQFGKIDYRIRPGEQNSGFTFKSTVVGGNVPKEFFPAIEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP +
Sbjct  544  
KGMMEEGPLAGYPVLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGPQLLEPVM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +++P++ +     D  +    I+  +     V    ++P   +  Y   L   
T+GR
Sbjct  604  
KVDVFSPEDNVGDVIGDLNRRRGMIKDQEAGATGVRIKADVPLSEMFGYIGHLRTITSGR  663

Query  601  SVCLTELKGYQAA---VGQPVIQ  620
                 E   Y A    V + VI+
Sbjct  664  GQFSMEFSHYSACPQNVAEKVIE  686

>WP_068806355.1 GTP-binding protein [Pediococcus parvulus]
 OAD64118.1 elongation factor G [Pediococcus parvulus]
Length=653

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 186/629 (30%), Positives = 307/629 (49%), Gaps = 
48/629 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY +G + + G V+ G    DT  LE++ GITI 
+  
Sbjct  1    
MKHIVAGIVAHVDAGKTTLSEAMLYRTGELRKLGRVDNGDAFLDTDDLEKKHGITIFSHQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q+H+ ++ ++DTPGH+DF A+  + L+VLD AILVISA DG+Q  TR L+  L 
+ +
Sbjct  61   
ASLQYHKLELTLLDTPGHVDFAAQTEQVLSVLDYAILVISATDGIQGYTRTLWRLLERYH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAV  178
            +PT IF+NK+D  G D  +V+  ++   S   I   + +        +NTDI  E  
+ +
Sbjct  121  VPTFIFVNKMDANGADRNAVLDQLQSVFSVGCIAFNSSA--------
DNTDISEEISEEI  172

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +D++LE ++    +  + +    +R ++   +FP Y+G+A K  G+  ++    
GL 
Sbjct  173  AMCDDEVLESFLDSGHLEDDTV----RRLIKQRKVFPCYFGAALKLTGVDQVL---
AGLD  225

Query  239  QPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            +   E       G+ VFK+ + + G+R  ++R+  G L  +D +     +  K  +
+R  
Sbjct  226  RWTSETKYPQEFGARVFKISHDEKGERLTWIRMTGGILHTKDVLV----
DDEKANQLR--  279

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGD-PTR-LPRKRWREDPL--
PMLRTTIAPK  353
                 V     + G   +L      +  + G  P + L  +   ++P   P+L   
+ PK
Sbjct  280  -----
VYNGDKFTGPQQVLAGGVCAVTGLTGTYPGQGLGNQHDGDNPTIQPVLNYALDPK  334

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL QL D DP L     S   EI +  +G +QLE++  +L E++ L
+   
Sbjct  335  N-
NDIHTCLTALRQLEDEDPQLHVSWSSHLQEIRIQIMGEIQLEILQQILLERFNLDVGF  393

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E S++Y E   K      H E  P   +A + L + P   GSG+ + +  SL  L 
+++
Sbjct  394  GEGSILYQETITKPVEGVGHFE--
PLRHYAEVHLLLEPAPTGSGLTFATDCSLDVLGKNW  451

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ V   +      G L G  +TD KI    G   +  S   DF+      + Q L    
Sbjct  452  



QHQVLANLHAKEHLGVLTGAPITDMKITLVGGRASNVHSVGGDFKEATWRAVRQGLMMLK  511

Query  529  KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV-------
KKDEVVFTGEI  581
            +    QLLEP+  F L   ++ + RA  D  +   + ET ++         +  + 
TG  
Sbjct  512  
QRDDCQLLEPWYQFRLEVGKDQVGRAMTDIQRMNGSFETPEMATGDNDPNSEMTLLTGVA  571

Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGY  610
            P   +Q Y  ++  YT+G+      + GY
Sbjct  572  PVSEMQGYAQEVRAYTHGQGQLECIIDGY  600

>WP_011100870.1 GTP-binding protein [Lactobacillus plantarum]
 YP_004888155.1 elongation factor G [Lactobacillus plantarum WCFS1]
 CCC77641.1 elongation factor G [Lactobacillus plantarum WCFS1]
 KZU35005.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZU75998.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 AUS72724.1 Tetracycline resistance protein TetO [Lactobacillus 
plantarum]
Length=672

 Score = 249 bits (637),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 197/628 (31%), Positives = 302/628 (48%), Gaps = 
38/628 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM   
TGL   
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----EVFPCYFGAALKLDGVDALM---
TGLDYW  233

Query  241  IGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
               Q +    G+ VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R
+ + 
Sbjct  234  TTPQLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNG  289

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +   T     G +  I      R    LG      +        P+++  +      
QR
Sbjct  290  TKYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQR  341

Query  359  ERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            E L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L      
Sbjct  342  
EELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGT  401

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L +
++Q+
Sbjct  402  GSILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQH  459

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KE  530
             V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+ 
Sbjct  460  
QVVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQR  519

Query  531  SGTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPA  583
               QLLEP+  F L   QE + RA  D  +         A    A         TG  
P 
Sbjct  520  
GDCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPV  579

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +Q Y   +  YT+G+      + GY+
Sbjct  580  AAMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_004334977.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]



 EGI73505.1 translation elongation factor G [Pseudoalteromonas 
haloplanktis 
ANT/505]
 KHM46257.1 elongation factor G [Pseudoalteromonas flavipulchra 
NCIMB 2033 
= ATCC BAA-314]
 KID37063.1 elongation factor G [Pseudoalteromonas distincta]
Length=694

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 189/668 (28%), Positives = 308/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGATPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVEKTDEYHEMLIETAVEQDDDLMEAYMEGEVPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTFCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRNELT---  364



Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
REIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMGEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_070379202.1 elongation factor G [Rhodococcus sp. WMMA185]
Length=700

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 185/666 (28%), Positives = 322/666 (48%), Gaps = 
69/666 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGVNYKIGETHDGASTTDWMEQEKERGITITSAAV  70



Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYFTVQTIIDRLGAKPLVLQLPIGAEDDFDGVVDLVEMKAITWRG  190

Query  157  TVSLSPEIVLEE-NTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV++  E  +EE   D+         +  + V E+++KL+EKY AGE +S E++    
++
Sbjct  191  
TVAIGAEPTIEEIPADLADKAAEYREKLLETVAESDEKLMEKYFAGEELSIEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQP--
IGEQGSAAL--------------  249
                + L+PV  GSA K  G+QP++DAV   L  P  IG     AL              
Sbjct  251  
MTVASELYPVLCGSAFKNKGVQPMLDAVIDYLPNPLDIGNVEGHALNKEDEILTRTPSKD  310

Query  250  ---CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+       +  ++R+YSG +     V  A + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKIAAHPFFGKLTFVRVYSGRIEPGAQVMNATKGKKERIGKLFQMHANKENPV  370

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D A  G I  ++        D L D +          P P+++ +I PKT + 
+E+L
Sbjct  371  ---
DEAVAGHIYAMIGLKDTTTGDTLCDQSNPIVLESMSFPDPVIQVSIEPKTKSDQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP    E+D  T + ++  +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  428  
GTAIQKLAEEDPTFSVELDDETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPL--
SLGSGVQYESRVSLGYLNQSFQNA  476
            E   + +     T   +   +  +A + +++ P     G+  ++E++V+ G + + 
+  +
Sbjct  488  
ETITKTVDKHEFTHKKQTGGSGQFAKVIIALEPFVGEDGATYEFENKVTGGRVPREYIPS  547



Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G +  ++ G L G+ + + K+    G Y+   S+   F+      L++A ++
+G  +
Sbjct  548  
VDAGAQDAMQYGVLAGYPLVNMKLTLLDGAYHDVDSSEMAFKVAGSQALKEAARKAGPVI  607

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P+EY+     D       I+  + +    V    +P   +  Y  
DL  
Sbjct  608  
LEPLMAVEVTTPEEYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFGYIGDLRS  667

Query  596  YTNGRS  601
             T GR+
Sbjct  668  KTQGRA  673

>WP_062567513.1 elongation factor G [Pseudoalteromonas arabiensis]
Length=695

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 308/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI-----
VLEENTDIEAWD--  176
            IF+NK+D+ G D   VV  V   L A+ +++   + +  +      VLE+   +  
WD  
Sbjct  129  IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFCGVVDVLEKKAYV--
WDDT  186

Query  177  ----------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                                        + +E ++ L+  Y+ GE  S E + R  
++  
Sbjct  187  



GLPENYEVQDVPADMVDKVDEYHEMLVESAVEQDEDLMMAYMEGEEPSLEDIKRCIRKGT  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA---  248
            +D + FP + GSA K  G+Q ++DAV                     +P GE  + 
+   
Sbjct  247  
RDLAFFPTFCGSAFKNKGMQLVLDAVVDYLPSPTEVDPQPLTDPETGEPTGEVATVSADE  306

Query  249  -LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIV  303
             L    FK+   D      ++R+Y+G ++  DTV   A    E++ ++ EM+   + 
EI 
Sbjct  307  PLKALAFKI-
MDDRFGALTFIRIYAGRMKKGDTVLNSATGKTERIGRMVEMQADDRNEIS  365

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                A  G+I+ ++   +V+    L DP           P P++   +APK     
E++ 
Sbjct  366  E---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E VV +P V 
Y E
Sbjct  423  
IAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELVVGQPQVAYRE  482

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K    S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  G
Sbjct  483  
TITKEIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFTSSVVGGNVPKEFWPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +E+G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  543  
FKSMMEEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  602

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSG  662

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  663  RGQFSMEFSHY  673



>WP_092978358.1 elongation factor G [Ruminococcus bromii]
 SCY60322.1 elongation factor G [Ruminococcus bromii]
Length=699

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 191/686 (28%), Positives = 312/686 (45%), Gaps = 
97/686 (14%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G +  D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGVNHKIGETHDGASTMDWMAQEKERGITITSAATTAF  71

Query  65   WHRCK-------
VNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W   K       +NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    
Sbjct  72   
WRGSKQQYKPHRINIIDTPGHVDFTVEVERSLRVLDGSVTVLCAKGGVEPQSETVWRQAD  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPE  163
               +P ++++NK+D  G +   VVQ ++D+L  + +              I   V+
+  E
Sbjct  132  
NYGVPRMVYVNKMDIMGANFYHVVQMMKDRLKCNAVPIQLPIGAESDFTGIIDLVTMKAE  191

Query  164  IVL-EENTDI------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREE  204
            I   E+ TD                   +  ++V E ++ L+EKY  GE I+ +++ 
+  
Sbjct  192  
IYHNEDGTDFSEEEIPENMKDLAEEYREKLIESVAELDEDLMEKYFGGEEITIDEIKKVI  251

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ------G  245
            ++   D ++ PV  GS+ +  G+Q L+DA+              G     GE+       
Sbjct  252  
RKATIDNTMVPVTCGSSYRNKGVQMLLDAIVDYMPAPTDVPAIKGTDPETGEEVERKSSD  311

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGE  301
            S       FK+       +  + R+YSGT++   TV  +     E++ +I +M    
+ +
Sbjct  312  
SEPFAALAFKIATDPFVGKLCFFRVYSGTIKTGTTVYNSVKDDNERMGRILQMHANDRKD  371

Query  302  IVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            I   D  Y G+I   +   +    D L D          E P P++R  I PKT A 



+E+
Sbjct  372  I---
DCVYAGDIAAAVGLKNTTTGDTLCDEKAPVILESMEFPEPVIRVAIEPKTKAGQEK  428

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  +  P 
V Y
Sbjct  429  
MGIALAKLAEEDPTFRAYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANIGAPQVAY  488

Query  421  MERPLKAAS---------------
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             E   K AS                 + I V PNP              G G ++ 
+ + 
Sbjct  489  KETIRKEASVDEKYARQSGGKGQYGHVKINVFPNP--------------
GKGYEFVNNIV  534

Query  466  LGYLNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
             G + + +  AV  GI+  +  G+  G+NV D K+    G Y+   S+   F+    
+  
Sbjct  535  
GGAIPKEYIPAVDQGIQGAMLSGVVAGYNVVDVKVELYDGSYHEVDSSEMAFKIAGSMAF  594

Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            + A+K++   LLEP +   +  P+EYL     D       I++ +           
+P  
Sbjct  595  
KSAMKKADPVLLEPIMKVSVITPEEYLGDVIGDLNSRRGMIQSMEADNGVQRVIAHVPLS  654

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGY  610
             +  Y TD+   T GR   + E   Y
Sbjct  655  EMFGYATDMRSKTQGRGQYVMEPDTY  680

>WP_084099224.1 elongation factor G [Aerococcus suis]
 SMC42958.1 elongation factor G [Aerococcus suis]
Length=698

 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 182/672 (27%), Positives = 307/672 (46%), Gaps = 
66/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E+ RGITI 
+A T
Sbjct  10   
KTRNIGIMAHIDAGKTTTTERILYYTGRIYKIGETHDGGSQMDWMEQEKDRGITITSAAT  69

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDG++ ++ A+ GV+ QT  ++       
+
Sbjct  70   
TAQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGSVALLDAQSGVEPQTETVWRQATTYRV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P ++F+NK+D+ G +    V ++ ++L A+                    I +K  
+  S
Sbjct  130  
PRIVFVNKMDKLGANFLYSVDTLHERLQANAHPVQLPIGAEDDFQGIIDLITMKAEIYTS  189

Query  162  PEIVLEENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             +    E  DI        E W     +A+ + N+ ++  Y+ GE IS ++L    
+   
Sbjct  190  
DDGSEYEERDIPEEYQEEAEKWRTNLIEAIADLNEDIMMSYLEGEEISEDELRAAIREAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------
TGLFQPIGEQG-------------SAA  248
             +   +PVY GSA K  G+Q ++D V       T +   +G +               
A 
Sbjct  250  
CNVEFYPVYCGSAFKNKGVQLMLDGVIDYLPAPTDVPPIVGHKADNEEEEFEVRADDDAP  309

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGTL     +  A ++K     +I  M   S+ 
EI  
Sbjct  310  
FAALAFKVMTDPYVGRLTFFRVYSGTLESGSYIQNATKDKRERVGRILLMHANSRSEI--  367

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             D  + G+I   +        D L D          E P P++   I P T A ++
++  
Sbjct  368  -
DKVFSGDIAAAVGLKDTGTGDTLCDTDNKVILESMEFPEPVIEVAIEPDTKADQDKMSV  426

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R   +  T + +++ +G + L+++   L  ++ +E  V  P V 
Y E 
Sbjct  427  
ALGKLAEEDPTFRATTNRETGQTVIAGMGELHLDIIVDRLKREFNVEASVGAPQVSYRET  486

Query  424  ---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               P +A    +  +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  487  FTVPTEAQGKFVR-
QSGGKGQYGDVWIEFTPNDEGAGFEFENAIVGGVVPKDYIPSVEAG  545



Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  ++ G+  G+ + D K     G Y+   S+   F+  A + L  A K++   
+LEP 
Sbjct  546  
LKDAMKNGVIAGFPMVDVKAKLYDGSYHDVDSSETAFKVAASLALRNAAKKAEPAILEPM  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL             IE  + + + ++    +P   +  Y T L   
T G
Sbjct  606  
MKVDILVPEEYLGDVMGHVSARRGRIEGQENRGNALMINSTVPLSEMFGYATTLRSSTQG  665

Query  600  RSVCLTELKGYQ  611
            R         Y+
Sbjct  666  RGTFTMTFDHYE  677

>WP_056984447.1 GTP-binding protein [Lactobacillus oris]
 KRM15516.1 translation elongation factor g [Lactobacillus oris DSM 
4864]
Length=646

 Score = 249 bits (635),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 198/632 (31%), Positives = 303/632 (48%), Gaps = 
62/632 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I  G++AHVDAGKTTLTE+LLY +G + + G V+KG++  D   LE+QRGITI    
T
Sbjct  3    
KQIIGGLVAHVDAGKTTLTEALLYQAGQLRQLGRVDKGSSFLDPDQLEKQRGITIFTHQT  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  + +  + ++DTPGH+DF A+  + L VLD A+LVISA DG+Q  TR L+  L 
+ ++
Sbjct  63   
ALDYQKLHLTLLDTPGHIDFAAQTEQVLQVLDYAVLVISATDGLQGSTRTLWDLLAQYHV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IFINK D  G D+ +V++ ++  LSA  +         +   +  T     +A
+   
Sbjct  123  PTFIFINKTDSVGADVPAVIKQLQSSLSAACV---------
DFTGKTPTTGATAEAIAMQ  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +D +LE Y+A + ++ +++    Q  +Q   LFP Y GSA K  GIQ L+D   GL 



Q  
Sbjct  174  DDAVLESYLANDCLTEQQV----QSLIQQRKLFPCYAGSALKLTGIQELLD---
GLAQWT  226

Query  242  GEQGSAA--LCGSVFKVEYTDCGQRRVYLRLYSGTLRLR---------
DTVALAGREKLK  290
             E  S        VFK+ + D G R  ++R+ SG L  +         D + +    
K  
Sbjct  227  
VETPSTGDQFAARVFKISHDDRGNRLSWVRVLSGQLVAKREVLPGEKADQLRVYNGSKFS  286

Query  291  ITEMRIPSKG--
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRT  348
            I +  IP+ G   I    ++YPG+              LG  T  P+ R +    P
+L  
Sbjct  287  I-QQSIPAGGVCAITGLTSSYPGQ-------------GLGQATTAPQPRLQ----
PVLSY  328

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I       R   L AL +LAD +P L+ E  S   E  +  +G VQ EV+  LL+
++Y 
Sbjct  329  AIKIDNDNPRP-
YLAALRELADEEPQLKVEWLSELQEARVQLMGTVQKEVLEQLLAQRYG  387

Query  409  LETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
            L+       +++ E   RP++   H       P   +A + L + P   GSG+ + 
S   
Sbjct  388  LQVQFTNGQILHRETIDRPVEGVGH-----
FEPLRHYAEVHLRLEPAPRGSGLTFTSHCR  442

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               L+ ++Q  V   +     +G L G  +TD +I    G      S   DFR      
+
Sbjct  443  
EEVLSHNWQQQVMASLGAKEHRGVLIGAPLTDVQITLVGGKGSIVHSVGGDFREATWRAV  502

Query  525  EQALKESGTQ----LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTG  579
             Q L E   Q    LLEP+  + L  PQE + RA +D  +  A  +  +     +   
TG
Sbjct  503  
RQGLMELRAQKWCVLLEPWYHYRLTVPQEEVGRAINDLQQMGADFKLTESGAGPLTTITG  562

Query  580  EIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              P   ++ Y   +  Y  G+      + GY+
Sbjct  563  SGPVATMRDYAITVRNYNRGQGQLECVVDGYR  594

>WP_057891254.1 elongation factor G [Lactobacillus nantensis]
 KRM18137.1 elongation factor G [Lactobacillus nantensis DSM 16982]
Length=698



 Score = 250 bits (639),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 180/668 (27%), Positives = 308/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+ +
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAATTAE  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGAI V+ A+ GV+ QT  ++       
+P +
Sbjct  74   
WKGNRINIIDTPGHVDFTIEVERSLRVLDGAITVLDAQSGVEPQTENVWRQASTYGVPRI  133

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
            +F+NK+D+ G +    V ++ ++L A+    Q                            
Sbjct  134  
VFVNKMDKIGANFDYSVDTLHERLQANAHAVQMPIGAEDKFEGVIDLIEMKADLYDEDEL  193

Query  157  -----TVSLSPEIVLE-
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                 TV +  E   E E    E  +AV + +D +++KY+ GE IS +++    ++   
+
Sbjct  194  
GTKWDTVDVPDEYRAEAEKKRSELIEAVADVDDDIMDKYLEGEEISNDEIRAAIRKATIN  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG------------------
EQGSAALCG  251
               FPV  GSA K  G+Q LMDAV   L  P+                      S    
G
Sbjct  254  
LKFFPVLAGSAFKNKGVQMLMDAVVDYLPSPLDVRPYKATNPKDDSEVELMADDSKPFAG  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FK+       R  Y+R+Y G+L     V  + ++K     ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTYIRVYRGSLESGSYVLNSTKDKRERVGRLLQMHSNHRKEIPEV--  371

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I  ++   +    D L D +        + P P+++ +I P +   R+++  
A+ 
Sbjct  372  -
FSGDIAAVIGLKNTTTGDSLTDASDPLVLESLDIPDPVIQVSIEPNSKEDRDKMDIAIQ  430

Query  367  



QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L++ DP  + E +  T E +++ +G + L+++   +  ++ +   V EP V Y E   
+
Sbjct  431  
KLSEEDPTFQAETNPETGETLIAGMGELHLDIMVDRMKREFNVACKVGEPQVAYRETFTQ  490

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             AS       +      +  + +  TP   G G ++E  +  G + + +  +V  G
++  
Sbjct  491  
QASAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGLKES  550

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D K     G Y+   S+ A F+  A + L  A K +G  +LEP 
+   
Sbjct  551  
MENGVLAGYPLIDVKAKLYDGSYHEVDSSEAAFKIAASMALRNASKAAGAVILEPIMKVE  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL             +E  + + +  +    +P   +  Y T L   T 
GR   
Sbjct  611  
IVTPEEYLGDVMGQVTARRGRVEGMEARGNAQLINAFVPLAEMFGYATTLRSATQGRGTF  670

Query  604  LTELKGYQ  611
               +  Y+
Sbjct  671  TMTMDHYE  678

>WP_009383850.1 elongation factor G [Staphylococcus massiliensis]
 EKU47420.1 elongation factor G [Staphylococcus massiliensis S46]
 PNZ99110.1 elongation factor G [Staphylococcus massiliensis CCUG 
55927]
Length=693

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 178/662 (27%), Positives = 304/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NLGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +



Sbjct  72   
WDGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G D    + +++D+L+A+              K  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGADFDYSLSTLKDRLNANAKPIQLPIGSEDDFKAIIDLVEMKCFQYNNDLG  191

Query  173  ---------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                 E  +AV E ND+L+EK +  E IS ++L    ++   
D 
Sbjct  192  
TEIEEIEIPDSHKERAQEAREELIEAVAETNDELMEKVLEDEEISIDELKAAIRKATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF---------------QPIGE-----
QGSAALCG  251
              FPV  G+A K  G+Q +++AV                    P  E        A    
Sbjct  252  
EFFPVLCGTAFKNKGVQLMLNAVIDYLPSPLDVRAIVGHRSENPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ EI   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLSAGSYVKNSTKNKRERVGRLLQMHANSRQEI---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L +     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKETGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K          +      +  + +   P   G G ++++ +  G + + +  
+V  G
Sbjct  485  
TFKKGGKVQGKFSRQSGGRGQYGDVHIDFQPNETGGGFEFKNSIVGGVVPREYIPSVEAG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K     



+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAELFDGSYHDVDSSEMAFKIAASLALKEAAKTCEPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T+L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAFVPLSEMFGYATNLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_093523464.1 elongation factor G [Pseudovibrio ascidiaceicola]
 SFL10441.1 elongation factor G [Pseudovibrio ascidiaceicola]
Length=691

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 185/658 (28%), Positives = 303/658 (46%), Gaps = 
64/658 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K N
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVALLDANAGVEPQTETVWRQADKYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENTDI-  172
            IF+NK+D+ G D    V+ +  +L A+ +  Q            V L     L  N 
+  
Sbjct  132  
IFVNKMDKLGADFYRCVEMIEKRLGANPVCLQLPIGAESEFAGVVDLMKMKALVWNGEAL  191

Query  173  -EAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              +WD                     A +E +++ +E Y+ GE  S EKL +  ++    
Sbjct  192  
GASWDELDIPADLADKAAEFRDKLIEAAVEIDEEAMEAYLEGEMPSNEKLQQLIRKGTIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------
QPIGEQGSAALCGS  252



                PV  G+A K  G+QPL+DAV                      + + E       
G 
Sbjct  252  
GDFVPVLCGTAFKNKGVQPLLDAVVDYLPSPVEVPAIKGIDAKTEEETVRESSDEEPLGM  311

Query  253  V-FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
            + FK+          + R+YSG L    +V       RE++ ++ +M   S+ +I   
D 
Sbjct  312  
LAFKIMNDPFVGSLTFARIYSGVLNKGSSVLNTVKGKRERVGRMMQMHSNSREDI---DV  368

Query  308  AYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            AY G+IV +         D L DP +       E P P++   + PKT   +E++  
AL 
Sbjct  369  
AYAGDIVAIAGLKDTTTGDTLCDPLKPVILERMEFPDPVIEIAVEPKTKGDQEKMGLALN  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R + D  + + I++ +G + L+++   +  ++K+E  +  P V Y E   
K
Sbjct  429  
RLAAEDPSFRVKTDEESGQTIIAGMGELHLDILVDRMKREFKVEANIGAPQVAYRETITK  488

Query  427  AA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A   +T   +      +A I LS+ P  +G+G ++ + +  G + + +   V  
GI   
Sbjct  489  
PADVDYTHKKQSGGTGQFARIKLSIEPNEIGAGFEFANTIVGGNVPKEYIPGVSKGIESV  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +  G L G+ + D K     G Y+   S+   F         +A+ ++G +LLEP 
+   
Sbjct  549  
MSSGPLAGFPMVDIKATLTDGAYHDVDSSVLAFEIAGRAGFREAVAKAGPKLLEPIMKVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            +  P++Y+     D       I   + +    V T  +P   +  Y  +L   + 
GR+
Sbjct  609  
VVTPEDYMGDVIGDLNSRRGQIAGTENRGVVTVITAMVPLANMFGYVNNLRSMSQGRA  666

>WP_095266985.1 GTP-binding protein [Paenibacillus campinasensis]
 PAD73609.1 elongation factor G [Paenibacillus campinasensis]
Length=651

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.



 Identities = 175/622 (28%), Positives = 298/622 (48%), Gaps = 
41/622 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +G I++PG V+  +   D   +E++RGIT+ A      
+
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYMTGTIAQPGRVDHQSAFMDNHGIEKERGITVFADQAVMTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R + V+D A++VISA +GV+  T  ++  LR+  
IP  +
Sbjct  65   
NGSTYYLMDTPGHVDFSPEMERVIQVMDAAVVVISAVEGVEGHTGTVWQLLRRYGIPVFV  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-------DAV  178
            FINK+D+ G D++ V++ +R +LSAD  +           +EE  D  +        
+A+
Sbjct  125  FINKVDRVGADVRRVLEEIRRELSADACL-----------
IEEGDDFTSGVLRPALIEAI  173

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
             E ++ LL+ Y+  +    E      +  V++  ++P + GSA + +G+   M  +  
L 
Sbjct  174  AERDETLLDFYME-
QGYEAETWTEAMRTLVREGRIYPCFSGSALQNIGVSHFMKQLDVLT  232

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMR  295
            +    +        V+K+ + D G R  Y++  SG+L++RD +    G E +  K
+T +R
Sbjct  233  E-
TNYRSEGEFAARVYKIRHDDAGTRLTYMKAVSGSLQIRDELEYHTGSEVVTEKVTGIR  291

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT------  349
              +   +   D    GE+  +    +           L  K   E  +P L++       
Sbjct  292  WVNGSRLSSVDKVKAGELFAVT--GITAAGAGDGVGALSGKTVYE-
LVPALKSKVEFDSD  348

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I PK   +  RLLDA       DP L  + +    EI +  +G +QLEV+  ++ E
++  
Sbjct  349  IHPKDMLRCFRLLDA------
EDPSLSVQWEEQVQEIHIHVMGVIQLEVLQRIVLERFGY  402

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
            +     P ++Y E   +      H E  P   +A + L + P   GSG+ + +      



L
Sbjct  403  QVAFGPPEILYKETIAEGTVGCGHFE--
PLKHYAEVHLKLEPGPRGSGIVFRNACHPDVL  460

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
              ++Q+ V   I     +GL  G  +TD ++    G  ++  +   DFR      L 
Q L
Sbjct  461  
PVNYQHLVEQHIGERDHRGLLTGSPLTDIQVTLLKGRAHNKHTHGGDFREATYRALRQGL  520

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++   LLEPY  F +     ++ R   D  +  A+ E  Q   D+VV  G  P   
+  
Sbjct  521  
EKTNNILLEPYYQFKIKVDTAFVGRLMSDLTRAKASFEPPQTLGDQVVVVGSAPVATMMN  580

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y  +LA +T+G+ +   +  GY
Sbjct  581  YSVELAAFTHGKGMISLQFGGY  602

>WP_073586817.1 GTP-binding protein [Anaerocolumna xylanovorans]
 SHO42993.1 small GTP-binding protein domain-containing protein 
[Anaerocolumna 
xylanovorans DSM 12503]
Length=886

 Score = 254 bits (648),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 190/619 (31%), Positives = 301/619 (49%), Gaps = 
40/619 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+LY SG I + G V+K     DT  LE++RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLSESMLYLSGKIGKLGRVDKKDAYLDTYELEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F     ++ ++DTPGH+DF AE+ R+L VLD A+LVIS  DG+Q  T+ L+H L 
K  
Sbjct  61   
AIFDIGETQITLLDTPGHVDFSAEMERTLGVLDYAVLVISGADGIQGHTKTLWHLLDKYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +FINK+DQ G +        +DKL     IK+   L    +  E+     ++ 
+  
Sbjct  121  IPVFLFINKMDQEGTN--------KDKL-----
IKELKQLEDGCINFEDETDGFYEQLAM  167



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ ++E Y+      R ++V+ ++  ++   +FP ++GSA K  G++ L+  +   
+  
Sbjct  168  CDEIMMESYL---ETGRIEMVQMKE-
AIKKRRVFPCFFGSALKVEGVEQLLHGIEK-YAT  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS--  298
            I    +      +FK+   + G R  +L+L  G L+++DT+     E+ K+ ++R+ 
S  
Sbjct  223  IPSYPN-EFGARIFKITRDEQGNRLTHLKLTGGRLKVKDTLTNGTWEE-
KVNQIRLYSGE  280

Query  299  ----KGEI-
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
                 GEI   +  A  G  +    + + +   +  P   P   ++          
I PK
Sbjct  281  KYEVAGEIEAGSICAAVGLSMTKAGEGLGIERAIHTPVLEPVLSYQ---------
IILPK  331

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                R  +L  L  L + +P L    D    EI    +G VQ+E++  L+  ++ +  
V 
Sbjct  332  DCDPR-
VMLPKLRCLEEEEPQLHIVWDEQLKEIQAQIMGEVQIEILCHLIESRFGIPVVF  390

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             +  ++Y E          H E  P   +A + L + P   GSG+ +    S   L 
+S+
Sbjct  391  GDGRIVYKETIADTVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLVFGLNCSEDILGKSW  448

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  +   +     +G L G  VTD KI    G  ++  +   DFR      + Q 
LKE+ 
Sbjct  449  
QRLILTHLEEKAHKGVLTGAAVTDMKITLVSGRAHNKHTEGGDFREATYRAVRQGLKEAK  508

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
            + LLEPY +F L  P+  + RA  D  K C T E AQ         G  P   ++ 
Y+ +
Sbjct  509  
SVLLEPYYTFQLELPERMVGRAMTDIEKMCGTSEIAQTHNGMAFLRGSAPVITMRNYQKE  568

Query  593  LAFYTNGRSVCLTELKGYQ  611
            +A YT G       LKGY+
Sbjct  569  VAAYTQGLGRLFCSLKGYE  587



>WP_054717766.1 elongation factor G [Lactobacillus manihotivorans]
 KRL41917.1 elongation factor G (EF-G) [Lactobacillus manihotivorans 
DSM 
13343 = JCM 12514]
Length=695

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 183/669 (27%), Positives = 312/669 (47%), Gaps = 
64/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAATTAF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  74   
WKDHRVNIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTENVWRQASTYSVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPEIVL  166
            +F+NK+D+ G D +  V+++ ++L A+                   +I+    L  
E  L
Sbjct  134  
VFVNKMDKIGADFEYSVKTLHERLGANAHAMQLPIGAEDNFEGIIDLIEMKADLYDEDAL  193

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                D+                +  +AV + +D +++KY+ GE I++++L    ++    
Sbjct  194  
GSEWDVVDIPDEYKDAAEAAHNDLIEAVADVDDGIMDKYLEGEEITKDELKAAIRKATLA  253

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------
EQGSAA---------LCG  251
               FPV+ GSA K  G+Q ++D V   L  P+          E G A             
Sbjct  254  
LEFFPVFAGSAFKNKGVQMMLDGVVDYLPSPLDVKPYNATDPETGDAVELTAGDDKPFAA  313

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDT  307
              FK+       R  ++R+Y+GTL     V  A    RE++ ++ +M    + EI     
Sbjct  314  
LAFKIATDPFVGRLTFIRVYTGTLESGSYVLNATKDNRERVGRLLQMHSNHREEIPEV--  371

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +   +    D L D          E P P+++ +I P +   R++L  



A+ 
Sbjct  372  -
FSGDIAAAIGLKNTTTGDSLTDVDHPLILESLEIPEPVIQVSIEPDSKEDRDKLDVAIQ  430

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L++ DP  + E +  T E +++ +G + L+++   +  ++K+   V  P V Y E   
K
Sbjct  431  
KLSEEDPTFQAETNPETGETLIAGMGELHLDIMVDRMKREFKVGAKVGAPQVAYRETFTK  490

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             AS       +      +  + +  TP   G G ++E  +  G + + +  +V  G
++  
Sbjct  491  
QASAQGKFVRQSGGKGQYGDVWVEFTPNEEGKGFEFEDAIVGGVVPREYIPSVEQGLKES  550

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +  G L G+ + D K     G Y+   S+ A F+  A I L+ A  ++G  +LEP 
+   
Sbjct  551  
MANGVLAGYPLIDVKAKLYDGSYHDVDSSEAAFKVAASIALKNAAPKAGAVILEPIMHVE  610

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL             +E  + + +  +    IP   +  Y T L   T 
GR   
Sbjct  611  
IVVPEEYLGDVMGQVTARRGRVEGMEARGNAQLINSMIPLAEMFGYATTLRSATQGRGTF  670

Query  604  LTELKGYQA  612
                  Y+A
Sbjct  671  TMTFDHYEA  679

>WP_049520835.1 elongation factor G [Streptococcus oralis]
Length=693

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 190/674 (28%), Positives = 318/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G +   F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPCEFIPAVE  541



Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>WP_046860327.1 elongation factor G [Sedimenticola thiotaurini]
 AKH21402.1 elongation factor G [Sedimenticola thiotaurini]
Length=692

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 195/667 (29%), Positives = 311/667 (47%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGESTMDFMDQESERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEENTD  171
            IF+NK+D+ G D   VV  +++ L A+ +++   + +  E+            V 
+E+ D
Sbjct  129  
IFVNKLDRMGADFYRVVDQIKNVLGANPLVMVLPIGVEDELKGVVDLLTRKAWVWDESGD  188

Query  172  ----------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                            +E +     +  +E +D+L+EKY+ GE  S E L R  ++    
Sbjct  189  
PMNYELQDVPADMVDKVEEYREMLVETAVEQDDELMEKYLDGEEPSIEDLKRCIRKGTIK  248



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGEQGSAALCGS---
VFKVEYTDCGQR  264
               FP Y GSA K  G+Q ++DAV       Q +  Q    L G+    F +   D   
R
Sbjct  249  
LDFFPTYCGSAFKNKGMQLVLDAVVDYLPNPQEVEPQPEVDLEGNETGKFAIVTPDAPLR  308

Query  265  RV-------------YLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTDT  307
             +             ++R+YSG L    TV  +  G+ E++ +I EM   S+ E+ 
R   
Sbjct  309  
ALAFKIMDDRFGALTFIRIYSGVLEKGMTVMNSFTGKTERIGRIVEMHADSRQELTR---  365

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A  G+IV ++   +V+    L DP           P P++  +I PK  A  E++  
AL 
Sbjct  366  
AQAGDIVAVVGMKNVKTGHTLCDPKDPATLEPMVFPDPVIAISITPKDKAAVEKMGIALN  425

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            ++   DP    E D  + E IL  +G + L++   +L   + ++  V +P V Y E   
+
Sbjct  426  
KMVQEDPSFYVETDEESGETILKGMGELHLDIKIDILRRTHGVDVTVGKPQVAYRETITQ  485

Query  427  AA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                S+T   +   +  +  I   + P   GSG Q+ES V  G + + +  A++ G    
Sbjct  486  
RVEDSYTHKKQSGGSGQFGKIDYIIEPGEPGSGFQFESVVVGGNVPKEYWPAIQKGFANS  545

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E+G L G+   D K+    G +++  S+   F   A     Q++ ++  QL+EP 
+   
Sbjct  546  
MEKGVLAGFPCLDVKVTLVDGAFHAVDSSAVAFEIAAKGAYRQSIPKAAPQLIEPIMKVD  605

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +Y P++++     D  +    I++       V    E P   +  Y  DL   T
+GR   
Sbjct  606  
VYTPEDHVGDVIGDLNRRRGMIKSQDTAPTGVRIKAEAPLSEMFGYIGDLRTMTSGRGQF  665

Query  604  LTELKGY  610
              E   Y
Sbjct  666  SMEFSHY  672



>WP_094585986.1 elongation factor G [Synechococcus sp. BO 8801]
Length=691

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 179/697 (26%), Positives = 310/697 (44%), Gaps = 
86/697 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHDGAAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG + V  A  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWKDNRINIIDTPGHVDFTIEVERSMRVLDGVVAVFCAVGGVQPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------
IKQTV  158
            P ++F+NK+D+ G +   V   ++D+L A+ +                       I  
T 
Sbjct  129  
PRIVFVNKMDRTGANFLKVYDQIKDRLKANAVPIQLPIGAEGDLKGIIDLVRNKAIIYTN  188

Query  159  SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I+ EE       +   W     ++V E +++L+E ++    +++E+L+R  
+  V
Sbjct  189  
DLGTDILEEEIPADMQDEAAEWRQKLMESVAETDEELIESFLENGELTQEQLMRGIRLGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE-----
QGSAALC  250
                + P+  GSA K  G+Q ++DAV              GL     E       
SA   
Sbjct  249  
LHHGMVPILCGSAFKNKGVQLVLDAVVDYLPAPVDVPPIHGLLADGSEATRACDDSAPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FKV   D   +  ++R+YSG L               R+   + L   E+ ++ 
E+R
Sbjct  309  ALAFKV-
MADPYGKLTFVRMYSGVLQKGSYVLNSTKDKKERISRLILLKADEREEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G ++       G+ + + SD + L  +               P P++   + 
PKT 



Sbjct  368  AGDLGAVLGLKDTTTGDTLCVDSDPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R   D  T++ +++ +G + LE++   +  ++K+E  
+  
Sbjct  415  
GDMEKLGKALQSLSEEDPTFRVSTDPETNQTVIAGMGELHLEILVDRMLREFKVEANIGA  474

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R           +      +  + + + P   GSG ++ +++  G + 
+ +
Sbjct  475  
PQVSYRETIRGSAKGEGKFARQTGGKGQYGHVVIEMQPGEPGSGFEFVNKIVGGIVPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
                  G++   + G+  G+ + D ++    G Y+   S+   F+    +  +  
+K+  
Sbjct  535  
IGPAEAGMKETCQSGVIAGFPMIDVRVTMVDGSYHDVDSSEMAFKIAGSLAFKDGVKKCN  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P++YL     D       +E   V   +     ++P   +  
Y T 
Sbjct  595  
PVLLEPMMKVEVEVPEDYLGSVIGDLSSRRGQVEGQSVDNGQSKVQSKVPLAEMFGYATQ  654

Query  593  LAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            L   T GR +   E   Y+     V + +I   + NS
Sbjct  655  LRSMTQGRGIFSMEFSHYEEVPRNVAEAIISKNQGNS  691

>WP_044895190.1 elongation factor G [Bacillus alveayuensis]
Length=692

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 305/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKIGEVHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       



+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVLEENT  170
            P ++F+NK+D+ G D    V+++ ++L A+    Q            + L   +    
N 
Sbjct  129  
PRIVFVNKMDKIGADFLYSVKTLHERLQANAHPVQLPIGAEDQFTGIIDLVNMVAYHYND  188

Query  171  DI----------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+                      +  +AV E +++L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGKDIQKIEIPEEYKDLAEEYRGKLIEAVAELDEELMMKYLEGEEITVEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 FPV+ GSA K  G+Q ++D V              G+     E+        
A  
Sbjct  249  
VSVQFFPVFCGSAFKNKGVQLMLDGVIDYLPSPVDVPPIKGVVPDTEEEVVRESSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGTL     V  + + K     +I +M    + 
EI   
Sbjct  309  
AALAFKIMTDPYVGKLTFFRVYSGTLDSGSYVMNSTKRKRERIGRILQMHANHREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      E P P++   I PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKHLVVLESMEFPEPVISVAIEPKSKADQDKMSQA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T + I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAWTDQETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETF  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K+A        +      +  + +  +P   G G ++E+ +  G + + +  A++ 
G+ 
Sbjct  486  
RKSAQVEGKFVRQSGGRGQYGHVWIEFSPNEEGKGFEFENAIVGGVVPKEYIPAIQAGLE  545

Query  483  YGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
LLEP + 
Sbjct  546  
DAMQNGVLAGYPIVDIKAKLFDGSYHDVDSSEMAFKVAASLALKNAAAKCDPVLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     D       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYLGDIMGDITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                    Y+
Sbjct  666  TFSMVFDHYE  675

>WP_101526608.1 GTP-binding protein [Clostridium botulinum]
 AUM88101.1 elongation factor G [Clostridium botulinum]
Length=651

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 166/611 (27%), Positives = 296/611 (48%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+  ++  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKSSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIKVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +     K+   +   +  EE +  E  + + E 
++ L
Sbjct  125  FINKIDRVGANAENVIEEIKLNFT-----KKAFFIDKSLSNEECSS-
ELIEFIAEQDECL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++ +  L +    
E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMKKLIKSNKIFPCFSGSALQDIGIEEFLENLHTLSYTEYNEE  237



Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +
Sbjct  238  --
EKFSGRVYKIRHDEQKNRLTYVKALSGSLKVKDEIALPNIEDDLCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++Y
Sbjct  352  
VLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ +   + P    SG+ +E+      L    QN 
VR  
Sbjct  412  KETILDIVIGYGHFE--
PLGHYSEVHFKLEPGERNSGITFENLCHTDDLTVGNQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G  +TD  I    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDINITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +    +  ++ V+  G  P      Y  +   
+T G
Sbjct  530  
YSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIENRVIIKGRGPVATFMNYSVEFISFTKG  589

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKFNFIFDGY  600

>WP_106491940.1 GTP-binding protein [Blautia sp. SG-772]
 PSJ05601.1 translation elongation factor G [Blautia sp. SG-772]
Length=918

 Score = 254 bits (649),  Expect = 4e-70, Method: Compositional 
matrix adjust.



 Identities = 183/622 (29%), Positives = 306/622 (49%), Gaps = 
39/622 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E +LY   AI + G V+      DT  LER RGITI 
+   
Sbjct  11   
KQITMGILAHVDAGKTTLSEGILYTCKAIRKLGRVDHQDAFLDTNTLERNRGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                    + ++DTPGH+DF AE+ R+L VLD  ILVIS  DGVQ  T  L+  L 
+  I
Sbjct  71   
ECTLGEFGITLLDTPGHVDFSAEMERTLQVLDYGILVISGADGVQGHTETLWRLLSRYQI  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAW-
DAVIE  180
            P  +FINK+DQ G D ++++  +++KL  +      V  S +   E+      W + 
V  
Sbjct  131  PVFLFINKMDQPGTDRETLLVELKEKLDTNC-----VDFSADQTSED------
WKEQVAV  179

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +++++E Y+ GE ISR ++    Q+ +++  LFP Y+GSA K  G++  ++    
L   
Sbjct  180  CDEQVMEAYLEGEEISRVQI----QKMIRERKLFPCYFGSALKLTGVKEFLED---
LKLR  232

Query  241  IGEQGSAALCGS-VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA-------
GREKLKIT  292
            I E       G+ ++K+     G+R  ++++  G L+++  ++         G  + 
K+ 
Sbjct  233  
IRESSYPESFGAKIYKITRDSQGERLSHMKITGGVLKVKSVLSNGKPGESGEGIWQEKVN  292

Query  293  EMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTT  349
            ++RI S  +         G +  +   +         P + L  ++  + P+  P
+L   
Sbjct  293  QIRIYSGEKYTMVSEVKAGTVCAVTGLTATY------
PGQGLGSEQASDMPVLEPVLSYR  346

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            I         + L  L QL + +PLL    +    EI    +G VQ+E++ +L+ E
++ +
Sbjct  347  
IGLPEEVNVHQTLLQLRQLEEEEPLLHIVWNGTLGEIYAQVMGEVQIEILKSLIKERFGM  406

Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469



                 E +++Y E  L+      H E  P   +A + L + P   GSG+ + +  S   
L
Sbjct  407  TVTFDEGNIVYKETILEPVEGIGHFE--
PLRHYAEVHLLLEPSETGSGLTFATDCSEDVL  464

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++++Q  +   +     +G L G  +TD KI    G  +   +   DFR      + 
Q L
Sbjct  465  
DRNWQRLILTHLEEREHKGVLLGAPITDMKITLLTGRAHIKHTEGGDFRQATYRAVRQGL  524

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            +++ +QLLEPY  F L  P E + R+  D  K     +  +++ +  V TG  P   
++ 
Sbjct  525  
RKAKSQLLEPYYEFRLEVPSEQVGRSMTDIQKMLGEFDPPKIEGEMTVLTGSAPVVTMRD  584

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y+ ++  YT+GR      LKGY
Sbjct  585  YQKEVISYTSGRGRLSCTLKGY  606

>WP_066249390.1 elongation factor G [Bacillus drentensis]
Length=693

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 310/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WHGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D    V ++ D+L A+     + I      +  I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVGTIHDRLQANAHPIQLPIGAEDQFTAIIDLVEMNAVFYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211



            TDIE                    +AV E +++L EKY+ GE I++E+L    ++   
+ 
Sbjct  192  
TDIEVREIPEEYKAQAEEYREKLIEAVAELDEELTEKYLGGEEITKEELKAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGSA---
ALCG  251
              +PV  GSA K  G+Q ++DAV                     + I E+ S+       
Sbjct  252  
EFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIKGHAVDDDEEIVERHSSDEEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSG L     V       RE++ +I +M   S+ EI 
+   
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGQLDAGSYVQNSTKGKRERVGRILQMHANSRQEISKV--  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +        D L D   L        P P+++ ++ PK+ A ++++  
AL 
Sbjct  370  -
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMVFPEPVIQLSVEPKSKADQDKMTTALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D  T +II++ +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  429  
KLQEEDPTFRAHTDQETGQIIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETFRA  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++ + +  G + + +  AV+ G
+   
Sbjct  489  
SAQVEGKFARQSGGRGQYGHVWIEFSPNDEGKGFEFVNGIVGGVVPREYIPAVQAGLEDA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            + +G L G+ + D K     G Y+   S+   F+  A + L+ A  +    +LEP 
+   
Sbjct  549  
IGRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCKPVILEPMMRVE  608

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+EYL             +E  + + +  V    +P   +  Y T L   T 
GR V 
Sbjct  609  
VVIPEEYLGDIMGQITARRGRVEGMEARGNAQVVRSMVPLSEMFGYATALRSSTQGRGVF  668

Query  604  LTELKGYQ  611



                  Y+
Sbjct  669  SMHFDHYE  676

>WP_096674901.1 elongation factor G [Fischerella sp. NIES-4106]
 BAZ66579.1 translation elongation factor G [Fischerella sp. 
NIES-4106]
Length=692

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 194/692 (28%), Positives = 314/692 (45%), Gaps = 
75/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P +IFINK+D+ G +   V + VRD+L  + I  Q    S    L               
Sbjct  129  
PRIIFINKMDRTGANFYKVYEQVRDRLRTNAIPIQLPIGSESDFLGLVDLVKMRAYIYGN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI   D                  AV E +D L+ KY  GE ++  ++    
++  
Sbjct  189  
DQGTDIREEDIPADMQDLVQEYRNKLIEAVAETDDDLMNKYFEGEELTEAEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ PV  GSA K  G+Q L+DAV                 P GE        +  
L 
Sbjct  249  
VAGTIVPVLCGSAFKNKGVQLLLDAVVDYLPAPPDVPAIQGTLPNGETVERHADDNEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +      +  
D   
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVVLKADNRIDVDELR  367



Query  310  PGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G++      +V L D L        G P  L        P P++   + PKT    
++L
Sbjct  368  AGDL----GAAVGLKDTLTGDTLTDEGSPVILESLFI---
PEPVISVAVEPKTKNDMDKL  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y 
Sbjct  421  
SKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYR  480

Query  422  ERPLKAASH---
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   K  +        +      +  + + + P   GSG ++ S++  G + + + 
+ V 
Sbjct  481  
ETIRKQVNRIEGKFIRQSGGKGQYGHVVIDLAPGEPGSGFEFVSKIVGGTVPKEYISPVE  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++   E G+  G+ + D K     G Y+   S+   F+    + +++A+ ++   
LLE
Sbjct  541  
AGMKETCESGILAGYPLIDVKATLIDGSYHEVDSSEMAFKIAGSMAMKEAVMKASPILLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+ +L     D       IE    ++     T ++P   +  Y TD+   
T
Sbjct  601  
PMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEQGIAKVTAKVPLAEMFGYATDIRSKT  660

Query  598  NGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             GR +   E   Y      V + +I   + N+
Sbjct  661  QGRGIFSMEFSHYDEVPRNVAEAIIAKSKGNA  692

>WP_057773323.1 GTP-binding protein [Pediococcus inopinatus]
 KRN62392.1 translation elongation factor (GTPase) [Pediococcus 
inopinatus]
 AVL00915.1 elongation factor G [Pediococcus inopinatus]
Length=656

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 184/623 (30%), Positives = 297/623 (48%), Gaps = 
35/623 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK I  GI+AHVDAGKTTL+ESLLY +G + + G V+ G    D+  LE++ GITI 
+  
Sbjct  1    
MKHIVAGIIAHVDAGKTTLSESLLYRAGELRKLGRVDNGDAFLDSDDLEKKHGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  +H   + ++DTPGH+DF ++    L+VLD AILVISA DG+Q  TR L+  L 
+ +
Sbjct  61   
ANLHYHNLDLTLLDTPGHVDFASQTEAVLSVLDYAILVISATDGIQGHTRTLWRLLERYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT +F+NK+D    D Q V+  ++   S   I   T     E+  + N +I        
Sbjct  121  VPTFVFVNKMDMDRADKQQVLDQLQTVFSQGCIDFSTG--
KTELSDDANEEIAM------  172

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND +LE ++    +  + + +  +RR     +FP Y+G+A K  GI P +D +      
Sbjct  173  RNDTVLESFLDIGNLDEDTVQQMIKRR----
EVFPCYFGAALKVAGIDPFLDGIERWTSE  228

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               +        VFK+ + + G+R  ++R+  GTL  +  +     E  K  ++R+    
Sbjct  229  T--EVKPDFAARVFKISHDEKGERLTWVRVTGGTLATKAILL----
EDQKANQLRVYDGA  282

Query  301  EI-
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +  V+ +    G   I           LGD         +    P+L   + PK      
Sbjct  283  KFTVQQNITDGGVCAITGLTGTYPGQGLGDEADGATPSIQ----PVLNYALDPK-
GQDIH  337

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
              L AL QL D DP L     S   EI +  +G +QLE++  +L E++ L+    E 
S++
Sbjct  338  
VCLTALRQLEDEDPQLHVSWSSHLQEIRVQIMGEIQLEILQQILLEQFNLDVGFGEGSIL  397

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E   +      H E  P   ++ + L + P   GS + ++++ +L  L +++Q+ 
V  
Sbjct  398  YKETITQPVEGVGHFE--
PLRHYSEVHLLLQPAPKGSSLTFDTQCALDVLGKNWQHQVLT  455

Query  480  GIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----
KESGTQ  534
             +R     G L G  +TD +I    G   +  S   DFR      + Q L    +  
G Q



Sbjct  456  
NLRSKEHLGVLVGAPITDMQITLVGGKASNVHSVGGDFREATWRAVRQGLMMLKERGGCQ  515

Query  535  LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE----
VVFTGEIPARCIQAYR  590
            LLEP+  F L   Q+ + RA +D  K   + +T ++  ++       TG  P   
+Q Y 
Sbjct  516  
LLEPWYQFRLEVGQDQVGRAMNDIQKMSGSFDTPEMTSNDDGALTTLTGVAPVSEMQDYA  575

Query  591  TDLAFYTNGRSVCLTELKGYQAA  613
             ++  YT+G+      + GYQA 
Sbjct  576  QEVRAYTHGKGQLECVICGYQAC  598

>CBK99301.1 translation elongation factor 2 (EF-2/EF-G) 
[Faecalibacterium 
prausnitzii L2-6]
Length=698

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 186/684 (27%), Positives = 316/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  4    
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  63

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  64   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  123

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  124  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  183

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     + V EN+++L+EKY+ GE 
I+R
Sbjct  184  
LVDMNAEVYYDDMGNDMRTEPIPEDMREQAEEYRNILVETVAENDEELMEKYLEGEEITR  243

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------



GLFQPIGEQ  244
            E+L    ++     +L PV  GS+ K  G+Q L+DA+              G+     
EQ
Sbjct  244  
EELKAAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVEDIKGVNPETEEQ  303

Query  245  GS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
             +      A      FK+       +  Y R+YSG +    TV  +    +E++ 
+I +M
Sbjct  304  
ETRPSSDEAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDSKERMGRILQM  363

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  364  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  417

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  418  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  477

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   K A+       +      +  + + + P   G G ++ + +  
G 
Sbjct  478  
ANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEAGKGYEFVNAIVGGA  537

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
+ A
Sbjct  538  
IPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLYDGSYHEVDSSEMAFSIAGSMAFKDA  597

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  598  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNSRRGQIQGMEAMAGTQRVNAFVPLAQMF  657

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  658  GYATDLRSKTQGRGQYVMEPSHYE  681

>CCX89585.1 small GTP-binding protein domain [Clostridium sp. CAG:



590]
Length=858

 Score = 253 bits (646),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 186/622 (30%), Positives = 302/622 (49%), Gaps = 
50/622 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+ESLLY SG I++PG V+      DT  LE+ RGITI 
+   
Sbjct  8    
KHICLGILAHVDAGKTTLSESLLYESGMIAKPGRVDDQDAYLDTDALEKTRGITIFSKQA  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               +   ++ +VDTPGH+DF AE+ R+L V+D A+LVIS  DGVQ  TR L+  L 
+ +I
Sbjct  68   
LISYKNTRITLVDTPGHVDFSAEMERALWVMDYAVLVISGADGVQGHTRTLWRLLDRYDI  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIE--
AWDAVI  179
            PT +F+NK+DQ   + + ++Q ++++L   ++              + +D+E   W   
I
Sbjct  128  PTFLFVNKMDQPAAEKEKLMQELKEQLDNGVV--------------
DFSDMENATWQEEI  173

Query  180  E-
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ++KL+E+Y+ GEP+ +E +      R     LFP ++GSA K  GI+ L+DAV    
Sbjct  174  AVCDEKLMERYLDGEPVEKEDVCELLASR----
KLFPCFFGSALKLNGIKELLDAVCKYT  229

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +    + + A    V+K+     G R  YL++ SG L ++D+         K+ +
+R+ S
Sbjct  230  RRF--RTTDAFGARVYKITRDAQGNRLTYLKITSGKLTVKDSFDQWNE---
KVNQIRLYS  284

Query  299  KGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK----  353
              +         G I  +   S  R    LG  T        +  LPML   +  +    
Sbjct  285  GEKYETVQQVGAGMICAVTGLSQSRPGQGLGVET--------
DAELPMLEPVLTYEVELP  336

Query  354  ----
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
                 A    +L +   +  +   L R +  SI     +  +G VQ+EV+  ++++
+Y++
Sbjct  337  DDVDAAVMLPKLKELEEEEPELHVLWREDTSSIQ----
VKLMGEVQIEVLQKMIAQRYQV  392



Query  410  
ETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                    ++Y E          H E  P   +A + L + P   GSG+Q+ +  S   
L
Sbjct  393  NVQFGTGQIVYKETIADTVEGVGHFE--
PLRHYAEVHLLMEPGEQGSGMQFLADCSEDVL  450

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            ++++Q  +   +      G L G  +TD +I    G  ++  +   DFR      + 
Q L
Sbjct  451  
DKNWQRLILTHLEEREHVGVLTGSAITDMRITVVSGRAHTKHTEGGDFRQATYRAVRQGL  510

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
             ++ + LLEPY SF +  P + + RA  D           ++  +  V +G +P   
+Q 
Sbjct  511  
MQAQSVLLEPYYSFRMEVPADMIGRAMMDVENMHGKFTQPELGTEMAVLSGSVPVSTMQN  570

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y+  L  YT GR      L+GY
Sbjct  571  YQVVLNSYTKGRGSLSCTLEGY  592

>WP_038175031.1 elongation factor G [Vibrio pacinii]
Length=695

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 191/673 (28%), Positives = 310/673 (46%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
TCEWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A+                   ++ +   
+  +
Sbjct  126  



ARLIFVNKLDRMGADFFNVVDQVKNVLGANPLVMTLPIGREDDFIGVVDVLSRKAYVWDD  185

Query  164  IVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN +I                E  +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
TGLPENYEIKDVPEDMVDELEQYREELVETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP Y GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLILDAVVDYLPAPAEVDPQPLTDPETGEPTGEVATVSVD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG ++  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGRMKKGDTILNSATGKTERIGRMCEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ I+   +V+    L DP           P P++   +APK     
E++
Sbjct  365  TE---
AQAGDIIAIVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVAPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +P++  S+T   +   +  +A I   + P    SG  ++S V  G + + F  
AV 
Sbjct  482  ETITQPVE-
DSYTHKKQSGGSGQFAKIDYRIKPGEPNSGYTFKSSVVGGNVPKEFWPAVE  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G    +E G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLE
Sbjct  541  
KGFGSMMETGVLAGFPTLDVEVELFDGGFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T



Sbjct  601  
PIMKVDVFTPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTIT  660

Query  598  NGRSVCLTELKGY  610
            +GR     E   Y
Sbjct  661  SGRGQFSMEFAHY  673

>WP_070083183.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 249 bits (637),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 297/627 (47%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      



QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGFQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_044929289.1 GTP-binding protein [[Clostridium] leptum]
Length=646

 Score = 249 bits (635),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 186/622 (30%), Positives = 296/622 (48%), Gaps = 
25/622 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
             IGILAHVDAGKTTL+E++LY   AI   G V+   +  D   +E+QRGIT+ +   
+F 
Sbjct  4    
TIGILAHVDAGKTTLSEAVLYHGKAIRAKGRVDYRDSFLDADAVEKQRGITVFSGQAAFS  63

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
                +  +VDTPGH DF  E+ R+L VLD A+LV+SA DGVQ  T  L+  L K  



IP  
Sbjct  64   
LGENQYYLVDTPGHADFAGEMERTLGVLDYAVLVVSAADGVQGHTATLWRLLEKNQIPVF  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
             F+NK+DQ G D +  +  +R++LS DI               E     A + +   
++ 
Sbjct  124  FFLNKMDQPGADGEKSLAELREQLSPDIYW-----------
FPEEGLEAAAEDLAALDEN  172

Query  185  LLEKYIAGEPISREKL-
VREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            LLE+Y+  E    EKL        ++   +FP + GSA    G+   ++ +  L +   
E
Sbjct  173  LLERYL--
ETGYDEKLWYGRTAELIRSRRVFPCFSGSALNDQGVIEFLEQMDRLTKTEYE  230

Query  244  -QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVA-
LAGREKLKITEMRIPSKGE  301
             +     CG V++V + + G R  +L++ SG L ++D VA L G +  KI E+R     
+
Sbjct  231  AKRDEPFCGRVYQVRHDEKGNRVSFLKVLSGALTVKDEVATLDGPQ--
KIDELRHYQGLK  288

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 TA  G +  +   +V+  + +G+    PR     +  P L   +        
+ +
Sbjct  289  FQTGKTAAAGSLCGVTGLTVKPGEQIGEAPCRPRL----
ETTPALTAKVEYGEGVPAKTV  344

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L+    L   +PLL    +    EI +  LG VQLE++  L++E+++ +    E  
V Y 
Sbjct  345  
LEEFKLLEAEEPLLNVSWEERLEEIRVHILGTVQLEILQELMAERFRRKIRFGECQVSYR  404

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L+++P   GSG+ +ES+     L++S+QN 
+R  +
Sbjct  405  ETIGNTVLGCGHFE--
PLRHYAEVHLALSPGKRGSGITFESKCPFDQLDRSYQNLIRTHV  462

Query  482  -
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                L   L G  +TD ++    G  +   +   DFR      L Q L ++ + 
LLEP+ 
Sbjct  463  
FERELRGVLIGAPLTDVRVTLLAGKAHEKHTEGGDFREAVYRALRQGLMQAESILLEPWY  522

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
            +F + A    L R   D  +     E  + +++ V   G  PA     Y  +LA 
+T G+
Sbjct  523  
AFRIQADSRQLGRILSDIQRLQGVFEPPRQQENRVTVNGRGPAAGFINYSRELAAFTKGK  582

Query  601  SVCLTELKGYQAAVGQPVIQPR  622
             +      GY+    Q  +  R
Sbjct  583  GMFSFRFDGYEPCQNQEELAAR  604

>WP_045540125.1 GTP-binding protein [Clostridium botulinum]
 KEI89879.1 elongation factor G [Clostridium botulinum B2 433]
 BAQ13893.1 putative tetracycline resistance protein [Clostridium 
botulinum]
Length=651

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 166/611 (27%), Positives = 295/611 (48%), Gaps = 
21/611 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +E++RGIT+ +   
+FQ+
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIKSRGRVDHKNSFLDNHKIEKERGITVFSEQGTFQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGHMDF +E+ R++ V+D A+++IS  +G+Q  T  +++ LRK 
NIP + 
Sbjct  65   
KDSTYYLIDTPGHMDFSSEMERAIKVMDYAVIIISGVEGIQGHTETVWNLLRKHNIPVLF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G + ++V++ ++   +     K+   +   +  EE +  E  + + E 
++ L
Sbjct  125  FINKIDRVGANAENVIEEIKLNFT-----KKAFFIDKSLSNEECSS-
ELIEFIAEQDECL  178

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            LEKY+  +   +E  +   ++ ++   +FP + GSA + +GI+  ++ +  L +    
E+
Sbjct  179  LEKYLE-
DNYDKELWLNSMKKLIKSNKIFPCFSGSALQDIGIEEFLENLHTLSYTEYNEE  237

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V+K+ + +   R  Y++  SG+L+++D +AL   E     K+ E+RI 
+  +



Sbjct  238  --
EKFSGRVYKIRHDEQKNRLTYVKALSGSLKVKDEIALPNIEDDFCEKVNEIRIYNGDK  295

Query  302  IVRTDTAYPGEIVILPSDSVRLNDV-
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             +  D A  G+I  +      LN   +GD     + +   + +P L++ +        
+ 
Sbjct  296  YINVDKAEAGQIFAVTG----
LNSANVGDGIGTLKDKATYNMVPTLKSKVIFDETLNVKD  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L     L   DP L    +    EI +  +G +QLEV+  L+ E++ +        
++Y
Sbjct  352  
VLRYFKILEAEDPSLNIIWNEKFQEIQVYIMGVIQLEVLKNLMEERFHISIDFGPCEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E  L       H E  P   ++ +   + P    SG+ +E+      L    QN 
VR  
Sbjct  412  KETILDIVIGYGHFE--
PLGHYSEVHFKLEPGERNSGITFENLCHTDDLTVGNQNLVRTH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I      G+  G  +TD  I    G  ++  ++  DFR      L Q L+++   
LLEPY
Sbjct  470  
IFEREHHGILTGSPITDINITLLTGRAHNKHTSGGDFREATFRALRQGLEKAKNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
             SF +  P + + R   D  K   +    +  ++ V+  G  P      Y  +   
+T G
Sbjct  530  
YSFKMEVPLDCMGRVLSDIQKLKGSFNPPETIENRVIIKGRGPVATFMNYSVEFISFTKG  589

Query  600  RSVCLTELKGY  610
            +        GY
Sbjct  590  KGKFNFIFDGY  600

>WP_068777674.1 elongation factor G [Paenibacillus sp. FJAT-26967]
Length=691

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 199/666 (30%), Positives = 311/666 (47%), Gaps = 
62/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 



T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAA  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    K +
+P +
Sbjct  72   
WRGHRINIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADKYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEIV-----
LEENT--------  170
             ++NK+D  G D   VV S+R+KL A+ + I+  +    + V     +EE          
Sbjct  132  
AYVNKMDIIGADFLGVVDSMREKLGANAVAIQLPIGAENDFVGIIDIVEEKAILYKDDMG  191

Query  171  -DIEAWDAVIENNDKLLE------------------
KYIAGEPISREKLVREEQRRVQDA  211
             D+E  +   E  DK+ E                  KY+ GE I+  +L    ++ 
V + 
Sbjct  192  
KDVEDIEIPAEYKDKVAELRLELVEKVAELDEELTMKYLEGEEITVAELKAALRKGVVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGE-----
QGSAALCGSV  253
             +FPV  GS+ +  G+QP++DAV              GL +   E       S       
Sbjct  252  
QIFPVICGSSYRNKGVQPMLDAVIDYLPAPIDVPDIKGLLEDGTETTRKSSDSEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI    
+  
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERVGRILQMHANSRQEISEVHSGD  371

Query  310  
PGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
                V L        D L D            P P++   + PKT A ++++  AL
++L 
Sbjct  372  IAAAVGLKDTGT--
GDTLCDEKNAVILESMNFPDPVIEIAVEPKTKADQDKMGIALSKLT  429

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
            + DP LR   D  T + IL+ +G + LE++   +  ++K++T V +P V Y E   
K+ +
Sbjct  430  EEDPTLRAHTDEETGQTILAGMGELHLEIIVDRMRREFKVDTNVGKPQVAYRE-
TFKSGA  488

Query  430  HTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                  V  +      G   +   PL  GSG  +ES++  G + + +   ++ GI   



L+
Sbjct  489  
KVEGKFVRQSGGRGQYGHCWVEFEPLEPGSGFVFESKIVGGAIPREYIAPIQAGIEESLK  548

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ V D K     G Y+   S    F+    + L+ A  +    LLEP +   
+ 
Sbjct  549  
NGVIAGFPVVDIKATVVDGSYHDVDSNEMAFKIAGSMALKAAKDKCNPALLEPIMKVEVT  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       IE    +    V   ++P   +  Y T L   T GR 
V   
Sbjct  609  
VPEEYMGDVMGDLNSRRGRIEGMDSRSGAQVIRAKVPLSEMFGYSTTLRSRTQGRGVYSM  668

Query  606  ELKGYQ  611
            EL  Y+
Sbjct  669  ELSHYE  674

>EEX68059.1 translation elongation factor G [Mitsuokella multacida 
DSM 20544]
Length=677

 Score = 249 bits (637),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 180/665 (27%), Positives = 307/665 (46%), Gaps = 
69/665 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGVNHKIGEVHDGAATMDWMVQEQERGITITSAATTCHWKNH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGA+ V++A+ GV+ QT  ++      N+P + 
++N
Sbjct  61   
RINIIDTPGHVDFTVEVERSLRVLDGAVAVLTARGGVEPQTETVWRQAENYNVPRMAYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL---------------SP  162
            K+D  G D  +V++ ++++L+A+ +            K  + L                 
Sbjct  121  
KMDITGADFYNVIKMMKERLNANAVAIQLPIGAEDDFKGIIDLVKMEAIVYEDDLGKVED  180

Query  163  EIVLEENTDIEA-------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFP  215



            E+ + +N   +A        +A+ E +D  +EKY+ GE I+ +++    ++      
L P
Sbjct  181  
EVAIPDNMKDQAEEYREILLEALSELDDDFMEKYLGGEEITEDEIKAVIRKGTVACKLCP  240

Query  216  VYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQG------
SAALCGSVFKV  256
            V  G++ +  G+QPL+DA+              G+    GE+        A      
FK+
Sbjct  241  
VTCGTSYRNKGVQPLLDAIVDYMPAPTDIPPIAGVNPETGEEDHRPASDEAPFSALAFKI  300

Query  257  EYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYPGE  312
                   +  + R+YSG L     V  + + K     +I +M    + EI R    
Y G+
Sbjct  301  MTDPYVGKLAFFRVYSGILDGGSYVYNSTKGKKERIGRILQMHANHRKEIERV---
YSGD  357

Query  313  IVI-LPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
            I   +        D L D   P  L    +   P P++   + P T   +E++  
AL +L
Sbjct  358  IAAAVGLKDTTTGDTLCDEEHPIILESMVF---
PDPVISVAVEPSTKNDQEKMGVALQKL  414

Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA-  427
            A+ DP  R   D  T + I+S +G + L+++   +  ++K++  V EP V Y E   
K+ 
Sbjct  415  
AEEDPTFRVRTDQETGQTIISGMGELHLQIIVDRMLREFKVDCKVGEPQVAYRETIRKSV  474

Query  428  -
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
             A      +   +  +    L + P   G G  +E++V  G + + F   + DG++  
+E
Sbjct  475  
EAEGKFVRQSGGHGQYGHCWLKLEPQEPGEGFAFENKVVGGAIPKEFIKPIEDGVKQAME  534

Query  487  QGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G+  G+ + D K     G ++   S+ A F+    +      +++   LLEPY+   
+ 
Sbjct  535  
AGVVAGYPMVDIKATVFDGSFHEVDSSEAAFKVAGSMAFRNGAEKANPVLLEPYVKVEVT  594

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D       I+  + +    V TG +P   +  Y TDL   T GR     
Sbjct  595  
VPEEYMGDVIGDLNSRRGRIDGMEARNGSQVITGFVPLSEMFGYSTDLRSKTQGRGNYSM  654

Query  606  ELKGY  610



            E+  Y
Sbjct  655  EVAYY  659

>WP_017262522.1 GTP-binding protein [Lactobacillus rossiae]
 KRL56932.1 elongation factor g [Lactobacillus rossiae DSM 15814]
Length=648

 Score = 249 bits (635),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 191/623 (31%), Positives = 298/623 (48%), Gaps = 
41/623 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  G+ AHVDAGKTTL+E+LLY +GA+   G V+ G    D   LE+QRGITI 
+  
Sbjct  1    
MKHIVAGVAAHVDAGKTTLSEALLYKTGAVRTLGRVDNGDAFLDPDTLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  +    + ++D+PGH+DF A+  + L VLD AILV+SA DGVQ  T+ L+  L
++ +
Sbjct  61   
ANLHYGDLSLTLLDSPGHVDFAAQTEQILPVLDYAILVVSATDGVQGYTQTLWRLLKRYH  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII---
IKQTVSLSPEIVLEENTDIEAWDA  177
            +PT+IF+NK+D  GVD ++++Q ++ +L+   +       V L PE         E  
+A
Sbjct  121  VPTLIFVNKMDADGVDREAILQQLQTELAPGCLPFDWDGDVDLMPE---------
ETAEA  171

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   ++ +L+ Y+ G P+S   +    QRR     +FP ++GS  K  GI  L+D   
GL
Sbjct  172  IALQDETVLDDYLNGTPLSTPMIQHMIQRR----
EVFPCFFGSGLKMTGIDTLLD---GL  224

Query  238  FQPIGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
             +   E   AA  G+  FK+ + + G+R  ++R+  G L+ +  V        K  
++R+
Sbjct  225  SRWTLESEPAAEFGARAFKISHDEKGERLTWIRVTGGVLKTKAEVL----
PDQKANQLRV  280

Query  297  PSKGEI-VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPK  353
             + G+  + ++ +  G  VIL     R    LG     P       PL  P+L   
+   
Sbjct  281  YNGGKSQMVSEISAGGVGVILGLTDTRPGQGLGAAANSPA------
PLLQPVLNYAVT-L  333



Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                    L AL QL D DP L         EI +  +G +QLEV+   L  ++ L    
Sbjct  334  
NGVDAHTCLTALRQLEDEDPQLHVTWSEQVQEIRVQIMGPIQLEVLQEQLKTRFNLVVSF  393

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E S++Y E   +      H E  P   +A + L +TP   GSG+ +++   +  L 
+++
Sbjct  394  GEGSILYRETITEPVEGVGHFE--
PLRHYAEVHLKMTPAKSGSGMTFDTDCPVDVLGKNW  451

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA----L  528
            Q+ V   ++     G L G  +TD  I    G      S   DFR      + Q     
L
Sbjct  452  
QHQVLTSLQAKEHLGVLAGAPLTDMHITLITGKASIVHSVGGDFREATWRAVRQGLMMLL  511

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
               G QLLEP+  F L    + + RA  D  +   + ET        V +G  P   
+Q 
Sbjct  512  
ANDGDQLLEPWYQFRLTVDGDNVGRAMTDIQRMHGSFETPTTNGANTVLSGVAPVSEMQD  571

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y   +  YT+G       + GY+
Sbjct  572  YARTVQAYTHGLGQLECVVDGYR  594

>WP_059121472.1 elongation factor G [Vibrio sp. MEBiC08052]
 KUI98521.1 hypothetical protein VRK_23890 [Vibrio sp. MEBiC08052]
Length=695

 Score = 250 bits (638),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 187/672 (28%), Positives = 310/672 (46%), Gaps = 
69/672 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   



WKNHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-----
IVLEENTDIEAWD---  176
            IF+NK+D+ G D  +VV+ V++ L+A+ ++  T+ +  E     +V   N     
WD   
Sbjct  129  IFVNKLDRMGADFFNVVEQVKNVLAANPLV-
MTLPIGREDDFVGVVDVLNRQAYVWDDSG  187

Query  177  ---------------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                       + +E +D+L+  Y+ GE  + E++    +
+  +
Sbjct  188  
LPENYEIKEVPEDMVDQVEEYRELLIESAVEQDDELMMAYMEGEEPTVEQVKACIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQ----
GSAA  248
            D + FP + GSA K  G+Q ++DAV                     +P GE+     
+  
Sbjct  248  
DLAFFPTFCGSAFKNKGVQLVLDAVVDYLPDPTEVDPQDLTDPQTGEPTGEKAIVDAAEP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FK+   D      ++R+YSG ++  DTV  A   K     ++ EM+   + 
EI  
Sbjct  308  LKALAFKI-
MDDRFGALTFIRIYSGVMKKGDTVLNAATGKTERIGRMVEMQADDRTEIT-  365

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              +A  G+I+ ++   +V+    L DP           P P++   ++PK     E
++  
Sbjct  366  --
SAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVSPKDKGSTEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P V 
Y E 
Sbjct  424  
AIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYRET  483

Query  424  PLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              KA   S+T   +   +  +  I   + P    SG  ++S V  G + + F  AV  
G 
Sbjct  484  
ITKAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFKSTVVGGNVPKEFWPAVEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ G L G+   D ++    G +++  S+   F   A     Q++ ++G 



QLLEP +
Sbjct  544  
EGMMQHGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P++++     D  +    I+  Q     V    ++P   +  Y   L   
T+GR
Sbjct  604  
KVDVFTPEDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGTLRTMTSGR  663

Query  601  SVCLTELKGYQA  612
                 E + Y A
Sbjct  664  GQFSMEFEKYAA  675

>WP_057556228.1 GTP-binding protein [Paeniclostridium sordellii]
 CEO25780.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 249 bits (636),  Expect = 4e-70, Method: Compositional 
matrix adjust.
 Identities = 165/622 (27%), Positives = 307/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDDKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  LRK 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLRKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D++ +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIEGLIEDIKISLSNNVI-----SLSDNLMI-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTSSLIENIKKCNIYPILIGSALKDIGIKEFLEKFDYLTKTY  237



Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                   L G V+KV+Y +   R  Y+++ SG L ++D +       +   KI  
+RI +
Sbjct  238  YNNEEDFL-
GKVYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEEKKIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +    G++  L   +   + D L D +       R  + + + + +P L
++ +
Sbjct  297  
GIKFENINEVCSGDVCALIGLNEASVGDYLFDNSLQFENIKRRFKNKEKFEMVPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHIFEKEHKGILGGFPITDIEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEDPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>OGD05207.1 translation elongation factor G [Candidatus Amesbacteria 
bacterium 
RIFCSPHIGHO2_02_FULL_47_9]
Length=716

 Score = 250 bits (639),  Expect = 5e-70, Method: Compositional 
matrix adjust.



 Identities = 185/680 (27%), Positives = 317/680 (47%), Gaps = 
71/680 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT +E +LY +G   + G +++G+T+ D M  E++RGITI 
+A T
Sbjct  17   
RVRNIGIIAHIDAGKTTTSERILYYTGKSYKIGDIDEGSTQMDWMEQEKERGITIVSAAT  76

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W              ++N++DTPGH+DF AEV RSL VLDGA+ V+ A++ VQ
+QT 
Sbjct  77   
TTFWTVTDPNSPVPQDSYRINLIDTPGHVDFTAEVERSLRVLDGAVTVLDAEETVQSQTE  136

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------I  152
             ++    K N+P +IF+NK D+ G + +  V+++ ++L A+                  
+
Sbjct  137  
TVWRQADKYNVPRIIFVNKNDKLGANFEGTVKAIIERLGANPAVMAYPIGAEQTFKGVVL  196

Query  153  IIKQTVSLSP-----------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPIS  196
            ++++   + P           E+  +    +E W     + + E +D LLEK+
+AGE   
Sbjct  197  
LLEKKALVWPGDETGAKYAEEEVPADMKEVVEKWRNKLIEQICETDDVLLEKFLAGEEPD  256

Query  197  REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI-------------G  242
             ++L    +R V    L PVY G++ +  G+QP++DAV   L  P+             
G
Sbjct  257  
IKELKTALRRAVIAYKLVPVYAGASLRNKGVQPMLDAVVEYLPSPVDVDHVRGTDVHTGG  316

Query  243  E-----QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            E            G  FK++      R  Y+R+YSG L     V  A ++K  +I+ 
M +
Sbjct  317  
EITRKTVNEEKFAGLAFKIQTDPHVGRLTYVRIYSGKLSAGQPVWNASKQKEERISRMLL  376

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                +    D AY GEIV L         + L D            P P++   I 
PKT 
Sbjct  377  
MHANKREEIDAAYAGEIVALVGLKETSTGNTLCDKNAQILLETITFPEPVISLAIEPKTK  436

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



            + +E++  AL++L+D DP  R + +  T + I+S +G + LE++   +  ++ +E     
Sbjct  437  
SDQEKMGYALSKLSDEDPTFRIKSNQETGQTIISGMGELHLEIIVDRMKREFGVEVNTGA  496

Query  416  PSVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E  +K+ +      +  +      G   + + P   G+G ++   +  G 
+   
Sbjct  497  PQVAYKET-
VKSTAEGEGKYIRQSGGRGQYGHCFIKIEPQPRGAGYEFVDAIRGGAIPSE  555

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F   +  GI+  +E G L G+   D +I    G Y+   S+   F+    +  + A 
K +
Sbjct  556  
FIPPIEKGIKDAMENGVLAGFPTVDVQITLYDGTYHDVDSSEMAFKIAGSLAFQHAAKHA  615

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               L+EP +   +  P +++     D     A I     +    +    +P   +  
Y T
Sbjct  616  
DACLIEPVMKVEVSTPDDFMGDVIGDLSSKRAQILGTDKRGHLTIVNAYVPLAELSGYAT  675

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T GR+    E   Y+
Sbjct  676  KLRSLTQGRASYYMEPSHYE  695

>WP_085438849.1 GTP-binding protein [Lactobacillus plantarum]
 ARK33007.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTR  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQVKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580



Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_010731719.1 MULTISPECIES: elongation factor G [Enterococcus]
 EOH58293.1 elongation factor G [Enterococcus faecium EnGen0263]
 AII38284.1 elongation factor P [Enterococcus faecium T110]
 OTN93818.1 elongation factor G [Enterococcus faecium]
 OTO23138.1 elongation factor G [Enterococcus sp. 3G1_DIV0629]
 OTO52037.1 elongation factor G [Enterococcus faecium]
 PEH47142.1 elongation factor G [Enterococcus faecium]
 PHL15397.1 elongation factor G [Enterococcus faecium]
Length=695

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 309/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V ++ D+L A+                I   V++  E+   
+  
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVTMKAEMYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E +++L  KY+ GE I+  +L    +R   
+ 
Sbjct  192  
TEIEETEIPEEYRELAEEWREKLVEAVAETDEELTLKYLEGEEITEAELKEGIRRATVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
EFYPVLCGSAFKNKGVQLLLDAVLDYLPSPLDIPAIKGIDPKTDEEVERPADDSAPFSAL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLKSGSYVQNATKGKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQVAIEPKSKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNVETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRAG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVETGLKDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S    FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P++YL             +E  + +   + V    +P   +  Y T L   T 
GR   
Sbjct  609  
VIPEDYLGDVMGHVTARRGRVEGMEARAGGQQVVRAMVPLAEMFGYATTLRSATQGRGTF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  TMTFDHYE  676

>WP_063845867.1 GTP-binding protein [Lactobacillus plantarum]
 KZU51497.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.



 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTPALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++



+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEVGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_101898194.1 GTP-binding protein [Lactobacillus salivarius]
 PLA92567.1 elongation factor G [Lactobacillus salivarius]
Length=639

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 186/623 (30%), Positives = 299/623 (48%), Gaps = 
54/623 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  121  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---
DIATCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240



              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEDYLQTNTIPDEKIL----
SLISDRVVFPCYFGSALKLDGIDKFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+   
G
Sbjct  223  --SHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRV-YNG  275

Query  301  EIVRTD--------
TAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            E   T            PG +   P  S+  N +   PT  P   +  D           
Sbjct  276  
EKFSTYPTINAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------  324

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
                  +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y 
L   
Sbjct  325  
LNGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVT  384

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  
L+++
Sbjct  385  FTKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLDKN  442

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q 
L   
Sbjct  443  
WQHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMML  502

Query  529  -
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             + +  QLLEP+  F L   +  + RA +D  +   T++  QV   E + TG  P   
+ 
Sbjct  503  KENNDCQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
EGLLTGIAPVSEMY  559

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y T++  YT+G      E+ GY
Sbjct  560  NYATNVRAYTHGNGTLELEIAGY  582

>PHS70748.1 elongation factor G [Methylophaga sp.]
Length=697



 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 192/669 (29%), Positives = 311/669 (46%), Gaps = 
66/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ+A 
T+ +
Sbjct  10   
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGESTMDFMDQEAERGITIQSAATTCE  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  70   
WDGHRLNVIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVSRI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEIV--------------
LEEN  169
            IF+NK+D+ G D   VV+ V+D L A+ +++   + +  + +               
EE+
Sbjct  130  
IFVNKLDRIGADFFRVVKQVKDVLGANPLVMVLPIGIEDDFIGCVDLLTRKAWIWDNEED  189

Query  170  T--------------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            T               IE +     +  +E +D L+ KY+ GE  S + L +  +     
Sbjct  190  
TMDFRIEEPPAEMADQIEEYREMLVETALEQDDDLMGKYLDGEEPSIDDLKKCIRAGTLT  249

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP-IGEQGS-----------
AALC  250
              +FP Y GSA K  G+Q ++DAV            QP + E+G+             
L 
Sbjct  250  
MDVFPTYCGSAFKDKGVQMILDAVVDYLPSPTEVKPQPEVDEEGNETGDYAIVSTEGPLR  309

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSGTL   DTV  +  G+ +   ++ EM    + E+    
Sbjct  310  ALAFKI-
MDDRFGALTFIRIYSGTLNKGDTVLNSFTGKTERVGRMVEMHADDRNEL---S  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+    V+    L DP           P P++   I+P   A  E++  
A+
Sbjct  366  
SAQAGDIIAIVGMKDVQTGHTLCDPKHPTTLEPMVFPDPVISIAISPIDKASTEKMGIAI  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425



             ++   DP  R E D  + E I+  +G + L++   +L   + +E  V  P V Y 
E   
Sbjct  426  
GKMIKEDPSFRVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVTVGAPQVAYRETIT  485

Query  426  KA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K    S+T   +   +  +  I   + P   GSG ++ES V+ G + + F +AV  
G + 
Sbjct  486  
KKIEDSYTHKKQSGGSGQFGKIEYIIEPGEAGSGFEFESTVTGGSVPREFWSAVEAGFKK  545

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E+G L G+   D K+    G +++  S+   F   A     Q++ ++G QL+EP 
+  
Sbjct  546  
MKERGVLAGFPCLDFKVTLFDGAFHAVDSSAVAFELAAMAAYRQSMPQAGPQLMEPIMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    I++       V   GE+P   +  Y   L   T
+GR  
Sbjct  606  
DVFTPEDHVGDVIGDLNRRRGMIKSQDATPTGVRIAGEVPLSEMFGYIGTLRTMTSGRGQ  665

Query  603  CLTELKGYQ  611
               E   Y 
Sbjct  666  FSMEFLQYN  674

>WP_042151970.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
Length=697

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 198/692 (29%), Positives = 313/692 (45%), Gaps = 
81/692 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEVARI  128



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+  +D L+A+ +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVKQTQDVLAANPLVMVLPIGIEDDFVGVVDLLTRKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D L+E Y+ GE  S E + R  ++  
+ 
Sbjct  189  
PENYEVTDVPADMVDKVEEYREQLIETAVEQDDDLMEAYMEGEEPSLEDIKRCIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-
GEQGSAALCGSV--------  253
               FP Y GSA K  G+Q ++DAV            QP+  E+G A   G+V        
Sbjct  249  MDFFPTYCGSAFKNKGVQLILDAVVDYLPSPTEVDPQPLTDEEGEA--
TGAVATVSPDET  306

Query  254  -----FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
                 FK+     G    ++R+YSGTL   DT+  A   K     ++ EM+   + 
E+  
Sbjct  307  FKALAFKISDDRFGA-
LTFVRIYSGTLTKGDTILNAATGKTERIGRMCEMQADDRNELT-  364

Query  305  TDTAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              +A  G+I+ +     +V+    L DP           P P++  ++ PK     
E++ 
Sbjct  365  --
SAQAGDIIAIVGMKSNVQTGHTLCDPKDPIILEAMVFPEPVISISVKPKDKGSTEKMG  422

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  R E D  + E ILS +G + L++   +L   Y +E  V +P V 
Y E
Sbjct  423  
IAIGKMVAEDPTFRVETDEDSGETILSGMGELHLDIKVDILKRTYGVELEVGQPQVAYRE  482

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                    S+T   +   +  +  I   + P   GSG  + S V  G + + F  
AV  G
Sbjct  483  
TITSEIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFVFTSSVVGGNVPKEFFPAVEKG  542

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  +++G L G+ V D +I    G +++  S+   F   A     Q++ ++G QL
+EP 
Sbjct  543  
FKVMMDEGVLAGFPVLDVEIELYDGGFHAVDSSAVAFEIAAKGAFRQSIPKAGAQLIEPI  602



Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P +++     D  +    I         V    ++P   +  Y   L   
T+G
Sbjct  603  
MKVDVFTPDDHVGDVIGDLNRRRGMIAGQDAGATGVRIKADVPLSEMFGYIGSLRTMTSG  662

Query  600  RSVCLTELKGYQAAVGQPVIQPRRPNSRLDKV  631
            R     E   Y             PNS  +KV
Sbjct  663  RGQFSMEFGHYMPC----------PNSVAEKV  684

>WP_031200974.1 GTP-binding protein [Eubacterium sp. 14-2]
Length=903

 Score = 254 bits (648),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 190/626 (30%), Positives = 309/626 (49%), Gaps = 
40/626 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K IN+G+LAHVDAGKTTL+E+LLY  GAI + G V++G    DT  +ER RGITI 
+   
Sbjct  14   
KHINVGLLAHVDAGKTTLSEALLYTGGAIRKMGRVDRGDAFLDTFEVERARGITIFSKQA  73

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              Q     + ++DTPGH+DF AE+ R+L V+D  ILVIS  DG+Q  TR L+  L
+K  I
Sbjct  74   
VLQTEHTVIMLLDTPGHVDFSAEMERTLQVMDYGILVISGADGIQGHTRTLWRLLKKYRI  133

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIE  180
            P  +F+NK+DQ G D   +++ ++ +L+ + +   QT           +T+ E ++    
Sbjct  134  PVFLFVNKMDQPGTDRAMLLKQIQTELNGNCLDFTQT-----------DTE-
EFYENCAM  181

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              ++ LE ++  + +  E++    +  + + ++FP ++GSA K  GI+  ++   
GL Q 
Sbjct  182  CEEQALEYFLKHDRLKTEQI----RTLIAEGNIFPCFFGSALKMTGIEEFLE---
GLEQY  234

Query  241  IGE-
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E +   A    +FK+     G R  YL++  G L++R  +     ++ K+++
+RI S 
Sbjct  235  TREPEYPEAFGAKIFKIARDSQGNRLTYLKVTGGKLQVRTPLT---
EKQEKVSQIRIYSG  291



Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAAQ  357
             +      A  G I  +   S   N   G  T L ++     PL  P+L   +      
+
Sbjct  292  EKYETVPEAEAGMICAVTGLS---NTSPG--
TGLGKEPDAALPLLTPVLTYQLILPPECE  346

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
               +L  L QL + +P L    +    EI +  +G VQLE++ +L+ E++ +E       
Sbjct  347  
VSAMLPKLYQLQEEEPELHIVWEERLQEIQVQIMGEVQLEILKSLVKERFGVEISFGTGK  406

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            ++Y E   RP++   H       P   +A + L + P   GSG+ +++  S   L+
+++Q
Sbjct  407  ILYKETIARPVEGVGH-----
YEPLRHYAEVHLLLEPGEPGSGLVFDTCCSEDVLDRNWQ  461

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  VTD KI    G  +   +   DFR      + Q L 
E  T
Sbjct  462  
RLILTHLAEKEHRGVLTGSPVTDLKITLVTGRAHLKHTEGGDFRQATYRAVRQGLMEGET  521

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  F L  P+  + RA  D  +   T E+   +    V TG +P   +  Y
+ ++
Sbjct  522  
VLLEPYYQFRLEVPEAMVGRAMTDLERMHGTFESPLQQDKMAVITGSVPVAAMGDYQREV  581

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVI  619
              YT G       LKGY+    Q  I
Sbjct  582  ISYTRGNGRLSCALKGYEPCRNQQEI  607

>KUK72726.1 Translation elongation factor G [Clostridiales bacterium 
38_11]
Length=687

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 187/675 (28%), Positives = 313/675 (46%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+  
Sbjct  11   



NIGIMAHIDAGKTTCTERILYYTGRIHKTGETHEGASQMDWMEQEQERGITITSAATTCA  70

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK+GV+ QT  ++    K  
+P +
Sbjct  71   
WKNTRINIIDTPGHVDFTVEVERSLRVLDGAVAIFDAKNGVEPQTETVWRQADKYKVPRI  130

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEENT  170
             F+NK+D+ G   +  V ++ ++L A+++              I   V ++  +  
++  
Sbjct  131  
CFVNKMDKMGASFEYSVGTMVERLKANVVPIQLPIGAEEKFEGIIDLVDMTARLYKDDTG  190

Query  171  DIEA---------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
              E+                      ++V + ND+L+ K++ GE I  ++L    +
+   
Sbjct  191  
SAESTEIIEIPEQYKEMAAKYREKLLESVSDYNDELMMKFLEGEDIEVQELKDAIRKATI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAV-------TGLFQPIG--
EQGS------------AA  248
               + PV  GSA K  GIQ L+DAV       T +   +G  E+G             
AA
Sbjct  251  
AVDIIPVLCGSAYKNKGIQLLLDAVVDYLPAPTDVLAIVGKNEKGEEIEIHSKDDEPFAA  310

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
            L    FK+       +  + R+YSG L     +  + + K     +I +M    + 
EI +
Sbjct  311  LA---
FKIMTDPFVGKLTFFRVYSGVLDSGSYINNSTKNKRERVGRILQMHANKREEIAK  367

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+I   +   +    D L DP+R+        P P++   I PKT A ++
++  
Sbjct  368  V---
YSGDIAAAVGFKNTTTGDTLCDPSRIVILESMVFPEPVIEVAIEPKTKAGQDKMGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
             L +LA+ DP  +   ++ T + I++ +G + LE++   L  ++K+E  V +P V 
Y E 
Sbjct  425  
GLQKLAEEDPTFKTYTNTDTGQTIIAGMGELHLEIIVDRLMREFKVEANVGKPQVSYKE-  483

Query  424  PLKAASHTIHIEVP------
PNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
                   T  +E            +  + + + P   G G+ + + ++ G + + +  



AV
Sbjct  484  ---
TIEGTADVECKYSRQSGGKGQYGHVKIILEPQEPGMGITFVNAITGGAIPREYIPAV  540

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GIR   E G L G+   D K+    G Y+   S+   F+    +  + A K+S  
+LL
Sbjct  541  
EHGIREASENGVLAGYPTLDFKVTLYDGTYHEVDSSEMAFKIAGSMAFKDAAKKSSPRLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY+   +  P EYL     D       IE    +    V    +P   +  Y T 
L   
Sbjct  601  
EPYMKVEVLTPDEYLGDVMGDINSRRGRIEGFVDRSGIKVVDAFVPLSEMFGYATVLRSL  660

Query  597  TNGRSVCLTELKGYQ  611
            + GR+    +   Y+
Sbjct  661  SQGRANYSMQFDHYE  675

>WP_023493334.1 elongation factor G [Methyloglobulus morosus]
 ESS73744.1 elongation factor G 1 [Methyloglobulus morosus KoM1]
Length=694

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 192/669 (29%), Positives = 300/669 (45%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMAQEQERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSKVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW------  175
            I++NK+D+ G D   VV+ V D L A + +  T+ +  E       D+   +AW      
Sbjct  129  IYVNKLDRIGADFFRVVKQVEDVLGA-
VPVVLTIPIGQEDKFVGVVDLLTRKAWIWDDSG  187

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209



                                      D V + +D+++EKY+ GE    E + R  +
+   
Sbjct  188  
DPLKYEIKDVPEEMVEEMEKWRDKLIDQVADQDDEVMEKYLEGEEPDVEAIKRCIRKGTI  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------QPIGEQG----
SAAL  249
                FP + GS+ K  G+Q ++D V                     P GE      
S  L
Sbjct  248  
HLDFFPTFCGSSFKNKGVQLILDGVVDYLPNPTEVQPQPEVDIEGNPSGEYAIVDPSRPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
               VFK+     G    ++R+YSG L+  DT+     G+ +   ++ EM    + 
EI   
Sbjct  308  RSLVFKIMDDRFGALN-
FVRIYSGRLKKGDTLLNTFTGKTERVGRMVEMHANDRSEI---  363

Query  306  DTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +TA  G+IV L    +V+    L DP +         P P++   I+PK     E+
+  A
Sbjct  364  
ETAQAGDIVALIGLKNVQTGHTLCDPDKPATLEPMVFPDPVISVAISPKDKGSNEKMGIA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L ++   DP    E D  + E IL  +G + L++   +L   + ++ +V +P V Y 
E  
Sbjct  424  
LGKMVQEDPSFHVETDEESGECILKGMGELHLDIKVDILRRTHGVDVIVGKPQVAYRETI  483

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K     +T   +   +  +  I   + P+  G+G  +ES V+ G + + F  AV  
G +
Sbjct  484  
TKRVEDEYTHKKQSGGSGQYGKINYVIEPMEPGNGFIFESAVTGGNVPREFWPAVEKGFK  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+   D K+    G +++  S+   F   A     Q + ++G 
QLLEP + 
Sbjct  544  
SMLDKGVLAGFPCLDFKVILTDGAFHAVDSSAIAFEIAAKAAFRQTIPKAGPQLLEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
               + P  ++     D  +    I++       V    ++P   +  Y  DL   T
+GR 
Sbjct  604  
VDTFTPDAHVGDVIGDLNRRRGMIKSQDPGITGVRVKADVPLSEMFGYIGDLRTMTSGRG  663



Query  602  VCLTELKGY  610
                E   Y
Sbjct  664  QFSMEFSHY  672

>WP_103222495.1 elongation factor G [Labrenzia marina]
 POF31572.1 elongation factor G [Labrenzia marina]
Length=691

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 184/662 (28%), Positives = 305/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K +
+P +
Sbjct  72   
WKEKRLNIIDTPGHVDFTIEVERSLRVLDGAVALLDANAGVEPQTETVWRQADKYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEENT  170
            IF+NK+D+ G D    V+ ++D+L A  ++ Q               + +   I   
EN 
Sbjct  132  
IFVNKMDKLGADFDRCVKMIKDRLGAIPLVMQIPVGAENDFLGCIDLLKMKALIWQAENL  191

Query  171  DIEAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
               AWD V                     +E +++ +E Y+ GE  + E+L    +
+   
Sbjct  192  GA-
AWDEVDIPAELADRAQEMRDLLIETAVEADEEAMEAYLEGEEPTYERLQAMIRKGTI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSA  247
            +    PV+ GSA K  G+QPL+DAV                          +P  E
+  +
Sbjct  251  
NNEFVPVFCGSAFKNKGVQPLLDAVVDYLPSPIEVPAIKGIDPKTEAEVDRRPSDEEPLS  310

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIV  303
             L    FK+          + R+YSG L     L +TV        ++ +M   S+ 
+I 
Sbjct  311  LLA---



FKIANDPFVGSLTFCRIYSGVLNKGVSLLNTVKDKRERVGRMMQMHSNSREDI-  366

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D AY G+IV +         D L DP +       E P P++   + PKT + 
+E++ 
Sbjct  367  --
DVAYAGDIVAIAGLKDTTTGDTLCDPLKPVILERMEFPAPVIEIAVEPKTKSDQEKMG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA  DP  R + D  + + I++ +G + L+++   +  ++K+E  +  P V 
Y E
Sbjct  425  
LALNRLAAEDPSFRVKTDEESGQTIIAGMGELHLDIIVDRMKREFKVEANIGAPQVAYRE  484

Query  423  RPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K A   +T   +   +  +A I L++ P    +G  +ES+V  G + + +   
V  G
Sbjct  485  
TITKVAEVDYTHKKQSGGSGQFARIKLTIEPGESNAGFVFESKVVGGNVPKEYIPGVAKG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I   +  G + G+ + D K     G Y+   S+   F         + ++++G 
+LLEP 
Sbjct  545  
IESVMSSGPIAGFPMLDIKATLTDGAYHDVDSSVLAFEIAGRAGFREGIQKAGPKLLEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P++Y+     D       I   + +    V T  +P   +  Y  +L   
+ G
Sbjct  605  
MKVEVVTPEDYMGDVIGDLNSRRGQIAGTENRGVVTVITAMVPLANMFGYVNNLRSMSQG  664

Query  600  RS  601
            R+
Sbjct  665  RA  666

>WP_059432139.1 MULTISPECIES: elongation factor G [Campylobacter]
 CUU87093.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 PPB51378.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB52798.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB62159.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB63289.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
Length=691



 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 187/687 (27%), Positives = 324/687 (47%), Gaps = 
78/687 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L             
Sbjct  132  
VFVNKMDRIGANFYNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWENEAK  191

Query  161  --------SPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     P  ++E+  +  A   +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTEFSIQEIPANLVEKAEEYRAKMIEAVAETDDALMEKFFGGEELSNEEIKKGIKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++ +A       G+   V+ TD G
+   
Sbjct  252  MNIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVAAIKGEYEDGTEVTVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKGEIV  303
                        +  ++R+Y G L         ++D     GR    +  M    + 
E  
Sbjct  311  LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNTVKDKKERVGR----
LLRMHSNKREE--  364

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             T   Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A 
+E++
Sbjct  365  -TKVLYAGEIGAVVGLKDTMTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKM  422

Query  362  



LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  423  
GIALGKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K          +      +  + L + PL  GSG ++ + +  G + + +  
AV  
Sbjct  483  
ETIKKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPREYIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP
Sbjct  543  
GCQEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D  K    I +   +    + +   P   +  Y TDL   
T 
Sbjct  603  
MMKVEVETPEEYMGDVIGDLNKRRGQINSMDERAGNKIVSAFCPLAEMFGYSTDLRSQTQ  662

Query  599  GRSVCLTELKGYQAA---VGQPVIQPR  622
            GR+    E   Y+     V + +I+ R
Sbjct  663  GRATYSMEFDHYEEVPKNVSEEIIKKR  689

>WP_002309841.1 MULTISPECIES: elongation factor G [Enterococcus]
 EEI61150.1 translation elongation factor G [Enterococcus faecium 
TX1330]
 EEV51010.1 translation elongation factor G [Enterococcus faecium 
1,141,733]
 EEV56157.1 translation elongation factor G [Enterococcus faecium 
1,231,408]
 EEV59343.1 translation elongation factor G [Enterococcus faecium 
Com12]
 EEV62317.1 translation elongation factor G [Enterococcus faecium 
Com15]
 EFF31558.1 translation elongation factor G [Enterococcus faecium 
E1039]
 EFF60132.1 translation elongation factor G [Enterococcus faecium 
PC4.1]
 EJV54261.1 translation elongation factor G [Enterococcus faecium 
TX1337RF]
 EJY49997.1 translation elongation factor G [Enterococcus faecium 
504]
 ELB02182.1 elongation factor G [Enterococcus faecium EnGen0003]
 ELB25118.1 elongation factor G [Enterococcus faecium EnGen0039]
 ELB29991.1 elongation factor G [Enterococcus faecium EnGen0042]



 ELB49660.1 elongation factor G [Enterococcus faecium EnGen0038]
 ELB55298.1 elongation factor G [Enterococcus faecium EnGen0056]
 ELB59616.1 elongation factor G [Enterococcus faecium EnGen0047]
 ELB61979.1 elongation factor G [Enterococcus faecium EnGen0052]
 EPI13804.1 translation elongation factor G [Enterococcus faecium 
SD2A-2]
 KEI48747.1 elongation factor G [Enterococcus faecium UC8668]
 KEI52889.1 elongation factor G [Enterococcus faecium UC8733]
 KFO17698.1 elongation factor G [Enterococcus faecium UC7267]
 KST50756.1 elongation factor G [Enterococcus faecium]
 KXS06382.1 elongation factor G [Enterococcus faecium]
 OFP42404.1 elongation factor G [Enterococcus sp. HMSC061C05]
 OFP96813.1 elongation factor G [Enterococcus sp. HMSC076E04]
 SJX70038.1 Translation elongation factor G [Enterococcus faecium]
 OQO69349.1 translation elongation factor G [Enterococcus faecium]
 OTO40722.1 elongation factor G [Enterococcus faecium]
 OTO45223.1 elongation factor G [Enterococcus faecium]
 OTO88398.1 elongation factor G [Enterococcus sp. 10F3_DIV0382]
 OTO98237.1 elongation factor G [Enterococcus faecium]
 OTP00032.1 elongation factor G [Enterococcus faecium]
 OUZ20222.1 elongation factor G [Enterococcus faecium]
 OZS38092.1 elongation factor G [Enterococcus faecium]
 PCE11900.1 elongation factor G [Enterococcus faecium]
 PHI41692.1 elongation factor G [Enterococcus faecium]
 PHL04756.1 elongation factor G [Enterococcus faecium]
 PHL07429.1 elongation factor G [Enterococcus faecium]
 PHL13541.1 elongation factor G [Enterococcus faecium]
 PHL21942.1 elongation factor G [Enterococcus faecium]
 PQB55795.1 elongation factor G [Enterococcus faecium]
 PQB81875.1 elongation factor G [Enterococcus faecium]
 PQC07255.1 elongation factor G [Enterococcus faecium]
 PQC11941.1 elongation factor G [Enterococcus faecium]
 PQC20017.1 elongation factor G [Enterococcus faecium]
 PQC35082.1 elongation factor G [Enterococcus faecium]
 PQC38673.1 elongation factor G [Enterococcus faecium]
 PQC49713.1 elongation factor G [Enterococcus faecium]
 PQC52073.1 elongation factor G [Enterococcus faecium]
 PQC78754.1 elongation factor G [Enterococcus faecium]
 PQC96454.1 elongation factor G [Enterococcus faecium]
 PQD53757.1 elongation factor G [Enterococcus faecium]
 PQD86533.1 elongation factor G [Enterococcus faecium]
 PQE67794.1 elongation factor G [Enterococcus faecium]
 PQF01693.1 elongation factor G [Enterococcus faecium]
 PQF05911.1 elongation factor G [Enterococcus faecium]
 PQF26859.1 elongation factor G [Enterococcus faecium]
 PQG57174.1 elongation factor G [Enterococcus faecium]
 PQG64702.1 elongation factor G [Enterococcus faecium]
 PQG69683.1 elongation factor G [Enterococcus faecium]
Length=695

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 309/668 (46%), Gaps = 
64/668 (10%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V ++ D+L A+                I   V++  E+   
+  
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVTMKAEMYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E +++L  KY+ GE I+  +L    +R   
+ 
Sbjct  192  
TEIEETEIPEEYRELAEEWREKLVEAVAETDEELTLKYLEGEEITEAELKEGIRRATVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
EFYPVLCGSAFKNKGVQLLLDAVLDYLPSPLDIPAIKGIDPKTDEEVERPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLKSGSYVQNATKGKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQVAIEPKSKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNVETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRAG  488



Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVETGLKDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S    FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P++YL             +E  + +   + V    +P   +  Y T L   T 
GR   
Sbjct  609  
VIPEDYLGDVMGHVTARRGRVEGMEARAGGQQVVRAMVPLAEMFGYATTLRSATQGRGTF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  TMTFDHYE  676

>WP_033162374.1 elongation factor G [Sharpea azabuensis]
Length=692

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 307/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLFYTGRIHKIGETHDGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +K GV+ QT  ++       
+
Sbjct  69   
TAHWKGYRLNIIDTPGHVDFTVEVERSLRVLDGAVTVLDSKAGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD----------  171
            P ++F NK+D  G D    ++S+  +L A+ +  Q + +  E   E   D          
Sbjct  129  PRIVFSNKMDATGADFIMSLESIGKRLGANAVALQ-
LPIGQEDTFEGVVDLLTRKALYFE  187



Query  172  -IEAWD-----------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             ++ +D                       A    +D L+   + GE  S E++    
++ 
Sbjct  188  
GVDGYDVVEREVPADMVDQVEEYREKLIEAAANYDDDLMMMVLEGEEPSIEQVKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------TGLFQPIG--
EQGSAA---------L  249
                 LFPV  GSA K  G+QP++DAV       T +   +G  E+G+            
Sbjct  248  
TLAVDLFPVLCGSAYKDKGVQPMLDAVIDYLPAPTDIPAIVGTDEEGNEVDRHASDDEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGT      V  + ++K     +I +M   ++ 
EI   
Sbjct  308  
SALAFKVMTDPYVGKLTFFRVYSGTATSGSYVLNSTKDKRERMGRILQMHANTRKEI---  364

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++   I PKT +  +
+L +A
Sbjct  365  
DMVYAGDIAAAVGFKNTTTGDTLCDEDNFVILENMEFPEPVIELAIEPKTKSDADKLGNA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   +  T + I++ +G + L+V+   L  ++ +E  V  P V Y 
E  
Sbjct  425  
LAKLAEEDPTFRTSTNPETGDTIIAGMGELHLDVIVDRLKREFHVEANVGAPQVAYRETI  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KAA        +      +  + +   P + G G ++   V  G + + +  +V+ 
G+ 
Sbjct  485  TKAADCEGKFVRQSGGRGQYGHVWIKFEP-
NDGKGFEFVDAVVGGAVPREYIGSVQQGLE  543

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ + D K     G Y+   S+ A F+  A + L+ A K+    
+LEP + 
Sbjct  544  
DALQNGMLAGYPILDIKATLFDGSYHDVDSSEAAFKVAASLALKNAAKKCDPVILEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP EYL     D       I+  + + + VV    +P   +  Y TDL  +T 
GR 
Sbjct  604  



VEVTAPSEYLGSVMGDISSRRGMIDGQEERGNAVVVQASVPLSEMFGYATDLRSFTQGRG  663

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  664  NYTMQFDRYE  673

>WP_011363347.1 elongation factor G [Synechococcus sp. CC9605]
 Q3AMT5.1 RecName: Full=Elongation factor G; Short=EF-G
 ABB34097.1 translation elongation factor G [Synechococcus sp. 
CC9605]
Length=691

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 186/697 (27%), Positives = 305/697 (44%), Gaps = 
86/697 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKIGEVHDGAAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  A  GVQ Q+  ++    
+ ++
Sbjct  69   
STSWQDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCAVGGVQPQSETVWRQADRYSV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVLEEN-------  169
            P ++F+NK+D+ G D   V   ++D+L A+ +     I     LS  I L  N       
Sbjct  129  
PRMVFVNKMDRTGADFLKVHGQIKDRLKANAVPIQLPIGAEGELSGIIDLVANKAYIYKN  188

Query  170  ---TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               TDIE  D                   V E ++ L+EK++    +S + L +  
+  V
Sbjct  189  
DLGTDIEEADVPADMADEVAEWRNTLMETVAETDEALIEKFLESGELSVDDLKKGIREGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
                L P+  GSA K  G+Q ++DAV                 P G +       
SA   
Sbjct  249  
LKHGLVPMLCGSAFKNKGVQLVLDAVIDYLPAPVDVPPIQGVLPDGSEAVRPSDDSAPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295



               FKV   D   +  ++R+YSG L               R+   V L   ++ ++  
+R
Sbjct  309  ALAFKV-
MADPYGKLTFVRMYSGILEKGSYVLNSTKGEKERISRLVVLKADDREEVDALR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G ++       G+ +    D + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAVLGLKNTTTGDTLCTQDDPIVLETLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  LA+ DP  R   DS T + +++ +G + LE++   +  ++K+E  
+  
Sbjct  415  
GDMEKLSKALVALAEEDPTFRVNTDSETGQTVIAGMGELHLEILVDRMLREFKVEANIGA  474

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R           +      +  + + + P   GSG ++ +++  G + 
+ +
Sbjct  475  
PQVSYRETIRGSAGGEGKFSRQTGGKGQYGHVVIEMEPGEPGSGFEFVNKIVGGVVPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
                  G++   E G+  G+ + D K    +G Y+   S+   F+    +  +  
+K+  
Sbjct  535  
IKPAEQGMKETCESGVIAGYPLIDVKCTLVHGSYHDVDSSEMAFKIAGSMAFKDGVKKCN  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   + AP+++L     D       +E   V+      + ++P   +  
Y T+
Sbjct  595  
PVLLEPMMKVEVEAPEDFLGSIIGDLSSRRGQVEGQSVEDGTSKISAKVPLAEMFGYATE  654

Query  593  LAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            L   T GR +   E   Y      V + +I   + NS
Sbjct  655  LRSMTQGRGIFSMEFDNYAEVPRNVAEAIISKNQGNS  691

>WP_010299428.1 elongation factor G [Candidatus Odyssella 
thessalonicensis]
Length=691

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 184/667 (28%), Positives = 308/667 (46%), Gaps = 
62/667 (9%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSYKIGEVHEGTAVMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI-----
IIKQTVSL  160
             F+NK+D+ G +    V  + D+L A                   D+     I+ +  
SL
Sbjct  132  
CFVNKLDRMGANFFRCVDMIVDRLGARPLVLYLPIGAEADFVGVVDVLRMHAIVWRDDSL  191

Query  161  SPEI-VLEENTDIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              +  V++   D++A          +  +E +D L+EKY+ GE IS E+L    ++ 
V  
Sbjct  192  
GAKFDVVDIPADLKAQAEDYHAKLVETAVEADDALMEKYLVGEEISVEELKGAIRKGVLS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG---------------------
LFQPIGEQGSAAL  249
            +   PV  GSA K  G+QPL+DAV                       L + I ++     
Sbjct  252  
SLFVPVLCGSAFKNKGVQPLLDAVVDYLPSPDDLVQVKGTTVDGENELVRKIADE--EPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
            CG  FK+          ++R+YSG L     +  + ++K  ++  M +           
A
Sbjct  310  
CGLAFKIMTDPFVGTLTFVRIYSGKLETGTYILNSVKDKKERVGRMLLMHANTREDIKEA  369

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+IV +         D L D ++       E P P++   + PKT A +E++  
AL++
Sbjct  370  
YAGDIVAVCGLKETTTGDTLCDSSKQIVLERMEFPEPVIEVAVEPKTKADQEKMGLALSR  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA  DP  R   D  + + ++  +G + LE++   +  ++K+E  V  P V Y E   
KA
Sbjct  430  
LASEDPSFRVTTDVESGQTVIKGMGELHLEIIVDRMRREFKVEANVGAPQVAYRETITKA  489



Query  428  A--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
            A   +T   +   +  +  + +   PL  GSG  +E+++  G + + +   V+ G+   
+
Sbjct  490  
AEVDYTHKKQSGGSGQFGRVKIVFEPLEAGSGFVFENKIVGGAVPKEYIPGVQKGLVSAM  549

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G+  G+ + D K     G Y+   S+   F   A     + + +   +LLEP +   
+
Sbjct  550  
DNGVVAGFPLIDFKATLIDGAYHDVDSSALAFEIAARAAFREGIGKCNPRLLEPVMKVEV  609

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       I +   + +  V    +P   +  Y   L   + GR
+   
Sbjct  610  
VTPEEYMGDIIGDLNSRRGQISSMDQRANARVINAMVPLASMFGYVNTLRSMSQGRAQFT  669

Query  605  TELKGYQ  611
             +   Y+
Sbjct  670  MQFDHYE  676

>WP_070085100.1 GTP-binding protein [Lactobacillus plantarum]
 OEZ35404.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  



Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607



>WP_076546111.1 GTP-binding protein [Halanaerobium kushneri]
Length=651

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 175/614 (29%), Positives = 298/614 (49%), Gaps = 
26/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTT +ESL+Y S  I   G V+   +  DT  LE++RGITI       
++
Sbjct  5    
IGVAAHVDAGKTTFSESLMYHSQTIKTKGRVDHQNSHLDTHPLEKKRGITIFTDQAILKY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               K  ++DTPGH+DF  E+ R+L VLD  I+++SA +G++  T  ++    + +
+P   
Sbjct  65   
QGDKYFLLDTPGHIDFSPEMERTLKVLDYLIIIVSAVEGIEGHTERVWELAAEESLPVFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G     ++  +++  S DI      +L  E+      D +  +   E 
N+KL
Sbjct  125  FINKCDRKGAGASRILTELKNDFSQDIF--HIPALENEM-----
PDSKLIEFSAERNEKL  177

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL----
FQPI  241
            L+ Y+A E + +E  ++E ++ +Q   +F    GSA    G++     ++ L    
+Q  
Sbjct  178  LKLYLA-
EKLDKEIFLQEIKKMIQQRKIFMAASGSALNDSGVKEFFGRLSLLTETFYQKK  236

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
             E+   AL   ++K+ +     R  ++++ SG+L++RD +     +++   
KITEMR  S
Sbjct  237  EEEQLQAL---
LYKISHDQNQNRISHIKVLSGSLQVRDELEYQQNDRILKEKITEMRFYS  293

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                  TD    GEI  +L     R+    G      +K  ++     L+T +       
Sbjct  294  GRSYQNTDQVKAGEIAGVLGLTEARVGTTFGKLDN--QKNCKQQ--
TALKTKVIYADKVN  349

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
              +LL+A   L   DP L    +S T EI ++ +GRVQLE++ +L+ +++  +     



P+
Sbjct  350  
TRKLLEAFKILEAEDPSLNIAWNSKTKEIQVNVMGRVQLEILKSLVKQRFGYQIDFARPN  409

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            +IY E          H E  P   +A + L +      SG+ +E+R S+  L++  
QN +
Sbjct  410  IIYKETIKGKVKGYGHFE--
PLKHYAEVHLQIEAAPRNSGIIFENRASIDDLSKGLQNLI  467

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  I     +G+  G  +TD KI    G  +   ++  DF+      L Q L+++   
LL
Sbjct  468  
KQHILEKEHRGILTGSPLTDLKITLLTGRAHQKHTSGGDFKEATYRALRQGLEKANNLLL  527

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP+  F +     +L R   D  K   +  +  +  D+ V  G+ PA   + Y   
L  +
Sbjct  528  
EPFYEFKIKVELNHLGRVISDIEKANGSFSSPVIDGDQAVIKGKAPAANFEDYPVRLRTF  587

Query  597  TNGRSVCLTELKGY  610
            T GR +   +  GY
Sbjct  588  TGGRGIITLKFYGY  601

>WP_042363298.1 elongation factor G [Staphylococcus xylosus]
 AID43649.1 Translation elongation factor G [Staphylococcus xylosus]
 CEF19753.1 Elongation factor G [Staphylococcus xylosus]
 OEK78470.1 elongation factor G [Staphylococcus xylosus]
 OEK83515.1 elongation factor G [Staphylococcus xylosus]
 OEK87068.1 elongation factor G [Staphylococcus xylosus]
 PTH93442.1 elongation factor G [Staphylococcus xylosus]
 PTH95537.1 elongation factor G [Staphylococcus xylosus]
 PTI63924.1 elongation factor G [Staphylococcus xylosus]
 PTI78897.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 180/662 (27%), Positives = 311/662 (47%), Gaps = 
74/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     ++V E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIESVAETNDELMEKYLADEEISISELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRADNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        + P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMDFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
TALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMVSYRE  484

Query  423  RPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               KA++        +      +  + +   P   G G ++E+ +  G + + +  
+V  
Sbjct  485  -
TFKASAQVQGKFARQSGGRGQYGDVKIEFAPNETGGGFEFENAIVGGVVPREYIPSVEA  543



Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP
Sbjct  544  
GLKDSMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T 
Sbjct  604  
MMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATSLRSNTQ  663

Query  599  GR  600
            GR
Sbjct  664  GR  665

>WP_096575159.1 MULTISPECIES: elongation factor G [Nostocales]
 BAY14430.1 elongation factor G [Anabaenopsis circularis NIES-21]
 GBE92127.1 elongation factor P [Nostoc cycadae WK-1]
 BBD61402.1 elongation factor G [Nostoc sp. HK-01]
Length=692

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 186/698 (27%), Positives = 314/698 (45%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDYQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYAV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVL----  166
            P + FINK+D+ G +   V + +RD+L A+ I            K  V L  +       
Sbjct  129  
PRIAFINKMDRTGANFYRVHEQMRDRLRANAIAIQLPIGSENDFKGIVDLVRKRAYIYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI+  D                  AV E +D L+ KY  GE ++ E++    



++  
Sbjct  189  
DQGTDIQETDIPSDMQEQTEEYYTKLVEAVAETDDALMTKYFDGEALTEEEIRAALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ PV  GSA K  G+Q ++DAV                 P G+        +  
L 
Sbjct  249  
IAGTIVPVLCGSAFKNKGVQLMLDAVVDYLPAPTEVPPIQGTLPNGDTVERRADDNEPLA  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+   D   R  ++R+YSG L               R+   V +   ++  + 
E+R
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVLMKADDRQDVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +      V L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAALGLKDTLTGDTITDEGAPVILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V  
Sbjct  415  
NDMDKLSKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGA  474

Query  416  PSVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   K  ++     +  +      G   +++ P   G+G ++ S++  G 
+ + 
Sbjct  475  
PQVAYRETIRKTVTNVEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIVGGVVPKE  534

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +      G++   E G+  G+ + D K    +G Y+   S+   F+    + L++A
+ ++
Sbjct  535  
YIGPAEQGMKESCESGILAGYPLIDVKATLVHGSYHDVDSSEMAFKIAGSMALKEAVLKA  594

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP +   +  P++Y+     D       IE+   ++       ++P   +  
Y T
Sbjct  595  
SPVLLEPMMKVEVEVPEDYIGNVIGDLISRRGQIESQSTEQGLAKVASKVPLATMFGYAT  654

Query  592  DLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPNS  626



            D+   T GR +   E   Y+    +V + +I   + N+
Sbjct  655  DIRSKTQGRGIFTMEFSHYEEVPRSVAETIIAKSKGNA  692

>WP_074732210.1 elongation factor G [Sharpea azabuensis]
 SEI86869.1 elongation factor G [Sharpea azabuensis]
 SFD67959.1 elongation factor G [Sharpea azabuensis]
 SFK63452.1 elongation factor G [Sharpea azabuensis]
Length=692

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 307/670 (46%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLFYTGRIHKIGETHDGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +K GV+ QT  ++       
+
Sbjct  69   
TAHWKGYRLNIIDTPGHVDFTVEVERSLRVLDGAVTVLDSKAGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTD----------  171
            P ++F NK+D  G D    ++S+  +L A+ +  Q + +  E   E   D          
Sbjct  129  PRIVFSNKMDATGADFIMSLESIGKRLGANAVALQ-
LPIGQEDTFEGVVDLLTRKALYFE  187

Query  172  -IEAWD-----------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             ++ +D                       A    +D L+   + GE  S E++    
++ 
Sbjct  188  
GVDGYDVVEREVPADMVDQVEEYREKLIEAAANYDDDLMMMVLEGEEPSIEQVKAAIRKG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------TGLFQPIG--
EQGSAA---------L  249
                 LFPV  GSA K  G+QP++DAV       T +   +G  E+G+            
Sbjct  248  
TLAVDLFPVLCGSAYKDKGVQPMLDAVIDYLPAPTDIPAIVGTDEEGNEVDRHASDDEPF  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGT      V  + ++K     +I +M   ++ 
EI   
Sbjct  308  
SALAFKVMTDPYVGKLTFFRVYSGTATSGSYVLNSTKDKRERMGRILQMHANTRKEI---  364



Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D  Y G+I   +   +    D L D          E P P++   I PKT +  +
+L +A
Sbjct  365  
DMVYAGDIAAAVGFKNTTTGDTLCDEDNFVILENMEFPEPVIELAIEPKTKSDADKLGNA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   +  T + I++ +G + L+V+   L  ++ +E  V  P V Y 
E  
Sbjct  425  
LAKLAEEDPTFRTSTNPETGDTIIAGMGELHLDVIVDRLKREFHVEANVGAPQVAYRETI  484

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KAA        +      +  + +   P + G G ++   V  G + + +  +V+ 
G+ 
Sbjct  485  TKAADCEGKFVRQSGGRGQYGHVWIKFEP-
NDGKGFEFVDAVVGGAVPREYIGSVQQGLE  543

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L+ G+  G+ + D K     G Y+   S+ A F+  A + L+ A K+    
+LEP + 
Sbjct  544  
DALQNGMLAGYPILDIKATLFDGSYHDVDSSEAAFKVAASLALKNAAKKCDPVILEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + AP EYL     D       I+  + + + VV    +P   +  Y TDL  +T 
GR 
Sbjct  604  
VEVTAPSEYLGSVMGDISSRRGMIDGQEERGNAVVVQASVPLSEMFGYATDLRSFTQGRG  663

Query  602  VCLTELKGYQ  611
                +   Y+
Sbjct  664  NYTMQFDRYE  673

>WP_076655321.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    



MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  



Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_008523087.1 MULTISPECIES: elongation factor G [Jonquetella]
 EHM13466.1 translation elongation factor EF-G [Jonquetella anthropi 
DSM 
22815]
 ERL24455.1 translation elongation factor G [Jonquetella sp. BV3C21]
Length=694

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/689 (28%), Positives = 322/689 (47%), Gaps = 
76/689 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  8    
KIRNIGIAAHIDAGKTTTSERILFYTGVNYKIGEVHEGAATMDWMEQERERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W  C +N++DTPGH+DF  EV RS+ VLDGAI V  A  GV+ Q+  ++    
K  +
Sbjct  68   
TCRWRDCWINLIDTPGHVDFTVEVERSMRVLDGAISVFCAVGGVEPQSETVWRQADKYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P V F+NK+D+ G +  SVV  + +KL A  +            K  V L          
Sbjct  128  
PRVAFVNKMDRVGANFLSVVDQLHEKLGARAVPLQLPIGAEDSFKGIVDLVTMKAFCYHT  187

Query  161  -----SPE---IVLEENTDIEAW-DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  PE   I  +   D  ++ + +IE+    +++++E Y+ G+  S E++ R  
+  
Sbjct  188  
EDSGAKPEEGPIPEDMKADAASYREHLIESLGDVDEEIMELYLDGKEPSVEQIKRAIREH  247



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQG---SA  247
                   PV  GSA K  GIQ ++DAV                     + I E+    
SA
Sbjct  248  
TIKLEFVPVLCGSAFKNKGIQAVLDAVVDYLPSPLDLPAIEGTDPDDPEKIIERHPDVSA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTD  306
               G  FK+       R  Y R+YSG ++  DT+   A R++ +I  +      + 
+  D
Sbjct  308  
PFAGLAFKIAVDPFVGRLTYCRVYSGKVKTGDTLYNPASRKRERIGRILQMHSNKRIDLD  367

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G I+ LPS  + R  D L D          E P P++  ++ P T A +++L   
L
Sbjct  368  
EAGAGMIIALPSLKATRTGDTLCDEKAPVVLESLEFPQPVISLSVEPATTADKDKLTKGL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              LA+ DP      +  T + I+S +G + L+++   L  ++K++  V  P V Y 
E   
Sbjct  428  
IALAEEDPTFVVRNNEETGQTIISGMGELHLDIIIDRLRREFKVDVAVGRPQVSYREAIF  487

Query  426  KAASHTIHIEVPPNPF---------WASIGLSVTPLSLG-
SGVQYESRVSLGYLNQSFQN  475
                    +E     F         +  + +++ PL  G SG  +E ++  G + + 
+  
Sbjct  488  D------
RVEQVQGKFVRQSGGRGQYGDVVINMEPLPDGASGFVFEDKIVGGVIPREYIP  541

Query  476  AVRDGIRYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV+ GI   +  G+ G + V   K+   YG Y+   S+   F+  A +  ++A++ 
+   
Sbjct  542  
AVQKGIEEAMGTGILGGFPVIGVKVELVYGSYHDVDSSEMAFKIAASMAFKEAMRRAHPA  601

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            L+EP ++  +  P+EY+     D       +E  +++ +       +P   +  Y 
TDL 
Sbjct  602  
LMEPIMAVEVDTPEEYVGDVMGDLSSRRGRVEGMEMRGNARAIKAYVPLGEMFGYATDLR  661

Query  595  FYTNGRSVCLTELKGYQ---AAVGQPVIQ  620
              T+GR+    +   Y+   A+V + +++
Sbjct  662  SRTSGRATYTMQFHHYEPTPASVAESILK  690



>SCH04273.1 Elongation factor G [uncultured Dorea sp.]
Length=925

 Score = 254 bits (649),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 184/634 (29%), Positives = 307/634 (48%), Gaps = 
57/634 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            + I++G+LAHVD+GKTTL+E +LY +G I +PG V+ G    D   LERQRGITI 
+   
Sbjct  11   
RYISVGLLAHVDSGKTTLSEGILYLTGQIRKPGRVDHGDAFLDNYALERQRGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             FQ    +V ++DTPGH+DF AE+ R+L VLD A+LV+S  DGVQ  TR L++ L 
+  I
Sbjct  71   
VFQLGDSQVTLLDTPGHVDFSAEMERTLQVLDYAVLVVSGADGVQGHTRTLWNLLARYRI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT IF+NK+DQ G D   +++ ++ KL A  +                 D+E  + 
+   
Sbjct  131  PTFIFVNKMDQPGTDKALILKELKKKLDASCV-----------------
DMEDPEDIATG  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            +++ LE+Y+    +S + +     + + D  +FP Y+G+A K  G+Q L+D   G+ 
+ +
Sbjct  174  DERALEEYLEAGEVSIDTI----SQMIADRQIFPCYFGAALKLQGVQELLD---
GIGKYV  226

Query  242  GEQ---------------GSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG  285
            G+                G A   G+ V+K+     G R  ++++ SG L+++    
L G
Sbjct  227  
GDNVSANYDQADNRLQNSGDAQQFGARVYKISRDPQGNRLTHMKITSGELKVKSL--LKG  284

Query  286  RE-----KLKITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWR  339
             +     + K  ++RI S  +      A  G I  +      L     G+   +   
+  
Sbjct  285  GQVSEPWEEKADQIRIYSGEKFETVQQAKAGMICAVTG----
LKHTFPGEGLGIEAGKQA  340

Query  340  EDPL--
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLE  397
              P+  P+L   +          +L  + Q+ + DP+LR   +    EI +  +G 
VQ E



Sbjct  341  
VTPMLEPVLNYQVYFPDQVDAHTMLGYMRQIEEEDPMLRVIWNEELGEIHVQLMGEVQTE  400

Query  398  
VVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG  457
            ++ +L+SE++ ++      +++Y E          H E  P   +A + L + P   
GSG
Sbjct  401  ILKSLVSERFGVDVTFGTGNIVYKETIKNVVEGVGHYE--
PLRHYAEVHLILEPGLPGSG  458

Query  458  VQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADF  516
            +++ +  S   L+ ++Q  +   +     +G L G  +TD KI    G  +   +   
DF
Sbjct  459  
LEFSTDCSTDDLDLNWQRLILTHLLEREHRGVLLGAAITDMKITLVAGRAHLKHTEGGDF  518

Query  517  
RSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV  576
            R      + Q L ++ + LLEPY  F L  P E + RA  D  +        +   
D+ V
Sbjct  519  
RQSTYRAVRQGLMQAESVLLEPYYEFRLEVPSEMIGRALTDVQRMYGEFSPPETDGDQSV  578

Query  577  FTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
             TG  P  C++ Y+ ++  YT GR       +GY
Sbjct  579  LTGSAPVACMRDYQKEVVSYTRGRGRLTLVFQGY  612

>WP_065763756.1 elongation factor G [Enterococcus faecium]
Length=695

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 309/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTVQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V ++ D+L A+                I   V++  E+   



+  
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVTMKAEMYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E +++L  KY+ GE I+  +L    +R   
+ 
Sbjct  192  
TEIEETEIPEEYRELAEEWREKLVEAVAETDEELTLKYLEGEEITEAELKEGIRRATVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
EFYPVLCGSAFKNKGVQLLLDAVLDYLPSPLDIPAIKGIDPKTDEEVERPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLKSGSYVQNATKGKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQVAIEPKSKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNVETGETIIADMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRAG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVETGLKDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S    FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P++YL             +E  + +   + V    +P   +  Y T L   T 



GR   
Sbjct  609  
VIPEDYLGDVMGHVTARRGRVEGMEARAGGQQVVRAMVPLAEMFGYATTLRSATQGRGTF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  TMTFDHYE  676

>WP_027400067.1 elongation factor G [Anaerovorax odorimutans]
Length=687

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 192/698 (28%), Positives = 319/698 (46%), Gaps = 
87/698 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ AK GV+ Q+  ++    
K  +
Sbjct  69   
TAQWKDTRINIIDTPGHVDFTVEVERSLRVLDGAVTVLCAKGGVEPQSETVWRQAEKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P +IF+NK+D  G D   VV  V+D+L A+ +              I   + +  E
+  +
Sbjct  129  
PRMIFVNKMDILGADFYRVVSMVKDRLKANAVPIQLPIGAEDTFVGIIDLIKMEAEVYKD  188

Query  168  E--------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +                  + W     ++V E +++LL KY+ GE +S  ++    
++  
Sbjct  189  
DLGKEIEITEIPEELKDLADEWRHNLLESVAETDEELLMKYLEGEELSEGEINAAIRKMT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------
QPIGEQGSA  247
                + PV  GSA K  G+Q ++DAV                         +P  +
+G  
Sbjct  249  
IAGKMVPVTCGSAYKNKGVQMMLDAVVAYMPSPLDIPPIKGIIPGTETEAERPADDKGP-  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303



                  FK+       +  + R+YSGT+     V  + + K     +I +M    + 
E+ 
Sbjct  308  -
FSALAFKIMADPFVGKLAFFRVYSGTVTSGSYVYNSTKGKKERFGRILQMHANKREEL-  365

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQR  358
              +  Y G+I    + +V L D     T    K        E P P++   I PKT 
A +
Sbjct  366  --EIVYSGDI----
AAAVGLKDTTTGDTLCDEKNEIILESMEFPDPVIEIAIEPKTKAGQ  419

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA+ DP  +   +  T + I++ +G + LE++   L  ++K+E  V 
+P V
Sbjct  420  
EKMGIALAKLAEEDPTFKTYTNEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQV  479

Query  419  IYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P     H    +      +  + + V P   GSG Q+++ +  G + + 
+  
Sbjct  480  SYKETLTVPTD-
VDHKYAKQSGGRGQYGHVKIKVAPGEPGSGFQFKNSIVGGAIPKEYIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V DGIR  ++ G L G+ V D  +    G Y+   S    F+    +   +A K+
+   
Sbjct  539  
KVEDGIREAMQNGPLAGYQVVDVSVELYDGSYHEVDSNEMAFKIAGSMAFREAAKKAKPV  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP     +  P++Y+     D       IE + +    V   G +P   +  Y 
TDL 
Sbjct  599  
LLEPIFKVEVTVPEDYMGDVIGDISSRRGRIEGSDMHSGAVAVRGFVPLSEMFGYATDLR  658

Query  595  FYTNGRSVCLTELKGYQAAVGQPVIQPRRPNSRLDKVR  632
              T GR V + ++  ++          + P+S ++K+ 
Sbjct  659  SKTQGRGVYVMQMDHFE----------KLPDSLIEKIN  686

>WP_102522177.1 elongation factor G [Vibrio tapetis]
 SON49525.1 protein chain elongation factor EF-G, GTP-binding 
[Vibrio tapetis 
subsp. tapetis]
Length=694

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 190/668 (28%), Positives = 312/668 (47%), Gaps = 



66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WNDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+  +D L A+ +++   + +    V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVKQTKDVLGANPLVMVLPIGIEDGFVGVVDLLTRKAFVWDDTGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +++   A                 +E +D L+E Y+ GE  + E+L    ++  
+ 
Sbjct  189  
PENYELQDVPADMVDQVEEYREMLVETAVEQDDDLMEAYMEGEEPTIEQLKACIRKGTRT  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+    GE+ G  A+  +     
Sbjct  249  
MAFFPAYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLMDEAGEETGEHAIVSTEETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+ 
R  
Sbjct  309  ALAFKI-
MDDRFGALTFVRIYSGVLNKGDTILNSFTGKTERVGRMVEMQADDRNELTR--  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ I+   +V+    L +P           P+P++   + PK     E++  
A+
Sbjct  366  -
AQAGDIIAIVGMKNVQTGHTLCNPKDSVTLEPMVFPVPVISIAVTPKDKGGSEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V Y 
E   



Sbjct  425  
GKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +A   S+T   +   +  +  I  ++ P  +GSG  ++S V  G + + F  A+  
G + 
Sbjct  485  
QAVEDSYTHKKQSGGSGQFGKIDYTMKPGEVGSGFSFKSSVVGGNVPKEFWPAIEKGFKG  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G QLLEP 
++ 
Sbjct  545  
MMDTGVLAGFPVLDVEIELFDGGFHAVDSSAVAFEIAAKGAFRQSMPKAGAQLLEPIMAV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P +++     D  +    I+        V    +IP   +  Y   L   T
+GR  
Sbjct  605  
DVFTPDDHVGDVIGDLNRRRGMIKDQMAGVTGVRVKADIPLSEMFGYIGSLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>OGO34996.1 translation elongation factor G [Chloroflexi bacterium 
RBG_16_57_11]
Length=690

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 186/670 (28%), Positives = 308/670 (46%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     GSV+ GTT TD M  ER+RGITI +A  
S +
Sbjct  12   
NIGIIAHIDAGKTTTTERILFYTGKTHRLGSVDDGTTVTDWMEQERERGITIVSAAVSAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF AEV RSL VLDG I++  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGYQINIIDTPGHIDFTAEVQRSLRVLDGGIVIFDAVQGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT-----VSLS--------
PEIVLEEN--  169



             F+NK+D+ G   ++ V  +R++L A+ I+ Q       S S          ++ 
EE   
Sbjct  132  
CFVNKMDRVGASFENSVNMIRERLGANPIVMQAPIGTEASFSGVVDLLAQKAVIWEEELG  191

Query  170  -------------TDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                          D+EA  A     ++E +D L  +++ G+ IS + L    +R 
V   
Sbjct  192  
KEASEIDVPPDMLPDVEAMRAQMVEQIVETDDVLTIQFLEGKEISVKDLKAALRRAVIAG  251

Query  212  SLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAALCGS  252
               P++ GS+ +  G+QP++DA             V G     G+        +A 
L   
Sbjct  252  
VATPIFCGSSLRNKGVQPVLDAVIDYLPSPDDIPPVVGTHPKTGDDVERPALDNAPLSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-------
LKITEMRIPSKGEIVRT  305
            VFK+       R  Y+R+YSG L   + V  + +++       L++   R     E
++  
Sbjct  312  
VFKIVTDPYVGRLAYMRVYSGKLTQGEMVFNSSKDRRERVGRLLRMYADRREDITEVLAG  371

Query  306  
DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            D        +L        D L D +          P P++  +I PKT A ++++ 
+AL
Sbjct  372  DIG-----
AVLGMKETFTGDTLSDISHPILLETITFPEPVISVSIEPKTTADQDKMAEAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER--  423
             +L++ DP      D  T + I+S +G + LEV+   +  +++++  V  P V Y 
E   
Sbjct  427  
RKLSEEDPTFVVRTDEETGQTIISGMGELHLEVLVDRMLREFRVQARVGRPQVAYRESIT  486

Query  424  -
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             P+    +    +      +  + LS+ P   GSG+ +E+ +  G + + +  AV  
G+R
Sbjct  487  
LPVSKVEYRYVKQTGGRGQYGHVVLSMEPAEPGSGILFENAIVGGIIPKEYIPAVEKGVR  546

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
               E G+  G+  TD K+    G ++   S    F+    +  ++    +G  L 
EP + 
Sbjct  547  
EAAEGGILAGYPATDIKVRLYNGSFHEVDSNEMAFKMAGTLAFKEGALRAGPILQEPIMK  606



Query  542  FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFYTNGR  600
              +  P+++L             I   + +   V      +P   +  Y TDL   
T GR
Sbjct  607  
VEVLCPEDFLGDILGQLSARRGEILGMENRPGGVQAVRSMVPMAEMFGYATDLRSATQGR  666

Query  601  SVCLTELKGY  610
             V   E   Y
Sbjct  667  GVFTMEFDHY  676

>WP_029134277.1 elongation factor G [Sedimenticola selenatireducens]
 PLX60110.1 elongation factor G [Sedimenticola selenatireducens]
Length=692

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 196/668 (29%), Positives = 307/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G +  D M  E +RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKLGEVHDGESTMDFMDQESERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW------  175
            IF+NK+D+ G D   VV+ V+D L A+ ++   + +  E  L+   D+   +AW      
Sbjct  129  IFVNKLDRLGADFYRVVKQVKDVLGANPLV-
MVLPIGVEDQLKGVVDLLTRKAWVWDESG  187

Query  176  --------------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
                                      +  +E +D L+EKY+ GE  S E L R  +
+   
Sbjct  188  
DPLNYELQDVPADMVDKVEEYREMLVETAVEQDDDLMEKYLDGEEPSIEDLKRCIRKGTI  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGEQGSAALCGS---
VFKVEYTDCGQ  263
                FP Y GSA K  G+Q ++DAV       Q +  Q    L G+    F +   
D   
Sbjct  248  
KLDFFPTYCGSAFKNKGMQLILDAVVDYLPNPQEVDPQPEVDLEGNETGKFAIVTPDAPL  307



Query  264  RRV-------------YLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
            R +             ++R+YSG L    TV  +  G+ E++ +I EM   S+ E+ 
R  
Sbjct  308  
RALAFKIMDDRFGALTFVRIYSGVLEKGMTVMNSFTGKTERIGRIVEMHADSREELTR--  365

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV ++   +V+    L DP           P P++   IAPK  A  E++  
AL
Sbjct  366  -
AQAGDIVAVVGMKNVKTGHTLCDPKNPATLEPMVFPDPVIAIAIAPKDKAAVEKMGIAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP    E D  + E IL  +G + L++   +L   + ++  V +P V Y 
E   
Sbjct  425  
NKMVQEDPSFYVETDEESGETILKGMGELHLDIKIDILRRTHGVDVSVGKPQVAYRETIT  484

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   V P   GSG Q+ES V  G + + +  A++ 
G   
Sbjct  485  
QRVEDSYTHKKQSGGSGQFGKIDYIVEPGEPGSGFQFESVVVGGNVPKEYWPAIQKGFAT  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +++G L G+   D K+    G +++  S+   F   A     Q++ ++  QL+EP 
+  
Sbjct  545  
SMDKGVLAGFPCLDVKVTLVDGGFHAVDSSAIAFEIAAKGAYRQSIPKAAPQLIEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +Y P++++     D  +    I++       +    E P   +  Y  DL   T
+GR  
Sbjct  605  
DVYTPEDHVGDVIGDLNRRRGMIKSQDTAATGIRIKAEAPLSEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>PIP71038.1 elongation factor G [Nitrospirae bacterium 
CG22_combo_CG10-13_8_21_14_all_44_11]
 PIV41835.1 elongation factor G [Nitrospirae bacterium 
CG02_land_8_20_14_3_00_44_33]
 PIV65731.1 elongation factor G [Nitrospirae bacterium 
CG01_land_8_20_14_3_00_44_22]



 PIX87228.1 elongation factor G [Nitrospirae bacterium 
CG_4_10_14_3_um_filter_44_29]
 PJA83176.1 elongation factor G [Nitrospirae bacterium 
CG_4_9_14_3_um_filter_44_28]
Length=691

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 196/677 (29%), Positives = 307/677 (45%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  8    
KTHNIGIMAHIDAGKTTTTERILYYTGITYKIGEVHEGTAVMDWMVQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV R+L VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  68   
TCFWKGHKINIIDTPGHVDFTIEVERALRVLDGAVAVFDSVAGVEPQSETVWRQADKYKV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+AG D    VQS+ D+L A                   D++  + V    
Sbjct  128  
PRIAFMNKMDRAGADFFMGVQSMVDRLGANPVPVQIPIGAEESFRGPIDLVEMKAVCFDD  187

Query  163  EIVLEENTD------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREE  204
            E +  +  +                  +EA   V EN   ++EK++ G  IS E++    
Sbjct  188  ETIGAKYVEGAIPDDMMSAARQYREKMLEALSDVDEN---
IMEKFLGGREISAEEIRAAL  244

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-----
GEQGSAALCGSV  253
            ++      L PV  GSA K  G+Q L+DA+           PI     G     A    
V
Sbjct  245  
RKGTIQLKLTPVVCGSAFKNKGVQQLLDAIVDYLPSPLDVPPILGTKPGNGSEIARKADV  304

Query  254  --------FKVEYTDCGQRRVYLRLYSGTL--------
RLRDTVALAGREKLKITEMRIP  297
                    FKV       +  ++R+YSG L          +DT    GR    + 
+M   
Sbjct  305  NEPFSALAFKVMTDPYVGQLTFIRVYSGMLSAGSYIYNSTKDTKERVGR----
LLKMHAN  360

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             + EI          +V L   S    D L D          E P P++   I 



PKT A 
Sbjct  361  KREEIKEVSAGDIAAVVGL--
KSTLTGDTLCDEKSQVVLEAMEFPDPVISVAIEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L +AL +LA  DP  R   +  T + I+S +G + LE++   L  ++K+   V 
+P 
Sbjct  419  
QEKLYEALGKLAQEDPSFRIAFNEETGQTIISGMGELHLEIIVDRLLREFKVGANVGKPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + L + P+S G G ++ +++  G + + 
+  
Sbjct  479  VAYRETIRTASKAEGKFIKQSGGRGQYGHVYLKLEPVS-
GKGFEFVNKIVGGSIPREYIP  537

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  ++ G L G+ V D K+    G Y+   S+   F+    I  ++A K+
+   
Sbjct  538  
AVEKGVKEAMDSGVLAGYPVVDVKVTLYDGSYHEVDSSEMAFKIAGSIGFKEAAKKAMPV  597

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +S  +  P+ Y+     D       I+  + + +  V   ++P   +  Y 
TDL 
Sbjct  598  
LLEPMMSIEVVTPENYMGDVIGDLNSRRGKIQQMEKRGNAQVIKAQVPLSGMFGYATDLR  657

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+    +   Y+
Sbjct  658  SKTQGRATYTMQFSHYE  674

>WP_077968977.1 elongation factor G [Streptomyces tsukubensis]
 OON78474.1 translation elongation factor G [Streptomyces 
tsukubensis]
Length=706

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 192/684 (28%), Positives = 328/684 (48%), Gaps = 
80/684 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGAATMDWMEQEQERGITITSAAT  69



Query  62   SFQWHRCKV----
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W    +    NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
Sbjct  70   
TCHWPMNDIDHTINIIDTPGHVDFTVEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G +    V  + D+L A                   D++  
+  
Sbjct  130  
RYGVPRICFVNKLDRTGAEFHRCVDMIVDRLGATPIVMQLPIGAEADFQGVVDLVTMKAF  189

Query  159  SLSPEIVLEENTDI--------EA---W-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
              S E  L E  DI        EA   W     +AV EN+D ++E Y+ G+  S E
+L  
Sbjct  190  
VWSAETKLGEAYDIVDIPATHTEAAAEWRGKLLEAVAENDDAMMELYLEGQEPSVEQLY-  248

Query  203  EEQRRV-------QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA---  248
            E  RR+       +  ++ PV+ G+A K  G+QPL+DAV   L  P+     +G A    
Sbjct  249  
EAIRRITIGSGKGEGTTVTPVFCGTAFKNKGVQPLLDAVVRYLPSPLDIEAIEGHAVNNP  308

Query  249  -------------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--KI  291
                         L    FK+       +  ++R+YSG L     V  ++ GR++   
KI
Sbjct  309  
EEIVKRRPSVDEPLSALAFKIASDPHLGKLTFVRVYSGRLESGSAVQNSVKGRKERIGKI  368

Query  292  TEMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
              M    + EI   ++   G+IV ++        + L DP +       + P P++   
I
Sbjct  369  YRMHANKREEI---
ESVGAGDIVAVMGLKQTTTGETLCDPAKPVILESMDFPAPVIEVAI  425

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PK+   +E+L  A+ +LA+ DP  R + D  T + I+S +G + L+V+   +  +
+++E
Sbjct  426  
EPKSKGDQEKLGVAIQRLAEEDPSFRVKTDEETGQTIISGMGELHLDVLVDRMRREFRVE  485

Query  411  TVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
              V +P V Y E   +P++   +T   +   +  +A + +++ PL  G G ++ +
+V+ G
Sbjct  486  ANVGKPQVAYRETLRKPVERLDYTHKKQTGGSGQFAKVQIAIEPLE-
GDGYEFVNKVTGG  544



Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + +  +V  G +  +E G L G+ +T  ++    G Y+   S+   F+    +  
++
Sbjct  545  
RIPREYIPSVDAGAQEAMEFGVLAGYPLTGVRVTLLDGAYHEVDSSEMAFKIAGSMAFKE  604

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A +++   LLEP +   +  P++Y+     D       I++ + +    + TG +P   
+
Sbjct  605  
AARKASPALLEPMMKVEVTTPEDYMGDVIGDINSRRGQIQSMEDRHGAKLVTGLVPLSEM  664

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
              Y  DL   T+GR+    +   Y
Sbjct  665  FGYVGDLRSKTSGRASYSMQFDSY  688

>WP_002902195.1 MULTISPECIES: elongation factor G [Streptococcus]
 EGC27870.1 translation elongation factor G [Streptococcus sanguinis 
SK678]
 EGD39290.1 elongation factor G [Streptococcus sanguinis SK160]
Length=693

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 314/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L    



++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITTDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +        D L D            P P+++  + PK+ A 
++++
Sbjct  366  ---
ETVYAGDIAAAIGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y 
Sbjct  423  
GIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRASTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPAILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+ 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSASQ  662

Query  599  GRSVCLTELKGYQ  611



            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>OUW97985.1 elongation factor G [Pelagibacteraceae bacterium 
TMED233]
Length=691

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 188/667 (28%), Positives = 309/667 (46%), Gaps = 
82/667 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDHRVNIIDTPGHVDFTIEVERSLKVLDGAVAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-------------
ENTD  171
             FINK+D+ G D    VQ ++D+L A  ++ Q V +  E  L+             
+N D
Sbjct  132  CFINKLDRTGADFFRCVQMIKDRLGAKPLVMQ-
VPIGIESSLQGVVDLVKMKAIVWKNED  190

Query  172  IEA-WD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            + A W+                       +E ++KL+E Y+ G  I+ E L+   +
+   
Sbjct  191  
LGAEWEEKDIPDDLKEISEKYRQELVETAVEQDEKLMESYLNGNQINNEDLISCVRKGCL  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF---QPIGE-
QGSAALCGSVFKVEYTDCG---  262
            +    PV  GSA K  G+QPL+DAV       + IG  +G+      V ++++ D     
Sbjct  251  
NFDFVPVLTGSAFKNKGVQPLLDAVVDYLPSPEDIGSIKGTKPGTEDVIEMKFADNEPFS  310

Query  263  ------------QRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
                            ++R+YSGT++    +    REK     ++  M   S+ +I   
+
Sbjct  311  
ALAFKVANDPFVGSLTFIRIYSGTIKSATGIYNTSREKEERVGRMLLMHANSREDIKEAN  370



Query  307  TAYPGEIVILPS-------DSVRLND--
VLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            T   G+IV L          ++   D  VL +P   P         P++   + 
PKT A 
Sbjct  371  T---GDIVALAGLKYTITGHTLSQEDKPVLLEPMEFPD--------
PVIEIAVEPKTKAD  419

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++ +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  
P 
Sbjct  420  
QEKMGEALGRLAKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQ  479

Query  418  VIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E    +    +T   +      +A + L V PL  G G + ES++  G + + 
F  
Sbjct  480  
VAYRETIQNSMEFDYTHKKQSGGAGQFARVKLLVEPLEPGKGREIESKIKGGAIPKEFIP  539

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             V  G+    + G+  G+ + D K+    GL++   S+   F   +    ++A      
+
Sbjct  540  
GVEKGVETISDSGILAGFPIIDYKVTILDGLHHDVDSSVLAFELASRACFKEACTRGVLK  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P++Y+     D       I T +++ +  V T  +P   +  Y   
L 
Sbjct  600  
LLEPVMRVEVVTPEDYMGDVIGDLNSRRGQISTQELRGNATVITAMVPLANMFGYINSLR  659

Query  595  FYTNGRS  601
              + GR+
Sbjct  660  SMSQGRA  666

>WP_040192560.1 GTP-binding protein [Clostridium sp. CL-6]
Length=648

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 178/613 (29%), Positives = 298/613 (49%), Gaps = 
24/613 (4%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI AHVDAGKTT +E +L+ S +I   G V+   T  D+  +E++RGIT+ + +  
F 
Sbjct  4    
SIGIFAHVDAGKTTFSEQVLFHSKSIRTRGRVDHKGTFLDSHKIEKERGITVFSDIGVFD  63



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            +   K  ++DTPGH+DF  E+ R+++VLD AI+++SA +GVQ  T  ++  LRK 
+IPT 
Sbjct  64   
YKDSKYFLIDTPGHIDFSPEMERAISVLDYAIVIVSAVEGVQGHTETVWKLLRKHHIPTF  123

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            IFINKID+ G  +  V+Q +R  LS DI + Q+ +L+      E  D EA + + E 
+++
Sbjct  124  IFINKIDRVGARVLEVIQELRRSLSKDITLFQSSNLN------ELRDEEA-
EFIAERDEE  176

Query  185  LLEKYIAGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            L+E Y   E     K  +E  R  +++  +F    GSA +  G+   M+    L +    
Sbjct  177  LMELYF--
EEGYDSKTWKETLRTLIREEKIFICNKGSALEDEGVVEFMETFHELTRT-DY  233

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-AGREKL--
KITEMRIPSKG  300
              +  L   VFKV+Y D G R  +L+L SG+L+++D +    G EK+  K+ E+R  
+  
Sbjct  234  
DSADKLTARVFKVKYDDKGNRVTFLKLLSGSLKVKDEIYYDVGEEKVQEKVNEIRRYNGT  293

Query  301  EIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +    D A  GEI+ ++    ++    +G    +       D +P LR  +  +      
Sbjct  294  KYKVCDEALAGEIIGVVGLTGLKAGMGIGVKGGIY------
DMIPTLRAKVMFEEGLNPR  347

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L     L   +  L         EI +S +G++Q+EV+  +L +++ ++     
P ++
Sbjct  348  
EVLKCFKILESEEASLNVTWSEEFQEIYISIMGKIQIEVLKEILLDRFNIKVEFGIPEIL  407

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y E          H E  P   +A + L +     GSG+ +E++    +L    QN 
+R 
Sbjct  408  YKETMKGQVEGFGHFE--
PLRHYAEVHLKLEEGPRGSGITFENKCHNDFLTPGNQNLIRT  465

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +     +G+  G  +TD KI    G  ++  +   DFR      + Q  +++   
LLEP
Sbjct  466  
HVFEREHKGILTGSTITDLKITLITGRAHNKHTEGGDFREATKRAIRQGFEKAEKVLLEP  525



Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            +  F +      L R   D  K   T E  +   + VV  G+ P      Y  +   
+T 
Sbjct  526  
FYKFRMDVDLSLLGRVMSDIQKMSGTFEEPETFGNRVVIHGKGPVAEFMNYPLEFQAFTK  585

Query  599  GRSVCLTELKGYQ  611
            G+        GY+
Sbjct  586  GKGTLSMVFSGYE  598

>WP_104878287.1 GTP-binding protein [Lactobacillus fermentum]
 SNX31794.1 putative tetracycline resistance protein TetQ 
[Lactobacillus 
fermentum]
 PTV35918.1 GTP-binding protein [Lactobacillus fermentum]
Length=644

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 190/612 (31%), Positives = 304/612 (50%), Gaps = 
46/612 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            M  I  G++AHVDAGKTTL+E+LLY +G   + G V+KG+   D   LE+QRGITI    
Sbjct  1    
MSQIVTGLVAHVDAGKTTLSEALLYHAGVTRQLGRVDKGSAFLDPDQLEQQRGITIFPHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   K+ ++DTPGH+DFLA   R LAVLD AILV+SA  GVQA TR+L+  L 
K  
Sbjct  61   
AEFSFGDLKLTLLDTPGHIDFLAATERVLAVLDYAILVVSAPAGVQATTRVLWDLLDKYQ  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVI  179
            +PT +F+NK+D  GVD  +V+  ++D+L    +  K   +   E+ L             
Sbjct  121  
VPTFVFVNKMDAPGVDQAAVLAQLQDELDPGCLPFKDPAAQFEELALL------------  168

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++ +++ Y+    I+  +L    +  +++   FPVY+G+A K  G+  L+  +T   
Q
Sbjct  169  --DEGVMDDYLTNGEITPAQL----
RSLIKNRRAFPVYFGAALKDEGVADLIKGLTEWTQ  222

Query  240  ---
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
               P  + G+      VFKV + + G R  +LR+  G LR +  + L G+   K  



++R+
Sbjct  223  TPTPTPDFGA-----RVFKVSHDERGNRLTWLRVTGGNLRAKAEL-LPGQ---
KADQLRV  273

Query  297  PSKGEIVRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
             +  +        PG++  V  P+ +V L   +G      + R+R    P+L   +  
+ 
Sbjct  274  YNGAKATVVQEVGPGQVCTVAGPTSTV-LGQGIGAVEEQAQPRFR----
PVLTYGLDQR-  327

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A  ++ L AL QL D +PLL    D  T  + +  +G VQLE+++  L E++ L     
Sbjct  328  
GAPFDQCLAALRQLEDEEPLLGVVDDPATQRLYVQVMGEVQLEILTQRLEEEFGLTVGFD  387

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E  + Y E          H E  P   +A + L + P + GSG+ + S+  +  L+ 
++Q
Sbjct  388  EGRISYQETLTTPIEGVGHFE--
PLRHYAEVHLLLEPGARGSGLTFASQCHVDVLSNAWQ  445

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE---  530
              +   ++    +G L G  +TD K+    G      +   DFR  A   L Q L 
E   
Sbjct  446  
GQILTALKQRAHRGILVGAPLTDVKVTLVGGKGSIVHTVGGDFRQAAWRALRQGLMEAGR  505

Query  531  SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV-
FTGEIPARCIQAY  589
            +G QLLEP+ +F L  P E +  A  D  ++   +   Q    ++V   G  P   
++ Y
Sbjct  506  
AGNQLLEPWYNFHLLVPTEAVGHALTDLQRFGGEVSQPQAGPGDLVRLEGSGPVAKLRDY  565

Query  590  RTDLAFYTNGRS  601
               +  YT+G+ 
Sbjct  566  AATVRAYTHGQG  577

>ACR18569.1 elongation factor EF-G [Corynebacterium kroppenstedtii 
DSM 44385]
Length=720

 Score = 250 bits (639),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 186/697 (27%), Positives = 325/697 (47%), Gaps = 
73/697 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K+ NIGI+AH+DAGKTT+TE +LY +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  23   
KVRNIGIMAHIDAGKTTVTERILYYTGINRKVGETHDGASTTDWMEQEKERGITITSAAV  82

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  83   
TCFWKDNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  142

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L A  ++ Q                         
Sbjct  143  
PRICFVNKMDKLGADFYYTVDTIVDRLHAKPLVMQLPIGAEDDFDGVVDLINMNAMTWRG  202

Query  157  TVSLSPEIVLEENTDI----------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
             V +  E  +EE  D           +  +AV E++++L+EKY AGE ++ +++    
++
Sbjct  203  
KVDVGAEPTIEEIPDDLKDKADEYHEKLLEAVAESDEELMEKYFAGEELTTDEIHEAIRK  262

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGEQG---------S  246
             V ++ +FPV+ GSA K  G+QPL+DA+                 +G++           
Sbjct  263  
MVVNSEIFPVFCGSAYKNKGVQPLLDAINWYLPTPLDVGEVHGHKVGDESVELTRHPSVD  322

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
            A      FK+       +  ++R+YSG++     V  + +  K +I ++      +    
Sbjct  323  
APFSALAFKIAAHPFFGKLTFVRVYSGSVEPGQQVMNSTKGHKERIGKLFQMHANKENPM  382

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G I   +        D L D          + P P++   I PK+ A +E
+L  A
Sbjct  383  
DVAKAGNIYAFIGLKDTTTGDTLCDANDQIILESMDFPDPVIEVAIEPKSKADQEKLGIA  442

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            + +LA+ DP    ++D  T + ++  +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  443  
IQRLAEEDPTFTVKLDEETGQTVIGGMGELHLDVLVDRMKREFKVEANVGAPQVAYRETI  502

Query  423  -RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQY--
ESRVSLGYLNQS  472
             +P++   +T   +   +  +A + +S+ P       L  G    Y  E+ V+ G 



+ + 
Sbjct  503  
RKPVEKYEYTHKKQTGGSGQFAKVIISLEPYAPNPDELEEGESATYKFENAVTGGRVPKE  562

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI+  ++ G L G+ + + K     G Y+   S+   F+      L++A
++++
Sbjct  563  
YIPSVDAGIQDAMQYGTLAGFPLVNIKATLVDGQYHEVDSSEMAFKIAGAQALKEAVQKA  622

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  +  P+EY+     D       + + + +    V    +P   +  
Y  
Sbjct  623  
KPVLLEPMMAVDVITPEEYMGEVIGDVNARRGQVHSMEDRSGAKVVKATVPLSSMFGYVG  682

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPN  625
            DL   T GR+        Y      V Q +I  R  N
Sbjct  683  DLRSKTQGRANYTMIFDSYAEVPTNVAQEIIAERTGN  719

>EGN47930.1 hypothetical protein HMPREF0991_01845 [Lachnospiraceae 
bacterium 
2_1_58FAA]
Length=728

 Score = 251 bits (640),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 192/628 (31%), Positives = 309/628 (49%), Gaps = 
37/628 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+ES+LY SG+I + G V+      DT  LER RGITI 
+   
Sbjct  11   
KHICLGILAHVDAGKTTLSESMLYISGSIRKMGRVDHKDAFLDTYDLERSRGITIFSKQA  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
               W    + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L 
+  I
Sbjct  71   
VLSWKDMGITLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTETLWRLLGQYKI  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P  +F+NK+DQAG D + V+  ++ +     I         E V    +  EA + 
+   
Sbjct  131  PVFLFVNKMDQAGTDRERVLAELKKRFGDHCI-------
DFEKVFGSESSEEAAEQLAMC  183



Query  182  NDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
            ++ LLE+Y+    + RE++     QRRV     FP Y+GSA    G++ L+DA+  
L + 
Sbjct  184  DEGLLEQYLENGELPREQVADLISQRRV-----
FPCYFGSALHTEGVEELLDALESLTEE  238

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
               Q  A     V+K+   + G R  YL++  G++++R+ +      + KI ++R  
S  
Sbjct  239  --RQYPAKFGAKVYKIGRDEQGNRLTYLKVTGGSIKVREIITDT---
EEKINQIRRYSGA  293

Query  301  EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTR-LPRKRWREDPL--
PMLRTTIAPKTAAQ  357
            +       + GE+  +      L+D    P + L  +   + P+  P+L   I       
Sbjct  294  KYEMLSEVHAGEVCAVTG----LSDTY--
PGQGLGAESESDMPILEPVLNYRIELPPDCD  347

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
              ++L  L +L + +P L    +    EI    +G VQ+E++ +++ +++K+        
Sbjct  348  
IHKMLLNLKELEEEEPELHIVWEERLCEIHAQLMGEVQIEILKSIIWDRFKVRVEFGTGK  407

Query  418  VIY---
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V+Y   +E P++   H       P   +A + L + P   GSG+Q+ +  S   L 
+++Q
Sbjct  408  VVYKETIEDPVEGVGH-----
FEPLRHYAEVHLLLEPGERGSGLQFFTDCSEDILTRNWQ  462

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  VTD KI    G  +   +   DFR      + Q L+
++ +
Sbjct  463  
RLILTHLEEKEHKGVLTGSAVTDMKITLVSGRAHQKHTEGGDFRQATYRAVRQGLRKAKS  522

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY  F +    E++ RA  D  K   T E      +  +  G  P   ++ Y
+T+L
Sbjct  523  
VLLEPYYEFEMELLPEHVGRAMMDIQKRSGTFEPPVADGEISILKGCAPVSQMRGYQTEL  582

Query  594  AFYTNGRSVCLTELKGYQAAVGQ-PVIQ  620
              YT GR      LKGY+    Q P+++
Sbjct  583  TSYTGGRGRMSCRLKGYEKCPDQEPIVE  610

>AEI79100.1 elongation factor G 2 [Cupriavidus necator N-1]
Length=706



 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 196/695 (28%), Positives = 313/695 (45%), Gaps = 
82/695 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  16   
NIGISAHIDAGKTTTTERILFYTGVNHKLGEVHDGAATMDWMEQEQERGITITSAATTAF  75

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W          ++NI+DTPGH+DF  EV RS+ VLDGA +V  A  GVQ Q+  ++    
Sbjct  76   
WKGMAGNYPEHRINIIDTPGHVDFTIEVERSMRVLDGACMVYDAVGGVQPQSETVWRQAN  135

Query  118  
KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------  163
            K  +P + F+NK+D+ G D   V   + D+L    +  Q + L  E              
Sbjct  136  KYAVPRIAFVNKMDRVGADFFRVQTQIADRLKGRAVPIQ-
IPLGAEDHFQGVVDLVKMKA  194

Query  164  IVLE--------ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
            IV +        E  DI A        W     +A  E ++ LL +Y++GEP++ E
++ R
Sbjct  195  
IVWDDASQGVRFEYQDIPADLLATAQEWRDKMVEAAAEADETLLHQYLSGEPLTEEQIKR  254

Query  203  
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------QPI  241
              ++R     + P+  GSA K  G+Q ++DAV                          
P 
Sbjct  255  
GLRKRTIANEIVPMLCGSAFKNKGVQSMLDAVIDYLPSPADVPAILGHTEDDREAERHPS  314

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIP  297
             ++  AAL    FK+       + ++ R+YSG ++  DTV     A RE+L +I 
+M   
Sbjct  315  DDEPFAALA---
FKIMTDPFVGQLIFFRVYSGVVKSGDTVYNPVKAKRERLGRILQMHAN  371

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             + EI           V L   +    D L DP ++        P P++   + P
+T A 
Sbjct  372  VRQEIKEVRAGDIAAAVGLKEATT--
GDTLCDPDKVIILERMSFPEPVISQAVEPRTKAD  429

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++ +E  V 
+P 
Sbjct  430  
QEKMGIALNRLAQEDPSFRVTTDEESGQTIISGMGELHLEILVDRMRREFGVEASVGKPQ  489

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   +P+K        +      +  + L++ P+  G G ++   +  G + 
+ F 
Sbjct  490  
VAYRETIRQPVKDVEGKFIKQSGGRGQYGHVVLNLEPMPHGGGYEFVDAIKGGVVPREFI  549

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GIR  L+ G L G+ V D K    +G Y+   S    FR    +  ++ ++ 
+  
Sbjct  550  
PAVDKGIRETLQSGVLAGYPVVDIKATLVFGSYHDVDSNENAFRMAGSMAFKEGMRRARP  609

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ--
VKKDEVVFTGEIPARCIQAYRT  591
             LLEP ++  +  P+E+      D       +   +        +   E+P   +  
Y T
Sbjct  610  
ILLEPMMAVEVETPEEFTGNVMGDLSSRRGMVHGMEDIAGGGGKIVRAEVPLATMFGYST  669

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             L   T GR+    E K Y  A   V + VI  +R
Sbjct  670  TLRSLTQGRATYTMEFKHYAEAPANVAEAVISTKR  704

>WP_034562425.1 elongation factor G [Carnobacterium gallinarum]
Length=693

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 313/677 (46%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  10   
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+
Sbjct  70   
TAEWKNYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYRV  129



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V S+ D+L A+                I   V +  
EI   
Sbjct  130  
PRIVFCNKMDKLGADFLYSVNSLHDRLQANAHPIQLPIGAEDDFTGIIDLVKMKAEIYTN  189

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+  D                  AV+E ++ L+ KY+ GE I+  +L    
++  
Sbjct  190  
DLGTDIQETDIPEDYLEEATKWRKNLIEAVVETDEDLMMKYLDGEEITEAELKAGIRQAT  249

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIGEQG------------------
SAAL  249
                 FPV  GSA K  G+Q ++DAV   L  P+  +                   
+A  
Sbjct  250  
ISVDFFPVLAGSAFKNKGVQLMLDAVLDYLPSPLDVEAIKGTDVKTEEETTRPADDAAPF  309

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A + K     +I +M   ++ 
EI   
Sbjct  310  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKNKKERVGRILQMHANTRKEI---  366

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  + G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  367  DKVFSGDI----AAAVGLKDTTTGDTLCALDSPVILESIEF---
PEPVIQVAVEPKSKAD  419

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E ++ T E ++S +G + L+V+   +  ++ +E  V  
P 
Sbjct  420  
QDKMGVALQKLAEEDPSFRVETNAETGETVISGMGELHLDVLVDRMRREFNVEASVGAPQ  479

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G+G ++E+ +  G + + 
+  
Sbjct  480  
VSYRETFRGSTQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV+ G+   L+ G L G+ + D K     G Y+   S    F+  A + L+ A K+
+   
Sbjct  540  



AVKAGLEGALDNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFKVAASMALKAAAKKANPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +  I+  P++YL             +E  +   +  +    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVIITVPEDYLGDIMGHVTSRRGRVEGMEAHGNSQIVNAIVPLANMFGYATTLR  659

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR   +     Y+
Sbjct  660  SSTQGRGTFMMVFDHYE  676

>WP_063384342.1 elongation factor G [Bacillus badius]
 KZO00573.1 elongation factor G [Bacillus badius]
 OCS87355.1 translation elongation factor G [Bacillus badius]
 OVE48843.1 elongation factor G [Bacillus badius]
Length=692

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 186/666 (28%), Positives = 304/666 (46%), Gaps = 
61/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLSPE----
IVLEE----------N  169
            +F+NK+D+ G D    V ++ D+L A+   I+  +    E    I L E           
Sbjct  132  
VFVNKMDKIGADFLYSVGTINDRLMANAHPIQLPIGAEDEFRGIIDLVEMKATFYGNDLG  191

Query  170  TDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            T+IE  D                  A+ E ++ ++EKY+ GE ++  ++    ++   
+ 
Sbjct  192  
TEIEVGDIPEDMQDQAEEYREKLIEAIAEFDEDIMEKYLGGEEVTIPEIKAAIRKGTINV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252



              FPV  G+A K  G+Q ++DAV              G      E+        A     
Sbjct  252  
EFFPVLCGTAFKNKGVQLMLDAVIDYLPAPTDVPNIKGTLPDSDEEVTRPSSDDAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       +  + R+YSG L     V       RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGILNSGSYVQNSTKGKRERVGRILQMHANSREEISEVHAG  371

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
                 V L   +    D L D   L      E P P++  ++ PK+   ++++  
AL +L
Sbjct  372  DIAAAVGLKDTAT--
GDTLCDEKHLVILESMEFPEPVISLSVEPKSKGDQDKMTTALQKL  429

Query  369  ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLK  426
             + DP  R E +  T ++++S +G + L+++   +  ++K+E  V  P V Y E  
R   
Sbjct  430  
QEEDPTFRAETNPETGQVVISGMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRSSA  489

Query  427  
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
                    +      +  + +  TP   G+G ++E+ +  G + + +  AV+ G+   
L+
Sbjct  490  
QVEGKFARQSGGRGQYGHVWIEFTPNEEGAGFEFENGIVGGVVPREYIPAVQAGLEDALQ  549

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ + D K     G Y+   S+   F+  A + L+ A  +    LLEP +   
+ 
Sbjct  550  
NGVLAGYQLIDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCNPVLLEPMMKVEVV  609

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P EYL     D       +E  + + +  V    +P   +  Y T L   T GR     
Sbjct  610  
IPDEYLGDIMGDITSRRGRVEGMEARGNAQVVKAFVPLSEMFGYATSLRSNTQGRGTYSM  669

Query  606  ELKGYQ  611
                Y+
Sbjct  670  HFDHYE  675

>WP_046826835.1 elongation factor G [Afipia massiliensis]
 KKY09771.1 elongation factor G [Afipia massiliensis]
Length=690

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 



matrix adjust.
 Identities = 187/666 (28%), Positives = 302/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMTQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WDGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +Q + D+L A                   D+++ +    + 
E +
Sbjct  132  
VFANKMDKTGADFYKCLQDIIDRLGAKPVAIQLPIGSESNFKGMVDLVLMKAYVWNNEAL  191

Query  166  --LEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              + +  DI A              +A +E +D  +  Y+ G+      L R  ++ 
V  
Sbjct  192  
GAMYDVVDIPADLADKAKEYREKLVEAAVELDDDAMAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------GEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV   L  P+         E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVAYLPSPVDVPAIKGTDEDGNEVVRKADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L     V  + R+K  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLVSGTGVVNSTRDKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L D          E P P++   I PK+ A +E+L  AL 
+LA+
Sbjct  372  
DIVALAGLKEARTGDTLCDSNNPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAN  431

Query  371  



TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + E+  K 
A  
Sbjct  432  
EDPSFRVSTDHESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFREKITKKAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G+G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGAGYEFESKIVGGSVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   A     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVSLVDGKYHDVDSSALAFEIAARAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVVNAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>PIR43983.1 elongation factor G [Candidatus Wolfebacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_31_9]
Length=714

 Score = 250 bits (639),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 199/713 (28%), Positives = 323/713 (45%), Gaps = 
104/713 (15%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            +IGI+AH+DAGKTT++E +L+ +G     G V +G    D M  ER+RGITI AA 
T+  
Sbjct  11   
DIGIIAHIDAGKTTVSERVLFYTGISHRIGEVHEGQAIMDWMEQERERGITITAAATNCF  70

Query  65   W---------------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKD  103
            W                     H  ++NI+DTPGH+DF  EV RSL VLDG +++     
Sbjct  71   
WTSTRETRNIKDDEERKEIKKLHEHRINIIDTPGHVDFTVEVERSLRVLDGGVVIFDGVA  130



Query  104  
GVQAQTRILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS--------------  149
            GV+ Q+  ++H   K  +P + FINK+D+ G        S++D+L+              
Sbjct  131  
GVEPQSETVWHQADKYKVPRMCFINKLDRVGASFDFSYNSIKDRLNPNAIAIQLPIGIEA  190

Query  150  -----ADIIIKQTVSLS------------PEIVLEENTD--
IEAWDAVIENNDKLLEKYI  190
                 AD+I ++                 PE V EE T    E  + V+E ++KL
+EKY+
Sbjct  191  
DFKGIADLIEEKAFFFEGDNGENIIEKEIPEDVKEEATKRRAELIEKVVEQDEKLMEKYL  250

Query  191  AGEPISREKLVREEQRRVQDASLF-
PVYYGSAKKGLGIQPLMDAVTGLF-----------  238
             GE IS+++ +R   R+   A+L  PV  GSA K  G+Q ++DAV               
Sbjct  251  GGEEISKDE-
IRATLRKATIANLLIPVLCGSALKNKGVQLMLDAVLDFLPSPADVSESKP  309

Query  239  --------------
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL-  283
                          QP  E+   AL    FK+          Y R+Y+G L+ + T  
L 
Sbjct  310  IKGTDLETTSEIIRQPNDEEPLTALA---FKIATDPFVGSLTYFRVYAGVLK-
KGTYVLN  365

Query  284  ---AGREKL-KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDV---
LGDPTRLPRK  336
                 +E++ +I  M    + E+        G IV L + S    D    L DP  
L + 
Sbjct  366  SSKGNQERIGRIVRMHANKREEVEEMYAGDLGAIVGLKNTST--
GDTICSLDDPIILEKI  423

Query  337  
RWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQL  396
             +   P P++   I PKT A +E++  A+ +LA+ DP  R   D  T E I++ +G 
+ L
Sbjct  424  TF---
PEPVISVRIEPKTKADQEKMGLAMRRLAEEDPTFRISSDQETGETIIAGMGELHL  480

Query  397  EVVSALLSEKYKLETVVKEPSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSL  454
            E++   +  ++ +E     P V Y E  +   +A      +      +  + + + 
PL  
Sbjct  481  
EILVDRMKREFSVEANTGRPQVAYKETIKGESSAEGKYIRQSGGKGQYGHVKIKMKPLER  540

Query  455  GSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTP  513
            G G  + +++  G + Q F +AV  G +  L++G L G+ +TD ++    G Y+   
S+ 
Sbjct  541  
GKGFVFVNQIKGGAIPQEFISAVEKGTKEALDKGVLAGYTMTDVEVTLYDGSYHEVDSSE  600



Query  514  
ADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKD  573
              F+  A + +++  K++   LLEP +   +  P ++L     D       IE    
+ +
Sbjct  601  
IAFKIAASMAVQEGAKQAKAILLEPIMKVQVIVPMDFLGDVTGDLNSKRGRIEAMNDRMN  660

Query  574  EVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  
623
              V    +P   +  Y T L   T GR     E   Y+   + V Q +I+ ++
Sbjct  661  IKVIDVNVPLSEMFGYSTKLRSITQGRGSFSMEFDHYEEVPSNVAQQIIEGKK  
713

>KUO58209.1 elongation factor G [Gracilibacter sp. BRH_c7a]
Length=693

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 184/679 (27%), Positives = 308/679 (45%), Gaps = 
81/679 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGRVHKLGEVHDGAATMDWMVQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+   +NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCQWNEHNINIIDTPGHVDFTVEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------------
IIIKQTVSLS  161
            P + +INK+D+ G D    V  + ++L ++                    + +K T
+   
Sbjct  129  
PRIAYINKMDRVGADFFRGVSMIAERLGSNPVPLQLPIGMEENFKGIIDLVTMKATIYTD  188

Query  162  PEIVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  + TD+             +  +A+ E ++ L+ KY+ G  IS E++ R  
++  
Sbjct  189  
DLGTASDTTDVPEDMLSQAQEYREKLLEAIAEVDEDLMMKYLEGTEISEEEIKRGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +    PV  GS+ K  G+QPL++AV             TG+     E+         
+ 



Sbjct  249  
IELQFIPVICGSSFKNKGVQPLLNAVVDYMPSPLDVPPITGINPDTNEEEICPPNDDHSF  308

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAY  309
                FK+       +  + R+YSGTL+       AG      T+ +    G I+R    
+
Sbjct  309  AALAFKIMSDPYVGKLTFFRVYSGTLK-------
AGSYIFNSTKGKKERIGRILRMHANH  361

Query  310  PGEIVILPSDSVRLNDV----------LGDPTRLPRKRWRED----
PLPMLRTTIAPKTA  355
              ++     D +R  D+           GD     +KR   +    P P++  +I 
PKT 
Sbjct  362  REDV-----
DEIRAGDIAAAVGIKDVGTGDSLCDEKKRIILESMVFPEPVIHVSIEPKTK  416

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A +E+L  +L +LA+ DP  +   D  T + I+S +G + LE++   L  ++K+   
V  
Sbjct  417  
ADQEKLGTSLAKLAEEDPTFKTHTDEETGQTIISGMGELHLEIIVDRLQREFKVGCDVGR  476

Query  416  PSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   KA  A      +      +    +   PL  G+G  +ES++  G + 
+ +
Sbjct  477  
PQVAYKETIRKAVKAEGKFVRQSGGRGQYGHCWVEFEPLDQGTGFVFESKIVGGTIPKEY  536

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
             + ++ GI   L+ G+  G+ V D K     G Y+   S+   F+    +  + A  
++ 
Sbjct  537  
ISPIQAGIEEALQNGILAGYPVLDIKAIVYDGSYHDVDSSEMAFKIAGSMAFKAAAAKAD  596

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EY+     D       IE  + +    +  G +P   +  
Y T+
Sbjct  597  
PAILEPSMKVEVTVPEEYMGDVIGDMNSRRGRIEGMEARSGAQIIRGFVPLSEMFGYATE  656

Query  593  LAFYTNGRSVCLTELKGYQ  611
            L   T GR V   +   Y+
Sbjct  657  LRSRTQGRGVYTMQFDHYE  675

>WP_062913106.1 elongation factor G [Pediococcus damnosus]
 AMV68675.1 Translation elongation factor G [Pediococcus damnosus]
 PIO85951.1 elongation factor G [Pediococcus damnosus]
Length=699



 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++
Sbjct  71   
TAAWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+RD+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQSLRDRLQANALPIQMPIGAEDSFEGVIDLVEMKADLYDE  190

Query  168  ENTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                 A+IE     +D ++EKY+ GE IS++++    
++
Sbjct  191  DKLGTE-
WDTVDVPDDYKEEAEKRRTAMIEQLADIDDDIMEKYLDGEEISKDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT------------
GLFQPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++    + 
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAIDPETDKPVELIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFSALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP           P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMTFPDPVIQVAVEPKSKADQDKMD  426



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E D  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPSFKAETDPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +   P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKASAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +R  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K++   
+LEP 
Sbjct  547  
LREALGNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMSLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_062909695.1 elongation factor G [Pediococcus damnosus]
 AMV65485.1 Translation elongation factor G [Pediococcus damnosus]
Length=699

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 190/673 (28%), Positives = 310/673 (46%), Gaps = 
66/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDWMAQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      
++



Sbjct  71   
TAAWKDHRINIIDTPGHVDFTIEVERSLRVLDGAVTVLDAQAGVEPQTETVWRQASDYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLE  167
            P ++F NK+D+ G D    VQS+RD+L A+ +  Q               V +  +
+  E
Sbjct  131  
PRIVFANKMDKVGADFDFSVQSLRDRLQANALPIQMPIGAEDSFEGGIDLVEMKADLYDE  190

Query  168  ENTDIEAWD-----------------AVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            +    E WD                 A+IE     +D ++EKY+ GE IS++++    
++
Sbjct  191  DKLGTE-
WDTVDVPDDYKEEAEKRRTAMIEQLADIDDDIMEKYLDGEEISKDEIKAAIRK  249

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVT------------
GLFQPIGEQGSAALCGS--  252
               +  LFPV  GSA K  G+Q ++DAV                 P  ++    + 
G   
Sbjct  250  
GTLNLELFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDVKPYNAIDPETDKPVELIAGDDK  309

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
                  FKV       R  Y+R+Y+GTL     V  + ++K     ++ +M    + 
EI 
Sbjct  310  
PFSALAFKVATDPFVGRLTYIRVYTGTLESGSYVLNSTKDKRERVGRLLQMHSNHRQEIP  369

Query  304  RTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                 + G+I   +   +    D L DP           P P+++  + PK+ A +
+++ 
Sbjct  370  EV---
FSGDIAAAIGLKNTTTGDSLTDPDHPLHLESMTFPDPVIQVAVEPKSKADQDKMD  426

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  + E D  T E +++ +G + L+++   +  ++ +E  V  P V 
Y E
Sbjct  427  
VALQKLAEEDPSFKAETDPETGETLIAGMGELHLDIIIDRMKREFNVEATVGAPQVAYRE  486

Query  423  RPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               K AS       +      +  + +   P   G G ++E  +  G + + F  
AV  G
Sbjct  487  
AFTKKASAQGKFVRQSGGKGQYGDVWIEFEPNEEGKGFEFEDAIVGGVVPREFIPAVEQG  546

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539



            +R  L  G L G+ + D K     G Y+   S+ A F+  A + L  A K++   
+LEP 
Sbjct  547  
LREALGNGVLAGYPLVDLKAKLYDGSYHEVDSSEAAFKVAASMSLHNAAKKAAPVILEPV  606

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+             +E  +           +P   +  Y T L   
+ G
Sbjct  607  
MKVEVRVPEEYMGDIMGQITARRGRVEGMEAISGAEEIHSFVPLSEMFGYATTLRSASQG  666

Query  600  RSVCLTELKGYQA  612
            R         Y+A
Sbjct  667  RGTFTMTFDHYEA  679

>WP_090087883.1 GTP-binding protein [Clostridium uliginosum]
 SFC19410.1 small GTP-binding protein domain-containing protein 
[Clostridium 
uliginosum]
Length=650

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 174/630 (28%), Positives = 302/630 (48%), Gaps = 
18/630 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+      D   +ER+RGIT+ +    
F++
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRNRGRVDHKNAFLDNHRIERERGITVFSDQAVFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++IS  +GVQA T  ++  LRK 
NIPT  
Sbjct  65   
NDSTYYLIDTPGHVDFSTEMERAIEVMDYAIIIISIIEGVQAHTETVWDILRKYNIPTFF  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++++V++ +  KL+ D      V L  E       +    + + E 
+++L
Sbjct  125  FINKIDREGANIENVLKDISLKLTND------
VCLIDESFNNGKMNESLTEFIAERDEEL  178

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
             EKY+  +    E  +   + +++   +FP   GSA + +GI+  ++ +  L      
+ 
Sbjct  179  FEKYLE-QGYEEELWLTSMKNQIKKGLIFPCISGSALQDIGIEEFIEKLD-



LLTYTEYKS  236

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGEI  302
                 G V+K+ + + G +  Y++  SG+L++++ ++    E+    K  ++RI +  
+ 
Sbjct  237  
DDEFRGRVYKIRHDEKGTKITYIKALSGSLKVKENLSYKENEEEFSEKCNQIRIYNGDKF  296

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
            V  D AY GE+  +   S   N  +GD     +++     +P L++ +    +   
+ +L
Sbjct  297  VLADKAYAGEVFGVTGLS---
NFKIGDGIGALKEKVSYRIIPTLKSKLIFDNSINIKEVL  353

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A   L + DP L    D     + +  +G++QLEV+  ++ E++  +    E  V
+Y E
Sbjct  354  
TAFKILEEEDPGLNAIWDEDLQAMNVHIMGKIQLEVLREIVEERFNFKVEFGECEVLYKE  413

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
              L A +   H E  P   +A + L +      SG+ ++    +  L   +QN +   
I 
Sbjct  414  SILNAVNGCGHFE--
PLRHYAEVYLKLESGERNSGIVFKCECHVDDLGIGYQNLIASHIH  471

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G+  G  VTD KI    G  +   ++  DFR      L Q L+++   
LLEP+  
Sbjct  472  
ERDHRGILTGSKVTDLKITLLNGRSHLKHTSGGDFREATYRALRQGLEQAENVLLEPFYR  531

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F +    +Y+ +   D  K   T E  +   ++ +  G  P      Y  DL  +T 
G  
Sbjct  532  
FKILVELDYIGKVLSDVQKLNGTFEIPETLGNKTLIRGRGPVSTFMNYPLDLIAFTKGTG  591

Query  602  VCLTELKGYQ-AAVGQPVIQPRRPNSRLDK  630
                   GY      + VI+    N   DK
Sbjct  592  SINLAFDGYDICHNAEEVIEKIGYNKNADK  621

>WP_092724720.1 GTP-binding protein [Romboutsia lituseburensis]
 SDL67162.1 small GTP-binding protein domain-containing protein 
[Romboutsia 
lituseburensis DSM 797]
Length=662



 Score = 249 bits (636),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 166/639 (26%), Positives = 308/639 (48%), Gaps = 
27/639 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT  E +LY + +I   G V+   T  D   +ERQRGITI +    
F++
Sbjct  5    
IGVLAHVDAGKTTFCEQILYHTNSIRNRGRVDFKNTFLDNHEIERQRGITIFSEQGVFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     +VDTPGH+DF A++ R+++++D A++VIS+ + +Q+ T+ +F  L+  
NIP + 
Sbjct  65   
NNSNYYLVDTPGHIDFSADMERAISIMDYAVVVISSVEKIQSHTKTVFRLLKNNNIPIIF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI--
EAWDAVIENND  183
            F NK D+ G D++ ++Q ++D L++D+I      LS  + +E N ++  +  + + 
E +D
Sbjct  125  FANKTDREGSDIELLIQDIKDNLTSDVI-----
DLSENLTIENNNELSDKLIEFIAERDD  179

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
             L EKY+  E    +  +   +  V+ ++++P+  GSA   +GI   +  +  L     
+
Sbjct  180  LLFEKYLNDE-
YENDLWINRLKEMVKTSNIYPLLKGSALHDIGIDECLQKIDFLTYTSYD  238

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPSKG  300
            + +    G V+KV+Y +   R  Y++   G L+++D V    ++K+   KI  +R+ 
+  
Sbjct  239  E-
NKKFIGKVYKVKYDENKNRITYIKALQGKLKVKDEVKYNHKDKILSEKINSIRVYNSN  297

Query  301  EIVRTDTAYPGEIV-------ILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            +    +    G+I         +  D + +++  L D  ++  K    + +P L++ 
+  
Sbjct  298  KYEAVNDIKAGQIFAVTGITQAISKDYICQIDYNLNDINKISNKN---
EIIPTLKSKVIF  354

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
              +   + +L+A   L   +P L    D    EI +  +G++QLE++  ++  ++ 
++  
Sbjct  355  
DKSLNIKDILNAFEILDSEEPALNLVWDEYLKEIHIHVMGKIQLEILKDVIKNRFGIDIE  414



Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
              +  ++Y E   +      H E  P   +A + L + P    S + +++   +  
++  
Sbjct  415  FGKCEILYKETVKEKTIGYGHFE--
PLGHYAEVHLLIEPNKRDSNITFKNNAHVDDISIG  472

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
             QN +R  +     +G L G+ +TD  I    G  ++  ++  DFR      L Q 
L + 
Sbjct  473  
NQNLIRTHLFEKEHKGVLCGYPLTDLSITLLIGRSHNKHTSGGDFRQATLRALRQGLDKV  532

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
             + LLEPY  F +      + R   D  K        +  KD+ +  G  P      
Y  
Sbjct  533  
ESILLEPYYKFRIEVDLNNMGRVLSDIQKMNGEFNPPETFKDKTIIEGRGPVATFMEYSL  592

Query  592  DLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
            +LA +T G         GY      Q VI+    N   D
Sbjct  593  ELATFTKGNGTISLVFDGYDICHNSQEVIEQTGYNKDSD  631

>WP_096555032.1 elongation factor G [Staphylococcus delphini]
 PCF46129.1 elongation factor G [Staphylococcus delphini]
 PCF74785.1 elongation factor G [Staphylococcus delphini]
Length=693

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 180/662 (27%), Positives = 304/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDIE  173
            +F+NK+D+ G +    V ++ D+L A+                 + L      + N 



D+ 
Sbjct  132  
VFVNKMDKIGANFDYAVSTLHDRLQANAAPIQLPIGAEDEFSAIIDLVTMKCFKYNNDLG  191

Query  174  AW----------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                    +AV E N+ L+EK    + I+ ++L    ++   
D 
Sbjct  192  
TEIEETEIPEDYRERAEEAREALIEAVAETNESLMEKIFEEQEITVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADDPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSSAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599



            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_019166642.1 elongation factor G [Staphylococcus delphini]
 PCF54293.1 elongation factor G [Staphylococcus delphini]
 PCF61247.1 elongation factor G [Staphylococcus delphini]
 PCF74073.1 elongation factor G [Staphylococcus delphini]
Length=693

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 180/662 (27%), Positives = 304/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDIE  173
            +F+NK+D+ G +    V ++ D+L A+                 + L      + N 
D+ 
Sbjct  132  
VFVNKMDKIGANFDYAVSTLHDRLQANAAPIQLPIGAEDEFSAIIDLVTMKCFKYNNDLG  191

Query  174  AW----------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                    +AV E N+ L+EK    + I+ ++L    ++   
D 
Sbjct  192  
TEIEETEIPEDYRERAEEAREALIEAVAETNESLMEKIFEEQEITVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADDPDEEVIAKADDDAEFAA  311



Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKTSAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_104758762.1 elongation factor G [Helicobacter bizzozeronii]
Length=692

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 187/693 (27%), Positives = 318/693 (46%), Gaps = 



81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  SV   ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYSVENQIKERLKANPVPINIPIGAEDTFQGVIDLVAMKAIIWAN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +  +D++A          +AV E ++ L+EKY+ GE +S E++ R  
+  
Sbjct  189  
EAMGAKYEVQDIPSDLQAKAQEYRDKLLEAVAEQDEALMEKYLGGEALSVEEIKRGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPRNEEEIKVQSSDEGD  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRAYRGKLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL-GD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L GD       P  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCNEKSPVVLERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P



Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRVANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>CBL03058.1 translation elongation factor 2 (EF-2/EF-G) 
[Faecalibacterium 
prausnitzii SL3/3]
Length=698

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 316/686 (46%), Gaps = 
87/686 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  4    
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  63

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  64   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  123

Query  111  



ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  124  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  183

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN+++L+EKY+ GE 
I+R
Sbjct  184  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILVEAVAENDEELMEKYLEGEEITR  243

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------  238
            E+L +  ++     +L PV  GS+ K  G+Q L+DA+                       
Sbjct  244  
EELKKAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVPDIKGVNPETEEE  303

Query  239  --QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKL-KIT  292
              +P  +   A      FK+       +  Y R+YSG +    TV  +    +E++ 
+I 
Sbjct  304  ETRPSSD--
DAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDNKERMGRIL  361

Query  293  EMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRT  348
            +M    + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P
++R 
Sbjct  362  QMHSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRV  415

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  
++K
Sbjct  416  
AIEPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFK  475

Query  409  LETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +E  V  P V Y E   K A+       +      +  + + + P   G G ++ + 
+  
Sbjct  476  
VEANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVG  535

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     
+  +
Sbjct  536  
GAIPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFK  595



Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A++++   + EP +   +  P EYL     D       I+  +           
+P   
Sbjct  596  
DAMRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAFVPLAQ  655

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y TDL   T GR   + E   Y+
Sbjct  656  MFGYATDLRSKTQGRGQYVMEPSHYE  681

>WP_094372042.1 GTP-binding protein [Lactobacillus salivarius]
 OYP90900.1 elongation factor G [Lactobacillus salivarius]
Length=639

 Score = 248 bits (634),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 184/622 (30%), Positives = 302/622 (49%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID        ++  ++ +L   II       S + ++E   DI   D    
Sbjct  121  IPVFIFVNKIDINTNMASQILSQLKSELDESII-----DFSSDNMIE---
DIATCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E+Y+    IS EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEEYLQINTISDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  223  --PHYPDNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  276



Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  277  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTF  385

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  L
++++
Sbjct  386  TKVNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLDKNW  443

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   + V TG  P   
+  
Sbjct  504  ENNDCQLLEPWYRFKLKVDRTQIGRAINDIQRMHGTLDEQQV---
DGVLTGIAPVSEMYD  560

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  561  YATNVRSYTHGNGTLELEIAGY  582

>WP_035236495.1 elongation factor G [Desulfobacter vibrioformis]
Length=677

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 195/673 (29%), Positives = 310/673 (46%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT+TE +LY +G   + G V  G    D M  E+ RGITI 
+AVT
Sbjct  9    
KIRNIGIMAHIDAGKTTVTERILYYTGRSHKIGEVHDGEATMDWMQDEQDRGITITSAVT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
              QW    + I+DTPGH+DF  EV R+L VLDGAI V  A  GV+ Q+  ++    
+  +
Sbjct  69   
YCQWKGATIQIIDTPGHVDFTVEVERALRVLDGAIGVFCAVGGVEPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++FINK+D+ G D  +   S+R+KL+A                   D++  + +
+ + 
Sbjct  129  
PRMVFINKMDRTGADFFAACDSIREKLAANPVMIQVPIGAEDHFQGVIDLLTMEQIAWND  188

Query  163  EIV---------------
LEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E +               L E    +  +AV E +D ++EKY+  E IS ++L    
+  
Sbjct  189  
ETLGAEYTAGPIKDEFRELAEEYRDKLLEAVSELDDAIMEKYLGEEEISVDELRAAIRAA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGE------
QGSAA  248
                ++ PV  GSA +  G+QPL+DA             V G     GE      + 
+  
Sbjct  249  
TIRRAMVPVLCGSALRNKGVQPLLDAIDYYLPSPKDVPPVKGEHPETGEILEFRPEKNGP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L   +FKV   + G++  + R+YSG +     V    L   EKL +I  M    +    
R
Sbjct  309  LAALIFKVSMIE-
GRKLSFARIYSGKIASGGDVFNPGLNRNEKLSRILRMHANKR---ER  364

Query  305  TDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
             D A  G+I+ I+        D L +   P  L +  + +   P++   I PKT A 
+E+
Sbjct  365  LDEASAGDIIGIVGLKDSGTGDTLCNSDHPVFLEKMEYAQ---
PVISIAIEPKTHADQEK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L D L +    DP L+   D  T + ILS +G + LE++ + + +++     V +P 
V+Y
Sbjct  422  
LDDVLAKFMIEDPTLKTNKDEETGQTILSGMGELHLEIIISRMVKEFNTSVNVGKPQVVY  481

Query  421  MERPLKAASHTIHIE--
VPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E     A+     E  +     +A++ +++ PL  G GV ++S V    +   +   
+ 
Sbjct  482  
REIITAPATGQAVFERDIQGKSHYANVTVTLNPLGRGQGVVFKSLVPDEKIAPQYIPGIE  541



Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR  LE G   G+ + D +I    G       +   F   A + +++ALK++   
LLE
Sbjct  542  
AGIRASLEGGFLKGYPIVDVEIVLADGFSEEGKVSELGFGVCASMAVKEALKKAKMALLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   ++ P   +  A  D       +E+   K          P   +  Y T L   
T
Sbjct  602  
PIVDVEVFVPDANMGDAIADLNARGGRVESITPKSGIQAIKAVAPLSRMFGYSTALRSAT  661

Query  598  NGRSVCLTELKGY  610
             GR     + K +
Sbjct  662  QGRGTFTMQFKSF  674

>PKL72271.1 elongation factor G [Candidatus Kuenenbacteria bacterium 
HGW-Kuenenbacteria-1]
Length=691

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/682 (28%), Positives = 319/682 (47%), Gaps = 
76/682 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT++E +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  10   
NIGIIAHIDAGKTTVSERILYYTGKKHKIGEVHEGAAEMDWMEQEKERGITITSAATTCF  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  CK+NI+DTPGH+DF  EV RSL VLDG ++V     GV+ Q+  ++H   K +
+P +
Sbjct  70   
WKDCKINIIDTPGHVDFTVEVERSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYHVPRL  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             FINK+D+ G D  S ++S+ ++L+ +                         II   
T+ 
Sbjct  130  
AFINKMDRMGADFYSDLESIHERLNPNAFPIQLPIGAEENFKGVVDLLKQKAIIFTDTMG  189

Query  160  -----------
LSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                       +  ++    N  IE   A++EN+D L+ +++ G+ IS + L +  
++ V



Sbjct  190  KETEEQEIPEEMKEKVKEFRNKLIE---
AIVENDDNLMNQFLEGKEISIKDLKKVLRKAV  246

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GEQ------
GSAAL  249
                + P+  GSA K  G+Q L+DAV   L  P+            GE+          
L
Sbjct  247  
IANKIIPILCGSALKNKGVQLLLDAVIDYLPSPVELPSIEGKNLKTGEKEMRKVDEKEPL  306

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRT  305
                FK+          ++R+YSGT++    V  A    RE++ +I  M    + 
EI   
Sbjct  307  
SALAFKIATDPFIGTLCFVRVYSGTIKAGSYVFNASKGERERIGRIVRMHANHREEISEV  366

Query  306  DTAYPGEIVILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                   +V L   +    + L D   P  L    +   P P++   I PKT   
+E++ 
Sbjct  367  SAGDIAAVVGLKETTT--GNTLCDMDHPIILESIVF---
PEPVISIAIEPKTKPDQEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L+  DP  R + D  T + I+S +G + LE++   +  ++ +E  V  P V 
Y E
Sbjct  422  
MALAKLSAEDPTFRIKTDEETKQTIISGMGELHLEIIVDRMKREFNVEANVGAPQVAYKE  481

Query  423  RPLKAA---
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
              L+ A      IH +      +    L + PL  G G ++   V  G + + +  
A++ 
Sbjct  482  TILREAIGEGKYIH-
QSGGRGQYGHCWLKIEPLERGKGFEFIDGVKGGVIPKEYIPAIKK  540

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +   E G+  G+ + D ++    G ++   S+   F+  A   L+ A K++G  
LLEP
Sbjct  541  
GAKECTENGILAGYPLVDLQVTVYDGSFHEVDSSEIAFKIAANRGLQIAAKQAGLILLEP  600

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   + AP++++     D       I     +++  +   E+P   +  Y T+L   
T 
Sbjct  601  
IMKLEVIAPEDFIGEVIGDLSSKRGQILQMNDRRNMKIIDAEVPLSNMFGYVTNLRSITQ  660

Query  599  GRSVCLTELKGYQAAVGQPVIQ  620
            GR+    E   Y A V Q V +



Sbjct  661  GRASYTMEFSHY-APVPQNVTE  681

>WP_086248558.1 elongation factor G [Campylobacter sp. RM8965]
Length=691

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 185/669 (28%), Positives = 319/669 (48%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEENT-  170
            +++NK+D+ G +  +V + ++ +L A+ +            K  V L     +V E
++T 
Sbjct  132  
VYVNKMDRIGANFYNVEEQIKTRLKANPVPIQIPIGAEDEFKGVVDLITMKALVWEDDTK  191

Query  171  -------DIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                   DI A              +AV E +D L+EK+  GE ++ E++ +  +     
Sbjct  192  
PTDFVVKDIPADLVEKAQEYRNKMIEAVAETDDALMEKFFGGEELTTEEIKKGIKAGCLS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             S+ P+  G++ K  G+QPL+DAV   + P  ++  A       GS   V+ TD G
+   
Sbjct  252  MSMIPMVCGTSFKNKGVQPLLDAVVD-
YLPAPDEVEAIRGELEDGSEVVVDSTDNGEFAG  310

Query  264  ------------RRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L        + ++K     ++ +M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNSTKDKKERIGRLLKMHSNKREEI---KV  367

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A +E++  



AL
Sbjct  368  LYAGEIGAVVGLKDTLTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R   D  + + I++ +G + LE++   +  ++K+E  V +P V Y 
E   
Sbjct  427  
GKLAQEDPSFRVSTDEESGQTIIAGMGELHLEIIVDRMLREFKVEAEVGQPQVAYRETIK  486

Query  426  KAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            KA         +      +  + L + PL  GSG ++ + +  G + + +  AV  
G   
Sbjct  487  
KAVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGSGFEFVNDIKGGVVPKEYIPAVEKGCNE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  K++G  +LEP 
+  
Sbjct  547  
ALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGAKKAGAVILEPMMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  +    I +   +    + T   P   +  Y TDL   T 
GR+ 
Sbjct  607  
EVETPEEYMGDVIGDLNRRRGQINSMDERGGNKIVTAFCPLAEMFGYSTDLRSQTQGRAS  666

Query  603  CLTELKGYQ  611
               E   Y+
Sbjct  667  YSMEFDHYE  675

>WP_006715015.1 GTP-binding protein [Desulfitobacterium 
metallireducens]
 AHF06465.1 small GTP-binding protein [Desulfitobacterium 
metallireducens 
DSM 15288]
Length=880

 Score = 253 bits (647),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 179/621 (29%), Positives = 303/621 (49%), Gaps = 
42/621 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL+ES+L+ SG I + G V+      D   LER RGITI 
+  
Sbjct  1    



MKRLVIGILAHVDAGKTTLSESMLFLSGKIGKLGRVDNKDAYLDNYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F+    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T+ L+  L    
Sbjct  61   
AIFEMGEIQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGVQGHTKTLWRLLDMYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  +F+NK+DQ G D + +++ +  +L    I  + V           TD   +D 
+  
Sbjct  121  IPVFLFVNKMDQNGTDKEKLIKEINYQLIDRCIEFEQV----------RTD-
GFYDQLAM  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT--GLF  238
             ++ ++E Y+    I   ++    ++ V +  +FP ++GSA K  G++  M  +    
L 
Sbjct  170  CDEIMMEGYLETGKIEAVQI----
KKAVMERKVFPCFFGSALKLEGVEHFMQGIAKYALI  225

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
                ++  A     +FK+   + G R  +++L  G L+++D +  +  E+ K+ +
+RI S
Sbjct  226  PSYPDEFGA----KIFKISRDEQGNRLTHMKLTGGRLKVKDVLKNSSWEE-
KVNQIRIYS  280

Query  299  KGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
              +         G +  +       P +++ + +V   P   P   +R          
I 
Sbjct  281  
GQKFEAVSEIEAGSVCAVTGLSQTRPGEALGIEEVSEAPVLEPVLSYR---------IIL  331

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            P+    R  ++  L Q+ + +P L    D    EI    +G VQ+E++ +L+ +++ 
+  
Sbjct  332  PEGCDPR-
VMIPKLHQIEEEEPELHIVWDEQLQEIQAQIMGEVQIEILQSLIQKRFGVIV  390

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                  ++Y E  +       H E  P   +A + L + P   GSG+Q+    S   
L++
Sbjct  391  AFDAGRIVYKETIVNGVEGVGHFE--
PLRHYAEVHLLLEPGEPGSGLQFGVECSEDILSK  448

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
            ++Q  +   +   + +G L G  +TD KI    G  ++  +   DFR      + Q 
LKE



Sbjct  449  
NWQRLILTHLEEKVHKGVLTGSAITDMKITLVSGRAHNKHTDGGDFREATYRAVRQGLKE  508

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            + + +LEPY +F +  P++ + RA  D  K   T E +Q   +  V  G  P   +
+ Y+
Sbjct  509  
AESIVLEPYYTFQMELPEKMVGRAMTDIEKMHGTCEISQTNGEIAVLMGNAPVVTMRNYQ  568

Query  591  TDLAFYTNGRSVCLTELKGYQ  611
             ++  YT GR      LKGY+
Sbjct  569  KEVVAYTKGRGRLFYSLKGYE  589

>OIP06852.1 translation elongation factor G [Candidatus 
Berkelbacteria bacterium 
CG2_30_43_20]
 PIS06902.1 elongation factor G [Candidatus Berkelbacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_43_14]
Length=704

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 187/683 (27%), Positives = 316/683 (46%), Gaps = 
85/683 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +LY +G   + G+V +G T TD M  E++RGITI AA  
+  
Sbjct  12   
NIGIIAHIDAGKTTVTEGVLYNTGLKHKIGAVHEGETTTDWMEQEKERGITITAAAITCY  71

Query  65   WHR----------
CKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            W             K+NI+DTPGH+DF  EV RSL VLDGA++V   K GV+ Q+  
++ 
Sbjct  72   
WKPQYNSIESDAIKKINIIDTPGHVDFTVEVERSLRVLDGAVVVFDGKMGVEPQSETVWR  131

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIK  155
               K  +P + FINKI+Q G D  + + S+ ++LS                    D
++  
Sbjct  132  
QADKYTVPRICFINKINQTGGDFYASLSSIHERLSKNAYPIQLPIGSEKDIRGIVDLVQM  191

Query  156  QTVSLS----PEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLV  201
            +  + S     + V+E+         + W     + V+E +D+L+EKY+ G  I+  
+L+
Sbjct  192  
KAYTYSDFTDKQFVVEDIPADMQEKAKEWRSKLLEKVVEYDDELMEKYLDGGEITETELL  251



Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAA-------------  248
                +  Q A+ +PV  G   +G+ +Q L+DAV   F P  +Q                 
Sbjct  252  GALAQATQSATFYPVLGGDG-RGIIVQTLLDAVVN-
FLPSPDQKEPVKGINPKTKEEVLR  309

Query  249  -------LCGSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIP  297
                    C   FK+       R  + R+YSG L     + +T         ++  
MR  
Sbjct  310  
SPTDGDPFCALAFKIATDPFVGRLAFFRVYSGKLSTGSYVLNTTTQTKERVGRMVRMRAN  369

Query  298  SKGEIVRTDTAYPGEIVIL--PSDSVRLNDVLGD--
PTRLPRKRWREDPLPMLRTTIAPK  353
             + E+      Y G+I  L  P D++  + +  D  P  L    + E   P++   
I PK
Sbjct  370  DRDEV---KDVYAGDICALVGPKDTLTSHTLCDDQHPILLESIHFAE---
PVISMAIEPK  423

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T A +E++  AL +LA+ DP  R   +  T + I++ +G + LE++   +  ++ 
+E  V
Sbjct  424  
TKADQEKMGIALKKLAEEDPTFRISSNEETQQTIIAGMGELHLEILVDRMKREFNVEANV  483

Query  414  KEPSVIYMERPLKAASHTIH----
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
              P V Y E  L+A+S  +      +      +  + + + PL  G+G  +E ++  
G +
Sbjct  484  GAPQVAYKET-
LQASSQNVEGKFIRQTGGRGQYGHVVIDIEPLQRGTGNTFEDKIKGGII  542

Query  470  NQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
               +  +++ GI    ++G+  G+ V D K+    G Y+   S+   F        
+ A+
Sbjct  543  
PSEYIPSIQKGIMDAAKRGVIAGYPVVDFKVTLHDGSYHDVDSSELAFSIAGSTAFQTAI  602

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + S   L+EP +   +  P++YL     D       I+++  +    V    +P   
+  
Sbjct  603  
RMSTPILIEPVMKVEVVTPEDYLGDVMGDLNSKRGQIQSSSDRGSVKVIDALVPLSEMFG  662

Query  589  YRTDLAFYTNGRSVCLTELKGYQ  611
            Y T++   T GR+    E   Y+
Sbjct  663  YATNIRSMTQGRASYTMEFSSYE  685



>WP_041228508.1 elongation factor G [Cupriavidus necator]
Length=702

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 196/695 (28%), Positives = 313/695 (45%), Gaps = 
82/695 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGISAHIDAGKTTTTERILFYTGVNHKLGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W          ++NI+DTPGH+DF  EV RS+ VLDGA +V  A  GVQ Q+  ++    
Sbjct  72   
WKGMAGNYPEHRINIIDTPGHVDFTIEVERSMRVLDGACMVYDAVGGVQPQSETVWRQAN  131

Query  118  
KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------  163
            K  +P + F+NK+D+ G D   V   + D+L    +  Q + L  E              
Sbjct  132  KYAVPRIAFVNKMDRVGADFFRVQTQIADRLKGRAVPIQ-
IPLGAEDHFQGVVDLVKMKA  190

Query  164  IVLE--------ENTDIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
            IV +        E  DI A        W     +A  E ++ LL +Y++GEP++ E
++ R
Sbjct  191  
IVWDDASQGVRFEYQDIPADLLATAQEWRDKMVEAAAEADETLLHQYLSGEPLTEEQIKR  250

Query  203  
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------QPI  241
              ++R     + P+  GSA K  G+Q ++DAV                          
P 
Sbjct  251  
GLRKRTIANEIVPMLCGSAFKNKGVQSMLDAVIDYLPSPADVPAILGHTEDDREAERHPS  310

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIP  297
             ++  AAL    FK+       + ++ R+YSG ++  DTV     A RE+L +I 
+M   
Sbjct  311  DDEPFAALA---
FKIMTDPFVGQLIFFRVYSGVVKSGDTVYNPVKAKRERLGRILQMHAN  367

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             + EI           V L   +    D L DP ++        P P++   + P
+T A 
Sbjct  368  VRQEIKEVRAGDIAAAVGLKEATT--
GDTLCDPDKVIILERMSFPEPVISQAVEPRTKAD  425



Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++ +E  V 
+P 
Sbjct  426  
QEKMGIALNRLAQEDPSFRVTTDEESGQTIISGMGELHLEILVDRMRREFGVEASVGKPQ  485

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   +P+K        +      +  + L++ P+  G G ++   +  G + 
+ F 
Sbjct  486  
VAYRETIRQPVKDVEGKFIKQSGGRGQYGHVVLNLEPMPHGGGYEFVDAIKGGVVPREFI  545

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GIR  L+ G L G+ V D K    +G Y+   S    FR    +  ++ ++ 
+  
Sbjct  546  
PAVDKGIRETLQSGVLAGYPVVDIKATLVFGSYHDVDSNENAFRMAGSMAFKEGMRRARP  605

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ--
VKKDEVVFTGEIPARCIQAYRT  591
             LLEP ++  +  P+E+      D       +   +        +   E+P   +  
Y T
Sbjct  606  
ILLEPMMAVEVETPEEFTGNVMGDLSSRRGMVHGMEDIAGGGGKIVRAEVPLATMFGYST  665

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             L   T GR+    E K Y  A   V + VI  +R
Sbjct  666  TLRSLTQGRATYTMEFKHYAEAPANVAEAVISTKR  700

>OUX91508.1 elongation factor G [Alteromonas sp. TMED35]
Length=694

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 188/672 (28%), Positives = 305/672 (45%), Gaps = 
62/672 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   



WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVKEQVRKVLGAVPLVMTLPIGIEDDFVGVVDVLEKKAYVWDDTGL  188

Query  167  EENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I                +  +  +E +D L+E Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIKDVPEDMVDLLEEYHEQLIETAVEQDDDLMEAYMEGETPSVEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGVQLVLDAVVDYLPSPTEVDPQPLMDEEGNENGKHAIVSADETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTDTA  308
               FK+   D      ++R+YSG L   DT+  +  G+ + ++  M      E +   
+A
Sbjct  309  ALAFKI-MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTE-
RVGRMVEMQADERIELSSA  366

Query  309  YPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+ +
Sbjct  367  
QAGDIIAIVGMKNVQTGHTLCDPKDKVTLEPMVFPTPVISIAVQPKDKGGNEKMGIAIGK  426

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            +   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y E   
+A
Sbjct  427  
MIAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETITQA  486

Query  428  A--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
               S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  G 
+  +
Sbjct  487  
VEDSYTHKKQSGGSGQFGKIDYRIKPGEQGSGFTFNSTVVGGNVPKEFWPAVEKGFKSMM  546

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
             +G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP +   
+



Sbjct  547  
GEGVLAGFPVLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKVDV  606

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
            + P++++     D  +    +   +     V    ++P   +  Y   L   T+GR    
Sbjct  607  
FTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQFS  666

Query  605  TELKGYQAAVGQ  616
             E   Y    G 
Sbjct  667  MEFSHYAPCPGN  678

>WP_087842112.1 GTP-binding protein [Lactobacillus plantarum]
Length=672

 Score = 249 bits (636),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGARDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  



Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATGRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>OTF89903.1 elongation factor G [Lactobacillus salivarius]
 PAY43884.1 elongation factor G [Lactobacillus salivarius]
 PAY49713.1 elongation factor G [Lactobacillus salivarius]
 PAY58335.1 elongation factor G [Lactobacillus salivarius]
 PAY62898.1 elongation factor G [Lactobacillus salivarius]
Length=644

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 185/622 (30%), Positives = 300/622 (48%), Gaps = 
52/622 (8%)



Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            +K I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  6    
LKHIVTGIIANVDAGKTTLSEALLYQTGNLRSLGRVDNGNTFLDTDQLEKKRGITIFSHQ  65

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +
Sbjct  66   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  125

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IFINKID        ++  ++ +L   II       S + +LE   DI   D    
Sbjct  126  IPVFIFINKIDINTNMASQILSQLKSELDESII-----DFSSDNMLE---
DIAMCD----  173

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  174  --ESLFEDYLQTNAIPDEKIL----
SLISDRVVFPCYFGSALKLDGIDEFLQGFNHWTQE  227

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++RI 
+  
Sbjct  228  --PHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRIYNGE  281

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  282  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  330

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  331  
NGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTF  390

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  L
++++
Sbjct  391  TKVNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLDKNW  448

Query  474  QNAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  449  
QHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  508

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV +   V TG  P   
+  
Sbjct  509  ENNDCQLLEPWYRFKLKVDRTQIGRAINDIQRMHGTLDEQQVDR---
VLTGIAPVSEMYD  565

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  566  YATNVRSYTHGNGTLELEISGY  587

>WP_021260870.1 GTP-binding protein [Paenibacillus alvei]
 EPY05959.1 Translation elongation factor G [Paenibacillus alvei 
TS-15]
Length=649

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 169/611 (28%), Positives = 291/611 (48%), Gaps = 
17/611 (3%)

Query  4    
INIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSF  63
            I +G+ AHVDAGKTT  E +LY + ++ + G V+      D+  +E++RGITI A     
Sbjct  3    
ITLGLFAHVDAGKTTFAEQVLYHTRSLQQRGRVDNKDAFLDSHEIEKERGITIFADQAVM  62

Query  64   
QWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPT  123
             +      ++DTPGH+DF AE+ R++ V+D A++++S+ +G+Q  T  ++  L++  
+PT
Sbjct  63   
TYRGNTYTLIDTPGHVDFSAEMERAIQVMDVAVIIVSSVEGIQGHTETVWKLLQERGVPT  122

Query  124  
VIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENND  183
            V F+NKID+ G D+  V+  +R+ L+ DII     S  P+  L E    E    + 
E ND
Sbjct  123  VFFLNKIDRVGADVDQVIADIRENLTPDII--NMSSYDPDQGLSE----
EIITFIAERND  176

Query  184  
KLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE  243
            +L E Y+  E   +   +RE +  + +   FP   GSA + +G+Q  ++ +    Q    
Sbjct  177  QLFELYME-
EGYEQAVWLREMRHMLAERRWFPCVCGSALQDVGVQKALELIHQFVQT-KY  234

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---



KITEMRIPSKG  300
              +  + G V+KV Y D G R  ++++ SGTL +RD +           KIT +RI 
+  
Sbjct  235  
CTTGEMAGLVYKVHYDDQGTRTTHMKVTSGTLSVRDEIRYGIETDTILEKITSIRIYNGQ  294

Query  301  
EIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
            +  + +    G++  +   +       G      +       +P L++ +        
+ 
Sbjct  295  KAQKVERVEAGQLCAVTGLTAA---
SAGVGVGAYKDTAIYHIVPTLKSKVIFPAELHVKE  351

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +L    +L   DP LR + D    EI +  +G +QLEV+  ++ E++ +     +P 
++Y
Sbjct  352  
VLACFYRLDAEDPALRVQWDEHVQEIHIHVMGAIQLEVLERIVKERFGIAVSFADPEILY  411

Query  421  
MERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
             E      +   H E  P   +A   L + P    SG+Q  +      L  ++QN 
+   
Sbjct  412  KETIRSTVNGCGHFE--
PLGHYAEARLHLEPGERDSGIQVFNECHPDELGVNYQNLIMQH  469

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            +      GL  G  +TD +I    G  ++  ++  DFR  +   L Q L+++   
LLEPY
Sbjct  470  
LLERDHHGLLTGAPLTDVRITLLTGRAHNRHTSGGDFREASFRALRQGLEQADNVLLEPY  529

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
              F +    + + +   D  K   T+E       + V TG +P      Y T+LA 
YT G
Sbjct  530  
YDFKITVDTDDMGKVMADVQKAHGTLEPPAFIGSKAVITGRVPVATFMNYSTELAAYTQG  589

Query  600  RSVCLTELKGY  610
            + +      GY
Sbjct  590  KGMIQLLFGGY  600

>WP_025254791.1 elongation factor G [Alteromonas sp. ALT199]
 EXF48412.1 translation elongation factor 2 (EF-2/EF-G) [Alteromonas 
sp. 
ALT199]
Length=694

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.



 Identities = 189/667 (28%), Positives = 305/667 (46%), Gaps = 
64/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   V + VR  L A                   D++ K+   +  
+  
Sbjct  129  IFVNKLDRMGADFYRVTEQVRKVLGAVPLVMTLPIGIEDDFVGVVDVLTKKAY-
VWDDTG  187

Query  166  LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN +I+   A                 +E +D ++E Y+ GE  S E + R  +
+  +
Sbjct  188  
LPENYEIQDVPADMVDKVEKYHEMLIETAVEQDDDIMEAYMEGETPSIEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
            D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +    
Sbjct  248  
DLAFFPTYCGSAFKNKGVQLVLDAVVDYLPAPTEVDPQPLMDEEGNETGEHAIVSADETF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTDT  307
                FK+     G    ++R+YSG L   DT+  +  G+ + ++  M      E +   
+
Sbjct  308  KALAFKIMDDRFGA-LTFVRIYSGKLNKGDTILNSFTGKTE-
RVGRMVEMQADERIELSS  365

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+ 
Sbjct  366  
AQAGDIIAIVGMKNVQTGHTLCDPKDPVTLEPMVFPTPVISIAVQPKDKGGNEKMGIAIG  425

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y E   



+
Sbjct  426  
KMIAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETITQ  485

Query  427  AA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            A   S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  G 
+  
Sbjct  486  
AVEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFTSSVVGGNVPKEFFPAVEKGFKSM  545

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+   
Sbjct  546  
MGEGVLAGFPVLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKVD  605

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR   
Sbjct  606  
VFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQF  665

Query  604  LTELKGY  610
              E   Y
Sbjct  666  SMEFSHY  672

>WP_095227357.1 elongation factor G [Helicobacter sp. 13S00401-1]
 PAF51733.1 translation elongation factor G [Helicobacter sp. 
13S00401-1]
Length=692

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 185/675 (27%), Positives = 304/675 (45%), Gaps = 
74/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTTERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKNYQINIIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYGV  128



Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEIVLEE  168
            P ++F+NK+D+ G +  +V   ++ +L A+ +            K  + L     
IV  +
Sbjct  129  
PRMVFVNKMDRIGANFFNVESQIKTRLKANPVPINIPIGAEDNFKGVIDLIKMKAIVWND  188

Query  169  NT-----DIEAW----------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             T     DIE                  +A  E ++ L+EKY+ GE +S  ++ +  
+  
Sbjct  189  
ETMGAKYDIEEIPAELLEEAKKYREKMVEAAAEQDEVLMEKYLGGEELSEAEIKKGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------------------
IGEQGSA  247
                 L P+  GS+ K  G+Q L+DAV   F P                    +    
S 
Sbjct  249  CLKMELIPMLCGSSFKNKGVQTLLDAVVD-
FLPSPTEVVNIKGIDPKTDEEVHVESSDSG  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIV  303
               G  FK+       +  ++R+Y G L     V  + +EK     ++ +M    + 
+I 
Sbjct  308  
EFAGLAFKIMTDPFVGQLTFVRVYRGKLESGSYVLNSTKEKKERVGRLLKMHSNKREDI-  366

Query  304  RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQR  358
                 Y GEI       V L D L   T    K        E P P+++  + PKT 
A +
Sbjct  367  --KEVYAGEICAF----
VGLKDTLTGDTLCSEKAPVILERMEFPEPVIQIAVEPKTKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  + 
+P V
Sbjct  421  
EKMSVALGKLAEEDPSFRVSTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEIGQPQV  480

Query  419  IYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
             + E  R      H    +      +  + + + P   G+G ++ + +S G + + 
+  A
Sbjct  481  
AFRETIRDSVNKEHKYAKQSGGRGQYGHVFIKLEPKEAGTGYEFVNNISGGVIPKEYIPA  540

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + +   
L
Sbjct  541  



VDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRSAKPVL  600

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP +   +  P+EY+     D  +    I +   +    +    +P   +  Y 
TDL  
Sbjct  601  
LEPMMKVEVEVPEEYMGDVIGDLNRRRGQINSMDDRMGLKLVNAHVPLAEMFGYSTDLRS  660

Query  596  YTNGRSVCLTELKGY  610
             T GR     E   Y
Sbjct  661  ATQGRGTYTMEFNHY  675

>WP_104066610.1 elongation factor G [Campylobacter hyointestinalis]
 PPB72723.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB74854.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB76766.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB77259.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
Length=691

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 186/688 (27%), Positives = 324/688 (47%), Gaps = 
78/688 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
            +F+NK+D+ G +  +V + ++++L A+ +  Q                            
Sbjct  132  
VFVNKMDRIGANFFNVEEQIKNRLKANPVPIQIPIGAEDEFKGVIDLIEMKAIVWENEAK  191

Query  157  ----TVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                ++   P  ++E+  +  A   +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  



PTEFSIQEIPANLVEKAEEYRAKMIEAVAETDDALMEKFFGGEELSNEEIKKGIKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++ +A       G+   V+ TD G
+   
Sbjct  252  MNIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVAAIKGEYEDGTEVTVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKGEIV  303
                        +  ++R+Y G L         ++D     GR    +  M    + 
E  
Sbjct  311  LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNTVKDKKERVGR----
LLRMHSNKREE--  364

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             T   Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A 
+E++
Sbjct  365  -TKVLYAGEIGAVVGLKDTMTGDTLTSEKDQVILERM-
DFPDPVISVAVEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  423  
GIALQKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K          +      +  + L + PL  GSG ++ + +  G + + +  
AV  
Sbjct  483  
ETIKKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPREYIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP
Sbjct  543  
GCQEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D  K    I +   +    + T   P   +  Y TDL   
T 
Sbjct  603  
MMKVEVETPEEYMGDVIGDLNKRRGQINSMDERAGNKIVTAFCPLAEMFGYSTDLRSQTQ  662

Query  599  GRSVCLTELKGYQAA---VGQPVIQPRR  623
            GR+    E   Y+     V + +I+ R 
Sbjct  663  GRATYSMEFDHYEEVPKNVSEEIIKKRN  690



>WP_018712744.1 elongation factor G [Campylobacter ureolyticus]
Length=691

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 183/684 (27%), Positives = 322/684 (47%), Gaps = 
70/684 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G   +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGVSHKIGETHEGTATMDWMAQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    K +
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL------------S  161
            +F+NK+D+ G +  +V Q ++D+L A+ +            K  V L             
Sbjct  132  
VFVNKMDRVGANFYNVEQQIKDRLKANPVPLQIPIGAEDDFKGVVDLINMKALVWEDETK  191

Query  162  PEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P   +E     E  D           AV E +D L++KY +GE +S +++    ++   
+
Sbjct  192  
PTTYVEREIPAELLDKAKEYHDKLIEAVAETDDALMDKYFSGEQLSVDEIKEGIKKACLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAALCGSVFKVEYTDCGQ---  263
             S+ P+  G+A K  G+QPL+DA+        E    +G       VF VE +D G
+   
Sbjct  252  LSMIPMMCGTAFKNKGVQPLLDAIVDYLPAPDEVADIRGEYENGDEVF-
VESSDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L     + +TV        +I  M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGILESGSYVYNTVKGKKERIGRILRMHSNKREEIKEL--  368

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + + G+  ++  ++  + P P++   + PKT A +E++  
AL



Sbjct  369  -YAGEIGAVVGLKDTLTGDTLAGEKDQVILEKM-
DFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--R  423
             +LA  DP  + + D  + + I+S +G + LEV+   +  ++K++  + +P V Y 
E  R
Sbjct  427  
QKLAQEDPSFQVKTDEESGQTIISGMGELHLEVIVDRMLREFKVDAEIGKPQVAYRETIR  486

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                  +    +      +  + L + PL  G+G ++ + +  G + + +  AV  
G + 
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLESGTGYEFVNDIKGGAIPKEYIPAVDKGCQE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D ++    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
AMQGGVLAGYPVEDVRVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPVMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  K    +     +    +     P   +  Y TDL   T 
GR+ 
Sbjct  607  
EIETPEEYMGDVIGDINKRRGQVNNMGDRGGNKIIDAFCPLAEMFGYSTDLRSQTQGRAT  666

Query  603  CLTELKGYQAA---VGQPVIQPRR  623
               E   Y      V + +I+ R 
Sbjct  667  YSMEFDHYDEVPKNVSEEIIKQRN  690

>WP_006619094.1 elongation factor G [Arthrospira platensis]
 KDR58575.1 elongation factor G [Arthrospira platensis str. Paraca]
 AMW29333.1 elongation factor G [Arthrospira platensis YZ]
Length=697

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 187/705 (27%), Positives = 320/705 (45%), Gaps = 
97/705 (14%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWLDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQT-----  157
            P + FINK+D+ G D   V   +RD+L A                   DI+  +T     
Sbjct  129  
PRIAFINKMDRTGADFFKVYGQIRDRLRANAVPIQVPVGRESDFHGLVDIVAMKTYLYTN  188

Query  158  -----VSLSPEIVLEENTDI------EAWDAVIENNDKLLEKYI----
AGEPISREKLVR  202
                 + +S EI  EE  D+      +  +AV E ++ L+EKY+     G+P++ E
++  
Sbjct  189  DLGTDIQISDEIP-
EEVQDLVTEYREKLLEAVAETDEALMEKYLEYLEGGDPLTEEEIRH  247

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------
PIGEQ------  244
              ++      + PV  GS+ K  G+Q L+DAV                 P GE+      
Sbjct  248  
SLRQGTIKGLIVPVICGSSFKNRGVQRLLDAVVDYLPAPTEVPPIKGILPDGEEEVRHAD  307

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKL  289
                L    FKV   D   R  ++R+YSG L               R+   + L   
E++
Sbjct  308  DDVPLSALAFKV-
MADPYGRLTFVRVYSGVLQKGSYIYNATKNKKERISRLIVLKSDERI  366

Query  290  
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTT  349
            ++ E+R    G  +       G+ +   ++ + L  +               P P+
+   
Sbjct  367  EVEELRAGDLGAALGLKDTLTGDTICDEANPIILESLY-------------
VPEPVISVA  413

Query  350  
IAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKL  409
            + PKT    E+L  AL  L++ DP  R  +DS T++ +++ +G + LE++   +  
++K+
Sbjct  414  
VEPKTKQDMEKLSKALQSLSEEDPTFRVSIDSETNQTVIAGMGELHLEILVDRMLREFKV  473

Query  410  ETVVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            E  +  P V Y E   + ++     I  +      +  + + + P   GSG ++ S
++  
Sbjct  474  EANIGAPQVAYRETIRKSVRTEGKFIR-
QSGGKGQYGHVVIELEPGEPGSGFEFVSKIVG  532

Query  467  GYLNQSFQNAVRDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + + N    G++   E G+  G+ + D K     G Y+   S+   F+    
+ ++
Sbjct  533  
GSVPREYINPAEQGMKEACESGVIAGYPLIDVKATLVDGSYHDVDSSEMAFKIAGSMAIK  592

Query  526  QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVV--
FTGEIPA  583
              + ++   LLEP +   +  P +++     D       IE  +  + + +     
++P 
Sbjct  593  
NGVTKASPVLLEPMMKVEVEVPDDFIGNVIGDLNSRRGQIEGQETDQSQGIAKVVAKVPL  652

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQA---AVGQPVIQPRRPN  625
              +  Y TD+   T GR V   E   Y+    +V + +I   + N
Sbjct  653  ATMFGYATDIRSKTQGRGVFSMEFSHYEEVPRSVAETIIAKSKGN  697

>WP_036125633.1 MULTISPECIES: GTP-binding protein [Lysinibacillus]
 KHK53465.1 elongation factor G [Lysinibacillus sp. A1]
 AJK87992.1 elongation factor G [Lysinibacillus fusiformis]
Length=646

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 181/613 (30%), Positives = 289/613 (47%), Gaps = 
30/613 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+      D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDAYLDNHELERKRGITIFAEQGRMTI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR  +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRNYHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN---
TDIEAWDAVIENN  182
            FINKID+ G D+++V+  +    S  ++        P   L+EN   + I  W A  
E +
Sbjct  125  FINKIDRDGADVRAVMTQLHKDFSEHVLFVD----EP---
LQENYVSSTIMEWLA--ERD  175

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA---
VTGL-F  238
            + LL+ ++  E +     +++ Q  +++ S FP + GSA K  GIQ L+     
+TG  F
Sbjct  176  ENLLDAFL-
NETLEHGLCMKQLQSMIKNESAFPCFTGSALKDEGIQELIAQLPLITGTHF  234



Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P      A   G VFK+ + D  QR  +++  +G L +RD     G    K+TE
+R+ +
Sbjct  235  AP-----EAPFQGEVFKIRH-DGHQRLTFIKALTGKLHVRDEFTF-
GDLTEKVTEIRLYN  287

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                        GEI  +   S      +GD     R     + +P L+  +  +     
Sbjct  288  GSRFETVQHVEAGEIFAVKGLS---
QANIGDHIGSNRLSQPYELVPTLQAKVQYEGEQHI  344

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            + +L     L   +P LR        EI +  +G +QLEV+  +L +++ L     
EP +
Sbjct  345  
KEVLKIFRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLIEVLLKRFTLNITFGEPQI  404

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +YME      +   H E  P   +A I L + P   G+G+ + +      L+   Q  
V 
Sbjct  405  LYMETIATTVTGYGHFE--
PLKHYAEIHLLMEPNERGTGITFSNACHADDLSVGNQRLVE  462

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +      GL  G+ VTD       G  ++  ++  DFR      L Q L+++   
LLE
Sbjct  463  
KHLFERDHHGLLTGYAVTDIHFTLLTGRGHNEHTSGGDFREATFRALRQGLEQAQNVLLE  522

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F + A  +++ R   D  +   T +   + + +VV TG  P     +Y T  
A YT
Sbjct  523  
PYYRFKMKASNDFIGRMMTDIQQAAGTFDDPVLTETDVVLTGRAPVATFMSYSTIFAAYT  582

Query  598  NGRSVCLTELKGY  610
            NG+     +  GY
Sbjct  583  NGKGALTLQFDGY  595

>WP_107554887.1 elongation factor G [Staphylococcus xylosus]
 PTI83101.1 elongation factor G [Staphylococcus xylosus]
Length=696

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 180/666 (27%), Positives = 313/666 (47%), Gaps = 



82/666 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++      +
+P +
Sbjct  72   
WDDHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYSVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLSPEIVLEENTDI-  172
            +F+NK+D+ G + +  V ++ D+L A+              +  + L      + N 
D+ 
Sbjct  132  
VFVNKMDKLGANFEYAVSTIHDRLQANAQPIQLPIGAEDEFEAIIDLVEMKCFKYNNDLG  191

Query  173  -----------------EA----
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                             EA     +AV E ND+L+EKY+A E IS  +L    +    
+ 
Sbjct  192  
TEIEEIEIPEDHKERAEEARSTLIEAVAETNDELMEKYLADEEISVSELKDAIREATNNI  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q +++AV          +PI G +              +A    
Sbjct  252  
EFYPVLVGTAFKNKGVQLMLNAVIDYLPSPLDVKPIVGHRANNPEEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V  + + K     ++ +M   S+ E+   
+T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKNKRERVGRLLQMHANSRQEL---NT  368

Query  308  AYPGEIVIL-------PSDSV--
RLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             Y G+I            D++    ND++ +    P         P++  ++ PK+ 
A +
Sbjct  369  VYSGDIAAAVGLKETGTGDTLCGEKNDIILESMDFPE--------
PVIHLSVEPKSKADQ  420

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +++  AL +L + DP      D  T ++I+  +G + L+++   + +++ +E  V  
P V



Sbjct  421  
DKMTTALVKLQEEDPTFHAHTDDETGQVIIGGMGELHLDILVDRMKKEFNVECNVGAPMV  480

Query  419  IYMERPLKAASHT---
IHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E   KA++        +      +  + +  +P   G G ++E+ +  G + + 
+  
Sbjct  481  SYRE-
TFKASAEVQGKFARQSGGRGQYGDVKIEFSPNETGGGFEFENAIVGGVVPREYIP  539

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            +V  G++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
Sbjct  540  
SVEAGLKDSMENGVLAGYPLIDVKARLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPV  599

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+EY+     D       ++  + + +  V    +P   +  Y 
T L 
Sbjct  600  
ILEPMMKVTIEMPEEYMGDIMGDVTSRRGRVDGMEPRGNAQVVNAFVPLSEMFGYATALR  659

Query  595  FYTNGR  600
              T GR
Sbjct  660  SNTQGR  665

>WP_015919483.1 elongation factor G [Thermotoga neapolitana]
 B9K883.1 RecName: Full=Elongation factor G; Short=EF-G
 ACM23166.1 Elongation factor G [Thermotoga neapolitana DSM 4359]
 KFZ21667.1 elongation factor G [Thermotoga neapolitana LA10]
Length=695

 Score = 250 bits (638),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 205/675 (30%), Positives = 325/675 (48%), Gaps = 
71/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G     G V++GT  TD M  E++RGITIQ
+A T
Sbjct  13   
KIRNIGIMAHIDAGKTTTTERILYYTGRKHFIGDVDEGTATTDWMPQEKERGITIQSAAT  72

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV R+L VLDGAI V  A  GV+ Q+  ++    
K N+
Sbjct  73   
TCFWKGYRINIIDTPGHVDFTAEVERALRVLDGAIAVFDATAGVEPQSETVWRQADKYNV  132

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++  KL A                   D+I  + +  
+ 
Sbjct  133  
PRIAFMNKMDKVGADFYMAVETLVTKLRANPIPIQMPIGSEKDFQGVIDLIKMKAIYWTS  192

Query  163  EI-----------VLEENTDI---
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            E             L+E  ++   E  + V E ++ +LEKY+ GE I+ E++ +  
++  
Sbjct  193  
EDGSVYEEREIPDELKEEAELRREEMLEKVAELDETILEKYLEGEEITEEEIKKVLRKAT  252

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI------------GE------
QGSAAL  249
             +    PV  G+AK   GIQPL+DAV   L  P+            GE        
+   
Sbjct  253  
IENRAVPVLCGAAKMNKGIQPLLDAVIDYLPSPLDLPPVKGWRLSDGEVVYRKPDENEPF  312

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
               VFKV+      + VY R+YSG L     V       RE++ +I  M    + E
+   
Sbjct  313  
TALVFKVQVDPYIGKLVYFRVYSGRLEKGSYVYNSTKGQRERISRIVFMHADKREEV---  369

Query  306  DTAYPGEIVI-LPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D   PG+I   +   + +  D L D   PT L +  +   P P++   I P T +  
E+L
Sbjct  370  DYVRPGDIAAGVGLKASQTGDTLCDEKEPTVLEKIDF---
PEPVISLAIEPATKSDEEKL  426

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            + AL  L++ DP L+ +VD  T E I+S +G + LE++   L  ++ +   V +P 
V Y 
Sbjct  427  
VKALLALSEEDPTLQVKVDKETGETIISGMGELHLEIIVDRLKREFGVNVRVGQPQVAYR  486

Query  422  ERPLKAA-SHTIHI-EVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSFQNAV  477
            E   KAA +   +I +      +  + L + P+    G  +E   +   G + + F  
A+
Sbjct  487  
ETIKKAAEAEGKYIRQTGGRGQYGHVILRIEPIPEEEGKNFEFIDKTVGGVIPKEFMPAI  546

Query  478  RDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  +  G L G+ V   +     G Y+   S+   F+  A +  ++A+K++   
LL
Sbjct  547  
EAGIKEAMMSGPLAGYPVVRIRAIVLDGSYHEVDSSEMAFKIAASLAFKEAMKKAQPVLL  606



Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+EY+     D     A +E  + +    V   ++P      Y T 
L   
Sbjct  607  
EPIMKLEITTPEEYMGNIIADLNSRRAKVEALETRGHLKVIVAKVPLSETFGYATTLRSL  666

Query  597  TNGRSVCLTELKGYQ  611
            + GR+  + +   YQ
Sbjct  667  SQGRASYIMQFSHYQ  681

>WP_084943301.1 elongation factor G [Streptococcus oralis]
 ORO51833.1 elongation factor G [Streptococcus oralis subsp. oralis]
Length=693

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 189/674 (28%), Positives = 319/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   +  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPADYLDQAQEYREKLVEAVAETDEDLMMKYLEGEEITNEELKVAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  



Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTDEEETRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIMTDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
               +T Y G+I   I   D+   + +  +  ++  +     P P+++  + PK+ A 
+++
Sbjct  366  ---ETVYAGDIAAAIGLKDTTTGDSLTDEKAKIILESIHV-
PEPVIQLMVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  +P   G G ++E+ +  G + + F  
AV 
Sbjct  482  
RETFRASTQARGFFKRQSGGKGQFGDVWIEFSPNEEGKGFEFENAIVGGVVPREFIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LE
Sbjct  542  
KGLVESMANGVLAGYPMVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPAILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+
Sbjct  602  
PMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLRSAS  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMVFDHYE  675

>OGC93020.1 translation elongation factor G [Candidatus Amesbacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_48_32b]
 OGD07495.1 translation elongation factor G [Candidatus Amesbacteria 



bacterium 
RIFCSPLOWO2_01_FULL_49_25]
Length=716

 Score = 250 bits (639),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 185/680 (27%), Positives = 317/680 (47%), Gaps = 
71/680 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT +E +LY +G   + G +++G+T+ D M  E++RGITI 
+A T
Sbjct  17   
RVRNIGIIAHIDAGKTTTSERILYYTGKSYKIGDIDEGSTQMDWMEQEKERGITIVSAAT  76

Query  62   SFQW-----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            +  W              ++N++DTPGH+DF AEV RSL VLDGA+ V+ A++ VQ
+QT 
Sbjct  77   
TTFWTVTDPNSPVPQDSYRINLIDTPGHVDFTAEVERSLRVLDGAVTVLDAEETVQSQTE  136

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------I  152
             ++    K N+P +IF+NK D+ G + +  V+++ ++L A+                  
+
Sbjct  137  
TVWRQADKYNVPRIIFVNKNDKLGANFEGTVKAIIERLGANPAVMAYPIGAEQTFKGVVL  196

Query  153  IIKQTVSLSP-----------EIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPIS  196
            ++++   + P           E+  +    +E W     + + E +D LLEK+
+AGE   
Sbjct  197  
LLEKKALVWPGDETGAKYAEEEVPADMKEVVEKWRNKLIEQICETDDVLLEKFLAGEEPD  256

Query  197  REKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI-------------G  242
             ++L    +R V    L PVY G++ +  G+QP++DAV   L  P+             
G
Sbjct  257  
IKELKTALRRAVIAYKLVPVYAGASLRNKGVQPMLDAVVEYLPSPVDVDHVRGTDVHTGG  316

Query  243  E-----QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK-
LKITEMRI  296
            E            G  FK++      R  Y+R+YSG L     V  A ++K  +I+ 
M +
Sbjct  317  
EITRKTVNEEKFAGLAFKIQTDPHVGRLTYVRIYSGKLSAGQPVWNASKQKEERISRMLL  376

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                +    D AY GEIV L         + L D            P P++   I 



PKT 
Sbjct  377  
MHANKREEIDAAYAGEIVALVGLKETSTGNTLCDKNAQILLETITFPEPVISLAIEPKTK  436

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            + +E++  AL++L+D DP  R + +  T + I+S +G + LE++   +  ++ +E     
Sbjct  437  
SDQEKMGYALSKLSDEDPTFRIKSNQETGQTIISGMGELHLEIIVDRMKREFGVEVNTGA  496

Query  416  PSVIYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E  +K+ +      +  +      G   + + P   G+G ++   +  G 
+   
Sbjct  497  PQVAYKET-
VKSTAEGEGKYIRQSGGRGQYGHCFIKIEPQPRGAGYEFVDAIRGGAIPSE  555

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            F   +  GI+  +E G L G+   D +I    G Y+   S+   F+    +  + A 
K +
Sbjct  556  
FIPPIEKGIKDAMENGVLAGFPTVDVQITLYDGTYHDVDSSEMAFKIAGSLAFQHAAKHA  615

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               L+EP +   +  P +++     D     A I     +    +    +P   +  
Y T
Sbjct  616  
DACLIEPVMKVEVSTPDDFMGDVIGDLSSKRAQILGTDKRGHLTIVNAYVPLAELSGYAT  675

Query  592  DLAFYTNGRSVCLTELKGYQ  611
             L   T GR+    E   Y+
Sbjct  676  KLRSLTQGRASYYMEPSHYE  695

>WP_041966527.1 elongation factor G [Bacillus selenatarsenatis]
 GAM14817.1 translation elongation factor G [Bacillus 
selenatarsenatis SF-1]
Length=692

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TASWKEHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P V+F+NK+D+ G D    V ++ D+L A                               
Sbjct  129  
PRVVFVNKMDKLGADFLYSVSTIHDRLQANAHPIQLPIGAEDEFEAIIDLVEMRAIFYGN  188

Query  151  DIIIKQTVSLSPE--
IVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            D+  + TV   PE  +   E    +  +AV E +++L+EKY+ GE ++ E++    
++  
Sbjct  189  
DLGTEITVGEIPEEYMAKAEEYREKLVEAVAELDEELMEKYLGGEELTVEEIKAAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---GEQG---------------
SAAL  249
             +   +PV  GSA K  G+Q ++DAV   L  P+     QG               
S   
Sbjct  249  
TNVEFYPVICGSAFKNKGVQLMLDAVIDYLPSPLDVPAIQGHLPDTEDVVERHSDDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  309  
SALAFKVMTDPYVGKLTFFRVYSGTLDSGSYVQNSTKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             T Y G+I   +        D L D   L      + P P+++ ++ PK+ A +++
+  A
Sbjct  366  
STVYAGDIAAAVGLKDTTTGDTLCDEKNLVILESMQFPEPVIQLSVEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDIIVDRMKREFKVEANVGAPQVAYRETF  485

Query  425  LKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             ++A+       +      +  + +  +P   G G ++ + +  G + + +  AV+ 
G+ 
Sbjct  486  
RESANVEGKFARQSGGRGQYGHVWIEFSPNDEGKGFEFVNGIVGGVVPREYIPAVQAGLE  545



Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G L G+ + D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DALDRGVLAGYPLVDIKARLFDGSYHDVDSSEMAFKIAASMALKNAASKCKPVILEPVMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL             +E    + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVVIPEEYLGDIMGMITARRGRVEGMDARGNAQVVRSMVPLSEMFGYATALRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMHFDHYE  675

>PIT94988.1 elongation factor G, partial [Candidatus Falkowbacteria 
bacterium 
CG10_big_fil_rev_8_21_14_0_10_38_22]
Length=647

 Score = 249 bits (635),  Expect = 5e-70, Method: Compositional 
matrix adjust.
 Identities = 178/626 (28%), Positives = 304/626 (49%), Gaps = 
64/626 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT++E +L+ +G   + G V  G    D M  ER+RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTVSERILFYTGKKHKLGEVHDGEAEMDWMEQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C++NI+DTPGH+DF AEV RSL VLDG ++V     GV+ Q+  ++H   
K N+
Sbjct  69   
TCFWKDCRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDGVAGVEPQSETVWHQADKYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +  + + S+  +L+                    D+I ++ +    
Sbjct  129  
PRLAFINKMDRTGANFYADLDSIHKRLTKNAYPIQLPLGAEDQFSGIIDLIEQKALIFQD  188

Query  163  EIVLE-ENTDIEAW-------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++  + E  D+ A              +A+IE++++L+ KY+AGE I+   L +E 
++ V
Sbjct  189  



DLGTKWEEIDVPAAMKKRVKEYRDKLIEAIIEDSEELMNKYLAGEAIAAADLKKELRQAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ--------
GSAA  248
              + + PV  GSA K  GIQ L+DAVT              F P  E+         
+  
Sbjct  249  
IKSRMVPVLCGSALKNKGIQLLLDAVTNYLPSPLDVPALIGFDPKDEEKKIEVRPDDNEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FK+       +  ++R+YSG L     V   +   RE++ +I  +    + 
E+  
Sbjct  309  
FAALAFKIATDPYVGKLCFIRVYSGVLAAGSYVLNTSSGERERIGRIVRLHANHREEVRE  368

Query  305  TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y GEI  ++   +    + L + +R         P P++   I PKT A +E
++  
Sbjct  369  V---
YAGEIAAVIGLKNTTTGNTLCNESRPVVLESITFPEPVISVAIEPKTKADQEKMGL  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R   D  T + I++ +G + L+++   +  ++K+E  V +P V 
Y E 
Sbjct  426  
ALVKLAEEDPTFRVRSDEETAQTIIAGMGELHLDILVERMRREFKVEANVGQPQVAYRET  485

Query  424  PLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A +   +I +      +    L V P   G G ++  +V  G + + +   +  
G+
Sbjct  486  
ITKEAEAEGKYIRQSGGRGQYGHCWLKVEPQEEGKGFEFVDKVKGGAIPREYIAPIGKGV  545

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  +++G L  + + D K     G Y+   S+ A F+    +  + A+K++   
+LEP +
Sbjct  546  
KEAMDKGVLAAYPLVDIKATVLDGTYHEVDSSEAAFKIAGSMAFQAAVKKANPVILEPIM  605

Query  541  SFILYAPQEYLSRAYHDAPKYCATIE  566
               +  P+E++     D     A IE
Sbjct  606  KVEVITPEEFMGEIIGDLNAKRAQIE  631

>WP_076922352.1 elongation factor G [Pseudoalteromonas sp. SK20]
Length=694

 Score = 249 bits (637),  Expect = 5e-70, Method: Compositional 
matrix adjust.



 Identities = 190/683 (28%), Positives = 313/683 (46%), Gaps = 
69/683 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGTIHKSGETHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESGV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ------  156
              +IF+NK+D+ G D   V + V+  L A                   D++ KQ      
Sbjct  126  
ARIIFVNKLDRMGADFYRVTEQVQKVLGAVPLVMTLPIGIEDEFVGVVDVLNKQAYVWDE  185

Query  157  -------TVSLSPEIVLEENTDIEAW--
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                   ++   P  ++E+  +   +  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYSIVDVPADMVEKTDEYHEFLVETAVEQDDDLMEAYMEGEMPSVEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS--  252
             +D + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  
+  
Sbjct  246  
TRDLAFFPTYCGSAFKNKGMQLILDAVVDYLPAPTEVDPQPLMDEEGNENGEHAIVSADE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + 
E+ 
Sbjct  306  PFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADDRKELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   + PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V 



Y E
Sbjct  422  
VAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRE  481

Query  423  RPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  
AV  G
Sbjct  482  
TITREIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFTFTSSVVGGNVPKEFWPAVEKG  541

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             +  + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FKSMMNEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   ++ P++++     D  +    +   +     V    ++P   +  Y   L   
T+G
Sbjct  602  
MKVDVFTPEDHVGDVIGDLNRRRGMLSNQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSG  661

Query  600  RSVCLTELKGYQ---AAVGQPVI  619
            R     E   Y    A V + VI
Sbjct  662  RGQFSMEFSHYAPCPANVAETVI  684

>WP_087310882.1 GTP-binding protein [Lactobacillus salivarius]
 OUN58503.1 elongation factor G [Lactobacillus salivarius]
Length=639

 Score = 248 bits (634),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 180/622 (29%), Positives = 301/622 (48%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  120

Query  121  



IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NKID +      ++  ++ +L   II       S + +LE+         
V  
Sbjct  121  VPVFLFVNKIDISTYTAHQILSQLKSELDESII-----
DFSSDNLLED---------VAM  166

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  167  CDESLFEDYLQTSTIPDEKIL----
SLISDRVIFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  223  --PHYPDNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  276

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  277  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQACLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTF  385

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  L
++++
Sbjct  386  TKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGERGSGLQFENQCSLEVLDKNW  443

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKAKEHLGVLIGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   + V TG  P   
+  
Sbjct  504  ENNDCQLLEPWYRFKLKVDRTQIGRAINDIQRMHGTLDEQQV---
DGVLTGIAPVSEMYD  560

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY



Sbjct  561  YATNVRSYTHGNGTLELEISGY  582

>OJF16397.1 translation elongation factor G [Bacillaceae bacterium 
G1]
Length=691

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 318/671 (47%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G + + G   +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRVYKIGETHEGAATMDWMEQEQERGITITSAATTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKAGVEPQSETVWRQADKYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  + ++++R +L A                   D++  +      
++ 
Sbjct  132  
AYMNKMDTIGADFFAAMETIRTRLQANPVAIQLPIGAEDTFTGIIDLVTMKAYFYKDDLG  191

Query  166  LE-ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E E TDI A              +AV E +++L+ KY+ GE ++ E++ R  ++   
+ 
Sbjct  192  
REIEVTDIPADMQAQAEEYRAKLLEAVAEVDEELMMKYLEGEELTEEEIKRGLRKGTIEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQG------
SAALCGSV  253
            SL PV  GS+ K  G+Q L+DA+                 P GE+       +       
Sbjct  252  
SLIPVLCGSSYKNKGVQLLLDAIVDYLPSPLDVATVKGVTPDGEEAERHPDDNEPFAALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  Y R+YSGTL     V       RE++ ++ +M    + EI   
DT Y
Sbjct  312  FKLMSDPYVGKLTYFRVYSGTLNSGTYVLNSTKGKRERIGRLLQMHANHREEI---
DTVY  368

Query  310  PGEIVILPSDSVRLNDVLGDPTRLPRK-----



RWREDPLPMLRTTIAPKTAAQRERLLDA  364
             G+I    + +V L D     T    K        E P P++   I PKT A ++
+L  A
Sbjct  369  AGDI----
AAAVGLKDTTTGDTLCDEKAPIILESMEFPDPVISVAIEPKTKADQDKLGLA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L++LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V +P V Y 
E  
Sbjct  425  
LSKLAEEDPTFRTHTDEETGQTIIAGMGELHLEIIVDRLRREFKVEANVGKPQVAYKETI  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             +P K     I  +      +  + +   PL  G G  +E+ +  G + + +  AV
+ G+
Sbjct  485  RKPAKVEGKFIR-
QSGGRGQYGHVWIEFEPLERGQGFVFENHIVGGVVPKEYVPAVQAGL  543

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               ++ GL  G+ V D K     G Y+   S+   F+  A + L+ A ++    
LLEP +
Sbjct  544  
EEAMQNGLLAGYPVIDLKAKLVDGSYHEVDSSEMAFKIAASMALKAAAEKCDPVLLEPVM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + + +  V    +P   +  Y T L   
T GR
Sbjct  604  
KVEVTVPEEYMGDIMGDINSRRGRIEGMEARGNAQVIRAYVPLAEMFGYATSLRSMTQGR  663

Query  601  SVCLTELKGYQ  611
               + +   Y+
Sbjct  664  GTYVMQFDHYE  674

>WP_069790791.1 elongation factor G [Cyanobacterium sp. IPPAS 
B-1200]
 OEJ78792.1 elongation factor G [Cyanobacterium sp. IPPAS B-1200]
Length=691

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 184/678 (27%), Positives = 310/678 (46%), Gaps = 
83/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    



KIRNIGIAAHIDAGKTTTTERILFYSGIVHKIGEVHDGNAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W    +NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+ ++
Sbjct  69   
STDWQGHHINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQANRYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII------------------
IKQTVSLSPE  163
            P + F+NK+D+ G +   V + V+D+L A  I                  ++    
+  +
Sbjct  129  
PRIAFVNKMDRTGANFFRVYEQVKDRLQAPAIPIQIPIGSEDRFSGIVDLVRMKAKIYED  188

Query  164  IVLEENTDIEAWD---------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             + ++  +I+  D               A+ E+N+ LLEKY+A E IS  ++ +  
++  
Sbjct  189  
DLGQQIKEIDVPDEVKELAEEYRGYLIEAIAESNEALLEKYLAEEEISEAEIKQAIRQGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGEQG------
SAALC  250
               +L P+  GSA K  G+Q L+DAV                 P GE+G           
Sbjct  249  
IKGTLMPMLCGSAFKNKGVQLLLDAVVDYLPAPNEVPAIKGILPSGEEGERHAGDEEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FKV  +D   R  +LR+YSG L               R+   + L   +++++ 
E+R
Sbjct  309  ALAFKVA-
SDPFGRLTFLRIYSGVLTKGSYIYNSTKDTKERISRLIILKSNDRIEVEELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +   S+S+ L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAIGLKNTTTGDTLCDDSESIILESLY-------------
VPEPVISVAVEPKTQ  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L+D DP  +  ++  T++ +++ +G + LE++   +  ++K+   
V +
Sbjct  415  
QDMDKLSKALQSLSDEDPTFKVSINPETNQTVIAGMGELHLEILVDRMLREFKVGANVGQ  474

Query  416  PSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   KA         +      +  + + + P   GSG ++ S+++ G + 
+ +



Sbjct  475  
PQVAYRETIRKAVQTEGKFIRQSGGKGQYGHVVIEIEPGEEGSGFEFVSKITGGAIPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V+ GI+   E G+  G+ + D K+    G Y+   S+   F+    I +  A
+K++ 
Sbjct  535  
IPSVQQGIKEACESGIIAGYPLIDVKVALIDGSYHDVDSSEMAFKIAGSIAIRDAVKKAQ  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P  Y+     D       IE  + +      + ++P   +  
Y TD
Sbjct  595  
PVLLEPTMKVEVEVPDNYVGDIIGDLNSRRGIIEGMETESSLAKVSAKVPLETMFGYATD  654

Query  593  LAFYTNGRSVCLTELKGY  610
            +   T GR +   E   Y
Sbjct  655  IRSKTQGRGIFSMEFSKY  672

>OLC23543.1 translation elongation factor G [Chloroflexi bacterium 
13_1_40CM_65_17]
 OLC48838.1 translation elongation factor G [Chloroflexi bacterium 
13_1_40CM_4_65_13]
 OLD24671.1 translation elongation factor G [Chloroflexi bacterium 
13_1_40CM_3_65_12]
 OLD46824.1 translation elongation factor G [Chloroflexi bacterium 
13_1_40CM_2_68_14]
Length=696

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 182/676 (27%), Positives = 310/676 (46%), Gaps = 
75/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G I + G V +G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILFYAGRIHKMGEVHEGAATMDWMVQEKERGITITSAAT  69

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    
+  +
Sbjct  70   
TANWRDHAINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAVAGVEPQSETVWRQADRYGV  129

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G D    ++S+R +L A                   D++ KQ +  



+ 
Sbjct  130  
PRIAFINKMDRIGADFYGSLKSIRTRLGARAIPIQLPIGSEDSFKGYVDLVTKQAIVYTD  189

Query  163  EI--VLEENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            ++     E+ DI A              +AV + +D ++ KY+  + ++ E++    
++ 
Sbjct  190  
DLGTTSTESLDIPADMRDLVSQYRHDLVEAVADFDDAIMHKYLEEQDVTEEEINAALRKG  249

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAALCGSVFKVEYTDCG-  262
                 L PV  G+A +  G+QP++DAV        +    +G+    G++   E+ 
D   
Sbjct  250  
TVAGHLVPVLCGAALRNRGVQPILDAVVDYLPSPADVPAVEGTDPKTGALLVREHDDAEP  309

Query  263  ---------------
QRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR---  304
                            +  + R+YSG L+       AG   L  +  R    G I
+R   
Sbjct  310  FAALAFKIQMDPQGVGKLTFFRVYSGRLK-------
AGSGVLNASNGRKERIGRILRMHA  362

Query  305  -----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
                  D  + G+I   +   S    D L D +          P P++   I PKT 
A +
Sbjct  363  
IRREDVDEVFTGDIAAAVGLKSTTTGDTLADESHPILLESITFPEPVISVAIEPKTKADQ  422

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            ++L   L +L + DP  +   D  T + I++ +G + LE++   L  +++++    
+P V
Sbjct  423  
DKLGIGLQRLTEEDPTFKVHTDDETGQTIIAGMGELHLEIIIDRLMREFRVDANQGKPQV  482

Query  419  IYMERPLKAASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E  +K  +H +   V  +      G   + V P   GSG  +E +++ G + + 
F  
Sbjct  483  AYKE-
AIKKPAHGVGRFVRQSGGKGQFGHAEVDVRPGERGSGFIFEDKITQGRIPREFIP  541

Query  476  AVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+R  L+ G+  G+ V D  +    G Y++  S+   F+    + ++ A+ +
+   
Sbjct  542  
AVEKGVREALQTGVVAGYPVIDITVTLVDGSYHAVDSSEMAFQVAGSMAVKDAMHKASPY  601

Query  535  



LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+E+L     D       I   + +         +P   +  Y 
T+L 
Sbjct  602  
LLEPIMKVDVVMPEEHLGDVMGDLASRRGHILGMEGRGTSQNVRAHVPLAEMFGYATELR  661

Query  595  FYTNGRSVCLTELKGY  610
              T+GR+    E   Y
Sbjct  662  SMTSGRATYSMEFSHY  677

>WP_049552869.1 elongation factor G [Streptococcus sanguinis]
Length=693

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 194/677 (29%), Positives = 320/677 (47%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   + +  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLIKMKAEIYTN  188

Query  165  -----VLEENTDIEAW-----------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E             +AV E ++ L+ KY+ GE I+ ++L    
++  
Sbjct  189  
DLGTDILEEDIPAEYLEQAQEYREKLVEAVAETDEDLMMKYLEGEEITTDELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGS  246
             +   FPV  GSA K  G+Q ++DAV   L  P+                      
E+  
Sbjct  249  
INVEFFPVLCGSAFKNKGVQLMLDAVIDYLPSPLDIPAIKGINPDTEEEETRPASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  + R+YSG L+    V   +   RE++ ++ ++   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFFRVYSGVLQSGSYVMNTSKGKRERIGRLVQLHANSRQEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLND-VLGDP-TRLPRKRWRED---
PLPMLRTTIAPKTAAQ  357
               +T Y G+I    + ++ L D   GD  T    K   E    P P+++  + PK
+ A 
Sbjct  366  ---ETVYAGDI----
AAAIGLKDTTTGDSLTDEKAKVILESIHVPEPVIQLMVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + +  TP   G G ++E+ +  G + + 
F  
Sbjct  479  
VSYRETFRAPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIP  538

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G+   +  G L G+ + D K     G Y+   S+   F+  A + L++A K 
+   
Sbjct  539  
AVEKGLVESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKVAASLALKEAAKTAQPA  598

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            +LEP +   +  P+E L             ++  +   +  +    +P   +  Y 
T L 
Sbjct  599  
ILEPMMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAYVPLAEMFGYATVLR  658

Query  595  FYTNGRSVCLTELKGYQ  611
              + GR   +     Y+
Sbjct  659  SASQGRGTFMMVFDHYE  675

>WP_091161592.1 elongation factor G [Paenibacillus sp. 453mf]
 SFS95702.1 translation elongation factor 2 (EF-2/EF-G) 
[Paenibacillus sp. 
453mf]
Length=691

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 



matrix adjust.
 Identities = 193/673 (29%), Positives = 319/673 (47%), Gaps = 
76/673 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADII-------------------------------  153
             ++NK+D  G D  +VV+ +R++L A+ +                               
Sbjct  132  
AYVNKMDIIGADYLNVVKDMRERLQANAVAIQLPIGAENDFIGIIDIVEQKAYMYKDDLG  191

Query  154  --
IKQTVSLSPEIVLEENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              I++T   +      E   +E  + V E ++ L  KY+ GE ++ +++    ++ 
V + 
Sbjct  192  
KDIEETAIPAEYADQVEELRMELIEKVAELDEDLTMKYLEGEELTVDEIKFALRKGVVEV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  PI         E G+ A+  S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMLDAVLDYLPAPIDVPDIKGHLEDGTEAIRKSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  
FKIMTDPYVGKLTFFRVYSGVLTSGSYVLNATKGKRERIGRILQMHANSRQEITEV---Y  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P+++  + PKT A 
++++
Sbjct  369  AGDI----ASAVGLKDTGTGDTLCDEKNPVILESMNF---
PDPVIQIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++K++T + +P 



V Y 
Sbjct  422  
SVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFKVDTNIGQPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +AA        +      +  + +   PL  GSG Q++S++  G + + +    
+ 
Sbjct  482  
ETFRQAARVEGKFVRQSGGRGQYGHVWVEFEPLEAGSGNQFDSKIVGGSVPREYVGPAQQ  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI   ++ G L G+ + D K     G Y+   S    F+    + L+ A  +    
LLEP
Sbjct  542  
GIEEAMKNGVLAGFPLVDVKATIVDGSYHDVDSNEMAFKIAGSMALKAAKDKCKAVLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T 
Sbjct  602  
IMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRGGTQIIRAKVPLSEMFGYSTTLRSGTQ  661

Query  599  GRSVCLTELKGYQ  611
            GR V   EL  Y+
Sbjct  662  GRGVFSMELSHYE  674

>WP_006676487.1 elongation factor G [Paenibacillus dendritiformis]
 EHQ62464.1 translation elongation factor G [Paenibacillus 
dendritiformis 
C454]
Length=691

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 192/674 (28%), Positives = 320/674 (47%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +G+   D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGETHEGSATMDWMAQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             ++NK+D  G D  +V++S++D+L A                   D++ ++      
++ 
Sbjct  132  
AYVNKMDIIGADFLNVIESMKDRLQANAVALQLPIGAENDFVGIVDLMTEKAYIFKDDLG  191

Query  166  LE-ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E E T+I             E  + + E ++ L  KY+ GE I+  +L    ++ 
V + 
Sbjct  192  
KEIEETEIPAELKDKAEELRLELIEKIAELDEDLTMKYLEGEEITVPELKAALRKGVCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q ++DAV   L  P+         E G+ ++  S          
Sbjct  252  
QIFPVVCGSSYRNKGVQMMIDAVVDYLPSPLDVPDIQGHLEDGTESVRHSSDEEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L     V  A    RE++ +I +M   S+ EI   
D  Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLNSGSYVLNATKGKRERIGRILQMHANSREEI---
DIVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
+++L
Sbjct  369  SGDI----AAAVGLKDTGTGDTLCDEKHPIILESMNF---
PEPVIHIAVEPKTKADQDKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL  +G + L+V+   +  ++K+ET +  P 
V Y 
Sbjct  422  
GVALAKLTEEDPTLRAHTDEETGQTILGGMGELHLDVIIDRMRREFKVETNIGNPQVAYR  481

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E    P +     +  +      +  + +   P   G+G  +E+++  G + + +   
V+
Sbjct  482  ETFRTPARVEGKFVR-
QSGGRGQYGHVWIEFAPQEPGAGFAFENKIVGGVVPREYIAPVQ  540

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   ++ G L G+ + D K     G Y+   S+   F+    + L+ A ++    
LLE
Sbjct  541  



AGIEEAMQNGVLAGYPLVDIKATIVDGSYHDVDSSEMAFKIAGSMALKAAKEKCNPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVTVPEEYMGDVMGMLNSRRGRIEGMDSRAGAQIIRAKVPLAEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   E+  Y+
Sbjct  661  QGRGVFSMEISHYE  674

>WP_063489839.1 GTP-binding protein [Lactobacillus plantarum]
 KZT83492.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
 KZT91819.1 Ribosome protection-type tetracyclineresistance related 
protein 
group 2 [Lactobacillus plantarum]
Length=672

 Score = 249 bits (636),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----



EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLGIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_046037859.1 GTP-binding protein [Lactobacillus plantarum]
 OAZ74300.1 Elongation factor G [Lactobacillus plantarum]
 OUT00936.1 Tetracycline resistance protein TetQ [Lactobacillus 
plantarum]
 OUT03217.1 Tetracycline resistance protein TetQ [Lactobacillus 
plantarum]



 PKX59971.1 elongation factor G [Lactobacillus plantarum]
Length=672

 Score = 249 bits (636),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  



ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_071457769.1 elongation factor G [Vagococcus teuberi]
 APB32154.1 translation elongation factor G [Vagococcus teuberi]
Length=695

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 198/678 (29%), Positives = 314/678 (46%), Gaps = 
78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKLGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V+++ D+L A+                I   + +  



EI   
Sbjct  129  
PRIVFCNKMDKTGADFLYSVKTIHDRLQANAHPIQLPIGSEDNFTGIIDLIKMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI+  D                  AV E ++ L+EKY+ GE I+ E+L +  
+R  
Sbjct  189  
DLGTDIQETDIPEEYVDMANEWREKLVEAVAETDEDLMEKYLEGEEITEEELKQGIRRAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
             +   FPV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
INVEFFPVLAGSAFKNKGVQLMLDAVLDYLPAPTDVEAIKGIDTKTDEETERPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSGTL     V  A ++K     +I +M   S+ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGTLDSGSYVLNASKDKKERIGRILQMHANSREEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDV--------
LGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             T Y G+I    + +V L D         L  P  L    +   P P+++  + PK
+ A 
Sbjct  366  STVYAGDI----AAAVGLKDTTTGDTLCALDAPVVLESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGIALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    P+  A      +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
VSYRETFRAPITQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+   +  G L G+ + D K     G Y+   S    FR  A + L  A K
++  
Sbjct  539  
PAVEKGLEDSMANGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKAQP  598

Query  534  



QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++ L             +E  +   +  +    +P   +  Y 
T L
Sbjct  599  
VILEPMMKVTITVPEDNLGDIMGHVTSRRGRVEGMEAHGNSQIVNAMVPLAEMFGYATTL  658

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   +     Y+
Sbjct  659  RSSTQGRGTFMMVFDHYE  676

>WP_006881028.1 elongation factor G [Vibrio brasiliensis]
 EGA64106.1 elongation factor G [Vibrio brasiliensis LMG 20546]
Length=695

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 191/672 (28%), Positives = 308/672 (46%), Gaps = 
67/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+
Sbjct  66   
TCEWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A+                   ++ +   
+  E
Sbjct  126  
ARLIFVNKLDRMGADFFNVVDQVKNVLGANPLVMTLPIGREDDFVGVVDVLNRKAYVWDE  185

Query  164  IVLEEN-----------TDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN            D+EA+     +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
TGLPENFEIQDVPADMVDDLEAYREELVETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGMQLILDAVVDYLPAPDEVDPQPLTDPETGEPTGDVALVSAD  305



Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG L+  DT+   A    E++ ++ EM+   
+ E+
Sbjct  306  EPLKALAFKI-
MDDRFGALTFVRIYSGRLKKGDTILNSATGKTERIGRMCEMQADERNEL  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ I+   +V+    L DP           P P++   + PK     
E++
Sbjct  365  TE---
AQAGDIIAIVGMKNVQTGHTLCDPKHECTLEAMIFPEPVISIAVTPKDKGGSEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEESGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P    SG  + S V  G + + F  
AV  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFGKIDYRIRPGQPNSGFTFSSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMETGVLAGFPTLDVEVELFDGGFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  ++ P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMNVDVFTPEDNVGDVIGDLNRRRGMIKDQQAGTTGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGY  610
            GR     E   Y
Sbjct  662  GRGQFSMEFGQY  673

>SCJ02929.1 Tetracycline resistance protein tetM [uncultured 
Ruminococcus 
sp.]
Length=858

 Score = 253 bits (646),  Expect = 6e-70, Method: Compositional 
matrix adjust.



 Identities = 189/615 (31%), Positives = 299/615 (49%), Gaps = 
38/615 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I IG+ AH D+GKTTL+E+LLY SG I + G V+ G    DT  +ER RGIT+ 
+  
Sbjct  1    
MKRIVIGMTAHADSGKTTLSEALLYLSGEIRKQGRVDHGDAFLDTHSIERSRGITVFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
                       ++DTPGH DF AE  R+L+V+D A+LVIS  DGVQ+ T  L+  L 
K N
Sbjct  61   
AVIHGDDAVFTLLDTPGHTDFSAEAERALSVVDYAVLVISGTDGVQSHTETLWRLLGKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
             P  IF+NK+D +  D   ++  +R  LS D I   +VS         + D     
A++ 
Sbjct  121  KPVFIFVNKMDISQFDRDYILSDLRKHLS-DKIADFSVS---------
DDDRNGELALL-  169

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL--F  238
             ++ L+ +Y+  + ++ E + R+    + +  +FP ++GSA K  G + LM   
TGL  F
Sbjct  170  -SESLMNEYLETDALTDESIARD----IAERGIFPCWFGSALKLKGARELM---
TGLEKF  221

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
              + E G A     V+K+  ++ G R  ++++  G LR++D V        K+ +
+RI S
Sbjct  222  TIMPEYG-ADFGARVYKIT-SEGGARLTHMKITGGVLRVKDAVGEG-----
KVNQIRIYS  274

Query  299  KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKTAA  356
              +    + A  G +  +      L D       L  +   +DP+  P+L   +      
Sbjct  275  GAKFSAVNEAPAGTLCAVTG----LADTFAGQG-
LGAESEADDPVIEPVLTYRVLFPADI  329

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                +LD +  L + DP L    +    EI L  +G++QLE++  L++E++ ++      
Sbjct  330  
DPHDMLDKMRLLEEEDPQLHVVWNEQLGEIHLRLMGKIQLEILRTLIAERFGIDADFDHG  389

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S+ Y E     A    H E  P   +A + L + PL  GSG+ + S  S   L Q+
+Q  



Sbjct  390  SIAYKETISAPAVGIGHYE--
PLRHYAEVHLLLEPLEQGSGLVFASDCSEDVLGQNWQRL  447

Query  477  VRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V   ++     G+   + +TD K+    G  +   +   DFR      L   L+ + 
+ L
Sbjct  448  
VISLLKATTLTGVLTNSPLTDMKMTLVAGRAHIKHTEGGDFRQATYRALRMGLRSTQSVL  507

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP+ SF L  P +   RA  D  + C      ++  +  V TG +P      Y 
TD+A 
Sbjct  508  
LEPFYSFRLEVPSDCAGRAMTDIQRMCGEFSAPEIMGENAVITGTVPVSEAADYHTDVAG  567

Query  596  YTNGRSVCLTELKGY  610
            YT G+   + ELKGY
Sbjct  568  YTKGKGRFICELKGY  582

>WP_008679825.1 MULTISPECIES: GTP-binding protein [Clostridium]
 EEH97254.1 small GTP-binding protein domain protein [Clostridium 
sp. 7_2_43FAA]
Length=650

 Score = 249 bits (635),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 165/613 (27%), Positives = 292/613 (48%), Gaps = 
22/613 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E +LY + +I   G V+   +  DT  +E++RGIT+ +   
+FQ 
Sbjct  5    
IGILAHVDAGKTTFSEQILYHTKSIRNRGRVDHKNSFLDTHDIEKERGITVFSEQATFQI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R+L++LD AIL+IS  +G+Q  T  +++ LRK 
NIPT I
Sbjct  65   
GSSTYYLIDTPGHIDFSTEMERALSILDYAILLISGVEGIQGHTETIWNLLRKYNIPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK+D+ G DL+  ++ + + L+ DI  I     +S E++          + + E 
N+ 
Sbjct  125  FINKMDRTGADLERTLEEINENLTKDICHIDSIHGMSEELI----------
EFISERNED  174

Query  185  



LLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            LLE+Y  G        + E ++ +++  +FP   GSA +  GI   ++    L     
++
Sbjct  175  LLERYFNG-
TYEETIWITELKKLIKENKVFPCLSGSALQDEGIDNFLNIFNELTYTNYDE  233

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEMRIPSKGE  301
                  G V K+ Y + G R  +++  SG+L++RD V     ++    K++ +R  
+  +
Sbjct  234  -
DDEFSGRVHKIRYDNNGTRITFIKAISGSLKVRDEVTYETLDEEIAEKVSSIRFYNGSK  292

Query  302  
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                +    G+I  +   +  +    G+     R+  + + +P L + +    +   
+ +
Sbjct  293  FTTVEKISAGDIFAVTGITKAMP---
GEGIGKNRENIKFNMIPTLMSKVIFDKSYNVKEV  349

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   DP L    +    EI +S +G++QLEV+  +   ++ L+       
++Y 
Sbjct  350  
LGYFRILESEDPALNIIWNETHQEIQVSIMGKIQLEVLKEVALNRFNLKIEFGPCEIMYK  409

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E          H E  P   +A + L + P   G G+ +E++     L    QN +
+  I
Sbjct  410  ETIDSKTYGYGHFE--
PLKHYAEVHLKMEPNKRGEGITFENKCHADDLTTGNQNLIKTHI  467

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
                  GL  G  +TD KI    G  ++  +   DFR      + Q L+++   
LLEP+ 
Sbjct  468  
FERNHHGLLTGSPITDMKITLLTGRAHNKHTEGGDFREATFRSIRQGLEKANNILLEPFY  527

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
             F +    +Y+ +   D  +   + +  + K ++V  TG  P      Y +++  
+T G+
Sbjct  528  
KFKIDVELDYMGKVISDIQRLNGSFDPPETKINKVSITGRGPVATFMDYSSEILTFTKGK  587

Query  601  SVCLTELKGYQAA  613
                    GY   
Sbjct  588  GSVSLIFDGYDVC  600

>WP_036145897.1 GTP-binding protein [Lysinibacillus fusiformis]



 KGA83884.1 elongation factor G [Lysinibacillus fusiformis]
Length=646

 Score = 248 bits (634),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 183/614 (30%), Positives = 292/614 (48%), Gaps = 
32/614 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+      D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDAYLDNHELERKRGITIFAEQGRMTI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR  +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRNYHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN---
TDIEAWDAVIENN  182
            FINKID+ G D+++V+  +    S  ++        P   L+EN   + I  W A  
E +
Sbjct  125  FINKIDRDGADVRAVMTQLHKDFSEHVLFVD----EP---
LQENYVSSTIMEWLA--ERD  175

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA---
VTGL-F  238
            +KLL+ ++  E +     +++ Q  +++ S FP + GSA K  GIQ L+     
+TG  F
Sbjct  176  EKLLDAFL-
NETLEHGLCMKQLQSMIKNESAFPCFTGSALKDEGIQELIAQLPLITGTHF  234

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P      A   G VFK+ + D  QR  +++  +G L +RD     G    K+TE
+R+ +
Sbjct  235  AP-----EAPFQGEVFKIRH-DGHQRLTFIKALTGKLHVRDEFTF-
GDLTEKVTEIRLYN  287

Query  299  KGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                        GEI  +   S   + D +G  T L +     + +P L+  +  K    
Sbjct  288  GSRFETVQHVEAGEIFAVKGLSQANIGDHIGSNT-LSQPY---
ELVPTLQAKVQYKGEQH  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   +P LR        EI +  +G +QLEV+  +L +++ L     
EP 
Sbjct  344  
IKEVLKIFRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLIEVLLKRFTLNITFGEPQ  403



Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++YME      +   H E  P   +A I L + P   G+G+ + +      L+   
Q  V
Sbjct  404  ILYMETIATTVTGYGHFE--
PLKHYAEIHLLMEPNERGTGITFSNACHADDLSVGNQRLV  461

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      GL  G+ VTD       G  ++  ++  DFR      L Q L+++   
LL
Sbjct  462  
EKHLFERDHHGLLTGYAVTDIHFTLLTGRGHNEHTSGGDFREATFRALRQGLEQAQNVLL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F + A  +++ R   D  +   T +   + + +VV  G  P     +Y T  
A Y
Sbjct  522  
EPYYRFKMKASNDFIGRMMTDIQQAAGTFDDPVLTETDVVLAGRAPVATFMSYSTIFAAY  581

Query  597  TNGRSVCLTELKGY  610
            TNG+     +  GY
Sbjct  582  TNGKGALSLQFDGY  595

>WP_104706391.1 elongation factor G, partial [Helicobacter 
bizzozeronii]
Length=686

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 187/693 (27%), Positives = 317/693 (46%), Gaps = 
81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  3    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  63   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  122

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  SV   ++++L A                   D++  + +  
+ 



Sbjct  123  
PRIVFVNKMDRIGANFYSVENQIKERLKANPVPINIPIGAEDTFQGVIDLVAMKAIIWTN  182

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +   D++A          +AV E ++ L+EKY+ GE +S E++ R  
+  
Sbjct  183  
EAMGAKYEVQDIPGDLQAKAQEYRDKLLEAVAEQDEALMEKYLGGEALSVEEIKRGIKAG  242

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  243  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPRNEEEIKVQSSDEGD  302

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  303  
FAGLAFKIMTDPFVGQLTFVRAYRGKLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  360

Query  305  TDTAYPGEIVILPSDSVRLNDVL-GD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L GD       P  L R  +   P P++   + 
PKT A
Sbjct  361  -KEVYAGEICAF----VGLKDTLTGDTLCNEKSPVVLERMEF---
PEPVIHIAVEPKTKA  412

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P
Sbjct  413  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  472

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  473  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  532

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  533  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANP  592

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 



TDL
Sbjct  593  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  652

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  653  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  685

>WP_098445971.1 elongation factor G [Bacillus sp. es.036]
 PFG02670.1 translation elongation factor 2 (EF-2/EF-G) [Bacillus 
sp. es.036]
Length=692

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 187/667 (28%), Positives = 305/667 (46%), Gaps = 
63/667 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ SG I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYSGRIHKIGETHEGGSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKDHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATNYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-------  158
            +FINK+D+ G D      ++ ++L A                   D+I  +         
Sbjct  132  
VFINKMDKLGADFLYSTGTLTERLQANAHPVQLPIGAEDEFEGIIDLITMEAFYYLDDLG  191

Query  159  --SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
              + S EI  E     E +     +AV E ++ L+ KY+ GE ++ E++    ++   
+ 
Sbjct  192  
SRTESREIPAEYKEQAEEYRTKLIEAVAELDEDLMMKYLEGEELTVEEIKAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV              G  +   E+       +      
Sbjct  252  
EFYPVLCGSAFKNKGVQLVLDAVLDFLPSPLDVPAIKGHLKDSEEEVIRTADDNGPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308



             FKV       +  + R+YSGTL     V  + ++K     +I +M   S+ EI    
T 
Sbjct  312  
AFKVMTDPYVGKLTFFRVYSGTLSSGSYVKNSTKDKRERVGRILQMHANSREEI---STV  368

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D          + P P++   I PKT + ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTSTGDTLCDEKDTVILESMDFPDPVISVAIEPKTKSDQDKMSVALAK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  + E +  T + I+S +G + L+++   L  ++K+E  V  P V Y E   
KA
Sbjct  429  
LAEEDPTFKTETNEETGQTIISGMGELHLDIIVDRLRREFKVEATVGAPQVAYRESIRKA  488

Query  428  ASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                     +      +  + +   P   G+G ++E+++  G + + +  AV  G
+R  +
Sbjct  489  
GKVEGKFVRQSGGRGQFGHVWVEFEPNEEGAGFEFENKIVGGVVPREYIPAVEAGLRDSM  548

Query  486  EQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              GL  G+ + D K     G Y+   S    F+  A + L++A       LLEP +   
+
Sbjct  549  
ANGLLAGYPLIDVKARLVDGSYHDVDSNEMAFKIAASMALKKAKTVCDPALLEPMMKVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       +E    + +  V    +P   +  Y T L   T GR    
Sbjct  609  
VVPEEYMGDIMGDVTSRRGRVEGMTARGNAQVINAFVPLSEMFGYATTLRSRTQGRGTYT  668

Query  605  TELKGYQ  611
                 Y+
Sbjct  669  MTFDHYE  675

>WP_096364375.1 GTP-binding protein [Lysinibacillus fusiformis]
 PCD84716.1 elongation factor G [Lysinibacillus fusiformis]
Length=646

 Score = 248 bits (634),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 182/614 (30%), Positives = 293/614 (48%), Gaps = 
32/614 (5%)

Query  6    



IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+      D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDAYLDNHELERKRGITIFAEQGRMNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR  +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRNYHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN---
TDIEAWDAVIENN  182
            FINKID+ G D+++V+  +    S  ++        P   L+EN   + I  W A  
E +
Sbjct  125  FINKIDRDGADVRAVMTQLHKDFSEHVLFVD----EP---
LQENYVSSTIMEWLA--ERD  175

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA---
VTGL-F  238
            +KLL+ ++  E +     ++  Q  +++ S FP + GSA K  GIQ L+     
+TG  F
Sbjct  176  EKLLDAFL-
NEALEHGLCMKHLQSMIKNESAFPCFTGSALKDEGIQELIAQLPLITGTHF  234

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +P      A   G VFK+ + D  QR  +++  +G L +RD     G    K+TE
+R+ +
Sbjct  235  EP-----EAPFQGDVFKIRH-DGHQRLTFIKALTGKLHVRDEFTF-
GDLTEKVTEIRLYN  287

Query  299  KGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                        GEI  +   S   + D +G  T L +     + +P L+  +  +    
Sbjct  288  GSRFETVQHVEAGEIFAVKGLSQAHIGDRIGSNT-LSQPY---
ELVPTLQAKVQYEGEQH  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   +P LR        EI +  +G +QLEV+  +L +++ L     
EP 
Sbjct  344  
IKEVLKIFRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLIEVLLKRFTLNISFGEPQ  403

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y+E      +   H E  P   +A I L + P   G+G+ + +      L+   
Q  V
Sbjct  404  ILYLETIATTVTGYGHFE--
PLKHYAEIHLLMQPNERGTGITFSNACHADDLSVGNQRLV  461

Query  478  RDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      GL  G+ VTD       G  ++  ++  DFR      L Q L+++   
LL
Sbjct  462  
EKHLFERDHHGLLTGYAVTDIHFTLLTGRGHNEHTSGGDFREATFRALRQGLEQAQNVLL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F + A  +++ R   D  +   T +   + + +VV TG  P     +Y T  
A Y
Sbjct  522  
EPYYRFKMKASNDFIGRMMTDIQQAAGTFDDPVLTETDVVLTGRAPVATFMSYSTIFAAY  581

Query  597  TNGRSVCLTELKGY  610
            TNG+     +  GY
Sbjct  582  TNGKGALTLQFDGY  595

>PIP28423.1 elongation factor G [Candidatus Moranbacteria bacterium 
CG23_combo_of_CG06-09_8_20_14_all_35_22]
Length=696

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 187/675 (28%), Positives = 312/675 (46%), Gaps = 
76/675 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERVLFYTGITHKIGEVHEGAAVMDWMEQEKERGITITSATTTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG I+V   K+GV+ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINIIDTPGHVDFTVEVERSLRVLDGGIVVFDGKEGVEPQSETVWRQAEKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLS---P  162
             FINKID+ G D    ++++ D+L+                    D+I  +  + S    
Sbjct  132  
CFINKIDKEGADFYYALRTIWDRLTPNAVAVQLPIGERGDFSGVVDLIKMKAYTFSGEMG  191

Query  163  EIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            EIV E     E  D            + E NDKL EK++ GE IS+++L +  ++ 
V   
Sbjct  192  
EIVDEGEIPAEMLDKAKEWREKMVEKISETNDKLTEKFLNGEEISQDELKQALRQAVIRV  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG-------------------
EQGSAALCG  251
             L PV+ G+A +  G+Q ++DAV   L  PI                       SA    
Sbjct  252  
VLVPVFTGTALRNKGVQLILDAVIDYLPSPIDVPAIKATEIEDETKEVAVRYDDSAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSG L+    +   +   +E++ +I  M    + E+    
T
Sbjct  312  
LAFKVATDPFVGQLTFFRVYSGMLKAGSYILNSSKGEKERVGRILRMHANHREEVDEIHT  371

Query  308  
AYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
               G +V + + +    D L DP           P P++   + PKT A +E++  
AL +
Sbjct  372  GGIGALVGMKNTTT--
GDTLCDPENPILLEKITFPEPVISIAVEPKTKADQEKMGMALRK  429

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            LA+ DP  +   D  T + I+S +G + L+++   +  ++K+E  +  P V Y E  
+KA
Sbjct  430  LAEEDPTFKVRTDEETSQTIISGMGELHLDIIVDRMKREFKVEANIGAPQVAYRE-
TIKA  488

Query  428  ASHTIHIEVPPNPFWASIG---
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             +      +  +      G   + V P   G G ++   +  G + Q +   ++ 
GI+  
Sbjct  489  
GAQAEGKYIRQSGGRGQYGHCWVKVEPQEAGKGFEFVDEIKGGVIPQEYITPIQKGIKDA  548

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L G+ + D K     G ++   S+ A FR    +  ++A + +   ++EP 
+  +
Sbjct  549  
MDSGVLAGYPMVDIKATVYDGSFHEVDSSEAAFRIAGSMAFKEACRRATPIIMEPIMKTV  608

Query  544  LYAPQEYLSRAYHDAPKYCATIE--------
TAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            +  P+ ++     D       I+         A+VK+       E+P   +  Y T 
L  
Sbjct  609  VTTPENFMGDVVGDLNSKRGIIKEMNDRGEGNARVKE----
IDAEVPLASMFGYATQLRS  664

Query  596  YTNGRSVCLTELKGY  610
             T GR+  + E   Y
Sbjct  665  MTQGRANYVMEFSHY  679

>WP_038352020.1 elongation factor G [Eubacterium limosum]



 ARD65076.1 elongation factor G [Eubacterium limosum]
Length=691

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 192/685 (28%), Positives = 320/685 (47%), Gaps = 
74/685 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY SG I + G    G  + D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYSGKIHKIGETHDGGAQMDWMEQEQERGITITSAATTCH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    + +
+P +
Sbjct  72   
WKGNRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSETVWRQADQYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE---  167
             +INK+D  G D    V  +RD+L A+              I I   +++  EI  
+   
Sbjct  132  
AYINKMDITGADFYHAVDMIRDRLGANPVCIQLPIGKESDFIGIIDLLTMKAEIYKDDLG  191

Query  168  ---ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
               E TDI             +  +A+ E ++ L+EKY+ GE I+ E++    ++   
+ 
Sbjct  192  
EEIEITDIPDDMKEEAESYRDKMLEALSEVDENLMEKYLEGEEITIEEIKAAIRKGTCNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAAL  249
             L  V  GS+ K  G+Q ++DAV                          +P  E+  
+AL
Sbjct  252  
ELIAVTCGSSYKNKGVQMMLDAVVDYMPSPLDVPAIKGTNPETDEEDERKPSDEEPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLR----LRDTVALAGREKL-
KITEMRIPSKGEIVR  304
                FK+       +  ++R+YSGT      +R+T     RE+  +I +M    + 
EI +
Sbjct  312  A---FKIMTDPYVGKLAFMRVYSGTAEAGSYVRNTTK-
GKRERFGRILQMHANHREEISK  367

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+IV  +        D L DP           P P++   I PKT A +E
++  



Sbjct  368  V---
YTGDIVAAVGLKDTTTGDTLSDPDHPIILESMVFPEPVIDVAIEPKTKAGQEKMSV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R   D  T + I+S +G + L+++   +  ++K+E  + +P V 
Y E+
Sbjct  425  
ALQKLAEEDPTFRTHTDEETGQTIISGMGELHLDIIIDRMLREFKVEANIGQPQVAYREK  484

Query  424  PLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K   A      +      +    +++TPL  G G  +E++   G + + +   +  
GI
Sbjct  485  
ITKTVDAEGKFARQSGGRGQYGHCLITLTPLEPGEGYIFENKTVGGSIPKEYIGPIDQGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D K     G Y+   S+   F+    +  +  ++++   +
+EP  
Sbjct  545  
QEAMQNGVLAGYPVIDFKATVYDGSYHEVDSSEMAFKVAGSMAFKNGMRKADPVIMEPMF  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       +E  + +    V  G +P   +  Y T L   
T GR
Sbjct  605  
KLEVVIPEEYMGDVMGDINSRRGRVEGMEARNGAQVINGMVPLAEMFGYATSLRSKTQGR  664

Query  601  SVCLTELKGYQ---AAVGQPVIQPR  622
             V   +   Y+    +V + +I+ R
Sbjct  665  GVYTMQFSHYEPVPKSVSEKIIEGR  689

>PKL04290.1 elongation factor G [Synergistetes bacterium HGW-
Synergistetes-1]
Length=688

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 186/671 (28%), Positives = 314/671 (47%), Gaps = 
84/671 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ +G   + G   +G    D M  ER+RGITI 
+A T
Sbjct  8    
KVRNIGIAAHIDAGKTTTTERILFYTGRKHKLGETHEGAATMDWMDQERERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121



            +  W  C +NI+DTPGH+DF  EV RS+ VLDGA+ V  A  GV+ Q+  ++    
K ++
Sbjct  68   
TCFWGDCLINIIDTPGHVDFTVEVERSMRVLDGAVSVFCAVGGVEPQSETVWRQADKYHV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + F+NK+D+ G D  SVV  +R +L A                   D++ ++ +    
Sbjct  128  
PRIAFVNKMDRVGADFFSVVDQMRKRLGARAVPIQIPIGVEDGFAGMVDLVARKAIIYDD  187

Query  159  ---------SLSPEIVLEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQ  205
                      + P+  LEE  +I A   +IEN    +D+++  Y+ G+ +  + + 
R  +
Sbjct  188  MLGTEFHLAEVPPQ--LEEEVEI-
ARSEMIENLSDYDDEMMRLYLEGQEVPEDMIRRTIR  244

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-----------------------
LFQPIG  242
            +     ++ PV  GSA K  G+QPL+DAV                         L  
P  
Sbjct  245  
KAAIGLNIVPVMCGSAFKNKGVQPLLDAVVAYLPSPLDMPPLIAHDPDDLEKEILIHPSA  304

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPS  298
            +   +AL    FK+       R  + R+YSG++    ++       RE++ +I  M    
Sbjct  305  DAPFSALA---
FKIMVDPFVGRLAFCRIYSGSIENGMSIYNTNTRRRERVGRILRMHANK  361

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKT  354
            + E+   + A  G IV +P    VR  D L    DP  L    +   P P++  ++ 
P +
Sbjct  362  REEL---ENAQAGLIVAIPGLKQVRTGDTLCDEKDPVLLENLIF---
PEPVISLSVEPMS  415

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A + +L   L  L++ DP     V+  T + ++S +G + LE++   L  ++ +E  
V 
Sbjct  416  
KADQIKLAKGLDALSEEDPTFHVAVNEETGQTLISGMGELHLEIIVDRLRREFNVEVKVG  475

Query  415  EPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E   +P +A    +  +      +  + L V PL+ G G ++E R+  G 
+ +
Sbjct  476  RPQVAYREAIKKPARAQGKFVR-
QSGGKGQYGDVVLEVEPLAGGRGFEWEDRIIGGSVPK  534

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530



             +  A + G+   L  G+  G+ V   K+    G Y+   S+   FR    + ++
+A+K+
Sbjct  535  
EYIPAAQKGVEEALNNGILGGYPVIGIKVAIVDGSYHEVDSSEMAFRIAGSMAIKEAIKK  594

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   L+EP +   +  P+EY+     +       I     + +  +    +P   +  
Y 
Sbjct  595  
ADPVLMEPIMDVEVVVPEEYMGDVMGNISSRRGKISEMGSRANARIVKAFVPLAEMFGYA  654

Query  591  TDLAFYTNGRS  601
            TDL   T+GR+
Sbjct  655  TDLRSKTSGRA  665

>KPA11652.1 elongation factor P [Candidatus Magnetomorum sp. HK-1]
Length=679

 Score = 249 bits (636),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 306/667 (46%), Gaps = 
65/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G   + G V  G    D M  E++RGITI 
+AVT+ Q
Sbjct  12   
NIGIIAHIDAGKTTVTERILFYTGRSHKIGEVHDGEAVMDWMADEQERGITITSAVTTCQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++ ++DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    K  
IP +
Sbjct  72   
WKNKELQLIDTPGHVDFTIEVERSLRVLDGAIGVFCAVGGVEPQSETVWRQADKYCIPKI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             FINK+D+ G +  +VV  ++ +L A                   D+I  + ++   
+ +
Sbjct  132  
AFINKMDRIGANFLNVVDMMKTRLGATPLIIQIPVGAEDQFTGVIDLIHMKQIAWDNDAL  191

Query  166  LEENTDIEAWDAVIEN---------------
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
                +D +  + ++E                +D ++E Y+A EPIS   L+   +     
Sbjct  192  
GSTFSDSDIQEDMLETANIHRDQMIESLADYDDTIMEAYLAEEPISENDLLAAIRNATIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQG-------
SAALCG  251



                PV  GSA K  GIQPL+DA+               F P   +        SA 
L  
Sbjct  252  
LKCVPVMCGSALKNKGIQPLLDAIVNYLPSPYDVPALHGFSPENNEKIMCPPDESAPLSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
             +FKV   + G++  Y+R+YSG +     V       +EKL +I EM    +    
R   
Sbjct  312  LIFKVSLME-GRKLSYVRIYSGKMETAQDVFNPIQNKKEKLSRILEMHANKRK---
RIQE  367

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A PG+IV ++        + L +P +       +   P++   I PK+ A  ERL 
D L 
Sbjct  368  
AGPGKIVGVVGLKFSSTGETLNNPGKAILLENIDSYEPVISAAIEPKSHADEERLKDVLG  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L++ DP  +   D  T + I+S +G + LE++ + +  ++  +  V +P V+Y E    
Sbjct  428  
KLSEEDPTFKTYEDEETGQTIISGMGELHLEIIVSRMIREFNTQVRVGKPQVMYRESIED  487

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
               A      E+     +A   L + PL  G+G Q+ S +    L ++F  A+  G
+   
Sbjct  488  
TVEAFAVFDKEIGGQNHYAETRLKLYPLKRGTGNQFSSLLPEETLPETFLAAIEQGVMES  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            LE G + G+ V D  +     +     ST   F+  A +  +  L++  + LLEP 
+   
Sbjct  548  
LESGVVLGYPVLDVHVNLINAVIKESHSTELAFKVSASMACKDGLQKGSSFLLEPIMKVE  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P+ ++  A  D       I   + +K+  V    +P   +  Y T L   T 
GR   
Sbjct  608  
VIVPEAFMGDAIGDINGRNGKIIDIESRKNVQVVKTIVPLSQMFGYSTSLRSATQGRGTF  667

Query  604  LTELKGY  610
                  Y
Sbjct  668  SMHFSHY  674

>PIW90299.1 elongation factor G [Nitrospirae bacterium 
CG_4_8_14_3_um_filter_44_28]
Length=691



 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 197/677 (29%), Positives = 308/677 (45%), Gaps = 
77/677 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  8    
KTHNIGIMAHIDAGKTTTTERILYYTGITYKIGEVHEGTAVMDWMVQEQERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV R+L VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  68   
TCFWKGHKINIIDTPGHVDFTIEVERALRVLDGAVAVFDSVAGVEPQSETVWRQADKYKV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+AG D    VQS+ D+L A                   D++  + V    
Sbjct  128  
PRIAFMNKMDRAGADFFMGVQSMVDRLGANPVPVQIPIGAEESFRGPIDLVEMKAVCFDD  187

Query  163  EIVLEENTD------------------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREE  204
            E +  +  +                  +EA   V EN   ++EK++ G  IS E++    
Sbjct  188  ETIGAKYVEGAIPDDMMSAARQYREKMLEALSDVDEN---
IMEKFLGGREISAEEIRAAL  244

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-----
GEQGSAALCGSV  253
            ++      L PV  GSA K  G+Q L+DA+           PI     G     A    
V
Sbjct  245  
RKGTIQLKLTPVVCGSAFKNKGVQQLLDAIVDYLPSPLDVPPILGTKPGNGSEIARKADV  304

Query  254  --------FKVEYTDCGQRRVYLRLYSGTL--------
RLRDTVALAGREKLKITEMRIP  297
                    FKV       +  ++R+YSG L          +DT    GR  LK+   
+  
Sbjct  305  NEPFSALAFKVMTDPYVGQLTFIRVYSGMLSAGSYIYNSTKDTKERVGR-
LLKMHANKRE  363

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
               EI   D A      ++   S    D L D          E P P++   I 
PKT A 
Sbjct  364  EIKEISAGDIA-----
AVVGLKSTLTGDTLCDEKSQVVLEAMEFPDPVISVAIEPKTKAD  418

Query  358  



RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L +AL +LA  DP  R   +  T + I+S +G + LE++   L  ++K+   V 
+P 
Sbjct  419  
QEKLYEALGKLAQEDPSFRIAFNEETGQTIISGMGELHLEIIVDRLLREFKVGANVGKPQ  478

Query  418  VIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E  R    A      +      +  + L + P+S G G ++ +++  G + + 
+  
Sbjct  479  VAYRETIRTASKAEGKFIKQSGGRGQYGHVYLKLEPVS-
GKGFEFVNKIVGGSIPREYIP  537

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G++  ++ G L G+ V D K+    G Y+   S+   F+    I  ++A K+
+   
Sbjct  538  
AVEKGVKEAMDSGVLAGYPVVDVKVTLYDGSYHEVDSSEMAFKIAGSIGFKEAAKKAMPV  597

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +S  +  P+ Y+     D       I+  + + +  V   ++P   +  Y 
TDL 
Sbjct  598  
LLEPMMSIEVVTPENYMGDVIGDLNSRRGKIQQMEKRGNAQVIKAQVPLSGMFGYATDLR  657

Query  595  FYTNGRSVCLTELKGYQ  611
              T GR+    +   Y+
Sbjct  658  SKTQGRATYTMQFSHYE  674

>WP_007378013.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 KDC49757.1 elongation factor G [Pseudoalteromonas fuliginea]
 KDC54962.1 elongation factor G [Pseudoalteromonas sp. S3431]
 KJZ24372.1 elongation factor G [Pseudoalteromonas sp. S2292]
 ALQ09846.1 elongation factor G [Pseudoalteromonas sp. Bsw20308]
 ATG79180.1 elongation factor G [Pseudoalteromonas sp. 
1_2015MBL_MicDiv]
Length=694

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 189/670 (28%), Positives = 310/670 (46%), Gaps = 
66/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68



Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-
DIIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   V + VR  L A  +I+   + +  E V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVTEQVRKVLGAVPLIMTLPIGIEDEFVGVVDVLTKKAYVWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D+LLE Y+ GE  S E + R  ++  
++
Sbjct  189  
PENYEITDVPADMVEKTDEYYEMLVETALEQDDELLEAYMEGEAPSVEDIKRCIRKGTRE  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS-----  252
             + FP Y GSA K  G+Q ++DAV            QP+      E G  A+  +     
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLMDEEGNENGEFAIVSADEPFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSG L   DT+  +  G+ +   ++ EM+   + E+    
Sbjct  309  ALAFKIMDDRFGA-
LTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT---  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
            +A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+
Sbjct  365  
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVAI  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E   
Sbjct  425  
GKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    S+T   +   +  +  I   + P  + SG  ++S V  G + + F  AV  
G + 
Sbjct  485  
REIEDSYTHKKQSGGSGQFGKIDYRIKPGEVASGFTFKSSVVGGNVPKEFWPAVEKGFKS  544



Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+  
Sbjct  545  
MMGEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P++++     D  +    ++  +     +    ++P   +  Y   L   T
+GR  
Sbjct  605  
DVFTPEDHVGDVIGDLNRRRGMMKDQEAGLTGIRIKADVPLSEMFGYIGTLRTMTSGRGQ  664

Query  603  CLTELKGYQA  612
               E   Y A
Sbjct  665  FSMEFSHYAA  674

>WP_045213697.1 elongation factor G [Desulfonatronovibrio magnus]
Length=689

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 321/671 (48%), Gaps = 
72/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G    G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGISHKLGETHDGQATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG + V  A  GV+ Q+  ++    + +
+P +
Sbjct  72   
WKDHRINIIDTPGHVDFTVEVERSLRVLDGCVAVFCAVGGVEPQSETVWRQADRYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----SL  160
             F+NK+D+ G D   VV  ++D+L A                   D+++ + +     
SL
Sbjct  132  
AFVNKMDRTGADFFRVVDMIKDRLKAKPVPLQIPIGAEENFRGVVDLVLGKAMIFNEQSL  191

Query  161  SPEIVL----EENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E  L    E+  D  E W     +++ E ++ LLEKY++GE ++ E+L    ++    
Sbjct  192  
GKEFELTDIPEDMADEFEQWRQHLVESIAEEDEALLEKYLSGEELNPEELEEGIRKATIS  251



Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAA  248
             ++ PV  GSA K  G+QPL+D+   L                       +P+ ++  
+A
Sbjct  252  
LTICPVLCGSAFKNKGVQPLLDSTVSLLPSPVDVPAIIGKEPDTDREITCKPVDDEPLSA  311

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            L    FK+          +LR+YSG +    TV   A   +E++ ++ +M    + 
EI  
Sbjct  312  LA---
FKLASDPFVGHLTFLRIYSGHIESGMTVINAASGKKERIGRLLKMHANKREEI--  366

Query  305  TDTAYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
              +AY G+IV  +        + L  P R       E P P++   I PKT   R+ 
L +
Sbjct  367  -
KSAYAGDIVAAVGLKYTGTGETLCSPERPLLLESMEFPEPVIEIAIEPKTKTDRDSLSN  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA  DP  R + D  T + +++ +G + LE++   L+ ++K++  V +P V 
Y E 
Sbjct  426  
ALQKLAKEDPSFRVKSDEETGQTLIAGMGELHLEIIVDRLTREFKVDANVGKPRVAYRET  485

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +P+K  +  +  +      +  + + V P   G G ++ + +  G + + +  
AV  G
Sbjct  486  ITKPIKHETKYVK-
QSGGRGQYGHVVIEVEPSDPGVGYEFTNSIVGGVIPKEYIPAVDKG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            I+  L+ G+  G+ V D K+   YG Y+   S+   F     + L++A  ++   
LLEP 
Sbjct  545  
IQDALKSGVVAGYPVVDIKVKLVYGSYHDVDSSEQAFYIAGSMALKEACAKASPVLLEPI  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EYL     D       I + + +    +    +P   +  Y TD+   
T G
Sbjct  605  
MFIEVLTPEEYLGDVMGDLNGRRGKIISLEPRMGTQIVRAHVPLSNMFGYATDMRSNTQG  664

Query  600  RSVCLTELKGY  610
            R+    +   Y
Sbjct  665  RATYSMQFDHY  675



>ESQ08206.1 hypothetical protein N839_06715 [uncultured 
Desulfofustis sp. 
PB-SRB1]
Length=691

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 190/665 (29%), Positives = 307/665 (46%), Gaps = 
62/665 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRSHKMGEVHDGNAVMDWMEQEQERGITITSAATTCN  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            WH  ++NI+DTPGH+DF  EV RSL VLDG I V+ A  GV+ QT  ++       
IP +
Sbjct  72   
WHDHQINIIDTPGHVDFTVEVERSLRVLDGVIAVLCAVGGVEPQTETVWRQADHYEIPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G D    V  +  +L A                   D++ ++ +S + 
+ +
Sbjct  132  
VFVNKMDRLGADFDRCVTMLHRRLGANPVPIQIPVGAENEFDGVIDLVEEKLLSFTEQTL  191

Query  166  LEENTDI---EAWDAVI------------
ENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             +E  +    E++ AV             + +++++++Y+  +P+S   + R  +     
Sbjct  192  
GQEMVESAVPESYKAVFTAARMTLLEKLADFDEEVMDRYLNDQPVSAPLIHRVLRSATLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             ++ PV  GSA K  GIQPL+D V               I  +G              
G 
Sbjct  252  
RTVVPVLCGSAFKNKGIQPLLDCVVNYLPSPPDIATVTGIDREGKTLTRQTGVEQRFSGL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDTA  308
            VFK+      +   ++R+YSG L++ D +       +EK+ KI  M    + EI   
D+ 
Sbjct  312  
VFKLMSDAFVENLAFIRVYSGILKIGDKIFNPVKRKKEKVSKILRMHANKREEI---DSL  368

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G+I  L         D L +          + P P++   I PK+ A+  RL +



+L +
Sbjct  369  
AAGDIGALAGLKFTTTGDTLCENGDFIVLESMDFPEPVIGVAIEPKSKAEEGRLTESLNK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            ++  DP     VD  T + I+S +G + LE+++  L   +K+   V  P V Y E    
A
Sbjct  429  
ISLEDPTFTVRVDEQTGQTIISGMGELHLEIITHRLLNDFKVSAHVGTPQVAYKETITAA  488

Query  428  ASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLE  486
            A+     E       +  + L + PL  G+G  + + V+   + + F  A+  G+R  
L+
Sbjct  489  
AAGEGRFEQHTGSRQYGHVMLRMMPLERGAGFTFINEVAPETIPREFLAAIEKGVRDTLD  548

Query  487  QG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILY  545
             G L G+ +TD ++    G Y    ST   F   A   + QA K     LLEP +   
+ 
Sbjct  549  
SGPLVGYPLTDLEVRLVGGSYDEEDSTDMAFGVAATTAVRQAAKAGVPMLLEPIMKVEVV  608

Query  546  
APQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLT  605
             P+EY+     D     A +   +V+K+  +   ++P   +  Y T L   T GR+    
Sbjct  609  
TPEEYVGEVIADINMKRARVSGIEVEKNRQIIGAQVPLAEMFGYSTALRSATQGRANFTM  668

Query  606  ELKGY  610
            E   Y
Sbjct  669  EFLRY  673

>KJR41087.1 translation elongation factor 2 (EF-2/EF-G) [Candidatus 
Magnetoovum 
chiemensis]
Length=697

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 185/675 (27%), Positives = 315/675 (47%), Gaps = 
78/675 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  GT   D M  E++RGITI +A 
T+  
Sbjct  16   
NIGIMAHIDAGKTTTTERILYYTGVTYKIGEVHNGTAVMDWMPQEQERGITITSAATTCY  75

Query  65   



WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++V  A  GV+ Q+  ++    K  
+P +
Sbjct  76   
WKGTRINIIDTPGHVDFTIEVERSLRVLDGAVMVFDAVSGVEPQSETVWRQAEKYGVPRI  135

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
             F+NK+D+ G D    + S+ DKL A                   D++  +  S   
E +
Sbjct  136  
AFMNKMDRVGADYYMSLASMIDKLGAKPVAVQIPLGSEDKFKGQIDLVKMKAYSFDDEAL  195

Query  166  LEENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              + T++E                 +AV E++D L+EKY+  E +S +++ +  ++   
+
Sbjct  196  
GSKFTEMEIPEGLKELADEYRDKLLEAVSEHDDSLMEKYLNSEEMSEDEIKQALRKAAVN  255

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---------------------
EQGSAA  248
              L PV+ GSA K  G+Q L+DA+   L  P+                      ++  
+A
Sbjct  256  
MDLTPVFCGSAFKNKGVQMLLDAIVDYLPSPLDVPPVKGVLPDSDTEAERKATFDESFSA  315

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
            L   +    Y   GQ   ++R+YSG L+       AG      T+ +    G ++R  
+ 
Sbjct  316  LAFKIMTDPY--VGQL-TFVRIYSGFLK-------
AGSHIYNSTKSKRERIGRVLRMHSN  365

Query  309  YPGEIVILPSDSVR---------
LNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
               EI  L +  +            D L D  +       E P P++   I PKT   
++
Sbjct  366  
KREEITELKAGDIAAITGLKFTLTGDTLCDEEKPVLLESIEFPEPVISVAIEPKTKDDKD  425

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            RL ++L +LA  DP  +   +  T + ++S +G + L+++   L  ++K+   V 
+P V 
Sbjct  426  
RLSNSLNKLAQEDPSFKVSFNEETGQTLISGMGELHLDIIVDRLLREFKVGANVGKPQVA  485

Query  420  YMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E     A +   +I +      +  + L + PL  G G  +E+++  G + + + 
+ V
Sbjct  486  
YRETIKNGAQAEGKYIRQTGGRGQYGHVKLRIEPLDRGKGFIFENKIIGGTIPREYISPV  545



Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  L  G+  G+ V D K+    G Y+   S+   F+    +  + A  ++G
+ LL
Sbjct  546  
EAGIKEALNSGVVAGYPVVDVKVELYDGSYHDVDSSEMAFKIAGSMGFKNAAAKAGSVLL  605

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP ++     P+EY+     D       I++   + +  +    +P   +  Y 
TDL   
Sbjct  606  
EPIMTVESVTPEEYMGDVIGDLNSRRGRIQSMTKRGNVQIIKCSVPLSEMFGYATDLRSI  665

Query  597  TNGRSVCLTELKGYQ  611
            + GR+    ++  Y+
Sbjct  666  SQGRASYTMQIAHYE  680

>WP_028520478.1 GTP-binding protein [Ruminococcus flavefaciens]
Length=856

 Score = 253 bits (645),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 191/640 (30%), Positives = 300/640 (47%), Gaps = 
76/640 (12%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGI AHVD+GKTTL E++LY+SGAI   G V+ G +  DT  +ER+RGITI 
+A 
Sbjct  1    
MKNVIIGITAHVDSGKTTLAEAMLYSSGAIRSLGRVDSGNSTLDTNSIERERGITIFSAQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F        ++DTPGH+DF +E  R++ VLD A+LVIS  DGVQ+ T  L+  
LRK +
Sbjct  61   
AEFSAENTHFTLLDTPGHVDFSSETERTMQVLDYAVLVISGTDGVQSHTSTLWKLLRKYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NK+D  G D + + + +R +LS   +    VS                D
+V E
Sbjct  121  IPVFIFVNKMDLIGADKKFLTERLRKELSDRCVDFTGVS----------------
DSVAE  164

Query  181  N----NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP---
LMDA  233
            +     ++L+++Y+    +  E +     +R     +FP ++GSA K  G++    
L+D 
Sbjct  165  DCASCCEELMDQYLENGSLDNETIASCIAQR----



QIFPCFFGSALKMQGVEEFITLLDK  220

Query  234  
VTGLFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----KL  289
             T          S +    V+K+ Y   G R  +L++  GTLR+RD +    ++      
Sbjct  221  YTR-----
SRSYSDSFAAKVYKISYDAKGSRLTHLKVTGGTLRMRDDLRYKDQDGNDISA  275

Query  290  KITEMRIPSKGEIVRT-DTAYPGEIVIL----------------
PSDSVRLNDVLGDPTR  332
            K++ +R  + GE  RT D    GE+  +                 SD   L  V+     
Sbjct  276  KVSSVRFYT-
GEKFRTADLVNAGEVCAVTGLTGTYAGQGLGAEKDSDEATLEPVMTYRVS  334

Query  333  
LPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLG  392
            LP+++   + L  LR                    L D DP L    +    EI +  
+G
Sbjct  335  LPKEKNVHEALKELRI-------------------
LEDQDPQLHILWNEQNREIHIQLMG  375

Query  393  
RVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPL  452
             VQ EV++ L+S+K+  +    + +V Y E          H E  P   +A   + 
+ PL
Sbjct  376  AVQTEVLTKLVSDKFGFDIAFLDGAVTYRETIRTTVEGVGHYE--
PLRHYAETHILMEPL  433

Query  453  SLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVS  511
              GSG+  ++      L++++Q  +   I+     G L G  VTD K     G  +   
+
Sbjct  434  
PRGSGIVIDTVCPEDELDRNWQRLILTHIKEKAHVGVLTGSPVTDIKFTLVKGKAHLKHT  493

Query  512  
TPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVK  571
               DFR      + Q L+ + + LLEPY  + L  P E + RA  D  + CA  +T 
+  
Sbjct  494  
EGGDFRQATYRAVRQGLRLAESVLLEPYYEYELEVPVENVGRAIADLQRMCAEFDTPETV  553

Query  572  KDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +  V  G  P   + +Y+ ++  YT+GR      L+GY+
Sbjct  554  GENSVIRGSAPVSEMNSYQAEMIAYTHGRGRLSLSLEGYK  593

>OIP28623.1 translation elongation factor G [Dehalococcoidia 
bacterium CG2_30_46_19]
Length=691

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 194/675 (29%), Positives = 325/675 (48%), Gaps = 



74/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI N+GI+AH+DAGKTT TE +LY +G   + G V++GT   D M  ER+RGITI 
+A T
Sbjct  9    
KIRNMGIIAHIDAGKTTATERILYYTGRTYKIGEVDEGTATMDWMQQERERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF AEV RSL VLDG I+++ A  GV+AQ+  ++    
K ++
Sbjct  69   
TCYWREYCINIIDTPGHVDFTAEVERSLRVLDGGIVILDALAGVEAQSETVWRQADKYDV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSL--  160
              + F+NK+D+ G D    V+ V ++L A                   D++    +
+   
Sbjct  129  
ARLCFLNKMDRVGADFYHAVRMVEERLQAKPLPIELPLGVENLFRGVIDLVENNAITFPD  188

Query  161  SPEIVLEENTDIEAWDAV------------IENNDKLLEKYIAGE--
PISREKLVREEQR  206
            +P+++    T  E+  AV             E+++++++ Y+ G+  P+S   L++   
R
Sbjct  189  NPDLMPVMETIPESDRAVAAEYRQKLIERLAESDNQIMQMYLEGQDIPVS---
LLKGVIR  245

Query  207  RVQDAS-LFPVYYGSAKKGLGIQPLMDAVTGLF------QPI------
GEQG-------S  246
            ++  A+   PV  GSA +G GI+PL+DAV           PI      GE+G        
Sbjct  246  
KLTIANQAVPVLCGSALRGKGIRPLLDAVVDYLPSPLDIPPISAMGLSGEKGILCRPNDE  305

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRT  305
             AL   VFK        R  Y+R+YSG ++    V  + R EK ++ ++ +         
Sbjct  306  
DALAALVFKTVSDPFMGRLSYIRVYSGEIKAGAQVLNSTRNEKERLGKLYLMHANHREEI  365

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            D A  G IV ++        D + + T          P P++   I PK+ A ++
+L + 
Sbjct  366  
DEADTGAIVAVVGLKKTFTGDTICNVTSPLLLESIHFPEPVISMAIEPKSKADQDKLHNV  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +L D DP  +C  +S T + I+S +G + LEV++   S ++ ++  V +P V Y 
E  
Sbjct  426  



LNKLMDEDPTFQCYQNSETGQTIISGMGELHLEVLTERASREFGIKVNVGKPQVAYKE--  483

Query  425  LKAASHTIHIEVPPNPFWASIG--------
LSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
                + TI +E        S G        L + P   GSG  + +++  G + + 
F +A
Sbjct  484  ----
TITILVESEGKFIRQSGGKGQYGHVWLRLEPGERGSGFAFLNQIRSGVIPREFISA  539

Query  477  
VRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            +  G R  ++ G+ G+ V D K+    G ++   S+   F   A I ++  + ++   
+L
Sbjct  540  
IEAGSRAAVQSGVSGYPVVDIKVTLYDGSFHEVDSSDLAFNIAASIAVKNGIPKAKPIML  599

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P+++L     D     A IE  +  +   +    +P   +  +  
DL   
Sbjct  600  
EPIMKVGIVTPEQFLGEILGDLNSRRAHIENIEAHETFSIIRCFVPLSELFGFAGDLRSL  659

Query  597  TNGRSVCLTELKGYQ  611
            + GR+ C  E   YQ
Sbjct  660  SQGRANCTMEFCRYQ  674

>WP_016390898.1 MULTISPECIES: elongation factor G [Cycloclasticus]
 EPD12485.1 elongation factor G [Cycloclasticus sp. PY97M]
 ATI02396.1 elongation factor G [Cycloclasticus sp. PY97N]
Length=694

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 192/676 (28%), Positives = 307/676 (45%), Gaps = 
76/676 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    G + TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGETHDGESTTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S +W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
SCEWNGHRMNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------------  154



              VIF+NK+D+ G D   VV  V + L A+ ++                           
Sbjct  126  
ARVIFVNKLDRMGADFYRVVDQVENVLDANPLVMVLPIGIEDDFTGVVDLLTRKAYVWDD  185

Query  155  -----KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREE  204
                   TVS  P  + ++   +E +     +  +E +D L+E Y+ GE  S + + 
R  
Sbjct  186  SGQPENYTVSEPPADMADK---
VEEYREKLIEMAVEQDDDLMEAYLEGEEPSLDDIKRCI  242

Query  205  QRRVQDASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQPIG  242
            ++       FP Y GSA K  GIQ ++DAV                      TG F  
+ 
Sbjct  243  
RKGTIALDFFPTYCGSAFKNKGIQLVLDAVVDFLPNPTEVKPQPETDEEGNETGKFAIVD  302

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPS  298
            E+G   L    FK+   D      ++R+YSG +   DTV     G+ E++ ++ EM    
Sbjct  303  EKG--PLRALAFKI-
MDDRFGALTFIRIYSGVMNKGDTVLNTFTGKTERIGRLVEMHADE  359

Query  299  KGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            + E+   + A  G+IV ++    V+    L DP           P P++   ++PK    
Sbjct  360  RIEL---
EGAVAGDIVAVVGMKDVQTGHTLCDPKNPATLEPMVFPDPVISIAVSPKDKGG  416

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             E++  A+ ++   DP  R E D  + E IL  +G + L++   +L   + ++  V 
+P 
Sbjct  417  
SEKMGIAIGKMIKEDPSFRVETDEDSGETILKGMGELHLDIKIDILKRTHGVDVSVGKPQ  476

Query  418  VIYMERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   K    S+T   +   +  +  I   + P   G G  +ES+V+ G + + 
+  
Sbjct  477  
VAYRETITKRLEDSYTHKKQSGGSGQFGKIDYVLEPAETGEGFSFESKVTGGNVPREYWP  536

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV  G    + +G L G+   D K+    G +++  S+   F   A     Q++ +
+G Q
Sbjct  537  
AVEKGFEKQMAKGVLAGYPCVDVKVTLMDGGFHAVDSSAVAFELAANGAYRQSMPKAGAQ  596

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            L+EP +   ++ P +++     D  +    I++       V    E+P   +  Y  



DL 
Sbjct  597  
LMEPIMKVDVFTPDDHVGDVIGDLNRRRGMIKSQDAGATGVRIKAEVPLSEMFGYIGDLR  656

Query  595  FYTNGRSVCLTELKGY  610
              T+GR     E   Y
Sbjct  657  TMTSGRGQFSMEFVHY  672

>WP_096647868.1 elongation factor G [Staphylococcus delphini]
 PCF35441.1 elongation factor G [Staphylococcus delphini]
Length=693

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 180/662 (27%), Positives = 306/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKIGANFDYAVSTLHDRLQANAAPIQLPIGAEDEFSAIIDLVTMKCFKYTNDLG  191

Query  166  LEENTDIEAWD--------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E        D              AV E N+ L+EK    + I+ ++L    ++   
D 
Sbjct  192  
TEIEETEIPEDYRERAEEAREALIEAVAETNESLMEKIFEEQEITVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +              +A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADDPDEEVIAKADDNAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307



              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSSAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666

>WP_008195163.1 elongation factor G [Labrenzia alexandrii]
 EEE46511.1 translation elongation factor G [Labrenzia alexandrii 
DFL-11]
 CTQ68393.1 Elongation factor G [Labrenzia alexandrii]
Length=691

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 185/659 (28%), Positives = 303/659 (46%), Gaps = 



66/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K N
+P +
Sbjct  72   
WNEKRLNIIDTPGHVDFTIEVERSLRVLDGAVALLDANAGVEPQTETVWRQADKYNVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEENT  170
            IF+NK+D+ G D     + ++ +L A  ++ Q               + +   I   
EN 
Sbjct  132  
IFVNKMDKLGADFDRCCEMIKSRLGATPLVMQLNIGAESEFAGVVDLLKMKALIWQSENL  191

Query  171  DIEAWDAV---------------------
IENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
               AWD V                     +E +++ +E Y+ GE  S EK+ +  +
+   
Sbjct  192  GA-
AWDEVDIPAELADRAQEMRDALIETAVEVDEEAMEAYLEGEEPSFEKIQQLIRKGTI  250

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-------------GE-----
QGSAALC  250
            +    PV+ GSA K  G+QPL+DAV   L  P+             GE          
L 
Sbjct  251  
NGDFVPVFCGSAFKNKGVQPLLDAVVDYLPSPVEVPAIKGIDPKTEGEVERKSSDEEPLS  310

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTD  306
               FK+          + R+YSG L     L +TV        ++ +M   S+ +I   
D
Sbjct  311  
ILAFKIANDPFVGSLTFCRIYSGVLNKGVSLLNTVKDKKERVGRMMQMHSNSREDI---D  367

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY G+IV +         D L DP +       E P P++   + PKT   +E++  
AL
Sbjct  368  
VAYAGDIVAIAGLKDTTTGDTLCDPLKPVILERMEFPEPVIEIAVEPKTKGDQEKMGLAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R + D  + + I++ +G + L+++   +  ++K+E  +  P V Y 



E   
Sbjct  428  
NRLAAEDPSFRVKTDEESGQTIIAGMGELHLDILVDRMKREFKVEANIGAPQVAYRETIT  487

Query  426  KAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K+A   +T   +   +  +A I +++ P     G  +ES++  G + + +   V  
GI  
Sbjct  488  
KSADVDYTHKKQSGGSGQFARIKITIEPAEPNEGFVFESKIVGGNVPKEYIPGVSKGIES  547

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K     G Y+   S+   F         + + ++G +LLEP 
+  
Sbjct  548  
VMSSGPLAGFPMLDIKATLTDGAYHDVDSSVLAFEIAGRAGFREGIAKAGPKLLEPVMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P++Y+     D       I   + +    V T  +P   +  Y  +L   + 
GR+
Sbjct  608  
EVVTPEDYMGDVIGDLNSRRGQIAGTENRGIVTVITAMVPLANMFGYVNNLRSMSQGRA  666

>OGK77830.1 translation elongation factor G [Candidatus Rokubacteria 
bacterium 
GWA2_70_23]
Length=687

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 183/665 (28%), Positives = 309/665 (46%), Gaps = 
65/665 (10%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI AA T+  
W  C
Sbjct  1    
MAHIDAGKTTTTERVLYYTGRSYKIGEVHEGTATMDWMVQEQERGITITAAATTSFWQDC  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
             +NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K ++P +
+++N
Sbjct  61   
LINIIDTPGHVDFTMEVERSLRVLDGALAILDAVSGVEPQTETVWRQADKYSVPRIVYVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSLSPEIV--------
LEEN  169
            K+D+ G D    +  ++++L    +            K  ++L  ++         
L +N



Sbjct  121  
KMDRVGADFYRCLAMLKERLGVHAVPIQIPIGREDQFKGVINLVEQVAYVWAEDDSLGQN  180

Query  170  -------TDIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
                    D++           + + E +D L+ KY++GE IS E++    +       
+
Sbjct  181  
YSTQEIPADMQELVKEYREKMIEGLAEVDDHLMGKYLSGEKISPEEIKAAIRAGTITMKV  240

Query  214  FPVYYGSAKKGLGIQPLMDAVTGLF-----------------QPIGEQGS--
AALCGSVF  254
            FPV  G++ K  G+Q ++D+V                     QP   +    A      
F
Sbjct  241  
FPVICGASFKNKGVQTMLDSVVDYLPSPLDIPPVNGINPDTQQPDTREADPKAPFSALAF  300

Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTAYP  310
            K+       + V++R+YSGTL     V  + REK     ++  M    + EI   +    
Sbjct  301  KIMNDPFIGQLVFVRVYSGTLASGSGVYNSTREKKERVGRLVRMHANKREEI---
EAVSA  357

Query  311  GEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+I  ++     R  D L DP +       + P P++   I PKT A  ERL  +L 
+LA
Sbjct  358  
GDIAAVVGLKDTRTGDTLCDPGKPIVLESMDFPTPVIAVAIEPKTKADEERLGLSLARLA  417

Query  370  DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--
RPLKA  427
              DP  +  VD  T++ ++  +G + LE++   L  ++K+E  V +P V Y E  R    
Sbjct  418  
LEDPTFKVNVDPETNQTLIHGMGELHLEIIVDRLLREFKVEANVGKPQVAYRETVRQKAE  477

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            A      +      +  + L V P   G GV +E+++    + + +  AV  G++   
E 
Sbjct  478  
AQGRFVRQTGGRGQYGDVWLEVEPAEPGQGVVFENKLKGPAIPREYVPAVEKGVKEAAET  537

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ V D KI    G Y+   S+   F+    +  ++A++++   LLEP ++  
+  
Sbjct  538  
GILAGYPVVDIKISLTDGSYHEVDSSEMAFKIAGSMGFKEAVRKARPVLLEPVMAVEVVV  597

Query  547  
PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTE  606
            P+EY+     D       I + + +    V    +P   +  Y TD+   T GR+    
+



Sbjct  598  
PEEYMGAVVGDLNSRRGRIVSMEARAGAQVIRANVPLGQMFGYATDVRSMTQGRATYTMQ  657

Query  607  LKGYQ  611
               Y+
Sbjct  658  FARYE  662

>WP_101052791.1 elongation factor G [Shewanella chilikensis]
Length=696

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 200/684 (29%), Positives = 312/684 (46%), Gaps = 
70/684 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G    GTT TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKMGDSHDGTTTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
              +IF+NK+D+ G D   VV  ++  L+A                   D++ ++      
Sbjct  126  
ARIIFVNKLDRMGADFLRVVGQIKRVLAATPLVMTLPIGVEDEFKGVVDVLNRKAYVWDD  185

Query  159  -----SLSPEIVLEENTD-IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
                 + S E + E+  D +E +     +  +E +D L+E Y+ GE  S E L R  
++ 
Sbjct  186  
SGLPENYSEEAIPEDMVDLVEEYREHLVETAVEQDDDLMEAYMEGEEPSIEDLKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
              + S FP Y GSA +  G+Q ++DAV            QP+ +  +    G V      
Sbjct  246  
TINLSFFPTYCGSAYRNKGMQMVLDAVVDYLPSPTEVEPQPLTDPETGEETGEVATVSAD  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
                   FK+     G    ++R+YSG L+  DTV   A    E++ ++ EM    
+ EI
Sbjct  306  EPLRALAFKIMDDRFGA-



LTFIRVYSGKLKKGDTVLNSATGKTERIGRMVEMHANDRKEI  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               D+A  G+I+ ++   +V+    L DP           P P++   + PK     
E+L
Sbjct  365  ---
DSAQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPDPVISIAVTPKDKGASEKL  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL ++   DP  + E D  T E IL  +G + L++   +L   + +E  V  P 
V Y 
Sbjct  422  
GVALGKMVAEDPSFQVETDQETGETILKGMGELHLDIKVDILKRTHGVELTVGAPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +A   S+T   +   +  +  I   + P   GSG ++ S V  G + + F  
AV  
Sbjct  482  
ETITQAVEDSYTHKKQSGGSGQFGKIDYRIRPGEAGSGFKFTSSVVGGNVPREFWPAVES  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    + +G L G+ V D ++    G Y++  S+   F   A     Q++ ++  
QLLEP
Sbjct  542  
GFEEMMNEGPLAGFPVLDVEVELFDGGYHAVDSSAIAFEIAAKGAFRQSMPKAKPQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   ++ P +++     D  +    I+  +     V    ++P   +  Y   L   
T+
Sbjct  602  
VMKVDVFTPDDHVGDVIGDLNRRRGMIKDQEAGLTGVRVKADVPLAEMFGYIGHLRTMTS  661

Query  599  GRSVCLTELKGYQ---AAVGQPVI  619
            GR     E   Y    A V + VI
Sbjct  662  GRGQFSMEFSHYAPCPANVAETVI  685

>WP_075663213.1 elongation factor G [Corynebacterium 
frankenforstense]
 APT88240.1 elongation factor G [Corynebacterium frankenforstense 
DSM 45800]
Length=707

 Score = 250 bits (638),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 190/700 (27%), Positives = 329/700 (47%), Gaps = 
85/700 (12%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G   +G + TD M  E+ RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGINRKVGETHEGQSTTDWMQQEKDRGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
+ ++
Sbjct  71   
TCFWEGHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAARYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    V ++ D+L+A  ++ Q                         
Sbjct  131  
PRICFVNKMDKLGADFYYTVGTIVDRLNAKPLVLQLPIGAEDDFEGVIDLVEMRAIVWPG  190

Query  157  --TVSLSPEI--VLEENTDIEA------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
               V   P I  +  E  D  A       +AV E++++L+EKY  GE ++ E +    
++
Sbjct  191  
KVEVGAEPTITEIPAELQDRAAEYREKLLEAVAESDEELMEKYFGGEELTVEDIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------
QPIGE---------QGS  246
                + +FPV  G+A +  G+QPL+DAV                 +GE            
Sbjct  251  
MTVSSEIFPVLCGTAYRNKGVQPLLDAVVDYLPNPLDVGEVHGHKMGEPDTELTRKPSDE  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            + L    FK+       +  ++R+YSGT+   +TV  + +E      KI +M    
+  +
Sbjct  311  
SPLSALAFKIAAHPFFGKLTFVRVYSGTMEPGETVLNSTKEHRERIGKIFQMHANKENPV  370

Query  303  VRTDTAYPGEI-VILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
               D A+ G I  ++   +    D L    DP  L    +   P P+++ +I PKT 
+ +
Sbjct  371  ---DFAHAGNIYAVIGLKNTTTGDTLCAQNDPIILESMDF---
PDPVIKVSIEPKTKSDQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP    E+D  + + ++  +G + L+V+   + +++K+E  V  
P V
Sbjct  425  
EKLGVAIQKLAEEDPTFTVELDEESGQTVIGGMGELHLDVLVTRMKDEFKVEANVGAPQV  484

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTP-------LSLGSGVQYE--



SRVSL  466
             Y E   +P+++   T   +   +  +A + +S  P       L  G    Y+  + 
V+ 
Sbjct  485  
AYRETIKKPVQSVEFTHKKQTGGSGQFAKVIVSFEPYHPDQDELEEGESATYKFVNEVTG  544

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + +  +V  GI+  ++ G L G+ + + K   E G Y+   S+   F+     
VL+
Sbjct  545  
GRIPKEYIPSVDAGIQDAMQYGHLAGFPLVNIKATLEDGQYHEVDSSEMAFKIAGSQVLK  604

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            + +  +   LLEP ++  +  P+EY+     D       +   + +    V   +
+P   
Sbjct  605  
EGVARAKPVLLEPLMAVEVITPEEYMGEVIGDINSRRGQVNAMEDRAGAKVVKAQVPLSE  664

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQA---AVGQPVIQPR  622
            +  Y  DL   T GR+        Y     +V Q +I+ R
Sbjct  665  MFGYVGDLRSKTQGRANYTMVFDSYGEVPQSVSQAIIEER  704

>WP_086305830.1 MULTISPECIES: elongation factor G [Enterococcus]
 OTO71247.1 elongation factor G [Enterococcus sp. 12E11_DIV0728]
 OUZ15376.1 elongation factor G [Enterococcus sp. 12F9_DIV0723]
Length=694

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 311/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHVDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYQVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------IIKQ-----
TVSLS  161
            +F NK+D+ G D    V ++ D+L A+                   ++K      T  
L 
Sbjct  132  



VFCNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVKMKAEIYTNDLG  191

Query  162  PEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI    + EE  ++ E W     +AV + ++ L+ K++ GE I+ E+L    +      
Sbjct  192  
TEIQETEIPEEYKELAEEWREKLVEAVADTDEDLMMKFLEGEEITDEELKAGIRNATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV               F P  ++        SA     
Sbjct  252  
DFYPVLCGSAFKNKGVQLMLDAVIDYLPAPTDVKAIQGFNPKTDEETERPADDSAPFSSL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A    RE++ +I +M   ++ EI   
DT 
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLNSGSYVLNASKGKRERIGRILQMHANTRKEI---DTV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I      +V L D     T             E P P++   + PK+ A ++
++  
Sbjct  369  YSGDIAA----
AVGLKDTTTGDTLCAEDAPVILESIEFPDPVIEVAVEPKSKADQDKMGI  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K++  V  P V 
Y E 
Sbjct  425  
ALQKLAEEDPSFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVDANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  
G+
Sbjct  485  
FRAATNAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+LEP +
Sbjct  545  
EDAMANGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKASPSILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++YL             +E  +   +  +    +P   +  Y T L   
T GR
Sbjct  605  



KVTITVPEDYLGDVMGHVTARRGRVEGMEAHGNAQIVNAIVPLAEMFGYATTLRSSTQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMVFDHYE  675

>WP_066058583.1 elongation factor G [Bacillus korlensis]
Length=692

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 193/670 (29%), Positives = 315/670 (47%), Gaps = 
69/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGRIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P V
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGVPRV  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-----
IIIKQTVSLSPEIVLEE----------N  169
            +F+NK+D+ G D +  ++++ D+L A+     + I      S  I L E           
Sbjct  132  
VFVNKMDKIGADFKYSIKTIHDRLQANAAAIQLPIGAEDQFSAIIDLVEMNATFYGNDLG  191

Query  170  TDIEA------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            TDIE                    +AV E ++ L+EKY+ GE I+ ++L    ++   
+ 
Sbjct  192  
TDIEVREIPEEYRAEAEEYREKLIEAVSEFDEDLMEKYLGGEEITTDELKAAIRKGTVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---------------------
GEQGSAAL  249
              +PV  GSA K  G+Q ++DAV   L  P+                      E+  
+AL
Sbjct  252  
EFYPVICGSAFKNKGVQKMLDAVIAYLPSPLDVPAIKGTLPDSDEVVERHSSDEEPFSAL  311

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FKV       +  + R+YSGTL     V       RE++ +I +M   S+ 
EI   
Sbjct  312  A---



FKVMTDPYVGKLTFFRVYSGTLNSGSYVQNSTKGKRERVGRILQMHANSREEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               Y G+I   +        D L D   L      E P P+++ +I PK+ A +++
+  A
Sbjct  366  
SMVYAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQLSIEPKSKADQDKMTTA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +L + DP  R   D  T ++I++ +G + L+++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLQEEDPTFRAHTDQETGQVIIAGMGELHLDILVDRMRREFKVEANVGAPQVAYRETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  +P   G G ++ + +  G + + +  AV+ 
G+ 
Sbjct  486  
RSSANVEGKFARQSGGRGQFGHVWIEFSPNEEGKGFEFVNGIVGGVVPREYIPAVQAGLE  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              L++G+  G+ V D K     G Y+   S+   F+  A + L+ A  +    
+LEP + 
Sbjct  546  
DSLDRGMVAGFPVVDIKARLFDGSYHDVDSSEMAFKIAASMALKAAASKCNPVILEPIMR  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EYL     +       +E  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  606  
VEVIIPEEYLGDIMGNITSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSSTQGRG  665

Query  602  VCLTELKGYQ  611
            V       Y+
Sbjct  666  VFSMHFDHYE  675

>WP_026719867.1 elongation factor G [Fischerella sp. PCC 9431]
Length=692

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 192/692 (28%), Positives = 314/692 (45%), Gaps = 
75/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  



Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMDQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V+ +  GVQ QT  ++    
+  +
Sbjct  69   
STSWRDHQINIIDTPGHVDFTIEVERSMRVLDGVITVLCSVGGVQPQTETVWRQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V + VRD+L  + I  Q    S    L               
Sbjct  129  
PRIVFVNKMDRTGANFYKVYEQVRDRLRTNAIPIQLPIGSESDFLGLVDLVKMRAYIYGN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            ++ TDI   D                  AV E +D L+ KY  GE ++  ++    
++  
Sbjct  189  
DQGTDIREEDIPADMQDLVQEYRTKLIEAVAETDDDLMNKYFEGEELTEAEIRTALRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAALC  250
               ++ P+  GSA K  G+Q L+DAV                 P GE        +  
L 
Sbjct  249  
VAGTIVPMLCGSAFKNKGVQLLLDAVVDYLPAPPDVPAIQGTLPNGETVERHADDNEPLS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAY  309
               FK+   D   R  ++R+YSG L+    V  A + +K +I+ + +      +  
D   
Sbjct  309  ALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVVLKADNRIDVDELR  367

Query  310  PGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G++      +V L D L        G P  L        P P++   + PKT    
++L
Sbjct  368  AGDL----GAAVGLKDTLTGDTLTDEGSPVILESLFI---
PEPVISVAVEPKTKNDMDKL  420

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  V  P 
V Y 
Sbjct  421  
SKALQSLSEEDPTFRVNVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYR  480

Query  422  ERPLKAASH---
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   K  +        +      +  + + + P   GSG ++ S++  G + + + 



+ V 
Sbjct  481  
ETIRKQVNRIEGKFIRQSGGKGQYGHVVIDLAPGEPGSGFEFVSKIVGGSVPKEYISPVE  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++   E G+  G+ + D K     G Y+   S+   F+    + +++A+ ++   
LLE
Sbjct  541  
AGMKETCESGILAGYPLIDVKATLVDGSYHEVDSSEMAFKIAGSMAMKEAVMKASPILLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+ +L     D       IE    ++     T ++P   +  Y TD+   
T
Sbjct  601  
PMMKVEVEVPENFLGDVMGDLNSRRGQIEGMGSEQGLAKVTAKVPLAEMFGYATDIRSKT  660

Query  598  NGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
             GR +   E   Y      V + +I   + N+
Sbjct  661  QGRGIFSMEFSHYDEVPRNVAEAIIAKSKGNA  692

>WP_006059338.1 GTP-binding protein [Holdemania filiformis]
 EEF67691.1 putative translation elongation factor G [Holdemania 
filiformis 
DSM 12042]
Length=905

 Score = 253 bits (647),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 192/627 (31%), Positives = 291/627 (46%), Gaps = 
43/627 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +G LAHVDAGKTTL+ESLLY S  I + G V+   T  D    ER RGITI    
Sbjct  46   
MKQIILGALAHVDAGKTTLSESLLYQSNQIRKRGRVDHQDTFLDYDDQERSRGITIFLKQ  105

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F W + +  ++DTPGH+DF AE+ R+L VLD AI++IS  DGVQA T  ++  L   
+
Sbjct  106  
AMFPWKQTEFTLLDTPGHIDFSAEMERTLQVLDYAIVLISGIDGVQAHTHTIWKLLETYH  165

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  +F+NK+D A  D  +++ S++ +L   II                 D    D  
+E
Sbjct  166  VPAFVFVNKMDIAYDDAATLMTSLQTQLDPRII-----------------
DFTQVDTQME  208



Query  181  N----
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
            N     D LLE Y+    ++  ++    Q  + D SLFP Y+GSA K  G++ L+D 
+  
Sbjct  209  NIAMQRDDLLESYLEQGTLTPSQI----
QSAIADRSLFPCYFGSALKADGVEALLDGLDA  264

Query  237  
LFQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRI  296
                  ++        V+KV     G R  ++++  G L+ +  +        K+ 
++R+
Sbjct  265  Y--TAMKRYPETFGARVYKVSRDRQGTRLTHVKITGGVLKAKQVLDNGE----
KVDQLRL  318

Query  297  PSKGEIVRTDTAYPGEIVILPSD-SVRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPK  353
             S  +    +    G++  L     + ++D LG   P R P           L  +
+ P 
Sbjct  319  YSGEQFTMVNEVPAGQVCCLKGPMKLGIHDGLGFEQPVRTPVLS------
ACLSYSLIPP  372

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                   L   L QL + DP L  +  + T EI +  +G VQ+E++  L++ ++ L
+   
Sbjct  373  
AGCDPFALYRQLKQLEEEDPQLHLQFHAPTQEIRIQIMGSVQIEILKQLIASRFHLDVEF  432

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             E  + Y E          H E  P   +A + L + PL  GSGVQ  S   + +L   
+
Sbjct  433  DEGKINYKETICAPVEGVGHYE--
PLRHYAEVHLLLEPLPPGSGVQVTSDCPVDWLALPW  490

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q  V + +      G L G  +TD KI    G  +   +   DFR      L Q L
+ + 
Sbjct  491  
QKMVLNCLDEIEVPGVLTGSPITDIKITLIAGKAHVKHTEGGDFRQATLRALRQGLRRTT  550

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             QLLEP   F +  P   LSRA  D  +  A     Q + D VV  G  P   ++ 
Y+T+
Sbjct  551  
CQLLEPVYQFRMELPAGQLSRALFDLERMQAQSSITQNQTDTVVLEGTAPVSKMRNYQTE  610

Query  593  LAFYTNGRSVCLTELKGYQAAVGQPVI  619
            L  YT+G    +   +GYQ    Q  +
Sbjct  611  LTAYTHGLGRLVCTFQGYQPCADQQAL  637



>WP_066834240.1 GTP-binding protein [Collinsella ihuae]
Length=678

 Score = 249 bits (636),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 190/625 (30%), Positives = 304/625 (49%), Gaps = 
28/625 (4%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   +G+LAHVDAGKTTL E++L+A+GAI   G V+ G    DT  +ER+RGITI 
+  
Sbjct  1    
MKQAVVGLLAHVDAGKTTLAEAMLFAAGAIRTRGRVDHGDAHLDTDAMERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F        ++D PGH+DF AE  R+L  LD AILVI A DGVQ  T  ++  L 
+  
Sbjct  61   
AHFDHDGTHYMLLDAPGHVDFSAEAERTLQALDYAILVIGANDGVQGHTETMWDLLERYG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN--
TDIEAWDAV  178
            +PTV+F+NKID A  D ++++  VR +LSA  +    ++ +  + + E   TD  A 
+  
Sbjct  121  
VPTVLFVNKIDLATADTEALMHQVRARLSASCLDGVALACAAGVRVPEGCATDPGALEDA  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               ++  L++Y+  E ++R  +    +R V +  +FPV +GSA KG G++ L+  +  
L 
Sbjct  181  AATDEAALDEYLETETLARTTV----
RRLVSERRVFPVLFGSALKGEGVEELLCCLDALV  236

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMR  295
                          V+KV  +  G+R  +L++  GTLR +  V+   R +    KI 
++R
Sbjct  237  DE--
RTWPDEFAARVYKVSRSPRGERLAWLKVTGGTLRAKMFVSGTERGEAWEEKIDQVR  294

Query  296  IPSKGEIVRTDTAYP-GEIVILPS-DSVRLNDVLG-
DPTRLPRKRWREDPLPMLRTTIAP  352
            I  + E  +T T  P G+I  +     V     LG +P  +  +       P+L   
+ P
Sbjct  295  I-YQAETFQTVTEVPAGQICAVTGLTHVVPGSALGAEPAGMAPQL-----
APVLSYQVLP  348

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
             +      ++ AL +LAD DPLL         E  +  +G VQ EV+   LSE++ 
L+  



Sbjct  349  GS-
NDVHIVVRALRELADEDPLLGVSWQEHLQEAHVQLMGAVQREVIQQTLSERFGLDVE  407

Query  413  
VKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
                 ++Y E          H E  P   +A   L + PL  G+G++  +R S   
L+++
Sbjct  408  FGPGGILYKETVTAPVEGIGHYE--
PLRHYAEAHLLIEPLPRGAGIEVGTRCSEDDLDRN  465

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL---  528
            +Q  +   +      G L G  + D +I    G  ++  +   DFR      +  
AL   
Sbjct  466  
WQRLILTHVLEREHLGVLTGSPIADVRITLLAGRAHAKHTEGGDFRQATYRAIRHALMCA  525

Query  529  -
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             ++    LLEP+  F L  P + + RA  D  +  A  +  ++  D     G +PA  
++
Sbjct  526  
REQGACMLLEPWYRFRLTVPADKVGRALADVQRMGAEFDAPEIAGDTAQLVGTVPASEMR  585

Query  588  AYRTDLAFYTNGRSVCLTELKGYQA  612
             Y  +++ YT G      E  GY+A
Sbjct  586  EYALEVSGYTGGMGRLALEYAGYRA  610

>WP_044010299.1 GTP-binding protein [Lactobacillus wasatchensis]
 KIS03848.1 Ribosome protection-type tetracycline resistance-like 
protein 
[Lactobacillus wasatchensis]
Length=665

 Score = 249 bits (635),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 195/637 (31%), Positives = 305/637 (48%), Gaps = 
60/637 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E++LY SG + + G V+ G    D+  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIVAHVDAGKTTLSEAMLYRSGELRQLGRVDNGDAFLDSDDLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S ++    + ++DTPGH+DF+A+  + L+VLD AILVISA DGVQ  TR L+H L 
+ +
Sbjct  61   
ASLKYQDLALTLLDTPGHVDFVAQTEQVLSVLDYAILVISATDGVQGYTRTLWHLLEQYH  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D   V  + ++  ++  LS   I     S S       +   E++D 
+  
Sbjct  121  
VPVFIFVNKMDANSVKKKQILAQLQSDLSQGCIAFNPASTSTNQQTTTDIPTESYDEIAV  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV---TGL  237
             ND + EK++    I  +  +R+  R  +   +FP Y+GSA K  G+  L+  +   
T  
Sbjct  181  CNDDVFEKFVDSGDI-EDDTIRQMMRHRE---
IFPCYFGSALKVTGVDALLAGINRWTSA  236

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
              P  + G+      VFK+ + D G+R  ++R+  G L  +D V + G+   K  +
+R+ 
Sbjct  237  VAPKQDFGA-----KVFKISHDDKGERLTWVRVTGGMLHTKD-VLVNGQ---
KTNQLRLY  287

Query  298  SKGEIV---------------
RTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDP  342
            +  +                  TDT YPG+ +   SDSV        PT  P   +  
D 
Sbjct  288  NGAKFTISQEILAGGVCAVTGLTDT-YPGQGLGNESDSVT-------
PTIQPVLNYALDT  339

Query  343  
LPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSAL  402
                  T            L AL QL D DP L     S   EI +  +G VQLE+
+  +
Sbjct  340  EDYDIHTC-----------
LTALRQLEDEDPQLHVSWSSHLQEIRVQIMGEVQLEILQQI  388

Query  403  
LSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYES  462
            L +++ L     + S++Y E   KA     H E  P   +A + L + P + GSG+ 
+ +
Sbjct  389  LLDRFNLAIEFGKGSILYKETITKAVEGVGHFE--
PLRHYAEVHLLLQPTASGSGITFTT  446

Query  463  RVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              S+  L +++Q+ V   +      G L G  +TD +I    G      S   DF+    
Sbjct  447  
DCSVDVLGRNWQHQVLTNLNAKEHLGVLTGAPITDMQITLVGGRASIVHSVGGDFKEATW  506

Query  522  IVLEQA---LKES-
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE---  574
              + Q    LKE+   QLLEP+  F L   Q+ + RA +D  +     +   +       
Sbjct  507  
RAVRQGLMTLKETCDCQLLEPWYQFRLMIDQDQVGRAMNDIQRMNGNFDAPDISDSGSAM  566



Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             V TG  P   +Q Y  ++  YT+G+      + GY+
Sbjct  567  TVITGTAPVSQMQDYAKEVNAYTHGQGQLECIVAGYR  603

>KKQ26886.1 Elongation factor G [Candidatus Levybacteria bacterium 
GW2011_GWA1_37_16]
 KKQ31790.1 Elongation factor G [Candidatus Levybacteria bacterium 
GW2011_GWA2_37_36]
 KKQ40957.1 Elongation factor G [Candidatus Levybacteria bacterium 
GW2011_GWB1_37_8]
Length=703

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 191/668 (29%), Positives = 314/668 (47%), Gaps = 
59/668 (9%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT TE +LY +G   + G +++GTT  D M  ER+RGITI 
+A T+
Sbjct  13   
IRNIGIIAHIDAGKTTTTERILYYTGKTYKIGDIDEGTTVMDWMEEERKRGITIVSAATT  72

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q+  ++    K  
+P
Sbjct  73   
AYWGGYRINIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETVWRQADKYKVP  132

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV-----  158
             + F+NK+D+ G D  + V+S+ D+L A                   D++ ++++     
Sbjct  133  
RLCFVNKMDKLGADFLTTVKSIEDRLGANPAIMVLPIGAEATFKGVYDLLNRKSIIWSGE  192

Query  159  ------SLSPEIVLEENTDIEAWDA-----
VIENNDKLLEKYIAGEPISREKLVREEQRR  207
                  +++ EI       IE + A     + E +D L+ KY+  + IS E+L    
+R 
Sbjct  193  
ELGAKFAVTDEIPEGMKDKIEEYRAKLVEKISETDDVLMGKYLENKEISVEELKTALRRA  252

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAV-------
TGLFQPIGEQGSAA------------  248
            V    L P++ GS+ +  G+QPL+D V         L Q  G                  
Sbjct  253  
VIAYKLVPIFAGSSLRNKGVQPLLDGVVDYLPSPVDLGQVKGTNPKTGAEEIRKLVPEDP  312

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDT  307
            + G  FK++      +  Y R+YSG +     +  + +  + ++  + +    E      



Sbjct  313  
IAGLAFKIQNDPHVGKLTYFRVYSGRIAAGTYIYNSTKNAQERVGRLLLMHSNERTEIKE  372

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A+ GEIV I+        D L +P +         P P++   I PKT + +E+L  
AL 
Sbjct  373  
AFAGEIVAIVGLKDTTTGDTLCEPEKPIILEKITFPEPVISLAIEPKTKSDQEKLGYALK  432

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L D DP    + +  T + I+S +G +QLEV    +   + +E  V  P V Y E  
+K
Sbjct  433  
RLMDEDPTFHVKTNHETGQTIISGVGELQLEVKVNTMKADFGVEANVGAPQVAYKETIIK  492

Query  427  AA-SHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A     +I+       +    L V P   G G ++ + +  G +   F +++  G
++  
Sbjct  493  
TAEGEGKYIKQSGGKGQYGHCLLRVEPRPRGEGFEFLNEIKGGTIPAVFISSIEKGVKET  552

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            +E G L G+ + D  +    G ++   S+   F+  A   L+ A K++G  LLEP 
+   
Sbjct  553  
MENGILLGYPMVDMNVAVYDGSFHEVDSSDIAFKIAASQALQAAAKKAGLTLLEPIMKVE  612

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P E++     D     A I   + +    +    +P   +  Y T L   T 
GR+  
Sbjct  613  
VTTPSEFMGDVIGDLSSKRAQISGTEERSRATIILAMVPLSELSGYATVLRSMTKGRASY  672

Query  604  LTELKGYQ  611
              E   Y+
Sbjct  673  YMEPSHYE  680

>BBA79599.1 elongation factor G [cyanobacterium endosymbiont of 
Rhopalodia 
gibberula]
Length=695

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 185/698 (27%), Positives = 318/698 (46%), Gaps = 
88/698 (13%)

Query  2    



KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYTGIAHKLGEVHEGTATMDWMAQEQERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWLDHRINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQAERYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P + F+NK+D+ G +   V + ++D+L A+ +              I   V +  
+I  +
Sbjct  129  
PRLAFVNKMDRTGANFFRVCEQIKDRLRANSVPIQIPIGSENDFRGIVDLVRMRAKIYQD  188

Query  168  ------ENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                  E+TDI             +  +AV ENN+ LLE+Y+ GE ++  ++    
+  +
Sbjct  189  
DLGRNIEDTDIPEEFLEQALEYRSKLIEAVAENNEDLLERYLEGEELTEAEIKHGLRLGI  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAAL-----C  250
               S+ P+  GSA K  G+Q L+DAV              GL     E+   AL      
Sbjct  249  
LKRSIIPILCGSAFKNKGVQLLLDAVVDYLPSPLEVPAIKGLLPDGTEEERKALDDEPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FK+     G R  ++R+YSG L               RL   + L   +++++ 
E+R
Sbjct  309  ALAFKIAADPYG-
RLTFMRVYSGVLAKGTYVYNSTKNSKERLSRLIVLKSNDRIEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G  +       G+ +   +  + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAAIGLKNTTTGDTLCDENKPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               ++L  AL  L+D DP  R  V+  T++ +++ +G + LE++   +  +YK+E  
V +
Sbjct  415  
QDMDKLSKALQSLSDEDPTFRVSVNPETNQTVIAGMGELHLEILVDRMLREYKVEATVGK  474



Query  416  PSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
            P V Y E   +  +A    I  +      +  + + + P  LGSG ++ S++  G 
+ + 
Sbjct  475  PQVAYRETIRKSCEAEGKYIR-
QSGGKGQYGHVIIHLEPGELGSGFEFVSKIVGGTIPKE  533

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +   V  GI+     G+  G+ V D K+    G Y+   S+   F+    + +  A
+ ++
Sbjct  534  
YITPVEQGIKEACGSGIIAGYPVIDLKVTLVDGSYHDVDSSEMAFKIAGSMAIRNAVTKA  593

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               +LEP +   +   +++L     D      +IE  + +      +  +P   +  
Y T
Sbjct  594  
SPVVLEPMMKVEVEVLEDFLGEIMGDLNSRRGSIEGMESEDSLAKVSAHVPLAEMFGYAT  653

Query  592  DLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRRPNS  626
            D+   T GR +   E   Y    ++V + +I     N+
Sbjct  654  DIRSKTQGRGIFSMEFSHYAEVPSSVAEAIISKNTGNA  691

>CCY60805.1 putative translation elongation factor G [Clostridium 
sp. CAG:264]
Length=900

 Score = 253 bits (647),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 182/618 (29%), Positives = 307/618 (50%), Gaps = 
41/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + +GILAHVD+GKTTL+E++LY +G I + G V+      DT   ER+RGITI 
+  
Sbjct  1    
MKKLVVGILAHVDSGKTTLSEAMLYTAGKIRKLGRVDHKDAYLDTDAQERERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +   ++ ++DTPGH+DF AE+ R+L VLD AILVI+  DGVQ+ T  L+  L
++  
Sbjct  61   
AVFTYDGMEITLLDTPGHVDFSAEMERTLQVLDYAILVINGVDGVQSHTDTLWKLLKRYE  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT IF+NK+D  G D  +V Q++R KL  D +   +     +I +              
Sbjct  121  
IPTFIFVNKMDMDGADKDAVFQNIRKKLDGDCVDFSSGDRDEQIAMA-------------  167



Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-
TGLFQ  239
             +++LL+ Y+    +  E ++      + D  +FP ++GSA K  G+Q L+DA+ T 
+  
Sbjct  168  -DERLLDTYLDSGMVEVEDIIEA----
ILDRKIFPCFWGSALKLSGVQELLDAMNTYMVM  222

Query  240  
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
            P     +A   G +FK+     G+R  Y+++  G+L+ R+ +   G E  K+ +
+RI S 
Sbjct  223  P---AYNAEFGGRIFKISRDAKGERLTYMKVTGGSLKCREQI--EGTEG-
KVNQIRIYSG  276

Query  300  GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-
REDPLPMLRTTIAPKTAAQR  358
                  + A  G +  +          LG+ +        +E+    L   ++ K 
+   
Sbjct  277  ARYETVEEASAGTVCAVTG--------
LGETSAGQGVGCEQENVFAGLEPVLSYKVSYPE  328

Query  359  ER----
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
            ++    +L  + QL + +P L  E    T EI +  +G+VQL+V++ ++ +++       
Sbjct  329  
DKDAVVVLRDIRQLEEEEPELHVEFAQETGEIFVKVMGQVQLQVLTQIVKDRFGYLISFG  388

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
               +IY E   +      H E  P   +A + L + PL  GSG+Q+++  S   L+
+++Q
Sbjct  389  MGRIIYKETLAEPVMGVGHFE--
PLRHYAEVHLLMEPLEPGSGMQFDTICSEDVLDKNWQ  446

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  +   +   DFR      + Q L     
Sbjct  447  
RLILTHLEEKEYRGVLTGAPITDMKITVTAGRAHQKHTEGGDFRQATYRAVRQGLMMGEC  506

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            +LLEP  +F L  P E   RA +D  +        +++ +  + TG  P   +Q Y
+ D+
Sbjct  507  
RLLEPVYAFRLEIPTEMTGRAMNDITRMHGRFAQPEIEGEMSILTGTAPVATMQEYQQDV  566

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G+      L+GY+
Sbjct  567  TAYTRGQGKLSCTLQGYE  584

>WP_002290441.1 MULTISPECIES: elongation factor G [Enterococcus]



 EFF38425.1 translation elongation factor G [Enterococcus faecium 
E980]
 ELA69879.1 elongation factor G [Enterococcus faecium EnGen0015]
 ELB04789.1 elongation factor G [Enterococcus faecium EnGen0028]
 ELB07110.1 elongation factor G [Enterococcus faecium EnGen0029]
 ELB34440.1 elongation factor G [Enterococcus faecium EnGen0033]
 ELB40279.1 elongation factor G [Enterococcus faecium EnGen0026]
 KEI55090.1 elongation factor G [Enterococcus faecium UC7256]
 KST52822.1 elongation factor G [Enterococcus faecium]
 KXA12203.1 translation elongation factor G [Enterococcus faecium]
 OAQ47161.1 elongation factor G [Enterococcus faecium]
 OFN65135.1 elongation factor G [Enterococcus sp. HMSC063D12]
 OFR85991.1 elongation factor G [Enterococcus sp. HMSC067C01]
 OHQ73709.1 elongation factor G [Enterococcus sp. HMSC072F02]
 OTN96604.1 elongation factor G [Enterococcus faecium]
 OTP01443.1 elongation factor G [Enterococcus faecium]
 OTP05136.1 elongation factor G [Enterococcus faecium]
 PQD00526.1 elongation factor G [Enterococcus faecium]
 PQE35100.1 elongation factor G [Enterococcus faecium]
 PQF45229.1 elongation factor G [Enterococcus faecium]
 PUF84251.1 elongation factor G [Enterococcus sp. HPCN38]
Length=695

 Score = 249 bits (637),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 193/668 (29%), Positives = 309/668 (46%), Gaps = 
64/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLEE--  168
            +F NK+D+ G D    V ++ D+L A+                I   V++  E+   
+  
Sbjct  132  
VFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVTMKAEMYTNDLG  191

Query  169  ------------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                            E W     +AV E +++L  KY+ GE I+  +L    +R   
+ 
Sbjct  192  



TEIEETEIPEEYRELAEEWREKLVEAVAETDEELTLKYLEGEEITEAELKEGIRRATVNV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAALCGS  252
              +PV  GSA K  G+Q L+DAV              G+     E+       SA     
Sbjct  252  
EFYPVLCGSAFKNKGVQLLLDAVLDYLPSPLDIPAIKGIDPKTDEEVERPADDSAPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L+    V  A    RE++ +I +M   S+ EI      
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLKSGSYVQNATKGKRERVGRILQMHANSRSEISEV---  368

Query  309  YPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +        D L D   L      E P P+++  I PK+ A ++++  
AL +
Sbjct  369  
YAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVIQVAIEPKSKADQDKMGVALQK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R E +  T E I++ +G + L+++   +  ++K+E  V  P V Y E  
R  
Sbjct  429  
LSEEDPTFRAETNVETGETIIAGMGELHLDIIVDRMRREFKVEANVGAPQVSYRETFRAG  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  G+
+  +
Sbjct  489  
TQAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEAGLKDAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            E G L G+ + D K     G Y+   S    FR  A + L  A K++   +LEP +
+  +
Sbjct  549  
ENGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKANPVILEPIMAVEV  608

Query  545  YAPQEYLSRAYHDAPKYCATIETAQVKK-
DEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
              P++YL             +E  + +   + V    +P   +  Y T L   T 
GR   
Sbjct  609  
VIPEDYLGDVMGHVTARRGRVEGMEARAGGQQVVRAMVPLAEMFGYATTLRSATQGRGTF  668

Query  604  LTELKGYQ  611
                  Y+
Sbjct  669  TMTFDHYE  676



>WP_074029531.1 GTP-binding protein [Lactobacillus plantarum]
 APP12699.1 elongation factor G [Lactobacillus plantarum subsp. 
plantarum]
Length=672

 Score = 249 bits (636),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 197/628 (31%), Positives = 302/628 (48%), Gaps = 
38/628 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSGQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM   
TGL   
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----EVFPCYFGAALKLDGVDALM---
TGLDYW  233

Query  241  IGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
               Q +    G+ VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R
+ + 
Sbjct  234  TTPQLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNG  289

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +   T     G +  I      R    LG      +        P+++  +      
QR
Sbjct  290  TKYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQR  341

Query  359  ERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415



            E L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L      
Sbjct  342  
EELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGT  401

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L +
++Q+
Sbjct  402  GSILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQH  459

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KE  530
             V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+ 
Sbjct  460  
QVVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQR  519

Query  531  SGTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPA  583
               QLLEP+  F L   QE + RA  D  +         A    A         TG  
P 
Sbjct  520  
GDCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPV  579

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +Q Y   +  YT+G+      + GY+
Sbjct  580  AAMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_042202211.1 GTP-binding protein [Paenibacillus camerounensis]
Length=654

 Score = 249 bits (635),  Expect = 6e-70, Method: Compositional 
matrix adjust.
 Identities = 188/628 (30%), Positives = 289/628 (46%), Gaps = 
46/628 (7%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I IG+LAHVDAGKTT  E LLY + AI   G V+   T  DT  +E+ RGIT+ 
A   
Sbjct  3    
KNITIGLLAHVDAGKTTFAEQLLYHTEAIRSRGRVDHKDTFLDTHEIEKARGITVFADQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F +      ++DTPGH+DF  E+ R L +LD A++++SA +GV+  T  ++  LR   
+
Sbjct  63   
EFSYGGSHYFLLDTPGHVDFSPEMERVLQILDYAVVIVSAVEGVEGHTETVWQLLRSHCV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181



            PT  FINK D+ G D   V+  +R  LS D ++         +V EE   + A+ A  
E 
Sbjct  123  PTFFFINKTDRTGADPLRVLGEIRQLLSGDAVMLPEADAG--VVGEE---
LRAFLA--ER  175

Query  182  NDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            +D L E Y+ G    P     L+    R V+   +FP   GSA    GI   +  +  
L 
Sbjct  176  DDTLFEAYLDGSLDGPAWTGALI----
RLVRQGKIFPCMTGSALLDEGIGSFLRNLDTLA  231

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGRE-
KLKITEMR  295
                +       G V+KV Y + G R  Y++   G L+ R+  T  L GR    
+IT +R
Sbjct  232  VTEYDH-
RLPFAGRVYKVRYDEKGTRITYIKALQGVLKAREELTYGLEGRRISERITGIR  290

Query  296  IPSKGEIVRTDTAYPGEI-------VILPSDSV-
RLNDVLGDPTRLPRKRWREDPLPMLR  347
              +  +   TD    GE+          P + V  L D LG              
+P L+
Sbjct  291  RINGAKTAATDWGAAGELFAGTGITAAGPGEGVGELKDTLGSGL-----------
IPALK  339

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
            + +  +     + +L A  QL   DP L    D    E+ +  +G++QLEV+  +L 
E++
Sbjct  340  
SKVCFEPPVHLKEVLQAFQQLGAEDPSLNVSWDEALQELQIQVMGQIQLEVLEQVLRERF  399

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
            +L     +P ++YME     A    H E  P   +A + L + P   GSGV   ++    
Sbjct  400  RLPVTFGDPEILYMETISNVAYGCGHFE--
PLGHYAEVHLKLEPGERGSGVTVHNKCHPD  457

Query  468  YLNQSFQNAVRDGIRYGLEQG----
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
            +L   +QN V   I+  LE+G    L G  +TD +I    G  ++  ++  DFR  
A   
Sbjct  458  HLTAGYQNQV---
IQVLLEKGHHGLLTGSPLTDVQITLLSGRAHNKHTSGGDFREAALRA  514

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L Q L+++   LLEP+  F +    +++ +   D  +   +    ++  +  +  G 
+P 
Sbjct  515  
LRQGLEQAENVLLEPFYDFKIRIHADHVGKVMSDIQQASGSFTAPEMNGETAILAGTVPV  574

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611



                 Y   LA  T G+        GYQ
Sbjct  575  ATFMNYPVRLASMTQGKGALSLRAGGYQ  602

>OFV82485.1 translation elongation factor G [Acidobacteria bacterium 
RBG_13_68_16]
Length=693

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 191/670 (29%), Positives = 304/670 (45%), Gaps = 
65/670 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V  GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVNYKMGEVHDGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDGA+ V  A +GV+ Q+  ++    
+  +
Sbjct  69   
TCFWRDHRINIIDTPGHVDFTAEVERSLRVLDGAVAVFDAVNGVEPQSETVWRQADRYRV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE--------------  167
            P + F+NK+D+ G D  + ++ +R KL A+ +  Q + L  E   +              
Sbjct  129  PRIAFVNKMDRVGADFFATIEQMRAKLRANPVAVQ-
IPLGTEDAFQGVVDLIEGCAYVYR  187

Query  168  --------ENTDI--------EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    E T++        E W     +   E +++LLE+Y+ GE +    +    
+ 
Sbjct  188  
EETLGAEFERTEVPEELRESFEKWREQMLEVAAEYDEELLERYLTGEALDVAAVRASLRA  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE------
QGSAA  248
            +     + PV  GSA K  GIQ L+D V  L              P GE         
AA
Sbjct  248  
QTVAHRIAPVVCGSAFKNKGIQQLLDTVVDLLPSPLDIPPIEGHTPDGEPENRPADDDAA  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVR  304
              G  FK+       +  +LR+YSG +   D V  A     E++ ++ +M    + 
EI  
Sbjct  308  
FAGLAFKIMTDPFVGQLTFLRVYSGNVSTGDQVLNARTGNTERVGRLLKMHANKREEI--  365



Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
                Y G+IV ++   +V   D + +P R       + P P++   I PKT   ++
+L  
Sbjct  366  -
KEVYAGDIVAVVGLRNVATGDTICNPKRPIVLEAMQFPEPVIDVAIEPKTKVDQDKLGM  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R   D  T + I+S +G + LE++   L  ++K+E  V  P V 
Y E 
Sbjct  425  
ALAKLAQEDPTFRVHTDPETRQTIISGMGELHLEIIVDRLVREFKVEAAVGRPQVSYRET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                A        +      +    + V PL+ G+  ++ + V  G + + +   V  
GI
Sbjct  485  
IKSEAQGEGRFIRQTGGRGQYGHAKIRVRPLADGTEYEFSNDVVGGRIPREYIKPVDQGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  L+ G L G+ +    +    G Y+   S+   F+    +  + A  ++G  
LLEP +
Sbjct  545  
REALQHGVLAGFPMIGVGVSLYDGSYHDVDSSEMAFKVAGSMAFKDAAGKAGPVLLEPLM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
                  P+EY+     D       I + + +    V    +P   +  Y T L   
+ GR
Sbjct  605  
EVEAVTPEEYMGDVIGDLNSRRGKITSLEQRSGSRVIRAFVPLAEMFGYATQLRSMSQGR  664

Query  601  SVCLTELKGY  610
            +    +   Y
Sbjct  665  ATYTMQFDHY  674

>WP_010782065.1 elongation factor G [Enterococcus gilvus]
 EOI53782.1 elongation factor G [Enterococcus gilvus ATCC BAA-350]
 EOW80943.1 elongation factor G [Enterococcus gilvus ATCC BAA-350]
 OJG41873.1 elongation factor G [Enterococcus gilvus]
Length=694

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 193/671 (29%), Positives = 311/671 (46%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI +A 



T+ Q
Sbjct  12   
NIGIMAHVDAGKTTATERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYQVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADI------------------IIKQ-----
TVSLS  161
            +F NK+D+ G D    V ++ D+L A+                   ++K      T  
L 
Sbjct  132  
VFCNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFTGIIDLVKMKAEIYTNDLG  191

Query  162  PEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             EI    + EE  ++ E W     +AV + ++ L+ K++ GE I+ E+L    +      
Sbjct  192  
TEIQETEIPEEYKELAEEWREKLVEAVADTDEDLMMKFLEGEEITDEELKAGIRNATLSV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ-------
GSAALCGS  252
              +PV  GSA K  G+Q ++DAV               F P  ++        SA     
Sbjct  252  
DFYPVLCGSAFKNKGVQLMLDAVIDYLPAPTDVKAIQGFNPKTDEETERPADDSAPFSSL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAG---REKL-
KITEMRIPSKGEIVRTDTA  308
             FKV       R  + R+YSG L     V  A    RE++ +I +M   ++ EI   
DT 
Sbjct  312  
AFKVMTDPFVGRLTFFRVYSGVLNSGSYVLNASKGKRERIGRILQMHANTRKEI---DTV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I      +V L D     T             E P P++   + PK+ A ++
++  
Sbjct  369  YSGDIAA----
AVGLKDTTTGDTLCAEDAPVILESIEFPDPVIEVAVEPKSKADQDKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME-  422
            AL +LA+ DP  R E +  T E +++ +G + L+V+   +  ++K++  V  P V 
Y E 
Sbjct  425  
ALQKLAEEDPSFRVETNVETGETVIAGMGELHLDVLVDRMRREFKVDANVGAPQVSYRET  484

Query  423  -
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
             R    A      +      +  + +  TP   G+G ++E+ +  G + + +  AV  



G+
Sbjct  485  
FRAATNAEGKFVRQSGGKGQYGHVWIEFTPNEEGAGFEFENAIVGGVVPREYIPAVEKGL  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
               +  G L G+ + D K     G Y+   S    FR  A + L  A K++   
+LEP +
Sbjct  545  
EDAMANGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALRAAAKKASPSILEPMM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++YL             +E  +   +  +    +P   +  Y T L   
T GR
Sbjct  605  
KVTITVPEDYLGDVMGHVTARRGRVEGMEAHGNAQIVNAIVPLAEMFGYATTLRSSTQGR  664

Query  601  SVCLTELKGYQ  611
               +     Y+
Sbjct  665  GTFMMVFDHYE  675

>WP_071315268.1 elongation factor G [Anaerobacillus 
isosaccharinicus]
 OIJ23354.1 translation elongation factor G [Anaerobacillus 
isosaccharinicus]
Length=693

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 189/675 (28%), Positives = 307/675 (45%), Gaps = 
72/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTCTERILFYTGRIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+
Sbjct  69   
TAQWKGHRINIIDTPGHVDFTVEVERSLRVLDGAVAVLDAQSGVEPQTETVWRQATTYGV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P V+F+NK+D+ G D    V ++ D+L A+    Q                         
Sbjct  129  
PRVVFVNKMDKLGADFLYSVGTIHDRLGANAHPIQLPIGAEDEFNGIIDLVENVAYFYED  188



Query  157  ---TVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               T S + EI  E     E W     +AV E ++ L  KY+ GE I+ ++L    
++  
Sbjct  189  
DFGTRSDAVEIPDEYKELAEEWRTKLVEAVAELDEDLTMKYLEGEEITIDELKAGIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------------
QPIGEQGS--AA  248
                 FPV  GSA K  G+Q L+DAV                      + +  + S  
A 
Sbjct  249  
TSVEFFPVVCGSAFKNKGVQLLLDAVLAYLPSPLDVPAIKGILPDTEDEEVTRESSDDAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
                 FKV       R  + R+YSGT+     V       RE++ +I +M   S+ 
EI  
Sbjct  309  
FSALAFKVMTDPYVGRLTFFRVYSGTVNSGSYVVNSTKGKRERIGRILQMHANSREEI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRE  359
                Y G+I    + +V L D     T    K          P P++  ++ PK+ 
A ++
Sbjct  367  -SMVYSGDI----
AAAVGLKDTTTGDTLCDEKNQVILESMVFPEPVIHLSVEPKSKADQD  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL +LA+ DP  +   D  T + I++ +G + L+++   +  ++K+E  V  
P V 
Sbjct  422  
KMGMALAKLAEEDPTFKTHTDEETGQTIIAGMGELHLDIIVDRMRREFKVEANVGAPQVA  481

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K+A        +      +  + +  +PL  G+G  +E+++  G + + +  
AV
Sbjct  482  
YRETIRKSAKVEGKFVRQSGGRGQYGHVWIEFSPLEEGAGFVFENKIVGGVVPREYVPAV  541

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  ++ G+  G+ + D K     G Y+   S    F+    + L+ A       
+L
Sbjct  542  
EAGIKESMQNGMLAGYPLLDLKAAIYDGSYHDVDSNEMAFKIAGSMALKNAKSHCDPAIL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++YL     D       +E  + + +  V    +P   +  Y T 
L   
Sbjct  602  



EPIMKVEVVVPEDYLGDIMGDVTSRRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSR  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR         Y+
Sbjct  662  TQGRGNYSMHFDHYE  676

>WP_028472763.1 elongation factor G [Nocardioides alkalitolerans]
Length=703

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 187/684 (27%), Positives = 323/684 (47%), Gaps = 
84/684 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGISYKIGEVHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   +VNI+DTPGH+DF AEV RSL VLDGA+ V     GV+ QT  ++    
K ++
Sbjct  71   
TCWWKDHQVNIIDTPGHVDFTAEVERSLRVLDGAVAVFDGVAGVEPQTMTVWRQANKYSV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V  + D+L++                   D++  + +
+   
Sbjct  131  
PRMCFVNKLDRTGADFFRCVDMMVDRLNSTPLVIQLPIGAESDFLGVVDLVGMRALTWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  + E+  +E                  + + + +D ++EKY+ GE  + E+L    
+R
Sbjct  191  
ETTIGEDYTVEEIPAELAEQAAEYRVKMLETLADADDAIMEKYLEGEDFTVEELEVAIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
                  L PV  G+A K  G+QPL+DAV                           
QP  +
Sbjct  251  
ATLADKLNPVLCGTAFKNKGVQPLLDAVIKYLPSPLDVDAIVGHAVNDEEKEVRRQPSDD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSK  299
            +  A L    +K+       + +Y+R+YSG L    +V  ++ GR++   K+ +M    
+



Sbjct  311  EPFAGLA---
YKIASDPHLGKLIYVRVYSGKLEAGTSVLNSVTGRKERIGKVYQMHANKR  367

Query  300  GEIVRTDTAYPGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             EI    +   G+IV ++     +    L   G P  L    +   P P++   I 
PKT 
Sbjct  368  EEIA---SVGAGQIVAVMGLKDTKTGHTLCDSGHPVVLESMSF---
PAPVIEVAIEPKTK  421

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
              +E+L  A+ +L+D DP    + D  T + I++ +G + L+++   +  ++++E  
V +
Sbjct  422  
GDQEKLGTAIQRLSDEDPTFTVKTDEETGQTIIAGMGELHLDILVDRMRREFRVEATVGK  481

Query  416  PSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTP-----
LSLGSGVQYESRVSLG  467
            P V Y E   R ++  S+T   +   +  +A I +S+ P        G+G ++ + 
VS G
Sbjct  482  
PQVAYRETIRRKVENHSYTHKKQTGGSGQFAKIVISIEPNIDPETGAGAGYEFANNVSGG  541

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             + + +  +V  G +  ++ G L G+ + D K+  E G Y+   S+   F+       
++
Sbjct  542  
RVPREYIPSVDQGAQEAMQFGTLAGYPMVDVKVSLEDGAYHDVDSSELAFKIAGIAAFKE  601

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
            A + +   LLEP  +  +  P ++L     D       I+T + +  ++V T  +P   
+
Sbjct  602  
ACRMAKPVLLEPMFAVEVITPDDFLGTVIGDINSRRGQIQTQEERHGDMVVTALVPLSEM  661

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
              Y  DL   T+G++    E   Y
Sbjct  662  FGYVGDLRSKTSGQASYSMEFDSY  685

>OLA47208.1 translation elongation factor G [Ruminococcus 
bicirculans]
Length=852

 Score = 253 bits (645),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 177/626 (28%), Positives = 296/626 (47%), Gaps = 
33/626 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60



            MK   IGI+AHVD+GKTTL+E++LY SG I + G V+ G    DT  +E+ RGIT+ 
+  
Sbjct  1    
MKKTVIGIIAHVDSGKTTLSEAMLYLSGKIRKVGRVDHGDAFLDTDMIEKYRGITVFSKP  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F++      ++DTPGH+DF AE  R+L VLD A+LVIS  DGVQ+ T+ L+  L
++ N
Sbjct  61   
AEFEYKNTSFTLLDTPGHVDFSAETERALQVLDLAVLVISGTDGVQSHTQTLWRLLKRYN  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--
IKQTVSLSPEIVLEENTDIEAWDAV  178
            +PT +F+NK+D  G D   V+ S+  +L +  +   +    ++ +  L +   +  
+   
Sbjct  121  
VPTFVFVNKMDLDGADKTFVMNSLEGRLGSGFVDFCRMKSEVAEDCALFDENIMNEFLET  180

Query  179  
IENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
               +DK+L   +A              R+V     FP ++GSA K  GI+  M+A+  
L 
Sbjct  181  GSMSDKILSDAVA-------------HRKV-----
FPCFFGSALKSQGIEKFMNALAELA  222

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE----
KLKITEM  294
              + + G+      V+K+   D G R  ++++  G L++RD V  +  +      K
++ +
Sbjct  223  PCVYDSGT--FGAKVYKIS-
EDGGSRLTFMKITGGCLKVRDQVDYSSADGESFSEKVSRI  279

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            RI S  +    D A  G +  +   +       G      +   +    P+L   + 
P  
Sbjct  280  RIYSGAKYRNADNAETGVVCAVEGLT---
KTYAGQGFGFEQDSAKPLLEPVLTYRVEPVC  336

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  LL     L + DP L  + +    EI +S +G VQLE++ ++   ++ ++    
Sbjct  337  
DLDMHTLLSYFRVLENEDPQLHVDWNEQLGEIHVSIMGEVQLEILKSIFKRRFDIDIDFG  396

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E S+ Y E   K      H E  P   +A + L + PL  G G+++ +  S   L+
+++Q
Sbjct  397  EGSIAYKETIEKTVYGYGHYE--
PLRHYAEVHLKLEPLERGKGLRFATECSEDTLDKNWQ  454

Query  475  NAVRDGIRYGLEQG-



LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   ++     G L G  +TD KI    G  +   +   DFR      + Q L+ 
+ +
Sbjct  455  
RLILTHLQEKKYLGVLTGSPITDMKITLVSGRAHLKHTEGGDFRQATYRAVRQGLRNAKS  514

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEPY SF L  PQ+ + RA  D           +V  +  V  G  P   ++ Y
++ +
Sbjct  515  
VLLEPYYSFTLEVPQQNVGRAITDIQNMGGVFSQPEVSGEFSVIKGSAPVAEMRGYQSQV  574

Query  594  AFYTNGRSVCLTELKGYQAAVGQPVI  619
              YT G    +    GY+      V+
Sbjct  575  ISYTKGVGKLICTSDGYRECHNTEVV  600

>WP_104638210.1 elongation factor G [Helicobacter bizzozeronii]
Length=692

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 187/693 (27%), Positives = 317/693 (46%), Gaps = 
81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  SV   ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYSVENQIKERLKANPVPINIPIGAEDTFQGVIDLVAMKAIIWAN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +   D++A          +AV E ++ L+EKY+ GE +S E++ R  
+  
Sbjct  189  
EAMGAKYEVQDIPGDLQAKAQEYRDKLLEAVAEQDEALMEKYLGGEALSVEEIKRGIKAG  248



Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPRNEEEIKVQSSDEGD  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRAYRGKLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL-GD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L GD       P  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCNEKSPVVLERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P
Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_062139721.1 elongation factor G [Caedimonas varicaedens]



 GAO97957.1 elongation factor G [Caedimonas varicaedens]
Length=691

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 187/655 (29%), Positives = 302/655 (46%), Gaps = 
58/655 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSYKIGEVHEGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    K +
+P +
Sbjct  72   
WRDHRINIIDTPGHVDFTIEVERSLRVLDGAVAVFDSVAGVEPQSETVWRQADKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ------------------------
TVSL  160
             F+NK+D+ G +    V  + D+L A+ ++ Q                          
+L
Sbjct  132  
CFVNKMDRIGANFFRTVDMMVDRLGANPVVIQLPIGTESEFVGVVDLIEMRAIRWKDENL  191

Query  161  SPEIVLE---ENTDIEAW-------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E V E   EN   +A        +AV+E +D  LE Y+AG   S E L++  ++    
Sbjct  192  
GAEFVYEDIPENMKSQALEYRSKLVEAVVEMDDNALEAYLAGVDPSAEVLLKCLRKGTLI  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---
QPIGEQGSAAL----------------CG  251
            + L PV  GSA K  G+QPL+DAV       + +G     +L                
CG
Sbjct  252  
SKLVPVLCGSAFKNKGVQPLLDAVVHFLPSPKDVGAMKGTSLNGETEIIRQPSDDEPFCG  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FK+          ++R+YSG L     V  + ++K  +I  M +           
A  
Sbjct  312  
LAFKIMTDPFVGSLTFMRVYSGVLESGSYVLNSVKDKKERIGRMLLMHANSREDIKEARA  371

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L         + L DP++       E P P++   + PKT A +E++  AL
++LA
Sbjct  372  



GDIVALCGLKETTTGETLCDPSKSVILERMEFPDPVIEVALEPKTKADQEKMSLALSRLA  431

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA--  427
              DP  R   D  T +I++  +G + LE+   +L   +K++ +V +P V Y E   
+   
Sbjct  432  
QEDPSFRVTSDPETGQIVIKGMGELHLEIKVDILKRDFKVDAIVGQPQVAYRETITQKYE  491

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              +T   +      +A + +   P   G G  +ES++  G + + +   V+ G+   
LE 
Sbjct  492  
VDYTHKKQSGGAGQFARVIIRFEPQKPGEGYFFESKIVGGSVPKEYIPGVQKGLASALET  551

Query  488  G-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G L G+ + D K     G Y+   S+   F     +   + +K++  +LLEP +   
+  
Sbjct  552  
GVLAGFPMIDFKATLIDGAYHDVDSSVLAFEIAGRMAFREGIKKASPKLLEPIMKVEVVT  611

Query  547  PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
            P+EY+     D       I     + +  V    +P   +  Y   L   + GR+
Sbjct  612  PEEYMGDVIGDLNSRRGQISGMDQRGNARVVNAMVPLANLFGYVNTLRSMSQGRA  
666

>SHK06230.1 elongation factor G [Geosporobacter subterraneus DSM 
17957]
Length=689

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 185/671 (28%), Positives = 313/671 (47%), Gaps = 
71/671 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRTHKIGEVHEGAATMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WNNNRINIIDTPGHVDFTVEVERSLRVLDGSVAVFCAKGGVEPQSENVWRQADKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------------------



TVSLS  161
             ++NK+D  G D   VV  ++D+L A+ +  Q                          
L 
Sbjct  132  
AYVNKMDIIGADFFRVVDMMKDRLKANAVPIQLPIGAEDTFQGIIDLVEMKAHMYKDDLG  191

Query  162  PEIVLEENTD----------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E+ + E  D          +   +AV E++++L+ KY+ GE ++ E++ +  + +    
Sbjct  192  
KEVEITEIPDDMKDKAEEFRMALVEAVAESDEELMMKYLEGEELTIEEIKKGIRTQTIAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQG------
SAALCGS  252
            ++ PV  GS+ +  G+Q L+DAV              G+     E+G      +      
Sbjct  252  
AMVPVCCGSSYRNKGVQMLLDAVVDYMPSPVDIPAIKGVLPDSQEEGERKADDNEPFSAL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSG L+    V  + + K     +I +M    + +I   
+  
Sbjct  312  
AFKIMTDPYVGKLAFFRVYSGVLQSGSYVYNSTKGKKERIGRILQMHANHREDI---EQV  368

Query  309  YPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLLD  363
            Y G+I    + +V L D     T   + +       E P P++   I PKT A +E
++  
Sbjct  369  YAGDI----
AAAVGLKDTTTGDTLCTQDKPIILESMEFPEPVIEIAIEPKTKAGQEKMGV  424

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA+ DP  R   +  T + I++ +G + LE++   +  ++K+E  V +P V 
Y E 
Sbjct  425  
ALQKLAEEDPTFRTWTNQETGQTIIAGMGELHLEIIVDRMLREFKVEANVGKPQVAYKET  484

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                    +    +      +  + + + P   G+G ++ + V  G + + +   V  
GI
Sbjct  485  
VTAPTDVDMKYARQSGGRGQYGHVKIRMFPQEPGAGYEFVNSVVGGTIPKEYIQHVDAGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ V D K+    G Y+   S+   F+    +  ++A+K++   
LLEPY 
Sbjct  545  
RSAMENGVLAGYPVVDVKVELYDGSYHEVDSSEMAFKIAGSMAFKEAMKKAKPVLLEPYF  604

Query  541  



SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+EY+     D       IE  + +    V  G +P   +  Y TDL   
T GR
Sbjct  605  
RIEVVVPEEYMGDVIGDINSRRGRIEGMEARAGAQVVRGFVPLSEMFGYATDLRSKTQGR  664

Query  601  SVCLTELKGYQ  611
                     Y+
Sbjct  665  GTYTMTFDHYE  675

>WP_081529514.1 GTP-binding protein [Lactobacillus salivarius]
 OQQ73347.1 elongation factor G [Lactobacillus salivarius]
Length=639

 Score = 248 bits (633),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 184/622 (30%), Positives = 301/622 (48%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID        ++  ++ +L   II     + S + +LE   DI   D    
Sbjct  121  IPVFIFVNKIDINTNMASQILSQLKSELDESII-----AFSSDNMLE---
DIAMCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEDYLQTNAIPDEKIL----
SLISDRVVFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  223  --PHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
SEQKISQIRVYNGE  276



Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  277  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTF  385

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  L
++++
Sbjct  386  TKVNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLDKNW  443

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   + V TG  P   
+  
Sbjct  504  ENNDCQLLEPWYRFKLKVDRTQIGRAINDIQRMHGTLDEQQV---
DGVLTGIAPVSEMYD  560

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  561  YATNVRSYTHGNGTLELEIAGY  582

>WP_097802192.1 elongation factor G [Faecalibacterium prausnitzii]
 PDX60854.1 elongation factor G [Faecalibacterium prausnitzii]
Length=708

 Score = 250 bits (638),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 316/686 (46%), Gaps = 
87/686 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------



HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  193

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN+++L+EKY+ GE 
I+R
Sbjct  194  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILVEAVAENDEELMEKYLEGEEITR  253

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------  238
            E+L +  ++     +L PV  GS+ K  G+Q L+DA+                       
Sbjct  254  
EELKKAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVPDIKGVNPETEEE  313

Query  239  --QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKL-KIT  292
              +P  +   A      FK+       +  Y R+YSG +    TV  +    +E++ 
+I 
Sbjct  314  ETRPSSD--
DAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDNKERMGRIL  371

Query  293  EMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRT  348
            +M    + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P
++R 
Sbjct  372  QMHSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRV  425

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  
++K
Sbjct  426  
AIEPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFK  485

Query  409  LETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +E  V  P V Y E   K A+       +      +  + + + P   G G ++ + 
+  
Sbjct  486  
VEANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVG  545



Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     
+  +
Sbjct  546  
GAIPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFK  605

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A++++   + EP +   +  P EYL     D       I+  +           
+P   
Sbjct  606  
DAMRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAFVPLAQ  665

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y TDL   T GR   + E   Y+
Sbjct  666  MFGYATDLRSKTQGRGQYVMEPSHYE  691

>SFE44034.1 small GTP-binding protein domain-containing protein 
[Lactobacillus 
rogosae]
Length=868

 Score = 253 bits (645),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 185/618 (30%), Positives = 299/618 (48%), Gaps = 
41/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+LAHVDAGKTTL+ES+LY SGAI + G V+      D    ERQRGITI 
+  
Sbjct  1    
MKKLVIGMLAHVDAGKTTLSESILYTSGAIRKLGRVDNKDAFLDNNDYERQRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +    V ++DTPGH+DF AE+ R+L VLD A+LVI+  DGVQ  T  L+  L
+++ 
Sbjct  61   
AVFTYKDLDVTLLDTPGHVDFSAEMERTLWVLDYAVLVINGMDGVQGHTETLWGLLKRLK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+DQ G D   +++ +++KLS+  +    +      V  E    EA + 
V++
Sbjct  121  VPVFIFVNKMDQQGTDKHRILEQLKNKLSSGCVDFDRLDYEELAVCNE----
EALEQVLD  176

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + +++  + G  IS        QR V     FPV +GSA +  G+  L+D +   
+  



Sbjct  177  --EGIVDDKLIGNMIS--------QREV-----FPVIFGSALRLDGVDRLLD-
IMNKYCE  220

Query  241  IGEQGS---
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            + E G    + +   V+K+   D G+R  ++++  G+L+ +  +        KI +
+RI 
Sbjct  221  VSENGDDKQSDMSARVYKISRDDRGERLTHIKVTGGSLKAKQLI-----
NGEKINQIRIY  275

Query  298  SKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
            S  +    + A  G I  I   +       LG      R+     P+  P+L   I    
Sbjct  276  SGEKYTSVNEAVCGSICAITGPEGTYAGQALG------
RENNDNAPVLSPVLNYKINLPA  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +L  L  + + +P L  E +    EI +  +G V +EV+  ++ E++  +    
Sbjct  330  
GTDPLMMLPKLKMIEEEEPQLHIEWNESFKEIHVQVMGPVMIEVLQNIIKERFDCDVTFS  389

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E S++Y E          H E  P   +A + L + P   GSG+QYE   S   L 
+++Q
Sbjct  390  EGSIVYKETIADKVEGIGHFE--
PLRHYAEVHLILEPGEAGSGMQYELDCSEDMLAKNWQ  447

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  ++  +   DFR      +   L 
++ +
Sbjct  448  
RLIYTHLCEKTHKGVLTGSALTDVKITVVAGRAHNKHTEGGDFRQATYRAVRNGLMQAES  507

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   ++Y+ RA  D  +  A  E      DE V  G  P   +  Y
+ ++
Sbjct  508  VLLEPFYEFTLILDRQYIGRAMTDFERMGAQFEIND-
NGDEAVIKGAGPVATVGNYQAEV  566

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G+ V   ++ GY+
Sbjct  567  NAYTRGKGVLRLKMSGYR  584

>KKS94328.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWA2_43_13]
 OGY69193.1 translation elongation factor G [Candidatus 
Jacksonbacteria bacterium 
RIFCSPHIGHO2_02_FULL_43_10]
 OGY70509.1 translation elongation factor G [Candidatus 



Jacksonbacteria bacterium 
RIFCSPLOWO2_01_FULL_44_13]
Length=695

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 187/675 (28%), Positives = 308/675 (46%), Gaps = 
72/675 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT+TE +L+ +G   + G V +G    D M  ER+RGITI 
AA T
Sbjct  9    
KTRNIGIIAHIDAGKTTVTERVLFYTGKKHKLGEVHEGEATMDWMEQERERGITITAAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W  C+VNI+DTPGH+DF  EV RSL VLDGA++V     GV+ Q+  ++    
K ++
Sbjct  69   
TCFWKDCRVNIIDTPGHVDFTVEVERSLRVLDGAVVVFDGVAGVEPQSETVWRQADKYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQTVSLSPE  163
            P + FINK+D+ G D    + S+  +L+                     +I+Q   
+  +
Sbjct  129  
PRICFINKLDRTGADFYKDLDSIYTRLTKKAHPIQLPIGIEDSFKGIIDLIEQKAYIYTD  188

Query  164  IVLEENTDIEA---------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             + +++ +IE                 +A+ EN++  +  ++AGE IS E L +  
++ V
Sbjct  189  
DLGQKHEEIEVPSDMKELVEKYRAQLVEAIAENDEHTMNAFLAGEEISIETLKKILRKAV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-----------------GLFQPIGEQ---
GSAA  248
             +  + PV  GSA K  G+Q ++DAV                  G  + I E+    
S  
Sbjct  249  
INLDIIPVLCGSALKNKGVQFMLDAVVDYLPSPLDIPPVTGHALGNSEEIMERKADDSEP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR----  304
                 FK+       +  + R YSG ++       AG   L  T       G IVR    
Sbjct  309  FSALAFKIAADPFVGKLAFFRAYSGVVK-------
AGSYILNATTGDKERLGRIVRLHAN  361

Query  305  ----TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
                 +  Y GEI   +   +      L DP           P P+++  I PKT   
+E



Sbjct  362  
HREDVEDVYAGEIAAAVGLKTTFTGHTLCDPDHPIVLESITFPEPVIQVAIEPKTKQDQE  421

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL++L + DP  R   D  T + I++ +G + LE++   +  ++K+E  V 
+P V 
Sbjct  422  
KMGIALSKLTEEDPTFRVHTDEETGQTIIAGMGELHLEIIIDRMKREFKVEANVGKPQVA  481

Query  420  YMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   K+A +   +I +      +    L + PL  G G ++   +  G + + +   
+
Sbjct  482  
YRETITKSAEAEGKYIRQSGGRGQYGHCWLRIEPLEAGKGYEFVDAIKGGVIPKEYIQPI  541

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              G+R  L+ G+  G+ + D K     G Y+   S+ A F+       ++A +++G  
LL
Sbjct  542  
NKGVREALDNGIVAGYRMIDVKATVYDGSYHEVDSSEAAFKLAGSFAFKEAAQKAGPVLL  601

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP +   +  P++++     D       IE    +    V   ++P   +  Y T 
L   
Sbjct  602  
EPIMKVEVITPEDFMGDVMGDVNARRGQIEEMTERAGIKVVHAKVPLAEMFGYATALRSM  661

Query  597  TNGRSVCLTELKGYQ  611
            T GR+    E   Y+
Sbjct  662  TQGRASYSMEFHEYK  676

>WP_045111328.1 elongation factor G [Moritella viscosa]
 CED61214.1 elongation factor G [Moritella viscosa]
 SGY91215.1 Elongation factor G 1 [Moritella viscosa]
 SGY94741.1 Elongation factor G 1 [Moritella viscosa]
 SGY88021.1 Elongation factor G 1 [Moritella viscosa]
 SGY94220.1 Elongation factor G 1 [Moritella viscosa]
 SHO04328.1 Elongation factor G 1 [Moritella viscosa]
 SHO09074.1 Elongation factor G 1 [Moritella viscosa]
 SHO21147.1 Elongation factor G 1 [Moritella viscosa]
 SHO03373.1 Elongation factor G 1 [Moritella viscosa]
 SHO25519.1 Elongation factor G 1 [Moritella viscosa]
 SHO05715.1 Elongation factor G 1 [Moritella viscosa]
 SHO03451.1 Elongation factor G 1 [Moritella viscosa]
Length=695

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 197/682 (29%), Positives = 308/682 (45%), Gaps = 



72/682 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   VV+  +D L A                   D++ +Q   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVVKQTQDVLDANPLVMVLPIGIEDDFVGVVDLLTRQAY-
VWDETG  187

Query  166  LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN +I+   A                 +E +D L+E Y+ G   S E + R  +
+  +
Sbjct  188  
LPENYEIQDVPADMVEKVEEYREMLIETAVEQDDDLMEAYMEGTEPSIEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS----  252
                FP Y GSA K  G+Q ++DAV            QP+ ++     G  AL  +    
Sbjct  248  
TMDFFPTYCGSAFKNKGMQLILDAVVDYLPCPTDVDPQPLTDEEGEATGEVALVSTEETF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E
+   
Sbjct  308  KALAFKISDDRFGA-
LTFIRIYSGTLKKGDTILNAATGKTERVGRMCEMQADERKELT--  364

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +A  G+I  ++    +V+    L DP           P P++  ++ PK     E
++  
Sbjct  365  -
SAQAGDILAIVGMKGNVQTGHTLCDPKDPIILEAMVFPEPVISISVTPKDKGSTEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP  + E D  + E ILS +G + L++   +L   Y +E VV  P V 
Y E 



Sbjct  424  
AIGKMVAEDPTFKVETDQDSGETILSGMGELHLDIKVDILKRTYGVELVVGAPQVAYRET  483

Query  424  PLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +A   S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  
G 
Sbjct  484  
ITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFVFTSSVVGGNVPKEFFPAVEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G QL
+EP +
Sbjct  544  
KSLMDTGVLAGFPVLDVEIELYDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLIEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P +++     D  +    I         V    ++P   +  Y   L   
T+GR
Sbjct  604  
KVDVFTPDDHVGDVIGDLNRRRGMIAGQDAGATGVRIKADVPLSEMFGYIGSLRTMTSGR  663

Query  601  SVCLTELKGYQ---AAVGQPVI  619
                 E   Y    A V + VI
Sbjct  664  GQFSMEFSHYNPCPANVAEGVI  685

>WP_037472406.1 MULTISPECIES: elongation factor G [Sphingobium]
 KFL49126.1 translation elongation factor (GTPase) [Sphingobium sp. 
ba1]
 PBN44214.1 elongation factor G [Sphingobium sp. D43FB]
Length=690

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 193/660 (29%), Positives = 297/660 (45%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSYKIGEVHDGAATMDWMEQEQERGITITSAATTCI  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+       GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRLNIIDTPGHVDFTIEVERSLRVLDGAVAAFDGVAGVEPQSETVWRQADKYKVPRM  131



Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI-----
IIKQTVSL  160
             FINK+D+ G +    VQ++ D+L A                   D+     II +  
+L
Sbjct  132  
CFINKLDRTGANFYYCVQTIIDRLGAIPAVLYLPIGAESEFKGLVDLVENRAIIWKDENL  191

Query  161  SPEIVLEENTDIEAWDA----------VIENNDKLLEKYIAG---
EPISREKLVREEQRR  207
              E   EE  D  A  A           +E +D+ +E Y+ G   +  + +KL+R   
+ 
Sbjct  192  
GAEFSYEEIPDDLADKAAEYREKLIELAVEQDDEAMEAYLEGNLPDVATLKKLIR---KG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
                S  PV  GSA K  G+QPL+DAV                 P  +Q         
A 
Sbjct  249  
TLAQSFVPVLCGSAFKNKGVQPLLDAVVDYLPSPLDIEDVQGINPDNDQPDSRATADDAP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
              G  FK+          +LR+YSGTL     +     +K KI  M +         
D A
Sbjct  309  
FAGLAFKIMNDPFVGSLTFLRVYSGTLTKGTYLNSVKDKKEKIGRMLLMHANSREDIDAA  368

Query  309  YPGEIVILPS-DSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+IV L         D L     P  L R  +   P P++  ++ PKT A +E+
+  A
Sbjct  369  YAGDIVALAGMKETTTGDTLCAERQPIILERMEF---
PEPVIELSVEPKTKADQEKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA  DP  R   D  + + I+  +G + LE++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LNRLAAEDPSFRVSTDHESGQTIIKGMGELHLEILVDRMKREFKVEANVGAPQVAYREYL  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA    +T   +      +  I + VTP   G+G+ ++  +  G + + +  A+  
G+R
Sbjct  486  
KKAVDVDYTHKKQSGGTGQFGRIKVKVTPGERGAGIIFKDEIKGGNIPKEYIPAIEKGMR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G L G+ + D +I    G Y+   S+   F       + +  ++SG  
LLEP + 
Sbjct  546  



ETAATGSLIGFPIIDFEINLYDGAYHDVDSSALAFEITGRAAMREVAQKSGITLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + +P+EYL     D       I+    + +  V    +P   +  Y   L  +T 
GR+
Sbjct  606  
VEVVSPEEYLGDVIGDMNSRRGQIQGTDTRGNAQVVEAMVPLANMFGYVNSLRSFTQGRA  665

>WP_010754773.1 elongation factor G [Enterococcus asini]
 EOH85251.1 elongation factor G [Enterococcus asini ATCC 700915]
 EOT57383.1 elongation factor G [Enterococcus asini ATCC 700915]
 OJG10173.1 elongation factor G [Enterococcus asini]
Length=695

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 314/678 (46%), Gaps = 
78/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKGYRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATEYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ----TV  158
            P ++F NK+D+ G D    V ++ D+L A                   D++  +    
T 
Sbjct  129  
PRIVFCNKMDKIGADFLYSVSTLHDRLGANAHPIQLPIGAEDDFTGIIDLVTMKAEIYTN  188

Query  159  SLSPEIVLEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI  EE  +      + W     +AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  
DLGTEIKEEEIPEDYKELAQEWRDKLVEAVAETDEDLMMKYLEGEEITEAELKDGIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 FPV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  



ISVDFFPVLAGSAFKNKGVQLMLDAVLDYLPSPLDIEAIKGIDSKTDEEVTRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   S+ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLESGSYVLNASKDKKERIGRILQMHANSRTEI---  365

Query  306  DTAYPGEIVILPSDSVRLND-VLGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            D  Y G+I    + +V L D   GD       P  L    +   P P+++  + PK
+ A 
Sbjct  366  DKVYSGDI----AAAVGLKDTTTGDTLCAVDSPVILESIEF---
PEPVIQVAVEPKSKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            ++++  AL +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  
P 
Sbjct  419  
QDKMGVALQKLAEEDPSFRVETNVETGETVISGMGELHLDVLVDRMRREFKVEANVGAPQ  478

Query  418  VIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E    P+  A      +      +  + +  TP   G G ++E+ +  G + 
+ + 
Sbjct  479  
VSYRETFRAPVTQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  G+   ++ G L G+ + D K     G Y+   S    FR  A + L+ A K
++  
Sbjct  539  
PAVEKGLAESMQNGVLAGYPLVDIKAKLYDGSYHDVDSNETAFRVAASMALKAAAKKANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP +   +  P++YL             +E  +   +  +    +P   +  Y 
T L
Sbjct  599  
VILEPMMKVTITVPEDYLGDIMGHVTARRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTL  658

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR   +     Y+
Sbjct  659  RSATQGRGTFMMVFDHYE  676

>WP_007990371.1 MULTISPECIES: elongation factor G [Alteromonadaceae]
 AEE21498.1 translation elongation factor G [Glaciecola sp. 
4H-3-7+YE-5]
 GAC04949.1 elongation factor G 2 [Paraglaciecola agarilytica NO2]
 GAC11519.1 elongation factor G 2 [Paraglaciecola chathamensis 



S18K6]
Length=695

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 191/669 (29%), Positives = 305/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV+  +  L A+ +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVEQTKRVLGANPLVMVLPIGIEDDFVGVVDLLTRKAFIWDDTGL  188

Query  167  EEN---TDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN   TD+ A              +  +E +D L+  Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEITDVPADMVDKVEEYREMLIETAVEQDDDLMMAYMDGEEPSIEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS-----  252
             S FP Y GSA K  G+Q ++DAV            QP+ ++     G  AL        
Sbjct  249  
MSFFPTYCGSAFKNKGVQNILDAVVDYLPSPTEVDPQPLTDEEGEPTGKHALVSPDETFK  308

Query  253  --VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTD  306
               FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E+    
Sbjct  309  ALAFKITDDRFGS-
LTFVRIYSGTLKKGDTILNAATGKTERVGRMCEMQADDRNELT---  364

Query  307  TAYPGEIVILPS--
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +A  G+I+ +     +V+    L DP           P P++  ++ PK     E+
+  A
Sbjct  365  
SAQAGDIIAIVGMKTNVQTGHTLCDPKDPIILEAMVFPEPVISISVTPKDKGSTEKMGIA  424



Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  R E D  + E ILS +G + L++   +L   Y ++ VV EP V Y 
E  
Sbjct  425  
IGKMVAEDPTFRVETDQDSGETILSGMGELHLDIKVDILKRTYGVDLVVGEPQVAYRETI  484

Query  425  LKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P    SG  + S V  G + + F  A+  
G  
Sbjct  485  
TQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFSSTVVGGNVPKEFFPAIEKGFN  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D ++    G +++  S+   F   A     Q++ ++G QL
+EP + 
Sbjct  545  
SMMDTGVLAGFPVLDVEVELFDGGFHAVDSSAVAFEIAAKGAFRQSIPKAGPQLIEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P +++     D  +    I+  +     V    +IP   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPDDHVGDVIGDLNRRRGMIKDQEAGVTGVRVKADIPLSEMFGYIGSLRTMTSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_017040336.1 elongation factor G [Vibrio genomosp. F10]
 OEE31598.1 translation elongation factor G [Vibrio genomosp. F10 
str. ZF-129]
 OEE95223.1 translation elongation factor G [Vibrio genomosp. F10 
str. 9ZC157]
Length=694

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 192/671 (29%), Positives = 311/671 (46%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   



SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
SCFWNDHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------DII-----
IKQTVSLSPE  163
              +IF+NK+D+ G D  +VV  V++ L A             D +     + +   
+  +
Sbjct  126  
SRLIFVNKLDRMGADFFNVVDQVKNVLGATPLVMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  164  IVLEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
              L EN  +                E  +  +E +D L+E Y+ GE  S E + R  
++ 
Sbjct  186  
TGLPENYSVQDVPADMVDEVEQYREELIETAVEQDDDLMEAYMEGEEPSIEDIKRCIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI----GEQ-
GSAALCGS--  252
             +D + FP + GSA K  G+Q ++DAV            QP+    GE+ G  A+  
+  
Sbjct  246  
TRDIAFFPTFCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLMDEEGEETGEHAIVSTDE  305

Query  253  -----VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIV  303
                  FK+   D      ++R+YSG L   DT+  +  G+ +   ++ EM+   + 
E+ 
Sbjct  306  TFKALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNSFTGKTERVGRMVEMQADDRNELT  364

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
               +A  G+I+ I+   +V+    L DP           P P++   ++PK     
E++ 
Sbjct  365  ---
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVSPKDKGGSEKMG  421

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ ++   DP  + E D  T E IL  +G + L++   +L   Y ++  V  P V 
Y E
Sbjct  422  
IAIGKMVAEDPSFQVETDEETGETILKGMGELHLDIKVDILKRTYGVDLTVGAPQVAYRE  481

Query  423  RPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
               +A   S+T   +   +  +  I   + P   GSG  ++S V  G + + F  
AV  G
Sbjct  482  
TITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFSFKSSVVGGNVPKEFWPAVEKG  541



Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
                +E G L G+   D ++    G +++  S+   F   A     Q++ ++G 
QLLEP 
Sbjct  542  
FAGMMENGVLAGFPTLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSMPKAGAQLLEPI  601

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            ++  ++ P +++     D  +    I+  Q     V    ++P   +  Y   L   
T+G
Sbjct  602  
MNVDVFTPDDHVGDVIGDLNRRRGMIKDQQAGVTGVRIKADVPLSEMFGYIGHLRTITSG  661

Query  600  RSVCLTELKGY  610
            R     E   Y
Sbjct  662  RGQFSMEFLQY  672

>WP_024781486.1 elongation factor G [Streptococcus mutans]
Length=693

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 192/670 (29%), Positives = 309/670 (46%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    
+  +
Sbjct  69   
TAQWKDHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLE  167
            P ++F NK+D+ G D    V ++ D+L A+                I   V++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFEGIIDLVTMKAEIYTN  188

Query  168  E-NTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  TDI   D                  AV E ++ L+ KY+ GE I+  +L    
++  
Sbjct  189  



DLGTDILIEDIPADYLDQAKEYREKLIEAVAETDEDLMMKYLEGEEITETELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG--------------
EQGSAA----L  249
             +   FPV  GSA K  G+Q ++DAV   L  P+               E+  A+     
Sbjct  249  
INVEFFPVLAGSAFKNKGVQMMLDAVVDYLPSPLDIPPIKGVNPDTDEEEERPASDDEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSG L     V   +   RE++ +I +M   S+ 
EI   
Sbjct  309  
AALAFKIMTDPFVGRLTFFRVYSGILNSGSYVLNTSKGKRERIGRILQMHANSRQEI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I   +        D L D          E P P+++  + PK+ A +++
+  A
Sbjct  366  
ETVYAGDIAAAVGLKETTTGDSLTDEKAKVILESIEVPEPVIQLMVEPKSKADQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R E +  T E ++S +G + L+V+   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRVETNVETGETVISGMGELHLDVLVDRMKREFKVEANVGAPQVSYRETF  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            R           +      +  + +  TP   G G ++E+ +  G + + F  AV  
G+ 
Sbjct  486  
RQATQVRGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFVPAVEKGLI  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP + 
Sbjct  546  
ESMANGVLAGYPIVDVKAKLYDGSYHDVDSSETAFKIAASLALKEAAKTAKPVILEPMML  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+E L             ++  +   +  +    +P   +  Y T L   + 
GR 
Sbjct  606  
VTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQGRG  665

Query  602  VCLTELKGYQ  611
              +     Y+
Sbjct  666  TFMMVFDHYE  675



>WP_063872934.1 elongation factor G [Nodularia spumigena]
 KZL49619.1 elongation factor G [Nodularia spumigena CENA596]
Length=692

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 196/699 (28%), Positives = 308/699 (44%), Gaps = 
89/699 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVL----------  166
            P + FINK+D+ G +   V   + D+L A+ I     I      S  + L          
Sbjct  129  
PRIAFINKMDRTGANFYRVHDQMCDRLRANAIAIQLPIGSETEFSGIVDLVRQRAYIYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +E TDIE  D                  AV E ND L+ KY  GE ++ E  +R   
R+ 
Sbjct  189  DEGTDIEETDIPAEMQEKVAEYRTKLIEAVAETNDVLMNKYFEGEELT-
EAEIRTALRKG  247

Query  209  QDAS-LFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAAL  249
              A+ + PV  GSA K  G+Q ++DAV                 P GE           
L
Sbjct  248  
TIANKIVPVLCGSAFKNKGVQLMLDAVVDYLPAPTEVPAIQGTLPTGEAVERRADDEEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FK+   D   R  ++R+YSG L               R+   V L   E++ 
+ EM
Sbjct  308  SALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVILKADERMDVDEM  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G  +       G+ +      V L  +               P P++   + 



PKT
Sbjct  367  RAGDLGAALGLKDTLTGDTITDEGSPVILESLF-------------
IPEPVISVAVEPKT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V 
Sbjct  414  
KNDMDKLSKALQSLSEEDPTFRVHVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVG  473

Query  415  EPSVIYMERPLKAASH---
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E   K  S        +      +  + +++ P   G+G ++ S++  G 
+ +
Sbjct  474  
APQVAYRETIRKEVSKIEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIVGGTVPK  533

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             + +    G++   E G+  G+ + D K     G Y+   S+   F+    + ++
+A+ +
Sbjct  534  
EYISPAEQGMKESCESGILAGYPLIDIKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLK  593

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+ YL     D       IE           T ++P   +  
Y 
Sbjct  594  
ASPVLLEPMMKVEVEVPENYLGDVMGDLNSRRGQIEGMGSDDGLAKVTAKVPLAEMFGYA  653

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            TD+   T GR +   E   Y+     V + +I   + N+
Sbjct  654  TDIRSKTQGRGIFSMEFSHYEEVPRNVAEAIIAKSKGNA  692

>WP_059435429.1 MULTISPECIES: elongation factor G [Campylobacter]
 CUU88983.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 PPB67025.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
Length=691

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 187/687 (27%), Positives = 324/687 (47%), Gaps = 
78/687 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   



NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL-------------  160
            +F+NK+D+ G +  +V + ++++L A+ +            K  V L             
Sbjct  132  
VFVNKMDRIGANFFNVEEQIKNRLKANPVPIQIPIGAEDEFKGVVDLIKMKAIVWENEAK  191

Query  161  --------SPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     P  ++E+  +  A   +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTEFSIQEIPANLVEKAEEYRAKMIEAVAETDDALMEKFFGGEELSNEEIKKGIKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++ +A       G+   V+ TD G
+   
Sbjct  252  MNIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVAAIKGEYEDGTEVTVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKGEIV  303
                        +  ++R+Y G L         ++D     GR    +  M    + 
E  
Sbjct  311  LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNTVKDKKERVGR----
LLRMHSNKREE--  364

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             T   Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A 
+E++
Sbjct  365  -TKVLYAGEIGAVVGLKDTMTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  423  
GIALGKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K          +      +  + L + PL  GSG ++ + +  G + + +  
AV  
Sbjct  483  



ETIKKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPREYIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP
Sbjct  543  
GCQEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D  K    I +   +    + +   P   +  Y TDL   
T 
Sbjct  603  
MMKVEVETPEEYMGDVIGDLNKRRGQINSMDERAGNKIVSAFCPLAEMFGYSTDLRSQTQ  662

Query  599  GRSVCLTELKGYQAA---VGQPVIQPR  622
            GR+    E   Y+     V + +I+ R
Sbjct  663  GRATYSMEFDHYEEVPKNVSEEIIKKR  689

>WP_015109450.1 MULTISPECIES: elongation factor G [Cyanobacteria]
 AFY29001.1 translation elongation factor EF-G [Cyanobium gracile 
PCC 6307]
 PSB36892.1 elongation factor G [Aphanothece cf. minutissima CCALA 
015]
Length=691

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 178/697 (26%), Positives = 311/697 (45%), Gaps = 
86/697 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V  G   TD M  ER+RGITI 
AA  
Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGVVHKMGEVHDGAAVTDWMEQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG + V  A  GVQ Q+  ++    
+ N+
Sbjct  69   
STSWKDNRINIIDTPGHVDFTIEVERSMRVLDGVVAVFCAVGGVQPQSETVWRQADRYNV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------------------
IKQTV  158
            P ++F+NK+D+ G +   V + ++D+L A+ +                       I  
T 
Sbjct  129  
PRIVFVNKMDRTGANFLKVYEQIKDRLKANAVPIQLPIGAEGDLKGIIDLVRNKAIIYTN  188



Query  159  SLSPEIVLEE-----NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I+ EE       +   W     ++V E +++L+E ++    +++E+L+R  
+  V
Sbjct  189  
DLGTDILEEEIPADMQDEAAEWRQKLMESVAETDEELIEAFLENGELTQEQLMRGIRLGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE-----
QGSAALC  250
                + P+  GSA K  G+Q ++DAV              GL     E       
+A   
Sbjct  249  
LQHGMVPILCGSAFKNKGVQLVLDAVVDYLPAPVDVPPIHGLLADGSEATRPCDDNAPFS  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEMR  295
               FKV   D   +  ++R+YSG L               R+   + L   E+ ++ 
E+R
Sbjct  309  ALAFKV-
MADPYGKLTFVRMYSGVLQKGSYVLNSTKDKKERISRLILLKADEREEVDELR  367

Query  296  
IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
                G ++       G+ + + SD + L  +               P P++   + 
PKT 
Sbjct  368  AGDLGAVLGLKDTTTGDTLCVDSDPIILESLF-------------
IPEPVISVAVEPKTK  414

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL  L++ DP  R   D  T++ +++ +G + LE++   +  ++K+E  
+  
Sbjct  415  
GDMEKLGKALQSLSEEDPTFRVSTDPETNQTVIAGMGELHLEILVDRMLREFKVEANIGA  474

Query  416  PSVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E  R           +      +  + + + P   GSG ++ +++  G + 
+ +
Sbjct  475  
PQVSYRETIRGSAKGEGKFARQTGGKGQYGHVVIEMQPGEPGSGFEFVNKIVGGIVPKEY  534

Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
                  G++   + G+  G+ + D K+    G Y+   S+   F+    +  +  
+K+  
Sbjct  535  
IGPAEAGMKETCQSGVIAGFPMIDVKVTMVDGSYHDVDSSEMAFKIAGSMAFKDGVKKCN  594

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              LLEP +   +  P+++L     D       +E   V   +     ++P   +  
Y T 
Sbjct  595  



PVLLEPMMKVEVEVPEDFLGSVIGDLSSRRGQVEGQSVDDGQSKVQAKVPLAEMFGYATQ  654

Query  593  LAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            L   T GR +   E   Y+     V + +I   + NS
Sbjct  655  LRSMTQGRGIFSMEFSHYEEVPRNVAEAIISKNQGNS  691

>WP_036943533.1 elongation factor G [Pseudobacteroides 
cellulosolvens]
 KNY29901.1 translation elongation factor G [Pseudobacteroides 
cellulosolvens 
ATCC 35603 = DSM 2933]
Length=689

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 184/674 (27%), Positives = 311/674 (46%), Gaps = 
77/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G I   G V  G    D +  E+ RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGRIHRMGEVHNGGAAMDYLPQEQDRGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ +  AK GV+ Q+  ++       
+P +
Sbjct  72   
WKGHRINIIDTPGHVDFTVEVERSLRVLDGSVTLFCAKGGVEPQSETVWRQADNYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEIVLEENT  170
             F+NK+D  G D  + V  ++++L  + I              I   ++L     +
+++ 
Sbjct  132  
AFVNKMDIMGADFYNCVAMMKERLKTNAIPVQLPIGKEDSFCGIVDLITLKAHSYMDDSG  191

Query  171  DIEA-------------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             I                      + V E  D+L+EKY+AGE +  +++    ++    
+
Sbjct  192  
KIIEECSIPDEMMNLVDKYRTILIETVAEQKDELMEKYLAGELLPVDEIKEALRKATIAS  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAV---------------------
TGLFQPIGEQGS-AAL  249
            S+ PV  GSA K  G+Q L+DAV                     T L +P  +QG  
+AL
Sbjct  252  
SITPVLCGSAYKNKGVQQLLDAVIDYLPSPLDVGPIKGVSTDGETQLERPADDQGPFSAL  311



Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
               +    Y     +  + R+YSGTL+    V       RE++ +I +M    + 
+I   
Sbjct  312  AFKIISDTYIG---
KLCFFRVYSGTLKAGSYVYNSTKGKRERIGRILQMHAIDREDI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRW-----
REDPLPMLRTTIAPKTAAQRER  360
            D  Y G+I    + +V L D     T             E P P++   + PK  A 
+ +
Sbjct  366  DIVYAGDI----
AAAVGLKDTTTGDTLCVEDHALILESMEFPEPVISVAVEPKAKADQNK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L++ DP  R  +D  T + I+  +G + LE++   +   + +E  + +P 
V Y
Sbjct  422  
MDIALHKLSEEDPTFRVHIDKETGQTIIEGMGELHLEIIVDRMKTDFNVEANIGKPKVSY  481

Query  421  MERPLK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K     H +  +      +A   L + P++ GSG ++ S+++ G + + +   
V 
Sbjct  482  
KETISKKVKCEHKLVKQSGGGGQYAHCVLEIEPMARGSGFEFISKITGGAIPKEYLGPVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GIR  L  G L G+NV D ++    G Y+   S+   FR+ A I  ++  +++   
LLE
Sbjct  542  
SGIRDALNCGVLGGYNVVDIRVTLLDGSYHEVDSSELAFRNAAAIAFKEGCQKADPVLLE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY      +       IE  + +    +    +P   +  + T L   
T
Sbjct  602  
PIMRVDVSVPEEYTGDGIGEISMRRGRIEGMESRSGCQMIRANVPLSEMFEFSTPLRSKT  661

Query  598  NGRSVCLTELKGYQ  611
             GR     ++  ++
Sbjct  662  QGRGTFSMQISHFE  675

>WP_055161229.1 GTP-binding protein [Anaerostipes hadrus]
 CUP90530.1 Elongation factor G [Anaerostipes hadrus]
Length=880

 Score = 253 bits (646),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 179/616 (29%), Positives = 299/616 (49%), Gaps = 



38/616 (6%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I  GILAHVDAGKTTL+E++LY +G + + G V+ G    DT  LER RGITI 
+   
Sbjct  5    
KHIVTGILAHVDAGKTTLSEAILYTAGNLRKIGRVDNGDAFLDTYELERSRGITIFSKQA  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
                +   + ++DTPGH+DF AE+ R+L VLD A+LVIS  DGVQ  T  L+  L 
+  I
Sbjct  65   
EVSMNEMDLTLLDTPGHVDFSAEMERTLQVLDYAVLVISGADGVQGHTLTLWSLLERYKI  124

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+DQ G     +++ ++++LS+             I   E    E ++ 
+   
Sbjct  125  PTFLFINKMDQDGTQKDQLLKELQERLSSGC-----------
IDFGEKGSDEFYEMIAME  173

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ LL+ Y+    I+  K+    ++ + +  +FP ++GSA K  G+   +  +   
F   
Sbjct  174  DEALLDHYLESGEITESKI----RKMIAERKIFPCFFGSALKLQGVNEFLSDLA--
FYTE  227

Query  242  
GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGE  301
              + S      +FK+   + G R  +L++  G L+++  +  +     KI ++RI 
S  +
Sbjct  228  EREYSEEFGARIFKITRDENGNRLTHLKVTGGNLKVKTVITESDE---
KINQIRIYSGEK  284

Query  302  IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWRE---
DPLPMLRTTIAPKTAAQR  358
                +    G I  +      L+D +        +   E   +P+   +  +  +T
+A  
Sbjct  285  YETVNELQAGRICAVTG----
LSDTIPGQCLGAEQGGYEPVLEPVLTYQMILPEETSAS-  339

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              +L  L QL + +P L    +    EI +  +G VQLE++ +L+ E++ ++    
+ ++
Sbjct  340  -
VILPKLRQLEEEEPELHIIWNEELQEIQVQIMGEVQLEILKSLIKERFDVDVEFGQGNI  398

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + PL  GSGV  +++ S   L++++Q  



+ 
Sbjct  399  VYKETIADVVEGVGHFE--
PLRHYAEVHLLMEPLERGSGVVIDTQCSEDVLDKNWQRLI-  455

Query  479  DGIRYGLEQG----
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
              I + LE+     L G  +TD KI    G  +   +   DFR      + Q L+ 
+ + 
Sbjct  456  --
ITHLLERDHRGVLTGAPITDIKITLAAGRAHQKHTEGGDFRQATYRAVRQGLRMAQSV  513

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F L  PQ+ + RA  D  K   T +T     +  V  G  P   +Q Y+ 
++ 
Sbjct  514  
LLEPYYKFRLEVPQQMIGRAMTDIEKMQGTFDTPDTAGEMSVLQGIAPVSTMQGYQKEVL  573

Query  595  FYTNGRSVCLTELKGY  610
             Y+ G     T L GY
Sbjct  574  AYSKGMGRLFTTLNGY  589

>WP_057766019.1 GTP-binding protein [Lactobacillus tucceti]
 KRK64311.1 translation elongation factor (GTPase) [Lactobacillus 
tucceti 
DSM 20183]
Length=642

 Score = 248 bits (634),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 181/618 (29%), Positives = 296/618 (48%), Gaps = 
36/618 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK +  GI+AHVDAGKTTL+E LLY +G + + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKHVVAGIVAHVDAGKTTLSEGLLYRAGNLRQLGRVDNGDAFLDTDKLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S ++   ++ ++DTPGH+DF ++  + L+VLD AILV+SA DGVQ  TR L+  L
+   
Sbjct  61   
ASLKFKDMELTLLDTPGHVDFASQTEQVLSVLDYAILVVSATDGVQGYTRTLWRLLKHYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D + V++ ++++ S   I       S E+        E+++ 
+  
Sbjct  121  VPTFIFVNKMDAVGADKEQVLKQLQNEFSQGCI-----EFSDEM------
SEESYEEIAM  169



Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             +D +LEK++    +    +V      +Q   + P Y+GSA K  GI+  +D   G  
+ 
Sbjct  170  QDDDVLEKFLESGSVEENDIV----ELIQKKKVIPCYFGSALKLSGIEEFLD---
GFEEY  222

Query  241  IGEQGSAALCGS-
VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSK  299
              E+      G+ VFK+ + + G+R  ++R+  G L  +  V     E  K  +
+RI + 
Sbjct  223  TAEKKYPNDFGARVFKISHDENGERLTWVRVIGGVLHNKALVL----
EDQKANQLRIYNG  278

Query  300  GEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
             +         G++  +      +    LG+     +   +    P+L  ++ PK     
Sbjct  279  SKFAMVQEVSSGDVCAITGLTKTKPGQGLGNSIDAKQPEIQ----PVLNYSLDPK-
GNDI  333

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
             + L AL +L D DP L         EI +  +G VQLEV+  L+ +K+ L     
+ S+
Sbjct  334  
HKCLKALKELEDEDPQLHVAWSEQLQEINVQIMGEVQLEVLQQLMLDKFGLGIEFGQGSI  393

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E    +     H E  P   +A + L + P   GSG+ ++S  SL  L +++Q
+ V 
Sbjct  394  LYKETVTDSVEGVGHFE--
PLRHYAEVHLMLQPAPKGSGLIFDSDCSLEVLGKNWQHQVL  451

Query  479  DGIRYGLEQG-LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK----
ESGT  533
              +     +G L G  +TD +I    G      S   DF+      + Q L     
+   
Sbjct  452  
TNLGSKEHRGVLTGSPLTDMRITLVGGKASIVHSVGGDFKEATWRAVRQGLMMAKVKGNC  511

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
            QLLEP+  F L    E +  A  D  +     +T        V TG  P   ++ Y  
++
Sbjct  512  
QLLEPWYKFRLIVSSEQVGHAMSDIQRMNGEFDTPNGDSQMTVLTGNAPVSEMRGYSREV  571

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT+G+      + GY+
Sbjct  572  NSYTHGQGQLECYVDGYR  589



>WP_018963297.1 elongation factor G [Coprothermobacter platensis]
Length=699

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 189/686 (28%), Positives = 317/686 (46%), Gaps = 
76/686 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V  GT   D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIAAHIDAGKTTTTERILFFTGKTHKLGEVHDGTATMDFMEQEKERGITIMSAATTCF  73

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA++VI A  GVQ QT  ++    + +
+P +
Sbjct  74   
WKDYRINIIDTPGHVDFTIEVERSLRVLDGAVVVIDAVAGVQPQTETVWRQADRYDVPRI  133

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE-----IVLEEN-----
TDI--  172
            +F+NK+D+ G +    V ++R++L A+ +  Q +  S +     I L E      
TD+  
Sbjct  134  
VFVNKMDRNGANFLRAVNTIRERLGANAVPVQLMIGSEDNYQGVIDLIERKAYYWTDVLG  193

Query  173  ---------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                                 +  +A +E +D ++ KY+ GE I+ E++ +  ++     
Sbjct  194  
TAFEERPIPNDMLDLVEEYREKLIEAAVEMDDAVMTKYLDGEDITNEEIRQCLRKGTIQR  253

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
             + PV+ GSA K  GIQPL+D V              G+     E+          
L   
Sbjct  254  
KIVPVFGGSAYKNKGIQPLLDGVVYYLPSPLDLPPVKGIDPRTNEEVERRPLDDEPLSAF  313

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRD---TVALAGREKL-
KITEMRIPSKGEIVRTDTA  308
            +FK++      +  ++R+YSG L        V    +E++ ++  M    + ++      
Sbjct  314  
IFKIQTDPYVGKLAWVRVYSGVLNAGSYVYNVTKDSKERVSRLLRMHASHREDVNAIGAG  373

Query  309  
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQL  368
              G IV + + +    D L D            P P++  +I PKT   +++L   
L +L
Sbjct  374  DLGAIVGMRNATT--
GDTLADENNPIVLESLFIPEPVISLSIEPKTQQDQDKLAAGLQRL  431



Query  369  
ADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA  428
            ++ DP  R +VD  T E I+S +G + LE++   L  ++K++  + +P V Y E   
K  
Sbjct  432  
SEEDPTFRVKVDQETGETIISGMGELHLEIIVDRLRREFKVDANIGKPQVSYRETIKK--  489

Query  429  SHTIHIEVPPNPFWASIG--------
LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                H+EV       S G        +   PL  G+G+ +E+++  G + + +  
AV  G
Sbjct  490  ----
HVEVEGKYIRQSGGRGQYGHVVMEFEPLPRGTGIVFENKIVGGVIPKEYIPAVEKG  545

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
             R   E G+  G+ + D K     G Y+   S+   F   A   +   + ++   
+LEP 
Sbjct  546  
TREAFENGVIAGYPIVDVKATLVDGSYHEVDSSEIAFHLAAARAVRLGIPQADPVILEPI  605

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P++Y+     D       I   + +        E+P   +  Y T L   
T G
Sbjct  606  
MKVEVVVPEDYMGDVMGDLSSRRGRIMGIEAQGHLQEIRAEVPLAEMFGYATILRSLTQG  665

Query  600  RSVCLTELKGYQ---AAVGQPVIQPR  622
            R   + E   Y+   A + + +I+ R
Sbjct  666  RGSFVMEFSHYEEVPAKIAENIIESR  691

>WP_100382420.1 elongation factor G [Afipia broomeae]
 PJJ33611.1 translation elongation factor 2 (EF-2/EF-G) [Afipia 
broomeae]
Length=690

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 185/666 (28%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  



+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D+++ + +  + 
E +
Sbjct  132  
VFANKMDKTGADFFKCLADIVDRLGAKPIAIQLPIGAENNFKGLVDLVVMKGIIWNDESL  191

Query  166  LE--ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                +  DI A              +A +E +D  +  Y+ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPADLVDQAKEYREKMIEAAVELDDDAMAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVIRRADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L     V  + R+K  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGVLASGTGVVNSTRDKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_057849130.1 elongation factor G [Bradyrhizobium valentinum]
 KRQ98642.1 elongation factor G [Bradyrhizobium valentinum]
 KRR12354.1 elongation factor G [Bradyrhizobium valentinum]
Length=690

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 188/666 (28%), Positives = 303/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D+++ + +  + 
E +
Sbjct  132  
VFANKMDKTGADFFKCLADIVDRLGAKPIAIQLPIGAENNFKGLVDLVVMKGIIWNDESL  191

Query  166  LE--ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                +  DI A              +A +E +D  +  Y+ G+      L R  ++ 
V  
Sbjct  192  



GAKFDYVDIPADMVDQAKEYREKMVEAAVELDDDAMAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------
GEQGSAALCGS---------  252
             + +PV  GSA K  G+QPL+DAV   L  PI         E G+  +  +         
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPIDVPAIKGMDEDGNEVVRKADDKEPLSLL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L     V  + REK  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILASGTGVVNSTREKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPDKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428
             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIIVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677



>WP_008174819.1 GTP-binding protein [Bacillus sp. B14905]
 EAZ86871.1 probable tetracycline resistant protein [Bacillus sp. 
B14905]
Length=646

 Score = 248 bits (634),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 182/614 (30%), Positives = 293/614 (48%), Gaps = 
32/614 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+      D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDAYLDNHELERKRGITIFAEQGRMNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR  +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRNYHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN---
TDIEAWDAVIENN  182
            FINKID+ G D+++V+  +    S  ++        P   L+EN   + I  W A  
E +
Sbjct  125  FINKIDRDGADVRAVMTQLHKDFSEHVLFVD----EP---
LQENYVSSTIMEWLA--ERD  175

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA---
VTGL-F  238
            +KLL+ ++  E +     ++  Q  +++ S FP + GSA K  GIQ L+     
+TG  F
Sbjct  176  EKLLDAFL-
NEALEHGLCMKHLQSMIKNESAFPCFTGSALKDEGIQELIAQLPLITGTHF  234

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +P      A   G VFK+ + D  QR  +++  +G L +RD     G    K+TE
+R+ +
Sbjct  235  EP-----EAPFQGEVFKIRH-DGHQRLTFIKALTGKLHVRDEFTF-
GDLTEKVTEIRLYN  287

Query  299  KGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                        GEI  +   S   + D +G  T L +     + +P L+  +  +    
Sbjct  288  GSRFETVQHVEAGEIFAVKGLSQAHIGDRIGSNT-LSQPY---
ELVPTLQAKVQYEGEQH  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   +P LR        EI +  +G +QLEV+  +L +++ L     



EP 
Sbjct  344  
IKEVLKIFRLLEAEEPSLRVVWQEQFQEIHVHIMGVIQLEVLIEVLLKRFTLNISFGEPQ  403

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y+E      +   H E  P   +A I L + P   G+G+ + +      L+   
Q  V
Sbjct  404  ILYLETIATTVTGYGHFE--
PLKHYAEIHLLMQPNERGTGITFSNACHADDLSVGNQRLV  461

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      GL  G+ VTD       G  ++  ++  DFR      L Q L+++   
LL
Sbjct  462  
EKHLFERDHHGLLTGYAVTDIHFTLLTGRGHNEHTSGGDFREATFRALRQGLEQAQNVLL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F + A  +++ R   D  +   T +   + + +VV TG  P     +Y T  
A Y
Sbjct  522  
EPYYRFKMKASNDFIGRMMTDIQQAAGTFDDPVLTETDVVLTGRAPVATFMSYSTIFAAY  581

Query  597  TNGRSVCLTELKGY  610
            TNG+     +  GY
Sbjct  582  TNGKGALTLQFDGY  595

>SCJ21485.1 Elongation factor G [uncultured Ruminococcus sp.]
Length=869

 Score = 253 bits (645),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 180/616 (29%), Positives = 295/616 (48%), Gaps = 
30/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVD+GKTTL+E+L+Y+SG I++ G V+   +  DT  LER RGITI 
+  
Sbjct  1    
MKKIAVGILAHVDSGKTTLSEALMYSSGNITKLGRVDHRDSFLDTFSLERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +++  +  ++DTPGH+DF AE  R+L VLD AILVIS  DGVQ+ T  L+  L
+K N
Sbjct  61   
AVMKYNNTEFTLLDTPGHVDFSAEAERTLQVLDYAILVISGTDGVQSHTCTLWKLLKKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180



            +P  IF+NK+D  G D  SV+  +R  L  + +         +     +       
AV +
Sbjct  121  VPCFIFVNKMDLDGADKLSVMAQLRTGLDENCV---------
DFTYPNSDGFRESVAVCD  171

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP---
LMDAVTGL  237
              +K+LEKY   + + +  +       +++  +FP  +GSA K  G++    L+D  
T +
Sbjct  172  --EKILEKYYETDAVEKTDITGA----
IKERKIFPCMFGSALKLDGVKAFLNLLDEYTVM  225

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRI  296
                 E G+      V+K+   + G R  ++++  G+L++R+ + +       K+  
+RI
Sbjct  226  PSYGAEFGA-----
KVYKIAEDNQGNRLTFMKITGGSLKVREILQSEKNTNAEKVNRIRI  280

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             S  +    + A  G +  +   +   +   GD   + +        P+L   +  
+   
Sbjct  281  YSGEKFTAVEEAVAGTVCAVTGITFTSS---
GDGLGVEKNSGVPVLEPVLTYKVELEDGT  337

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L  L  L + DP L    +S   EI +  +G +QLEV+  ++ E++ +       
Sbjct  338  
DAHTALTKLKTLENEDPQLNVVWNSRLGEIHIRLMGEIQLEVLRCIIKERFGMNVSFSTG  397

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S+IY E          H E  P   +A + L + P   GSG+   SR     L+++
+Q  
Sbjct  398  SIIYKETIENTVEGVGHFE--
PLRHYAEVHLLLKPAKRGSGITINSRCKEDLLDRNWQRL  455

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      G L G  +TD +I    G  ++  +   DFR      + Q L+ + 
+ L
Sbjct  456  
ILTHLCEKTHLGVLTGSPITDIEITLVSGKAHAKHTEGGDFRQATYRAVRQGLRSAKSIL  515

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP   F L  P E + RA  D  +   T  + + K +  V TG  P   +  Y  
++  
Sbjct  516  
LEPVYDFTLEVPNENVGRAMSDIQRMSGTFNSPETKGENSVLTGTAPVSEMGNYTKEVMQ  575

Query  596  YTNGRSVCLTELKGYQ  611



            YT+GR      LKGY+
Sbjct  576  YTHGRGRLSCSLKGYE  591

>WP_013156108.1 elongation factor G [Nocardiopsis dassonvillei]
 ADH70501.1 translation elongation factor G [Nocardiopsis 
dassonvillei subsp. 
dassonvillei DSM 43111]
 APC33774.1 translation elongation factor G [Nocardiopsis 
dassonvillei]
 ASU56629.1 elongation factor G [Nocardiopsis dassonvillei]
Length=704

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 191/701 (27%), Positives = 329/701 (47%), Gaps = 
88/701 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVKHKLGETHDGASTMDWMKEEQERGITITSAAI  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+   +NI+DTPGH+DF  EV RSL VLDGA+ V  AK+GV+ Q+  ++    
+  +
Sbjct  71   
TTHWNDNTINIIDTPGHVDFTVEVERSLRVLDGAVAVFDAKEGVEPQSEQVWRQADRYGV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G + Q  V   R++L A                   D+++ +    
+ 
Sbjct  131  
PRICFVNKMDKIGAEFQRCVDMFRERLGANAMPIQLPIGAESDFKGVIDLVLMKAYVWND  190

Query  163  EIVLEENTDI------------EAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  D             EA D  IE     +D+++E Y+ G+  + E+L+   
+R
Sbjct  191  
EAALGEMYDTTEIPESHADAAREARDQFIETLAEADDEIMEMYLEGQEPTVEQLIPAIRR  250

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------------QPI  241
                 +  PV  G+A K  G+QPL+DAVT                            
+P 
Sbjct  251  
ATIAGTAVPVVCGTAFKNKGVQPLLDAVTAYLPSPLDVEAIEGHDPKDESEETKLVRKPS  310

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--



KITEMRIP  297
             ++  +AL   VFK+       +  Y+R+YSG L+    V  +L GR++   KI  
M   
Sbjct  311  NDEPLSAL---
VFKIASDPHLGKLSYVRVYSGVLQTGTQVLNSLKGRKERIGKIYRMHSN  367

Query  298  SKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPK  353
             + EI        G+IV ++        + L D   P  L    +   P P++   
I PK
Sbjct  368  KREEIAEVGA---GDIVAVMGLKDTTTGETLCDQANPIVLESMTF---
PAPVIEVAIEPK  421

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
            T + +E+L  A+ +LAD DP  +   D  T + ++S +G + LEV+   + +++K
+E  +
Sbjct  422  
TKSDQEKLGIAIQRLADEDPSFQVATDDQTGQTVISGMGELHLEVLVNRMRDEFKVEANI  481

Query  414  KEPSVIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSL----
GSGVQYESRVSL  466
             +P V Y E   + ++  ++T   +   +  +A + + + PL       SG ++ + 
V+ 
Sbjct  482  
GKPQVAYRETIRKKVEGHTYTHKKQTGGSGQFAKVKIDIEPLETESGDASGYEFVNAVTG  541

Query  467  GYLNQSFQNAVRDGIRYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + +  +V  G +   E G+   + +   K+  + G Y+   S+   F++   
I  +
Sbjct  542  
GRIPREYIPSVDAGCQEAAELGVLAHYPLVGVKVTLQDGQYHEVDSSEMAFKTAGSIAFK  601

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
            +A+K +   LLEP ++  +  P+EY+     D       I++   +    +   +
+P   
Sbjct  602  
EAVKLAKPTLLEPVMAVEVTTPEEYMGDVIGDLNSRRGQIQSMDERSGVRIVKAQVPLSE  661

Query  586  IQAYRTDLAFYTNGR---SVCLTELKGYQAAVGQPVIQPRR  623
            +  Y  DL   T GR   S+         +AV Q ++   R
Sbjct  662  MFGYVGDLRSRTQGRANYSMVFDSYAEVPSAVAQEIVAKVR  702

>WP_081028376.1 elongation factor G [Faecalibacterium prausnitzii]
 CUM71933.1 Vegetative protein 19 [Faecalibacterium prausnitzii]
Length=708

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 185/686 (27%), Positives = 316/686 (46%), Gaps = 
87/686 (13%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  193

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN+++L+EKY+ GE 
I+R
Sbjct  194  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILVEAVAENDEELMEKYLEGEEITR  253

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------  238
            E+L +  ++     +L PV  GS+ K  G+Q L+DA+                       
Sbjct  254  
EELKKAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVPDIKGVNPETEEE  313

Query  239  --QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKL-KIT  292
              +P  +   A      FK+       +  Y R+YSG +    TV  +    +E++ 
+I 
Sbjct  314  ETRPSSD--
DAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDNKERMGRIL  371

Query  293  EMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRT  348
            +M    + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P
++R 
Sbjct  372  QMHSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRV  425

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  
++K
Sbjct  426  



AIEPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFK  485

Query  409  LETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +E  V  P V Y E   K A+       +      +  + + + P   G G ++ + 
+  
Sbjct  486  
VEANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVG  545

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     
+  +
Sbjct  546  
GAIPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFK  605

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A++++   + EP +   +  P EYL     D       I+  +           
+P   
Sbjct  606  
DAMRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAFVPLAQ  665

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y TDL   T GR   + E   Y+
Sbjct  666  MFGYATDLRSKTQGRGQYVMEPSHYE  691

>OIO37618.1 translation elongation factor G [Candidatus Omnitrophica 
bacterium 
CG1_02_46_14]
Length=702

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 315/668 (47%), Gaps = 
68/668 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  N GI AH+DAGKTT +E +LY +G +   G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNFGIAAHIDAGKTTTSERVLYYTGKVHRMGEVHEGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RSL VLDGA++V  A  GV+ Q+  ++    
+  +
Sbjct  69   
TCFWKNYRLNLIDTPGHVDFTIEVERSLKVLDGAVIVFCAVGGVEPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA------------DIIIKQT--
VSLSPEIVLE  167



            P V FINK+D+ G D  +VV+ +R++L+A            D  + Q   V ++ 
+I   
Sbjct  129  
PRVCFINKMDRVGADFPTVVRQIRERLTASSAPIQLPLGSEDKFMGQIDLVEMNAKIYHT  188

Query  168  EN--------------------
TDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E+                       E  + V E +D L+EK+I G+P++ ++L    
+R 
Sbjct  189  
EDLGAHYEVIEIPVEYKEAAATARAELIEKVSEVDDALMEKFIHGQPVTNDELKLAVRRA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGE------
QGSAA  248
                   P+  GS+ K  G+Q ++DAV              G     GE           
Sbjct  249  
TVKNIFVPILCGSSFKNKGVQLMLDAVVDYLPCPLDISEIHGTHPTTGEPLLRHPDPKEP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-EKLKITEM-RI-
PSKGEIVRT  305
            L G  FK+       +  ++R+YSGT++    V  A + EK ++ ++ R+  +K 
EIV  
Sbjct  309  
LSGLAFKIATDPFVGKLTFIRIYSGTIQSGTYVYNATKNEKERVGKLVRMHANKQEIV--  366

Query  306  DTAYPGEI-VILPSDSVRLNDVLGDPTR---
LPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D    G+I  ++        D + D      L R ++   P P++   I P T A 
+E+L
Sbjct  367  DEICAGDIGAVVGLKKTTTGDTICDEKNSIILERMQF---
PEPVIDMAIEPATKADQEKL  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T E I+S +G + LE++   +  ++K+E  V +P 
V + 
Sbjct  424  
GMALGRLREEDPTLRVHYDQETGETIISGMGELHLEIIVDRMKREFKVEANVGKPQVAFK  483

Query  422  ERPLKAASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K+      HI+       +  +   + P   G GV +ES++  G + + F   
V+ 
Sbjct  484  
ETITKSVEIVGKHIQQSGGRGQYGHVVFIMKPNEAGKGVTFESKIVGGSIPREFIAPVKA  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+    + G L G+  TD  +    G ++   S+   F+  A    +  ++++G  
LLEP
Sbjct  544  
GVMEAAQSGALAGYPATDIHVELIDGSFHVVDSSELAFKLAAIYAFKDGMRQAGAILLEP  603

Query  539  



YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +S  +  P+EY+     D       IE+   K       G +P   +  Y T     
T 
Sbjct  604  
IMSIEVTTPEEYMGDVIGDLSSRRCKIESMTQKGSVKAIRGFVPLSEMFGYATTSRSLTQ  663

Query  599  GRSVCLTE  606
            GR+  + E
Sbjct  664  GRATFMME  671

>WP_010814028.1 MULTISPECIES: elongation factor G [Cupriavidus]
 CAJ94930.1 translation elongation factor G (EF-G) [Ralstonia 
eutropha H16]
 EON16750.1 elongation factor G [Cupriavidus sp. GA3-3]
 KUE87831.1 elongation factor G [Cupriavidus necator]
Length=701

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 194/695 (28%), Positives = 314/695 (45%), Gaps = 
82/695 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGISAHIDAGKTTTTERILFYTGVNHKLGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W          ++NI+DTPGH+DF  EV RS+ VLDGA +V  A  GVQ Q+  ++    
Sbjct  72   
WKGMAGNYPEHRINIIDTPGHVDFTIEVERSMRVLDGACMVYDAVGGVQPQSETVWRQAN  131

Query  118  
KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE--------------  163
            K  +P + F+NK+D+ G D   V   + D+L    +  Q + L  E              
Sbjct  132  KYAVPRIAFVNKMDRVGADFFRVQTQIADRLKGRAVPIQ-
IPLGAEDHFQGVVDLVKMKA  190

Query  164  IVLEENT--------DIEA--------W-----
DAVIENNDKLLEKYIAGEPISREKLVR  202
            IV ++ +        DI A        W     +A  E ++ LL +Y++GEP++ E
++ R
Sbjct  191  
IVWDDASQGVRFAYQDIPADLLATAQEWRDKMVEAAAEADETLLNQYLSGEPLTEEQIKR  250

Query  203  
EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------------------QPI  241
              ++R     + P+  GSA K  G+Q ++DAV                          
P 
Sbjct  251  



GLRKRTIANEIVPMLCGSAFKNKGVQSMLDAVIDYLPSPADVPAILGHTEDDREAERHPN  310

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIP  297
             ++  AAL    FK+       + ++ R+YSG ++  DTV     A RE+L +I 
+M   
Sbjct  311  DDEPFAALA---
FKIMTDPFVGQLIFFRVYSGVVKSGDTVYNPVKAKRERLGRILQMHAN  367

Query  298  
SKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             + EI           V L   +    D L DP ++        P P++   + P
+T A 
Sbjct  368  VRQEIKEVRAGDIAAAVGLKEATT--
GDTLCDPDKVIILERMSFPEPVISQAVEPRTKAD  425

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++ +E  V 
+P 
Sbjct  426  
QEKMGIALNRLAQEDPSFRVTTDEESGQTIISGMGELHLEILVDRMRREFGVEASVGKPQ  485

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   +P+K        +      +  + L++ P+  G G ++   +  G + 
+ F 
Sbjct  486  
VAYRETIRQPVKDVEGKFIKQSGGRGQYGHVVLNLEPMPHGGGYEFVDAIKGGVVPREFI  545

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GIR  L+ G L G+ + D K    +G Y+   S    FR    +  ++ ++ 
+  
Sbjct  546  
PAVDKGIRETLQSGVLAGYPIVDIKATLVFGSYHDVDSNENAFRMAGSMAFKEGMRRARP  605

Query  534  QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ--
VKKDEVVFTGEIPARCIQAYRT  591
             LLEP ++  +  P+E+      D       +   +        +   E+P   +  
Y T
Sbjct  606  
VLLEPMMAVEVETPEEFTGNVMGDLSSRRGMVHGMEDIAGGGGKIVRAEVPLATMFGYST  665

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRR  623
             L   T GR+    E K Y  A   V + VI  +R
Sbjct  666  TLRSLTQGRATYTMEFKHYAEAPANVAEAVISTKR  700

>WP_072690598.1 elongation factor G [Rhodococcus marinonascens]
Length=700

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.



 Identities = 184/669 (28%), Positives = 320/669 (48%), Gaps = 
75/669 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI 
+A  
Sbjct  11   
KVRNIGIMAHIDAGKTTATERILFYTGVNYKIGETHDGASTTDWMEQEKERGITITSAAV  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   
TCFWNNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQAAKYDV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D    VQ++ D+L A  ++ Q                         
Sbjct  131  
PRICFVNKMDKMGADFYFTVQTIIDRLGAKPLVLQLPIGAEDDFDGVVDLVEMKAITWRG  190

Query  157  TVSLSPEIVLEE-NTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            TV++      EE   D+         +  + V E+++KL+EKY AGE +S E++    
++
Sbjct  191  
TVAIGAAPTFEEIPADLADKAAEYREKLLETVAESDEKLMEKYFAGEELSVEEIKGAIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------------
QPIGE  243
                + L+PV  GSA K  G+QP++DAV                           
+P  +
Sbjct  251  
MTVASELYPVICGSAFKNKGVQPMLDAVIDYLPNPLDIGNVEGHALNNEEEILTRKPSKD  310

Query  244  QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSK  299
            +  AAL    FK+       +  ++R+YSG L     V  A + K     K+ +M    
+
Sbjct  311  EPFAALA---
FKIASHPFFGKLTFVRVYSGRLDPGAQVMNATKGKKERIGKLFQMHANKE  367

Query  300  GEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              +   D A  G I  ++        D L D +          P P+++ +I PKT 
+ +
Sbjct  368  NPV---
DEAVAGHIYAMIGLKDTTTGDTLCDQSNPIVLESMSFPDPVIQVSIEPKTKSDQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP    E+D  T + ++  +G + L+++   +  ++K+E  V 



+P V
Sbjct  425  
EKLGTAIQKLAEEDPTFSVELDDETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQV  484

Query  419  IYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYE--
SRVSLGYLNQSF  473
             Y E   + ++    T   +   +  +A + +++ P     G  YE  ++VS G + 
+ +
Sbjct  485  
AYRETITKKVEKHDFTHKKQTGGSGQFAKVIIALEPFVGEDGATYEFANKVSGGRIPREY  544

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G +  ++ G L G+ + + K+    G Y+   S+   F+      L++A 
+++G
Sbjct  545  
IPSVDAGAQDAMQYGVLAGYPLVNLKLSLLDGAYHDVDSSEMAFKVAGSQALKEAARKAG  604

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP ++  +  P+EY+     D       I+  + +    V    +P   +  
Y  D
Sbjct  605  
PVILEPLMAVEVTTPEEYMGDVIGDLNSRRGQIQAMEERSGARVVKALVPLSEMFGYIGD  664

Query  593  LAFYTNGRS  601
            L   T GR+
Sbjct  665  LRSRTQGRA  673

>WP_066542794.1 elongation factor G [Caryophanon tenue]
 OCS87990.1 translation elongation factor G [Caryophanon tenue]
Length=693

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 186/658 (28%), Positives = 305/658 (46%), Gaps = 
64/658 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI +A 
T+ Q
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGGSQMDWMEQEQERGITITSAATTAQ  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WNGNRINIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------



DIIIKQTVSLSPE--  163
            +FINK+D+ G D    V ++ ++L A                   D+I         
E  
Sbjct  132  
VFINKMDKMGADFLYSVGTLHERLQANAHPIQLPIGAEDEFSGIIDLITMDVTYYDNEEG  191

Query  164  IVLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              L E   I             +  DAV   ++ L+EKY+ GE IS E+L    ++    
Sbjct  192  
TALREGQPIPESHQAQAEEYREKLIDAVASVDEDLMEKYLEGEEISIEELKAAIRKATIA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDA------------------VTGLFQPIGEQG-
SAALCG  251
               +PV  G+A K  G++ ++DA                  V G  + I E    A    
Sbjct  252  
VEFYPVLCGTAFKHKGVRKMLDAAVDYLPAPTDVPAIKGTDVDGEEEIIRESSDDAPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V   +   RE++ +I +M   S+ E+ 
+   
Sbjct  312  
LAFKVMTDPFVGKLTFFRVYSGTLESGSYVQNSSKGKRERVGRILQMHANSREEVGKV--  369

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             + G+I   +        D L D   L      E P P++  ++ PK+ A ++++  
AL 
Sbjct  370  -
FAGDIAAAVGLKDTTTGDTLCDEKNLVILESMEFPEPVISLSVEPKSKADQDKMGQALA  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RP  424
            +L + DP  R   D+ T + I+S +G + L+++   +  ++K+E  V  P V Y E  
R 
Sbjct  429  
KLQEEDPTFRAHTDTETGQTIISGMGELHLDILVDRMKREFKVEANVGAPMVSYRETFRG  488

Query  425  
LKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                      +      +  + +  +P   G G ++E+ +  G + + +  AV  G
+R  
Sbjct  489  
EAKVQGKFTRQSGGRGQYGDVTIEFSPNEEGKGFEFENAIVGGVVPREYIPAVEAGLRDS  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L++G+  G+ + D K    +G Y+   S    F+  A + L++A K+    +LEP 
+   
Sbjct  549  
LDRGVVAGYPLIDIKAKLVFGSYHDVDSNEMAFKIAASMALKEAAKKCNPVILEPMMKVE  608

Query  544  



LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            +  P+EYL     +       +E    + +  V    +P   +  Y T L   T 
GR 
Sbjct  609  
VVIPEEYLGDIMGNITARRGRVEGMDARGNSQVVRAMVPLAEMFGYATTLRSATQGRG  666

>WP_103354190.1 elongation factor G [Amycolatopsis sp. CA-128772]
Length=648

 Score = 248 bits (634),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 202/645 (31%), Positives = 305/645 (47%), Gaps = 
49/645 (8%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GILAHVDAGKTT+TE +L+ +GA  + G V  GTT TD    ER RGITI AA  
S  
Sbjct  10   
NLGILAHVDAGKTTVTERILHRTGATRKTGEVHDGTTVTDFDPQERDRGITIFAAAVSCT  69

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++ ++DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  70   
WAGHRLTLIDTPGHVDFTDEVERSLRVLDGAVAVFDAVAGVEPQSETVWGQADRHGVPRI  129

Query  125  IFINKIDQAGVDLQSVVQSVRDKLS-ADIIIKQTV----
SLSPEIVLEENTDIEA-----  174
             F+NK+D+AG DL + V S+R +L  A ++++  +      +  + L    D+ A     
Sbjct  130  
AFVNKLDRAGADLDTAVASIRARLHPAPLVVQLPIGREDGFTGVVDLLRLRDVPADLVAE  189

Query  175  --------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLG  226
                     +AV E +   L+++ A   +S E L +  +      +   V  G+A 
+  G
Sbjct  190  
ARRRRRVLEEAVAELHPVALDEFCATGTVSAETLEKALRELTLSGAGLVVLCGAAYRDRG  249

Query  227  IQPLMDAVTGLFQPIGE----------
QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLR  276
            I+PL+DAV        +            +A L   VFKV     G R  YLR
+YSGTLR
Sbjct  250  IEPLLDAVVAYLPSPADVPPVRADRPADPAAPLAALVFKVVSAATG-
RLTYLRVYSGTLR  308

Query  277  LRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVL---
GDPTR  332
              D V  AGR +     +R+ +  +    D+A  G+IV +    + R+   L   G 
P  
Sbjct  309  KGDQVTDAGRTERVARVLRVQADRQ-



SEVDSAVAGDIVAVAGPKAARVGATLCTPGAPVL  367

Query  333  LPRKRWREDPL---
PMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILS  389
            L      E P+   P++   + P+ A   ERL  AL +LA+ DP L   VD  T + 
+LS
Sbjct  368  L------
EPPVTADPVVSVAVEPRRAGDGERLTAALARLAEEDPSLVVRVDPETGQTVLS  421

Query  390  FLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPF---
WASIG  446
             LG + LEV    L     LE  V  PSV + E  ++     ++  V  +     
+A + 
Sbjct  422  
GLGELHLEVAVEKLRRDRGLEVAVGRPSVAHRETVVRGVPGLVYRHVKQDGGAGQFAHVV  481

Query  447  LSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGL  505
            L V P +   G ++ S V  G + + +  AV  G R  L +G L G  VT  ++    
G 
Sbjct  482  LDVAPAA--
DGFEFASAVVGGRVPREYVRAVEAGCRDALAEGPLGGHPVTGLRVTLTDGA  539

Query  506  
YYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATI  565
             +   S+   FR+   + L +AL+ S  +LLEP    ++  P + +     D       
+
Sbjct  540  
THPKDSSDLAFRTAGRLGLREALRASELRLLEPVAEVVVTVPPDAVGTVLGDLAARRGRV  599

Query  566  ETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
              + V+    V T  +P   +  Y   L   T GR        G+
Sbjct  600  AGSAVRPGSAVVTATVPVAELFGYANRLRSRTQGRGTFTVRPAGF  644

>WP_073185569.1 elongation factor G [Anaerosphaera aminiphila]
 SHH64387.1 elongation factor G [Anaerosphaera aminiphila DSM 21120]
Length=692

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 194/692 (28%), Positives = 321/692 (46%), Gaps = 
76/692 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI+AH+DAGKTT TE +LY +G I + G   +G  + D M  E++RGITI 
+A T
Sbjct  9    
RVRNIGIMAHIDAGKTTTTERILYYTGKIHKIGETHEGAAQMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    



K N+
Sbjct  69   
TAFWKDHRLNIIDTPGHVDFTVEVERSLRVLDGAVALFDAKSGVEPQSETVWRQADKYNV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            P +  INK+D  G D    + ++R +LSA+ +  Q    + E+ +     +E    
+ +N
Sbjct  129  
PRIAHINKMDITGADFFRSIDTIRKRLSANPVPIQVPMGAEELFIGMIDLVEMKAEIYKN  188

Query  182  N----------------------DKLLEK-----------
YIAGEPISREKLVREEQRRV  208
            +                      D L+EK           Y+ GE I++++L    
++  
Sbjct  189  
DDGTEIEITEIPEEYRELAEKYRDNLVEKVSEFDEDLMMAYLEGEEINKDQLKSAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI-----------GEQ-------
GSAAL  249
                + PV  GS+ K  G+Q L+DA+   L  P+           GE+        
S  L
Sbjct  249  
IQVGITPVTCGSSYKNKGVQLLLDAIIDYLPSPLDIPAIVGTSLDGEEEVDRHPSDSEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  Y R+YSGTL+    V   +   RE++ +I  M    + E
+   
Sbjct  309  
SALAFKIVTDPYVGKLAYFRVYSGTLKSGSYVLNSSKGKRERIGRILLMHANKREEV---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR--WRED---
PLPMLRTTIAPKTAAQRER  360
            +  Y GEI    + +V L D     T    K     E+   P P++   I PKT A 
+++
Sbjct  366  EEIYAGEI----
AAAVGLKDTTTGDTLCDEKSPVILENMVFPEPVISVAIEPKTKASQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +L++ DP  R   D  T + I+S +G + L+++   L  ++K+E  +  P 
V Y
Sbjct  422  
MAIALQKLSEEDPTFRTHTDDETGQTIISGMGELHLDIIVDRLLREFKVEANIGNPQVSY  481

Query  421  ME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
             E   +P +     +  +      +    + V PL  GSG+ +E+ +  G + + F 
N +
Sbjct  482  RETITKPAQGEGKYVR-
QSGGRGQYGHAKIKVEPLEPGSGIIFENAIVGGSIPKEFINPI  540

Query  478  RDGIRYGLEQGLF-



GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI   L+ G+  G+ V D KI    G Y+   S+   F+    + +  AL +    
LL
Sbjct  541  
HQGIEEALKSGIVGGYEVLDIKITLYDGSYHDVDSSEMAFKIAGSMAIRDALTKGDPVLL  600

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EP     +  P+EY+     D       +E  ++     + T  +P   +  Y T 
L   
Sbjct  601  
EPVEKVEITTPEEYMGDVIGDINSRRGRMEGMELIGGAQILTCYVPLGEMFGYATSLRSN  660

Query  597  TNGRSVCLTELKGYQ---AAVGQPVIQPRRPN  625
            T GR+    +   Y     ++ + V+  ++ N
Sbjct  661  TQGRANYSMQFDHYDQVPKSIAEEVLGDKKDN  692

>PID31125.1 elongation factor G [Candidatus Cloacimonetes bacterium]
 PIE79117.1 elongation factor G [Candidatus Delongbacteria 
bacterium]
Length=689

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 183/664 (28%), Positives = 310/664 (47%), Gaps = 
71/664 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  5    
KIRNIGIMAHIDAGKTTTTERILYYTGKVHKLGEVHEGNATMDWMEQEQERGITITSAST  64

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F+W    VN++DTPGH+DF  EV RSL VLDGA+ +  A  GV+ Q+  ++    
K N+
Sbjct  65   
KFEWKNHIVNLIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVEPQSETVWRQADKYNV  124

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEI-----------------  164
            P + F+NK+D+ G D  +V+  +R++L A+ +  Q      EI                 
Sbjct  125  
PRIGFVNKMDRTGADFYNVLDMIRERLKANPVAVQIPVGQGEIFSGVIDLIRKKARMYKQ  184

Query  165  ---VLEENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
               ++ E  DI             +  +AV + +D+L+E ++ GE IS +K+    
++  
Sbjct  185  
DDGLVFEEVDIPVDMIELVDEYREKLLEAVSDYDDELMEMFLEGEEISEKKIKEAIRKAT  244



Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGSAA------L  249
             D  + P++ GSA K  G+Q L+D V              G+     E+ S         
Sbjct  245  
ADLKIVPIFCGSAFKNKGVQSLLDGVLEYLPSPLLRKSYPGINPNTKEEESRTPDVNDKF  304

Query  250  
CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-----  304
                FK+       + +Y R+YSG L        AG+  L  T  +    G +V+     
Sbjct  305  SAYAFKIMTDPYIGKLIYARIYSGKLE-------
AGKAILNATNGKKERIGRVVQMYSNK  357

Query  305  ---TDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRER  360
                D+ Y G+IV L    + +  D L D +        E P P++   I PK+ A  
E+
Sbjct  358  
REDKDSCYAGDIVALIGLKNTKTGDTLSDISAPIVYEDMEFPEPVVHIAIEPKSKADTEK  417

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            L  AL++L+D DP  +   +  T + ++S +G + L+++   +  ++ +   V  P 
V Y
Sbjct  418  
LSVALSKLSDEDPTFQIRNNEETGQTVISGMGELHLDILIDRMRREFNVSANVGAPQVAY  477

Query  421  MERPLKAASHTIHIEVPPNPF--
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E   K  S     +        +A + + + P     G+ + ++++ G + + +  
AV 
Sbjct  478  
KESLKKEISQNYKYQKQSGGKGQYAHVVMDIKPGEKNKGLVFNNKITGGAIPKEYIPAVE  537

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI   +  G   G+ + D ++    G ++   S+   FR  A I  ++A  ++ T 
L E
Sbjct  538  
KGIEEAMTSGPTAGYPIMDVEVDLVDGTFHQVDSSEMAFRICASIAAKEAFAKAKTNLEE  597

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +S  +  P+ Y+     D       I+  ++K+   +  G +P   +  Y   L   
+
Sbjct  598  
PVMSVEINTPEMYVGGITGDLSSRRGRIDGLELKEGFQIIKGSVPLSEMFGYTDRLRSIS  657

Query  598  NGRS  601
            +GR+
Sbjct  658  SGRA  661

>OQX65622.1 elongation factor G [Anaerolinea sp. 4484_236]



Length=689

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 187/674 (28%), Positives = 315/674 (47%), Gaps = 
77/674 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT+TE +L+ +G     GSV+ GTT TD M  ER+RGITI +A  
S +
Sbjct  12   
NIGIIAHIDAGKTTVTERILFYTGKTHRIGSVDDGTTVTDWMDQERERGITIVSAAVSAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF AEV RSL VLDG +++  A  GV+ Q+  ++    +  
+P +
Sbjct  72   
WRGYQVNIIDTPGHIDFTAEVQRSLRVLDGGVIIFDAVQGVEPQSETVWRQADRYGVPRL  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQTVS  159
             FINK+D+ G   +  ++ VR +L A+                         II    
+ 
Sbjct  132  
CFINKMDRVGASFERTLEMVRQRLGANPIPLQLPIGSEASFQGAVDLLEQKAIIFDDELG  191

Query  160  LSPEIV-----LEENTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQD  210
              P+IV     L++    EA + ++E     +D L  KY+ GE I+ ++L    ++ 
V  
Sbjct  192  AEPKIVEIPEELKQQVK-
EARETLVEKIAELDDDLTLKYLEGEDITVDELKTALRKAVLA  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE--------
QGSAALC  250
                P + G+A +  G+QPL+DAV                 P  E        +  
A L 
Sbjct  251  
NQATPAFCGTALRNKGVQPLLDAVIDYLPSPADIPAVEGADPDDEDIVIQLPAEDDAPLS  310

Query  251  
GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR------  304
              +FK+       R  Y R+YSGTL         G+  +  T+ +    G ++R      
Sbjct  311  ALIFKIVTDPYVGRLAYFRVYSGTLS-------
QGKTLINSTKGKRERIGRLIRMYADRR  363

Query  305  --TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  +L   +    D L D  ++  +     P P++   I PKT A 
+E++
Sbjct  364  EDVNEVRAGDIAAVLGLKNTFTGDTLCDNKKIVLENITF-
PEPVISVAIEPKTLADQEKM  422



Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L++ DP  R   D+ T + ++S +G + L+V+   +  ++ ++  +  P 
V Y 
Sbjct  423  
SIALHKLSEEDPTFRVRKDADTGQTVISGMGELHLDVLVNRMLREFHVQANIGRPRVAYH  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   R ++ A +    +   +  +  + L++ P   GSG+++E ++  G + + +  
AV+
Sbjct  483  
ESITRSVEKAEYRHVKQSGGHGQYGHVILTMEPGERGSGIEFEDKIYGGSIPREYIPAVQ  542

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G++   + G L G+ VTD K+    G ++   S+   F+    +   + +++    
LLE
Sbjct  543  
KGVKEASQSGVLAGYPVTDLKVTLIDGSFHDVDSSEMAFKIAGSMAFREGVRKGSPVLLE  602

Query  538  PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEV-
VFTGEIPARCIQAYRTDLAFY  596
            P +      P+EYL             I   +++          +P   +  Y T
+L   
Sbjct  603  
PMMKVEAVVPEEYLGDIMGQLNSRRGNILGMEMRPGNAQAVRAMVPLAEMFGYATELRSG  662

Query  597  TNGRSVCLTELKGY  610
            T GR V   E   Y
Sbjct  663  TKGRGVFSMEFDHY  676

>WP_003079725.1 elongation factor G [Streptococcus macacae]
 EHJ52077.1 translation elongation factor G [Streptococcus macacae 
NCTC 11558]
Length=693

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 196/673 (29%), Positives = 316/673 (47%), Gaps = 
69/673 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW+  +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++    



+  +
Sbjct  69   
TAQWNNHRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDAQSGVEPQTETVWRQATEYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P ++F NK+D+ G D    V ++ D+L A+                I   +++  
EI   
Sbjct  129  
PRIVFANKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGSEDDFRGIIDLITMKAEIYTN  188

Query  165  -----VLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +LEE+   E  D           AV E ++ L+ KY+ GE I+ E+L    
++  
Sbjct  189  
DLGTDILEEDIPEEYADQAKEYREKLIEAVAETDEDLMMKYLEGEEITEEELKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQGS---------  246
             +   +PV  GSA K  G+Q ++DAV              G+    GE+ S         
Sbjct  249  
INVEFYPVLCGSAFKNKGVQMMLDAVVDYLPSPLDVPAIKGINPDTGEEESRPASDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            AAL    FK+       R  ++R+YSG +     V       RE++ +I +M   S
+ EI
Sbjct  309  AALA---
FKIATDPFVGRLTFIRVYSGVMNSGSYVLNTTKGKRERIGRILQMHANSRQEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +T Y G+I   +        D L D          E P P+++  + PKT A 
++++
Sbjct  366  ---
ETVYSGDIAAAIGLKETTTGDSLTDEKAKIILESIEVPEPVIQLMVEPKTKADQDKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
               L +LA+ DP  R E +  T E ++S +G + L+V+   L  ++K+E  V  P 
V Y 
Sbjct  423  
AIGLQKLAEEDPTFRVETNPETGETVISGMGELHLDVLVDRLKREHKVEANVGAPQVSYR  482

Query  422  E--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E  R    A      +      +  + +  TP   G G ++E+ +  G + + F  
AV  
Sbjct  483  
ETFRTPTQARGFFKRQSGGKGQFGDVWIEFTPNEEGKGFEFENAIVGGVVPREFIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538



            G++  +  G L G+ + D K     G Y+   S+   F+  A + L++A K +   
+LEP
Sbjct  543  
GLQESMANGVLAGYPMVDIKAKLYDGSYHDVDSSETAFKIAASLALKEAAKSAQPVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+E L             ++  +   +  +    +P   +  Y T L   
+ 
Sbjct  603  
MMLVTITVPEENLGDVMGHVTARRGRVDGMEAHGNSQIVRAFVPLAEMFGYATVLRSASQ  662

Query  599  GRSVCLTELKGYQ  611
            GR   +     Y+
Sbjct  663  GRGTFMMVFDHYE  675

>WP_004606698.1 GTP-binding protein [[Clostridium] scindens]
 EDS07524.1 putative translation elongation factor G 
[ [[Clostridium] scindens 
ATCC 35704]
Length=888

 Score = 253 bits (646),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 186/642 (29%), Positives = 306/642 (48%), Gaps = 
52/642 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I +GILAHVDAGKTTL+E +LY SG++ + G V+ G    DT  LER+RGITI 
+   
Sbjct  3    
KKIVLGILAHVDAGKTTLSEGMLYLSGSLRKLGRVDHGNAFLDTFELERERGITIFSKQV  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             FQ    ++ ++DTPGH+DF AE+ R+L VLD A+L+IS  DG+Q  T  L+  L 
+  I
Sbjct  63   
VFQAGDIEITLLDTPGHVDFSAEMERTLPVLDYALLLISGSDGIQGHTETLWRLLDRYKI  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181
            PT +FINK+DQ G D  S+++ +  +   + I             +E    + ++ 
V   
Sbjct  123  PTFLFINKMDQEGTDRDSLMKQINARFGGECI----------
DFGQEGAQQDFYEQVALC  172

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++K LE Y+A   +  + +     R +++  +FP Y+GSA K   ++ L++ +       
Sbjct  173  DEKTLEHYLADGHLETKAIA----
RLIEERKVFPCYFGSALKLSRVEELLEGLATF--TT  226



Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKI---
TEMRIPS  298
             ++        V+K+     G R  YL++  G L+++D +  +  ++++I    +  
+  
Sbjct  227  
AKKYPDEFGAKVYKIARDSQGSRLTYLKITGGRLKVKDVIGESKVDQIRIYSGNKHELAQ  286

Query  299  KGE------
IVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAP  352
            + E      +   DT YPG+ + +   S        D   L          P+L   
I  
Sbjct  287  EAEAGMVCAVTGLDTTYPGQGLGIEKAS--------DMPVLE---------
PVLTYRIVL  329

Query  353  
KTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETV  412
               A  +  L     L + +P L    +    EI    +G VQ++V+  L+ +++ 
+   
Sbjct  330  
PEDADVQASLRNFKLLEEEEPQLHIVWNERLGEIHAKLMGEVQIDVLKRLIWDRFGMAVQ  389

Query  413  VKEPSVIYMER---
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYL  469
                S++Y E    P++   H       P   +A + L + PL  GSG+ + S VS
+  L
Sbjct  390  FDTGSIVYKETIGYPVEGVGH-----
FEPLRHYAEVHLLLEPLEEGSGLVFASEVSVDQL  444

Query  470  NQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL  528
            + ++Q  +   +      G L G  +TD KI    G  +   +   DFR      + 
Q L
Sbjct  445  
DGNWQRLILTHLEEKEHLGVLTGSAITDMKITLIAGKAHQKHTEGGDFRQAVYRAVRQGL  504

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            K++ + LLEPY +F L  P E + RA  D  +     E    + D  V +G  P   
++ 
Sbjct  505  
KKAQSILLEPYYTFRLEVPTENVGRAMADIQRMNGRFEPPVKEGDMSVLSGSAPVAAMRD  564

Query  589  YRTDLAFYTNGRSVCLTELKGYQ-AAVGQPVIQPRRPNSRLD  629
            Y+T++  YT GR      LKGY   A  + VI+    +S  D
Sbjct  565  YQTEVISYTRGRGRLFCMLKGYSPCANAKEVIEAIGYDSESD  606

>CUQ74317.1 Tetracycline resistance protein tetM from transposon 
Tn916 [Lachnospira 
pectinoschiza]
Length=868

 Score = 253 bits (645),  Expect = 7e-70, Method: Compositional 



matrix adjust.
 Identities = 184/618 (30%), Positives = 299/618 (48%), Gaps = 
41/618 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IG+LAHVDAGKTTL+ES+LY SGAI + G V+      D    ERQRGITI 
+  
Sbjct  1    
MKKLVIGMLAHVDAGKTTLSESILYTSGAIRKLGRVDNKDAFLDNNDYERQRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F +    V ++DTPGH+DF AE+ R+L VLD A+LVI+  DGVQ  T  L+  L
+++ 
Sbjct  61   
AVFTYKDLDVTLLDTPGHVDFSAEMERTLWVLDYAVLVINGMDGVQGHTETLWGLLKRLK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+DQ G D   +++ +++KLS+  +    +      V  E    EA + 
V++
Sbjct  121  VPVFIFVNKMDQQGTDRHRILEQLKNKLSSGCVDFDRLDYEELAVCNE----
EALEQVLD  176

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + +++  + G  IS        QR V     FPV +GSA +  G+  L+D +   
+  
Sbjct  177  --EGIVDDKLIGNMIS--------QREV-----FPVIFGSALRLDGVDRLLD-
IMNKYCE  220

Query  241  IGEQGS---
AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
            + E G    + +   V+K+   D G+R  ++++  G+L+ +  +        KI +
+RI 
Sbjct  221  VSENGDDKQSDMSARVYKISRDDRGERLTHIKVTGGSLKAKQLI-----
NGEKINQIRIY  275

Query  298  SKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPTRLPRKRWREDPL--
PMLRTTIAPKT  354
            S  +    + A  G I  +   +       LG      R+     P+  P+L   I    
Sbjct  276  SGEKYTSVNEAVCGSICAITGLEGTYAGQALG------
RENNDNAPVLSPVLNYKINLPA  329

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                  +L  L  + + +P L  E +    EI +  +G V +EV+  ++ E++  +    
Sbjct  330  
GTDPLMMLPKLKMIEEEEPQLHIEWNESFKEIHVQVMGPVMIEVLQNIIKERFDCDVTFS  389

Query  415  
EPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            E S++Y E          H E  P   +A + L + P   GSG+QYE   S   L 



+++Q
Sbjct  390  EGSIVYKETIADKVEGIGHFE--
PLRHYAEVHLILEPGEAGSGMQYELDCSEDMLAKNWQ  447

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
              +   +     +G L G  +TD KI    G  ++  +   DFR      +   L 
++ +
Sbjct  448  
RLIYTHLCEKTHKGVLTGSALTDVKITVVAGRAHNKHTEGGDFRQATYRAVRNGLMQAES  507

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP+  F L   ++Y+ RA  D  +  A  E      DE V  G  P   +  Y
+ ++
Sbjct  508  VLLEPFYEFTLILDRQYIGRAMTDFERMGAQFEIND-
NGDEAVIKGAGPVATVGNYQAEV  566

Query  594  AFYTNGRSVCLTELKGYQ  611
              YT G+ V   ++ GY+
Sbjct  567  NAYTRGKGVLRLKMSGYR  584

>WP_045953930.1 elongation factor G [Vibrio galatheae]
 KJY84998.1 elongation factor G [Vibrio galatheae]
Length=695

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 188/674 (28%), Positives = 310/674 (46%), Gaps = 
67/674 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ
+A  
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAV  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W+  ++N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    
+  +
Sbjct  66   
TCEWNGHRLNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV---------------  165
              +IF+NK+D+ G D  +VV  V++ L+A+ +++   +    + V               
Sbjct  126  
SRLIFVNKLDRMGADFYNVVDQVKNVLAANPLVMVLPIGREDDFVGVVDLLSRKAYVWDD  185

Query  166  --LEENTDI----------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207



              L EN +I                E  +  +E +D L+E Y+ GE  + E+L    
++ 
Sbjct  186  
SGLPENYEIQDVPADMVDDVEQYREELIETAVEQDDDLMEAYMEGEEPTVEQLKACIRKG  245

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV------  253
             +D + FP + GSA K  G+Q ++DAV            QP+ ++ +    G V      
Sbjct  246  
TRDLAFFPTFCGSAFKNKGVQLVLDAVVDYLPSPTEVDPQPLTDKETGEPTGEVATVSAE  305

Query  254  -------FKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FK+   D      ++R+YSG ++  DT+  A   K     ++ EM+   
+ EI
Sbjct  306  EPLRALAFKI-
MDDRFGALTFIRIYSGVMKKGDTILNAATGKTERIGRMCEMQADDRNEI  364

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
                 A  G+I+ ++   +V+    L DP           P P++   +APK     
E++
Sbjct  365  TE---
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEPMIFPEPVISIAVAPKDKGSTEKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V  P 
V Y 
Sbjct  422  
GIAIGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGAPQVAYR  481

Query  422  ERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   +    S+T   +   +  +  I   + P    SG  ++S V  G + + F  
AV  
Sbjct  482  
ETITQEVEDSYTHKKQSGGSGQFGKIDYRIKPGEPNSGFTFKSTVVGGNVPKEFWPAVEK  541

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G    +E G L G+   D ++    G +++  S+   +   A     Q++ ++G 
QLLEP
Sbjct  542  
GFASMMETGVLAGFPTLDVEVELFDGGFHAVDSSAIAYEIAAKGAFRQSMPKAGAQLLEP  601

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +++P++ +     D  +    I+  Q     V    ++P   +  Y   L   
T+
Sbjct  602  
IMHVDVFSPEDNVGDVIGDLNRRRGMIKDQQAGATGVRIKADVPLSEMFGYIGHLRTITS  661

Query  599  GRSVCLTELKGYQA  612



            GR     E   Y A
Sbjct  662  GRGQFSMEFAHYSA  675

>KKU92971.1 Elongation factor G [Candidatus Yanofskybacteria 
bacterium GW2011_GWC1_48_11]
 KKW04553.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWB1_49_12]
 KKW09189.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWA1_49_26]
 KKW14174.1 Elongation factor G [Parcubacteria group bacterium 
GW2011_GWA2_50_10]
 OHA61441.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium GWA1_49_26]
 OHA66216.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium RIFCSPHIGHO2_01_FULL_50_47]
 OHA69815.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium RIFCSPHIGHO2_02_FULL_49_17]
 OHA71682.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium RIFCSPHIGHO2_12_FULL_49_13]
 OHA74303.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium RIFCSPLOWO2_01_FULL_50_46]
 OHA77456.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium RIFOXYD1_FULL_50_12]
 OHA77989.1 translation elongation factor G [Candidatus 
Wildermuthbacteria 
bacterium RIFCSPLOWO2_12_FULL_49_9]
Length=701

 Score = 249 bits (637),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 199/702 (28%), Positives = 322/702 (46%), Gaps = 
90/702 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  ER+RGITI 
AA T
Sbjct  9    
KYRNIGIIAHIDAGKTTSTERVLFYTGISHKIGEVHEGAAIMDWMVQERERGITITAAAT  68

Query  62   SFQW----------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            +  W          ++ ++NI+DTPGH+DF AEV RSL VLDGAI++     GV+ 
Q+  
Sbjct  69   
TCFWVPTYLPNEQANKYRINIIDTPGHIDFTAEVQRSLRVLDGAIVIFDGVAGVEPQSET  128



Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII------------------  153
            ++    K  +P + F+NKID+ G   +  + S+R+KL+ + +                  
Sbjct  129  
VWRQADKFGVPRICFVNKIDRVGASFEKSLNSIREKLTRNAVALQIPIGEESQLKGVIDL  188

Query  154  -----------IKQTVSLS--PEIVLEENTDI--
EAWDAVIENNDKLLEKYIAGEPISRE  198
                         QTV     PE + E+  +    A + V   ++ L+EKY+ GE 
+S E
Sbjct  189  
LEMKAKYFEGDFGQTVKTGEIPEELAEKAKEWRGRALEKVAAEDEVLMEKYLGGEELSVE  248

Query  199  KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-------------
AVTGLFQPIGE--  243
            ++ R  +R      L PV+ G+A K LG+Q ++D             A+ G     
GE  
Sbjct  249  
EIKRTLRRATIKGKLVPVFTGAALKNLGVQMVLDGVVDYLPSPVDVSAIEGTDPKTGETI  308

Query  244  ----QGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMR  295
                  +       FKV          Y R+YSGTL+    V       RE++ +I  
M 
Sbjct  309  
ERKPSDAEPFSALAFKVASDPFVGTLTYFRVYSGTLQKGSYVQNSTTEERERISRILRMH  368

Query  296  IPSKGEIVRTDTAYPGEIVILPSDSVRLNDVL--------
GDPTRLPRKRWREDPLPMLR  347
               + E+      Y G+I    + +V L +            P  L +  +   P 
P++ 
Sbjct  369  AAEREEV---GELYAGDI----AATVGLKNTSTGHTLCAENSPIVLEQISF---
PEPVIS  418

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407
              I PKT A +E++  AL +LA+ DP  R   D  T E I+S +G + LE++   +  
++
Sbjct  419  
IRIEPKTKADQEKMGLALRRLAEEDPTFRVNSDLETGETIISGMGELHLEIIVDRMKREF  478

Query  408  KLETVVKEPSVIYMERPL-KAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVS  465
             +   V  P V Y E    KA +   ++ +      +  + L V P   G G ++   
+ 
Sbjct  479  
SVGAAVGRPQVAYKETIRGKAETEAKYVRQSGGRGQYGHVFLRVEPKKEGEGFEFVDEIK  538

Query  466  LGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVL  524
               + + +  AV+ GI+  +++G L G+ V D K     G Y+   S+   F+  A 
+  
Sbjct  539  
GAAIPREYIPAVQKGIQEAMDKGVLAGYPVVDLKASLYDGSYHEVDSSEFAFKIAASMAF  598



Query  525  
EQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPAR  584
            ++A K++   LLEP +   +  P  +L     D       IE  + + D  + + +
+P  
Sbjct  599  
QEAAKKAELVLLEPIMRLEVTVPSRFLGDVIGDLSSRRGRIEETEDRLDMKIISAKVPLA  658

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
             +  Y T+L   T GR     E + Y+   + + Q VI+ +R
Sbjct  659  EMFGYATNLRSLTEGRGTFTMEFERYEQVPSNITQEVIEGKR  700

>WP_008521539.1 elongation factor G [Jonquetella anthropi]
 EEX48028.1 translation elongation factor G [Jonquetella anthropi 
E3_33 E1]
Length=694

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 192/689 (28%), Positives = 322/689 (47%), Gaps = 
76/689 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V +G    D M  ER+RGITI 
+A T
Sbjct  8    
KIRNIGIAAHIDAGKTTTSERILFYTGVNYKIGEVHEGAATMDWMEQERERGITITSAAT  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W  C +N++DTPGH+DF  EV RS+ VLDGA+ V  A  GV+ Q+  ++    
K  +
Sbjct  68   
TCRWRDCWINLIDTPGHVDFTVEVERSMRVLDGAVSVFCAVGGVEPQSETVWRQADKYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL----------  160
            P V F+NK+D+ G +  SVV  + +KL A  +            K  V L          
Sbjct  128  
PRVAFVNKMDRVGANFLSVVDQLHEKLGARAVPLQLPIGAEDSFKGIVDLVTMKAFCYHT  187

Query  161  -----SPE---IVLEENTDIEAW-DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
                  PE   I  +   D  ++ + +IE+    +++++E Y+ G+  S E++ R  
+  
Sbjct  188  
EDSGAKPEEGPIPEDMKADAASYREHLIESLGDVDEEIMELYLDGKEPSVEQIKRAIREH  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQG---SA  247
                   PV  GSA K  GIQ ++DAV                     + I E+    
SA



Sbjct  248  
TIKLEFVPVLCGSAFKNKGIQAVLDAVVDYLPSPLDLPAIEGTDPDDPEKIIERHPDVSA  307

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRIPSKGEIVRTD  306
               G  FK+       R  Y R+YSG ++  DT+   A R++ +I  +      + 
+  D
Sbjct  308  
PFAGLAFKIAVDPFVGRLTYCRVYSGKVKTGDTLYNPASRKRERIGRILQMHSNKRIDLD  367

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G I+ LPS  + R  D L D          E P P++  ++ P T A +++L   
L
Sbjct  368  
EAGAGMIIALPSLKATRTGDTLCDEKAPVVLESLEFPQPVISLSVEPATTADKDKLTKGL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              LA+ DP      +  T + I+S +G + L+++   L  ++K++  V  P V Y 
E   
Sbjct  428  
IALAEEDPTFVVRNNEETGQTIISGMGELHLDIIIDRLRREFKVDVAVGRPQVSYREAIF  487

Query  426  KAASHTIHIEVPPNPF---------WASIGLSVTPLSLG-
SGVQYESRVSLGYLNQSFQN  475
                    +E     F         +  + +++ PL  G SG  +E ++  G + + 
+  
Sbjct  488  D------
RVEQVQGKFVRQSGGRGQYGDVVINMEPLPDGASGFVFEDKIVGGVIPREYIP  541

Query  476  AVRDGIRYGLEQGLFG-
WNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
            AV+ GI   +  G+ G + V   K+   YG Y+   S+   F+  A +  ++A++ 
+   
Sbjct  542  
AVQKGIEEAMGTGILGGFPVIGVKVELVYGSYHDVDSSEMAFKIAASMAFKEAMRRAHPA  601

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            L+EP ++  +  P+EY+     D       +E  +++ +       +P   +  Y 
TDL 
Sbjct  602  
LMEPIMAVEVDTPEEYVGDVMGDLSSRRGRVEGMEMRGNARAIKAYVPLGEMFGYATDLR  661

Query  595  FYTNGRSVCLTELKGYQ---AAVGQPVIQ  620
              T+GR+    +   Y+   A+V + +++
Sbjct  662  SRTSGRATYTMQFHHYEPTPASVAESILK  690

>OGK55061.1 translation elongation factor G, partial [Candidatus 
Roizmanbacteria 
bacterium RIFCSPLOWO2_01_FULL_45_11]
Length=673



 Score = 249 bits (635),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 183/662 (28%), Positives = 313/662 (47%), Gaps = 
67/662 (10%)

Query  12   
VDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRCKVN  71
            +DAGKTT TE +L+ +G   + G +++GTT+ D M  E++RGITI +A T+  W   
++N
Sbjct  1    
IDAGKTTTTERILFYTGKSYKIGDIDEGTTQMDWMEQEKERGITIVSAATTTFWKDYRIN  60

Query  72   
IVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFINKID  131
            I+DTPGH+DF AEV R+L VLDG I V+ A++GVQ+Q+  ++H   K ++P + F
+NK+D
Sbjct  61   
IIDTPGHVDFTAEVERALRVLDGGITVLDAEEGVQSQSETVWHQADKYHVPRLCFVNKMD  120

Query  132  QAGVDLQSVVQSVRDKLSA-------------------DIIIKQ-----------
TVSLS  161
            + G D  + V+S+R +L A                   D++ +            T  
+S
Sbjct  121  
KVGADFLATVESIRKRLGAVPAIMVLPIGAESTFKGTVDLLTRTALTWGSDELGATFDVS  180

Query  162  PEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPV  216
             EI  +    +E +     + + E++D LL +++ G+  S E+L    ++ V    
L P+
Sbjct  181  
NEIPADMKDQVEEYRSKLVEQICEHDDVLLGQFLEGKEPSVEELKAGLRKAVIAYKLVPI  240

Query  217  YYGSAKKGLGIQPLMDA-------------VTGLF---------
QPIGEQGSAALCGSVF  254
            Y GS+ +  G+QPL+DA             VTG+          +P   +  +AL    
F
Sbjct  241  
YAGSSLRNKGVQPLLDAVIDYLPSPLDVPPVTGMNPKTDKEETRKPDVNEPFSALA---F  297

Query  255  KVEYTDCGQRRVYLRLYSGTLRLRDTVA-
LAGREKLKITEMRIPSKGEIVRTDTAYPGEI  313
            K++      +  Y R+YSGT+     V  +  REK ++  + +              
GEI
Sbjct  298  
KIQIDPHVGKLTYARVYSGTITAGSYVTNITKREKERVGRLLLMHANTREDITEGKAGEI  357

Query  314  V-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTD  372
            V I+   +    D L D  +         P P++   I PKT + +E++  AL 
+LA+ D
Sbjct  358  
VAIVGLKNTGTGDTLADEKQPIVLESISFPDPVISLAIEPKTRSDQEKMGYALQRLAEED  417



Query  373  PLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---
RPLKAAS  429
            P  +   +  T++ I++ +G + LE++   +  ++K+   V  P V Y E   R  
KA  
Sbjct  418  
PTFKIRTNHETNQTIIAGMGELHLEILVDRMLREFKVAANVGAPQVAYKETVTRQAKAEG  477

Query  430  
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-  488
              I  +      +    L + PL  G G Q+ + V  G +   F  +V  G+R  
+E+G 
Sbjct  478  KYIR-
QTGGRGQYGHCFLRIEPLERGEGFQFVNEVRGGAIPNEFIPSVEKGVREAVEKGV  536

Query  489  
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQ  548
            L G+ + D ++    G Y+   S+   FR    +  +  ++++G  +LEP +   +  
P 
Sbjct  537  
LAGYPIVDIRVALYDGTYHDVDSSDIAFRIAGSMAFQNGVRQAGPTILEPIMKVEVTTPD  596

Query  549  
EYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELK  608
            E++     D     A I   + +    +     P   +  Y T +   T GR+    
E  
Sbjct  597  
EFMGTIIGDLSSKRAQIVGTEKRGLVSIVNALCPLETLTGYATTIRSLTQGRATYYMEPS  656

Query  609  GY  610
             Y
Sbjct  657  HY  658

>OHC97444.1 translation elongation factor G [Sphingomonadales 
bacterium RIFCSPLOWO2_12_FULL_63_15]
Length=690

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 193/660 (29%), Positives = 297/660 (45%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSYKIGEVHDGAATMDWMEQEQERGITITSAATTCI  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+       GV+ Q+  ++    K  
+P +



Sbjct  72   
WNDHRLNIIDTPGHVDFTIEVERSLRVLDGAVAAFDGVAGVEPQSETVWRQADKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI-----
IIKQTVSL  160
             FINK+D+ G +    VQ++ D+L A                   D+     II +  
+L
Sbjct  132  
CFINKLDRTGANFYYCVQTIIDRLGAIPAVLYLPIGAESEFRGLVDLVENRAIIWKDENL  191

Query  161  SPEIVLEENTDIEAWDA----------VIENNDKLLEKYIAG---
EPISREKLVREEQRR  207
              E   EE  D  A  A           +E +D+ +E Y+ G   +  + +KL+R   
+ 
Sbjct  192  
GAEFSYEEIPDDLADKAAEYREKLIELAVEQDDEAMEAYLEGNLPDVATLKKLIR---KG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
                S  PV  GSA K  G+QPL+DAV                 P  +Q         
A 
Sbjct  249  
TLAQSFVPVLCGSAFKNKGVQPLLDAVVDYLPSPLDIEDVQGINPDNDQPDSRATADDAP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
              G  FK+          +LR+YSGTL     +     +K KI  M +         
D A
Sbjct  309  
FAGLAFKIMNDPFVGSLTFLRVYSGTLTKGTYLNSVKDKKEKIGRMLLMHANSREDIDAA  368

Query  309  YPGEIVILPS-DSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+IV L         D L     P  L R  +   P P++  ++ PKT A +E+
+  A
Sbjct  369  YAGDIVALAGMKETTTGDTLCAERQPIILERMEF---
PEPVIELSVEPKTKADQEKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA  DP  R   D  + + I+  +G + LE++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LNRLAAEDPSFRVSTDHESGQTIIKGMGELHLEILVDRMKREFKVEANVGAPQVAYREYL  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA    +T   +      +  I + VTP   G+G+ ++  +  G + + +  A+  
G+R
Sbjct  486  
KKAVDVDYTHKKQSGGTGQFGRIKVKVTPGERGAGIIFKDEIKGGNIPKEYIPAIEKGMR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541



                 G L G+ + D +I    G Y+   S+   F       + +  ++SG  
LLEP + 
Sbjct  546  
ETAATGSLIGFPIIDFEINLYDGAYHDVDSSALAFEITGRAAMREVAQKSGITLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + +P+EYL     D       I+    + +  V    +P   +  Y   L  +T 
GR+
Sbjct  606  
VEVVSPEEYLGDVIGDMNSRRGQIQGTDTRGNAQVVEAMVPLANMFGYVNSLRSFTQGRA  665

>WP_069065536.1 elongation factor G [Sphingobium sp. RAC03]
 AOF98032.1 translation elongation factor G [Sphingobium sp. RAC03]
Length=690

 Score = 249 bits (636),  Expect = 7e-70, Method: Compositional 
matrix adjust.
 Identities = 193/660 (29%), Positives = 297/660 (45%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSYKIGEVHDGAATMDWMEQEQERGITITSAATTCI  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+       GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRLNIIDTPGHVDFTIEVERSLRVLDGAVAAFDGVAGVEPQSETVWRQADKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI-----
IIKQTVSL  160
             FINK+D+ G +    VQ++ D+L A                   D+     II +  
+L
Sbjct  132  
CFINKLDRTGANFYYCVQTIIDRLGAIPAVLYLPIGAESEFKGLVDLVENRAIIWKDENL  191

Query  161  SPEIVLEENTDIEAWDA----------VIENNDKLLEKYIAG---
EPISREKLVREEQRR  207
              E   EE  D  A  A           +E +D+ +E Y+ G   +  + +KL+R   
+ 
Sbjct  192  
GAEFSYEEIPDDLADKAAEYREKLIELAVEQDDEAMEAYLEGNLPDVATLKKLIR---KG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
                S  PV  GSA K  G+QPL+DAV                 P  +Q         
A 



Sbjct  249  
TLAQSFVPVLCGSAFKNKGVQPLLDAVVDYLPSPLDIEDVQGINPDNDQPDSRATADDAP  308

Query  249  
LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
              G  FK+          +LR+YSGTL     +     +K KI  M +         
D A
Sbjct  309  
FAGLAFKIMNDPFVGSLTFLRVYSGTLTKGTYLNSVKDKKEKIGRMLLMHANSREDIDAA  368

Query  309  YPGEIVILPS-DSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+IV L         D L     P  L R  +   P P++  ++ PKT A +E+
+  A
Sbjct  369  YAGDIVALAGMKETTTGDTLCAERQPIILERMEF---
PEPVIELSVEPKTKADQEKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA  DP  R   D  + + I+  +G + LE++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LNRLAAEDPSFRVSTDHESGQTIIKGMGELHLEILVDRMKREFKVEANVGAPQVAYREYL  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA    +T   +      +  I + VTP   G+G+ ++  +  G + + +  A+  
G+R
Sbjct  486  
KKAVDVDYTHKKQSGGTGQFGRIKVKVTPGERGAGIIFKDEIKGGNIPKEYIPAIEKGMR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G L G+ + D +I    G Y+   S+   F       + +  ++SG  
LLEP + 
Sbjct  546  
ETAATGSLIGFPIIDFEINLYDGAYHDVDSSALAFEITGRAAMREVAQKSGITLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + +P+EYL     D       I+    + +  V    +P   +  Y   L  +T 
GR+
Sbjct  606  
VEVVSPEEYLGDVIGDMNSRRGQIQGTDTRGNAQVVEAMVPLANMFGYVNSLRSFTQGRA  665

>WP_075476842.1 elongation factor G [Moritella viscosa]
 SGY91220.1 Elongation factor G 1 [Moritella viscosa]
Length=695

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 197/682 (29%), Positives = 308/682 (45%), Gaps = 
72/682 (11%)



Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGQIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   VV+  +D L A                   D++ +Q   +  
E  
Sbjct  129  IFVNKLDRMGADFYRVVKQTQDVLDANPLVMVLPIGIEDDFVGVVDLLTRQAY-
VWDETG  187

Query  166  LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN +I+   A                 +E +D L+E Y+ G   S E + R  +
+  +
Sbjct  188  
LPENYEIQDVPADMVDKVEEYREMLIETAVEQDDDLMEAYMEGTEPSIEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPIGEQ-----
GSAALCGS----  252
                FP Y GSA K  G+Q ++DAV            QP+ ++     G  AL  +    
Sbjct  248  
TMDFFPTYCGSAFKNKGMQLILDAVVDYLPCPTDVDPQPLTDEEGEATGEVALVSTEETF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+     G    ++R+YSGTL+  DT+  A   K     ++ EM+   + E
+   
Sbjct  308  KALAFKISDDRFGA-
LTFIRIYSGTLKKGDTILNAATGKTERVGRMCEMQADERKELT--  364

Query  306  DTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
             +A  G+I  ++    +V+    L DP           P P++  ++ PK     E
++  
Sbjct  365  -
SAQAGDILAIVGMKGNVQTGHTLCDPKDPIILEAMVFPEPVISISVTPKDKGSTEKMGI  423

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            A+ ++   DP  + E D  + E ILS +G + L++   +L   Y +E VV  P V 
Y E 
Sbjct  424  



AIGKMVAEDPTFKVETDQDSGETILSGMGELHLDIKVDILKRTYGVELVVGAPQVAYRET  483

Query  424  PLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              +A   S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  
G 
Sbjct  484  
ITQAIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFVFTSSVVGGNVPKEFFPAVEKGF  543

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  ++ G L G+ V D +I    G +++  S+   F   A     Q++ ++G QL
+EP +
Sbjct  544  
KSLMDTGVLAGFPVLDVEIELYDGGFHAVDSSAVAFELAARGAFRQSIPKAGAQLIEPIM  603

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++ P +++     D  +    I         V    ++P   +  Y   L   
T+GR
Sbjct  604  
KVDVFTPDDHVGDVIGDLNRRRGMIAGQDAGATGVRIKADVPLSEMFGYIGSLRTMTSGR  663

Query  601  SVCLTELKGYQ---AAVGQPVI  619
                 E   Y    A V + VI
Sbjct  664  GQFSMEFSHYNPCPANVAEGVI  685

>CCZ94516.1 elongation factor G 1 [Corallococcus sp. CAG:1435]
Length=699

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 190/667 (28%), Positives = 312/667 (47%), Gaps = 
76/667 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT +E +L+ SG   + G V +GT   D+M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTSERILFFSGKTRKIGEVHEGTAVMDSMAQEQERGITIASAATTVH  71

Query  65   WHRC------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRK  118
            W         ++N++DTPGH+DF  EV RSL VLDGA+ V  AK GV+ Q+  ++H   
K
Sbjct  72   
WVDSYNHVDYRINLIDTPGHVDFTVEVERSLRVLDGAVAVFCAKGGVEPQSETVWHQATK  131

Query  119  MNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS  159
             N+P + F+NK+D  G + ++V++ +R++L A                   D+I K
+   



Sbjct  132  
YNVPRIAFVNKMDINGANFENVIKMMRERLKANALPVQLPIGKEETFRGIVDVITKKAYF  191

Query  160  LS-PEIVLEENTDI---------EAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQ  205
             + P+ V+ +  ++         +A + ++E     +D L+EK+     +S +++    
+
Sbjct  192  
YNDPKGVVIDEGEVPADMVAAVDKAHEELVEFVAGTDDALMEKFFEEGDLSVDEIKHALR  251

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIG-------------------EQG  245
            + V +  + PV  GS+ K  G+Q L+DAV   L  P+                       
Sbjct  252  
KAVIELKVNPVLCGSSYKNKGVQKLLDAVCEYLPSPVDIDHVVGFDVHDEDKKIVRKTDD  311

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGE  301
                CG  FK+       +  Y R+YSGTL+    V       RE++ K+ +M    
+ E
Sbjct  312  
DEPFCGLAFKIVADPFVGKLAYCRVYSGTLQAGSYVYNSTKGKRERVTKVLQMHAAQREE  371

Query  302  IVRTDTAYPGEIVILPS-DSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            I  T   Y GEIV L         D L    DP  L    +   P P+++  I 
PKT A 
Sbjct  372  IPET---YAGEIVALVGLKDTTTGDTLCSEKDPIVLDSMLF---
PEPVIKVAIEPKTKAG  425

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V 
+P 
Sbjct  426  
QEKMTLALVKLAEEDPTFKTYTDQETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQ  485

Query  418  VIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
            V Y E   KA  A      +      +    + + PL  G G ++      G + + 
+  
Sbjct  486  
VSYRETITKAVEAEGKYVRQSGGKGQYGHCKIKMEPLEAGKGYEFVDATVGGSIPKEYIQ  545

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             + +GI    + G L G+ V D K+    G ++   S+   F+    +  + A  +
+   
Sbjct  546  
PINNGIMEAAKTGPLAGYEVVDFKVTVYDGSFHPVDSSEMAFKIAGSLAFKNAAAKADPI  605

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP +   +  P+EYL     +       +   +++    V    IP   +  Y 



TDL 
Sbjct  606  
LLEPMMKVEITLPEEYLGDVMGNVSSRRGNVSGIEMRNGVQVINAFIPLAEMFGYATDLR  665

Query  595  FYTNGRS  601
              T GR 
Sbjct  666  SRTQGRG  672

>WP_071662577.1 elongation factor G [Candidatus Rickettsiella 
isopodorum]
 OIZ94083.1 elongation factor G [Candidatus Rickettsiella 
isopodorum]
Length=704

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 188/679 (28%), Positives = 312/679 (46%), Gaps = 
72/679 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIIAHIDAGKTTTTERILFYTGVSHKLGEVHEGTAIMDWMAQEQERGITITSAATTCF  71

Query  65   WH-------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W        + ++NI+DTPGH+DF  EV RSL VLDGA +V  A  GV+ Q+  ++    
Sbjct  72   
WDGMAHQFPQHRINIIDTPGHVDFTIEVERSLRVLDGACVVFCAVSGVEPQSETVWRQAN  131

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----------IKQTVSL--
SPEI  164
            K  +P + F+NK+D+AG +   VV  +  +L    I            +  V L     
I
Sbjct  132  
KYQVPRLAFVNKMDRAGANFLRVVDQIAKRLGGRPIPIHIPIGAEENFEGVVDLVQMKAI  191

Query  165  VLEENT----------------DIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVRE  203
              +E+T                + E W     +AV E ++++ E+Y+ GE  S ++
+ + 
Sbjct  192  
YWDESTQGMRFEYRDIPEALKAECEVWHEKLIEAVAEASEEMTERYLNGEKFSIDEIKQA  251

Query  204  EQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------
TGLFQPIGEQ------  244
             +    D  + PV  GSA K  G+Q ++DAV              G+    G+       
Sbjct  252  
IRILTLDNKIVPVLCGSAFKNKGVQAMLDAVIEYLPAPNDVAAIKGVLDDAGQTVAERPP  311

Query  245  -GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-



KITEMRIPSK  299
               A      FK+         VY R+YSG ++  D+V     + +E++ +I +M   
++
Sbjct  312  
VDDAPFAALAFKIATDPFVGSLVYFRVYSGVVKSGDSVYNPVKSKKERIGRIVQMHANTR  371

Query  300  
GEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
             EI           V L   +    D L DP  +      E P P++   + PKT 
A +E
Sbjct  372  EEIKEVRAGDIAAAVGLKYTTT--
GDTLSDPNNIITLERMEFPEPVISVAVEPKTKADQE  429

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
            ++  AL++LA  DP  R  VD  + + I+S +G + LE++   +  ++ +E  V 
+P V 
Sbjct  430  
KMSIALSKLAQEDPSFRVRVDEESGQTIISGMGELHLEIIVDRMKREFSVEANVGKPQVA  489

Query  420  YMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            Y E   KA         +      +  + + + PL  G G ++E+ +  G + + +  
AV
Sbjct  490  
YRETIRKAVEQEGKFVRQSGGRGQYGHVWIKLEPLEAGKGYEFENAIVGGVIPREYIPAV  549

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
              GI+  LE G+  G+ V D K+    G Y+   S+   F+    +  ++  +++   
LL
Sbjct  550  
DKGIKEQLENGVIAGYPVVDVKVTLFDGTYHDVDSSEMAFKIAGSMAFKEGARKATPVLL  609

Query  537  EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQ--
VKKDEVVFTGEIPARCIQAYRTDLA  594
            EP +   +  P++Y+     D  +    ++  +        +   E+P   +  Y 
TDL 
Sbjct  610  
EPIMKVEVVTPEDYMGDVMGDLNRRRGILQGMEDLPAGGGKMIRAEVPLSEMFGYATDLR  669

Query  595  FYTNGRSVCLTELKGYQAA  613
              T GR+    E   Y  A
Sbjct  670  SATQGRATYTMEFGKYNEA  688

>KKR11571.1 Elongation factor G [Candidatus Woesebacteria bacterium 
GW2011_GWA1_39_21]
Length=719

 Score = 250 bits (638),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 194/684 (28%), Positives = 322/684 (47%), Gaps = 
82/684 (12%)



Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            KI NIGI+AH+DAGKTT TE +L+ +G   + GSV++GTT TD M  ER+RGITI  
AA+
Sbjct  25   
KIRNIGIIAHIDAGKTTTTERILFETGKTYKLGSVDEGTTVTDWMAQERERGITIVSAAI  84

Query  61   TSFQWH----------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            T+F W             +VNI+DTPGH+DF AEV RSL VLDGA++V   + GV+
+Q+ 
Sbjct  85   TTF-
WDLQTGSAIENGHYRVNIIDTPGHIDFTAEVERSLRVLDGAVMVFDGRTGVESQSE  143

Query  111  ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------
IIIKQTV-----  158
             ++H   K  +P +  +NK++  G D +  ++S+R+KL A+       I ++ T+     
Sbjct  144  
TVWHQADKYGVPRICILNKLNLIGADFEGSIKSIREKLGANTAPIEYPIGLEHTLHGVVD  203

Query  159  ---------------SLSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISR  197
                            L+ E +  E  ++      E  ++V E +D+ L  Y+ G+    
Sbjct  204  
LIKMKAYTYSGPEDNKLTEEEIPAELVEVVGKYRRELIESVAEFDDEALALYLEGKDPDE  263

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV-------------------
TGLF  238
            E+L R  ++ V     FP+  G  +    +Q L+DAV                   
TG  
Sbjct  264  EQLKRAIRKGVITGKFFPILGGDNRMAT-
VQLLLDAVVEYLPSPLDVPPVEGVNPKTGAK  322

Query  239  QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIP  297
            +    +         FKV       R VY+R+YSG +R  D +    ++K  +I +
+ + 
Sbjct  323  
EIREAKNDTPFSALAFKVVTDPHVGRLVYIRIYSGKIRAGDVIYNVSKQKQERIGKLVLL  382

Query  298  SKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTI  350
               +    + AY GEIV +         DS+     L  P  L    +   P P++   
I
Sbjct  383  HADQRELIEEAYTGEIVAVVGIRDTSTGDSL---SALNSPIFLESISF---
PEPVISLAI  436

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P T + +E++  A+ +LAD DP  + + +  T + I+S +G +QLEV+   +  +
+ + 
Sbjct  437  
EPATKSDQEKMGLAIQKLADEDPTFKVKTNFETGQTIISGMGELQLEVLVDRMKREFNVV  496



Query  411  TVVKEPSVIYMERPLK-AASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
                 P V Y E   K A     +I +      +    ++V P   G G ++E+++  
G 
Sbjct  497  
ANTGSPQVAYKETVKKFAEGEGKYIRQTGGRGQYGHCFVNVEPKGRGEGFEFENKIRGGA  556

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            +   F +++  G++  LE+G+  G+ +TD K+    G Y+   S+   F+    + 
+E A
Sbjct  557  
IPAEFISSIEKGVKEKLEKGIMAGFPMTDIKVAVYDGTYHDVDSSDIAFQIAGSMAVEAA  616

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             + +   LLEP +   +  P EY+     D     A ++  + K  E       P   
+ 
Sbjct  617  
ARRADMTLLEPIMKVEVATPDEYMGDIIGDLSSKRAQVQGTEKKGLETFIYALAPLSELS  676

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y T L   + GR+    E   Y+
Sbjct  677  GYATKLRSISQGRARAFVEPSHYE  700

>WP_071160258.1 elongation factor G [Methylomonas sp. LWB]
 OHX34914.1 translation elongation factor G [Methylomonas sp. LWB]
Length=703

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 197/682 (29%), Positives = 305/682 (45%), Gaps = 
83/682 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMVQEQERGITIQSAATTCM  68

Query  65   W---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W         HR   NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   
+  
Sbjct  69   WPGSTNQFPPHR--
FNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRY  126

Query  116  
LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------  154
                 +  VI++NK+D+ G +   VV+ V D L A  ++                     
Sbjct  127  



ANDSKVARVIYVNKLDRLGANFYRVVKQVEDVLGAKPVVMTLPIGEEENFVGVIDLLTRK  186

Query  155  -----------KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISRE  198
                       K  +   P  ++E+   +E W     D V + +D ++EKY+ GE  
+ E
Sbjct  187  AWIWDNSGDPLKYEIQDVPADMVEQ---
VEEWRAKLIDQVADQDDDIMEKYLEGEEPTIE  243

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ----------------PIG  242
            ++ +  ++       FP + GS+ K  G+Q ++D V                     
P G
Sbjct  244  
EIKKCIRKGTIAMDFFPTFCGSSFKNKGVQLVLDGVVEYLPNPTEVNPQPETDIEGVPTG  303

Query  243  EQG----SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEM  294
            E           G VFK+     G    ++R+YSG L+  DTV     G+ +   +
+ EM
Sbjct  304  EHAIVDPERPFRGLVFKIMDDRFGALN-
FVRIYSGKLKKGDTVLNTYTGKTERVGRMVEM  362

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
                + EI   +TA  G+IV L    SV+    L DP +         P P++   
I+PK
Sbjct  363  HADDRNEI---
ETAQAGDIVALIGLKSVQTGHTLCDPDKPATLEPMVFPDPVISIAISPK  419

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 E++  A+ ++   DP  R E D  + E I+  +G + L++   +L   + 
+E  V
Sbjct  420  
DKGSNEKMGIAIGKMVAEDPSFRVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVNV  479

Query  414  KEPSVIYMERPLK-AASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   K      +H +       +A I   + P   GSG Q+ES V  G 
+ +
Sbjct  480  
GKPQVAYRETITKRIEDEYVHKKQSGGSGQYAKINYIIEPGEPGSGFQFESSVVGGNVPR  539

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  +E+G L G+   D K+    G +++  S+   F   A     Q
++ +
Sbjct  540  
EYWPAVEKGFKASIEKGVLAGFPCLDFKVNLTDGAFHAVDSSSIAFEIAARAAYRQSIPK  599

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G QLLEP +   ++ P+ ++     D  +    I++       V    ++P   +  



Y 
Sbjct  600  
AGPQLLEPIMKVDVFTPEAHVGDVIGDLNRRRGMIKSQDPGVTGVRIKADVPLSDMFGYI  659

Query  591  TDLAFYTNGRSVCLTELKGYQA  612
             DL   T+GR     E   Y A
Sbjct  660  GDLRTMTSGRGQFSMEFSHYIA  681

>CDA62318.1 elongation factor G [Clostridium sp. CAG:169]
Length=693

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 183/667 (27%), Positives = 306/667 (46%), Gaps = 
65/667 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G    G+   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGINHKIGETHDGSATMDWMVQEQERGITITSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ Q+  ++    K  
+P +
Sbjct  72   
WKNHRINIIDTPGHVDFTVEVERSLRVLDGSVTVMCAKGGVEPQSETVWRQADKYRVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE-----------------  167
            I++NK+D  G D  +V+  + D+L  + +  Q + +  E   E                 
Sbjct  132  IYVNKMDIMGADFYNVLDMIHDRLKCNAVPIQ-
LPIGSEAFFEGLIDLVEMKAYIYNDDM  190

Query  168  -----------------
ENTDIEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                             E   ++  +++ E +++L+EKY+ GE ++ E++    +     
Sbjct  191  
GKDISVVDIPDNMKDQAEEYHVKMLESICEQDEELMEKYLNGEELTIEEIKHAIRVDTLA  250

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCG  251
              + PV  G++ K  G+Q L+DA+              G+     E+        A    
Sbjct  251  
NRMVPVCCGTSYKNKGVQKLLDAIVDYMPAPTDVPDIKGVSLDSDEEEDRPSSDDAPFAA  310

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR---EKL-
KITEMRIPSKGEIVRTDT  307
              FK+       +  + R+YSG +   DTV  A +   E++ +I +M    + +I   
D 
Sbjct  311  



LAFKIATDPYVGKLCFFRVYSGVVNTGDTVLNATKGHTERIGRILQMHANHRKDI---DA  367

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
             Y G+I   +    V   D L DP         E P P++R  I PKT A +E++  
AL 
Sbjct  368  
CYAGDIAAAVGVKKVTTGDTLCDPKAPIILESMEFPEPVIRVAIEPKTKAGQEKMGIALA  427

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA+ DP  +   D  T + I++ +G + LE++   L  ++K+E  V +P V Y E   
K
Sbjct  428  
KLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGKPQVAYKETIRK  487

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A   +    +      +  + + VTP   G G ++ + V  G + + +  AV  
GI+  
Sbjct  488  
PADVDMKYARQSGGKGQYGHVKIRVTPNESGKGYEFINSVVGGAIPKEYIPAVDAGIQGA  547

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            ++ G L  + V D K+    G ++   S+   F+    +  ++A+++    LLEP 
+   
Sbjct  548  
MQAGVLAAYPVVDVKVELYDGSFHEVDSSEMAFKIAGSMAFKEAMRKGDAVLLEPIMKVT  607

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            +  P +YL     D       I+    +         +P   +  Y TDL   T 
GR   
Sbjct  608  
VITPDDYLGDVIGDLNSRRGQIQGMDARHGVQQVNSFVPLSEMFGYATDLRSKTQGRGQY  667

Query  604  LTELKGY  610
              E   Y
Sbjct  668  TMEPSHY  674

>OGO44787.1 translation elongation factor G [Chloroflexi bacterium 
RBG_16_60_22]
Length=695

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 196/671 (29%), Positives = 314/671 (47%), Gaps = 
67/671 (10%)

Query  3    
IINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTS  62
            I NIGI+AH+DAGKTT+TE +LY +G   + G V +GT   D M  ER RGITI 



AA T+
Sbjct  10   
IRNIGIIAHIDAGKTTVTERILYYTGRTYKIGEVHEGTAVMDWMEQERARGITITAAATT  69

Query  63   
FQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIP  122
              W   ++NI+DTPGH+DF AEV RSL VLDG ++V  A  GV+AQ+  ++    +  
+P
Sbjct  70   
CYWREHRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAVAGVEAQSETVWRQADRYKVP  129

Query  123  TVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI---
EAW----  175
             + +INK+D+ G +    +  +  +L+A  +  Q   L+ E   ++  D+   +AW    
Sbjct  130  RICYINKMDRIGANFSRTLSMIESRLTATPLPVQ-
YPLAAEDRFQDVIDLVGNKAWRFNN  188

Query  176  -------------DA--------------
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                         DA              + EN+D ++  YI GE +  E+L R  
+R  
Sbjct  189  
DPDRGPEEIPIPEDAKAKASELRQALIAKLAENDDTMMVAYIEGEEVEPEELKRALRRVT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------VTGLFQPIGEQ------
GSAAL  249
                  PV  GSA K +G+QPL+DA             V G+    GE+       
+A  
Sbjct  249  
LANQGVPVICGSALKNMGVQPLLDAIVDYLPSPLDVPPVEGIDTRKGEKITREADDAAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R VY R+YSG +++   V    R++     ++  M    + +
+   
Sbjct  309  
SALAFKVVTDPFVGRLVYFRVYSGKVKVGAQVFNPTRDRHERIGRLLLMHANHREDVSAA  368

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            DT   G IV  L   +    D L D ++       + P P++   I PKT A +++
+ DA
Sbjct  369  DT---
GAIVATLGLKNTFTGDTLCDASKSILLESIKFPEPVISIAIEPKTRADQDKMGDA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER-  423
            L +L + DP  +   +  T + ++S +G + LEV+ + L  ++++   V +P V Y 
E  
Sbjct  426  
LQKLTEEDPTFKVTYNEDTGQTLVSGMGELHLEVIVSRLISEFRVGVKVGQPRVAYRETI  485

Query  424  --
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481



              P++A    +  +      +  + + + PL  G G ++      G + + F   V
+ GI
Sbjct  486  TAPVQAEGRFVR-
QTGGRGQYGHVNIKLEPLERGKGFEFADATRGGVIPRQFIPPVQTGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            R  +E G L G+ V D K     G Y+   S+   F+    + L+Q +K++G  
LLEP +
Sbjct  545  
REAMETGVLAGYPVVDVKATLYDGSYHDVDSSEMAFKMAGSLALQQGVKKAGPILLEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P+++L     D       +     + +  V    IP      Y T L   
T GR
Sbjct  605  
KLEVVTPEQFLGDIIGDLNAKRGHVGKVDTQGEMYVVYCLIPLAESFGYATRLRSLTQGR  664

Query  601  SVCLTELKGYQ  611
            +    E   Y+
Sbjct  665  ATHSLEFHSYE  675

>WP_066626632.1 GTP-binding protein [Clostridium magnum]
 KZL90403.1 tetracycline resistance protein TetO [Clostridium magnum 
DSM 
2767]
 SHH84265.1 small GTP-binding protein domain-containing protein 
[Clostridium 
magnum DSM 2767]
Length=887

 Score = 253 bits (646),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 199/640 (31%), Positives = 307/640 (48%), Gaps = 
72/640 (11%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVDAGKTTL+ES+LY SG I + G V+      DT  LE++RGITI 
+  
Sbjct  1    
MKKIVVGILAHVDAGKTTLSESMLYLSGKIRKLGRVDNKDAYLDTYKLEKERGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              FQ    ++ ++DTPGH+DF AE+ R+L VLD AILVIS  DG+Q  T+ L+  L    
Sbjct  61   
AIFQVDEAQITLLDTPGHVDFSAEMERTLQVLDYAILVISGADGIQGHTQTLWRLLSIYK  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEA-
WDAVI  179
            IP  IFINK+DQ G D + +++ ++ +L+              I  +EN D+E  



+D V 
Sbjct  121  IPVFIFINKMDQVGTDKEKLMKELKTRLNDGC-----------IEFQEN-
DMEIFYDQVA  168

Query  180  
ENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
              ++K++E +I    I +  L+ E    ++   +FP Y+GSA K  G++  ++ +    
+
Sbjct  169  MCDEKVMENFIETGEI-KSALISE---
LIKSRKVFPCYFGSALKLEGVEEFINGIVKYSE  224

Query  240  -
PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---------  289
             P     S      VFK+   D G R  ++++  G+L+++   AL  +            
Sbjct  225  RPF---YSEEFGAKVFKISRDDQGNRLTFMKITGGSLKVK--
TALTNKPTYIENNIYNIW  279

Query  290  --KITEMRIPS--KGEIVRTDTA------------YPGEIVILPSDSVR--
LNDVLGDPT  331
              KI ++RI S  K E+V    A            YPGE +   S S +  L  VL    
Sbjct  280  
EEKINQIRIYSGQKFELVSEAEAGSICVVTGLTKTYPGEGLGTESASSKPLLEPVLSYQV  339

Query  332  
RLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFL  391
             LP      DP  ML     PK           L ++ + +P L    +    EI 
+  +
Sbjct  340  ILPEDC---DPRTML-----PK-----------
LREIEEEEPELHIIWEENLQEIQVQIM  380

Query  392  
GRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTP  451
            G VQ+E++ +++ +++ ++      +++Y E          H E  P   +A + L 
+ P
Sbjct  381  GEVQIEILQSIIKDRFDIDVTFGSGTILYKETIFNTVEGVGHFE--
PLRHYAEVHLLMEP  438

Query  452  LSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPV  510
              LGSG+Q+    S   L +S+Q  +   +     +G L G  +TD KI    G  
+   
Sbjct  439  
GELGSGLQFFINCSEDCLEKSWQRLILTHLEEKAHKGVLTGSMITDMKITLVAGRVHKKH  498

Query  511  
STPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQV  570
            +   DFR      + Q L ++ + LLEPY  F L  P++ + RA  D  K   T E   
V
Sbjct  499  
TEGGDFREATYRAVRQGLMQANSILLEPYYEFQLELPEKMVGRAMTDIEKMHGTCEITGV  558

Query  571  KKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGY  610
              D     G  P   ++ Y+ D+  YT G+      LKGY
Sbjct  559  NGDIATVVGSAPVVTMRNYQRDVISYTKGKGRLFYSLKGY  598



>PDH41716.1 elongation factor G [OM182 bacterium MED-G24]
Length=694

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 309/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMDQEQERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WNDHRLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEI------------
VLEENTD  171
            IF+NK+D+ G D   VV  ++D L A  +++   + +  E             V +
+  +
Sbjct  129  
IFVNKLDRLGADFYRVVGQIKDVLGAVPLVMTLPIGIEDEFVGVVDLLTQEAWVWDDTGN  188

Query  172  IEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EA+                     + V+E +D L+E Y+ GE  S + L R  ++    
Sbjct  189  
PEAYEVLPVPEDMVDRVAEYRQQLVETVLEQDDDLMEAYLEGEEPSIDDLKRCIRKGTIA  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP--------IGEQG----
SAALC  250
               FP   GSA K  G+Q +++AV            QP         GE       
A L 
Sbjct  249  
LDFFPTLCGSAFKNKGVQNVLNAVVDYLPNPTEVDPQPEVDLEGNETGEHAIVDPEAPLR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSGTL+  D V     G+ E++ +I EM   S+ E+   
D
Sbjct  309  ALAFKI-
MDDRYGALTFTRVYSGTLKKGDNVLNTYTGKTERIGRIVEMHADSRNEL---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV +L   + +    L D  +         P P++   IAPK  A  E++  



AL
Sbjct  365  
KAQAGDIVALLGMKNTQTGHTLCDANKPATLEPMVFPDPVISIAIAPKDKAGAEKMGVAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   +++E  V EP V Y 
E   
Sbjct  425  
SKMVQEDPSFYVETDEESGETIMRGMGELHLDIKVDILKRTHEVEVEVGEPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    ++T   +   +  +A I   + P  +G+G ++ES VS G + + F  A+      
Sbjct  485  
QRIDDTYTHKKQTGGSGQFAKIDYIIEPSEVGAGYEFESTVSGGNVPREFWPAIEKAFAQ  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+ + D K+    G +++  S+   +   A     Q++ ++G QLLEP 
+  
Sbjct  545  
SMEEGTLAGYPLLDVKVTLTDGGFHAVDSSAIAYELAAKAAYRQSIPKAGPQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P + +     D  +    ++  +     V    + P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPDDNVGDVIGDLNRRRGMVKAQEAATTGVRVKADCPLAEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_027754780.1 elongation factor G [Streptomyces sp. CNH099]
Length=706

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 190/683 (28%), Positives = 327/683 (48%), Gaps = 
78/683 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  10   
KVRNIGIMAHIDAGKTTTTERILYYTGVSYKIGEVHDGAATMDWMAQEQERGITITSAAT  69

Query  62   SFQWHRCKV----
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            +  W   +V    NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    



Sbjct  70   
TCHWPLDEVDHTINIIDTPGHVDFTIEVERSLRVLDGAVTVFDGVAGVEPQSETVWRQAD  129

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV  158
            +  +P + F+NK+D+ G +    V  + D+L A                   D++  
+  
Sbjct  130  
RYGVPRICFVNKLDRTGAEFHRCVDMISDRLGATPLVMQIPIGTEADFKGVVDLVRMKAF  189

Query  159  SLSPEIVLEE--------NTDIEAWD--------
AVIENNDKLLEKYIAGEPISREKLVR  202
              SPE  L E        +T +EA D        AV EN+++++E Y+ GE  + E
+L  
Sbjct  190  
VWSPEAKLGEAYDVVDIPDTHLEAADEWRGTLLEAVAENDEEMMELYLEGEEPTEEQLYA  249

Query  203  EEQR------RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI---
GEQGSAA----  248
              +R      + +  ++ PV+ G+A K  G+QPL+DA+   L  P+   G +G A     
Sbjct  250  
AVRRITIGSGKGEGTTVTPVFCGTAFKNKGVQPLLDAIVRYLPSPLDVEGVEGHAVDNPD  309

Query  249  ------------LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKL--KIT  292
                        L    FK+       +  ++R+YSG L     V  ++ GR++   
KI 
Sbjct  310  
EVIVRRPSEEEPLSALAFKIASDPHLGKLTFIRVYSGRLNSGSQVQNSVKGRKERIGKIY  369

Query  293  EMRIPSKGEIVRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIA  351
             M    + EI   ++   G+IV ++        + L DP         + P P++   
I 
Sbjct  370  RMHANKREEI---
ESVGAGDIVAVMGLKQTTTGETLSDPANPVILESMDFPAPVIEVAIE  426

Query  352  
PKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
            PK+   +E+L  A+ +LA+ DP  R + D  T + I+S +G + L+V+   +  +
+K+E 
Sbjct  427  
PKSKGDQEKLGVAIQRLAEEDPSFRVKTDEETGQTIISGMGELHLDVLVDRMKREFKVEA  486

Query  412  VVKEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
             V +P V Y E   R +    +T   +   +  +A + +++ PL  G G ++ + V
+ G 
Sbjct  487  NVGKPQVAYRETVRRQVAKHEYTHKKQTGGSGQFARVIIALEPLE-
GDGYEFVNEVTGGR  545

Query  469  LNQSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  +V  G +  +E G+  G+ +T  ++    G Y+   S+   F+    +  



++A
Sbjct  546  
IPKEYIPSVDAGSQEAMEFGILAGYPLTGVRVRLLDGAYHEVDSSEMAFKIAGSMAFKEA  605

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
             +++   LLEP +   +  P++Y+     D       I++ + +    + TG +P   
+ 
Sbjct  606  
ARKAAPVLLEPMMKVEVTTPEDYMGDVIGDINSRRGQIQSMEDRGGAKLVTGLVPLSEMF  665

Query  588  AYRTDLAFYTNGRSVCLTELKGY  610
             Y  DL   T+GR+    +   Y
Sbjct  666  GYVGDLRSKTSGRASYSMQFDSY  688

>WP_068600247.1 elongation factor G [Paenibacillus macquariensis]
 OAB29346.1 elongation factor G [Paenibacillus macquariensis subsp. 
defensor]
Length=692

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 197/674 (29%), Positives = 324/674 (48%), Gaps = 
78/674 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGEVHQGAATMDWMEQEQERGITITSAATTAS  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V SAK+GV+ Q+  ++    +  
+P +
Sbjct  72   
WKGHRVNIIDTPGHVDFTVEVERSLRVLDGAVGVFSAKEGVEPQSETVWRQADRYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV----------------LE  167
             ++NK+D  G D  +V++S+RD+L A+ + I+  +    E +                
L 
Sbjct  132  
AYVNKMDIIGADYLNVIESMRDRLKANAVAIQLPIGAESEFIGIIDLIEQKAHMYKDDLG  191

Query  168  ENTDI----EAWDAVIEN------------
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
            +N ++    E + A +E             +++L  KY+ GE I+  +L +  ++ 
V + 
Sbjct  192  
QNIEVVEVPEEFKAQVEELRAILFEKVAELDEELTMKYLEGEEITIPELKKALRKGVVET  251



Query  212  SLFPVYYGSAKKGLGIQPLMDAV-------TGLFQPIG--
EQGSAALCGS---------V  253
             +FPV  GS+ +  G+Q +MDAV       T +   +G  + G+  L  S          
Sbjct  252  
KIFPVICGSSYRNKGVQLMMDAVVDYLPAPTDVPAIVGHLDDGTETLRKSDDKEPFSALA  311

Query  254  FKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRTDTAY  309
            FK+       +  + R+YSG L+    V  A  G RE++ +I +M   S+ EI      
Y
Sbjct  312  FKIMTDPYVGKLTFFRVYSGVLQSGSYVLNATKGKRERIGRILQMHANSRQEI---
SEVY  368

Query  310  PGEIVILPSDSVRLNDV-LGD-------
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             G+I    + +V L D   GD       P  L    +   P P++   + PKT A 
++++
Sbjct  369  CGDI----ASAVGLKDTSTGDTLCDEKHPVILESMNF---
PEPVISIAVEPKTKADQDKM  421

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +L + DP LR   D  T + IL+ +G + L+++   +  ++ +ET V +P 
V Y 
Sbjct  422  
GVALGKLTEEDPTLRAHTDEETGQTILAGMGELHLDIIIDRMRREFNVETNVGKPQVAYR  481

Query  422  ERPLKAASHTIHIEVPPNPF---
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   +AA+      V  +     +  + +   PL  G+G  +ES+V  G + + +     
Sbjct  482  E-
TFRAAARVEGKFVRQSGGRGQYGHVWVEFEPLEAGTGNTFESKVVGGSVPREYVAPAL  540

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             GI  G++ G+  G+ + D K     G Y+   S    F+    + L+ A  +    
LLE
Sbjct  541  
AGIEEGMKSGVIAGFPLVDVKATIVDGSYHDVDSNEMAFKVAGSLALKAAKDKCKPVLLE  600

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +   +  P+EY+             IE    +    +   ++P   +  Y T L   
T
Sbjct  601  
PIMKVEVVVPEEYMGDVMGMLNSRRGRIEGMDSRAGGQIIRAKVPLSEMFGYSTTLRSGT  660

Query  598  NGRSVCLTELKGYQ  611
             GR V   EL  Y+
Sbjct  661  QGRGVFSMELSHYE  674

>WP_006196401.1 elongation factor G [Nodularia spumigena]
 EAW45389.1 elongation factor EF-2 [Nodularia spumigena CCY9414]



 AHJ27401.1 Translation elongation factor G [Nodularia spumigena 
CCY9414]
 AVZ30444.1 elongation factor G [Nodularia spumigena UHCC 0039]
Length=692

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 196/699 (28%), Positives = 308/699 (44%), Gaps = 
89/699 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI AH+DAGKTT TE +L+ SG I + G V +GT  TD M  ER+RGITI 
AA  
Sbjct  9    
KVRNIGIAAHIDAGKTTTTERILFYSGIIHKIGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            S  W   ++NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
STSWKDHQINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII-----
IKQTVSLSPEIVL----------  166
            P + FINK+D+ G +   V   + D+L A+ I     I      S  + L          
Sbjct  129  
PRIAFINKMDRTGANFYRVHDQMCDRLRANAIAIQLPIGSETEFSGIVDLVRQRAYIYNN  188

Query  167  EENTDIEAWD------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +E TDIE  D                  AV E ND L+ KY  GE ++ E  +R   
R+ 
Sbjct  189  DEGTDIEETDIPAEMQEKVAEYRTKLIEAVAETNDVLMNKYFEGEELT-
EAEIRTALRKG  247

Query  209  QDAS-LFPVYYGSAKKGLGIQPLMDAVTGLFQ------------PIGE------
QGSAAL  249
              A+ + PV  GSA K  G+Q ++DAV                 P GE           
L
Sbjct  248  
TIANKIVPVLCGSAFKNKGVQLMLDAVVDYLPAPTEVPAIQGTLPTGEAVERRADDEEPL  307

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTL---------------
RLRDTVALAGREKLKITEM  294
                FK+   D   R  ++R+YSG L               R+   V L   E++ 
+ EM
Sbjct  308  SALAFKI-
MADPYGRLTFVRVYSGVLKKGSYVLNATKNKKERISRLVILKADERMDVDEM  366

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
            R    G  +       G+ +      V L  +               P P++   + 



PKT
Sbjct  367  RAGDLGAALGLKETLTGDTITDEGSPVILESLF-------------
IPEPVISVAVEPKT  413

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
                ++L  AL  L++ DP  R  VD  T++ +++ +G + LE++   +  ++K+E  
V 
Sbjct  414  
KNDMDKLSKALQSLSEEDPTFRVHVDPETNQTVIAGMGELHLEILVDRMLREFKVEANVG  473

Query  415  EPSVIYMERPLKAASH---
TIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             P V Y E   K  S        +      +  + +++ P   G+G ++ S++  G 
+ +
Sbjct  474  
APQVAYRETIRKEVSKIEGKFIRQSGGKGQYGHVVINLEPGEPGTGFEFVSKIVGGTVPK  533

Query  472  SFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             + +    G++   E G+  G+ + D K     G Y+   S+   F+    + ++
+A+ +
Sbjct  534  
EYISPAEQGMKESCESGILAGYPLIDIKATLIDGSYHDVDSSEMAFKIAGSMAMKEAVLK  593

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP +   +  P+ YL     D       IE           T ++P   +  
Y 
Sbjct  594  
ASPVLLEPMMKVEVEVPENYLGDVMGDLNSRRGQIEGMGSDDGLAKVTAKVPLAEMFGYA  653

Query  591  TDLAFYTNGRSVCLTELKGYQAA---VGQPVIQPRRPNS  626
            TD+   T GR +   E   Y+     V + +I   + N+
Sbjct  654  TDIRSKTQGRGIFSMEFSHYEEVPRNVAEAIIAKSKGNA  692

>WP_055015545.1 MULTISPECIES: elongation factor G 
[Pseudoalteromonas]
 KPZ55365.1 Elongation factor G 1 [Pseudoalteromonas sp. P1-25]
 KPZ56187.1 Elongation factor G 1 [Pseudoalteromonas sp. P1-13-1a]
 KPZ61455.1 Elongation factor G 1 [Pseudoalteromonas sp. P1-7a]
Length=695

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 308/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
+ +
Sbjct  9    



NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVTCE  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  V
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------
IIIKQTVSLSPEIVL  166
            IF+NK+D+ G D   VV  V   L A+                   ++++   +  
+  L
Sbjct  129  
IFVNKLDRMGADFYRVVGQVEKVLGANPLVMTLPIGIEDQFTGVVDVLEKKAYVWDDTGL  188

Query  167  EENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I+                  ++ +E ++ L+  Y+ GE  S E + R  ++  
+D
Sbjct  189  
PENYEIQDVPADMVDKVEEYHEMLVESAVEQDEDLMMAYMDGEEPSLEDIKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------
QPIGEQGSAALCGSV---------  253
             + FP Y GSA K  G+Q ++DAV            QP+ ++ +    G V         
Sbjct  249  
LAFFPTYCGSAFKNKGMQLILDAVVDYLPSPTEVDPQPLTDKETGEPTGEVATVSADEPL  308

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG ++  DTV   A    E++ ++ EM+   + E
+   
Sbjct  309  KALAFKI-
MDDRFGALTFIRIYSGRMKKGDTVLNSATGKTERIGRMVEMQADERNELTE-  366

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
              A  G+I+ ++   +V+    L DP           P P++   +APK     E+
+  A
Sbjct  367  --
AQAGDIIAVVGMKNVQTGHTLCDPKHECTLEAMIFPDPVISIAVAPKDKGGNEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P    SG  + S V  G + + F  AV  
G +



Sbjct  485  
TREIEDSYTHKKQSGGSGQFGKIDYRIKPGEQNSGFTFTSSVVGGNVPKEFWPAVEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +++G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  545  
SMMDEGVLAGFPVLDVEVELFDGAFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++ +     D  +    I+  +     V   GE+P   +  Y   L   T
+GR 
Sbjct  605  
VDVFTPEDNVGDVIGDLNRRRGMIKDQEAGAMGVRIKGEVPLSEMFGYIGHLRTITSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFAHY  673

>WP_046772614.1 elongation factor G [Jiangella alkaliphila]
 SDU89412.1 translation elongation factor 2 (EF-2/EF-G) [Jiangella 
alkaliphila]
Length=701

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 185/675 (27%), Positives = 313/675 (46%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  12   
KVRNIGIMAHIDAGKTTTTERILYYTGINYKIGEVHDGAATMDWMEQEQERGITITSAAT  71

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W    +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++H   
K  +
Sbjct  72   
TCEWDDHTINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSETVWHQANKYGV  131

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + FINK+D+ G +    V  +  +L A                   D++  + +  
S 
Sbjct  132  
PRICFINKLDRTGAEFHRCVDMIVTRLKATPLVLQLPIGAEADFRGLVDLVDMKALVWSA  191

Query  163  EIVLEE--------NTDIEA---W-----



DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E        +T  EA   W     + + EN++ ++E Y+ G+   R+ L+   
+R
Sbjct  192  
ETPLGEMYDTVEIPDTHTEAAQEWRDRLLETIAENDEAMMELYLEGKEPGRDDLIAAIRR  251

Query  207  
RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS--------------------  246
                 +L PV  GSA K  G+QP++DAV        + G+                    
Sbjct  252  
ATIAGNLTPVLTGSAFKNKGVQPMLDAVVRYLPSPVDVGAVEGHAMDNEDEILSREPEED  311

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEI  302
            A L    FK+       +  ++R+YSGTL     V       +E++ KI  M    
+ EI
Sbjct  312  
APLSSLAFKIMADPHLGKLTFVRVYSGTLTTGTMVLNSTKGNKERIGKIYRMHANKREEI  371

Query  303  VRTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               + A  G+IV ++   +    D L D ++       + P P++   I PKT + 
+E+L
Sbjct  372  ---
EKASAGQIVAVMGLKNTTTGDTLSDSSQPVILESMKFPAPVISVAIEPKTKSDQEKL  428

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LAD DP  +   D  T + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  429  
GTAIQRLADEDPTFQVRTDEDTGQTIISGMGELHLEILVDRMKREFKVEANVGKPQVAYR  488

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLS--
LGSGVQYESRVSLGYLNQSFQNA  476
            E   R ++   +T   +   +  +A + + + P       G ++ + V+ G + + 
+  +
Sbjct  489  
ETIRRKVEKIEYTHKKQTGGSGQFARVIIDIEPTGGEGDGGYEFVNSVTGGRIPREYIPS  548

Query  477  VRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  G +  +E G+  G+ + D K+    G Y+   S+   F+    +  ++A + +   
L
Sbjct  549  
VDAGAQEAMEFGVVAGYPLVDVKVTLRDGAYHDVDSSELAFKIAGSMAFKEAARRADPVL  608

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP     +  P++Y+     D       I+  + +  + +    +P   +  Y  
DL  
Sbjct  609  
LEPMFEVEVSTPEDYMGEVIGDLNSRRGQIQAMEERAGQRIVKALVPLSEMFGYVGDLRS  668



Query  596  YTNGRSVCLTELKGY  610
             T GR+    +   Y
Sbjct  669  KTQGRASYSMQFDSY  683

>WP_029211822.1 elongation factor G [Arsenicicoccus bolidensis]
Length=700

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 187/679 (28%), Positives = 311/679 (46%), Gaps = 
77/679 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G+   D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTATERILFYTGINYKIGETHDGSATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K  +
Sbjct  71   
TCFWEGHQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYQV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------------------  150
            P + F+NK+D+ G D    VQ++ D+L A                               
Sbjct  131  
PRMCFVNKMDKLGADFYYTVQTIVDRLGAEPLVLQIPIGSESDFVGVIDLVYNRALVWHG  190

Query  151  DIIIKQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQ  205
            D+ I Q   +  EI  E     E W     + V E++++LLEKY+ GE ++ E++    
+
Sbjct  191  DVKIGQDYEIE-
EIPAELADKAEEWRSKLVERVAESDEELLEKYLGGEELTPEEIKAAVR  249

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQ--------G  245
            +      + PV  G+A K  G+QPL+DA+                 P  E+         
Sbjct  250  
KITLAGEVNPVLCGTAFKNKGVQPLLDAIVDYLPSPLDVPAIQAHDPKDEEKIIERHSDA  309

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGE  301
            S       FKV       R  Y+R+YSG ++  D +  A + K     K+ +M    
+  
Sbjct  310  
SEPFSALAFKVVSHPFFGRLTYVRVYSGEVKQGDMMLNATKGKKERVGKLFQMHANKENP  369

Query  302  IVRTDTAYPGEI-VILPSDSVRLNDVLG---



DPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
            +   D A  G I  ++        D L     P  L    +   P P++   I 
PKT   
Sbjct  370  V---DHATAGHIYAMIGLKDTTTGDTLAAQDQPVLLESMTF---
PEPVINVAIEPKTKGD  423

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  A+ +LA+ DP  R E+D  T + I+  +G + L+++   +  ++K+E  V 
+P 
Sbjct  424  
QEKLSTAIQKLAEEDPTFRVELDEETGQTIIKGMGELHLDILVDRMRREFKVEANVGKPQ  483

Query  418  VIYME---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQY--
ESRVSLGYLNQS  472
            V Y E   R ++   +T   +   +  +A + L+  P+    G  Y  E++V+ G 
+ + 
Sbjct  484  
VAYRETIRRAVEKYDYTHKKQTGGSGQYAKVQLTFAPMDTSEGKMYEFENKVTGGRVPRE  543

Query  473  FQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  +V  GI   + QG L G+ +   K     G Y+   S+   F+    +  ++A 
+++
Sbjct  544  
YIPSVGAGIEEAMNQGVLAGYPMVGVKATLLDGAYHDVDSSEMAFKIAGSMAFKEASRKA  603

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
               LLEP ++  +  P++Y+     D       I+  +      +    +P   +  
Y  
Sbjct  604  
DPALLEPMMAVEVRTPEDYMGDVIGDLNSRRGQIQAMEDISGAKIVRALVPLSEMFGYVG  663

Query  592  DLAFYTNGRSVCLTELKGY  610
            DL   T GR+    +   Y
Sbjct  664  DLRSKTQGRANYTMQFDSY  682

>WP_083624165.1 elongation factor G [Planktothrix serta]
 CUR20482.1 protein chain elongation factor EF-G, GTP-binding 
[Planktothrix 
serta PCC 8927]
Length=691

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 191/686 (28%), Positives = 324/686 (47%), Gaps = 
65/686 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            ++ NIGI AH+DAGKTT TE +L+ SG + + G V +GT  TD M  ER+RGITI 
AA  



Sbjct  9    
RVRNIGIAAHIDAGKTTTTERILFYSGMVHKMGEVHEGTAVTDWMAQERERGITITAAAI  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RS+ VLDG I V  +  GVQ Q+  ++    
+  +
Sbjct  69   
TTSWKDHKINIIDTPGHVDFTIEVERSMRVLDGVIAVFCSVGGVQPQSETVWRQADRYKV  128

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVL---------------  166
            P ++F+NK+D+ G +   V + +RD+L A+ +  Q + +  E  L               
Sbjct  129  PRIVFVNKMDRTGANFFKVYEQIRDRLRANAVPIQ-
IPIGSEDNLQGLVDLVEMKAYIYT  187

Query  167  -EENTDIEAWD-------------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
             ++ TDIE  D                   +V E +D L+EKY+ GE ++ E++  
+ ++
Sbjct  188  
NDKGTDIEITDDIPEAVREIAEEYRVKLVESVAETDDHLMEKYLEGEELTNEEIRTQLRK  247

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGS--------------AA  248
                 ++ P+  GSA K  G+Q L+DAV       GE    QG+              
A 
Sbjct  248  
GTVAGTIIPLLCGSAFKNKGVQQLLDAVVDYLPAPGEVPPIQGTLPSGEIDVRYADDNAP  307

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDT  307
            L    FK+   D   R  ++R+YSG L+    V  + ++K  +I+ + +    + +  
D 
Sbjct  308  LSALAFKI-
MADPYGRLTFVRVYSGVLQKGSYVLNSSKDKKERISRLIVLKADDRIEVDE  366

Query  308  AYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G++   L        D L D  +         P P++   + PKT    E+L  
AL 
Sbjct  367  
LRAGDLGAALGLKDTLTGDTLCDDAKPIILESLFIPEPVISVAVEPKTKQDMEKLSKALQ  426

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
             L++ DP  R  VDS T++ +++ +G + LE++   +  ++K+E  V  P V Y E    
Sbjct  427  
SLSEEDPTFRVSVDSETNQTVIAGMGELHLEILVDRMLREFKVEANVGAPQVAYRETIRE  486

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +KA    I  +      +  + +++ P   GSG ++ S++  G + + + N    
G++ 



Sbjct  487  SVKAEGKFIR-
QSGGKGQYGHVVINLEPGEPGSGFEFVSKIVGGTVPKEYINPAEQGMKE  545

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
              E G+  G+ + D K     G Y+   S+   F+    + L+ A  ++   LLEP 
+  
Sbjct  546  
ACETGVVAGYPLIDLKATLVDGSYHDVDSSEMAFKIAGSMALKAAANKAKPVLLEPMMKV  605

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++++     D       IE    ++     T ++P   +  Y TD+   T 
GR +
Sbjct  606  
EVEVPEDFIGNVIGDLNSRRGQIEGQGTEQGIAKVTAKVPLAEMFGYATDIRSKTQGRGI  665

Query  603  CLTELKGYQA---AVGQPVIQPRRPN  625
               E   Y+    +V + ++   + N
Sbjct  666  FTMEFSHYEEVPRSVAEAIVAKNKGN  691

>WP_033608170.1 GTP-binding protein [Lactobacillus plantarum]
 KEZ16393.1 Translation elongation factor [Lactobacillus plantarum]
 CDN29536.1 translation elongation factor [Lactobacillus plantarum]
Length=672

 Score = 249 bits (635),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGAGDTLEDRPVIPTAAVEDIAM  180

Query  181  



NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSKLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520

Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>ALE81903.1 elongation factor G [Pseudonocardia sp. HH130629-09]
Length=682



 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 178/668 (27%), Positives = 318/668 (48%), Gaps = 
88/668 (13%)

Query  9    
LAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQWHRC  68
            +AH+DAGKTT TE +L+ +G   + G V  G    D M  E++RGITI +A T+  
W   
Sbjct  1    
MAHIDAGKTTTTERILFYTGINYKIGEVHDGGATMDWMEEEQKRGITITSAATTCFWKNH  60

Query  69   
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVIFIN  128
            ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    K ++P + 
F+N
Sbjct  61   
QINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSEQVWRQATKYDVPRICFVN  120

Query  129  KIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIVLEEN  169
            K+D+ G D    +Q+++D+L+A                   D++  + ++   E+   
E+
Sbjct  121  
KMDKLGADFYFTIQTIKDRLNATPLPLQIPIGSENDFIGVVDLVEMRALTWRGEVAKGED  180

Query  170  TDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASL  213
              +E                  +AV E +D+L+E Y+ GE ++ E++    +R V 
D + 
Sbjct  181  
YTVEEIPAELQAKAEEYRTQLLEAVAETDDELMELYLGGEDLTVEQIKNGVRRLVNDRAA  240

Query  214  FPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGSAALCG  251
            +PV  GSA K  G+QP++DAV                          +P  ++  
+AL  
Sbjct  241  
YPVLCGSAFKNKGVQPMLDAVIDYLPSPYDVPPVEGFLTDGETPASRKPSKDEPFSALA-  299

Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVR-------  304
              FK+       +  Y+R+YSG +        AG + +  T+ R    G++ +       
Sbjct  300  --FKISAHPFFGKLTYIRVYSGQV-------
AAGAQVINSTKDRKERIGKLFQMHSNKEN  350

Query  305  -TDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D A  G I  ++        D L DP           P P+++  + PK+ A 
+E+L 
Sbjct  351  
PVDEAVAGHIYAVIGLKDTTTGDTLCDPQNPIVLESMTFPDPVIQVAVEPKSKADQEKLS  410



Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  +  +D  T + I++ +G + LEV+   +   YK+E  + +P V 
Y E
Sbjct  411  
LAIQKLAEEDPTFQVSLDDETGQTIIAGMGELHLEVLVNRMKSDYKVEANIGKPQVAYRE  470

Query  423  RPLKAA---SHTIHIEVPPNPFWASIGLSVTPLSLGSGV--
QYESRVSLGYLNQSFQNAV  477
               KA     +T   +   +  +A + + + PL+ G G   ++E++V+ G + + +  
+V
Sbjct  471  
TIKKAVEKFEYTHKKQTGGSGQFARVIIKLEPLTSGDGALYEFENKVTGGRVPREYIPSV  530

Query  478  ----
RDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
                +D ++YG++    G+ V   K+    G Y+   S+   F+    +  ++A +
++  
Sbjct  531  DAGAQDAMQYGIQA---
GYPVVGVKLTLLDGQYHEVDSSEMAFKVAGSMAFKEAARKASP  587

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             +LEP ++  +  P++Y+     D       I+  + +    V    +P   +  Y  
DL
Sbjct  588  
AILEPMMAVEVMTPEDYMGDVIGDLNSRRGQIQAMEERAGARVVKATVPLSEMFGYVGDL  647

Query  594  AFYTNGRS  601
               T GR+
Sbjct  648  RSRTQGRA  655

>WP_099329811.1 GTP-binding protein [Clostridium paraputrificum]
Length=651

 Score = 248 bits (634),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 166/629 (26%), Positives = 305/629 (48%), Gaps = 
22/629 (3%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I   G V+   +  D   +ER RGIT+ +    
F  
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTNSIRTRGRVDYKNSYLDNHNIERSRGITVFSHDAIFNI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++++LD AIL+ISA +G+Q  T  +++ L+K  
IPT +
Sbjct  65   
GESTYYLLDTPGHVDFSTEMERTISMLDYAILIISAVEGIQGHTETVWNVLKKNKIPTFM  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINK D+ G ++  V+  ++   S  I   +                   + + EN
+D+L
Sbjct  125  FINKTDRVGAEVDRVINEIKTNFSNKICFIENSLEEELSEE-------
VVEGISENDDEL  177

Query  186  LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL-
FQPIGEQ  244
            +EKY+ GE  S+++ +R  + ++++  ++PV+ GSA + +G++  + A+  L +     
+
Sbjct  178  IEKYLNGE-
YSKDEWIRALRNQIKECKIYPVFLGSALQDIGMKEFIYALDNLTYTSYDNE  236

Query  245  GSAALCGSVFKVEYTDCGQRRV-
YLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIV  303
            G     G+V+KV+Y +  + R+ +++  +G L++RD +    + K K++ +RI +  
+  
Sbjct  237  GD--FKGTVYKVKYDEDNKTRITFIKCTNGKLKVRDEIKYKDK-
KDKVSNIRIYNGEKFK  293

Query  304  RTDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              ++   G+I  +     +   + +GD     ++    D +P++ + +        
+ + 
Sbjct  294  SVNSVEAGDIFGVAGVTELYPGETIGD----
KKENIVYDFIPIMVSKVIFNDDINAKEVF  349

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
            +    L   DPLL         EI +  +GR+Q E++  ++ E++ L+      ++
+Y E
Sbjct  350  
NYFKILNSEDPLLNVTWVEEFEEINVHIMGRIQTEILKEIVKERFNLDIEFGPCNILYKE  409

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
               + A  + H E  P   +A + L + P +   G+ +E++     LN    N V+  
+ 
Sbjct  410  TIKEKAIGSGHFE--
PLRHYAEVHLLMEPNNRDKGITFENKCHSDNLNIGQMNLVKTHVF  467

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                +G+  G  +TD K     G  +   ++  DFR      + Q L++    
LLEPY  
Sbjct  468  
EREHRGILTGSPITDIKFTLLTGKAHLKHTSGGDFREATYRAIRQGLEQVENILLEPYYR  527

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            F + A  EY+ R   D  +   +       +++VV  G  P      Y  +   +T 
G+ 



Sbjct  528  
FKISADIEYMGRIISDIQRLSGSFNAPGQNENKVVIQGRGPVSTFMDYSNEFNAFTKGKG  587

Query  602  VCLTELKGYQAAVG-QPVIQPRRPNSRLD  629
                   GY      + VI+ R  N   D
Sbjct  588  SISLIYDGYDKCHNWEDVIESRGYNKDAD  616

>WP_088535214.1 elongation factor G [Geobacter sp. DSM 9736]
 SNB46675.1 translation elongation factor 2 (EF-2/EF-G) [Geobacter 
sp. DSM 
9736]
Length=688

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 200/672 (30%), Positives = 304/672 (45%), Gaps = 
62/672 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI++H+DAGKTT++E +L+ SG   + G V++G    D M  E++RGITI 
A  T
Sbjct  8    
QIRNIGIISHIDAGKTTVSERILFYSGETHKIGEVDEGLAVMDWMPQEQERGITITATST  67

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   ++N++DTPGH+DF  EV RS+ VLDGA+ + SA +GVQ Q+  ++    
+  +
Sbjct  68   
TCRWRAWQINLIDTPGHIDFTIEVERSMRVLDGAVAIFSAVEGVQPQSESVWRQAERYRV  127

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-----------
TVSLSPEIVL----  166
            P + FINK+D+ G D   V+  ++++L A  ++ Q            V L  +  L    
Sbjct  128  
PRICFINKMDRVGADYSGVLAQMKEQLDAKPLLMQLPIGTEGNFTGVVDLIAQEALYFPE  187

Query  167  -EENTDI-------EAWDAVIENNDKLLEK-----------
YIAGEPISREKLVREEQRR  207
             E   ++       E  D V    +KL+E            ++AG+ I  E + +  
+R 
Sbjct  188  
NERGKEVERRPVPSEMIDEVCRQREKLMESLAEQDDAVCSLFLAGDAIPAEAVHQAIRRG  247

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------------------
IGEQGSA  247
              + S+FPV+ G+A +  GIQP++DAV GLF P                    +G   
S 
Sbjct  248  TLECSIFPVFLGAALRNKGIQPVLDAV-
GLFLPSPLDIPPVAAQEPETGAEAAVGCGTSG  306

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-



KITEMRIPSKGEIVRTD  306
              C   FKV  +D G++  YLR+Y GTLR+ DT+  A R  L K++ +      +  
R D
Sbjct  307  HFCALAFKV-
LSDEGRKLTYLRIYQGTLRVNDTLLNASRGCLEKVSRIFRMHAHKRERLD  365

Query  307  TAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
                GEI   L        D L  P +         P P++   + P  A  RE L  
AL
Sbjct  366  
EIGCGEIAAALGLKETLTGDTLCHPDQPLILPGISAPEPVVSLAVEPVGAEDREALPAAL  425

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +L   DP  R   D  T + IL+ +G + LE+V   L+  + ++     P V+Y 
E   
Sbjct  426  
EKLRWEDPTFRVREDEETGQTILTGMGELHLEIVVDRLARDFGVKVKTGSPRVVYRETIT  485

Query  426  KAASH--TIHIEVPPNPFWASIGLSVTPLSLGSGVQYE-
SRVSLGYLNQSFQNAVRDGIR  482
            KA  H      E         + L +TPL  GSG     S +    L    + A+ 
D +R
Sbjct  486  
KAIDHREVFRREAEGKIQGGEVLLRLTPLPRGSGPAIVLSPLEHTTLPAELRAALDDSLR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G   G+ +TD +I          V+T    R+ A   L  A++     
LLEP +S
Sbjct  546  
QSCSGGPATGYPLTDVEITVLEAPLTPGVTTEHGIRAAAQRGLMMAVRSGAPTLLEPVIS  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              L  P E+  R      +    +E              +P   +  Y T+L   T 
GR 
Sbjct  606  
LELLTPAEFAGRVLGSLQQKGGRVENVVTGDSVHTIRALVPLSGMFGYMTELRSATKGRG  665

Query  602  VCLTELKGYQAA  613
                E   +  A
Sbjct  666  TFSMEFSHFDQA  677

>WP_013890395.1 elongation factor G [Helicobacter bizzozeronii]
 CCB79942.1 translation elongation factor G [Helicobacter 
bizzozeronii CIII-1]
Length=692

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 187/693 (27%), Positives = 317/693 (46%), Gaps = 



81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  SV   ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYSVENQIKERLKANPVPINIPIGAEDTFQGVIDLVAMKAIIWTN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +   D++A          +AV E ++ L+EKY+ GE +S E++ R  
+  
Sbjct  189  
EAMGAKYEVQDIPGDLQAKAQEYRDKLLEAVAEQDEALMEKYLGGEALSVEEIKRGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPRNEEEIKVQSGDKGD  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRAYRGKLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL-GD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L GD       P  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCNEKSPVVLERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P



Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_101636951.1 elongation factor G [Campylobacter ureolyticus]
 PKZ29368.1 elongation factor G [Campylobacter ureolyticus]
Length=691

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 183/684 (27%), Positives = 322/684 (47%), Gaps = 
70/684 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G   +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGVSHKIGETHEGTATMDWMAQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    K +
+P +
Sbjct  72   
WKNHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL------------S  161



            +F+NK+D+ G +  +V Q ++D+L A+ +            K  V L             
Sbjct  132  
VFVNKMDRVGANFYNVEQQIKDRLKANPVPLQIPIGAEDDFKGVVDLINMKALVWEDETK  191

Query  162  PEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P   +E     E  D           AV E +D L++KY +GE +S +++    ++   
+
Sbjct  192  
PTTYVEREIPAELLDKAKEYHDKLIEAVAETDDALMDKYFSGEQLSVDEIKEGIKKACLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAALCGSVFKVEYTDCGQ---  263
             S+ P+  G+A K  G+QPL+DA+        E    +G       VF VE +D G
+   
Sbjct  252  LSMIPMMCGTAFKNKGVQPLLDAIVDYLPAPDEVADIRGEYENGDEVF-
VESSDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L     + +TV        +I  M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGILESGSYVYNTVKGKKERIGRILRMHSNKREEIKEL--  368

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + + G+  ++  ++  + P P++   + PKT A +E++  
AL
Sbjct  369  -YAGEIGAVVGLKDTLTGDTLAGEKDQVILEKM-
DFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--R  423
             +LA  DP  + + D  + + I+S +G + LEV+   +  ++K++  + +P V Y 
E  R
Sbjct  427  
QKLAQEDPSFQVKTDEESGQTIISGMGELHLEVIVDRMLREFKVDAEIGKPQVAYRETIR  486

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                  +    +      +  + L + PL  G+G ++ + +  G + + +  AV  
G + 
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGTGYEFVNDIKGGAIPKEYIPAVDKGCQE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D ++    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
AMQGGVLAGYPVEDVRVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPVMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602



             +  P+EY+     D  K    +     +    +     P   +  Y TDL   T 
GR+ 
Sbjct  607  
EIETPEEYMGDVIGDINKRRGQVNNMGDRGGNKIIDAFCPLAEMFGYSTDLRSQTQGRAT  666

Query  603  CLTELKGYQAA---VGQPVIQPRR  623
               E   Y      V + +I+ R 
Sbjct  667  YSMEFDHYDEVPKNVSEEIIKQRN  690

>WP_088535038.1 elongation factor G [Geobacter sp. DSM 9736]
 SNB46477.1 translation elongation factor 2 (EF-2/EF-G) [Geobacter 
sp. DSM 
9736]
Length=691

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 197/678 (29%), Positives = 310/678 (46%), Gaps = 
79/678 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G V +GT   D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVSHKIGEVHEGTATMDWMAQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V  +  GV+ Q+  ++    
K  +
Sbjct  69   
TCFWDDHRINIIDTPGHVDFTIEVERSLRVLDGAVAVFCSVGGVEPQSETVWRQADKYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD------------------------
IIIKQT  157
            P + FINK+D+ G D    V  ++D+L A+                         I
+   
Sbjct  129  
PRIAFINKMDRVGADFFRGVSMIKDRLKANPVPIQLPIGAEDMYRGVIDLVEMKAIVWDE  188

Query  158  VSLSPEIVLEE------NTDIEAWDAVIE----
NNDKLLEKYIAGEPISREKLVREEQRR  207
             SL  +   EE      +   E  + +IE    ++D L+EKY+ GE ++ E++V   
++ 
Sbjct  189  
ESLGAKFHEEEIPADLLDQANEYREKLIEEVASHDDALMEKYLGGEELTTEEVVNAIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF---------
QPIGEQGS------------  246
              D  + PV  GS+ K  G+Q L+D+V             + + E+G             
Sbjct  249  
TIDIQICPVICGSSFKNKGVQNLLDSVVAYLPSPVDIPAIKGVDERGGEIERKASDEEPF  308



Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            AAL    FK+       +  + R+YSG L     V  + +EK     +I +M    
+ EI
Sbjct  309  AALA---
FKIMTDPFVGQLCFFRVYSGVLNSGSYVYNSTKEKKERIGRILKMHANKREEI  365

Query  303  VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQ  357
                  Y G+I    + +V L       T  P          E P P++   I 
PKT A 
Sbjct  366  ---KEVYAGDI----
AAAVGLKYTTTGDTLCPEDNPVILESIEFPEPVIAIAIEPKTKAD  418

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
            +E+L  +L +LA  DP  R + D  T + I+S +G + LE++   L  ++K+E  V 
+P 
Sbjct  419  
QEKLGTSLAKLASEDPSFRVKTDEETGQTIISGMGELHLEIIVDRLMREFKVEANVGKPQ  478

Query  418  VIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
            V Y E   + +K     +  +      +  + L V P   G G ++   +  G + 
+ + 
Sbjct  479  VAYRETITKKVKVEGKFVR-
QSGGRGQYGHVWLEVEPQEPGKGYEFVDAIKGGVVPREYI  537

Query  475  NAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI    E G+  G+ V D KI    G Y+   S+   F+    +  ++   
++G 
Sbjct  538  
PAVDKGILEATETGILAGFPVVDVKITLVDGSYHEVDSSEMAFKIAGSMGFKEGCAKAGP  597

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +S  +  P+EY+     D       I   + +    V T  +P   +  Y 
TD+
Sbjct  598  
ILLEPIMSVEVVVPEEYMGDVIGDLNSRRGRIMGMESRAGAQVVTAMVPLAQMFGYATDV  657

Query  594  AFYTNGRSVCLTELKGYQ  611
               T GR+        Y+
Sbjct  658  RSATQGRATYTMTFDHYE  675

>SDR99885.1 translation elongation factor 2 (EF-2/EF-G) 
[Bradyrhizobium canariense]
Length=690

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.



 Identities = 185/666 (28%), Positives = 301/666 (45%), Gaps = 
57/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHEGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V+ +  GV+ QT  ++    K  
+P +
Sbjct  72   
WNGKRLNIIDTPGHVDFTIEVERSLRVLDGAVCVLDSNQGVEPQTETVWRQGDKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F NK+D+ G D    +  + D+L A                   D+++ + +  + 
E +
Sbjct  132  
VFANKMDKTGADFFKCLADIVDRLGAKPIAIQLPIGAENNFKGLVDLVVMKGIIWNDESL  191

Query  166  LE--ENTDIEA-------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                +  DI A              +A +E +D  +  Y+ G+      L R  ++ 
V  
Sbjct  192  
GAKFDYVDIPADLVDQAKEYREKMIEAAVELDDDAMAAYLDGKEPDEATLKRLIRKAVLT  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF---------QPIGEQGSAA---------
LCGS  252
             + +PV  GSA K  G+QPL+DAV             + + E G+           
L   
Sbjct  252  
GAFYPVLCGSAFKNKGVQPLLDAVVDYLPSPVDVPAIKGVDEDGNEVIRRADDKEPLALL  311

Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYPG  311
             FK+          + R+YSG L     V  + R+K  +I  M +           
AY G
Sbjct  312  
AFKIMDDPFVGTITFCRIYSGILASGTGVVNSTRDKKERIGRMLLMHANNREDIKEAYAG  371

Query  312  EIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLAD  370
            +IV L      R  D L DP +       E P P++   I PK+ A +E+L  AL 
+LA 
Sbjct  372  
DIVALAGLKEARTGDTLCDPNKPVILEKMEFPEPVIEIAIEPKSKADQEKLGVALAKLAA  431

Query  371  
TDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAA--  428



             DP  R   D  + + IL  +G + L++   +L   YK++  +  P V + ER  K 
A  
Sbjct  432  
EDPSFRVSTDQESGQTILKGMGELHLDIKVDILRRTYKVDANIGAPQVAFRERVTKRAEV  491

Query  429  
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG  488
             +T   +      +A + + V P   G G ++ES++  G + + +   V  G+   
+  G
Sbjct  492  
KYTHKKQTGGTGQFAEVSIVVEPNEPGKGYEFESKIVGGAVPKEYIPGVEKGLNSVMGSG  551

Query  489  LF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYAP  547
            +  G+ V D K+    G Y+   S+   F   +     +AL++  + LLEP +   
+  P
Sbjct  552  
VVAGFPVVDVKVQLVDGKYHDVDSSALAFEIASRAAFREALQKGKSVLLEPIMKVEVVTP  611

Query  548  
QEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCLTEL  607
            ++Y      D       I+   ++ +  V    +P   +  Y  +L   + GR+    
+ 
Sbjct  612  
EDYTGSVIGDLNSRRGQIQGQDMRGNANVINAMVPLMNMFGYVNNLRSMSQGRATFTMQF  671

Query  608  KGYQAA  613
              Y  A
Sbjct  672  DHYAEA  677

>WP_015774942.1 elongation factor G [Desulfomicrobium baculatum]
 ACU90853.1 translation elongation factor G [Desulfomicrobium 
baculatum DSM 
4028]
Length=689

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 182/658 (28%), Positives = 303/658 (46%), Gaps = 
64/658 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G     G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGVSHRLGEVHDGQATMDWMEQEQERGITITSAATTCY  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W  C++NI+DTPGH+DF  EV RSL VLDGA+ V  A  GV+ Q+  ++    +  
+P +
Sbjct  72   



WRDCRINIIDTPGHVDFTVEVERSLRVLDGAVAVFCAVGGVEPQSETVWRQADRYRVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-----------------------------
DIIIK  155
             F+NK+D++G D   VV  ++D+L A                             D   
K
Sbjct  132  
AFVNKMDRSGADFYRVVDMIKDRLKAKPVPLHLPIGAEENFLGQIDLVRKVALYYDADSK  191

Query  156  QTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                +  EI  E    ++ W     +A+ E ++ LLEKY+ GE +  E+++   +     
Sbjct  192  
GETIIEREIPAEMVDQVDEWRMNLVEAIAEEDETLLEKYLGGEELQPEEIMAGIRSATIG  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------
QPIGEQGSAALCGS------  252
              + PV  GSA K  G+Q L+D V                 P  ++     C        
Sbjct  252  
MKICPVICGSAFKNKGVQALLDCVVDYLPSPVEVPAMVGIDPDTKEEVTCECSDDLPLSA  311

Query  253  -VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTDT  307
              FK+          ++R+YSG L    TV  A +G+++   ++ +M    + +I     
Sbjct  312  
LAFKLMADPFFGHLTFIRVYSGVLVTGSTVLNAASGKKERVGRLLKMHANKREDI---KE  368

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A+ G+IV  +        + L D  R       + P P++   I PKT   R+ L  
AL 
Sbjct  369  
AHAGDIVAAVGLKQTSTGETLCDLKRAILLESMDFPEPVIEVAIEPKTKTDRDALGQALQ  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +L   DP  R + +  T + +++ +G + LE++   L+ ++K++  V +P V Y E   
K
Sbjct  429  
KLVKEDPSFRVKTNEETGQTLIAGMGELHLEIIVDRLTREFKVDANVGKPQVAYRETISK  488

Query  427  AASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
             A   +    +      +A I + VTP   G G ++ + +  G + + +  AV  
GIR  
Sbjct  489  
PAEKDLKYAKQSGGRGQYAHIVIKVTPQEPGGGYEFVNGIVGGVIPKEYIPAVDKGIRDA  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            L  G+  G+ + D K+   +G Y+   S+   F     + +++A +++   LLEP 
+   
Sbjct  549  
LLNGILAGFPMVDIKVELVHGSYHEVDSSEQAFYIAGSMAVKEACQKAAAVLLEPIMFVE  608



Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            +  P +Y+     D       I + +++    +    +P   +  Y TDL   T 
GR+
Sbjct  609  
VLTPDDYMGDVMGDLNGRRGRIVSLEMRHGMQIIRANVPLSSMFGYATDLRSKTQGRA  666

>WP_107989431.1 elongation factor G [Breoghania corrubedonensis]
 PTW61585.1 translation elongation factor 2 (EF-2/EF-G) [Breoghania 
corrubedonensis]
Length=691

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 183/659 (28%), Positives = 309/659 (47%), Gaps = 
66/659 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTAF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDGA+ ++ A  GV+ QT  ++    K +
+P +
Sbjct  72   
WKEKRLNIIDTPGHVDFTIEVERSLRVLDGAVALLDANAGVEPQTETVWRQADKYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPE------------
IVLEENTD  171
            IF+NK+D+ G D    V  ++ +L A  ++++  +    E            +V 
+E T 
Sbjct  132  
IFVNKMDKLGADFYRCVDMIKTRLGAKPLVLQLPIGAESEFTGCVDLITMKGLVWKEETL  191

Query  172  IEAWD---------------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              AWD                      V+E ++  +E+Y+ GE  + E+L    ++    
Sbjct  192  
GAAWDIEAIPADLQAKAEEYREQLIETVVEVDEGAMERYLEGEMPNEEELKALIRKGTIS  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAALCG  251
                PV+ GSA K  G+QPL+D V                 P  E+           
L  
Sbjct  252  
TEFVPVFCGSAFKNKGVQPLLDGVVDYLPNPTEVPAIRGIDPKTEEEVVRHSTDDEPLSM  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLR----LRDTVALAGREKL-



KITEMRIPSKGEIVRTD  306
              FK+          + R+YSG L     L++TV    RE++ ++ +M   S+ +I   
D
Sbjct  312  LAFKIMNDSFVGSLTFCRIYSGVLNKGSSLQNTVK-
DKRERIGRMMQMHSNSREDI---D  367

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             AY G+IV +         D L DP +       E P P++   + PKT A +E++  
AL
Sbjct  368  
VAYAGDIVAVAGLKDTTTGDTLCDPLKPVILERMEFPEPVIEIAVEPKTKADQEKMGLAL  427

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             +LA  DP  R + D  + + I++ +G + L+++   +  ++K+E  + +P V Y 
E   
Sbjct  428  
NRLAAEDPSFRVKTDEESGQTIIAGMGELHLDIIVDRMKREFKVEANIGQPQVAYRETIT  487

Query  426  KAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            K A   +T   +   +  +A I L + P   G+G  +ES++  G + + +   V+ 
G+  
Sbjct  488  
KTAEVDYTHKKQSGGSGQFARIKLVLEPGEQGTGFVFESKIVGGSVPKEYIPGVQKGVDS  547

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G L G+ + D K+    G Y+   S+   F         + ++++  +LLEP 
+  
Sbjct  548  
VMSSGPLAGFPILDVKVTLVDGAYHDVDSSVLAFEIAGRAGFREGIQKASPKLLEPIMKV  607

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
             +  P++Y+     D       I   + +    V +  +P   +  Y  +L   + 
GR+
Sbjct  608  
EVVTPEDYMGDVIGDLNSRRGQITGTENRGVVTVVSANVPLANMFGYVNNLRSMSQGRA  666

>OUU67074.1 elongation factor G [Candidatus Pelagibacter sp. TMED64]
Length=691

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 178/655 (27%), Positives = 305/655 (47%), Gaps = 
58/655 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  



Sbjct  12   
NIGIMAHIDAGKTTTTERVLYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVCVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL-
SPEIVLEENTDI  172
             F+NK+D+ G D    V  ++++L    ++           K  V L   + ++ 
+N D+
Sbjct  132  
CFVNKLDRTGADFYRCVDMIKERLGCKPLVLQLPVGSEADLKGVVDLVKMKAIVWQNEDL  191

Query  173  ----------------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                                  E  +A +E ++KL+E Y+ G+  S + L++  ++    
Sbjct  192  
GAKFDIIDIPADLKEIADKYRKELVEAAVEEDEKLMEAYLDGKEPSDDDLIKCIRKGTLG  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALCG  251
             S  P+  GSA K  G+QPL+DAV        + GS                        
Sbjct  252  
FSFVPITTGSAFKNKGVQPLLDAVVNFLPSPIDIGSIKGTKPNSKDEVERKFDDNEPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGTL+    +    ++K  ++  M +           
A  
Sbjct  312  
LAFKVATDPFVGTLTFIRIYSGTLKAATGIYNTSKDKEERVGRMLLMHANSREDVKEANS  371

Query  311  GEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L      +    L D  +       E P P++   + PKT A +E++ +AL 
+LA
Sbjct  372  
GDIVALAGLKYTITGHTLSDEDKPVVLEPMEFPDPVIEIAVEPKTKADQEKMGEALGRLA  431

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKAAS  429
              DP  +   D  + + I+  +G + L+++   +  ++K+E  +  P V Y E  L 
+A+
Sbjct  432  
KEDPSFQVSSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETILNSAT  491

Query  430  HT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
            +T IH +       +A + L+V PL  G G + E+++  G + + F   V  GI+   
+ 



Sbjct  492  
NTYIHKKQSGGAGQFAKVELTVEPLEPGKGREIENKIKGGAIPKEFIPGVEKGIQSVADS  551

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+ + D K+    GL++   S+   F   +    ++A  ++  +LLEP +   
+  
Sbjct  552  
GILAGFPLLDYKVTILDGLHHDVDSSVLAFEIASRYCFKEACTKASLKLLEPMMRVEVVT  611

Query  547  PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
            P++Y+     D       + T   + +  V T  +P   +  Y  +L   + GR+
Sbjct  612  PEDYMGDVIGDLNSRRGQVGTTDKRGNATVITAMVPLANMFGYINNLRSMSQGRA  
666

>WP_097792477.1 elongation factor G [Faecalibacterium prausnitzii]
 PDX86612.1 elongation factor G [Faecalibacterium prausnitzii]
Length=708

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 187/684 (27%), Positives = 316/684 (46%), Gaps = 
83/684 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  193

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN++ L+EKY+ GE 
I+R
Sbjct  194  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILVEAVAENDEVLMEKYLEGEEITR  253



Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVT-------------
GLFQPIGEQ  244
            E+L    ++     +L PV  GS+ K  G+Q L+DA+              G+     
EQ
Sbjct  254  
EELKAAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVEDIKGVNPETEEQ  313

Query  245  GS------AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEM  294
             +      A      FK+       +  Y R+YSG +    TV  +    +E++ 
+I +M
Sbjct  314  
ETRPSSDDAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDNKERMGRILQM  373

Query  295  RIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P+
+R  I
Sbjct  374  HSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRVAI  427

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  +
+K+E
Sbjct  428  
EPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVE  487

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V  P V Y E   K A+       +      +  + + + P   G G ++ + +  
G 
Sbjct  488  
ANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVGGA  547

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     +  
+ A
Sbjct  548  
IPKEYIPAIDNGIQGAMKSGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFKDA  607

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            ++++   + EP +   +  P EYL     D       I+  +           +P   
+ 
Sbjct  608  
MRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAFVPLAQMF  667

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y TDL   T GR   + E   Y+
Sbjct  668  GYATDLRSKTQGRGQYVMEPSHYE  691



>WP_004625701.1 GTP-binding protein [[Clostridium] termitidis]
 EMS71946.1 small GTP-binding protein domain protein 
[ [[Clostridium] termitidis 
CT1112]
Length=670

 Score = 249 bits (635),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 171/624 (27%), Positives = 296/624 (47%), Gaps = 
27/624 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT  E +LY + +I   G V+   +  D   +ER RGITI      
F +
Sbjct  5    
IGILAHVDAGKTTFAEQILYHTKSIRSRGRVDHKNSFLDNHEIERDRGITIFTDQAVFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
             +    ++DTPGH DF +E+ R+L ++D A++++SA +GVQ  T  ++  LR 
+NIPT  
Sbjct  65   
GQSTCYLIDTPGHADFSSEMERALQIMDYAVVIVSAVEGVQGHTETVWQLLRNLNIPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLE---------
ENTDIEAWD  176
            FINKID+ G ++++V+  ++ KL+ +I+   T  L P+ V           +N      
+
Sbjct  125  FINKIDRVGANIENVIAEIKVKLTGEILF--
TAGLIPQAVKNTGCLSIAELKNMSPGLME  182

Query  177  
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG  236
             V E ++ LLE Y+ G  +     + E ++ ++   +FP   GSA + +GI   ++ 
+  
Sbjct  183  FVAERDETLLELYLQGR-
VENVDWLMELKQLIKQGRVFPCMAGSALQDVGITEFVEVLDL  241

Query  237  L-
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL------  289
            L +    E+ S    G V+K+ + + G R  Y++  SG L ++D +    +++       
Sbjct  242  
LSYSDYEEKSSEKFSGRVYKIRHDEQGNRVTYIKALSGKLSVKDILEYGRQDESTGSVRP  301

Query  290  --
KITEMRIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLR  347
              KI ++R  +       +    GEI  +   S       GD      +R     
+P L+
Sbjct  302  SEKINQIRSYNGTRFSTKEFVSAGEIFAVTGLS---
KACAGDGAGTLEERAVYRMIPALK  358

Query  348  
TTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKY  407



            + +    +   + +L+ +  L   DP L    +    E+  S +G +QLEV+  ++ 
+++
Sbjct  359  
SRLVFDKSLNNKEVLNKMKLLEAEDPALNVSWNEALQELHFSIMGVIQLEVLKQVIEQRF  418

Query  408  
KLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLG  467
              +       V+Y E   + A+   H E  P   +A + L + P    SG+ +ES   
+ 
Sbjct  419  LYKVDFGPCQVLYRETVSRPATGYGHFE--
PLRHYAEVHLRLEPAPRNSGISFESICHID  476

Query  468  YLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQ  526
             L  S+QN +R  +      G L G +VTD KI    G  +   ++  DFR      
+ Q
Sbjct  477  
DLLPSYQNLIRSHLFEKEHNGVLTGSSVTDVKITLLTGRAHLKHTSGGDFREATLRAMRQ  536

Query  527  
ALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             L+++G  LLEP+  F +    + + R   D  K     E  + +++++   G  P    
Sbjct  537  
GLEKAGCILLEPFYRFRIEVDIDSMGRVLSDIQKMHGDFEPPETRENKLTIRGRGPVATF  596

Query  587  QAYRTDLAFYTNGRSVCLTELKGY  610
              Y  +L  +T G+        GY
Sbjct  597  MNYSMELVSFTKGKGSINLFFDGY  620

>PSD20233.1 elongation factor G [Stenotrophomonas maltophilia]
Length=678

 Score = 249 bits (635),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 197/670 (29%), Positives = 305/670 (46%), Gaps = 
70/670 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N+GI+AH+DAGKTTLTE LL+ SG I   G V  G   TD   +ER+RGITI AA    
Q
Sbjct  11   
NLGIIAHIDAGKTTLTERLLWKSGEIHRVGEVHDGNATTDFSAIERERGITIGAAAVQAQ  70

Query  65   W-------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALR  117
            W       HR  + ++DTPGH+DF  EV RSL VLDGA+ V SA DGVQ Q+  ++   
R
Sbjct  71   WAPRDLPPHR--
LTLIDTPGHIDFAIEVERSLRVLDGAVAVFSAVDGVQPQSETVWRQAR  128

Query  118  KMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-----------
DIIIKQTVSLSPEIVL  166



            + ++P + F+NK+D+ G   + V++ ++DKL A           +      V L  
E VL
Sbjct  129  
RHHVPLIAFVNKMDRVGASFERVLEQLQDKLRARPWALGVPLGSESGFNGWVDLVDERVL  188

Query  167  EENTD----IEAWD----------------
AVIENNDKLLEKYIAGEPISREKLVREEQR  206
            +   D    +  WD                AV +++++L + ++ G  I    L    
+R
Sbjct  189  
QWQEDGATTVTPWDEVARAQWQAQRDALVEAVADHDEELADAWLEGRVIDAGALRAAIRR  248

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA----------------L  249
                 +  PV  G+A K  GI+ L+DAV   L  P+     +A                
L
Sbjct  249  
ATLAGAGVPVLAGAAFKDKGIETLLDAVVDYLPSPLDRPAVSAESDEGEVMLPPDPDGPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA----
GREKLKITEMRIPSKGEIVRT  305
             G +FK+ +   G    ++RLYSG L++ D VA +    GR   ++  ++     
+I   
Sbjct  309  AGLLFKITHQQHGALS-
FVRLYSGALKVGDAVASSQHPQGRRVSRLVRVQADQTHDI---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            + A  G+IV +L        + L    +  R    +   P+L   + P  A    R
+   
Sbjct  365  
EQAVAGDIVAVLGWKDAVSGETLSSRAQPLRLENIQAQAPVLAWRLEPARAPDLIRMAQG  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L  LA  DP  R E D  T E ++  +G + LEV+   L  ++K+E  V  P V Y 
E P
Sbjct  425  
LASLAQEDPSFRVETDRETGETLVWGMGELHLEVMVERLRSEWKVEVAVGAPRVAYQETP  484

Query  425  LKAASHTIH---
IEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            ++  +  +     +      +A + L V P      V +   +  G + +SF  AV  
G+
Sbjct  485  MRPMTGVVGRLVKQTGGQGQFAHVVLDVAPRD-
DDLVVFNDCIVGGVVPRSFIAAVEKGV  543

Query  482  
RYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
            R  L +G  G  V   ++    G  ++  S+   F       ++ AL E 
GTQLLEP ++
Sbjct  544  
RAALSEGPQGHPVVGIEVSLVDGQTHAKDSSEMAFHRAGAEAIKAALAEGGTQLLEPVMA  603



Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P   +     D  +    I   + +      +G  P   +  Y T L   + 
GR+
Sbjct  604  
VTVHSPSASVGDVVGDLNRRHGRIARIEDQDGRAEVSGFAPLAQLVGYTTSLRSLSQGRA  663

Query  602  VCLTELKGYQ  611
                 L GY+
Sbjct  664  SSEAHLHGYE  673

>WP_099295182.1 elongation factor G [Pseudoalteromonas sp. 3D05]
 PHN90497.1 elongation factor G [Pseudoalteromonas sp. 3D05]
Length=694

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 190/671 (28%), Positives = 306/671 (46%), Gaps = 
68/671 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGTIHKTGEVHDGESTTDFMDQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESGVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   V   V+  L A                   D++ KQ   +  
+  
Sbjct  129  IFVNKLDRMGADFYRVTAQVQKVLGATPLIMTLPIGIEDDFVGVVDVLNKQAY-
VWDDTG  187

Query  166  LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN  IE   A                 +E +D L+E Y+ GE  S E + R  +
+  +
Sbjct  188  
LPENYKIEDVPADMVDKVEEYHEMLIETAVEQDDDLMEAYMEGEMPSVEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
            D + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +    
Sbjct  248  
DLAFFPTFCGSAFKNKGMQLVLDAVVDYLPAPTEVDPQPLMDEEGNENGEHAIVSADEPF  307



Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSG L   DT+  A  G+ +   ++ EM+   + E
+   
Sbjct  308  KALAFKI-
MDDRFGALTFVRIYSGKLNKGDTILNAFTGKTERVGRMVEMQADERKELT--  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
             +A  G+I+ I+   +V+    L DP           P P++   + PK     E+
+  A
Sbjct  365  -
SAQAGDIIAIVGMKNVQTGHTLCDPKHPVTLEPMVFPTPVISIAVQPKDKGGNEKMGVA  423

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y 
E  
Sbjct  424  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETI  483

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P  +GSG  + S V  G + + F  AV  
G +
Sbjct  484  
TREIEDSYTHKKQSGGSGQFGKIDYRIKPGEVGSGFAFTSSVVGGNVPKEFWPAVEKGFK  543

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G 
QLLEP + 
Sbjct  544  
SMMGEGVLAGFPVLDVEVELFDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMK  603

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR 
Sbjct  604  
VDVFTPEDHVGDVIGDLNRRRGMLSNQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRG  663

Query  602  VCLTELKGYQA  612
                E   Y A
Sbjct  664  QFSMEFSHYAA  674

>WP_097780182.1 elongation factor G [Faecalibacterium prausnitzii]
 PDX82932.1 elongation factor G [Faecalibacterium prausnitzii]
Length=708

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.



 Identities = 185/686 (27%), Positives = 316/686 (46%), Gaps = 
87/686 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGINHKIGEVHDGGATMDWMVQEQERGITITSAATTCY  73

Query  65   W--------------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTR  110
            W              +R ++NI+DTPGH+DF  EV RSL VLDG++ V++AK GV+ 
Q+ 
Sbjct  74   
WSHSETQKDPVAFKKNRHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVLAAKGGVEPQSE  133

Query  111  
ILFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------IKQ  156
             ++    +  +P ++++NK+D  G D    ++ + D+L A+ +              
I  
Sbjct  134  
TVWRQADEYKVPRMVYVNKMDTMGADFFRCIKMLHDRLHANGVAIQLPIGQEDTFRGIVD  193

Query  157  TVSLSPEIVLEE-NTDIEAW------------------
DAVIENNDKLLEKYIAGEPISR  197
             V ++ E+  ++   D+                     +AV EN+++L+EKY+ GE 
I+R
Sbjct  194  
LVDMNAEVYYDDMGNDMRTEPIPEDMVEQAEEYRNILVEAVAENDEELMEKYLEGEEITR  253

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------------------  238
            E+L +  ++     +L PV  GS+ K  G+Q L+DA+                       
Sbjct  254  
EELKKAIRKETIANTLVPVVCGSSYKNRGVQKLLDAIVDYMPAPTDVPDIKGVNPETEEE  313

Query  239  --QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---
GREKL-KIT  292
              +P  +   A      FK+       +  Y R+YSG +    TV  +    +E++ 
+I 
Sbjct  314  ETRPSSD--
DAPFAALAFKIATDPFVGKLAYFRVYSGKVEAGTTVYNSVKDSKERMGRIL  371

Query  293  EMRIPSKGEIVRTDTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRT  348
            +M    + +I   D  Y G+I  ++   +    D L D   P  L   ++   P P
++R 
Sbjct  372  QMHSNHRKDI---DCCYAGDIAAVVGLKNTTTGDTLCDENHPIILESMKF---
PEPVIRV  425

Query  349  
TIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYK  408
             I PKT A  E++  AL +LA+ DP  +   D  T + I++ +G + LE++   L  



++K
Sbjct  426  
AIEPKTKAGNEKMGIALAKLAEEDPTFKTYTDEETGQTIIAGMGELHLEIIVDRLLREFK  485

Query  409  LETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSL  466
            +E  V  P V Y E   K A+       +      +  + + + P   G G ++ + 
+  
Sbjct  486  
VEANVGAPQVAYRETIRKEANQETKYARQSGGKGQYGHVKIKIEPNEPGKGYEFVNAIVG  545

Query  467  GYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLE  525
            G + + +  A+ +GI+  ++ G L G+ V D K+    G Y+   S+   F     
+  +
Sbjct  546  
GAIPKEYIPAIDNGIQGAMKAGVLAGYPVVDVKVTLWDGSYHEVDSSEMAFSIAGSMAFK  605

Query  526  
QALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             A++++   + EP +   +  P EYL     D       I+  +           
+P   
Sbjct  606  
DAMRKADPIITEPIMKVAVIVPDEYLGDVIGDLNARRGQIQGMEAMAGTQRVNAFVPLAQ  665

Query  586  IQAYRTDLAFYTNGRSVCLTELKGYQ  611
            +  Y TDL   T GR   + E   Y+
Sbjct  666  MFGYATDLRSKTQGRGQYVMEPSHYE  691

>WP_074831076.1 GTP-binding protein [Ruminococcus albus]
Length=858

 Score = 253 bits (645),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 186/616 (30%), Positives = 306/616 (50%), Gaps = 
41/616 (7%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD+GKTTL+E++LY SGAI + G V+      D   +ER RGITI +    
F++
Sbjct  7    
IGILAHVDSGKTTLSEAMLYKSGAIRKLGRVDHKDAFLDNNPIERDRGITIFSKQAVFEY  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E  R+L V+D AILVIS  DGVQ  T+ L   L + 
+IPT I
Sbjct  67   
GGVGFTLLDTPGHVDFSGETERTLRVIDAAILVISGTDGVQPHTKTLARLLERYDIPTFI  126

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185



            F+NK+D  G     V+ SV            T ++    V       E  +A+    
+++
Sbjct  127  FVNKMDMDGARKDFVMNSV------------
TAAMGDRCVSFAQPADELTEALSLCTEEM  174

Query  186  LEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            +E+Y+    IS   ++    QRR     L PV +GSA +  GI+ L+D ++  + P
+ E+
Sbjct  175  MEEYLEKGEISDSSMISAIAQRR-----LIPVSFGSALRLEGIEALLDCISK-
YIPLPEE  228

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE----
MRIPSKG  300
             +A     V+K+   + G R  ++++  G+L +RD +    RE  +++E    +R+ 
S  
Sbjct  229  -NAEFGAKVYKI-
TEEGGARLTHMKITGGSLAVRDVLTYTDREGEEVSEKVGRIRVYSGE  286

Query  301  EIVRTDTAYPGEIVILPSDSVRL-NDVLG-
DPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            +    +    GE+  +P+ +       LG +PT   +     +P+   R  IAPK   
+ 
Sbjct  287  KARNAEVVVQGEVCAVPALTATFAGQGLGFEPTDTEQIL---EPVLTYR-
VIAPKEVDEH  342

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
              LL  L  L D DP +    +   HE+  + +G VQ EV+  ++SE++ +E  + 
E  +
Sbjct  343  T-
LLSRLRILEDEDPTMAVNYNEQLHEVTAALMGEVQAEVLKRIVSERFGMEIELGEGRI  401

Query  419  IYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             Y E    P+  A H       P   +A + L + PL  GSG++++S  S   L++
++Q 
Sbjct  402  AYRETIAEPVDGAGH-----
FEPLRHYAEVHLRLEPLPRGSGLEFDSDCSEDILSRNWQR  456

Query  476  AVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   ++    +G+   + +TD +I    G  +   +   DFR      + Q L++
+ + 
Sbjct  457  
LILTHLKEKTHRGVLTCSPITDMRITLTAGRAHLKHTEGGDFRQATYRAVRQGLRKAKSI  516

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEP+ ++ L  P   + RA  D  +  A  E  +   +  V TG  P   ++ Y 
T++A
Sbjct  517  
LLEPWYAYRLEIPAANVGRALTDLDRMGAHAEPPETDGETAVLTGTAPVSKLRFYHTEVA  576



Query  595  FYTNGRSVCLTELKGY  610
             YT G         GY
Sbjct  577  GYTKGLGRLSCRAAGY  592

>WP_081531099.1 GTP-binding protein [Lactobacillus salivarius]
 OQQ81878.1 elongation factor G [Lactobacillus salivarius]
 OQQ83828.1 elongation factor G [Lactobacillus salivarius]
Length=639

 Score = 248 bits (633),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 187/622 (30%), Positives = 301/622 (48%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRSLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L   
+
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLNHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID +      ++  ++ +L   II       S + ++E   DI   D    
Sbjct  121  IPVFIFVNKIDISTNKASQILSQLKSELDESII-----DFSSDNMIE---
DIATCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E+Y+    I  EK+       + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEEYLQTNTIPDEKI----
PSLISDRVVFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS--  298
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++R+ 
+  
Sbjct  223  --SHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRVYNGE  276

Query  299  KGEIVRTDTA-----
YPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            K     T TA      PG +   P  S+  N +   PT  P   +  D            
Sbjct  277  
KFSTYPTVTAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  325



Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQTCLKALHELEDEDPKLHVTWSEHLQEISVQIMGEIQLEILEQILLDRYNLNVTF  385

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ +L  
LN+++
Sbjct  386  TKGNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCNLEVLNKNW  443

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKTKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   + V TG  P   
+  
Sbjct  504  ENNDCQLLEPWYRFRLKVDRTQIGRAINDIQRMHGTLDEQQV---
DGVLTGIAPVSEMYD  560

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  561  YATNVRSYTHGNGTLELEIVGY  582

>OGG20547.1 translation elongation factor G [Candidatus 
Gottesmanbacteria 
bacterium RIFCSPHIGHO2_02_FULL_40_13]
Length=700

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 192/672 (29%), Positives = 321/672 (48%), Gaps = 
65/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +LY +G   + G +++GTT+ D M  E++RGITI 
AA T
Sbjct  17   
KIRNIGIIAHIDAGKTTTTERILYYTGKSYKIGDIDEGTTQMDWMPQEKERGITITAAAT  76

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG + V+ A++GVQ+Q+  ++H   
K N+
Sbjct  77   



TTFWKGLRINIIDTPGHVDFTAEVERSLRVLDGGVTVLDAEEGVQSQSETVWHQADKYNV  136

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + FINK+D+ G D    V  ++ +L A                   D++ ++++    
Sbjct  137  
PRICFINKMDKLGADFHRTVGMIKSRLGANPAIMTLPIGKEHSFTGVIDLLTQKSLIWGS  196

Query  159  -------SLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                    +  EI  +   D+  +     + + E +D LLEKY+ G+  +  +L +  
++
Sbjct  197  
DELGAEYDIKDEIPDDMKQDVTEYRHKLIEQICEQDDSLLEKYLEGKEPTLAELKKVLRK  256

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPI--------------GE----
QGSA  247
                  L P+Y G++ +  G+QPL+DA+   L  P+              GE        
Sbjct  257  
ATIAYKLVPIYCGTSLRNKGVQPLLDAIVDYLPSPLDVPSIRGVNPKTKAGEIRKNNADD  316

Query  248  ALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD-
TVALAGREKLKITEMRIPSKGEIVRTD  306
               G  FKV+      +  Y+R+YSG L     T   A   + +I  + +    +    
+
Sbjct  317  
PFSGLAFKVQLDPHVGKLTYIRVYSGKLSSGSYTYNPAHGNQERIGRILLMHANQREDVN  376

Query  307  TAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
             AY GEIV I+        D + D   P  L +  +   P P++   I PKT   
+E++ 
Sbjct  377  EAYAGEIVAIVGFKDTGTGDTVCDQAHPILLEQISF---
PEPVISLAIEPKTKIDQEKMG  433

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  + + +  T + I+  +G + L+V+   +  ++K+   V  P V 
Y E
Sbjct  434  
MALQRLTEEDPTFKVKSNPETGQTIIWGMGELHLDVLVDRMKREFKVAANVGAPQVAYKE  493

Query  423  R-PLKAASHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
                KA     +I +      +    L V P + G G ++E  +    +   F  
+V  G
Sbjct  494  
TIKAKAQGEGKYIRQTGGRGQYGHCLLRVEPKNRGEGFEFEDAIKGAAIPNEFIPSVEKG  553

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  L++G L G+ +TD K+    G Y+   S+   F+    + L+ A+K++G  
LLEP 
Sbjct  554  



VKEALDKGVLAGYILTDIKVTLYDGSYHDVDSSDIAFKIAGSMALQSAVKQAGLILLEPI  613

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P E++     D     A I   + +    +    +P   +  Y T +   
+ G
Sbjct  614  
MKVEVTTPDEFMGTIIGDLSSKRAQILGTEKRGTVTIIIAMVPLSELSGYATTIRSLSQG  673

Query  600  RSVCLTELKGYQ  611
            RS    E   Y+
Sbjct  674  RSSYYMEPSHYE  685

>WP_024111006.1 elongation factor G [Propionimicrobium sp. BV2F7]
 ETJ97298.1 translation elongation factor G [Propionimicrobium sp. 
BV2F7]
Length=699

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 178/672 (26%), Positives = 315/672 (47%), Gaps = 
65/672 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G   + G    G    D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILYYTGINHKIGETHDGAATMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    
+ N+
Sbjct  71   
TCFWNNYQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSMTVWRQASRYNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-------------------
ADIIIKQTVSLSP  162
            P + ++NK+D+ G      V ++R++L                     D++     
+   
Sbjct  131  
PRICYVNKLDRTGASFSHAVDTIRERLHVVPVVLQLPIGSEADLMGMVDLVEMHAKTYRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E+ ++E                  + + EN+++ +EKY+ GE IS   +    
+R
Sbjct  191  
ETDLGEHYEVEEIPADMKDQAEAARTEMLETLAENDEEFMEKYLGGEDISVADIKAAIRR  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGL------------
FQPIGE--------QGS  246



             V   +   V  GS+ K  G+QPL+DAV               F+P  E           
Sbjct  251  
GVLSNAFTAVLCGSSFKNKGVQPLLDAVVDYLPSPLDVPAIVGFKPGDESVEIDRAPSKE  310

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEI  302
              L    FK+       +  Y+R+YSG LR    V  +++G+++   KI +M    
+ EI
Sbjct  311  
EPLAALAFKIAADPHLGKLTYVRVYSGVLRAGTQVLNSVSGKKERIGKIYQMHANKRNEI  370

Query  303  
VRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                      ++ L + S    D L D  +  +    + P P++   I PK+ A 
+E+L 
Sbjct  371  EELPAGNICAVMGLKATST--
GDTLCDADQPVQLESMDFPDPVIEQAIEPKSKADQEKLS  428

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             A+ +LA+ DP  R   D  T + I++ +G + L+V+   +  ++ +E  + +P V 
Y E
Sbjct  429  
VAIQRLAEEDPTFRVHTDEDTGQTIIAGMGELHLDVLIDRMKREFHVEANIGKPQVAYRE  488

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               + +K   +T   +   +  +  + + + P   G+G ++ + V+ G + + +  
+V  
Sbjct  489  
TLRKAVKGVEYTHKKQSGGSGQYGKVIIDLEPQEPGAGYEFVNAVTGGRIPREYIPSVDA  548

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  ++ G L G+ V D K+    G Y+   S+   F+    +V ++A +++   
LLEP
Sbjct  549  
GIQEAMQFGVLAGYPVDDIKVTLTDGAYHDVDSSELAFKIAGSMVFKEAARKADPALLEP  608

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             ++  +  P+++L     D       +++   +    V    +P   +  Y  DL   
T+
Sbjct  609  
LMAVEVTTPEDFLGTVIGDLNSRRGQVQSMDEEHGSRVVRALVPLSEMFGYVGDLRSKTS  668

Query  599  GRSVCLTELKGY  610
            G++    E   Y
Sbjct  669  GQATYTMEFDSY  680

>OQX01800.1 translation elongation factor G [Thiothrix lacustris]
Length=692



 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 197/672 (29%), Positives = 297/672 (44%), Gaps = 
68/672 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G T TD M  ER+RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGATTTDFMVQERERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  V
Sbjct  69   
WKDHRFNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSGVARV  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIII-----------KQTVSL--
SPEIVLEENTD  171
            I +NK+D+ G D   VV+ V D L A  ++              V L      V + 
++D
Sbjct  129  
ILVNKLDRLGADFYRVVKQVEDVLGARPLVMVLPIGTEDNFSGVVDLLTRKAWVWDNSSD  188

Query  172  ----------------IEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                            +E W     +  +E +D  +E Y+ GE  + + + R  ++    
Sbjct  189  
PLNYVIQDPPADMAELVETWREKLIETAVEQDDDAMEMYLGGEEPALDVIKRCIRKGTIA  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQ----------------PIGE----
QGSAALC  250
               FP + GSA K  GIQ ++D V                     P GE      +  
L 
Sbjct  249  
LDFFPTFAGSAFKNKGIQLVLDGVIDYLPSPIEVKPQPEVDLEGVPTGEFAIVDAARPLR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRIPSKGEIVRTD  306
               FK+     G    + R+YSGTL+  DT+     G+ +   ++ EM       I   
D
Sbjct  309  ALAFKIMDDKYGA-
LTFTRIYSGTLKTGDTILNTFTGKTERVGRMVEMHADDANSI---D  364

Query  307  TAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+I+ L    +V+    L DP           P P++   I+PK  A  E++  
AL
Sbjct  365  
FAQAGDIIALVGLKNVQTGHTLCDPKNPATLEPMVFPDPVISIAISPKNKAGAEKMGIAL  424

Query  366  



TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
             ++A  DP  R E D  T+E IL  +G + L++   +L   + +E  V +P V Y 
+R  
Sbjct  425  
NKMAKEDPSFRIETDQETNETILKGMGELHLDIKVDILLRTHGVEVNVGKPQVAYRDRES  484

Query  426  KAA----
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
                   S+T   +   +  +  I  ++ P   G+G  +ES V  G + + F  AV  
G 
Sbjct  485  
ITTRVEDSYTHKKQSGGSGQYGKIDYTIEPGEPGTGYTFESVVVGGSVPREFWPAVDKGF  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  + +G L G+ V D K     G +++  S+   F   A     Q + ++G Q
+LEP +
Sbjct  545  
KDSMGKGPLAGYPVVDVKFTLREGGFHAVDSSAIAFEIAAKGGFRQTMPKAGPQILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               ++AP  ++     D  +  A I++            E P   +  Y   L   
T+GR
Sbjct  605  
KVDVFAPDSHVGDVIGDLNRRRAMIKSQDAAPIGARIKAEAPLSEMFGYIGTLRTMTSGR  664

Query  601  SVCLTELKGYQA  612
                 E   Y A
Sbjct  665  GQFSMEFSHYAA  676

>WP_013770162.1 elongation factor G [Cellulomonas fimi]
 AEE45134.1 translation elongation factor G [Cellulomonas fimi ATCC 
484]
Length=700

 Score = 249 bits (637),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 183/675 (27%), Positives = 318/675 (47%), Gaps = 
69/675 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  11   
KVRNIGIMAHIDAGKTTTTERILFYTGVNYKIGETHDGASTMDWMEQEQERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V   K+GV+ Q+  ++    
K ++
Sbjct  71   



TCYWKNNQINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGKEGVEPQSETVWRQADKYDV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P + F+NK+D+ G D    V+++ D+L A                   D++  + +    
Sbjct  131  
PRICFVNKMDKLGADFYFTVKTIVDRLKAKPLVIQLPIGSESDFVGVVDLVEMRALVWRG  190

Query  163  EIVLEENTDIEA----------------
WDAVIENNDKLLEKYIAGEPISREKLVREEQR  206
            E  L E  +IE                  +AV E +D+LLEK++ GE ++  ++    
++
Sbjct  191  
ETALGEKYEIEDIPADLQEKAQQYRAELLEAVAETDDELLEKFLGGEELTTAEIKAGIRK  250

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAV-----
TGLFQPIGEQGSAA-------------  248
                +  +PV  GSA K  G+QP++DAV     T L  P  E   A              
Sbjct  251  
LTVASQAYPVLCGSAFKNKGVQPMLDAVIDYLPTPLDVPAVEGHDAKDPEVVIERHPDAT  310

Query  249  --LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
                   FKV       +  Y+R+YSG +     V  + + K     K+ +M    
+  +
Sbjct  311  
EPFSALAFKVAAHPFFGKLTYVRVYSGKVSQGAQVLNSTKGKKERIGKLFQMHSNKENPV  370

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               + A  G I   +    V   D L DP           P P++   I PKT   
+E+L
Sbjct  371  ---
EDATAGHIYAFIGLKDVTTGDTLTDPAAPVVLESMTFPEPVIDVAIEPKTKGDQEKL  427

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              A+ +LA+ DP  R ++D  T + ++  +G + L+++   +  ++K+E  V +P 
V Y 
Sbjct  428  
STAIQKLAEEDPTFRVKLDEETGQTVIGGMGELHLDILVDRMRREFKVEANVGKPQVAYR  487

Query  422  E---RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG--
VQYESRVSLGYLNQSFQNA  476
            E   R ++   +T   +   +  +A + ++  PL    G   ++E++V+ G + + 
+  +
Sbjct  488  
ETIRRSVEKIDYTHKKQTGGSGQYAKVQMTFEPLDPAEGELYEFENKVTGGRIPREYIPS  547

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            V  GI+  ++ G L G+ +   K     G  +   S+   F+    ++L++A++++   
L
Sbjct  548  



VDAGIQSAMQLGVLAGFPLVGVKAILLDGASHDVDSSEMAFKIAGSMILKEAVRKADPVL  607

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP ++  +  P++Y+     D       I++ +      V   ++P   +  Y  
DL  
Sbjct  608  
LEPVMAVEVRTPEDYMGDVIGDINSRRGMIQSMEDATGVKVIRAQVPLSEMFGYVGDLRS  667

Query  596  YTNGRSVCLTELKGY  610
             T GR+V   +   Y
Sbjct  668  KTQGRAVYSMQFDSY  682

>WP_068367602.1 elongation factor G [Peptoniphilus coxii]
 KXB66811.1 translation elongation factor G [Peptoniphilus coxii]
Length=693

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 189/688 (27%), Positives = 314/688 (46%), Gaps = 
66/688 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ NIGI+AH+DAGKTT TE +LY +G I + G    G  + D M  E++RGITI 
+A T
Sbjct  9    
KVRNIGIMAHIDAGKTTTTERILYYTGRIHKIGETHDGGAQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ +  AK GV+ Q+  ++    
+ ++
Sbjct  69   
TAHWKGYRLNIIDTPGHVDFTVEVERSLRVLDGAVSLFDAKSGVEPQSETVWRQADRYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD--------------
IIIKQTVSLSPEIVLE  167
            P +  INK+D  G D    V+++ +KLS +              I +   V +  
EI  +
Sbjct  129  
PRIAHINKMDVTGADFFRSVRTIDEKLSGNPVPIQIPMGAEDTFIGMIDLVKMEAEIYKD  188

Query  168  E-NTDIEAWDA------------------
VIENNDKLLEKYIAGEPISREKLVREEQRRV  208
            +  T+IE  D                   V E ++ L+  Y+ GE ++ E + R  
++  
Sbjct  189  
DMGTEIEITDVPEEYKAQADEWRENLIEKVSEYDEDLMMAYLEGEEVTEEMIKRAIRKGT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDA-------------
VTGLFQPIGEQGS------AAL  249
                + PV  GS+ K  G+Q L+DA             + G+    GE+ +         



Sbjct  249  
LAVEMTPVTCGSSYKNKGVQLLLDAIVDYLPAPVDIPSIVGIDPATGEEEARHASDEEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  Y R+YSGTL+    V   +   RE++ +I  M    + E
+   
Sbjct  309  
SALAFKIVTDPYVGKLSYFRVYSGTLKAGSYVYNSSKGKRERVGRILLMHANKREEV---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +  Y GEI   +   +    D L D          E P P++   I PKT A +++
+   
Sbjct  366  
EEIYAGEIAAAVGLKNTSTGDTLCDEKDEIILEKMEFPEPVISVAIEPKTKASQDKMAIG  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  R   D  T + I++ +G + L+++   L  ++K+E  +  P V Y 
E  
Sbjct  426  
LQKLAEEDPTFRTYTDEETGQTIIAGMGELHLDIIVDRLLREFKVEANIGNPKVSYREGI  485

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            L +A        +      +    + V PL  G G ++E+ +  G + + F    + 
GI 
Sbjct  486  
LSSAEGEGKFVRQSGGRGQYGHAKIKVEPLEAGKGFEFENNIVGGAIPKEFIGPTQQGIE  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G L G+ V D K+    G ++   S+   F+    + L  AL ++   
LLEP + 
Sbjct  546  
EAMQNGVLGGYEVLDVKVSLYDGSFHDVDSSEMAFKVAGSMALRDALSKANPVLLEPVMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P+EY+     D       +E  ++     + T  +P   +  Y T L   T 
GR+
Sbjct  606  
VEIVTPEEYMGDVIGDINSRRGRMEGMELVAGAQIVTCYVPLAEMFGYATSLRSNTQGRA  665

Query  602  VCLTELKGYQAA---VGQPVIQPRRPNS  626
                +   Y+     V + V+  +  N+
Sbjct  666  NYSMQFDHYEQVPKNVSEEVLNGKNKNN  693

>WP_104740689.1 elongation factor G [Helicobacter bizzozeronii]
Length=692

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 



matrix adjust.
 Identities = 187/693 (27%), Positives = 317/693 (46%), Gaps = 
81/693 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTTSERILFYTGVSHKIGEVHDGAATMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    
K  +
Sbjct  69   
TCFWKDHQINLIDTPGHVDFTIEVERSMRVLDGAVGVFCSVGGVQPQSETVWRQANKYGV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSP  162
            P ++F+NK+D+ G +  SV   ++++L A                   D++  + +  
+ 
Sbjct  129  
PRIVFVNKMDRIGANFYSVENQIKERLKANPVPINIPIGAEDTFQGVIDLVAMKAIIWTN  188

Query  163  EI------VLEENTDIEA---------
WDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
            E       V +   D++A          +AV E ++ L+EKY+ GE +S E++ R  
+  
Sbjct  189  
EAMGAKYEVQDIPGDLQAKAQEYRDKLLEAVAEQDEALMEKYLGGEALSVEEIKRGIKAG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
              + SL P+  GS+ K  G+Q L+DAV                 P  E+           
Sbjct  249  
CLNMSLIPMLCGSSFKNKGVQTLLDAVIDYLPAPTEVADIKGVDPRNEEEIKVQSSDEGD  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R Y G L     +  + ++K     ++ +M    + 
+I  
Sbjct  309  
FAGLAFKIMTDPFVGQLTFVRAYRGKLESGSYIYNSTKDKKERVGRLLKMHSNKREDI--  366

Query  305  TDTAYPGEIVILPSDSVRLNDVL-GD-------
PTRLPRKRWREDPLPMLRTTIAPKTAA  356
                Y GEI       V L D L GD       P  L R  +   P P++   + 
PKT A
Sbjct  367  -KEVYAGEICAF----VGLKDTLTGDTLCHEKSPVVLERMEF---
PEPVIHIAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416



             +E++  AL +LA+ DP  R      T + ++  +G + LE++   L  ++K+E  
V +P
Sbjct  419  
DQEKMGVALGKLAEEDPSFRVMTQEETGQTLIGGMGELHLEIIVDRLKREFKVEAEVGQP  478

Query  417  SVIYME--
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQ  474
             V + E  R      H    +      +  + + + P   G+G ++ + +S G + 
+ + 
Sbjct  479  
QVAFRETIRSAVQKEHKYAKQSGGRGQYGHVFIKLEPKDPGTGYEFVNEISGGVIPKEYI  538

Query  475  NAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGT  533
             AV  GI+  ++ G L G+ V DCK+    G Y+   S+   F+    +  ++A + 
+  
Sbjct  539  
PAVDKGIQEAMQSGVLAGYPVVDCKVTLYDGSYHEVDSSEMAFKIAGSMAFKEACRAANP  598

Query  534  
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDL  593
             LLEP +   +  P+EY+     D  +    I     +    +    +P   +  Y 
TDL
Sbjct  599  
VLLEPMMKVEVEVPEEYMGDVIGDLNRRRGQINAMDDRLGLKIVNAFVPLVEMFGYSTDL  658

Query  594  AFYTNGRSVCLTELKGYQ---AAVGQPVIQPRR  623
               T GR     E   Y    A + + +++ R+
Sbjct  659  RSATQGRGTYSMEFDHYGEVPANIAKEIVEKRK  691

>WP_103202272.1 GTP-binding protein [Herbinix hemicellulosilytica]
 CRZ34148.1 hypothetical protein HHT355_0945 [Herbinix 
hemicellulosilytica]
Length=912

 Score = 253 bits (647),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 195/645 (30%), Positives = 302/645 (47%), Gaps = 
56/645 (9%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK + IGILAHVDAGKTTL ES+LY SG+I + G V+      D   LER RGITI 
+  
Sbjct  1    
MKKLVIGILAHVDAGKTTLAESILYLSGSIRKLGRVDHKNAFLDNYELERARGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
              F ++  +VN++DTPGH+DF AE+ R+L VLD AILVIS  DGVQ  T  L+  L 
+  
Sbjct  61   
ARFTYNDMEVNLLDTPGHVDFSAEMERTLQVLDYAILVISGSDGVQGHTETLWKLLDRYK  120



Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IPT +FINK+D    D  +++  ++ KL+   +       + EI LE          
V  
Sbjct  121  IPTFLFINKMDLEVADRHTLMNEIKKKLNEACL--
DFSDDNDEIFLEN---------VAM  169

Query  181  NNDKLLEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ  239
             ++KLL KYI    I    ++    QR+V     FP Y+GSA K  G++  ++ +     
Sbjct  170  CDEKLLNKYIESGRIEYSDIIELICQRKV-----
FPCYFGSALKIEGVEEFLNGLNRYTS  224

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLR-----------
DTVALAGREK  288
               ++   A    V+K+   + G R  ++++  G+L+++           D V ++   
K
Sbjct  225  --
SKKYPQAFGAKVYKITRDEQGTRLTHIKVTGGSLKVKMPLTNRKENGIDKVNISASYK  282

Query  289  ------LKITEMRIPSKGEIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPR  335
                   KI ++RI S  +    +    GE+  +       P + + +   L  P     
Sbjct  283  
PEDIWEEKIDQIRIYSGAKYETVEEIQAGEVCAVTGLGKTYPGEGLGIEKDLDMPYL---  339

Query  336  
KRWREDPLPMLRTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQ  395
                    P+L   +    A     +L  L QL + DP L         EI +  
+G VQ
Sbjct  340  -------
KPVLTYQLILPPACNAFNMLSKLKQLEEEDPTLHIVWHEKLQEIHIQLMGEVQ  392

Query  396  
LEVVSALLSEKYKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLG  455
             E++  L+ E++ +E      +++Y E  L+      H E  P   +A + L + 
PL  G
Sbjct  393  TEILKTLIQERFNVEVEFGPGNILYKETILEPVVGVGHFE--
PLRHYAEVHLLLEPLKPG  450

Query  456  SGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPA  514
            SG+ ++S  S   L +S+Q  +   ++     G L G  +TD KI    G  +   
+   
Sbjct  451  
SGLVFDSICSEDNLERSWQRLILTHLQEKEHLGVLTGSPITDMKITLVAGRAHLKHTEGG  510

Query  515  
DFRSLAPIVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE  574
            DFR      + Q LK++ + LLEPY SF +  P E + RA  D  +   + +  QV  
D 
Sbjct  511  
DFRQATYRAVRQGLKKAKSVLLEPYYSFRMEIPAECVGRAMTDIQRMNGSFDPPQVSGDM  570



Query  575  VVFTGEIPARCIQAYRTDLAFYTNGRSVCLTELKGYQAAVGQPVI  619
             V  G  P   +  Y+ ++  YT+G+        GY+    Q  I
Sbjct  571  AVLCGFAPVATMNGYQVEVNAYTHGKGNLFCTPDGYRPCHNQEEI  615

>WP_037288051.1 GTP-binding protein [Ruminococcus albus]
 EXM38363.1 translation elongation factor G [Ruminococcus albus SY3]
 EXM38834.1 translation elongation factor G [Ruminococcus albus SY3]
Length=858

 Score = 252 bits (644),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 187/621 (30%), Positives = 306/621 (49%), Gaps = 
51/621 (8%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD+GKTTL+E++LY SGAI + G V+      DT  +ER RGITI +    
F++
Sbjct  7    
IGILAHVDSGKTTLSEAMLYKSGAIRKLGRVDHKDAFLDTNPIERDRGITIFSKQAVFEY  66

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E  R+L V+D AILVIS  DGVQ  T+ L   L + 
+IPT I
Sbjct  67   
GGVGFTLLDTPGHVDFSGETERTLRVIDAAILVISGTDGVQPHTKTLARLLERYDIPTFI  126

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            F+NK+D  G     V+ SV            T ++  + V       +  +A+   
++ +
Sbjct  127  FVNKMDMDGARKDFVMNSV------------
TAAMGDKCVSFAQPADDLTEALSLCSEDM  174

Query  186  LEKYIAGEPISREKLVRE-
EQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQ  244
            +E+Y+    IS   ++    QRR     L PV +GSA +  GI+ L+D ++  + P
+ E+
Sbjct  175  MEEYLEEGKISDSNIISAIAQRR-----LIPVCFGSALRLEGIETLLDCISK-
YIPLPEE  228

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITE----
MRIPSKG  300
              A     V+K+   D G +  ++++  G+L +RD +    R+  +I+E    +R+ 
S  
Sbjct  229  -RAEFGAKVYKI-
TDDNGAKLTHMKITGGSLAVRDVLTYTDRDGEEISEKVGRIRVYSGE  286

Query  301  EIVRTDTAYPGEIVILPSDSVRL-NDVLG-DPTRLPRKRWREDPLPMLR-----
TTIAPK  353
            +    +    GE+  +P+ +       LG +PT         DP  +L        



IAPK
Sbjct  287  KARNAEVVVQGEVCAVPALTATFAGQGLGFEPT---------
DPEQILEPVLTYRVIAPK  337

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
               +   LL  L  L D DP +    +   HE+  + +G VQ EV+  ++SE++ +
+  +
Sbjct  338  EVDEHT-
LLSRLRILEDEDPTMAVNYNEQLHEVTAALMGEVQAEVLKRIVSERFGMDIEL  396

Query  414  KEPSVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
             E  + Y E    P+  A H       P   +A + L + PL  GSG++++S  S   
L+
Sbjct  397  GEGRIAYRETIAEPVDGAGH-----
FEPLRHYAEVHLRLEPLPRGSGLEFDSDCSEDILS  451

Query  471  QSFQNAVRDGIRYGLEQGLFGWN-
VTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  +   ++    +G+   + +TD +I    G  +   +   DFR      + 
Q L+
Sbjct  452  
RNWQRLILTHLKEKTHRGVLTCSPITDMRITLTAGRAHLKHTEGGDFRQATYRAVRQGLR  511

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            ++ + LLEP+ S+ L  P   + RA  D  +  A  E  +   +  V TG  P   
++ Y
Sbjct  512  
KAKSILLEPWYSYRLEIPAANVGRALTDLDRMGAHTEPPETDGETAVLTGTAPVSKLRFY  571

Query  590  RTDLAFYTNGRSVCLTELKGY  610
             T++A YT G         GY
Sbjct  572  HTEVAGYTKGLGRLSCRAAGY  592

>WP_081511418.1 GTP-binding protein [Lactobacillus salivarius]
 OQR05879.1 elongation factor G [Lactobacillus salivarius]
 OQR05996.1 elongation factor G [Lactobacillus salivarius]
Length=639

 Score = 248 bits (633),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 185/622 (30%), Positives = 300/622 (48%), Gaps = 
52/622 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+A+VDAGKTTL+E+LLY +G +   G V+ G T  DT  LE++RGITI 
+  
Sbjct  1    
MKHIVTGIIANVDAGKTTLSEALLYQTGNLRNLGRVDNGNTFLDTDQLEKKRGITIFSHQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + +++   + I+DTPGH+DF+ +  + L+VLD AILVISA DG+ + TR L++ L
+  +
Sbjct  61   
ANLEYNDLSLTILDTPGHVDFVTQTEQVLSVLDYAILVISATDGITSHTRSLWNLLKHYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            IP  IF+NKID        ++  ++ +L   II       S + +LE   DI   D    
Sbjct  121  IPVFIFVNKIDINTNMASQILSQLKSELDESII-----DFSSDNMLE---
DIAMCD----  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
              + L E Y+    I  EK++      + D  +FP Y+GSA K  GI   +       
Q 
Sbjct  169  --ESLFEDYLQTNAIPDEKIL----
SLISDRVVFPCYFGSALKLDGIDEFLQGFNHWTQE  222

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
                        +FK+ + D G+R  +LR+  G+L+ R+ +      + KI+++RI 
+  
Sbjct  223  --PHYPNNFQAKIFKISHNDKGERLTWLRILGGSLKPREEIL----
PEQKISQIRIYNGE  276

Query  301  EIVRTDTAYPGEIVIL-------
PSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
            +     T   G++  +       P  S+  N +   PT  P   +  D            
Sbjct  277  
KFSTYPTVNAGQVCTIPGLVNTYPGLSIGENQIDTIPTITPVLSYALD-----------L  325

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                 +  L AL +L D DP L         EI +  +G +QLE++  +L ++Y L    
Sbjct  326  
NGNDIQTCLKALHELEDEDPKLHVTWSEHLKEISVQIMGEIQLEILEQILLDRYNLNVTF  385

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + +++Y E    +     H E  P   ++ + L + P   GSG+Q+E++ SL  L
++++
Sbjct  386  TKVNILYKETITNSIEGVGHFE--
PLRHYSEVHLLLEPGKRGSGLQFENQCSLEVLDKNW  443

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            Q+ +   ++     G L G  +TD KI    G   +  +   DFR      + Q L    
Sbjct  444  
QHQIISNLKAKEHLGVLTGSPLTDVKITLLGGKASNVHTVGGDFRQACSRAVRQGLMMLK  503

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588



            + +  QLLEP+  F L   +  + RA +D  +   T++  QV   + V TG  P   
+  
Sbjct  504  ENNDCQLLEPWYRFKLKVDRTQIGRAINDIQRMHGTLDEQQV---
DGVLTGIAPVSEMYD  560

Query  589  YRTDLAFYTNGRSVCLTELKGY  610
            Y T++  YT+G      E+ GY
Sbjct  561  YATNVRSYTHGNGTLELEIAGY  582

>OUU45851.1 elongation factor G [Gammaproteobacteria bacterium 
TMED50]
Length=694

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 194/668 (29%), Positives = 309/668 (46%), Gaps = 
66/668 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
TS  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMDQEQERGITIQSAATSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WNDHRLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANXSEVARL  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-DIIIKQTVSLSPEI------------
VLEENTD  171
            IF+NK+D+ G D   VV  ++D L A  +++   + +  E             V +
+  +
Sbjct  129  
IFVNKLDRLGADFYRVVGQIKDVLGAVPLVMTLPIGIEDEFVGVVDLLTQEAWVWDDTGN  188

Query  172  IEAW---------------------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EA+                     + V+E +D L+E Y+ GE  S + L R  ++    
Sbjct  189  
PEAYEVLPVPEDMVDRVAEYRQQLVETVLEQDDDLMEAYLEGEEPSIDDLKRCIRKGTIA  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QP--------IGEQG----
SAALC  250
               FP   GSA K  G+Q +++AV            QP         GE       
A L 
Sbjct  249  
LDFFPTLCGSAFKNKGVQNVLNAVVDYLPNPTEVDPQPEVDLEGNETGEHAIVDPEAPLR  308

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-



KITEMRIPSKGEIVRTD  306
               FK+   D      + R+YSGTL+  D V     G+ E++ +I EM   S+ E+   
D
Sbjct  309  ALAFKI-
MDDRYGALTFTRVYSGTLKKGDNVLNTYTGKTERIGRIVEMHADSRNEL---D  364

Query  307  TAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             A  G+IV +L   + +    L D  +         P P++   IAPK  A  E++  
AL
Sbjct  365  
KAQAGDIVALLGMKNTQTGHTLCDANKPATLEPMVFPDPVISIAIAPKDKAGAEKMGVAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
            +++   DP    E D  + E I+  +G + L++   +L   +++E  V EP V Y 
E   
Sbjct  425  
SKMVQEDPSFYVETDEESGETIMRGMGELHLDIKVDILKRTHEVEVEVGEPQVAYRETIT  484

Query  426  K--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
            +    ++T   +   +  +A I   + P  +G+G ++ES VS G + + F  A+      
Sbjct  485  
QRIDDTYTHKKQTGGSGQFAKIDYIIEPSEVGAGYEFESTVSGGNVPREFWPAIEKAFAQ  544

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E+G L G+ + D K+    G +++  S+   +   A     Q++ ++G QLLEP 
+  
Sbjct  545  
SMEEGTLAGYPLLDVKVTLTDGGFHAVDSSAIAYELAAKAAYRQSIPKAGPQLLEPIMKV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             ++ P + +     D  +    ++  +     V    + P   +  Y  DL   T
+GR  
Sbjct  605  
DVFTPDDNVGDVIGDLNRRRGMVKAQEAATTGVRVKADCPLAEMFGYIGDLRTMTSGRGQ  664

Query  603  CLTELKGY  610
               E   Y
Sbjct  665  FSMEFSHY  672

>WP_024962193.1 elongation factor G [Campylobacter ureolyticus]
Length=691

 Score = 249 bits (636),  Expect = 8e-70, Method: Compositional 
matrix adjust.
 Identities = 183/684 (27%), Positives = 322/684 (47%), Gaps = 
70/684 (10%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G   +GT   D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGVSHKIGETHEGTATMDWMAQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    K +
+P +
Sbjct  72   
WKEHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSL------------S  161
            +F+NK+D+ G +  +V Q ++D+L A+ +            K  V L             
Sbjct  132  
VFVNKMDRVGANFYNVEQQIKDRLKANPVPLQIPIGAEDDFKGVVDLVNMKALVWEDETK  191

Query  162  PEIVLEENTDIEAWD-----------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
            P   +E     E  D           AV E +D L++KY +GE +S +++    ++   
+
Sbjct  192  
PTTYVEREIPAELLDKAKEYHDKLIEAVAETDDALMDKYFSGEQLSVDEIKEGIKKACLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGE----
QGSAALCGSVFKVEYTDCGQ---  263
             S+ P+  G+A K  G+QPL+DA+        E    +G       VF VE +D G
+   
Sbjct  252  LSIIPMMCGTAFKNKGVQPLLDAIVDYLPAPDEVADIRGEYENGDEVF-
VESSDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR----
LRDTVALAGREKLKITEMRIPSKGEIVRTDT  307
                        +  ++R+Y G L     + +TV        +I  M    + EI     
Sbjct  311  
LAFKIMTDPFVGQLTFVRVYRGILESGSYVYNTVKGKKERIGRILRMHSNKREEIKEL--  368

Query  308  AYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             Y GEI  V+   D++  + + G+  ++  ++  + P P++   + PKT A +E++  
AL
Sbjct  369  -YAGEIGAVVGLKDTLTGDTLAGEKDQVILEKM-
DFPDPVISVAVEPKTKADQEKMGIAL  426

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--R  423
             +LA  DP  + + D  + + I+S +G + LEV+   +  ++K++  + +P V Y 
E  R
Sbjct  427  
QKLAQEDPSFQVKTDEESGQTIISGMGELHLEVIVDRMLREFKVDAEIGKPQVAYRETIR  486

Query  424  



PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
                  +    +      +  + L + PL  G+G ++ + +  G + + +  AV  
G + 
Sbjct  487  
KTVEQEYKYAKQSGGRGQYGHVYLRLEPLEPGTGYEFVNDIKGGAIPKEYIPAVDKGCQE  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             ++ G L G+ V D ++    G Y+   S+   F+  A +  ++  +++G  +LEP 
+  
Sbjct  547  
AMQGGVLAGYPVEDVRVTVYDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEPVMKV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+EY+     D  K    +     +    +     P   +  Y TDL   T 
GR+ 
Sbjct  607  
EIETPEEYMGDVIGDINKRRGQVNNMGDRGGNKIIDAFCPLAEMFGYSTDLRSQTQGRAT  666

Query  603  CLTELKGYQAA---VGQPVIQPRR  623
               E   Y      V + +I+ R 
Sbjct  667  YSMEFDHYDEVPKNVSEEIIKQRN  690

>CDD40661.1 putative uncharacterized protein [Collinsella sp. CAG:
398]
Length=669

 Score = 249 bits (635),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 191/625 (31%), Positives = 301/625 (48%), Gaps = 
42/625 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK   +G+LAHVDAGKTTL E++L A+G I   G V++G +  DT  +ER+RGITI 
A+ 
Sbjct  1    
MKQAVVGLLAHVDAGKTTLAEAMLLAAGVIRTAGRVDRGDSHLDTDPMERERGITIFASQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S  W    + ++D PGH+DF AE  R++A LD A+LV+ A DG+Q  T  L+  
LR+  
Sbjct  61   
ASLDWDGTHIMLLDAPGHVDFSAEAERTIAALDCALLVVGANDGIQGHTETLWDLLRRHQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT+IF+NK D    +  +++  +R +LS   +     +         + D  A +    
Sbjct  121  VPTLIFVNKCDLEHPERSALMADLRARLSPACLDGAAFA---------
SGDPRALEDAAS  171



Query  181  NNDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
             ++  L++Y+  +   P S  KLV E        S+FPV++G+A +  G++ L+DA
+  L
Sbjct  172  ADEAALDEYLETDSIAPASYAKLVAER-------
SVFPVFFGAALRNDGVRELLDALAAL  224

Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREK---
LKITEM  294
                      A    VF++  +D G+R  +L++  GTLR +  V  A        
KI E+
Sbjct  225  APE--
HSWPTAFAARVFRISRSDRGERLSWLKVTGGTLRAKMMVEGADHGAPWTEKINEI  282

Query  295  RIPSKGEIVRTDTAYPGEIVILPSDSVRL--NDVLGDPTRLPRKRWREDPL--
PMLRTTI  350
            R+  +G+   T    P   +   +   R      LG     PR      PL  P+L   
+
Sbjct  283  RL-YQGKRHETVAELPAGSICAVTGLTRTMPGSALGAEAAAPR------
PLLAPVLSYQV  335

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P        L+ AL +LA  DPLL         E  +  +G V+ +VV  LL +
+Y +E
Sbjct  336  
IPAPGTDASALMRALRELASEDPLLGVTWHEQLQEAHVQLMGEVRQDVVRELLRDRYGIE  395

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470
                   ++Y E  ++      H E  P   +A + + + PL  G+GVQ+ +R S   
L+
Sbjct  396  VEFGPGGILYKETIVEPVEGVGHFE--
PLRHYAEVRVQLEPLPRGTGVQFGTRCSEDDLD  453

Query  471  QSFQN-
AVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
            +++Q  A+ + +       L G  +TD +I    G  ++  +   DFR      + 
QAL 
Sbjct  454  
RNWQRLALSNAMERDHAGVLTGAPLTDVRITLIAGRAHAKHTEGGDFRQATYRAVRQALM  513

Query  530  ESGTQ----
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARC  585
             +  Q    LLEP+  F L  P + + RA  D  +  A  E  +   +     G 
+PA  
Sbjct  514  
TAREQGACVLLEPWYRFRLVVPADKVGRALTDLTRMAAVFEAPEAAGEMAAIEGVVPASE  573

Query  586  IQAYRTDLAFYTNGRSVCLTELKGY  610
               Y  ++A YT GR     EL+GY
Sbjct  574  TGEYGLEVARYTGGRGRISLELEGY  598



>WP_089984469.1 MULTISPECIES: GTP-binding protein [Lysinibacillus]
 SCX42165.1 small GTP-binding protein domain-containing protein 
[Lysinibacillus 
sp. SG8]
 SCX81398.1 small GTP-binding protein domain-containing protein 
[Lysinibacillus 
sp. LD79]
 SDB11730.1 small GTP-binding protein domain-containing protein 
[Lysinibacillus 
sp. BC-14]
 SEP82269.1 small GTP-binding protein domain-containing protein 
[Lysinibacillus 
sp. TC-13]
 SEM75798.1 small GTP-binding protein domain-containing protein 
[Lysinibacillus 
sp. SG45]
 SFH89564.1 small GTP-binding protein domain-containing protein 
[Lysinibacillus 
sp. SG53]
Length=646

 Score = 248 bits (633),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 182/614 (30%), Positives = 293/614 (48%), Gaps = 
32/614 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+LAHVDAGKTT +E +L+ + +I   G V+      D   LER+RGITI A       
Sbjct  5    
IGVLAHVDAGKTTFSEQVLFHTNSIQARGRVDHQDAYLDNHELERKRGITIFAEQGRMTI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI++ISA +G+Q  T  ++  LR  +
+PT  
Sbjct  65   
GDDTYTLIDTPGHVDFSPEMERAIRVMDYAIIIISAVEGIQGHTETVWQLLRNYHVPTFF  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEEN---
TDIEAWDAVIENN  182
            FINKID+ G D+++V+  +    S  ++        P   L+EN   + I  W A  
E +
Sbjct  125  FINKIDRDGADVRAVMTQLHKDFSEHVLFVD----EP---
LQENYVSSTIMEWLA--ERD  175

Query  183  DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDA---
VTGL-F  238
            +KLL+ ++  E +     ++  Q  +++ S FP + GSA K  GIQ L+     
+TG  F
Sbjct  176  EKLLDAFL-
NEALEHGLCMKHLQSMIKNESAFPCFTGSALKDEGIQELIAQLPLITGTHF  234

Query  239  



QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
            +P      A   G VFK+ + D  QR  +++  +G L +RD     G    K+TE
+R+ +
Sbjct  235  EP-----EAPFQGEVFKIRH-DGHQRLTFIKALTGKLHVRDEFTF-
GDLTEKVTEIRLYN  287

Query  299  KGEIVRTDTAYPGEIVILPSDS-
VRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
                        GEI  +   S   + D +G  T L +     + +P L+  +  +    
Sbjct  288  GSRFETVQHVEAGEIFAVKGLSQAHIGDRIGSNT-LSQPY---
ELVPTLQAKVQYEGEQH  343

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   +P LR        EI +  +G +QLEV+  +L +++ L     
EP 
Sbjct  344  
IKEVLKIFRLLEAEEPSLRVVWQEKFQEIHVHIMGVIQLEVLIEVLLKRFTLNISFGEPQ  403

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            ++Y+E      +   H E  P   +A I L + P   G+G+ + +      L+   
Q  V
Sbjct  404  ILYLETIATTVTGYGHFE--
PLKHYAEIHLLMQPNERGTGITFSNACHADDLSVGNQRLV  461

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
               +      GL  G+ VTD       G  ++  ++  DFR      L Q L+++   
LL
Sbjct  462  
EKHLFERDHHGLLTGYAVTDIHFTLLTGRGHNEHTSGGDFREATFRALRQGLEQAQNVLL  521

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F + A  +++ R   D  +   T +   + + +VV TG  P     +Y T  
A Y
Sbjct  522  
EPYYRFKMKASNDFIGRMMTDIQQAAGTFDDPVLTETDVVLTGRAPVATFMSYSTIFAAY  581

Query  597  TNGRSVCLTELKGY  610
            TNG+     +  GY
Sbjct  582  TNGKGALTLQFDGY  595

>WP_056938376.1 GTP-binding protein [Lactobacillus hayakitensis]
Length=645

 Score = 248 bits (633),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 192/642 (30%), Positives = 307/642 (48%), Gaps = 
43/642 (7%)

Query  1    



MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI AHVDAGKTTLTE LLY +G+I   G V+ G    D   +E++RGITI 
+  
Sbjct  1    
MKNIVTGIFAHVDAGKTTLTEVLLYQAGSIRNLGRVDNGDAFLDNNEIEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               Q    ++ I DTPGH+DF +++ + + +LD AILV+SA D ++  TR L+  L
+   
Sbjct  61   
AILQNDALQLVIEDTPGHVDFSSQLEQVMQILDYAILVVSANDEIKEHTRKLWSMLQHYG  120

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSADII-IKQTVSLS--
PEIVLEENTDIEAWDA  177
            +PT IF+NK+D   +    V+  ++  L+   I   Q   L+  PE   EE         
Sbjct  121  
VPTFIFVNKMDITNLTQNEVMDKIKANLADGCIAFNQFDDLNKMPEDSFEE---------  171

Query  178  
VIENNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGL  237
            +   ++KLL++++    +S E++    +  +Q   +FP ++GSA K +G+   +  
+   
Sbjct  172  IAMQDEKLLDEFLETGKVSEEQI----
KTMIQKRQVFPCFFGSALKLIGVDEFLLGIQHW  227

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             Q   +Q  A     VFK+ +   G+R  ++R+  G +  +  + LAG+   KI +
+R+ 
Sbjct  228  SQE--KQFPAEFKARVFKITHDKNGERLTWVRVLGGQISAKQEI-LAGQ---
KINQLRLY  281

Query  298  SKGEIVRTDTAYPGEIVILPSDSVRLNDVL-
GDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +   T +   G +V L      LN+   G               P+L  T+ 
PK   
Sbjct  282  NGEKFQTTASVSAGNVVALTG----
LNNTYPGQGLGALSDNDLSLIQPVLTYTVDPKAED  337

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             R  +L A   L+D DPLL     S   EI L  +G++QLE++  +L E++ LE    
+ 
Sbjct  338  IR-
NVLKAFQLLSDEDPLLNVTWSSQLEEIRLQIMGKIQLEILEQILLERFGLEIGFNQG  396

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            SV+Y E    P++   H       P   +A   L + P   G G+     V    L  
++
Sbjct  397  SVLYKETITHPIEGVGH-----FEPLRHYAEAHLIIEPNPDG-
GIVLAKDVKTEILPINW  450



Query  474  QNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----  528
            QN V   ++     G+  G  +TD KI    G +++  +   DFR      + Q L    
Sbjct  451  
QNQVISNLKAKTHLGVMTGSPLTDVKITLVNGAWHNKHTEGGDFREATWRAVRQGLMMAN  510

Query  529  
KESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQA  588
            ++  +QLLEP+  F L  P + + RA  D  +   T E  +   + V  TG  P   
+Q 
Sbjct  511  
QQGWSQLLEPWYDFKLTVPSDQVGRAMTDIQQMSGTAEPKETSGELVTLTGSAPVSKMQN  570

Query  589  YRTDLAFYTNGRSVCLTELKGYQAAVGQP-VIQPRRPNSRLD  629
            Y TD+  YT+G  +    + GY+    Q  +I+ R  N   D
Sbjct  571  YTTDVRSYTHGLGMLELSVSGYRPCHNQAEIIEERAYNPTAD  612

>CCX83865.1 small GTP-binding protein domain [Ruminococcus sp. CAG:
108]
Length=869

 Score = 253 bits (645),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 180/616 (29%), Positives = 295/616 (48%), Gaps = 
30/616 (5%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVD+GKTTL+E+L+Y+SG I++ G V+   +  DT  LER RGITI 
+  
Sbjct  1    
MKKIAVGILAHVDSGKTTLSEALMYSSGNITKLGRVDHRDSFLDTFSLERDRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               +++  +  ++DTPGH+DF AE  R+L VLD AILVIS  DGVQ+ T  L+  L
+K N
Sbjct  61   
AVMKYNNTEFTLLDTPGHVDFSAEAERTLQVLDYAILVISGTDGVQSHTCTLWKLLKKYN  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK+D  G D  SV+  +R  L  + +         +     +       
AV +
Sbjct  121  VPCFIFVNKMDLDGADKLSVMAQLRTGLDENCV---------
DFTYPNSDGFRESVAVCD  171

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQP---
LMDAVTGL  237
              +K+LEKY   + + +  +       +++  +FP  +GSA K  G++    L+D  
T +
Sbjct  172  --EKILEKYYETDSVEKTDITGA----
IKERKIFPCMFGSALKLDGVKAFLNLLDEYTVM  225



Query  238  FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV-
ALAGREKLKITEMRI  296
                 E G+      V+K+   + G R  ++++  G+L++R+ + +       K+  
+RI
Sbjct  226  PSYGAEFGA-----
KVYKIAEDNQGNRLTFMKITGGSLKVREILQSEKNTNAEKVNRIRI  280

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
             S  +    + A  G +  +   +   +   GD   + +        P+L   +  
+   
Sbjct  281  YSGEKFTAVEEAVAGTVCAVTGITFTSS---
GDGLGVEKNSGVPVLEPVLTYKVELEDGT  337

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
                 L  L  L + DP L    +S   EI +  +G +QLEV+  ++ E++ +       
Sbjct  338  
DAHTALTKLKTLENEDPQLNVVWNSRLGEIHIRLMGEIQLEVLRCIIKERFGMNVSFSTG  397

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S+IY E          H E  P   +A + L + P   GSG+   SR     L+++
+Q  
Sbjct  398  SIIYKETIENTVEGVGHFE--
PLRHYAEVHLLLKPAKRGSGITINSRCKEDLLDRNWQRL  455

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQL  535
            +   +      G L G  +TD +I    G  ++  +   DFR      + Q L+ + 
+ L
Sbjct  456  
ILTHLCEKTHLGVLTGSPITDIEITLVSGKAHAKHTEGGDFRQATYRAVRQGLRSAKSIL  515

Query  536  
LEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAF  595
            LEP   F L  P E + RA  D  +   T  + + K +  V TG  P   +  Y  
++  
Sbjct  516  
LEPVYDFTLEVPNENVGRAMSDIQRMSGTFNSPEAKGENSVLTGTAPVSEMGNYTKEVMQ  575

Query  596  YTNGRSVCLTELKGYQ  611
            YT+GR      LKGY+
Sbjct  576  YTHGRGRLSCSLKGYE  591

>WP_055339794.1 GTP-binding protein [Paeniclostridium sordellii]
 CEP81161.1 tetracycline resistance protein TetP [[Clostridium] 
sordellii]
Length=666

 Score = 248 bits (634),  Expect = 9e-70, Method: Compositional 
matrix adjust.



 Identities = 163/622 (26%), Positives = 306/622 (49%), Gaps = 
26/622 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            +G+ AHVDAGKTT  E +L+ + +I   G V+   +  D   +E+QRGITI +    
F +
Sbjct  5    
VGVFAHVDAGKTTFCEQILFNTNSIKNRGRVDNKNSFLDNHEIEKQRGITIFSDQGKFTY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +  +  ++DTPGH+DF  E+ RS++++D A++VIS+ + +Q+ T+ +F  L+K 
NIPT +
Sbjct  65   
NNSQYYLIDTPGHIDFSPEMERSISIIDYAVIVISSVEKIQSHTKTVFRLLKKNNIPTFL  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVI----EN  181
            F+NKID+ G D++ +++ ++  LS ++I     SLS  +++ EN DI+  + +I    
EN
Sbjct  125  FLNKIDREGCDIEGLIEDIKISLSDNVI-----SLSDNLII-
ENGDIDLSNELIEFIAEN  178

Query  182  
NDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            ++ +LE Y   +   ++         ++  +++P+  GSA K +GI+  ++    L 
+  
Sbjct  179  DENILEMYF-
NDKYEKDVWTSSLIENIKKCNIYPILTGSALKDIGIKEFLEKFDYLTETY  237

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVAL---
AGREKLKITEMRIPS  298
                   L G ++KV+Y +   R  Y+++ SG L ++D +           KI  
+RI +
Sbjct  238  YNNEEDFL-
GKIYKVKYDNSKNRVTYIKVISGKLEVKDEIKYLKEEKEIIEKINGIRIYN  296

Query  299  KGEIVRTDTAYPGEIVILPS-DSVRLNDVLGDPT-------
RLPRKRWREDPLPMLRTTI  350
              +    +    G++  L   +   + D L D +       R  + + + + +P L
++ +
Sbjct  297  
GIKFENINEVCSGDVCALIGLNEASVGDYLFDSSLQFENIKRKFKNKEKFEMVPTLKSKV  356

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
                    + +++    L   +P L    +    EI +  +G++QLEV+  L+  +
+ ++
Sbjct  357  
IYSKDLNIKEVINIFKILTQEEPSLNVIWNETLREIHIHVMGKIQLEVLKELIKRRFNID  416

Query  411  
TVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLN  470



                +  ++Y E    +     H E  P   ++ + L + PL+   GV+++S   +  
L+
Sbjct  417  INFDKCEILYKETIKNSTIGYGHFE--
PLGHYSEVHLKLEPLNANEGVKFKSIAHVDELS  474

Query  471  QSFQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALK  529
               QN V+  I     +G+  G+ +TD +I    G  +   ++  DFR      L 
Q L+
Sbjct  475  
IGHQNLVKTHIFEKEHKGILGGFPITDMEITLITGRAHKKHTSGGDFREATFRALRQGLE  534

Query  530  
ESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAY  589
            +   +LLEPY  F +     YL +   D  K     E   +K+D  +  G  P      
Y
Sbjct  535  
QVENELLEPYYRFKIEIDSNYLGKVMSDIQKLHGEFEGPLIKQDLCIVEGIGPVSTFMDY  594

Query  590  RTDLAFYTNGRSVCLTELKGYQ  611
              +L  +T G S       GY+
Sbjct  595  PLELLSFTKGNSNISFVFDGYR  616

>WP_014614745.1 MULTISPECIES: elongation factor G [Staphylococcus]
 ADV04750.1 Translation elongation factor G [Staphylococcus 
pseudintermedius 
HKU10-03]
 ADX77470.1 translation elongation factor G [Staphylococcus 
pseudintermedius 
ED99]
 KZK18128.1 elongation factor G [Staphylococcus pseudintermedius]
 OGM52090.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 OLR33752.1 elongation factor G [Staphylococcus pseudintermedius]
 PCE19357.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 PCE20950.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 PCE49168.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 PCE51980.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 PCE53909.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 PCE57083.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 PCE57661.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 PCE61239.1 translation elongation factor G [Staphylococcus 
pseudintermedius]
 PCF40824.1 elongation factor G [Staphylococcus delphini]
 PCF44475.1 elongation factor G [Staphylococcus delphini]
 PCF53248.1 elongation factor G [Staphylococcus delphini]



 PCF55208.1 elongation factor G [Staphylococcus delphini]
 PCF57892.1 elongation factor G [Staphylococcus delphini]
 PCF67444.1 elongation factor G [Staphylococcus pseudintermedius]
 PKW54310.1 elongation factor G [Staphylococcus pseudintermedius]
 PKW56399.1 elongation factor G [Staphylococcus pseudintermedius]
 PNZ17468.1 elongation factor G [Staphylococcus pseudintermedius]
 POF46175.1 elongation factor G [Staphylococcus pseudintermedius]
 POY82443.1 elongation factor G [Staphylococcus pseudintermedius]
 POY85945.1 elongation factor G [Staphylococcus pseudintermedius]
 POY88435.1 elongation factor G [Staphylococcus pseudintermedius]
 POY88556.1 elongation factor G [Staphylococcus pseudintermedius]
 POY93955.1 elongation factor G [Staphylococcus pseudintermedius]
 POY96555.1 elongation factor G [Staphylococcus pseudintermedius]
 POZ00704.1 elongation factor G [Staphylococcus pseudintermedius]
 POZ02015.1 elongation factor G [Staphylococcus pseudintermedius]
 POZ04405.1 elongation factor G [Staphylococcus pseudintermedius]
 PPD61686.1 elongation factor G [Staphylococcus pseudintermedius]
 PPD64106.1 elongation factor G [Staphylococcus pseudintermedius]
 PPD65455.1 elongation factor G [Staphylococcus pseudintermedius]
 PRC67486.1 elongation factor G [Staphylococcus pseudintermedius]
 PRC68565.1 elongation factor G [Staphylococcus pseudintermedius]
 PRC72184.1 elongation factor G [Staphylococcus pseudintermedius]
Length=693

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 180/662 (27%), Positives = 305/662 (46%), Gaps = 
72/662 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G   +G ++ D M  E+ RGITI +A 
T+ +
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGRIHKIGETHEGASQMDWMEQEQDRGITITSAATTAE  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ A+ GV+ QT  ++       
+P +
Sbjct  72   
WKNHRVNIIDTPGHVDFTVEVERSLRVLDGAVTVLDAQSGVEPQTETVWRQATTYGVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            +F+NK+D+ G +    V ++ D+L A                   D++  +    + 
++ 
Sbjct  132  
VFVNKMDKIGANFDYAVSTLHDRLQANAAPIQLPIGAEDEFSAIIDLVTMKCFKYTNDLG  191

Query  166  LEENTDIEAWD--------------
AVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             E        D              AV E N+ L+EK    + I+ ++L    ++   
D 



Sbjct  192  
TEIEETEIPEDYRERAEEAREALIEAVAETNESLMEKIFEEQEITVDELKDAIRQATTDV  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVTGLF------QPI-GEQG-------------
SAALCG  251
              +PV  G+A K  G+Q ++DAV          +PI G +               A    
Sbjct  252  
EFYPVLCGTAFKNKGVQLMLDAVIDYLPSPLDVKPIVGHRADDPDEEVIAKADDDAEFAA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  + R+YSGTL     V       RE++ +I +M   S+ EI    
T
Sbjct  312  
LAFKVMTDPYVGKLTFFRVYSGTLTSGSYVKNSTKGKRERVGRILQMHANSREEI---ST  368

Query  308  AYPGEIVILPSDSVRLNDVLGDPTRLPRKR-----
WREDPLPMLRTTIAPKTAAQRERLL  362
             Y G+I      +V L D     T    K        E P P++  ++ PK+ A +
+++ 
Sbjct  369  VYSGDIAA----
AVGLKDTGTGDTLCGEKNDIILESMEFPEPVIHLSVEPKSKADQDKMT  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +L + DP  +   D  T ++I+  +G + L+++   + +++ +E  V  P V 
Y E
Sbjct  425  
QALVKLQEEDPTFKAHTDEETGQVIIGGMGELHLDIIVDRMKKEFNVEANVGAPMVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              +   A       +      +  + +  TP   G+G ++E+ +  G + + +  
+V  G
Sbjct  485  
TFKSSAAVQGKFSRQSGGRGQYGDVHIEFTPNETGAGFEFENAIVGGVVPREYIPSVEQG  544

Query  481  IRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +E G L G+ + D K     G Y+   S+   F+  A + L++A K+    
+LEP 
Sbjct  545  
LKDAMENGVLAGYPLIDVKAKLFDGSYHDVDSSEMAFKIAASLALKEAAKKCDPVILEPM  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       ++  + + +  V    +P   +  Y T L   
T G
Sbjct  605  
MKVTIEMPEEYMGDIMGDVTARRGRVDGMEPRGNAQVVNAYVPLSEMFGYATSLRSNTQG  664

Query  600  RS  601
            R 
Sbjct  665  RG  666



>WP_078769102.1 GTP-binding protein [Eubacterium coprostanoligenes]
 SJZ81767.1 small GTP-binding protein domain-containing protein 
[Eubacterium 
coprostanoligenes]
Length=858

 Score = 252 bits (644),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 189/617 (31%), Positives = 300/617 (49%), Gaps = 
35/617 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I +GILAHVD+GKT L+E++LY SGAIS+ G V+   +  DT  LER RGITI 
+  
Sbjct  1    
MKKIVVGILAHVDSGKTILSEAMLYHSGAISKLGRVDSKNSFLDTFSLERSRGITIFSKQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
               ++    + ++DTPGH+DF AE  R+L VLD AILVISA DGVQ+ T+ L+  L 
K  
Sbjct  61   
ALLKYKETDITLIDTPGHVDFSAETERTLQVLDYAILVISATDGVQSHTQTLWKLLAKYK  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +P  IF+NK D  G D   V+  ++ KLS D  +  T+   P+  L EN  +        
Sbjct  121  VPCFIFVNKTDLDGADKDVVLYQLKSKLS-DSCVDFTL---
PDDELNENIAL--------  168

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-Q  239
             +D LLEKY   + + ++ ++      +++  +FP  +GSA K  G+   MD +     
Q
Sbjct  169  CDDVLLEKY-EEDSLGKQDVI----
SAIKNRKVFPCMFGSALKLDGVDAFMDLINDYTEQ  223

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPS  298
            P   Q  +     V+K+   D GQR   +++  GTL++++ +         K+ +
+R+ S
Sbjct  224  P---QYGSDFGAKVYKIS-
EDKGQRLTMMKITGGTLKVKEILKSEKNINSEKVNQIRLYS  279

Query  299  KGEIVRTDTAYPGEIVILPSDS-VRLNDVLG--
DPTRLPRKRWREDPLPMLRTTIAPKTA  355
              +    D A  G +  +   +     D LG  D + +P         P+L  T+     
Sbjct  280  GEKFTAVDEATAGTVCSVTGITFTNSGDGLGVEDNSSIPM------
LTPVLTYTVNVPDG  333

Query  356  



AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
                 +L  +  L   DP L+ E +    EI +  +G +QLEV+  L ++++ +     
+
Sbjct  334  
TDAHTVLSDMRILEAEDPQLKVEWNERYSEIHVKLMGDIQLEVLQTLFADRFGINISFGK  393

Query  416  
PSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQN  475
             S+IY E   +A     H E  P   +A + L + P   GSG+ +++      L++
++Q 
Sbjct  394  GSIIYKETIEEAVEGVGHFE--
PLRHYAEVHLLLKPGKRGSGLVFKTDCKEDVLDKNWQR  451

Query  476  AVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQ  534
             +   +      G L G  +TD +I  + G  +   +   DFR      + Q L+ 
+ + 
Sbjct  452  
LILTHLYEKTHIGVLTGSPITDMEIILKSGKAHPKHTEGGDFRQATYRAVRQGLRSAKSI  511

Query  535  
LLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLA  594
            LLEPY  F+L  P E + RA  D      T    ++  +  V TG  P   +  Y   
+ 
Sbjct  512  
LLEPYYDFVLEIPNENVGRAMSDIQLMHGTFNPPELDGEMSVLTGSAPVSAMCDYAGTVR  571

Query  595  FYTNGRSVCLTELKGYQ  611
             YT G       LKGY+
Sbjct  572  QYTRGVGKLSCTLKGYE  588

>WP_066254567.1 GTP-binding protein [Bacillus drentensis]
Length=650

 Score = 248 bits (633),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 175/614 (29%), Positives = 291/614 (47%), Gaps = 
27/614 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IG+ AHVDAGKTTL E LLY +  I + G V+   T  DT  +E+QRGIT+ A    
F +
Sbjct  5    
IGMFAHVDAGKTTLAEQLLYHTKTIRQRGRVDHQDTFLDTHTIEKQRGITVFADQAMFSF  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
            +     ++DTPGH+DF  E+ R++ V+D AI++ISA +G++  T  ++  L+K  
+PT  
Sbjct  65   
NDSHYYLIDTPGHVDFSPEMERAIQVMDYAIVIISAVEGIEGHTETVWRLLQKHQVPTFF  124



Query  126  FINKIDQAGVDLQSVVQSVRDKLSADII-
IKQTVSLSPEIVLEENTDIEAWDAVIENNDK  184
            FINK D+AG D   V+  +R   + D+I I +T++       E + + E  + V E 
N+ 
Sbjct  125  FINKTDRAGSDSARVLAEIRSNFTTDVIEITETLT-------
EGHMNEELVEFVAERNES  177

Query  185  LLEKYI--AGEPISREKLVREEQRR-
VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPI  241
            LLE Y+    +P     L  E  R  +    LFP   GSA +  GI   ++ +  L    
Sbjct  178  LLETYMDTGYDP----SLWIETMRSLINQQQLFPSACGSALQDSGIHSFLEKLD-
LLTAT  232

Query  242  GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEMRIPS  298
                 A   G V+K+ Y + G R  +++   G L++RD ++    E     KIT+
+R  +
Sbjct  233  
NYLSDAPFAGRVYKIRYDEKGTRITFIKALRGVLKVRDELSYKDEENFICEKITQIRFYN  292

Query  299  KGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQ  357
             G+    +    G+I  +    +V   D LG    L  K   E  +  L++ +    
+  
Sbjct  293  GGKFTTVERVVAGDIFAVTGLSAVSAGDGLG---TLAEKAEYE-
LVSALKSKVIFDPSMN  348

Query  358  
RERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPS  417
             + +L     L   DP L    +  T EI +  +G +QLEV+  ++ E++  +    
EP 
Sbjct  349  
VKEVLKYFKMLDAEDPALNVIWEERTQEIHIHVMGTIQLEVLKHVIKERFLFDVSFAEPE  408

Query  418  
VIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAV  477
            +++ E          H E  P   +A + L + P +   G+ +ES     +L    
QN +
Sbjct  409  ILHKETIASEVIGYGHFE--
PLGHYAEVHLKIEPAARNRGITFESVGHTDHLPAGTQNVI  466

Query  478  RDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLL  536
            R+ +      GL  G  +TD K+    G  ++  ++  DFR  A   L Q L+++   
LL
Sbjct  467  
RNHLFEREHHGLLTGSPITDLKVTLLTGRSHNKHTSGGDFREAAFRALRQGLEKANNILL  526

Query  537  
EPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFY  596
            EPY  F +    E++ +   D      +      + ++ + TG++P      Y  +    
Sbjct  527  
EPYYDFKIRLDLEHMGKVLTDIQNAHGSFNHPITEGNKTLLTGKVPVATFMNYGPEFDSI  586



Query  597  TNGRSVCLTELKGY  610
            T G+ +    + GY
Sbjct  587  TKGKGIINLIVGGY  600

>PIR13025.1 elongation factor G [Candidatus Falkowbacteria bacterium 
CG11_big_fil_rev_8_21_14_0_20_39_10]
Length=691

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 183/671 (27%), Positives = 315/671 (47%), Gaps = 
66/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI AH+DAGKTT TE +L+ +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KIRNIGIAAHIDAGKTTFTERVLFYTGKKHKMGEVHEGAAEMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   K+NI+DTPGH+DF  EV RS+ VLDGAI V     GV+ Q+  ++    
K  +
Sbjct  69   
TCFWKDHKINIIDTPGHVDFTVEVERSMRVLDGAIAVFDGSAGVEPQSETVWRQADKYEV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLS-----------
ADIIIKQTVSLSPEIV-----  165
            P + F+NK+D+ G D    + S++ +L+           A+  I+  + L  +       
Sbjct  129  
PRLCFVNKMDKMGADFFMSLDSIKKRLNPKAVAVQLPIGAESTIRGVIDLVEQKAYEFKG  188

Query  166  -----LEE-------NTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                 +EE         D+E +     +  +E +++++EKY+    +S E+L +  
++ V
Sbjct  189  
VHGEKMEEIAIPNDMKADVEKYRNEMMEKSVECDEEVMEKYLNTGEVSIEELKKAIRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGL------------FQPIGEQ--------
GSAA  248
                ++PV+ G+A + +G+Q  ++ V                 P  E+         
SA 
Sbjct  249  
IKNEIYPVFCGTALQNIGVQLALNGVIDYLPSPLDVPDIEGLDPKDEEKKILVKADDSAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVR  304
              G  FK+       +  ++R+YSG L+    V  +   K     +I  M    + 
E+  
Sbjct  309  
FSGLAFKIATDPFVGKLCFVRVYSGVLQSGSYVVNSSNGKKERIGRIVRMHANHREEV--  366



Query  305  TDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
                Y G+I  V+   D+   N  L D  RL        P P+++  + PKT A 
+E++ 
Sbjct  367  -KEVYAGDIAAVVGLKDTATGN-
TLSDENRLVLLESIIFPEPVIKIAVEPKTKADQEKMG  424

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             AL +LA+ DP  R E D  T++ ++S +G + L+++   +  ++K+E  + +P V 
Y E
Sbjct  425  
VALAKLAEEDPTFRVETDEETNQTLISGMGELHLDIIVDRMKREFKVEANIGQPQVSYRE  484

Query  423  --
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDG  480
              R    A      +      +    L + P   G G ++ + V  G + Q +  A
+  G
Sbjct  485  
TIRQTAEAEGKYVKQSGGRGQYGHCWLRLEPQPEGGGFEFVNEVRGGAIPQEYIPAIEKG  544

Query  481  IRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPY  539
            ++  +++G+  G+ + D KI    G Y+   S+   F+  A +  ++A +++ T 
LLEP 
Sbjct  545  
VKEAMDRGVVAGYPMVDVKIAVYDGTYHEVDSSEVAFKMAAILGFKEAARKAKTVLLEPV  604

Query  540  
LSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNG  599
            +   +  P+EY+     D       IE    + +  V   ++P   +  Y T L   
+ G
Sbjct  605  
MKVEVTTPEEYMGNVVGDLNSKRGQIEEMTDRANIKVIHAKVPLAEMFGYATTLRSMSQG  664

Query  600  RSVCLTELKGY  610
            R+    E   Y
Sbjct  665  RANYTMEFLHY  675

>WP_034963282.1 MULTISPECIES: elongation factor G [Campylobacter]
 KEA43944.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 CUU91245.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 CUU91592.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 CUU91896.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 CUU88426.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 CUU87820.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]



 CUU89389.1 Translation elongation factor G [Campylobacter fetus 
subsp. fetus]
 ANE32940.1 translation elongation factor EF-G [Campylobacter 
hyointestinalis 
subsp. hyointestinalis LMG 9260]
 SFT63150.1 translation elongation factor 2 (EF-2/EF-G) 
[Campylobacter hyointestinalis]
 PPB54204.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB58646.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB63211.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB65847.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
 PPB71567.1 elongation factor G [Campylobacter hyointestinalis 
subsp. hyointestinalis]
Length=691

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 185/688 (27%), Positives = 324/688 (47%), Gaps = 
78/688 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EV RS+ VLDGA+ V  A  GVQ Q+  ++    K  
+P +
Sbjct  72   
WKDHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCAVGGVQPQSETVWRQANKYRVPRM  131

Query  125  
IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ----------------------------  156
            +F+NK+D+ G +  +V + ++++L A+ +  Q                            
Sbjct  132  
VFVNKMDRIGANFFNVEEQIKNRLKANPVPIQIPIGAEDEFKGVIDLIEMKAIVWENEAK  191

Query  157  ----TVSLSPEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                ++   P  ++E+  +  A   +AV E +D L+EK+  GE +S E++ +  +     
Sbjct  192  
PTEFSIQEIPANLVEKAEEYRAKMIEAVAETDDALMEKFFGGEELSNEEIKKGIKAGCLA  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----
GSVFKVEYTDCGQ---  263
             ++ P+  G+A K  G+QPL+DAV   + P  ++ +A       G+   V+ TD G
+   



Sbjct  252  MNIIPMLCGTAFKNKGVQPLLDAVVD-
YLPAPDEVAAIKGEYEDGTEVTVDSTDDGEFAG  310

Query  264  ------------RRVYLRLYSGTLR--------
LRDTVALAGREKLKITEMRIPSKGEIV  303
                        +  ++R+Y G L         ++D     GR    +  M    + 
E  
Sbjct  311  LAFKIMTDPFVGQLTFVRVYRGQLESGSYAYNTVKDKKERVGR----
LLRMHSNKREE--  364

Query  304  RTDTAYPGEI--
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
             T   Y GEI  V+   D++  + +  +  ++  +R  + P P++   + PKT A 
+E++
Sbjct  365  -TKVLYAGEIGAVVGLKDTMTGDTLASEKDKVILERM-
DFPEPVISVAVEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K+E  V +P 
V Y 
Sbjct  423  
GIALGKLAQEDPSFRVSTDEESGQTIISGMGELHLEIIVDRMLREFKVEAEVGQPQVAYR  482

Query  422  ERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   K          +      +  + L + PL  GSG ++ + +  G + + +  
AV  
Sbjct  483  
ETIKKTVEQEYKYAKQSGGRGQYGHVFLRLEPLEPGSGFEFVNDIKGGVVPREYIPAVEK  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G +  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  +++G  
+LEP
Sbjct  543  
GCQEALQSGVLAGYPVEDVKVTLFDGSYHEVDSSEMAFKLAASMGFKEGARKAGAVILEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P+EY+     D  K    I +   +    + +   P   +  Y TDL   
T 
Sbjct  603  
MMKVEVETPEEYMGDVIGDLNKRRGQINSMDERAGNKIVSAFCPLAEMFGYSTDLRSQTQ  662

Query  599  GRSVCLTELKGYQAA---VGQPVIQPRR  623
            GR+    E   Y+     V + +I+ R 
Sbjct  663  GRATYSMEFDHYEEVPKNVSEEIIKKRN  690

>WP_014162797.1 elongation factor G [Thermovirga lienii]
 AER66378.1 translation elongation factor 2 (EF-2/EF-G) [Thermovirga 
lienii 
DSM 17291]



Length=690

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 191/667 (29%), Positives = 305/667 (46%), Gaps = 
57/667 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI AH+DAGKTT TE +L+ +G     G V +G    D M  E++RGITI 
+A T
Sbjct  11   
RIRNIGIAAHIDAGKTTTTERILFYTGRKHRIGEVHEGAATMDWMEQEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W    +NI+DTPGH+DF  EV RS+ VLDGAI V  +  GV+ Q+  ++    
K  +
Sbjct  71   
TCLWKDHHINIIDTPGHVDFTVEVERSMRVLDGAIAVFCSVGGVEPQSETVWRQADKYRV  130

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQ-------------------------  156
            P + F+NK+D+ G D   VV  ++++L A+ +  Q                         
Sbjct  131  
PRIAFVNKMDRVGADFLGVVSQMKERLGANAVPIQMPVGSEDSFSGVVDLVSCKAVLYQD  190

Query  157  -------TVSLSPEIVLEENTDIEAW-
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
                    V + PE+  E     EA  +A+ E +++L+E Y+ GE I  E L R  
+   
Sbjct  191  
ELGSQYKVVDVPPELQEEVQLAREAMVEALAELDEELMELYLEGEEIPEELLKRVIRENT  250

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTG-LFQPIG---
EQGSAALCGSV-----------  253
                L+PV  GSA K  GIQPL+DAV   L  P+     QG     G V           
Sbjct  251  
IKLKLYPVLCGSAFKNKGIQPLLDAVVDYLPSPLDLPPVQGEDPNTGEVVEVCPDPDEPF  310

Query  254  ----FKVEYTDCGQRRVYLRLYSGTLRLRDT-
VALAGREKLKITEMRIPSKGEIVRTDTA  308
                FK+       R VY R+YSGT+   +T V    R K ++  +      +    
D A
Sbjct  311  
AALAFKIVVDPFVGRLVYCRVYSGTVNAGETLVNTTARTKERVGRILRMHANKREELDRA  370

Query  309  YPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
              G IV LP   + +  D +    R       E P P++   + P++ A + +L   
L  
Sbjct  371  
EAGMIVALPGLKATKTGDTICSDKRPVVLESLEFPEPVISLAVEPQSKADQVKLSKGLAG  430



Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            L++ DP  R   D  T + I+S +G + LE++   L  ++ +   V +P V Y E  
+  
Sbjct  431  
LSEEDPTFRVRTDEETGQTIISGMGELHLEIIVDRLKREFGVSVRVGKPQVAYRETIKAK  490

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
              A      +      +  + L + PL   SG ++  ++  G + + +  AV+ GI   
+
Sbjct  491  
ATAEGKFVRQSGGRGQYGHVVLELEPLESRSGFEFVDKIVGGAIPKEYIPAVQKGIEEAM  550

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ V   +     G Y+   S+   F+  A +  ++A+K++   LLEP +   
+
Sbjct  551  
NAGVLGGYPVIGVRATLIDGSYHEVDSSEMAFKIAASMGFKEAMKKAQPVLLEPIMEVEV  610

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P++YL     D       +E   ++ +  +    +P   +  Y T+L   T+GR
+   
Sbjct  611  
VTPEDYLGDVMGDLNARRGRVEGMSMRANARIVKAYVPLAEMFGYATELRSKTSGRASYS  670

Query  605  TELKGYQ  611
             +   Y+
Sbjct  671  MKFSHYE  677

>WP_057775778.1 GTP-binding protein [Bacillus sp. FJAT-25496]
Length=647

 Score = 248 bits (633),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 173/614 (28%), Positives = 299/614 (49%), Gaps = 
28/614 (5%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I + G V+  +   D+  +E+QRGIT+ A    
F++
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTRSIKKRGRVDHQSAFLDSHEIEKQRGITVFADQGIFEY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  ++DTPGH+DF  E+ R++ V+D AI+V+SA +GV+  T  +++ L+K  
IPT  
Sbjct  65   
GDSTYYLIDTPGHVDFSPEMERAIQVMDVAIIVVSAVEGVEGHTETVWNLLKKHRIPTFF  124



Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G D+  V+  +R +L+ D+     +S S     +   + E  + + E 
++ L
Sbjct  125  FINKIDRTGADVDRVLDEIRSQLTKDVC---DISAS---
FTDGKMEDELIEFIAERDENL  178

Query  186  LEKYIAG--EPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMD-----
AVTGLF  238
            LE Y+    EP      +++ Q  +Q A ++P   GSA + +G+   ++     
+VT   
Sbjct  179  LEHYMEKGYEP---
NLWLQKMQTMIQSAQIYPSSSGSALQDIGVNSFLEKLELLSVTNF-  234

Query  239  
QPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPS  298
             P+ E       G V+KV Y + G R  +++  SG L++RD ++       K+T+
+R  +
Sbjct  235  -PMRE----
PFAGRVYKVRYEENGTRVTFIKALSGVLKVRDEISYGNEITEKVTQIRRYN  289

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
              +  + +    GE+  +   S   +  +GD     +++   + +P LR+ +  +     
Sbjct  290  GTQYEQINQVEAGELFAVTGLS---
SASVGDGVGALKEKAMYEMVPTLRSKVVFEPGVNV  346

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            +  L     L   DP L    +     I L  +G +QLEV+  ++ E+++L+   +
+P +
Sbjct  347  
KEALRYFRMLEAEDPSLNVTWEERLQVIHLHVMGAIQLEVLEQMVLERFRLKIAFEKPEI  406

Query  419  
IYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            +Y E          H E  P   +A + L + P    SG+ +ES+     L+  
+QN V 
Sbjct  407  LYKETIETDVIGYGHFE--
PLRHYAEVHLKLEPGKRNSGILFESQCHTDDLSIGYQNLVG  464

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
              +      GL  G  +TD K+    G  ++  +   DFR      L Q L+++   
LLE
Sbjct  465  
QHMYEREIHGLLTGSPLTDIKVSLLTGRAHNQHTHGGDFREATYRALRQGLEKASNILLE  524

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY  F +    + + R   D        +    + ++ + TG +P      Y T 
LA +T
Sbjct  525  



PYYQFKIKVDMDQMGRVLSDIQSAYGRFDPPVTEGEKAILTGIVPVSTFMDYSTILASFT  584

Query  598  NGRSVCLTELKGYQ  611
             G+        GY 
Sbjct  585  QGKGRISLMFAGYH  598

>OGV63651.1 translation elongation factor G [Lentisphaerae bacterium 
RIFOXYC12_FULL_60_16]
 OGV78915.1 translation elongation factor G [Lentisphaerae bacterium 
RIFOXYB12_FULL_60_10]
Length=694

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 193/689 (28%), Positives = 321/689 (47%), Gaps = 
66/689 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT++E +L+ +G I + G V  G    D M  E++RGITI 
+A T
Sbjct  9    
RIRNIGIMAHIDAGKTTVSERILFFAGRIHKMGEVHDGKAVMDWMDQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + +W   +V ++DTPGH+DF  EV RSL VLDGA+ +  A  GVQ Q+  ++    
K ++
Sbjct  69   
TLEWDGHRVTLIDTPGHVDFTVEVERSLRVLDGAVALFCAVGGVQPQSEQVWRQSEKYSV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD---
III------------------------  154
            P + FINK+D+ G D  SVV  ++ +L  +   I+I                        
Sbjct  129  
PKIAFINKMDRVGADFYSVVGEIQTELEGNAVPIVIPIGAGENFQGVIDLLDMKAVYFEE  188

Query  155  --KQTVSLSPEIVLEENTDIEAWDAVI-----
ENNDKLLEKYIAGEPISREKLVREEQRR  207
              K T+     I  E   +   W A +     E +D LL+KY+ G+ ++R++++   
++ 
Sbjct  189  
DGKNTIVREAAIPDELKAEAVKWQANLVEKSAEQDDVLLQKYLEGKSLTRDEILTIIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP--------
IGEQGSAA---------LC  250
                 + PVY GSA K  GI+ L+D +   F P        I  QG +            
Sbjct  249  TIARRVVPVYCGSAFKNKGIRRLLDGIV-
RFLPSPADLPPIIQAQGESVQRTHSADEPFS  307

Query  251  GSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGRE-
KLKITEMRIPSKGEIVRTDTAY  309
               FKV       + V++R+YSG ++  DTV  +    + +I  +      + V  



+ A 
Sbjct  308  
ALAFKVAADRHMGKLVFIRIYSGEIKQGDTVLNSTHNSEQRIARLVRMHADKQVTIEEAS  367

Query  310  PGEIV-ILPSDSVRLNDVL---
GDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDAL  365
             G+IV ++     R  D L    +P  L    +   P P++  +I P+     ER+
++AL
Sbjct  368  CGDIVAVVGLSQTRTGDTLCCVDNPIVLESIEF---
PAPVMSISIQPENRQASERMVEAL  424

Query  366  
TQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPL  425
              LAD DP      D  T E ILS +G + LEV+   +  ++ +E  V  P V Y 
E  +
Sbjct  425  
HALADEDPTFLVTFDQETSETILSGMGELHLEVLVERMRREFHVEAKVGRPEVAYRETGV  484

Query  426  KAASHTI-HI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             A      H+ +      +A + + + PL  GSG ++ + V  G + +++  AV  
G+  
Sbjct  485  
TAVDGEYKHVKQSGGRGQYAHVCMRLDPLPAGSGFEFVNAVRGGRIPENYIPAVEKGVVK  544

Query  484  GLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +  G F G+ V D ++  E G Y+   S+   F   + +       +S   LLEP 
+S 
Sbjct  545  
AMAHGPFGGYPVVDMRVTVEDGSYHEVDSSDMAFIEASRVCFRTLFLKSKPVLLEPVMSV  604

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P+ Y+        +    IE+ + +    +  G +P   +  Y   +   + 
GR  
Sbjct  605  
EVTVPELYMGPGSGSICQRRGRIESMEDQGGTKIINGMVPLSEMFGYSNTIRTLSQGRGS  664

Query  603  CLTELKGYQAA---VGQPVIQPRRPNSRL  628
                 + Y+A      + +I  RR  +++
Sbjct  665  FTMHFERYEAVPFDQAEALIAKRRAANKI  693

>WP_013784676.1 elongation factor G [Alteromonas naphthalenivorans]
 AEF03744.1 elongation factor G [Alteromonas naphthalenivorans]
Length=694

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 304/669 (45%), Gaps = 
64/669 (10%)

Query  5    



NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A  
S  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAAVSCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   + N++DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   +    +  
+  +
Sbjct  69   
WKDHRFNVIDTPGHVDFTVEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRYANESEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLSPEIV  165
            IF+NK+D+ G D   V + VR  L A                   D++ KQ   +  
+  
Sbjct  129  IFVNKLDRMGADFYRVTEQVRKVLGAVPLVMTLPIGIEDDFVGVVDVLTKQAY-
VWDDTG  187

Query  166  LEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQ  209
            L EN +I+   A                 +E +D L+E Y+ GE  S E + R  +
+  +
Sbjct  188  
LPENYEIKDVPADMVDKVDEYHEMLIETAVEQDDDLMEAYMEGETPSVEDIKRCIRKGTR  247

Query  210  DASLFPVYYGSAKKGLGIQPLMDAVTGLF--------QPI-----
GEQGSAALCGS----  252
            D + FP + GSA K  G+Q ++DAV            QP+      E G  A+  +    
Sbjct  248  
DLAFFPTFCGSAFKNKGVQLVLDAVVDYLPSPTEVDPQPLMDEEGNENGEHAIVSADETF  307

Query  253  ---VFKVEYTDCGQRRVYLRLYSGTLRLRDTV--
ALAGREKLKITEMRIPSKGEIVRTDT  307
                FK+     G    ++R+YSG L   DT+  +  G+ + ++  M      E +   
+
Sbjct  308  KALAFKIMDDRFGA-LTFVRIYSGKLNKGDTILNSFTGKTE-
RVGRMVEMQADERIELSS  365

Query  308  AYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
            A  G+I+ I+   +V+    L DP           P P++   + PK     E++  
A+ 
Sbjct  366  
AQAGDIIAIVGMKNVQTGHTLCDPKDPVTLEPMVFPTPVISIAVQPKDKGGNEKMGIAIG  425

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            ++   DP  + E D  + E IL  +G + L++   +L   Y ++ +V +P V Y E   
+
Sbjct  426  
KMIAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVDLIVGQPQVAYRETITQ  485



Query  427  --
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
                S+T   +   +  +  I   + P   GSG  + S V  G + + F  AV  G 
+  
Sbjct  486  
EIEDSYTHKKQSGGSGQFGKIDYRIKPGEAGSGFTFTSSVVGGNVPKEFWPAVEKGFKSM  545

Query  485  LEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
            + +G L G+ V D ++    G +++  S+   F   A     Q++ ++G QLLEP 
+   
Sbjct  546  
MGEGVLAGFPVLDVEVELYDGGFHAVDSSAIAFEIAAKGAFRQSIPKAGAQLLEPIMKVD  605

Query  544  
LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVC  603
            ++ P++++     D  +    +   +     V    ++P   +  Y   L   T
+GR   
Sbjct  606  
VFTPEDHVGDVIGDLNRRRGMLSDQEAGLTGVRIKADVPLSEMFGYIGSLRTMTSGRGQF  665

Query  604  LTELKGYQA  612
              E   Y A
Sbjct  666  SMEFSHYAA  674

>WP_008538886.1 MULTISPECIES: elongation factor G [Megamonas]
 EHR36130.1 elongation factor G [Megamonas funiformis YIT 11815]
 CDB95266.1 elongation factor G [Megamonas funiformis CAG:377]
 SEN07010.1 elongation factor G [Megamonas sp. Calf98-2]
Length=692

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 186/673 (28%), Positives = 317/673 (47%), Gaps = 
71/673 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G + + G V +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIIAHIDAGKTTTTERILFYTGILHKMGEVHEGGATMDWMAQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGA+ V+SAK GV+ Q+  ++    
+ ++
Sbjct  69   
TCHWKNHRINIIDTPGHVDFTVEVERSLKVLDGAVTVLSAKSGVEPQSETVWRQAERYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-------------------------
IIIKQ  156
            P ++++NK+D  G D  +V++ + ++L+A                          



+I ++
Sbjct  129  
PRMVYVNKMDIIGADFYNVLKMMVERLNAHPVAIQIPIGSEDTFQGLIDLIKMKAVIYEE  188

Query  157  TVSLSPEIV---LEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
              +  PE V    E     E +     D+V E +D+L+ KY+ GE ++ E++    
++  
Sbjct  189  
DYTKEPEAVEIPAEYKEKAEEYRQKMLDSVAETDDELMMKYLEGEELTEEEIKAAIRKAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------
QPIGEQGS  246
                + PV  GS+ K  GIQP++DAV                          +   
E+  
Sbjct  249  
IACEITPVVCGSSYKDKGIQPMLDAVVDYMPAPVDIPAIKGINPDTNEEDKRESSDEEPF  308

Query  247  AALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEI  302
            AAL    FK+       +  + R+YSGTL     V  + + K     +I +M   +
+ EI
Sbjct  309  AALA---
FKIMADPFVGKLAFFRVYSGTLNAGSYVFNSTKGKKERIGRILQMHANNRKEI  365

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +  Y G+I   +        D L D          E P P++   + PKT A 
+E++
Sbjct  366  ---
EVVYSGDIAAAVGLKDTTTGDTLCDENHPIILESMEFPDPVISVAVEPKTKADQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D+ T + I+S +G + L+++   +S ++K++  V +P 
V Y 
Sbjct  423  
GIALQKLAEEDPTFRVRTDAETGQTIISGMGELHLDIIVDRMSREFKVDCKVGKPQVAYR  482

Query  422  E---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
            E   + +K+    +  +      +    + + P   G G  +ES++  G + + +   
+ 
Sbjct  483  ETIRKTVKSEGKFVR-
QSGGKGQYGHCWIELIPQDPGEGFSFESKIVGGAIPKEYIGPIE  541

Query  479  DGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
            +GI+  +E G+  G+ + D K     G Y+   S+   F+    +  +    ++   
LLE
Sbjct  542  
NGIKEAMENGVVAGYPMVDIKAIVYDGSYHEVDSSEMAFKVAGSMAFKAGALKANPVLLE  601

Query  538  



PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            PY+   +  P+EY+     D       IE  + +    V    +P   +  Y TDL   
T
Sbjct  602  
PYVKVEVTVPEEYMGDVIGDLNSRRGRIEGMEPRNGVQVINAFVPLSEMFGYATDLRSKT  661

Query  598  NGRSVCLTELKGY  610
             GR     E+  Y
Sbjct  662  QGRGNYSMEVSYY  674

>WP_021682584.1 elongation factor G [Ruminococcus callidus]
 ERJ96518.1 translation elongation factor G [Ruminococcus callidus 
ATCC 27760]
Length=691

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 183/670 (27%), Positives = 313/670 (47%), Gaps = 
63/670 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI 
+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILFYTGINHKIGETHEGAATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V+ AK GV+ QT  ++    
K  +
Sbjct  69   
TAHWAGHRINIIDTPGHVDFTVEVERSLRVLDGSVTVLCAKGGVEPQTETVWRQADKYQV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV---  158
            P ++++NK+D  G D  +V+  ++D+L  + +                    +K  
V   
Sbjct  129  
PRMVYVNKMDIMGADFYNVINMMKDRLKCNAVPIQLPIGAEDEFKGIVDLVEMKAYVYYD  188

Query  159  SLSPEIVLEENTDI----------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  +I +EE  D           E  + V E +D L+EK+   E I+ +++    
++  
Sbjct  189  
DLGKDIRVEEIPDDLKEKAEEYHQELMEHVAEQDDALMEKFFNEEEITIDEIKACIRKST  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAAL  249
                + PV  G++ +  G+Q L+DA+              G+    GE+       
S   
Sbjct  249  



IANKMVPVTCGTSYRNKGVQKLLDAIVDYMPSPLDVPSIKGVDPETGEEVFRHSSDSEPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRT  305
                FK+       +  + R+YSGT+    TV  A    +E++ +I +M    + 
+I   
Sbjct  309  
AALAFKIATDPFVGKLCFFRVYSGTVNAGATVLNATKDNKERMGRIVQMHSNHRKDI---  365

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            +T Y G+I  ++   +    D L D          E P P+++  I PKT A +++
+  A
Sbjct  366  
ETVYAGDIAAVVGLKNTTTGDTLCDEKAPVILESMEFPEPVIQLAIEPKTKAGQDKMGIA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--  422
            L +LA+ DP  R   D  T + I++ +G + L+++   L  ++K+E  V  P V Y 
E  
Sbjct  426  
LAKLAEEDPTFRTWTDEETGQTIIAGMGELHLDIIVDRLLREFKVEANVGAPQVSYKETI  485

Query  423  
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
            +      +    +   +  +  + + V P   G G ++ ++V  G + + +  AV  
GIR
Sbjct  486  
KGTADVDYKYKKQSGGSGQYGHVKIRVAPNESGKGYEFINKVVGGAIPKEYIPAVDAGIR  545

Query  483  YGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              ++ G+  G+ V D K+    G Y+   S+   F+    I  ++A+K++   L
+EP + 
Sbjct  546  
GAMQAGILAGYEVVDVKVELYDGSYHEVDSSEMAFKIAGSIAFKEAMKQAQPILMEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P +Y      D       I+  + +   V     +P   +  Y +DL   T 
GR 
Sbjct  606  
VSVTVPDDYTGTVIGDLSSRRGQIQGQEARPGSVQVDALVPLSEMFGYTSDLRSNTQGRG  665

Query  602  VCLTELKGYQ  611
                E   YQ
Sbjct  666  QYAMEPHSYQ  675

>WP_064025317.1 elongation factor G [Methylomonas koyamae]
 OAI24692.1 elongation factor G [Methylomonas koyamae]
Length=703

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 



matrix adjust.
 Identities = 197/682 (29%), Positives = 305/682 (45%), Gaps = 
83/682 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E++RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMVQEQERGITIQSAATTCM  68

Query  65   W---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            W         HR   NI+DTPGH+DF  EVYRSL VLDG I V     GV+ Q+   
+  
Sbjct  69   WPGSTNQFPAHR--
FNIIDTPGHVDFTIEVYRSLKVLDGGIGVFCGSGGVEPQSETNWRY  126

Query  116  
LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII---------------------  154
                 +  VI++NK+D+ G +   VV+ V D L A  ++                     
Sbjct  127  
ANDSKVARVIYVNKLDRLGANFYRVVKQVEDVLGAKPVVMTLPIGEEENFVGVIDLLTRK  186

Query  155  -----------KQTVSLSPEIVLEENTDIEAW-----
DAVIENNDKLLEKYIAGEPISRE  198
                       K  +   P  ++E+   +E W     D V + +D ++EKY+ GE  
+ E
Sbjct  187  AWIWDNSGDPLKYEIQDVPADMVEQ---
VEEWRAKLIDQVADQDDDIMEKYLEGEEPTIE  243

Query  199  
KLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQ----------------PIG  242
            ++ +  ++       FP + GS+ K  G+Q ++D V                     
P G
Sbjct  244  
EIKKCIRKGTIAMDFFPTFCGSSFKNKGVQLVLDGVVEYLPNPTEVNPQPETDIEGVPTG  303

Query  243  EQG----SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEM  294
            E           G VFK+     G    ++R+YSG L+  DTV     G+ +   +
+ EM
Sbjct  304  EHAIVDPERPFRGLVFKIMDDRFGALN-
FVRIYSGKLKKGDTVLNTYTGKTERVGRMVEM  362

Query  295  RIPSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPK  353
                + EI   +TA  G+IV L    SV+    L DP +         P P++   
I+PK
Sbjct  363  HADDRNEI---
ETAQAGDIVALIGLKSVQTGHTLCDPDKPATLEPMVFPDPVISIAISPK  419

Query  354  
TAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413



                 E++  A+ ++   DP  R E D  + E I+  +G + L++   +L   + 
+E  V
Sbjct  420  
DKGSNEKMGIAIGKMVAEDPSFRVETDQESGETIIKGMGELHLDIKVDILKRTHGVEVNV  479

Query  414  KEPSVIYMERPLK-AASHTIHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
             +P V Y E   K      +H +       +A I   + P   GSG Q+ES V  G 
+ +
Sbjct  480  
GKPQVAYRETITKRIEDEYVHKKQSGGSGQYAKINYIIEPGEPGSGFQFESSVVGGNVPR  539

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  AV  G +  +E+G L G+   D K+    G +++  S+   F   A     Q
++ +
Sbjct  540  
EYWPAVEKGFKASIEKGVLAGFPCLDFKVNLTDGAFHAVDSSSIAFEIAARAAYRQSIPK  599

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +G QLLEP +   ++ P+ ++     D  +    I++       V    ++P   +  
Y 
Sbjct  600  
AGPQLLEPIMKVDVFTPEAHVGDVIGDLNRRRGMIKSQDPGVTGVRIKADVPLSDMFGYI  659

Query  591  TDLAFYTNGRSVCLTELKGYQA  612
             DL   T+GR     E   Y A
Sbjct  660  GDLRTMTSGRGQFSMEFSHYIA  681

>WP_105307868.1 GTP-binding protein [Lactobacillus plantarum]
 SPE04761.1 Tetracycline resistance protein TetO [Lactobacillus 
plantarum]
 SPE10115.1 Tetracycline resistance protein TetO [Lactobacillus 
plantarum]
 SPH08074.1 Tetracycline resistance protein TetO [Lactobacillus 
plantarum]
 SPH04293.1 Tetracycline resistance protein TetO [Lactobacillus 
plantarum]
Length=672

 Score = 249 bits (635),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 298/627 (48%), Gaps = 
36/627 (6%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+ + G V+ G    DT  LE+QRGITI 
+  
Sbjct  1    
MKRIVAGIIAHVDAGKTTLSEALLYRSGALRQLGRVDNGDAFLDTDVLEKQRGITIFSHQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             + Q+    + ++DTPGH+DF  +  + L+VLD AILV+SA DGVQ  TR L+  L 
+ +
Sbjct  61   
ANLQYKDINLTLLDTPGHVDFATQTEQVLSVLDVAILVVSATDGVQGYTRTLWRLLARYD  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT++F+NK+D  G D   ++Q ++  LS   +   T      +         A + 
+  
Sbjct  121  
VPTILFVNKMDAPGTDSDQLIQQIQQTLSPGCVAFNTPGARDTLEDRPVIPTAAVEDIAM  180

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ND++L  Y+    +S   + +  QRR     +FP Y+G+A K  G+  LM  +     
P
Sbjct  181  QNDEVLTDYLETGTLSDATIRQMIQRR----
EVFPCYFGAALKLDGVDALMAGLDYWTTP  236

Query  241  
IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKG  300
              +         VFK+ + D G+R  ++R+  GTLR +D V     +  K+ ++R+ 
+  
Sbjct  237  --QLTRPEFGARVFKITHDDQGERLTWIRMTGGTLRPKDIV----
YDDQKVNQLRVYNGT  290

Query  301  EIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRE  359
            +   T     G +  I      R    LG      +        P+++  +      
QRE
Sbjct  291  KYATTSALTAGSVGAITGLTGTRPGQGLGQAATSLQ--------
PVMQPVLTYALDPQRE  342

Query  360  RL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             L   L AL QL D DP L         E+ +  +G +QLEV+  +L ++++L       
Sbjct  343  
ELHTCLAALRQLEDEDPQLHVTWSEPLQELRVQVMGTIQLEVLQQILQDRFQLTVKFGTG  402

Query  417  
SVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNA  476
            S++Y E   +A     H E  P   +A + L +TP   GSG+Q+ +  SL  L ++
+Q+ 
Sbjct  403  SILYQETITQAVEGVGHFE--
PLRHYAEVHLLLTPAPRGSGLQFTTDCSLEVLGRNWQHQ  460

Query  477  VRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL----KES  531
            V   ++   + G L G  +TD K+    G   +  S   DFR      L Q L    
+  
Sbjct  461  
VVSNLQAKTQVGVLIGAPLTDVKVTLVSGRASNVHSVGGDFREATWRALRQGLMMLNQRG  520



Query  532  GTQLLEPYLSFILYAPQEYLSRAYHDAPKY-------
CATIETAQVKKDEVVFTGEIPAR  584
              QLLEP+  F L   QE + RA  D  +         A    A         TG  
P  
Sbjct  521  
DCQLLEPWYRFRLEIGQEQVGRAMTDIQRMNGQFDAPVANTSVATDGTGLTTITGTAPVA  580

Query  585  CIQAYRTDLAFYTNGRSVCLTELKGYQ  611
             +Q Y   +  YT+G+      + GY+
Sbjct  581  AMQDYSQTVRAYTHGQGQLECIVDGYR  607

>WP_099034312.1 elongation factor G [Lacimicrobium alkaliphilum]
Length=695

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 189/669 (28%), Positives = 310/669 (46%), Gaps = 
67/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AHVDAGKTT TE +L  +G I + G V  G + TD M  E +RGITIQ+A 
T+  
Sbjct  9    
NIGIFAHVDAGKTTTTERILKLTGKIHKTGEVHDGESTTDFMEQEAERGITIQSAATTCF  68

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++N++DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +       
+  +
Sbjct  69   
WKDHRLNVIDTPGHVDFTVEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANDSEVARI  128

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD-
IIIKQTVSLSPEIV-----------------L  166
            IF+NK+D+ G D   VV  V++ L+A+ +++   + +  + V                 
L
Sbjct  129  
IFVNKLDRMGADFYRVVSQVKNVLAANPLVMTLPIGIEEDFVGVVDVLTKKAYVWDDTGL  188

Query  167  EENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
             EN +I+   A                 +E +D L+  Y+ GE  S E L R  ++  
+D
Sbjct  189  
PENYEIKDVPADMVDKVNEYHEALVETAVEQDDDLMMAYMDGEEPSIEDLKRCIRKGTRD  248

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------
QPIGEQGSAA----L  249
             + FP + GSA K  GIQ ++DAV                     +P GE  +      
L
Sbjct  249  



LTFFPTFCGSAFKNKGIQLILDAVIDYLPSPTEVDPQELTDAETGEPTGEVATVTVDEPL  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVRT  305
                FK+   D      ++R+YSGTL   DT+   A    E++ ++ EM    + E
+   
Sbjct  309  RALAFKI-
MDDRFGALTFIRIYSGTLNKGDTILNSATGKTERIGRMVEMHANDRTEL---  364

Query  306  DTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            ++A+ G+I+ I+   +V+    L +P           P P++   ++PK     E+
+  A
Sbjct  365  
NSAHAGDILAIVGMKNVQTGHTLCNPKHPCTLEPMIFPEPVISIAVSPKDKGSTEKMGIA  424

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            + ++   DP  + E D  + E IL  +G + L++   +L   Y +E  V +P V Y 
E  
Sbjct  425  
IGKMVAEDPSFQVETDEDSGETILKGMGELHLDIKVDILKRTYGVELEVGQPQVAYRETI  484

Query  425  LK--
AASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             +    S+T   +   +  +  I   + P   GSG  + S V  G + + F  A+  
G +
Sbjct  485  
TQQIEDSYTHKKQSGGSGQFGKIDYRIKPGEPGSGFNFTSSVVGGNVPKEFFPAIEKGFK  544

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +E G L G+ V D +I    G +++  S+   F   A     Q++ ++G QL
+EP + 
Sbjct  545  
GMMETGVLAGFPVLDVEIELYDGGFHAVDSSAVAFEIAAKGAFRQSIPKAGPQLIEPIMK  604

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +++P++ +     D  +    I+  +     V    ++P   +  Y   L   T
+GR 
Sbjct  605  
VDVFSPEDNVGDVIGDLNRRRGMIKDQEAGATGVRIKADVPLSEMFGYIGQLRTMTSGRG  664

Query  602  VCLTELKGY  610
                E   Y
Sbjct  665  QFSMEFSHY  673

>WP_023648424.1 elongation factor G [Candidatus Pelagibacter ubique]
Length=692

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.



 Identities = 188/663 (28%), Positives = 299/663 (45%), Gaps = 
74/663 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLKVLDGAVCVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-----
DIIIKQTVSLSPEIVL-------------  166
             F+NK+D+ G D    V+ +RD+L        I I    SLS  + L             
Sbjct  132  
CFVNKLDRTGADFFRCVEMIRDRLGCKPLPIQIPIGIEASLSGVVDLVKMKAQIWKNEAL  191

Query  167  ---EENTDI-------------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                E  DI             E  +  +E ++KL+E Y+ GE I  + LVR  ++   
+
Sbjct  192  
GAEWEYKDIPDDLKEISQKYRTELVETAVEQDEKLMEAYLNGEEIKEDDLVRCIRKGTLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGE-------
QGSAALCG  251
             S  P+  GSA K  G+QPL+DA                 +P  E       + S     
Sbjct  252  
FSFVPITTGSAFKNKGVQPLLDATINYLPSPIDIGSIKGTKPGSEDEMEMKFEDSQPFSA  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIVRTDTAYP  310
              FKV          ++R+YSGT++    +  + +EK  ++  M +           
A  
Sbjct  312  
LAFKVANDPFVGSLTFIRIYSGTIKTGTGIFNSSKEKEERVGRMLLMHANSREDIKEANA  371

Query  311  GEIVILPSDSVRL---------
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            G+IV L      +         N VL +P   P         P++   + PKT A 
+E++
Sbjct  372  GDIVALAGLKYTITGHTLCDEENPVLLEPMEFPD--------
PVIEIAVEPKTKADQEKM  423

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
             +AL +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P 
V Y 



Sbjct  424  
GEALGRLAKEDPSFRVTSDEESGQTIIKGMGELHLDIIVDRMKREFKVEANVGAPQVAYR  483

Query  422  ERPLKAAS--
HTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E    A+   +T   +      +A + L V P   G+G   ES++  G + + F   
V  
Sbjct  484  
ETLENASEVEYTHKKQSGGAGQFAKVKLLVEPQEPGAGRSVESKIKGGAIPKEFIPGVEK  543

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI    + G L G+ + D K+    GL++   S+   F        ++A  +   
+LLEP
Sbjct  544  
GIETVSDNGILCGFPMIDYKVTILDGLHHDVDSSVLAFELAGRACFKEACTKGTLKLLEP  603

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++Y+     D       I T + + +  V T  +P   +  Y  +L   
+ 
Sbjct  604  
VMRVEVVTPEDYMGDVIGDLNSRRGQISTQEQRGNATVITAMVPLANMFGYINNLRSMSQ  663

Query  599  GRS  601
            GR+
Sbjct  664  GRA  666

>WP_042176629.1 GTP-binding protein [Paenibacillus sp. FSL R7-0331]
 AIQ52692.1 elongation factor G [Paenibacillus sp. FSL R7-0331]
Length=656

 Score = 248 bits (634),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 186/630 (30%), Positives = 290/630 (46%), Gaps = 
48/630 (8%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K I IG+LAHVDAGKTT  E LLY + AI   G V+   T  DT  +E+ RGIT+ 
A   
Sbjct  3    
KNITIGLLAHVDAGKTTFAEQLLYHTEAIRSRGRVDHKDTFLDTHEIEKARGITVFADQA  62

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
             F +      ++DTPGH+DF  E+ R L +LD A++++SA +GV+  T  ++  LR   
+
Sbjct  63   
EFSYGGSHYFLLDTPGHVDFSPEMERVLQILDYAVVIVSAVEGVEGHTETVWQLLRSHCV  122

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIEN  181



            PT  FINK D+ G D   V+  +R  LS+D ++         +V EE     A     
E 
Sbjct  123  
PTFFFINKTDRTGADPLRVLNEIRQLLSSDAVMLPEAEAEAGVVGEELRSFLA-----ER  177

Query  182  NDKLLEKYIAGE---
PISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF  238
            ++ L E Y+ G    P     L+    R V    +FP   GSA    GI   +  +  
L 
Sbjct  178  DETLFEAYLDGSLDGPAWTGALI----
RLVGQGRIFPCMTGSALLDEGIGSFLRNLDTL-  232

Query  239  QPIGEQG-SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL---
KITEM  294
              + E        G V+KV Y + G R  Y++   G L+ R+ +     EK    
+IT +
Sbjct  233  -
AVTEYDYRLPFAGRVYKVRYDEKGTRITYIKALQGVLKAREELTYGLEEKRISERITGI  291

Query  295  RIPSKGEIVRTDTAYPGEIVIL-------PSDSV-
RLNDVLGDPTRLPRKRWREDPLPML  346
            R  +  +    D    GE+  +       P + V  L D +G  +RL         
+P L
Sbjct  292  RRINGAKTAAADWGAAGELFAVTGITAAGPGEGVGELKDTVG--SRL---------
IPAL  340

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
            R+    +     + ++ A  QL   DP L    D    E+ +  +G++QLEV+  
+L E+
Sbjct  341  
RSKACFEPPVHLKEVIQAFQQLGAEDPSLNVSWDETLQELQIQVMGQIQLEVLEQVLRER  400

Query  407  
YKLETVVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESR---  463
            ++L     +P ++YME     A    H E  P   +A + L + P   GSGV   +
+   
Sbjct  401  FRLPVTFGDPEILYMESIESVAYGCGHFE--
PLGHYAEVHLKLEPGEGGSGVTVHNKCHP  458

Query  464  --
VSLGYLNQSFQNAVRDGIRYGLEQGLFGWNVTDCKICFEYGLYYSPVSTPADFRSLAP  521
              +++GY NQ  Q  +  G  +GL   L G  +TD +I    G  ++  ++  DFR  
A 
Sbjct  459  DHLAVGYQNQVLQVLLEKG-HHGL---
LTGSPLTDVQITLLSGRAHNKHTSGGDFREAAL  514

Query  522  
IVLEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEI  581
              L Q L+++   LLEP+  F +    +++ +   D  +   +    ++  +  + 
TG +
Sbjct  515  
RALRQGLEQAENVLLEPFYDFKIRIHADHVGKVMSDIQQASGSFAAPEINGETAILTGTV  574



Query  582  PARCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
            P      Y   LA  T G+        GYQ
Sbjct  575  PVATFMNYPVRLASMTQGKGALSLRAGGYQ  604

>PIY68848.1 elongation factor G, partial [Candidatus Roizmanbacteria 
bacterium 
CG_4_10_14_0_8_um_filter_39_9]
Length=636

 Score = 248 bits (632),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 177/614 (29%), Positives = 298/614 (49%), Gaps = 
68/614 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIG++AH+D+GKTT TE  L+ +G   + G ++ G T+ D M  ER+RGITI 
+A T
Sbjct  16   
KIRNIGVIAHIDSGKTTTTERFLFYTGRSYKIGDIDDGDTQMDWMPQERERGITIVSAAT  75

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF AEV RSL VLDG ++V  A++GVQ+Q+  ++    
K  I
Sbjct  76   
TTFWKGVRINIIDTPGHVDFTAEVERSLRVLDGGVVVFDAEEGVQSQSETVWRQADKYKI  135

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPE------------------  163
            P V FINK+D+ G D ++ V  +RD+L +  II  T  +  E                  
Sbjct  136  PRVCFINKMDKLGADFEATVDEIRDRLGSQPII-
MTYPIGKEHEFTGAIDLMLMKAYVWD  194

Query  164  ----------IVLEENTDIEAW-------
DAVIENNDKLLEKYIAGEPISREKLVREEQR  206
                      I + EN  ++A        + + E +D LL KY+ GE I    L    
++
Sbjct  195  
KDPQGVEYTTIEIPENLKVKATAMRAKMVEQISETDDALLAKYLNGEEIDVPTLKAALRK  254

Query  207  RVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QP-----
IGEQ  244
                  + P Y GS+ +  G+QP++DAV                     +P     
I ++
Sbjct  255  
ASIAYHVVPTYCGSSLRNKGVQPVLDAVIDYLPSPKDLKEIKGVHPKTNEPEVRKLIPDE  314

Query  245  GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL-
KITEMRIPSKGEIV  303
              AAL    FK++      +  Y R+YSG L     +    + K  +++ + +    
+  
Sbjct  315  KFAALA---



FKIQLDPHVGKLTYTRIYSGVLESGSYIYDINKGKQERVSRILLMHANQRE  371

Query  304  RTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLL  362
              D AY GEIV L     +R  D L DP           P P++   I P+T A 
+E+L 
Sbjct  372  
EIDRAYAGEIVALVGPKELRTGDTLADPDYPIFLEQIVFPEPVISLAIEPRTKADQEKLS  431

Query  363  
DALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME  422
             +L +LA+ DP  + +++  T++ ++S +G + LE++   +  +  +   V +P V 
Y E
Sbjct  432  
YSLQRLAEEDPTFKVKINHETNQTVMSGMGELHLEILVDRMKREMGMNVNVGKPQVAYKE  491

Query  423  ---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
               + ++A    I  +   +  +    + + PL  GSG  +  ++  G + + F +
+V  
Sbjct  492  TITKTVEAEGKYIK-
QSGGHGQYGHCFVKLEPLPRGSGFVFVDKIKGGSIPREFISSVEK  550

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            G+    E+G + G+ + D +     G Y+   S+   F+  A + L+   K++G  
LLEP
Sbjct  551  
GLLEAKEKGVILGFPMVDFQATLFDGTYHDVDSSDIAFKIAASMALQNGAKKAGPTLLEP  610

Query  539  YLSFILYAPQEYLS  552
             +   +  P +++ 
Sbjct  611  IMKVEVTIPDDFMG  624

>WP_102280580.1 elongation factor G [Lactobacillus timonensis]
Length=694

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 181/671 (27%), Positives = 309/671 (46%), Gaps = 
63/671 (9%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITI 
+A T
Sbjct  11   
KTRNIGIMAHIDAGKTTATERILYYTGKIHKIGETHDGASQMDWMDEEKERGITITSAAT  70

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV R+L VLDGA+ V+ A+ GV+ QT  ++      
N+



Sbjct  71   
TAVWKDNRINIIDTPGHVDFTVEVERALRVLDGAVTVLDAQAGVEPQTETVWRQADDFNV  130

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLSPEI------------
VLEE  168
            P ++F NK+D+ G +    VQ+++D+L+   + I+ T+                  
V +E
Sbjct  131  
PRIVFANKMDKIGANFDYSVQTIKDRLNVTPLPIQMTIGAEDSFVGVVDLVKMCAYVYDE  190

Query  169  NTDIEAW-----------------DAVIEN----
NDKLLEKYIAGEPISREKLVREEQRR  207
            +     W                 DA++E     +D ++EKY+  E IS + +    
++ 
Sbjct  191  
DKLGTNWDTVDIPADMKDEAEKRHDAMLETLADIDDNIMEKYLGEEEISVDDIKAAIRKG  250

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPIGEQGSAA-----------------L  249
                 +FPV  GSA K  GIQ L+DAV   L  P+  +   A                  
Sbjct  251  
TLSEQIFPVMAGSAYKDKGIQMLLDAVIDYLPSPLDVKPFVAHDADGNEVELTAGDNKPF  310

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FK+       R  ++R+Y+G+L+    V  A ++K     ++ +M    + 
EI   
Sbjct  311  
AALAFKIATDPFVGRLTFIRVYTGSLQSGTYVLNATKDKRERIGRLLQMHSNQQHEIPEV  370

Query  306  DTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
               + G+I   +   +    D L DP    +    + P P+++ ++ PK+ A +++
+   
Sbjct  371  ---
FSGDIAACIGLKNTTTGDSLTDPDHPLQLESMDFPDPVIQVSVEPKSKADQDKMDKG  427

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA+ DP  + E +  T E +++ +G + L+++   L  ++  E  V +P V Y 
E  
Sbjct  428  
LQKLAEEDPTFKAETNPETGETLIAGMGELHLDIIVERLRREFNAEVTVGKPQVSYREAF  487

Query  425  LKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             K  S       +      +  + +  TPL  G G ++E  +  G + + F  AV  
G++
Sbjct  488  
TKKVSAQGKFVRQSGGKGQYGDVWIEFTPLEEGKGFEFEDAIVGGVVPREFIPAVEQGLK  547

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
              +  G L G+ + D       G Y+   S+ A F+  A + L+ A K++   



+LEP + 
Sbjct  548  
EAMANGVLAGYPLVDMHAKLYDGSYHEVDSSEAAFKVAASLALKNAAKKADPVILEPIMK  607

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              +  P + +             I+  + + +  V    +P   +  Y T L   T 
GR 
Sbjct  608  
VDIVVPSDNMGDVMGQVTARRGNIDGMEERGNAQVLHSFVPLSEMFGYATALRSATQGRG  667

Query  602  VCLTELKGYQA  612
                    Y A
Sbjct  668  TFTMTFDHYSA  678

>WP_011992520.1 elongation factor G [Campylobacter curvus]
 A7GZJ4.1 RecName: Full=Elongation factor G; Short=EF-G
 EAU01321.1 translation elongation factor EF-G [Campylobacter curvus 
525.92]
Length=692

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 184/693 (27%), Positives = 324/693 (47%), Gaps = 
90/693 (13%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI AH+DAGKTT +E +L+ +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  13   
NIGIAAHIDAGKTTTSERILFFTGMSHKIGEVHDGAATMDWMEQEKERGITITSAATTCF  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + ++N++DTPGH+DF  EV RS+ VLDGA+ V  +  GVQ Q+  ++    K +
+P +
Sbjct  73   
WKQHQINLIDTPGHVDFTIEVERSMRVLDGAVAVFCSVGGVQPQSETVWRQANKYHVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII-----------
IKQTVSLS------------  161
            +F+NK+D+ G +  +V   +R++L A+ +            K  + L             
Sbjct  133  
VFVNKMDRIGANFYNVESQIRNRLKANPVPIQIPIGAEDDFKGVIDLVRMKAYVWEDDKK  192

Query  162  ---------PEIVLEENTDIEA--
WDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                     P  +LE+  +  A   +AV E +D L+EK+ +GE +S E++ +  +     
Sbjct  193  
PTDYVEKEIPAELLEKAQEYRAKLIEAVSETDDSLMEKFFSGEELSEEEIKKGIKAGCLR  252

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGSAALC----



GSVFKVEYTDCGQ---  263
             S+ P+  G+A K  GIQPL++AV   + P  ++  A       G+   VE TD G
+   
Sbjct  253  MSIIPMLCGTAFKNKGIQPLLNAVVD-
YLPAPDEIEAIKGVYEDGTEVTVESTDDGEFAA  311

Query  264  ------------RRVYLRLYSGTLR--------LRDTVALAGR-------
EKLKITEMRI  296
                        +  ++R+Y G+L         ++D+    GR       ++ +I+ 
+  
Sbjct  312  
LAFKIMTDPFVGQLTFIRVYRGSLESGSYAYNTVQDSKERIGRLLKMHSNKREEISVLHA  371

Query  297  
PSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
               G +V       G+ +    D V L  +             + P P++   + 
PKT A
Sbjct  372  GEIGAVVGLKNTLTGDTLASEKDKVILEKM-------------
DFPEPVISVAVEPKTKA  418

Query  357  
QRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEP  416
             +E++  AL +LA  DP  R   D  + + I+S +G + LE++   +  ++K++  
V +P
Sbjct  419  
DQEKMAIALQKLAQEDPSFRVNTDEESGQTIISGMGELHLEIIVDRMLREFKVDAEVGQP  478

Query  417  SVIYME---
RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             V Y E   +P++   +    +      +  + L + PL   SG ++ + +  G + 
+ +
Sbjct  479  QVAYRETIRKPVE-
QEYKYAKQSGGRGQYGHVFLRIEPLEPASGFEFVNDIKGGVVPKEY  537

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G R  L+ G L G+ V D K+    G Y+   S+   F+  A +  ++  
+++ 
Sbjct  538  
IPAVEKGCREALQNGVLAGYPVEDVKVTLYDGSYHEVDSSEMAFKLAASMGFKEGARKAN  597

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P+EY+     D  K    + +   +    + T   P   +  
Y TD
Sbjct  598  
PVILEPMMKVEVETPEEYMGDVIGDLNKRRGQVSSMDERNGSKIITAFCPLAQMFGYSTD  657

Query  593  LAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
            L   T GR+    E   Y+     V + +I+ R
Sbjct  658  LRSGTQGRATYSMEFDHYEEVPKNVSEEIIKKR  690

>WP_015780022.1 elongation factor G [Kytococcus sedentarius]



 ACV07085.1 translation elongation factor 2 (EF-2/EF-G) [Kytococcus 
sedentarius 
DSM 20547]
Length=702

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 188/680 (28%), Positives = 317/680 (47%), Gaps = 
77/680 (11%)

Query  2    KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITI-
QAAV  60
            ++ NIGI+AH+DAGKTT TE +L+ +G   + G    G + TD M  E++RGITI  
AAV
Sbjct  11   
QVRNIGIMAHIDAGKTTTTERILFYTGVNHKMGETHDGASTTDWMEQEKERGITITSAAV  70

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
            TSF W   ++N++DTPGH+DF  EV R+L VLDGA+ V   K+GV+ Q+  ++    
K  
Sbjct  71   TSF-
WKGTQINLIDTPGHVDFTVEVERNLRVLDGAVAVFDGKEGVEPQSETVWRQADKYG  129

Query  121  IPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVSLS  161
            +P + FINK+D+ G D    VQ++ D+L A                   D++  +  
+ S
Sbjct  130  
VPRMCFINKMDKMGADFYYSVQTMVDRLGANPLVMQLPIGAESDFIGMVDLVTMKAFTWS  189

Query  162  PEIVLEENTDIEAWDA----------------
VIENNDKLLEKYIAGEPISREKLVREEQ  205
             E  L E   IE   A                V E+++ LLEKY+ GE ++ +++    
+
Sbjct  190  
KETPLGEAYQIEEIPADLQDKADEYRAALVEKVAESDEALLEKYLGGEDLTEDEIRAGVR  249

Query  206  RRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-----------------------
LFQPIG  242
                   + PV+ G+A K  G+QPL+DAV                         L 
+P  
Sbjct  250  
TLTLAGEVNPVFCGTAFKNKGVQPLLDAVVAYLPSPVDLPPIEGHLPGDEENVVLRKPSS  309

Query  243  EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPS  298
            ++  AAL    FK+          Y+R+YSG +     V  A  G +E+L K+ +M    
Sbjct  310  DEPFAALA---
FKIATHPFFGTLTYIRVYSGEITSGSAVLNATKGKKERLGKLFQMHANK  366

Query  299  
KGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQR  358
            +  + +    +   ++ L   +    D L  P +         P P++   I PKT   



+
Sbjct  367  ENPVEKVSAGHIYAVIGLKDTTT--
GDTLSSPEKPAVLESMTFPAPVIHVAIEPKTKGDQ  424

Query  359  
ERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSV  418
            E+L  A+ +LA+ DP     +D  T + ++  +G + L+++   +  ++K+E  V  
P V
Sbjct  425  
EKLSTAIQKLAEEDPTFTVNLDEDTGQTVIGGMGELHLDILVDRMKREFKVEANVGAPQV  484

Query  419  IYMER---PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSG----
VQYESRVSLGYLNQ  471
             Y E     +    +T   +   +  +A + L   PL  G       ++E+ V+ G 
+ +
Sbjct  485  
AYRETIRGTVDKLDYTHKKQTGGSGQFAKVQLKFEPLEQGDEDAALYEFENAVTGGRVPR  544

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKE  530
             +  +V  GI+  ++ G L G+ +   K     G Y+   S+   F+    + L+
+A+++
Sbjct  545  
EYIPSVDQGIQEAMQLGVLAGYPLVGIKATLLDGAYHDVDSSEMAFKIAGSMALKEAVRK  604

Query  531  
SGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYR  590
            +   LLEP ++  +  P+EY+     D      TI++ +      V  G +P   +  
Y 
Sbjct  605  
ANPVLLEPMMAVEVRTPEEYMGDVIGDINSRRGTIQSMEDASGAKVVRGTVPLSEMFGYV  664

Query  591  TDLAFYTNGRSVCLTELKGY  610
             DL   T GR+    +   Y
Sbjct  665  GDLRSKTQGRANYSMQFDSY  684

>WP_057894745.1 GTP-binding protein [Lactobacillus brantae]
 KRM71803.1 translation elongation factor (GTPase) [Lactobacillus 
brantae 
DSM 23927]
Length=642

 Score = 248 bits (633),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 193/627 (31%), Positives = 306/627 (49%), Gaps = 
50/627 (8%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY SGA+   G V+ G    DT  LE+ RGITI 
+  
Sbjct  1    
MKQIVTGIVAHVDAGKTTLSEALLYESGAVKRLGRVDNGDAFLDTDALEKARGITIFSHQ  60



Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             +  +   ++ ++DTPGH+DF A+  + L+VLD AILV+SA DGVQ  T+ L+  L   
+
Sbjct  61   
ANLTYQDLQLTLLDTPGHVDFAAQTEQILSVLDYAILVVSAADGVQGYTQTLWRLLENYH  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  G D   V++ +    S  I       L P    E         
A+  
Sbjct  121  VPTFIFVNKMDAMGADRNQVLEQLATLTSGTIAFDWLDDL-PAATAE---------
AIAL  170

Query  181  
NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQP  240
             ++ +L+ Y+A   +S   +    Q+ ++   +FPVY+GS   GL ++ + D + 
GL + 
Sbjct  171  QDEDVLDAYLADGDLSELTI----QQLIRARKVFPVYFGS---
GLKLESIDDLLAGLDRW  223

Query  241  IGEQGSAALCGS-VFKVEYTDCGQRRVYLRLYSGTLRLRDTV-----
ALAGREKLKITEM  294
              EQ + +  G+ VFK+ + D G+R  +LRL  G L  +D +     A   R+   
+   
Sbjct  224  TLEQTAQSDFGARVFKISH-
DKGERLTWLRLTGGQLANKDQLLPDQKANQLRQYNGLKYQ  282

Query  295  
RIPSKGEIVRTDTAYPGEIVILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
             +P  G          G +V++P  +         P +       E P PMLR  +    
Sbjct  283  TVPQVGS---------GTVVVVPGLTGTY------PGQGLGTLADEQP-
PMLRPVLNYAV  326

Query  355  AAQRERL---
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLET  411
                + +   L AL +L D DP L         E+ L  +G +QLEV+  +L +++ 
L  
Sbjct  327  
DLTHQDVHVALAALRELEDEDPQLHVSWSEPLQELRLQVMGEIQLEVLRQILQDRFNLAL  386

Query  412  
VVKEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQ  471
                 S++Y E          H E  P   +A + L +TP + G+G+ ++S + +  
L +
Sbjct  387  DFDAGSILYQETITAPVEGVGHFE--
PLRHYAEVHLLLTPTAPGTGLTFDSDLDIDTLGK  444

Query  472  SFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQAL--  528
            ++Q+ V   +    ++G L G  +TD ++    G   +  S   DFR      L Q 
L  
Sbjct  445  



NWQHQVLTALGAKTQRGVLVGAPLTDMRVTLINGRASNVHSVGGDFREATWRALRQGLMM  504

Query  529  -KESGT-
QLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCI  586
             K  GT QLLEP+  F L   ++ + RA  D  +   T ++ +   D+V   G  P   
+
Sbjct  505  
AKLKGTAQLLEPWYQFTLVVNEDQIGRAMTDIQRMSGTFDSPERHGDQVQLNGFAPISEM  564

Query  587  QAYRTDLAFYTNGRSVCLTELKGYQAA  613
            Q Y  ++  YT+G+    T + GY+ A
Sbjct  565  QTYVREVQAYTHGQGSLETVVAGYRPA  591

>CDD54103.1 elongation factor G [Ruminococcus sp. CAG:379]
Length=694

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 186/666 (28%), Positives = 311/666 (47%), Gaps = 
63/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G   +G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILFYTGITHKIGETHEGDATMDWMEQEKERGITITSAATTAH  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++    K +
+P +
Sbjct  72   
WAGHRINIIDTPGHVDFTVEVERSLRVLDGSVTVFCAKGGVEPQSETVWRQADKYHVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADII--------------------
IKQTV---SLS  161
             ++NK+D  G +  +VV  ++ +L  + +                    +K  V    
L 
Sbjct  132  
AYVNKMDIMGANFYNVVDMMKTRLHCNAVPIQLPIGAESDFKGLIDLVEMKAYVYYDDLG  191

Query  162  PEIVLEE------NTDIEAWDAVIEN----
NDKLLEKYIAGEPISREKLVREEQRRVQDA  211
             +I +E+      +   E  DA+IE+    +D LLEKY++GE +S +++ R  +      
Sbjct  192  
KDIRVEDIPADMMDKAQEYHDAMIESAAEQDDDLLEKYLSGEELSIDEIKRCIREGTLAN  251

Query  212  SLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQ------
GSAALCGS  252
            +  PV  G++ K  G+Q L+DA+              G+    GE+              
Sbjct  252  
TFVPVVCGTSYKNKGVQKLLDAIVDYMPSPLDVPPIKGVNPETGEEVERPSSDEEPFAAL  311



Query  253  VFKVEYTDCGQRRVYLRLYSGTLRLRDTVALA---GREKL-
KITEMRIPSKGEIVRTDTA  308
             FK+       +  + R+YSGT+    TV  A    RE+L +I +M    + +I   
+T 
Sbjct  312  
AFKIATDPFVGKLCFFRVYSGTVDAGTTVLNATKDNRERLGRILQMHSNHRKDI---ETV  368

Query  309  YPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            Y G+I   +   +    D L D          E P P++   I PKT A +E++  
AL++
Sbjct  369  
YAGDIAAAVGLKNTTTGDTLCDEKHPVILESMEFPDPVINLAIEPKTKAGQEKMGIALSK  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME--RPL  425
            LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V  P V Y E  
+  
Sbjct  429  
LAEEDPTFRTWTDEETGQTIIAGMGELHLEIIVDRLFREFKVEANVGAPQVSYKEAIKGK  488

Query  426  
KAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                H    +      +  + + + P   G G ++ + V  G + + +  AV  
GIR  +
Sbjct  489  
ADVDHKYARQSGGKGQYGHVKIQIEPNEPGKGYEFINDVVGGAIPKEYIPAVDQGIRGAM  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
            + G L G+ V D K+    G Y+   S+   F+    +  ++A++++   L+EP +  
++
Sbjct  549  
QSGVLAGYQVVDVKVRLYDGSYHEVDSSEMAFKIAGSMAFKEAMRKANPVLMEPIMKVVV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+EY+     D       I   + +         +P   +  Y  DL   T GR    
Sbjct  609  
IVPEEYMGDVIGDLNSRRGQILGMEARPGAQQINALVPLSEMFGYSNDLRSKTQGRGQYS  668

Query  605  TELKGY  610
             E   Y
Sbjct  669  MEPHSY  674

>WP_027699449.1 elongation factor G [Weissella oryzae]
 GAK31476.1 elongation factor G [Weissella oryzae SG25]
Length=706

 Score = 249 bits (637),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 187/680 (28%), Positives = 315/680 (46%), Gaps = 



78/680 (11%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G I + G    G ++ D M  E++RGITIQ+A 
T+  
Sbjct  14   
NIGIMAHIDAGKTTTTERILYYTGKIHKIGETHDGASQMDFMDQEKERGITIQSAATTAV  73

Query  65   WHRC---------
KVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHA  115
            WH           +VNI+DTPGH+DF  EV RSL VLDGA+ V+    GV+ QT  
++  
Sbjct  74   
WHGFHDQFEKEPYRVNIIDTPGHVDFTIEVERSLRVLDGAVAVLDGAAGVEPQTETVWRQ  133

Query  116  LRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQ  156
                 +P ++F+NK+D+ G D Q  V S++ +L+A                   D
+I K+
Sbjct  134  
AETYEVPRIVFVNKMDKMGADFQMSVDSMKSRLAANAKAIQWPIGAEDDFEAVIDLITKE  193

Query  157  TV--------SLSPEIVLEENTDI------
EAWDAVIENNDKLLEKYIAGEPISREKLVR  202
             +           P  +  +  D+      E  +A+ + +D++++KY+ GE I++ 
+L  
Sbjct  194  
ALYPVDALGEKWEPREIPADYADLVEEKYNELVEAIADVDDEIMDKYLGGEEITQAELKA  253

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTG-
LFQPI--------------------  241
              +R       +PV  GSA K  G+Q ++DAV   L  P+                    
Sbjct  254  
AIRRATISLQFYPVLAGSAYKDKGVQMMLDAVVDYLPSPLDVKPYVATDPDTDEEVDLMA  313

Query  242  -GEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRI  296
              E+  AAL    FKV       R  ++R+Y+GTL     V    R K     ++ 
+M  
Sbjct  314  DDEKPFAALA---
FKVMTDPFVGRLTFMRVYTGTLEAGSYVLNTSRGKRERVGRLLQMHA  370

Query  297  PSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
             ++ EI   +  + G+I   +        D L D          E P P+++  I 
PKT 
Sbjct  371  TNRTEI---
EEVFSGDIAAAIGLKDTTTGDSLTDVDHPLILESMEFPEPVIQLAIEPKTK  427

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
            A ++++  AL +LA+ DP  R E +  T + ++S +G + L+++   L  ++ ++  
V  



Sbjct  428  
ADQDKMSTALQKLAEEDPSFRAETNPETGDTLISGMGELHLDIIVDRLRREFNVDASVGA  487

Query  416  PSVIYMERPLKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   K   A      +      +  + +  +P   G+G ++E  +  G + 
+ +
Sbjct  488  
PQVAYREAFTKTVQARGYFKRQSGGKGQYGDVWIEFSPNEEGAGYEFEDAIVGGVVPREY  547

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              +V  G++  +  G L G+ + D K     G Y+   S+ A F+  A + L +A 
K +G
Sbjct  548  
IPSVDAGLKDSMNAGPLAGFPLVDLKAKLYDGSYHDVDSSEAAFKIAASLALREAAKTAG  607

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
              +LEP +   +  P++ L             +E  + + + ++   ++P   +  
Y T 
Sbjct  608  
AVILEPIMKVDIVVPEDNLGDVMGHVSARRGLLEGQEQRGNAMMVHAKVPLSEMFGYATT  667

Query  593  LAFYTNGRSVCLTELKGYQA  612
            L   T GR         Y+A
Sbjct  668  LRSSTQGRGTFQMAFDHYEA  687

>WP_069294410.1 elongation factor G [Pelagibacteraceae bacterium 
ETNP-OMZ-SAG-B3]
Length=691

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 183/658 (28%), Positives = 306/658 (47%), Gaps = 
64/658 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAAVMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W + +VNI+DTPGH+DF  EV RSL VLDGAI V     GV+ Q+  ++    K  
+P +
Sbjct  72   
WRKHRVNIIDTPGHVDFTIEVERSLKVLDGAIAVFDGVAGVEPQSETVWRQADKYKVPRI  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSADIIIKQT--------------
VSLSPEIVLEEN-  169



             F+NK+D+ G +    V  ++D+L A  ++ Q               + +   +  
EE  
Sbjct  132  
CFVNKLDRTGANFFMCVDMIKDRLGAKPLVMQLPIGIEASFKGVVDLIKMKAILWKEEKL  191

Query  170  ----------TDIEAW---------
DAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
                      +D++A          +  +E ++KL+E Y+ G+ IS   L+   ++    
Sbjct  192  
GAEFEYTELPSDLKAQAEKYRKELVETAVEQDEKLMEDYLNGKNISEADLISCVRKGCLK  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQGS-------------------
AALCG  251
             +  PV  GSA K  G+QPL+DAV        + GS                    
+   
Sbjct  252  
FNFVPVLTGSAFKNKGVQPLLDAVVDFLPSPIDIGSIKGTNPNSKDEIERKFDDKESFSS  311

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRTDT  307
              FKV          ++R+YSGTL+    +    ++K     ++  M   S+ ++   
+T
Sbjct  312  
LAFKVATDPYVGTLTFIRIYSGTLKTGTGIYNTTKDKEERVGRMLLMHANSREDVKEANT  371

Query  308  AYPGEIVILPSDSVRL-
NDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G+IV L      +    L D          E P P+L   + PKT A +E++ 
+AL 
Sbjct  372  ---
GDIVALAGLKYTITGHTLSDEDNPVILEPMEFPDPVLEIAVEPKTKADQEKMGEALG  428

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK  426
            +LA  DP  R   D  + + I+  +G + L+++   +  ++K+E  +  P V Y E  
LK
Sbjct  429  
RLAREDPSFRVASDEESGQTIIKGMGELHLDIIVDRMKREFKVEANIGAPQVAYRETILK  488

Query  427  AASHT-IHIEVPPNPF-
WASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYG  484
            +  +T IH +       +A + LSV PL  G G + E+++  G + + F   V  
GI   
Sbjct  489  
SVENTYIHKKQSGGAGQFAKVELSVEPLPPGKGREVENKIKGGSIPKEFIPGVEKGIESV  548

Query  485  LEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFI  543
             + G+  G+ + D K+    GL++   S+   F   +    ++A  ++  +LLEP 
+   
Sbjct  549  
ADSGILAGFPLIDYKVTILDGLHHDVDSSVLAFEIASRHCFKEACTKATLKLLEPMMRVE  608

Query  544  



LYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
            +  P++Y+     D       + T   + +  V +  +P   +  Y  +L   + 
GR+
Sbjct  609  
VVTPEDYMGDVIGDLNSRRGQVSTTDKRGNATVISATVPLANMFGYINNLRSMSQGRA  666

>WP_028657518.1 MULTISPECIES: elongation factor G [Novosphingobium]
 KPF56938.1 elongation factor G [Novosphingobium sp. AAP1]
 PTR12186.1 elongation factor G [Novosphingobium sp. GV055]
 PUB05587.1 elongation factor G [Novosphingobium sp. GV061]
 PUB21820.1 elongation factor G [Novosphingobium sp. GV079]
 PUB43593.1 elongation factor G [Novosphingobium sp. GV027]
Length=690

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 187/666 (28%), Positives = 301/666 (45%), Gaps = 
63/666 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NIGIMAHIDAGKTTTTERILYYTGKSYKIGEVHDGAATMDWMEQEQERGITITSAATTCF  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+       GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRINIIDTPGHVDFTIEVERSLRVLDGAVACFDGVAGVEPQSETVWRQADKYGVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------------
IIIKQTVSL  160
             FINK+D+ G + +  VQS+ D+L A                          II +  
SL
Sbjct  132  
CFINKLDRTGANFKYCVQSIIDRLGAKPAVLYIPIGLEADLKGLVDLVNNRAIIWKDESL  191

Query  161  SPEIVLEE-NTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              E   EE   D+         E  +  +E +D+ +E Y+ G     E L +  ++   
+
Sbjct  192  
GAEFFYEEIPADLADEAAIYRSELIELAVEQDDEAMEAYLEGNEPDAETLKKLIRKGTLN  251

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT-------------GLFQPIGEQGS------
AALCG  251
             S  PV  GSA K  G+QPL+DAV              G+     E+ S      A    
Sbjct  252  
HSFVPVCCGSAFKNKGVQPLLDAVVDYLPSPLDIEDVQGVKVDSDEKDSRPPKDDAPFSA  311



Query  252  
SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTAYPG  311
              FKV          ++R+YSGTL     +    ++K K+  M      +    D 
A+ G
Sbjct  312  
LAFKVMNDPFVGSLTFIRIYSGTLTKGTYLNSVKQKKEKVGRMLEMHANDRKDVDEAFAG  371

Query  312  EIVILPS-DSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQ  367
            +I+ L         D L     P  L R  +   P P++  ++ PKT A +E++  
AL +
Sbjct  372  DIIALAGMKETTTGDTLCAERAPIVLERMEF---
PEPVIELSVEPKTKADQEKMGIALNR  428

Query  368  
LADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLKA  427
            L+  DP  R   D  + + I+  +G + L+++   +  ++K+E  V  P V Y E   
K 
Sbjct  429  
LSAEDPSFRVSTDHESGQTIIKGMGELHLDIIVDRMRREFKVEANVGAPQVAYREYLAKP  488

Query  428  A--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGL  485
                +T   +      +  + + +TP   GSG+ ++  +  G + + +  A+  G
+R   
Sbjct  489  
VDLDYTHKKQSGGTGQFGRVKVKITPGERGSGIIFKDEIKGGNIPKEYIPAIEKGMRETA  548

Query  486  EQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFIL  544
              G L G+ + D +I    G Y+   S+   F       + +A ++SG +LLEP 
+S  +
Sbjct  549  
ATGSLVGFPIIDFEILLYDGAYHDVDSSALAFEIAGRGAMREAAQKSGIKLLEPIMSVEV  608

Query  545  
YAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSVCL  604
              P+E++     D       I+    + +  V    +P   +  Y   L  +T GR
+   
Sbjct  609  
VTPEEFMGDVIGDLNSRRGQIQGTDSRGNAQVVDAMVPLANMFGYVNQLRSFTQGRAQYT  668

Query  605  TELKGY  610
             +   Y
Sbjct  669  MQFSHY  674

>WP_097148707.1 GTP-binding protein [Lysinibacillus acetophenoni]
 SOC37121.1 small GTP-binding protein [Lysinibacillus acetophenoni]
Length=652

 Score = 248 bits (633),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 180/621 (29%), Positives = 297/621 (48%), Gaps = 



23/621 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVDAGKTT +E LLY + +I E G V+   +  D  F+E+QRGITI A     
Q+
Sbjct  5    
IGILAHVDAGKTTFSEQLLYHTESIREVGRVDHKNSYLDHHFIEKQRGITIYADQGRIQY  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
                  I+DTPGH+DF AE+ R+++V+D AI++IS  DG++  T  ++  LRK +
+PT I
Sbjct  65   
KGEIYTIIDTPGHVDFAAEMERAISVMDYAIIIISVIDGIEGHTETVWELLRKHHVPTFI  124

Query  126  FINKIDQAGVDLQSVVQSVRDKLSAD-IIIKQTVSLS--
PEIVLEENTDIEAWDAVIENN  182
            FINKID+ G ++ S++  ++   S + + I + +S    P  +LE       W A  
E +
Sbjct  125  FINKIDREGANISSLLNEIKVTFSENALYINEPISEKYIPNDILE-------
WLA--ERD  175

Query  183  
DKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIG  242
            +KLL++YI G+ I   +  +  Q  +++   F    GSA K +G+    D  + +     
Sbjct  176  EKLLDQYIEGQ-IDYRQFFQILQSLIKNEQAFICMAGSALKDIGVAEFFDQFS-
ILTKTN  233

Query  243  
EQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEI  302
                    G VFK+ + +  QR  +L+   G L +R      G    K+ E+R+ +    
Sbjct  234  YDSELPFRGKVFKIRHDEQHQRITFLKAMQGCLHVRQEFQF-
GESFEKVNEIRLYNGSRY  292

Query  303  VRTDTAYPGEIVILPSDS-VRLNDVL-GDPTRLPRKRWREDPL-
PMLRTTIAPKTAAQRE  359
               +    G++  +   S   + DVL  D T L   +++E  L P L+  +        
+
Sbjct  293  ESVNKVEAGDVFAVKGLSKAEIGDVLTADLTDLT--
KFKEYQLVPTLQAKVVHHGTDHIK  350

Query  360  
RLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVI  419
             +L  +  L   +P L+        EI +  +G +QLEV+  +  E++ L+    
EP ++
Sbjct  351  
EVLKTIRILEAEEPTLKVIWSEKFQEIHVHIMGVIQLEVLQVIAKERFNLDITFDEPKIL  410

Query  420  
YMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            Y+E    + +   H E  P   +A + L + P     G+ +E+      L+   Q  
+  
Sbjct  411  YLETIQSSVTGYGHFE--



PLKHYAEVHLKMDPGERDKGISFENACHADDLSLGHQRLIEK  468

Query  480  GIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
             +      GL  G+++TD K     G  ++  +   DFR      + Q L+++   
LLEP
Sbjct  469  
HLFEREHNGLLTGYSITDIKFTLLTGRAHNKHTNGGDFREATFRAIRQGLEQAENILLEP  528

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
            Y  F + AP E++ R   D      T E   +    V+  G++P      Y T    
+TN
Sbjct  529  
YYRFKMKAPIEHVGRMMTDIQTASGTFEPPIMTDTLVIIEGKVPVATFMNYSTTFHAFTN  588

Query  599  GRSVCLTELKGYQAAVGQPVI  619
            G+ V   +  GY       V+
Sbjct  589  GKGVLTLKFAGYDVCHNSEVV  609

>OGH23609.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPHIGHO2_01_FULL_42_15]
 OGH42607.1 translation elongation factor G [Candidatus Levybacteria 
bacterium 
RIFCSPLOWO2_01_FULL_42_15]
Length=714

 Score = 249 bits (637),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 198/688 (29%), Positives = 320/688 (47%), Gaps = 
88/688 (13%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            KI NIGI+AH+DAGKTT TE +L+ +G   + G +++GTT  D M  E++RGITI 
+A T
Sbjct  14   
KIRNIGIIAHIDAGKTTTTERILFYTGKTHKIGDIDEGTTVMDWMEQEKERGITIVSAAT  73

Query  62   SFQW---------
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRIL  112
            +  W          + +VNI+DTPGH+DF AEV RSL VLDG I V+ A++GVQ+Q
+  +
Sbjct  74   
TAYWTPTNGLFEGMKYRVNIIDTPGHVDFTAEVERSLRVLDGGITVLDAEEGVQSQSETV  133

Query  113  FHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------
KQTVSL-  160
            +    K  +P + FINK+D+ G D  + ++S+ D+L A++ I           K  
V L 
Sbjct  134  
WRQADKYKVPRICFINKMDKLGADFFATIKSIEDRLGANLAIMVLPIGSESSFKGVVDLL  193



Query  161  --------------SPEIVLEENTDIEAW---------
DAVIENNDKLLEKYIAGEPISR  197
                          + E++ E  +D++           + + E +D LLEKY+A +  
+ 
Sbjct  194  
TRKSYVWGSDELGATYEVLNEVPSDVKPQAEECRQKLIERIAETDDALLEKYLANQEPTV  253

Query  198  EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV------------
TGLFQPIGEQ-  244
            E+L    +R V    L P++ GS+ +  G+QPL+DAV            T    P   
Q 
Sbjct  254  
EELCLALRRAVIAYKLVPIFAGSSLRNKGVQPLLDAVVNYLPSPLDVPPTKGLNPKTNQE  313

Query  245  ------GSAALCGSVFKVEYTDCGQRRVYLRLYSGTL--------
RLRDTVALAGREKLK  290
                   S ++ G  FK++      R  Y R+YSG +          ++T    GR    
Sbjct  314  
EERKNTESESVSGLAFKIQIDPHVGRLTYFRIYSGKIVAGSYIHNSTKNTTERIGR----  369

Query  291  ITEMRIPSKGEIVRTDTAYPGEIVILPS-DSVRLNDVLGD---
PTRLPRKRWREDPLPML  346
            I  M    + E+     A  GEIV L         D L D   P  L +  +   P 
P++
Sbjct  370  ILLMHANHREEV---KEASVGEIVALVGFKDTTTGDTLCDAKNPIVLEKITF---
PEPVI  423

Query  347  
RTTIAPKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEK  406
               I PKT A +E+L  +L +L++ DP    +V+  T + I+S +G +QLEV+   
+  +
Sbjct  424  
SLAIEPKTKADQEKLGFSLKRLSEEDPTFTIKVNHETGQTIISGMGELQLEVMVDRMKRE  483

Query  407  YKLETVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRV  464
            + +   V  P V Y E   K A+       +      +    L V P   G G ++ 
+ +
Sbjct  484  
FGVLANVGAPQVAYKETVKKIATGEGKYIKQSGGRGQYGHCFLRVEPKPRGEGFEFVNAI  543

Query  465  SLGYLNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIV  523
              G +   F  ++  G++  +E G L G+ + D ++    G Y+   S+   F+  
A   
Sbjct  544  
KGGAIPAEFVTSIEKGVKETMENGILLGYPMVDMQVTVYDGSYHDVDSSDIAFKIAASKA  603

Query  524  
LEQALKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPA  583
            L++A + +   LLEP +   +  P +++     D     A I   + +    V     
P 
Sbjct  604  



LQEACRNAEFALLEPIMKLEVTTPSDFIGDVIGDLSAKRAQILGTEERGKATVVLALAPL  663

Query  584  RCIQAYRTDLAFYTNGRSVCLTELKGYQ  611
              +  Y T +   + GR+    E   Y+
Sbjct  664  AELSGYATTIRSMSQGRASYYMEPSHYE  691

>OUX09743.1 elongation factor G [Candidatus Pelagibacter sp. 
TMED239]
Length=687

 Score = 249 bits (635),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 184/655 (28%), Positives = 300/655 (46%), Gaps = 
58/655 (9%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  8    
NIGIMAHIDAGKTTTTERILYYTGKSHKIGEVHDGAATMDWMEQEQERGITITSAATTCF  67

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+       GV+ Q+  ++    +  
+P +
Sbjct  68   
WNDHRINIIDTPGHVDFTIEVERSLRVLDGAVACFDGVAGVEPQSETVWRQADRYKVPRI  127

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSAD------------------------
IIIKQTVSL  160
             F NK+D+ G D +  +QS++D+L A+                         II Q  
SL
Sbjct  128  
CFCNKMDRLGADFEMNIQSIKDRLGANPLVLQMAIGKEADFKGVVDLVNFKSIIWQDDSL  187

Query  161  SPEI-VLEENTDI---------
EAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQD  210
              +  V++ + D+         E  +  +E +DK +E Y+ G+ IS E L    ++   
D
Sbjct  188  
GAKFDVIDISEDLLEEAKLKREELIENAVEADDKAMEDYLEGKEISVETLKACIRKGTID  247

Query  211  ASLFPVYYGSAKKGLGIQPLMDAVT---------
GLFQPIGEQGSAAL----------CG  251
                PV  G+A K  G+QPL+DAV          G  + I E     +            
Sbjct  248  
FKFVPVLCGTAFKNKGVQPLLDAVVDYLPSPSDIGFVEGIKEGSDEKIQIPNTTEEPFAA  307

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGR-
EKLKITEMRIPSKGEIVRTDTAYP  310
              FKV       +  + RLY G L    T+  + R +K +I  M +           
A  



Sbjct  308  
LAFKVATDPFVGQITFCRLYCGNLSSGSTILNSSRNQKERIGRMLLMHSNTREEIKDAKA  367

Query  311  GEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALTQLA  369
            G+IV L    +V   D L + ++       E P P++   + PKT A  E++  AL 
+LA
Sbjct  368  
GDIVALVGMKNVTTGDTLCETSKPVILEKMEFPDPVIEVAVEPKTKADYEKMGQALGRLA  427

Query  370  
DTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERPLK--A  427
              DP  R   D  + + I+  +G + LE++   +  ++K+E  V  P V Y E   
K   
Sbjct  428  
QEDPSFRVATDEESGQTIIKGMGELHLEILVDRMKREFKVEADVGAPQVAYRETITKDVE  487

Query  428  
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRYGLEQ  487
              +T   +      +A + +   PL   SG+++ + V  G + + +   V  GI    
+ 
Sbjct  488  
VDYTHKKQSGGAGQFARVKMKFKPLDRNSGIKFNNSVVGGNIPREYIPGVEKGINSAAQN  547

Query  488  GLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSFILYA  546
            G+  G+NV D +     G ++   S+   F   +     +A+ ++G +LLEP +   
+  
Sbjct  548  
GVIAGYNVIDFEAEVYDGAFHDVDSSVLAFEIASRAAFREAVGKAGPKLLEPMMKVEVVT  607

Query  547  PQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  
601
            P++Y+     D       IE  + + +  V +  +P   +  Y  +L   + GR+
Sbjct  608  PEDYMGDIIGDLNSRRGQIEKMEDRGNAKVVSSVVPLANMFGYVNNLRSMSQGRA  
662

>WP_016147576.1 elongation factor G [Butyricicoccus pullicaecorum]
 EOQ38377.1 elongation factor G [Butyricicoccus pullicaecorum 1.2]
 SKA54055.1 elongation factor G [Butyricicoccus pullicaecorum DSM 
23266]
 OUP54002.1 elongation factor G [Butyricicoccus pullicaecorum]
 OUP56672.1 elongation factor G [Butyricicoccus pullicaecorum]
Length=694

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 193/697 (28%), Positives = 323/697 (46%), Gaps = 
87/697 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AH+DAGKTT TE +LY +G   + G    GT   D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHIDAGKTTTTERILYYTGVNYKIGDTHDGTATMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDG++ V  AK GV+ Q+  ++H   
+ ++
Sbjct  69   
TCHWKDHRINIIDTPGHVDFTVEVQRSLRVLDGSVTVFCAKGGVEPQSETVWHQADEYHV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADII--------------
IKQTVSLSPEI---  164
            P + F+NK+D  G D  +VV  ++D+L  + +              +   +++  E
+   
Sbjct  129  
PRMAFVNKMDIMGADFFNVVDMMKDRLKCNAVPIQLPIGAEDTFKGVIDLITMRAEVYYD  188

Query  165  -----VLEENTDIEAWDAVIENNDKLLE-----------
KYIAGEPISREKLVREEQRRV  208
                 V +E+   +  D   E +D LLE           KY+ GE ++  ++    
++ V
Sbjct  189  
DLGKDVRDEDIPADMMDQAQEYHDALLEAVAELDEDLMMKYLEGEELTIPEIKAALRKGV  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAAL  249
             +  + PV  G+A +  G+Q L+DAV                 P  E+         
A  
Sbjct  249  
CNVQIIPVLCGTAYRNKGVQLLLDAVVDYMPAPTDVPAIKGVNPDTEEEDERPSSDDAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAG-REKL-
KITEMRIPSKGEIVRT  305
                FK+       R  + R+YSGT+    +V  A  G RE+L +I +M   S+ 
+I   
Sbjct  309  
SALAFKIMTDPYVGRLTFFRVYSGTIGAGSSVLNATKGQRERLGRILQMHANSRKDI---  365

Query  306  DTAYPGEI-VILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
            D  Y G+I   +   +    D L D   P  L    +   P P++R  I PKT A 
+E++
Sbjct  366  DMVYSGDIAAAVGFKNTTTGDTLCDEKHPIILESMNF---
PEPVIRVAIEPKTKAGQEKM  422

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
              AL +LA+ DP  R   D  T + I++ +G + LE++   L  ++K+E  V EP 
V Y 
Sbjct  423  
GIALAKLAEEDPTFRTYTDEETGQTIIAGMGELHLEIIVDRLLREFKVEANVGEPQVAYK  482

Query  422  ERPLKAASHTIHI--



EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRD  479
            E   + A+  +    +      +  + + V P   G G ++ +++  G + + +   
V  
Sbjct  483  
ETIRRDANVDMKYARQSGGKGQYGHVKIIVEPNESGKGYEFINKIVGGAIPKEYIEPVNQ  542

Query  480  GIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEP  538
            GI+  ++ G L G+ V D K+    G ++   S+   F+    +  ++A++++   
L+EP
Sbjct  543  
GIQGAMQAGVLAGYPVVDVKVTLYDGSFHEVDSSEMAFKIAGSMAFKEAMRKADPVLMEP  602

Query  539  
YLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTN  598
             +   +  P++Y+             I+  + +      +  +P   +  Y T L   
T 
Sbjct  603  
IMQVDVMVPEDYMGDVIGGLNARRGQIQGMEPRGGVEAISAAVPLSEMFGYATALRSSTQ  662

Query  599  GRSVCLTELKGYQAAVGQPVIQPRR----PNSRLDKV  631
            GR              GQ  +QP      P S  DK+
Sbjct  663  GR--------------GQYTMQPSHYTEVPKSVQDKI  685

>WP_072696614.1 elongation factor G [Desulfovibrio litoralis]
 SHN57720.1 translation elongation factor 2 (EF-2/EF-G) 
[Desulfovibrio litoralis 
DSM 11393]
Length=690

 Score = 249 bits (636),  Expect = 9e-70, Method: Compositional 
matrix adjust.
 Identities = 188/671 (28%), Positives = 317/671 (47%), Gaps = 
65/671 (10%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K+ N GI+AH+DAGKTT TE +L+ +G   + G    G +  D M  E++RGITI 
+A T
Sbjct  9    
KMRNFGIMAHIDAGKTTTTERILFFTGVSHKIGETHDGESTMDWMEQEKERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EV RSL VLDGAI V  A  GV+ Q+  ++    
+  +
Sbjct  69   
TCFWREHQLNIIDTPGHVDFTMEVERSLRVLDGAIAVFDAVAGVEPQSETVWRQANRYKV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTV----  158
            P + FINK+D+ G + +  V  +RD+L A                   D+I  + +    
Sbjct  129  



PRICFINKMDRMGANFERCVDMIRDRLKATPVALQIPIGAEDKLEGVIDLINSKALVFDK  188

Query  159  -SLSPEIVLEENTD----------
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRR  207
             S   EI + E  D           E  DAV E ++ ++EKY++GE +S E++    
++ 
Sbjct  189  
ASHGSEIAVTEVPDNLKDEYEIKRAEMIDAVAEYDEAVMEKYLSGEELSVEEIELCIRKA  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-------QPIG------------
EQGSAA  248
                 + PV  GSA + +G+QPL+DAV           Q +G                
A 
Sbjct  249  
TIAQDIVPVMCGSAFRNMGVQPLLDAVVNYLPSPLEIDQMVGIHVDTKAEVICESDDKAP  308

Query  249  LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV---ALAGREKL-
KITEMRIPSKGEIVR  304
            + G +FK+          ++R+YSG L    TV   A   +E++ +I +M    + 
EI  
Sbjct  309  
MAGLIFKLFSDPYIGHLSFVRIYSGFLESGMTVLNSASGKKERVGRILKMHANKREEI--  366

Query  305  TDTAYPGEIV-
ILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLD  363
               A  G+IV I+        D L D          + P P++   I PKT A R+ 
L  
Sbjct  367  -
KWAGAGDIVAIVGLKIAGTGDTLCDIDTPIALESLDVPEPVIEVAIEPKTKADRDALSA  425

Query  364  
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMER  423
            AL +LA  DP  R + D  T + +++ +G + LE++   L+ ++ +   V +P V 
Y E 
Sbjct  426  
ALNKLAKEDPSFRVKGDEETGQTLIAGMGELHLEIIVDRLTREFSVNANVGKPQVAYRET  485

Query  424  PLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
              K A        +      +  + + + P +   G ++ + +  G + + +  AV  
GI
Sbjct  486  ISKPAKEDCKYAKQSGGRGQYGHVVIEIEP-
NHEKGYEFVNSIVGGVIPKEYIPAVDKGI  544

Query  482  RYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540
            +  L+ G L G+   D K+   +G Y+   S+   F     + ++ A++++G  
+LEP +
Sbjct  545  
KDALKSGVLAGFPTVDIKVNLIFGSYHDVDSSEQAFYIAGSMAVKDAIRKAGPMILEPIM  604

Query  541  
SFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGR  600
               +  P++Y+     D  +    +++++V+        ++P   +  Y TDL   



T GR
Sbjct  605  
DVEVVTPEDYVGDVMGDLTRRRGRVQSSEVRIGSQAIRAQVPLSEMFGYATDLRSRTQGR  664

Query  601  SVCLTELKGYQ  611
            +    +   Y+
Sbjct  665  ANFTMQFHHYE  675

>OHC90987.1 translation elongation factor G [Sphingomonadales 
bacterium GWF1_63_6]
Length=690

 Score = 249 bits (635),  Expect = 1e-69, Method: Compositional 
matrix adjust.
 Identities = 192/660 (29%), Positives = 297/660 (45%), Gaps = 
69/660 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            N GI+AH+DAGKTT TE +LY +G   + G V  G    D M  E++RGITI +A 
T+  
Sbjct  12   
NFGIMAHIDAGKTTTTERILYYTGKSYKIGEVHDGAATMDWMEQEQERGITITSAATTCI  71

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W+  ++NI+DTPGH+DF  EV RSL VLDGA+       GV+ Q+  ++    K  
+P +
Sbjct  72   
WNDHRLNIIDTPGHVDFTIEVERSLRVLDGAVAAFDGVAGVEPQSETVWRQADKYKVPRM  131

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------DI-----
IIKQTVSL  160
             FINK+D+ G +    VQ++ D+L A                   D+     II +  
+L
Sbjct  132  
CFINKLDRTGANFYYCVQTIIDRLGAIPAVLYLPIGAESEFKGLVDLVENRAIIWKDENL  191

Query  161  SPEIVLEENTDIEAWDA----------VIENNDKLLEKYIAG---
EPISREKLVREEQRR  207
              E   EE  D  A  A           +E +D+ +E Y+ G   +  + +KL+R   
+ 
Sbjct  192  
GAEFSYEEIPDDLADKAAEYREKLIELAVEQDDEAMEAYLEGNLPDTATLKKLIR---KG  248

Query  208  VQDASLFPVYYGSAKKGLGIQPLMDAVTGLF------------QPIGEQ-------
GSAA  248
                +  PV  GSA K  G+QPL+DAV                 P  +Q         
A 
Sbjct  249  
TLAQAFVPVLCGSAFKNKGVQPLLDAVVDYLPSPLDIEDVQGINPDNDQPDSRATADDAP  308

Query  249  



LCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIPSKGEIVRTDTA  308
              G  FK+          +LR+YSGTL     +     +K KI  M +         
D A
Sbjct  309  
FAGLAFKIMNDPFVGSLTFLRVYSGTLTKGTYLNSVKDKKEKIGRMLLMHANSREDIDAA  368

Query  309  YPGEIVILPS-DSVRLNDVLG---
DPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDA  364
            Y G+IV L         D L     P  L R  +   P P++  ++ PKT A +E+
+  A
Sbjct  369  YAGDIVALAGMKETTTGDTLCAERQPIILERMEF---
PEPVIELSVEPKTKADQEKMGVA  425

Query  365  
LTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYMERP  424
            L +LA  DP  R   D  + + I+  +G + LE++   +  ++K+E  V  P V Y 
E  
Sbjct  426  
LNRLAAEDPSFRVSTDHESGQTIIKGMGELHLEILVDRMKREFKVEANVGAPQVAYREYL  485

Query  425  LKA--
ASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIR  482
             KA    +T   +      +  I + VTP   G+G+ ++  +  G + + +  A+  
G+R
Sbjct  486  
KKAVDVDYTHKKQSGGTGQFGRIKVKVTPGERGAGIIFKDEIKGGNIPKEYIPAIEKGMR  545

Query  483  YGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLS  541
                 G L G+ + D +I    G Y+   S+   F       + +  ++SG  
LLEP + 
Sbjct  546  
ETAATGSLIGFPIIDFEINLYDGAYHDVDSSALAFEITGRAAMREVAQKSGITLLEPIMK  605

Query  542  
FILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRS  601
              + +P+EYL     D       I+    + +  V    +P   +  Y   L  +T 
GR+
Sbjct  606  
VEVVSPEEYLGDVIGDMNSRRGQIQGTDTRGNAQVVEAMVPLANMFGYVNSLRSFTQGRA  665

>WP_054115690.1 elongation factor G [Enterococcus sp. RIT-PI-f]
 KPG70381.1 elongation factor G [Enterococcus sp. RIT-PI-f]
Length=694

 Score = 249 bits (636),  Expect = 1e-69, Method: Compositional 
matrix adjust.
 Identities = 194/674 (29%), Positives = 314/674 (47%), Gaps = 
71/674 (11%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            K  NIGI+AHVDAGKTT TE +LY +G I + G   +G ++ D M  E++RGITI 



+A T
Sbjct  9    
KTRNIGIMAHVDAGKTTTTERILYYTGKIHKIGETHEGASQMDWMEQEQERGITITSAAT  68

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            + QW   +VNI+DTPGH+DF  EV RSL VLDGA+ V+ ++ GV+ QT  ++       
+
Sbjct  69   
TAQWKENRVNIIDTPGHVDFTIEVQRSLRVLDGAVTVLDSQSGVEPQTETVWRQATDYRV  128

Query  122  PTVIFINKIDQAGVDLQSVVQSVRDKLSADI------------------
IIKQ-----TV  158
            P V+F NK+D+ G D    V ++ D+L A+                   ++K      
T 
Sbjct  129  
PRVVFCNKMDKIGADFLYSVSTLHDRLQANAHPIQLPIGAEDDFVGIIDLVKMKAEMYTN  188

Query  159  SLSPEI----VLEENTDI-EAW-----
DAVIENNDKLLEKYIAGEPISREKLVREEQRRV  208
             L  EI    + E+ T++ E W     +AV + +++L+ K++ GE I+  +L    
++  
Sbjct  189  
DLGTEIQETEIPEDYTELAEEWREKLIEAVADTDEELMMKFLDGEEITEAELKAGIRQAT  248

Query  209  QDASLFPVYYGSAKKGLGIQPLMDAV-------------TGLFQPIGEQ------
GSAAL  249
                 FPV  GSA K  G+Q ++DAV              G+     E+        
A  
Sbjct  249  
LTVDFFPVLCGSAFKNKGVQMMLDAVIDYLPSPLDVPAIKGINPKTDEETDRPADDEAPF  308

Query  250  CGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMRIPSKGEIVRT  305
                FKV       R  + R+YSG L     V  A ++K     +I +M   ++ 
EI   
Sbjct  309  
ASLAFKVMTDPFVGRLTFFRVYSGVLNSGSYVLNASKDKRERIGRILQMHANTRAEI---  365

Query  306  DTAYPGEIVILPSDSVRLNDVLGDPTRLPRK-----
RWREDPLPMLRTTIAPKTAAQRER  360
             T Y G+I    + +V L D     T    K        E P P++   + PK+ A 
+++
Sbjct  366  QTVYSGDI----
AAAVGLKDTTTGDTLCDEKSPVILESIEFPEPVIEVAVEPKSKADQDK  421

Query  361  
LLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIY  420
            +  AL +LA+ DP  R E ++ T E +++ +G + L+V+   +  ++K+E  V  P 
V Y
Sbjct  422  
MGIALQKLAEEDPSFRVETNAETGETVIAGMGELHLDVLVDRMRREFKVEANVGAPQVSY  481

Query  421  ME--



RPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVR  478
             E  R    A      +      +  + +  TP   G G ++E+ +  G + + +  
AV 
Sbjct  482  
RETFRAATQAEGKFVRQSGGKGQYGHVWVEFTPNEEGKGFEFENAIVGGVVPREYIPAVE  541

Query  479  DGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLE  537
             G+   +  G L G+ + D K     G Y+   S+   FR  A + L  A K++   
+LE
Sbjct  542  
KGLEDSMANGVLAGYPLVDIKAKLYDGSYHDVDSSETAFRVAASMALRAAAKKAKPVILE  601

Query  538  
PYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYT  597
            P +  ++  P++YL             +E  +   +  +    +P   +  Y T L   
T
Sbjct  602  
PMMKVVITVPEDYLGDVMGHVTARRGRVEGMEAHGNSQIVNAIVPLAEMFGYATTLRSST  661

Query  598  NGRSVCLTELKGYQ  611
             GR   +     Y+
Sbjct  662  QGRGTFMMTFDHYE  675

>PIS34601.1 elongation factor G [Parcubacteria group bacterium 
CG08_land_8_20_14_0_20_43_9]
Length=699

 Score = 249 bits (636),  Expect = 1e-69, Method: Compositional 
matrix adjust.
 Identities = 198/694 (29%), Positives = 317/694 (46%), Gaps = 
82/694 (12%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTT TE +L+ +G   + G V +G    D M  ER+RGITI AA 
T+  
Sbjct  11   
NIGIIAHIDAGKTTFTERVLFYTGISHKIGEVHEGEAIMDWMEQERERGITITAAATTCF  70

Query  65   WH----------
RCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFH  114
            W            CK+N++DTPGH+DF AEV RSL VLDGAI+V     GV+AQ+  
++H
Sbjct  71   
WRPTADGESKERECKINLIDTPGHIDFTAEVQRSLRVLDGAIVVFDGVAGVEAQSETVWH  130

Query  115  ALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIK  155
               K  +P V FINK+D+ G   +  ++++ ++L+                    D
+I  
Sbjct  131  
QADKFKVPRVCFINKLDRMGASFEHSLKTIWERLTPNAVAVQMPIGQEGNFSGVIDLITM  190



Query  156  QTVSLSPE----IVLEENTD-----IEAW-----
DAVIENNDKLLEKYIAGEPISREKLV  201
            + V    E    + +EE  D      E W     + V   + +LLE Y+ G+ I  
E++ 
Sbjct  191  
KAVKFEGEHGEKVRVEEIPDNMKEAAEEWRKKMLEKVAAEDHELLEHYLEGKAIEIEQIR  250

Query  202  
REEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF----------------------Q  239
            R  ++ V D  + PV+ GSA K  G+Q  +DAV   F                      
+
Sbjct  251  
RAIRKGVIDYQVIPVFCGSALKNKGVQLALDAVVYYFPSPIDAPPIRGRDPKTEEIIDRK  310

Query  240  PIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEMR  295
            P  ++  +AL    FKV          Y R+YSG L    T+  +   K     +I  
M 
Sbjct  311  PDDDESFSALA---
FKVATDPFVGALTYFRIYSGKLAPGTTLFNSANGKKIRIGRIVRMH  367

Query  296  IPSKGEIVRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKT  354
               + E+   +  Y G+I   +    V     + DP           P P++   I 
PKT
Sbjct  368  ANHREEV---
EELYAGDIAAAIGLKEVETGHTICDPDNPIILEKIIFPEPVISIRIEPKT  424

Query  355  
AAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVK  414
             A +E+L  AL +LA+ DP  + + D  T E I+S +G + LE++   + +++K+E  
V 
Sbjct  425  
KADQEKLGLALKKLAEEDPTFKIKTDEETAETIISGMGELHLEILVDRMKKEFKMEANVG  484

Query  415  EPSVIYMERPLKAA-SHTIHI-
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQS  472
             P V Y E  L+ A +   +I +      +    + V+P   G G  +   +  G 
+ + 
Sbjct  485  
RPQVAYKETILETAEAEGKYIRQSGGRGQYGHTWVRVSPRKAGEGFLFVDEIKGGIIPKE  544

Query  473  FQNAVRDGIRYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKES  531
            +  AVR GI   +++G+  G+ + D +     G ++   S+ A F+    +  + A 
K +
Sbjct  545  
YIPAVRKGIEEAMDRGVIAGYPMVDIEAALYDGSFHEVDSSEAAFKIAGSMAFQAAAKSA  604

Query  532  
GTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRT  591
              +LLEP +   +  P+E+      D       I+ +  +    V    +P   +  
Y T



Sbjct  605  
KPRLLEPIMRLEVSIPEEFFGDIIGDLNARRGRIKESFDRALLKVIEAFVPLAEMFGYAT  664

Query  592  DLAFYTNGRSVCLTELKGYQAA---VGQPVIQPR  622
             L   T+GR     E   Y+     + Q +I+ R
Sbjct  665  SLRSITHGRGASTMEFSHYEQVPHNITQGIIEAR  698

>PIR60535.1 elongation factor G [Candidatus Pacebacteria bacterium 
CG10_big_fil_rev_8_21_14_0_10_44_54]
Length=708

 Score = 249 bits (636),  Expect = 1e-69, Method: Compositional 
matrix adjust.
 Identities = 193/674 (29%), Positives = 312/674 (46%), Gaps = 
80/674 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61
            +I NIGI+AH+DAGKTT TE +LY +G   + G V +G    D M  E++RGITI 
+A T
Sbjct  15   
RIRNIGIIAHIDAGKTTTTERILYFTGKTYKIGEVHEGAATMDWMAQEQERGITIVSAAT  74

Query  62   SFQW------HRCKV----
NIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRI  111
            +  W      H  K+    NI+DTPGH+DF AEV RSL VLDG + V+ A +GVQ
+Q+  
Sbjct  75   
TAFWTPYFDAHLDKLPYRLNIIDTPGHVDFTAEVERSLRVLDGGVTVLDASEGVQSQSET  134

Query  112  
LFHALRKMNIPTVIFINKIDQAGVDLQSVVQSVRDKLSADIII-----------------  154
            ++    K N+P + F+NK+D+ G D  + V+ +R K      +                 
Sbjct  135  
VWRQADKYNVPRICFVNKMDKLGADFLATVEDIRVKFGVKPAVMVLPMGAENDFRGVVQL  194

Query  155  ---------KQTVSLSPEI--------
VLEENTDIEAWDAVIENNDKLLEKYIAGEPISR  197
                        V   PEI        V  E    E  +A+ E +D LLEK+ A E 
IS 
Sbjct  195  
IERKALFWKDNAVDTEPEIRDIPEEFQVEAEKMRAELVEAIAETDDVLLEKFFAEEEISI  254

Query  198  
EKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLF-----------------QP  240
            ++L    +R V    L PV+ GS+ K  G+QP++DAV                     
+P
Sbjct  255  
DELKAALRRAVIAYKLVPVFAGSSLKNTGVQPVLDAVVEYLPSPTDIDHIEGINPRTDEP  314

Query  241  IGEQ--GSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKL----
KITEM  294
            I  Q      L    FK++      +  Y R+YSG L+    V  + R+K     +



+  M
Sbjct  315  
IVRQLVPEEELSILSFKIQTDPHVGKLTYCRVYSGVLKAGTYVYNSTRKKKERVGRLLLM  374

Query  295  RIPSKGEIVRTDTAYPGEIV-ILPSDSVRLNDVLGD---
PTRLPRKRWREDPLPMLRTTI  350
                + EI     A  GEIV ++     +  D L D   P  L    + E   P++   
I
Sbjct  375  HANQREEITE---ARAGEIVAVVGLKDTKTGDTLCDEAHPIILEGITFSE---
PVISLAI  428

Query  351  
APKTAAQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLE  410
             P+T + +E++  AL +L + DP  +   ++ T + I+  +G + LE++   +  +
+ ++
Sbjct  429  
EPRTKSDQEKMGMALAKLGEEDPTFKISSNADTGQTIIGGMGELHLEIIVDRMKREFGVD  488

Query  411  TVVKEPSVIYMERPLKAASHTIHI--
EVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGY  468
              V +P V Y E   KA+        +      +  + L + P   G+G ++++ +
+ G 
Sbjct  489  
ANVGKPQVAYKETITKASEGEGKYIKQSGGRGQYGHVLLRLEPKDRGTGYEFKNEITGGS  548

Query  469  LNQSFQNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQA  527
            + + +      GI+  LE+G L G+ +TD  +    G Y+   S+   F+    + 
+ + 
Sbjct  549  
VPREYIEPTNKGIQESLERGFLAGYQLTDISVALYDGSYHDVDSSELAFKMAGSLGMREG  608

Query  528  
LKESGTQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQ  587
            +K +G  LLEP +   +  P+E++     D     A I+    +    + T   P   
+Q
Sbjct  609  
VKAAGMVLLEPIMKLEVSTPEEFMGDVIGDLGSRRAQIQGTTSRGAATIITALAPLAEMQ  668

Query  588  AYRTDLAFYTNGRS  601
             Y T L   T GR+
Sbjct  669  GYVTILRSMTQGRA  682

>PIE00625.1 elongation factor G [Thiothrix nivea]
Length=696

 Score = 249 bits (636),  Expect = 1e-69, Method: Compositional 
matrix adjust.
 Identities = 197/680 (29%), Positives = 309/680 (45%), Gaps = 
79/680 (12%)

Query  2    
KIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVT  61



            K  NIGI AHVDAGKTT TE +L  +G I + G V  G   TD M  E +RGITIQ
+A T
Sbjct  6    
KYRNIGIFAHVDAGKTTTTERILKLTGKIHKIGEVHDGAATTDFMEQEAERGITIQSAAT  65

Query  62   
SFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNI  121
            +  W   ++NI+DTPGH+DF  EVYRSL VLDG + V     GV+ Q+   +    
+  +
Sbjct  66   
TAFWKDHRLNIIDTPGHVDFTIEVYRSLKVLDGGVGVFCGSGGVEPQSETNWRYANESEV  125

Query  122  
PTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDI------EAW  175
              +IF+NK+D+ G D   VV  VR+ L+A+ +    V + P  + EE T +      
+AW
Sbjct  126  ARIIFVNKLDRMGADFYRVVDQVRNVLAANPL----
VMVLPIGIEEEFTGVVDLLTRKAW  181

Query  176  --------------------------------DAVIENNDKLLEKYIA-
GEPISREKLVR  202
                                            +  +E +D+L+E Y+  G   S +
++ R
Sbjct  182  
IWDDSGDPMNYHLEDVPADMVDKVEEYREQLIETALEQDDELMEAYLEDGTEPSLDEIKR  241

Query  203  EEQRRVQDASLFPVYYGSAKKGLGIQPLMDAV----------------------
TGLFQP  240
              ++       FP Y GSA K  G+Q ++DAV                      TG 
F  
Sbjct  242  
CIRKGTIKLDFFPTYCGSAFKNKGVQLVLDAVVDYLPDPTEVDPQPEVDLEGNETGNFAI  301

Query  241  IGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGREKL--
KITEMRI  296
            +   G   L    FK+     G    + R+YSG L+  DT+     G+ +   ++ 
EM  
Sbjct  302  VDPDGP--LRALAFKIMDDRFGA-
LTFTRIYSGRLKKGDTLLNTFTGKNERIGRMVEMHA  358

Query  297  PSKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTA  355
              + EI   D+A  G+I+ L    +V+    L D            P P++   
IAPK  
Sbjct  359  DERNEI---
DSAQAGDIIALVGLKNVQTGHTLADVNNPATLEPMVFPDPVISIAIAPKNK  415

Query  356  
AQRERLLDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKE  415
               E+L  AL ++   DP  R E D  + E I+  +G + L++   +L   + ++  
V +
Sbjct  416  
GAAEKLGIALNKMMQEDPSFRVETDEDSGETIIKGMGELHLDIKVDILRRTHGIDVEVGK  475



Query  416  PSVIYMERPLKAA--
SHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
            P V Y E   +    S+T   +   +  +  I   + P   G+G ++ES V+ G + 
+ F
Sbjct  476  
PQVAYRESITQRTEDSYTHKKQSGGSGQFGKIDYVIEPNEPGAGFEFESVVTGGNVPREF  535

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
              AV  G +  +E G L G+ V D K+    G +++  S+   F   A     Q + 
++G
Sbjct  536  
WPAVEKGFKTSMETGVLAGFPVVDVKVTLVDGGFHAVDSSAIAFEIAAKGGYRQTMPKAG  595

Query  533  
TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTD  592
             Q+LEP +   ++ P++++     D  +  A I++ +     V    + P   +  
Y  D
Sbjct  596  
PQMLEPIMKVDVFTPEDHVGDVIGDLNRRRAMIKSQEAGPTGVRIKADAPLSEMFGYIGD  655

Query  593  LAFYTNGRSVCLTELKGYQA  612
            L   T+GR     E   Y A
Sbjct  656  LRTMTSGRGQFSMEFNHYAA  675

>OUW44189.1 elongation factor G [Acidimicrobiaceae bacterium 
TMED189]
 PDH62902.1 elongation factor G [Candidatus Actinomarinales 
bacterium MED-G02]
Length=696

 Score = 249 bits (636),  Expect = 1e-69, Method: Compositional 
matrix adjust.
 Identities = 186/669 (28%), Positives = 315/669 (47%), Gaps = 
68/669 (10%)

Query  5    
NIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQ  64
            NIGI+AH+DAGKTTLTE +LY +G   + G V  G    D M  E++RGITI +A 
T+ +
Sbjct  13   
NIGIMAHIDAGKTTLTERVLYYTGKTYKIGEVHDGAAVMDWMEQEQERGITITSAATTCE  72

Query  65   
WHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTV  124
            W    +NI+DTPGH+DF  EV RSL VLDGA+ V     GV+ Q+  ++    K N
+P +
Sbjct  73   
WEDHTINIIDTPGHVDFTVEVERSLRVLDGAVAVFDGVAGVEPQSETVWRQADKYNVPRI  132

Query  125  IFINKIDQAGVDLQSVVQSVRDKLSA-------------------
DIIIKQTVS------  159
             F+NK+D+ G D    VQS+ ++L A                   D++  ++ +      



Sbjct  133  
CFVNKLDRTGADFNFDVQSIIERLEAKPAVLHIPIGSEENFVGVVDLVEMKSHTWSKDDG  192

Query  160  -------LSPEIVLEENTD-
IEAWDAVIENNDKLLEKYIAGEPISREKLVREEQRRVQDA  211
                   +S +++ E NT   E  D + E +D++LEKY+  E ++  ++ +  ++   
D 
Sbjct  193  
SEWDISEISADMLDEANTKRQELLDVIAEADDEILEKYLGEEELTVTEIKKAIRKGTLDG  252

Query  212  SLFPVYYGSAKKGLGIQPLMDAV------------
TGLFQPIGEQGSAA--------LCG  251
               PV  GSA K  G+Q L++AV            T  F+P  E+               
Sbjct  253  
LFVPVLAGSAFKNKGVQLLLNAVIDYLPSPLDIDPTTGFKPGDEENEIVREHSDEEPFSA  312

Query  252  SVFKVEYTDCGQRRVYLRLYSGTLRLRDTV--ALAGR-EKL-
KITEMRIPSKGEIVRTDT  307
              FKV       +  Y R+YSGTL+  D V     G+ E+L +I  M   S+ +I   
D 
Sbjct  313  
LAFKVVSDPHVGKLTYFRVYSGTLKKGDKVVNTTTGKDERLGRILRMHSNSREDI---DF  369

Query  308  AYPGEIVI-
LPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERLLDALT  366
               G+IV  +   + +  D L D +   +      P P++   I PK+ A  E+L 
+ L 
Sbjct  370  
ISTGDIVAGVGLKNAKTGDTLADSSNPIQLESMTFPEPVISVAIEPKSRADEEKLSEGLQ  429

Query  367  
QLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYME---R  423
            +LA+ DP    + D  T + I+S +G + L+++   L  ++++E  + +P V Y E   
+
Sbjct  430  
KLAEEDPTFVVQSDEETGQTIISGMGELHLDILVDRLKREFRVEANIGKPQVAYREALKK  489

Query  424  
PLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGIRY  483
             +K  +  I  +      +  + + + P++   G ++   +  G + + +  +V  
G+  
Sbjct  490  EVKIEAKYIR-QSGGRGQYGHVVMELEPIN--
EGYEFVDLIKSGRIPKEYIPSVNAGVEA  546

Query  484  GLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYLSF  542
             +E G L G+ + + K     G Y+   S+   F+    + L+   K++G +LLEP 
+  
Sbjct  547  
AMESGVLAGYPLENIKATLIDGSYHDVDSSEMAFKIAGSMALKDGAKKAGIKLLEPVMEV  606

Query  543  
ILYAPQEYLSRAYHDAPKYCATIETAQVKKDEVVFTGEIPARCIQAYRTDLAFYTNGRSV  602
             +  P++++     D       I     +    V    +P   +  Y TDL   T 



GR+ 
Sbjct  607  
EVVTPEDFMGDVVGDLSSRRGKIAEMGQRGSAKVINATVPLSEMFGYATDLRSRTQGRAT  666

Query  603  CLTELKGYQ  611
               +   Y+
Sbjct  667  FTMQFDSYE  675

>WP_056948563.1 GTP-binding protein [Lactobacillus odoratitofui]
 KRK97612.1 translation elongation factor (GTPase) [Lactobacillus 
odoratitofui 
DSM 19909 = JCM 15043]
Length=648

 Score = 248 bits (633),  Expect = 1e-69, Method: Compositional 
matrix adjust.
 Identities = 199/624 (32%), Positives = 312/624 (50%), Gaps = 
43/624 (7%)

Query  1    
MKIINIGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAV  60
            MK I  GI+AHVDAGKTTL+E+LLY +G + E G V+ G    D   LE++RGITI 
+  
Sbjct  1    
MKHIVTGIVAHVDAGKTTLSEALLYQAGTVHELGRVDNGDAFLDPDDLEKKRGITIFSHQ  60

Query  61   
TSFQWHRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMN  120
             S Q     + ++DTPGH DF A+  + L+VLD AILV+SA DGV+  T+ L+  L
++  
Sbjct  61   
ASLQTDHLNLTLLDTPGHADFGAQAEQVLSVLDDAILVVSATDGVKGYTKTLWQLLKRYQ  120

Query  121  
IPTVIFINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIE  180
            +PT IF+NK+D  GVD  +V++ ++ +L    +   T + + E  L ++T    ++ 
+  
Sbjct  121  VPTFIFVNKMDADGVDQAAVMKQLQTELDPGCL---TFTPNAEGQLTDDT----
YEGMAV  173

Query  181  NNDKLLEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLM---
DAVTGL  237
             ++ LL++Y+    ++ +++    ++ +Q   +FP Y+GSA K  GI  LM   D  
T  
Sbjct  174  QSETLLDQYLEDGTLADDQV----
RQLIQSRQVFPCYFGSALKLTGIDTLMSGLDRWTIE  229

Query  238  
FQPIGEQGSAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRDTVALAGREKLKITEMRIP  297
             QP  E G+      VFKV + + G+R  ++R+  GTL+ RD V      + KI +
+R+ 
Sbjct  230  RQPASEFGA-----RVFKVSHDEKGERLTWVRVTGGTLQPRDEVL----
PEQKINQLRLY  280



Query  298  SKGEIVRTDTAYPGEIVILPS-
DSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAA  356
            +  +     T   GE+  +      R    LG+   L          P L+  +A 
K   
Sbjct  281  NGVKYTVQPTVSAGEVCAITGLTGTRPGQGLGNLDDLAT--------
PFLQPVLAYKVDP  332

Query  357  QRERLLD---
ALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVV  413
                L D   AL QL D DP L         EI +  +G +QLEV+  LL ++++L    
Sbjct  333  
HGNDLHDCLAALQQLEDEDPQLHVTWSEQLQEIRVQLMGLMQLEVLQQLLQQQFQLTVGF  392

Query  414  
KEPSVIYMERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSF  473
             + S++Y E          H E  P   +A + L++TP   G+GV +++  SL  L 
+++
Sbjct  393  DQGSILYQETITAPVEGVGHFE--
PLRHYAEVHLAMTPTEPGTGVTFDTDCSLEVLGKNW  450

Query  474  QNAVRDGIRYGLEQG-
LFGWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESG  532
            Q+ V   +R     G L G  +TD +I    G   +  S   DFR      + Q L  
+ 
Sbjct  451  
QHQVLTSLRAKQHLGVLVGAPITDMRITLIGGRASNVHSVGGDFREATWRAVRQGLMMAA  510

Query  533  ----TQLLEPYLSFILYAPQEYLSRAYHDAPKYCATIETAQVKKDE-
VVFTGEIPARCIQ  587
                +QLLEP+  F L   Q+ + RA  D  +     +  +V   E V   G  P   
+Q
Sbjct  511  
SAGQSQLLEPWYQFTLTVTQDQVGRAMTDIQRMHGEFDAPEVTTGETVTIVGTAPVSEMQ  570

Query  588  AYRTDLAFYTNGRSVCLTELKGYQ  611
             Y  ++  YT+GR      + GYQ
Sbjct  571  GYSQEVNAYTHGRGQLECLVAGYQ  594

>WP_087325872.1 GTP-binding protein [Clostridium perfringens]
 OUN55080.1 elongation factor G [Clostridium perfringens]
 OUP43641.1 elongation factor G [Clostridium perfringens]
Length=646

 Score = 248 bits (633),  Expect = 1e-69, Method: Compositional 
matrix adjust.
 Identities = 174/610 (29%), Positives = 287/610 (47%), Gaps = 
24/610 (4%)

Query  6    
IGILAHVDAGKTTLTESLLYASGAISEPGSVEKGTTRTDTMFLERQRGITIQAAVTSFQW  65
            IGILAHVD GKTT +E LLY + +I   G V+   +  D   +E+ RGITI + V  
F  



Sbjct  5    
IGILAHVDGGKTTFSEQLLYHTKSIRNRGRVDHKNSYLDNNEIEKDRGITIYSEVGKFSI  64

Query  66   
HRCKVNIVDTPGHMDFLAEVYRSLAVLDGAILVISAKDGVQAQTRILFHALRKMNIPTVI  125
               +  ++DTPGH+DF  E+ R+++VLD AIL+ISA +GVQ  +  ++  L K  
+PT I
Sbjct  65   
ENQEYYLIDTPGHIDFSPEMERAISVLDYAILIISAVEGVQGHSETIWELLNKYKVPTFI  124

Query  126  
FINKIDQAGVDLQSVVQSVRDKLSADIIIKQTVSLSPEIVLEENTDIEAWDAVIENNDKL  185
            FINKID+ G ++  V+  ++DKLS DII   +  L  E + E          V+E 
++ L
Sbjct  125  FINKIDREGAEVNKVINEMKDKLSEDIIFFSS-KLEDETIEE----------
VVERDEDL  173

Query  186  
LEKYIAGEPISREKLVREEQRRVQDASLFPVYYGSAKKGLGIQPLMDAVTGLFQPIGEQG  245
            L  Y+ G  +S E+L+ +    +++  +FP   GSA    G++  +     L     
E+ 
Sbjct  174  LNLYLEGN-
LSEEELLNKIPSMIKELKIFPCLCGSALLDEGVEDFIRWFHNLSFTNYEES  232

Query  246  SAALCGSVFKVEYTDCGQRRVYLRLYSGTLRLRD--TVALAGREKL-
KITEMRIPSKGEI  302
              +  G VFKV + + G R  +++  SGTLR ++  T    G+E L K+ E+RI +  
+ 
Sbjct  233  
EDSFRGRVFKVRHDEKGNRLTFIKALSGTLRTKEELTYLKEGKESLEKVNEIRIYNGSKY  292

Query  303  VRTDTAYPGEI-
VILPSDSVRLNDVLGDPTRLPRKRWREDPLPMLRTTIAPKTAAQRERL  361
               +    G+I  ++    +   D +G            D +P L++ +  +     
+ +
Sbjct  293  ELVNEVKAGDIFAVVGVKGLESGDGIGIENIDSY-----
DMVPTLKSKVVYREGLNPKEV  347

Query  362  
LDALTQLADTDPLLRCEVDSITHEIILSFLGRVQLEVVSALLSEKYKLETVVKEPSVIYM  421
            L     L   +  L         EI ++ +G+VQLEV+  ++  ++  E     P 
++Y 
Sbjct  348  
LSWFKILESEESTLSVSWYERLKEIHVNIMGKVQLEVLKEVMKNRFNEEIEFGTPEILYK  407

Query  422  
ERPLKAASHTIHIEVPPNPFWASIGLSVTPLSLGSGVQYESRVSLGYLNQSFQNAVRDGI  481
            E   +      H E  P   ++ + L + P    SGV +E++     L    QN 
+R  I
Sbjct  408  ETLNEDVIGYGHFE--
PLGHYSEVHLKIEPGERNSGVVFENKCHADDLTPGNQNLIRTHI  465

Query  482  RYGLEQGLF-
GWNVTDCKICFEYGLYYSPVSTPADFRSLAPIVLEQALKESGTQLLEPYL  540


